
Supplemental Table 2.  All peptides identified in HUVEC conditioned media (Sample A‐Q) after PMA stimulation.
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A_08 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 2 22.00% NLLSVAYKNVVGAR 44 57 26.2 25.1 23.0 0 1 0 1,503.8641
A_08 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 2 22.00% YLIPNATQPESK 106 117 31.7 29.0 14.7 1 0 0 1,360.7108
A_08 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 2 22.00% MKGDYFR 123 129 24.1 25.0 14.2 2 0 0 932.4296
A_08 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 2 22.00% YLSEVASGDNK 130 140 25.2 25.7 15.0 1 0 0 1,182.5637
A_08 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 2 22.00% DSTLIMQLLR 215 224 57.1 27.7 11.2 4 0 0 1,189.6611
A_09 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 2 15.40% LAEQAERYDDMAAAMK 14 29 26.9 25.0 4.7 0 1 0 1,844.8155
A_09 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 2 15.40% YLIPNATQPESK 106 117 30.5 28.9 13.9 1 0 0 1,360.7108
A_09 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 2 15.40% DSTLIMQLLR 215 224 58.5 27.4 18.1 4 0 0 1,189.6611
B_08 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 4 7 27.60% AVTEQGHELSNEER 30 43 80.7 26.4 74.4 2 1 0 1,598.7405
B_08 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 4 7 27.60% NLLSVAYK 44 51 25.5 25.0 10.2 1 0 0 907.5247
B_08 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 4 7 27.60% NLLSVAYKNVVGAR 44 57 37.3 25.1 37.1 0 2 0 1,503.8641
B_08 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 4 7 27.60% YLSEVASGDNK 130 140 40.3 25.5 31.3 2 0 0 1,182.5637
B_08 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 4 7 27.60% QTTVSNSQQAYQEAFEISK 141 159 83.8 26.5 83.8 2 0 0 2,159.0251
B_08 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 4 7 27.60% DSTLIMQLLR 215 224 61.3 27.5 18.3 2 0 0 1,189.6611
C_09 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 3 21.10% LAEQAERYDDMAAAMK 14 29 41.7 25.0 8.7 0 1 0 1,844.8155
C_09 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 3 21.10% NLLSVAYK 44 51 20.4 25.1 0.0 1 0 0 907.5247
C_09 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 3 21.10% NLLSVAYKNVVGAR 44 57 81.4 25.0 73.2 2 2 0 1,503.8641
C_09 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 3 21.10% YLIPNATQPESK 106 117 42.5 29.1 30.9 2 0 0 1,360.7108
C_09 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 2 2 3 21.10% DSTLIMQLLR 215 224 63.1 27.9 27.3 2 0 0 1,189.6611
D_13 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 3 4 24.00% LAEQAERYDDMAAAMK 14 29 48.7 25.0 6.5 0 1 0 1,844.8155
D_13 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 3 4 24.00% AVTEQGHELSNEER 30 43 20.5 25.6 17.1 0 1 0 1,598.7405
D_13 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 3 4 24.00% QTTVSNSQQAYQEAFEISK 141 159 44.6 26.2 44.6 0 2 0 2,159.0251
D_13 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 3 4 24.00% DSTLIMQLLR 215 224 48.8 28.2 27.9 2 0 0 1,205.6561
P_05 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 3 6 14.60% LAEQAERYDDMAAAMK 14 29 43.1 25.0 14.3 0 2 0 1,844.8155
P_05 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 3 6 14.60% QTTVSNSQQAYQEAFEISK 141 159 91.0 26.7 91.0 2 0 0 2,159.0251
P_05 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 3 6 14.60% QTTVSNSQQAYQEAFEISKK 141 160 42.1 27.8 35.6 0 2 0 2,287.1201
Q_05 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 4 7 20.70% LAEQAERYDDMAAAMK 14 29 45.3 25.0 7.6 1 2 0 1,844.8155
Q_05 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 4 7 20.70% NLLSVAYK 44 51 30.9 27.6 10.2 1 0 0 907.5247
Q_05 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 4 7 20.70% MKGDYFR 123 129 33.2 25.0 14.4 1 0 0 932.4296
Q_05 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 4 7 20.70% QTTVSNSQQAYQEAFEISK 141 159 111.0 26.5 109.0 2 0 0 2,159.0251
Q_05 14‐3‐3 protein beta/alpha 1433B_HUMAN 28,082 3 4 7 20.70% QTTVSNSQQAYQEAFEISKK 141 160 37.2 27.8 31.3 0 2 0 2,287.1201
A_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 3 4 11.40% NLLSVAYK 43 50 27.5 25.0 10.6 1 0 0 907.5247
A_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 3 4 11.40% EAAENSLVAYK 143 153 31.9 27.7 21.0 1 0 0 1,194.6000
A_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 3 4 11.40% DSTLIMQLLR 216 225 49.1 27.7 18.9 2 0 0 1,189.6611
A_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 4 7 12.50% YLAEFATGNDR 131 141 42.0 25.0 32.0 1 0 0 1,256.5906
A_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 4 7 12.50% EAAENSLVAYK 143 153 44.0 28.3 30.4 2 0 0 1,194.6000
A_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 4 7 12.50% DSTLIMQLLR 216 225 57.1 27.7 11.2 4 0 0 1,189.6611
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% LAEQAERYDEMVESMKK 13 29 26.6 25.0 25.4 0 2 0 2,088.9578
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% KVAGMDVELTVEER 29 42 64.2 27.9 57.0 2 0 0 1,591.7998
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% VAGMDVELTVEER 30 42 96.5 26.8 80.1 4 0 0 1,463.7048
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% NLLSVAYKNVIGAR 43 56 46.7 25.0 40.9 2 0 0 1,517.8798
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% IISSIEQK 62 69 27.3 27.8 11.9 1 0 0 917.5303
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% IISSIEQKEENK 62 73 36.0 28.8 28.5 1 0 0 1,417.7534
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% IISSIEQKEENKGGEDK 62 78 31.7 27.9 29.5 0 1 0 1,903.9610
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% LICCDILDVLDK 95 106 62.3 27.9 34.1 2 0 0 1,476.7441
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% HLIPAANTGESK 107 118 28.9 27.2 16.2 1 0 0 1,237.6536
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% YLAEFATGNDR 131 141 48.7 25.0 42.3 2 0 0 1,256.5906
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% YLAEFATGNDRK 131 142 45.5 27.0 29.8 2 0 0 1,384.6856
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% EAAENSLVAYK 143 153 33.2 27.7 29.9 2 0 0 1,194.6000
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% AASDIAMTELPPTHPIR 154 170 50.3 27.9 41.2 2 4 0 1,835.9323
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% DSTLIMQLLR 216 225 58.5 27.4 18.1 4 0 0 1,189.6611
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% DNLTLWTSDMQGDGEEQNK 226 244 92.0 25.0 92.0 2 0 0 2,196.9354
A_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 16 19 36 64.70% EALQDVEDENQ 245 255 56.2 25.0 56.2 2 0 0 1,289.5493
A_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 20.40% VAGMDVELTVEER 30 42 64.1 26.8 43.2 2 0 0 1,463.7048
A_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 20.40% YLAEFATGNDR 131 141 35.7 25.0 25.0 2 0 0 1,256.5906
A_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 20.40% YLAEFATGNDRK 131 142 31.8 27.2 10.6 1 0 0 1,384.6856
A_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 20.40% AASDIAMTELPPTHPIR 154 170 27.8 27.8 17.9 0 1 0 1,835.9323
A_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 20.40% DSTLIMQLLR 216 225 50.5 27.5 20.6 2 0 0 1,189.6611
B_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 7 15.70% NLLSVAYK 43 50 25.5 25.0 10.2 1 0 0 907.5247
B_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 7 15.70% YLAEFATGNDR 131 141 50.8 25.0 38.9 2 0 0 1,256.5906
B_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 7 15.70% EAAENSLVAYK 143 153 31.9 27.7 27.3 2 0 0 1,194.6000
B_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 7 15.70% DSTLIMQLLR 216 225 61.3 27.5 18.3 2 0 0 1,189.6611
B_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 20 51.00% LAEQAERYDEMVESMKK 13 29 41.4 25.0 38.7 0 2 0 2,088.9578
B_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 20 51.00% VAGMDVELTVEER 30 42 83.5 26.8 70.6 1 0 0 1,463.7048
B_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 20 51.00% NLLSVAYK 43 50 34.9 25.1 13.8 2 0 0 907.5247
B_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 20 51.00% LICCDILDVLDK 95 106 36.4 27.9 23.0 1 0 0 1,476.7441
B_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 20 51.00% YLAEFATGNDR 131 141 51.0 25.0 47.2 2 0 0 1,256.5906
B_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 20 51.00% YLAEFATGNDRK 131 142 37.7 27.0 17.8 2 0 0 1,384.6856
B_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 20 51.00% EAAENSLVAYK 143 153 36.9 27.8 34.4 2 0 0 1,194.6000
B_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 20 51.00% AASDIAMTELPPTHPIR 154 170 33.5 27.8 23.1 2 2 0 1,835.9323
B_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 20 51.00% DSTLIMQLLR 216 225 56.1 27.3 14.5 1 0 0 1,189.6611
B_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 20 51.00% DNLTLWTSDMQGDGEEQNK 226 244 83.3 25.0 83.3 2 0 0 2,196.9354
B_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 20 51.00% EALQDVEDENQ 245 255 33.4 25.0 28.1 1 0 0 1,289.5493
B_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 5 7 20.00% VAGMDVELTVEER 30 42 80.5 26.8 65.5 2 0 0 1,463.7048
B_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 5 7 20.00% YLAEFATGNDR 131 141 41.5 25.0 36.8 2 0 0 1,256.5906
B_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 5 7 20.00% AASDIAMTELPPTHPIR 154 170 21.3 28.0 19.8 0 1 0 1,835.9323
B_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 5 7 20.00% DSTLIMQLLR 216 225 56.4 28.1 30.4 2 0 0 1,205.6561
C_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 8 16.50% VAGMDVELTVEER 30 42 39.8 27.0 28.4 2 0 0 1,463.7048
C_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 8 16.50% NLLSVAYK 43 50 21.7 25.1 10.1 2 0 0 907.5247
C_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 8 16.50% EAAENSLVAYK 143 153 28.5 27.6 25.4 2 0 0 1,194.6000
C_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 8 16.50% DSTLIMQLLR 216 225 59.0 28.3 34.5 2 0 0 1,205.6561
C_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 24.30% LAEQAERYDEMVESMKK 13 29 20.7 25.0 20.7 0 1 0 2,088.9578
C_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 24.30% VAGMDVELTVEER 30 42 94.6 26.9 76.6 2 0 0 1,463.7048
C_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 24.30% YLAEFATGNDR 131 141 26.5 25.0 20.5 2 0 0 1,256.5906
C_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 24.30% EAAENSLVAYK 143 153 46.0 28.1 36.4 1 0 0 1,194.6000
C_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 24.30% DSTLIMQLLR 216 225 56.7 28.1 32.0 2 0 0 1,205.6561
C_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 21 41.60% LAEQAERYDEMVESMK 13 28 18.1 25.0 18.1 0 1 0 1,960.8628
C_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 21 41.60% LAEQAERYDEMVESMKK 13 29 24.3 25.0 22.5 0 2 0 2,088.9578
C_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 21 41.60% VAGMDVELTVEER 30 42 71.8 26.9 54.4 2 0 0 1,463.7048
C_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 21 41.60% NLLSVAYK 43 50 20.4 25.1 0.0 1 0 0 907.5247
C_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 21 41.60% NLLSVAYKNVIGAR 43 56 26.5 25.0 23.8 1 0 0 1,517.8798
C_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 21 41.60% LICCDILDVLDK 95 106 34.5 27.8 28.4 2 0 0 1,476.7441
C_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 21 41.60% YLAEFATGNDR 131 141 41.3 25.3 38.5 2 0 0 1,256.5906
C_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 21 41.60% YLAEFATGNDRK 131 142 40.5 26.6 24.9 2 0 0 1,384.6856
C_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 21 41.60% AASDIAMTELPPTHPIR 154 170 48.6 27.8 44.9 2 2 0 1,835.9323
C_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 21 41.60% DSTLIMQLLR 216 225 63.1 27.9 27.3 2 0 0 1,189.6611
C_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 21 41.60% EALQDVEDENQ 245 255 31.0 25.0 31.0 2 0 0 1,289.5493
C_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 4 11.80% LAEQAERYDEMVESMKK 13 29 26.3 25.0 24.0 0 2 0 2,088.9578
C_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 4 11.80% VAGMDVELTVEER 30 42 61.2 27.0 50.0 2 0 0 1,463.7048
D_12 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 3 9.02% HLIPAANTGESK 107 118 26.5 27.6 19.6 1 0 0 1,237.6536
D_12 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 3 9.02% EAAENSLVAYK 143 153 30.0 28.2 22.7 2 0 0 1,194.6000
D_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 9 22.00% VAGMDVELTVEER 30 42 48.3 26.2 30.6 2 0 0 1,463.7048
D_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 9 22.00% YLAEFATGNDR 131 141 38.5 25.2 30.4 2 0 0 1,256.5906
D_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 9 22.00% EAAENSLVAYK 143 153 47.0 28.1 38.8 2 0 0 1,194.6000



D_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 9 22.00% DSTLIMQLLR 216 225 48.8 28.2 27.9 2 0 0 1,205.6561
D_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 9 22.00% EALQDVEDENQ 245 255 29.8 25.0 29.8 1 0 0 1,289.5493
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% LAEQAERYDEMVESMKK 13 29 32.1 25.0 26.5 0 1 0 2,088.9578
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% KVAGMDVELTVEER 29 42 26.2 27.7 17.7 0 2 0 1,591.7998
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% VAGMDVELTVEER 30 42 88.5 26.8 82.0 4 1 0 1,447.7098
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% NLLSVAYKNVIGAR 43 56 43.8 25.0 39.4 1 1 0 1,517.8798
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% IISSIEQKEENK 62 73 42.4 29.0 33.2 2 0 0 1,417.7534
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% IISSIEQKEENKGGEDK 62 78 25.9 27.4 9.8 0 1 0 1,903.9610
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% LICCDILDVLDK 95 106 60.2 27.7 48.5 2 0 0 1,476.7441
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% HLIPAANTGESK 107 118 23.4 27.5 14.2 2 0 0 1,237.6536
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% YLAEFATGNDR 131 141 49.1 25.1 41.5 2 0 0 1,256.5906
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% YLAEFATGNDRK 131 142 29.0 27.2 16.2 1 0 0 1,384.6856
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% KEAAENSLVAYK 142 153 51.9 27.8 47.0 2 0 0 1,322.6950
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% DSTLIMQLLR 216 225 47.5 28.2 28.7 2 0 0 1,205.6561
D_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 13 16 26 50.60% EALQDVEDENQ 245 255 37.6 25.0 37.6 2 0 0 1,289.5493
D_15 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 3 6 13.70% VAGMDVELTVEER 30 42 95.0 26.2 78.5 2 0 0 1,463.7048
D_15 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 3 6 13.70% YLAEFATGNDR 131 141 49.6 25.2 45.2 2 0 0 1,256.5906
D_15 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 3 6 13.70% EALQDVEDENQ 245 255 39.7 25.0 39.7 2 0 0 1,289.5493
E_12 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 7 15.70% NLLSVAYK 43 50 19.4 25.1 9.1 1 0 0 907.5247
E_12 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 7 15.70% YLAEFATGNDR 131 141 25.6 25.1 20.8 2 0 0 1,256.5906
E_12 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 7 15.70% EAAENSLVAYK 143 153 36.7 28.2 28.1 2 0 0 1,194.6000
E_12 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 7 15.70% DSTLIMQLLR 216 225 49.5 27.5 30.7 2 0 0 1,205.6561
E_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 9 14 34.90% VAGMDVELTVEER 30 42 74.9 26.9 55.1 1 0 0 1,463.7048
E_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 9 14 34.90% NLLSVAYK 43 50 21.5 25.1 6.8 2 0 0 907.5247
E_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 9 14 34.90% LICCDILDVLDK 95 106 25.2 27.7 19.1 1 0 0 1,476.7441
E_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 9 14 34.90% HLIPAANTGESK 107 118 32.9 27.6 22.4 1 0 0 1,237.6536
E_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 9 14 34.90% YLAEFATGNDR 131 141 38.0 25.3 19.9 2 0 0 1,256.5906
E_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 9 14 34.90% KEAAENSLVAYK 142 153 28.5 27.0 27.2 1 0 0 1,322.6950
E_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 9 14 34.90% EAAENSLVAYK 143 153 39.6 28.1 31.2 2 0 0 1,194.6000
E_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 9 14 34.90% DSTLIMQLLR 216 225 46.9 27.9 31.0 2 0 0 1,205.6561
E_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 9 14 34.90% EALQDVEDENQ 245 255 46.5 25.0 37.0 2 0 0 1,289.5493
E_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 6 16.90% VAGMDVELTVEER 30 42 82.8 26.2 67.1 2 0 0 1,463.7048
E_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 6 16.90% NLLSVAYK 43 50 18.0 25.1 2.8 1 0 0 907.5247
E_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 6 16.90% YLAEFATGNDR 131 141 29.7 25.2 19.4 2 0 0 1,256.5906
E_14 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 6 16.90% EALQDVEDENQ 245 255 33.7 25.0 33.7 1 0 0 1,289.5493
F_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 7 17.60% VAGMDVELTVEER 30 42 64.4 26.9 49.6 2 0 0 1,463.7048
F_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 7 17.60% YLAEFATGNDR 131 141 37.6 25.0 30.7 2 0 0 1,256.5906
F_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 7 17.60% EAAENSLVAYK 143 153 36.9 28.3 24.0 1 0 0 1,194.6000
F_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 7 17.60% DSTLIMQLLR 216 225 57.2 28.1 23.6 2 0 0 1,205.6561
F_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 10 12 22 37.60% LAEQAERYDEMVESMK 13 28 25.1 25.0 23.5 0 1 0 1,960.8628
F_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 10 12 22 37.60% LAEQAERYDEMVESMKK 13 29 44.2 25.0 43.2 0 2 0 2,088.9578
F_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 10 12 22 37.60% VAGMDVELTVEER 30 42 97.3 27.5 89.6 2 0 0 1,447.7098
F_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 10 12 22 37.60% NLLSVAYK 43 50 33.8 25.0 16.3 2 0 0 907.5247
F_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 10 12 22 37.60% QMVETELK 87 94 40.4 27.5 21.8 2 0 0 993.4923
F_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 10 12 22 37.60% YLAEFATGNDR 131 141 59.5 25.0 52.7 2 0 0 1,256.5906
F_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 10 12 22 37.60% YLAEFATGNDRK 131 142 40.1 26.6 14.1 1 0 0 1,384.6856
F_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 10 12 22 37.60% AASDIAMTELPPTHPIR 154 170 56.5 27.9 49.7 2 2 0 1,835.9323
F_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 10 12 22 37.60% DSTLIMQLLR 216 225 58.0 27.8 28.6 4 0 0 1,205.6561
F_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 10 12 22 37.60% EALQDVEDENQ 245 255 73.3 25.0 62.3 2 0 0 1,289.5493
F_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 3 5 7.06% NLLSVAYK 43 50 20.5 25.0 0.0 1 0 0 907.5247
F_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 3 5 7.06% DSTLIMQLLR 216 225 39.3 28.1 11.6 4 0 0 1,205.6561
G_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 7 12 18.00% VAGMDVELTVEER 30 42 63.1 27.6 57.1 4 0 0 1,447.7098
G_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 7 12 18.00% YLAEFATGNDR 131 141 44.8 25.0 43.3 2 0 0 1,256.5906
G_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 7 12 18.00% YLAEFATGNDRK 131 142 34.9 26.9 26.5 2 1 0 1,384.6856
G_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 7 12 18.00% EAAENSLVAYK 143 153 47.3 28.5 37.9 1 0 0 1,194.6000
G_10 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 7 12 18.00% DSTLIMQLLR 216 225 55.4 28.6 31.9 2 0 0 1,205.6561
G_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 18 42.00% LAEQAERYDEMVESMKK 13 29 17.9 25.0 17.9 0 1 0 2,088.9578
G_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 18 42.00% YDEMVESMK 20 28 28.8 25.0 28.8 2 0 0 1,131.4697
G_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 18 42.00% VAGMDVELTVEER 30 42 76.1 27.5 68.1 2 0 0 1,447.7098
G_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 18 42.00% NLLSVAYK 43 50 36.1 27.6 12.7 2 0 0 907.5247
G_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 18 42.00% QMVETELK 87 94 42.2 27.7 27.6 1 0 0 993.4923
G_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 18 42.00% YLAEFATGNDR 131 141 44.0 25.0 37.0 2 0 0 1,256.5906
G_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 18 42.00% YLAEFATGNDRK 131 142 43.1 26.9 30.2 2 1 0 1,384.6856
G_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 18 42.00% EAAENSLVAYK 143 153 37.2 28.2 28.2 1 0 0 1,194.6000
G_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 18 42.00% AASDIAMTELPPTHPIR 154 170 25.2 28.2 18.3 0 1 0 1,835.9323
G_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 18 42.00% DSTLIMQLLR 216 225 53.3 28.7 29.4 2 0 0 1,205.6561
G_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 11 12 18 42.00% EALQDVEDENQ 245 255 65.0 25.0 60.7 1 0 0 1,289.5493
H_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 4 7.06% NLLSVAYK 43 50 31.1 25.0 10.3 2 0 0 907.5247
H_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 4 7.06% DSTLIMQLLR 216 225 25.1 28.1 9.7 2 0 0 1,205.6561
H_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 5 8 13.30% YLAEFATGNDR 131 141 51.0 25.0 45.0 2 0 0 1,256.5906
H_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 5 8 13.30% YLAEFATGNDRK 131 142 23.9 26.7 14.5 1 1 0 1,384.6856
H_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 5 8 13.30% EAAENSLVAYK 143 153 42.8 28.3 30.4 2 0 0 1,194.6000
H_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 5 8 13.30% EALQDVEDENQ 245 255 44.1 25.0 43.4 2 0 0 1,289.5493
H_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 2 8.24% YLAEFATGNDR 131 141 29.0 25.0 25.6 1 0 0 1,256.5906
H_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 2 8.24% DSTLIMQLLR 216 225 31.1 27.8 10.9 1 0 0 1,205.6561
I_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 3 5 11.40% NLLSVAYK 43 50 40.1 25.0 19.1 2 0 0 907.5247
I_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 3 5 11.40% YLAEFATGNDR 131 141 41.9 25.1 35.1 1 0 0 1,256.5906
I_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 3 5 11.40% DSTLIMQLLR 216 225 51.3 28.1 19.5 2 0 0 1,205.6561
I_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 9 16.90% VAGMDVELTVEER 30 42 57.9 27.0 43.2 2 0 0 1,463.7048
I_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 9 16.90% NLLSVAYK 43 50 31.9 25.0 11.0 2 0 0 907.5247
I_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 9 16.90% YLAEFATGNDR 131 141 35.2 25.0 31.8 2 0 0 1,256.5906
I_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 9 16.90% YLAEFATGNDRK 131 142 22.1 26.8 8.6 1 0 0 1,384.6856
I_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 9 16.90% DSTLIMQLLR 216 225 52.9 28.3 33.8 2 0 0 1,205.6561
J_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 2 8.63% YLAEFATGNDR 131 141 19.9 25.0 19.4 1 0 0 1,256.5906
J_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 2 8.63% EAAENSLVAYK 143 153 46.0 28.4 32.6 1 0 0 1,194.6000
J_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 6 6 9 29.00% VAGMDVELTVEER 30 42 67.9 27.0 48.5 2 0 0 1,463.7048
J_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 6 6 9 29.00% YLAEFATGNDRK 131 142 25.0 26.6 14.4 1 0 0 1,384.6856
J_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 6 6 9 29.00% EAAENSLVAYK 143 153 42.9 28.5 35.5 2 0 0 1,194.6000
J_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 6 6 9 29.00% AASDIAMTELPPTHPIR 154 170 21.4 28.1 19.1 0 1 0 1,835.9323
J_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 6 6 9 29.00% DSTLIMQLLR 216 225 54.2 28.0 24.6 2 0 0 1,205.6561
J_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 6 6 9 29.00% EALQDVEDENQ 245 255 32.8 25.0 32.8 1 0 0 1,289.5493
K_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 7 7 12 27.10% NLLSVAYK 43 50 22.3 25.0 0.0 1 0 0 907.5247
K_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 7 7 12 27.10% YLAEFATGNDR 131 141 56.4 25.0 49.5 2 0 0 1,256.5906
K_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 7 7 12 27.10% YLAEFATGNDRK 131 142 29.4 26.9 11.3 2 0 0 1,384.6856
K_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 7 7 12 27.10% EAAENSLVAYK 143 153 37.1 28.3 31.2 2 0 0 1,194.6000
K_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 7 7 12 27.10% AASDIAMTELPPTHPIR 154 170 30.4 28.0 24.0 0 2 0 1,835.9323
K_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 7 7 12 27.10% DSTLIMQLLR 216 225 54.4 28.1 26.7 2 0 0 1,205.6561
K_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 7 7 12 27.10% EALQDVEDENQ 245 255 55.2 25.0 55.2 1 0 0 1,289.5493
K_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 4 4.71% YLAEFATGNDR 131 141 48.4 25.0 38.6 2 0 0 1,256.5906
K_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 4 4.71% YLAEFATGNDRK 131 142 30.5 27.0 23.5 2 0 0 1,384.6856
L_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 5 12.20% NLLSVAYK 43 50 23.6 27.6 4.5 1 0 0 907.5247
L_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 5 12.20% YLAEFATGNDR 131 141 31.0 25.1 26.2 2 0 0 1,256.5906
L_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 5 12.20% YLAEFATGNDRK 131 142 25.3 26.8 7.6 0 1 0 1,384.6856
L_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 5 12.20% EALQDVEDENQ 245 255 22.9 25.0 20.3 1 0 0 1,289.5493
L_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 11 22 30.20% LAEQAERYDEMVESMK 13 28 45.4 25.0 40.5 0 2 0 1,960.8628
L_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 11 22 30.20% LAEQAERYDEMVESMKK 13 29 49.9 25.0 47.9 0 4 0 2,088.9578
L_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 11 22 30.20% KVAGMDVELTVEER 29 42 34.7 28.5 25.3 0 2 0 1,591.7998
L_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 11 22 30.20% VAGMDVELTVEER 30 42 97.1 27.6 82.3 2 0 0 1,447.7098
L_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 11 22 30.20% QMVETELK 87 94 26.7 27.7 13.7 1 0 0 993.4923
L_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 11 22 30.20% YLAEFATGNDR 131 141 49.5 25.1 41.5 2 0 0 1,256.5906
L_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 11 22 30.20% YLAEFATGNDRK 131 142 45.4 26.9 25.5 2 1 0 1,384.6856
L_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 11 22 30.20% AASDIAMTELPPTHPIR 154 170 53.1 28.0 49.6 2 2 0 1,835.9323



L_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 9 11 22 30.20% DSTLIMQLLR 216 225 44.2 28.1 21.7 2 0 0 1,205.6561
L_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 5 7 14.10% VAGMDVELTVEER 30 42 81.9 27.0 71.9 2 0 0 1,463.7048
L_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 5 7 14.10% YLAEFATGNDR 131 141 41.9 25.1 33.1 1 0 0 1,256.5906
L_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 5 7 14.10% YLAEFATGNDRK 131 142 22.8 27.0 10.1 1 1 0 1,384.6856
L_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 5 7 14.10% EAAENSLVAYK 143 153 41.5 28.5 35.1 2 0 0 1,194.6000
L_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 4 8.63% YLAEFATGNDR 131 141 30.3 25.1 21.8 2 0 0 1,256.5906
L_13 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 4 8.63% EAAENSLVAYK 143 153 40.8 28.5 26.5 2 0 0 1,194.6000
M_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 8 17.60% VAGMDVELTVEER 30 42 87.7 26.9 76.2 2 0 0 1,463.7048
M_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 8 17.60% YLAEFATGNDR 131 141 33.9 25.0 26.3 2 0 0 1,256.5906
M_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 8 17.60% EAAENSLVAYK 143 153 39.3 28.0 31.7 2 0 0 1,194.6000
M_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 8 17.60% DSTLIMQLLR 216 225 41.6 28.1 23.8 2 0 0 1,205.6561
M_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 11 19 31.80% LAEQAERYDEMVESMKK 13 29 31.4 25.0 30.3 0 2 0 2,088.9578
M_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 11 19 31.80% VAGMDVELTVEER 30 42 92.2 27.5 84.1 2 0 0 1,447.7098
M_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 11 19 31.80% NLLSVAYK 43 50 21.9 25.0 4.3 1 0 0 907.5247
M_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 11 19 31.80% NLLSVAYKNVIGAR 43 56 41.2 25.0 32.6 1 2 0 1,517.8798
M_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 11 19 31.80% QMVETELK 87 94 27.5 28.4 8.9 1 0 0 993.4923
M_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 11 19 31.80% YLAEFATGNDR 131 141 59.1 25.0 48.7 2 0 0 1,256.5906
M_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 11 19 31.80% YLAEFATGNDRK 131 142 45.5 27.2 25.6 2 2 0 1,384.6856
M_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 11 19 31.80% AASDIAMTELPPTHPIR 154 170 45.3 27.9 41.8 0 4 0 1,835.9323
M_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 2 8.63% YLAEFATGNDR 131 141 40.6 25.0 31.8 1 0 0 1,256.5906
M_07 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 2 8.63% EAAENSLVAYK 143 153 21.5 28.0 18.9 1 0 0 1,194.6000
M_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 3 9.41% VAGMDVELTVEER 30 42 39.7 27.0 32.9 1 0 0 1,463.7048
M_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 3 9.41% EAAENSLVAYK 143 153 40.2 28.0 40.0 2 0 0 1,194.6000
N_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 3 8.63% YLAEFATGNDR 131 141 49.5 25.0 40.2 1 0 0 1,256.5906
N_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 3 8.63% EAAENSLVAYK 143 153 37.1 28.0 28.4 2 0 0 1,194.6000
O_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 5 15.70% NLLSVAYK 43 50 21.6 27.6 7.9 1 0 0 907.5247
O_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 5 15.70% YLAEFATGNDR 131 141 43.1 25.0 42.4 2 0 0 1,256.5906
O_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 5 15.70% EAAENSLVAYK 143 153 25.9 28.5 13.6 1 0 0 1,194.6000
O_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 4 4 5 15.70% DSTLIMQLLR 216 225 40.7 28.0 21.7 1 0 0 1,205.6561
O_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 3 5 14.10% NLLSVAYKNVIGAR 43 56 24.8 25.0 19.6 0 1 0 1,517.8798
O_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 3 5 14.10% YLAEFATGNDR 131 141 47.4 25.1 41.5 2 0 0 1,256.5906
O_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 3 3 5 14.10% EAAENSLVAYK 143 153 49.9 28.0 39.3 2 0 0 1,194.6000
P_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 3 8.63% YLAEFATGNDR 131 141 43.9 25.1 38.8 2 0 0 1,256.5906
P_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 3 8.63% EAAENSLVAYK 143 153 40.2 28.0 26.6 1 0 0 1,194.6000
P_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 8 12 31.80% LAEQAERYDEMVESMKK 13 29 31.5 25.0 27.2 0 1 0 2,088.9578
P_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 8 12 31.80% VAGMDVELTVEER 30 42 63.8 27.7 57.4 1 0 0 1,447.7098
P_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 8 12 31.80% NLLSVAYK 43 50 20.6 27.6 3.1 1 0 0 907.5247
P_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 8 12 31.80% QMVETELK 87 94 25.7 28.1 9.4 2 0 0 993.4923
P_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 8 12 31.80% HLIPAANTGESK 107 118 19.4 26.6 8.5 1 0 0 1,237.6536
P_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 8 12 31.80% YLAEFATGNDR 131 141 51.9 25.0 44.2 2 0 0 1,256.5906
P_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 8 12 31.80% YLAEFATGNDRK 131 142 44.1 26.6 28.5 2 0 0 1,384.6856
P_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 8 8 12 31.80% EAAENSLVAYK 143 153 51.6 28.0 40.0 2 0 0 1,194.6000
P_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 4 8.63% YLAEFATGNDR 131 141 35.7 25.1 30.7 2 0 0 1,256.5906
P_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 4 8.63% EAAENSLVAYK 143 153 47.2 28.0 38.0 2 0 0 1,194.6000
Q_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 21.20% VAGMDVELTVEER 30 42 74.5 27.1 60.5 2 0 0 1,463.7048
Q_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 21.20% NLLSVAYK 43 50 30.9 27.6 10.2 1 0 0 907.5247
Q_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 21.20% YLAEFATGNDR 131 141 50.2 25.0 44.2 2 0 0 1,256.5906
Q_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 21.20% EAAENSLVAYK 143 153 42.1 28.5 30.2 2 0 0 1,194.6000
Q_05 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 5 5 8 21.20% EALQDVEDENQ 245 255 52.8 25.0 48.1 1 0 0 1,289.5493
Q_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 6 7 13 23.90% VAGMDVELTVEER 30 42 78.6 27.4 65.9 2 0 0 1,447.7098
Q_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 6 7 13 23.90% QMVETELK 87 94 28.4 27.8 15.6 1 0 0 993.4923
Q_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 6 7 13 23.90% YLAEFATGNDR 131 141 56.4 25.1 47.3 2 0 0 1,256.5906
Q_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 6 7 13 23.90% YLAEFATGNDRK 131 142 36.7 27.1 16.3 2 2 0 1,384.6856
Q_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 6 7 13 23.90% AASDIAMTELPPTHPIR 154 170 34.7 28.1 25.8 0 2 0 1,835.9323
Q_06 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 6 7 13 23.90% EALQDVEDENQ 245 255 45.0 25.0 45.0 2 0 0 1,289.5493
Q_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 2 8.63% YLAEFATGNDR 131 141 31.2 25.0 25.2 1 0 0 1,256.5906
Q_08 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 2 8.63% EAAENSLVAYK 143 153 25.9 28.5 11.8 1 0 0 1,194.6000
Q_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 4 9.41% VAGMDVELTVEER 30 42 70.3 26.9 51.6 2 0 0 1,463.7048
Q_09 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 4 9.41% YLAEFATGNDR 131 141 44.3 25.0 36.4 2 0 0 1,256.5906
Q_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 3 8.63% YLAEFATGNDR 131 141 24.2 25.0 20.2 1 0 0 1,256.5906
Q_11 14‐3‐3 protein epsilon 1433E_HUMAN 29,175 2 2 3 8.63% EAAENSLVAYK 143 153 44.5 28.5 38.1 2 0 0 1,194.6000
A_08 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 19.50% AVTELNEPLSNEDR 29 42 86.9 26.1 75.1 2 0 0 1,586.7657
A_08 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 19.50% NLLSVAYKNVVGAR 43 56 26.2 25.1 23.0 0 1 0 1,503.8641
A_08 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 19.50% YLAEVASGEK 133 142 55.7 27.3 42.0 2 0 0 1,066.5415
A_08 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 19.50% DSTLIMQLLR 218 227 57.1 27.7 11.2 4 0 0 1,189.6611
A_09 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 14.60% AVTELNEPLSNEDR 29 42 80.9 26.4 70.8 2 0 0 1,586.7657
A_09 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 14.60% NSVVEASEAAYK 144 155 25.0 26.5 16.2 1 0 0 1,267.6163
A_09 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 14.60% DSTLIMQLLR 218 227 58.5 27.4 18.1 4 0 0 1,189.6611
B_08 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 19.50% AVTELNEPLSNEDR 29 42 77.3 26.4 65.2 2 0 0 1,586.7657
B_08 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 19.50% NLLSVAYK 43 50 25.5 25.0 10.2 1 0 0 907.5247
B_08 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 19.50% NLLSVAYKNVVGAR 43 56 37.3 25.1 37.1 0 2 0 1,503.8641
B_08 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 19.50% YLAEVASGEK 133 142 33.3 27.3 29.9 2 0 0 1,066.5415
B_08 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 19.50% DSTLIMQLLR 218 227 61.3 27.5 18.3 2 0 0 1,189.6611
B_09 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 20.30% AVTELNEPLSNEDR 29 42 74.9 26.4 71.1 2 0 0 1,586.7657
B_09 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 20.30% NLLSVAYK 43 50 34.9 25.1 13.8 2 0 0 907.5247
B_09 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 20.30% NLLSVAYKNVVGAR 43 56 19.3 25.2 16.5 0 1 0 1,503.8641
B_09 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 20.30% NSVVEASEAAYK 144 155 74.7 26.9 58.4 2 0 0 1,267.6163
B_09 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 20.30% DSTLIMQLLR 218 227 56.1 27.3 14.5 1 0 0 1,189.6611
C_08 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 3 5 16.30% LAEQAERYDDMASAMK 13 28 42.0 25.0 35.8 1 2 0 1,860.8104
C_08 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 3 5 16.30% AVTELNEPLSNEDR 29 42 77.1 26.4 71.8 2 0 0 1,586.7657
C_08 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 3 5 16.30% DSTLIMQLLR 218 227 56.7 28.1 32.0 2 0 0 1,205.6561
D_13 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 2 14.60% LAEQAERYDDMASAMK 13 28 27.0 25.0 4.3 0 1 0 1,844.8155
D_13 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 2 14.60% YLAEVASGEK 133 142 44.2 27.2 31.7 1 0 0 1,066.5415
D_13 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 2 14.60% DSTLIMQLLR 218 227 48.8 28.2 27.9 2 0 0 1,205.6561
E_12 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 17.10% AVTELNEPLSNEDR 29 42 39.2 25.8 39.2 1 0 0 1,586.7657
E_12 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 17.10% NLLSVAYK 43 50 19.4 25.1 9.1 1 0 0 907.5247
E_12 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 17.10% YLAEVASGEK 133 142 42.6 27.9 34.8 2 0 0 1,066.5415
E_12 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 17.10% DSTLIMQLLR 218 227 49.5 27.5 30.7 2 0 0 1,205.6561
F_11 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 22.00% LAEQAERYDDMASAMK 13 28 37.6 25.0 36.3 0 1 0 1,860.8104
F_11 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 22.00% AVTELNEPLSNEDR 29 42 84.1 26.7 73.3 2 0 0 1,586.7657
F_11 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 22.00% NLLSVAYK 43 50 33.8 25.0 16.3 2 0 0 907.5247
F_11 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 22.00% NLLSVAYKNVVGAR 43 56 38.7 25.0 35.8 1 0 0 1,503.8641
F_11 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 22.00% DSTLIMQLLR 218 227 58.0 27.8 28.6 4 0 0 1,205.6561
I_07 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 19.50% LAEQAERYDDMASAMK 13 28 32.4 25.0 0.0 0 1 0 1,828.8205
I_07 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 19.50% AVTELNEPLSNEDR 29 42 49.7 26.6 49.7 2 0 0 1,586.7657
I_07 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 19.50% NLLSVAYK 43 50 40.1 25.0 19.1 2 0 0 907.5247
I_07 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 3 19.50% DSTLIMQLLR 218 227 51.3 28.1 19.5 2 0 0 1,205.6561
L_06 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 16.30% LAEQAERYDDMASAMK 13 28 32.8 25.0 23.2 0 2 0 1,860.8104
L_06 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 16.30% AVTELNEPLSNEDR 29 42 61.4 26.5 53.9 2 0 0 1,586.7657
L_06 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 16.30% DSTLIMQLLR 218 227 44.2 28.1 21.7 2 0 0 1,205.6561
Q_05 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 15.00% LAEQAERYDDMASAMK 13 28 36.2 25.0 30.7 0 2 0 1,860.8104
Q_05 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 15.00% NLLSVAYK 43 50 30.9 27.6 10.2 1 0 0 907.5247
Q_05 14‐3‐3 protein eta 1433F_HUMAN 28,213 2 2 4 15.00% KNSVVEASEAAYK 143 155 37.7 27.8 31.4 2 0 0 1,395.7113
A_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 3 3 4 25.90% NVTELNEPLSNEER 29 42 32.9 25.5 20.8 0 2 0 1,643.7871
A_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 3 3 4 25.90% NLLSVAYKNVVGAR 43 56 26.2 25.1 23.0 0 1 0 1,503.8641
A_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 3 3 4 25.90% VISSIEQKTSADGNEK 62 77 25.6 27.8 23.2 1 0 0 1,705.8604
A_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 3 3 4 25.90% YLAEVATGEK 133 142 37.6 26.7 28.2 1 0 0 1,080.5572
A_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 3 3 4 25.90% DSTLIMQLLR 218 227 57.1 27.7 11.2 4 0 0 1,189.6611
B_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 19.40% NVTELNEPLSNEER 29 42 78.7 25.3 64.5 1 0 0 1,643.7871
B_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 19.40% NLLSVAYK 43 50 25.5 25.0 10.2 1 0 0 907.5247
B_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 19.40% NLLSVAYKNVVGAR 43 56 37.3 25.1 37.1 0 2 0 1,503.8641
B_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 19.40% YLAEVATGEK 133 142 40.5 26.7 26.1 2 0 0 1,080.5572



B_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 19.40% DSTLIMQLLR 218 227 61.3 27.5 18.3 2 0 0 1,189.6611
C_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 20.20% LAEQAERYDDMAAAMK 13 28 38.2 25.0 5.7 0 2 0 1,844.8155
C_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 20.20% NVTELNEPLSNEER 29 42 68.5 25.3 47.1 2 0 0 1,643.7871
C_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 20.20% YLAEVATGEK 133 142 24.5 26.7 20.4 1 0 0 1,080.5572
C_08 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 20.20% DSTLIMQLLR 218 227 56.7 28.1 32.0 2 0 0 1,205.6561
E_12 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 17.00% NVTELNEPLSNEER 29 42 62.9 25.3 60.3 2 0 0 1,643.7871
E_12 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 17.00% NLLSVAYK 43 50 19.4 25.1 9.1 1 0 0 907.5247
E_12 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 17.00% YLAEVATGEK 133 142 35.5 26.6 27.6 2 0 0 1,080.5572
E_12 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 17.00% DSTLIMQLLR 218 227 49.5 27.5 30.7 2 0 0 1,205.6561
F_10 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 13.80% NVTELNEPLSNEER 29 42 81.4 25.3 70.0 1 0 0 1,643.7871
F_10 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 13.80% YLAEVATGEK 133 142 35.2 26.7 24.8 2 0 0 1,080.5572
F_10 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 13.80% DSTLIMQLLR 218 227 57.2 28.1 23.6 2 0 0 1,205.6561
L_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 15.40% NVTELNEPLSNEER 29 42 89.8 26.3 72.2 2 0 0 1,643.7871
L_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 15.40% NLLSVAYK 43 50 23.6 27.6 4.5 1 0 0 907.5247
L_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 15.40% NLLSVAYKNVVGAR 43 56 22.8 25.0 22.8 0 1 0 1,503.8641
L_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 15.40% YLAEVATGEK 133 142 59.5 27.0 45.3 2 0 0 1,080.5572
M_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 20.20% LAEQAERYDDMAAAMK 13 28 49.2 25.0 16.9 0 2 0 1,844.8155
M_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 20.20% NVTELNEPLSNEER 29 42 80.4 25.9 67.3 2 0 0 1,643.7871
M_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 20.20% YLAEVATGEK 133 142 40.0 27.4 20.4 2 0 0 1,080.5572
M_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 20.20% DSTLIMQLLR 218 227 41.6 28.1 23.8 2 0 0 1,205.6561
N_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 16.20% LAEQAERYDDMAAAMK 13 28 41.9 25.0 8.2 0 1 0 1,844.8155
N_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 16.20% NVTELNEPLSNEER 29 42 64.9 26.2 52.5 2 0 0 1,643.7871
N_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 16.20% YLAEVATGEK 133 142 43.6 27.2 32.5 2 0 0 1,080.5572
O_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 25.90% LAEQAERYDDMAAAMK 13 28 46.7 25.0 9.3 0 2 0 1,844.8155
O_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 25.90% NVTELNEPLSNEER 29 42 69.4 26.3 40.7 2 0 0 1,643.7871
O_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 25.90% NLLSVAYK 43 50 21.6 27.6 7.9 1 0 0 907.5247
O_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 25.90% NLLSVAYKNVVGAR 43 56 26.3 25.0 21.6 0 1 0 1,503.8641
O_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 25.90% YLAEVATGEK 133 142 55.9 27.0 37.0 1 0 0 1,080.5572
O_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 3 25.90% DSTLIMQLLR 218 227 40.7 28.0 21.7 1 0 0 1,205.6561
P_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 16.20% LAEQAERYDDMAAAMK 13 28 43.1 25.0 14.3 0 2 0 1,844.8155
P_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 16.20% NVTELNEPLSNEER 29 42 90.0 26.3 75.9 2 0 0 1,643.7871
P_05 14‐3‐3 protein gamma 1433G_HUMAN 28,253 2 2 4 16.20% YLAEVATGEK 133 142 49.1 27.2 35.1 2 0 0 1,080.5572
A_07 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 18.00% AVTEQGAELSNEER 28 41 75.2 25.9 70.7 2 0 0 1,532.7187
A_07 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 18.00% NLLSVAYK 42 49 27.5 25.0 10.6 1 0 0 907.5247
A_07 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 18.00% YLAEVACGDDRK 128 139 26.7 25.1 21.2 1 0 0 1,396.6527
A_07 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 18.00% DSTLIMQLLR 213 222 49.1 27.7 18.9 2 0 0 1,189.6611
A_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 5 5 10 22.40% AVTEQGAELSNEER 28 41 86.3 25.9 80.2 2 0 0 1,532.7187
A_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 5 5 10 22.40% YLIANATNPESK 104 115 48.7 28.4 37.3 2 0 0 1,320.6794
A_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 5 5 10 22.40% MKGDYFR 121 127 24.1 25.0 14.2 2 0 0 932.4296
A_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 5 5 10 22.40% YLAEVACGDDR 128 138 45.2 25.0 42.8 2 0 0 1,268.5577
A_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 5 5 10 22.40% YLAEVACGDDRK 128 139 39.6 25.0 31.8 2 0 0 1,396.6527
A_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 5 5 10 22.40% DSTLIMQLLR 213 222 57.1 27.7 11.2 4 0 0 1,189.6611
A_09 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 14.30% AVTEQGAELSNEER 28 41 17.2 25.7 12.8 0 2 0 1,532.7187
A_09 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 14.30% YLAEVACGDDR 128 138 30.8 25.0 27.4 1 0 0 1,268.5577
A_09 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 14.30% DSTLIMQLLR 213 222 58.5 27.4 18.1 4 0 0 1,189.6611
B_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 4 8 18.00% AVTEQGAELSNEER 28 41 73.8 25.6 58.5 2 2 0 1,532.7187
B_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 4 8 18.00% NLLSVAYK 42 49 25.5 25.0 10.2 1 0 0 907.5247
B_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 4 8 18.00% YLAEVACGDDR 128 138 45.2 25.0 45.2 2 0 0 1,268.5577
B_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 4 8 18.00% YLAEVACGDDRK 128 139 32.1 25.1 25.0 2 0 0 1,396.6527
B_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 4 8 18.00% DSTLIMQLLR 213 222 61.3 27.5 18.3 2 0 0 1,189.6611
C_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 4 8 14.70% AVTEQGAELSNEER 28 41 73.3 25.9 62.8 2 2 0 1,532.7187
C_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 4 8 14.70% YLAEVACGDDR 128 138 38.9 25.0 38.9 2 0 0 1,268.5577
C_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 4 8 14.70% YLAEVACGDDRK 128 139 33.2 25.3 31.4 2 0 0 1,396.6527
C_08 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 4 8 14.70% DSTLIMQLLR 213 222 56.7 28.1 32.0 2 0 0 1,205.6561
D_13 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 3 6 17.60% AVTEQGAELSNEER 28 41 77.9 25.5 73.9 2 2 0 1,532.7187
D_13 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 3 6 17.60% KQTIDNSQGAYQEAFDISK 139 157 50.4 26.3 40.9 0 2 0 2,143.0304
D_13 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 3 6 17.60% DSTLIMQLLR 213 222 48.8 28.2 27.9 2 0 0 1,205.6561
F_11 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 3 6 19.60% LAEQAERYDDMATCMK 12 27 38.5 25.0 38.5 0 2 0 1,963.8196
F_11 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 3 6 19.60% AVTEQGAELSNEER 28 41 79.5 25.5 72.2 2 2 0 1,532.7187
F_11 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 3 6 19.60% NLLSVAYK 42 49 33.8 25.0 16.3 2 0 0 907.5247
F_11 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 3 6 19.60% DSTLIMQLLR 213 222 58.0 27.8 28.6 4 0 0 1,205.6561
G_10 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 3 6 16.30% LAEQAERYDDMATCMK 12 27 25.9 25.0 22.8 0 2 0 1,963.8196
G_10 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 3 6 16.30% AVTEQGAELSNEER 28 41 82.0 25.7 73.0 2 2 0 1,532.7187
G_10 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 3 6 16.30% DSTLIMQLLR 213 222 55.4 28.6 31.9 2 0 0 1,205.6561
G_11 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 18.00% AVTEQGAELSNEER 28 41 77.6 25.7 71.7 2 0 0 1,532.7187
G_11 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 18.00% NLLSVAYK 42 49 36.1 27.6 12.7 2 0 0 907.5247
G_11 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 18.00% YLIANATNPESK 104 115 28.1 28.8 22.1 1 0 0 1,320.6794
G_11 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 18.00% DSTLIMQLLR 213 222 53.3 28.7 29.4 2 0 0 1,205.6561
L_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 4 13.90% AVTEQGAELSNEER 28 41 78.3 26.1 69.8 2 0 0 1,532.7187
L_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 4 13.90% NLLSVAYK 42 49 23.6 27.6 4.5 1 0 0 907.5247
L_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 4 13.90% YLIANATNPESK 104 115 76.8 28.9 61.2 2 0 0 1,320.6794
L_06 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 4 16.30% LAEQAERYDDMATCMK 12 27 26.6 25.0 26.6 0 2 0 1,963.8196
L_06 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 4 16.30% AVTEQGAELSNEER 28 41 86.2 25.8 75.8 2 0 0 1,532.7187
L_06 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 4 16.30% DSTLIMQLLR 213 222 44.2 28.1 21.7 2 0 0 1,205.6561
L_13 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 2 10.20% AVTEQGAELSNEER 28 41 51.5 26.1 39.6 1 0 0 1,532.7187
L_13 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 2 10.20% YLAEVACGDDR 128 138 21.4 25.0 21.4 1 0 0 1,268.5577
M_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 16.30% LAEQAERYDDMATCMK 12 27 30.9 25.0 26.4 0 1 0 1,963.8196
M_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 16.30% AVTEQGAELSNEER 28 41 67.9 25.8 64.1 2 0 0 1,532.7187
M_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 16.30% DSTLIMQLLR 213 222 41.6 28.1 23.8 2 0 0 1,205.6561
M_06 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 13.90% AVTEQGAELSNEER 28 41 52.0 25.8 44.0 2 0 0 1,532.7187
M_06 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 13.90% NLLSVAYK 42 49 21.9 25.0 4.3 1 0 0 907.5247
M_06 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 3 13.90% YLIANATNPESK 104 115 38.3 28.7 31.8 1 0 0 1,320.6794
N_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 4 10.60% AVTEQGAELSNEER 28 41 68.8 26.1 60.0 2 0 0 1,532.7187
N_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 2 2 4 10.60% YLIANATNPESK 104 115 57.3 28.9 45.7 2 0 0 1,320.6794
O_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 3 3 20.80% AVTEQGAELSNEER 28 41 64.0 25.9 55.7 1 0 0 1,532.7187
O_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 3 3 20.80% NLLSVAYK 42 49 21.6 27.6 7.9 1 0 0 907.5247
O_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 3 3 20.80% KQTIDNSQGAYQEAFDISK 139 157 37.4 27.1 33.9 0 1 0 2,143.0304
O_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 3 3 20.80% QTIDNSQGAYQEAFDISK 140 157 42.9 25.5 42.9 1 0 0 2,014.9354
O_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 3 3 3 20.80% DSTLIMQLLR 213 222 40.7 28.0 21.7 1 0 0 1,205.6561
P_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 5 5 8 24.90% LAEQAERYDDMATCMK 12 27 32.2 25.0 32.2 0 2 0 1,963.8196
P_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 5 5 8 24.90% AVTEQGAELSNEER 28 41 82.6 26.0 72.4 2 0 0 1,532.7187
P_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 5 5 8 24.90% YLIANATNPESK 104 115 64.9 28.4 52.5 2 0 0 1,320.6794
P_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 5 5 8 24.90% QTIDNSQGAYQEAFDISK 140 157 62.2 25.5 62.2 1 0 0 2,014.9354
P_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 5 5 8 24.90% QTIDNSQGAYQEAFDISKK 140 158 32.6 27.3 9.6 0 1 0 2,143.0304
Q_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 6 6 11 31.00% LAEQAERYDDMATCMK 12 27 36.1 25.0 36.1 0 2 0 1,963.8196
Q_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 6 6 11 31.00% AVTEQGAELSNEER 28 41 80.5 26.1 64.3 2 0 0 1,532.7187
Q_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 6 6 11 31.00% NLLSVAYK 42 49 30.9 27.6 10.2 1 0 0 907.5247
Q_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 6 6 11 31.00% YLIANATNPESK 104 115 85.7 28.8 62.9 2 0 0 1,320.6794
Q_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 6 6 11 31.00% MKGDYFR 121 127 33.2 25.0 14.4 1 0 0 932.4296
Q_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 6 6 11 31.00% QTIDNSQGAYQEAFDISK 140 157 79.6 25.2 78.6 2 0 0 2,014.9354
Q_05 14‐3‐3 protein theta 1433T_HUMAN 27,765 6 6 11 31.00% QTIDNSQGAYQEAFDISKK 140 158 44.7 27.1 14.5 0 2 0 2,143.0304
A_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 6 22.90% SVTEQGAELSNEER 28 41 85.4 25.0 69.2 2 0 0 1,548.7136
A_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 6 22.90% NLLSVAYK 42 49 27.5 25.0 10.6 1 0 0 907.5247
A_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 6 22.90% FLIPNASQAESK 104 115 47.8 28.6 30.0 2 0 0 1,304.6845
A_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 6 22.90% YLAEVAAGDDKK 128 139 54.6 27.5 41.2 2 0 0 1,279.6530
A_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 6 22.90% DSTLIMQLLR 213 222 49.1 27.7 18.9 2 0 0 1,189.6611
A_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 14 31.00% SVTEQGAELSNEER 28 41 73.2 25.0 56.4 3 2 0 1,548.7136
A_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 14 31.00% NLLSVAYKNVVGAR 42 55 26.2 25.1 23.0 0 1 0 1,503.8641
A_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 14 31.00% VVSSIEQKTEGAEK 61 74 32.0 28.0 28.1 1 0 0 1,504.7854
A_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 14 31.00% FLIPNASQAESK 104 115 38.7 28.3 20.2 1 0 0 1,304.6845
A_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 14 31.00% YLAEVAAGDDK 128 138 59.0 26.5 44.5 2 0 0 1,151.5580
A_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 14 31.00% YLAEVAAGDDKK 128 139 41.7 27.5 22.1 4 0 0 1,279.6530



A_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 14 31.00% DSTLIMQLLR 213 222 57.1 27.7 11.2 4 0 0 1,189.6611
A_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 8 19.60% SVTEQGAELSNEER 28 41 88.8 25.0 69.2 2 2 0 1,548.7136
A_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 8 19.60% FLIPNASQAESK 104 115 44.2 28.0 31.4 2 0 0 1,304.6845
A_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 8 19.60% YLAEVAAGDDKK 128 139 62.6 27.5 41.8 2 0 0 1,279.6530
A_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 8 19.60% DSTLIMQLLR 213 222 58.5 27.4 18.1 4 0 0 1,189.6611
B_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 9 25.30% SVTEQGAELSNEER 28 41 83.5 25.0 66.2 2 2 0 1,548.7136
B_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 9 25.30% NLLSVAYK 42 49 25.5 25.0 10.2 1 0 0 907.5247
B_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 9 25.30% NLLSVAYKNVVGAR 42 55 37.3 25.1 37.1 0 2 0 1,503.8641
B_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 9 25.30% FLIPNASQAESK 104 115 46.9 28.6 29.4 1 0 0 1,304.6845
B_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 9 25.30% YLAEVAAGDDKK 128 139 42.1 27.5 30.2 2 0 0 1,279.6530
B_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 9 25.30% DSTLIMQLLR 213 222 61.3 27.5 18.3 2 0 0 1,189.6611
B_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 4 5 25.30% SVTEQGAELSNEER 28 41 103.0 25.0 87.1 2 0 0 1,548.7136
B_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 4 5 25.30% NLLSVAYK 42 49 34.9 25.1 13.8 2 0 0 907.5247
B_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 4 5 25.30% NLLSVAYKNVVGAR 42 55 19.3 25.2 16.5 0 1 0 1,503.8641
B_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 4 5 25.30% FLIPNASQAESK 104 115 36.8 28.0 26.8 1 0 0 1,304.6845
B_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 4 5 25.30% YLAEVAAGDDKK 128 139 27.5 27.6 17.6 1 0 0 1,279.6530
B_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 4 5 25.30% DSTLIMQLLR 213 222 56.1 27.3 14.5 1 0 0 1,189.6611
C_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 5 10 26.10% LAEQAERYDDMAACMK 12 27 30.2 25.0 30.2 0 2 0 1,933.8090
C_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 5 10 26.10% SVTEQGAELSNEER 28 41 76.4 25.0 55.0 2 0 0 1,548.7136
C_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 5 10 26.10% FLIPNASQAESK 104 115 43.2 28.5 24.2 2 0 0 1,304.6845
C_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 5 10 26.10% YLAEVAAGDDK 128 138 48.5 26.5 32.0 2 0 0 1,151.5580
C_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 5 10 26.10% YLAEVAAGDDKK 128 139 35.1 27.5 23.1 2 0 0 1,279.6530
C_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 5 10 26.10% DSTLIMQLLR 213 222 56.7 28.1 32.0 2 0 0 1,205.6561
C_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 10 25.30% SVTEQGAELSNEER 28 41 75.4 25.0 71.4 2 0 0 1,548.7136
C_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 10 25.30% NLLSVAYK 42 49 20.4 25.1 0.0 1 0 0 907.5247
C_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 10 25.30% NLLSVAYKNVVGAR 42 55 81.4 25.0 73.2 2 2 0 1,503.8641
C_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 10 25.30% FLIPNASQAESK 104 115 35.6 28.2 23.0 2 0 0 1,304.6845
C_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 10 25.30% YLAEVAAGDDKK 128 139 28.8 27.8 15.4 2 0 0 1,279.6530
C_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 10 25.30% DSTLIMQLLR 213 222 63.1 27.9 27.3 2 0 0 1,189.6611
D_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 7 9 17 34.30% LAEQAERYDDMAACMK 12 27 36.8 25.0 36.8 0 2 0 1,933.8090
D_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 7 9 17 34.30% SVTEQGAELSNEER 28 41 85.8 25.0 84.3 2 2 0 1,548.7136
D_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 7 9 17 34.30% VVSSIEQKTEGAEK 61 74 43.1 28.0 40.6 2 0 0 1,504.7854
D_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 7 9 17 34.30% YLAEVAAGDDK 128 138 68.8 26.8 50.8 2 0 0 1,151.5580
D_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 7 9 17 34.30% YLAEVAAGDDKK 128 139 27.1 26.9 8.4 1 0 0 1,279.6530
D_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 7 9 17 34.30% KGIVDQSQQAYQEAFEISK 139 157 64.8 27.4 53.7 0 2 0 2,169.0824
D_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 7 9 17 34.30% GIVDQSQQAYQEAFEISK 140 157 113.0 26.4 109.0 2 2 0 2,040.9874
D_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 7 9 17 34.30% DSTLIMQLLR 213 222 48.8 28.2 27.9 2 0 0 1,205.6561
D_14 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 6 9 26.90% SVTEQGAELSNEER 28 41 91.8 25.0 91.2 2 2 0 1,548.7136
D_14 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 6 9 26.90% FLIPNASQAESK 104 115 21.8 28.1 6.9 1 0 0 1,304.6845
D_14 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 6 9 26.90% YLAEVAAGDDK 128 138 36.1 26.5 27.7 2 0 0 1,151.5580
D_14 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 6 9 26.90% YLAEVAAGDDKK 128 139 48.3 26.9 36.9 1 0 0 1,279.6530
D_14 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 6 9 26.90% GIVDQSQQAYQEAFEISK 140 157 44.1 26.4 40.1 1 0 0 2,040.9874
D_14 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 6 9 26.90% DSTLIMQLLR 213 222 47.5 28.2 28.7 2 0 0 1,205.6561
E_12 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% SVTEQGAELSNEER 28 41 80.2 25.0 55.5 2 2 0 1,548.7136
E_12 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% NLLSVAYK 42 49 19.4 25.1 9.1 1 0 0 907.5247
E_12 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% FLIPNASQAESK 104 115 18.8 28.2 0.0 1 0 0 1,304.6845
E_12 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% YLAEVAAGDDK 128 138 40.0 26.5 35.7 2 0 0 1,151.5580
E_12 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% YLAEVAAGDDKK 128 139 40.5 27.0 35.2 2 0 0 1,279.6530
E_12 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% GIVDQSQQAYQEAFEISK 140 157 66.4 26.4 66.4 1 2 0 2,040.9874
E_12 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% DSTLIMQLLR 213 222 49.5 27.5 30.7 2 0 0 1,205.6561
E_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% SVTEQGAELSNEER 28 41 73.4 25.0 60.1 2 2 0 1,548.7136
E_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% NLLSVAYK 42 49 21.5 25.1 6.8 2 0 0 907.5247
E_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% FLIPNASQAESK 104 115 22.9 28.2 11.5 1 0 0 1,304.6845
E_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% YLAEVAAGDDK 128 138 41.6 26.5 36.9 2 0 0 1,151.5580
E_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% YLAEVAAGDDKK 128 139 42.3 26.9 16.9 2 0 0 1,279.6530
E_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% GIVDQSQQAYQEAFEISK 140 157 53.0 26.4 53.0 1 2 0 2,040.9874
E_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 5 7 12 30.20% DSTLIMQLLR 213 222 46.9 27.9 31.0 2 0 0 1,205.6561
F_10 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 3 6 14.70% SVTEQGAELSNEER 28 41 92.7 25.0 76.3 2 2 0 1,548.7136
F_10 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 3 6 14.70% FLIPNASQAESK 104 115 48.0 28.3 33.2 2 0 0 1,304.6845
F_10 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 3 6 14.70% DSTLIMQLLR 213 222 57.2 28.1 23.6 2 0 0 1,205.6561
F_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 11 31.80% LAEQAERYDDMAACMK 12 27 47.1 25.0 47.1 0 2 0 1,933.8090
F_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 11 31.80% YDDMAACMK 19 27 29.6 25.0 29.6 2 0 0 1,104.4160
F_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 11 31.80% SVTEQGAELSNEER 28 41 94.9 25.0 75.1 2 2 0 1,548.7136
F_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 11 31.80% NLLSVAYK 42 49 33.8 25.0 16.3 2 0 0 907.5247
F_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 11 31.80% NLLSVAYKNVVGAR 42 55 38.7 25.0 35.8 1 0 0 1,503.8641
F_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 11 31.80% FLIPNASQAESK 104 115 42.4 28.3 32.0 1 0 0 1,304.6845
F_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 11 31.80% YLAEVAAGDDKK 128 139 25.0 27.4 16.8 1 0 0 1,279.6530
F_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 6 7 11 31.80% DSTLIMQLLR 213 222 58.0 27.8 28.6 4 0 0 1,205.6561
G_10 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 3 8 16.30% LAEQAERYDDMAACMK 12 27 52.0 25.0 52.0 0 4 0 1,933.8090
G_10 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 3 8 16.30% SVTEQGAELSNEER 28 41 99.6 25.0 82.7 2 2 0 1,548.7136
G_10 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 3 8 16.30% DSTLIMQLLR 213 222 55.4 28.6 31.9 2 0 0 1,205.6561
G_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 7 24.50% LAEQAERYDDMAACMK 12 27 28.3 25.0 28.3 0 2 0 1,933.8090
G_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 7 24.50% SVTEQGAELSNEER 28 41 99.9 25.0 71.9 2 2 0 1,548.7136
G_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 7 24.50% NLLSVAYK 42 49 36.1 27.6 12.7 2 0 0 907.5247
G_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 7 24.50% FLIPNASQAESK 104 115 31.0 28.7 16.8 1 0 0 1,304.6845
G_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 7 24.50% DSTLIMQLLR 213 222 53.3 28.7 29.4 2 0 0 1,205.6561
G_12 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 10.60% SVTEQGAELSNEER 28 41 56.8 25.0 39.1 2 0 0 1,548.7136
G_12 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 10.60% FLIPNASQAESK 104 115 25.7 28.7 13.8 1 0 0 1,304.6845
H_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 18.00% SVTEQGAELSNEER 28 41 39.9 25.0 22.7 2 0 0 1,548.7136
H_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 18.00% NLLSVAYK 42 49 31.1 25.0 10.3 2 0 0 907.5247
H_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 18.00% FLIPNASQAESK 104 115 36.2 28.3 20.1 2 0 0 1,304.6845
H_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 18.00% DSTLIMQLLR 213 222 25.1 28.1 9.7 2 0 0 1,205.6561
H_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 6 16.30% SVTEQGAELSNEER 28 41 85.1 25.0 73.7 2 0 0 1,548.7136
H_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 6 16.30% NLLSVAYKNVVGAR 42 55 36.2 25.0 35.2 0 2 0 1,503.8641
H_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 6 16.30% FLIPNASQAESK 104 115 43.8 28.3 25.5 2 0 0 1,304.6845
I_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 5 9 24.50% LAEQAERYDDMAACMK 12 27 37.7 25.0 27.5 1 4 0 1,917.8141
I_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 5 9 24.50% SVTEQGAELSNEER 28 41 57.0 25.0 43.6 2 0 0 1,548.7136
I_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 5 9 24.50% NLLSVAYK 42 49 40.1 25.0 19.1 2 0 0 907.5247
I_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 5 9 24.50% FLIPNASQAESK 104 115 42.3 28.8 30.5 2 0 0 1,304.6845
I_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 5 9 24.50% DSTLIMQLLR 213 222 51.3 28.1 19.5 2 0 0 1,205.6561
J_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 10.60% SVTEQGAELSNEER 28 41 37.1 25.0 24.2 2 0 0 1,548.7136
J_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 10.60% FLIPNASQAESK 104 115 20.2 28.4 2.7 1 0 0 1,304.6845
J_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 5 19.20% SVTEQGAELSNEER 28 41 50.8 25.0 39.5 2 0 0 1,548.7136
J_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 5 19.20% FLIPNASQAESK 104 115 29.5 28.8 21.6 2 0 0 1,304.6845
J_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 5 19.20% YLAEVAAGDDK 128 138 23.8 27.5 19.5 1 0 0 1,151.5580
J_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 5 19.20% DSTLIMQLLR 213 222 54.2 28.0 24.6 2 0 0 1,205.6561
K_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 18.00% SVTEQGAELSNEER 28 41 65.5 25.0 44.8 2 0 0 1,548.7136
K_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 18.00% NLLSVAYK 42 49 22.3 25.0 0.0 1 0 0 907.5247
K_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 18.00% FLIPNASQAESK 104 115 36.6 28.9 18.6 2 0 0 1,304.6845
K_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 18.00% DSTLIMQLLR 213 222 54.4 28.1 26.7 2 0 0 1,205.6561
K_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 2 10.60% SVTEQGAELSNEER 28 41 41.2 25.0 36.4 1 0 0 1,548.7136
K_08 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 2 10.60% FLIPNASQAESK 104 115 22.1 28.8 12.1 1 0 0 1,304.6845
L_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 8 20.80% SVTEQGAELSNEER 28 41 53.2 25.0 36.9 2 2 0 1,548.7136
L_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 8 20.80% NLLSVAYK 42 49 23.6 27.6 4.5 1 0 0 907.5247
L_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 8 20.80% NLLSVAYKNVVGAR 42 55 22.8 25.0 22.8 0 1 0 1,503.8641
L_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 8 20.80% FLIPNASQAESK 104 115 56.8 28.4 39.3 2 0 0 1,304.6845
L_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 8 20.80% YLAEVAAGDDK 128 138 57.9 27.2 40.3 1 0 0 1,151.5580
L_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 3 6 16.30% LAEQAERYDDMAACMK 12 27 36.7 25.0 36.7 0 2 0 1,933.8090
L_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 3 6 16.30% SVTEQGAELSNEER 28 41 86.0 25.0 65.0 2 2 0 1,548.7136
L_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 3 6 16.30% DSTLIMQLLR 213 222 44.2 28.1 21.7 2 0 0 1,205.6561
L_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 15.50% LAEQAERYDDMAACMK 12 27 28.9 25.0 28.9 0 2 0 1,933.8090
L_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 15.50% SVTEQGAELSNEER 28 41 88.5 25.0 76.2 2 0 0 1,548.7136



L_07 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 15.50% NLLSVAYK 42 49 27.0 25.0 11.6 1 0 0 907.5247
L_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 10.60% SVTEQGAELSNEER 28 41 92.7 25.0 74.6 1 0 0 1,548.7136
L_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 10.60% FLIPNASQAESK 104 115 48.1 28.9 27.3 2 0 0 1,304.6845
L_10 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 12.20% LAEQAERYDDMAACMK 12 27 36.9 25.0 36.9 0 2 0 1,933.8090
L_10 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 12.20% SVTEQGAELSNEER 28 41 65.0 25.0 47.8 1 0 0 1,548.7136
L_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 12.20% LAEQAERYDDMAACMK 12 27 29.6 25.0 29.6 0 2 0 1,933.8090
L_11 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 12.20% SVTEQGAELSNEER 28 41 74.7 25.0 60.9 2 0 0 1,548.7136
L_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 12.20% LAEQAERYDDMAACMK 12 27 27.8 25.0 27.8 0 1 0 1,933.8090
L_13 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 12.20% SVTEQGAELSNEER 28 41 84.9 25.0 73.7 2 0 0 1,548.7136
M_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 7 21.20% LAEQAERYDDMAACMK 12 27 43.7 25.0 43.7 0 2 0 1,933.8090
M_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 7 21.20% SVTEQGAELSNEER 28 41 78.2 25.0 60.9 2 2 0 1,548.7136
M_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 7 21.20% FLIPNASQAESK 104 115 42.3 28.7 26.7 1 0 0 1,304.6845
M_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 7 21.20% DSTLIMQLLR 213 222 41.6 28.1 23.8 2 0 0 1,205.6561
M_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 13.90% SVTEQGAELSNEER 28 41 81.7 25.0 63.6 2 0 0 1,548.7136
M_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 13.90% NLLSVAYK 42 49 21.9 25.0 4.3 1 0 0 907.5247
M_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 13.90% FLIPNASQAESK 104 115 53.2 28.7 37.8 2 0 0 1,304.6845
M_14 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 10.60% SVTEQGAELSNEER 28 41 68.1 25.0 57.0 2 0 0 1,548.7136
M_14 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 10.60% FLIPNASQAESK 104 115 25.1 28.7 12.3 1 0 0 1,304.6845
N_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 8 17.10% LAEQAERYDDMAACMK 12 27 35.7 25.0 35.7 0 2 0 1,933.8090
N_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 8 17.10% SVTEQGAELSNEER 28 41 68.7 25.0 58.5 2 2 0 1,548.7136
N_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 8 17.10% FLIPNASQAESK 104 115 52.7 28.4 31.8 2 0 0 1,304.6845
O_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 4 7 26.90% LAEQAERYDDMAACMK 12 27 45.5 25.0 44.6 0 2 0 1,933.8090
O_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 4 7 26.90% SVTEQGAELSNEER 28 41 76.5 25.0 62.2 2 0 0 1,548.7136
O_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 4 7 26.90% NLLSVAYK 42 49 21.6 27.6 7.9 1 0 0 907.5247
O_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 4 7 26.90% NLLSVAYKNVVGAR 42 55 26.3 25.0 21.6 0 1 0 1,503.8641
O_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 4 7 26.90% FLIPNASQAESK 104 115 30.7 28.7 16.6 2 0 0 1,304.6845
O_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 4 7 26.90% DSTLIMQLLR 213 222 40.7 28.0 21.7 1 0 0 1,205.6561
P_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 8 17.10% LAEQAERYDDMAACMK 12 27 52.6 25.0 52.6 0 2 0 1,933.8090
P_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 8 17.10% SVTEQGAELSNEER 28 41 85.2 25.0 70.9 2 2 0 1,548.7136
P_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 4 8 17.10% FLIPNASQAESK 104 115 54.3 28.3 34.0 2 0 0 1,304.6845
P_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 13.90% SVTEQGAELSNEER 28 41 70.4 25.0 58.2 2 0 0 1,548.7136
P_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 13.90% NLLSVAYK 42 49 20.6 27.6 3.1 1 0 0 907.5247
P_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 4 13.90% FLIPNASQAESK 104 115 36.7 28.7 22.0 2 0 0 1,304.6845
Q_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 10 24.90% LAEQAERYDDMAACMK 12 27 45.1 25.0 45.1 0 2 0 1,933.8090
Q_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 10 24.90% SVTEQGAELSNEER 28 41 94.7 25.0 76.9 2 2 0 1,548.7136
Q_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 10 24.90% NLLSVAYK 42 49 30.9 27.6 10.2 1 0 0 907.5247
Q_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 10 24.90% FLIPNASQAESK 104 115 58.6 28.6 35.5 2 0 0 1,304.6845
Q_05 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 4 5 10 24.90% YLAEVAAGDDK 128 138 54.6 27.3 40.6 2 0 0 1,151.5580
Q_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 10.60% SVTEQGAELSNEER 28 41 82.8 25.0 65.2 2 0 0 1,548.7136
Q_06 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 2 2 3 10.60% FLIPNASQAESK 104 115 28.5 28.4 13.3 1 0 0 1,304.6845
Q_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 4 10.60% SVTEQGAELSNEER 28 41 94.3 25.0 81.2 2 0 0 1,548.7136
Q_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 4 10.60% YLAEVAAGDDK 128 138 39.0 27.3 29.5 1 0 0 1,151.5580
Q_09 14‐3‐3 protein zeta/delta 1433Z_HUMAN 27,746 3 3 4 10.60% YLAEVAAGDDKK 128 139 45.8 27.6 39.5 1 0 0 1,279.6530
A_10 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 4 20.00% SWTAADMAAQITK 156 168 94.3 26.7 74.5 2 0 0 1,409.6731
A_10 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 4 20.00% AYLEGTCVDGLR 182 193 52.6 26.2 33.7 2 0 0 1,353.6469
A_10 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 4 20.00% YLENGKETLQR 195 205 39.5 28.7 33.1 1 2 0 1,350.7013
A_10 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 4 20.00% DGEDQTQDTELVETRPAGDGTFQK 244 267 43.9 25.0 42.2 0 2 0 2,637.1916
A_10 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 4 20.00% WAAVVVPSGEEQR 268 280 50.1 27.7 45.4 2 0 0 1,427.7277
B_10 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 4 10.40% SWTAADMAAQITK 156 168 74.8 26.3 63.5 2 0 0 1,409.6731
B_10 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 4 10.40% AYLEGTCVDGLR 182 193 46.8 26.2 35.4 2 0 0 1,353.6469
B_10 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 4 10.40% WAAVVVPSGEEQR 268 280 60.0 27.7 53.1 2 0 0 1,427.7277
C_10 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 3 16.70% SWTAADMAAQITK 156 168 56.7 26.7 41.6 2 0 0 1,409.6731
C_10 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 3 16.70% AYLEGTCVDGLR 182 193 37.3 25.9 28.5 1 0 0 1,353.6469
C_10 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 3 16.70% RYLENGKETLQR 194 205 30.0 28.3 25.1 0 2 0 1,506.8024
C_10 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 3 16.70% DGEDQTQDTELVETRPAGDGTFQK 244 267 53.1 25.0 47.4 0 2 0 2,637.1916
G_12 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 2 6.85% SWTAADMAAQITK 156 168 46.8 26.3 36.6 1 0 0 1,409.6731
G_12 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 2 6.85% AYLEGTCVDGLR 182 193 44.7 26.2 29.5 1 0 0 1,353.6469
I_04 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 2 13.70% AYLEGTCVDGLR 182 193 36.0 26.4 14.5 1 0 0 1,353.6469
I_04 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 2 13.70% AYLEGTCVDGLRR 182 194 30.2 27.6 20.9 0 1 0 1,509.7480
I_04 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 2 13.70% DGEDQTQDTELVETRPAGDGTFQK 244 267 61.7 25.0 54.1 0 2 0 2,637.1916
I_04 HLA class I histocompatibility antigen, A‐24 alpha chain 1A24_HUMAN 40,688 2 2 2 13.70% WAAVVVPSGEEQR 268 280 54.4 27.5 47.8 2 0 0 1,427.7277
A_04 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 3 5 6.58% YLENGKETLQR 195 205 37.9 28.9 29.0 2 1 0 1,350.7013
A_04 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 3 5 6.58% WAAVVVPSGEEQR 268 280 48.8 27.7 42.9 2 0 0 1,427.7277
A_10 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 4 5 9 17.00% SWTAADMAAQITQR 156 169 60.4 25.9 39.6 2 0 0 1,565.7378
A_10 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 4 5 9 17.00% YLENGKETLQR 195 205 39.5 28.7 33.1 1 2 0 1,350.7013
A_10 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 4 5 9 17.00% DGEDQTQDTELVETRPAGDGTFQK 244 267 43.9 25.0 42.2 0 2 0 2,637.1916
A_10 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 4 5 9 17.00% WAAVVVPSGEEQR 268 280 50.1 27.7 45.4 2 0 0 1,427.7277
A_11 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 5.75% DYIALNEDLR 146 155 38.6 27.1 0.0 2 0 0 1,221.6111
A_11 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 5.75% YLENGKETLQR 195 205 25.2 28.7 17.4 0 2 0 1,350.7013
B_10 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 7.40% SWTAADMAAQITQR 156 169 58.5 26.1 41.2 2 0 0 1,565.7378
B_10 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 7.40% WAAVVVPSGEEQR 268 280 60.0 27.7 53.1 2 0 0 1,427.7277
C_03 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 3 6 6.58% YLENGKETLQR 195 205 25.1 28.7 18.2 2 2 0 1,350.7013
C_03 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 3 6 6.58% WAAVVVPSGEEQR 268 280 31.1 27.7 25.4 2 0 0 1,427.7277
C_09 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 4 10.40% SWTAADMAAQITQR 156 169 41.6 25.7 28.5 1 0 0 1,565.7378
C_09 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 4 10.40% YLENGKETLQR 195 205 31.9 28.9 14.7 0 1 0 1,350.7013
C_09 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 4 10.40% WAAVVVPSGEEQR 268 280 59.6 27.5 53.1 2 0 0 1,427.7277
C_10 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 4 4 8 16.40% DYIALNEDLR 146 155 48.2 27.3 0.0 2 0 0 1,221.6111
C_10 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 4 4 8 16.40% SWTAADMAAQITQR 156 169 50.9 25.6 25.9 2 0 0 1,565.7378
C_10 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 4 4 8 16.40% RYLENGKETLQR 194 205 30.0 28.3 25.1 0 2 0 1,506.8024
C_10 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 4 4 8 16.40% DGEDQTQDTELVETRPAGDGTFQK 244 267 53.1 25.0 47.4 0 2 0 2,637.1916
D_15 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 7.40% FIAVGYVDDTQFVR 46 59 60.1 27.9 58.5 2 0 0 1,629.8272
D_15 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 7.40% WAAVVVPSGEEQR 268 280 37.7 27.4 19.5 2 0 0 1,427.7277
E_14 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 7.40% FIAVGYVDDTQFVR 46 59 62.0 27.9 59.6 1 0 0 1,629.8272
E_14 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 7.40% WAAVVVPSGEEQR 268 280 42.1 27.4 37.0 2 0 0 1,427.7277
F_11 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 6.30% DYIALNEDLR 146 155 34.9 27.9 0.0 2 0 0 1,221.6111
F_11 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 6.30% WAAVVVPSGEEQR 268 280 49.1 27.6 42.1 2 0 0 1,427.7277
F_12 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 10.40% YFSTSVSRPGSGEPR 31 45 20.6 26.6 14.9 0 1 0 1,626.7870
F_12 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 10.40% DYIALNEDLR 146 155 39.4 27.9 0.0 2 0 0 1,221.6111
F_12 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 10.40% WAAVVVPSGEEQR 268 280 49.7 27.7 40.8 2 0 0 1,427.7277
H_04 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 10.10% DGEDQTQDTELVETRPAGDGTFQK 244 267 36.0 25.0 36.0 0 1 0 2,637.1916
H_04 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 10.10% WAAVVVPSGEEQR 268 280 46.0 27.6 40.0 2 0 0 1,427.7277
H_09 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 14.20% YFSTSVSRPGSGEPR 31 45 23.8 26.7 23.8 0 2 0 1,626.7870
H_09 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 14.20% DGEDQTQDTELVETRPAGDGTFQK 244 267 34.6 25.0 29.9 0 1 0 2,637.1916
H_09 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 14.20% WAAVVVPSGEEQR 268 280 54.2 27.7 47.9 2 0 0 1,427.7277
I_03 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 10.10% DGEDQTQDTELVETRPAGDGTFQK 244 267 40.2 25.0 37.7 0 2 0 2,637.1916
I_03 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 10.10% WAAVVVPSGEEQR 268 280 60.0 27.7 53.4 2 0 0 1,427.7277
I_04 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 10.10% DGEDQTQDTELVETRPAGDGTFQK 244 267 61.7 25.0 54.1 0 2 0 2,637.1916
I_04 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 10.10% WAAVVVPSGEEQR 268 280 54.4 27.5 47.8 2 0 0 1,427.7277
I_08 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 6 14.20% YFSTSVSRPGSGEPR 31 45 28.3 26.8 25.6 0 2 0 1,626.7870
I_08 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 6 14.20% DGEDQTQDTELVETRPAGDGTFQK 244 267 39.3 25.0 37.6 0 2 0 2,637.1916
I_08 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 6 14.20% WAAVVVPSGEEQR 268 280 30.6 27.7 30.6 2 0 0 1,427.7277
I_09 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 14.20% YFSTSVSRPGSGEPR 31 45 35.3 26.8 27.9 0 1 0 1,626.7870
I_09 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 14.20% DGEDQTQDTELVETRPAGDGTFQK 244 267 49.4 25.0 48.5 0 2 0 2,637.1916
I_09 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 14.20% WAAVVVPSGEEQR 268 280 53.5 27.7 44.6 2 0 0 1,427.7277
J_08 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 6 12.90% DYIALNEDLR 146 155 52.2 27.7 0.0 2 0 0 1,221.6111
J_08 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 6 12.90% DGEDQTQDTELVETRPAGDGTFQK 244 267 62.9 25.0 56.8 0 2 0 2,637.1916
J_08 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 6 12.90% WAAVVVPSGEEQR 268 280 53.6 27.8 44.8 2 0 0 1,427.7277
J_09 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 14.20% YFSTSVSRPGSGEPR 31 45 18.0 26.5 12.0 0 1 0 1,626.7870
J_09 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 14.20% DGEDQTQDTELVETRPAGDGTFQK 244 267 48.8 25.0 48.8 0 2 0 2,637.1916
J_09 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 14.20% WAAVVVPSGEEQR 268 280 49.7 27.7 42.4 2 0 0 1,427.7277
K_03 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 10.10% DGEDQTQDTELVETRPAGDGTFQK 244 267 53.6 25.0 53.6 0 2 0 2,637.1916
K_03 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 10.10% WAAVVVPSGEEQR 268 280 49.8 27.5 40.7 2 0 0 1,427.7277



K_04 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 10.10% DGEDQTQDTELVETRPAGDGTFQK 244 267 62.0 25.0 62.0 0 2 0 2,637.1916
K_04 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 10.10% WAAVVVPSGEEQR 268 280 44.8 27.7 39.0 2 0 0 1,427.7277
K_08 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 14.20% YFSTSVSRPGSGEPR 31 45 24.7 26.8 18.1 0 1 0 1,626.7870
K_08 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 14.20% DGEDQTQDTELVETRPAGDGTFQK 244 267 48.7 25.0 48.7 0 2 0 2,637.1916
K_08 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 5 14.20% WAAVVVPSGEEQR 268 280 49.6 27.7 39.0 2 0 0 1,427.7277
L_07 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 4 14.00% FIAVGYVDDTQFVR 46 59 58.5 28.3 54.6 1 0 0 1,629.8272
L_07 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 4 14.00% DGEDQTQDTELVETRPAGDGTFQK 244 267 50.0 25.0 50.0 0 1 0 2,637.1916
L_07 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 3 3 4 14.00% WAAVVVPSGEEQR 268 280 57.5 27.8 50.7 2 0 0 1,427.7277
M_06 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 10.10% DGEDQTQDTELVETRPAGDGTFQK 244 267 62.6 25.0 61.2 0 2 0 2,637.1916
M_06 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 10.10% WAAVVVPSGEEQR 268 280 30.9 27.8 27.0 1 0 0 1,427.7277
N_06 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 9.32% DYIALNEDLR 146 155 31.6 27.7 0.0 1 0 0 1,221.6111
N_06 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 9.32% DGEDQTQDTELVETRPAGDGTFQK 244 267 59.8 25.0 56.9 0 2 0 2,637.1916
N_07 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 10.10% DGEDQTQDTELVETRPAGDGTFQK 244 267 47.7 25.0 43.0 0 1 0 2,637.1916
N_07 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 10.10% WAAVVVPSGEEQR 268 280 49.8 27.8 40.2 2 0 0 1,427.7277
O_03 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 10.10% DGEDQTQDTELVETRPAGDGTFQK 244 267 53.4 25.0 52.4 0 2 0 2,637.1916
O_03 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 4 10.10% WAAVVVPSGEEQR 268 280 53.4 27.8 46.1 2 0 0 1,427.7277
O_05 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 10.10% DGEDQTQDTELVETRPAGDGTFQK 244 267 45.8 25.0 45.8 0 2 0 2,637.1916
O_05 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 10.10% WAAVVVPSGEEQR 268 280 30.4 27.5 29.7 1 0 0 1,427.7277
P_06 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 9.32% DYIALNEDLR 146 155 30.1 27.7 0.0 1 0 0 1,221.6111
P_06 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 9.32% DGEDQTQDTELVETRPAGDGTFQK 244 267 55.2 25.0 55.2 0 2 0 2,637.1916
Q_03 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 10.10% DGEDQTQDTELVETRPAGDGTFQK 244 267 51.6 25.0 49.5 0 1 0 2,637.1916
Q_03 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 10.10% WAAVVVPSGEEQR 268 280 53.8 27.9 44.5 2 0 0 1,427.7277
Q_07 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 10.10% DGEDQTQDTELVETRPAGDGTFQK 244 267 47.8 25.0 47.8 0 1 0 2,637.1916
Q_07 HLA class I histocompatibility antigen, A‐30 alpha chain 1A30_HUMAN 40,905 2 2 3 10.10% WAAVVVPSGEEQR 268 280 45.6 27.8 43.9 2 0 0 1,427.7277
M_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 4 16.90% MYGCDLGPDGR 122 132 54.2 25.0 13.8 2 0 0 1,256.5037
M_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 4 16.90% SWTAADTAAQITQR 156 169 79.3 28.3 56.0 2 0 0 1,519.7500
M_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 4 16.90% DGEDQTQDTELVETRPAGDGTFQK 244 267 62.6 25.0 61.2 0 2 0 2,637.1916
M_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 4 16.90% WAAVVVPSGEEQR 268 280 30.9 27.8 27.0 1 0 0 1,427.7277
N_05 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 4 6.83% MYGCDLGPDGR 122 132 25.3 25.0 6.4 2 0 0 1,256.5037
N_05 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 4 6.83% SWTAADTAAQITQR 156 169 81.5 27.9 68.3 2 0 0 1,519.7500
O_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 4 13.40% MYGCDLGPDGR 122 132 57.3 25.0 13.9 2 0 0 1,256.5037
O_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 4 13.40% SWTAADTAAQITQR 156 169 81.6 28.2 68.3 2 0 0 1,519.7500
O_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 4 13.40% DGEDQTQDTELVETRPAGDGTFQK 244 267 52.4 25.0 47.0 0 2 0 2,637.1916
P_05 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 2 6.83% MYGCDLGPDGR 122 132 32.8 25.0 1.8 1 0 0 1,256.5037
P_05 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 2 6.83% SWTAADTAAQITQR 156 169 70.1 28.1 58.5 1 0 0 1,519.7500
P_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 3 16.10% MYGCDLGPDGR 122 132 19.8 25.0 0.3 1 0 0 1,256.5037
P_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 3 16.10% DYIALNEDLR 146 155 30.1 27.7 0.0 1 0 0 1,221.6111
P_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 3 16.10% SWTAADTAAQITQR 156 169 82.1 28.1 63.8 2 0 0 1,519.7500
P_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 3 16.10% DGEDQTQDTELVETRPAGDGTFQK 244 267 55.2 25.0 55.2 0 2 0 2,637.1916
Q_05 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 4 10.40% MYGCDLGPDGR 122 132 47.7 25.0 15.1 2 0 0 1,256.5037
Q_05 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 4 10.40% SWTAADTAAQITQR 156 169 88.8 28.3 71.0 2 0 0 1,519.7500
Q_05 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 2 4 10.40% WAAVVVPSGEEQR 268 280 25.6 27.8 24.2 1 0 0 1,427.7277
Q_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 3 6 13.40% MYGCDLGPDGR 122 132 46.4 25.0 0.0 2 0 0 1,256.5037
Q_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 3 6 13.40% SWTAADTAAQITQR 156 169 87.3 28.4 67.0 2 2 0 1,519.7500
Q_06 HLA class I histocompatibility antigen, Cw‐12 alpha chain 1C12_HUMAN 40,885 2 3 6 13.40% DGEDQTQDTELVETRPAGDGTFQK 244 267 50.5 25.0 50.1 0 2 0 2,637.1916
A_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 8 10 17 14.60% LAGGDWFTSR 135 144 65.4 26.0 63.1 2 0 0 1,109.5375
A_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 8 10 17 14.60% NLCSDDTPMVR 172 182 36.8 25.0 36.8 2 0 0 1,323.5669
A_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 8 10 17 14.60% VLELDNVK 195 202 32.3 27.8 16.1 1 0 0 929.5303
A_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 8 10 17 14.60% YMVADKFTELQK 261 272 45.5 27.4 42.2 2 1 0 1,488.7405
A_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 8 10 17 14.60% EFCENLSADCR 308 318 41.6 25.0 41.6 1 0 0 1,400.5570
A_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 8 10 17 14.60% ENVIMSQILPCIK 319 331 36.7 28.2 22.2 2 0 0 1,560.8126
A_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 8 10 17 14.60% VLAMSGDPNYLHR 486 498 54.5 26.9 49.3 2 2 0 1,488.7265
A_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 8 10 17 14.60% HMLPTVLR 520 527 26.9 25.0 21.9 2 0 0 982.5504
B_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 9 10 17 15.60% KLSTIALALGVER 34 46 21.8 25.0 13.9 0 1 0 1,370.8367
B_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 9 10 17 15.60% LSTIALALGVER 35 46 57.3 25.0 47.5 2 0 0 1,242.7417
B_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 9 10 17 15.60% LAGGDWFTSR 135 144 56.5 26.3 50.3 2 0 0 1,109.5375
B_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 9 10 17 15.60% NLCSDDTPMVR 172 182 24.5 25.0 24.5 1 0 0 1,323.5669
B_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 9 10 17 15.60% YMVADKFTELQK 261 272 41.5 27.5 32.3 2 0 0 1,488.7405
B_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 9 10 17 15.60% TDLVPAFQNLMK 281 292 39.6 28.3 29.2 2 0 0 1,392.7194
B_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 9 10 17 15.60% VKEFCENLSADCR 306 318 22.8 25.0 22.8 0 1 0 1,627.7204
B_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 9 10 17 15.60% VLAMSGDPNYLHR 486 498 57.8 26.7 50.9 2 2 0 1,488.7265
B_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 9 10 17 15.60% HMLPTVLR 520 527 21.3 25.0 21.3 2 0 0 982.5504
C_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 5 6 11 8.15% KLSTIALALGVER 34 46 19.6 25.0 8.0 0 2 0 1,370.8367
C_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 5 6 11 8.15% LSTIALALGVER 35 46 49.7 25.2 49.7 2 0 0 1,242.7417
C_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 5 6 11 8.15% LAGGDWFTSR 135 144 51.9 26.1 48.3 1 0 0 1,109.5375
C_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 5 6 11 8.15% YMVADKFTELQK 261 272 42.9 27.3 37.7 2 0 0 1,488.7405
C_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 5 6 11 8.15% VLAMSGDPNYLHR 486 498 50.6 26.3 46.7 2 2 0 1,488.7265
C_17 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 3.06% LAGGDWFTSR 135 144 42.9 26.1 40.6 2 0 0 1,109.5375
C_17 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 3.06% HMLPTVLR 520 527 24.4 25.0 20.6 1 0 0 982.5504
D_23 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 3.74% LSTIALALGVER 35 46 67.8 25.4 52.1 1 0 0 1,242.7417
D_23 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 3.74% LAGGDWFTSR 135 144 54.6 26.0 44.2 2 0 0 1,109.5375
F_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 3 3 5 6.45% LSTIALALGVER 35 46 61.0 25.0 50.3 2 0 0 1,242.7417
F_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 3 3 5 6.45% ENVIMSQILPCIK 319 331 34.8 28.3 20.8 1 0 0 1,560.8126
F_16 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 3 3 5 6.45% VLAMSGDPNYLHR 486 498 33.6 26.3 28.2 0 2 0 1,488.7265
H_14 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 3.90% LSTIALALGVER 35 46 65.3 25.0 60.4 2 0 0 1,242.7417
H_14 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 3.90% EFCENLSADCR 308 318 41.3 25.0 41.3 1 0 0 1,400.5570
J_14 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 4.24% LSTIALALGVER 35 46 32.5 25.0 31.6 1 0 0 1,242.7417
J_14 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 4.24% VLAMSGDPNYLHR 486 498 26.0 26.8 15.5 0 2 0 1,488.7265
K_14 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 4.24% LSTIALALGVER 35 46 70.8 25.0 65.4 2 0 0 1,242.7417
K_14 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 4.24% VLAMSGDPNYLHR 486 498 22.4 26.7 15.7 0 1 0 1,488.7265
L_10 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 3.90% VLAMSGDPNYLHR 486 498 35.5 27.0 27.8 0 2 0 1,488.7265
L_10 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 3.90% MAGDPVANVR 528 537 39.5 25.8 32.4 1 0 0 1,045.5096
M_09 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 2 3.57% VLELDNVK 195 202 32.7 27.0 10.6 1 0 0 929.5303
M_09 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 2 3.57% VLAMSGDPNYLHR 486 498 22.1 27.0 20.8 0 1 0 1,488.7265
P_09 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 3.74% LSTIALALGVER 35 46 40.1 25.0 36.0 1 0 0 1,242.7417
P_09 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 2 2 3 3.74% LAGGDWFTSR 135 144 47.7 26.3 41.4 2 0 0 1,109.5375
Q_09 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 3 3 5 5.43% LSTIALALGVER 35 46 48.2 25.0 41.0 1 0 0 1,242.7417
Q_09 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 3 3 5 5.43% LAGGDWFTSR 135 144 38.8 26.4 32.4 2 0 0 1,109.5375
Q_09 Serine/threonine‐protein phosphatase 2A 65 kDa regulatory subunit A alpha isoform 2AAA_HUMAN 65,310 3 3 5 5.43% MAGDPVANVR 528 537 41.5 26.1 35.1 2 0 0 1,045.5096
A_14 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 4 5.15% NAAQFLLSTNDK 106 117 83.7 28.2 76.6 2 0 0 1,321.6747
A_14 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 4 5.15% LFEEPEDPSNR 268 278 38.9 25.0 21.8 2 0 0 1,332.6067
B_14 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 5 5 8 10.50% VVIFQQEQENK 52 62 64.5 28.6 51.6 2 0 0 1,361.7060
B_14 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 5 5 8 10.50% NAAQFLLSTNDK 106 117 74.8 28.1 63.7 2 0 0 1,321.6747
B_14 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 5 5 8 10.50% LFEEPEDPSNR 268 278 20.3 25.0 10.1 1 0 0 1,332.6067
B_14 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 5 5 8 10.50% DEISVDSLDFNK 406 417 57.2 25.5 50.7 2 0 0 1,381.6483
B_14 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 5 5 8 10.50% DEISVDSLDFNKK 406 418 18.8 27.6 6.2 0 1 0 1,509.7433
C_14 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 3 3.36% NAAQFLLSTNDK 106 117 69.3 28.6 69.2 2 0 0 1,321.6747
C_14 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 3 3.36% NAAQFLLSTNDKTIK 106 120 19.3 27.4 16.2 0 1 0 1,663.9015
F_16 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 3 3 4 7.61% VVIFQQEQENK 52 62 35.9 28.9 27.5 1 0 0 1,361.7060
F_16 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 3 3 4 7.61% NAAQFLLSTNDK 106 117 53.5 28.1 50.5 2 0 0 1,321.6747
F_16 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 3 3 4 7.61% LFEEPEDPSNR 268 278 21.3 25.0 7.0 1 0 0 1,332.6067
H_12 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 4 5.15% VVIFQQEQENK 52 62 48.0 29.1 35.7 2 0 0 1,361.7060
H_12 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 4 5.15% NAAQFLLSTNDK 106 117 71.3 28.3 66.3 2 0 0 1,321.6747
K_12 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 3 5.15% VVIFQQEQENK 52 62 50.7 28.9 40.7 2 0 0 1,361.7060
K_12 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 3 5.15% NAAQFLLSTNDK 106 117 46.2 28.3 42.5 1 0 0 1,321.6747
L_08 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 4 5.15% VVIFQQEQENK 52 62 57.3 28.7 49.8 2 0 0 1,361.7060
L_08 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 4 5.15% NAAQFLLSTNDK 106 117 80.5 28.1 80.5 2 0 0 1,321.6747
L_09 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 2 5.15% VVIFQQEQENK 52 62 63.1 29.2 48.3 1 0 0 1,361.7060
L_09 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 2 5.15% NAAQFLLSTNDK 106 117 44.1 28.1 40.9 1 0 0 1,321.6747
M_08 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 4 5.15% VVIFQQEQENK 52 62 58.7 29.2 52.0 2 0 0 1,361.7060
M_08 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 2 2 4 5.15% NAAQFLLSTNDK 106 117 63.7 28.1 59.9 2 0 0 1,321.6747
Q_08 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 3 3 5 7.61% VVIFQQEQENK 52 62 57.2 29.2 48.1 2 0 0 1,361.7060



Q_08 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 3 3 5 7.61% NAAQFLLSTNDK 106 117 59.0 28.2 51.0 2 0 0 1,321.6747
Q_08 Serine/threonine‐protein phosphatase 2A 55 kDa regulatory subunit B alpha isoform 2ABA_HUMAN 51,693 3 3 5 7.61% LFEEPEDPSNR 268 278 30.1 25.0 17.1 1 0 0 1,332.6067
A_04 Eukaryotic translation initiation factor 4E‐binding protein 1 4EBP1_HUMAN 12,580 2 2 4 11.00% RAGGEESQFEMDI 106 118 61.7 25.0 61.5 2 0 0 1,484.6324
A_04 Eukaryotic translation initiation factor 4E‐binding protein 1 4EBP1_HUMAN 12,580 2 2 4 11.00% AGGEESQFEMDI 107 118 61.2 25.0 61.2 2 0 0 1,328.5313
B_04 Eukaryotic translation initiation factor 4E‐binding protein 1 4EBP1_HUMAN 12,580 2 2 4 11.00% RAGGEESQFEMDI 106 118 55.5 25.0 55.5 2 0 0 1,484.6324
B_04 Eukaryotic translation initiation factor 4E‐binding protein 1 4EBP1_HUMAN 12,580 2 2 4 11.00% AGGEESQFEMDI 107 118 45.0 25.0 45.0 2 0 0 1,328.5313
A_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 10 10 19 24.40% TVSKVDDFLANEAK 35 48 75.9 27.9 69.6 2 0 0 1,536.7905
A_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 10 10 19 24.40% AGQAVDDFIEK 77 87 42.5 27.2 18.1 2 0 0 1,192.5846
A_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 10 10 19 24.40% GILFVGSGVSGGEEGAR 120 136 69.0 28.5 66.5 2 0 0 1,591.8076
A_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 10 10 19 24.40% YGPSLMPGGNK 137 147 63.3 25.3 59.2 2 0 0 1,136.5407
A_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 10 10 19 24.40% TIFQGIAAK 155 163 26.2 25.6 11.9 2 0 0 948.5514
A_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 10 10 19 24.40% FQDTDGKHLLPK 242 253 21.8 27.5 14.2 0 1 0 1,398.7379
A_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 10 10 19 24.40% SFLEDIRK 318 325 35.5 27.5 20.8 2 0 0 1,007.5521
A_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 10 10 19 24.40% IISYAQGFMLLR 332 343 60.2 28.0 52.5 2 0 0 1,427.7717
A_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 10 10 19 24.40% SAVENCQDSWR 397 407 31.2 25.0 31.2 2 0 0 1,351.5695
A_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 10 10 19 24.40% HEMLPASLIQAQR 435 447 56.9 27.2 47.3 2 0 0 1,509.7844
A_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 5 9 13.00% AGQAVDDFIEK 77 87 35.3 27.5 13.9 2 0 0 1,192.5846
A_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 5 9 13.00% GILFVGSGVSGGEEGAR 120 136 59.0 28.4 55.0 2 0 0 1,591.8076
A_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 5 9 13.00% YGPSLMPGGNK 137 147 22.8 25.3 8.5 1 0 0 1,136.5407
A_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 5 9 13.00% SAVENCQDSWR 397 407 19.9 25.0 18.6 2 0 0 1,351.5695
A_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 5 9 13.00% HEMLPASLIQAQR 435 447 26.9 27.2 14.4 0 2 0 1,509.7844
B_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 6 7 13 13.70% TVSKVDDFLANEAK 35 48 68.2 28.3 66.0 2 0 0 1,536.7905
B_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 6 7 13 13.70% VDDFLANEAK 39 48 43.8 27.7 31.9 2 0 0 1,121.5474
B_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 6 7 13 13.70% AGQAVDDFIEK 77 87 52.6 27.6 30.6 2 0 0 1,192.5846
B_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 6 7 13 13.70% GILFVGSGVSGGEEGAR 120 136 76.1 28.5 65.0 2 0 0 1,591.8076
B_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 6 7 13 13.70% YGPSLMPGGNK 137 147 63.4 26.0 56.0 2 0 0 1,136.5407
B_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 6 7 13 13.70% HEMLPASLIQAQR 435 447 49.8 27.3 43.2 2 1 0 1,509.7844
B_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 4 4 8 10.10% VDDFLANEAK 39 48 40.5 27.7 31.0 2 0 0 1,121.5474
B_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 4 4 8 10.10% AGQAVDDFIEK 77 87 31.3 27.5 10.7 2 0 0 1,192.5846
B_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 4 4 8 10.10% GILFVGSGVSGGEEGAR 120 136 76.0 28.5 71.5 2 0 0 1,591.8076
B_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 4 4 8 10.10% YGPSLMPGGNK 137 147 29.5 25.8 28.7 2 0 0 1,136.5407
C_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 15 18.60% TVSKVDDFLANEAK 35 48 57.6 27.9 54.4 2 0 0 1,536.7905
C_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 15 18.60% VVGAQSLKEMVSK 52 64 51.2 27.5 44.0 2 0 0 1,391.7564
C_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 15 18.60% AKGILFVGSGVSGGEEGAR 118 136 47.0 28.2 32.1 0 2 0 1,790.9397
C_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 15 18.60% GILFVGSGVSGGEEGAR 120 136 87.6 28.3 78.5 2 0 0 1,591.8076
C_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 15 18.60% YGPSLMPGGNK 137 147 43.5 25.2 34.9 2 0 0 1,136.5407
C_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 15 18.60% TIFQGIAAK 155 163 23.7 25.7 15.0 1 0 0 948.5514
C_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 15 18.60% SAVENCQDSWR 397 407 37.9 25.0 33.6 2 0 0 1,351.5695
C_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 15 18.60% HEMLPASLIQAQR 435 447 31.2 27.4 19.0 0 2 0 1,509.7844
C_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 4 4 7 8.70% TVSKVDDFLANEAK 35 48 45.5 28.0 41.0 2 0 0 1,536.7905
C_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 4 4 7 8.70% VDDFLANEAK 39 48 32.2 27.8 25.8 2 0 0 1,121.5474
C_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 4 4 7 8.70% GILFVGSGVSGGEEGAR 120 136 70.8 28.5 61.2 2 0 0 1,591.8076
C_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 4 4 7 8.70% YGPSLMPGGNK 137 147 21.2 25.0 21.2 1 0 0 1,136.5407
D_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 12 19.50% TVSKVDDFLANEAK 35 48 38.9 28.4 35.2 1 0 0 1,536.7905
D_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 12 19.50% VDDFLANEAK 39 48 53.5 27.7 38.8 2 0 0 1,121.5474
D_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 12 19.50% AGQAVDDFIEK 77 87 40.1 27.1 25.0 2 0 0 1,192.5846
D_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 12 19.50% LVPLLDTGDIIIDGGNSEYR 88 107 31.0 27.9 22.8 0 1 0 2,160.1187
D_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 12 19.50% GILFVGSGVSGGEEGAR 120 136 106.0 28.0 99.5 2 0 0 1,591.8076
D_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 12 19.50% YGPSLMPGGNK 137 147 31.1 26.2 30.4 2 0 0 1,136.5407
D_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 12 19.50% TIFQGIAAK 155 163 25.5 25.7 16.9 1 0 0 948.5514
D_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 8 8 12 19.50% IISYAQGFMLLR 332 343 62.0 27.1 47.2 1 0 0 1,411.7767
E_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 5 10 12.00% VDDFLANEAK 39 48 68.0 27.7 57.1 2 0 0 1,121.5474
E_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 5 10 12.00% AGQAVDDFIEK 77 87 37.4 27.1 24.0 2 0 0 1,192.5846
E_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 5 10 12.00% GILFVGSGVSGGEEGAR 120 136 80.6 27.9 72.8 2 0 0 1,591.8076
E_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 5 10 12.00% YGPSLMPGGNK 137 147 31.9 25.3 31.6 2 0 0 1,136.5407
E_20 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 5 10 12.00% TIFQGIAAK 155 163 34.3 25.7 20.2 2 0 0 948.5514
F_15 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 6 12 13.70% TVSKVDDFLANEAK 35 48 46.3 27.9 43.0 2 0 0 1,536.7905
F_15 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 6 12 13.70% AGQAVDDFIEK 77 87 54.7 27.1 33.9 2 0 0 1,192.5846
F_15 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 6 12 13.70% GILFVGSGVSGGEEGAR 120 136 103.0 28.4 95.0 2 2 0 1,591.8076
F_15 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 6 12 13.70% YGPSLMPGGNK 137 147 60.7 26.0 52.7 2 0 0 1,136.5407
F_15 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 5 6 12 13.70% HEMLPASLIQAQR 435 447 56.7 27.4 50.5 2 0 0 1,509.7844
G_15 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 2 4.55% AGQAVDDFIEK 77 87 31.3 28.3 6.9 1 0 0 1,192.5846
G_15 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 2 4.55% YGPSLMPGGNK 137 147 22.4 26.2 15.0 1 0 0 1,136.5407
G_16 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 4 4 7 9.11% TVSKVDDFLANEAK 35 48 47.0 28.4 39.6 1 0 0 1,536.7905
G_16 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 4 4 7 9.11% AGQAVDDFIEK 77 87 57.1 28.2 34.2 2 0 0 1,192.5846
G_16 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 4 4 7 9.11% YGPSLMPGGNK 137 147 34.2 26.2 26.1 2 0 0 1,136.5407
G_16 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 4 4 7 9.11% SFLEDIRK 318 325 31.5 27.8 19.5 2 0 0 1,007.5521
H_12 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 4 6.42% TVSKVDDFLANEAK 35 48 64.2 28.2 62.5 2 0 0 1,536.7905
H_12 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 4 6.42% GILFVGSGVSGGEEGAR 120 136 101.0 28.5 90.9 2 0 0 1,591.8076
I_12 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 4 6.42% TVSKVDDFLANEAK 35 48 71.7 28.2 62.4 2 0 0 1,536.7905
I_12 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 4 6.42% GILFVGSGVSGGEEGAR 120 136 103.0 28.5 90.9 2 0 0 1,591.8076
J_12 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 4 5.80% AGQAVDDFIEK 77 87 38.0 28.2 17.6 2 0 0 1,192.5846
J_12 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 4 5.80% GILFVGSGVSGGEEGAR 120 136 106.0 28.1 94.2 2 0 0 1,591.8076
K_12 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 4 6.42% TVSKVDDFLANEAK 35 48 68.0 28.1 68.0 2 0 0 1,536.7905
K_12 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 4 6.42% GILFVGSGVSGGEEGAR 120 136 105.0 28.5 96.8 2 0 0 1,591.8076
L_08 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 3 3 6 8.70% TVSKVDDFLANEAK 35 48 54.7 28.1 53.7 2 0 0 1,536.7905
L_08 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 3 3 6 8.70% AGQAVDDFIEK 77 87 50.8 28.2 29.9 2 0 0 1,192.5846
L_08 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 3 3 6 8.70% GILFVGSGVSGGEEGAR 120 136 95.3 28.5 85.8 2 0 0 1,591.8076
L_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 3 5.59% VDDFLANEAK 39 48 42.1 27.7 36.1 1 0 0 1,121.5474
L_13 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 3 5.59% GILFVGSGVSGGEEGAR 120 136 85.9 28.5 76.8 2 0 0 1,591.8076
L_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 3 3 4 7.66% AGQAVDDFIEK 77 87 32.2 28.2 19.6 1 0 0 1,192.5846
L_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 3 3 4 7.66% GILFVGSGVSGGEEGAR 120 136 74.2 28.4 69.6 2 0 0 1,591.8076
L_14 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 3 3 4 7.66% TIFQGIAAK 155 163 28.6 26.8 12.9 1 0 0 948.5514
Q_08 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 4 5.59% VDDFLANEAK 39 48 57.4 28.7 44.4 2 0 0 1,121.5474
Q_08 6‐phosphogluconate dehydrogenase, decarboxylating 6PGD_HUMAN 53,142 2 2 4 5.59% GILFVGSGVSGGEEGAR 120 136 103.0 28.5 97.2 2 0 0 1,591.8076
A_08 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 2 10.50% IVAPISDSPKPPPQR 171 185 33.1 25.4 31.3 1 0 0 1,601.9012
A_08 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 2 10.50% VTLTLPVLNAAR 186 197 21.6 25.0 21.6 1 0 0 1,267.7733
A_09 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 3 10.90% ELPAAVAPAGPASLAR 57 72 26.4 27.2 15.9 1 0 0 1,490.8326
A_09 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 3 10.90% VTLTLPVLNAAR 186 197 41.7 25.0 41.7 2 0 0 1,267.7733
B_08 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 3 3 10.10% IVAPISDSPKPPPQR 171 185 31.3 25.7 31.3 1 1 0 1,601.9012
B_08 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 3 3 10.10% TVIFVATGEGK 198 208 61.2 27.1 54.1 1 0 0 1,121.6202
F_11 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 4 10.50% IVAPISDSPKPPPQR 171 185 20.7 25.5 17.3 0 2 0 1,601.9012
F_11 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 4 10.50% VTLTLPVLNAAR 186 197 39.7 25.0 39.7 2 0 0 1,267.7733
G_10 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 4 8.91% IVAPISDSPKPPPQR 171 185 22.3 25.0 18.3 0 2 0 1,601.9012
G_10 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 4 8.91% LLTVPFEK 247 254 30.4 25.7 15.6 2 0 0 946.5609
H_07 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 4 7.75% WTLGFCDER 73 81 41.5 25.0 30.0 2 0 0 1,183.5202
H_07 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 4 7.75% TVIFVATGEGK 198 208 37.1 27.1 32.5 2 0 0 1,121.6202
J_07 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 3 7.75% WTLGFCDER 73 81 17.1 25.0 13.8 1 0 0 1,183.5202
J_07 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 3 7.75% TVIFVATGEGK 198 208 57.0 26.8 49.3 2 0 0 1,121.6202
K_07 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 3 4 9.30% WTLGFCDER 73 81 47.1 25.0 40.3 2 0 0 1,183.5202
K_07 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 3 4 9.30% IVAPISDSPKPPPQR 171 185 33.7 25.0 33.7 1 1 0 1,601.9012
O_05 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 3 10.90% ELPAAVAPAGPASLAR 57 72 42.2 25.8 38.4 2 0 0 1,490.8326
O_05 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 3 10.90% VTLTLPVLNAAR 186 197 31.3 25.0 31.3 1 0 0 1,267.7733
P_05 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 2 10.50% ELPAAVAPAGPASLAR 57 72 31.9 25.6 18.9 1 0 0 1,490.8326
P_05 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 2 2 2 10.50% TVIFVATGEGK 198 208 39.3 26.4 39.3 1 0 0 1,121.6202
Q_05 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 4 4 6 20.20% ELPAAVAPAGPASLAR 57 72 42.0 25.8 31.4 1 0 0 1,490.8326
Q_05 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 4 4 6 20.20% WTLGFCDER 73 81 30.4 25.0 30.4 2 0 0 1,183.5202
Q_05 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 4 4 6 20.20% IVAPISDSPKPPPQR 171 185 27.5 25.0 20.4 0 1 0 1,601.9012
Q_05 6‐phosphogluconolactonase 6PGL_HUMAN 27,548 4 4 6 20.20% VTLTLPVLNAAR 186 197 38.0 25.0 38.0 2 0 0 1,267.7733
A_19 Aldehyde dehydrogenase family 16 member A1 A16A1_HUMAN 85,127 3 3 4 4.61% GAAACDLVQR 346 355 49.9 27.5 27.2 2 0 0 1,060.5205
A_19 Aldehyde dehydrogenase family 16 member A1 A16A1_HUMAN 85,127 3 3 4 4.61% EALLVANGTPR 414 424 53.0 25.6 46.2 1 0 0 1,140.6372
A_19 Aldehyde dehydrogenase family 16 member A1 A16A1_HUMAN 85,127 3 3 4 4.61% DSSGNLHGYVAEGGAK 549 564 16.7 25.0 14.2 0 1 0 1,561.7242



A_20 Aldehyde dehydrogenase family 16 member A1 A16A1_HUMAN 85,127 2 2 4 2.62% VAFCGAPEEGR 246 256 34.9 25.0 29.1 2 0 0 1,192.5416
A_20 Aldehyde dehydrogenase family 16 member A1 A16A1_HUMAN 85,127 2 2 4 2.62% GAAACDLVQR 346 355 41.9 27.5 29.4 2 0 0 1,060.5205
B_20 Aldehyde dehydrogenase family 16 member A1 A16A1_HUMAN 85,127 3 3 5 5.11% VAFCGAPEEGR 246 256 34.2 25.0 29.4 2 0 0 1,192.5416
B_20 Aldehyde dehydrogenase family 16 member A1 A16A1_HUMAN 85,127 3 3 5 5.11% DSSGNLHGYVAEGGAK 549 564 35.4 25.0 30.3 1 0 0 1,561.7242
B_20 Aldehyde dehydrogenase family 16 member A1 A16A1_HUMAN 85,127 3 3 5 5.11% VQAQGHTLQVAGLR 638 651 52.3 26.5 44.2 0 2 0 1,477.8235
D_26 Aldehyde dehydrogenase family 16 member A1 A16A1_HUMAN 85,127 3 3 5 4.11% VAFCGAPEEGR 246 256 27.5 25.0 27.5 1 0 0 1,192.5416
D_26 Aldehyde dehydrogenase family 16 member A1 A16A1_HUMAN 85,127 3 3 5 4.11% EALLVANGTPR 414 424 32.7 26.0 32.4 2 0 0 1,140.6372
D_26 Aldehyde dehydrogenase family 16 member A1 A16A1_HUMAN 85,127 3 3 5 4.11% AAEAEVELSAR 619 629 47.3 27.2 16.4 2 0 0 1,145.5796
B_05 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 3 4 5 14.40% EHFVDLLLSK 115 124 44.2 28.4 34.5 1 0 0 1,200.6624
B_05 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 3 4 5 14.40% NVGVSFYADKPEVTQEQK 140 157 43.0 27.5 40.0 1 2 0 2,039.0081
B_05 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 3 4 5 14.40% NVGVSFYADKPEVTQEQKK 140 158 24.4 27.7 21.2 0 1 0 2,167.1031
B_07 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 4 14.40% EHFVDLLLSK 115 124 45.2 27.6 42.2 2 0 0 1,200.6624
B_07 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 4 14.40% NVGVSFYADKPEVTQEQKK 140 158 26.9 27.7 25.7 0 2 0 2,167.1031
B_14 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 3 13.90% EHFVDLLLSK 115 124 29.0 28.4 18.8 2 0 0 1,200.6624
B_14 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 3 13.90% NVGVSFYADKPEVTQEQK 140 157 32.9 27.6 27.6 0 1 0 2,039.0081
B_19 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 3 3 6 16.80% VESDREHFVDLLLSK 110 124 33.8 27.8 28.7 0 2 0 1,786.9335
B_19 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 3 3 6 16.80% EHFVDLLLSK 115 124 25.3 28.2 18.1 2 0 0 1,200.6624
B_19 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 3 3 6 16.80% NVGVSFYADKPEVTQEQKK 140 158 40.3 27.8 39.7 0 2 0 2,167.1031
B_20 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 3 14.40% EHFVDLLLSK 115 124 23.1 28.4 16.4 1 0 0 1,200.6624
B_20 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 3 14.40% NVGVSFYADKPEVTQEQKK 140 158 37.3 27.8 35.1 0 2 0 2,167.1031
B_21 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 3 7.43% VESDREHFVDLLLSK 110 124 22.9 27.9 16.0 0 1 0 1,786.9335
B_21 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 3 7.43% EHFVDLLLSK 115 124 30.4 28.4 25.2 2 0 0 1,200.6624
B_23 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 3 14.40% EHFVDLLLSK 115 124 34.1 28.5 28.1 2 0 0 1,200.6624
B_23 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 3 14.40% NVGVSFYADKPEVTQEQKK 140 158 21.4 27.8 20.0 0 1 0 2,167.1031
B_25 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 3 13.90% EHFVDLLLSK 115 124 34.6 28.2 20.9 2 0 0 1,200.6624
B_25 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 3 13.90% NVGVSFYADKPEVTQEQK 140 157 25.0 27.7 24.0 0 1 0 2,039.0081
B_26 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 2 14.40% EHFVDLLLSK 115 124 34.9 28.4 20.0 1 0 0 1,200.6624
B_26 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 2 14.40% NVGVSFYADKPEVTQEQKK 140 158 18.2 27.6 17.0 0 1 0 2,167.1031
B_27 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 3 3 6 14.40% EHFVDLLLSK 115 124 37.8 28.4 30.1 2 0 0 1,200.6624
B_27 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 3 3 6 14.40% NVGVSFYADKPEVTQEQK 140 157 26.1 27.7 22.5 0 2 0 2,039.0081
B_27 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 3 3 6 14.40% NVGVSFYADKPEVTQEQKK 140 158 31.5 27.6 28.8 0 2 0 2,167.1031
B_31 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 4 14.40% EHFVDLLLSK 115 124 31.7 28.2 23.0 2 0 0 1,200.6624
B_31 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 4 14.40% NVGVSFYADKPEVTQEQKK 140 158 35.7 27.8 32.5 0 2 0 2,167.1031
M_08 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 3 16.30% VESDREHFVDLLLSK 110 124 21.1 27.8 17.5 0 1 0 1,786.9335
M_08 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 2 2 3 16.30% NVGVSFYADKPEVTQEQK 140 157 30.8 27.6 29.0 0 2 0 2,039.0081
P_08 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 3 3 5 16.80% VESDREHFVDLLLSK 110 124 23.8 28.1 20.4 0 1 0 1,786.9335
P_08 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 3 3 5 16.80% NVGVSFYADKPEVTQEQK 140 157 41.0 27.5 39.3 0 2 0 2,039.0081
P_08 Alpha‐1‐acid glycoprotein A1AG_BOVIN 23,183 3 3 5 16.80% NVGVSFYADKPEVTQEQKK 140 158 33.7 27.3 30.7 0 2 0 2,167.1031
A_01 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 6 6 11 17.10% LVDTFLEDVK 148 157 61.7 28.1 51.9 2 0 0 1,178.6305
A_01 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 6 6 11 17.10% NLYHSEAFSINFR 158 170 29.9 26.2 23.7 0 2 0 1,597.7756
A_01 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 6 6 11 17.10% LQQLEDKLNNELLAK 282 296 16.5 26.4 13.4 0 1 0 1,768.9806
A_01 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 6 6 11 17.10% LSISETYDLK 313 322 39.1 26.1 31.6 2 0 0 1,168.6097
A_01 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 6 6 11 17.10% SVLGDVGITEVFSDR 323 337 89.7 28.2 85.3 2 0 0 1,593.8120
A_01 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 6 6 11 17.10% SVLGDVGITEVFSDRADLSGITK 323 345 38.9 26.8 32.2 0 2 0 2,379.2405
A_02 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 4 7.93% LVDTFLEDVK 148 157 22.1 27.6 10.4 1 0 0 1,178.6305
A_02 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 4 7.93% SVLGDVGITEVFSDR 323 337 77.1 27.9 76.8 2 0 0 1,593.8120
A_02 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 4 7.93% SVLGDVGITEVFSDRADLSGITK 323 345 20.2 26.8 11.4 0 1 0 2,379.2405
A_03 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 5 5 7 14.70% LVDTFLEDVK 148 157 44.8 27.9 30.2 2 0 0 1,178.6305
A_03 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 5 5 7 14.70% NLYHSEAFSINFR 158 170 21.5 26.1 19.1 0 1 0 1,597.7756
A_03 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 5 5 7 14.70% LQQLEDKLNNELLAK 282 296 17.1 26.5 9.4 0 1 0 1,768.9806
A_03 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 5 5 7 14.70% SVLGDVGITEVFSDR 323 337 67.8 28.2 61.6 2 0 0 1,593.8120
A_03 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 5 5 7 14.70% SVLGDVGITEVFSDRADLSGITK 323 345 42.3 26.7 32.8 0 1 0 2,379.2405
A_04 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 3 8.41% LVDTFLEDVK 148 157 31.6 27.6 25.4 1 0 0 1,178.6305
A_04 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 3 8.41% LSISETYDLK 313 322 25.5 26.3 9.1 1 0 0 1,168.6097
A_04 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 3 8.41% SVLGDVGITEVFSDR 323 337 60.5 27.9 60.5 1 0 0 1,593.8120
A_06 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% LSISETYDLK 313 322 38.1 26.2 27.1 1 0 0 1,168.6097
A_06 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% SVLGDVGITEVFSDR 323 337 50.8 28.3 47.2 2 0 0 1,593.8120
A_08 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 4 8.41% LVDTFLEDVK 148 157 26.8 27.6 14.4 2 0 0 1,178.6305
A_08 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 4 8.41% LSISETYDLK 313 322 32.6 26.3 19.6 1 0 0 1,168.6097
A_08 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 4 8.41% SVLGDVGITEVFSDR 323 337 46.1 28.3 46.0 1 0 0 1,593.8120
A_16 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 4 7.45% LVDTFLEDVK 148 157 30.5 28.1 21.5 1 0 0 1,178.6305
A_16 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 4 7.45% DFHVDEQTTVK 229 239 27.0 25.3 20.6 2 0 0 1,318.6275
A_16 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 4 7.45% LSISETYDLK 313 322 24.5 26.3 15.1 1 0 0 1,168.6097
A_22 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 2 4.81% LVDTFLEDVK 148 157 28.0 27.6 18.1 1 0 0 1,178.6305
A_22 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 2 4.81% LSISETYDLK 313 322 24.9 26.0 15.9 1 0 0 1,168.6097
A_24 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% DFHVDEQTTVK 229 239 26.2 25.9 22.3 1 0 0 1,318.6275
A_24 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% SPLFVGKVVNPTQA 403 416 30.9 26.4 17.0 2 0 0 1,456.8159
B_16 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 5 7.45% LVDTFLEDVK 148 157 59.3 27.4 52.4 2 0 0 1,178.6305
B_16 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 5 7.45% DFHVDEQTTVK 229 239 20.0 25.1 19.8 2 0 0 1,318.6275
B_16 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 5 7.45% LSISETYDLK 313 322 33.6 26.9 25.9 1 0 0 1,168.6097
C_16 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 6 7.45% LVDTFLEDVK 148 157 69.9 27.3 57.8 2 0 0 1,178.6305
C_16 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 6 7.45% YASSANLHLPK 302 312 45.6 28.0 39.2 2 0 0 1,200.6371
C_16 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 6 7.45% LSISETYDLK 313 322 51.6 26.2 40.3 2 0 0 1,168.6097
F_15 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 6.01% LVDTFLEDVK 148 157 51.4 28.1 40.2 2 0 0 1,178.6305
F_15 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 6.01% LQQLEDKLNNELLAK 282 296 24.6 26.1 19.2 0 2 0 1,768.9806
G_14 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 4.81% LVDTFLEDVK 148 157 39.7 27.6 31.8 1 0 0 1,178.6305
G_14 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 4.81% LSISETYDLK 313 322 45.3 26.2 30.8 2 0 0 1,168.6097
H_14 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 5 8.41% LVDTFLEDVK 148 157 48.5 28.0 34.0 2 0 0 1,178.6305
H_14 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 5 8.41% LQQLEDKLNNELLAK 282 296 32.2 26.6 24.1 0 1 0 1,768.9806
H_14 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 5 8.41% LSISETYDLK 313 322 48.1 26.3 36.4 2 0 0 1,168.6097
I_14 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 4 6 8.41% LVDTFLEDVK 148 157 64.0 28.1 52.5 2 0 0 1,178.6305
I_14 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 4 6 8.41% LQQLEDKLNNELLAK 282 296 41.0 26.0 35.1 1 1 0 1,768.9806
I_14 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 4 6 8.41% LSISETYDLK 313 322 52.5 26.4 39.6 2 0 0 1,168.6097
J_13 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 4.81% LVDTFLEDVK 148 157 60.0 27.9 56.3 2 0 0 1,178.6305
J_13 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 4.81% LSISETYDLK 313 322 39.6 26.3 28.5 2 0 0 1,168.6097
J_14 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 5.05% LVDTFLEDVK 148 157 59.9 27.6 53.8 2 0 0 1,178.6305
J_14 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 5.05% DFHVDEQTTVK 229 239 21.2 26.1 17.2 1 0 0 1,318.6275
K_14 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% LVDTFLEDVK 148 157 56.7 27.4 47.1 2 0 0 1,178.6305
K_14 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% LQQLEDKLNNELLAK 282 296 28.1 26.0 17.7 0 1 0 1,768.9806
L_06 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 5.05% LVDTFLEDVK 148 157 49.9 27.6 44.8 2 0 0 1,178.6305
L_06 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 5.05% DFHVDEQTTVK 229 239 41.7 26.3 35.8 2 0 0 1,318.6275
L_07 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 5.05% DFHVDEQTTVK 229 239 27.0 25.7 21.0 1 0 0 1,318.6275
L_07 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 5.05% LSISETYDLK 313 322 40.3 26.5 19.0 2 0 0 1,168.6097
L_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 6.01% LVDTFLEDVK 148 157 56.5 27.6 47.9 2 0 0 1,178.6305
L_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 6.01% SVLGDVGITEVFSDR 323 337 91.3 28.1 87.5 2 0 0 1,593.8120
M_07 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 4.81% LVDTFLEDVK 148 157 26.6 27.6 19.6 1 0 0 1,178.6305
M_07 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 4.81% LSISETYDLK 313 322 38.8 26.5 28.8 2 0 0 1,168.6097
M_08 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% LVDTFLEDVK 148 157 46.3 27.4 41.8 2 0 0 1,178.6305
M_08 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% SVLGDVGITEVFSDR 323 337 89.7 28.0 82.8 1 0 0 1,593.8120
M_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 4.81% LVDTFLEDVK 148 157 58.7 27.9 48.0 2 0 0 1,178.6305
M_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 4.81% LSISETYDLK 313 322 53.3 26.7 40.5 2 0 0 1,168.6097
M_11 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 4.81% LVDTFLEDVK 148 157 34.5 27.6 29.0 1 0 0 1,178.6305
M_11 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 4.81% LSISETYDLK 313 322 41.6 26.5 33.1 2 0 0 1,168.6097
M_15 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 4.81% LVDTFLEDVK 148 157 37.1 27.4 30.6 1 0 0 1,178.6305
M_15 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 4.81% LSISETYDLK 313 322 41.5 26.5 33.0 2 0 0 1,168.6097
N_07 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 4.81% LVDTFLEDVK 148 157 40.2 27.6 28.3 2 0 0 1,178.6305
N_07 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 4.81% LSISETYDLK 313 322 46.5 26.2 35.8 2 0 0 1,168.6097
N_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 5 5 8 17.10% DFHVDEQTTVKVPMMNR 229 245 22.9 25.3 17.3 0 2 0 2,078.9636
N_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 5 5 8 17.10% LQQLEDKLNNELLAK 282 296 74.8 25.7 69.6 2 0 0 1,768.9806
N_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 5 5 8 17.10% LSISETYDLK 313 322 65.2 26.7 51.6 1 0 0 1,168.6097
N_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 5 5 8 17.10% SVLGDVGITEVFSDR 323 337 103.0 28.0 91.3 2 0 0 1,593.8120
N_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 5 5 8 17.10% SPLFVGKVVNPTQA 403 416 28.0 25.7 17.3 1 0 0 1,456.8159



N_10 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% LVDTFLEDVK 148 157 38.6 27.6 33.8 1 0 0 1,178.6305
N_10 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% LQQLEDKLNNELLAK 282 296 28.8 25.7 22.7 0 2 0 1,768.9806
O_06 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 4 7.45% LVDTFLEDVK 148 157 25.9 27.9 20.3 1 0 0 1,178.6305
O_06 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 4 7.45% DFHVDEQTTVK 229 239 34.8 26.1 24.6 1 0 0 1,318.6275
O_06 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 3 3 4 7.45% LSISETYDLK 313 322 58.0 26.3 44.0 2 0 0 1,168.6097
O_07 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 4.81% LVDTFLEDVK 148 157 25.4 27.6 16.4 1 0 0 1,178.6305
O_07 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 4.81% LSISETYDLK 313 322 42.1 26.4 31.4 2 0 0 1,168.6097
O_08 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 6.01% LVDTFLEDVK 148 157 55.3 27.6 48.8 2 0 0 1,178.6305
O_08 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 6.01% SVLGDVGITEVFSDR 323 337 88.7 28.1 80.4 2 0 0 1,593.8120
O_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 4 5 7 13.70% DFHVDEQTTVKVPMMNR 229 245 19.5 25.5 5.4 0 1 0 2,078.9636
O_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 4 5 7 13.70% LQQLEDKLNNELLAK 282 296 31.7 25.7 28.8 1 1 0 1,768.9806
O_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 4 5 7 13.70% LSISETYDLK 313 322 62.6 26.1 50.4 2 0 0 1,168.6097
O_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 4 5 7 13.70% SVLGDVGITEVFSDR 323 337 100.0 28.4 93.8 2 0 0 1,593.8120
O_11 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 5.05% DFHVDEQTTVK 229 239 23.7 26.3 18.5 1 0 0 1,318.6275
O_11 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 5.05% LSISETYDLK 313 322 36.9 26.3 26.9 2 0 0 1,168.6097
P_07 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 4.81% LVDTFLEDVK 148 157 39.3 27.6 30.4 2 0 0 1,178.6305
P_07 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 4.81% LSISETYDLK 313 322 29.1 26.2 24.9 1 0 0 1,168.6097
P_08 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 6.01% LVDTFLEDVK 148 157 45.2 27.6 35.3 2 0 0 1,178.6305
P_08 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 6.01% LQQLEDKLNNELLAK 282 296 27.9 25.7 17.9 0 2 0 1,768.9806
P_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 7 7 13 19.20% LVDTFLEDVK 148 157 47.7 27.6 40.2 2 0 0 1,178.6305
P_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 7 7 13 19.20% WEKPFEMK 216 223 24.4 25.6 10.9 1 0 0 1,110.5290
P_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 7 7 13 19.20% HTTERDFHVDEQTTVK 224 239 29.2 26.8 27.5 0 2 0 1,942.9255
P_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 7 7 13 19.20% DFHVDEQTTVKVPMMNR 229 245 22.3 25.2 16.3 0 2 0 2,078.9636
P_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 7 7 13 19.20% LQQLEDKLNNELLAK 282 296 77.8 25.3 70.3 2 0 0 1,768.9806
P_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 7 7 13 19.20% LSISETYDLK 313 322 72.6 26.1 51.0 2 0 0 1,168.6097
P_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 7 7 13 19.20% SVLGDVGITEVFSDR 323 337 98.0 28.1 92.3 2 0 0 1,593.8120
P_11 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% LVDTFLEDVK 148 157 38.5 27.6 34.3 2 0 0 1,178.6305
P_11 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% LQQLEDKLNNELLAK 282 296 22.1 25.7 12.6 0 1 0 1,768.9806
P_13 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% LVDTFLEDVK 148 157 37.7 27.6 31.5 2 0 0 1,178.6305
P_13 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 3 6.01% LQQLEDKLNNELLAK 282 296 21.2 25.7 15.4 0 1 0 1,768.9806
Q_08 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 5.05% LVDTFLEDVK 148 157 45.3 27.6 33.3 2 0 0 1,178.6305
Q_08 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 2 2 4 5.05% DFHVDEQTTVK 229 239 33.8 26.3 29.0 2 0 0 1,318.6275
Q_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 4 4 7 8.41% LVDTFLEDVK 148 157 52.6 27.6 44.8 2 0 0 1,178.6305
Q_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 4 4 7 8.41% LQQLEDKLNNELLAK 282 296 45.5 25.1 38.2 1 0 0 1,768.9806
Q_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 4 4 7 8.41% LNNELLAK 289 296 36.2 27.9 23.5 2 0 0 914.5306
Q_09 Alpha‐1‐antiproteinase A1AT_BOVIN 46,105 4 4 7 8.41% LSISETYDLK 313 322 37.4 26.2 24.8 2 0 0 1,168.6097
M_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 3 3 5 6.96% GAEEQLVPR 249 257 21.5 26.1 13.1 1 0 0 998.5266
M_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 3 3 5 6.96% LSALAAGDGSGYTCR 269 283 71.5 25.0 60.2 2 0 0 1,498.6956
M_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 3 3 5 6.96% ALWTGALTPGR 415 425 37.2 27.5 22.5 2 0 0 1,142.6318
N_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 4 4 7 8.95% FPLGPVTSTTR 81 91 23.9 27.7 8.2 1 0 0 1,175.6420
N_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 4 4 7 8.95% LSALAAGDGSGYTCR 269 283 78.1 25.0 69.1 2 0 0 1,498.6956
N_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 4 4 7 8.95% SELAAWSR 288 295 33.6 28.3 25.3 2 0 0 919.4631
N_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 4 4 7 8.95% ALWTGALTPGR 415 425 45.8 27.8 30.1 2 0 0 1,142.6318
O_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 2 2 3 4.57% LSALAAGDGSGYTCR 269 283 56.5 25.0 53.9 1 0 0 1,498.6956
O_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 2 2 3 4.57% SELAAWSR 288 295 38.0 28.3 32.0 2 0 0 919.4631
P_09 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 5 5 9 10.70% FPLGPVTSTTR 81 91 21.9 27.7 17.3 2 0 0 1,175.6420
P_09 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 5 5 9 10.70% GAEEQLVPR 249 257 34.8 25.5 15.2 2 0 0 998.5266
P_09 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 5 5 9 10.70% LSALAAGDGSGYTCR 269 283 71.8 25.0 68.9 2 0 0 1,498.6956
P_09 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 5 5 9 10.70% SELAAWSR 288 295 31.7 28.3 25.5 1 0 0 919.4631
P_09 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 5 5 9 10.70% ALWTGALTPGR 415 425 59.0 27.7 42.7 2 0 0 1,142.6318
P_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 3 3 6 6.76% LSALAAGDGSGYTCR 269 283 74.1 25.1 66.4 2 0 0 1,498.6956
P_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 3 3 6 6.76% SELAAWSR 288 295 33.6 28.3 26.2 2 0 0 919.4631
P_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 3 3 6 6.76% ALWTGALTPGR 415 425 37.5 27.8 29.6 2 0 0 1,142.6318
Q_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 2 2 3 4.77% GAEEQLVPR 249 257 23.4 25.4 1.4 1 0 0 998.5266
Q_10 Alpha‐1B‐glycoprotein A1BG_BOVIN 53,554 2 2 3 4.77% LSALAAGDGSGYTCR 269 283 76.2 25.0 71.4 2 0 0 1,498.6956
N_10 Alpha‐2‐antiplasmin A2AP_BOVIN 54,713 2 2 3 4.67% LDNQEPGGQIAPK 53 65 46.5 27.7 33.9 2 0 0 1,366.6964
N_10 Alpha‐2‐antiplasmin A2AP_BOVIN 54,713 2 2 3 4.67% SKFDPNLTQR 244 253 23.1 28.1 18.9 1 0 0 1,205.6274
A_01 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 3 3.05% IQEEGTEVELTGKGATEITTTITK 326 349 44.6 27.0 31.6 0 1 0 2,549.3197
A_01 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 3 3.05% DTGLGLSPTASLR 777 789 21.3 28.6 15.4 1 0 0 1,287.6905
A_01 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 3 3.05% ATVLNYLPK 814 822 20.2 25.0 16.9 1 0 0 1,018.5932
A_29 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 2 1.46% DTGLGLSPTASLR 777 789 40.4 28.6 22.0 1 0 0 1,287.6905
A_29 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 2 1.46% ATVLNYLPK 814 822 35.3 25.6 24.9 1 0 0 1,018.5932
C_04 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 3 1.46% DTGLGLSPTASLR 777 789 21.1 28.4 14.7 1 0 0 1,287.6905
C_04 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 3 1.46% ATVLNYLPK 814 822 23.0 25.6 11.4 2 0 0 1,018.5932
C_29 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 7 2.91% VTASPQSLCALR 587 598 50.5 28.4 38.2 2 0 0 1,302.6835
C_29 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 7 2.91% DTGLGLSPTASLR 777 789 35.6 28.4 23.4 2 0 0 1,287.6905
C_29 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 7 2.91% ATVLNYLPK 814 822 28.3 25.6 19.5 2 0 0 1,018.5932
C_29 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 7 2.91% QTVSWAVTPK 855 864 34.2 28.2 22.3 1 0 0 1,116.6048
I_06 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 3 1.52% DTGLGLSPTASLR 777 789 38.1 28.3 18.6 2 0 0 1,287.6905
I_06 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 3 1.52% QTVSWAVTPK 855 864 31.0 28.4 21.6 1 0 0 1,116.6048
K_24 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 4 1.66% VTASPQSLCALR 587 598 46.5 28.2 39.6 2 0 0 1,302.6835
K_24 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 4 1.66% DTGLGLSPTASLR 777 789 32.9 28.3 22.4 2 0 0 1,287.6905
M_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 4 2.32% VTASPQSLCALR 587 598 33.4 28.6 22.3 1 0 0 1,302.6835
M_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 4 2.32% DTGLGLSPTASLR 777 789 28.8 28.3 16.1 1 0 0 1,287.6905
M_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 4 2.32% YGAATFTSAR 1301 1310 40.6 25.0 37.0 2 0 0 1,044.5108
M_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 7 3.38% VTASPQSLCALR 587 598 61.2 28.5 50.9 2 0 0 1,302.6835
M_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 7 3.38% DTGLGLSPTASLR 777 789 51.4 28.5 36.6 2 0 0 1,287.6905
M_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 7 3.38% YGAATFTSAR 1301 1310 49.0 25.0 44.6 1 0 0 1,044.5108
M_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 7 3.38% KAAQVTIQSSGTFSTK 1311 1326 23.0 26.9 22.6 0 2 0 1,653.8807
M_16 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 2 1.52% VTASPQSLCALR 587 598 33.5 28.5 23.4 1 0 0 1,302.6835
M_16 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 2 1.52% STGTLLNNAIK 1119 1129 28.6 28.6 6.7 1 0 0 1,131.6369
N_13 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 2 1.46% VTASPQSLCALR 587 598 26.8 28.8 15.2 1 0 0 1,302.6835
N_13 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 2 1.46% YGAATFTSAR 1301 1310 36.8 25.3 36.8 1 0 0 1,044.5108
N_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 5 2.32% VTASPQSLCALR 587 598 35.3 28.7 23.8 2 0 0 1,302.6835
N_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 5 2.32% DTGLGLSPTASLR 777 789 36.6 28.7 25.5 2 0 0 1,287.6905
N_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 5 2.32% YGAATFTSAR 1301 1310 29.0 25.0 29.0 1 0 0 1,044.5108
N_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 7 7 13 4.97% IQEEGTEVELTGK 326 338 64.5 28.0 48.8 2 0 0 1,432.7168
N_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 7 7 13 4.97% VTASPQSLCALR 587 598 62.4 28.5 51.5 2 0 0 1,302.6835
N_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 7 7 13 4.97% DTGLGLSPTASLR 777 789 42.9 28.5 29.6 2 0 0 1,287.6905
N_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 7 7 13 4.97% STGTLLNNAIK 1119 1129 39.8 28.1 14.7 1 0 0 1,131.6369
N_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 7 7 13 4.97% YGAATFTSAR 1301 1310 74.2 25.0 68.6 2 0 0 1,044.5108
N_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 7 7 13 4.97% KAAQVTIQSSGTFSTK 1311 1326 30.8 26.7 29.4 0 2 0 1,653.8807
N_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 7 7 13 4.97% AAQVTIQSSGTFSTK 1312 1326 79.7 27.8 79.7 2 0 0 1,525.7857
N_16 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 7 2.91% VTASPQSLCALR 587 598 75.2 28.6 62.4 2 0 0 1,302.6835
N_16 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 7 2.91% DTGLGLSPTASLR 777 789 47.9 28.8 28.5 2 0 0 1,287.6905
N_16 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 7 2.91% ATVLNYLPK 814 822 21.2 25.3 16.9 1 0 0 1,018.5932
N_16 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 7 2.91% QTVSWAVTPK 855 864 43.2 28.3 33.1 2 0 0 1,116.6048
O_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 5 2.38% VTASPQSLCALR 587 598 57.8 28.6 50.8 2 0 0 1,302.6835
O_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 5 2.38% DTGLGLSPTASLR 777 789 33.0 28.7 22.6 2 0 0 1,287.6905
O_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 5 2.38% AILYLNTGYQR 1041 1051 31.9 26.8 29.7 1 0 0 1,311.7056
P_09 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 4 2.45% STGTLLNNAIK 1119 1129 29.9 28.1 8.4 1 0 0 1,131.6369
P_09 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 4 2.45% YGAATFTSAR 1301 1310 57.0 25.0 52.5 2 0 0 1,044.5108
P_09 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 4 2.45% KAAQVTIQSSGTFSTK 1311 1326 25.3 27.0 22.4 0 1 0 1,653.8807
P_10 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 3 1.39% STGTLLNNAIK 1119 1129 33.2 27.2 16.6 1 0 0 1,131.6369
P_10 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 3 1.39% YGAATFTSAR 1301 1310 50.5 25.3 43.3 2 0 0 1,044.5108
P_12 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 5 3.05% IQEEGTEVELTGK 326 338 20.5 27.9 13.6 1 0 0 1,432.7168
P_12 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 5 3.05% VTASPQSLCALR 587 598 31.2 28.7 13.9 1 0 0 1,302.6835
P_12 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 5 3.05% STGTLLNNAIK 1119 1129 20.3 27.2 9.3 1 0 0 1,131.6369
P_12 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 4 4 5 3.05% YGAATFTSAR 1301 1310 54.6 25.3 44.9 2 0 0 1,044.5108
P_13 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 5 2.12% VTASPQSLCALR 587 598 49.4 28.5 30.1 2 0 0 1,302.6835
P_13 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 5 2.12% QTVSWAVTPK 855 864 35.8 28.8 21.0 2 0 0 1,116.6048
P_13 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 5 2.12% YGAATFTSAR 1301 1310 51.5 25.3 41.0 1 0 0 1,044.5108



P_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 6 6 11 4.64% IQEEGTEVELTGK 326 338 83.9 27.9 72.2 2 0 0 1,432.7168
P_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 6 6 11 4.64% VTASPQSLCALR 587 598 63.2 28.8 52.5 2 0 0 1,302.6835
P_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 6 6 11 4.64% DTGLGLSPTASLR 777 789 49.4 29.0 29.5 2 0 0 1,287.6905
P_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 6 6 11 4.64% AILYLNTGYQR 1041 1051 38.7 26.6 34.3 2 0 0 1,311.7056
P_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 6 6 11 4.64% STGTLLNNAIK 1119 1129 26.7 27.2 7.8 1 0 0 1,131.6369
P_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 6 6 11 4.64% YGAATFTSAR 1301 1310 66.0 25.3 60.3 2 0 0 1,044.5108
P_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 6 6 9 5.10% NPSNCYGEESNAVCEK 274 289 47.5 25.0 47.5 2 0 0 1,857.7378
P_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 6 6 9 5.10% VTASPQSLCALR 587 598 58.9 28.7 42.9 2 0 0 1,302.6835
P_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 6 6 9 5.10% DTGLGLSPTASLR 777 789 31.9 28.7 19.7 1 0 0 1,287.6905
P_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 6 6 9 5.10% QTVSWAVTPK 855 864 32.3 28.8 22.8 1 0 0 1,116.6048
P_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 6 6 9 5.10% AILYLNTGYQR 1041 1051 44.4 26.6 38.2 2 0 0 1,311.7056
P_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 6 6 9 5.10% AAQVTIQSSGTFSTK 1312 1326 69.0 27.7 69.0 1 0 0 1,525.7857
P_16 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 5 5 9 3.71% VTASPQSLCALR 587 598 64.0 29.1 50.3 2 0 0 1,302.6835
P_16 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 5 5 9 3.71% DTGLGLSPTASLR 777 789 47.5 29.0 33.6 2 0 0 1,287.6905
P_16 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 5 5 9 3.71% QTVSWAVTPK 855 864 45.3 28.9 28.3 2 0 0 1,116.6048
P_16 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 5 5 9 3.71% STGTLLNNAIK 1119 1129 25.4 28.1 12.8 1 0 0 1,131.6369
P_16 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 5 5 9 3.71% YGAATFTSAR 1301 1310 54.5 25.3 52.4 2 0 0 1,044.5108
Q_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 3 1.46% VTASPQSLCALR 587 598 47.5 28.6 36.3 2 0 0 1,302.6835
Q_14 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 2 2 3 1.46% YGAATFTSAR 1301 1310 37.8 25.3 35.2 1 0 0 1,044.5108
Q_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 5 2.32% VTASPQSLCALR 587 598 54.3 28.7 45.0 2 0 0 1,302.6835
Q_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 5 2.32% DTGLGLSPTASLR 777 789 38.6 28.5 25.7 1 0 0 1,287.6905
Q_15 Alpha‐2‐macroglobulin A2MG_BOVIN 167,576 3 3 5 2.32% YGAATFTSAR 1301 1310 39.6 25.4 31.9 2 0 0 1,044.5108
A_21 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 8 8.83% MDVCETHLHWHTVAK 141 155 20.1 25.0 20.1 0 1 0 1,879.8579
A_21 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 8 8.83% WYFDVTEGK 307 315 25.0 25.0 19.9 1 0 0 1,144.5310
A_21 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 8 8.83% YLETPGDENEHAHFQK 378 393 42.9 25.0 40.1 1 0 0 1,914.8618
A_21 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 8 8.83% VESLEQEAANER 439 450 65.1 25.5 60.8 2 1 0 1,374.6495
A_21 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 8 8.83% ISYGNDALMPSLTETK 586 601 68.0 26.7 65.8 2 0 0 1,755.8472
A_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 9 14 15.50% LNMHMNVQNGKWDSDPSGTK 41 60 29.6 25.0 29.6 0 1 0 2,291.0182
A_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 9 14 15.50% MDVCETHLHWHTVAK 141 155 20.5 25.0 20.5 0 1 0 1,879.8579
A_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 9 14 15.50% WYFDVTEGK 307 315 34.0 25.0 24.2 2 0 0 1,144.5310
A_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 9 14 15.50% YLETPGDENEHAHFQK 378 393 44.9 25.0 44.9 2 1 0 1,914.8618
A_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 9 14 15.50% VESLEQEAANER 439 450 52.2 25.5 52.2 2 0 0 1,374.6495
A_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 9 14 15.50% EQNYSDDVLANMISEPR 569 585 82.4 25.0 82.4 1 0 0 1,996.8918
A_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 9 14 15.50% ISYGNDALMPSLTETK 586 601 66.2 26.6 65.0 2 0 0 1,755.8472
A_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 9 14 15.50% TEEISEVKMDAEFR 663 676 27.7 25.0 26.7 0 2 0 1,699.7845
A_23 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 6 6.75% MDVCETHLHWHTVAK 141 155 22.3 25.0 20.9 0 1 0 1,879.8579
A_23 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 6 6.75% WYFDVTEGK 307 315 31.1 25.0 27.3 2 0 0 1,144.5310
A_23 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 6 6.75% VESLEQEAANER 439 450 58.1 25.8 48.3 2 0 0 1,374.6495
A_23 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 6 6.75% ISYGNDALMPSLTETK 586 601 31.7 26.6 31.7 1 0 0 1,755.8472
B_21 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 3.25% WYFDVTEGK 307 315 33.7 25.0 33.7 2 0 0 1,144.5310
B_21 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 3.25% ISYGNDALMPSLTETK 586 601 61.4 26.8 61.4 2 0 0 1,755.8472
B_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 10 18 15.20% LNMHMNVQNGKWDSDPSGTK 41 60 23.3 25.0 23.3 0 2 0 2,291.0182
B_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 10 18 15.20% THPHFVIPYR 107 116 31.3 26.7 18.8 2 0 0 1,266.6742
B_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 10 18 15.20% MDVCETHLHWHTVAK 141 155 30.4 25.0 29.7 0 3 0 1,879.8579
B_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 10 18 15.20% WYFDVTEGK 307 315 34.6 25.0 27.6 2 0 0 1,144.5310
B_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 10 18 15.20% YLETPGDENEHAHFQK 378 393 52.5 25.0 52.0 2 0 0 1,914.8618
B_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 10 18 15.20% EQNYSDDVLANMISEPR 569 585 76.9 25.0 75.1 2 2 0 1,996.8918
B_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 10 18 15.20% ISYGNDALMPSLTETK 586 601 70.7 26.8 66.0 2 0 0 1,755.8472
B_22 Amyloid beta A4 protein A4_HUMAN 86,941 8 10 18 15.20% TEEISEVKMDAEFR 663 676 32.8 25.0 26.6 1 0 0 1,699.7845
B_23 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 7 9.48% MDVCETHLHWHTVAK 141 155 17.5 25.0 17.5 0 1 0 1,879.8579
B_23 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 7 9.48% WYFDVTEGK 307 315 35.0 25.0 26.6 1 0 0 1,144.5310
B_23 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 7 9.48% YLETPGDENEHAHFQK 378 393 59.8 25.0 57.6 2 0 0 1,914.8618
B_23 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 7 9.48% EQNYSDDVLANMISEPR 569 585 34.2 25.0 33.2 1 0 0 1,996.8918
B_23 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 7 9.48% ISYGNDALMPSLTETK 586 601 66.4 27.0 66.2 2 0 0 1,755.8472
C_19 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 2 2.73% WYFDVTEGK 307 315 19.2 25.0 13.5 1 0 0 1,144.5310
C_19 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 2 2.73% VESLEQEAANER 439 450 57.8 25.6 53.6 1 0 0 1,374.6495
C_21 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 6 4.81% WYFDVTEGK 307 315 32.1 25.0 29.7 2 0 0 1,144.5310
C_21 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 6 4.81% VESLEQEAANER 439 450 60.1 25.5 54.8 2 0 0 1,374.6495
C_21 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 6 4.81% ISYGNDALMPSLTETK 586 601 51.5 26.7 47.8 2 0 0 1,755.8472
C_22 Amyloid beta A4 protein A4_HUMAN 86,941 9 13 21 15.80% THPHFVIPYR 107 116 22.0 26.6 16.6 1 0 0 1,266.6742
C_22 Amyloid beta A4 protein A4_HUMAN 86,941 9 13 21 15.80% MDVCETHLHWHTVAK 141 155 23.1 25.0 17.2 1 1 0 1,879.8579
C_22 Amyloid beta A4 protein A4_HUMAN 86,941 9 13 21 15.80% EVCSEQAETGPCR 289 301 41.6 25.0 41.6 1 0 0 1,522.6262
C_22 Amyloid beta A4 protein A4_HUMAN 86,941 9 13 21 15.80% WYFDVTEGK 307 315 32.0 25.0 31.7 2 0 0 1,144.5310
C_22 Amyloid beta A4 protein A4_HUMAN 86,941 9 13 21 15.80% YLETPGDENEHAHFQK 378 393 64.4 25.0 61.0 2 0 0 1,914.8618
C_22 Amyloid beta A4 protein A4_HUMAN 86,941 9 13 21 15.80% VESLEQEAANER 439 450 66.3 25.8 61.5 3 2 0 1,374.6495
C_22 Amyloid beta A4 protein A4_HUMAN 86,941 9 13 21 15.80% EQNYSDDVLANMISEPR 569 585 84.9 25.0 84.9 2 1 0 1,996.8918
C_22 Amyloid beta A4 protein A4_HUMAN 86,941 9 13 21 15.80% ISYGNDALMPSLTETK 586 601 84.0 26.6 69.5 2 0 0 1,755.8472
C_22 Amyloid beta A4 protein A4_HUMAN 86,941 9 13 21 15.80% TEEISEVKMDAEFR 663 676 45.4 25.0 45.2 2 1 0 1,699.7845
C_23 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 10 8.44% MDVCETHLHWHTVAK 141 155 26.8 25.0 24.7 0 2 0 1,879.8579
C_23 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 10 8.44% WYFDVTEGK 307 315 28.5 25.0 25.0 2 0 0 1,144.5310
C_23 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 10 8.44% CAPFFYGGCGGNR 316 328 22.8 25.0 22.8 2 0 0 1,462.5992
C_23 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 10 8.44% VESLEQEAANER 439 450 53.4 25.5 46.8 2 0 0 1,374.6495
C_23 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 10 8.44% ISYGNDALMPSLTETK 586 601 59.0 26.7 51.8 2 0 0 1,755.8472
C_24 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 2 3.25% WYFDVTEGK 307 315 22.0 25.0 22.0 1 0 0 1,144.5310
C_24 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 2 3.25% ISYGNDALMPSLTETK 586 601 31.2 26.7 24.9 1 0 0 1,755.8472
D_28 Amyloid beta A4 protein A4_HUMAN 86,941 3 4 7 5.97% VESLEQEAANER 439 450 64.7 25.2 63.5 2 1 0 1,374.6495
D_28 Amyloid beta A4 protein A4_HUMAN 86,941 3 4 7 5.97% LALENYITALQAVPPRPR 471 488 41.0 25.0 37.0 0 2 0 2,022.1496
D_28 Amyloid beta A4 protein A4_HUMAN 86,941 3 4 7 5.97% ISYGNDALMPSLTETK 586 601 48.6 26.6 48.0 2 0 0 1,755.8472
E_28 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 3.90% VESLEQEAANER 439 450 68.4 25.5 60.5 2 0 0 1,374.6495
E_28 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 3.90% LALENYITALQAVPPRPR 471 488 52.7 25.0 51.5 0 2 0 2,022.1496
H_17 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 5 4.81% WYFDVTEGK 307 315 22.6 25.0 22.6 1 0 0 1,144.5310
H_17 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 5 4.81% YLETPGDENEHAHFQK 378 393 22.5 25.0 15.4 0 2 0 1,914.8618
H_17 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 5 4.81% VESLEQEAANER 439 450 48.8 25.7 37.4 2 0 0 1,374.6495
H_19 Amyloid beta A4 protein A4_HUMAN 86,941 6 8 13 9.87% THPHFVIPYR 107 116 22.1 26.7 20.5 1 0 0 1,266.6742
H_19 Amyloid beta A4 protein A4_HUMAN 86,941 6 8 13 9.87% WYFDVTEGK 307 315 30.7 25.0 27.1 2 0 0 1,144.5310
H_19 Amyloid beta A4 protein A4_HUMAN 86,941 6 8 13 9.87% CAPFFYGGCGGNR 316 328 52.0 25.0 49.3 2 0 0 1,462.5992
H_19 Amyloid beta A4 protein A4_HUMAN 86,941 6 8 13 9.87% YLETPGDENEHAHFQK 378 393 41.1 25.0 35.9 2 1 0 1,914.8618
H_19 Amyloid beta A4 protein A4_HUMAN 86,941 6 8 13 9.87% VESLEQEAANER 439 450 59.0 25.7 54.9 2 0 0 1,374.6495
H_19 Amyloid beta A4 protein A4_HUMAN 86,941 6 8 13 9.87% ISYGNDALMPSLTETK 586 601 57.0 26.8 54.9 3 0 0 1,755.8472
H_20 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 3.25% CAPFFYGGCGGNR 316 328 36.5 25.0 24.5 1 0 0 1,462.5992
H_20 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 3.25% VESLEQEAANER 439 450 54.1 25.5 48.4 2 0 0 1,374.6495
I_17 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 2.73% WYFDVTEGK 307 315 39.6 25.0 39.6 2 0 0 1,144.5310
I_17 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 2.73% VESLEQEAANER 439 450 25.5 25.7 21.3 1 0 0 1,374.6495
I_18 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 6.88% WYFDVTEGK 307 315 37.8 25.0 26.4 2 0 0 1,144.5310
I_18 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 6.88% YLETPGDENEHAHFQK 378 393 17.4 25.0 12.8 0 1 0 1,914.8618
I_18 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 6.88% VESLEQEAANER 439 450 58.7 25.8 52.8 2 0 0 1,374.6495
I_18 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 6.88% ISYGNDALMPSLTETK 586 601 66.2 26.8 61.8 2 0 0 1,755.8472
I_19 Amyloid beta A4 protein A4_HUMAN 86,941 7 8 12 12.10% THPHFVIPYR 107 116 22.3 26.7 17.9 1 0 0 1,266.6742
I_19 Amyloid beta A4 protein A4_HUMAN 86,941 7 8 12 12.10% WYFDVTEGK 307 315 37.3 25.0 26.4 2 0 0 1,144.5310
I_19 Amyloid beta A4 protein A4_HUMAN 86,941 7 8 12 12.10% CAPFFYGGCGGNR 316 328 32.9 25.0 32.9 0 2 0 1,462.5992
I_19 Amyloid beta A4 protein A4_HUMAN 86,941 7 8 12 12.10% YLETPGDENEHAHFQK 378 393 35.0 25.0 32.0 1 1 0 1,914.8618
I_19 Amyloid beta A4 protein A4_HUMAN 86,941 7 8 12 12.10% VESLEQEAANER 439 450 45.9 25.7 39.0 2 0 0 1,374.6495
I_19 Amyloid beta A4 protein A4_HUMAN 86,941 7 8 12 12.10% EQNYSDDVLANMISEPR 569 585 78.7 25.0 78.7 1 0 0 1,996.8918
I_19 Amyloid beta A4 protein A4_HUMAN 86,941 7 8 12 12.10% ISYGNDALMPSLTETK 586 601 76.0 26.8 68.1 2 0 0 1,755.8472
J_18 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 3.64% YLETPGDENEHAHFQK 378 393 31.6 25.0 28.6 0 1 0 1,914.8618
J_18 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 3.64% VESLEQEAANER 439 450 41.8 25.6 36.2 2 0 0 1,374.6495
J_19 Amyloid beta A4 protein A4_HUMAN 87,070 2 3 6 2.73% WYFDVTEGK 307 315 32.8 25.0 9.1 2 0 0 1,144.5310
J_19 Amyloid beta A4 protein A4_HUMAN 87,070 2 3 6 2.73% VESLEQEAANER 439 450 43.3 26.1 38.7 2 2 0 1,374.6495
K_17 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 3.64% YLETPGDENEHAHFQK 378 393 24.0 25.0 22.9 0 1 0 1,914.8618
K_17 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 3.64% VESLEQEAANER 439 450 46.3 25.6 39.9 2 0 0 1,374.6495
K_18 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 3.64% VESLEQEAANER 439 450 36.5 26.0 36.5 2 0 0 1,374.6495
K_18 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 3.64% ISYGNDALMPSLTETK 586 601 54.3 27.1 52.8 2 0 0 1,755.8472



K_19 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 10 8.57% WYFDVTEGK 307 315 32.6 25.0 32.6 2 0 0 1,144.5310
K_19 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 10 8.57% CAPFFYGGCGGNR 316 328 66.2 25.0 58.1 2 0 0 1,462.5992
K_19 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 10 8.57% YLETPGDENEHAHFQK 378 393 33.0 25.0 28.6 2 0 0 1,914.8618
K_19 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 10 8.57% VESLEQEAANER 439 450 39.0 25.8 33.6 2 1 0 1,374.6495
K_19 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 10 8.57% ISYGNDALMPSLTETK 586 601 50.5 26.8 40.4 1 0 0 1,755.8472
L_13 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 4.29% WYFDVTEGK 307 315 27.5 25.0 27.5 2 0 0 1,144.5310
L_13 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 4.29% VEAMLNDR 461 468 30.8 26.7 23.7 1 0 0 963.4565
L_13 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 4.29% ISYGNDALMPSLTETK 586 601 65.4 26.9 59.1 2 0 0 1,755.8472
L_14 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 7.01% WYFDVTEGK 307 315 28.6 25.0 17.7 2 0 0 1,144.5310
L_14 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 7.01% CAPFFYGGCGGNR 316 328 25.5 25.0 22.6 2 0 0 1,462.5992
L_14 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 7.01% VEAMLNDR 461 468 28.3 26.7 14.8 1 0 0 963.4565
L_14 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 7.01% SQVMTHLR 528 535 26.0 26.9 13.8 1 0 0 987.5041
L_14 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 7.01% ISYGNDALMPSLTETK 586 601 84.2 26.6 81.1 2 0 0 1,755.8472
L_15 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 6 5.84% WYFDVTEGK 307 315 28.3 25.0 25.0 2 0 0 1,144.5310
L_15 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 6 5.84% VESLEQEAANER 439 450 68.6 25.8 61.5 2 0 0 1,374.6495
L_15 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 6 5.84% VEAMLNDR 461 468 46.5 26.7 26.1 2 0 0 963.4565
L_15 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 6 5.84% ISYGNDALMPSLTETK 586 601 58.8 27.0 57.5 2 0 0 1,755.8472
M_12 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 2.73% WYFDVTEGK 307 315 22.7 25.0 17.0 1 0 0 1,144.5310
M_12 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 2.73% VESLEQEAANER 439 450 65.5 25.8 57.7 2 0 0 1,374.6495
M_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 10 10.00% YLETPGDENEHAHFQK 378 393 19.6 25.0 13.5 0 2 0 1,914.8618
M_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 10 10.00% VESLEQEAANER 439 450 65.6 25.8 54.8 2 2 0 1,374.6495
M_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 10 10.00% VEAMLNDR 461 468 28.5 26.7 16.4 1 0 0 963.4565
M_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 10 10.00% SQVMTHLR 528 535 26.8 26.8 19.1 1 0 0 987.5041
M_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 10 10.00% EQNYSDDVLANMISEPR 569 585 54.5 25.0 54.5 1 0 0 1,996.8918
M_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 10 10.00% ISYGNDALMPSLTETK 586 601 53.8 27.1 47.4 2 0 0 1,755.8472
M_14 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 7.92% WYFDVTEGK 307 315 28.4 25.0 17.8 2 0 0 1,144.5310
M_14 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 7.92% YLETPGDENEHAHFQK 378 393 19.3 25.0 6.7 0 1 0 1,914.8618
M_14 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 7.92% VESLEQEAANER 439 450 65.9 25.7 57.5 2 0 0 1,374.6495
M_14 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 7.92% VEAMLNDR 461 468 28.8 26.8 16.9 2 0 0 963.4565
M_14 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 7.92% ISYGNDALMPSLTETK 586 601 49.2 26.8 47.3 2 0 0 1,755.8472
M_15 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 9 8.96% WYFDVTEGK 307 315 30.0 25.0 28.6 2 0 0 1,144.5310
M_15 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 9 8.96% YLETPGDENEHAHFQK 378 393 21.6 25.0 18.8 0 1 0 1,914.8618
M_15 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 9 8.96% VESLEQEAANER 439 450 66.0 25.5 60.6 2 0 0 1,374.6495
M_15 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 9 8.96% VEAMLNDR 461 468 34.8 26.7 19.3 2 0 0 963.4565
M_15 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 9 8.96% SQVMTHLR 528 535 24.2 26.8 10.6 2 0 0 987.5041
M_15 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 9 8.96% ISYGNDALMPSLTETK 586 601 60.6 26.6 56.4 2 0 0 1,755.8472
M_16 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 3.77% WYFDVTEGK 307 315 22.9 25.0 22.9 1 0 0 1,144.5310
M_16 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 3.77% VESLEQEAANER 439 450 57.8 25.5 54.0 2 0 0 1,374.6495
M_16 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 3.77% VEAMLNDR 461 468 31.2 26.9 24.8 2 0 0 963.4565
N_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 11 9.09% WYFDVTEGK 307 315 38.6 25.0 24.2 2 0 0 1,144.5310
N_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 11 9.09% VESLEQEAANER 439 450 61.3 25.7 56.5 2 2 0 1,374.6495
N_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 11 9.09% VEAMLNDR 461 468 37.7 26.7 26.8 2 0 0 963.4565
N_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 11 9.09% SQVMTHLR 528 535 26.7 26.9 18.2 1 0 0 987.5041
N_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 11 9.09% EQNYSDDVLANMISEPR 569 585 61.4 25.0 57.0 2 0 0 1,996.8918
N_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 11 9.09% ISYGNDALMPSLTETK 586 601 71.0 26.6 71.0 2 0 0 1,755.8472
N_14 Amyloid beta A4 protein A4_HUMAN 86,941 3 4 7 5.32% YLETPGDENEHAHFQK 378 393 16.5 25.0 10.9 0 1 0 1,914.8618
N_14 Amyloid beta A4 protein A4_HUMAN 86,941 3 4 7 5.32% MSQVMREWEEAER 406 418 22.6 25.0 19.5 0 2 0 1,712.7367
N_14 Amyloid beta A4 protein A4_HUMAN 86,941 3 4 7 5.32% VESLEQEAANER 439 450 70.1 26.1 62.4 2 2 0 1,374.6495
N_15 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 11 9.09% WYFDVTEGK 307 315 25.9 25.0 23.5 2 0 0 1,144.5310
N_15 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 11 9.09% YLETPGDENEHAHFQK 378 393 24.2 25.0 19.5 0 2 0 1,914.8618
N_15 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 11 9.09% VESLEQEAANER 439 450 69.2 26.0 62.6 2 2 0 1,374.6495
N_15 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 11 9.09% VEAMLNDR 461 468 37.7 26.7 18.3 2 0 0 963.4565
N_15 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 11 9.09% SQVMTHLR 528 535 37.1 26.9 27.3 1 0 0 987.5041
N_15 Amyloid beta A4 protein A4_HUMAN 86,941 5 6 11 9.09% EQNYSDDVLANMISEPR 569 585 75.6 25.0 70.0 2 0 0 1,996.8918
N_16 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 5 4.81% WYFDVTEGK 307 315 27.8 25.0 27.8 2 0 0 1,144.5310
N_16 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 5 4.81% VESLEQEAANER 439 450 70.2 25.8 63.1 2 0 0 1,374.6495
N_16 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 5 4.81% VEAMLNDR 461 468 40.1 27.5 34.1 4 0 0 947.4615
N_16 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 5 4.81% SQVMTHLR 528 535 34.3 26.9 30.9 1 0 0 987.5041
O_12 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 2.73% WYFDVTEGK 307 315 30.3 25.0 24.5 2 0 0 1,144.5310
O_12 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 2.73% VESLEQEAANER 439 450 43.0 25.6 40.0 2 0 0 1,374.6495
O_13 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 8 7.01% WYFDVTEGK 307 315 26.5 25.0 18.9 2 0 0 1,144.5310
O_13 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 8 7.01% VESLEQEAANER 439 450 53.0 25.6 49.0 2 0 0 1,374.6495
O_13 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 8 7.01% EQNYSDDVLANMISEPR 569 585 65.1 25.0 57.1 2 0 0 1,996.8918
O_13 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 8 7.01% ISYGNDALMPSLTETK 586 601 64.0 27.1 63.8 2 0 0 1,755.8472
O_14 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 4 4.81% WYFDVTEGK 307 315 17.9 25.0 17.3 1 0 0 1,144.5310
O_14 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 4 4.81% VESLEQEAANER 439 450 35.7 25.6 22.0 2 0 0 1,374.6495
O_14 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 4 4.81% ISYGNDALMPSLTETK 586 601 28.6 27.2 22.5 1 0 0 1,755.8472
O_15 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 6 5.84% WYFDVTEGK 307 315 28.0 25.0 25.5 2 0 0 1,144.5310
O_15 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 6 5.84% VESLEQEAANER 439 450 52.6 25.7 49.4 2 0 0 1,374.6495
O_15 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 6 5.84% VEAMLNDR 461 468 29.4 26.7 16.6 1 0 0 963.4565
O_15 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 6 5.84% ISYGNDALMPSLTETK 586 601 64.0 27.0 56.9 2 0 0 1,755.8472
P_12 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 3.77% WYFDVTEGK 307 315 21.2 25.0 20.4 1 0 0 1,144.5310
P_12 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 3.77% VESLEQEAANER 439 450 70.9 25.7 62.5 2 0 0 1,374.6495
P_12 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 3 3.77% VEAMLNDR 461 468 26.8 26.9 15.6 1 0 0 963.4565
P_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 9 8.96% WYFDVTEGK 307 315 28.3 25.0 28.3 2 0 0 1,144.5310
P_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 9 8.96% YLETPGDENEHAHFQK 378 393 19.2 25.0 12.5 0 1 0 1,914.8618
P_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 9 8.96% VESLEQEAANER 439 450 68.8 25.7 60.8 2 0 0 1,374.6495
P_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 9 8.96% VEAMLNDR 461 468 39.5 26.9 31.3 2 0 0 963.4565
P_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 9 8.96% SQVMTHLR 528 535 36.1 26.2 31.8 2 0 0 987.5041
P_13 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 9 8.96% ISYGNDALMPSLTETK 586 601 53.4 26.9 43.7 2 0 0 1,755.8472
P_14 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 3.77% WYFDVTEGK 307 315 25.7 25.0 21.2 2 0 0 1,144.5310
P_14 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 3.77% VESLEQEAANER 439 450 75.9 26.0 66.6 2 0 0 1,374.6495
P_14 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 3.77% VEAMLNDR 461 468 27.1 26.7 14.9 2 0 0 963.4565
P_15 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 5 6.88% WYFDVTEGK 307 315 20.4 25.0 13.6 1 0 0 1,144.5310
P_15 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 5 6.88% VESLEQEAANER 439 450 62.2 26.0 51.8 2 0 0 1,374.6495
P_15 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 5 6.88% VEAMLNDR 461 468 21.8 27.1 12.2 1 0 0 963.4565
P_15 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 5 6.88% SQVMTHLR 528 535 30.5 26.2 25.9 1 0 0 987.5041
P_15 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 5 6.88% ISYGNDALMPSLTETK 586 601 48.5 26.9 43.4 1 0 0 1,755.8472
P_16 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 2.60% VESLEQEAANER 439 450 59.9 26.0 55.9 2 0 0 1,374.6495
P_16 Amyloid beta A4 protein A4_HUMAN 86,941 2 2 4 2.60% SQVMTHLR 528 535 24.9 26.8 10.0 2 0 0 987.5041
Q_13 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 6.88% WYFDVTEGK 307 315 29.1 25.0 21.9 2 0 0 1,144.5310
Q_13 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 6.88% VESLEQEAANER 439 450 75.9 25.6 68.2 2 0 0 1,374.6495
Q_13 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 6.88% VEAMLNDR 461 468 40.7 27.1 27.7 2 0 0 963.4565
Q_13 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 6.88% SQVMTHLR 528 535 37.1 26.2 23.3 1 0 0 987.5041
Q_13 Amyloid beta A4 protein A4_HUMAN 86,941 4 4 7 6.88% ISYGNDALMPSLTETK 586 601 67.6 27.0 62.5 2 0 0 1,755.8472
Q_14 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 8 8.96% WYFDVTEGK 307 315 32.3 25.0 20.1 2 0 0 1,144.5310
Q_14 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 8 8.96% YLETPGDENEHAHFQK 378 393 27.1 25.0 23.4 0 1 0 1,914.8618
Q_14 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 8 8.96% VESLEQEAANER 439 450 76.1 26.1 67.9 2 0 0 1,374.6495
Q_14 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 8 8.96% VEAMLNDR 461 468 29.0 26.7 22.5 2 0 0 963.4565
Q_14 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 8 8.96% SQVMTHLR 528 535 26.0 26.9 19.3 1 0 0 987.5041
Q_14 Amyloid beta A4 protein A4_HUMAN 86,941 5 5 8 8.96% ISYGNDALMPSLTETK 586 601 68.0 27.0 61.2 2 0 0 1,755.8472
Q_15 Amyloid beta A4 protein A4_HUMAN 86,941 4 5 9 6.88% WYFDVTEGK 307 315 30.4 25.0 28.4 2 0 0 1,144.5310
Q_15 Amyloid beta A4 protein A4_HUMAN 86,941 4 5 9 6.88% VESLEQEAANER 439 450 70.3 26.1 63.3 2 1 0 1,374.6495
Q_15 Amyloid beta A4 protein A4_HUMAN 86,941 4 5 9 6.88% VEAMLNDR 461 468 33.5 26.7 23.6 1 0 0 963.4565
Q_15 Amyloid beta A4 protein A4_HUMAN 86,941 4 5 9 6.88% SQVMTHLR 528 535 24.5 26.9 15.2 2 0 0 987.5041
Q_15 Amyloid beta A4 protein A4_HUMAN 86,941 4 5 9 6.88% ISYGNDALMPSLTETK 586 601 53.7 27.0 52.4 2 0 0 1,755.8472
Q_16 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 5 4.81% WYFDVTEGK 307 315 32.7 25.0 23.0 2 0 0 1,144.5310
Q_16 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 5 4.81% VESLEQEAANER 439 450 66.1 25.8 59.6 2 0 0 1,374.6495
Q_16 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 5 4.81% VEAMLNDR 461 468 36.4 27.1 26.8 2 0 0 963.4565
Q_16 Amyloid beta A4 protein A4_HUMAN 86,941 3 3 5 4.81% SQVMTHLR 528 535 30.2 26.2 22.7 1 0 0 987.5041
A_13 Alanyl‐tRNA editing protein Aarsd1 AASD1_HUMAN 45,480 2 2 3 6.07% GTINDISVLR 62 71 29.1 29.0 18.0 1 0 0 1,087.6107
A_13 Alanyl‐tRNA editing protein Aarsd1 AASD1_HUMAN 45,480 2 2 3 6.07% ELSLDDPEVEQVSGR 172 186 62.5 25.7 56.0 2 0 0 1,672.8026



B_13 Alanyl‐tRNA editing protein Aarsd1 AASD1_HUMAN 45,480 2 2 3 6.07% ELSLDDPEVEQVSGR 172 186 70.3 25.7 70.3 1 0 0 1,672.8026
B_13 Alanyl‐tRNA editing protein Aarsd1 AASD1_HUMAN 45,480 2 2 3 6.07% TNLIFLSGNR 236 245 41.1 27.5 37.1 2 0 0 1,134.6266
C_13 Alanyl‐tRNA editing protein Aarsd1 AASD1_HUMAN 45,480 2 2 4 6.07% ELSLDDPEVEQVSGR 172 186 91.6 25.8 91.6 2 0 0 1,672.8026
C_13 Alanyl‐tRNA editing protein Aarsd1 AASD1_HUMAN 45,480 2 2 4 6.07% TNLIFLSGNR 236 245 45.4 27.4 34.1 2 0 0 1,134.6266
D_18 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 4 4 7 11.10% LALGDDSPALK 87 97 24.7 26.3 23.8 1 0 0 1,099.5996
D_18 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 4 4 7 11.10% VGGVQSLGGTGALR 101 114 64.2 28.3 55.0 2 0 0 1,271.7068
D_18 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 4 4 7 11.10% ITWSNPPAQGAR 294 305 31.0 26.4 22.6 2 0 0 1,297.6648
D_18 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 4 4 7 11.10% INVSGLTTK 388 396 39.8 27.8 37.5 2 0 0 932.5412
E_18 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 3 3 6 8.23% LALGDDSPALK 87 97 47.5 26.4 44.1 2 0 0 1,099.5996
E_18 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 3 3 6 8.23% VGGVQSLGGTGALR 101 114 63.5 28.3 52.5 2 0 0 1,271.7068
E_18 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 3 3 6 8.23% INVSGLTTK 388 396 37.4 27.8 26.5 2 0 0 932.5412
F_14 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 4 4 7 6.78% KVNLGVGAYR 33 42 34.9 26.3 23.5 1 0 0 1,076.6211
F_14 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 4 4 7 6.78% VNLGVGAYR 34 42 50.9 27.6 23.2 2 0 0 948.5261
F_14 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 4 4 7 6.78% QVEYLVNEK 370 378 27.3 28.4 15.7 2 0 0 1,121.5837
F_14 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 4 4 7 6.78% INVSGLTTK 388 396 41.0 27.1 36.3 2 0 0 932.5412
G_15 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 2 2 4 4.36% VNLGVGAYR 34 42 54.2 27.3 27.4 2 0 0 948.5261
G_15 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 2 2 4 4.36% INVSGLTTK 388 396 36.7 25.7 32.1 2 0 0 932.5412
L_07 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 3 3 5 7.26% VNLGVGAYR 34 42 44.1 27.3 21.3 1 0 0 948.5261
L_07 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 3 3 5 7.26% ITWSNPPAQGAR 294 305 62.4 27.4 49.1 2 0 0 1,297.6648
L_07 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 3 3 5 7.26% INVSGLTTK 388 396 34.3 25.6 32.0 2 0 0 932.5412
M_07 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 2 2 4 4.36% VNLGVGAYR 34 42 44.2 27.8 22.7 2 0 0 948.5261
M_07 Aspartate aminotransferase, cytoplasmic AATC_HUMAN 46,248 2 2 4 4.36% INVSGLTTK 388 396 30.3 27.1 28.6 2 0 0 932.5412
A_11 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 3 5.58% FVTVQTISGTGALR 126 139 96.8 27.9 88.2 2 0 0 1,449.8061
A_11 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 3 5.58% DAGMQLQGYR 171 180 21.7 25.0 11.2 1 0 0 1,154.5261
A_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 6 8 13 13.50% MNLGVGAYR 60 68 47.4 26.0 35.7 2 0 0 996.4932
A_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 6 8 13 13.50% DDNGKPYVLPSVR 69 81 23.7 27.9 1.0 2 1 0 1,459.7541
A_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 6 8 13 13.50% FVTVQTISGTGALR 126 139 102.0 27.9 94.1 2 0 0 1,449.8061
A_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 6 8 13 13.50% VGAFTMVCK 288 296 35.7 25.0 29.0 1 0 0 1,028.4904
A_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 6 8 13 13.50% IAAAILNTPDLR 326 337 58.4 25.0 41.8 2 0 0 1,267.7370
A_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 6 8 13 13.50% IAAAILNTPDLRK 326 338 43.7 25.0 43.7 2 1 0 1,395.8320
B_11 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 7 12.60% DDNGKPYVLPSVR 69 81 25.9 27.9 11.7 0 1 0 1,459.7541
B_11 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 7 12.60% ASAELALGENSEVLK 108 122 67.3 28.2 50.6 2 0 0 1,530.8010
B_11 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 7 12.60% FVTVQTISGTGALR 126 139 106.0 28.0 98.7 2 0 0 1,449.8061
B_11 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 7 12.60% IAAAILNTPDLR 326 337 66.8 25.0 44.1 2 0 0 1,267.7370
B_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 16 17.00% MNLGVGAYR 60 68 48.0 26.1 19.3 2 0 0 996.4932
B_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 16 17.00% DDNGKPYVLPSVR 69 81 39.4 27.6 24.1 2 1 0 1,459.7541
B_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 16 17.00% FVTVQTISGTGALR 126 139 87.0 27.9 74.1 2 0 0 1,449.8061
B_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 16 17.00% ILIRPMYSNPPLNGAR 310 325 26.1 27.3 0.0 0 2 0 1,827.9900
B_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 16 17.00% IAAAILNTPDLR 326 337 53.7 25.0 30.5 2 0 0 1,267.7370
B_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 16 17.00% IAAAILNTPDLRK 326 338 44.0 25.0 44.0 2 2 0 1,395.8320
B_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 16 17.00% EFSIYMTK 397 404 21.1 25.6 21.1 1 0 0 1,018.4914
B_13 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 3 6.05% FVTVQTISGTGALR 126 139 78.2 27.9 67.1 2 0 0 1,449.8061
B_13 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 3 6.05% IAAAILNTPDLR 326 337 42.4 25.0 30.4 1 0 0 1,267.7370
C_11 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 6 7 11 17.00% DDNGKPYVLPSVR 69 81 27.8 27.9 17.6 1 0 0 1,459.7541
C_11 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 6 7 11 17.00% ASAELALGENSEVLK 108 122 69.0 28.0 54.0 2 0 0 1,530.8010
C_11 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 6 7 11 17.00% FVTVQTISGTGALR 126 139 109.0 28.0 93.2 2 1 0 1,449.8061
C_11 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 6 7 11 17.00% DAGMQLQGYR 171 180 27.7 25.0 27.7 2 0 0 1,138.5311
C_11 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 6 7 11 17.00% IAAAILNTPDLRK 326 338 56.5 25.0 56.5 2 0 0 1,395.8320
C_11 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 6 7 11 17.00% EFSIYMTK 397 404 25.7 25.9 20.2 1 0 0 1,034.4864
C_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 8 9 16 20.00% MNLGVGAYR 60 68 22.0 26.8 8.8 1 0 0 996.4932
C_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 8 9 16 20.00% DDNGKPYVLPSVR 69 81 40.0 27.9 25.5 2 0 0 1,459.7541
C_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 8 9 16 20.00% FVTVQTISGTGALR 126 139 96.9 27.9 81.5 2 2 0 1,449.8061
C_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 8 9 16 20.00% DAGMQLQGYR 171 180 53.8 25.0 35.8 2 0 0 1,154.5261
C_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 8 9 16 20.00% ILIRPMYSNPPLNGAR 310 325 24.1 27.0 0.0 0 2 0 1,827.9900
C_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 8 9 16 20.00% IAAAILNTPDLR 326 337 59.6 25.0 44.7 2 0 0 1,267.7370
C_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 8 9 16 20.00% IAAAILNTPDLRK 326 338 43.9 25.0 43.9 2 0 0 1,395.8320
C_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 8 9 16 20.00% LIKEFSIYMTK 394 404 29.1 27.8 21.4 1 0 0 1,388.7496
D_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 12 13 21 33.30% MNLGVGAYR 60 68 49.2 26.0 38.3 4 0 0 996.4932
D_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 12 13 21 33.30% DDNGKPYVLPSVR 69 81 28.3 27.7 14.3 2 0 0 1,459.7541
D_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 12 13 21 33.30% EYLPIGGLAEFCK 95 107 41.3 26.7 35.4 1 0 0 1,496.7456
D_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 12 13 21 33.30% ASAELALGENSEVLK 108 122 72.5 27.8 61.0 2 0 0 1,530.8010
D_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 12 13 21 33.30% FVTVQTISGTGALR 126 139 120.0 27.6 111.0 2 0 0 1,449.8061
D_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 12 13 21 33.30% DAGMQLQGYR 171 180 71.5 25.0 63.2 1 0 0 1,138.5311
D_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 12 13 21 33.30% TCGFDFTGAVEDISK 186 200 49.9 25.0 9.7 1 0 0 1,646.7369
D_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 12 13 21 33.30% HFIEQGINVCLCQSYAK 263 279 64.8 25.9 58.7 0 2 0 2,066.9788
D_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 12 13 21 33.30% ILIRPMYSNPPLNGAR 310 325 31.7 26.3 0.0 0 1 0 1,811.9950
D_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 12 13 21 33.30% IAAAILNTPDLR 326 337 65.7 25.0 49.3 2 0 0 1,267.7370
D_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 12 13 21 33.30% IAAAILNTPDLRK 326 338 31.2 25.0 27.1 1 0 0 1,395.8320
D_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 12 13 21 33.30% EFSIYMTK 397 404 32.3 25.0 26.1 2 0 0 1,034.4864
E_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 22.80% MNLGVGAYR 60 68 40.5 26.8 30.1 2 0 0 996.4932
E_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 22.80% DDNGKPYVLPSVR 69 81 56.5 27.9 47.2 2 0 0 1,459.7541
E_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 22.80% ASAELALGENSEVLK 108 122 80.4 28.4 71.9 2 0 0 1,530.8010
E_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 22.80% FVTVQTISGTGALR 126 139 94.2 28.0 85.5 2 1 0 1,449.8061
E_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 22.80% DAGMQLQGYR 171 180 60.8 25.0 60.8 2 0 0 1,138.5311
E_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 22.80% TCGFDFTGAVEDISK 186 200 24.8 25.0 12.9 1 0 0 1,646.7369
E_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 22.80% VGAFTMVCK 288 296 35.4 25.0 23.8 2 0 0 1,012.4955
E_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 22.80% IAAAILNTPDLR 326 337 73.6 25.0 50.7 2 0 0 1,267.7370
E_18 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 22.80% IAAAILNTPDLRK 326 338 19.2 25.0 13.7 0 1 0 1,395.8320
F_09 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 3 6.28% FVTVQTISGTGALR 126 139 68.8 27.9 61.1 2 0 0 1,449.8061
F_09 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 3 6.28% IAAAILNTPDLRK 326 338 18.7 25.0 11.7 0 1 0 1,395.8320
F_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 17 16.70% MNLGVGAYR 60 68 69.8 27.4 51.9 4 0 0 980.4982
F_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 17 16.70% DDNGKPYVLPSVR 69 81 38.3 27.8 24.7 2 2 0 1,459.7541
F_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 17 16.70% FVTVQTISGTGALR 126 139 99.9 27.9 91.2 2 0 0 1,449.8061
F_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 17 16.70% VGAFTMVCK 288 296 36.4 25.0 29.5 2 0 0 1,028.4904
F_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 17 16.70% IAAAILNTPDLR 326 337 65.3 25.0 50.5 2 0 0 1,267.7370
F_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 17 16.70% QWLQEVK 339 345 34.3 28.8 13.0 2 0 0 930.5044
F_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 7 9 17 16.70% EFSIYMTK 397 404 36.6 25.4 33.0 1 0 0 1,034.4864
F_15 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 3 6.05% FVTVQTISGTGALR 126 139 87.5 28.0 78.8 1 0 0 1,449.8061
F_15 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 3 6.05% IAAAILNTPDLR 326 337 72.1 25.0 48.0 2 0 0 1,267.7370
G_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 20.90% MNLGVGAYR 60 68 54.5 26.2 36.9 2 0 0 996.4932
G_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 20.90% DDNGKPYVLPSVR 69 81 36.0 27.5 18.7 1 2 0 1,459.7541
G_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 20.90% ASAELALGENSEVLK 108 122 86.9 28.1 68.2 2 0 0 1,530.8010
G_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 20.90% FVTVQTISGTGALR 126 139 99.4 26.0 89.9 2 0 0 1,449.8061
G_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 20.90% DAGMQLQGYR 171 180 21.7 25.0 16.1 1 0 0 1,154.5261
G_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 20.90% VGAFTMVCK 288 296 37.6 25.0 33.3 2 0 0 1,028.4904
G_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 20.90% IAAAILNTPDLR 326 337 76.7 25.0 61.8 2 0 0 1,267.7370
G_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 20.90% IAAAILNTPDLRK 326 338 48.6 25.0 45.9 2 0 0 1,395.8320
G_14 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 10 17 20.90% KQWLQEVK 338 345 29.5 28.5 15.9 1 0 0 1,058.5994
G_15 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 3 4 8 9.30% DDNGKPYVLPSVR 69 81 24.3 27.5 12.4 2 0 0 1,459.7541
G_15 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 3 4 8 9.30% FVTVQTISGTGALR 126 139 92.3 26.0 76.2 2 0 0 1,449.8061
G_15 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 3 4 8 9.30% IAAAILNTPDLRK 326 338 43.6 25.0 40.7 2 2 0 1,395.8320
H_10 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 8 9.77% ASAELALGENSEVLK 108 122 82.3 27.9 67.7 2 0 0 1,530.8010
H_10 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 8 9.77% FVTVQTISGTGALR 126 139 98.8 27.9 88.2 2 0 0 1,449.8061
H_10 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 8 9.77% IAAAILNTPDLR 326 337 62.4 25.0 45.8 2 0 0 1,267.7370
H_10 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 8 9.77% IAAAILNTPDLRK 326 338 36.2 25.0 33.5 0 2 0 1,395.8320
I_10 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 3 6.28% FVTVQTISGTGALR 126 139 98.9 27.9 90.0 2 0 0 1,449.8061
I_10 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 3 6.28% IAAAILNTPDLRK 326 338 22.0 25.0 20.9 0 1 0 1,395.8320
J_10 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 4 6.05% FVTVQTISGTGALR 126 139 66.4 26.2 63.4 2 0 0 1,449.8061
J_10 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 4 6.05% IAAAILNTPDLR 326 337 72.9 25.0 58.4 2 0 0 1,267.7370
K_10 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 8 9.77% ASAELALGENSEVLK 108 122 61.8 27.8 55.1 2 0 0 1,530.8010
K_10 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 8 9.77% FVTVQTISGTGALR 126 139 101.0 27.9 91.2 2 0 0 1,449.8061
K_10 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 8 9.77% IAAAILNTPDLR 326 337 70.3 25.0 57.8 2 0 0 1,267.7370



K_10 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 8 9.77% IAAAILNTPDLRK 326 338 18.8 25.0 7.8 0 2 0 1,395.8320
L_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 3 6.74% ASAELALGENSEVLK 108 122 60.6 28.0 27.0 1 0 0 1,530.8010
L_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 3 6.74% FVTVQTISGTGALR 126 139 91.6 26.0 79.3 2 0 0 1,449.8061
M_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 3 3 6 8.37% MNLGVGAYR 60 68 33.5 26.1 10.6 2 0 0 996.4932
M_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 3 3 6 8.37% ASAELALGENSEVLK 108 122 82.7 27.8 74.8 2 0 0 1,530.8010
M_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 3 3 6 8.37% IAAAILNTPDLR 326 337 60.3 25.0 51.6 2 0 0 1,267.7370
M_08 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 2 6.05% FVTVQTISGTGALR 126 139 42.3 27.5 32.8 1 0 0 1,449.8061
M_08 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 2 6.05% IAAAILNTPDLR 326 337 40.5 25.0 33.0 1 0 0 1,267.7370
N_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 9 16 22.30% MNLGVGAYR 60 68 30.3 26.2 0.0 2 0 0 996.4932
N_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 9 16 22.30% DDNGKPYVLPSVR 69 81 20.7 27.7 6.5 1 0 0 1,459.7541
N_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 9 16 22.30% ASAELALGENSEVLK 108 122 77.3 28.3 67.3 2 0 0 1,530.8010
N_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 9 16 22.30% FVTVQTISGTGALR 126 139 97.1 26.0 86.9 2 0 0 1,449.8061
N_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 9 16 22.30% DAGMQLQGYR 171 180 45.8 25.0 37.8 2 0 0 1,138.5311
N_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 9 16 22.30% NMGLYGER 280 287 46.3 25.0 46.2 2 0 0 955.4303
N_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 9 16 22.30% IAAAILNTPDLR 326 337 58.2 25.0 39.5 2 0 0 1,267.7370
N_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 9 16 22.30% QWLQEVK 339 345 25.9 29.5 13.9 1 0 0 930.5044
N_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 9 9 16 22.30% EFSIYMTK 397 404 38.2 25.9 35.1 2 0 0 1,034.4864
N_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 6 11.90% ASAELALGENSEVLK 108 122 56.1 27.8 50.9 1 0 0 1,530.8010
N_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 6 11.90% FVTVQTISGTGALR 126 139 67.0 25.9 59.1 2 0 0 1,449.8061
N_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 6 11.90% DAGMQLQGYR 171 180 22.5 25.0 21.9 1 0 0 1,138.5311
N_12 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 4 4 6 11.90% IAAAILNTPDLR 326 337 57.1 25.0 47.1 2 0 0 1,267.7370
O_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 5 5 9 16.70% ASAELALGENSEVLK 108 122 80.9 27.8 70.3 2 0 0 1,530.8010
O_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 5 5 9 16.70% FVTVQTISGTGALR 126 139 103.0 27.3 89.5 2 0 0 1,449.8061
O_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 5 5 9 16.70% TCGFDFTGAVEDISK 186 200 63.5 25.0 15.4 2 0 0 1,646.7369
O_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 5 5 9 16.70% ILIRPMYSNPPLNGAR 310 325 31.6 26.9 0.0 0 1 0 1,827.9900
O_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 5 5 9 16.70% IAAAILNTPDLR 326 337 46.4 25.0 32.0 2 0 0 1,267.7370
P_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 3 3 5 8.37% MNLGVGAYR 60 68 39.5 26.2 21.4 1 0 0 996.4932
P_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 3 3 5 8.37% ASAELALGENSEVLK 108 122 64.7 28.1 53.9 2 0 0 1,530.8010
P_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 3 3 5 8.37% IAAAILNTPDLR 326 337 51.6 25.0 35.1 2 0 0 1,267.7370
Q_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 4 4.88% MNLGVGAYR 60 68 44.3 26.2 25.9 2 0 0 996.4932
Q_07 Aspartate aminotransferase, mitochondrial AATM_HUMAN 47,519 2 2 4 4.88% IAAAILNTPDLR 326 337 58.3 25.0 45.3 2 0 0 1,267.7370
A_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 6 6 10 11.70% GSELQNYFTK 149 158 49.4 25.2 41.3 2 0 0 1,186.5739
A_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 6 6 10 11.70% AIIKPQYVDQIPK 166 178 39.8 25.0 35.7 0 2 0 1,512.8787
A_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 6 6 10 11.70% GTVGSILDR 182 190 28.2 29.2 18.4 1 0 0 917.5052
A_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 6 6 10 11.70% NVEDLSGGELQR 213 224 52.9 26.3 32.2 2 0 0 1,316.6442
A_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 6 6 10 11.70% VIVFDGVPSK 532 541 28.0 27.4 24.6 1 0 0 1,060.6038
A_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 6 6 10 11.70% NTVANSPQTLLAGMNK 542 557 84.8 27.8 84.8 2 0 0 1,674.8481
A_17 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 4 4 8 7.51% GSELQNYFTK 149 158 45.0 25.7 40.3 2 0 0 1,186.5739
A_17 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 4 4 8 7.51% AIIKPQYVDQIPK 166 178 29.4 25.5 26.0 0 2 0 1,512.8787
A_17 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 4 4 8 7.51% NVEDLSGGELQR 213 224 44.3 26.3 31.1 2 0 0 1,316.6442
A_17 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 4 4 8 7.51% VIVFDGVPSK 532 541 21.0 27.6 15.5 2 0 0 1,060.6038
A_28 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 2 2 4 3.84% GSELQNYFTK 149 158 28.6 25.2 19.0 2 0 0 1,186.5739
A_28 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 2 2 4 3.84% AIIKPQYVDQIPK 166 178 25.4 25.0 14.8 0 2 0 1,512.8787
A_29 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 3 3 5 5.84% GSELQNYFTK 149 158 40.4 25.7 38.8 2 0 0 1,186.5739
A_29 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 3 3 5 5.84% AIIKPQYVDQIPK 166 178 24.4 25.0 16.8 0 2 0 1,512.8787
A_29 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 3 3 5 5.84% NVEDLSGGELQR 213 224 35.6 26.5 21.8 1 0 0 1,316.6442
A_30 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 2 2 2 3.84% GSELQNYFTK 149 158 34.0 25.1 29.2 1 0 0 1,186.5739
A_30 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 2 2 2 3.84% AIIKPQYVDQIPK 166 178 23.7 25.0 21.5 0 1 0 1,512.8787
B_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 6 6 8 11.70% GSELQNYFTK 149 158 39.0 25.5 34.3 2 0 0 1,186.5739
B_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 6 6 8 11.70% AIIKPQYVDQIPK 166 178 30.1 25.0 18.4 0 1 0 1,512.8787
B_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 6 6 8 11.70% GTVGSILDR 182 190 31.7 29.1 26.1 1 0 0 917.5052
B_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 6 6 8 11.70% NVEDLSGGELQR 213 224 39.8 27.4 32.0 1 0 0 1,316.6442
B_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 6 6 8 11.70% VIVFDGVPSK 532 541 40.1 27.6 28.5 2 0 0 1,060.6038
B_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 6 6 8 11.70% NTVANSPQTLLAGMNK 542 557 53.4 28.0 50.9 1 0 0 1,674.8481
B_17 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 3 3 5 5.84% GSELQNYFTK 149 158 46.0 25.9 40.3 2 0 0 1,186.5739
B_17 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 3 3 5 5.84% GTVGSILDR 182 190 24.9 29.1 9.6 1 0 0 917.5052
B_17 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 3 3 5 5.84% NTVANSPQTLLAGMNK 542 557 47.3 28.1 44.3 2 0 0 1,674.8481
C_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 5 5 7 8.51% LCIEVTPQSK 37 46 29.4 27.7 13.9 1 0 0 1,174.6138
C_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 5 5 7 8.51% GSELQNYFTK 149 158 30.1 25.2 29.3 1 0 0 1,186.5739
C_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 5 5 7 8.51% GTVGSILDR 182 190 33.7 29.4 26.0 1 0 0 917.5052
C_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 5 5 7 8.51% NVEDLSGGELQR 213 224 49.7 26.6 41.4 2 0 0 1,316.6442
C_16 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 5 5 7 8.51% VIVFDGVPSK 532 541 48.3 27.6 37.8 2 0 0 1,060.6038
H_14 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 3 3 6 5.84% GSELQNYFTK 149 158 44.1 25.1 39.3 2 0 0 1,186.5739
H_14 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 3 3 6 5.84% AIIKPQYVDQIPK 166 178 37.9 25.0 33.8 0 2 0 1,512.8787
H_14 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 3 3 6 5.84% NVEDLSGGELQR 213 224 52.4 26.3 40.5 2 0 0 1,316.6442
I_14 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 2 2 4 4.17% AIIKPQYVDQIPK 166 178 35.0 25.0 31.8 0 2 0 1,512.8787
I_14 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 2 2 4 4.17% NVEDLSGGELQR 213 224 52.9 26.3 38.8 2 0 0 1,316.6442
L_10 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 3 3 5 5.34% LCIEVTPQSK 37 46 27.1 28.6 13.2 1 0 0 1,174.6138
L_10 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 3 3 5 5.34% AIIKPQYVDQIPK 166 178 24.9 25.0 17.3 0 2 0 1,512.8787
L_10 ATP‐binding cassette sub‐family E member 1 ABCE1_HUMAN 67,316 3 3 5 5.34% GTVGSILDR 182 190 44.9 29.1 32.0 2 0 0 917.5052
A_09 Abhydrolase domain‐containing protein 10, mitochondrial ABHDA_HUMAN 33,933 3 3 6 6.21% ALAIEEFCK 93 101 24.1 26.7 23.5 2 0 0 1,080.5395
A_09 Abhydrolase domain‐containing protein 10, mitochondrial ABHDA_HUMAN 33,933 3 3 6 6.21% FNQLPVELK 186 194 37.2 28.6 22.8 2 0 0 1,087.6147
A_09 Abhydrolase domain‐containing protein 10, mitochondrial ABHDA_HUMAN 33,933 3 3 6 6.21% FNQLPVELKK 186 195 29.8 25.8 16.8 2 0 0 1,215.7097
B_09 Abhydrolase domain‐containing protein 10, mitochondrial ABHDA_HUMAN 33,933 2 2 3 6.54% FNQLPVELK 186 194 35.0 28.6 20.8 2 0 0 1,087.6147
B_09 Abhydrolase domain‐containing protein 10, mitochondrial ABHDA_HUMAN 33,933 2 2 3 6.54% VLSTDVDVILR 264 274 21.5 26.6 20.0 1 0 0 1,229.7101
E_13 Abhydrolase domain‐containing protein 10, mitochondrial ABHDA_HUMAN 33,933 2 2 3 5.88% ALAIEEFCK 93 101 30.4 26.5 21.1 1 0 0 1,080.5395
E_13 Abhydrolase domain‐containing protein 10, mitochondrial ABHDA_HUMAN 33,933 2 2 3 5.88% FNQLPVELK 186 194 24.0 29.1 14.2 2 0 0 1,087.6147
F_11 Abhydrolase domain‐containing protein 10, mitochondrial ABHDA_HUMAN 33,933 3 3 5 6.86% ALAIEEFCK 93 101 37.8 26.6 36.3 2 0 0 1,080.5395
F_11 Abhydrolase domain‐containing protein 10, mitochondrial ABHDA_HUMAN 33,933 3 3 5 6.86% VLSTDVDVILR 264 274 49.4 26.5 37.1 2 0 0 1,229.7101
F_11 Abhydrolase domain‐containing protein 10, mitochondrial ABHDA_HUMAN 33,933 3 3 5 6.86% VLSTDVDVILRK 264 275 20.5 25.0 14.8 0 1 0 1,357.8051
A_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 4 5 5 10.70% EEIIPVAAEYDK 58 69 32.2 28.0 25.9 1 0 0 1,376.6945
A_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 4 5 5 10.70% TGEYPVPLIR 70 79 39.9 27.8 22.9 1 0 0 1,144.6362
A_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 4 5 5 10.70% GIVFEDVK 249 256 21.2 26.3 19.1 1 0 0 906.4932
A_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 4 5 5 10.70% TRPVVAAGAVGLAQR 280 294 40.3 25.0 34.8 1 1 0 1,465.8598
B_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 5 5 8 13.80% EEIIPVAAEYDK 58 69 32.7 28.0 30.4 1 0 0 1,376.6945
B_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 5 5 8 13.80% TGEYPVPLIR 70 79 29.7 27.7 18.4 2 0 0 1,144.6362
B_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 5 5 8 13.80% GIVFEDVK 249 256 19.6 26.2 11.0 1 0 0 906.4932
B_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 5 5 8 13.80% TRPVVAAGAVGLAQR 280 294 31.6 25.0 20.8 0 2 0 1,465.8598
B_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 5 5 8 13.80% IYQIYEGTSQIQR 396 408 66.7 27.6 53.5 2 0 0 1,598.8174
B_13 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 2 2 3 5.23% TGEYPVPLIR 70 79 25.3 28.1 11.4 2 0 0 1,144.6362
B_13 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 2 2 3 5.23% ENVLIGDGAGFK 260 271 27.9 28.3 19.2 1 0 0 1,219.6319
C_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 4 4 7 8.55% EEIIPVAAEYDK 58 69 26.0 27.8 22.8 2 0 0 1,376.6945
C_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 4 4 7 8.55% GIVFEDVK 249 256 25.1 27.2 19.8 1 0 0 906.4932
C_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 4 4 7 8.55% GIVFEDVKVPK 249 259 32.4 26.9 32.4 2 0 0 1,230.7094
C_12 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 4 4 7 8.55% IYQIYEGTSQIQR 396 408 75.2 27.7 54.6 2 0 0 1,598.8174
F_14 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 2 2 3 6.41% ENVLIGDGAGFK 260 271 26.4 28.3 22.8 1 0 0 1,219.6319
F_14 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 2 2 3 6.41% TRPVVAAGAVGLAQR 280 294 29.3 25.0 19.1 0 2 0 1,465.8598
I_10 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 2 2 4 5.94% TGEYPVPLIR 70 79 38.3 28.1 18.6 2 0 0 1,144.6362
I_10 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 2 2 4 5.94% TRPVVAAGAVGLAQR 280 294 32.2 25.0 20.3 0 2 0 1,465.8598
K_11 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 3 3 4 8.31% EEIIPVAAEYDK 58 69 27.8 28.3 23.0 1 0 0 1,376.6945
K_11 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 3 3 4 8.31% TGEYPVPLIR 70 79 46.4 28.5 33.4 2 0 0 1,144.6362
K_11 Medium‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADM_HUMAN 46,590 3 3 4 8.31% IYQIYEGTSQIQR 396 408 57.1 27.2 50.2 1 0 0 1,598.8174
A_16 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 3 3 4 4.89% IFEGTNDILR 460 469 39.8 28.2 28.8 2 0 0 1,177.6213
A_16 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 3 3 4 4.89% LFVALQGCMDK 470 480 30.2 26.0 22.5 1 0 0 1,297.6281
A_16 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 3 3 4 4.89% GGVVTSNPLGF 645 655 44.0 27.3 40.6 1 0 0 1,047.5470
A_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 6 6 11 10.40% TPVTDPATGAVK 265 276 45.3 26.7 41.0 2 0 0 1,156.6210
A_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 6 6 11 10.40% FGMAAALAGTMR 342 353 56.9 25.0 52.8 1 0 0 1,228.5814
A_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 6 6 11 10.40% IFEGTNDILR 460 469 35.9 28.2 23.2 2 0 0 1,177.6213
A_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 6 6 11 10.40% LFVALQGCMDK 470 480 56.9 26.3 56.9 2 0 0 1,297.6281
A_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 6 6 11 10.40% ALEQFATVVEAK 539 550 79.9 27.5 62.5 2 0 0 1,305.7049
A_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 6 6 11 10.40% GGVVTSNPLGF 645 655 47.7 28.2 44.6 2 0 0 1,047.5470
B_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 14 13.90% TPVTDPATGAVK 265 276 36.7 26.7 28.4 2 0 0 1,156.6210



B_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 14 13.90% ITAFVVER 279 286 50.2 26.0 43.0 2 0 0 934.5356
B_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 14 13.90% GFGGITHGPPEK 287 298 32.1 27.2 31.1 1 0 0 1,196.6061
B_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 14 13.90% FGMAAALAGTMR 342 353 44.8 25.0 37.4 2 0 0 1,228.5814
B_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 14 13.90% IFEGTNDILR 460 469 50.6 29.0 32.8 2 0 0 1,177.6213
B_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 14 13.90% LFVALQGCMDK 470 480 62.8 26.3 53.7 2 0 0 1,297.6281
B_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 14 13.90% NPFGNAGLLLGEAGK 493 507 55.9 27.9 45.7 2 0 0 1,457.7749
B_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 14 13.90% GGVVTSNPLGF 645 655 33.6 28.2 29.8 1 0 0 1,047.5470
C_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 11 12.70% SFAVGMFK 72 79 28.3 25.0 25.2 2 0 0 902.4441
C_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 11 12.70% TPVTDPATGAVK 265 276 35.4 26.1 26.7 1 0 0 1,156.6210
C_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 11 12.70% ITAFVVER 279 286 47.1 26.9 39.3 1 0 0 934.5356
C_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 11 12.70% ASNTAEVFFDGVR 304 316 42.4 26.4 37.6 1 0 0 1,412.6804
C_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 11 12.70% IHNFGLIQEK 373 382 38.0 27.0 30.9 2 0 0 1,198.6580
C_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 11 12.70% LFVALQGCMDK 470 480 59.7 26.0 51.9 2 0 0 1,297.6281
C_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 11 12.70% ELSGLGSALK 483 492 27.3 29.1 17.8 1 0 0 974.5518
C_17 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 8 8 11 12.70% GGVVTSNPLGF 645 655 34.9 27.4 33.5 1 0 0 1,047.5470
D_23 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 4 4 6 6.87% TPVTDPATGAVK 265 276 29.2 25.4 29.2 2 0 0 1,156.6210
D_23 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 4 4 6 6.87% ITAFVVER 279 286 46.5 26.9 36.1 2 0 0 934.5356
D_23 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 4 4 6 6.87% VPSENVLGEVGSGFK 317 331 45.3 28.2 45.3 1 0 0 1,518.7799
D_23 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 4 4 6 6.87% IFEGTNDILR 460 469 33.9 28.4 21.4 1 0 0 1,177.6213
H_14 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 6 6 10 10.80% FFEEVNDPAK 112 121 20.6 25.5 12.4 1 0 0 1,195.5630
H_14 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 6 6 10 10.80% ITAFVVER 279 286 36.8 26.1 29.2 2 0 0 934.5356
H_14 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 6 6 10 10.80% VPSENVLGEVGSGFK 317 331 39.1 28.9 39.1 1 0 0 1,518.7799
H_14 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 6 6 10 10.80% NPFGNAGLLLGEAGK 493 507 42.8 28.1 13.8 2 0 0 1,457.7749
H_14 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 6 6 10 10.80% ALEQFATVVEAK 539 550 69.9 27.6 46.5 2 0 0 1,305.7049
H_14 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 6 6 10 10.80% GGVVTSNPLGF 645 655 48.1 28.2 48.1 2 0 0 1,047.5470
I_14 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 5 5 8 8.24% FFEEVNDPAK 112 121 22.9 25.5 17.2 1 0 0 1,195.5630
I_14 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 5 5 8 8.24% ITAFVVER 279 286 45.5 26.0 36.8 2 0 0 934.5356
I_14 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 5 5 8 8.24% VPSENVLGEVGSGFK 317 331 42.0 28.6 39.5 2 0 0 1,518.7799
I_14 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 5 5 8 8.24% IFEGTNDILR 460 469 36.5 28.2 21.7 1 0 0 1,177.6213
I_14 Very long‐chain specific acyl‐CoA dehydrogenase, mitochondrial ACADV_HUMAN 70,392 5 5 8 8.24% GGVVTSNPLGF 645 655 52.8 28.2 49.5 2 0 0 1,047.5470
L_02 Acyl‐CoA‐binding protein ACBP_HUMAN 10,045 2 2 4 34.50% QATVGDINTERPGMLDFTGK 34 53 30.4 27.0 30.4 0 2 0 2,166.0500
L_02 Acyl‐CoA‐binding protein ACBP_HUMAN 10,045 2 2 4 34.50% AKWDAWNELK 54 63 32.0 28.4 22.0 2 0 0 1,260.6372
D_29 Angiotensin‐converting enzyme ACE_HUMAN 149,719 2 2 3 1.38% AILQFYPK 797 804 27.4 25.8 20.5 1 0 0 979.5612
D_29 Angiotensin‐converting enzyme ACE_HUMAN 149,719 2 2 3 1.38% YVELINQAAR 805 814 60.6 28.2 44.5 2 0 0 1,176.6371
E_29 Angiotensin‐converting enzyme ACE_HUMAN 149,719 4 4 6 2.99% TLGSANLPLAK 126 136 28.9 25.0 28.7 2 0 0 1,084.6362
E_29 Angiotensin‐converting enzyme ACE_HUMAN 149,719 4 4 6 2.99% AILQFYPK 797 804 20.5 25.6 9.0 1 0 0 979.5612
E_29 Angiotensin‐converting enzyme ACE_HUMAN 149,719 4 4 6 2.99% YVELINQAAR 805 814 59.9 27.9 49.1 2 0 0 1,176.6371
E_29 Angiotensin‐converting enzyme ACE_HUMAN 149,719 4 4 6 2.99% YQGLCPPVPR 1097 1106 22.1 27.0 18.4 1 0 0 1,186.6039
A_13 Actin‐like protein 6A ACL6A_HUMAN 47,461 3 3 5 8.16% QGGPTYYIDTNALR 63 76 77.8 27.0 70.7 2 0 0 1,568.7705
A_13 Actin‐like protein 6A ACL6A_HUMAN 47,461 3 3 5 8.16% TAVLTAFANGR 154 164 44.8 28.4 40.3 2 0 0 1,120.6109
A_13 Actin‐like protein 6A ACL6A_HUMAN 47,461 3 3 5 8.16% LIANNTTVER 380 389 36.3 29.0 25.4 1 0 0 1,130.6164
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% FICTTSAIQNR 18 28 56.4 26.9 49.0 2 0 0 1,310.6522
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% DGVYVLDLAAK 210 220 51.0 27.9 39.8 2 0 0 1,163.6308
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% VDATADYICK 221 230 22.3 25.0 20.1 1 0 0 1,155.5352
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% TILSLMTR 322 329 24.5 27.4 19.4 1 0 0 934.5391
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% EHEVTIFVR 370 378 36.9 27.2 27.9 2 0 0 1,129.6000
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% GGPNYQEGLR 380 389 37.0 26.6 27.7 2 0 0 1,090.5277
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% TASFSESRADEVAPAKK 453 469 23.9 28.4 20.9 0 1 0 1,793.9028
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% AKPAMPQDSVPSPR 470 483 41.7 27.6 38.0 1 0 0 1,496.7528
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% SAYDSTMETMNYAQIR 577 592 49.7 25.0 44.3 2 0 0 1,912.8052
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% IGNTGGMLDNILASK 636 650 62.0 27.7 47.5 1 0 0 1,519.7788
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% LYRPGSVAYVSR 651 662 41.7 26.9 33.0 2 0 0 1,367.7429
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% SGGMSNELNNIISR 663 676 57.4 26.0 49.2 2 0 0 1,507.7170
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% TTDGVYEGVAIGGDR 677 691 80.4 26.2 69.7 2 0 0 1,509.7182
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% KPASFMTSICDER 836 848 25.5 25.0 15.8 0 2 0 1,557.7037
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% FGGALDAAAK 935 944 58.8 28.4 40.8 2 0 0 920.4837
A_22 ATP‐citrate synthase ACLY_HUMAN 120,843 16 16 27 17.90% SMGFIGHYLDQK 1066 1077 29.8 26.1 17.3 2 0 0 1,411.6677
A_23 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 4 2.27% FICTTSAIQNR 18 28 33.8 27.2 29.2 2 0 0 1,310.6522
A_23 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 4 2.27% SGGMSNELNNIISR 663 676 75.9 26.0 57.0 2 0 0 1,507.7170
B_22 ATP‐citrate synthase ACLY_HUMAN 120,843 9 9 15 10.20% FICTTSAIQNR 18 28 39.1 27.2 33.1 1 0 0 1,310.6522
B_22 ATP‐citrate synthase ACLY_HUMAN 120,843 9 9 15 10.20% DGVYVLDLAAK 210 220 59.7 27.4 48.3 1 0 0 1,163.6308
B_22 ATP‐citrate synthase ACLY_HUMAN 120,843 9 9 15 10.20% TILSLMTR 322 329 25.3 27.4 18.6 2 0 0 934.5391
B_22 ATP‐citrate synthase ACLY_HUMAN 120,843 9 9 15 10.20% SAYDSTMETMNYAQIR 577 592 50.2 25.0 48.7 2 0 0 1,912.8052
B_22 ATP‐citrate synthase ACLY_HUMAN 120,843 9 9 15 10.20% IGNTGGMLDNILASK 636 650 73.7 27.9 61.7 2 0 0 1,519.7788
B_22 ATP‐citrate synthase ACLY_HUMAN 120,843 9 9 15 10.20% SGGMSNELNNIISR 663 676 70.8 26.4 53.1 2 0 0 1,507.7170
B_22 ATP‐citrate synthase ACLY_HUMAN 120,843 9 9 15 10.20% TTDGVYEGVAIGGDR 677 691 72.9 26.1 60.5 2 0 0 1,509.7182
B_22 ATP‐citrate synthase ACLY_HUMAN 120,843 9 9 15 10.20% FGGALDAAAK 935 944 50.0 28.4 34.0 2 0 0 920.4837
B_22 ATP‐citrate synthase ACLY_HUMAN 120,843 9 9 15 10.20% SMGFIGHYLDQK 1066 1077 31.9 26.2 15.3 1 0 0 1,411.6677
B_23 ATP‐citrate synthase ACLY_HUMAN 120,843 11 12 21 12.20% FICTTSAIQNR 18 28 39.6 26.8 36.4 2 0 0 1,310.6522
B_23 ATP‐citrate synthase ACLY_HUMAN 120,843 11 12 21 12.20% TILSLMTR 322 329 26.8 27.4 21.4 2 0 0 934.5391
B_23 ATP‐citrate synthase ACLY_HUMAN 120,843 11 12 21 12.20% EILIPVFK 547 554 22.2 25.6 16.9 1 0 0 958.5973
B_23 ATP‐citrate synthase ACLY_HUMAN 120,843 11 12 21 12.20% SAYDSTMETMNYAQIR 577 592 69.2 25.0 69.2 2 0 0 1,912.8052
B_23 ATP‐citrate synthase ACLY_HUMAN 120,843 11 12 21 12.20% IGNTGGMLDNILASK 636 650 72.3 27.9 62.0 2 0 0 1,519.7788
B_23 ATP‐citrate synthase ACLY_HUMAN 120,843 11 12 21 12.20% LYRPGSVAYVSR 651 662 31.2 26.8 18.4 1 0 0 1,367.7429
B_23 ATP‐citrate synthase ACLY_HUMAN 120,843 11 12 21 12.20% SGGMSNELNNIISR 663 676 55.5 26.5 49.3 2 0 0 1,507.7170
B_23 ATP‐citrate synthase ACLY_HUMAN 120,843 11 12 21 12.20% TTDGVYEGVAIGGDR 677 691 104.0 26.0 93.3 2 0 0 1,509.7182
B_23 ATP‐citrate synthase ACLY_HUMAN 120,843 11 12 21 12.20% KPASFMTSICDER 836 848 30.8 25.0 28.6 2 1 0 1,557.7037
B_23 ATP‐citrate synthase ACLY_HUMAN 120,843 11 12 21 12.20% FGGALDAAAK 935 944 62.0 28.1 46.0 2 0 0 920.4837
B_23 ATP‐citrate synthase ACLY_HUMAN 120,843 11 12 21 12.20% SMGFIGHYLDQK 1066 1077 37.3 26.2 21.7 2 0 0 1,411.6677
C_22 ATP‐citrate synthase ACLY_HUMAN 120,843 5 5 8 6.63% DGVYVLDLAAK 210 220 45.8 28.0 35.8 2 0 0 1,163.6308
C_22 ATP‐citrate synthase ACLY_HUMAN 120,843 5 5 8 6.63% TASFSESRADEVAPAKK 453 469 23.5 28.3 12.4 0 1 0 1,793.9028
C_22 ATP‐citrate synthase ACLY_HUMAN 120,843 5 5 8 6.63% SAYDSTMETMNYAQIR 577 592 29.7 25.0 29.7 1 0 0 1,912.8052
C_22 ATP‐citrate synthase ACLY_HUMAN 120,843 5 5 8 6.63% IGNTGGMLDNILASK 636 650 75.2 27.6 69.3 2 0 0 1,519.7788
C_22 ATP‐citrate synthase ACLY_HUMAN 120,843 5 5 8 6.63% SGGMSNELNNIISR 663 676 61.1 26.0 48.0 2 0 0 1,507.7170
C_23 ATP‐citrate synthase ACLY_HUMAN 120,843 5 5 8 6.27% DGVYVLDLAAK 210 220 43.3 27.9 35.2 2 0 0 1,163.6308
C_23 ATP‐citrate synthase ACLY_HUMAN 120,843 5 5 8 6.27% TASFSESRADEVAPAKK 453 469 22.9 28.0 20.0 0 1 0 1,793.9028
C_23 ATP‐citrate synthase ACLY_HUMAN 120,843 5 5 8 6.27% IGNTGGMLDNILASK 636 650 41.6 27.6 39.0 2 0 0 1,519.7788
C_23 ATP‐citrate synthase ACLY_HUMAN 120,843 5 5 8 6.27% LYRPGSVAYVSR 651 662 23.6 27.4 18.7 0 1 0 1,367.7429
C_23 ATP‐citrate synthase ACLY_HUMAN 120,843 5 5 8 6.27% SGGMSNELNNIISR 663 676 50.4 26.1 40.5 2 0 0 1,507.7170
H_19 ATP‐citrate synthase ACLY_HUMAN 120,843 3 3 6 3.36% FICTTSAIQNR 18 28 57.0 27.2 47.7 2 0 0 1,310.6522
H_19 ATP‐citrate synthase ACLY_HUMAN 120,843 3 3 6 3.36% DGVYVLDLAAK 210 220 57.9 27.9 54.4 2 0 0 1,163.6308
H_19 ATP‐citrate synthase ACLY_HUMAN 120,843 3 3 6 3.36% IGNTGGMLDNILASK 636 650 53.0 27.9 44.2 2 0 0 1,503.7838
H_20 ATP‐citrate synthase ACLY_HUMAN 120,843 8 8 13 8.99% FICTTSAIQNR 18 28 62.1 27.2 54.9 2 0 0 1,310.6522
H_20 ATP‐citrate synthase ACLY_HUMAN 120,843 8 8 13 8.99% DGVYVLDLAAK 210 220 41.3 27.5 32.5 2 0 0 1,163.6308
H_20 ATP‐citrate synthase ACLY_HUMAN 120,843 8 8 13 8.99% TILSLMTR 322 329 31.3 27.4 24.0 2 0 0 934.5391
H_20 ATP‐citrate synthase ACLY_HUMAN 120,843 8 8 13 8.99% IGNTGGMLDNILASK 636 650 75.7 27.9 65.9 2 0 0 1,503.7838
H_20 ATP‐citrate synthase ACLY_HUMAN 120,843 8 8 13 8.99% LYRPGSVAYVSR 651 662 22.4 26.8 19.8 1 0 0 1,367.7429
H_20 ATP‐citrate synthase ACLY_HUMAN 120,843 8 8 13 8.99% SGGMSNELNNIISR 663 676 60.4 26.0 54.1 2 0 0 1,507.7170
H_20 ATP‐citrate synthase ACLY_HUMAN 120,843 8 8 13 8.99% TTDGVYEGVAIGGDR 677 691 68.3 26.2 59.0 1 0 0 1,509.7182
H_20 ATP‐citrate synthase ACLY_HUMAN 120,843 8 8 13 8.99% KPASFMTSICDER 836 848 21.0 25.0 16.3 0 1 0 1,541.7088
H_22 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 4 2.00% FICTTSAIQNR 18 28 51.4 27.2 51.4 2 0 0 1,310.6522
H_22 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 4 2.00% DGVYVLDLAAK 210 220 40.3 27.5 35.8 2 0 0 1,163.6308
H_23 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 4 2.00% FICTTSAIQNR 18 28 35.7 27.0 35.7 2 0 0 1,310.6522
H_23 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 4 2.00% DGVYVLDLAAK 210 220 41.0 27.4 34.5 2 0 0 1,163.6308
H_24 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 3 2.00% FICTTSAIQNR 18 28 39.5 26.9 38.3 1 0 0 1,310.6522
H_24 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 3 2.00% DGVYVLDLAAK 210 220 50.8 27.5 43.0 2 0 0 1,163.6308
I_19 ATP‐citrate synthase ACLY_HUMAN 120,843 6 7 12 6.99% AISEQTGKELLYK 5 17 35.3 26.9 20.4 2 0 0 1,479.8055
I_19 ATP‐citrate synthase ACLY_HUMAN 120,843 6 7 12 6.99% LLVGVDEKLNPEDIKK 152 167 22.4 25.0 11.7 0 1 0 1,810.0324
I_19 ATP‐citrate synthase ACLY_HUMAN 120,843 6 7 12 6.99% TILSLMTR 322 329 43.9 27.4 36.5 2 0 0 934.5391
I_19 ATP‐citrate synthase ACLY_HUMAN 120,843 6 7 12 6.99% IGNTGGMLDNILASK 636 650 65.8 27.5 61.9 4 0 0 1,503.7838
I_19 ATP‐citrate synthase ACLY_HUMAN 120,843 6 7 12 6.99% LYRPGSVAYVSR 651 662 25.0 27.4 17.6 0 1 0 1,367.7429
I_19 ATP‐citrate synthase ACLY_HUMAN 120,843 6 7 12 6.99% NQALKEAGVFVPR 776 788 47.2 27.8 39.5 0 2 0 1,428.7958



J_19 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 3 1.73% DGVYVLDLAAK 210 220 53.0 27.5 47.1 2 0 0 1,163.6308
J_19 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 3 1.73% EILIPVFK 547 554 22.5 25.3 15.1 1 0 0 958.5973
K_19 ATP‐citrate synthase ACLY_HUMAN 120,843 4 4 5 4.36% DGVYVLDLAAK 210 220 45.2 27.9 30.5 2 0 0 1,163.6308
K_19 ATP‐citrate synthase ACLY_HUMAN 120,843 4 4 5 4.36% EILIPVFK 547 554 18.1 25.6 18.1 1 0 0 958.5973
K_19 ATP‐citrate synthase ACLY_HUMAN 120,843 4 4 5 4.36% SGGMSNELNNIISR 663 676 34.7 26.3 26.0 1 0 0 1,507.7170
K_19 ATP‐citrate synthase ACLY_HUMAN 120,843 4 4 5 4.36% TTDGVYEGVAIGGDR 677 691 36.6 26.7 31.4 1 0 0 1,509.7182
K_20 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 2 2.00% FICTTSAIQNR 18 28 35.6 26.8 30.5 1 0 0 1,310.6522
K_20 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 2 2.00% DGVYVLDLAAK 210 220 28.7 28.0 22.1 1 0 0 1,163.6308
K_24 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 4 2.36% DGVYVLDLAAK 210 220 33.3 27.8 26.5 2 0 0 1,163.6308
K_24 ATP‐citrate synthase ACLY_HUMAN 120,843 2 2 4 2.36% IGNTGGMLDNILASK 636 650 74.0 27.5 67.5 2 0 0 1,503.7838
L_16 ATP‐citrate synthase ACLY_HUMAN 120,843 7 7 10 8.36% DGVYVLDLAAK 210 220 42.4 27.9 36.6 2 0 0 1,163.6308
L_16 ATP‐citrate synthase ACLY_HUMAN 120,843 7 7 10 8.36% EAYPEEAYIADLDAK 245 259 39.8 25.0 39.8 1 0 0 1,697.7906
L_16 ATP‐citrate synthase ACLY_HUMAN 120,843 7 7 10 8.36% TIAIIAEGIPEALTR 593 607 93.9 25.0 82.6 2 0 0 1,567.9056
L_16 ATP‐citrate synthase ACLY_HUMAN 120,843 7 7 10 8.36% IGNTGGMLDNILASK 636 650 59.3 28.1 49.4 1 0 0 1,519.7788
L_16 ATP‐citrate synthase ACLY_HUMAN 120,843 7 7 10 8.36% LYRPGSVAYVSR 651 662 29.5 26.9 25.0 1 0 0 1,367.7429
L_16 ATP‐citrate synthase ACLY_HUMAN 120,843 7 7 10 8.36% FGGALDAAAK 935 944 44.7 28.5 37.1 2 0 0 920.4837
L_16 ATP‐citrate synthase ACLY_HUMAN 120,843 7 7 10 8.36% AFDSGIIPMEFVNK 949 962 50.7 27.0 50.0 1 0 0 1,583.7776
M_16 ATP‐citrate synthase ACLY_HUMAN 120,843 4 4 6 4.54% DGVYVLDLAAK 210 220 31.4 27.5 31.4 2 0 0 1,163.6308
M_16 ATP‐citrate synthase ACLY_HUMAN 120,843 4 4 6 4.54% IGNTGGMLDNILASK 636 650 34.3 27.5 28.8 1 0 0 1,519.7788
M_16 ATP‐citrate synthase ACLY_HUMAN 120,843 4 4 6 4.54% SGGMSNELNNIISR 663 676 54.6 26.3 39.0 1 0 0 1,507.7170
M_16 ATP‐citrate synthase ACLY_HUMAN 120,843 4 4 6 4.54% FGGALDAAAK 935 944 51.3 28.4 36.0 2 0 0 920.4837
I_04 Acyl‐coenzyme A thioesterase 13 ACO13_HUMAN 14,961 2 2 4 15.70% ITLVSAAPGK 28 37 26.5 26.7 24.7 2 0 0 956.5776
I_04 Acyl‐coenzyme A thioesterase 13 ACO13_HUMAN 14,961 2 2 4 15.70% TLAFTSVDLTNK 112 123 49.0 27.6 43.0 2 0 0 1,309.6999
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% LNRPLTLSEK 59 68 38.2 25.0 31.7 2 0 0 1,170.6842
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% IVYGHLDDPASQEIER 69 84 68.0 26.7 57.9 2 2 0 1,841.9030
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% LTGSLSGWSSPK 234 245 61.0 27.9 49.1 2 0 0 1,219.6318
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% EDIANLADEFK 313 323 52.0 26.6 48.6 2 0 0 1,264.6057
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% VAEKEGWPLDIR 367 378 26.6 27.1 19.3 0 2 0 1,412.7534
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% EGWPLDIR 371 378 39.1 25.5 30.9 1 0 0 985.5103
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% VGLIGSCTNSSYEDMGR 379 395 87.4 25.0 87.4 2 0 0 1,861.8056
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% SQFTITPGSEQIR 412 424 60.1 28.2 50.3 2 0 0 1,463.7490
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% DGYAQILR 430 437 42.5 28.3 26.8 2 0 0 935.4946
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% NTIVTSYNR 466 474 34.0 26.8 24.5 2 0 0 1,067.5479
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% FNPETDYLTGTDGK 507 520 55.2 25.0 48.5 2 0 0 1,557.7070
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% FNPETDYLTGTDGKK 507 521 49.2 25.6 36.3 2 0 0 1,685.8020
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% FRLEAPDADELPK 522 534 50.9 28.0 31.1 2 0 0 1,500.7695
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% GEFDPGQDTYQHPPK 535 549 14.5 25.0 6.3 0 1 0 1,715.7663
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% DLEDLQILIK 578 587 68.9 27.4 45.1 2 0 0 1,199.6885
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% CTTDHISAAGPWLK 592 605 59.2 27.0 54.5 2 0 0 1,556.7528
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% NAVTQEFGPVPDTAR 634 648 64.5 27.1 59.9 2 0 0 1,601.7919
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% WVVIGDENYGEGSSR 657 671 74.8 25.0 74.8 1 0 0 1,667.7660
A_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 19 20 36 27.90% IHPVDKLTIQGLK 718 730 16.1 25.0 9.4 0 1 0 1,461.8791
A_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 4 4 7 6.15% EGWPLDIR 371 378 32.5 25.4 20.1 2 0 0 985.5103
A_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 4 4 7 6.15% VGLIGSCTNSSYEDMGR 379 395 57.1 25.0 57.1 2 0 0 1,861.8056
A_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 4 4 7 6.15% FNPETDYLTGTDGK 507 520 53.5 25.0 46.5 2 0 0 1,557.7070
A_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 4 4 7 6.15% LQLLEPFDK 565 573 25.5 28.5 10.5 1 0 0 1,102.6145
B_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 12 13 23 18.10% LNRPLTLSEK 59 68 25.3 26.1 16.9 2 0 0 1,170.6842
B_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 12 13 23 18.10% IVYGHLDDPASQEIER 69 84 35.5 26.8 26.9 1 0 0 1,841.9030
B_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 12 13 23 18.10% LTGSLSGWSSPK 234 245 59.3 28.3 47.8 2 0 0 1,219.6318
B_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 12 13 23 18.10% EGWPLDIR 371 378 44.9 25.5 36.4 2 0 0 985.5103
B_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 12 13 23 18.10% VGLIGSCTNSSYEDMGR 379 395 79.8 25.0 79.8 2 0 0 1,861.8056
B_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 12 13 23 18.10% DGYAQILR 430 437 52.9 28.3 34.0 2 0 0 935.4946
B_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 12 13 23 18.10% FNPETDYLTGTDGK 507 520 48.3 25.0 42.5 2 0 0 1,557.7070
B_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 12 13 23 18.10% FNPETDYLTGTDGKK 507 521 21.1 25.9 12.6 1 0 0 1,685.8020
B_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 12 13 23 18.10% GEFDPGQDTYQHPPK 535 549 21.2 25.0 17.7 1 2 0 1,715.7663
B_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 12 13 23 18.10% DLEDLQILIK 578 587 73.1 27.0 55.0 2 0 0 1,199.6885
B_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 12 13 23 18.10% NAVTQEFGPVPDTAR 634 648 72.5 27.1 64.1 2 0 0 1,601.7919
B_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 12 13 23 18.10% WVVIGDENYGEGSSR 657 671 87.0 25.0 85.5 2 0 0 1,667.7660
B_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 10 10 16 14.90% IVYGHLDDPASQEIER 69 84 51.2 26.8 39.3 2 0 0 1,841.9030
B_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 10 10 16 14.90% LTGSLSGWSSPK 234 245 62.8 28.3 51.0 2 0 0 1,219.6318
B_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 10 10 16 14.90% VAEKEGWPLDIR 367 378 28.1 26.6 19.9 1 0 0 1,412.7534
B_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 10 10 16 14.90% EGWPLDIR 371 378 37.1 25.5 21.0 2 0 0 985.5103
B_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 10 10 16 14.90% VGLIGSCTNSSYEDMGR 379 395 61.0 25.0 61.0 2 0 0 1,861.8056
B_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 10 10 16 14.90% FNPETDYLTGTDGK 507 520 59.2 25.0 50.6 2 0 0 1,557.7070
B_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 10 10 16 14.90% FNPETDYLTGTDGKK 507 521 32.0 25.9 26.2 2 0 0 1,685.8020
B_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 10 10 16 14.90% GEFDPGQDTYQHPPK 535 549 13.2 25.0 10.2 0 1 0 1,715.7663
B_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 10 10 16 14.90% CTTDHISAAGPWLK 592 605 21.7 26.9 21.7 0 1 0 1,556.7528
B_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 10 10 16 14.90% NAVTQEFGPVPDTAR 634 648 53.8 26.7 53.8 1 0 0 1,601.7919
C_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 11 14 24 15.30% LNRPLTLSEK 59 68 41.7 25.7 34.0 2 0 0 1,170.6842
C_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 11 14 24 15.30% IVYGHLDDPASQEIER 69 84 53.3 26.6 47.5 2 2 0 1,841.9030
C_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 11 14 24 15.30% LTGSLSGWSSPK 234 245 32.6 27.9 24.8 1 0 0 1,219.6318
C_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 11 14 24 15.30% VAEKEGWPLDIR 367 378 36.1 26.9 28.6 2 2 0 1,412.7534
C_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 11 14 24 15.30% EGWPLDIR 371 378 26.9 26.2 20.1 1 0 0 985.5103
C_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 11 14 24 15.30% VGLIGSCTNSSYEDMGR 379 395 69.6 25.0 69.6 2 0 0 1,861.8056
C_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 11 14 24 15.30% DGYAQILR 430 437 38.3 28.5 25.7 1 0 0 935.4946
C_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 11 14 24 15.30% FNPETDYLTGTDGK 507 520 50.8 25.0 43.1 2 0 0 1,557.7070
C_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 11 14 24 15.30% FNPETDYLTGTDGKK 507 521 46.2 25.7 37.9 2 0 0 1,685.8020
C_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 11 14 24 15.30% CTTDHISAAGPWLK 592 605 31.1 26.9 29.0 1 2 0 1,556.7528
C_19 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 11 14 24 15.30% NAVTQEFGPVPDTAR 634 648 73.6 26.8 69.9 2 0 0 1,601.7919
C_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 8 15 9.87% LTGSLSGWSSPK 234 245 44.5 27.8 33.5 2 0 0 1,219.6318
C_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 8 15 9.87% VAEKEGWPLDIR 367 378 33.9 26.6 27.3 2 2 0 1,412.7534
C_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 8 15 9.87% EGWPLDIR 371 378 23.0 25.4 13.5 1 0 0 985.5103
C_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 8 15 9.87% VGLIGSCTNSSYEDMGR 379 395 65.8 25.0 65.8 2 0 0 1,861.8056
C_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 8 15 9.87% DGYAQILR 430 437 38.3 28.5 21.3 2 0 0 935.4946
C_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 8 15 9.87% FNPETDYLTGTDGK 507 520 42.4 25.0 31.7 2 0 0 1,557.7070
C_20 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 8 15 9.87% CTTDHISAAGPWLK 592 605 36.4 26.8 35.5 0 2 0 1,556.7528
D_26 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 6 6 11 7.95% IVYGHLDDPASQEIER 69 84 35.9 26.4 24.4 0 2 0 1,841.9030
D_26 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 6 6 11 7.95% LTGSLSGWSSPK 234 245 53.2 28.2 45.4 2 0 0 1,219.6318
D_26 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 6 6 11 7.95% SQFTITPGSEQIR 412 424 37.2 28.3 33.5 2 0 0 1,463.7490
D_26 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 6 6 11 7.95% DGYAQILR 430 437 38.7 28.5 25.7 2 0 0 935.4946
D_26 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 6 6 11 7.95% FRLEAPDADELPK 522 534 34.8 28.3 30.1 0 1 0 1,500.7695
D_26 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 6 6 11 7.95% LEAPDADELPK 524 534 22.0 26.5 13.3 2 0 0 1,197.6000
E_26 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 2 2 3 3.08% IVYGHLDDPASQEIER 69 84 27.7 26.5 22.5 0 1 0 1,841.9030
E_26 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 2 2 3 3.08% DGYAQILR 430 437 42.0 28.5 26.1 2 0 0 935.4946
H_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 7 13 10.80% IVYGHLDDPASQEIER 69 84 40.9 26.9 37.3 0 2 0 1,841.9030
H_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 7 13 10.80% LTGSLSGWSSPK 234 245 45.1 28.3 36.4 2 0 0 1,219.6318
H_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 7 13 10.80% EGWPLDIR 371 378 25.0 26.0 14.8 2 0 0 985.5103
H_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 7 13 10.80% DGYAQILR 430 437 50.5 28.2 32.6 2 0 0 935.4946
H_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 7 13 10.80% FNPETDYLTGTDGK 507 520 52.0 25.0 41.2 2 0 0 1,557.7070
H_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 7 13 10.80% LEAPDADELPK 524 534 27.1 26.5 17.5 1 0 0 1,197.6000
H_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 7 7 13 10.80% NAVTQEFGPVPDTAR 634 648 81.8 26.7 76.9 2 0 0 1,601.7919
I_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 4 4 8 6.54% IVYGHLDDPASQEIER 69 84 40.7 26.9 34.3 0 2 0 1,841.9030
I_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 4 4 8 6.54% LTGSLSGWSSPK 234 245 29.8 28.3 25.6 2 0 0 1,219.6318
I_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 4 4 8 6.54% EGWPLDIR 371 378 28.8 25.4 16.8 2 0 0 985.5103
I_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 4 4 8 6.54% NAVTQEFGPVPDTAR 634 648 57.6 26.8 55.3 2 0 0 1,601.7919
J_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 2 2 2 2.95% EGWPLDIR 371 378 19.7 25.7 11.4 1 0 0 985.5103
J_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 2 2 2 2.95% NAVTQEFGPVPDTAR 634 648 21.0 27.4 19.9 1 0 0 1,601.7919
K_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 5 6 10 7.56% IVYGHLDDPASQEIER 69 84 44.6 26.8 29.8 1 2 0 1,841.9030
K_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 5 6 10 7.56% LTGSLSGWSSPK 234 245 42.3 27.9 35.7 1 0 0 1,219.6318
K_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 5 6 10 7.56% EGWPLDIR 371 378 22.1 26.0 6.1 2 0 0 985.5103
K_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 5 6 10 7.56% DGYAQILR 430 437 37.7 28.3 17.6 2 0 0 935.4946
K_16 Aconitate hydratase, mitochondrial ACON_HUMAN 85,428 5 6 10 7.56% NAVTQEFGPVPDTAR 634 648 52.8 27.1 45.6 2 0 0 1,601.7919



A_13 Acyl‐coenzyme A thioesterase 1 ACOT1_HUMAN 46,278 2 2 4 5.23% ADTLGELDLER 54 64 34.5 27.0 22.0 2 0 0 1,231.6167
A_13 Acyl‐coenzyme A thioesterase 1 ACOT1_HUMAN 46,278 2 2 4 5.23% GPGVGLLGISK 223 233 37.4 25.0 25.0 2 0 0 997.6043
B_19 Acylamino‐acid‐releasing enzyme ACPH_HUMAN 81,224 2 2 4 3.28% SALYYVDLIGGK 280 291 40.7 27.1 39.5 2 0 0 1,298.6992
B_19 Acylamino‐acid‐releasing enzyme ACPH_HUMAN 81,224 2 2 4 3.28% TPLLLMLGQEDR 665 676 54.9 28.2 46.4 2 0 0 1,401.7410
A_01 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 32.80% AVFPSIVGRPR 29 39 21.5 25.7 20.6 1 0 0 1,198.7055
A_01 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 32.80% HQGVMVGMGQKDSYVGDEAQSKR 40 62 47.0 25.6 45.5 0 1 0 2,539.1667
A_01 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 32.80% IWHHTFYNELR 85 95 24.4 27.2 19.4 0 1 0 1,515.7491
A_01 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 32.80% VAPEEHPVLLTEAPLNPK 96 113 40.0 25.9 12.9 2 1 0 1,954.0646
A_01 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 32.80% LCYVALDFEQEMATAASSSSLEK 216 238 62.3 25.0 51.9 0 2 0 2,566.1688
A_01 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 32.80% SYELPDGQVITIGNER 239 254 70.8 28.2 67.8 2 2 0 1,790.8921
A_01 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 32.80% DLYANTVLSGGTTMYPGIADR 292 312 48.2 26.4 41.1 0 2 0 2,231.0652
A_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 28.00% AVFPSIVGRPR 29 39 25.7 26.1 19.0 2 0 0 1,198.7055
A_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 28.00% HQGVMVGMGQKDSYVGDEAQSK 40 61 26.2 25.0 23.3 0 1 0 2,383.0656
A_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 28.00% HQGVMVGMGQKDSYVGDEAQSKR 40 62 34.6 25.5 27.6 0 2 0 2,539.1667
A_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 28.00% LCYVALDFEQEMATAASSSSLEK 216 238 66.0 25.0 55.6 0 2 0 2,566.1688
A_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 28.00% SYELPDGQVITIGNER 239 254 50.2 28.2 45.4 2 1 0 1,790.8921
A_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 28.00% DLYANTVLSGGTTMYPGIADR 292 312 44.8 26.3 40.5 1 0 0 2,231.0652
A_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 28.00% EITALAPSTMK 316 326 40.7 28.4 30.8 2 0 0 1,177.6135
A_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 15 32.80% AVFPSIVGRPR 29 39 55.1 25.0 42.9 2 0 0 1,198.7055
A_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 15 32.80% HQGVMVGMGQKDSYVGDEAQSKR 40 62 30.2 25.1 28.9 0 0 2 2,539.1667
A_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 15 32.80% VAPEEHPVLLTEAPLNPK 96 113 38.2 25.9 2.5 0 2 0 1,954.0646
A_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 15 32.80% LCYVALDFEQEMATAASSSSLEK 216 238 39.2 25.0 30.4 0 2 0 2,566.1688
A_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 15 32.80% SYELPDGQVITIGNER 239 254 59.0 28.2 49.1 2 2 0 1,790.8921
A_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 15 32.80% DLYANTVLSGGTTMYPGIADR 292 312 29.9 26.4 27.6 0 1 0 2,231.0652
A_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 15 32.80% EITALAPSTMK 316 326 32.0 28.1 26.1 2 0 0 1,177.6135
A_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 22.90% AVFPSIVGRPR 29 39 34.9 26.0 33.3 2 0 0 1,198.7055
A_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 22.90% HQGVMVGMGQKDSYVGDEAQSKR 40 62 36.1 25.4 34.3 0 0 1 2,539.1667
A_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 22.90% LCYVALDFEQEMATAASSSSLEK 216 238 49.1 25.0 49.1 0 2 0 2,566.1688
A_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 22.90% SYELPDGQVITIGNER 239 254 59.0 28.2 51.4 2 0 0 1,790.8921
A_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 22.90% QEYDESGPSIVHR 360 372 23.2 25.5 11.7 0 2 0 1,516.7027
A_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 15.20% VAPEEHPVLLTEAPLNPK 96 113 36.9 25.9 7.1 0 2 0 1,954.0646
A_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 15.20% LCYVALDFEQEMATAASSSSLEK 216 238 57.0 25.0 49.0 0 1 0 2,566.1688
A_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 15.20% SYELPDGQVITIGNER 239 254 63.1 28.2 51.0 2 0 0 1,790.8921
A_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 16.00% AVFPSIVGRPR 29 39 28.8 26.0 28.8 2 0 0 1,198.7055
A_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 16.00% HQGVMVGMGQKDSYVGDEAQSKR 40 62 42.7 25.3 41.6 0 2 1 2,539.1667
A_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 16.00% GYSFTTTAER 197 206 47.0 25.0 39.7 2 0 0 1,132.5269
A_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 16.00% SYELPDGQVITIGNER 239 254 65.1 28.2 53.6 2 0 0 1,790.8921
A_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 13.90% HQGVMVGMGQKDSYVGDEAQSKR 40 62 39.2 25.1 39.2 0 0 1 2,539.1667
A_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 13.90% SYELPDGQVITIGNER 239 254 50.5 28.1 41.0 2 0 0 1,790.8921
A_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 13.90% QEYDESGPSIVHR 360 372 28.7 25.5 28.7 0 1 0 1,516.7027
A_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.33% AVFPSIVGRPR 29 39 32.0 26.1 26.0 2 0 0 1,198.7055
A_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.33% DLTDYLMK 184 191 29.7 25.0 16.7 2 0 0 1,014.4815
A_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.33% SYELPDGQVITIGNER 239 254 55.6 28.2 46.6 2 0 0 1,790.8921
A_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 16.80% AVFPSIVGRPR 29 39 34.9 25.0 30.9 2 0 0 1,198.7055
A_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 16.80% VAPEEHPVLLTEAPLNPK 96 113 35.9 25.9 6.2 0 1 0 1,954.0646
A_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 16.80% DLTDYLMK 184 191 30.3 25.0 22.0 2 0 0 1,014.4815
A_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 16.80% GYSFTTTAER 197 206 46.3 25.0 39.1 2 0 0 1,132.5269
A_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 16.80% SYELPDGQVITIGNER 239 254 71.9 28.2 61.8 2 0 0 1,790.8921
A_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 21.60% HQGVMVGMGQKDSYVGDEAQSKR 40 62 42.4 25.1 42.4 0 0 1 2,539.1667
A_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 21.60% DLTDYLMK 184 191 28.6 25.0 19.5 1 0 0 1,014.4815
A_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 21.60% GYSFTTTAER 197 206 35.7 25.0 34.6 2 0 0 1,132.5269
A_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 21.60% SYELPDGQVITIGNER 239 254 44.7 28.1 39.9 1 0 0 1,790.8921
A_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 21.60% EITALAPSTMK 316 326 32.0 28.7 25.1 2 0 0 1,177.6135
A_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 21.60% QEYDESGPSIVHR 360 372 47.4 25.5 44.7 0 2 0 1,516.7027
A_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 9 13 20.30% HQGVMVGMGQKDSYVGDEAQSKR 40 62 28.9 25.1 26.2 0 0 1 2,539.1667
A_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 9 13 20.30% IWHHTFYNELR 85 95 32.4 26.8 30.4 0 2 0 1,515.7491
A_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 9 13 20.30% DLTDYLMK 184 191 26.0 25.0 17.4 2 0 0 1,014.4815
A_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 9 13 20.30% GYSFTTTAER 197 206 40.6 25.0 33.8 2 0 0 1,132.5269
A_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 9 13 20.30% EITALAPSTMK 316 326 42.2 28.7 39.2 4 0 0 1,161.6185
A_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 9 13 20.30% QEYDESGPSIVHR 360 372 26.7 25.5 21.0 1 1 0 1,516.7027
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% DDDIAALVVDNGSGMCK 2 18 67.6 25.0 67.6 2 0 0 1,795.7840
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% AGFAGDDAPR 19 28 30.7 25.0 27.4 2 0 0 976.4484
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% AVFPSIVGRPR 29 39 49.8 25.0 44.5 4 0 0 1,198.7055
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% HQGVMVGMGQKDSYVGDEAQSK 40 61 24.9 25.0 24.9 0 1 0 2,383.0656
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% DSYVGDEAQSK 51 61 24.7 25.0 23.2 2 0 0 1,198.5223
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% IWHHTFYNELR 85 95 52.5 27.2 48.3 4 8 0 1,515.7491
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% VAPEEHPVLLTEAPLNPK 96 113 48.2 25.6 30.4 2 0 0 1,954.0646
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% DLTDYLMK 184 191 34.5 25.3 20.2 3 0 0 998.4865
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% GYSFTTTAER 197 206 63.7 25.0 53.8 7 0 0 1,132.5269
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% SYELPDGQVITIGNER 239 254 74.4 28.1 65.0 2 0 0 1,790.8921
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% EITALAPSTMK 316 326 43.1 28.4 31.8 6 0 0 1,161.6185
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% IKIIAPPERK 327 336 19.1 25.0 19.1 1 0 0 1,164.7465
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% QEYDESGPSIVHR 360 372 57.9 25.5 46.1 3 3 0 1,516.7027
A_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 14 19 53 42.10% QEYDESGPSIVHRK 360 373 31.4 27.1 13.0 1 2 0 1,644.7977
A_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 10 18 20.50% IWHHTFYNELR 85 95 47.7 26.8 39.6 2 2 0 1,515.7491
A_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 10 18 20.50% VAPEEHPVLLTEAPLNPK 96 113 77.2 25.6 52.7 2 2 0 1,954.0646
A_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 10 18 20.50% DLTDYLMK 184 191 24.4 25.7 16.4 1 0 0 998.4865
A_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 10 18 20.50% GYSFTTTAER 197 206 30.9 25.0 17.9 2 0 0 1,132.5269
A_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 10 18 20.50% SYELPDGQVITIGNER 239 254 70.4 28.2 59.4 2 0 0 1,790.8921
A_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 10 18 20.50% QEYDESGPSIVHR 360 372 56.9 25.5 53.8 2 2 0 1,516.7027
A_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 10 18 20.50% QEYDESGPSIVHRK 360 373 17.8 27.0 10.9 0 1 0 1,644.7977
A_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.07% DLTDYLMK 184 191 23.9 25.0 17.5 1 0 0 1,014.4815
A_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.07% GYSFTTTAER 197 206 38.0 25.0 31.0 2 0 0 1,132.5269
A_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.07% SYELPDGQVITIGNER 239 254 58.5 28.2 51.3 2 0 0 1,790.8921
A_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 15.50% VAPEEHPVLLTEAPLNPK 96 113 31.5 25.9 10.3 0 1 0 1,954.0646
A_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 15.50% SYELPDGQVITIGNER 239 254 35.1 28.3 23.9 1 0 0 1,790.8921
A_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 15.50% EITALAPSTMK 316 326 22.8 28.1 19.8 1 0 0 1,177.6135
A_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 15.50% QEYDESGPSIVHR 360 372 52.2 25.5 50.1 0 2 0 1,516.7027
A_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% GYSFTTTAER 197 206 23.4 25.0 15.6 1 0 0 1,132.5269
A_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% EITALAPSTMK 316 326 40.2 28.4 32.1 2 0 0 1,177.6135
A_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% QEYDESGPSIVHR 360 372 29.6 25.5 27.3 0 1 0 1,516.7027
A_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.93% GYSFTTTAER 197 206 48.3 25.0 39.2 2 0 0 1,132.5269
A_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.93% SYELPDGQVITIGNER 239 254 44.1 28.2 36.9 2 0 0 1,790.8921
A_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 24.00% AVFPSIVGRPR 29 39 42.3 26.0 36.8 2 0 0 1,198.7055
A_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 24.00% IWHHTFYNELR 85 95 33.5 26.8 30.5 0 2 0 1,515.7491
A_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 24.00% VAPEEHPVLLTEAPLNPK 96 113 24.4 25.7 0.9 0 1 0 1,954.0646
A_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 24.00% GYSFTTTAER 197 206 40.6 25.0 29.3 2 0 0 1,132.5269
A_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 24.00% SYELPDGQVITIGNER 239 254 34.2 28.2 34.2 1 0 0 1,790.8921
A_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 24.00% EITALAPSTMK 316 326 34.8 28.6 28.3 2 0 0 1,177.6135
A_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 24.00% QEYDESGPSIVHR 360 372 43.7 25.6 38.8 1 2 0 1,516.7027
A_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.80% AVFPSIVGRPR 29 39 47.0 26.1 47.0 2 0 0 1,198.7055
A_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.80% VAPEEHPVLLTEAPLNPK 96 113 18.0 25.9 0.0 0 1 0 1,954.0646
A_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.80% GYSFTTTAER 197 206 44.7 25.0 37.7 2 0 0 1,132.5269
A_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.80% EITALAPSTMK 316 326 38.5 28.6 31.9 2 0 0 1,177.6135
A_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.80% QEYDESGPSIVHR 360 372 43.7 25.5 35.3 2 2 0 1,516.7027
A_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 27.20% HQGVMVGMGQKDSYVGDEAQSKR 40 62 23.4 25.1 22.5 0 0 1 2,539.1667
A_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 27.20% IWHHTFYNELR 85 95 57.3 26.9 48.8 0 2 0 1,515.7491
A_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 27.20% VAPEEHPVLLTEAPLNPK 96 113 42.9 26.1 33.3 1 0 0 1,954.0646
A_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 27.20% GYSFTTTAER 197 206 30.2 25.0 15.4 2 0 0 1,132.5269
A_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 27.20% SYELPDGQVITIGNER 239 254 56.6 28.2 52.0 2 0 0 1,790.8921
A_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 27.20% EITALAPSTMK 316 326 38.2 28.4 29.0 4 0 0 1,161.6185
A_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 27.20% QEYDESGPSIVHR 360 372 27.9 25.5 23.8 1 0 0 1,516.7027



A_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.00% AVFPSIVGRPR 29 39 26.5 26.1 19.8 1 0 0 1,198.7055
A_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.00% GYSFTTTAER 197 206 39.7 25.0 32.9 2 0 0 1,132.5269
A_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.00% EITALAPSTMK 316 326 30.9 28.4 21.1 1 0 0 1,177.6135
A_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.00% QEYDESGPSIVHR 360 372 25.8 25.7 22.8 2 0 0 1,516.7027
A_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 4 7 6.40% EITALAPSTMK 316 326 31.9 28.4 26.0 3 0 0 1,177.6135
A_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 4 7 6.40% QEYDESGPSIVHR 360 372 40.9 25.5 32.5 2 2 0 1,516.7027
A_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.90% VAPEEHPVLLTEAPLNPK 96 113 23.5 25.6 0.7 0 2 0 1,954.0646
A_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.90% GYSFTTTAER 197 206 31.4 25.0 25.0 1 0 0 1,132.5269
A_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.90% EITALAPSTMK 316 326 32.3 28.4 25.8 2 0 0 1,177.6135
A_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.90% QEYDESGPSIVHR 360 372 36.4 25.5 33.4 0 2 0 1,516.7027
A_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 7 13.90% VAPEEHPVLLTEAPLNPK 96 113 19.9 25.5 0.6 0 1 0 1,954.0646
A_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 7 13.90% GYSFTTTAER 197 206 35.6 25.0 27.8 2 0 0 1,132.5269
A_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 7 13.90% EITALAPSTMK 316 326 33.6 28.1 20.5 3 0 0 1,177.6135
A_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 7 13.90% QEYDESGPSIVHR 360 372 43.8 25.9 39.8 0 1 0 1,516.7027
A_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 15.50% AVFPSIVGRPR 29 39 26.8 26.1 20.3 2 0 0 1,198.7055
A_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 15.50% HQGVMVGMGQKDSYVGDEAQSKR 40 62 33.4 25.1 28.3 0 0 1 2,539.1667
A_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 15.50% EITALAPSTMK 316 326 29.7 28.2 15.4 2 0 0 1,177.6135
A_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 15.50% QEYDESGPSIVHR 360 372 20.4 25.9 18.6 1 0 0 1,516.7027
A_27 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% EITALAPSTMK 316 326 38.7 29.1 29.2 1 0 0 1,177.6135
A_27 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% QEYDESGPSIVHR 360 372 27.5 25.5 22.4 0 2 0 1,516.7027
A_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.53% AVFPSIVGRPR 29 39 35.2 26.0 24.6 1 0 0 1,198.7055
A_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.53% GYSFTTTAER 197 206 34.8 25.0 28.5 2 0 0 1,132.5269
A_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.53% EITALAPSTMK 316 326 30.0 28.0 24.0 2 0 0 1,177.6135
A_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 4 13.30% AVFPSIVGRPR 29 39 23.8 26.1 19.3 1 0 0 1,198.7055
A_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 4 13.30% VAPEEHPVLLTEAPLNPK 96 113 21.1 25.9 0.5 0 1 0 1,954.0646
A_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 4 13.30% GYSFTTTAER 197 206 22.4 25.0 15.9 1 0 0 1,132.5269
A_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 4 13.30% EITALAPSTMK 316 326 42.2 28.0 36.9 1 0 0 1,177.6135
A_31 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% EITALAPSTMK 316 326 50.2 28.6 45.8 2 0 0 1,177.6135
A_31 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% QEYDESGPSIVHR 360 372 20.9 25.5 20.7 0 1 0 1,516.7027
A_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 13.90% VAPEEHPVLLTEAPLNPK 96 113 23.1 25.7 3.8 0 1 0 1,954.0646
A_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 13.90% GYSFTTTAER 197 206 29.4 25.0 11.3 1 0 0 1,132.5269
A_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 13.90% EITALAPSTMK 316 326 24.7 28.4 21.0 1 0 0 1,177.6135
A_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 13.90% QEYDESGPSIVHR 360 372 42.9 25.6 41.1 0 2 0 1,516.7027
B_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.87% AVFPSIVGRPR 29 39 41.9 26.0 36.8 2 0 0 1,198.7055
B_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.87% EITALAPSTMK 316 326 27.6 28.6 23.7 1 0 0 1,177.6135
B_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% EITALAPSTMK 316 326 31.2 28.0 25.5 1 0 0 1,177.6135
B_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% QEYDESGPSIVHR 360 372 30.4 25.9 30.0 0 2 0 1,516.7027
B_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.53% AVFPSIVGRPR 29 39 33.8 26.1 31.2 2 0 0 1,198.7055
B_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.53% GYSFTTTAER 197 206 28.9 25.0 24.1 1 0 0 1,132.5269
B_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.53% EITALAPSTMK 316 326 44.4 28.1 38.0 2 0 0 1,177.6135
B_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.07% GYSFTTTAER 197 206 56.6 25.0 51.6 2 0 0 1,132.5269
B_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.07% EITALAPSTMK 316 326 27.3 28.7 22.3 1 0 0 1,177.6135
B_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.07% QEYDESGPSIVHR 360 372 22.5 25.5 20.2 0 2 0 1,516.7027
B_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 23.20% AVFPSIVGRPR 29 39 28.0 26.1 27.3 1 0 0 1,198.7055
B_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 23.20% VAPEEHPVLLTEAPLNPK 96 113 31.4 25.5 11.1 0 2 0 1,954.0646
B_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 23.20% DLTDYLMK 184 191 27.9 25.0 17.8 2 0 0 1,014.4815
B_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 23.20% GYSFTTTAER 197 206 49.4 25.0 36.9 2 0 0 1,132.5269
B_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 23.20% SYELPDGQVITIGNER 239 254 62.7 28.2 55.5 2 0 0 1,790.8921
B_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 23.20% EITALAPSTMK 316 326 33.2 29.2 19.6 3 0 0 1,161.6185
B_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 13 23.20% QEYDESGPSIVHR 360 372 27.5 25.9 24.7 0 1 0 1,516.7027
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% DDDIAALVVDNGSGMCK 2 18 43.0 25.0 43.0 2 0 0 1,795.7840
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% AGFAGDDAPR 19 28 66.7 25.3 54.2 2 0 0 976.4484
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% AVFPSIVGRPR 29 39 39.8 26.1 32.3 4 0 0 1,198.7055
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% HQGVMVGMGQKDSYVGDEAQSK 40 61 24.3 25.0 18.0 0 1 0 2,383.0656
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% IWHHTFYNELR 85 95 48.2 27.2 40.5 5 12 0 1,515.7491
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% VAPEEHPVLLTEAPLNPK 96 113 79.3 25.6 53.6 2 2 0 1,954.0646
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% LDLAGRDLTDYLMK 178 191 28.2 28.0 24.4 0 1 0 1,639.8364
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% DLTDYLMK 184 191 41.6 26.3 29.2 4 0 0 998.4865
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% GYSFTTTAER 197 206 52.5 25.1 38.8 6 0 0 1,132.5269
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% SYELPDGQVITIGNER 239 254 72.1 28.3 64.2 2 0 0 1,790.8921
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% EITALAPSTMK 316 326 44.9 28.6 37.4 10 0 0 1,177.6135
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% EITALAPSTMKIK 316 328 23.6 26.1 19.1 1 0 0 1,418.7926
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% IKIIAPPERK 327 336 26.0 25.0 26.0 2 0 0 1,164.7465
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% QEYDESGPSIVHR 360 372 62.8 25.7 50.7 4 4 0 1,516.7027
B_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 15 20 66 43.70% QEYDESGPSIVHRK 360 373 28.3 26.9 23.9 0 2 0 1,644.7977
B_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 23 22.90% AGFAGDDAPR 19 28 31.0 25.3 13.8 1 0 0 976.4484
B_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 23 22.90% IWHHTFYNELR 85 95 33.9 27.1 23.9 2 3 0 1,515.7491
B_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 23 22.90% VAPEEHPVLLTEAPLNPK 96 113 61.2 25.6 36.9 2 2 0 1,954.0646
B_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 23 22.90% DLTDYLMK 184 191 35.4 25.4 26.8 4 0 0 998.4865
B_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 23 22.90% GYSFTTTAER 197 206 54.8 25.0 42.0 3 0 0 1,132.5269
B_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 23 22.90% SYELPDGQVITIGNER 239 254 86.7 28.2 76.3 2 0 0 1,790.8921
B_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 23 22.90% QEYDESGPSIVHR 360 372 52.3 25.9 47.9 2 2 0 1,516.7027
B_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 10 14.10% AVFPSIVGRPR 29 39 27.2 26.0 27.2 1 0 0 1,198.7055
B_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 10 14.10% DLTDYLMK 184 191 23.7 25.0 15.0 2 0 0 1,014.4815
B_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 10 14.10% GYSFTTTAER 197 206 39.7 25.0 31.9 2 0 0 1,132.5269
B_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 10 14.10% EITALAPSTMK 316 326 25.5 28.0 24.1 1 0 0 1,177.6135
B_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 10 14.10% QEYDESGPSIVHR 360 372 30.2 25.5 27.7 2 2 0 1,516.7027
B_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 4 6.40% EITALAPSTMK 316 326 26.0 28.6 21.4 1 0 0 1,177.6135
B_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 4 6.40% QEYDESGPSIVHR 360 372 27.1 25.9 16.5 1 2 0 1,516.7027
B_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 7 9.07% GYSFTTTAER 197 206 47.1 25.1 35.4 2 0 0 1,132.5269
B_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 7 9.07% EITALAPSTMK 316 326 34.2 28.8 28.2 2 0 0 1,177.6135
B_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 7 9.07% QEYDESGPSIVHR 360 372 41.3 25.7 38.3 1 2 0 1,516.7027
B_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.33% AVFPSIVGRPR 29 39 20.9 26.1 18.6 1 0 0 1,198.7055
B_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.33% EITALAPSTMK 316 326 32.3 28.0 32.0 2 0 0 1,177.6135
B_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.33% QEYDESGPSIVHR 360 372 26.8 25.9 24.0 0 2 0 1,516.7027
B_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 13.90% VAPEEHPVLLTEAPLNPK 96 113 34.1 25.6 13.5 0 2 0 1,954.0646
B_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 13.90% GYSFTTTAER 197 206 46.5 25.1 39.9 2 0 0 1,132.5269
B_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 13.90% EITALAPSTMK 316 326 28.5 28.8 26.9 1 0 0 1,177.6135
B_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 13.90% QEYDESGPSIVHR 360 372 37.2 25.6 34.0 0 1 0 1,516.7027
B_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 10 21.10% AVFPSIVGRPR 29 39 39.2 26.1 39.2 1 0 0 1,198.7055
B_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 10 21.10% VAPEEHPVLLTEAPLNPK 96 113 31.7 25.5 0.6 0 2 0 1,954.0646
B_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 10 21.10% GYSFTTTAER 197 206 47.2 25.1 32.2 2 0 0 1,132.5269
B_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 10 21.10% SYELPDGQVITIGNER 239 254 63.3 28.2 49.5 1 0 0 1,790.8921
B_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 10 21.10% EITALAPSTMK 316 326 34.9 28.7 27.2 2 0 0 1,177.6135
B_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 10 21.10% QEYDESGPSIVHR 360 372 39.2 25.9 32.0 2 0 0 1,516.7027
B_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.80% AVFPSIVGRPR 29 39 36.3 26.1 30.8 2 0 0 1,198.7055
B_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.80% VAPEEHPVLLTEAPLNPK 96 113 27.5 25.6 3.8 0 1 0 1,954.0646
B_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.80% GYSFTTTAER 197 206 29.6 25.0 25.1 2 0 0 1,132.5269
B_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.80% EITALAPSTMK 316 326 42.1 28.7 37.5 2 0 0 1,177.6135
B_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.80% QEYDESGPSIVHR 360 372 32.0 25.7 28.1 2 2 0 1,516.7027
B_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 14 21.10% IWHHTFYNELR 85 95 33.4 27.1 28.1 0 2 0 1,515.7491
B_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 14 21.10% VAPEEHPVLLTEAPLNPK 96 113 27.3 25.7 6.6 0 2 0 1,954.0646
B_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 14 21.10% GYSFTTTAER 197 206 25.4 25.0 19.9 2 0 0 1,132.5269
B_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 14 21.10% SYELPDGQVITIGNER 239 254 51.3 28.2 43.3 2 0 0 1,790.8921
B_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 14 21.10% EITALAPSTMK 316 326 39.0 28.8 30.3 4 0 0 1,177.6135
B_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 14 21.10% QEYDESGPSIVHR 360 372 38.0 25.6 32.6 2 0 0 1,516.7027
B_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.33% IWHHTFYNELR 85 95 33.8 27.2 28.9 0 2 0 1,515.7491
B_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.33% EITALAPSTMK 316 326 44.1 28.7 38.1 2 0 0 1,177.6135
B_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.33% QEYDESGPSIVHR 360 372 22.9 25.6 15.8 2 0 0 1,516.7027
B_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 6 10.40% VAPEEHPVLLTEAPLNPK 96 113 28.4 25.6 3.9 0 1 0 1,954.0646
B_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 6 10.40% DLTDYLMK 184 191 22.4 25.0 13.9 1 0 0 1,014.4815
B_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 6 10.40% QEYDESGPSIVHR 360 372 28.4 25.6 28.4 2 2 0 1,516.7027



B_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 13.90% VAPEEHPVLLTEAPLNPK 96 113 15.9 25.6 2.5 0 1 0 1,954.0646
B_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 13.90% GYSFTTTAER 197 206 37.6 25.1 30.2 2 0 0 1,132.5269
B_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 13.90% EITALAPSTMK 316 326 40.7 28.6 32.5 2 0 0 1,177.6135
B_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 13.90% QEYDESGPSIVHR 360 372 22.5 25.9 19.8 2 2 0 1,516.7027
B_27 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.40% EITALAPSTMK 316 326 35.2 28.7 28.4 2 0 0 1,177.6135
B_27 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.40% QEYDESGPSIVHR 360 372 36.3 25.6 35.3 0 2 0 1,516.7027
B_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% GYSFTTTAER 197 206 40.4 25.1 33.7 2 0 0 1,132.5269
B_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% EITALAPSTMK 316 326 34.0 28.6 31.9 2 0 0 1,177.6135
B_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.70% AVFPSIVGRPR 29 39 23.5 25.7 23.5 1 0 0 1,198.7055
B_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.70% VAPEEHPVLLTEAPLNPK 96 113 16.9 25.3 1.2 0 1 0 1,954.0646
B_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.70% EITALAPSTMK 316 326 44.8 28.6 39.5 2 0 0 1,177.6135
B_30 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 7.73% VAPEEHPVLLTEAPLNPK 96 113 23.9 25.6 10.2 0 1 0 1,954.0646
B_30 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 7.73% EITALAPSTMK 316 326 27.5 28.7 15.1 1 0 0 1,177.6135
B_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.40% VAPEEHPVLLTEAPLNPK 96 113 26.7 25.5 7.6 0 1 0 1,954.0646
B_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.40% GYSFTTTAER 197 206 22.6 25.0 18.8 1 0 0 1,132.5269
B_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.40% EITALAPSTMK 316 326 38.8 28.8 26.0 2 0 0 1,177.6135
C_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.53% AVFPSIVGRPR 29 39 26.8 25.7 26.3 2 0 0 1,198.7055
C_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.53% GYSFTTTAER 197 206 33.9 25.0 26.0 2 0 0 1,132.5269
C_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.53% EITALAPSTMK 316 326 22.7 28.0 17.7 1 0 0 1,177.6135
C_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.87% AVFPSIVGRPR 29 39 46.0 26.0 36.4 2 0 0 1,198.7055
C_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.87% EITALAPSTMK 316 326 38.2 28.4 37.5 2 0 0 1,177.6135
C_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.13% GYSFTTTAER 197 206 35.1 25.0 22.8 2 0 0 1,132.5269
C_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.13% QEYDESGPSIVHR 360 372 24.2 25.6 16.1 0 2 0 1,516.7027
C_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.13% GYSFTTTAER 197 206 37.5 25.0 37.1 2 0 0 1,132.5269
C_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.13% QEYDESGPSIVHR 360 372 43.3 25.5 38.5 0 2 0 1,516.7027
C_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.93% VAPEEHPVLLTEAPLNPK 96 113 37.9 26.0 0.2 0 2 0 1,954.0646
C_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.93% DLTDYLMK 184 191 26.6 25.0 21.3 2 0 0 1,014.4815
C_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 16 26.70% AGFAGDDAPR 19 28 21.2 25.0 20.1 2 0 0 976.4484
C_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 16 26.70% AVFPSIVGRPR 29 39 34.9 26.0 22.9 1 0 0 1,198.7055
C_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 16 26.70% VAPEEHPVLLTEAPLNPK 96 113 20.4 26.0 3.4 0 1 0 1,954.0646
C_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 16 26.70% GYSFTTTAER 197 206 48.3 25.0 32.1 2 0 0 1,132.5269
C_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 16 26.70% SYELPDGQVITIGNER 239 254 45.2 28.3 38.5 2 0 0 1,790.8921
C_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 16 26.70% EITALAPSTMK 316 326 35.2 29.4 25.1 2 0 0 1,161.6185
C_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 16 26.70% IKIIAPPERK 327 336 26.7 25.0 26.7 1 0 0 1,164.7465
C_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 16 26.70% QEYDESGPSIVHR 360 372 43.4 25.5 35.2 2 2 0 1,516.7027
C_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 16 26.70% QEYDESGPSIVHRK 360 373 31.5 26.9 16.6 0 1 0 1,644.7977
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% DDDIAALVVDNGSGMCK 2 18 39.2 25.0 37.1 1 0 0 1,795.7840
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% AGFAGDDAPR 19 28 62.1 25.0 54.0 2 0 0 976.4484
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% AVFPSIVGRPR 29 39 45.6 25.0 43.8 7 0 0 1,198.7055
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% HQGVMVGMGQKDSYVGDEAQSK 40 61 29.5 25.0 26.0 0 2 0 2,383.0656
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% HQGVMVGMGQKDSYVGDEAQSKR 40 62 35.2 25.1 34.9 0 1 1 2,539.1667
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% DSYVGDEAQSK 51 61 55.4 25.0 44.9 1 0 0 1,198.5223
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% IWHHTFYNELR 85 95 42.9 26.9 37.5 2 7 0 1,515.7491
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% VAPEEHPVLLTEAPLNPK 96 113 70.6 25.7 45.4 2 0 0 1,954.0646
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% LDLAGRDLTDYLMK 178 191 35.5 28.0 27.2 2 0 0 1,639.8364
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% DLTDYLMK 184 191 33.2 25.0 24.1 1 0 0 1,014.4815
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% GYSFTTTAER 197 206 54.5 25.0 45.9 8 0 0 1,132.5269
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% SYELPDGQVITIGNER 239 254 80.5 28.3 62.7 2 0 0 1,790.8921
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% KDLYANTVLSGGTTMYPGIADR 291 312 39.2 27.3 39.2 0 1 0 2,359.1602
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% MQKEITALAPSTMK 313 326 29.9 27.9 17.7 2 0 0 1,580.8025
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% EITALAPSTMK 316 326 58.1 29.1 51.6 6 0 0 1,177.6135
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% IKIIAPPER 327 335 32.4 25.0 32.4 2 0 0 1,036.6515
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% IKIIAPPERK 327 336 33.2 25.0 33.0 2 0 0 1,164.7465
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% QEYDESGPSIVHR 360 372 57.7 25.5 53.8 3 4 0 1,516.7027
C_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 19 23 62 50.70% QEYDESGPSIVHRK 360 373 38.2 27.0 32.3 0 3 0 1,644.7977
C_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 11 21 32.80% AGFAGDDAPR 19 28 32.0 25.0 29.2 1 0 0 976.4484
C_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 11 21 32.80% AVFPSIVGRPR 29 39 43.7 26.1 36.0 2 0 0 1,198.7055
C_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 11 21 32.80% HQGVMVGMGQKDSYVGDEAQSK 40 61 25.2 25.0 25.2 0 2 0 2,383.0656
C_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 11 21 32.80% HQGVMVGMGQKDSYVGDEAQSKR 40 62 41.2 25.0 36.1 0 0 2 2,539.1667
C_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 11 21 32.80% IWHHTFYNELR 85 95 36.4 26.9 24.8 0 2 0 1,515.7491
C_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 11 21 32.80% VAPEEHPVLLTEAPLNPK 96 113 70.9 25.6 45.8 2 0 0 1,954.0646
C_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 11 21 32.80% GYSFTTTAER 197 206 44.7 25.0 35.1 2 0 0 1,132.5269
C_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 11 21 32.80% SYELPDGQVITIGNER 239 254 57.8 28.3 49.7 2 0 0 1,790.8921
C_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 11 21 32.80% EITALAPSTMK 316 326 23.7 28.1 20.2 2 0 0 1,177.6135
C_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 11 21 32.80% QEYDESGPSIVHR 360 372 50.7 25.6 43.5 2 2 0 1,516.7027
C_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 12.00% AVFPSIVGRPR 29 39 35.7 25.0 35.7 2 0 0 1,198.7055
C_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 12.00% GYSFTTTAER 197 206 54.2 25.0 48.7 2 0 0 1,132.5269
C_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 12.00% EITALAPSTMK 316 326 32.2 29.0 27.1 2 0 0 1,177.6135
C_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 12.00% QEYDESGPSIVHR 360 372 26.6 25.5 22.9 1 0 0 1,516.7027
C_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.33% AVFPSIVGRPR 29 39 28.9 26.0 24.8 2 0 0 1,198.7055
C_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.33% EITALAPSTMK 316 326 38.8 29.1 32.6 2 0 0 1,177.6135
C_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.33% QEYDESGPSIVHR 360 372 45.1 25.6 41.9 0 2 0 1,516.7027
C_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 4 6.40% EITALAPSTMK 316 326 36.8 29.1 24.5 2 0 0 1,177.6135
C_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 4 6.40% QEYDESGPSIVHR 360 372 37.7 25.2 33.5 0 2 0 1,516.7027
C_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.33% AVFPSIVGRPR 29 39 30.8 25.0 30.8 2 0 0 1,198.7055
C_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.33% EITALAPSTMK 316 326 38.7 29.0 29.6 2 0 0 1,177.6135
C_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.33% QEYDESGPSIVHR 360 372 42.0 25.5 38.5 0 2 0 1,516.7027
C_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% AVFPSIVGRPR 29 39 22.1 26.1 19.9 1 0 0 1,198.7055
C_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% GYSFTTTAER 197 206 35.1 25.0 29.1 2 0 0 1,132.5269
C_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 13.60% AVFPSIVGRPR 29 39 35.5 26.0 21.3 1 0 0 1,198.7055
C_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 13.60% SYELPDGQVITIGNER 239 254 45.9 28.3 37.0 2 0 0 1,790.8921
C_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 13.60% EITALAPSTMK 316 326 30.9 28.4 24.1 1 0 0 1,177.6135
C_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 13.60% QEYDESGPSIVHR 360 372 31.2 25.4 28.5 1 0 0 1,516.7027
C_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 5 9.07% GYSFTTTAER 197 206 21.8 25.0 16.8 1 0 0 1,132.5269
C_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 5 9.07% EITALAPSTMK 316 326 42.7 28.6 39.8 2 0 0 1,177.6135
C_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 5 9.07% QEYDESGPSIVHR 360 372 24.8 25.5 19.6 1 1 0 1,516.7027
C_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 10 19.50% HQGVMVGMGQKDSYVGDEAQSKR 40 62 56.6 25.1 50.3 0 0 2 2,539.1667
C_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 10 19.50% GYSFTTTAER 197 206 25.3 25.0 15.5 2 0 0 1,132.5269
C_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 10 19.50% SYELPDGQVITIGNER 239 254 52.7 28.2 45.2 2 0 0 1,790.8921
C_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 10 19.50% EITALAPSTMK 316 326 33.7 28.8 29.4 2 0 0 1,177.6135
C_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 10 19.50% QEYDESGPSIVHR 360 372 35.4 25.5 27.5 2 0 0 1,516.7027
C_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.33% AVFPSIVGRPR 29 39 22.3 26.1 18.8 1 0 0 1,198.7055
C_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.33% EITALAPSTMK 316 326 30.1 28.1 16.9 2 0 0 1,177.6135
C_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.33% QEYDESGPSIVHR 360 372 27.4 25.5 22.5 0 2 0 1,516.7027
C_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 10 24.50% AVFPSIVGRPR 29 39 25.7 26.0 25.5 2 0 0 1,198.7055
C_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 10 24.50% HQGVMVGMGQKDSYVGDEAQSK 40 61 31.3 25.0 24.5 0 0 1 2,383.0656
C_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 10 24.50% HQGVMVGMGQKDSYVGDEAQSKR 40 62 27.9 25.0 26.4 0 0 1 2,539.1667
C_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 10 24.50% VAPEEHPVLLTEAPLNPK 96 113 25.4 26.0 0.5 0 1 0 1,954.0646
C_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 10 24.50% SYELPDGQVITIGNER 239 254 52.5 28.3 45.4 2 0 0 1,790.8921
C_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 10 24.50% EITALAPSTMK 316 326 28.5 28.4 21.4 2 0 0 1,177.6135
C_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 10 24.50% QEYDESGPSIVHR 360 372 21.9 25.8 19.1 1 0 0 1,516.7027
C_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 14.90% AVFPSIVGRPR 29 39 32.7 26.0 28.2 2 0 0 1,198.7055
C_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 14.90% VAPEEHPVLLTEAPLNPK 96 113 28.0 25.6 20.8 1 0 0 1,954.0646
C_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 14.90% SYELPDGQVITIGNER 239 254 61.5 28.2 48.4 2 0 0 1,790.8921
C_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 14.90% EITALAPSTMK 316 326 32.5 28.5 25.8 2 0 0 1,177.6135
C_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 12 23.70% AVFPSIVGRPR 29 39 41.6 26.1 29.9 2 0 0 1,198.7055
C_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 12 23.70% HQGVMVGMGQKDSYVGDEAQSKR 40 62 38.2 25.1 38.0 0 0 2 2,539.1667
C_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 12 23.70% VAPEEHPVLLTEAPLNPK 96 113 25.8 25.9 5.2 0 2 0 1,954.0646
C_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 12 23.70% GYSFTTTAER 197 206 26.9 25.0 20.5 2 0 0 1,132.5269
C_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 12 23.70% SYELPDGQVITIGNER 239 254 41.9 28.3 33.7 2 0 0 1,790.8921
C_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 12 23.70% EITALAPSTMK 316 326 26.0 28.1 20.4 2 0 0 1,177.6135
C_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 22.40% AVFPSIVGRPR 29 39 29.5 26.0 23.9 2 0 0 1,198.7055



C_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 22.40% VAPEEHPVLLTEAPLNPK 96 113 41.0 25.9 26.4 2 1 0 1,954.0646
C_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 22.40% LDLAGRDLTDYLMK 178 191 28.2 28.0 18.0 0 2 0 1,639.8364
C_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 22.40% SYELPDGQVITIGNER 239 254 57.8 28.0 48.2 2 0 0 1,790.8921
C_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 22.40% EITALAPSTMK 316 326 33.8 29.0 27.9 2 0 0 1,177.6135
C_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 22.40% QEYDESGPSIVHR 360 372 32.4 25.5 31.8 0 2 0 1,516.7027
C_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 22.40% QEYDESGPSIVHRK 360 373 24.0 27.1 17.5 0 1 0 1,644.7977
C_27 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.70% SYELPDGQVITIGNER 239 254 47.5 28.2 35.6 1 0 0 1,790.8921
C_27 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.70% EITALAPSTMK 316 326 33.4 29.0 29.2 2 0 0 1,177.6135
C_27 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.70% QEYDESGPSIVHR 360 372 31.0 25.5 24.4 0 1 0 1,516.7027
C_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 15.20% HQGVMVGMGQKDSYVGDEAQSKR 40 62 22.4 25.1 20.2 0 0 1 2,539.1667
C_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 15.20% VAPEEHPVLLTEAPLNPK 96 113 32.4 26.0 7.1 0 1 0 1,954.0646
C_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 15.20% SYELPDGQVITIGNER 239 254 34.3 28.2 28.6 2 0 0 1,790.8921
C_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 14.10% AVFPSIVGRPR 29 39 26.4 25.0 26.4 2 0 0 1,198.7055
C_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 14.10% VAPEEHPVLLTEAPLNPK 96 113 26.5 25.9 6.2 0 1 0 1,954.0646
C_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 14.10% EITALAPSTMK 316 326 24.8 28.4 20.0 1 0 0 1,177.6135
C_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 14.10% QEYDESGPSIVHR 360 372 25.2 25.6 21.3 0 1 0 1,516.7027
C_30 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.70% SYELPDGQVITIGNER 239 254 38.5 28.2 31.6 1 0 0 1,790.8921
C_30 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.70% EITALAPSTMK 316 326 36.9 29.0 27.1 1 0 0 1,177.6135
C_30 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.70% QEYDESGPSIVHR 360 372 19.5 25.6 13.8 0 2 0 1,516.7027
C_31 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 6.40% EITALAPSTMK 316 326 43.4 28.4 39.6 1 0 0 1,177.6135
C_31 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 6.40% QEYDESGPSIVHR 360 372 17.7 25.5 15.7 0 1 0 1,516.7027
C_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 11 22.10% AVFPSIVGRPR 29 39 25.8 25.0 24.6 1 0 0 1,198.7055
C_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 11 22.10% VAPEEHPVLLTEAPLNPK 96 113 37.5 25.6 27.7 2 1 0 1,954.0646
C_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 11 22.10% LDLAGRDLTDYLMK 178 191 22.4 28.0 11.5 0 1 0 1,639.8364
C_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 11 22.10% SYELPDGQVITIGNER 239 254 48.3 28.2 44.5 2 0 0 1,790.8921
C_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 11 22.10% EITALAPSTMK 316 326 34.7 29.4 30.8 2 0 0 1,161.6185
C_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 11 22.10% QEYDESGPSIVHR 360 372 25.0 25.8 25.0 0 2 0 1,516.7027
D_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% GYSFTTTAER 197 206 41.3 25.0 35.2 2 0 0 1,132.5269
D_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% EITALAPSTMK 316 326 33.3 29.0 33.3 2 0 0 1,177.6135
D_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% DLTDYLMK 184 191 21.4 25.0 15.3 1 0 0 1,014.4815
D_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% GYSFTTTAER 197 206 48.7 25.0 42.0 2 0 0 1,132.5269
D_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% SYELPDGQVITIGNER 239 254 31.6 27.9 24.2 1 0 0 1,790.8921
D_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% GYSFTTTAER 197 206 51.4 25.0 43.2 2 0 0 1,132.5269
D_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% EITALAPSTMK 316 326 34.3 28.5 31.2 2 0 0 1,177.6135
D_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.50% VAPEEHPVLLTEAPLNPK 96 113 22.2 26.1 4.8 0 1 0 1,954.0646
D_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.50% DLTDYLMK 184 191 22.8 25.0 16.4 1 0 0 1,014.4815
D_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.50% GYSFTTTAER 197 206 52.5 25.0 31.3 2 0 0 1,132.5269
D_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.50% EITALAPSTMK 316 326 36.3 28.6 29.0 2 0 0 1,177.6135
D_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.87% GYSFTTTAER 197 206 41.5 25.0 39.9 2 0 0 1,132.5269
D_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.87% SYELPDGQVITIGNER 239 254 55.9 27.9 49.5 2 0 0 1,790.8921
D_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 9.87% EITALAPSTMK 316 326 40.1 28.5 34.3 2 0 0 1,177.6135
D_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.60% VAPEEHPVLLTEAPLNPK 96 113 32.9 26.1 5.7 0 2 0 1,954.0646
D_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.60% DLTDYLMK 184 191 37.5 25.0 26.5 2 0 0 1,014.4815
D_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.60% GYSFTTTAER 197 206 31.0 25.0 20.8 1 0 0 1,132.5269
D_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 18.40% VAPEEHPVLLTEAPLNPK 96 113 27.6 25.8 21.8 1 0 0 1,954.0646
D_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 18.40% LDLAGRDLTDYLMK 178 191 30.9 27.9 19.8 0 1 0 1,639.8364
D_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 18.40% DLTDYLMK 184 191 25.1 25.0 18.5 1 0 0 1,014.4815
D_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 18.40% GYSFTTTAER 197 206 52.4 25.0 43.1 2 0 0 1,132.5269
D_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 18.40% SYELPDGQVITIGNER 239 254 82.8 27.9 66.6 2 0 0 1,790.8921
D_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 18.40% EITALAPSTMK 316 326 48.0 28.8 39.4 2 0 0 1,177.6135
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% AGFAGDDAPR 19 28 31.8 25.0 23.6 2 0 0 976.4484
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% IWHHTFYNELR 85 95 21.1 26.7 20.2 0 1 0 1,515.7491
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% VAPEEHPVLLTEAPLNPK 96 113 58.8 26.3 41.5 2 1 0 1,954.0646
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% TTGIVMDSGDGVTHTVPIYEGYALPHAILR 148 177 42.1 26.8 39.3 0 0 2 3,199.6097
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% LDLAGRDLTDYLMK 178 191 44.1 27.9 32.3 2 2 0 1,639.8364
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% DLTDYLMK 184 191 38.7 25.0 30.7 5 0 0 1,014.4815
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% GYSFTTTAER 197 206 43.2 25.0 28.2 2 0 0 1,132.5269
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% LCYVALDFEQEMATAASSSSLEK 216 238 107.0 25.0 105.0 1 2 0 2,566.1688
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% SYELPDGQVITIGNER 239 254 65.2 27.9 60.0 2 2 0 1,790.8921
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% KDLYANTVLSGGTTMYPGIADR 291 312 60.2 27.2 58.3 0 2 0 2,359.1602
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% DLYANTVLSGGTTMYPGIADR 292 312 96.2 25.7 94.8 2 2 0 2,231.0652
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% EITALAPSTMK 316 326 49.0 28.5 42.5 3 0 0 1,177.6135
D_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 39 47.50% QEYDESGPSIVHR 360 372 59.4 25.2 56.4 2 2 0 1,516.7027
D_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 9 25.30% AVFPSIVGRPR 29 39 22.3 25.9 20.0 1 0 0 1,198.7055
D_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 9 25.30% VAPEEHPVLLTEAPLNPK 96 113 34.1 26.1 17.0 1 0 0 1,954.0646
D_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 9 25.30% DLTDYLMK 184 191 22.6 25.0 14.6 1 0 0 1,014.4815
D_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 9 25.30% GYSFTTTAER 197 206 45.7 25.0 37.2 2 0 0 1,132.5269
D_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 9 25.30% SYELPDGQVITIGNER 239 254 71.8 27.6 56.0 1 0 0 1,790.8921
D_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 9 25.30% DLYANTVLSGGTTMYPGIADR 292 312 67.4 25.7 67.4 0 1 0 2,231.0652
D_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 7 9 25.30% EITALAPSTMK 316 326 42.8 28.5 39.1 2 0 0 1,177.6135
D_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 12.00% VAPEEHPVLLTEAPLNPK 96 113 26.6 26.1 3.6 0 1 0 1,954.0646
D_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 12.00% SYELPDGQVITIGNER 239 254 52.5 27.8 40.6 1 0 0 1,790.8921
D_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 12.00% EITALAPSTMK 316 326 45.9 29.0 43.4 2 0 0 1,177.6135
D_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 7.20% SYELPDGQVITIGNER 239 254 69.6 27.9 59.1 2 0 0 1,790.8921
D_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 7.20% EITALAPSTMK 316 326 38.8 28.5 34.5 2 0 0 1,177.6135
D_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% GYSFTTTAER 197 206 44.2 25.0 36.3 2 0 0 1,132.5269
D_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% EITALAPSTMK 316 326 33.8 28.5 32.9 2 0 0 1,177.6135
D_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.40% VAPEEHPVLLTEAPLNPK 96 113 41.6 26.3 20.2 0 1 0 1,954.0646
D_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.40% GYSFTTTAER 197 206 42.4 25.0 38.1 2 0 0 1,132.5269
D_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.40% EITALAPSTMK 316 326 33.2 28.5 33.2 1 0 0 1,177.6135
D_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 6.93% VAPEEHPVLLTEAPLNPK 96 113 47.5 26.3 11.0 0 1 0 1,954.0646
D_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 6.93% DLTDYLMK 184 191 29.8 25.0 25.0 1 0 0 1,014.4815
D_27 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 7.47% VAPEEHPVLLTEAPLNPK 96 113 36.7 26.1 12.5 0 2 0 1,954.0646
D_27 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 7.47% GYSFTTTAER 197 206 50.6 25.0 40.3 2 0 0 1,132.5269
D_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 10 18.40% VAPEEHPVLLTEAPLNPK 96 113 47.6 25.9 24.9 1 2 0 1,954.0646
D_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 10 18.40% LDLAGRDLTDYLMK 178 191 29.9 28.0 22.6 0 1 0 1,639.8364
D_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 10 18.40% GYSFTTTAER 197 206 52.2 25.0 45.4 2 0 0 1,132.5269
D_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 10 18.40% SYELPDGQVITIGNER 239 254 79.6 27.8 68.9 2 1 0 1,790.8921
D_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 10 18.40% EITALAPSTMK 316 326 21.3 29.4 21.3 1 0 0 1,161.6185
D_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 14.10% VAPEEHPVLLTEAPLNPK 96 113 29.3 26.1 19.3 1 0 0 1,954.0646
D_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 14.10% LDLAGRDLTDYLMK 178 191 26.1 27.9 11.6 0 1 0 1,639.8364
D_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 14.10% GYSFTTTAER 197 206 53.3 25.0 44.9 2 0 0 1,132.5269
D_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 14.10% EITALAPSTMK 316 326 44.7 28.8 38.7 2 0 0 1,161.6185
D_30 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 6 5.60% GYSFTTTAER 197 206 49.2 25.0 35.6 2 0 0 1,132.5269
D_30 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 6 5.60% EITALAPSTMK 316 326 35.6 29.1 31.5 4 0 0 1,177.6135
D_31 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 10.40% VAPEEHPVLLTEAPLNPK 96 113 23.3 26.1 2.5 0 1 0 1,954.0646
D_31 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 10.40% GYSFTTTAER 197 206 37.5 25.0 29.6 2 0 0 1,132.5269
D_31 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 10.40% EITALAPSTMK 316 326 43.2 29.0 36.3 2 0 0 1,177.6135
D_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 7.20% SYELPDGQVITIGNER 239 254 82.9 27.6 76.1 2 0 0 1,790.8921
D_32 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 7.20% EITALAPSTMK 316 326 37.0 28.5 31.7 2 0 0 1,177.6135
E_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.07% DLTDYLMK 184 191 16.8 25.0 16.5 1 0 0 1,014.4815
E_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.07% EITALAPSTMK 316 326 38.3 28.5 29.7 2 0 0 1,177.6135
E_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.93% GYSFTTTAER 197 206 41.9 25.0 34.7 2 0 0 1,132.5269
E_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.93% SYELPDGQVITIGNER 239 254 39.5 27.9 33.2 1 0 0 1,790.8921
E_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 8 12.00% DLTDYLMK 184 191 25.1 25.0 20.5 1 0 0 1,014.4815
E_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 8 12.00% GYSFTTTAER 197 206 62.4 25.0 50.1 2 0 0 1,132.5269
E_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 8 12.00% SYELPDGQVITIGNER 239 254 86.7 27.9 77.1 2 1 0 1,790.8921
E_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 8 12.00% EITALAPSTMK 316 326 31.3 28.4 28.0 2 0 0 1,177.6135
E_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 13 26 38.40% VAPEEHPVLLTEAPLNPK 96 113 45.2 26.1 24.9 2 0 0 1,954.0646
E_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 13 26 38.40% TTGIVMDSGDGVTHTVPIYEGYALPHAILR 148 177 29.2 26.9 28.1 0 0 1 3,199.6097
E_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 13 26 38.40% LDLAGRDLTDYLMK 178 191 44.1 28.0 38.5 0 1 0 1,639.8364
E_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 13 26 38.40% DLTDYLMK 184 191 45.4 25.0 34.1 4 0 0 1,014.4815



E_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 13 26 38.40% GYSFTTTAER 197 206 54.1 25.0 43.6 2 0 0 1,132.5269
E_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 13 26 38.40% LCYVALDFEQEMATAASSSSLEK 216 238 88.7 25.0 74.8 0 1 0 2,566.1688
E_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 13 26 38.40% SYELPDGQVITIGNER 239 254 62.4 27.9 50.7 2 3 0 1,790.8921
E_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 13 26 38.40% KDLYANTVLSGGTTMYPGIADR 291 312 54.4 27.2 50.4 0 2 0 2,359.1602
E_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 13 26 38.40% DLYANTVLSGGTTMYPGIADR 292 312 99.3 25.9 99.3 2 2 0 2,231.0652
E_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 13 26 38.40% EITALAPSTMK 316 326 46.2 29.0 37.7 4 0 0 1,177.6135
E_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 7.20% SYELPDGQVITIGNER 239 254 50.3 27.9 42.0 2 0 0 1,790.8921
E_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 7.20% EITALAPSTMK 316 326 31.4 28.4 31.4 1 0 0 1,177.6135
E_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 7.73% VAPEEHPVLLTEAPLNPK 96 113 31.0 26.1 4.4 0 1 0 1,954.0646
E_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 7.73% EITALAPSTMK 316 326 45.9 28.1 45.9 1 0 0 1,177.6135
E_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 7.73% VAPEEHPVLLTEAPLNPK 96 113 27.6 25.8 1.5 0 1 0 1,954.0646
E_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 7.73% EITALAPSTMK 316 326 35.6 29.0 27.2 2 0 0 1,177.6135
E_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.40% VAPEEHPVLLTEAPLNPK 96 113 20.7 26.1 2.9 0 1 0 1,954.0646
E_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.40% GYSFTTTAER 197 206 49.9 25.0 40.3 2 0 0 1,132.5269
E_25 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.40% EITALAPSTMK 316 326 23.7 28.4 22.9 1 0 0 1,177.6135
E_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.50% VAPEEHPVLLTEAPLNPK 96 113 33.5 26.1 7.6 0 2 0 1,954.0646
E_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.50% DLTDYLMK 184 191 36.1 25.0 25.3 1 0 0 1,014.4815
E_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.50% GYSFTTTAER 197 206 54.8 25.0 44.3 2 0 0 1,132.5269
E_26 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.50% EITALAPSTMK 316 326 46.1 29.0 36.7 1 0 0 1,177.6135
E_27 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 7.73% VAPEEHPVLLTEAPLNPK 96 113 30.4 25.8 1.5 0 2 0 1,954.0646
E_27 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 7.73% EITALAPSTMK 316 326 28.5 28.8 28.5 1 0 0 1,177.6135
E_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 5 7.73% VAPEEHPVLLTEAPLNPK 96 113 27.3 26.0 11.0 0 2 0 1,954.0646
E_28 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 5 7.73% EITALAPSTMK 316 326 33.6 28.8 31.1 3 0 0 1,161.6185
E_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 5 5.60% GYSFTTTAER 197 206 56.0 25.0 46.1 2 0 0 1,132.5269
E_29 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 5 5.60% EITALAPSTMK 316 326 43.6 29.4 34.4 3 0 0 1,161.6185
E_30 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 4 5.60% GYSFTTTAER 197 206 31.9 25.0 28.1 1 0 0 1,132.5269
E_30 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 4 5.60% EITALAPSTMK 316 326 43.1 28.4 36.1 3 0 0 1,177.6135
E_31 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% GYSFTTTAER 197 206 45.6 25.0 37.8 2 0 0 1,132.5269
E_31 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% EITALAPSTMK 316 326 35.4 28.1 29.1 2 0 0 1,177.6135
F_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.40% EITALAPSTMK 316 326 38.3 28.7 34.6 2 0 0 1,177.6135
F_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.40% QEYDESGPSIVHR 360 372 46.7 25.9 42.4 0 2 0 1,516.7027
F_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% AVFPSIVGRPR 29 39 15.0 25.7 14.0 1 0 0 1,198.7055
F_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% QEYDESGPSIVHR 360 372 49.0 25.6 48.8 0 2 0 1,516.7027
F_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.40% EITALAPSTMK 316 326 38.0 28.1 34.5 2 0 0 1,177.6135
F_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.40% QEYDESGPSIVHR 360 372 23.0 25.5 16.4 0 2 0 1,516.7027
F_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% GYSFTTTAER 197 206 30.9 25.0 28.1 2 0 0 1,132.5269
F_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% EITALAPSTMK 316 326 38.2 28.0 34.0 2 0 0 1,177.6135
F_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.53% DLTDYLMK 184 191 32.1 25.0 25.5 1 0 0 1,014.4815
F_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.53% EITALAPSTMK 316 326 34.0 28.0 26.5 2 0 0 1,177.6135
F_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.53% QEYDESGPSIVHR 360 372 43.2 25.5 40.5 0 2 0 1,516.7027
F_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 11.20% AVFPSIVGRPR 29 39 41.6 25.7 34.2 2 0 0 1,198.7055
F_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 11.20% DLTDYLMK 184 191 25.5 25.0 22.8 1 0 0 1,014.4815
F_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 11.20% GYSFTTTAER 197 206 27.6 25.0 27.6 1 0 0 1,132.5269
F_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 11.20% QEYDESGPSIVHR 360 372 30.6 25.8 29.1 0 1 0 1,516.7027
F_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 13 14.10% AVFPSIVGRPR 29 39 37.9 26.1 30.3 2 0 0 1,198.7055
F_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 13 14.10% DLTDYLMK 184 191 31.4 25.0 22.2 2 0 0 1,014.4815
F_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 13 14.10% GYSFTTTAER 197 206 40.0 25.0 33.0 2 0 0 1,132.5269
F_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 13 14.10% EITALAPSTMK 316 326 43.9 28.1 39.1 4 0 0 1,177.6135
F_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 13 14.10% QEYDESGPSIVHR 360 372 42.3 25.5 39.0 1 2 0 1,516.7027
F_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 9 8.53% DLTDYLMK 184 191 26.5 25.0 18.5 2 0 0 1,014.4815
F_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 9 8.53% EITALAPSTMK 316 326 38.7 28.4 29.5 3 0 0 1,161.6185
F_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 9 8.53% QEYDESGPSIVHR 360 372 60.9 25.8 51.0 2 2 0 1,516.7027
F_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 8 8.53% AVFPSIVGRPR 29 39 37.1 25.0 28.1 2 0 0 1,198.7055
F_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 8 8.53% GYSFTTTAER 197 206 57.3 25.0 48.0 2 0 0 1,132.5269
F_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 8 8.53% EITALAPSTMK 316 326 54.4 28.4 47.3 4 0 0 1,177.6135
F_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 11 17 37 32.00% AGFAGDDAPR 19 28 46.2 25.0 40.0 2 0 0 976.4484
F_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 11 17 37 32.00% HQGVMVGMGQKDSYVGDEAQSK 40 61 45.1 25.0 43.6 0 1 2 2,383.0656
F_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 11 17 37 32.00% DSYVGDEAQSK 51 61 35.9 25.0 26.7 1 0 0 1,198.5223
F_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 11 17 37 32.00% DSYVGDEAQSKR 51 62 28.5 26.4 15.6 0 1 0 1,354.6234
F_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 11 17 37 32.00% IWHHTFYNELR 85 95 50.2 27.1 41.4 2 7 0 1,515.7491
F_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 11 17 37 32.00% VAPEEHPVLLTEAPLNPK 96 113 57.4 25.6 35.7 2 1 0 1,954.0646
F_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 11 17 37 32.00% DLTDYLMK 184 191 40.8 25.3 30.4 2 0 0 998.4865
F_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 11 17 37 32.00% GYSFTTTAER 197 206 59.0 25.0 45.6 5 0 0 1,132.5269
F_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 11 17 37 32.00% SYELPDGQVITIGNER 239 254 52.5 28.2 46.1 2 0 0 1,790.8921
F_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 11 17 37 32.00% EITALAPSTMK 316 326 71.4 28.4 60.3 5 0 0 1,161.6185
F_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 11 17 37 32.00% QEYDESGPSIVHR 360 372 64.0 25.7 59.1 2 2 0 1,516.7027
F_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 8 14.10% AVFPSIVGRPR 29 39 48.9 26.1 38.7 2 0 0 1,198.7055
F_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 8 14.10% IWHHTFYNELR 85 95 36.2 27.2 24.4 0 2 0 1,515.7491
F_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 8 14.10% VAPEEHPVLLTEAPLNPK 96 113 39.1 25.5 2.2 0 2 0 1,954.0646
F_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 8 14.10% QEYDESGPSIVHR 360 372 52.8 25.5 49.4 0 2 0 1,516.7027
F_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 9 9.07% GYSFTTTAER 197 206 24.0 25.0 15.6 1 0 0 1,132.5269
F_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 9 9.07% EITALAPSTMK 316 326 51.2 28.6 43.0 4 0 0 1,177.6135
F_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 9 9.07% QEYDESGPSIVHR 360 372 49.1 25.5 42.7 2 2 0 1,516.7027
G_01 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 6.40% EITALAPSTMK 316 326 23.1 28.4 18.3 1 0 0 1,177.6135
G_01 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 6.40% QEYDESGPSIVHR 360 372 34.5 25.8 30.2 0 1 0 1,516.7027
G_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% GYSFTTTAER 197 206 24.6 25.0 21.3 1 0 0 1,132.5269
G_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% EITALAPSTMK 316 326 33.9 29.0 21.9 2 0 0 1,177.6135
G_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% EITALAPSTMK 316 326 42.9 28.4 37.4 2 0 0 1,177.6135
G_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% QEYDESGPSIVHR 360 372 36.1 25.6 32.0 0 1 0 1,516.7027
G_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.40% EITALAPSTMK 316 326 47.3 28.4 41.7 2 0 0 1,177.6135
G_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.40% QEYDESGPSIVHR 360 372 24.8 25.8 21.5 0 2 0 1,516.7027
G_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% GYSFTTTAER 197 206 38.3 25.0 31.5 2 0 0 1,132.5269
G_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 5.60% EITALAPSTMK 316 326 34.5 29.0 29.1 2 0 0 1,177.6135
G_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 4 6.40% EITALAPSTMK 316 326 36.8 28.5 26.3 3 0 0 1,177.6135
G_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 4 6.40% QEYDESGPSIVHR 360 372 22.3 25.8 18.8 0 1 0 1,516.7027
G_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% DLTDYLMK 184 191 28.9 25.1 18.9 2 0 0 1,014.4815
G_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% QEYDESGPSIVHR 360 372 25.0 25.8 18.6 0 1 0 1,516.7027
G_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 11.20% DLTDYLMK 184 191 31.6 25.0 25.4 2 0 0 1,014.4815
G_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 11.20% GYSFTTTAER 197 206 20.2 25.5 19.8 1 0 0 1,132.5269
G_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 11.20% EITALAPSTMK 316 326 28.8 28.7 18.6 2 0 0 1,161.6185
G_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 11.20% QEYDESGPSIVHR 360 372 33.8 26.0 33.8 0 2 0 1,516.7027
G_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 7.73% DLTDYLMK 184 191 28.0 25.2 19.5 2 0 0 1,014.4815
G_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 7.73% GYSFTTTAER 197 206 44.7 25.5 38.6 1 0 0 1,132.5269
G_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 7.73% EITALAPSTMK 316 326 40.5 28.4 35.4 2 0 0 1,177.6135
G_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 10 14.10% AVFPSIVGRPR 29 39 25.1 26.0 13.0 1 0 0 1,198.7055
G_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 10 14.10% DLTDYLMK 184 191 31.4 25.2 23.6 2 0 0 1,014.4815
G_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 10 14.10% GYSFTTTAER 197 206 50.1 25.5 43.3 2 0 0 1,132.5269
G_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 10 14.10% EITALAPSTMK 316 326 47.7 29.0 28.0 4 0 0 1,161.6185
G_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 10 14.10% QEYDESGPSIVHR 360 372 28.2 26.0 25.4 1 0 0 1,516.7027
G_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 9 18 24.50% AGFAGDDAPR 19 28 38.4 25.1 31.6 2 0 0 976.4484
G_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 9 18 24.50% AVFPSIVGRPR 29 39 46.1 25.9 38.8 3 0 0 1,198.7055
G_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 9 18 24.50% DSYVGDEAQSK 51 61 37.0 25.0 34.0 2 0 0 1,198.5223
G_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 9 18 24.50% VAPEEHPVLLTEAPLNPK 96 113 23.3 25.0 15.3 1 0 0 1,954.0646
G_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 9 18 24.50% DLTDYLMK 184 191 37.7 25.1 27.4 2 0 0 1,014.4815
G_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 9 18 24.50% GYSFTTTAER 197 206 38.7 25.2 34.4 4 0 0 1,132.5269
G_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 9 18 24.50% EITALAPSTMK 316 326 27.3 28.8 20.8 1 0 0 1,161.6185
G_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 9 18 24.50% QEYDESGPSIVHR 360 372 58.7 25.9 51.5 2 1 0 1,516.7027
G_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 9 16.00% AVFPSIVGRPR 29 39 49.4 26.0 37.7 1 0 0 1,198.7055
G_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 9 16.00% VAPEEHPVLLTEAPLNPK 96 113 21.9 25.0 3.5 0 1 0 1,954.0646
G_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 9 16.00% DLTDYLMK 184 191 29.7 25.2 19.8 1 0 0 1,014.4815
G_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 9 16.00% GYSFTTTAER 197 206 34.2 25.2 29.0 2 0 0 1,132.5269
G_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 9 16.00% QEYDESGPSIVHR 360 372 50.4 26.0 42.0 2 2 0 1,516.7027



G_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 12 11.50% AVFPSIVGRPR 29 39 37.3 26.0 29.2 2 0 0 1,198.7055
G_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 12 11.50% DLTDYLMK 184 191 33.0 25.2 23.6 2 0 0 1,014.4815
G_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 12 11.50% EITALAPSTMK 316 326 41.9 29.0 31.7 4 0 0 1,161.6185
G_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 12 11.50% QEYDESGPSIVHR 360 372 44.2 26.0 41.0 2 2 0 1,516.7027
H_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% DLTDYLMK 184 191 22.8 25.0 17.8 1 0 0 1,014.4815
H_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% QEYDESGPSIVHR 360 372 23.1 25.6 19.9 0 2 0 1,516.7027
H_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.13% GYSFTTTAER 197 206 38.1 25.1 30.1 2 0 0 1,132.5269
H_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.13% QEYDESGPSIVHR 360 372 27.4 25.6 23.2 0 1 0 1,516.7027
H_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 9 11.20% DLTDYLMK 184 191 29.2 25.0 25.6 2 0 0 1,014.4815
H_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 9 11.20% GYSFTTTAER 197 206 42.6 25.0 34.3 1 0 0 1,132.5269
H_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 9 11.20% EITALAPSTMK 316 326 39.0 29.2 22.4 4 0 0 1,161.6185
H_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 9 11.20% QEYDESGPSIVHR 360 372 24.4 25.6 15.0 2 0 0 1,516.7027
H_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 37 27.50% AGFAGDDAPR 19 28 35.4 25.1 23.2 2 0 0 976.4484
H_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 37 27.50% AVFPSIVGRPR 29 39 39.9 25.7 39.2 7 0 0 1,198.7055
H_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 37 27.50% VAPEEHPVLLTEAPLNPK 96 113 66.2 25.6 45.1 2 3 0 1,954.0646
H_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 37 27.50% LDLAGRDLTDYLMK 178 191 26.7 28.0 20.4 0 2 0 1,639.8364
H_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 37 27.50% DLTDYLMK 184 191 41.6 25.4 21.2 2 0 0 998.4865
H_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 37 27.50% GYSFTTTAER 197 206 61.6 25.1 51.2 6 0 0 1,132.5269
H_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 37 27.50% SYELPDGQVITIGNER 239 254 53.3 28.2 46.5 1 2 0 1,790.8921
H_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 37 27.50% EITALAPSTMK 316 326 46.0 28.7 37.4 4 0 0 1,177.6135
H_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 11 37 27.50% QEYDESGPSIVHR 360 372 54.1 25.8 49.7 0 6 0 1,516.7027
H_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.00% AVFPSIVGRPR 29 39 50.9 26.0 50.6 2 0 0 1,198.7055
H_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.00% VAPEEHPVLLTEAPLNPK 96 113 16.4 25.6 3.1 0 1 0 1,954.0646
H_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.00% DLTDYLMK 184 191 24.7 25.0 21.3 2 0 0 1,014.4815
H_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.00% GYSFTTTAER 197 206 44.2 25.0 36.6 2 0 0 1,132.5269
H_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 16.00% QEYDESGPSIVHR 360 372 48.2 25.8 44.6 2 2 0 1,516.7027
H_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 9 16.30% AVFPSIVGRPR 29 39 38.1 26.1 31.9 2 0 0 1,198.7055
H_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 9 16.30% VAPEEHPVLLTEAPLNPK 96 113 24.9 25.6 4.0 0 1 0 1,954.0646
H_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 9 16.30% DLTDYLMK 184 191 24.3 25.0 10.9 2 0 0 1,014.4815
H_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 9 16.30% EITALAPSTMK 316 326 25.5 28.1 25.5 1 0 0 1,177.6135
H_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 9 16.30% QEYDESGPSIVHR 360 372 53.0 25.8 48.3 1 2 0 1,516.7027
H_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 9 13.30% GYSFTTTAER 197 206 33.5 25.0 24.1 2 0 0 1,132.5269
H_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 9 13.30% SYELPDGQVITIGNER 239 254 34.4 28.2 34.4 1 0 0 1,790.8921
H_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 9 13.30% EITALAPSTMK 316 326 30.2 28.4 22.1 3 0 0 1,161.6185
H_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 9 13.30% QEYDESGPSIVHR 360 372 46.1 25.8 41.1 1 2 0 1,516.7027
H_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 10.90% VAPEEHPVLLTEAPLNPK 96 113 27.4 25.5 4.2 0 2 0 1,954.0646
H_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 10.90% GYSFTTTAER 197 206 46.3 25.0 29.6 2 0 0 1,132.5269
H_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 10.90% QEYDESGPSIVHR 360 372 58.3 25.5 54.2 0 2 0 1,516.7027
H_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 8 16.00% VAPEEHPVLLTEAPLNPK 96 113 16.2 25.6 2.5 0 1 0 1,954.0646
H_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 8 16.00% DLTDYLMK 184 191 29.7 25.3 19.7 2 0 0 998.4865
H_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 8 16.00% GYSFTTTAER 197 206 41.7 25.1 36.3 2 0 0 1,132.5269
H_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 8 16.00% EITALAPSTMK 316 326 36.5 28.2 19.4 1 0 0 1,177.6135
H_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 8 16.00% QEYDESGPSIVHR 360 372 45.4 25.7 30.0 0 2 0 1,516.7027
H_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 11.20% DLTDYLMK 184 191 26.4 26.3 19.2 2 0 0 998.4865
H_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 11.20% GYSFTTTAER 197 206 52.6 25.1 44.9 2 0 0 1,132.5269
H_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 11.20% EITALAPSTMK 316 326 46.1 28.4 37.6 1 0 0 1,177.6135
H_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 11.20% QEYDESGPSIVHR 360 372 36.0 25.6 36.0 0 2 0 1,516.7027
H_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 8 16.00% VAPEEHPVLLTEAPLNPK 96 113 27.3 25.6 0.9 0 1 0 1,954.0646
H_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 8 16.00% DLTDYLMK 184 191 22.8 26.3 15.3 1 0 0 998.4865
H_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 8 16.00% GYSFTTTAER 197 206 32.7 25.1 31.9 2 0 0 1,132.5269
H_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 8 16.00% EITALAPSTMK 316 326 50.6 29.2 41.1 2 0 0 1,161.6185
H_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 8 16.00% QEYDESGPSIVHR 360 372 18.2 25.6 15.8 0 2 0 1,516.7027
H_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 11.20% DLTDYLMK 184 191 28.4 25.3 18.1 2 0 0 998.4865
H_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 11.20% GYSFTTTAER 197 206 27.9 25.1 16.4 2 0 0 1,132.5269
H_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 11.20% EITALAPSTMK 316 326 25.9 28.8 22.1 2 0 0 1,177.6135
H_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 11.20% QEYDESGPSIVHR 360 372 34.4 25.9 28.1 2 1 0 1,516.7027
H_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 12 14.10% AVFPSIVGRPR 29 39 33.4 26.1 25.0 2 0 0 1,198.7055
H_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 12 14.10% DLTDYLMK 184 191 28.1 25.0 14.1 4 0 0 1,014.4815
H_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 12 14.10% GYSFTTTAER 197 206 23.6 25.1 22.7 1 0 0 1,132.5269
H_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 12 14.10% EITALAPSTMK 316 326 40.7 28.4 39.2 2 0 0 1,161.6185
H_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 12 14.10% QEYDESGPSIVHR 360 372 34.5 25.6 32.0 1 2 0 1,516.7027
H_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.90% AVFPSIVGRPR 29 39 27.5 26.1 25.8 2 0 0 1,198.7055
H_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.90% VAPEEHPVLLTEAPLNPK 96 113 20.5 25.7 0.6 0 1 0 1,954.0646
H_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.90% GYSFTTTAER 197 206 28.9 25.1 24.7 2 0 0 1,132.5269
H_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.90% QEYDESGPSIVHR 360 372 36.2 25.9 31.0 0 2 0 1,516.7027
H_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 11 18.90% AVFPSIVGRPR 29 39 36.8 25.7 24.1 2 0 0 1,198.7055
H_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 11 18.90% VAPEEHPVLLTEAPLNPK 96 113 40.1 25.6 9.6 0 1 0 1,954.0646
H_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 11 18.90% DLTDYLMK 184 191 26.9 26.3 4.3 2 0 0 998.4865
H_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 11 18.90% GYSFTTTAER 197 206 23.4 25.1 22.8 1 0 0 1,132.5269
H_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 11 18.90% EITALAPSTMK 316 326 29.0 28.8 29.0 1 0 0 1,177.6135
H_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 11 18.90% QEYDESGPSIVHR 360 372 32.2 25.7 24.3 2 2 0 1,516.7027
H_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 16 23.20% AVFPSIVGRPR 29 39 36.5 26.1 36.5 2 0 0 1,198.7055
H_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 16 23.20% VAPEEHPVLLTEAPLNPK 96 113 34.4 25.4 25.6 2 1 0 1,954.0646
H_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 16 23.20% DLTDYLMK 184 191 28.9 25.0 23.3 2 0 0 1,014.4815
H_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 16 23.20% GYSFTTTAER 197 206 33.5 25.0 33.0 2 0 0 1,132.5269
H_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 16 23.20% SYELPDGQVITIGNER 239 254 49.6 28.1 41.0 1 0 0 1,790.8921
H_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 16 23.20% EITALAPSTMK 316 326 36.1 29.2 19.3 3 0 0 1,161.6185
H_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 11 16 23.20% QEYDESGPSIVHR 360 372 32.3 25.9 21.6 1 2 0 1,516.7027
I_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% AVFPSIVGRPR 29 39 35.7 25.7 28.3 2 0 0 1,198.7055
I_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% QEYDESGPSIVHR 360 372 20.0 25.6 18.4 0 1 0 1,516.7027
I_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% DLTDYLMK 184 191 26.2 25.0 23.6 1 0 0 1,014.4815
I_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% QEYDESGPSIVHR 360 372 27.3 25.6 24.4 0 2 0 1,516.7027
I_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% AVFPSIVGRPR 29 39 17.4 25.7 13.3 1 0 0 1,198.7055
I_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% GYSFTTTAER 197 206 25.1 25.0 19.5 2 0 0 1,132.5269
I_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% QEYDESGPSIVHR 360 372 16.3 25.7 16.3 0 1 0 1,516.7027
I_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 11 12.30% AVFPSIVGRPR 29 39 25.6 25.7 17.8 2 0 0 1,198.7055
I_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 11 12.30% DLTDYLMK 184 191 28.3 26.3 17.5 3 0 0 998.4865
I_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 11 12.30% SYELPDGQVITIGNER 239 254 83.7 28.3 72.3 2 0 0 1,790.8921
I_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 11 12.30% EITALAPSTMK 316 326 35.7 29.2 20.4 4 0 0 1,161.6185
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% AGFAGDDAPR 19 28 44.4 25.2 32.5 2 0 0 976.4484
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% AVFPSIVGRPR 29 39 71.5 25.7 66.6 11 0 0 1,198.7055
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% HQGVMVGMGQKDSYVGDEAQSK 40 61 48.3 25.1 48.3 0 3 1 2,351.0757
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% VAPEEHPVLLTEAPLNPK 96 113 72.9 25.4 48.0 2 4 0 1,954.0646
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% DLTDYLMK 184 191 45.3 25.3 35.7 2 0 0 998.4865
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% GYSFTTTAER 197 206 45.5 25.0 29.4 6 0 0 1,132.5269
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% GYSFTTTAEREIVR 197 210 25.1 27.9 18.6 2 1 0 1,629.8231
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% SYELPDGQVITIGNER 239 254 102.0 28.3 85.8 2 2 0 1,790.8921
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% MQKEITALAPSTMK 313 326 61.9 28.5 39.9 4 3 0 1,548.8126
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% EITALAPSTMK 316 326 55.9 29.2 37.5 5 0 0 1,161.6185
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% EITALAPSTMKIK 316 328 23.5 26.1 20.3 1 0 0 1,418.7926
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% IKIIAPPER 327 335 35.7 25.0 21.6 2 0 0 1,036.6515
I_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 23 60 36.00% QEYDESGPSIVHR 360 372 45.0 25.9 38.6 1 6 0 1,516.7027
I_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 17 24.30% AVFPSIVGRPR 29 39 53.7 25.7 52.8 2 0 0 1,198.7055
I_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 17 24.30% VAPEEHPVLLTEAPLNPK 96 113 52.5 25.2 31.9 2 0 0 1,954.0646
I_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 17 24.30% DLTDYLMK 184 191 41.2 25.0 33.1 1 0 0 1,014.4815
I_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 17 24.30% GYSFTTTAER 197 206 48.7 25.1 31.9 2 0 0 1,132.5269
I_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 17 24.30% GYSFTTTAEREIVR 197 210 30.3 28.0 24.7 0 2 0 1,629.8231
I_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 17 24.30% SYELPDGQVITIGNER 239 254 66.0 28.3 57.1 2 0 0 1,790.8921
I_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 17 24.30% EITALAPSTMK 316 326 31.1 29.2 23.5 3 0 0 1,161.6185
I_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 17 24.30% QEYDESGPSIVHR 360 372 47.6 25.9 44.3 1 2 0 1,516.7027
I_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 20.30% AVFPSIVGRPR 29 39 40.6 25.7 40.6 2 0 0 1,198.7055
I_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 20.30% VAPEEHPVLLTEAPLNPK 96 113 34.4 25.5 6.1 0 1 0 1,954.0646



I_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 20.30% DLTDYLMK 184 191 21.4 25.0 14.1 1 0 0 1,014.4815
I_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 20.30% GYSFTTTAER 197 206 51.3 25.1 33.3 2 0 0 1,132.5269
I_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 20.30% SYELPDGQVITIGNER 239 254 62.4 28.2 55.8 2 0 0 1,790.8921
I_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 9 20.30% QEYDESGPSIVHR 360 372 22.5 25.6 13.3 1 0 0 1,516.7027
I_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 13.30% GYSFTTTAER 197 206 35.3 25.0 29.7 2 0 0 1,132.5269
I_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 13.30% SYELPDGQVITIGNER 239 254 32.7 28.2 25.3 1 0 0 1,790.8921
I_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 13.30% EITALAPSTMK 316 326 21.8 29.2 13.4 1 0 0 1,161.6185
I_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 13.30% QEYDESGPSIVHR 360 372 29.6 25.8 25.0 0 1 0 1,516.7027
I_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.13% GYSFTTTAER 197 206 41.7 25.0 38.1 1 0 0 1,132.5269
I_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.13% QEYDESGPSIVHR 360 372 28.2 25.7 26.3 0 2 0 1,516.7027
I_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 11.20% VAPEEHPVLLTEAPLNPK 96 113 29.8 25.6 5.0 0 2 0 1,954.0646
I_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 11.20% EITALAPSTMK 316 326 24.9 29.2 22.0 1 0 0 1,161.6185
I_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 11.20% QEYDESGPSIVHR 360 372 38.6 25.6 37.5 0 2 0 1,516.7027
I_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 3 10.90% VAPEEHPVLLTEAPLNPK 96 113 18.2 25.5 3.9 0 1 0 1,954.0646
I_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 3 10.90% GYSFTTTAER 197 206 26.6 25.1 26.6 1 0 0 1,132.5269
I_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 3 10.90% QEYDESGPSIVHR 360 372 29.8 25.9 20.9 0 1 0 1,516.7027
I_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.07% GYSFTTTAER 197 206 40.3 25.1 35.1 2 0 0 1,132.5269
I_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.07% EITALAPSTMK 316 326 20.8 28.7 14.4 1 0 0 1,177.6135
I_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.07% QEYDESGPSIVHR 360 372 24.3 25.9 21.3 0 2 0 1,516.7027
I_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.30% AVFPSIVGRPR 29 39 22.2 26.1 14.1 2 0 0 1,198.7055
I_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.30% VAPEEHPVLLTEAPLNPK 96 113 44.7 25.3 15.4 0 2 0 1,954.0646
I_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.30% GYSFTTTAER 197 206 32.6 25.0 27.2 2 0 0 1,132.5269
I_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.30% EITALAPSTMK 316 326 27.7 28.8 26.6 1 0 0 1,177.6135
J_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 11.20% AVFPSIVGRPR 29 39 27.1 25.9 20.5 1 0 0 1,198.7055
J_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 11.20% DLTDYLMK 184 191 25.1 25.0 16.6 2 0 0 1,014.4815
J_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 11.20% GYSFTTTAER 197 206 29.0 25.2 29.0 2 0 0 1,132.5269
J_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 11.20% QEYDESGPSIVHR 360 372 16.3 26.0 16.3 0 1 0 1,516.7027
J_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 10.70% AVFPSIVGRPR 29 39 33.2 25.9 33.2 2 0 0 1,198.7055
J_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 10.70% DLTDYLMK 184 191 22.5 25.1 17.4 1 0 0 1,014.4815
J_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 10.70% GYSFTTTAER 197 206 42.5 25.5 35.0 2 0 0 1,132.5269
J_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 10.70% EITALAPSTMK 316 326 50.8 28.8 41.4 1 0 0 1,161.6185
J_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 13 37 25.90% AGFAGDDAPR 19 28 36.7 25.1 27.5 2 0 0 976.4484
J_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 13 37 25.90% AVFPSIVGRPR 29 39 28.4 25.9 24.9 5 0 0 1,198.7055
J_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 13 37 25.90% VAPEEHPVLLTEAPLNPK 96 113 48.6 25.1 27.7 2 1 0 1,954.0646
J_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 13 37 25.90% DLTDYLMK 184 191 23.1 26.4 19.9 4 0 0 998.4865
J_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 13 37 25.90% GYSFTTTAER 197 206 54.0 25.2 48.6 7 0 0 1,132.5269
J_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 13 37 25.90% SYELPDGQVITIGNER 239 254 77.2 28.5 64.6 2 1 0 1,790.8921
J_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 13 37 25.90% EITALAPSTMK 316 326 40.9 28.7 24.2 6 0 0 1,161.6185
J_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 13 37 25.90% QEYDESGPSIVHR 360 372 46.7 26.2 46.7 1 6 0 1,516.7027
J_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 22.70% AVFPSIVGRPR 29 39 55.1 25.9 51.1 2 0 0 1,198.7055
J_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 22.70% IWHHTFYNELR 85 95 25.1 27.5 22.0 0 1 0 1,515.7491
J_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 22.70% VAPEEHPVLLTEAPLNPK 96 113 52.7 25.0 27.2 2 0 0 1,954.0646
J_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 22.70% DLTDYLMK 184 191 43.5 25.0 34.2 3 0 0 1,014.4815
J_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 22.70% GYSFTTTAER 197 206 46.8 25.2 36.1 2 0 0 1,132.5269
J_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 22.70% SYELPDGQVITIGNER 239 254 72.3 28.2 66.3 2 0 0 1,790.8921
J_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 22.70% EITALAPSTMK 316 326 39.2 29.5 28.5 3 0 0 1,161.6185
J_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 11 20.30% AVFPSIVGRPR 29 39 30.1 25.9 30.1 2 0 0 1,198.7055
J_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 11 20.30% VAPEEHPVLLTEAPLNPK 96 113 47.6 25.0 24.8 2 0 0 1,954.0646
J_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 11 20.30% DLTDYLMK 184 191 29.9 25.0 19.5 2 0 0 1,014.4815
J_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 11 20.30% GYSFTTTAER 197 206 38.6 25.2 29.8 2 0 0 1,132.5269
J_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 11 20.30% SYELPDGQVITIGNER 239 254 56.6 28.4 49.0 1 0 0 1,790.8921
J_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 11 20.30% QEYDESGPSIVHR 360 372 24.5 26.0 24.0 0 2 0 1,516.7027
J_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 8 14.10% AVFPSIVGRPR 29 39 34.6 25.9 19.1 1 0 0 1,198.7055
J_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 8 14.10% DLTDYLMK 184 191 28.2 25.0 18.7 1 0 0 1,014.4815
J_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 8 14.10% GYSFTTTAER 197 206 37.7 25.2 30.4 2 0 0 1,132.5269
J_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 8 14.10% EITALAPSTMK 316 326 39.2 28.8 39.2 2 0 0 1,161.6185
J_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 8 14.10% QEYDESGPSIVHR 360 372 24.5 26.0 22.7 0 2 0 1,516.7027
J_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% AVFPSIVGRPR 29 39 27.4 25.9 18.9 1 0 0 1,198.7055
J_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% GYSFTTTAER 197 206 42.1 25.5 41.2 2 0 0 1,132.5269
J_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% QEYDESGPSIVHR 360 372 31.2 25.9 31.2 0 1 0 1,516.7027
J_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.13% GYSFTTTAER 197 206 41.9 25.5 34.5 2 0 0 1,132.5269
J_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.13% QEYDESGPSIVHR 360 372 34.4 26.0 31.0 0 2 0 1,516.7027
J_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 8.27% VAPEEHPVLLTEAPLNPK 96 113 22.7 25.1 2.2 0 1 0 1,954.0646
J_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 8.27% QEYDESGPSIVHR 360 372 22.5 26.0 21.4 0 1 0 1,516.7027
J_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 4 9.07% GYSFTTTAER 197 206 20.4 25.2 19.6 1 0 0 1,132.5269
J_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 4 9.07% EITALAPSTMK 316 326 26.2 28.5 25.9 2 0 0 1,177.6135
J_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 4 9.07% QEYDESGPSIVHR 360 372 27.4 26.1 20.6 0 1 0 1,516.7027
J_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% GYSFTTTAER 197 206 39.4 25.2 27.1 2 0 0 1,132.5269
J_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% EITALAPSTMK 316 326 22.5 28.3 12.7 1 0 0 1,177.6135
J_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.13% GYSFTTTAER 197 206 38.2 25.2 31.9 2 0 0 1,132.5269
J_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.13% QEYDESGPSIVHR 360 372 20.9 25.9 17.2 0 1 0 1,516.7027
J_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 11.20% DLTDYLMK 184 191 33.0 25.1 26.1 1 0 0 1,014.4815
J_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 11.20% GYSFTTTAER 197 206 38.5 25.2 36.8 2 0 0 1,132.5269
J_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 11.20% EITALAPSTMK 316 326 44.7 28.2 44.7 1 0 0 1,177.6135
J_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 11.20% QEYDESGPSIVHR 360 372 25.0 25.8 20.7 0 1 0 1,516.7027
J_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 3 10.40% VAPEEHPVLLTEAPLNPK 96 113 19.6 25.1 1.6 0 1 0 1,954.0646
J_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 3 10.40% DLTDYLMK 184 191 19.9 25.0 11.4 1 0 0 1,014.4815
J_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 3 10.40% QEYDESGPSIVHR 360 372 26.2 25.9 20.6 0 1 0 1,516.7027
J_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.07% AVFPSIVGRPR 29 39 37.9 25.9 30.7 2 0 0 1,198.7055
J_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.07% GYSFTTTAER 197 206 27.2 25.5 21.1 1 0 0 1,132.5269
J_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.07% QEYDESGPSIVHR 360 372 22.6 26.2 22.6 0 2 0 1,516.7027
J_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% AVFPSIVGRPR 29 39 31.8 25.9 23.0 1 0 0 1,198.7055
J_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% GYSFTTTAER 197 206 23.1 25.3 18.7 2 0 0 1,132.5269
J_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.07% QEYDESGPSIVHR 360 372 17.1 25.8 17.1 0 1 0 1,516.7027
K_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 6.40% AVFPSIVGRPR 29 39 27.8 25.7 27.3 1 0 0 1,198.7055
K_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 6.40% QEYDESGPSIVHR 360 372 21.5 25.6 16.0 0 1 0 1,516.7027
K_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 5.60% AVFPSIVGRPR 29 39 16.7 26.0 14.5 1 0 0 1,198.7055
K_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 5.60% GYSFTTTAER 197 206 17.8 25.0 11.3 1 0 0 1,132.5269
K_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.13% GYSFTTTAER 197 206 40.4 25.1 32.3 2 0 0 1,132.5269
K_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.13% QEYDESGPSIVHR 360 372 29.0 25.9 29.0 0 2 0 1,516.7027
K_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.90% VAPEEHPVLLTEAPLNPK 96 113 26.4 25.4 12.9 0 1 0 1,954.0646
K_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.90% GYSFTTTAER 197 206 40.2 25.0 33.0 2 0 0 1,132.5269
K_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 10.90% QEYDESGPSIVHR 360 372 18.1 25.6 13.5 0 1 0 1,516.7027
K_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 8.53% AVFPSIVGRPR 29 39 54.4 25.9 49.1 2 0 0 1,198.7055
K_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 8.53% GYSFTTTAER 197 206 37.8 25.3 27.6 2 0 0 1,132.5269
K_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 8.53% EITALAPSTMK 316 326 37.2 29.0 28.2 2 0 0 1,161.6185
K_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 12 16 63 35.50% AGFAGDDAPR 19 28 45.3 25.1 36.4 3 0 0 976.4484
K_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 12 16 63 35.50% AVFPSIVGRPR 29 39 51.5 25.7 50.4 11 0 0 1,198.7055
K_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 12 16 63 35.50% DSYVGDEAQSK 51 61 36.3 25.0 22.5 1 0 0 1,198.5223
K_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 12 16 63 35.50% IWHHTFYNELR 85 95 44.5 27.5 39.7 0 2 0 1,515.7491
K_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 12 16 63 35.50% VAPEEHPVLLTEAPLNPK 96 113 66.2 25.2 37.5 5 6 0 1,954.0646
K_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 12 16 63 35.50% DLTDYLMK 184 191 35.5 25.3 28.4 2 0 0 998.4865
K_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 12 16 63 35.50% GYSFTTTAER 197 206 54.8 25.0 47.2 14 0 0 1,132.5269
K_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 12 16 63 35.50% GYSFTTTAEREIVR 197 210 34.8 27.9 24.3 2 0 0 1,629.8231
K_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 12 16 63 35.50% SYELPDGQVITIGNER 239 254 69.2 28.1 61.7 2 2 0 1,790.8921
K_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 12 16 63 35.50% EITALAPSTMK 316 326 66.9 28.7 57.8 7 0 0 1,177.6135
K_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 12 16 63 35.50% IKIIAPPERK 327 336 28.1 25.0 28.1 1 0 0 1,164.7465
K_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 12 16 63 35.50% QEYDESGPSIVHR 360 372 45.9 25.6 43.5 2 3 0 1,516.7027
K_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 13 29 28.80% AGFAGDDAPR 19 28 23.8 25.1 9.2 1 0 0 976.4484
K_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 13 29 28.80% AVFPSIVGRPR 29 39 54.5 25.9 54.5 2 0 0 1,198.7055
K_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 13 29 28.80% IWHHTFYNELR 85 95 48.8 27.3 40.0 2 2 0 1,515.7491
K_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 13 29 28.80% VAPEEHPVLLTEAPLNPK 96 113 65.8 25.4 42.4 2 4 0 1,954.0646



K_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 13 29 28.80% DLTDYLMK 184 191 29.1 26.3 12.9 3 0 0 998.4865
K_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 13 29 28.80% GYSFTTTAER 197 206 35.7 25.0 29.7 4 0 0 1,132.5269
K_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 13 29 28.80% SYELPDGQVITIGNER 239 254 75.9 28.2 67.8 2 0 0 1,790.8921
K_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 13 29 28.80% EITALAPSTMK 316 326 30.7 29.2 24.2 2 0 0 1,161.6185
K_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 13 29 28.80% QEYDESGPSIVHR 360 372 36.7 25.8 25.3 1 4 0 1,516.7027
K_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 15 21.10% AVFPSIVGRPR 29 39 46.8 25.7 38.0 2 0 0 1,198.7055
K_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 15 21.10% IWHHTFYNELR 85 95 28.6 27.5 23.3 0 2 0 1,515.7491
K_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 15 21.10% VAPEEHPVLLTEAPLNPK 96 113 59.6 25.1 37.5 2 2 0 1,954.0646
K_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 15 21.10% GYSFTTTAER 197 206 53.2 25.1 44.8 2 0 0 1,132.5269
K_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 15 21.10% SYELPDGQVITIGNER 239 254 74.4 28.3 62.9 2 0 0 1,790.8921
K_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 15 21.10% QEYDESGPSIVHR 360 372 33.3 25.8 25.4 2 1 0 1,516.7027
K_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 9 15.50% AVFPSIVGRPR 29 39 61.4 26.1 57.3 2 0 0 1,198.7055
K_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 9 15.50% VAPEEHPVLLTEAPLNPK 96 113 51.6 25.4 39.2 2 1 0 1,954.0646
K_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 9 15.50% SYELPDGQVITIGNER 239 254 57.0 28.2 48.6 1 0 0 1,790.8921
K_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 9 15.50% QEYDESGPSIVHR 360 372 36.3 25.6 30.1 2 1 0 1,516.7027
K_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 7 16.80% AVFPSIVGRPR 29 39 37.9 25.7 33.4 2 0 0 1,198.7055
K_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 7 16.80% VAPEEHPVLLTEAPLNPK 96 113 33.5 25.0 21.6 1 0 0 1,954.0646
K_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 7 16.80% GYSFTTTAER 197 206 36.8 25.0 32.3 1 0 0 1,132.5269
K_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 7 16.80% EITALAPSTMK 316 326 33.9 28.4 27.9 1 0 0 1,177.6135
K_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 7 16.80% QEYDESGPSIVHR 360 372 32.0 25.9 29.3 0 2 0 1,516.7027
K_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.90% AVFPSIVGRPR 29 39 36.0 25.9 36.0 1 0 0 1,198.7055
K_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.90% VAPEEHPVLLTEAPLNPK 96 113 28.3 25.4 0.4 0 2 0 1,954.0646
K_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.90% GYSFTTTAER 197 206 33.7 25.1 33.7 2 0 0 1,132.5269
K_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 13.90% QEYDESGPSIVHR 360 372 22.4 25.6 19.5 0 2 0 1,516.7027
K_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 7.73% AVFPSIVGRPR 29 39 31.5 25.7 31.0 2 0 0 1,198.7055
K_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 7.73% VAPEEHPVLLTEAPLNPK 96 113 32.0 25.5 6.6 0 1 0 1,954.0646
K_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 8 13.90% VAPEEHPVLLTEAPLNPK 96 113 25.6 25.4 2.8 0 2 0 1,954.0646
K_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 8 13.90% GYSFTTTAER 197 206 28.3 25.0 28.3 2 0 0 1,132.5269
K_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 8 13.90% EITALAPSTMK 316 326 27.6 28.4 24.6 2 0 0 1,177.6135
K_17 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 8 13.90% QEYDESGPSIVHR 360 372 31.2 25.9 27.8 0 2 0 1,516.7027
K_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 6.13% GYSFTTTAER 197 206 47.3 25.0 35.2 1 0 0 1,132.5269
K_18 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 6.13% QEYDESGPSIVHR 360 372 25.9 26.0 18.8 0 1 0 1,516.7027
K_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 16.80% AVFPSIVGRPR 29 39 34.6 26.0 32.8 2 0 0 1,198.7055
K_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 16.80% VAPEEHPVLLTEAPLNPK 96 113 22.4 25.4 0.0 0 2 0 1,954.0646
K_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 16.80% GYSFTTTAER 197 206 24.8 25.0 24.4 2 0 0 1,132.5269
K_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 16.80% EITALAPSTMK 316 326 23.3 28.4 15.9 1 0 0 1,177.6135
K_19 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 16.80% QEYDESGPSIVHR 360 372 22.4 25.6 19.5 0 2 0 1,516.7027
K_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 4 14.10% AVFPSIVGRPR 29 39 25.2 26.0 25.2 1 0 0 1,198.7055
K_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 4 14.10% VAPEEHPVLLTEAPLNPK 96 113 30.5 25.2 5.7 0 1 0 1,954.0646
K_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 4 14.10% EITALAPSTMK 316 326 30.6 28.8 26.9 1 0 0 1,177.6135
K_20 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 4 14.10% QEYDESGPSIVHR 360 372 18.8 25.8 18.8 0 1 0 1,516.7027
K_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 8 13.90% AVFPSIVGRPR 29 39 23.3 25.7 19.2 2 0 0 1,198.7055
K_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 8 13.90% VAPEEHPVLLTEAPLNPK 96 113 34.9 25.6 8.5 0 2 0 1,954.0646
K_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 8 13.90% GYSFTTTAER 197 206 35.4 25.0 25.2 2 0 0 1,132.5269
K_21 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 8 13.90% QEYDESGPSIVHR 360 372 33.0 26.0 30.4 1 1 0 1,516.7027
K_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 3 8.53% AVFPSIVGRPR 29 39 28.8 26.0 22.9 1 0 0 1,198.7055
K_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 3 8.53% GYSFTTTAER 197 206 29.2 25.5 24.5 1 0 0 1,132.5269
K_22 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 3 8.53% EITALAPSTMK 316 326 40.8 28.8 32.4 1 0 0 1,177.6135
K_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 11.20% AVFPSIVGRPR 29 39 37.1 26.1 37.1 2 0 0 1,198.7055
K_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 11.20% VAPEEHPVLLTEAPLNPK 96 113 42.1 25.4 7.5 0 2 0 1,954.0646
K_23 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 6 11.20% QEYDESGPSIVHR 360 372 38.6 25.6 35.9 0 2 0 1,516.7027
K_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 23.20% AVFPSIVGRPR 29 39 34.7 25.7 21.2 2 0 0 1,198.7055
K_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 23.20% VAPEEHPVLLTEAPLNPK 96 113 59.5 25.1 43.6 2 1 0 1,954.0646
K_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 23.20% DLTDYLMK 184 191 38.2 25.3 25.1 2 0 0 998.4865
K_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 23.20% GYSFTTTAER 197 206 23.5 25.0 16.4 2 0 0 1,132.5269
K_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 23.20% SYELPDGQVITIGNER 239 254 38.0 28.3 29.7 2 0 0 1,790.8921
K_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 23.20% EITALAPSTMK 316 326 47.6 29.2 27.8 3 0 0 1,161.6185
K_24 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 23.20% QEYDESGPSIVHR 360 372 28.1 25.6 23.8 0 1 0 1,516.7027
L_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 10 12.00% AVFPSIVGRPR 29 39 38.0 25.9 38.0 2 0 0 1,198.7055
L_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 10 12.00% GYSFTTTAER 197 206 40.2 25.2 39.6 2 0 0 1,132.5269
L_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 10 12.00% EITALAPSTMK 316 326 51.1 28.5 42.4 2 0 0 1,177.6135
L_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 10 12.00% QEYDESGPSIVHR 360 372 51.5 25.9 48.8 2 2 0 1,516.7027
L_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 7 9.07% GYSFTTTAER 197 206 38.4 25.0 31.0 2 0 0 1,132.5269
L_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 7 9.07% EITALAPSTMK 316 326 31.4 28.4 24.4 2 0 0 1,177.6135
L_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 7 9.07% QEYDESGPSIVHR 360 372 43.8 26.0 43.8 1 2 0 1,516.7027
L_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 13.90% VAPEEHPVLLTEAPLNPK 96 113 34.1 25.2 3.3 0 1 0 1,954.0646
L_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 13.90% GYSFTTTAER 197 206 45.6 25.2 30.0 2 0 0 1,132.5269
L_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 13.90% EITALAPSTMK 316 326 24.8 29.0 17.7 1 0 0 1,177.6135
L_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 13.90% QEYDESGPSIVHR 360 372 24.1 25.8 21.2 0 2 0 1,516.7027
L_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 6 16.00% VAPEEHPVLLTEAPLNPK 96 113 29.9 25.2 10.2 0 1 0 1,954.0646
L_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 6 16.00% DLTDYLMK 184 191 31.3 26.0 19.1 1 0 0 998.4865
L_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 6 16.00% GYSFTTTAER 197 206 62.0 25.2 54.3 2 0 0 1,132.5269
L_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 6 16.00% EITALAPSTMK 316 326 26.3 29.0 22.4 1 0 0 1,177.6135
L_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 6 16.00% QEYDESGPSIVHR 360 372 26.0 26.3 17.5 1 0 0 1,516.7027
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% AGFAGDDAPR 19 28 50.8 25.1 32.1 2 0 0 976.4484
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% AVFPSIVGRPR 29 39 48.0 26.0 48.0 2 0 0 1,198.7055
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% HQGVMVGMGQK 40 50 41.0 25.7 22.5 4 0 0 1,187.5662
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% HQGVMVGMGQKDSYVGDEAQSK 40 61 35.4 25.0 2.0 0 2 2 2,367.0707
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% DSYVGDEAQSK 51 61 46.1 25.0 39.4 2 0 0 1,198.5223
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% IWHHTFYNELR 85 95 38.8 27.5 35.8 2 2 0 1,515.7491
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% VAPEEHPVLLTEAPLNPK 96 113 44.9 25.0 11.0 0 2 0 1,954.0646
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% LDLAGRDLTDYLMK 178 191 39.5 27.6 22.7 4 2 0 1,623.8414
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% DLTDYLMK 184 191 41.6 26.2 31.1 3 0 0 998.4865
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% ILTERGYSFTTTAER 192 206 43.0 28.8 33.8 2 2 0 1,744.8865
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% GYSFTTTAER 197 206 48.7 25.0 39.4 2 0 0 1,132.5269
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% GYSFTTTAEREIVR 197 210 33.7 27.9 29.7 2 2 0 1,629.8231
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% SYELPDGQVITIGNER 239 254 91.1 28.2 79.8 2 2 0 1,790.8921
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% KDLYANTVLSGGTTMYPGIADR 291 312 44.2 27.6 44.2 0 1 0 2,359.1602
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% DLYANTVLSGGTTMYPGIADR 292 312 95.9 26.9 93.4 2 2 0 2,231.0652
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% EITALAPSTMK 316 326 50.4 29.1 31.7 4 0 0 1,161.6185
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% EITALAPSTMKIK 316 328 25.5 26.6 13.8 2 0 0 1,418.7926
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% IKIIAPPER 327 335 35.8 25.0 21.6 2 0 0 1,036.6515
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% IKIIAPPERK 327 336 23.9 25.0 23.9 1 0 0 1,164.7465
L_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 20 31 59 47.20% QEYDESGPSIVHR 360 372 60.3 26.0 57.5 0 2 0 1,516.7027
L_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 19 32.50% AGFAGDDAPR 19 28 24.2 25.1 14.6 2 0 0 976.4484
L_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 19 32.50% HQGVMVGMGQKDSYVGDEAQSK 40 61 32.3 25.0 30.7 0 2 1 2,383.0656
L_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 19 32.50% IWHHTFYNELR 85 95 45.2 27.5 44.2 0 2 0 1,515.7491
L_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 19 32.50% VAPEEHPVLLTEAPLNPK 96 113 48.5 25.1 17.0 2 1 0 1,954.0646
L_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 19 32.50% DLTDYLMK 184 191 44.0 25.0 30.9 3 0 0 1,014.4815
L_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 19 32.50% GYSFTTTAER 197 206 67.6 25.2 59.0 1 0 0 1,132.5269
L_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 19 32.50% SYELPDGQVITIGNER 239 254 69.2 28.5 51.7 2 0 0 1,790.8921
L_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 19 32.50% MQKEITALAPSTMK 313 326 22.8 28.0 12.0 0 1 0 1,580.8025
L_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 19 32.50% QEYDESGPSIVHR 360 372 55.5 25.6 51.6 0 2 0 1,516.7027
L_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 11 19 24.00% AGFAGDDAPR 19 28 21.9 25.1 17.5 1 0 0 976.4484
L_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 11 19 24.00% AVFPSIVGRPR 29 39 53.9 25.9 51.5 2 0 0 1,198.7055
L_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 11 19 24.00% VAPEEHPVLLTEAPLNPK 96 113 79.0 25.4 52.1 2 1 0 1,954.0646
L_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 11 19 24.00% LDLAGRDLTDYLMK 178 191 29.7 27.9 21.0 0 2 0 1,639.8364
L_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 11 19 24.00% DLTDYLMK 184 191 26.4 25.1 23.9 1 0 0 1,014.4815
L_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 11 19 24.00% GYSFTTTAER 197 206 63.3 25.0 53.0 2 0 0 1,132.5269
L_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 11 19 24.00% SYELPDGQVITIGNER 239 254 85.5 28.3 74.1 2 2 0 1,790.8921
L_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 11 19 24.00% EITALAPSTMK 316 326 57.0 28.5 49.2 4 0 0 1,177.6135
L_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 16 24.00% VAPEEHPVLLTEAPLNPK 96 113 63.8 25.1 45.2 2 0 0 1,954.0646



L_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 16 24.00% DLTDYLMK 184 191 42.5 25.0 34.5 2 0 0 1,014.4815
L_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 16 24.00% ILTERGYSFTTTAER 192 206 30.3 28.9 28.0 0 2 0 1,744.8865
L_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 16 24.00% GYSFTTTAER 197 206 65.6 25.5 56.8 1 0 0 1,132.5269
L_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 16 24.00% SYELPDGQVITIGNER 239 254 71.1 28.4 60.5 2 0 0 1,790.8921
L_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 16 24.00% EITALAPSTMK 316 326 43.5 29.0 25.3 2 0 0 1,161.6185
L_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 16 24.00% IKIIAPPER 327 335 31.8 25.0 17.6 1 0 0 1,036.6515
L_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 8 10 16 24.00% QEYDESGPSIVHR 360 372 50.6 25.8 45.0 2 2 0 1,516.7027
L_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 21 27.20% AVFPSIVGRPR 29 39 35.3 25.9 35.3 1 0 0 1,198.7055
L_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 21 27.20% VAPEEHPVLLTEAPLNPK 96 113 55.8 25.0 40.6 2 2 0 1,954.0646
L_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 21 27.20% LDLAGRDLTDYLMK 178 191 35.2 27.9 23.7 0 2 0 1,639.8364
L_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 21 27.20% DLTDYLMK 184 191 33.3 25.0 26.2 1 0 0 1,014.4815
L_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 21 27.20% GYSFTTTAER 197 206 51.7 25.0 38.7 2 0 0 1,132.5269
L_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 21 27.20% SYELPDGQVITIGNER 239 254 78.9 28.4 68.3 2 2 0 1,790.8921
L_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 21 27.20% EITALAPSTMK 316 326 52.1 29.0 34.3 2 0 0 1,161.6185
L_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 21 27.20% IKIIAPPER 327 335 35.5 25.0 21.7 1 0 0 1,036.6515
L_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 9 12 21 27.20% QEYDESGPSIVHR 360 372 53.1 26.0 50.3 2 2 0 1,516.7027
L_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 20.80% AVFPSIVGRPR 29 39 32.7 25.9 32.7 1 0 0 1,198.7055
L_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 20.80% HQGVMVGMGQKDSYVGDEAQSK 40 61 32.0 25.0 27.2 0 0 2 2,383.0656
L_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 20.80% DLTDYLMK 184 191 29.9 25.0 21.5 2 0 0 1,014.4815
L_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 20.80% GYSFTTTAER 197 206 44.6 25.2 35.7 2 0 0 1,132.5269
L_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 20.80% MQKEITALAPSTMK 313 326 26.1 28.2 14.8 0 1 0 1,580.8025
L_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 20.80% EITALAPSTMK 316 326 40.6 29.5 17.7 3 0 0 1,161.6185
L_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 15 20.80% QEYDESGPSIVHR 360 372 35.2 26.0 32.9 2 2 0 1,516.7027
L_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% VAPEEHPVLLTEAPLNPK 96 113 69.4 25.1 46.2 2 2 0 1,954.0646
L_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% LDLAGRDLTDYLMK 178 191 32.1 27.9 21.3 0 2 0 1,639.8364
L_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% GYSFTTTAER 197 206 65.8 25.2 57.0 1 0 0 1,132.5269
L_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% SYELPDGQVITIGNER 239 254 74.0 28.4 63.0 2 0 0 1,790.8921
L_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% EITALAPSTMK 316 326 42.9 29.5 25.3 1 0 0 1,161.6185
L_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% IKIIAPPER 327 335 35.4 25.0 21.4 2 0 0 1,036.6515
L_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% QEYDESGPSIVHR 360 372 46.2 26.0 37.0 2 0 0 1,516.7027
L_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 20.00% AGFAGDDAPR 19 28 24.3 25.1 14.9 1 0 0 976.4484
L_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 20.00% VAPEEHPVLLTEAPLNPK 96 113 39.3 25.1 9.2 2 1 0 1,954.0646
L_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 20.00% DLTDYLMK 184 191 33.3 25.2 26.5 2 0 0 1,014.4815
L_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 20.00% ILTERGYSFTTTAER 192 206 26.4 29.0 22.4 0 1 0 1,744.8865
L_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 20.00% GYSFTTTAER 197 206 65.6 25.5 56.5 1 0 0 1,132.5269
L_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 20.00% EITALAPSTMK 316 326 40.6 29.0 28.3 2 0 0 1,161.6185
L_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 20.00% QEYDESGPSIVHR 360 372 38.5 25.8 34.0 2 0 0 1,516.7027
L_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 11 18.70% AGFAGDDAPR 19 28 26.3 25.1 14.6 1 0 0 976.4484
L_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 11 18.70% VAPEEHPVLLTEAPLNPK 96 113 44.3 25.1 16.1 1 2 0 1,954.0646
L_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 11 18.70% DLTDYLMK 184 191 39.2 25.1 35.9 2 0 0 1,014.4815
L_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 11 18.70% GYSFTTTAER 197 206 67.7 25.2 58.9 1 0 0 1,132.5269
L_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 11 18.70% EITALAPSTMK 316 326 29.9 29.0 16.3 1 0 0 1,161.6185
L_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 11 18.70% QEYDESGPSIVHR 360 372 46.9 25.8 43.5 1 2 0 1,516.7027
L_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% AVFPSIVGRPR 29 39 59.7 25.9 59.7 1 0 0 1,198.7055
L_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% VAPEEHPVLLTEAPLNPK 96 113 72.6 25.0 47.8 2 0 0 1,954.0646
L_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% LDLAGRDLTDYLMK 178 191 45.1 27.9 39.3 0 2 0 1,639.8364
L_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% GYSFTTTAER 197 206 61.9 25.2 53.8 2 0 0 1,132.5269
L_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% SYELPDGQVITIGNER 239 254 78.9 28.4 64.7 2 1 0 1,790.8921
L_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% IKIIAPPER 327 335 30.8 25.0 17.9 2 0 0 1,036.6515
L_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 14 24.30% QEYDESGPSIVHR 360 372 55.0 25.8 51.2 0 2 0 1,516.7027
M_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 9 9.33% AVFPSIVGRPR 29 39 26.3 26.0 19.2 2 0 0 1,198.7055
M_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 9 9.33% EITALAPSTMK 316 326 42.8 28.8 38.1 4 0 0 1,177.6135
M_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 9 9.33% QEYDESGPSIVHR 360 372 50.9 25.9 43.9 1 2 0 1,516.7027
M_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% GYSFTTTAER 197 206 44.3 25.0 31.6 2 0 0 1,132.5269
M_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% EITALAPSTMK 316 326 29.0 28.4 25.1 1 0 0 1,177.6135
M_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.00% AVFPSIVGRPR 29 39 19.3 26.0 10.2 1 0 0 1,198.7055
M_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.00% GYSFTTTAER 197 206 65.2 25.0 56.2 2 0 0 1,132.5269
M_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.00% EITALAPSTMK 316 326 38.6 28.8 29.6 1 0 0 1,177.6135
M_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.00% QEYDESGPSIVHR 360 372 38.0 25.6 29.9 0 2 0 1,516.7027
M_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 21.90% VAPEEHPVLLTEAPLNPK 96 113 62.4 25.2 43.0 2 2 0 1,954.0646
M_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 21.90% LDLAGRDLTDYLMK 178 191 29.7 27.9 18.7 1 1 0 1,639.8364
M_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 21.90% DLTDYLMK 184 191 34.4 25.2 23.8 1 0 0 1,014.4815
M_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 21.90% GYSFTTTAER 197 206 65.5 25.0 54.7 2 0 0 1,132.5269
M_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 21.90% SYELPDGQVITIGNER 239 254 59.5 28.4 52.6 1 0 0 1,790.8921
M_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 21.90% EITALAPSTMK 316 326 32.4 29.0 14.7 1 0 0 1,161.6185
M_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 12 21.90% QEYDESGPSIVHR 360 372 24.7 25.8 22.4 1 0 0 1,516.7027
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% AGFAGDDAPR 19 28 39.7 25.3 25.8 2 0 0 976.4484
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% DSYVGDEAQSK 51 61 47.0 25.0 24.2 2 0 0 1,198.5223
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% IWHHTFYNELR 85 95 43.1 27.6 38.1 0 2 0 1,515.7491
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% VAPEEHPVLLTEAPLNPK 96 113 57.3 25.0 33.9 2 2 0 1,954.0646
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% LDLAGRDLTDYLMK 178 191 40.5 27.9 27.3 2 3 0 1,639.8364
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% DLTDYLMK 184 191 40.9 25.0 31.1 4 0 0 1,014.4815
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% GYSFTTTAER 197 206 56.3 25.0 44.8 4 0 0 1,132.5269
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% SYELPDGQVITIGNER 239 254 105.0 28.2 88.0 2 2 0 1,790.8921
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% KDLYANTVLSGGTTMYPGIADR 291 312 48.9 27.1 48.3 0 1 0 2,359.1602
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% DLYANTVLSGGTTMYPGIADR 292 312 97.5 26.6 97.5 2 0 0 2,231.0652
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% EITALAPSTMK 316 326 27.6 28.5 19.9 4 0 0 1,177.6135
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% IKIIAPPER 327 335 32.0 25.0 17.9 2 0 0 1,036.6515
M_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 20 40 38.70% QEYDESGPSIVHR 360 372 45.2 25.9 34.6 2 2 0 1,516.7027
M_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 11 14.70% VAPEEHPVLLTEAPLNPK 96 113 42.2 25.4 14.8 2 2 0 1,954.0646
M_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 11 14.70% DLTDYLMK 184 191 32.8 25.0 23.9 1 0 0 1,014.4815
M_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 11 14.70% SYELPDGQVITIGNER 239 254 83.9 28.2 72.9 2 0 0 1,790.8921
M_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 11 14.70% QEYDESGPSIVHR 360 372 51.1 25.6 45.2 2 2 0 1,516.7027
M_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 7 9.07% GYSFTTTAER 197 206 45.3 25.0 33.2 2 0 0 1,132.5269
M_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 7 9.07% EITALAPSTMK 316 326 36.6 28.4 33.3 3 0 0 1,177.6135
M_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 7 9.07% QEYDESGPSIVHR 360 372 30.3 25.9 30.3 0 2 0 1,516.7027
M_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 3 7.73% VAPEEHPVLLTEAPLNPK 96 113 25.2 25.0 6.6 0 1 0 1,954.0646
M_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 3 7.73% EITALAPSTMK 316 326 28.0 29.2 22.4 2 0 0 1,161.6185
M_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 21.90% VAPEEHPVLLTEAPLNPK 96 113 64.5 25.1 48.4 2 1 0 1,954.0646
M_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 21.90% LDLAGRDLTDYLMK 178 191 22.8 27.9 10.9 0 2 0 1,639.8364
M_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 21.90% DLTDYLMK 184 191 32.5 25.0 25.0 1 0 0 1,014.4815
M_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 21.90% GYSFTTTAER 197 206 39.5 25.1 38.9 2 0 0 1,132.5269
M_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 21.90% SYELPDGQVITIGNER 239 254 52.7 28.2 44.6 2 0 0 1,790.8921
M_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 21.90% EITALAPSTMK 316 326 40.2 28.8 38.5 1 0 0 1,177.6135
M_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 9 14 21.90% QEYDESGPSIVHR 360 372 36.9 25.6 33.9 1 2 0 1,516.7027
M_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 12 21.90% VAPEEHPVLLTEAPLNPK 96 113 52.6 25.1 32.2 2 1 0 1,954.0646
M_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 12 21.90% LDLAGRDLTDYLMK 178 191 28.8 27.9 22.7 1 0 0 1,639.8364
M_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 12 21.90% DLTDYLMK 184 191 39.5 25.2 30.1 2 0 0 1,014.4815
M_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 12 21.90% GYSFTTTAER 197 206 55.3 25.0 47.9 2 0 0 1,132.5269
M_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 12 21.90% SYELPDGQVITIGNER 239 254 79.8 28.4 70.3 2 0 0 1,790.8921
M_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 12 21.90% EITALAPSTMK 316 326 32.9 29.2 20.3 1 0 0 1,161.6185
M_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 7 8 12 21.90% QEYDESGPSIVHR 360 372 23.0 26.0 15.8 1 0 0 1,516.7027
M_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 14 19.20% VAPEEHPVLLTEAPLNPK 96 113 51.0 25.0 30.7 2 1 0 1,954.0646
M_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 14 19.20% LDLAGRDLTDYLMK 178 191 31.6 27.9 20.2 0 2 0 1,639.8364
M_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 14 19.20% SYELPDGQVITIGNER 239 254 76.2 28.2 64.5 1 0 0 1,790.8921
M_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 14 19.20% EITALAPSTMK 316 326 43.2 29.0 25.2 4 0 0 1,161.6185
M_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 14 19.20% QEYDESGPSIVHR 360 372 44.4 25.9 39.8 2 2 0 1,516.7027
M_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 12 16.30% AVFPSIVGRPR 29 39 34.9 25.7 31.0 1 0 0 1,198.7055
M_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 12 16.30% VAPEEHPVLLTEAPLNPK 96 113 50.1 25.0 35.5 2 2 0 1,954.0646
M_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 12 16.30% DLTDYLMK 184 191 35.6 25.2 27.3 1 0 0 1,014.4815
M_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 12 16.30% EITALAPSTMK 316 326 46.4 28.8 36.1 2 0 0 1,177.6135
M_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 12 16.30% QEYDESGPSIVHR 360 372 57.0 25.6 51.7 2 2 0 1,516.7027



M_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 13 21.30% AVFPSIVGRPR 29 39 45.0 25.7 45.0 2 0 0 1,198.7055
M_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 13 21.30% VAPEEHPVLLTEAPLNPK 96 113 56.6 25.4 36.3 2 2 0 1,954.0646
M_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 13 21.30% LDLAGRDLTDYLMK 178 191 19.5 27.8 14.6 0 2 0 1,639.8364
M_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 13 21.30% GYSFTTTAER 197 206 50.0 25.0 40.4 2 0 0 1,132.5269
M_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 13 21.30% SYELPDGQVITIGNER 239 254 66.8 28.3 54.7 2 0 0 1,790.8921
M_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 13 21.30% EITALAPSTMK 316 326 34.2 28.8 28.3 1 0 0 1,177.6135
N_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.40% EITALAPSTMK 316 326 32.1 28.2 27.4 2 0 0 1,177.6135
N_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.40% QEYDESGPSIVHR 360 372 35.8 26.3 34.6 0 2 0 1,516.7027
N_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% GYSFTTTAER 197 206 35.3 25.2 35.3 2 0 0 1,132.5269
N_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.60% EITALAPSTMK 316 326 37.2 28.2 26.2 1 0 0 1,177.6135
N_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 12 22 28.50% AGFAGDDAPR 19 28 46.7 25.1 30.6 2 0 0 976.4484
N_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 12 22 28.50% AVFPSIVGRPR 29 39 44.7 25.9 38.2 2 0 0 1,198.7055
N_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 12 22 28.50% DSYVGDEAQSK 51 61 29.6 25.0 22.2 1 0 0 1,198.5223
N_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 12 22 28.50% VAPEEHPVLLTEAPLNPK 96 113 56.4 25.1 38.5 2 1 0 1,954.0646
N_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 12 22 28.50% LDLAGRDLTDYLMK 178 191 24.0 28.1 24.0 1 0 0 1,639.8364
N_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 12 22 28.50% DLTDYLMK 184 191 22.4 25.8 12.9 1 0 0 998.4865
N_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 12 22 28.50% GYSFTTTAER 197 206 67.3 25.2 56.9 4 0 0 1,132.5269
N_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 12 22 28.50% EITALAPSTMK 316 326 32.6 28.2 26.8 2 0 0 1,177.6135
N_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 12 22 28.50% IKIIAPPER 327 335 21.7 25.0 0.6 1 0 0 1,036.6515
N_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 12 22 28.50% QEYDESGPSIVHR 360 372 60.3 26.0 56.3 2 3 0 1,516.7027
N_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.27% AGFAGDDAPR 19 28 43.8 25.1 32.0 2 0 0 976.4484
N_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.27% GYSFTTTAER 197 206 26.4 25.2 22.8 2 0 0 1,132.5269
N_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 8.27% EITALAPSTMK 316 326 30.1 28.2 27.1 1 0 0 1,177.6135
N_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 11.20% VAPEEHPVLLTEAPLNPK 96 113 20.5 25.0 2.8 0 1 0 1,954.0646
N_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 11.20% EITALAPSTMK 316 326 43.5 28.8 36.2 2 0 0 1,177.6135
N_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 11.20% QEYDESGPSIVHR 360 372 47.5 25.8 39.5 0 2 0 1,516.7027
N_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 7 13.90% VAPEEHPVLLTEAPLNPK 96 113 33.2 25.1 11.2 0 1 0 1,954.0646
N_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 7 13.90% GYSFTTTAER 197 206 68.8 25.2 56.2 2 0 0 1,132.5269
N_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 7 13.90% EITALAPSTMK 316 326 41.3 29.5 30.5 3 0 0 1,161.6185
N_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 7 13.90% QEYDESGPSIVHR 360 372 27.6 25.9 24.9 0 1 0 1,516.7027
N_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.87% VAPEEHPVLLTEAPLNPK 96 113 26.9 25.0 4.1 0 1 0 1,954.0646
N_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.87% DLTDYLMK 184 191 38.1 25.5 35.7 2 0 0 1,014.4815
N_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 9.87% EITALAPSTMK 316 326 34.3 28.5 24.0 2 0 0 1,177.6135
N_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 10 13.90% VAPEEHPVLLTEAPLNPK 96 113 34.5 25.1 21.6 1 2 0 1,954.0646
N_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 10 13.90% GYSFTTTAER 197 206 40.7 25.2 34.5 2 0 0 1,132.5269
N_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 10 13.90% EITALAPSTMK 316 326 42.2 28.7 35.9 2 0 0 1,177.6135
N_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 6 10 13.90% QEYDESGPSIVHR 360 372 35.6 25.9 28.2 1 2 0 1,516.7027
N_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 6 6.40% EITALAPSTMK 316 326 30.2 28.5 25.5 4 0 0 1,177.6135
N_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 6 6.40% QEYDESGPSIVHR 360 372 25.8 25.9 25.8 0 2 0 1,516.7027
N_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 11.20% VAPEEHPVLLTEAPLNPK 96 113 33.4 25.1 22.9 1 0 0 1,954.0646
N_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 11.20% EITALAPSTMK 316 326 52.8 28.5 43.5 2 0 0 1,177.6135
N_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 5 11.20% QEYDESGPSIVHR 360 372 53.2 25.8 48.2 0 2 0 1,516.7027
N_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 6.40% EITALAPSTMK 316 326 37.4 29.0 33.8 1 0 0 1,177.6135
N_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 2 6.40% QEYDESGPSIVHR 360 372 33.0 25.9 30.4 0 1 0 1,516.7027
O_01 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.13% GYSFTTTAER 197 206 34.2 25.0 29.6 2 0 0 1,132.5269
O_01 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.13% QEYDESGPSIVHR 360 372 31.4 25.8 27.9 0 2 0 1,516.7027
O_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 4 5.60% AGFAGDDAPR 19 28 32.0 25.1 19.1 2 0 0 976.4484
O_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 4 5.60% EITALAPSTMK 316 326 30.3 29.5 26.4 2 0 0 1,161.6185
O_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% EITALAPSTMK 316 326 28.4 28.3 28.3 1 0 0 1,177.6135
O_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.40% QEYDESGPSIVHR 360 372 31.9 25.9 26.9 0 2 0 1,516.7027
O_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 15.20% VAPEEHPVLLTEAPLNPK 96 113 29.6 25.0 2.5 0 1 0 1,954.0646
O_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 15.20% GYSFTTTAER 197 206 53.1 25.2 38.7 2 0 0 1,132.5269
O_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 15.20% SYELPDGQVITIGNER 239 254 67.8 28.5 62.9 1 0 0 1,790.8921
O_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 15.20% QEYDESGPSIVHR 360 372 33.5 26.2 33.5 0 2 0 1,516.7027
O_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.80% LDLAGRDLTDYLMK 178 191 35.5 27.8 24.3 0 2 0 1,639.8364
O_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.80% GYSFTTTAER 197 206 44.7 25.2 39.0 2 0 0 1,132.5269
O_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.80% EITALAPSTMK 316 326 30.9 28.2 26.4 1 0 0 1,177.6135
O_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 12.80% QEYDESGPSIVHR 360 372 28.7 26.0 25.1 0 1 0 1,516.7027
O_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 16.30% VAPEEHPVLLTEAPLNPK 96 113 32.2 25.2 8.2 0 1 0 1,954.0646
O_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 16.30% LDLAGRDLTDYLMK 178 191 26.3 27.9 14.8 0 1 0 1,639.8364
O_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 16.30% SYELPDGQVITIGNER 239 254 68.8 28.3 59.0 2 0 0 1,790.8921
O_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 16.30% QEYDESGPSIVHR 360 372 22.2 25.8 15.4 0 2 0 1,516.7027
O_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 15 24 34.40% AGFAGDDAPR 19 28 27.2 25.6 22.1 1 0 0 976.4484
O_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 15 24 34.40% AVFPSIVGRPR 29 39 51.3 26.0 51.2 2 0 0 1,198.7055
O_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 15 24 34.40% VAPEEHPVLLTEAPLNPK 96 113 46.7 25.1 30.2 2 1 0 1,954.0646
O_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 15 24 34.40% LDLAGRDLTDYLMK 178 191 30.9 28.1 24.6 2 0 0 1,639.8364
O_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 15 24 34.40% DLTDYLMK 184 191 41.0 25.1 32.1 4 0 0 1,014.4815
O_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 15 24 34.40% ILTERGYSFTTTAER 192 206 22.1 28.7 18.5 0 1 0 1,744.8865
O_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 15 24 34.40% SYELPDGQVITIGNER 239 254 88.9 28.4 70.4 2 2 0 1,790.8921
O_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 15 24 34.40% DLYANTVLSGGTTMYPGIADR 292 312 88.0 27.0 88.0 2 0 0 2,231.0652
O_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 15 24 34.40% EITALAPSTMK 316 326 43.8 29.0 25.3 3 0 0 1,161.6185
O_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 10 15 24 34.40% QEYDESGPSIVHR 360 372 44.7 26.6 41.2 1 1 0 1,516.7027
O_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 15.50% AVFPSIVGRPR 29 39 25.7 25.9 25.7 1 0 0 1,198.7055
O_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 15.50% VAPEEHPVLLTEAPLNPK 96 113 41.3 25.0 0.5 0 2 0 1,954.0646
O_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 15.50% SYELPDGQVITIGNER 239 254 86.1 28.5 77.2 2 0 0 1,790.8921
O_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 7 15.50% QEYDESGPSIVHR 360 372 53.2 26.2 49.9 0 2 0 1,516.7027
O_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 10 13.90% VAPEEHPVLLTEAPLNPK 96 113 41.5 25.0 7.6 0 2 0 1,954.0646
O_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 10 13.90% GYSFTTTAER 197 206 55.2 25.5 46.6 2 0 0 1,132.5269
O_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 10 13.90% EITALAPSTMK 316 326 37.6 28.7 21.4 4 0 0 1,161.6185
O_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 10 13.90% QEYDESGPSIVHR 360 372 35.8 26.0 32.9 0 2 0 1,516.7027
O_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 5 9.33% LDLAGRDLTDYLMK 178 191 23.5 28.2 16.6 0 1 0 1,639.8364
O_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 5 9.33% GYSFTTTAER 197 206 42.3 25.2 35.0 2 0 0 1,132.5269
O_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 5 9.33% EITALAPSTMK 316 326 32.4 29.5 21.2 2 0 0 1,161.6185
O_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.13% GYSFTTTAER 197 206 44.2 25.2 34.8 2 0 0 1,132.5269
O_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 6.13% QEYDESGPSIVHR 360 372 33.5 25.9 33.5 0 1 0 1,516.7027
O_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 8 13.60% LDLAGRDLTDYLMK 178 191 31.7 27.9 18.3 0 2 0 1,639.8364
O_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 8 13.60% GYSFTTTAER 197 206 69.7 25.2 57.8 2 0 0 1,132.5269
O_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 8 13.60% SYELPDGQVITIGNER 239 254 78.3 28.5 72.4 2 0 0 1,790.8921
O_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 8 13.60% EITALAPSTMK 316 326 39.5 28.2 29.8 2 0 0 1,177.6135
O_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 7 18.10% VAPEEHPVLLTEAPLNPK 96 113 35.2 25.0 9.8 0 1 0 1,954.0646
O_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 7 18.10% GYSFTTTAER 197 206 44.7 25.0 40.2 2 0 0 1,132.5269
O_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 7 18.10% SYELPDGQVITIGNER 239 254 54.0 28.4 45.8 1 0 0 1,790.8921
O_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 7 18.10% EITALAPSTMK 316 326 34.6 28.8 27.7 2 0 0 1,177.6135
O_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 7 18.10% QEYDESGPSIVHR 360 372 28.0 25.7 27.5 0 1 0 1,516.7027
O_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 15.50% VAPEEHPVLLTEAPLNPK 96 113 44.2 25.0 12.9 0 1 0 1,954.0646
O_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 15.50% SYELPDGQVITIGNER 239 254 89.3 28.4 79.2 1 0 0 1,790.8921
O_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 15.50% EITALAPSTMK 316 326 25.9 28.8 20.2 2 0 0 1,177.6135
O_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 6 15.50% QEYDESGPSIVHR 360 372 34.5 25.8 29.4 0 2 0 1,516.7027
P_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.87% AVFPSIVGRPR 29 39 22.9 25.9 14.1 1 0 0 1,198.7055
P_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 5.87% EITALAPSTMK 316 326 40.4 28.3 36.6 2 0 0 1,177.6135
P_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 7.73% VAPEEHPVLLTEAPLNPK 96 113 28.9 25.0 1.6 0 2 0 1,954.0646
P_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 3 7.73% EITALAPSTMK 316 326 29.9 28.8 25.8 1 0 0 1,177.6135
P_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 14.90% VAPEEHPVLLTEAPLNPK 96 113 24.9 25.1 2.6 0 1 0 1,954.0646
P_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 14.90% LDLAGRDLTDYLMK 178 191 20.2 28.1 12.2 0 1 0 1,639.8364
P_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 14.90% EITALAPSTMK 316 326 30.7 28.8 24.6 1 0 0 1,177.6135
P_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 4 5 14.90% QEYDESGPSIVHR 360 372 43.8 26.2 43.8 0 2 0 1,516.7027
P_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 7 11.20% VAPEEHPVLLTEAPLNPK 96 113 51.7 25.1 37.5 2 1 0 1,954.0646
P_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 7 11.20% EITALAPSTMK 316 326 26.1 29.5 18.4 1 0 0 1,161.6185
P_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 7 11.20% QEYDESGPSIVHR 360 372 31.5 26.0 29.6 1 2 0 1,516.7027
P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% AGFAGDDAPR 19 28 46.4 25.5 33.7 2 0 0 976.4484
P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% AVFPSIVGRPR 29 39 52.2 25.9 43.8 2 0 0 1,198.7055
P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% DSYVGDEAQSK 51 61 38.7 25.0 31.1 1 0 0 1,198.5223



P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% IWHHTFYNELR 85 95 27.0 27.6 25.7 0 2 0 1,515.7491
P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% VAPEEHPVLLTEAPLNPK 96 113 68.7 25.0 47.8 2 2 0 1,954.0646
P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% LDLAGRDLTDYLMK 178 191 38.2 27.9 29.3 2 1 0 1,639.8364
P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% DLTDYLMK 184 191 29.2 25.8 17.8 2 0 0 998.4865
P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% GYSFTTTAER 197 206 51.3 25.2 42.8 3 0 0 1,132.5269
P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% SYELPDGQVITIGNER 239 254 92.8 28.4 74.4 2 2 0 1,790.8921
P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% MQKEITALAPSTMK 313 326 22.1 28.0 14.5 0 1 0 1,580.8025
P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% EITALAPSTMK 316 326 27.1 28.5 24.6 2 0 0 1,177.6135
P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% QEYDESGPSIVHR 360 372 47.6 26.2 41.5 1 2 0 1,516.7027
P_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 13 17 30 34.40% QEYDESGPSIVHRK 360 373 21.9 27.3 16.6 0 1 0 1,644.7977
P_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 10 21.90% AVFPSIVGRPR 29 39 31.4 25.9 29.4 1 0 0 1,198.7055
P_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 10 21.90% VAPEEHPVLLTEAPLNPK 96 113 33.6 25.0 8.7 1 1 0 1,954.0646
P_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 10 21.90% LDLAGRDLTDYLMK 178 191 25.0 28.1 11.2 0 1 0 1,639.8364
P_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 10 21.90% GYSFTTTAER 197 206 57.5 25.2 49.6 2 0 0 1,132.5269
P_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 10 21.90% SYELPDGQVITIGNER 239 254 75.7 28.2 64.7 2 0 0 1,790.8921
P_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 7 10 21.90% QEYDESGPSIVHR 360 372 41.2 26.1 38.6 0 2 0 1,516.7027
P_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 7 11.20% VAPEEHPVLLTEAPLNPK 96 113 38.9 25.1 7.9 1 2 0 1,954.0646
P_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 7 11.20% EITALAPSTMK 316 326 34.3 29.0 28.8 2 0 0 1,177.6135
P_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 7 11.20% QEYDESGPSIVHR 360 372 38.9 26.0 33.9 0 2 0 1,516.7027
P_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 6 14.90% VAPEEHPVLLTEAPLNPK 96 113 38.1 25.0 6.8 1 1 0 1,954.0646
P_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 6 14.90% LDLAGRDLTDYLMK 178 191 18.8 28.1 5.7 0 1 0 1,639.8364
P_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 6 14.90% EITALAPSTMK 316 326 33.5 29.0 24.2 2 0 0 1,177.6135
P_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 6 14.90% QEYDESGPSIVHR 360 372 26.4 26.0 23.9 1 0 0 1,516.7027
P_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 14 17.90% AVFPSIVGRPR 29 39 19.4 25.9 19.4 2 0 0 1,198.7055
P_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 14 17.90% VAPEEHPVLLTEAPLNPK 96 113 43.3 25.0 25.1 2 1 0 1,954.0646
P_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 14 17.90% LDLAGRDLTDYLMK 178 191 28.6 28.1 14.6 1 2 0 1,639.8364
P_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 14 17.90% EITALAPSTMK 316 326 38.6 28.7 29.5 4 0 0 1,177.6135
P_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 14 17.90% QEYDESGPSIVHR 360 372 33.9 26.1 28.3 2 0 0 1,516.7027
P_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 6 10 11.20% VAPEEHPVLLTEAPLNPK 96 113 48.8 25.1 32.2 2 1 0 1,954.0646
P_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 6 10 11.20% EITALAPSTMK 316 326 40.7 28.8 31.0 3 0 0 1,177.6135
P_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 6 10 11.20% QEYDESGPSIVHR 360 372 54.8 26.0 48.9 2 2 0 1,516.7027
P_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 18.40% AVFPSIVGRPR 29 39 31.4 25.9 31.4 2 0 0 1,198.7055
P_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 18.40% VAPEEHPVLLTEAPLNPK 96 113 48.1 25.0 38.8 2 2 0 1,954.0646
P_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 18.40% SYELPDGQVITIGNER 239 254 47.5 28.4 38.8 1 0 0 1,790.8921
P_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 18.40% EITALAPSTMK 316 326 34.1 28.5 31.0 2 0 0 1,177.6135
P_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 6 11 18.40% QEYDESGPSIVHR 360 372 33.7 26.3 30.8 0 2 0 1,516.7027
P_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 3 7.73% VAPEEHPVLLTEAPLNPK 96 113 20.5 25.0 17.4 1 1 0 1,954.0646
P_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 3 3 7.73% EITALAPSTMK 316 326 34.3 28.8 24.6 1 0 0 1,161.6185
Q_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 8 9.33% AVFPSIVGRPR 29 39 27.9 25.9 23.8 1 0 0 1,198.7055
Q_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 8 9.33% EITALAPSTMK 316 326 41.8 28.3 32.2 4 0 0 1,177.6135
Q_02 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 5 8 9.33% QEYDESGPSIVHR 360 372 39.0 25.9 28.3 1 2 0 1,516.7027
Q_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.33% AVFPSIVGRPR 29 39 24.0 25.9 23.6 1 0 0 1,198.7055
Q_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.33% EITALAPSTMK 316 326 25.7 28.2 19.9 1 0 0 1,177.6135
Q_03 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 3 4 9.33% QEYDESGPSIVHR 360 372 49.6 26.0 46.6 0 2 0 1,516.7027
Q_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.40% EITALAPSTMK 316 326 39.5 28.5 36.4 2 0 0 1,177.6135
Q_04 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 2 2 4 6.40% QEYDESGPSIVHR 360 372 39.1 25.9 36.8 0 2 0 1,516.7027
Q_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 17.10% AVFPSIVGRPR 29 39 24.9 26.0 23.2 1 0 0 1,198.7055
Q_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 17.10% VAPEEHPVLLTEAPLNPK 96 113 44.5 25.0 24.4 2 0 0 1,954.0646
Q_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 17.10% LDLAGRDLTDYLMK 178 191 25.0 27.9 11.9 0 2 0 1,639.8364
Q_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 17.10% GYSFTTTAER 197 206 54.3 25.5 42.0 2 0 0 1,132.5269
Q_05 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 5 9 17.10% EITALAPSTMK 316 326 42.6 29.0 25.3 2 0 0 1,161.6185
Q_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 13 21.90% VAPEEHPVLLTEAPLNPK 96 113 40.0 25.0 7.2 2 1 0 1,954.0646
Q_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 13 21.90% LDLAGRDLTDYLMK 178 191 31.0 28.0 23.6 2 2 0 1,639.8364
Q_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 13 21.90% GYSFTTTAER 197 206 45.0 25.5 38.9 1 0 0 1,132.5269
Q_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 13 21.90% SYELPDGQVITIGNER 239 254 102.0 28.5 89.3 2 0 0 1,790.8921
Q_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 13 21.90% EITALAPSTMK 316 326 47.3 28.8 29.9 2 0 0 1,161.6185
Q_06 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 13 21.90% QEYDESGPSIVHR 360 372 36.9 26.3 31.9 1 0 0 1,516.7027
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% AGFAGDDAPR 19 28 40.7 25.6 30.0 2 0 0 976.4484
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% AVFPSIVGRPR 29 39 43.4 26.0 39.0 1 0 0 1,198.7055
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% HQGVMVGMGQK 40 50 46.5 26.1 18.6 3 0 0 1,187.5662
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% HQGVMVGMGQKDSYVGDEAQSK 40 61 20.4 25.0 15.1 0 1 0 2,383.0656
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% DSYVGDEAQSK 51 61 44.8 25.0 40.2 2 0 0 1,198.5223
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% IWHHTFYNELR 85 95 44.3 27.5 38.5 0 2 0 1,515.7491
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% VAPEEHPVLLTEAPLNPK 96 113 45.9 25.1 16.1 0 2 0 1,954.0646
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% LDLAGRDLTDYLMK 178 191 51.5 28.1 38.4 4 3 0 1,639.8364
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% DLTDYLMK 184 191 35.4 25.9 25.2 4 0 0 998.4865
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% GYSFTTTAER 197 206 54.8 25.5 43.7 1 0 0 1,132.5269
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% SYELPDGQVITIGNER 239 254 97.1 28.5 81.4 2 2 0 1,790.8921
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% KDLYANTVLSGGTTMYPGIADR 291 312 52.0 27.6 51.6 0 1 0 2,359.1602
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% DLYANTVLSGGTTMYPGIADR 292 312 96.2 26.9 96.2 2 0 0 2,231.0652
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% EITALAPSTMK 316 326 27.7 29.0 23.7 3 0 0 1,177.6135
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% IKIIAPPER 327 335 31.9 25.0 17.6 1 0 0 1,036.6515
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% QEYDESGPSIVHR 360 372 51.0 26.0 48.4 0 1 0 1,516.7027
Q_07 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 17 23 38 44.80% QEYDESGPSIVHRK 360 373 30.5 27.2 24.1 0 1 0 1,644.7977
Q_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 8 20.80% AGFAGDDAPR 19 28 18.7 25.1 17.9 1 0 0 976.4484
Q_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 8 20.80% VAPEEHPVLLTEAPLNPK 96 113 23.3 25.1 4.0 0 1 0 1,954.0646
Q_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 8 20.80% GYSFTTTAER 197 206 66.0 25.2 54.6 2 0 0 1,132.5269
Q_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 8 20.80% SYELPDGQVITIGNER 239 254 56.4 28.2 43.5 1 0 0 1,790.8921
Q_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 8 20.80% EITALAPSTMK 316 326 48.8 28.8 41.4 1 0 0 1,177.6135
Q_08 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 6 8 20.80% QEYDESGPSIVHR 360 372 53.0 25.9 50.3 0 2 0 1,516.7027
Q_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 6 15.50% VAPEEHPVLLTEAPLNPK 96 113 39.7 25.0 28.6 1 0 0 1,954.0646
Q_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 6 15.50% SYELPDGQVITIGNER 239 254 67.6 28.4 50.0 1 0 0 1,790.8921
Q_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 6 15.50% EITALAPSTMK 316 326 25.4 28.5 13.9 2 0 0 1,177.6135
Q_09 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 6 15.50% QEYDESGPSIVHR 360 372 25.5 26.0 25.5 1 1 0 1,516.7027
Q_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 6 11.20% VAPEEHPVLLTEAPLNPK 96 113 29.7 25.0 6.5 0 2 0 1,954.0646
Q_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 6 11.20% EITALAPSTMK 316 326 32.7 28.2 24.1 1 0 0 1,177.6135
Q_10 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 6 11.20% QEYDESGPSIVHR 360 372 39.9 26.3 37.9 1 2 0 1,516.7027
Q_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 5 10.40% VAPEEHPVLLTEAPLNPK 96 113 26.1 25.0 16.2 1 1 0 1,954.0646
Q_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 5 10.40% DLTDYLMK 184 191 33.8 25.0 28.2 2 0 0 1,014.4815
Q_11 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 3 4 5 10.40% QEYDESGPSIVHR 360 372 34.7 26.3 27.7 1 0 0 1,516.7027
Q_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 12 16.80% AGFAGDDAPR 19 28 27.2 25.1 15.8 1 0 0 976.4484
Q_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 12 16.80% VAPEEHPVLLTEAPLNPK 96 113 55.9 25.1 40.3 2 2 0 1,954.0646
Q_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 12 16.80% GYSFTTTAER 197 206 67.6 25.4 58.7 1 0 0 1,132.5269
Q_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 12 16.80% EITALAPSTMK 316 326 49.0 28.8 41.8 3 0 0 1,177.6135
Q_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 12 16.80% QEYDESGPSIVHR 360 372 40.3 26.0 35.0 2 0 0 1,516.7027
Q_12 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 6 8 12 16.80% QEYDESGPSIVHRK 360 373 22.6 27.3 8.3 0 1 0 1,644.7977
Q_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 12 16.80% AVFPSIVGRPR 29 39 40.5 25.9 32.2 1 0 0 1,198.7055
Q_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 12 16.80% VAPEEHPVLLTEAPLNPK 96 113 56.9 25.0 40.2 2 1 0 1,954.0646
Q_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 12 16.80% GYSFTTTAER 197 206 22.5 25.2 18.5 1 0 0 1,132.5269
Q_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 12 16.80% EITALAPSTMK 316 326 42.8 28.7 20.1 4 0 0 1,161.6185
Q_13 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 12 16.80% QEYDESGPSIVHR 360 372 32.3 25.8 30.3 2 1 0 1,516.7027
Q_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 13 16.80% AVFPSIVGRPR 29 39 23.0 25.9 18.0 1 0 0 1,198.7055
Q_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 13 16.80% VAPEEHPVLLTEAPLNPK 96 113 51.8 25.0 36.0 2 2 0 1,954.0646
Q_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 13 16.80% GYSFTTTAER 197 206 67.6 25.2 58.7 2 0 0 1,132.5269
Q_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 13 16.80% EITALAPSTMK 316 326 39.9 28.7 27.7 3 0 0 1,161.6185
Q_14 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 8 13 16.80% QEYDESGPSIVHR 360 372 42.9 26.2 35.7 1 2 0 1,516.7027
Q_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 13 16.80% AVFPSIVGRPR 29 39 28.1 25.9 21.4 1 0 0 1,198.7055
Q_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 13 16.80% VAPEEHPVLLTEAPLNPK 96 113 42.2 25.0 30.6 2 2 0 1,954.0646
Q_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 13 16.80% GYSFTTTAER 197 206 71.6 25.5 63.5 2 0 0 1,132.5269
Q_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 13 16.80% EITALAPSTMK 316 326 39.3 28.6 21.4 4 0 0 1,161.6185
Q_15 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 5 7 13 16.80% QEYDESGPSIVHR 360 372 40.7 25.9 38.4 0 2 0 1,516.7027
Q_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 15.20% VAPEEHPVLLTEAPLNPK 96 113 48.3 25.0 32.9 2 1 0 1,954.0646



Q_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 15.20% GYSFTTTAER 197 206 46.2 25.2 34.1 2 0 0 1,132.5269
Q_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 15.20% SYELPDGQVITIGNER 239 254 76.2 28.3 62.7 2 0 0 1,790.8921
Q_16 Actin, cytoplasmic 1 ACTB_HUMAN 41,803 4 5 9 15.20% QEYDESGPSIVHR 360 372 35.9 25.8 28.3 0 2 0 1,516.7027
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% DLLLDPAWEK 22 31 46.7 26.9 18.3 2 0 0 1,199.6309
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% KTFTAWCNSHLR 35 46 28.7 27.7 17.1 1 0 0 1,520.7427
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% TFTAWCNSHLR 36 46 32.0 25.0 23.1 2 0 0 1,392.6477
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% FAIQDISVEETSAK 134 147 91.3 27.7 66.7 2 0 0 1,537.7745
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% EGLLLWCQR 148 156 43.8 27.6 31.1 2 0 0 1,174.6039
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% DGLGFCALIHR 175 185 47.5 26.9 35.2 2 0 0 1,258.6363
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% HRPELIDYGK 186 195 30.0 26.6 20.9 2 0 0 1,227.6482
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% KDDPLTNLNTAFDVAEK 198 214 79.0 28.1 70.4 2 0 0 1,890.9446
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% DDPLTNLNTAFDVAEK 199 214 70.6 26.7 62.7 2 0 0 1,762.8496
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% MLDAEDIVGTARPDEK 221 236 90.8 26.7 80.4 4 0 0 1,775.8484
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% VLAVNQENEQLMEDYEK 265 281 91.0 25.0 91.0 2 2 0 2,067.9541
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% LASDLLEWIR 282 291 75.8 27.8 47.9 2 0 0 1,215.6733
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% CQLEINFNTLQTK 332 344 91.0 28.0 85.0 2 0 0 1,608.8052
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% LSNRPAFMPSEGR 347 359 49.0 27.8 37.0 0 3 0 1,477.7217
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% ASIHEAWTDGK 403 413 46.4 25.0 42.3 2 0 0 1,214.5801
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% QKDYETATLSEIK 419 431 53.0 27.7 38.2 2 2 0 1,525.7746
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% DYETATLSEIK 421 431 63.3 26.3 53.0 2 0 0 1,269.6210
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% KHEAFESDLAAHQDR 436 450 68.7 25.7 59.1 2 1 0 1,753.8253
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% HEAFESDLAAHQDR 437 450 75.7 25.0 66.2 2 2 0 1,625.7303
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% ICDQWDNLGALTQK 479 492 78.1 26.2 70.5 2 0 0 1,661.7955
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% LAILGIHNEVSK 566 577 67.4 25.0 61.1 2 0 0 1,293.7526
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% ISIEMHGTLEDQLSHLR 656 672 25.2 27.4 19.5 0 0 1 1,994.9967
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% TINEVENQILTR 727 738 60.1 28.3 43.6 2 0 0 1,429.7646
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% GISQEQMNEFR 742 752 47.2 25.0 37.2 2 0 0 1,354.6057
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% DHSGTLGPEEFK 761 772 49.0 25.0 40.6 2 0 0 1,316.6119
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% ETADTDTADQVMASFK 819 834 126.0 25.0 116.0 4 1 0 1,745.7537
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% ILAGDKNYITMDELR 835 849 71.1 27.4 60.1 2 0 0 1,767.8949
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% NYITMDELR 841 849 26.1 25.0 21.8 1 0 0 1,170.5461
A_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 16 21 39 35.10% ELPPDQAEYCIAR 851 863 45.8 25.0 38.9 3 2 0 1,561.7317
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% DLLLDPAWEK 22 31 48.4 26.9 20.5 2 0 0 1,199.6309
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% TFTAWCNSHLR 36 46 34.0 25.5 26.7 1 0 0 1,392.6477
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% AGTQIENIEEDFR 48 60 22.6 25.8 22.6 1 0 0 1,521.7181
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% FAIQDISVEETSAK 134 147 82.0 27.2 68.8 2 0 0 1,537.7745
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% EGLLLWCQR 148 156 45.2 27.6 24.3 2 0 0 1,174.6039
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% MLDAEDIVGTARPDEK 221 236 31.3 26.8 16.3 1 0 0 1,775.8484
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% CQLEINFNTLQTK 332 344 64.9 28.0 58.6 2 0 0 1,608.8052
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% DYETATLSEIK 421 431 44.0 26.6 39.3 2 0 0 1,269.6210
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% KHEAFESDLAAHQDR 436 450 33.9 25.7 20.5 0 2 0 1,753.8253
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% TINEVENQILTR 727 738 60.5 28.3 45.6 2 0 0 1,429.7646
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% GISQEQMNEFR 742 752 35.4 25.0 27.9 2 0 0 1,354.6057
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% ETADTDTADQVMASFK 819 834 76.9 25.0 74.0 2 0 0 1,745.7537
A_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 5 8 18.40% ELPPDQAEYCIAR 851 863 46.5 25.2 40.4 1 0 0 1,561.7317
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% TFTAWCNSHLR 36 46 33.1 25.4 26.5 2 0 0 1,392.6477
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% KAGTQIENIEEDFR 47 60 24.0 27.2 24.0 0 1 0 1,649.8131
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% FAIQDISVEETSAK 134 147 77.7 27.3 54.0 1 2 0 1,537.7745
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% EGLLLWCQR 148 156 46.7 27.6 27.3 2 0 0 1,174.6039
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% DGLGFCALIHR 175 185 45.3 27.2 33.0 2 0 0 1,258.6363
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% HRPELIDYGK 186 195 41.7 26.5 34.6 2 0 0 1,227.6482
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% KDDPLTNLNTAFDVAEK 198 214 57.0 27.7 50.3 2 0 0 1,890.9446
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% DDPLTNLNTAFDVAEK 199 214 73.3 27.0 66.5 2 0 0 1,762.8496
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% MLDAEDIVGTARPDEK 221 236 65.1 26.7 57.2 3 0 0 1,775.8484
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% VLAVNQENEQLMEDYEK 265 281 88.2 25.3 88.2 2 2 0 2,067.9541
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% LASDLLEWIR 282 291 74.6 27.5 35.5 2 0 0 1,215.6733
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% CQLEINFNTLQTK 332 344 78.2 28.0 69.2 2 0 0 1,608.8052
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% LSNRPAFMPSEGR 347 359 50.3 27.6 35.5 1 3 0 1,477.7217
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% ASIHEAWTDGK 403 413 38.0 25.0 37.7 2 0 0 1,214.5801
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% QKDYETATLSEIK 419 431 39.9 27.6 16.4 0 2 0 1,525.7746
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% KHEAFESDLAAHQDR 436 450 65.8 25.9 55.2 2 2 0 1,753.8253
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% HEAFESDLAAHQDR 437 450 61.3 25.0 61.3 2 2 0 1,625.7303
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% LAILGIHNEVSK 566 577 62.4 25.0 53.9 2 0 0 1,293.7526
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% TINEVENQILTR 727 738 61.5 28.4 47.8 2 0 0 1,429.7646
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% GISQEQMNEFR 742 752 37.9 25.0 31.1 2 0 0 1,354.6057
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% DHSGTLGPEEFK 761 772 47.8 25.0 42.9 2 0 0 1,316.6119
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% IMSIVDPNR 795 803 44.4 28.0 27.1 2 0 0 1,044.5507
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% ETADTDTADQVMASFK 819 834 99.2 25.0 96.0 4 1 0 1,729.7587
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% ILAGDKNYITMDELR 835 849 58.5 27.6 49.5 2 2 0 1,767.8949
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% NYITMDELR 841 849 22.5 25.0 17.2 2 0 0 1,170.5461
B_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 15 21 37 33.00% ELPPDQAEYCIAR 851 863 44.9 25.4 40.3 4 0 0 1,561.7317
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% TFTAWCNSHLR 36 46 45.5 25.4 37.3 2 2 0 1,392.6477
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% FAIQDISVEETSAK 134 147 52.3 27.3 36.8 2 2 0 1,537.7745
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% EGLLLWCQR 148 156 44.7 28.4 27.8 2 0 0 1,174.6039
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% HRPELIDYGK 186 195 24.5 26.5 18.4 1 0 0 1,227.6482
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% VLAVNQENEQLMEDYEK 265 281 69.9 25.0 69.9 1 0 0 2,067.9541
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% LASDLLEWIR 282 291 79.8 28.0 37.4 2 0 0 1,215.6733
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% CQLEINFNTLQTK 332 344 75.5 28.0 71.5 2 0 0 1,608.8052
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% KHEAFESDLAAHQDR 436 450 23.7 26.1 15.6 0 2 0 1,753.8253
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% HEAFESDLAAHQDR 437 450 60.4 25.0 59.9 0 2 0 1,625.7303
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% ICDQWDNLGALTQK 479 492 58.8 27.1 53.6 2 0 0 1,661.7955
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% TINEVENQILTR 727 738 60.0 28.2 43.5 2 0 0 1,429.7646
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% GISQEQMNEFR 742 752 29.5 25.0 23.6 2 0 0 1,354.6057
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% ETADTDTADQVMASFK 819 834 104.0 25.0 90.6 3 0 0 1,745.7537
B_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 5 6 9 18.50% ELPPDQAEYCIAR 851 863 60.4 25.4 54.9 2 0 0 1,561.7317
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% KTFTAWCNSHLR 35 46 38.1 27.5 38.1 0 1 0 1,520.7427
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% TFTAWCNSHLR 36 46 25.1 25.0 21.4 0 1 0 1,392.6477
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% AGTQIENIEEDFR 48 60 35.1 25.8 26.3 1 0 0 1,521.7181
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% FAIQDISVEETSAK 134 147 75.3 27.7 56.9 2 2 0 1,537.7745
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% EGLLLWCQR 148 156 44.8 28.1 15.6 2 0 0 1,174.6039
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% DGLGFCALIHR 175 185 29.5 26.9 22.6 2 0 0 1,258.6363
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% HRPELIDYGK 186 195 29.5 25.9 22.7 2 0 0 1,227.6482
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% MLDAEDIVGTARPDEK 221 236 53.2 26.5 37.5 2 2 0 1,775.8484
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% VLAVNQENEQLMEDYEK 265 281 70.0 25.0 70.0 1 0 0 2,067.9541
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% CQLEINFNTLQTK 332 344 53.1 27.9 43.5 2 0 0 1,608.8052
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% LSNRPAFMPSEGR 347 359 27.3 27.8 15.3 1 2 0 1,477.7217
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% ASIHEAWTDGK 403 413 30.2 25.0 24.2 1 0 0 1,214.5801
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% QKDYETATLSEIK 419 431 58.4 27.5 45.0 2 0 0 1,525.7746
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% DYETATLSEIK 421 431 65.3 26.3 52.2 2 0 0 1,269.6210
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% KHEAFESDLAAHQDR 436 450 24.9 25.8 16.4 0 1 0 1,753.8253
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% HEAFESDLAAHQDR 437 450 32.7 25.0 29.1 0 2 0 1,625.7303
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% ICDQWDNLGALTQK 479 492 46.1 26.2 36.7 2 0 0 1,661.7955
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% LAILGIHNEVSK 566 577 45.9 25.0 40.8 2 0 0 1,293.7526
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% TINEVENQILTR 727 738 68.2 28.4 46.8 2 0 0 1,429.7646
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% GISQEQMNEFR 742 752 31.0 25.0 31.0 1 0 0 1,354.6057
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% DHSGTLGPEEFK 761 772 42.0 25.0 42.0 2 0 0 1,316.6119
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% ETADTDTADQVMASFK 819 834 106.0 25.0 98.9 2 0 0 1,745.7537
C_21 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 13 23 28.80% ELPPDQAEYCIAR 851 863 36.7 25.0 34.0 2 0 0 1,561.7317
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% KTFTAWCNSHLR 35 46 35.6 27.5 28.6 0 2 0 1,520.7427
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% TFTAWCNSHLR 36 46 33.2 25.0 23.7 2 0 0 1,392.6477
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% LVSIGAEEIVDGNVK 107 121 51.2 28.0 43.5 2 0 0 1,542.8375
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% FAIQDISVEETSAK 134 147 85.3 27.7 64.0 2 2 0 1,537.7745



C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% EGLLLWCQR 148 156 60.9 27.9 33.4 2 0 0 1,174.6039
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% HRPELIDYGK 186 195 23.2 26.6 16.2 1 0 0 1,227.6482
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% MLDAEDIVGTARPDEK 221 236 51.1 26.7 42.7 2 0 0 1,775.8484
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% CQLEINFNTLQTK 332 344 58.5 27.8 54.4 2 0 0 1,608.8052
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% LSNRPAFMPSEGR 347 359 30.0 27.8 12.9 0 1 0 1,477.7217
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% QKDYETATLSEIK 419 431 52.4 27.4 33.0 2 0 0 1,525.7746
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% DYETATLSEIK 421 431 35.5 26.4 26.0 2 0 0 1,269.6210
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% KHEAFESDLAAHQDR 436 450 22.0 25.9 17.9 0 1 0 1,753.8253
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% HEAFESDLAAHQDR 437 450 30.4 25.0 30.4 0 1 0 1,625.7303
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% LAILGIHNEVSK 566 577 48.8 25.0 40.9 1 0 0 1,293.7526
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% TINEVENQILTR 727 738 64.2 28.4 51.4 2 0 0 1,429.7646
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% GISQEQMNEFR 742 752 42.9 25.0 37.9 2 0 0 1,354.6057
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% ETADTDTADQVMASFK 819 834 76.6 25.0 65.0 2 0 0 1,745.7537
C_22 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 8 14 21.70% ELPPDQAEYCIAR 851 863 23.9 25.2 21.1 2 0 0 1,561.7317
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% AGTQIENIEEDFR 48 60 49.9 25.5 46.5 2 0 0 1,521.7181
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% FAIQDISVEETSAK 134 147 70.3 28.2 58.7 2 2 0 1,537.7745
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% MLDAEDIVGTARPDEK 221 236 29.1 26.9 18.4 0 1 0 1,759.8534
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% AIMTYVSSFYHAFSGAQK 237 254 33.7 26.3 27.7 0 1 0 2,023.9582
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% VLAVNQENEQLMEDYEK 265 281 36.3 25.0 33.3 0 1 0 2,067.9541
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% LASDLLEWIR 282 291 52.0 28.3 33.2 1 0 0 1,215.6733
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% GYEEWLLNEIR 377 387 30.9 27.3 0.0 1 0 0 1,421.7060
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% ASIHEAWTDGK 403 413 24.0 25.0 16.9 1 0 0 1,214.5801
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% DYETATLSEIK 421 431 51.8 26.2 37.0 2 0 0 1,269.6210
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% LAILGIHNEVSK 566 577 56.5 25.0 53.5 2 0 0 1,293.7526
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% VGWEQLLTTIAR 715 726 77.8 27.6 66.7 1 0 0 1,386.7741
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% TINEVENQILTR 727 738 43.6 28.4 14.6 0 1 0 1,429.7646
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% GISQEQMNEFR 742 752 42.2 25.0 42.2 4 0 0 1,338.6107
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% DHSGTLGPEEFK 761 772 21.2 25.0 20.6 1 0 0 1,316.6119
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% ACLISLGYDIGNDPQGEAEFAR 773 794 68.6 25.0 68.0 0 1 0 2,396.1190
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% IMSIVDPNR 795 803 30.8 27.6 24.4 2 0 0 1,044.5507
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% ETADTDTADQVMASFK 819 834 75.8 25.0 75.8 1 0 0 1,745.7537
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% ILAGDKNYITMDELR 835 849 33.9 27.7 25.3 0 1 0 1,767.8949
D_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 11 12 18 28.60% ELPPDQAEYCIAR 851 863 25.8 25.0 22.7 2 0 0 1,561.7317
E_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 13.00% DLLLDPAWEK 22 31 24.8 26.7 19.2 1 0 0 1,199.6309
E_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 13.00% LVSIGAEEIVDGNVK 107 121 82.6 27.8 79.5 2 0 0 1,542.8375
E_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 13.00% FAIQDISVEETSAK 134 147 69.9 27.9 52.2 2 0 0 1,537.7745
E_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 13.00% MLDAEDIVGTARPDEK 221 236 33.5 26.9 27.2 0 1 0 1,759.8534
E_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 13.00% LSNRPAFMPSEGR 347 359 26.8 27.8 16.8 0 1 0 1,477.7217
E_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 13.00% LAILGIHNEVSK 566 577 53.5 25.0 51.9 2 0 0 1,293.7526
E_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 13.00% TINEVENQILTR 727 738 59.3 28.3 42.5 2 0 0 1,429.7646
E_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 13.00% GISQEQMNEFR 742 752 42.5 25.0 36.7 2 0 0 1,354.6057
E_27 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 13.00% ELPPDQAEYCIAR 851 863 22.4 25.0 19.4 1 0 0 1,561.7317
H_17 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 2 8.18% DLLLDPAWEK 22 31 31.0 26.9 15.3 1 0 0 1,199.6309
H_17 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 2 8.18% FAIQDISVEETSAK 134 147 54.3 26.9 53.9 1 0 0 1,537.7745
H_17 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 2 8.18% EGLLLWCQR 148 156 23.0 28.4 4.6 1 0 0 1,174.6039
H_17 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 2 8.18% MLDAEDIVGTARPDEK 221 236 24.9 27.1 12.6 0 1 0 1,759.8534
H_17 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 2 8.18% LAILGIHNEVSK 566 577 30.3 25.0 30.3 1 0 0 1,293.7526
H_17 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 2 8.18% TINEVENQILTR 727 738 60.6 28.2 45.5 2 0 0 1,429.7646
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% DLLLDPAWEK 22 31 42.9 26.9 16.0 2 0 0 1,199.6309
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% TFTAWCNSHLR 36 46 51.2 25.4 42.0 2 0 0 1,392.6477
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% EGLLLWCQR 148 156 36.4 28.3 22.7 2 0 0 1,174.6039
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% DGLGFCALIHR 175 185 29.6 27.5 21.4 1 0 0 1,258.6363
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% MLDAEDIVGTARPDEK 221 236 46.7 27.0 38.7 2 3 0 1,759.8534
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% CQLEINFNTLQTK 332 344 80.5 28.0 70.9 2 0 0 1,608.8052
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% QKDYETATLSEIK 419 431 37.0 27.6 20.1 2 0 0 1,525.7746
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% ICDQWDNLGALTQK 479 492 54.8 27.0 52.2 1 0 0 1,661.7955
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% LAILGIHNEVSK 566 577 61.6 25.0 47.2 2 0 0 1,293.7526
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% TINEVENQILTR 727 738 44.8 28.4 17.6 0 2 0 1,429.7646
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% GISQEQMNEFR 742 752 43.7 25.0 36.2 2 0 0 1,338.6107
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% DHSGTLGPEEFK 761 772 28.0 25.0 22.7 1 0 0 1,316.6119
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% ETADTDTADQVMASFK 819 834 79.7 25.0 79.7 2 0 0 1,729.7587
H_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 8 10 16 19.40% ELPPDQAEYCIAR 851 863 40.3 25.5 36.8 2 0 0 1,561.7317
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% DLLLDPAWEK 22 31 43.9 26.8 22.2 1 0 0 1,199.6309
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% KTFTAWCNSHLR 35 46 37.7 27.9 26.4 2 0 0 1,520.7427
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% TFTAWCNSHLR 36 46 45.1 25.5 35.0 2 2 0 1,392.6477
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% ISNVNKALDFIASK 90 103 34.9 26.0 27.5 1 1 0 1,519.8479
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% ALDFIASKGVK 96 106 21.5 26.1 14.8 1 0 0 1,148.6675
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% FAIQDISVEETSAK 134 147 51.3 27.9 42.8 0 2 0 1,537.7745
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% EGLLLWCQR 148 156 45.1 27.6 17.2 2 0 0 1,174.6039
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% EGLLLWCQRK 148 157 26.5 28.7 16.7 1 0 0 1,302.6989
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% DGLGFCALIHR 175 185 43.8 26.9 29.3 2 0 0 1,258.6363
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% MLDAEDIVGTARPDEK 221 236 68.2 26.8 63.6 4 4 0 1,775.8484
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% VLAVNQENEQLMEDYEK 265 281 59.7 25.3 59.7 2 0 0 2,067.9541
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% CQLEINFNTLQTK 332 344 77.5 28.0 69.3 2 0 0 1,608.8052
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% LSNRPAFMPSEGR 347 359 24.8 27.7 12.7 0 2 0 1,461.7267
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% ASIHEAWTDGKEAMLR 403 418 18.7 26.7 16.1 0 1 0 1,830.8805
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% DYETATLSEIK 421 431 44.0 26.8 27.3 2 0 0 1,269.6210
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% ICDQWDNLGALTQK 479 492 79.5 26.2 72.8 2 0 0 1,661.7955
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% LAILGIHNEVSK 566 577 57.7 25.0 51.3 2 0 0 1,293.7526
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% TINEVENQILTR 727 738 51.2 28.3 31.1 2 2 0 1,429.7646
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% GISQEQMNEFR 742 752 51.0 25.0 44.0 2 0 0 1,338.6107
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% DHSGTLGPEEFK 761 772 25.8 25.0 22.2 2 0 0 1,316.6119
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% ETADTDTADQVMASFK 819 834 112.0 25.0 103.0 4 0 0 1,745.7537
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% ILAGDKNYITMDELRR 835 850 26.1 27.1 23.2 0 1 0 1,908.0010
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% RELPPDQAEYCIAR 850 863 47.6 27.0 37.3 0 2 0 1,717.8328
I_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 12 17 30 29.80% ELPPDQAEYCIAR 851 863 51.8 25.3 42.3 4 0 0 1,561.7317
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% DLLLDPAWEK 22 31 45.6 27.6 19.4 2 0 0 1,199.6309
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% TFTAWCNSHLR 36 46 24.5 25.7 20.4 1 0 0 1,392.6477
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% AGTQIENIEEDFR 48 60 49.1 26.3 41.9 2 0 0 1,521.7181
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% FAIQDISVEETSAK 134 147 66.7 27.5 48.1 2 2 0 1,537.7745
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% EGLLLWCQR 148 156 32.8 28.3 18.7 2 0 0 1,174.6039
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% MLDAEDIVGTARPDEK 221 236 52.8 27.2 47.7 1 4 0 1,775.8484
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% VLAVNQENEQLMEDYEK 265 281 37.1 25.9 37.1 2 0 0 2,067.9541
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% TIPWLENR 293 300 30.6 26.5 18.4 2 0 0 1,028.5524
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% CQLEINFNTLQTK 332 344 81.9 27.7 71.6 2 0 0 1,608.8052
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% QKDYETATLSEIK 419 431 52.3 28.0 42.1 2 0 0 1,525.7746
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% DYETATLSEIK 421 431 51.5 26.7 37.8 2 0 0 1,269.6210
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% LAILGIHNEVSK 566 577 56.6 25.0 51.7 2 0 0 1,293.7526
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% TINEVENQILTR 727 738 55.6 27.4 42.9 2 2 0 1,429.7646
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% GISQEQMNEFR 742 752 33.9 25.0 31.8 1 0 0 1,338.6107
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% DHSGTLGPEEFK 761 772 26.8 25.0 24.5 2 0 0 1,316.6119
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% ETADTDTADQVMASFK 819 834 96.4 25.0 89.7 2 0 0 1,745.7537
J_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 10 12 22 22.40% ELPPDQAEYCIAR 851 863 36.1 25.8 27.4 3 0 0 1,561.7317
J_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 6.73% DLLLDPAWEK 22 31 42.3 27.6 16.4 2 0 0 1,199.6309
J_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 6.73% FAIQDISVEETSAK 134 147 69.4 27.0 56.8 2 0 0 1,537.7745
J_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 6.73% DYETATLSEIK 421 431 29.0 26.6 13.0 1 0 0 1,269.6210
J_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 6.73% LAILGIHNEVSK 566 577 25.8 25.0 21.0 2 0 0 1,293.7526
J_19 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 6.73% ELPPDQAEYCIAR 851 863 20.5 25.6 12.5 1 0 0 1,561.7317
K_17 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 7.85% DLLLDPAWEK 22 31 44.0 26.8 18.0 2 0 0 1,199.6309
K_17 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 7.85% DYETATLSEIK 421 431 38.6 26.6 21.8 2 0 0 1,269.6210
K_17 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 7.85% LAILGIHNEVSK 566 577 47.7 25.0 41.8 2 0 0 1,293.7526
K_17 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 7.85% TINEVENQILTR 727 738 54.7 28.0 31.7 2 0 0 1,429.7646



K_17 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 7.85% DHSGTLGPEEFK 761 772 19.7 25.0 19.7 1 0 0 1,316.6119
K_17 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 7.85% ELPPDQAEYCIAR 851 863 29.3 25.7 18.5 1 0 0 1,561.7317
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% DLLLDPAWEK 22 31 44.2 26.9 17.3 2 0 0 1,199.6309
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% TFTAWCNSHLR 36 46 44.6 25.6 37.3 2 1 0 1,392.6477
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% FAIQDISVEETSAK 134 147 66.4 27.0 56.1 2 0 0 1,537.7745
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% EGLLLWCQR 148 156 36.2 28.1 20.5 2 0 0 1,174.6039
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% DGLGFCALIHR 175 185 50.1 27.3 40.8 1 0 0 1,258.6363
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% MLDAEDIVGTARPDEK 221 236 43.7 27.0 41.0 3 4 0 1,775.8484
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% CQLEINFNTLQTK 332 344 82.7 27.9 74.7 2 0 0 1,608.8052
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% QKDYETATLSEIK 419 431 59.7 28.1 39.0 2 0 0 1,525.7746
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% LAILGIHNEVSK 566 577 54.7 25.0 44.6 2 0 0 1,293.7526
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% TINEVENQILTR 727 738 48.1 27.7 40.8 2 0 0 1,429.7646
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% GISQEQMNEFR 742 752 26.1 25.0 22.4 1 0 0 1,354.6057
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% DHSGTLGPEEFK 761 772 35.6 25.0 30.5 2 0 0 1,316.6119
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% ETADTDTADQVMASFK 819 834 66.4 25.0 61.9 2 0 0 1,745.7537
K_18 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 10 17 19.40% ELPPDQAEYCIAR 851 863 36.4 25.7 30.5 4 0 0 1,561.7317
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% TFTAWCNSHLR 36 46 33.6 25.6 25.7 1 0 0 1,392.6477
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% FAIQDISVEETSAK 134 147 71.5 27.3 52.4 2 0 0 1,537.7745
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% EGLLLWCQR 148 156 32.3 27.7 15.4 2 0 0 1,174.6039
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% DGLGFCALIHR 175 185 40.4 27.3 30.6 2 0 0 1,258.6363
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% MLDAEDIVGTARPDEK 221 236 43.6 27.2 37.7 1 2 0 1,775.8484
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% VLAVNQENEQLMEDYEK 265 281 78.7 25.6 74.9 2 0 0 2,067.9541
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% CQLEINFNTLQTK 332 344 87.4 28.1 80.4 2 0 0 1,608.8052
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% LSNRPAFMPSEGR 347 359 31.9 27.9 18.0 0 2 0 1,477.7217
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% QKDYETATLSEIK 419 431 44.7 27.9 27.5 2 0 0 1,525.7746
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% HEAFESDLAAHQDR 437 450 35.9 25.0 33.8 0 2 0 1,625.7303
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% LAILGIHNEVSK 566 577 58.2 25.0 54.8 2 0 0 1,293.7526
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% TINEVENQILTR 727 738 62.6 27.7 46.5 2 0 0 1,429.7646
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% GISQEQMNEFR 742 752 34.6 25.0 34.6 2 0 0 1,338.6107
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% ETADTDTADQVMASFK 819 834 119.0 25.0 118.0 2 0 0 1,745.7537
L_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 7 8 15 21.90% ELPPDQAEYCIAR 851 863 55.3 25.7 53.9 2 0 0 1,561.7317
L_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 8.86% EGLLLWCQR 148 156 27.9 27.9 8.2 1 0 0 1,174.6039
L_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 8.86% VLAVNQENEQLMEDYEK 265 281 66.8 25.8 66.8 1 0 0 2,067.9541
L_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 8.86% LSNRPAFMPSEGR 347 359 26.0 27.9 13.2 0 2 0 1,477.7217
L_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 8.86% LAILGIHNEVSK 566 577 51.9 25.0 47.4 2 0 0 1,293.7526
L_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 8.86% TINEVENQILTR 727 738 60.0 27.6 35.5 2 0 0 1,429.7646
L_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 8.86% ETADTDTADQVMASFK 819 834 81.8 25.0 77.2 2 0 0 1,745.7537
L_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 7.62% FAIQDISVEETSAK 134 147 74.8 27.0 66.8 2 0 0 1,537.7745
L_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 7.62% CQLEINFNTLQTK 332 344 75.5 28.0 69.8 2 0 0 1,608.8052
L_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 7.62% QKDYETATLSEIK 419 431 37.1 28.1 26.5 1 0 0 1,525.7746
L_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 7.62% TINEVENQILTR 727 738 72.9 27.6 60.7 2 0 0 1,429.7646
L_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 7.62% ETADTDTADQVMASFK 819 834 78.7 25.0 78.7 2 0 0 1,745.7537
M_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 17.80% DLLLDPAWEK 22 31 39.2 26.9 14.3 2 0 0 1,199.6309
M_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 17.80% FAIQDISVEETSAK 134 147 85.7 27.1 73.1 2 0 0 1,537.7745
M_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 17.80% EGLLLWCQR 148 156 42.5 28.3 27.1 2 0 0 1,174.6039
M_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 17.80% MLDAEDIVGTARPDEK 221 236 29.3 26.9 25.8 0 2 0 1,775.8484
M_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 17.80% VLAVNQENEQLMEDYEK 265 281 81.8 25.6 81.8 1 0 0 2,067.9541
M_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 17.80% CQLEINFNTLQTK 332 344 74.6 28.0 68.6 2 0 0 1,608.8052
M_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 17.80% LSNRPAFMPSEGR 347 359 18.5 28.2 0.0 0 1 0 1,477.7217
M_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 17.80% HEAFESDLAAHQDR 437 450 22.5 25.0 22.5 0 2 0 1,625.7303
M_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 17.80% LAILGIHNEVSK 566 577 58.9 25.0 53.2 2 0 0 1,293.7526
M_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 17.80% TINEVENQILTR 727 738 59.3 28.2 41.4 2 0 0 1,429.7646
M_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 17.80% ETADTDTADQVMASFK 819 834 102.0 25.0 102.0 2 0 0 1,745.7537
M_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 4 4 7 17.80% ELPPDQAEYCIAR 851 863 22.6 25.6 18.5 1 0 0 1,561.7317
M_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 6 10.20% LVSIGAEEIVDGNVK 107 121 97.3 28.1 88.5 2 0 0 1,542.8375
M_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 6 10.20% FAIQDISVEETSAK 134 147 66.2 27.5 51.4 2 0 0 1,537.7745
M_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 6 10.20% EGLLLWCQR 148 156 26.5 28.4 12.0 2 0 0 1,174.6039
M_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 6 10.20% LAILGIHNEVSK 566 577 34.4 25.0 31.8 2 0 0 1,293.7526
M_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 6 10.20% TINEVENQILTR 727 738 59.9 28.2 48.7 2 0 0 1,429.7646
M_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 6 10.20% ETADTDTADQVMASFK 819 834 63.4 25.0 63.4 2 0 0 1,745.7537
M_14 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 6 10.20% ELPPDQAEYCIAR 851 863 22.4 25.7 12.5 1 0 0 1,561.7317
M_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 13.00% DLLLDPAWEK 22 31 35.2 26.7 19.9 1 0 0 1,199.6309
M_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 13.00% FAIQDISVEETSAK 134 147 75.4 27.3 62.8 2 0 0 1,537.7745
M_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 13.00% EGLLLWCQR 148 156 31.2 28.4 10.9 2 0 0 1,174.6039
M_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 13.00% MLDAEDIVGTARPDEK 221 236 37.0 26.7 26.6 0 1 0 1,775.8484
M_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 13.00% CQLEINFNTLQTK 332 344 71.3 28.0 66.9 2 0 0 1,608.8052
M_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 13.00% LSNRPAFMPSEGR 347 359 23.5 27.5 19.0 0 1 0 1,477.7217
M_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 13.00% TINEVENQILTR 727 738 60.2 28.2 40.6 2 0 0 1,429.7646
M_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 13.00% ETADTDTADQVMASFK 819 834 85.1 25.0 83.4 2 0 0 1,745.7537
M_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 13.00% ELPPDQAEYCIAR 851 863 36.0 25.5 32.5 2 0 0 1,561.7317
P_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 4 7.51% FAIQDISVEETSAK 134 147 88.6 27.1 70.6 2 0 0 1,537.7745
P_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 4 7.51% LAILGIHNEVSK 566 577 39.2 25.0 35.4 2 0 0 1,293.7526
P_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 4 7.51% TINEVENQILTR 727 738 51.6 27.5 34.5 2 0 0 1,429.7646
P_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 4 7.51% ETADTDTADQVMASFK 819 834 74.9 25.0 74.9 2 0 0 1,745.7537
P_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 4 7.51% ELPPDQAEYCIAR 851 863 29.2 25.7 26.1 2 0 0 1,561.7317
P_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 5.94% FAIQDISVEETSAK 134 147 79.6 27.3 73.6 2 0 0 1,537.7745
P_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 5.94% TINEVENQILTR 727 738 63.3 27.6 53.4 2 0 0 1,429.7646
P_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 5.94% GISQEQMNEFR 742 752 46.5 25.0 43.7 2 0 0 1,354.6057
P_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 5.94% ETADTDTADQVMASFK 819 834 66.9 25.0 65.9 1 0 0 1,745.7537
Q_12 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 5.83% LSNRPAFMPSEGR 347 359 26.5 27.9 12.3 0 1 0 1,477.7217
Q_12 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 5.83% TINEVENQILTR 727 738 50.8 27.4 31.6 2 0 0 1,429.7646
Q_12 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 5.83% GISQEQMNEFR 742 752 29.9 25.2 18.6 1 0 0 1,354.6057
Q_12 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 2 2 3 5.83% ETADTDTADQVMASFK 819 834 63.7 25.0 63.7 2 0 0 1,745.7537
Q_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% FAIQDISVEETSAK 134 147 71.3 27.0 52.6 2 0 0 1,537.7745
Q_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% LSNRPAFMPSEGR 347 359 28.7 27.9 10.7 0 1 0 1,477.7217
Q_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% LAILGIHNEVSK 566 577 36.0 25.0 33.0 2 0 0 1,293.7526
Q_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% TINEVENQILTR 727 738 60.2 27.3 42.8 2 0 0 1,429.7646
Q_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% GISQEQMNEFR 742 752 44.1 25.0 41.1 1 0 0 1,354.6057
Q_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% ETADTDTADQVMASFK 819 834 95.9 25.0 92.9 2 0 0 1,745.7537
Q_13 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% ELPPDQAEYCIAR 851 863 40.4 26.0 37.0 2 0 0 1,561.7317
Q_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% FAIQDISVEETSAK 134 147 83.2 27.1 74.6 2 0 0 1,537.7745
Q_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% CQLEINFNTLQTK 332 344 68.3 28.1 63.1 2 0 0 1,608.8052
Q_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% LAILGIHNEVSK 566 577 24.7 25.0 24.7 1 0 0 1,293.7526
Q_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% TINEVENQILTR 727 738 59.6 27.6 47.3 2 0 0 1,429.7646
Q_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% GISQEQMNEFR 742 752 47.1 25.0 43.8 2 0 0 1,354.6057
Q_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% ETADTDTADQVMASFK 819 834 71.8 25.0 71.8 2 0 0 1,745.7537
Q_15 Alpha‐actinin‐1 ACTN1_HUMAN 103,061 3 3 5 10.20% ELPPDQAEYCIAR 851 863 33.0 25.7 28.5 1 0 0 1,561.7317
A_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 2 2.96% DYETATLSDIK 440 450 26.9 26.1 12.6 1 0 0 1,255.6054
A_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 2 2.96% ETTDTDTADQVIASFK 838 853 73.9 25.0 69.8 1 0 0 1,741.8129
A_20 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 4 2.85% FAIQDISVEETSAK 153 166 53.0 27.1 39.0 2 0 0 1,537.7745
A_20 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 4 2.85% TINEVENQILTR 746 757 54.0 28.2 38.9 2 0 0 1,429.7646
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% DLLLDPAWEK 41 50 46.7 26.9 18.3 2 0 0 1,199.6309
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% KTFTAWCNSHLR 54 65 28.7 27.7 17.1 1 0 0 1,520.7427
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% TFTAWCNSHLR 55 65 32.0 25.0 23.1 2 0 0 1,392.6477
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% KAGTQIENIDEDFRDGLK 66 83 38.2 27.8 38.2 0 2 0 2,049.0251
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% LVSIGAEEIVDGNAK 126 140 83.5 27.6 66.7 2 0 0 1,514.8062
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% FAIQDISVEETSAK 153 166 91.3 27.7 66.7 2 0 0 1,537.7745
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% EGLLLWCQR 167 175 43.8 27.6 31.1 2 0 0 1,174.6039
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% DGLAFNALIHR 194 204 29.2 27.1 24.7 2 0 0 1,226.6641
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% HRPELIEYDK 205 214 46.2 27.6 20.8 2 0 0 1,299.6693
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% KDDPVTNLNNAFEVAEK 217 233 85.8 26.9 81.3 2 2 0 1,903.9397
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% DDPVTNLNNAFEVAEK 218 233 79.4 26.7 75.5 2 0 0 1,775.8447



A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% MLDAEDIVNTARPDEK 240 255 60.2 26.4 52.0 2 4 0 1,816.8748
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% VLAVNQENEHLMEDYEK 284 300 70.9 25.0 69.8 2 2 0 2,076.9544
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% LASDLLEWIR 301 310 75.8 27.8 47.9 2 0 0 1,215.6733
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% TIPWLEDRVPQK 312 323 37.8 27.1 33.2 2 0 0 1,481.8113
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% CQLEINFNTLQTK 351 363 91.0 28.0 85.0 2 0 0 1,608.8052
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% LSNRPAFMPSEGK 366 378 45.0 27.7 0.0 2 4 0 1,449.7156
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% MVSDINNGWQHLEQAEK 379 395 68.9 25.0 68.4 1 2 0 2,014.9289
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% ASIHEAWTDGK 422 432 46.4 25.0 42.3 2 0 0 1,214.5801
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% HRDYETATLSDIK 438 450 57.8 27.2 46.2 2 2 0 1,548.7654
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% DYETATLSDIK 440 450 63.7 26.1 36.2 2 0 0 1,255.6054
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% KHEAFESDLAAHQDR 455 469 68.7 25.7 59.1 2 1 0 1,753.8253
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% HEAFESDLAAHQDR 456 469 75.7 25.0 66.2 2 2 0 1,625.7303
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% LSGSNPYTTVTPQIINSK 605 622 97.1 27.1 84.8 2 1 0 1,920.0074
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% QFASQANVVGPWIQTK 653 668 67.0 27.8 61.6 2 0 0 1,773.9283
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% TINEVENQILTR 746 757 60.1 28.3 43.6 2 0 0 1,429.7646
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% GISQEQMQEFR 761 771 52.3 25.0 35.9 4 0 0 1,368.6214
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% ASFNHFDKDHGGALGPEEFK 772 791 36.8 25.0 36.8 0 2 0 2,203.0205
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% ACLISLGYDVENDR 792 805 87.2 25.9 85.3 2 0 0 1,624.7637
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% ETTDTDTADQVIASFK 838 853 67.5 25.0 65.9 2 2 0 1,741.8129
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% VLAGDKNFITAEELR 854 868 61.3 28.2 56.7 2 2 0 1,675.9015
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% VLAGDKNFITAEELRR 854 869 31.2 26.4 27.1 0 2 0 1,832.0026
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% ELPPDQAEYCIAR 870 882 45.8 25.0 38.9 3 2 0 1,561.7317
A_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 50 95 44.60% MAPYQGPDAVPGALDYK 883 899 90.8 25.9 74.9 2 0 0 1,808.8527
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% DLLLDPAWEK 41 50 48.4 26.9 20.5 2 0 0 1,199.6309
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% TFTAWCNSHLR 55 65 34.0 25.5 26.7 1 0 0 1,392.6477
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% AGTQIENIDEDFR 67 79 58.3 25.1 46.0 2 0 0 1,507.7025
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% FAIQDISVEETSAK 153 166 82.0 27.2 68.8 2 0 0 1,537.7745
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% EGLLLWCQR 167 175 45.2 27.6 24.3 2 0 0 1,174.6039
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% KDDPVTNLNNAFEVAEK 217 233 39.4 26.9 30.3 0 2 0 1,903.9397
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% VLAVNQENEHLMEDYEK 284 300 22.5 25.0 20.4 0 1 0 2,076.9544
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% CQLEINFNTLQTK 351 363 64.9 28.0 58.6 2 0 0 1,608.8052
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% KHEAFESDLAAHQDR 455 469 33.9 25.7 20.5 0 2 0 1,753.8253
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% TINEVENQILTR 746 757 60.5 28.3 45.6 2 0 0 1,429.7646
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% GISQEQMQEFR 761 771 34.4 25.0 27.1 2 0 0 1,368.6214
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% ETTDTDTADQVIASFK 838 853 80.6 25.0 80.6 2 1 0 1,741.8129
A_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 14 24 18.80% ELPPDQAEYCIAR 870 882 46.5 25.2 40.4 1 0 0 1,561.7317
A_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 4.94% DLLLDPAWEK 41 50 29.1 26.9 10.6 1 0 0 1,199.6309
A_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 4.94% FAIQDISVEETSAK 153 166 56.6 27.0 44.7 2 0 0 1,537.7745
A_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 4.94% EGLLLWCQR 167 175 30.0 28.3 20.5 2 0 0 1,174.6039
A_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 4.94% TINEVENQILTR 746 757 48.0 28.3 34.7 2 0 0 1,429.7646
A_25 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 5.60% FAIQDISVEETSAK 153 166 50.8 27.1 42.7 2 0 0 1,537.7745
A_25 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 5.60% EGLLLWCQR 167 175 30.8 27.6 12.6 1 0 0 1,174.6039
A_25 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 5.60% TINEVENQILTR 746 757 63.9 28.2 48.2 2 0 0 1,429.7646
A_25 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 5.60% ETTDTDTADQVIASFK 838 853 57.8 25.1 57.8 2 0 0 1,741.8129
A_26 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 4 2.85% FAIQDISVEETSAK 153 166 48.1 27.2 39.9 2 0 0 1,537.7745
A_26 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 4 2.85% TINEVENQILTR 746 757 57.2 28.3 39.9 2 0 0 1,429.7646
A_28 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 4 2.41% DLLLDPAWEK 41 50 33.3 26.8 14.0 2 0 0 1,199.6309
A_28 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 4 2.41% TINEVENQILTR 746 757 59.6 28.3 44.6 2 0 0 1,429.7646
B_20 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 3.84% FAIQDISVEETSAK 153 166 88.1 27.2 74.2 2 0 0 1,537.7745
B_20 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 3.84% EGLLLWCQR 167 175 30.0 27.6 13.4 2 0 0 1,174.6039
B_20 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 3.84% TINEVENQILTR 746 757 56.6 28.2 47.3 2 0 0 1,429.7646
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% TFTAWCNSHLR 55 65 33.1 25.4 26.5 2 0 0 1,392.6477
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% AGTQIENIDEDFR 67 79 76.0 25.1 53.1 2 0 0 1,507.7025
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% LVSIGAEEIVDGNAK 126 140 87.4 27.7 70.6 1 0 0 1,514.8062
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% FAIQDISVEETSAK 153 166 77.7 27.3 54.0 1 2 0 1,537.7745
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% EGLLLWCQR 167 175 46.7 27.6 27.3 2 0 0 1,174.6039
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% DGLAFNALIHR 194 204 28.4 26.6 21.1 2 0 0 1,226.6641
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% HRPELIEYDK 205 214 44.1 27.8 28.3 2 0 0 1,299.6693
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% KDDPVTNLNNAFEVAEK 217 233 86.5 26.9 82.5 2 2 0 1,903.9397
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% DDPVTNLNNAFEVAEK 218 233 61.5 26.8 57.1 2 0 0 1,775.8447
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% MLDAEDIVNTARPDEK 240 255 59.3 26.0 50.8 2 2 0 1,832.8698
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% VLAVNQENEHLMEDYEK 284 300 67.7 25.0 67.0 2 1 0 2,076.9544
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% LASDLLEWIR 301 310 74.6 27.5 35.5 2 0 0 1,215.6733
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% TIPWLEDR 312 319 20.9 26.6 9.4 1 0 0 1,029.5365
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% TIPWLEDRVPQK 312 323 32.4 26.9 26.7 2 0 0 1,481.8113
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% CQLEINFNTLQTK 351 363 78.2 28.0 69.2 2 0 0 1,608.8052
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% LSNRPAFMPSEGK 366 378 23.5 28.0 0.0 1 0 0 1,449.7156
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% MVSDINNGWQHLEQAEK 379 395 43.7 25.1 30.0 1 2 0 2,014.9289
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% ASIHEAWTDGK 422 432 38.0 25.0 37.7 2 0 0 1,214.5801
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% DYETATLSDIK 440 450 78.9 25.9 62.8 2 0 0 1,255.6054
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% KHEAFESDLAAHQDR 455 469 65.8 25.9 55.2 2 2 0 1,753.8253
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% HEAFESDLAAHQDR 456 469 61.3 25.0 61.3 2 2 0 1,625.7303
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% LSGSNPYTTVTPQIINSK 605 622 84.7 27.3 68.3 2 0 0 1,920.0074
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% QFASQANVVGPWIQTK 653 668 59.1 28.2 40.5 2 0 0 1,773.9283
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% TINEVENQILTR 746 757 61.5 28.4 47.8 2 0 0 1,429.7646
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% GISQEQMQEFR 761 771 57.4 26.1 36.8 4 0 0 1,352.6264
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% ASFNHFDKDHGGALGPEEFK 772 791 58.8 25.1 50.1 0 1 0 2,203.0205
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% ACLISLGYDVENDR 792 805 87.4 26.0 84.3 2 0 0 1,624.7637
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% ETTDTDTADQVIASFK 838 853 78.4 25.2 78.4 2 2 0 1,741.8129
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% VLAGDKNFITAEELR 854 868 88.9 28.2 81.7 2 2 0 1,675.9015
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% ELPPDQAEYCIAR 870 882 44.9 25.4 40.3 4 0 0 1,561.7317
B_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 31 41 77 42.50% MAPYQGPDAVPGALDYK 883 899 71.9 25.9 68.7 2 0 0 1,808.8527
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% TFTAWCNSHLR 55 65 45.5 25.4 37.3 2 2 0 1,392.6477
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% AGTQIENIDEDFR 67 79 77.0 25.1 58.7 2 0 0 1,507.7025
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% LVSIGAEEIVDGNAK 126 140 61.8 27.4 48.6 2 0 0 1,514.8062
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% FAIQDISVEETSAK 153 166 52.3 27.3 36.8 2 2 0 1,537.7745
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% EGLLLWCQR 167 175 44.7 28.4 27.8 2 0 0 1,174.6039
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% DGLAFNALIHR 194 204 47.5 27.1 38.2 2 0 0 1,226.6641
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% KDDPVTNLNNAFEVAEK 217 233 61.4 26.9 50.5 2 2 0 1,903.9397
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% DDPVTNLNNAFEVAEK 218 233 86.6 26.8 80.1 2 0 0 1,775.8447
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% MLDAEDIVNTARPDEK 240 255 42.7 26.0 35.7 0 4 0 1,832.8698
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% VLAVNQENEHLMEDYEK 284 300 64.7 25.0 63.8 2 1 0 2,076.9544
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% LASDLLEWIR 301 310 79.8 28.0 37.4 2 0 0 1,215.6733
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% CQLEINFNTLQTK 351 363 75.5 28.0 71.5 2 0 0 1,608.8052
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% LSNRPAFMPSEGK 366 378 25.5 28.0 0.0 1 0 0 1,449.7156
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% MVSDINNGWQHLEQAEK 379 395 28.7 25.0 23.7 0 1 0 2,014.9289
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% HRDYETATLSDIK 438 450 50.8 27.3 36.5 2 0 0 1,548.7654
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% KHEAFESDLAAHQDR 455 469 23.7 26.1 15.6 0 2 0 1,753.8253
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% HEAFESDLAAHQDR 456 469 60.4 25.0 59.9 0 2 0 1,625.7303
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% LSGSNPYTTVTPQIINSK 605 622 61.8 27.3 41.0 2 0 0 1,920.0074
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% TINEVENQILTR 746 757 60.0 28.2 43.5 2 0 0 1,429.7646
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% GISQEQMQEFR 761 771 44.2 26.5 23.9 4 0 0 1,352.6264
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% ETTDTDTADQVIASFK 838 853 96.1 25.2 87.5 2 2 0 1,741.8129
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% VLAGDKNFITAEELR 854 868 71.0 28.3 56.2 2 0 0 1,675.9015
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% ELPPDQAEYCIAR 870 882 60.4 25.4 54.9 2 0 0 1,561.7317
B_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 24 31 59 33.00% SFSTALYGESDL 900 911 41.9 25.0 34.4 2 0 0 1,289.5896
B_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 10 6.70% DLLLDPAWEK 41 50 43.2 26.9 25.4 2 0 0 1,199.6309
B_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 10 6.70% FAIQDISVEETSAK 153 166 55.5 27.2 33.1 2 0 0 1,537.7745
B_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 10 6.70% EGLLLWCQR 167 175 29.1 28.4 12.4 2 0 0 1,174.6039
B_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 10 6.70% TINEVENQILTR 746 757 60.0 27.9 45.2 2 0 0 1,429.7646
B_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 10 6.70% ETTDTDTADQVIASFK 838 853 79.4 25.0 79.4 2 0 0 1,741.8129
B_24 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 5 4.06% EGLLLWCQR 167 175 38.0 28.4 25.7 2 0 0 1,174.6039



B_24 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 5 4.06% TINEVENQILTR 746 757 64.3 28.2 50.8 2 0 0 1,429.7646
B_24 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 5 4.06% ETTDTDTADQVIASFK 838 853 48.0 25.1 44.1 1 0 0 1,741.8129
B_25 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 5 4.06% DLLLDPAWEK 41 50 31.2 26.9 0.0 1 0 0 1,199.6309
B_25 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 5 4.06% KHEAFESDLAAHQDR 455 469 23.9 26.1 16.1 0 1 0 1,753.8253
B_25 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 5 4.06% HEAFESDLAAHQDR 456 469 19.4 25.0 19.4 0 1 0 1,625.7303
B_25 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 5 4.06% TINEVENQILTR 746 757 52.4 28.2 33.8 2 0 0 1,429.7646
B_26 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 4 2.41% DLLLDPAWEK 41 50 35.2 26.9 19.7 2 0 0 1,199.6309
B_26 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 4 2.41% TINEVENQILTR 746 757 43.4 28.2 34.6 2 0 0 1,429.7646
B_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 2.41% DLLLDPAWEK 41 50 28.1 26.9 10.5 2 0 0 1,199.6309
B_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 2.41% TINEVENQILTR 746 757 47.3 28.2 33.4 1 0 0 1,429.7646
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% KTFTAWCNSHLR 54 65 38.1 27.5 38.1 0 1 0 1,520.7427
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% TFTAWCNSHLR 55 65 25.1 25.0 21.4 0 1 0 1,392.6477
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% FAIQDISVEETSAK 153 166 75.3 27.7 56.9 2 2 0 1,537.7745
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% EGLLLWCQR 167 175 44.8 28.1 15.6 2 0 0 1,174.6039
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% HRPELIEYDK 205 214 27.6 27.6 15.4 1 0 0 1,299.6693
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% KDDPVTNLNNAFEVAEK 217 233 57.1 27.4 54.6 1 2 0 1,903.9397
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% DDPVTNLNNAFEVAEK 218 233 42.0 26.9 38.8 1 0 0 1,775.8447
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% MLDAEDIVNTARPDEK 240 255 50.2 26.1 44.3 2 2 0 1,832.8698
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% VLAVNQENEHLMEDYEK 284 300 27.7 25.0 27.2 0 1 0 2,076.9544
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% CQLEINFNTLQTK 351 363 53.1 27.9 43.5 2 0 0 1,608.8052
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% ASIHEAWTDGK 422 432 30.2 25.0 24.2 1 0 0 1,214.5801
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% HRDYETATLSDIK 438 450 52.8 27.6 40.3 2 2 0 1,548.7654
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% DYETATLSDIK 440 450 52.5 25.9 40.5 2 0 0 1,255.6054
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% KHEAFESDLAAHQDR 455 469 24.9 25.8 16.4 0 1 0 1,753.8253
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% HEAFESDLAAHQDR 456 469 32.7 25.0 29.1 0 2 0 1,625.7303
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% LSGSNPYTTVTPQIINSK 605 622 36.7 27.2 17.0 2 0 0 1,920.0074
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% TINEVENQILTR 746 757 68.2 28.4 46.8 2 0 0 1,429.7646
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% GISQEQMQEFR 761 771 28.6 25.0 20.6 2 0 0 1,368.6214
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% ACLISLGYDVENDR 792 805 36.8 25.9 36.8 1 0 0 1,624.7637
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% ETTDTDTADQVIASFK 838 853 73.8 25.0 70.6 2 0 0 1,741.8129
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% VLAGDKNFITAEELR 854 868 37.0 28.3 28.3 2 0 0 1,675.9015
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% VLAGDKNFITAEELRR 854 869 17.8 26.6 13.9 0 1 0 1,832.0026
C_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 44 27.10% ELPPDQAEYCIAR 870 882 36.7 25.0 34.0 2 0 0 1,561.7317
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% KTFTAWCNSHLR 54 65 35.6 27.5 28.6 0 2 0 1,520.7427
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% TFTAWCNSHLR 55 65 33.2 25.0 23.7 2 0 0 1,392.6477
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% LVSIGAEEIVDGNAK 126 140 66.2 28.0 57.4 2 0 0 1,514.8062
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% FAIQDISVEETSAK 153 166 85.3 27.7 64.0 2 2 0 1,537.7745
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% EGLLLWCQR 167 175 60.9 27.9 33.4 2 0 0 1,174.6039
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% DGLAFNALIHR 194 204 46.2 26.7 35.0 2 0 0 1,226.6641
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% KDDPVTNLNNAFEVAEK 217 233 34.0 27.0 32.4 0 1 0 1,903.9397
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% MLDAEDIVNTARPDEK 240 255 23.4 25.8 21.1 0 2 0 1,832.8698
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% VLAVNQENEHLMEDYEK 284 300 23.4 25.0 19.8 1 1 0 2,076.9544
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% CQLEINFNTLQTK 351 363 58.5 27.8 54.4 2 0 0 1,608.8052
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% LSNRPAFMPSEGK 366 378 24.7 28.2 0.0 0 1 0 1,449.7156
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% HRDYETATLSDIK 438 450 48.1 27.3 34.4 2 2 0 1,548.7654
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% KHEAFESDLAAHQDR 455 469 22.0 25.9 17.9 0 1 0 1,753.8253
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% HEAFESDLAAHQDR 456 469 30.4 25.0 30.4 0 1 0 1,625.7303
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% LSGSNPYTTVTPQIINSK 605 622 45.2 27.1 44.0 2 0 0 1,920.0074
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% TINEVENQILTR 746 757 64.2 28.4 51.4 2 0 0 1,429.7646
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% GISQEQMQEFR 761 771 37.8 25.0 30.9 2 0 0 1,368.6214
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% ETTDTDTADQVIASFK 838 853 99.3 25.0 92.6 2 0 0 1,741.8129
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% ELPPDQAEYCIAR 870 882 23.9 25.2 21.1 2 0 0 1,561.7317
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% MAPYQGPDAVPGALDYK 883 899 28.0 25.9 28.0 1 0 0 1,808.8527
C_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 24 40 29.00% SFSTALYGESDL 900 911 28.0 25.0 23.5 1 0 0 1,289.5896
C_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 8 5.60% FAIQDISVEETSAK 153 166 48.0 27.1 36.0 2 0 0 1,537.7745
C_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 8 5.60% EGLLLWCQR 167 175 29.3 28.3 18.7 2 0 0 1,174.6039
C_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 8 5.60% TINEVENQILTR 746 757 58.8 28.3 48.1 2 0 0 1,429.7646
C_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 8 5.60% ETTDTDTADQVIASFK 838 853 74.0 25.2 74.0 2 0 0 1,741.8129
C_24 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 2.31% EGLLLWCQR 167 175 28.4 28.1 13.5 1 0 0 1,174.6039
C_24 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 2.31% TINEVENQILTR 746 757 49.5 28.3 43.1 2 0 0 1,429.7646
C_25 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 4 3.07% TINEVENQILTR 746 757 51.3 28.3 38.4 2 0 0 1,429.7646
C_25 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 4 3.07% ETTDTDTADQVIASFK 838 853 67.4 25.2 67.4 2 0 0 1,741.8129
C_26 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 13 10.10% DLLLDPAWEK 41 50 43.8 27.4 12.3 2 0 0 1,199.6309
C_26 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 13 10.10% EGLLLWCQR 167 175 28.9 28.1 17.6 2 0 0 1,174.6039
C_26 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 13 10.10% KDDPVTNLNNAFEVAEK 217 233 36.5 27.3 30.7 0 2 0 1,903.9397
C_26 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 13 10.10% CQLEINFNTLQTK 351 363 46.6 27.8 35.0 2 0 0 1,608.8052
C_26 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 13 10.10% TINEVENQILTR 746 757 59.5 27.9 46.7 2 0 0 1,429.7646
C_26 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 13 10.10% ETTDTDTADQVIASFK 838 853 77.6 25.0 68.0 2 0 0 1,741.8129
C_26 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 13 10.10% VLAGDKNFITAEELR 854 868 22.1 28.4 15.4 0 1 0 1,675.9015
C_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 5 4.17% DLLLDPAWEK 41 50 31.3 27.4 20.3 2 0 0 1,199.6309
C_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 5 4.17% TINEVENQILTR 746 757 52.0 28.2 29.0 2 0 0 1,429.7646
C_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 5 4.17% ETTDTDTADQVIASFK 838 853 35.8 25.0 31.2 1 0 0 1,741.8129
C_28 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 3.07% TINEVENQILTR 746 757 59.3 28.3 48.0 2 0 0 1,429.7646
C_28 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 3.07% ETTDTDTADQVIASFK 838 853 48.8 25.0 48.8 1 0 0 1,741.8129
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% AGTQIENIDEDFR 67 79 46.8 25.0 38.0 2 0 0 1,507.7025
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% LVSIGAEEIVDGNAK 126 140 96.9 27.4 89.7 3 0 0 1,514.8062
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% FAIQDISVEETSAK 153 166 70.3 28.2 58.7 2 2 0 1,537.7745
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% KDDPVTNLNNAFEVAEK 217 233 53.2 26.9 41.8 0 2 0 1,903.9397
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% MLDAEDIVNTARPDEK 240 255 30.3 26.2 17.5 0 2 0 1,816.8748
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% AIMTYVSSFYHAFSGAQK 256 273 33.7 26.3 27.7 0 1 0 2,023.9582
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% LASDLLEWIR 301 310 52.0 28.3 33.2 1 0 0 1,215.6733
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% LSNRPAFMPSEGK 366 378 27.1 28.2 0.0 0 1 0 1,449.7156
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% MVSDINNGWQHLEQAEK 379 395 27.9 25.0 24.8 0 1 0 2,014.9289
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% GYEEWLLNEIR 396 406 30.9 27.3 0.0 1 0 0 1,421.7060
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% ASIHEAWTDGK 422 432 24.0 25.0 16.9 1 0 0 1,214.5801
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% LSGSNPYTTVTPQIINSK 605 622 66.2 27.4 49.3 2 1 0 1,920.0074
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% ISIEMNGTLEDQLSHLK 675 691 34.1 27.4 23.7 0 1 0 1,943.9746
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% VGWEQLLTTIAR 734 745 77.8 27.6 66.7 1 0 0 1,386.7741
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% TINEVENQILTR 746 757 43.6 28.4 14.6 0 1 0 1,429.7646
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% GISQEQMQEFR 761 771 37.4 26.0 9.5 4 0 0 1,352.6264
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% ETTDTDTADQVIASFK 838 853 82.0 25.0 82.0 2 0 0 1,741.8129
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% ELPPDQAEYCIAR 870 882 25.8 25.0 22.7 2 0 0 1,561.7317
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% MAPYQGPDAVPGALDYK 883 899 73.7 25.6 63.6 2 0 0 1,808.8527
D_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 20 24 37 31.10% SFSTALYGESDL 900 911 49.3 25.0 47.3 2 0 0 1,289.5896
E_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 10 11 18 15.50% DLLLDPAWEK 41 50 24.8 26.7 19.2 1 0 0 1,199.6309
E_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 10 11 18 15.50% LVSIGAEEIVDGNAK 126 140 79.6 28.0 69.7 2 0 0 1,514.8062
E_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 10 11 18 15.50% FAIQDISVEETSAK 153 166 69.9 27.9 52.2 2 0 0 1,537.7745
E_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 10 11 18 15.50% KDDPVTNLNNAFEVAEK 217 233 25.8 26.8 22.2 0 2 0 1,903.9397
E_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 10 11 18 15.50% LSGSNPYTTVTPQIINSK 605 622 47.8 27.3 26.7 1 2 0 1,920.0074
E_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 10 11 18 15.50% TINEVENQILTR 746 757 59.3 28.3 42.5 2 0 0 1,429.7646
E_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 10 11 18 15.50% GISQEQMQEFR 761 771 30.3 25.0 24.2 1 0 0 1,368.6214
E_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 10 11 18 15.50% ETTDTDTADQVIASFK 838 853 59.8 25.0 55.1 2 0 0 1,741.8129
E_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 10 11 18 15.50% VLAGDKNFITAEELR 854 868 29.9 28.0 23.7 0 2 0 1,675.9015
E_27 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 10 11 18 15.50% ELPPDQAEYCIAR 870 882 22.4 25.0 19.4 1 0 0 1,561.7317
H_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 2.74% EGLLLWCQR 167 175 27.5 27.6 12.3 1 0 0 1,174.6039
H_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 2.74% ETTDTDTADQVIASFK 838 853 72.8 25.0 72.8 2 0 0 1,741.8129
H_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 5 3.95% EGLLLWCQR 167 175 41.7 27.9 23.5 1 0 0 1,174.6039
H_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 5 3.95% DYETATLSDIK 440 450 42.2 26.2 24.4 2 0 0 1,255.6054
H_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 5 3.95% ETTDTDTADQVIASFK 838 853 74.5 25.0 73.1 2 0 0 1,741.8129
H_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 6 6 8 7.79% DLLLDPAWEK 41 50 31.0 26.9 15.3 1 0 0 1,199.6309
H_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 6 6 8 7.79% FAIQDISVEETSAK 153 166 54.3 26.9 53.9 1 0 0 1,537.7745
H_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 6 6 8 7.79% EGLLLWCQR 167 175 23.0 28.4 4.6 1 0 0 1,174.6039



H_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 6 6 8 7.79% LSNRPAFMPSEGK 366 378 18.6 27.9 0.0 0 1 0 1,433.7206
H_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 6 6 8 7.79% HRDYETATLSDIK 438 450 39.1 27.3 30.8 0 2 0 1,548.7654
H_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 6 6 8 7.79% TINEVENQILTR 746 757 60.6 28.2 45.5 2 0 0 1,429.7646
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% DLLLDPAWEK 41 50 42.9 26.9 16.0 2 0 0 1,199.6309
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% TFTAWCNSHLR 55 65 51.2 25.4 42.0 2 0 0 1,392.6477
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% AGTQIENIDEDFR 67 79 42.2 25.0 29.2 2 0 0 1,507.7025
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% LVSIGAEEIVDGNAK 126 140 80.0 27.6 68.2 2 0 0 1,514.8062
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% EGLLLWCQR 167 175 36.4 28.3 22.7 2 0 0 1,174.6039
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% DGLAFNALIHR 194 204 32.0 26.7 27.4 2 0 0 1,226.6641
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% KDDPVTNLNNAFEVAEK 217 233 58.5 27.1 54.2 2 2 0 1,903.9397
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% MLDAEDIVNTARPDEK 240 255 82.2 26.8 77.1 4 0 0 1,816.8748
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% TIPWLEDRVPQK 312 323 22.3 26.7 15.8 1 0 0 1,481.8113
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% CQLEINFNTLQTK 351 363 80.5 28.0 70.9 2 0 0 1,608.8052
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% LSNRPAFMPSEGK 366 378 34.3 27.9 0.0 2 2 0 1,433.7206
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% HRDYETATLSDIK 438 450 67.6 27.3 52.2 2 2 0 1,548.7654
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% LSGSNPYTTVTPQIINSK 605 622 75.7 27.2 61.0 2 2 0 1,920.0074
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% QFASQANVVGPWIQTK 653 668 69.0 27.8 65.4 2 0 0 1,773.9283
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% TINEVENQILTR 746 757 44.8 28.4 17.6 0 2 0 1,429.7646
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% GISQEQMQEFR 761 771 60.8 26.0 36.7 1 0 0 1,352.6264
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% DHGGALGPEEFK 780 791 39.8 25.0 38.9 2 0 0 1,256.5908
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% ETTDTDTADQVIASFK 838 853 82.2 25.0 82.2 2 0 0 1,741.8129
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% VLAGDKNFITAEELR 854 868 80.2 28.0 76.9 2 2 0 1,675.9015
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% VLAGDKNFITAEELRR 854 869 25.2 26.2 16.9 0 1 0 1,832.0026
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% ELPPDQAEYCIAR 870 882 40.3 25.5 36.8 2 0 0 1,561.7317
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% MAPYQGPDAVPGALDYK 883 899 30.7 26.9 30.7 1 0 0 1,792.8577
H_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 29 54 32.50% SFSTALYGESDL 900 911 35.3 25.0 25.4 2 0 0 1,289.5896
H_20 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 8 5.27% EGLLLWCQR 167 175 44.2 27.6 25.8 2 0 0 1,174.6039
H_20 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 8 5.27% DYETATLSDIK 440 450 51.5 26.1 36.4 2 0 0 1,255.6054
H_20 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 8 5.27% TINEVENQILTR 746 757 63.6 28.2 51.1 2 0 0 1,429.7646
H_20 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 8 5.27% ETTDTDTADQVIASFK 838 853 88.0 25.2 85.9 2 0 0 1,741.8129
H_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 5.60% EGLLLWCQR 167 175 34.4 28.1 22.4 2 0 0 1,174.6039
H_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 5.60% HRDYETATLSDIK 438 450 27.3 27.3 15.3 0 2 0 1,548.7654
H_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 5.60% ETTDTDTADQVIASFK 838 853 77.6 25.0 77.6 2 0 0 1,741.8129
H_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 5.60% ELPPDQAEYCIAR 870 882 26.8 25.3 12.7 1 0 0 1,561.7317
H_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 7 6.15% FAIQDISVEETSAK 153 166 68.2 27.3 61.3 2 0 0 1,537.7745
H_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 7 6.15% HRDYETATLSDIK 438 450 28.7 27.5 18.2 0 1 0 1,548.7654
H_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 7 6.15% DYETATLSDIK 440 450 49.4 26.1 40.7 1 0 0 1,255.6054
H_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 7 6.15% ETTDTDTADQVIASFK 838 853 55.0 25.0 53.0 2 0 0 1,741.8129
H_22 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 7 6.15% ELPPDQAEYCIAR 870 882 23.8 25.3 12.4 1 0 0 1,561.7317
H_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 5 4.50% TINEVENQILTR 746 757 59.2 28.2 45.3 2 0 0 1,429.7646
H_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 5 4.50% ETTDTDTADQVIASFK 838 853 65.5 25.0 61.2 2 0 0 1,741.8129
H_23 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 5 4.50% ELPPDQAEYCIAR 870 882 28.5 25.3 25.0 1 0 0 1,561.7317
H_24 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 4.28% DYETATLSDIK 440 450 53.9 26.1 44.4 2 0 0 1,255.6054
H_24 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 4.28% TINEVENQILTR 746 757 58.0 28.2 49.9 2 0 0 1,429.7646
H_24 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 4.28% ETTDTDTADQVIASFK 838 853 56.9 25.2 48.4 2 0 0 1,741.8129
I_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 6.70% FAIQDISVEETSAK 153 166 88.4 27.2 79.3 2 0 0 1,537.7745
I_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 6.70% EGLLLWCQR 167 175 32.1 27.6 19.2 2 0 0 1,174.6039
I_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 6.70% CQLEINFNTLQTK 351 363 27.2 27.8 16.9 1 0 0 1,608.8052
I_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 6.70% TINEVENQILTR 746 757 54.5 28.2 43.5 2 0 0 1,429.7646
I_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 6.70% ELPPDQAEYCIAR 870 882 27.8 25.3 20.5 1 0 0 1,561.7317
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% DLLLDPAWEK 41 50 43.9 26.8 22.2 1 0 0 1,199.6309
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% KTFTAWCNSHLR 54 65 37.7 27.9 26.4 2 0 0 1,520.7427
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% TFTAWCNSHLR 55 65 45.1 25.5 35.0 2 2 0 1,392.6477
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% ALDFIASKGVK 115 125 21.5 26.1 14.8 1 0 0 1,148.6675
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% LVSIGAEEIVDGNAK 126 140 79.6 27.6 72.7 2 1 0 1,514.8062
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% FAIQDISVEETSAK 153 166 51.3 27.9 42.8 0 2 0 1,537.7745
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% EGLLLWCQR 167 175 45.1 27.6 17.2 2 0 0 1,174.6039
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% EGLLLWCQRK 167 176 26.5 28.7 16.7 1 0 0 1,302.6989
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% DGLAFNALIHR 194 204 45.0 27.1 38.4 1 0 0 1,226.6641
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% HRPELIEYDKLR 205 216 36.8 26.6 34.1 0 2 0 1,568.8545
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% LRKDDPVTNLNNAFEVAEK 215 233 32.1 27.8 22.6 0 1 0 2,173.1249
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% KDDPVTNLNNAFEVAEK 217 233 69.3 27.0 63.9 2 2 0 1,903.9397
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% DDPVTNLNNAFEVAEK 218 233 86.8 26.7 80.4 2 0 0 1,775.8447
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% MLDAEDIVNTARPDEK 240 255 71.6 26.8 62.0 2 2 0 1,816.8748
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% RTIPWLEDRVPQK 311 323 18.4 25.8 8.3 0 1 0 1,637.9124
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% TIPWLEDRVPQK 312 323 32.6 26.7 25.2 2 0 0 1,481.8113
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% CQLEINFNTLQTK 351 363 77.5 28.0 69.3 2 0 0 1,608.8052
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% LSNRPAFMPSEGK 366 378 30.6 27.9 0.0 2 0 0 1,433.7206
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% ASIHEAWTDGKEAMLK 422 437 24.6 27.1 24.1 0 2 0 1,786.8794
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% HRDYETATLSDIK 438 450 66.7 27.5 59.4 2 2 0 1,548.7654
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% DYETATLSDIK 440 450 54.5 25.9 39.9 2 0 0 1,255.6054
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% LSGSNPYTTVTPQIINSK 605 622 80.4 27.1 61.9 2 2 0 1,920.0074
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% QFASQANVVGPWIQTK 653 668 76.5 27.8 66.5 2 0 0 1,773.9283
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% TINEVENQILTR 746 757 51.2 28.3 31.1 2 2 0 1,429.7646
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% GISQEQMQEFR 761 771 44.8 26.1 24.4 2 0 0 1,352.6264
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% ACLISLGYDVENDR 792 805 21.9 25.8 19.6 0 1 0 1,624.7637
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% ETTDTDTADQVIASFK 838 853 86.9 25.2 83.7 2 0 0 1,741.8129
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% VLAGDKNFITAEELR 854 868 80.6 28.1 70.2 2 0 0 1,675.9015
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% VLAGDKNFITAEELRR 854 869 33.8 26.3 26.4 0 2 0 1,832.0026
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% NFITAEELR 860 868 25.8 28.6 12.9 2 0 0 1,092.5684
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% RELPPDQAEYCIAR 869 882 47.6 27.0 37.3 0 2 0 1,717.8328
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% ELPPDQAEYCIAR 870 882 51.8 25.3 42.3 4 0 0 1,561.7317
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% MAPYQGPDAVPGALDYK 883 899 51.2 25.9 51.2 4 0 0 1,808.8527
I_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 34 42 77 37.40% SFSTALYGESDL 900 911 38.1 25.0 22.5 1 0 0 1,289.5896
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% DLLLDPAWEK 41 50 43.8 26.8 18.0 2 0 0 1,199.6309
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% TFTAWCNSHLR 55 65 28.3 25.0 23.5 2 0 0 1,392.6477
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% LVSIGAEEIVDGNAK 126 140 33.1 27.5 26.9 1 0 0 1,514.8062
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% EGLLLWCQR 167 175 35.0 28.3 19.6 2 0 0 1,174.6039
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% DGLAFNALIHR 194 204 31.6 27.1 20.0 1 0 0 1,226.6641
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% KDDPVTNLNNAFEVAEK 217 233 42.8 27.1 38.3 2 2 0 1,903.9397
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% CQLEINFNTLQTK 351 363 88.7 27.8 80.8 2 0 0 1,608.8052
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% DYETATLSDIK 440 450 67.1 25.9 57.4 2 0 0 1,255.6054
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% LSGSNPYTTVTPQIINSK 605 622 62.8 27.1 53.5 2 0 0 1,920.0074
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% GISQEQMQEFR 761 771 41.9 26.0 31.4 2 0 0 1,352.6264
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% ETTDTDTADQVIASFK 838 853 85.3 25.0 79.8 2 2 0 1,741.8129
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% ELPPDQAEYCIAR 870 882 37.8 25.0 31.5 2 0 0 1,561.7317
I_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 13 15 28 18.30% SFSTALYGESDL 900 911 37.6 25.0 30.9 2 0 0 1,289.5896
I_20 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 4 4.17% EGLLLWCQR 167 175 28.6 27.6 10.4 2 0 0 1,174.6039
I_20 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 4 4.17% ETTDTDTADQVIASFK 838 853 50.8 25.0 50.8 1 0 0 1,741.8129
I_20 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 4 4.17% ELPPDQAEYCIAR 870 882 33.1 25.3 28.2 1 0 0 1,561.7317
I_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 2 3.29% FAIQDISVEETSAK 153 166 35.9 27.1 29.9 1 0 0 1,537.7745
I_21 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 2 3.29% ETTDTDTADQVIASFK 838 853 40.0 25.0 39.5 1 0 0 1,741.8129
J_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 3.95% DLLLDPAWEK 41 50 47.7 27.5 16.6 2 0 0 1,199.6309
J_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 3.95% FAIQDISVEETSAK 153 166 62.2 27.6 53.7 2 0 0 1,537.7745
J_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 3.95% TINEVENQILTR 746 757 54.5 27.3 45.5 2 0 0 1,429.7646
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% DLLLDPAWEK 41 50 45.6 27.6 19.4 2 0 0 1,199.6309
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% TFTAWCNSHLR 55 65 24.5 25.7 20.4 1 0 0 1,392.6477
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% AGTQIENIDEDFR 67 79 67.5 25.8 54.4 2 0 0 1,507.7025
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% LVSIGAEEIVDGNAK 126 140 75.2 27.9 69.8 2 0 0 1,514.8062
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% FAIQDISVEETSAK 153 166 66.7 27.5 48.1 2 2 0 1,537.7745
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% EGLLLWCQR 167 175 32.8 28.3 18.7 2 0 0 1,174.6039
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% DGLAFNALIHR 194 204 43.7 26.5 37.3 2 0 0 1,226.6641



J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% MLDAEDIVNTARPDEK 240 255 50.0 26.1 38.5 2 4 0 1,832.8698
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% CQLEINFNTLQTK 351 363 81.9 27.7 71.6 2 0 0 1,608.8052
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% LSGSNPYTTVTPQIINSK 605 622 58.4 26.9 40.4 2 0 0 1,920.0074
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% TINEVENQILTR 746 757 55.6 27.4 42.9 2 2 0 1,429.7646
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% GISQEQMQEFR 761 771 39.8 26.3 33.5 2 0 0 1,352.6264
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% ACLISLGYDVENDR 792 805 76.2 26.9 68.0 2 0 0 1,624.7637
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% ETTDTDTADQVIASFK 838 853 102.0 25.1 97.6 2 2 0 1,741.8129
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% VLAGDKNFITAEELR 854 868 41.6 27.7 31.0 1 2 0 1,675.9015
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% ELPPDQAEYCIAR 870 882 36.1 25.8 27.4 3 0 0 1,561.7317
J_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 17 23 44 24.50% SFSTALYGESDL 900 911 39.9 25.0 33.7 1 0 0 1,289.5896
J_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 5.82% DLLLDPAWEK 41 50 42.3 27.6 16.4 2 0 0 1,199.6309
J_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 5.82% FAIQDISVEETSAK 153 166 69.4 27.0 56.8 2 0 0 1,537.7745
J_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 5.82% ETTDTDTADQVIASFK 838 853 51.2 25.2 51.2 2 0 0 1,741.8129
J_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 7 5.82% ELPPDQAEYCIAR 870 882 20.5 25.6 12.5 1 0 0 1,561.7317
K_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 7.57% DLLLDPAWEK 41 50 44.0 26.8 18.0 2 0 0 1,199.6309
K_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 7.57% LSGSNPYTTVTPQIINSK 605 622 46.3 27.2 41.9 1 0 0 1,920.0074
K_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 7.57% TINEVENQILTR 746 757 54.7 28.0 31.7 2 0 0 1,429.7646
K_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 7.57% ETTDTDTADQVIASFK 838 853 61.8 25.0 61.8 2 0 0 1,741.8129
K_17 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 7.57% ELPPDQAEYCIAR 870 882 29.3 25.7 18.5 1 0 0 1,561.7317
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% DLLLDPAWEK 41 50 44.2 26.9 17.3 2 0 0 1,199.6309
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% TFTAWCNSHLR 55 65 44.6 25.6 37.3 2 1 0 1,392.6477
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% AGTQIENIDEDFR 67 79 44.1 25.4 24.8 1 0 0 1,507.7025
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% LVSIGAEEIVDGNAK 126 140 64.3 27.5 53.9 2 0 0 1,514.8062
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% FAIQDISVEETSAK 153 166 66.4 27.0 56.1 2 0 0 1,537.7745
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% EGLLLWCQR 167 175 36.2 28.1 20.5 2 0 0 1,174.6039
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% DGLAFNALIHR 194 204 40.8 26.7 32.3 1 0 0 1,226.6641
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% KDDPVTNLNNAFEVAEK 217 233 54.1 26.9 49.7 2 2 0 1,903.9397
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% DDPVTNLNNAFEVAEK 218 233 60.0 26.9 60.0 1 0 0 1,775.8447
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% MLDAEDIVNTARPDEK 240 255 32.3 26.1 25.9 2 0 0 1,832.8698
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% CQLEINFNTLQTK 351 363 82.7 27.9 74.7 2 0 0 1,608.8052
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% HRDYETATLSDIK 438 450 34.9 27.5 15.7 2 0 0 1,548.7654
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% LSGSNPYTTVTPQIINSK 605 622 62.2 27.0 48.3 2 2 0 1,920.0074
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% TINEVENQILTR 746 757 48.1 27.7 40.8 2 0 0 1,429.7646
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% GISQEQMQEFR 761 771 41.9 26.6 29.1 2 0 0 1,352.6264
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% DHGGALGPEEFK 780 791 34.5 25.1 30.0 2 0 0 1,256.5908
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% ACLISLGYDVENDR 792 805 49.3 26.4 49.3 1 0 0 1,624.7637
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% ETTDTDTADQVIASFK 838 853 90.1 25.0 90.1 2 2 0 1,741.8129
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% VLAGDKNFITAEELR 854 868 46.5 27.8 40.7 1 1 0 1,675.9015
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% ELPPDQAEYCIAR 870 882 36.4 25.7 30.5 4 0 0 1,561.7317
K_18 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 21 26 47 29.10% SFSTALYGESDL 900 911 51.2 25.0 33.8 2 0 0 1,289.5896
K_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 8 6.15% DLLLDPAWEK 41 50 43.8 26.7 18.1 2 0 0 1,199.6309
K_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 8 6.15% KDDPVTNLNNAFEVAEK 217 233 38.2 27.1 32.4 0 2 0 1,903.9397
K_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 8 6.15% ETTDTDTADQVIASFK 838 853 60.7 25.2 50.8 2 0 0 1,741.8129
K_19 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 8 6.15% ELPPDQAEYCIAR 870 882 33.1 25.5 29.7 2 0 0 1,561.7317
K_24 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 3.62% DLLLDPAWEK 41 50 42.7 26.7 14.8 2 0 0 1,199.6309
K_24 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 3.62% TINEVENQILTR 746 757 54.3 28.2 45.6 2 0 0 1,429.7646
K_24 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 3.62% GISQEQMQEFR 761 771 35.1 26.5 17.8 2 0 0 1,352.6264
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% TFTAWCNSHLR 55 65 33.6 25.6 25.7 1 0 0 1,392.6477
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% LVSIGAEEIVDGNAK 126 140 92.1 27.3 81.1 2 0 0 1,514.8062
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% FAIQDISVEETSAK 153 166 71.5 27.3 52.4 2 0 0 1,537.7745
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% EGLLLWCQR 167 175 32.3 27.7 15.4 2 0 0 1,174.6039
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% DGLAFNALIHR 194 204 47.6 26.7 41.4 2 0 0 1,226.6641
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% KDDPVTNLNNAFEVAEK 217 233 75.6 26.8 73.5 2 2 0 1,903.9397
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% DDPVTNLNNAFEVAEK 218 233 84.4 26.9 81.1 2 0 0 1,775.8447
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% CQLEINFNTLQTK 351 363 87.4 28.1 80.4 2 0 0 1,608.8052
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% LSNRPAFMPSEGK 366 378 24.2 28.1 0.0 0 1 0 1,449.7156
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% HEAFESDLAAHQDR 456 469 35.9 25.0 33.8 0 2 0 1,625.7303
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% ICDQWDALGSLTHSR 498 512 42.8 25.4 30.3 0 2 0 1,758.8230
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% QLEAIDQLHLEYAK 522 535 68.4 27.6 58.7 2 0 0 1,670.8750
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% EAILAIHKEAQR 585 596 21.3 25.0 17.0 0 1 0 1,378.7802
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% LSGSNPYTTVTPQIINSK 605 622 81.0 26.8 67.4 2 1 0 1,920.0074
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% QFASQANVVGPWIQTK 653 668 85.4 27.8 82.6 2 0 0 1,773.9283
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% TINEVENQILTR 746 757 62.6 27.7 46.5 2 0 0 1,429.7646
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% GISQEQMQEFR 761 771 48.2 25.7 37.0 4 0 0 1,368.6214
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% ACLISLGYDVENDR 792 805 87.6 26.5 83.8 2 0 0 1,624.7637
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% ETTDTDTADQVIASFK 838 853 75.7 25.2 72.7 2 1 0 1,741.8129
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% VLAGDKNFITAEELR 854 868 70.5 27.8 64.5 2 0 0 1,675.9015
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% ELPPDQAEYCIAR 870 882 55.3 25.7 53.9 2 0 0 1,561.7317
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% MAPYQGPDAVPGALDYK 883 899 72.1 25.9 70.2 2 0 0 1,808.8527
L_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 23 27 49 33.20% SFSTALYGESDL 900 911 51.3 25.0 42.9 2 0 0 1,289.5896
L_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 9 13 12.20% LVSIGAEEIVDGNAK 126 140 77.0 27.6 73.2 2 0 0 1,514.8062
L_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 9 13 12.20% EGLLLWCQR 167 175 27.9 27.9 8.2 1 0 0 1,174.6039
L_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 9 13 12.20% DGLAFNALIHR 194 204 26.0 26.3 19.0 1 0 0 1,226.6641
L_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 9 13 12.20% KDDPVTNLNNAFEVAEK 217 233 44.4 27.1 37.1 1 2 0 1,903.9397
L_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 9 13 12.20% LSNRPAFMPSEGK 366 378 19.3 28.1 0.0 0 1 0 1,449.7156
L_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 9 13 12.20% LSGSNPYTTVTPQIINSK 605 622 49.9 27.1 47.9 1 0 0 1,920.0074
L_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 9 13 12.20% TINEVENQILTR 746 757 60.0 27.6 35.5 2 0 0 1,429.7646
L_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 9 13 12.20% ETTDTDTADQVIASFK 838 853 71.4 25.2 68.8 2 0 0 1,741.8129
L_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 6 6 12 9.66% LVSIGAEEIVDGNAK 126 140 74.1 27.2 69.3 2 0 0 1,514.8062
L_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 6 6 12 9.66% FAIQDISVEETSAK 153 166 74.8 27.0 66.8 2 0 0 1,537.7745
L_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 6 6 12 9.66% CQLEINFNTLQTK 351 363 75.5 28.0 69.8 2 0 0 1,608.8052
L_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 6 6 12 9.66% LSGSNPYTTVTPQIINSK 605 622 58.6 27.1 47.3 2 0 0 1,920.0074
L_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 6 6 12 9.66% TINEVENQILTR 746 757 72.9 27.6 60.7 2 0 0 1,429.7646
L_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 6 6 12 9.66% ETTDTDTADQVIASFK 838 853 66.3 25.1 61.7 2 0 0 1,741.8129
L_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 10 11.60% LVSIGAEEIVDGNAK 126 140 53.2 27.4 49.1 1 0 0 1,514.8062
L_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 10 11.60% CQLEINFNTLQTK 351 363 87.2 28.1 82.1 2 0 0 1,608.8052
L_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 10 11.60% ICDQWDALGSLTHSR 498 512 30.1 25.4 24.8 0 1 0 1,758.8230
L_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 10 11.60% LSGSNPYTTVTPQIINSK 605 622 103.0 27.0 91.9 1 0 0 1,920.0074
L_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 10 11.60% QFASQANVVGPWIQTK 653 668 73.4 28.2 68.3 2 0 0 1,773.9283
L_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 10 11.60% ETTDTDTADQVIASFK 838 853 76.5 25.1 72.5 2 0 0 1,741.8129
L_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 10 11.60% ELPPDQAEYCIAR 870 882 42.8 25.6 39.0 1 0 0 1,561.7317
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% DLLLDPAWEK 41 50 39.2 26.9 14.3 2 0 0 1,199.6309
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% FAIQDISVEETSAK 153 166 85.7 27.1 73.1 2 0 0 1,537.7745
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% EGLLLWCQR 167 175 42.5 28.3 27.1 2 0 0 1,174.6039
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% DGLAFNALIHR 194 204 45.3 26.7 41.4 2 0 0 1,226.6641
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% KDDPVTNLNNAFEVAEK 217 233 55.0 27.1 50.6 0 2 0 1,903.9397
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% VLAVNQENEHLMEDYEK 284 300 22.4 25.0 17.5 0 1 0 2,076.9544
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% CQLEINFNTLQTK 351 363 74.6 28.0 68.6 2 0 0 1,608.8052
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% LSNRPAFMPSEGK 366 378 28.3 28.1 0.0 0 1 0 1,449.7156
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% HRDYETATLSDIK 438 450 18.7 27.3 7.9 0 1 0 1,548.7654
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% HEAFESDLAAHQDR 456 469 22.5 25.0 22.5 0 2 0 1,625.7303
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% LSGSNPYTTVTPQIINSK 605 622 64.8 27.3 59.9 2 0 0 1,920.0074
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% TINEVENQILTR 746 757 59.3 28.2 41.4 2 0 0 1,429.7646
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% GISQEQMQEFR 761 771 41.3 26.1 17.0 2 0 0 1,352.6264
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% ACLISLGYDVENDR 792 805 93.4 26.4 85.2 1 0 0 1,624.7637
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% ETTDTDTADQVIASFK 838 853 78.3 25.0 78.3 2 0 0 1,741.8129
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% VLAGDKNFITAEELR 854 868 49.6 28.1 46.5 2 1 0 1,675.9015
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% ELPPDQAEYCIAR 870 882 22.6 25.6 18.5 1 0 0 1,561.7317
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% MAPYQGPDAVPGALDYK 883 899 67.5 25.8 63.1 2 0 0 1,808.8527
M_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 19 20 33 28.40% SFSTALYGESDL 900 911 31.8 25.0 31.8 1 0 0 1,289.5896
M_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 9 7.03% FAIQDISVEETSAK 153 166 66.2 27.5 51.4 2 0 0 1,537.7745
M_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 9 7.03% EGLLLWCQR 167 175 26.5 28.4 12.0 2 0 0 1,174.6039



M_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 9 7.03% TINEVENQILTR 746 757 59.9 28.2 48.7 2 0 0 1,429.7646
M_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 9 7.03% ETTDTDTADQVIASFK 838 853 72.1 25.2 63.5 2 0 0 1,741.8129
M_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 9 7.03% ELPPDQAEYCIAR 870 882 22.4 25.7 12.5 1 0 0 1,561.7317
M_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 12 12 20 17.60% DLLLDPAWEK 41 50 35.2 26.7 19.9 1 0 0 1,199.6309
M_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 12 12 20 17.60% FAIQDISVEETSAK 153 166 75.4 27.3 62.8 2 0 0 1,537.7745
M_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 12 12 20 17.60% EGLLLWCQR 167 175 31.2 28.4 10.9 2 0 0 1,174.6039
M_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 12 12 20 17.60% DGLAFNALIHR 194 204 30.3 26.7 23.0 2 0 0 1,226.6641
M_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 12 12 20 17.60% MLDAEDIVNTARPDEK 240 255 20.8 26.1 19.4 0 1 0 1,832.8698
M_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 12 12 20 17.60% CQLEINFNTLQTK 351 363 71.3 28.0 66.9 2 0 0 1,608.8052
M_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 12 12 20 17.60% HRDYETATLSDIK 438 450 25.1 27.7 14.2 0 1 0 1,548.7654
M_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 12 12 20 17.60% LSGSNPYTTVTPQIINSK 605 622 67.1 27.1 60.1 1 0 0 1,920.0074
M_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 12 12 20 17.60% TINEVENQILTR 746 757 60.2 28.2 40.6 2 0 0 1,429.7646
M_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 12 12 20 17.60% ETTDTDTADQVIASFK 838 853 85.5 25.0 82.6 2 0 0 1,741.8129
M_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 12 12 20 17.60% VLAGDKNFITAEELR 854 868 32.2 28.1 20.3 0 2 0 1,675.9015
M_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 12 12 20 17.60% ELPPDQAEYCIAR 870 882 36.0 25.5 32.5 2 0 0 1,561.7317
M_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 3.07% TINEVENQILTR 746 757 46.9 28.2 33.5 2 0 0 1,429.7646
M_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 3.07% ETTDTDTADQVIASFK 838 853 60.2 25.2 60.2 1 0 0 1,741.8129
N_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 2.31% EGLLLWCQR 167 175 23.3 27.8 8.4 1 0 0 1,174.6039
N_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 2.31% TINEVENQILTR 746 757 60.0 27.6 51.3 2 0 0 1,429.7646
O_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 8.45% FAIQDISVEETSAK 153 166 67.7 27.3 61.8 2 0 0 1,537.7745
O_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 8.45% KDDPVTNLNNAFEVAEK 217 233 42.5 27.2 38.1 0 1 0 1,903.9397
O_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 8.45% LSGSNPYTTVTPQIINSK 605 622 63.8 26.9 56.5 2 0 0 1,920.0074
O_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 8.45% TINEVENQILTR 746 757 59.8 27.5 53.3 2 0 0 1,429.7646
O_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 5 5 8 8.45% ETTDTDTADQVIASFK 838 853 49.7 25.2 49.7 1 0 0 1,741.8129
O_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 2.85% FAIQDISVEETSAK 153 166 37.1 27.0 27.3 1 0 0 1,537.7745
O_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 3 2.85% TINEVENQILTR 746 757 64.1 27.6 51.1 2 0 0 1,429.7646
P_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 8 13 12.00% FAIQDISVEETSAK 153 166 88.6 27.1 70.6 2 0 0 1,537.7745
P_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 8 13 12.00% DGLAFNALIHR 194 204 40.0 26.3 32.0 2 0 0 1,226.6641
P_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 8 13 12.00% KDDPVTNLNNAFEVAEK 217 233 22.1 27.2 17.4 0 1 0 1,903.9397
P_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 8 13 12.00% HRDYETATLSDIK 438 450 20.9 27.6 12.7 0 1 0 1,548.7654
P_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 8 13 12.00% LSGSNPYTTVTPQIINSK 605 622 88.3 26.9 78.1 2 0 0 1,920.0074
P_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 8 13 12.00% TINEVENQILTR 746 757 51.6 27.5 34.5 2 0 0 1,429.7646
P_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 8 13 12.00% GISQEQMQEFR 761 771 45.0 25.5 32.5 1 0 0 1,368.6214
P_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 8 8 13 12.00% ELPPDQAEYCIAR 870 882 29.2 25.7 26.1 2 0 0 1,561.7317
P_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 4 2.52% TINEVENQILTR 746 757 53.4 27.3 38.9 2 0 0 1,429.7646
P_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 2 2 4 2.52% GISQEQMQEFR 761 771 45.3 25.2 31.5 2 0 0 1,368.6214
P_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 4.06% FAIQDISVEETSAK 153 166 79.6 27.3 73.6 2 0 0 1,537.7745
P_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 4.06% TINEVENQILTR 746 757 63.3 27.6 53.4 2 0 0 1,429.7646
P_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 6 4.06% GISQEQMQEFR 761 771 35.5 25.2 24.6 2 0 0 1,368.6214
Q_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 11 10.20% FAIQDISVEETSAK 153 166 71.3 27.0 52.6 2 0 0 1,537.7745
Q_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 11 10.20% LSGSNPYTTVTPQIINSK 605 622 45.9 26.9 41.2 1 0 0 1,920.0074
Q_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 11 10.20% TINEVENQILTR 746 757 60.2 27.3 42.8 2 0 0 1,429.7646
Q_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 11 10.20% GISQEQMQEFR 761 771 44.6 25.3 38.2 2 0 0 1,368.6214
Q_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 11 10.20% ETTDTDTADQVIASFK 838 853 83.7 25.3 83.7 1 0 0 1,741.8129
Q_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 11 10.20% NFITAEELR 860 868 29.4 28.2 10.4 1 0 0 1,092.5684
Q_13 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 7 7 11 10.20% ELPPDQAEYCIAR 870 882 40.4 26.0 37.0 2 0 0 1,561.7317
Q_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 6 5.71% FAIQDISVEETSAK 153 166 62.3 27.3 54.0 2 0 0 1,537.7745
Q_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 6 5.71% CQLEINFNTLQTK 351 363 53.0 27.9 44.3 1 0 0 1,608.8052
Q_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 6 5.71% TINEVENQILTR 746 757 59.9 27.4 50.1 2 0 0 1,429.7646
Q_14 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 4 4 6 5.71% ELPPDQAEYCIAR 870 882 27.5 25.6 24.6 1 0 0 1,561.7317
Q_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 9 9 15 13.20% LVSIGAEEIVDGNAK 126 140 64.4 27.5 51.2 2 0 0 1,514.8062
Q_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 9 9 15 13.20% FAIQDISVEETSAK 153 166 83.2 27.1 74.6 2 0 0 1,537.7745
Q_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 9 9 15 13.20% DGLAFNALIHR 194 204 35.0 26.3 30.8 1 0 0 1,226.6641
Q_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 9 9 15 13.20% CQLEINFNTLQTK 351 363 68.3 28.1 63.1 2 0 0 1,608.8052
Q_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 9 9 15 13.20% LSNRPAFMPSEGK 366 378 21.6 28.0 0.0 0 1 0 1,449.7156
Q_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 9 9 15 13.20% LSGSNPYTTVTPQIINSK 605 622 60.7 26.9 44.9 2 0 0 1,920.0074
Q_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 9 9 15 13.20% TINEVENQILTR 746 757 59.6 27.6 47.3 2 0 0 1,429.7646
Q_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 9 9 15 13.20% GISQEQMQEFR 761 771 46.1 25.2 34.0 2 0 0 1,368.6214
Q_15 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 9 9 15 13.20% ELPPDQAEYCIAR 870 882 33.0 25.7 28.5 1 0 0 1,561.7317
Q_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 4 4.39% LVSIGAEEIVDGNAK 126 140 34.5 27.4 28.9 1 0 0 1,514.8062
Q_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 4 4.39% LSNRPAFMPSEGK 366 378 21.1 27.9 0.0 0 1 0 1,449.7156
Q_16 Alpha‐actinin‐4 ACTN4_HUMAN 104,857 3 3 4 4.39% TINEVENQILTR 746 757 60.5 27.6 43.0 2 0 0 1,429.7646
A_12 Alpha‐centractin ACTZ_HUMAN 42,615 3 3 5 7.45% AGFAGDQIPK 23 32 36.7 27.8 22.3 2 0 0 1,003.5209
A_12 Alpha‐centractin ACTZ_HUMAN 42,615 3 3 5 7.45% IWQYVYSK 89 96 42.2 27.1 31.6 2 0 0 1,086.5618
A_12 Alpha‐centractin ACTZ_HUMAN 42,615 3 3 5 7.45% ACYLSINPQK 221 230 30.8 27.6 18.3 1 0 0 1,193.5984
B_12 Alpha‐centractin ACTZ_HUMAN 42,615 5 5 8 12.50% AGFAGDQIPK 23 32 32.6 27.7 10.4 2 0 0 1,003.5209
B_12 Alpha‐centractin ACTZ_HUMAN 42,615 5 5 8 12.50% YCFPNYVGRPK 33 43 27.5 26.3 20.8 0 2 0 1,400.6780
B_12 Alpha‐centractin ACTZ_HUMAN 42,615 5 5 8 12.50% IWQYVYSK 89 96 25.3 27.5 20.1 2 0 0 1,086.5618
B_12 Alpha‐centractin ACTZ_HUMAN 42,615 5 5 8 12.50% ACYLSINPQK 221 230 32.2 28.0 22.7 1 0 0 1,193.5984
B_12 Alpha‐centractin ACTZ_HUMAN 42,615 5 5 8 12.50% ACYLSINPQKDETLETEK 221 238 29.8 26.6 28.7 0 1 0 2,139.0277
C_12 Alpha‐centractin ACTZ_HUMAN 42,615 3 4 5 8.24% AGFAGDQIPK 23 32 26.1 27.7 10.2 1 0 0 1,003.5209
C_12 Alpha‐centractin ACTZ_HUMAN 42,615 3 4 5 8.24% YCFPNYVGRPK 33 43 29.8 26.6 29.8 2 1 0 1,400.6780
C_12 Alpha‐centractin ACTZ_HUMAN 42,615 3 4 5 8.24% ACYLSINPQK 221 230 27.2 28.1 18.0 1 0 0 1,193.5984
F_14 Alpha‐centractin ACTZ_HUMAN 42,615 2 2 4 5.59% AGFAGDQIPK 23 32 57.3 27.9 40.7 2 0 0 1,003.5209
F_14 Alpha‐centractin ACTZ_HUMAN 42,615 2 2 4 5.59% YCFPNYVGRPK 33 43 22.5 26.6 17.7 0 2 0 1,400.6780
H_10 Alpha‐centractin ACTZ_HUMAN 42,615 2 2 2 5.32% AGFAGDQIPK 23 32 22.9 27.9 17.5 1 0 0 1,003.5209
H_10 Alpha‐centractin ACTZ_HUMAN 42,615 2 2 2 5.32% ACYLSINPQK 221 230 24.3 27.8 17.1 1 0 0 1,193.5984
J_10 Alpha‐centractin ACTZ_HUMAN 42,615 2 2 2 4.79% AGFAGDQIPK 23 32 31.6 28.0 16.5 1 0 0 1,003.5209
J_10 Alpha‐centractin ACTZ_HUMAN 42,615 2 2 2 4.79% IWQYVYSK 89 96 20.9 27.9 10.0 1 0 0 1,086.5618
K_10 Alpha‐centractin ACTZ_HUMAN 42,615 2 2 3 5.59% AGFAGDQIPK 23 32 52.9 28.4 36.5 2 0 0 1,003.5209
K_10 Alpha‐centractin ACTZ_HUMAN 42,615 2 2 3 5.59% YCFPNYVGRPK 33 43 27.0 26.6 17.6 1 0 0 1,400.6780
M_07 Alpha‐centractin ACTZ_HUMAN 42,615 2 2 4 4.79% AGFAGDQIPK 23 32 44.7 28.3 27.4 2 0 0 1,003.5209
M_07 Alpha‐centractin ACTZ_HUMAN 42,615 2 2 4 4.79% IWQYVYSK 89 96 24.5 27.5 24.0 2 0 0 1,086.5618
A_02 Acylphosphatase‐1 ACYP1_HUMAN 11,261 2 2 3 23.20% GTVQGQLQGPISK 46 58 37.7 26.5 30.3 2 0 0 1,312.7222
A_02 Acylphosphatase‐1 ACYP1_HUMAN 11,261 2 2 3 23.20% LDYSDFQIVK 90 99 34.5 26.0 24.1 1 0 0 1,227.6257
A_03 Acylphosphatase‐1 ACYP1_HUMAN 11,261 2 2 3 23.20% GTVQGQLQGPISK 46 58 49.8 26.8 42.6 2 0 0 1,312.7222
A_03 Acylphosphatase‐1 ACYP1_HUMAN 11,261 2 2 3 23.20% LDYSDFQIVK 90 99 25.3 25.9 11.8 1 0 0 1,227.6257
B_03 Acylphosphatase‐1 ACYP1_HUMAN 11,261 2 2 4 23.20% GTVQGQLQGPISK 46 58 53.7 26.8 44.6 2 0 0 1,312.7222
B_03 Acylphosphatase‐1 ACYP1_HUMAN 11,261 2 2 4 23.20% LDYSDFQIVK 90 99 25.5 26.0 3.2 2 0 0 1,227.6257
F_14 Adenosine deaminase ADA_HUMAN 40,765 2 2 2 6.89% IAYEFVEMK 82 90 34.4 25.8 29.0 1 0 0 1,129.5598
F_14 Adenosine deaminase ADA_HUMAN 40,765 2 2 2 6.89% LGHGYHTLEDQALYNR 236 251 24.0 27.2 14.9 0 1 0 1,886.9145
C_04 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 2 3 5 3.34% DTSLFSDEFK 78 87 32.0 25.0 30.0 2 0 0 1,188.5420
C_04 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 2 3 5 3.34% YGPQGGCADHSVFER 167 181 61.9 25.0 61.9 1 2 0 1,679.7232
I_04 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 2 2 4 3.48% GGTFYVEPAER 132 142 27.6 25.6 20.1 2 0 0 1,225.5848
I_04 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 2 2 4 3.48% YGPQGGCADHSVFER 167 181 33.7 25.0 33.7 0 2 0 1,679.7232
K_04 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 3 3 5 4.55% FEGFIQTR 124 131 30.7 27.4 23.2 2 0 0 997.5102
K_04 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 3 3 5 4.55% GGTFYVEPAER 132 142 39.1 26.0 35.0 1 0 0 1,225.5848
K_04 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 3 3 5 4.55% YGPQGGCADHSVFER 167 181 29.8 25.0 29.3 0 2 0 1,679.7232
L_03 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 2 2 3 2.54% FEGFIQTR 124 131 26.4 27.0 10.9 2 0 0 997.5102
L_03 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 2 2 3 2.54% GGTFYVEPAER 132 142 25.0 26.7 23.9 1 0 0 1,225.5848
N_03 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 3 3 5 4.55% FEGFIQTR 124 131 37.1 26.8 23.2 2 0 0 997.5102
N_03 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 3 3 5 4.55% GGTFYVEPAER 132 142 24.9 26.6 18.6 1 0 0 1,225.5848
N_03 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 3 3 5 4.55% YGPQGGCADHSVFER 167 181 46.3 25.0 36.2 0 2 0 1,679.7232
O_03 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 2 2 2 2.54% FEGFIQTR 124 131 29.9 27.1 19.0 1 0 0 997.5102
O_03 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 2 2 2 2.54% GGTFYVEPAER 132 142 29.4 26.3 29.4 1 0 0 1,225.5848
Q_03 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 3 3 6 4.55% FEGFIQTR 124 131 27.9 27.5 13.5 2 0 0 997.5102
Q_03 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 3 3 6 4.55% GGTFYVEPAER 132 142 28.2 26.3 24.3 2 0 0 1,225.5848
Q_03 Disintegrin and metalloproteinase domain‐containing protein 10 ADA10_HUMAN 84,143 3 3 6 4.55% YGPQGGCADHSVFER 167 181 40.0 25.0 33.7 0 2 0 1,679.7232
B_06 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 2 2 3 2.90% VVSEGHTLENCCYQGR 107 122 24.2 25.0 24.2 0 1 0 1,908.8328
B_06 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 2 2 3 2.90% GLVVLTPER 141 149 38.0 25.0 33.8 2 0 0 983.5885
C_06 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 2 2 3 2.90% VVSEGHTLENCCYQGR 107 122 22.6 25.0 22.6 0 1 0 1,908.8328
C_06 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 2 2 3 2.90% GLVVLTPER 141 149 38.1 25.0 28.9 2 0 0 983.5885



H_06 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 3 3 5 4.17% VLQTSLPEPLR 60 70 33.1 25.0 33.0 2 0 0 1,252.7261
H_06 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 3 3 5 4.17% VVSEGHTLENCCYQGR 107 122 22.8 25.0 22.6 0 1 0 1,908.8328
H_06 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 3 3 5 4.17% GLVVLTPER 141 149 41.8 25.0 36.2 2 0 0 983.5885
J_05 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 2 2 3 2.90% VVSEGHTLENCCYQGR 107 122 19.6 25.0 19.6 0 1 0 1,908.8328
J_05 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 2 2 3 2.90% GLVVLTPER 141 149 35.4 25.0 28.3 2 0 0 983.5885
J_06 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 2 2 3 2.32% VLQTSLPEPLR 60 70 52.5 25.0 48.5 1 0 0 1,252.7261
J_06 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 2 2 3 2.32% GLVVLTPER 141 149 40.9 25.0 32.8 2 0 0 983.5885
K_06 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 2 2 4 2.32% VLQTSLPEPLR 60 70 52.6 25.0 48.0 2 0 0 1,252.7261
K_06 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 2 2 4 2.32% GLVVLTPER 141 149 27.4 25.0 22.3 2 0 0 983.5885
N_05 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 2 2 2 2.90% VVSEGHTLENCCYQGR 107 122 29.5 25.0 26.8 0 1 0 1,908.8328
N_05 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 2 2 2 2.90% GLVVLTPER 141 149 21.1 25.0 15.7 1 0 0 983.5885
O_04 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 3 3 5 4.17% VLQTSLPEPLR 60 70 43.1 25.0 43.1 2 0 0 1,252.7261
O_04 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 3 3 5 4.17% VVSEGHTLENCCYQGR 107 122 21.6 25.0 21.5 0 1 0 1,908.8328
O_04 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 3 3 5 4.17% GLVVLTPER 141 149 29.9 25.0 20.0 2 0 0 983.5885
P_04 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 3 3 4 4.17% VLQTSLPEPLR 60 70 28.8 25.0 23.1 2 0 0 1,252.7261
P_04 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 3 3 4 4.17% VVSEGHTLENCCYQGR 107 122 19.5 25.0 19.5 0 1 0 1,908.8328
P_04 Disintegrin and metalloproteinase domain‐containing protein 15 ADA15_HUMAN 92,959 3 3 4 4.17% GLVVLTPER 141 149 33.2 25.0 29.4 1 0 0 983.5885
A_08 Adiponectin ADIPO_BOVIN 26,134 2 2 3 10.40% QVTVPNVPIR 117 126 20.9 25.0 19.6 1 0 0 1,122.6630
A_08 Adiponectin ADIPO_BOVIN 26,134 2 2 3 10.40% IFYNQQNHYDGTTGK 130 144 59.1 25.0 50.4 2 0 0 1,785.8192
A_09 Adiponectin ADIPO_BOVIN 26,134 2 2 3 8.75% SAFSVGLER 108 116 27.7 27.8 20.2 1 0 0 965.5050
A_09 Adiponectin ADIPO_BOVIN 26,134 2 2 3 8.75% ALLFTHDQFQDK 176 187 57.5 27.5 51.2 2 0 0 1,462.7327
B_08 Adiponectin ADIPO_BOVIN 26,134 2 3 5 10.40% QVTVPNVPIR 117 126 24.4 25.0 23.5 2 0 0 1,122.6630
B_08 Adiponectin ADIPO_BOVIN 26,134 2 3 5 10.40% IFYNQQNHYDGTTGK 130 144 72.8 25.0 72.0 2 1 0 1,785.8192
B_09 Adiponectin ADIPO_BOVIN 26,134 2 2 3 10.00% SAFSVGLER 108 116 43.2 27.1 26.8 2 0 0 965.5050
B_09 Adiponectin ADIPO_BOVIN 26,134 2 2 3 10.00% IFYNQQNHYDGTTGK 130 144 24.9 25.0 20.9 1 0 0 1,785.8192
C_08 Adiponectin ADIPO_BOVIN 26,134 2 2 3 11.20% IFYNQQNHYDGTTGK 130 144 53.4 25.0 53.4 1 0 0 1,785.8192
C_08 Adiponectin ADIPO_BOVIN 26,134 2 2 3 11.20% ALLFTHDQFQDK 176 187 47.1 27.5 35.5 2 0 0 1,462.7327
F_10 Adiponectin ADIPO_BOVIN 26,134 2 2 4 10.40% QVTVPNVPIR 117 126 29.5 25.0 22.6 2 0 0 1,122.6630
F_10 Adiponectin ADIPO_BOVIN 26,134 2 2 4 10.40% IFYNQQNHYDGTTGK 130 144 22.1 25.0 18.5 0 2 0 1,785.8192
F_11 Adiponectin ADIPO_BOVIN 26,134 4 4 6 19.20% SAFSVGLER 108 116 74.8 27.1 45.0 2 0 0 965.5050
F_11 Adiponectin ADIPO_BOVIN 26,134 4 4 6 19.20% QVTVPNVPIR 117 126 23.0 25.0 10.3 2 0 0 1,122.6630
F_11 Adiponectin ADIPO_BOVIN 26,134 4 4 6 19.20% IFYNQQNHYDGTTGK 130 144 15.8 25.0 11.5 0 1 0 1,785.8192
F_11 Adiponectin ADIPO_BOVIN 26,134 4 4 6 19.20% ALLFTHDQFQDK 176 187 31.0 27.5 26.1 1 0 0 1,462.7327
G_10 Adiponectin ADIPO_BOVIN 26,134 3 3 4 14.20% SAFSVGLER 108 116 50.4 27.3 36.8 1 0 0 965.5050
G_10 Adiponectin ADIPO_BOVIN 26,134 3 3 4 14.20% QVTVPNVPIR 117 126 36.7 25.0 26.9 2 0 0 1,122.6630
G_10 Adiponectin ADIPO_BOVIN 26,134 3 3 4 14.20% IFYNQQNHYDGTTGK 130 144 22.8 25.0 16.4 0 1 0 1,785.8192
H_07 Adiponectin ADIPO_BOVIN 26,134 3 3 4 15.00% SAFSVGLER 108 116 45.8 27.0 33.4 2 0 0 965.5050
H_07 Adiponectin ADIPO_BOVIN 26,134 3 3 4 15.00% IFYNQQNHYDGTTGK 130 144 19.7 25.0 17.1 0 1 0 1,785.8192
H_07 Adiponectin ADIPO_BOVIN 26,134 3 3 4 15.00% ALLFTHDQFQDK 176 187 25.1 27.8 20.6 1 0 0 1,462.7327
K_07 Adiponectin ADIPO_BOVIN 26,134 4 4 6 19.20% SAFSVGLER 108 116 39.2 26.9 30.3 2 0 0 965.5050
K_07 Adiponectin ADIPO_BOVIN 26,134 4 4 6 19.20% QVTVPNVPIR 117 126 26.9 25.0 20.7 1 0 0 1,122.6630
K_07 Adiponectin ADIPO_BOVIN 26,134 4 4 6 19.20% IFYNQQNHYDGTTGK 130 144 19.9 25.0 17.6 1 0 0 1,785.8192
K_07 Adiponectin ADIPO_BOVIN 26,134 4 4 6 19.20% ALLFTHDQFQDK 176 187 46.0 27.8 39.6 2 0 0 1,462.7327
A_11 Adenosine kinase ADK_HUMAN 40,547 3 3 5 9.67% YSLKPNDQILAEDK 48 61 35.5 27.9 35.5 0 2 0 1,633.8434
A_11 Adenosine kinase ADK_HUMAN 40,547 3 3 5 9.67% ELFDELVK 64 71 24.9 26.3 6.4 1 0 0 992.5300
A_11 Adenosine kinase ADK_HUMAN 40,547 3 3 5 9.67% SLIANLAAANCYK 150 162 82.0 27.5 82.0 2 0 0 1,408.7253
A_12 Adenosine kinase ADK_HUMAN 40,547 6 6 9 18.20% YSLKPNDQILAEDK 48 61 33.0 28.2 26.2 1 0 0 1,633.8434
A_12 Adenosine kinase ADK_HUMAN 40,547 6 6 9 18.20% ELFDELVK 64 71 25.8 26.3 6.7 2 0 0 992.5300
A_12 Adenosine kinase ADK_HUMAN 40,547 6 6 9 18.20% VAQWMIQQPHK 89 99 21.8 27.6 9.7 0 1 0 1,381.7047
A_12 Adenosine kinase ADK_HUMAN 40,547 6 6 9 18.20% SLIANLAAANCYK 150 162 81.3 27.3 74.6 2 0 0 1,408.7253
A_12 Adenosine kinase ADK_HUMAN 40,547 6 6 9 18.20% IVIFTQGR 278 285 32.1 25.4 27.4 2 0 0 933.5517
A_12 Adenosine kinase ADK_HUMAN 40,547 6 6 9 18.20% TGCTFPEKPDFH 351 362 33.1 25.0 28.6 1 0 0 1,435.6313
B_11 Adenosine kinase ADK_HUMAN 40,547 4 4 7 14.10% YSLKPNDQILAEDK 48 61 18.2 28.2 7.6 0 2 0 1,633.8434
B_11 Adenosine kinase ADK_HUMAN 40,547 4 4 7 14.10% FKVEYHAGGSTQNSIK 73 88 18.0 27.7 5.6 0 2 0 1,765.8868
B_11 Adenosine kinase ADK_HUMAN 40,547 4 4 7 14.10% SLIANLAAANCYK 150 162 78.9 27.5 72.5 2 0 0 1,408.7253
B_11 Adenosine kinase ADK_HUMAN 40,547 4 4 7 14.10% IVIFTQGR 278 285 21.5 25.4 21.5 1 0 0 933.5517
B_12 Adenosine kinase ADK_HUMAN 40,547 5 6 10 14.40% ELFDELVK 64 71 24.8 26.3 9.0 1 0 0 992.5300
B_12 Adenosine kinase ADK_HUMAN 40,547 5 6 10 14.40% VAQWMIQQPHK 89 99 29.4 27.5 14.7 0 2 0 1,381.7047
B_12 Adenosine kinase ADK_HUMAN 40,547 5 6 10 14.40% SLIANLAAANCYK 150 162 93.9 27.2 87.3 2 0 0 1,408.7253
B_12 Adenosine kinase ADK_HUMAN 40,547 5 6 10 14.40% IVIFTQGR 278 285 28.8 25.5 23.5 2 0 0 933.5517
B_12 Adenosine kinase ADK_HUMAN 40,547 5 6 10 14.40% TGCTFPEKPDFH 351 362 37.4 25.0 37.4 1 2 0 1,435.6313
C_11 Adenosine kinase ADK_HUMAN 40,547 2 2 4 5.80% SLIANLAAANCYK 150 162 54.8 27.5 49.7 2 0 0 1,408.7253
C_11 Adenosine kinase ADK_HUMAN 40,547 2 2 4 5.80% IVIFTQGR 278 285 30.8 25.5 25.1 2 0 0 933.5517
C_12 Adenosine kinase ADK_HUMAN 40,547 2 2 3 3.87% SLIANLAAANCYK 150 162 62.5 27.6 50.5 2 0 0 1,408.7253
C_12 Adenosine kinase ADK_HUMAN 40,547 2 2 3 3.87% SLIANLAAANCYKK 150 163 55.2 27.4 51.0 1 0 0 1,536.8203
F_13 Adenosine kinase ADK_HUMAN 40,547 3 3 5 9.94% SLIANLAAANCYK 150 162 80.5 27.3 75.7 2 0 0 1,408.7253
F_13 Adenosine kinase ADK_HUMAN 40,547 3 3 5 9.94% AGHYAASIIIR 339 349 37.5 28.4 27.9 1 0 0 1,171.6582
F_13 Adenosine kinase ADK_HUMAN 40,547 3 3 5 9.94% TGCTFPEKPDFH 351 362 23.4 25.0 23.4 2 0 0 1,435.6313
F_14 Adenosine kinase ADK_HUMAN 40,547 2 2 3 8.01% FKVEYHAGGSTQNSIK 73 88 32.3 27.9 24.9 0 1 0 1,765.8868
F_14 Adenosine kinase ADK_HUMAN 40,547 2 2 3 8.01% SLIANLAAANCYK 150 162 90.9 27.2 89.6 2 0 0 1,408.7253
G_13 Adenosine kinase ADK_HUMAN 40,547 5 5 9 16.60% FKVEYHAGGSTQNSIK 73 88 32.4 28.1 16.4 0 2 0 1,765.8868
G_13 Adenosine kinase ADK_HUMAN 40,547 5 5 9 16.60% SLIANLAAANCYK 150 162 57.2 27.7 56.9 2 0 0 1,408.7253
G_13 Adenosine kinase ADK_HUMAN 40,547 5 5 9 16.60% IVIFTQGR 278 285 46.8 25.5 33.4 2 0 0 933.5517
G_13 Adenosine kinase ADK_HUMAN 40,547 5 5 9 16.60% AGHYAASIIIR 339 349 21.4 27.9 7.4 1 0 0 1,171.6582
G_13 Adenosine kinase ADK_HUMAN 40,547 5 5 9 16.60% TGCTFPEKPDFH 351 362 24.7 25.0 21.9 0 2 0 1,435.6313
G_14 Adenosine kinase ADK_HUMAN 40,547 2 2 3 5.80% SLIANLAAANCYK 150 162 61.2 27.6 55.5 1 0 0 1,408.7253
G_14 Adenosine kinase ADK_HUMAN 40,547 2 2 3 5.80% IVIFTQGR 278 285 46.8 25.5 37.2 2 0 0 933.5517
H_10 Adenosine kinase ADK_HUMAN 40,547 2 2 4 5.80% SLIANLAAANCYK 150 162 69.7 27.5 64.3 2 0 0 1,408.7253
H_10 Adenosine kinase ADK_HUMAN 40,547 2 2 4 5.80% IVIFTQGR 278 285 41.1 25.4 33.8 2 0 0 933.5517
K_10 Adenosine kinase ADK_HUMAN 40,547 3 3 6 8.01% ELFDELVK 64 71 28.5 26.3 2.4 2 0 0 992.5300
K_10 Adenosine kinase ADK_HUMAN 40,547 3 3 6 8.01% SLIANLAAANCYK 150 162 90.8 27.5 75.0 2 0 0 1,408.7253
K_10 Adenosine kinase ADK_HUMAN 40,547 3 3 6 8.01% IVIFTQGR 278 285 28.0 25.5 21.7 2 0 0 933.5517
L_07 Adenosine kinase ADK_HUMAN 40,547 3 3 4 9.94% FKVEYHAGGSTQNSIK 73 88 27.2 27.9 13.8 0 1 0 1,765.8868
L_07 Adenosine kinase ADK_HUMAN 40,547 3 3 4 9.94% AATFFGCIGIDK 100 111 47.3 26.2 26.4 1 0 0 1,299.6404
L_07 Adenosine kinase ADK_HUMAN 40,547 3 3 4 9.94% IVIFTQGR 278 285 31.3 25.5 25.9 2 0 0 933.5517
C_10 L‐aminoadipate‐semialdehyde dehydrogenase‐phosphopantetheinyl transferase ADPPT_HUMAN 35,777 2 2 3 5.18% AEWLLAVR 31 38 39.6 28.5 16.5 1 0 0 957.5516
C_10 L‐aminoadipate‐semialdehyde dehydrogenase‐phosphopantetheinyl transferase ADPPT_HUMAN 35,777 2 2 3 5.18% IGQFVFAR 48 55 48.5 25.8 42.7 2 0 0 937.5254
K_08 L‐aminoadipate‐semialdehyde dehydrogenase‐phosphopantetheinyl transferase ADPPT_HUMAN 35,777 2 2 4 5.18% AEWLLAVR 31 38 52.4 28.9 24.7 2 0 0 957.5516
K_08 L‐aminoadipate‐semialdehyde dehydrogenase‐phosphopantetheinyl transferase ADPPT_HUMAN 35,777 2 2 4 5.18% IGQFVFAR 48 55 39.0 26.6 34.7 2 0 0 937.5254
M_06 L‐aminoadipate‐semialdehyde dehydrogenase‐phosphopantetheinyl transferase ADPPT_HUMAN 35,777 2 2 3 5.18% AEWLLAVR 31 38 26.0 28.9 13.4 1 0 0 957.5516
M_06 L‐aminoadipate‐semialdehyde dehydrogenase‐phosphopantetheinyl transferase ADPPT_HUMAN 35,777 2 2 3 5.18% IGQFVFAR 48 55 27.6 26.7 26.4 2 0 0 937.5254
A_15 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 6 5.69% ATNLYLDLR 156 164 37.0 27.7 0.0 2 0 0 1,078.5892
A_15 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 6 5.69% EAVFSLLPR 313 321 30.9 26.8 22.1 2 0 0 1,031.5884
A_15 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 6 5.69% ILNQNELVNALK 379 390 57.1 26.2 40.7 2 0 0 1,368.7846
A_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 5 5.69% EAVFSLLPR 313 321 35.8 27.0 27.2 1 0 0 1,031.5884
A_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 5 5.69% ILNQNELVNALK 379 390 67.6 25.5 55.2 2 0 0 1,368.7846
A_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 5 5.69% ELGFLDQLR 406 414 51.7 28.8 29.0 2 0 0 1,090.5893
B_15 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 4 5.69% EAVFSLLPR 313 321 28.0 26.3 24.9 2 0 0 1,031.5884
B_15 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 4 5.69% ILNQNELVNALK 379 390 32.0 25.5 25.3 1 0 0 1,368.7846
B_15 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 4 5.69% ELGFLDQLR 406 414 42.8 28.8 22.3 1 0 0 1,090.5893
B_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 4 4 7 8.16% ERLEEMHVLCQPK 126 138 21.3 26.4 16.5 0 1 0 1,684.8147
B_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 4 4 7 8.16% ATNLYLDLR 156 164 55.5 28.2 0.0 2 0 0 1,078.5892
B_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 4 4 7 8.16% ILNQNELVNALK 379 390 57.7 26.2 48.5 2 0 0 1,368.7846
B_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 4 4 7 8.16% ELGFLDQLR 406 414 38.8 28.8 24.8 2 0 0 1,090.5893
C_15 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 5 5.69% ATNLYLDLR 156 164 34.8 28.1 0.0 2 0 0 1,078.5892
C_15 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 5 5.69% EAVFSLLPR 313 321 24.8 27.4 16.2 2 0 0 1,031.5884
C_15 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 5 5.69% ILNQNELVNALK 379 390 44.1 26.1 28.5 1 0 0 1,368.7846
C_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 4 4 7 7.40% ATNLYLDLR 156 164 45.9 27.7 0.0 2 0 0 1,078.5892
C_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 4 4 7 7.40% EAVFSLLPR 313 321 28.8 26.2 18.8 2 0 0 1,031.5884
C_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 4 4 7 7.40% ILNQNELVNALK 379 390 54.8 26.2 50.2 2 0 0 1,368.7846
C_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 4 4 7 7.40% ELGFLDQLR 406 414 23.8 28.6 13.7 1 0 0 1,090.5893
F_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 4 4 6 7.40% ATNLYLDLR 156 164 44.8 27.7 0.0 2 0 0 1,078.5892



F_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 4 4 6 7.40% EAVFSLLPR 313 321 42.7 27.0 30.3 1 0 0 1,031.5884
F_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 4 4 6 7.40% ILNQNELVNALK 379 390 76.9 26.1 67.7 2 0 0 1,368.7846
F_16 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 4 4 6 7.40% ELGFLDQLR 406 414 29.5 28.8 20.2 1 0 0 1,090.5893
H_14 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 2 2 4 3.42% EAVFSLLPR 313 321 54.2 27.0 41.9 2 0 0 1,031.5884
H_14 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 2 2 4 3.42% ELGFLDQLR 406 414 51.5 29.0 32.0 2 0 0 1,090.5893
I_14 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 5 5.12% ATNLYLDLR 156 164 21.9 27.1 0.0 1 0 0 1,078.5892
I_14 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 5 5.12% EAVFSLLPR 313 321 30.3 26.3 24.8 2 0 0 1,031.5884
I_14 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 3 3 5 5.12% ELGFLDQLR 406 414 35.2 29.0 15.8 2 0 0 1,090.5893
K_14 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 2 2 4 3.98% ILNQNELVNALK 379 390 40.5 25.7 29.7 2 0 0 1,368.7846
K_14 Uncharacterized glycosyltransferase AER61 AER61_HUMAN 62,012 2 2 4 3.98% ELGFLDQLR 406 414 48.2 28.8 31.8 2 0 0 1,090.5893
A_13 Alpha‐galactosidase A AGAL_HUMAN 48,768 2 2 3 4.43% NFADIDDSWK 228 237 39.5 25.0 27.4 2 0 0 1,210.5376
A_13 Alpha‐galactosidase A AGAL_HUMAN 48,768 2 2 3 4.43% LGFYEWTSR 394 402 28.7 25.3 28.7 1 0 0 1,158.5578
A_16 Phosphoacetylglucosamine mutase AGM1_HUMAN 59,852 3 3 5 6.27% VDCANGIGALK 210 220 29.2 27.7 21.8 2 0 0 1,117.5672
A_16 Phosphoacetylglucosamine mutase AGM1_HUMAN 59,852 3 3 5 6.27% IATLISSFLK 301 310 24.5 25.0 17.1 1 0 0 1,092.6664
A_16 Phosphoacetylglucosamine mutase AGM1_HUMAN 59,852 3 3 5 6.27% AFVRPSGTEDVVR 493 505 38.9 28.2 33.8 0 2 0 1,432.7543
D_23 Phosphoacetylglucosamine mutase AGM1_HUMAN 59,852 2 2 3 3.69% ATIEGYYQK 178 186 18.8 25.7 12.4 1 0 0 1,072.5310
D_23 Phosphoacetylglucosamine mutase AGM1_HUMAN 59,852 2 2 3 3.69% VDCANGIGALK 210 220 32.3 27.8 23.7 2 0 0 1,117.5672
C_29 Agrin AGRIN_HUMAN 214,838 8 8 12 5.18% SADGLTASCLCPATCR 262 277 49.2 25.0 49.2 1 0 0 1,739.7511
C_29 Agrin AGRIN_HUMAN 214,838 8 8 12 5.18% EAACLQQTQIEEAR 647 660 44.5 27.4 39.3 1 0 0 1,646.7804
C_29 Agrin AGRIN_HUMAN 214,838 8 8 12 5.18% VLGAPVPAFEGR 1369 1380 24.4 26.7 22.1 1 0 0 1,212.6736
C_29 Agrin AGRIN_HUMAN 214,838 8 8 12 5.18% LELGIGPGAATR 1530 1541 44.6 25.0 39.8 2 0 0 1,154.6530
C_29 Agrin AGRIN_HUMAN 214,838 8 8 12 5.18% VLPEGGAQCECPLGR 1605 1619 31.9 25.6 26.9 2 0 0 1,642.7679
C_29 Agrin AGRIN_HUMAN 214,838 8 8 12 5.18% MALEVVFLAR 1662 1671 55.8 27.6 50.8 2 0 0 1,164.6446
C_29 Agrin AGRIN_HUMAN 214,838 8 8 12 5.18% QVDVTSFAGHPCTR 1807 1820 19.9 25.1 9.8 0 1 0 1,574.7381
C_29 Agrin AGRIN_HUMAN 214,838 8 8 12 5.18% SAGDVDTLAFDGR 1860 1872 36.8 25.5 36.8 2 0 0 1,323.6177
C_30 Agrin AGRIN_HUMAN 214,838 2 2 3 1.22% ALEPQGLLLYNGNAR 1402 1416 25.0 28.1 16.9 1 0 0 1,628.8756
C_30 Agrin AGRIN_HUMAN 214,838 2 2 3 1.22% MALEVVFLAR 1662 1671 42.6 26.7 35.3 2 0 0 1,164.6446
N_16 Agrin AGRIN_HUMAN 214,838 2 2 3 1.22% LELGIGPGAATR 1530 1541 41.4 25.4 34.4 2 0 0 1,154.6530
N_16 Agrin AGRIN_HUMAN 214,838 2 2 3 1.22% SAGDVDTLAFDGR 1860 1872 45.6 25.4 42.8 1 0 0 1,323.6177
A_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.82% ISMSEVDLNVAAPK 569 582 43.3 28.0 37.3 2 0 0 1,489.7568
A_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.82% AEGPEVDVNLPK 764 775 35.1 27.5 30.1 1 0 0 1,267.6530
A_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.82% GEGPEFDVNLSK 1013 1024 46.6 26.1 39.0 2 0 0 1,291.6166
A_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.82% GEGPEVDVNLPK 1141 1152 29.7 27.0 22.1 1 0 0 1,253.6374
A_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.82% VDIEAPDVSLEGPEGK 1162 1177 38.8 27.4 33.1 1 0 0 1,654.8173
A_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.82% VDINAPDVEVQGK 3385 3397 43.5 27.3 38.3 2 0 0 1,383.7116
A_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.82% LPTGQISGPEIK 5513 5524 37.8 25.4 29.6 2 0 0 1,239.6946
A_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.82% GSEVGFHGAAPDISVK 5529 5544 19.8 27.0 15.9 0 2 0 1,570.7861
A_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.56% DDGVFVQEVTQNSPAAR 29 45 74.4 26.2 67.5 2 0 0 1,832.8774
A_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.56% VTAYTVDVTGR 157 167 35.9 27.3 30.8 1 0 0 1,181.6161
A_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.56% GGVQVPAVDISSSLGGR 271 287 23.7 27.7 23.7 1 0 0 1,598.8498
A_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.56% AEGPEVDVNLPK 764 775 41.6 27.6 38.0 2 0 0 1,267.6530
A_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.56% GEGPEFDVNLSK 1013 1024 47.7 26.2 44.5 2 0 0 1,291.6166
A_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.56% ISMPDVDLNLK 1323 1333 25.7 28.8 9.7 1 0 0 1,260.6507
A_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.56% LPTGQISGPEIK 5513 5524 25.9 25.4 21.7 1 0 0 1,239.6946
A_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 7 1.85% DDGVFVQEVTQNSPAAR 29 45 47.3 26.2 39.0 1 0 0 1,832.8774
A_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 7 1.85% LKSEDGVEGDLGETQSR 133 149 26.9 26.8 23.3 0 1 0 1,819.8671
A_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 7 1.85% LPSGSGAASPTGSAVDIR 208 225 50.9 27.4 41.7 1 0 0 1,642.8396
A_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 7 1.85% AGAISASGPELQGAGHSK 226 243 22.5 27.8 15.6 0 1 0 1,637.8243
A_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 7 1.85% VDIEGPDVNIEGPEGK 2546 2561 39.8 27.3 26.8 1 0 0 1,667.8126
A_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 7 1.85% AEGPDVAVDLPK 3489 3500 35.8 27.8 26.9 1 0 0 1,210.6316
A_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 7 1.85% VSGPDLDLNLK 5297 5307 24.5 27.5 11.2 1 0 0 1,170.6367
A_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.90% LPSGSGAASPTGSAVDIR 208 225 50.4 27.6 46.5 1 0 0 1,642.8396
A_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.90% AGAISASGPELQGAGHSK 226 243 17.0 27.8 11.1 0 1 0 1,637.8243
A_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.90% AEGPEVDVNLPK 764 775 53.5 27.8 42.9 2 0 0 1,267.6530
A_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.90% VDIEAPDVSLEGPEGK 1162 1177 37.7 27.4 36.8 1 0 0 1,654.8173
A_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.90% ISMPDVDLNLK 1323 1333 27.1 28.8 17.7 1 0 0 1,260.6507
A_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.90% MDAEVPDVNIEGPDAK 1418 1433 58.2 25.0 48.8 2 0 0 1,715.7796
A_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.90% VDIEGPDVNIEGPEGK 2546 2561 62.1 27.3 62.1 2 0 0 1,667.8126
A_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.90% VDVEGPDVNIEGPEGK 2930 2945 76.7 26.4 70.6 2 0 0 1,653.7969
A_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.90% VDINAPDVEVQGK 3385 3397 28.9 27.3 28.9 1 0 0 1,383.7116
A_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.90% VEGDMQVPDLDIK 3898 3910 28.6 26.2 23.8 1 0 0 1,474.7098
A_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.90% VDINAPDVDVR 3914 3924 27.8 26.3 16.2 2 0 0 1,212.6220
A_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.90% LNVGAPDVTLR 5356 5366 23.0 25.0 15.5 1 0 0 1,154.6529
A_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.70% VESEIKVPDVELK 843 855 26.9 27.1 13.9 0 2 0 1,484.8208
A_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.70% VDIEAPDVSLEGPEGK 1162 1177 28.1 27.4 27.3 1 0 0 1,654.8173
A_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.70% LPTGQISGPEIK 5513 5524 52.6 25.3 43.5 2 0 0 1,239.6946
A_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.68% ISMQDVDLSLGSPK 500 513 47.2 28.3 43.2 1 0 0 1,505.7519
A_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.68% VESEIKVPDVELK 843 855 26.6 27.1 6.4 0 1 0 1,484.8208
A_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.68% VDINAPDVEVQGK 3385 3397 33.8 27.1 33.8 2 0 0 1,383.7116
A_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.76% GEGPEFDVNLSK 1013 1024 36.7 26.1 36.0 1 0 0 1,291.6166
A_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.76% GEGPEVDVNLPK 1141 1152 40.0 27.0 33.1 2 0 0 1,253.6374
A_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.76% VQTPEVDVK 3364 3372 27.6 25.9 17.0 1 0 0 1,014.5467
A_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.76% LPTGQISGPEIK 5513 5524 34.3 25.3 26.6 2 0 0 1,239.6946
A_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 14 2.70% VTAYTVDVTGR 157 167 62.2 28.0 55.0 2 0 0 1,181.6161
A_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 14 2.70% HELTEISNVDVETQSGK 187 203 23.9 26.8 23.6 0 1 0 1,885.9139
A_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 14 2.70% LPSGSGAASPTGSAVDIR 208 225 45.2 27.5 35.8 2 0 0 1,642.8396
A_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 14 2.70% GGVQVPAVDISSSLGGR 271 287 45.6 27.7 45.4 1 0 0 1,598.8498
A_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 14 2.70% AEGPEVDVNLPK 764 775 52.6 27.6 42.5 1 0 0 1,267.6530
A_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 14 2.70% GEGPEVDVNLPK 1141 1152 50.3 26.9 40.3 1 0 0 1,253.6374
A_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 14 2.70% VDIEAPDVSLEGPEGK 1162 1177 36.2 27.0 19.5 2 0 0 1,654.8173
A_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 14 2.70% VEGDLKGPEIDVK 1604 1616 19.3 27.4 3.4 0 1 0 1,398.7478
A_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 14 2.70% VKGDVDVSLPK 2131 2141 23.3 25.7 15.6 1 0 0 1,156.6574
A_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 14 2.70% VDIEGPDVNIEGPEGK 2546 2561 43.4 27.3 39.0 1 0 0 1,667.8126
A_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 14 2.70% VDVDVPDVNIEGPDAK 3186 3201 29.4 27.9 17.8 1 0 0 1,681.8282
A_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 8 0.80% AEGPEVDVNLPK 764 775 52.8 27.6 47.0 2 0 0 1,267.6530
A_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 8 0.80% GEGPEVDVNLPK 1141 1152 50.0 27.0 36.9 2 0 0 1,253.6374
A_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 8 0.80% VKGDVDVSVPK 1209 1219 29.1 26.5 21.4 2 0 0 1,142.6417
A_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 8 0.80% LPTGQISGPEIK 5513 5524 30.9 25.0 22.9 2 0 0 1,239.6946
A_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.58% LPSGSGAASPTGSAVDIR 208 225 45.5 27.6 33.7 2 0 0 1,642.8396
A_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.58% AEGPEVDVNLPK 764 775 53.1 27.6 45.8 2 0 0 1,267.6530
A_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.58% VDIEGPDVNIEGPEGK 2546 2561 51.6 27.3 51.6 2 0 0 1,667.8126
A_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.58% ISMPDIDLNLK 2707 2717 26.8 28.6 0.0 2 0 0 1,274.6664
A_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.58% VDINAPDVEVQGK 3385 3397 35.2 27.3 31.0 2 0 0 1,383.7116
A_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.58% VSGPDLDLNLK 5297 5307 31.5 27.5 20.4 1 0 0 1,170.6367
A_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.58% LPTGQISGPEIK 5513 5524 43.1 25.3 32.5 2 0 0 1,239.6946
A_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.87% AEGPEVDVNLPK 764 775 45.0 27.5 40.5 2 0 0 1,267.6530
A_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.87% VKGDVDVSVPK 1209 1219 22.3 28.2 10.0 1 0 0 1,142.6417
A_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.87% VDIEGPDVNIEGPEGK 2546 2561 40.9 27.3 28.8 1 0 0 1,667.8126
A_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.87% LPTGQISGPEIK 5513 5524 44.4 25.4 38.2 2 0 0 1,239.6946
A_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 2.21% LPSGSGAASPTGSAVDIR 208 225 45.9 27.5 42.2 1 0 0 1,642.8396
A_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 2.21% VNVEAPDVNLEGLGGK 664 679 61.9 27.9 59.0 2 0 0 1,610.8386
A_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 2.21% AEGPEVDVNLPK 764 775 36.1 27.6 34.1 2 0 0 1,267.6530
A_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 2.21% IDVTAPDVSIEEPEGK 785 800 66.9 26.8 64.1 2 0 0 1,698.8435
A_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 2.21% VESEIKVPDVELK 843 855 37.7 26.8 20.3 0 1 0 1,484.8208
A_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 2.21% VDIEAPDVSLEGPEGK 1162 1177 24.3 27.1 24.3 2 0 0 1,654.8173
A_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 2.21% VKGDVDVSLPK 2131 2141 21.8 25.8 13.6 1 0 0 1,156.6574
A_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 2.21% GEGPDVDVNLPK 2781 2792 57.0 27.0 46.0 2 0 0 1,239.6218
A_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 2.21% VDVDVPDVNIEGPDAK 3186 3201 49.0 27.5 43.0 2 0 0 1,681.8282
A_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.42% GEGPDVDVNLPK 2781 2792 37.1 27.0 29.7 1 0 0 1,239.6218
A_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.42% VDINAPDVEVQGK 3385 3397 27.6 27.3 22.0 1 0 0 1,383.7116
A_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 0.95% DIDISSPEFK 172 181 23.3 26.9 14.9 1 0 0 1,150.5628
A_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 0.95% GEGPEVDVNLPK 1141 1152 39.7 27.0 31.8 1 0 0 1,253.6374



A_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 0.95% VKGDVDVSLPK 2131 2141 21.6 27.4 13.3 1 0 0 1,156.6574
A_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 0.95% LNVGAPDVTLR 5356 5366 27.8 25.8 20.6 2 0 0 1,154.6529
A_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 0.95% LPTGQISGPEIK 5513 5524 41.8 25.4 34.5 2 0 0 1,239.6946
A_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.37% DIDISSPEFK 172 181 34.8 27.0 23.6 2 0 0 1,150.5628
A_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.37% AEGPDVAVDLPK 3489 3500 21.7 27.1 11.2 1 0 0 1,210.6316
A_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.61% VKGDVDVSLPK 2131 2141 22.5 25.7 11.4 1 0 0 1,156.6574
A_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.61% VEGDLKGPEVDIK 2604 2616 18.5 27.1 0.0 0 2 0 1,398.7478
A_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.61% GEGPDVDVNLPK 2781 2792 43.8 26.7 24.4 2 0 0 1,239.6218
A_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.39% GEGPDVDVNLPK 2781 2792 37.9 26.6 28.2 2 0 0 1,239.6218
A_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.39% VDINAPDVDVR 3914 3924 25.7 26.9 25.7 1 0 0 1,212.6220
A_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.66% AEGPEVDVNLPK 764 775 57.9 27.6 48.7 2 0 0 1,267.6530
A_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.66% IDVTAPDVSIEEPEGK 785 800 26.9 26.8 26.2 1 0 0 1,698.8435
A_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.66% VKGDVDVSLPK 2131 2141 32.5 25.9 20.0 2 0 0 1,156.6574
A_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.27% AEGPEVDVNLPK 764 775 43.4 27.6 38.5 2 0 0 1,267.6530
A_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.27% VKGDVDVSLPK 2131 2141 24.7 25.7 1.1 2 0 0 1,156.6574
A_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.27% VDIEGPDVNIEGPEGK 2546 2561 47.4 27.3 47.4 1 0 0 1,667.8126
A_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.27% VDINAPDVEVQGK 3385 3397 27.0 27.3 25.1 1 0 0 1,383.7116
A_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.27% AEGPDVAVDLPK 3489 3500 31.1 27.1 27.6 1 0 0 1,210.6316
A_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.27% VDINAPDVDVR 3914 3924 33.6 26.8 29.2 2 0 0 1,212.6220
A_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 5 0.80% AEGPEVDVNLPK 764 775 45.3 27.6 35.0 2 0 0 1,267.6530
A_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 5 0.80% GEGPEFDVNLSK 1013 1024 23.6 26.1 7.9 1 0 0 1,291.6166
A_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 5 0.80% GEGPDVDVNLPK 2781 2792 36.5 26.5 36.5 1 0 0 1,239.6218
A_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 5 0.80% ISMPEVDLNLK 4129 4139 27.1 28.8 4.9 1 0 0 1,274.6663
A_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.34% GEGPEVDVNLPK 1141 1152 45.5 26.8 37.4 2 0 0 1,253.6374
A_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.34% VDIEGPDVNIEGPEGK 2546 2561 45.0 27.3 41.0 2 0 0 1,667.8126
A_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.34% GEGPDVDVNLPK 2781 2792 46.8 26.5 38.1 2 0 0 1,239.6218
A_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.34% VDVEGPDVNIEGPEGK 2930 2945 55.6 26.3 46.3 2 0 0 1,653.7969
A_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.34% VDVDVPDVNIEGPDAK 3186 3201 29.9 27.8 28.4 2 0 0 1,681.8282
A_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.34% VDINAPDVEVQGK 3385 3397 52.8 27.3 49.1 2 0 0 1,383.7116
A_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.34% VDINAPDVDVR 3914 3924 26.2 26.9 20.7 1 0 0 1,212.6220
A_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.34% ISMPEVDLNLKGPK 4129 4142 23.1 27.6 2.5 0 1 0 1,556.8356
A_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.34% GEGPDVDVTLPK 4331 4342 34.4 27.4 17.7 2 0 0 1,226.6266
A_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.34% VDIDAPDVSIEGPDAK 4352 4367 40.2 27.0 40.2 2 0 0 1,640.8017
A_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.58% VKGDVDVSLPK 2131 2141 48.2 25.8 36.6 2 0 0 1,156.6574
A_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.58% GEGPDVDVNLPK 2781 2792 40.7 27.4 35.9 2 0 0 1,239.6218
A_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.58% VDVEGPDVNIEGPEGK 2930 2945 35.9 26.7 34.0 1 0 0 1,653.7969
A_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.58% VDVDVPDVNIEGPDAK 3186 3201 34.3 27.8 29.8 2 0 0 1,681.8282
A_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.58% VDINAPDVEVQGK 3385 3397 25.6 27.3 23.7 1 0 0 1,383.7116
A_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.58% VEGDMQVPDLDIK 3898 3910 45.1 26.4 27.2 1 0 0 1,474.7098
A_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.58% GEGPDVDVTLPK 4331 4342 21.8 27.2 13.8 1 0 0 1,226.6266
A_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 11 1.36% GEGPEVDVNLPK 1141 1152 43.5 27.0 31.3 2 0 0 1,253.6374
A_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 11 1.36% VKGDVDVSLPK 2131 2141 26.1 25.8 21.3 1 0 0 1,156.6574
A_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 11 1.36% VDVDVPDVNIEGPDAK 3186 3201 38.9 27.9 33.2 2 0 0 1,681.8282
A_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 11 1.36% GEGPEVDVTLPK 3617 3628 47.5 27.2 38.3 2 0 0 1,240.6422
A_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 11 1.36% VEGDMQVPDLDIK 3898 3910 28.1 26.3 20.7 2 0 0 1,474.7098
A_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 11 1.36% VDIDAPDVSIEGPDAK 4352 4367 36.8 26.8 31.6 2 0 0 1,640.8017
A_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 21 2.05% AEGPEVDVNLPK 764 775 70.9 27.6 65.4 2 0 0 1,267.6530
A_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 21 2.05% GEGPEVDVNLPK 1141 1152 21.8 27.0 11.6 1 0 0 1,253.6374
A_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 21 2.05% VDIEGPDVNIEGPEGK 2546 2561 65.1 27.3 65.1 2 0 0 1,667.8126
A_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 21 2.05% ISMPDIDLNLK 2707 2717 26.7 28.7 0.0 4 0 0 1,274.6664
A_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 21 2.05% ISMPDIDLNLKGPK 2707 2720 27.6 27.7 0.0 0 4 0 1,556.8357
A_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 21 2.05% VDVDVPDVNIEGPDAK 3186 3201 29.0 27.9 19.8 2 0 0 1,681.8282
A_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 21 2.05% AEGPDVAVDLPK 3489 3500 48.0 27.8 33.9 2 0 0 1,210.6316
A_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 21 2.05% GEGPEVDVTLPK 3617 3628 36.5 26.8 28.2 2 0 0 1,240.6422
A_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 21 2.05% VDINAPDVDVR 3914 3924 28.7 26.9 20.7 1 0 0 1,212.6220
A_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 21 2.05% VDIDAPDVSIEGPDAK 4352 4367 23.0 27.0 23.0 1 0 0 1,640.8017
A_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 14 1.71% AEGPEVDVNLPK 764 775 49.2 27.6 43.3 2 0 0 1,267.6530
A_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 14 1.71% GEGPEVDVNLPK 1141 1152 29.6 27.0 22.0 2 0 0 1,253.6374
A_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 14 1.71% VDIEGPDVNIEGPEGK 2546 2561 48.4 27.3 41.6 2 0 0 1,667.8126
A_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 14 1.71% VEGDLKGPEVDIKGPK 2604 2619 30.7 26.7 0.0 0 4 0 1,680.9171
A_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 14 1.71% VDVEGPDVNIEGPEGK 2930 2945 54.1 26.7 50.2 2 0 0 1,653.7969
A_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 14 1.71% VDVDVPDVNIEGPDAK 3186 3201 28.6 28.1 28.6 1 0 0 1,681.8282
A_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 14 1.71% VDINAPDVEVQGK 3385 3397 30.0 27.3 30.0 1 0 0 1,383.7116
A_30 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.12% AEGPEVDVNLPK 764 775 32.2 27.5 27.1 2 0 0 1,267.6530
A_30 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.12% VKGDVDVSLPK 2131 2141 32.5 26.9 23.7 1 0 0 1,156.6574
A_30 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.12% VDIEGPDVNIEGPEGK 2546 2561 66.3 27.3 59.4 1 0 0 1,667.8126
A_30 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.12% VDVEGPDVNIEGPEGK 2930 2945 34.4 26.3 30.2 1 0 0 1,653.7969
A_30 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.12% VDINAPDVDVR 3914 3924 27.6 26.6 18.5 1 0 0 1,212.6220
B_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 0.95% DIDISSPEFK 172 181 22.6 26.9 19.2 1 0 0 1,150.5628
B_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 0.95% GGVDVTLPR 585 593 40.9 25.4 20.8 2 0 0 913.5103
B_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 0.95% GEGPEFDVNLSK 1013 1024 57.3 26.0 49.8 1 0 0 1,291.6166
B_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 0.95% VDINAPDVEVQGK 3385 3397 51.6 27.1 50.1 2 0 0 1,383.7116
B_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 0.95% LPTGQISGPEIK 5513 5524 47.5 25.3 41.2 2 0 0 1,239.6946
B_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 14 1.83% DDGVFVQEVTQNSPAAR 29 45 69.3 26.0 67.1 2 0 0 1,832.8774
B_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 14 1.83% LPSGSGAASPTGSAVDIR 208 225 57.5 27.6 49.5 2 0 0 1,642.8396
B_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 14 1.83% AEGPEVDVNLPK 764 775 57.5 27.6 51.5 2 0 0 1,267.6530
B_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 14 1.83% GEGPEFDVNLSK 1013 1024 53.9 26.1 33.9 2 0 0 1,291.6166
B_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 14 1.83% VDTNAPDLSLEGPEGK 1034 1049 32.3 26.5 32.3 2 0 0 1,641.7969
B_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 14 1.83% GEGPEVDVNLPK 1141 1152 45.7 26.9 40.2 2 0 0 1,253.6374
B_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 14 1.83% LNVGAPDVTLR 5356 5366 21.6 25.0 15.1 1 0 0 1,154.6529
B_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 14 1.83% FGTFGGLGSK 5822 5831 39.8 26.4 13.8 1 0 0 970.4994
B_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.07% LKSEDGVEGDLGETQSR 133 149 32.2 26.8 25.0 0 2 0 1,819.8671
B_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.07% DIDISSPEFK 172 181 30.1 26.9 20.6 1 0 0 1,150.5628
B_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.07% IEGEMQVPDVDIR 1092 1104 42.5 26.4 33.6 1 0 0 1,516.7315
B_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.07% GEGPEVDVNLPK 1141 1152 61.5 26.8 52.1 2 0 0 1,253.6374
B_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.07% VDINAPDVDVR 3914 3924 40.0 27.1 30.2 1 0 0 1,212.6220
B_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.09% AEGPEVDVNLPK 764 775 75.2 27.6 68.2 2 0 0 1,267.6530
B_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.09% GEGPEVDVNLPK 1141 1152 41.2 26.8 32.5 2 0 0 1,253.6374
B_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.09% VDIEGPDVNIEGPEGK 2546 2561 29.5 27.5 29.5 1 0 0 1,667.8126
B_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.09% VDINAPDVEVQGK 3385 3397 26.8 27.1 24.8 1 0 0 1,383.7116
B_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.09% VDINAPDVDVR 3914 3924 28.6 26.6 11.4 1 0 0 1,212.6220
B_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.80% AEGPEVDVNLPK 764 775 54.5 27.6 46.1 2 0 0 1,267.6530
B_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.80% VDINAPDVEVQGK 3385 3397 40.4 27.3 37.6 1 0 0 1,383.7116
B_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.80% LPTGQISGPEIK 5513 5524 33.6 25.0 25.2 2 0 0 1,239.6946
B_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.80% FGTFGGLGSK 5822 5831 23.1 25.7 14.3 1 0 0 970.4994
B_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 8 1.39% LPSGSGAASPTGSAVDIR 208 225 40.3 27.5 37.0 1 0 0 1,642.8396
B_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 8 1.39% AEGPEVDVNLPK 764 775 48.0 27.5 43.4 2 0 0 1,267.6530
B_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 8 1.39% VDIEAPDVSLEGPEGK 1162 1177 28.0 27.4 24.6 1 0 0 1,654.8173
B_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 8 1.39% VDINAPDVEVQGK 3385 3397 25.8 27.3 25.8 1 0 0 1,383.7116
B_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 8 1.39% LNVGAPDVTLR 5356 5366 21.0 25.0 13.1 1 0 0 1,154.6529
B_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 8 1.39% LPTGQISGPEIK 5513 5524 22.3 25.4 18.4 2 0 0 1,239.6946
B_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.14% AGAISASGPELQGAGHSK 226 243 25.3 27.7 24.2 0 1 0 1,637.8243
B_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.14% GEGPEVDVNLPK 1141 1152 51.7 26.8 47.9 1 0 0 1,253.6374
B_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.14% VDINAPDVEVQGK 3385 3397 23.7 27.0 21.8 1 0 0 1,383.7116
B_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.14% AEGPDVAVDLPK 3489 3500 31.8 27.8 28.1 1 0 0 1,210.6316
B_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.14% LPTGQISGPEIK 5513 5524 35.5 25.3 28.3 2 0 0 1,239.6946
B_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 2.04% LPSGSGAASPTGSAVDIR 208 225 32.5 27.5 22.2 2 0 0 1,642.8396
B_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 2.04% AGAISASGPELQGAGHSK 226 243 40.0 27.8 24.3 0 2 0 1,637.8243
B_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 2.04% AEGPEVDVNLPK 764 775 70.1 27.6 59.0 2 0 0 1,267.6530
B_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 2.04% GEGPEVDVNLPK 1141 1152 53.2 26.8 42.1 2 0 0 1,253.6374
B_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 2.04% VDIEAPDVSLEGPEGK 1162 1177 31.8 27.3 31.8 1 0 0 1,654.8173
B_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 2.04% VDVEVPDVSLEGPEGK 1290 1305 38.4 27.3 31.7 1 0 0 1,668.8329



B_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 2.04% MDAEVPDVNIEGPDAK 1418 1433 61.1 25.0 56.1 1 0 0 1,715.7796
B_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 2.04% LPTGQISGPEIK 5513 5524 23.4 25.4 18.2 1 0 0 1,239.6946
B_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.61% AEGPEVDVNLPK 764 775 46.6 27.6 34.8 1 0 0 1,267.6530
B_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.61% GEGPEVDVNLPK 1141 1152 46.1 26.9 41.2 2 0 0 1,253.6374
B_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.61% LPTGQISGPEIK 5513 5524 24.9 25.3 20.6 1 0 0 1,239.6946
B_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.73% DIDISSPEFK 172 181 29.1 27.6 18.2 1 0 0 1,150.5628
B_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.73% LPSGSGAASPTGSAVDIR 208 225 30.3 27.5 24.1 1 0 0 1,642.8396
B_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.73% AGAISASGPELQGAGHSK 226 243 18.9 27.8 14.4 0 1 0 1,637.8243
B_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.73% AEGPEVDVNLPK 764 775 59.1 27.7 53.7 2 0 0 1,267.6530
B_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.73% VDIEAPDVSLEGPEGK 1162 1177 48.7 27.4 48.7 1 0 0 1,654.8173
B_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.73% VDIEGPDVNIEGPEGK 2546 2561 57.2 27.5 51.7 2 0 0 1,667.8126
B_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.73% LPTGQISGPEIK 5513 5524 25.9 25.4 15.1 2 0 0 1,239.6946
B_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.63% AEGPEVDVNLPK 764 775 62.7 27.6 60.1 2 0 0 1,267.6530
B_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.63% VESEIKVPDVELK 843 855 25.6 27.1 0.0 0 2 0 1,484.8208
B_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.63% GEGPDVDVNLPK 2781 2792 38.1 27.4 19.8 1 0 0 1,239.6218
B_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.71% AGAISASGPELQGAGHSK 226 243 19.6 27.8 3.7 0 2 0 1,637.8243
B_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.71% AEGPEVDVNLPK 764 775 32.2 27.5 27.5 2 0 0 1,267.6530
B_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.71% GEGPDVDVNLPK 2781 2792 44.1 27.2 34.5 2 0 0 1,239.6218
B_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.59% GEGPEVDVNLPK 1141 1152 42.3 27.0 36.7 2 0 0 1,253.6374
B_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.59% VKGDVDVSLPK 2131 2141 25.4 27.4 16.1 1 0 0 1,156.6574
B_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.59% GEGPDVDVNLPK 2781 2792 28.3 27.4 15.4 2 0 0 1,239.6218
B_18 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.48% AEGPEVDVNLPK 764 775 55.5 27.6 48.8 2 0 0 1,267.6530
B_18 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.48% VDVEVPDVSLEGPEGK 1290 1305 27.0 27.4 24.6 1 0 0 1,668.8329
B_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.68% AEGPEVDVNLPK 764 775 52.9 27.6 46.9 1 0 0 1,267.6530
B_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.68% GEGPEVDVNLPK 1141 1152 39.9 27.0 33.0 2 0 0 1,253.6374
B_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.68% VDVDVPDVNIEGPDAK 3186 3201 41.8 27.6 40.8 1 0 0 1,681.8282
B_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.82% AEGPEVDVNLPK 764 775 50.7 27.7 46.5 2 0 0 1,267.6530
B_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.82% VKGDVDVSLPK 2131 2141 34.0 27.4 25.4 1 0 0 1,156.6574
B_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.82% VEGDLKGPEVDIK 2604 2616 19.7 26.9 0.0 0 2 0 1,398.7478
B_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.82% GEGPDVDVNLPK 2781 2792 44.1 27.5 33.7 2 0 0 1,239.6218
B_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 7 1.32% AEGPEVDVNLPK 764 775 49.2 27.6 37.4 2 0 0 1,267.6530
B_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 7 1.32% GEGPEFDVNLSK 1013 1024 27.8 26.1 27.8 1 0 0 1,291.6166
B_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 7 1.32% VDIEAPDVSLEGPEGK 1162 1177 28.5 27.2 21.4 1 0 0 1,654.8173
B_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 7 1.32% VDVEVPDVSLEGPEGK 1290 1305 29.1 27.4 28.0 1 0 0 1,668.8329
B_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 7 1.32% VKGDVDVSLPK 2131 2141 24.5 27.4 17.0 1 0 0 1,156.6574
B_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 7 1.32% VDINAPDVDVR 3914 3924 40.7 26.9 40.7 1 0 0 1,212.6220
B_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.75% AEGPEVDVNLPK 764 775 55.6 27.7 49.5 2 0 0 1,267.6530
B_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.75% VDIEAPDVSLEGPEGK 1162 1177 34.5 27.2 30.4 1 0 0 1,654.8173
B_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.75% VDVEVPDVSLEGPEGK 1290 1305 29.9 27.3 29.9 1 0 0 1,668.8329
B_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.75% VDIEGPDVNIEGPEGK 2546 2561 40.8 27.5 40.8 2 0 0 1,667.8126
B_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.75% VDVEGPDVNIEGPEGK 2930 2945 33.7 26.8 33.7 2 0 0 1,653.7969
B_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.75% VDVDVPDVNIEGPDAK 3186 3201 34.2 28.0 28.9 1 0 0 1,681.8282
B_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.75% VDINAPDVDVR 3914 3924 30.2 26.9 24.7 2 0 0 1,212.6220
B_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.04% AEGPEVDVNLPK 764 775 66.2 27.6 55.8 2 0 0 1,267.6530
B_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.04% GEGPEVDVNLPK 1141 1152 23.4 27.0 21.9 1 0 0 1,253.6374
B_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.04% VDIEGPDVNIEGPEGK 2546 2561 50.5 27.5 49.1 2 0 0 1,667.8126
B_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.04% ISMPDIDLNLK 2707 2717 28.8 28.8 0.0 2 0 0 1,274.6664
B_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.04% VDVDVPDVNIEGPDAK 3186 3201 37.4 27.8 37.4 1 0 0 1,681.8282
B_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.04% AEGPDVAVDLPK 3489 3500 48.9 27.8 38.1 2 0 0 1,210.6316
B_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.04% VEGDMQVPDLDIK 3898 3910 25.9 26.5 24.4 2 0 0 1,474.7098
B_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.04% GEGPDVDVTLPK 4331 4342 26.0 27.4 13.7 1 0 0 1,226.6266
B_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.04% VDIDAPDVSIEGPDAK 4352 4367 21.3 27.0 19.4 1 0 0 1,640.8017
B_24 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.46% AGAISASGPELQGAGHSK 226 243 22.0 27.8 20.1 0 1 0 1,637.8243
B_24 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.46% AEGPEVDVNLPK 764 775 39.5 27.5 35.0 1 0 0 1,267.6530
B_24 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.46% GEGPEVDVNLPK 1141 1152 35.6 27.0 29.3 2 0 0 1,253.6374
B_24 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.46% VDIEGPDVNIEGPEGK 2546 2561 66.8 27.3 66.8 2 0 0 1,667.8126
B_24 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.46% GEGPDVDVNLPK 2781 2792 46.0 27.4 31.8 2 0 0 1,239.6218
B_24 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.46% VDVDVPDVNIEGPDAK 3186 3201 32.3 28.3 27.5 1 0 0 1,681.8282
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% GEGPEFDVNLSK 1013 1024 23.2 27.0 18.5 1 0 0 1,291.6166
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% GEGPEVDVNLPK 1141 1152 44.9 27.0 39.3 2 0 0 1,253.6374
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% VDVEVPDVSLEGPEGK 1290 1305 33.0 27.3 32.1 1 0 0 1,668.8329
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% VDIEGPDVNIEGPEGK 2546 2561 45.2 27.5 40.0 1 0 0 1,667.8126
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% GEGPDVDVNLPK 2781 2792 61.7 27.5 49.8 2 0 0 1,239.6218
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% VDVEGPDVNIEGPEGK 2930 2945 50.9 26.8 48.7 2 0 0 1,653.7969
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% VDVDVPDVNIEGPDAK 3186 3201 36.1 27.8 23.1 1 0 0 1,681.8282
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% VDINAPDVEVQGK 3385 3397 31.9 27.6 31.7 1 0 0 1,383.7116
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% AEGPDVAVDLPK 3489 3500 43.0 28.0 36.0 2 0 0 1,210.6316
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% VDINAPDVDVR 3914 3924 30.6 26.9 28.1 1 0 0 1,212.6220
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% ISMPEVDLNLK 4129 4139 34.1 28.8 4.8 1 0 0 1,274.6663
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% GEGPDVDVTLPK 4331 4342 35.1 27.4 16.6 2 0 0 1,226.6266
B_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 18 2.97% VDIDAPDVSIEGPDAK 4352 4367 33.2 27.0 31.9 1 0 0 1,640.8017
B_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.46% AEGPEVDVNLPK 764 775 53.8 27.6 48.1 2 0 0 1,267.6530
B_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.46% GEGPEVDVNLPK 1141 1152 24.5 27.0 17.8 1 0 0 1,253.6374
B_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.46% GEGPDVDVNLPK 2781 2792 43.7 27.5 29.5 2 0 0 1,239.6218
B_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.46% VDINAPDVEVQGK 3385 3397 28.2 27.6 23.8 1 0 0 1,383.7116
B_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.46% AEGPDVAVDLPK 3489 3500 36.3 28.0 23.5 2 0 0 1,210.6316
B_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.46% VEGDMQVPDLDIK 3898 3910 43.2 26.3 29.4 2 0 0 1,474.7098
B_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.46% GEGPDVDVTLPK 4331 4342 41.2 27.4 32.1 2 0 0 1,226.6266
B_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.31% AEGPEVDVNLPK 764 775 57.7 27.6 50.7 2 0 0 1,267.6530
B_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.31% GEGPEVDVNLPK 1141 1152 44.4 27.0 39.9 2 0 0 1,253.6374
B_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.31% VKGDVDVSLPK 2131 2141 25.0 27.4 16.4 1 0 0 1,156.6574
B_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.31% VDIEGPDVNIEGPEGK 2546 2561 23.8 27.3 21.4 1 0 0 1,667.8126
B_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.31% VDVDVPDVNIEGPDAK 3186 3201 45.8 27.6 41.6 1 0 0 1,681.8282
B_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.31% AEGPDVAVDLPK 3489 3500 39.2 27.9 25.6 1 0 0 1,210.6316
B_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.31% GEGPEVDVTLPK 3617 3628 44.2 27.2 32.0 2 0 0 1,240.6422
B_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.31% VDIDTPDINIEGSEGK 3712 3727 25.8 26.1 24.4 1 0 0 1,701.8181
B_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.31% VEGDMQVPDLDIK 3898 3910 28.9 26.5 21.2 2 0 0 1,474.7098
B_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.31% VDIDAPDVSIEGPDAK 4352 4367 31.9 27.0 29.1 1 0 0 1,640.8017
B_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.49% AEGPEVDVNLPK 764 775 39.0 27.7 35.5 2 0 0 1,267.6530
B_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.49% VDVEGPDVNIEGPEGK 2930 2945 38.4 26.8 32.8 1 0 0 1,653.7969
B_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.49% AEGPDVAVDLPK 3489 3500 33.4 27.9 33.4 2 0 0 1,210.6316
B_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.49% GEGPEVDVTLPK 3617 3628 30.8 27.0 19.7 1 0 0 1,240.6422
B_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.49% VEGDMQVPDLDIK 3898 3910 27.0 26.3 21.4 1 0 0 1,474.7098
B_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.49% VDINAPDVDVR 3914 3924 33.2 26.9 23.5 2 0 0 1,212.6220
B_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.49% GEGPDVDVTLPK 4331 4342 27.2 27.0 15.1 1 0 0 1,226.6266
B_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.26% AEGPEVDVNLPK 764 775 62.7 27.8 55.8 2 0 0 1,267.6530
B_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.26% VDIEGPDVNIEGPEGK 2546 2561 52.3 27.5 44.6 2 0 0 1,667.8126
B_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.26% VDVEGPDVNIEGPEGK 2930 2945 64.0 27.0 59.8 2 0 0 1,653.7969
B_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.26% VDVDVPDVNIEGPDAK 3186 3201 45.4 28.4 41.6 2 0 0 1,681.8282
B_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.26% VDINAPDVEVQGK 3385 3397 29.1 26.9 23.5 1 0 0 1,383.7116
B_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.26% AEGPDVAVDLPK 3489 3500 27.6 28.0 21.0 2 0 0 1,210.6316
B_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.26% GEGPEVDVTLPK 3617 3628 32.1 27.2 13.1 1 0 0 1,240.6422
B_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.26% VEGDMQVPDLDIK 3898 3910 20.7 26.5 13.9 1 0 0 1,474.7098
B_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.26% VDINAPDVDVR 3914 3924 39.6 27.1 34.3 2 0 0 1,212.6220
B_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.26% GEGPDVDVTLPK 4331 4342 22.5 27.4 14.5 1 0 0 1,226.6266
B_30 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.39% AEGPEVDVNLPK 764 775 38.0 27.6 28.3 2 0 0 1,267.6530
B_30 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.39% VDINAPDVDVR 3914 3924 23.3 26.4 23.3 1 0 0 1,212.6220
C_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.02% AEGPEVDVNLPK 764 775 27.7 27.7 18.2 2 0 0 1,267.6530
C_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.02% GEGPEFDVNLSK 1013 1024 22.0 26.1 18.2 1 0 0 1,291.6166
C_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.02% VKGDVDVSLPK 2131 2141 24.7 25.7 21.2 1 0 0 1,156.6574
C_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.02% VDINAPDVEVQGK 3385 3397 28.6 27.3 23.6 2 0 0 1,383.7116
C_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.02% LPTGQISGPEIK 5513 5524 23.4 25.3 20.5 2 0 0 1,239.6946



C_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.09% AGAISASGPELQGAGHSK 226 243 18.5 28.0 11.4 0 1 0 1,637.8243
C_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.09% AEGPEVDVNLPK 764 775 33.0 27.6 27.7 1 0 0 1,267.6530
C_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.09% GEGPEVDVNLPK 1141 1152 36.3 27.0 27.0 2 0 0 1,253.6374
C_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.09% VKGDVDVSLPK 2131 2141 38.6 26.8 21.4 1 0 0 1,156.6574
C_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 6 1.09% LNVGAPDVTLR 5356 5366 22.9 25.0 17.4 1 0 0 1,154.6529
C_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.15% AEGPEVDVNLPK 764 775 64.2 28.0 57.7 2 0 0 1,267.6530
C_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.15% GEGPEVDVNLPK 1141 1152 34.3 27.0 30.2 2 0 0 1,253.6374
C_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.15% VKGDVDVSLPK 2131 2141 30.4 25.8 25.2 1 0 0 1,156.6574
C_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.15% ISMPDIDLNLK 2707 2717 28.6 28.7 0.0 2 0 0 1,274.6664
C_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.15% VDINAPDVDVR 3914 3924 38.7 26.3 34.6 1 0 0 1,212.6220
C_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.15% ISMPEVDLNLK 4129 4139 28.6 28.7 0.0 1 0 0 1,274.6663
C_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 4 0.48% AEGPEVDVNLPK 764 775 49.4 27.6 44.8 2 0 0 1,267.6530
C_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 4 0.48% VDVEGPDVNIEGPEGK 2930 2945 73.0 26.4 61.6 2 0 0 1,653.7969
C_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.51% AGAISASGPELQGAGHSK 226 243 26.6 27.6 22.8 0 1 0 1,637.8243
C_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.51% AEGPEVDVNLPK 764 775 43.8 27.6 42.7 2 0 0 1,267.6530
C_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.51% AGAISASGPELQGAGHSK 226 243 38.9 27.6 34.0 0 1 0 1,637.8243
C_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.51% AEGPEVDVNLPK 764 775 27.4 27.7 26.4 1 0 0 1,267.6530
C_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.75% AEGPEVDVNLPK 764 775 37.2 27.6 32.9 1 0 0 1,267.6530
C_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.75% VDVEVPDVSLEGPEGK 1290 1305 24.4 27.5 24.2 1 0 0 1,668.8329
C_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.75% VDVDVPDVNIEGPDAK 3186 3201 27.1 27.5 16.8 2 0 0 1,681.8282
C_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 6 0.44% AEGPEVDVNLPK 764 775 32.0 27.7 14.2 2 0 0 1,267.6530
C_27 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 6 0.44% ISMPDIDLNLKGPK 2707 2720 23.3 27.5 0.0 0 4 0 1,556.8357
C_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 3 9 0.44% AEGPEVDVNLPK 764 775 29.9 27.6 25.9 1 0 0 1,267.6530
C_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 3 9 0.44% ISMPDIDLNLKGPK 2707 2720 32.3 27.3 0.0 4 4 0 1,556.8357
D_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.36% AEGPEVDVNLPK 764 775 28.6 27.5 9.0 2 0 0 1,267.6530
D_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.36% VQTPEVDVK 3364 3372 23.7 25.6 17.5 1 0 0 1,014.5467
D_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.41% GEGPEVDVNLPK 1141 1152 53.6 26.8 48.1 1 0 0 1,253.6374
D_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.41% GEGPDVDVNLPK 2781 2792 32.3 26.6 27.8 1 0 0 1,239.6218
D_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.41% AEGPEVDVNLPK 764 775 23.5 27.6 15.4 1 0 0 1,267.6530
D_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.41% GEGPEVDVNLPK 1141 1152 24.2 27.5 16.1 1 0 0 1,253.6374
D_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.41% AEGPEVDVNLPK 764 775 38.2 27.7 25.7 1 0 0 1,267.6530
D_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.41% GEGPEVDVNLPK 1141 1152 32.1 27.5 22.8 1 0 0 1,253.6374
D_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.36% GEGPEVDVNLPK 1141 1152 25.2 27.0 15.2 1 0 0 1,253.6374
D_25 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.36% GDVDVSLPK 2133 2141 31.6 26.8 16.9 1 0 0 929.4940
D_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.41% AEGPEVDVNLPK 764 775 47.7 27.9 42.4 2 0 0 1,267.6530
D_26 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.41% GEGPEVDVNLPK 1141 1152 29.6 27.5 27.0 1 0 0 1,253.6374
D_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 5 0.82% AEGPEVDVNLPK 764 775 27.9 27.5 25.0 1 0 0 1,267.6530
D_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 5 0.82% GEGPEVDVNLPK 1141 1152 38.1 27.0 28.3 1 0 0 1,253.6374
D_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 5 0.82% GEGPDVDVNLPK 2781 2792 29.6 26.8 16.6 2 0 0 1,239.6218
D_28 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 5 0.82% GEGPDVDVTLPK 4331 4342 20.9 27.2 12.0 1 0 0 1,226.6266
D_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.36% GEGPDVDVTLPK 4331 4342 22.9 27.0 17.4 1 0 0 1,226.6266
D_29 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.36% ADIEISGPK 4343 4351 37.1 26.7 20.3 2 0 0 929.4940
D_30 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.34% VKGDVDVSLPK 2131 2141 23.8 26.8 17.1 1 0 0 1,156.6574
D_30 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.34% GDVDVSLPK 2133 2141 24.1 26.7 15.7 2 0 0 929.4940
D_30 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.34% ADIEISGPK 4343 4351 27.0 26.7 15.6 1 0 0 929.4940
F_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 4 0.49% LKSEDGVEGDLGETQSR 133 149 31.7 26.8 31.5 0 2 0 1,819.8671
F_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 4 0.49% AEGPEVDVNLPK 764 775 47.5 27.7 42.5 2 0 0 1,267.6530
F_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.59% LKSEDGVEGDLGETQSR 133 149 18.0 26.8 14.4 0 1 0 1,819.8671
F_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.59% AGAISASGPELQGAGHSK 226 243 23.5 27.8 18.0 0 1 0 1,637.8243
F_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.51% AGAISASGPELQGAGHSK 226 243 21.5 27.8 18.1 0 1 0 1,637.8243
F_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.51% GEGPEVDVNLPK 1141 1152 41.5 26.9 35.3 2 0 0 1,253.6374
F_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.51% GDVDVSLPK 2133 2141 31.5 26.0 20.6 2 0 0 929.4940
F_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.51% GEGPDVDVNLPK 2781 2792 38.0 27.5 23.5 2 0 0 1,239.6218
F_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.51% LDFEGPDAK 4890 4898 31.5 26.7 14.8 1 0 0 991.4733
F_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.70% AGAISASGPELQGAGHSK 226 243 30.1 27.9 23.3 0 2 0 1,637.8243
F_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.70% VKGDVDVSLPK 2131 2141 27.6 27.4 20.1 1 0 0 1,156.6574
F_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.70% GEGPDVDVNLPK 2781 2792 26.5 27.5 18.2 1 0 0 1,239.6218
F_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 4 0.95% GGVQVPAVDISSSLGGR 271 287 35.0 27.7 28.0 1 0 0 1,598.8498
F_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 4 0.95% GEGPEVDVNLPK 1141 1152 56.8 27.0 52.6 1 0 0 1,253.6374
F_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 4 0.95% VDIEGPDVNIEGPEGK 2546 2561 27.8 27.3 21.9 1 0 0 1,667.8126
F_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 4 0.95% VDINAPDVDVR 3914 3924 24.1 26.3 24.1 1 0 0 1,212.6220
F_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 3 0.63% GEGPEVDVNLPK 1141 1152 40.8 27.0 31.8 1 0 0 1,253.6374
F_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 3 0.63% VDINAPDVEVQGK 3385 3397 25.8 26.9 25.4 1 0 0 1,383.7116
F_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 3 0.63% GEGPEVDVTLPK 3617 3628 22.3 26.8 15.2 1 0 0 1,240.6422
H_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.36% DDGVFVQEVTQNSPAAR 29 45 62.1 26.1 53.5 1 0 0 1,832.8774
H_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.36% DIDISSPEFK 172 181 25.9 26.9 23.6 2 0 0 1,150.5628
H_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.36% AEGPEVDVNLPK 764 775 25.5 27.5 23.0 1 0 0 1,267.6530
H_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.36% VDTNAPDLSLEGPEGK 1034 1049 28.3 26.8 23.0 2 0 0 1,641.7969
H_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.36% GEGPEVDVNLPK 1141 1152 47.1 26.9 44.6 2 0 0 1,253.6374
H_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.36% VDINAPDVEVQGK 3385 3397 55.0 27.5 54.5 2 0 0 1,383.7116
H_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.02% VDTNAPDLSLEGPEGK 1034 1049 37.2 26.4 36.0 2 0 0 1,641.7969
H_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.02% GEGPEVDVNLPK 1141 1152 39.7 26.9 29.3 2 0 0 1,253.6374
H_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.02% VQTPEVDVK 3364 3372 28.4 25.3 16.7 1 0 0 1,014.5467
H_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.02% VDINAPDVEVQGK 3385 3397 55.8 26.9 55.8 2 0 0 1,383.7116
H_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.02% MPFLSISSPK 3405 3414 23.0 28.4 12.3 1 0 0 1,106.5915
H_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 20 2.68% DDGVFVQEVTQNSPAAR 29 45 47.5 26.2 43.2 1 0 0 1,832.8774
H_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 20 2.68% LKSEDGVEGDLGETQSR 133 149 43.6 27.1 34.9 0 2 0 1,819.8671
H_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 20 2.68% IDVTAPDVSIEEPEGK 785 800 38.5 27.3 37.0 2 0 0 1,698.8435
H_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 20 2.68% VGVEVPDVNIEGPEGK 913 928 41.7 27.8 31.5 2 0 0 1,637.8383
H_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 20 2.68% VDTNAPDLSLEGPEGK 1034 1049 35.1 26.7 35.1 2 0 0 1,641.7969
H_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 20 2.68% VDIEAPDVSLEGPEGK 1162 1177 72.7 27.2 61.4 2 0 0 1,654.8173
H_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 20 2.68% VDIEGPDVNIEGPEGK 2546 2561 47.8 27.3 46.3 2 0 0 1,667.8126
H_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 20 2.68% VDINAPDVEVQGK 3385 3397 57.0 27.3 54.2 2 0 0 1,383.7116
H_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 20 2.68% MPFLSISSPK 3405 3414 34.2 28.4 17.3 2 0 0 1,106.5915
H_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 20 2.68% VSGPDLDLNLK 5297 5307 31.4 26.6 13.2 1 0 0 1,170.6367
H_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 20 2.68% FGTFGGLGSK 5822 5831 37.6 26.3 29.0 2 0 0 970.4994
H_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.29% IDVTAPDVSIEEPEGK 785 800 67.0 27.2 52.0 2 0 0 1,698.8435
H_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.29% VDIEAPDVSLEGPEGK 1162 1177 66.4 27.4 66.2 2 0 0 1,654.8173
H_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.29% VDVEVPDVSLEGPEGK 1290 1305 39.2 27.4 32.5 2 0 0 1,668.8329
H_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.29% VKGDVDVSLPK 2131 2141 39.5 25.7 28.9 2 0 0 1,156.6574
H_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.29% VDVDVPDVNIEGPDAK 3186 3201 31.5 28.0 28.5 2 0 0 1,681.8282
H_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.29% VQTPEVDVK 3364 3372 25.8 25.3 12.3 1 0 0 1,014.5467
H_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.29% VDINAPDVEVQGK 3385 3397 63.1 27.3 61.2 2 0 0 1,383.7116
H_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.29% MPFLSISSPK 3405 3414 33.9 28.7 26.3 1 0 0 1,106.5915
H_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.29% VDIDAPDVSIEGPDAK 4352 4367 25.1 27.0 18.8 1 0 0 1,640.8017
H_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.29% LPTGQISGPEIK 5513 5524 26.0 25.3 21.0 1 0 0 1,239.6946
H_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 22 2.92% LPSGSGAASPTGSAVDIR 208 225 70.0 27.5 59.9 2 0 0 1,642.8396
H_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 22 2.92% GGVQVPAVDISSSLGGR 271 287 28.4 27.4 24.6 1 0 0 1,598.8498
H_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 22 2.92% ISMQDVDLSLGSPK 500 513 26.5 27.9 23.0 1 0 0 1,489.7569
H_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 22 2.92% IDVTAPDVSIEEPEGK 785 800 48.5 27.4 40.4 2 0 0 1,698.8435
H_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 22 2.92% VGVEVPDVNIEGPEGK 913 928 28.0 27.7 26.5 2 0 0 1,637.8383
H_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 22 2.92% VDTNAPDLSLEGPEGK 1034 1049 42.9 26.6 32.4 2 0 0 1,641.7969
H_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 22 2.92% VDIEAPDVSLEGPEGK 1162 1177 63.5 27.2 62.2 2 0 0 1,654.8173
H_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 22 2.92% VDINAPDVEVQGK 3385 3397 66.1 26.9 62.0 2 0 0 1,383.7116
H_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 22 2.92% MPFLSISSPK 3405 3414 32.8 28.4 22.3 2 0 0 1,106.5915
H_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 22 2.92% MPDVDISVPK 5145 5154 32.9 26.8 26.3 2 0 0 1,100.5658
H_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 22 2.92% SSGCDVNLPGVNVK 5499 5512 43.2 26.2 27.5 2 0 0 1,445.7054
H_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 22 2.92% LPTGQISGPEIK 5513 5524 47.8 25.4 42.0 2 0 0 1,239.6946
H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% DDGVFVQEVTQNSPAAR 29 45 66.3 26.2 59.0 2 0 0 1,832.8774
H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% LKSEDGVEGDLGETQSR 133 149 43.3 27.0 40.8 0 2 0 1,819.8671
H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% DIDISSPEFK 172 181 33.1 27.6 22.3 2 0 0 1,150.5628
H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% IDVTAPDVSIEEPEGK 785 800 28.6 27.2 19.3 1 0 0 1,698.8435



H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% VGVEVPDVNIEGPEGK 913 928 34.4 27.7 26.4 1 0 0 1,637.8383
H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% VDTNAPDLSLEGPEGK 1034 1049 64.3 26.6 64.3 2 0 0 1,641.7969
H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% VDIEAPDVSLEGPEGK 1162 1177 76.8 27.4 73.5 2 0 0 1,654.8173
H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% VDVEVPDVSLEGPEGK 1290 1305 42.6 27.3 38.4 2 0 0 1,668.8329
H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% MDAEVPDVNIEGPDAK 1418 1433 23.6 25.0 21.7 1 0 0 1,699.7846
H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% VDIEGPDVNIEGPEGK 2546 2561 59.2 27.5 53.1 1 0 0 1,667.8126
H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% VDVDVPDVNIEGPDAK 3186 3201 45.5 27.8 40.7 2 0 0 1,681.8282
H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% MPFLSISSPK 3405 3414 39.6 28.4 31.3 2 0 0 1,106.5915
H_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 13 13 22 3.29% LPTGQISGPEIK 5513 5524 48.3 25.4 37.8 2 0 0 1,239.6946
H_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 1.82% AEGPEVDVNLPK 764 775 25.3 27.7 23.1 1 0 0 1,267.6530
H_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 1.82% VDTNAPDLSLEGPEGK 1034 1049 60.5 26.7 55.5 2 0 0 1,641.7969
H_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 1.82% GEGPEVDVNLPK 1141 1152 60.5 27.0 41.5 1 0 0 1,253.6374
H_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 1.82% VDIEAPDVSLEGPEGK 1162 1177 27.7 27.2 23.5 2 0 0 1,654.8173
H_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 1.82% VEGDLKGPEIDVK 1604 1616 22.4 27.1 4.5 0 1 0 1,398.7478
H_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 1.82% GDVDVSLPK 2133 2141 21.3 25.9 10.9 1 0 0 929.4940
H_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 1.82% VDINAPDVEVQGK 3385 3397 43.8 27.3 43.8 2 0 0 1,383.7116
H_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 12 1.82% GSEVGFHGAAPDISVK 5529 5544 28.1 27.0 15.7 0 2 0 1,570.7861
H_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.43% DDGVFVQEVTQNSPAAR 29 45 46.6 26.3 40.0 1 0 0 1,832.8774
H_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.43% LKSEDGVEGDLGETQSR 133 149 28.1 27.1 27.1 0 1 0 1,819.8671
H_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.43% LPSGSGAASPTGSAVDIR 208 225 50.8 27.4 50.8 1 0 0 1,642.8396
H_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.43% AVEVQGPSLESGDHGK 288 303 16.5 26.5 16.5 0 1 0 1,609.7818
H_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.43% GEGPEFDVNLSK 1013 1024 37.5 26.1 30.0 2 0 0 1,291.6166
H_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.43% VDTNAPDLSLEGPEGK 1034 1049 47.3 26.7 47.3 2 0 0 1,641.7969
H_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.43% VDIEAPDVSLEGPEGK 1162 1177 49.4 27.3 49.4 2 0 0 1,654.8173
H_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.43% VQTPEVDVK 3364 3372 25.0 25.3 16.7 1 0 0 1,014.5467
H_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.43% MPFLSISSPK 3405 3414 29.9 28.7 26.2 1 0 0 1,106.5915
H_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 14 2.43% LPTGQISGPEIK 5513 5524 50.8 25.3 42.4 2 0 0 1,239.6946
H_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.31% GGVQVPAVDISSSLGGR 271 287 56.5 27.7 51.9 1 0 0 1,598.8498
H_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.31% VESEIKVPDVELK 843 855 25.0 27.1 16.4 0 2 0 1,484.8208
H_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.31% VDIEAPDVSLEGPEGK 1162 1177 62.6 27.2 62.6 2 0 0 1,654.8173
H_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.31% VDVEVPDVSLEGPEGK 1290 1305 37.5 27.4 32.4 2 0 0 1,668.8329
H_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.31% VEGDLKGPEIDVK 1604 1616 16.0 26.9 0.0 0 1 0 1,398.7478
H_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.31% VKGDVDVSLPK 2131 2141 39.5 26.9 21.7 2 0 0 1,156.6574
H_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.31% VDVDVPDVNIEGPDAK 3186 3201 41.4 27.8 38.7 2 0 0 1,681.8282
H_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.31% VDINAPDVEVQGK 3385 3397 46.6 26.8 42.2 2 0 0 1,383.7116
H_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.31% LDFEGPDAK 4890 4898 40.8 25.6 32.4 2 0 0 991.4733
H_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.31% LPTGQISGPEIK 5513 5524 36.9 25.3 27.7 2 0 0 1,239.6946
H_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.85% IDVTAPDVSIEEPEGK 785 800 58.7 27.4 50.9 2 0 0 1,698.8435
H_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.85% VDIEAPDVSLEGPEGK 1162 1177 57.1 27.4 55.0 2 0 0 1,654.8173
H_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.85% VDVEVPDVSLEGPEGK 1290 1305 32.4 27.4 31.8 1 0 0 1,668.8329
H_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.85% VKGDVDVSLPK 2131 2141 31.5 27.4 23.5 2 0 0 1,156.6574
H_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.85% VDVDVPDVNIEGPDAK 3186 3201 44.5 28.0 35.5 2 0 0 1,681.8282
H_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.85% VDINAPDVEVQGK 3385 3397 52.7 26.9 51.4 2 0 0 1,383.7116
H_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.85% AEGPDVAVDLPK 3489 3500 25.9 27.8 21.2 1 0 0 1,210.6316
H_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.85% LDFEGPDAK 4890 4898 34.8 26.7 25.5 1 0 0 991.4733
H_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VNVEAPDVNLEGLGGK 664 679 29.8 27.9 17.5 1 0 0 1,610.8386
H_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% IDVTAPDVSIEEPEGK 785 800 68.5 27.3 56.3 2 0 0 1,698.8435
H_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VGVEVPDVNIEGPEGK 913 928 32.2 27.7 25.1 1 0 0 1,637.8383
H_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VDIEAPDVSLEGPEGK 1162 1177 82.9 27.4 82.9 2 0 0 1,654.8173
H_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VKGDVDVSLPK 2131 2141 33.8 27.4 28.5 1 0 0 1,156.6574
H_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VDIEGPDVNIEGPEGK 2546 2561 33.9 27.3 28.4 1 0 0 1,667.8126
H_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VDINAPDVEVQGK 3385 3397 46.2 27.3 45.2 2 0 0 1,383.7116
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% DDGVFVQEVTQNSPAAR 29 45 67.8 26.2 60.2 2 0 0 1,832.8774
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% LPSGSGAASPTGSAVDIR 208 225 40.8 27.4 32.9 1 0 0 1,642.8396
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% GGVQVPAVDISSSLGGR 271 287 41.6 27.7 33.3 1 0 0 1,598.8498
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% AVEVQGPSLESGDHGK 288 303 26.1 26.6 25.2 0 1 0 1,609.7818
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% VNVEAPDVNLEGLGGK 664 679 62.5 27.9 59.6 2 0 0 1,610.8386
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% IDVTAPDVSIEEPEGK 785 800 68.8 27.3 60.4 2 0 0 1,698.8435
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% VGVEVPDVNIEGPEGK 913 928 39.6 27.9 35.0 1 0 0 1,637.8383
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% GEGPEVDVNLPK 1141 1152 56.3 27.0 47.0 2 0 0 1,253.6374
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% VDIEAPDVSLEGPEGK 1162 1177 62.7 27.4 62.7 2 0 0 1,654.8173
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% EVDVNLPK 1273 1280 18.8 25.7 9.7 1 0 0 913.4990
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% VDVEVPDVSLEGPEGK 1290 1305 56.9 27.4 56.9 2 0 0 1,668.8329
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% VKGDVDVSLPK 2131 2141 31.9 25.7 8.7 1 0 0 1,156.6574
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% GDVDVSLPK 2133 2141 30.7 26.9 14.5 2 0 0 929.4940
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% VDIEGPDVNIEGPEGK 2546 2561 55.8 27.3 50.2 2 0 0 1,667.8126
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% VEGDLKGPEVDIKGPK 2604 2619 23.6 26.7 0.0 0 4 0 1,680.9171
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% VDVEGPDVNIEGPEGK 2930 2945 43.2 26.3 43.2 1 0 0 1,653.7969
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% VDVDVPDVNIEGPDAK 3186 3201 67.8 28.0 62.1 2 0 0 1,681.8282
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% VDINAPDVEVQGK 3385 3397 54.9 27.3 54.9 2 0 0 1,383.7116
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% GEGPEVDVTLPK 3617 3628 26.3 27.0 20.4 1 0 0 1,240.6422
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% VDIDAPDVSIEGPDAK 4352 4367 27.7 26.6 10.9 2 0 0 1,640.8017
H_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 21 21 35 5.03% LPTGQISGPEIK 5513 5524 30.8 25.4 18.2 1 0 0 1,239.6946
H_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 12 2.46% DDGVFVQEVTQNSPAAR 29 45 73.6 26.2 63.4 2 0 0 1,832.8774
H_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 12 2.46% IDVTAPDVSIEEPEGK 785 800 34.3 27.2 33.0 1 0 0 1,698.8435
H_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 12 2.46% VGVEVPDVNIEGPEGK 913 928 35.8 27.8 25.3 1 0 0 1,637.8383
H_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 12 2.46% VDIEAPDVSLEGPEGK 1162 1177 63.5 27.5 63.5 1 0 0 1,654.8173
H_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 12 2.46% VDVEVPDVSLEGPEGK 1290 1305 36.8 27.4 36.8 1 0 0 1,668.8329
H_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 12 2.46% VDIEGPDVNIEGPEGK 2546 2561 62.9 27.5 62.1 2 0 0 1,667.8126
H_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 12 2.46% VDVECPDVNIEGPEGK 2802 2817 56.0 25.0 34.4 1 0 0 1,756.8061
H_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 12 2.46% VDVDVPDVNIEGPDAK 3186 3201 49.8 27.8 40.7 2 0 0 1,681.8282
H_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 12 2.46% VDIDAPDVSIEGPDAK 4352 4367 29.2 27.0 29.2 1 0 0 1,640.8017
H_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.94% VDTNAPDLSLEGPEGK 1034 1049 21.2 26.6 21.2 1 0 0 1,641.7969
H_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.94% GEGPEVDVNLPK 1141 1152 32.5 27.0 24.8 1 0 0 1,253.6374
H_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.94% VDIEAPDVSLEGPEGK 1162 1177 53.4 27.4 51.6 2 0 0 1,654.8173
H_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.94% VDVEVPDVSLEGPEGK 1290 1305 45.0 27.4 44.5 1 0 0 1,668.8329
H_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.94% VDIEGPDVNIEGPEGK 2546 2561 63.7 27.3 59.3 2 0 0 1,667.8126
H_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.94% VEGDLKGPEVDIK 2604 2616 25.0 26.9 0.0 0 2 0 1,398.7478
H_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.94% VDVECPDVNIEGPEGK 2802 2817 31.4 25.0 30.1 1 0 0 1,756.8061
H_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.94% VDVEGPDVNIEGPEGK 2930 2945 27.5 26.7 27.5 1 0 0 1,653.7969
H_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.94% VDVDVPDVNIEGPDAK 3186 3201 44.2 28.3 43.4 2 0 0 1,681.8282
H_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.94% VDINAPDVEVQGK 3385 3397 55.1 26.9 53.7 2 0 0 1,383.7116
H_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.94% VDINAPDVDVR 3914 3924 31.5 26.9 21.2 1 0 0 1,212.6220
H_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 17 2.94% LPTGQISGPEIK 5513 5524 25.1 25.4 11.8 1 0 0 1,239.6946
H_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VNVEAPDVNLEGLGGK 664 679 44.2 27.9 39.7 1 0 0 1,610.8386
H_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VEGDLKGPEIDVK 1604 1616 18.4 27.4 3.0 0 1 0 1,398.7478
H_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VKGDVDVSLPK 2131 2141 35.0 26.9 24.7 2 0 0 1,156.6574
H_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VDIEGPDVNIEGPEGK 2546 2561 22.2 27.5 15.1 1 0 0 1,667.8126
H_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VEGDLKGPEVDIKGPK 2604 2619 25.4 26.3 0.0 0 2 0 1,680.9171
H_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VDVDVPDVNIEGPDAK 3186 3201 23.7 28.1 18.0 1 0 0 1,681.8282
H_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 10 1.77% VDIDAPDVSIEGPDAK 4352 4367 42.1 27.0 40.9 2 0 0 1,640.8017
H_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.56% AEGPEVDVNLPK 764 775 46.3 27.7 38.5 2 0 0 1,267.6530
H_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.56% VDVEVPDVSLEGPEGK 1290 1305 32.1 27.3 27.8 1 0 0 1,668.8329
H_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.56% VDIEGPDVNIEGPEGK 2546 2561 53.4 27.3 46.3 1 0 0 1,667.8126
H_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.56% VDVECPDVNIEGPEGK 2802 2817 42.4 25.0 36.4 1 0 0 1,756.8061
H_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.56% VDVDVPDVNIEGPDAK 3186 3201 54.4 27.9 48.1 2 0 0 1,681.8282
H_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.56% VDIDAPDVSIEGPDAK 4352 4367 31.8 27.0 29.2 2 0 0 1,640.8017
H_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.75% VDIEGPDVNIEGPEGK 2546 2561 46.1 27.3 46.1 2 0 0 1,667.8126
H_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.75% VDVECPDVNIEGPEGK 2802 2817 55.4 25.0 55.4 1 0 0 1,756.8061
H_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.75% VDVEGPDVNIEGPEGK 2930 2945 69.4 26.8 66.3 2 0 0 1,653.7969
H_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.75% VDVDVPDVNIEGPDAK 3186 3201 50.4 27.8 49.5 2 0 0 1,681.8282
H_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.75% GEGPEVDVTLPK 3617 3628 33.2 27.2 24.4 2 0 0 1,240.6422



H_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.75% VDINAPDVDVR 3914 3924 44.3 26.2 38.3 1 0 0 1,212.6220
H_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.75% VDIDAPDVSIEGPDAK 4352 4367 45.0 27.0 43.4 2 0 0 1,640.8017
H_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 17 2.67% VDVEVPDVSLEGPEGK 1290 1305 37.3 27.3 28.2 2 0 0 1,668.8329
H_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 17 2.67% GDVDVSLPK 2133 2141 30.9 26.1 8.6 1 0 0 929.4940
H_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 17 2.67% VDIEGPDVNIEGPEGK 2546 2561 70.3 27.4 67.2 2 0 0 1,667.8126
H_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 17 2.67% VDVECPDVNIEGPEGK 2802 2817 37.3 25.0 35.4 1 0 0 1,756.8061
H_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 17 2.67% VDVEGPDVNIEGPEGK 2930 2945 48.6 26.8 48.6 1 0 0 1,653.7969
H_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 17 2.67% VDVDVPDVNIEGPDAK 3186 3201 32.7 27.9 31.1 2 0 0 1,681.8282
H_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 17 2.67% VDINAPDVEVQGK 3385 3397 64.5 27.0 63.6 2 0 0 1,383.7116
H_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 17 2.67% GEGPEVDVTLPK 3617 3628 22.9 27.2 16.7 1 0 0 1,240.6422
H_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 17 2.67% VDINAPDVDVR 3914 3924 31.7 27.0 26.6 2 0 0 1,212.6220
H_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 17 2.67% VDIDAPDVSIEGPDAK 4352 4367 40.1 27.1 39.8 2 0 0 1,640.8017
H_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 11 11 17 2.67% VEGDLKGPEADIKGPK 4746 4761 23.3 27.2 8.1 0 1 0 1,652.8858
H_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.71% VDIEGPDVNIEGPEGK 2546 2561 64.4 27.5 56.6 2 0 0 1,667.8126
H_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.71% VEGDLKGPEVDIK 2604 2616 24.7 27.0 0.0 0 2 0 1,398.7478
H_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.71% VDVDVPDVNIEGPDAK 3186 3201 37.1 27.8 36.4 2 0 0 1,681.8282
H_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.71% VDINAPDVEVQGK 3385 3397 35.6 27.3 32.8 2 0 0 1,383.7116
H_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.71% VDIDTPDINIEGSEGK 3712 3727 29.4 25.9 25.0 1 0 0 1,701.8181
H_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.71% VDINAPDVDVR 3914 3924 43.8 26.8 39.3 2 0 0 1,212.6220
H_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.71% VDIDAPDVSIEGPDAK 4352 4367 47.3 27.0 47.3 1 0 0 1,640.8017
I_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.19% DDGVFVQEVTQNSPAAR 29 45 35.5 26.3 30.0 1 0 0 1,832.8774
I_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.19% GEGPEVDVNLPK 1141 1152 30.1 27.3 25.9 2 0 0 1,253.6374
I_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.19% VDIEAPDVSLEGPEGK 1162 1177 50.0 27.2 44.4 1 0 0 1,654.8173
I_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.19% VDINAPDVEVQGK 3385 3397 46.4 27.6 44.9 2 0 0 1,383.7116
I_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.19% LPTGQISGPEIK 5513 5524 43.3 25.0 31.6 2 0 0 1,239.6946
I_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.63% GEGPEVDVNLPK 1141 1152 55.0 26.9 49.0 2 0 0 1,253.6374
I_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.63% VDIEAPDVSLEGPEGK 1162 1177 75.8 27.2 74.7 2 0 0 1,654.8173
I_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.63% VQTPEVDVK 3364 3372 23.9 27.1 10.2 1 0 0 1,014.5467
I_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.83% VDIEAPDVSLEGPEGK 1162 1177 68.1 27.2 65.1 2 0 0 1,654.8173
I_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.83% VDINAPDVEVQGK 3385 3397 66.4 27.5 57.7 2 0 0 1,383.7116
I_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.83% MPFLSISSPK 3405 3414 25.1 28.4 17.2 1 0 0 1,106.5915
I_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.83% FGTFGGLGSK 5822 5831 25.2 25.7 16.0 1 0 0 970.4994
I_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.60% AEGPEVDVNLPK 764 775 52.2 27.8 45.5 2 0 0 1,267.6530
I_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.60% IDVTAPDVSIEEPEGK 785 800 46.2 27.3 33.8 2 0 0 1,698.8435
I_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.60% VGVEVPDVNIEGPEGK 913 928 30.0 27.6 27.0 2 0 0 1,637.8383
I_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.60% VDIEAPDVSLEGPEGK 1162 1177 70.9 27.2 64.6 2 0 0 1,654.8173
I_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.60% VDIEGPDVNIEGPEGK 2546 2561 37.8 27.5 35.5 2 0 0 1,667.8126
I_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.60% VDVEGPDVNIEGPEGK 2930 2945 62.5 26.8 60.1 2 0 0 1,653.7969
I_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.60% VDIDVPDVNIEGPEGK 3058 3073 23.1 27.6 0.0 1 0 0 1,695.8439
I_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.60% VDINAPDVEVQGK 3385 3397 51.9 26.8 49.0 2 0 0 1,383.7116
I_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.60% VDIDVPDVNIEGPDAK 4224 4239 23.1 27.6 0.0 1 0 0 1,695.8439
I_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 18 2.60% VDIDAPDVSIEGPDAK 4352 4367 26.7 26.8 25.1 2 0 0 1,640.8017
I_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 1.99% IDVTAPDVSIEEPEGK 785 800 42.3 27.6 30.3 1 0 0 1,698.8435
I_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 1.99% VDIEAPDVSLEGPEGK 1162 1177 54.8 27.2 50.3 2 0 0 1,654.8173
I_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 1.99% ISMPDVDLNLKGPK 1323 1336 20.3 27.6 14.1 0 1 0 1,542.8200
I_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 1.99% GDVDVSLPK 2133 2141 37.4 25.9 23.0 2 0 0 929.4940
I_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 1.99% VDINAPDVEVQGK 3385 3397 52.5 27.3 49.5 2 0 0 1,383.7116
I_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 1.99% LNVGAPDVTLR 5356 5366 23.0 25.5 11.3 1 0 0 1,154.6529
I_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 1.99% LPTGQISGPEIK 5513 5524 42.9 25.0 33.3 2 0 0 1,239.6946
I_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 1.99% GSEVGFHGAAPDISVK 5529 5544 25.3 27.0 17.1 0 2 0 1,570.7861
I_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 15 1.99% FGTFGGLGSK 5822 5831 27.0 25.6 17.6 2 0 0 970.4994
I_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% AEGPEVDVNLPK 764 775 34.6 27.7 27.4 1 0 0 1,267.6530
I_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% GEGPEVDVNLPK 1141 1152 46.5 26.9 36.8 1 0 0 1,253.6374
I_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% VDIEAPDVSLEGPEGK 1162 1177 51.2 27.2 47.2 2 0 0 1,654.8173
I_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% GDVDVSLPK 2133 2141 26.0 26.0 10.8 2 0 0 929.4940
I_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% VDINAPDVEVQGK 3385 3397 38.7 27.5 35.4 2 0 0 1,383.7116
I_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 10 1.94% VNVEAPDVNLEGLGGK 664 679 40.3 27.9 37.0 1 0 0 1,610.8386
I_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 10 1.94% IDVTAPDVSIEEPEGK 785 800 49.3 27.3 39.5 2 0 0 1,698.8435
I_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 10 1.94% VDIEAPDVSLEGPEGK 1162 1177 67.2 27.2 62.1 2 0 0 1,654.8173
I_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 10 1.94% VDVEVPDVSLEGPEGK 1290 1305 27.3 27.3 23.3 1 0 0 1,668.8329
I_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 10 1.94% GDVDVSLPK 2133 2141 22.1 25.9 10.9 1 0 0 929.4940
I_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 10 1.94% VDIEGPDVNIEGPEGK 2546 2561 30.0 27.3 30.0 1 0 0 1,667.8126
I_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 10 1.94% GDVDISLPK 2979 2987 36.4 25.1 8.9 1 0 0 943.5097
I_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 10 1.94% VDVDVPDVNIEGPDAK 3186 3201 25.4 27.8 25.4 1 0 0 1,681.8282
I_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 1.04% VNVEAPDVNLEGLGGK 664 679 52.6 27.9 48.2 2 0 0 1,610.8386
I_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 1.04% IDVTAPDVSIEEPEGK 785 800 47.8 27.2 40.2 2 0 0 1,698.8435
I_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 1.04% VGVEVPDVNIEGPEGK 913 928 38.8 27.6 35.7 1 0 0 1,637.8383
I_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 1.04% VDINAPDVEVQGK 3385 3397 54.9 27.0 54.9 2 0 0 1,383.7116
I_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 1.04% VNVEAPDVNLEGLGGK 664 679 25.2 27.7 22.7 1 0 0 1,610.8386
I_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 1.04% IDVTAPDVSIEEPEGK 785 800 64.7 27.3 56.9 2 0 0 1,698.8435
I_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 1.04% VDIEAPDVSLEGPEGK 1162 1177 54.9 27.3 49.8 2 0 0 1,654.8173
I_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 1.04% VDINAPDVEVQGK 3385 3397 38.5 27.3 31.7 2 0 0 1,383.7116
I_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.68% GGVQVPAVDISSSLGGR 271 287 32.4 27.7 32.4 1 0 0 1,598.8498
I_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.68% VNVEAPDVNLEGLGGK 664 679 41.8 27.9 32.9 2 0 0 1,610.8386
I_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.68% IDVTAPDVSIEEPEGK 785 800 52.3 27.4 37.8 2 0 0 1,698.8435
I_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.68% VGVEVPDVNIEGPEGK 913 928 40.9 27.6 36.4 1 0 0 1,637.8383
I_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.68% VDTNAPDLSLEGPEGK 1034 1049 44.5 26.7 43.5 2 0 0 1,641.7969
I_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.68% VDIEAPDVSLEGPEGK 1162 1177 73.3 27.3 72.3 2 0 0 1,654.8173
I_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.68% VDVDVPDVNIEGPDAK 3186 3201 33.1 27.6 26.0 1 0 0 1,681.8282
I_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.68% VDINAPDVEVQGK 3385 3397 35.6 26.8 25.7 2 0 0 1,383.7116
I_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.68% VDIDVPDVNIEGPDAK 4224 4239 29.8 27.7 0.1 2 0 0 1,695.8439
I_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.68% VDIDAPDVSIEGPDAK 4352 4367 21.9 27.0 21.6 1 0 0 1,640.8017
I_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.95% IDVTAPDVSIEEPEGK 785 800 47.1 27.3 41.7 2 0 0 1,698.8435
I_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.95% VDIEAPDVSLEGPEGK 1162 1177 65.9 27.2 59.1 2 0 0 1,654.8173
I_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.95% VKGDVDVSLPK 2131 2141 20.7 27.5 17.1 1 0 0 1,156.6574
I_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.95% VDINAPDVEVQGK 3385 3397 27.8 26.8 27.8 2 0 0 1,383.7116
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% LPSGSGAASPTGSAVDIR 208 225 58.7 27.5 51.1 2 0 0 1,642.8396
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% GGVQVPAVDISSSLGGR 271 287 41.1 27.4 39.4 1 0 0 1,598.8498
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% GGVDVTLPR 585 593 37.2 25.4 23.9 1 0 0 913.5103
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% VNVEAPDVNLEGLGGK 664 679 65.3 27.7 58.9 2 0 0 1,610.8386
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% IDVTAPDVSIEEPEGK 785 800 65.6 27.2 52.8 2 0 0 1,698.8435
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% VGVEVPDVNIEGPEGK 913 928 48.2 27.7 44.3 2 0 0 1,637.8383
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% GEGPEVDVNLPK 1141 1152 49.6 27.0 39.5 2 0 0 1,253.6374
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% VDIEAPDVSLEGPEGK 1162 1177 70.4 27.2 64.9 2 0 0 1,654.8173
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% VDVEVPDVSLEGPEGK 1290 1305 29.9 27.4 24.5 2 0 0 1,668.8329
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% GDVDVSLPK 2133 2141 25.6 26.1 16.2 1 0 0 929.4940
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% VDIEGPDVNIEGPEGK 2546 2561 43.8 27.3 38.4 1 0 0 1,667.8126
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% VEGDLKGPEVDIKGPK 2604 2619 24.5 26.6 0.0 0 2 0 1,680.9171
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% VDINAPDVEVQGK 3385 3397 47.8 26.9 47.1 2 0 0 1,383.7116
I_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 14 14 24 3.41% LNVGAPDVTLR 5356 5366 27.4 25.9 23.0 2 0 0 1,154.6529
I_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.54% VGVEVPDVNIEGPEGK 913 928 36.6 27.7 31.9 1 0 0 1,637.8383
I_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.54% VDIEAPDVSLEGPEGK 1162 1177 45.4 27.2 45.4 2 0 0 1,654.8173
I_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 16 2.26% VGVEVPDVNIEGPEGK 913 928 23.8 27.9 22.2 1 0 0 1,637.8383
I_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 16 2.26% GEGPEVDVNLPK 1141 1152 37.3 27.0 32.0 1 0 0 1,253.6374
I_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 16 2.26% VDIEAPDVSLEGPEGK 1162 1177 42.9 27.4 42.2 2 0 0 1,654.8173
I_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 16 2.26% VDVEVPDVSLEGPEGK 1290 1305 35.9 27.3 33.6 2 0 0 1,668.8329
I_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 16 2.26% VDIEGPDVNIEGPEGK 2546 2561 60.7 27.5 56.0 2 0 0 1,667.8126
I_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 16 2.26% VDVEGPDVNIEGPEGK 2930 2945 29.8 26.3 29.8 2 0 0 1,653.7969
I_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 16 2.26% VDVDVPDVNIEGPDAK 3186 3201 38.4 28.0 32.1 2 0 0 1,681.8282
I_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 16 2.26% VDINAPDVEVQGK 3385 3397 46.5 27.2 46.5 2 0 0 1,383.7116
I_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 16 2.26% LPTGQISGPEIK 5513 5524 29.2 25.3 12.8 2 0 0 1,239.6946
I_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 5 1.27% IDVTAPDVSIEEPEGK 785 800 38.0 27.2 30.9 1 0 0 1,698.8435



I_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 5 1.27% VGVEVPDVNIEGPEGK 913 928 22.8 27.7 13.4 1 0 0 1,637.8383
I_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 5 1.27% VDTNAPDLSLEGPEGK 1034 1049 26.7 26.8 26.7 1 0 0 1,641.7969
I_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 5 1.27% VDIEAPDVSLEGPEGK 1162 1177 26.2 27.2 22.4 1 0 0 1,654.8173
I_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 5 1.27% VKGDVDVSLPK 2131 2141 30.0 27.4 20.3 1 0 0 1,156.6574
I_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.58% VNVEAPDVNLEGLGGK 664 679 25.0 27.9 25.0 1 0 0 1,610.8386
I_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.58% IDVTAPDVSIEEPEGK 785 800 33.5 27.1 23.3 1 0 0 1,698.8435
I_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.58% VGVEVPDVNIEGPEGK 913 928 43.7 27.7 33.8 2 0 0 1,637.8383
I_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.58% VDIEGPDVNIEGPEGK 2546 2561 44.1 27.4 35.9 2 0 0 1,667.8126
I_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.58% VDVDVPDVNIEGPDAK 3186 3201 44.6 27.6 38.5 2 0 0 1,681.8282
I_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 9 1.58% VDINAPDVEVQGK 3385 3397 22.8 27.3 17.2 1 0 0 1,383.7116
I_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.33% VNVEAPDVNLEGLGGK 664 679 54.1 27.7 48.4 2 0 0 1,610.8386
I_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.33% GEGPEVDVNLPK 1141 1152 40.1 26.9 36.3 2 0 0 1,253.6374
I_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.33% VDIEAPDVSLEGPEGK 1162 1177 40.7 27.1 40.7 1 0 0 1,654.8173
I_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.33% VDVEVPDVSLEGPEGK 1290 1305 39.0 27.3 33.6 1 0 0 1,668.8329
I_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.33% VDIEGPDVNIEGPEGK 2546 2561 43.6 27.3 42.5 2 0 0 1,667.8126
I_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.33% VDVEGPDVNIEGPEGK 2930 2945 34.5 26.3 26.6 1 0 0 1,653.7969
I_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.33% VDVDVPDVNIEGPDAK 3186 3201 48.9 27.6 40.4 2 0 0 1,681.8282
I_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.33% VDINAPDVEVQGK 3385 3397 30.6 27.6 30.6 1 0 0 1,383.7116
I_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.33% VDIDAPDVSIEGPDAK 4352 4367 34.9 27.0 33.6 2 0 0 1,640.8017
I_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 23 2.89% IDVTAPDVSIEEPEGK 785 800 38.6 27.2 32.6 2 0 0 1,698.8435
I_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 23 2.89% GEGPEVDVNLPK 1141 1152 39.3 27.0 32.2 2 0 0 1,253.6374
I_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 23 2.89% VDVEVPDVSLEGPEGK 1290 1305 32.7 27.4 28.7 2 0 0 1,668.8329
I_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 23 2.89% GDVDVSLPK 2133 2141 31.8 26.7 13.1 2 0 0 929.4940
I_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 23 2.89% VDIEGPDVNIEGPEGK 2546 2561 49.0 27.3 39.5 2 0 0 1,667.8126
I_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 23 2.89% VEGDLKGPEVDIKGPK 2604 2619 20.1 26.7 0.0 0 2 0 1,680.9171
I_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 23 2.89% GEGPDVDVNLPK 2781 2792 58.3 26.7 51.8 2 0 0 1,239.6218
I_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 23 2.89% VDVDVPDVNIEGPDAK 3186 3201 39.8 27.6 36.5 2 0 0 1,681.8282
I_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 23 2.89% IDVDAPDIDIHGPDAK 3260 3275 23.1 27.3 14.8 0 2 0 1,690.8287
I_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 23 2.89% VDINAPDVEVQGK 3385 3397 51.7 27.0 50.0 2 0 0 1,383.7116
I_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 23 2.89% GEGPDVDVTLPK 4331 4342 19.6 27.4 12.3 1 0 0 1,226.6266
I_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 12 12 23 2.89% VDIDAPDVSIEGPDAK 4352 4367 52.0 26.7 47.1 2 0 0 1,640.8017
I_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.05% GEGPEVDVNLPK 1141 1152 32.6 27.0 29.6 1 0 0 1,253.6374
I_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.05% GDVDVSLPK 2133 2141 27.8 26.1 11.7 2 0 0 929.4940
I_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.05% GEGPDVDVNLPK 2781 2792 25.5 26.6 17.9 1 0 0 1,239.6218
I_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.05% VDVDVPDVNIEGPDAK 3186 3201 42.8 27.7 35.0 1 0 0 1,681.8282
I_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.05% VDINAPDVEVQGK 3385 3397 29.0 26.8 26.1 2 0 0 1,383.7116
J_01 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.39% VDINAPDVEVQGK 3385 3397 51.7 27.5 51.2 2 0 0 1,383.7116
J_01 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.39% FGTFGGLGSK 5822 5831 29.4 26.2 14.2 1 0 0 970.4994
J_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.75% GEGPEVDVNLPK 1141 1152 26.2 27.1 22.8 2 0 0 1,253.6374
J_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.75% VQTPEVDVK 3364 3372 21.3 26.7 4.1 1 0 0 1,014.5467
J_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.75% VDINAPDVEVQGK 3385 3397 34.7 27.6 34.3 2 0 0 1,383.7116
J_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.75% FGTFGGLGSK 5822 5831 32.0 26.6 25.5 2 0 0 970.4994
J_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.90% GEGPEVDVNLPK 1141 1152 43.9 27.0 36.5 2 0 0 1,253.6374
J_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.90% VDIEAPDVSLEGPEGK 1162 1177 50.5 27.2 50.5 2 0 0 1,654.8173
J_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.90% VDINAPDVEVQGK 3385 3397 63.5 27.5 61.6 2 0 0 1,383.7116
J_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.90% LPTGQISGPEIK 5513 5524 18.1 25.0 11.6 1 0 0 1,239.6946
J_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.75% GEGPEVDVNLPK 1141 1152 28.0 27.1 19.6 1 0 0 1,253.6374
J_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.75% VQTPEVDVK 3364 3372 34.7 26.8 22.1 2 0 0 1,014.5467
J_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.75% VDINAPDVEVQGK 3385 3397 44.2 27.2 43.1 2 0 0 1,383.7116
J_04 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.75% FGTFGGLGSK 5822 5831 30.3 26.0 19.9 1 0 0 970.4994
J_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.61% VDIEAPDVSLEGPEGK 1162 1177 82.4 27.3 80.4 2 0 0 1,654.8173
J_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.61% GDVDVSLPK 2133 2141 25.3 27.3 13.2 1 0 0 929.4940
J_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.61% VDIEGPDVNIEGPEGK 2546 2561 30.5 27.5 25.2 2 0 0 1,667.8126
J_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.61% VDINAPDVEVQGK 3385 3397 71.4 27.7 68.1 2 0 0 1,383.7116
J_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.61% VDIDAPDVSIEGPDAK 4352 4367 29.4 27.1 25.4 2 0 0 1,640.8017
J_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.61% VEGDLKGPEIDIK 4410 4422 22.2 26.5 15.1 0 1 0 1,412.7635
J_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.61% LPTGQISGPEIK 5513 5524 57.5 25.0 48.0 2 0 0 1,239.6946
J_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.00% GEGPEVDVNLPK 1141 1152 42.1 27.1 41.9 2 0 0 1,253.6374
J_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.00% VKGDVDVSVPK 1209 1219 23.0 27.6 11.2 1 0 0 1,142.6417
J_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.00% VDINAPDVEVQGK 3385 3397 47.5 27.6 44.5 2 0 0 1,383.7116
J_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.00% VSMPDVELNLK 3415 3425 21.2 28.7 13.9 1 0 0 1,260.6506
J_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.00% LPTGQISGPEIK 5513 5524 39.0 25.0 29.0 2 0 0 1,239.6946
J_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 9 16 1.70% GEGPEVDVNLPK 1141 1152 59.3 27.3 46.9 2 0 0 1,253.6374
J_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 9 16 1.70% VDIEAPDVSLEGPEGK 1162 1177 72.2 27.4 71.4 2 0 0 1,654.8173
J_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 9 16 1.70% GDVDVSLPK 2133 2141 22.1 27.3 7.1 1 0 0 929.4940
J_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 9 16 1.70% VDINAPDVEVQGK 3385 3397 67.4 27.6 67.4 2 0 0 1,383.7116
J_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 9 16 1.70% MPFLSISSPK 3405 3414 38.5 28.1 31.2 4 0 0 1,122.5865
J_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 9 16 1.70% VDIDAPDVSIEGPDAK 4352 4367 20.8 27.4 16.9 1 0 0 1,640.8017
J_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 9 16 1.70% GEGPDVDVSLPK 4795 4806 25.1 26.9 16.8 2 0 0 1,212.6109
J_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 9 16 1.70% LPTGQISGPEIK 5513 5524 39.3 25.0 26.4 2 0 0 1,239.6946
J_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 17 2.09% GEGPEVDVNLPK 1141 1152 31.7 27.0 26.7 1 0 0 1,253.6374
J_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 17 2.09% VDIEAPDVSLEGPEGK 1162 1177 57.5 27.3 51.7 2 0 0 1,654.8173
J_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 17 2.09% ISMPDVDLNLK 1323 1333 33.8 28.4 19.9 1 0 0 1,260.6507
J_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 17 2.09% GDVDVSLPK 2133 2141 26.7 27.3 12.7 2 0 0 929.4940
J_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 17 2.09% GDVDISLPK 2979 2987 27.9 27.1 0.0 1 0 0 943.5097
J_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 17 2.09% VDINAPDVEVQGK 3385 3397 50.6 27.6 50.6 2 0 0 1,383.7116
J_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 17 2.09% VDIDVPDVNIEGPDAK 4224 4239 29.7 27.8 2.7 1 0 0 1,695.8439
J_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 17 2.09% VDIDAPDVSIEGPDAK 4352 4367 37.2 27.3 31.7 3 0 0 1,640.8017
J_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 17 2.09% GDVDVTLPK 4737 4745 28.3 27.1 2.2 2 0 0 943.5097
J_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 17 2.09% LPTGQISGPEIK 5513 5524 54.3 25.0 38.0 2 0 0 1,239.6946
J_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.26% GEGPEVDVNLPK 1141 1152 49.3 27.3 48.0 2 0 0 1,253.6374
J_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.26% VDIEAPDVSLEGPEGK 1162 1177 55.9 27.4 53.6 2 0 0 1,654.8173
J_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.26% GDVDISLPK 2979 2987 22.0 27.1 0.0 1 0 0 943.5097
J_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.26% VDIDVPDVNIEGPDAK 4224 4239 27.6 27.6 1.0 1 0 0 1,695.8439
J_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.26% GDVDVTLPK 4737 4745 39.6 27.1 1.8 2 0 0 943.5097
J_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.26% LPTGQISGPEIK 5513 5524 27.2 25.0 21.4 2 0 0 1,239.6946
J_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.70% GEGPEVDVNLPK 1141 1152 50.2 26.9 44.0 2 0 0 1,253.6374
J_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.70% VDIEAPDVSLEGPEGK 1162 1177 46.6 27.3 46.6 1 0 0 1,654.8173
J_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.70% VDINAPDVEVQGK 3385 3397 33.7 27.1 25.5 2 0 0 1,383.7116
J_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% GEGPEVDVNLPK 1141 1152 55.3 27.0 50.2 2 0 0 1,253.6374
J_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% VDIEAPDVSLEGPEGK 1162 1177 54.8 27.2 47.4 2 0 0 1,654.8173
J_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% GDVDISLPK 2979 2987 29.6 26.9 8.0 1 0 0 943.5097
J_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% VDINAPDVEVQGK 3385 3397 44.8 27.5 43.0 2 0 0 1,383.7116
J_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% GEGPDVDVSLPK 4795 4806 31.6 26.4 21.4 1 0 0 1,212.6109
J_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.70% GEGPEVDVNLPK 1141 1152 50.0 27.3 43.0 2 0 0 1,253.6374
J_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.70% VDIEAPDVSLEGPEGK 1162 1177 71.6 27.3 70.5 2 0 0 1,654.8173
J_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.70% VDINAPDVEVQGK 3385 3397 25.3 27.6 22.1 2 0 0 1,383.7116
J_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.85% GEGPEVDVNLPK 1141 1152 52.9 27.3 45.0 2 0 0 1,253.6374
J_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.85% VDIEAPDVSLEGPEGK 1162 1177 80.9 27.3 79.1 2 0 0 1,654.8173
J_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.85% GDVDVSLPK 2133 2141 24.1 27.3 1.1 2 0 0 929.4940
J_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.85% VDINAPDVEVQGK 3385 3397 26.0 27.6 24.7 1 0 0 1,383.7116
J_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.97% GEGPEVDVNLPK 1141 1152 63.3 27.3 58.0 2 0 0 1,253.6374
J_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.97% VDIEAPDVSLEGPEGK 1162 1177 64.8 27.3 56.4 2 0 0 1,654.8173
J_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.97% VDINAPDVEVQGK 3385 3397 33.7 27.6 32.3 1 0 0 1,383.7116
J_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 0.97% VDIDAPDVSIEGPDAK 4352 4367 28.3 27.4 24.7 1 0 0 1,640.8017
J_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.68% GEGPEVDVNLPK 1141 1152 48.3 27.3 41.2 2 0 0 1,253.6374
J_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.68% VDIEAPDVSLEGPEGK 1162 1177 45.2 27.4 45.2 1 0 0 1,654.8173
J_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.68% GEGPDVDVNLPK 2781 2792 24.4 27.3 17.5 1 0 0 1,239.6218
J_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.41% GEGPEVDVNLPK 1141 1152 42.7 27.0 40.5 1 0 0 1,253.6374
J_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.41% GEGPDVDVNLPK 2781 2792 43.8 27.4 35.1 1 0 0 1,239.6218
J_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.41% GEGPEVDVNLPK 1141 1152 37.1 27.3 33.5 1 0 0 1,253.6374
J_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.41% GEGPDVDVNLPK 2781 2792 25.7 27.4 16.8 1 0 0 1,239.6218



K_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.63% GEGPEVDVNLPK 1141 1152 26.1 27.2 25.3 2 0 0 1,253.6374
K_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.63% VDINAPDVEVQGK 3385 3397 51.7 27.2 51.0 1 0 0 1,383.7116
K_02 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.63% LPTGQISGPEIK 5513 5524 38.0 25.4 35.5 1 0 0 1,239.6946
K_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.76% DDGVFVQEVTQNSPAAR 29 45 79.1 26.2 73.9 2 0 0 1,832.8774
K_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.76% GEGPEVDVNLPK 1141 1152 53.3 26.9 46.6 2 0 0 1,253.6374
K_03 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.76% VDIEAPDVSLEGPEGK 1162 1177 75.8 27.2 75.8 2 0 0 1,654.8173
K_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.71% GEGPEVDVNLPK 1141 1152 55.1 27.0 49.3 2 0 0 1,253.6374
K_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.71% VDIEAPDVSLEGPEGK 1162 1177 66.6 27.4 65.2 2 0 0 1,654.8173
K_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.71% VEGDLKGPEVDIKGPK 2604 2619 33.2 26.7 0.0 0 2 0 1,680.9171
K_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.71% VDVEGPDVNIEGPEGK 2930 2945 67.0 26.7 66.2 2 0 0 1,653.7969
K_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.71% VDINAPDVEVQGK 3385 3397 56.6 27.3 56.6 2 0 0 1,383.7116
K_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.71% VDIDAPDVSIEGPDAK 4352 4367 28.0 26.9 28.0 1 0 0 1,640.8017
K_05 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 13 1.71% LPTGQISGPEIK 5513 5524 56.3 25.4 44.7 2 0 0 1,239.6946
K_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.63% GEGPEVDVNLPK 1141 1152 51.0 26.9 41.2 2 0 0 1,253.6374
K_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.63% VDINAPDVEVQGK 3385 3397 63.6 27.5 60.6 2 0 0 1,383.7116
K_06 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.63% LPTGQISGPEIK 5513 5524 36.5 25.0 18.8 2 0 0 1,239.6946
K_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.22% DDGVFVQEVTQNSPAAR 29 45 52.5 26.3 42.1 1 0 0 1,832.8774
K_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.22% AEGPEVDVNLPK 764 775 47.7 27.7 37.1 2 0 0 1,267.6530
K_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.22% GEGPEVDVNLPK 1141 1152 54.0 27.0 42.8 2 0 0 1,253.6374
K_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.22% VDIEAPDVSLEGPEGK 1162 1177 77.7 27.4 74.6 2 0 0 1,654.8173
K_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.22% ISMPDVDLNLKGPK 1323 1336 24.4 27.5 16.9 0 1 0 1,542.8200
K_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.22% VDIEGPDVNIEGPEGK 2546 2561 66.7 27.4 54.7 2 0 0 1,667.8126
K_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.22% VDIDVPDVNIEGPDAK 4224 4239 32.5 27.6 6.8 2 0 0 1,695.8439
K_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.22% VDIDAPDVSIEGPDAK 4352 4367 33.3 27.0 23.6 1 0 0 1,640.8017
K_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.22% LPTGQISGPEIK 5513 5524 25.9 25.4 15.3 1 0 0 1,239.6946
K_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.54% AEGPEVDVNLPK 764 775 53.5 27.7 46.2 2 0 0 1,267.6530
K_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.54% GEGPEVDVNLPK 1141 1152 43.0 27.0 38.7 2 0 0 1,253.6374
K_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.54% VDIEAPDVSLEGPEGK 1162 1177 64.4 27.3 59.3 2 0 0 1,654.8173
K_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.54% VEGDLKGPEIDVK 1604 1616 21.4 27.0 3.9 0 1 0 1,398.7478
K_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.54% VEGDLKGPEVDIKGPK 2604 2619 27.3 26.7 0.0 0 2 0 1,680.9171
K_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.54% GDVDISLPK 2979 2987 23.9 25.2 9.2 1 0 0 943.5097
K_08 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 12 1.54% VDINAPDVEVQGK 3385 3397 42.8 27.5 42.0 2 0 0 1,383.7116
K_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.99% LPSGSGAASPTGSAVDIR 208 225 46.8 27.5 41.1 2 0 0 1,642.8396
K_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.99% AEGPEVDVNLPK 764 775 35.3 27.5 32.3 1 0 0 1,267.6530
K_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.99% GEGPEVDVNLPK 1141 1152 41.0 27.2 35.1 2 0 0 1,253.6374
K_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.99% VDIEAPDVSLEGPEGK 1162 1177 52.1 27.3 49.2 2 0 0 1,654.8173
K_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.97% VDIEAPDVSLEGPEGK 1162 1177 74.0 27.4 74.0 2 0 0 1,654.8173
K_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.97% VEGDLKGPEVDIKGPK 2604 2619 24.3 26.7 0.0 0 2 0 1,680.9171
K_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.97% VDINAPDVEVQGK 3385 3397 39.0 27.6 33.3 2 0 0 1,383.7116
K_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.97% LPTGQISGPEIK 5513 5524 18.5 25.3 13.6 1 0 0 1,239.6946
K_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.76% IDVTAPDVSIEEPEGK 785 800 38.0 27.4 33.1 2 0 0 1,698.8435
K_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.76% VDIEAPDVSLEGPEGK 1162 1177 62.2 27.2 62.2 2 0 0 1,654.8173
K_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 6 0.76% VDINAPDVEVQGK 3385 3397 39.0 27.3 39.0 2 0 0 1,383.7116
K_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 5 0.95% IDVTAPDVSIEEPEGK 785 800 21.9 27.4 21.4 1 0 0 1,698.8435
K_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 5 0.95% VDIEAPDVSLEGPEGK 1162 1177 79.8 27.3 74.4 2 0 0 1,654.8173
K_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 5 0.95% VKGDVDVSLPK 2131 2141 20.7 26.9 19.5 1 0 0 1,156.6574
K_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 5 0.95% VDINAPDVEVQGK 3385 3397 22.9 27.5 22.9 1 0 0 1,383.7116
K_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 1.04% VNVEAPDVNLEGLGGK 664 679 30.4 27.9 30.4 1 0 0 1,610.8386
K_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 1.04% IDVTAPDVSIEEPEGK 785 800 48.1 27.2 43.0 2 0 0 1,698.8435
K_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 1.04% VDIEAPDVSLEGPEGK 1162 1177 60.5 27.4 55.0 2 0 0 1,654.8173
K_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 1.04% VDINAPDVEVQGK 3385 3397 36.0 26.9 36.0 2 0 0 1,383.7116
K_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.24% LPSGSGAASPTGSAVDIR 208 225 63.5 27.5 55.2 1 0 0 1,642.8396
K_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.24% GGVQVPAVDISSSLGGR 271 287 51.8 27.7 49.1 1 0 0 1,598.8498
K_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.24% AEGPEVDVNLPK 764 775 45.5 27.8 44.3 1 0 0 1,267.6530
K_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.24% IDVTAPDVSIEEPEGK 785 800 52.9 27.4 46.1 1 0 0 1,698.8435
K_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.24% GEGPEVDVNLPK 1141 1152 56.3 26.9 52.4 2 0 0 1,253.6374
K_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.24% VDIEAPDVSLEGPEGK 1162 1177 75.0 27.2 66.8 2 0 0 1,654.8173
K_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.24% VEGDLKGPEVDIKGPK 2604 2619 25.3 26.3 0.0 0 2 0 1,680.9171
K_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.24% VDINAPDVEVQGK 3385 3397 32.1 27.6 32.1 2 0 0 1,383.7116
K_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 9 9 14 2.24% LPTGQISGPEIK 5513 5524 20.7 25.4 14.8 2 0 0 1,239.6946
K_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.68% GEGPEVDVNLPK 1141 1152 44.2 26.9 32.6 2 0 0 1,253.6374
K_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.68% VDIEAPDVSLEGPEGK 1162 1177 48.2 27.4 48.2 2 0 0 1,654.8173
K_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 5 0.68% LPTGQISGPEIK 5513 5524 25.8 25.3 21.0 1 0 0 1,239.6946
K_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 4 0.39% GEGPEVDVNLPK 1141 1152 35.5 27.2 31.2 2 0 0 1,253.6374
K_17 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 4 0.39% VKGDVDVSLPK 2131 2141 26.2 27.2 17.6 2 0 0 1,156.6574
K_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.17% IDVTAPDVSIEEPEGK 785 800 56.8 27.4 44.1 1 0 0 1,698.8435
K_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.17% GEGPEVDVNLPK 1141 1152 34.2 26.9 28.4 2 0 0 1,253.6374
K_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.17% GEGPDVDVNLPK 2781 2792 31.8 27.4 24.4 2 0 0 1,239.6218
K_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.17% VDVDVPDVNIEGPDAK 3186 3201 30.2 28.3 21.1 1 0 0 1,681.8282
K_19 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 7 1.17% VDINAPDVEVQGK 3385 3397 26.8 27.5 20.4 1 0 0 1,383.7116
K_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 4 0.48% GEGPDVDVNLPK 2781 2792 36.7 27.4 30.2 2 0 0 1,239.6218
K_20 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 4 0.48% VDVEGPDVNIEGPEGK 2930 2945 31.0 26.8 26.3 2 0 0 1,653.7969
K_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.34% GEGPEVDVNLPK 1141 1152 50.6 26.9 46.7 2 0 0 1,253.6374
K_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.34% GDVDVSLPK 2133 2141 28.5 26.0 13.4 1 0 0 929.4940
K_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.34% VDIEGPDVNIEGPEGK 2546 2561 68.0 27.5 68.0 2 0 0 1,667.8126
K_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.34% VEGDLKGPEVDIKGPK 2604 2619 26.6 26.6 0.0 0 2 0 1,680.9171
K_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.34% VDVEGPDVNIEGPEGK 2930 2945 48.2 26.8 48.2 1 0 0 1,653.7969
K_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.34% VDVDVPDVNIEGPDAK 3186 3201 58.1 27.8 48.9 2 0 0 1,681.8282
K_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.34% GEGPEVDVTLPK 3617 3628 40.3 27.2 21.8 2 0 0 1,240.6422
K_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.34% VDINAPDVDVR 3914 3924 39.9 26.9 30.6 2 0 0 1,212.6220
K_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.34% VDIDAPDVSIEGPDAK 4352 4367 43.6 27.0 43.2 1 0 0 1,640.8017
K_21 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 10 10 16 2.34% ISMPDIDFNLKGPK 4385 4398 30.9 28.5 17.5 0 1 0 1,574.8250
K_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 8 0.70% GEGPEVDVNLPK 1141 1152 31.3 27.3 30.0 2 0 0 1,253.6374
K_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 8 0.70% VEGDLKGPEVDIKGPK 2604 2619 20.6 26.2 0.0 0 4 0 1,680.9171
K_22 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 8 0.70% VDINAPDVEVQGK 3385 3397 28.5 27.2 28.2 2 0 0 1,383.7116
K_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.51% GEGPEVDVNLPK 1141 1152 50.9 27.0 45.2 1 0 0 1,253.6374
K_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.51% VEGDLKGPEVDIK 2604 2616 22.3 27.2 0.0 0 2 0 1,398.7478
K_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.51% VDVDVPDVNIEGPDAK 3186 3201 50.1 27.8 48.7 2 0 0 1,681.8282
K_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.51% VDIDVPDVNIEGPDAK 4224 4239 26.2 27.6 0.0 1 0 0 1,695.8439
K_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.51% VDIDAPDVSIEGPDAK 4352 4367 56.5 27.0 54.0 2 0 0 1,640.8017
K_23 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 6 6 10 1.51% VGIDTPDIDIHGPEGK 4560 4575 25.7 27.6 18.5 0 2 0 1,662.8338
L_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.87% LKSEDGVEGDLGETQSR 133 149 32.0 27.1 29.9 0 1 0 1,819.8671
L_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.87% AGAISASGPELQGAGHSK 226 243 30.4 28.0 25.2 0 2 0 1,637.8243
L_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.87% AVEVQGPSLESGDHGK 288 303 24.9 26.5 20.2 0 1 0 1,609.7818
L_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.39% VTAYTVDVTGR 157 167 49.7 27.6 43.6 1 0 0 1,181.6161
L_09 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.39% AEGPEVDVNLPK 764 775 55.3 27.6 50.5 2 0 0 1,267.6530
L_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 1.14% AGAISASGPELQGAGHSK 226 243 26.0 28.0 20.1 0 2 0 1,637.8243
L_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 1.14% GGVQVPAVDISSSLGGR 271 287 46.8 27.4 37.6 2 0 0 1,598.8498
L_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 1.14% AVEVQGPSLESGDHGK 288 303 24.1 27.0 15.2 0 1 0 1,609.7818
L_10 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 6 1.14% VDIETPNLEGTLTGPR 541 556 65.5 26.7 58.4 1 0 0 1,711.8864
L_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.68% VDIETPNLEGTLTGPR 541 556 59.8 26.7 56.5 1 0 0 1,711.8864
L_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.68% AEGPEVDVNLPK 764 775 39.2 27.5 33.0 2 0 0 1,267.6530
L_11 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.68% GEGPDVDVNLPK 2781 2792 30.8 27.4 23.2 1 0 0 1,239.6218
L_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.71% AGAISASGPELQGAGHSK 226 243 31.9 28.1 19.9 0 1 0 1,637.8243
L_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.71% AEGPEVDVNLPK 764 775 50.1 27.6 45.2 2 0 0 1,267.6530
L_12 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.71% GEGPDVDVNLPK 2781 2792 24.5 27.4 15.9 1 0 0 1,239.6218
L_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.95% VDIETPNLEGTLTGPR 541 556 64.0 26.9 57.7 1 0 0 1,711.8864
L_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.95% AEGPEVDVNLPK 764 775 64.1 27.6 58.8 2 0 0 1,267.6530
L_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.95% GEGPDVDVNLPK 2781 2792 40.3 27.4 30.3 2 0 0 1,239.6218
L_13 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.95% VDVDVPDVNIEGPDAK 3186 3201 43.0 28.3 39.6 2 0 0 1,681.8282
L_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.73% DDGVFVQEVTQNSPAAR 29 45 69.1 26.4 61.8 1 0 0 1,832.8774
L_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.73% VTAYTVDVTGR 157 167 28.7 27.8 22.8 1 0 0 1,181.6161



L_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.73% LPSGSGAASPTGSAVDIR 208 225 39.0 27.3 32.0 2 0 0 1,642.8396
L_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.73% AGAISASGPELQGAGHSK 226 243 22.3 28.1 18.5 0 2 0 1,637.8243
L_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.73% GGVQVPAVDISSSLGGR 271 287 58.9 27.5 49.8 2 0 0 1,598.8498
L_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.73% GEGPDVDVNLPK 2781 2792 43.9 27.4 38.3 2 0 0 1,239.6218
L_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 7 7 11 1.73% LDFEGPDAK 4890 4898 33.1 26.5 24.5 1 0 0 991.4733
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% VTAYTVDVTGR 157 167 45.4 27.0 41.7 1 0 0 1,181.6161
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% LPSGSGAASPTGSAVDIR 208 225 57.4 27.4 52.1 1 0 0 1,642.8396
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% ISMSEVDLNVAAPK 569 582 45.3 27.9 34.2 1 0 0 1,489.7568
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% AEGPEVDVNLPK 764 775 58.8 27.6 52.8 2 0 0 1,267.6530
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% GEGPEVDVNLPK 1141 1152 49.7 27.0 47.7 2 0 0 1,253.6374
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% VDVEVPDVSLEGPEGK 1290 1305 49.1 27.6 49.1 1 0 0 1,668.8329
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% GDVDVSLPK 2133 2141 32.1 27.3 15.4 2 0 0 929.4940
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% VDIEGPDVNIEGPEGK 2546 2561 62.4 27.5 62.4 2 0 0 1,667.8126
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% VDVEGPDVNIEGPEGK 2930 2945 47.4 27.0 44.8 2 0 0 1,653.7969
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% VDVDVPDVNIEGPDAK 3186 3201 38.8 28.3 28.6 2 0 0 1,681.8282
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% VDINAPDVEVQGK 3385 3397 59.7 27.5 58.0 2 0 0 1,383.7116
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% VDIDTPDINIEGSEGK 3712 3727 52.8 26.3 52.8 2 0 0 1,701.8181
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% VDINAPDVDVR 3914 3924 45.2 26.9 33.7 2 0 0 1,212.6220
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% VDIDAPDVSIEGPDAK 4352 4367 38.8 27.2 38.8 1 0 0 1,640.8017
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% LDFEGPDAK 4890 4898 37.1 26.2 23.6 2 0 0 991.4733
L_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 16 16 26 3.68% LEGGEVDLKGPK 4937 4948 29.6 26.5 20.5 1 0 0 1,241.6739
L_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 12 1.12% GEGPEVDVNLPK 1141 1152 41.4 27.3 39.7 2 0 0 1,253.6374
L_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 12 1.12% VDVEVPDVSLEGPEGK 1290 1305 65.6 27.3 61.0 2 0 0 1,668.8329
L_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 12 1.12% VKGDVDVSLPK 2131 2141 46.0 26.9 21.2 2 0 0 1,156.6574
L_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 12 1.12% ISMPDIDLNLKGPK 2707 2720 26.0 27.5 0.0 0 4 0 1,556.8357
L_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 12 1.12% VDINAPDVEVQGK 3385 3397 44.3 27.5 42.3 2 0 0 1,383.7116
M_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.39% GEGPDVDVNLPK 2781 2792 30.1 27.2 23.1 1 0 0 1,239.6218
M_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.39% VDINAPDVDVR 3914 3924 27.3 26.8 20.4 1 0 0 1,212.6220
M_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% AGAISASGPELQGAGHSK 226 243 17.9 28.0 13.9 0 1 0 1,637.8243
M_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% GEGPEVDVNLPK 1141 1152 36.1 26.9 27.6 2 0 0 1,253.6374
M_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% GEGPDVDVNLPK 2781 2792 31.5 27.4 17.0 2 0 0 1,239.6218
M_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% VDINAPDVDVR 3914 3924 39.2 27.0 30.7 1 0 0 1,212.6220
M_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 1.05% LDFEGPDAK 4890 4898 31.2 25.6 20.5 2 0 0 991.4733
N_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.87% GEGPEVDVNLPK 1141 1152 56.3 26.9 40.3 2 0 0 1,253.6374
N_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.87% GEGPDVDVNLPK 2781 2792 46.5 27.4 37.9 2 0 0 1,239.6218
N_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.87% VDVDVPDVNIEGPDAK 3186 3201 45.5 28.3 45.5 1 0 0 1,681.8282
N_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 4 4 7 0.87% VDINAPDVDVR 3914 3924 27.7 26.8 22.6 2 0 0 1,212.6220
P_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.36% GEGPEVDVNLPK 1141 1152 31.8 27.0 27.7 1 0 0 1,253.6374
P_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 2 0.36% GDVDVSLPK 2133 2141 24.2 27.3 11.2 1 0 0 929.4940
Q_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.80% LKSEDGVEGDLGETQSR 133 149 21.9 27.3 21.5 0 1 0 1,819.8671
Q_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.80% AGAISASGPELQGAGHSK 226 243 21.8 28.0 17.5 0 1 0 1,637.8243
Q_07 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 3 3 4 0.80% AEGPEVDVNLPK 764 775 43.0 27.1 38.4 2 0 0 1,267.6530
Q_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 0.87% GEGPEVDVNLPK 1141 1152 57.2 26.9 51.4 2 0 0 1,253.6374
Q_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 0.87% GDVDVSLPK 2133 2141 37.0 27.3 14.1 2 0 0 929.4940
Q_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 0.87% GEGPDVDVNLPK 2781 2792 39.4 26.7 32.6 2 0 0 1,239.6218
Q_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 0.87% VQTPEVDVK 3364 3372 26.1 26.2 11.5 1 0 0 1,014.5467
Q_14 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 5 5 8 0.87% LDFEGPDAK 4890 4898 24.2 26.0 20.5 1 0 0 991.4733
Q_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.54% GEGPEVDVNLPK 1141 1152 55.9 27.0 45.5 2 0 0 1,253.6374
Q_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.54% GDVDVSLPK 2133 2141 35.3 27.3 18.7 1 0 0 929.4940
Q_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.54% GEGPDVDVNLPK 2781 2792 50.7 27.4 31.0 2 0 0 1,239.6218
Q_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.54% VDVDVPDVNIEGPDAK 3186 3201 40.2 28.3 37.3 2 0 0 1,681.8282
Q_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.54% VDINAPDVEVQGK 3385 3397 61.0 27.7 60.4 1 0 0 1,383.7116
Q_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.54% VDINAPDVDVR 3914 3924 37.4 26.8 26.0 2 0 0 1,212.6220
Q_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.54% ADIEISGPK 4343 4351 31.1 27.3 15.7 1 0 0 929.4940
Q_15 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 8 8 13 1.54% LDFEGPDAK 4890 4898 32.2 27.8 19.2 2 0 0 991.4733
Q_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.48% AEGPEVDVNLPK 764 775 49.7 27.6 45.9 2 0 0 1,267.6530
Q_16 Neuroblast differentiation‐associated protein AHNAK AHNK_HUMAN 629,104 2 2 3 0.48% VDVDVPDVNIEGPDAK 3186 3201 31.7 28.3 29.3 1 0 0 1,681.8282
L_15 Protein AHNAK2 AHNK2_HUMAN 616,628 2 2 4 0.47% SIEASVDVSAPK 1181 1192 52.4 28.9 44.6 2 0 0 1,202.6263
L_15 Protein AHNAK2 AHNK2_HUMAN 616,628 2 2 4 0.47% VEADVSLPSMQGDLK 1193 1207 42.5 27.4 35.6 2 0 0 1,604.7839
A_12 Activator of 90 kDa heat shock protein ATPase homolog 1 AHSA1_HUMAN 38,274 2 2 2 7.69% ADATNVNNWHWTER 17 30 18.1 25.0 12.9 0 1 0 1,713.7727
A_12 Activator of 90 kDa heat shock protein ATPase homolog 1 AHSA1_HUMAN 38,274 2 2 2 7.69% DEPDTNLVALMK 126 137 35.1 27.9 29.9 1 0 0 1,361.6620
B_12 Activator of 90 kDa heat shock protein ATPase homolog 1 AHSA1_HUMAN 38,274 4 4 6 14.50% ADATNVNNWHWTER 17 30 15.3 25.0 10.5 0 1 0 1,713.7727
B_12 Activator of 90 kDa heat shock protein ATPase homolog 1 AHSA1_HUMAN 38,274 4 4 6 14.50% DEPDTNLVALMK 126 137 55.2 28.2 46.4 2 0 0 1,361.6620
B_12 Activator of 90 kDa heat shock protein ATPase homolog 1 AHSA1_HUMAN 38,274 4 4 6 14.50% EAMGIYISTLK 146 156 43.7 26.7 36.7 1 0 0 1,225.6498
B_12 Activator of 90 kDa heat shock protein ATPase homolog 1 AHSA1_HUMAN 38,274 4 4 6 14.50% ETFLTSPEELYR 213 224 35.2 26.9 27.9 2 0 0 1,484.7268
A_17 Apoptosis‐inducing factor 1, mitochondrial AIFM1_HUMAN 66,902 2 2 4 4.24% ISGLGLTPEQK 99 109 51.7 26.5 47.7 2 0 0 1,142.6418
A_17 Apoptosis‐inducing factor 1, mitochondrial AIFM1_HUMAN 66,902 2 2 4 4.24% AALSASEGEEVPQDK 113 127 45.2 25.5 32.6 2 0 0 1,530.7283
C_17 Apoptosis‐inducing factor 1, mitochondrial AIFM1_HUMAN 66,902 2 2 4 4.24% ISGLGLTPEQK 99 109 64.5 26.6 56.1 2 0 0 1,142.6418
C_17 Apoptosis‐inducing factor 1, mitochondrial AIFM1_HUMAN 66,902 2 2 4 4.24% AALSASEGEEVPQDK 113 127 28.6 25.5 24.9 2 0 0 1,530.7283
Q_09 Apoptosis‐inducing factor 1, mitochondrial AIFM1_HUMAN 66,902 2 2 3 4.24% AALSASEGEEVPQDK 113 127 35.7 25.4 29.0 1 0 0 1,530.7283
Q_09 Apoptosis‐inducing factor 1, mitochondrial AIFM1_HUMAN 66,902 2 2 3 4.24% LNDGSQITYEK 245 255 39.9 27.0 29.1 2 0 0 1,267.6166
A_07 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 4 9.62% TVVSGLVNHVPLEQMQNR 188 205 41.8 27.8 27.6 0 2 0 2,037.0547
A_07 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 4 9.62% MVILLCNLKPAK 206 217 53.5 25.2 44.6 2 0 0 1,415.8115
A_08 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 5 6 10 20.50% KQQSIAGSADSKPIDVSR 137 154 42.7 27.6 35.4 0 2 0 1,886.9932
A_08 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 5 6 10 20.50% QQSIAGSADSKPIDVSR 138 154 34.2 27.4 25.6 2 0 0 1,758.8982
A_08 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 5 6 10 20.50% TVVSGLVNHVPLEQMQNR 188 205 55.0 27.9 43.3 0 2 0 2,037.0547
A_08 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 5 6 10 20.50% MVILLCNLKPAK 206 217 38.4 25.5 30.9 2 1 0 1,415.8115
A_08 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 5 6 10 20.50% GVLSQAMVMCASSPEK 220 235 57.6 25.0 50.2 1 0 0 1,726.7809
A_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 7 13 23.40% QELIQAEIQNGVK 64 76 63.2 28.8 56.6 2 0 0 1,469.7960
A_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 7 13 23.40% KQQSIAGSADSKPIDVSR 137 154 39.4 27.5 33.3 0 2 0 1,886.9932
A_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 7 13 23.40% QQSIAGSADSKPIDVSR 138 154 59.5 27.7 51.1 2 2 0 1,758.8982
A_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 7 13 23.40% TVVSGLVNHVPLEQMQNR 188 205 51.0 27.8 47.5 0 2 0 2,037.0547
A_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 7 13 23.40% MVILLCNLKPAK 206 217 17.0 25.0 13.8 0 1 0 1,399.8166
A_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 7 13 23.40% ITFDAFPGEPDK 251 262 39.4 26.6 35.3 2 0 0 1,336.6422
B_07 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 3 11.50% KQQSIAGSADSKPIDVSR 137 154 37.5 27.8 25.1 0 0 1 1,886.9932
B_07 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 3 11.50% TVVSGLVNHVPLEQMQNR 188 205 31.5 27.8 27.3 0 2 0 2,037.0547
B_08 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 6 11 24.40% KQQSIAGSADSKPIDVSR 137 154 39.5 27.4 34.7 0 2 0 1,886.9932
B_08 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 6 11 24.40% QQSIAGSADSKPIDVSR 138 154 37.7 27.7 29.4 1 0 0 1,758.8982
B_08 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 6 11 24.40% TVVSGLVNHVPLEQMQNR 188 205 51.2 27.9 43.1 0 2 0 2,037.0547
B_08 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 6 11 24.40% MVILLCNLKPAK 206 217 49.1 25.2 36.2 2 0 0 1,415.8115
B_08 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 6 11 24.40% GVLSQAMVMCASSPEK 220 235 56.2 25.0 53.3 2 0 0 1,726.7809
B_08 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 6 11 24.40% ITFDAFPGEPDK 251 262 35.8 27.1 27.5 2 0 0 1,336.6422
B_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 7 11 23.10% GAEADQIIEYLK 15 26 46.0 28.0 37.9 1 0 0 1,349.6949
B_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 7 11 23.10% KQQSIAGSADSKPIDVSR 137 154 34.5 27.4 22.0 0 1 0 1,886.9932
B_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 7 11 23.10% QQSIAGSADSKPIDVSR 138 154 26.8 27.4 19.0 1 2 0 1,758.8982
B_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 7 11 23.10% TVVSGLVNHVPLEQMQNR 188 205 48.5 27.6 38.1 0 2 0 2,037.0547
B_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 7 11 23.10% MVILLCNLKPAK 206 217 47.2 25.0 34.0 2 0 0 1,415.8115
B_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 6 7 11 23.10% ITFDAFPGEPDK 251 262 39.7 26.6 30.6 2 0 0 1,336.6422
C_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 5 5 7 19.20% GAEADQIIEYLK 15 26 38.0 27.9 25.3 1 0 0 1,349.6949
C_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 5 5 7 19.20% KQQSIAGSADSKPIDVSR 137 154 50.9 27.5 47.4 0 2 0 1,886.9932
C_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 5 5 7 19.20% QQSIAGSADSKPIDVSR 138 154 19.0 27.4 13.9 0 1 0 1,758.8982
C_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 5 5 7 19.20% TVVSGLVNHVPLEQMQNR 188 205 46.2 27.8 39.1 0 2 0 2,037.0547
C_11 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 5 5 7 19.20% MVILLCNLKPAK 206 217 40.2 25.6 33.3 1 0 0 1,415.8115
F_10 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 4 10.60% KQQSIAGSADSKPIDVSR 137 154 35.2 27.5 26.5 0 2 0 1,886.9932
F_10 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 4 10.60% IEILAPPNGSVPGDR 236 250 25.7 28.1 18.7 2 0 0 1,534.8226
F_13 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 4 4 6 13.50% GAEADQIIEYLK 15 26 60.4 27.9 53.4 2 0 0 1,349.6949
F_13 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 4 4 6 13.50% KQQSIAGSADSKPIDVSR 137 154 21.2 27.4 12.1 0 1 0 1,886.9932
F_13 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 4 4 6 13.50% QQSIAGSADSKPIDVSR 138 154 35.0 27.4 31.0 0 2 0 1,758.8982
F_13 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 4 4 6 13.50% MVILLCNLKPAK 206 217 17.8 25.1 12.4 0 1 0 1,399.8166
H_06 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 2 10.30% QQSIAGSADSKPIDVSR 138 154 18.2 27.8 15.4 0 1 0 1,758.8982
H_06 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 2 10.30% IEILAPPNGSVPGDR 236 250 26.0 27.9 11.2 1 0 0 1,534.8226
H_07 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 3 4 6 14.10% QQSIAGSADSKPIDVSR 138 154 45.3 27.9 32.5 1 0 0 1,758.8982



H_07 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 3 4 6 14.10% MVILLCNLKPAK 206 217 24.9 25.2 15.9 1 2 0 1,399.8166
H_07 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 3 4 6 14.10% IEILAPPNGSVPGDR 236 250 36.0 28.1 23.8 2 0 0 1,534.8226
H_09 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 2 10.30% QQSIAGSADSKPIDVSR 138 154 24.4 27.7 14.6 1 0 0 1,758.8982
H_09 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 2 10.30% IEILAPPNGSVPGDR 236 250 31.4 28.3 26.8 1 0 0 1,534.8226
I_07 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 3 10.30% QQSIAGSADSKPIDVSR 138 154 49.1 27.7 41.2 0 1 0 1,758.8982
I_07 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 3 10.30% IEILAPPNGSVPGDR 236 250 28.7 27.9 19.9 2 0 0 1,534.8226
I_09 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 4 4 8 17.90% GAEADQIIEYLK 15 26 67.5 28.1 50.4 2 0 0 1,349.6949
I_09 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 4 4 8 17.90% QQSIAGSADSKPIDVSR 138 154 40.7 27.7 37.2 0 2 0 1,758.8982
I_09 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 4 4 8 17.90% MVILLCNLKPAK 206 217 18.8 25.0 16.8 2 0 0 1,399.8166
I_09 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 4 4 8 17.90% IEILAPPNGSVPGDR 236 250 42.1 27.9 40.8 2 0 0 1,534.8226
K_09 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 4 4 7 17.90% GAEADQIIEYLK 15 26 60.3 27.4 47.4 2 0 0 1,349.6949
K_09 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 4 4 7 17.90% AILQATLREEK 36 46 27.4 26.9 21.0 1 0 0 1,271.7319
K_09 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 4 4 7 17.90% KQQSIAGSADSKPIDVSR 137 154 40.3 27.3 27.1 0 2 0 1,886.9932
K_09 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 4 4 7 17.90% IEILAPPNGSVPGDR 236 250 47.9 27.9 45.4 2 0 0 1,534.8226
L_07 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 3 8.33% IGCIITAR 159 166 52.5 29.4 41.1 2 0 0 903.5082
L_07 Aminoacyl tRNA synthase complex‐interacting multifunctional protein 1 AIMP1_HUMAN 34,353 2 2 3 8.33% TVVSGLVNHVPLEQMQNR 188 205 30.6 27.5 27.7 0 1 0 2,037.0547
L_07 AH receptor‐interacting protein AIP_HUMAN 37,636 2 2 4 8.79% TLHSDDEGTVLDDSR 40 54 27.7 25.0 23.1 0 2 0 1,659.7459
L_07 AH receptor‐interacting protein AIP_HUMAN 37,636 2 2 4 8.79% VLELDPALAPVVSR 291 304 44.5 25.0 44.5 2 0 0 1,478.8578
E_17 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 2 2 4 7.08% YALSVGYR 35 42 25.7 25.4 17.6 2 0 0 928.4886
E_17 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 2 2 4 7.08% GLEVTAYSPLGSSDR 204 218 48.3 27.7 44.3 2 0 0 1,551.7650
F_12 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 2 2 4 8.92% NADGTICYDSTHYK 128 141 28.6 25.0 21.0 0 2 0 1,644.6960
F_12 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 2 2 4 8.92% GLEVTAYSPLGSSDR 204 218 80.5 27.9 70.6 2 0 0 1,551.7650
F_13 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 3 3 6 13.20% NADGTICYDSTHYK 128 141 60.0 25.0 60.0 2 0 0 1,644.6960
F_13 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 3 3 6 13.20% GLVQALGLSNFNSR 154 167 68.9 28.0 60.0 2 0 0 1,475.7965
F_13 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 3 3 6 13.20% GLEVTAYSPLGSSDR 204 218 94.8 27.7 86.8 2 0 0 1,551.7650
G_13 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 2 2 4 8.92% NADGTICYDSTHYK 128 141 38.0 25.0 38.0 2 0 0 1,644.6960
G_13 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 2 2 4 8.92% GLEVTAYSPLGSSDR 204 218 40.9 27.7 40.9 2 0 0 1,551.7650
L_07 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 2 2 3 6.77% YALSVGYR 35 42 35.8 26.6 22.3 2 0 0 928.4886
L_07 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 2 2 3 6.77% GLVQALGLSNFNSR 154 167 67.3 27.0 63.1 1 0 0 1,475.7965
P_07 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 3 3 3 10.50% YALSVGYR 35 42 22.9 26.5 13.7 1 0 0 928.4886
P_07 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 3 3 3 10.50% GLEVTAYSPLGSSDR 204 218 50.4 27.8 50.4 1 0 0 1,551.7650
P_07 Alcohol dehydrogenase [NADP+] AK1A1_HUMAN 36,574 3 3 3 10.50% YIVPMLTVDGK 298 308 24.0 27.6 0.0 1 0 0 1,251.6656
A_25 A‐kinase anchor protein 12 AKA12_HUMAN 191,474 2 2 2 1.46% VVGQTTPESFEK 1111 1122 23.9 27.7 23.8 1 0 0 1,321.6635
A_25 A‐kinase anchor protein 12 AKA12_HUMAN 191,474 2 2 2 1.46% TEGTQEADQYADEK 1261 1274 51.8 25.0 46.8 1 0 0 1,584.6662
H_14 A‐kinase anchor protein 12 AKA12_HUMAN 191,474 3 3 5 2.30% SAESPTSPVTSETGSTFK 280 297 60.3 26.2 53.9 2 0 0 1,812.8498
H_14 A‐kinase anchor protein 12 AKA12_HUMAN 191,474 3 3 5 2.30% SAESPTSPVTSETGSTFKK 280 298 24.3 26.9 18.7 0 1 0 1,940.9448
H_14 A‐kinase anchor protein 12 AKA12_HUMAN 191,474 3 3 5 2.30% LKETCVSGEDPTQGADLSPDEK 466 487 59.4 25.0 58.4 0 2 0 2,376.0876
H_16 A‐kinase anchor protein 12 AKA12_HUMAN 191,474 3 3 3 2.92% SAESPTSPVTSETGSTFK 280 297 60.8 26.4 58.6 1 0 0 1,812.8498
H_16 A‐kinase anchor protein 12 AKA12_HUMAN 191,474 3 3 3 2.92% LKETCVSGEDPTQGADLSPDEK 466 487 27.3 25.0 27.3 0 1 0 2,376.0876
H_16 A‐kinase anchor protein 12 AKA12_HUMAN 191,474 3 3 3 2.92% VVGQTTPESFEK 1111 1122 23.0 27.6 21.1 1 0 0 1,321.6635
I_16 A‐kinase anchor protein 12 AKA12_HUMAN 191,474 2 2 4 2.24% SAESPTSPVTSETGSTFK 280 297 50.2 26.4 50.2 2 0 0 1,812.8498
I_16 A‐kinase anchor protein 12 AKA12_HUMAN 191,474 2 2 4 2.24% LKETCVSGEDPTQGADLSPDEK 466 487 49.7 25.0 41.9 0 2 0 2,376.0876
L_15 A‐kinase anchor protein 12 AKA12_HUMAN 191,474 2 2 3 1.29% VVGQTTPESFEK 1111 1122 23.7 28.0 22.0 1 0 0 1,321.6635
L_15 A‐kinase anchor protein 12 AKA12_HUMAN 191,474 2 2 3 1.29% STPVIVSATTK 1483 1493 46.9 27.2 43.7 2 0 0 1,103.6307
H_09 A‐kinase anchor protein 2 AKAP2_HUMAN 94,661 2 2 2 3.96% SPGALETPSAAGSQGNTASQGK 393 414 36.0 26.5 32.8 1 0 0 2,015.9630
H_09 A‐kinase anchor protein 2 AKAP2_HUMAN 94,661 2 2 2 3.96% LWAEDGEFTSAR 430 441 19.4 25.0 19.4 1 0 0 1,381.6383
H_15 A‐kinase anchor protein 2 AKAP2_HUMAN 94,661 2 2 2 3.96% SPGALETPSAAGSQGNTASQGK 393 414 33.4 26.4 31.9 1 0 0 2,015.9630
H_15 A‐kinase anchor protein 2 AKAP2_HUMAN 94,661 2 2 2 3.96% LWAEDGEFTSAR 430 441 23.4 25.0 17.7 1 0 0 1,381.6383
L_13 A‐kinase anchor protein 2 AKAP2_HUMAN 94,661 2 2 3 3.96% SPGALETPSAAGSQGNTASQGK 393 414 68.1 26.5 68.1 2 0 0 2,015.9630
L_13 A‐kinase anchor protein 2 AKAP2_HUMAN 94,661 2 2 3 3.96% LWAEDGEFTSAR 430 441 57.4 25.3 55.9 1 0 0 1,381.6383
A_14 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 2 2 2 4.79% LLLATMESMNGGK 101 113 26.4 27.5 0.0 1 0 0 1,396.6813
A_14 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 2 2 2 4.79% VAFTGSTEVGK 242 252 40.1 26.9 11.8 1 0 0 1,095.5681
A_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 15 19.60% IFINNEWHDSVSGK 23 36 44.7 26.3 0.0 2 0 0 1,645.7969
A_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 15 19.60% QAFQIGSPWR 69 78 46.5 28.3 28.2 2 0 0 1,189.6113
A_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 15 19.60% LLLATMESMNGGK 101 113 57.2 27.3 0.0 2 0 0 1,396.6813
A_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 15 19.60% VAFTGSTEVGK 242 252 51.0 26.8 13.1 2 0 0 1,095.5681
A_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 15 19.60% ILDLIESGK 354 362 43.2 27.4 0.0 2 0 0 987.5723
A_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 15 19.60% LECGGGPWGNK 368 378 26.3 25.0 20.4 2 0 0 1,174.5312
A_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 15 19.60% IAKEEIFGPVQQIMK 396 410 52.8 27.2 46.5 1 0 0 1,746.9462
A_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 15 19.60% ANNTFYGLSAGVFTK 421 435 45.7 28.0 40.6 2 0 0 1,589.7958
B_14 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 8 10.60% QAFQIGSPWR 69 78 33.0 27.5 15.2 2 0 0 1,189.6113
B_14 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 8 10.60% VAFTGSTEVGK 242 252 39.4 27.3 0.0 2 0 0 1,095.5681
B_14 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 8 10.60% ILDLIESGK 354 362 45.0 27.4 0.0 2 0 0 987.5723
B_14 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 8 10.60% LECGGGPWGNK 368 378 22.8 25.0 12.6 1 0 0 1,174.5312
B_14 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 8 10.60% EEIFGPVQQIMK 399 410 29.7 28.2 20.0 1 0 0 1,434.7300
B_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 9 18 19.40% IFINNEWHDSVSGK 23 36 71.2 26.3 0.0 2 0 0 1,645.7969
B_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 9 18 19.40% QAFQIGSPWR 69 78 40.4 28.2 13.7 2 0 0 1,189.6113
B_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 9 18 19.40% LLLATMESMNGGK 101 113 71.8 27.5 0.0 6 0 0 1,396.6813
B_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 9 18 19.40% VAFTGSTEVGK 242 252 44.4 26.9 11.5 2 0 0 1,095.5681
B_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 9 18 19.40% LECGGGPWGNK 368 378 35.2 25.0 32.3 2 0 0 1,174.5312
B_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 9 18 19.40% IAKEEIFGPVQQIMK 396 410 41.3 27.1 35.9 1 0 0 1,746.9462
B_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 9 18 19.40% SLDDVIKR 413 420 33.5 28.0 0.0 2 0 0 945.5365
B_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 9 18 19.40% ANNTFYGLSAGVFTK 421 435 45.2 27.9 42.2 1 0 0 1,589.7958
C_14 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 5 5.79% QAFQIGSPWR 69 78 43.4 28.1 26.5 2 0 0 1,189.6113
C_14 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 5 5.79% VAFTGSTEVGK 242 252 37.8 27.4 13.5 2 0 0 1,095.5681
C_14 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 5 5.79% SLDDVIKR 413 420 34.6 28.8 0.0 1 0 0 945.5365
C_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 9 10 18 18.60% IFINNEWHDSVSGK 23 36 42.2 26.1 0.0 2 0 0 1,645.7969
C_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 9 10 18 18.60% QAFQIGSPWR 69 78 30.9 27.7 0.6 2 0 0 1,189.6113
C_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 9 10 18 18.60% DRLLLATMESMNGGK 99 113 20.8 27.6 0.0 0 1 0 1,667.8094
C_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 9 10 18 18.60% LLLATMESMNGGK 101 113 73.0 27.4 0.0 4 0 0 1,364.6914
C_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 9 10 18 18.60% VAFTGSTEVGK 242 252 53.2 27.4 3.3 2 0 0 1,095.5681
C_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 9 10 18 18.60% ILDLIESGK 354 362 36.4 27.3 0.0 2 0 0 987.5723
C_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 9 10 18 18.60% LECGGGPWGNK 368 378 30.1 25.0 24.0 2 0 0 1,174.5312
C_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 9 10 18 18.60% IAKEEIFGPVQQIMK 396 410 23.0 27.2 17.6 0 2 0 1,746.9462
C_15 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 9 10 18 18.60% SLDDVIKR 413 420 30.3 28.8 0.0 1 0 0 945.5365
D_21 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 14 19.00% IFINNEWHDSVSGK 23 36 16.3 25.8 0.0 0 1 0 1,645.7969
D_21 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 14 19.00% TIPIDGNFFTYTR 144 156 53.0 26.9 43.4 2 0 0 1,544.7745
D_21 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 14 19.00% VAFTGSTEVGK 242 252 51.2 27.4 0.0 2 0 0 1,095.5681
D_21 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 14 19.00% IFVEESIYDEFVR 309 321 39.3 26.5 0.0 1 0 0 1,645.8108
D_21 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 14 19.00% ILDLIESGK 354 362 43.3 27.3 0.0 2 0 0 987.5723
D_21 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 14 19.00% EEIFGPVQQIMK 399 410 47.4 28.2 40.2 2 0 0 1,434.7300
D_21 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 14 19.00% SLDDVIKR 413 420 42.0 29.5 0.0 2 0 0 945.5365
D_21 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 8 8 14 19.00% ANNTFYGLSAGVFTK 421 435 86.9 27.8 70.9 2 0 0 1,589.7958
E_21 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 4 6.99% VAFTGSTEVGK 242 252 61.9 26.9 15.5 2 0 0 1,095.5681
E_21 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 4 6.99% ILDLIESGK 354 362 30.7 27.3 0.0 1 0 0 987.5723
E_21 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 4 6.99% ANNTFYGLSAGVFTK 421 435 52.5 27.9 46.5 1 0 0 1,589.7958
E_22 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 4 6.99% VAFTGSTEVGK 242 252 47.0 26.8 10.3 2 0 0 1,095.5681
E_22 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 4 6.99% ILDLIESGK 354 362 34.7 27.3 0.0 1 0 0 987.5723
E_22 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 4 6.99% ANNTFYGLSAGVFTK 421 435 74.9 27.9 61.8 1 0 0 1,589.7958
F_16 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 6 6 10 13.80% IFINNEWHDSVSGK 23 36 49.5 26.3 0.0 2 0 0 1,645.7969
F_16 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 6 6 10 13.80% QAFQIGSPWR 69 78 47.9 27.5 21.3 1 0 0 1,189.6113
F_16 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 6 6 10 13.80% LLLATMESMNGGK 101 113 84.3 27.9 0.0 2 0 0 1,364.6914
F_16 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 6 6 10 13.80% VAFTGSTEVGK 242 252 62.8 26.9 12.5 2 0 0 1,095.5681
F_16 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 6 6 10 13.80% ILDLIESGKK 354 363 48.3 25.2 0.0 2 0 0 1,115.6673
F_16 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 6 6 10 13.80% LECGGGPWGNK 368 378 25.7 25.0 25.7 1 0 0 1,174.5312
G_16 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 5 6.39% LLLATMESMNGGK 101 113 71.2 27.6 0.0 2 0 0 1,364.6914
G_16 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 5 6.39% VAFTGSTEVGK 242 252 28.1 27.3 8.1 1 0 0 1,095.5681
G_16 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 5 6.39% SLDDVIKR 413 420 39.0 28.9 0.0 2 0 0 945.5365
H_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 7 8.98% QAFQIGSPWR 69 78 51.9 27.6 35.5 2 0 0 1,189.6113
H_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 7 8.98% LLLATMESMNGGK 101 113 50.5 27.9 0.0 1 0 0 1,364.6914
H_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 7 8.98% YCAGWADKIQGR 132 143 17.9 26.6 14.5 0 1 0 1,424.6741
H_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 7 8.98% ILDLIESGK 354 362 27.7 27.4 0.0 1 0 0 987.5723



H_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 7 8.98% ILDLIESGKK 354 363 33.4 25.2 0.0 2 0 0 1,115.6673
I_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 8 12.20% IFINNEWHDSVSGK 23 36 26.8 26.5 0.0 1 0 0 1,645.7969
I_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 8 12.20% QAFQIGSPWR 69 78 49.8 28.2 20.0 2 0 0 1,189.6113
I_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 8 12.20% YCAGWADKIQGR 132 143 22.9 26.8 16.8 0 2 0 1,424.6741
I_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 8 12.20% ILDLIESGKK 354 363 25.3 26.1 0.0 1 0 0 1,115.6673
I_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 5 5 8 12.20% IAKEEIFGPVQQIMK 396 410 28.3 27.2 22.4 0 2 0 1,746.9462
J_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 2 2 3 3.79% QAFQIGSPWR 69 78 33.2 28.2 21.4 2 0 0 1,189.6113
J_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 2 2 3 3.79% ILDLIESGK 354 362 22.1 28.3 0.0 1 0 0 987.5723
K_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 5 3.99% QAFQIGSPWR 69 78 48.0 27.6 21.3 2 0 0 1,189.6113
K_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 5 3.99% ILDLIESGK 354 362 40.7 26.7 0.0 2 0 0 987.5723
K_13 Retinal dehydrogenase 1 AL1A1_HUMAN 54,863 3 3 5 3.99% ILDLIESGKK 354 363 33.1 26.2 0.0 1 0 0 1,115.6673
A_15 Retinal dehydrogenase 2 AL1A2_HUMAN 56,725 2 2 3 4.25% ILELIQSGVAEGAK 371 384 35.9 27.0 16.3 0 2 0 1,427.8106
A_15 Retinal dehydrogenase 2 AL1A2_HUMAN 56,725 2 2 3 4.25% EMGEFGLR 494 501 30.5 25.0 22.2 1 0 0 954.4351
C_15 Retinal dehydrogenase 2 AL1A2_HUMAN 56,725 2 2 4 4.83% LLDKLADLVER 105 115 38.6 25.3 17.5 2 0 0 1,284.7524
C_15 Retinal dehydrogenase 2 AL1A2_HUMAN 56,725 2 2 4 4.83% ILELIQSGVAEGAK 371 384 69.6 27.0 50.1 2 0 0 1,427.8106
F_16 Retinal dehydrogenase 2 AL1A2_HUMAN 56,725 3 3 5 5.79% LLDKLADLVER 105 115 34.2 25.9 25.9 2 0 0 1,284.7524
F_16 Retinal dehydrogenase 2 AL1A2_HUMAN 56,725 3 3 5 5.79% IAFTGSTEVGK 259 269 52.6 27.8 44.1 2 0 0 1,109.5838
F_16 Retinal dehydrogenase 2 AL1A2_HUMAN 56,725 3 3 5 5.79% EMGEFGLR 494 501 22.7 25.0 10.4 1 0 0 938.4401
I_13 Retinal dehydrogenase 2 AL1A2_HUMAN 56,725 2 2 3 5.41% IFINNEWQNSESGR 40 53 30.4 26.0 25.4 1 0 0 1,693.7928
I_13 Retinal dehydrogenase 2 AL1A2_HUMAN 56,725 2 2 3 5.41% ILELIQSGVAEGAK 371 384 82.3 26.3 65.3 2 0 0 1,427.8106
A_15 Aldehyde dehydrogenase family 1 member A3 AL1A3_HUMAN 56,109 2 2 3 4.69% LLHQLADLVER 99 109 24.7 25.3 24.7 2 0 0 1,306.7479
A_15 Aldehyde dehydrogenase family 1 member A3 AL1A3_HUMAN 56,109 2 2 3 4.69% TIPTDDNVVCFTR 155 167 21.8 25.7 14.1 1 0 0 1,537.7317
A_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 3 3 5 8.35% EENEGVYNGSWGGR 49 62 47.7 25.0 47.7 2 0 0 1,553.6615
A_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 3 3 5 8.35% GEVITTYCPANNEPIAR 63 79 40.3 27.1 39.4 1 0 0 1,904.9172
A_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 3 3 5 8.35% GAPTTSLISVAVTK 219 232 86.3 26.7 33.2 2 0 0 1,344.7734
B_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 5 5 10 12.60% EENEGVYNGSWGGR 49 62 54.2 25.0 51.9 2 0 0 1,553.6615
B_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 5 5 10 12.60% GEVITTYCPANNEPIAR 63 79 68.8 26.6 67.0 2 0 0 1,904.9172
B_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 5 5 10 12.60% GAPTTSLISVAVTK 219 232 82.9 26.6 24.1 2 0 0 1,344.7734
B_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 5 5 10 12.60% QAVSMFLGAVEEAK 376 389 50.0 27.1 40.1 2 0 0 1,495.7462
B_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 5 5 10 12.60% DLPLAQGIK 529 537 25.7 25.0 6.8 2 0 0 954.5621
C_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 5 5 7 12.10% GEVITTYCPANNEPIAR 63 79 49.2 26.6 39.1 1 0 0 1,904.9172
C_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 5 5 7 12.10% IWADIPAPK 101 109 25.6 25.0 16.2 1 0 0 1,010.5671
C_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 5 5 7 12.10% GAPTTSLISVAVTK 219 232 83.1 26.6 27.7 2 0 0 1,344.7734
C_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 5 5 7 12.10% VNLLSFTGSTQVGK 267 280 77.2 27.0 67.6 2 0 0 1,450.7901
C_14 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 5 5 7 12.10% DLPLAQGIKFQ 529 539 29.1 28.3 25.0 1 0 0 1,229.6891
C_15 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 2 2 2 4.27% IWADIPAPK 101 109 19.7 25.9 3.9 1 0 0 1,010.5671
C_15 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 2 2 2 4.27% GAPTTSLISVAVTK 219 232 52.5 26.6 15.9 1 0 0 1,344.7734
H_13 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 3 3 4 6.12% GAPTTSLISVAVTK 219 232 63.7 26.6 16.2 2 0 0 1,344.7734
H_13 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 3 3 4 6.12% QGLSSSIFTK 453 462 36.7 26.0 32.1 1 0 0 1,067.5732
H_13 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 3 3 4 6.12% DLPLAQGIK 529 537 25.5 25.0 13.7 1 0 0 954.5621
I_13 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 2 2 3 4.64% GAPTTSLISVAVTK 219 232 52.0 26.6 13.6 1 0 0 1,344.7734
I_13 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 2 2 3 4.64% DLPLAQGIKFQ 529 539 28.0 28.3 23.0 2 0 0 1,229.6891
L_08 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 2 2 4 5.19% GAPTTSLISVAVTK 219 232 66.4 26.1 16.9 2 0 0 1,344.7734
L_08 Alpha‐aminoadipic semialdehyde dehydrogenase AL7A1_HUMAN 58,488 2 2 4 5.19% VNLLSFTGSTQVGK 267 280 87.7 27.0 73.8 2 0 0 1,450.7901
A_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 4 4 8 11.10% SPLIIFSDCDMNNAVK 259 274 42.5 26.1 32.7 2 0 0 1,839.8617
A_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 4 4 8 11.10% EILDKFTEEVVK 299 310 51.6 28.1 39.0 2 0 0 1,449.7837
A_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 4 4 8 11.10% VLCGGDIYVPEDPK 353 366 59.3 27.1 53.3 2 0 0 1,561.7570
A_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 4 4 8 11.10% TVCVEMGDVESAF 482 494 36.3 25.0 36.3 2 0 0 1,459.6080
A_15 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 2 2 2 5.26% VSFTGSVPTGMK 228 239 22.5 27.8 16.7 1 0 0 1,226.6087
A_15 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 2 2 2 5.26% VLCGGDIYVPEDPK 353 366 45.0 26.9 43.4 1 0 0 1,561.7570
B_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 7 7 13 18.40% VIATFTCSGEK 39 49 38.2 26.5 21.3 2 0 0 1,212.5930
B_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 7 7 13 18.40% EREDEIATMECINNGK 86 101 39.0 25.0 38.5 0 2 0 1,924.8377
B_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 7 7 13 18.40% VSFTGSVPTGMK 228 239 42.2 27.8 30.0 2 0 0 1,226.6087
B_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 7 7 13 18.40% SPLIIFSDCDMNNAVK 259 274 53.6 26.2 53.6 1 0 0 1,839.8617
B_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 7 7 13 18.40% EILDKFTEEVVK 299 310 46.0 28.1 31.3 2 0 0 1,449.7837
B_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 7 7 13 18.40% VLCGGDIYVPEDPK 353 366 68.0 27.1 63.0 2 0 0 1,561.7570
B_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 7 7 13 18.40% VTIEYYSQLK 472 481 54.6 28.0 42.7 2 0 0 1,243.6569
B_15 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 2 2 2 4.45% VSFTGSVPTGMK 228 239 24.2 27.8 12.5 1 0 0 1,226.6087
B_15 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 2 2 2 4.45% VTIEYYSQLK 472 481 31.4 27.9 21.2 1 0 0 1,243.6569
C_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 5 5 9 12.80% EREDEIATMECINNGK 86 101 46.2 25.0 46.2 0 2 0 1,924.8377
C_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 5 5 9 12.80% VSFTGSVPTGMK 228 239 50.3 27.6 38.3 2 0 0 1,226.6087
C_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 5 5 9 12.80% IKIGDPLLEDTR 315 326 33.5 25.8 0.0 0 2 0 1,369.7689
C_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 5 5 9 12.80% VTIEYYSQLK 472 481 52.9 28.0 38.1 2 0 0 1,243.6569
C_14 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 5 5 9 12.80% TVCVEMGDVESAF 482 494 28.8 25.0 28.8 1 0 0 1,459.6080
D_20 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 2 2 2 4.45% VSFTGSVPTGMK 228 239 22.6 27.5 11.2 1 0 0 1,226.6087
D_20 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 2 2 2 4.45% VTIEYYSQLK 472 481 40.3 27.2 26.7 1 0 0 1,243.6569
D_21 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 2 2 2 4.66% VIATFTCSGEK 39 49 31.9 26.4 25.2 1 0 0 1,212.5930
D_21 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 2 2 2 4.66% VSFTGSVPTGMK 228 239 27.8 27.1 17.5 1 0 0 1,226.6087
F_16 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 5 5 8 12.10% VSFTGSVPTGMK 228 239 32.7 27.8 19.9 1 0 0 1,226.6087
F_16 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 5 5 8 12.10% EILDKFTEEVVK 299 310 48.7 28.5 30.7 2 0 0 1,449.7837
F_16 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 5 5 8 12.10% IKIGDPLLEDTR 315 326 40.2 26.5 0.0 0 2 0 1,369.7689
F_16 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 5 5 8 12.10% VLCGGDIYVPEDPK 353 366 53.3 27.1 51.5 1 0 0 1,561.7570
F_16 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 5 5 8 12.10% VTIEYYSQLK 472 481 51.5 27.9 41.7 2 0 0 1,243.6569
I_12 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 2 2 2 5.26% EILDKFTEEVVK 299 310 22.2 28.0 11.4 1 0 0 1,449.7837
I_12 4‐trimethylaminobutyraldehyde dehydrogenase AL9A1_HUMAN 53,802 2 2 2 5.26% VLCGGDIYVPEDPK 353 366 38.3 27.1 30.2 1 0 0 1,561.7570
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% FKDLGEEHFK 35 44 40.2 27.9 22.4 1 0 0 1,249.6213
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% LVNELTEFAK 66 75 46.3 28.1 42.3 2 0 0 1,163.6307
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% SLHTLFGDELCK 89 100 47.5 26.9 44.1 2 2 0 1,419.6939
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% VASLRETYGDMADCCEK 101 117 43.5 25.0 43.5 2 2 0 2,020.8411
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% NECFLSHKDDSPDLPK 123 138 38.2 25.0 38.2 2 0 0 1,901.8701
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% LKPDPNTLCDEFK 139 151 22.8 26.8 21.5 0 1 0 1,576.7679
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% YLYEIAR 161 167 35.8 26.3 0.0 3 0 0 927.4934
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% RHPYFYAPELLYYANK 168 183 29.6 27.7 27.1 0 1 0 2,045.0279
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% HPYFYAPELLYYANK 169 183 44.4 27.6 37.3 0 2 0 1,888.9268
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% YNGVFQECCQAEDK 184 197 83.1 25.0 83.1 2 0 0 1,747.7052
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% LSQKFPKAEFVEVTK 242 256 35.7 25.4 25.6 0 2 0 1,750.9739
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% AEFVEVTK 249 256 51.8 26.7 37.3 3 0 0 922.4880
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% VHKECCHGDLLECADDR 264 280 25.7 25.0 25.7 0 2 0 2,113.8851
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% ECCHGDLLECADDR 267 280 35.9 25.0 35.9 2 2 0 1,749.6628
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% YICDNQDTISSK 286 297 58.8 25.0 34.2 3 0 0 1,443.6422
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% LKECCDKPLLEK 298 309 37.3 28.3 24.7 2 1 0 1,532.7815
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% DAFLGSFLYEYSR 347 359 82.1 26.3 71.8 2 0 0 1,567.7427
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% RHPEYAVSVLLR 360 371 64.6 25.9 50.1 2 7 0 1,439.8117
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% LAKEYEATLEECCAK 372 386 62.2 25.0 62.2 2 2 0 1,814.8301
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% EYEATLEECCAK 375 386 66.5 25.0 66.5 2 0 0 1,502.6139
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% DDPHACYSTVFDK 387 399 43.0 25.0 41.3 1 1 0 1,554.6531
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% HLVDEPQNLIK 402 412 45.7 27.5 32.2 4 0 0 1,305.7163
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% LGEYGFQNALIVR 421 433 77.6 27.5 0.0 2 0 0 1,479.7955
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% KVPQVSTPTLVEVSR 437 451 68.2 25.0 68.2 2 3 0 1,639.9378
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% VPQVSTPTLVEVSR 438 451 42.9 26.1 38.6 2 2 0 1,511.8428
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% RPCFSALTPDETYVPK 508 523 21.1 27.5 13.3 1 0 0 1,880.9213
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% KQTALVELLK 548 557 51.2 25.0 35.0 2 0 0 1,142.7145
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% QTALVELLKHKPK 549 561 16.0 25.0 9.9 1 0 0 1,504.9212
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% TVMENFVAFVDK 569 580 56.8 26.7 49.2 4 0 0 1,399.6926
A_01 Serum albumin ALBU_BOVIN 69,294 30 41 85 53.00% CCAADDKEACFAVEGPK 581 597 59.8 25.0 59.8 2 2 0 1,927.7985
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% FKDLGEEHFK 35 44 38.2 27.9 18.2 2 0 0 1,249.6213
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% LVNELTEFAK 66 75 33.1 28.0 32.0 2 0 0 1,163.6307
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% SLHTLFGDELCK 89 100 37.1 27.1 26.5 2 2 0 1,419.6939
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% LKPDPNTLCDEFK 139 151 20.5 26.4 17.2 0 1 0 1,576.7679
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% ALKAWSVAR 233 241 22.9 28.0 6.4 1 0 0 1,001.5890
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% AEFVEVTK 249 256 22.8 26.7 16.3 1 0 0 922.4880
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% YICDNQDTISSK 286 297 34.7 25.0 18.0 2 0 0 1,443.6422



A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% DAFLGSFLYEYSR 347 359 69.2 25.7 61.8 2 0 0 1,567.7427
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% RHPEYAVSVLLR 360 371 76.2 26.5 58.6 2 4 0 1,439.8117
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% HPEYAVSVLLR 361 371 27.0 25.8 12.4 2 0 0 1,283.7106
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% HLVDEPQNLIK 402 412 40.7 27.1 29.0 2 0 0 1,305.7163
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% LGEYGFQNALIVR 421 433 72.8 27.6 0.0 2 0 0 1,479.7955
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% KVPQVSTPTLVEVSR 437 451 78.9 25.0 78.9 2 2 0 1,639.9378
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% VPQVSTPTLVEVSR 438 451 70.5 26.1 70.5 2 1 0 1,511.8428
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% RPCFSALTPDETYVPK 508 523 22.2 27.3 11.7 0 2 0 1,880.9213
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% KQTALVELLK 548 557 44.5 25.0 31.5 2 0 0 1,142.7145
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% TVMENFVAFVDK 569 580 48.1 25.2 42.1 3 0 0 1,415.6876
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% CCAADDKEACFAVEGPK 581 597 49.8 25.0 46.6 0 2 0 1,927.7985
A_02 Serum albumin ALBU_BOVIN 69,294 19 24 45 33.40% LVVSTQTALA 598 607 58.7 26.8 36.7 2 0 0 1,002.5830
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% FKDLGEEHFK 35 44 30.4 27.6 16.8 1 0 0 1,249.6213
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% GLVLIAFSQYLQQCPFDEHVK 45 65 36.6 27.7 36.2 0 1 0 2,492.2645
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% LVNELTEFAK 66 75 54.1 27.1 43.6 2 0 0 1,163.6307
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% SLHTLFGDELCK 89 100 67.5 27.1 64.0 2 0 0 1,419.6939
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% NECFLSHKDDSPDLPK 123 138 23.3 25.0 22.9 0 1 0 1,901.8701
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% LKPDPNTLCDEFK 139 151 29.1 26.8 21.8 1 0 0 1,576.7679
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% YLYEIAR 161 167 24.6 26.8 0.0 1 0 0 927.4934
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% HPYFYAPELLYYANK 169 183 30.0 27.5 26.0 0 2 0 1,888.9268
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% LSQKFPKAEFVEVTK 242 256 18.3 25.3 13.0 0 1 0 1,750.9739
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% AEFVEVTK 249 256 41.9 27.5 19.8 2 0 0 922.4880
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% YICDNQDTISSK 286 297 38.8 25.0 25.3 2 0 0 1,443.6422
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% DAFLGSFLYEYSR 347 359 74.7 26.2 65.1 2 0 0 1,567.7427
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% RHPEYAVSVLLR 360 371 74.7 26.5 59.5 2 4 0 1,439.8117
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% LKHLVDEPQNLIK 400 412 16.9 25.0 16.9 0 2 0 1,546.8954
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% HLVDEPQNLIK 402 412 34.9 27.9 28.2 2 0 0 1,305.7163
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% LGEYGFQNALIVR 421 433 64.8 27.6 0.0 2 0 0 1,479.7955
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% KVPQVSTPTLVEVSR 437 451 70.3 25.0 70.0 2 0 0 1,639.9378
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% VPQVSTPTLVEVSR 438 451 32.0 26.2 27.5 0 2 0 1,511.8428
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% KQTALVELLK 548 557 50.1 25.0 37.2 2 0 0 1,142.7145
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% QTALVELLK 549 557 61.7 25.0 32.9 1 0 0 1,014.6195
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% TVMENFVAFVDK 569 580 62.0 25.4 54.5 4 0 0 1,415.6876
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% CCAADDKEACFAVEGPK 581 597 40.2 25.0 33.6 0 2 0 1,927.7985
A_03 Serum albumin ALBU_BOVIN 69,294 23 25 44 40.50% LVVSTQTALA 598 607 31.4 26.8 26.3 1 0 0 1,002.5830
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% FKDLGEEHFK 35 44 35.9 27.5 23.8 2 0 0 1,249.6213
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% LVNELTEFAK 66 75 43.0 27.1 38.9 2 0 0 1,163.6307
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% SLHTLFGDELCK 89 100 39.6 27.1 34.7 1 0 0 1,419.6939
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% NECFLSHKDDSPDLPK 123 138 37.9 25.0 37.2 0 2 0 1,901.8701
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% YLYEIAR 161 167 37.0 26.8 0.0 2 0 0 927.4934
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% YICDNQDTISSK 286 297 46.0 25.0 29.7 2 0 0 1,443.6422
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% DAFLGSFLYEYSR 347 359 65.2 26.1 56.1 2 0 0 1,567.7427
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% RHPEYAVSVLLR 360 371 59.1 26.5 51.2 0 3 0 1,439.8117
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% LKHLVDEPQNLIK 400 412 22.8 25.0 22.8 0 1 0 1,546.8954
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% LGEYGFQNALIVR 421 433 58.0 27.6 0.0 2 0 0 1,479.7955
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% KVPQVSTPTLVEVSR 437 451 65.4 25.0 61.5 2 2 0 1,639.9378
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% VPQVSTPTLVEVSR 438 451 59.1 26.4 59.1 2 1 0 1,511.8428
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% QTALVELLK 549 557 28.2 25.0 18.7 2 0 0 1,014.6195
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% TVMENFVAFVDK 569 580 34.4 25.4 34.4 1 0 0 1,415.6876
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% CCAADDKEACFAVEGPK 581 597 39.4 25.0 35.4 0 2 0 1,927.7985
A_04 Serum albumin ALBU_BOVIN 69,294 16 18 33 29.80% LVVSTQTALA 598 607 48.0 26.8 36.3 2 0 0 1,002.5830
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% FKDLGEEHFK 35 44 28.3 27.9 12.5 2 0 0 1,249.6213
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% LVNELTEFAK 66 75 48.4 27.1 38.6 2 0 0 1,163.6307
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% SLHTLFGDELCK 89 100 29.6 26.8 29.6 2 0 0 1,419.6939
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% NECFLSHKDDSPDLPK 123 138 25.3 25.0 24.1 0 2 0 1,901.8701
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% LKPDPNTLCDEFK 139 151 36.8 26.5 29.2 2 0 0 1,576.7679
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% YLYEIAR 161 167 26.4 26.3 0.0 1 0 0 927.4934
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% HPYFYAPELLYYANK 169 183 29.7 27.6 19.5 0 1 0 1,888.9268
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% YNGVFQECCQAEDK 184 197 54.6 25.0 53.3 2 0 0 1,747.7052
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% ALKAWSVAR 233 241 47.4 26.3 35.0 2 0 0 1,001.5890
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% AEFVEVTK 249 256 24.8 26.7 20.5 2 0 0 922.4880
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% YICDNQDTISSK 286 297 32.9 25.0 15.7 1 0 0 1,443.6422
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% DAFLGSFLYEYSR 347 359 68.1 26.2 60.5 2 0 0 1,567.7427
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% RHPEYAVSVLLR 360 371 71.4 26.5 51.2 2 4 0 1,439.8117
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% EYEATLEECCAK 375 386 60.8 25.0 60.4 2 0 0 1,502.6139
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% HLVDEPQNLIK 402 412 32.9 27.3 27.3 2 0 0 1,305.7163
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% LGEYGFQNALIVR 421 433 82.9 27.4 0.0 2 0 0 1,479.7955
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% KVPQVSTPTLVEVSR 437 451 65.5 25.0 55.6 2 2 0 1,639.9378
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% KQTALVELLK 548 557 53.2 25.0 41.2 2 0 0 1,142.7145
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% TVMENFVAFVDK 569 580 47.9 25.4 44.3 1 0 0 1,415.6876
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% CCAADDKEACFAVEGPK 581 597 39.9 25.0 39.9 0 2 0 1,927.7985
A_05 Serum albumin ALBU_BOVIN 69,294 21 23 43 41.40% LVVSTQTALA 598 607 22.3 25.9 20.0 1 0 0 1,002.5830
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% FKDLGEEHFK 35 44 30.0 27.5 16.2 1 0 0 1,249.6213
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% LVNELTEFAK 66 75 31.0 27.1 22.9 3 0 0 1,163.6307
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% SLHTLFGDELCK 89 100 36.9 27.1 33.1 2 2 0 1,419.6939
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% LKPDPNTLCDEFK 139 151 27.9 26.7 23.5 1 0 0 1,576.7679
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% YLYEIAR 161 167 38.6 26.3 0.0 2 0 0 927.4934
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% AEFVEVTK 249 256 38.9 27.5 21.7 2 0 0 922.4880
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% YICDNQDTISSK 286 297 43.3 25.0 24.1 2 0 0 1,443.6422
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% DAFLGSFLYEYSR 347 359 81.1 26.2 70.4 2 0 0 1,567.7427
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% RHPEYAVSVLLR 360 371 57.7 26.5 40.9 2 2 0 1,439.8117
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% HLVDEPQNLIK 402 412 45.1 27.9 33.5 2 0 0 1,305.7163
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% KVPQVSTPTLVEVSR 437 451 65.5 25.0 65.5 2 2 0 1,639.9378
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% VPQVSTPTLVEVSR 438 451 71.4 26.2 70.8 2 0 0 1,511.8428
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% KQTALVELLK 548 557 48.5 25.0 38.0 2 0 0 1,142.7145
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% QTALVELLK 549 557 34.1 25.0 16.0 2 0 0 1,014.6195
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% QTALVELLKHKPK 549 561 16.8 25.0 12.0 0 1 0 1,504.9212
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% TVMENFVAFVDK 569 580 47.5 25.6 36.9 2 0 0 1,415.6876
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% CCAADDKEACFAVEGPK 581 597 33.5 25.0 30.7 0 2 0 1,927.7985
A_06 Serum albumin ALBU_BOVIN 69,294 18 21 40 29.00% LVVSTQTALA 598 607 38.7 26.8 32.6 2 0 0 1,002.5830
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% FKDLGEEHFK 35 44 31.9 28.0 15.7 2 0 0 1,249.6213
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% LVNELTEFAK 66 75 36.7 28.0 28.4 4 0 0 1,163.6307
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% NECFLSHKDDSPDLPK 123 138 31.3 25.0 31.3 1 0 0 1,901.8701
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% LKPDPNTLCDEFK 139 151 26.2 26.5 17.8 2 0 0 1,576.7679
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% YLYEIAR 161 167 34.1 26.3 0.0 2 0 0 927.4934
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% YNGVFQECCQAEDK 184 197 79.5 25.0 79.1 2 0 0 1,747.7052
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% ALKAWSVAR 233 241 33.6 26.5 29.2 1 0 0 1,001.5890
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% AEFVEVTK 249 256 44.4 27.5 26.7 2 0 0 922.4880
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% YICDNQDTISSK 286 297 54.4 25.0 30.7 2 0 0 1,443.6422
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% DAFLGSFLYEYSR 347 359 69.5 26.2 57.2 2 0 0 1,567.7427
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% RHPEYAVSVLLR 360 371 62.1 26.5 51.2 2 4 0 1,439.8117
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% HPEYAVSVLLR 361 371 44.2 26.0 31.2 2 0 0 1,283.7106
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% EYEATLEECCAK 375 386 61.3 25.0 61.3 2 0 0 1,502.6139
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% DDPHACYSTVFDK 387 399 29.5 25.0 24.6 1 1 0 1,554.6531
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% HLVDEPQNLIK 402 412 40.5 28.0 28.1 1 0 0 1,305.7163
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% LGEYGFQNALIVR 421 433 68.9 27.5 0.0 2 0 0 1,479.7955
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% KVPQVSTPTLVEVSR 437 451 63.1 25.0 59.4 2 2 0 1,639.9378
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% VPQVSTPTLVEVSR 438 451 42.4 26.1 35.5 2 0 0 1,511.8428
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% CCTESLVNR 499 507 18.2 25.0 11.2 1 0 0 1,138.4980
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% LFTFHADICTLPDTEK 529 544 20.6 26.8 16.8 0 1 0 1,907.9211
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% KQTALVELLK 548 557 45.4 25.0 32.3 2 0 0 1,142.7145
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% QTALVELLK 549 557 64.5 25.0 51.1 2 0 0 1,014.6195



A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% TVMENFVAFVDK 569 580 49.6 25.4 48.2 1 0 0 1,415.6876
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% CCAADDKEACFAVEGPK 581 597 46.2 25.0 43.9 0 2 0 1,927.7985
A_07 Serum albumin ALBU_BOVIN 69,294 25 28 51 43.20% LVVSTQTALA 598 607 32.2 26.8 21.2 1 0 0 1,002.5830
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% LVNELTEFAK 66 75 29.9 28.0 27.3 1 0 0 1,163.6307
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% SLHTLFGDELCK 89 100 34.5 27.1 31.5 0 2 0 1,419.6939
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% LKPDPNTLCDEFK 139 151 20.9 26.7 15.4 1 2 0 1,576.7679
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% YLYEIAR 161 167 32.4 26.3 0.0 1 0 0 927.4934
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% YNGVFQECCQAEDK 184 197 79.4 25.0 74.5 2 0 0 1,747.7052
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% ALKAWSVAR 233 241 30.7 26.3 17.5 1 0 0 1,001.5890
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% DAFLGSFLYEYSR 347 359 68.8 26.2 55.6 2 0 0 1,567.7427
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% RHPEYAVSVLLR 360 371 52.7 26.5 38.0 0 2 0 1,439.8117
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% HPEYAVSVLLR 361 371 20.9 26.0 11.0 1 0 0 1,283.7106
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% EYEATLEECCAK 375 386 50.2 25.0 50.2 2 0 0 1,502.6139
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% DDPHACYSTVFDK 387 399 25.9 25.0 24.2 2 0 0 1,554.6531
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% HLVDEPQNLIK 402 412 46.4 27.9 38.2 2 0 0 1,305.7163
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% LGEYGFQNALIVR 421 433 67.5 27.6 0.0 2 0 0 1,479.7955
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% KVPQVSTPTLVEVSR 437 451 95.0 25.0 93.5 2 1 0 1,639.9378
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% VPQVSTPTLVEVSR 438 451 50.6 26.3 46.7 2 2 0 1,511.8428
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% CCAADDKEACFAVEGPK 581 597 49.2 25.0 37.1 0 2 0 1,927.7985
A_08 Serum albumin ALBU_BOVIN 69,294 17 20 33 29.80% LVVSTQTALA 598 607 63.4 26.8 37.2 1 0 0 1,002.5830
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% LVNELTEFAK 66 75 47.8 27.1 39.1 3 0 0 1,163.6307
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% SLHTLFGDELCK 89 100 42.9 27.1 38.0 0 2 0 1,419.6939
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% LKPDPNTLCDEFK 139 151 26.4 26.5 18.1 2 0 0 1,576.7679
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% YLYEIAR 161 167 29.8 26.8 0.0 1 0 0 927.4934
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% YNGVFQECCQAEDK 184 197 73.2 25.0 73.2 2 0 0 1,747.7052
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% AEFVEVTK 249 256 36.6 26.7 24.6 2 0 0 922.4880
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% ECCHGDLLECADDR 267 280 43.0 25.0 43.0 0 2 0 1,749.6628
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% YICDNQDTISSK 286 297 49.0 25.0 32.5 2 0 0 1,443.6422
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% DAFLGSFLYEYSR 347 359 85.3 26.2 69.2 1 0 0 1,567.7427
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% RHPEYAVSVLLR 360 371 69.3 26.5 54.0 0 2 0 1,439.8117
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% DDPHACYSTVFDK 387 399 18.7 25.0 18.7 1 2 0 1,554.6531
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% HLVDEPQNLIK 402 412 37.0 27.9 27.9 2 0 0 1,305.7163
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% LGEYGFQNALIVR 421 433 95.8 27.5 0.0 2 0 0 1,479.7955
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% KVPQVSTPTLVEVSR 437 451 82.1 25.0 81.8 2 1 0 1,639.9378
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% VPQVSTPTLVEVSR 438 451 77.1 26.1 73.7 2 1 0 1,511.8428
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% RPCFSALTPDETYVPK 508 523 23.0 27.2 12.7 0 1 0 1,880.9213
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% KQTALVELLK 548 557 58.7 25.0 46.4 2 0 0 1,142.7145
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% TVMENFVAFVDK 569 580 49.4 25.5 44.7 2 0 0 1,415.6876
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% CCAADDKEACFAVEGPK 581 597 48.2 25.0 40.8 1 2 0 1,927.7985
A_09 Serum albumin ALBU_BOVIN 69,294 20 24 42 38.20% LVVSTQTALA 598 607 59.3 26.8 38.7 2 0 0 1,002.5830
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% LVNELTEFAK 66 75 64.9 28.0 57.8 2 0 0 1,163.6307
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% LKPDPNTLCDEFK 139 151 30.1 26.5 23.7 1 0 0 1,576.7679
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% YLYEIAR 161 167 29.1 26.8 0.0 1 0 0 927.4934
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% YNGVFQECCQAEDK 184 197 76.1 25.0 76.1 2 0 0 1,747.7052
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% AEFVEVTK 249 256 43.6 27.2 29.3 2 0 0 922.4880
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% LKECCDKPLLEK 298 309 32.2 28.2 23.3 2 0 0 1,532.7815
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% RHPEYAVSVLLR 360 371 71.7 26.5 55.6 2 2 0 1,439.8117
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% HLVDEPQNLIK 402 412 39.3 27.5 36.1 2 0 0 1,305.7163
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% LGEYGFQNALIVR 421 433 78.7 27.6 0.0 2 0 0 1,479.7955
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% KVPQVSTPTLVEVSR 437 451 94.6 25.0 94.6 2 1 0 1,639.9378
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% VPQVSTPTLVEVSR 438 451 48.7 26.1 48.7 2 1 0 1,511.8428
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% KQTALVELLK 548 557 53.5 25.0 36.6 2 0 0 1,142.7145
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% QTALVELLK 549 557 50.9 25.0 31.6 1 0 0 1,014.6195
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% TVMENFVAFVDK 569 580 48.7 25.6 45.2 2 0 0 1,415.6876
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% CCAADDKEACFAVEGPK 581 597 49.4 25.0 43.6 0 2 0 1,927.7985
A_10 Serum albumin ALBU_BOVIN 69,294 16 19 33 27.00% LVVSTQTALA 598 607 65.5 26.8 43.2 2 0 0 1,002.5830
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% FKDLGEEHFK 35 44 26.9 27.5 4.3 1 0 0 1,249.6213
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% LVNELTEFAK 66 75 60.7 27.1 52.9 4 0 0 1,163.6307
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% SLHTLFGDELCK 89 100 35.5 27.1 25.2 0 2 0 1,419.6939
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% NECFLSHKDDSPDLPK 123 138 26.0 25.0 18.9 1 2 0 1,901.8701
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% YLYEIAR 161 167 32.2 26.8 0.0 2 0 0 927.4934
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% YNGVFQECCQAEDK 184 197 71.1 25.0 71.1 2 0 0 1,747.7052
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% AEFVEVTK 249 256 38.2 27.2 22.7 3 0 0 922.4880
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% YICDNQDTISSK 286 297 42.3 25.0 23.7 1 0 0 1,443.6422
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% LKECCDKPLLEK 298 309 22.9 28.0 10.8 1 0 0 1,532.7815
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% RHPEYAVSVLLR 360 371 57.5 26.5 37.4 2 1 0 1,439.8117
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% DDPHACYSTVFDK 387 399 31.6 25.0 31.4 2 2 0 1,554.6531
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% HLVDEPQNLIK 402 412 38.5 27.5 24.3 2 0 0 1,305.7163
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% LGEYGFQNALIVR 421 433 66.7 27.6 0.0 2 0 0 1,479.7955
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% KVPQVSTPTLVEVSR 437 451 81.9 25.0 81.2 2 2 0 1,639.9378
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% VPQVSTPTLVEVSR 438 451 78.4 26.3 74.4 2 0 0 1,511.8428
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% QTALVELLK 549 557 59.2 25.0 40.6 2 0 0 1,014.6195
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% TVMENFVAFVDK 569 580 42.3 25.6 33.2 2 0 0 1,415.6876
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% CCAADDKEACFAVEGPK 581 597 38.0 25.0 38.0 0 2 0 1,927.7985
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% EACFAVEGPK 588 597 32.9 25.3 23.8 2 0 0 1,107.5140
A_11 Serum albumin ALBU_BOVIN 69,294 20 24 46 35.10% LVVSTQTALA 598 607 59.5 26.8 45.7 2 0 0 1,002.5830
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% FKDLGEEHFK 35 44 24.3 27.8 11.2 2 0 0 1,249.6213
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% LVNELTEFAK 66 75 36.1 28.1 26.4 2 0 0 1,163.6307
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% SLHTLFGDELCK 89 100 44.7 27.1 41.8 2 2 0 1,419.6939
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% NECFLSHKDDSPDLPK 123 138 21.3 25.0 15.1 0 1 0 1,901.8701
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% LKPDPNTLCDEFK 139 151 26.1 26.9 18.2 2 0 0 1,576.7679
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% YNGVFQECCQAEDK 184 197 78.7 25.0 78.7 2 0 0 1,747.7052
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% VHKECCHGDLLECADDR 264 280 22.9 25.0 22.9 0 1 0 2,113.8851
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% ECCHGDLLECADDR 267 280 32.5 25.0 32.5 0 2 0 1,749.6628
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% YICDNQDTISSK 286 297 49.6 25.0 29.1 2 0 0 1,443.6422
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% LKECCDKPLLEK 298 309 40.6 27.7 25.7 2 1 0 1,532.7815
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% RHPEYAVSVLLR 360 371 71.4 25.9 58.7 2 5 0 1,439.8117
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% HPEYAVSVLLR 361 371 29.7 25.8 16.7 2 0 0 1,283.7106
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% HLVDEPQNLIK 402 412 34.0 27.3 32.5 2 0 0 1,305.7163
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% LGEYGFQNALIVR 421 433 60.0 27.5 0.0 2 0 0 1,479.7955
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% KVPQVSTPTLVEVSR 437 451 95.1 25.0 93.6 2 2 0 1,639.9378
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% KQTALVELLK 548 557 55.8 25.0 42.3 2 0 0 1,142.7145
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% QTALVELLKHKPK 549 561 34.8 25.0 33.5 0 1 0 1,504.9212
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% TVMENFVAFVDK 569 580 41.4 25.6 39.3 2 0 0 1,415.6876
A_12 Serum albumin ALBU_BOVIN 69,294 19 23 45 33.40% EACFAVEGPK 588 597 37.5 25.3 28.6 2 0 0 1,107.5140
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% FKDLGEEHFK 35 44 31.6 27.8 20.9 2 0 0 1,249.6213
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% LVNELTEFAK 66 75 39.6 27.1 31.5 1 0 0 1,163.6307
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% LKPDPNTLCDEFK 139 151 40.7 26.5 32.2 2 1 0 1,576.7679
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% YNGVFQECCQAEDK 184 197 74.6 25.0 74.6 2 0 0 1,747.7052
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% AEFVEVTK 249 256 34.9 27.2 18.8 2 0 0 922.4880
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% ECCHGDLLECADDR 267 280 56.7 25.0 56.7 2 0 0 1,749.6628
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% YICDNQDTISSK 286 297 63.7 25.0 36.2 2 0 0 1,443.6422
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% LKECCDKPLLEK 298 309 47.4 27.8 37.0 2 2 0 1,532.7815
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% DAIPENLPPLTADFAEDK 319 336 45.6 27.0 34.3 1 0 0 1,955.9600
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% DAFLGSFLYEYSR 347 359 61.6 25.8 46.7 2 0 0 1,567.7427
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% RHPEYAVSVLLR 360 371 62.0 26.5 48.4 2 4 0 1,439.8117
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% HPEYAVSVLLR 361 371 23.9 25.8 11.4 1 0 0 1,283.7106
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% DDPHACYSTVFDK 387 399 36.6 25.0 33.9 2 0 0 1,554.6531
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% HLVDEPQNLIK 402 412 50.0 27.9 43.0 2 0 0 1,305.7163
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% LGEYGFQNALIVR 421 433 89.3 28.0 0.0 2 0 0 1,479.7955
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% KVPQVSTPTLVEVSR 437 451 90.3 25.0 89.7 2 0 0 1,639.9378
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% VPQVSTPTLVEVSR 438 451 28.5 26.3 21.4 0 2 0 1,511.8428



A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% RPCFSALTPDETYVPK 508 523 24.7 27.2 10.4 0 2 0 1,880.9213
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% KQTALVELLK 548 557 50.5 25.0 38.0 2 0 0 1,142.7145
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% QTALVELLK 549 557 51.8 25.0 37.0 2 0 0 1,014.6195
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% TVMENFVAFVDK 569 580 61.8 25.4 46.4 2 0 0 1,415.6876
A_13 Serum albumin ALBU_BOVIN 69,294 22 25 48 38.90% LVVSTQTALA 598 607 46.8 26.8 26.1 2 0 0 1,002.5830
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% FKDLGEEHFK 35 44 41.2 27.8 30.6 2 0 0 1,249.6213
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% LVNELTEFAK 66 75 50.2 27.1 41.0 2 0 0 1,163.6307
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% LKPDPNTLCDEFK 139 151 17.9 26.7 14.8 0 1 0 1,576.7679
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% YLYEIAR 161 167 22.1 26.3 0.0 1 0 0 927.4934
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% YNGVFQECCQAEDK 184 197 62.9 25.0 62.9 2 0 0 1,747.7052
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% ALKAWSVAR 233 241 34.0 26.3 10.3 2 0 0 1,001.5890
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% AEFVEVTK 249 256 20.7 26.7 15.9 1 0 0 922.4880
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% ECCHGDLLECADDR 267 280 43.1 25.0 38.1 2 0 0 1,749.6628
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% YICDNQDTISSK 286 297 31.6 25.0 17.3 2 0 0 1,443.6422
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% LKECCDKPLLEK 298 309 26.5 28.1 11.1 1 1 0 1,532.7815
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% RHPEYAVSVLLR 360 371 50.9 26.5 46.8 0 2 0 1,439.8117
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% HPEYAVSVLLR 361 371 25.5 26.0 11.3 1 0 0 1,283.7106
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% DDPHACYSTVFDK 387 399 23.9 25.0 23.9 0 2 0 1,554.6531
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% HLVDEPQNLIK 402 412 43.5 27.4 34.3 3 0 0 1,305.7163
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% LGEYGFQNALIVR 421 433 63.2 27.5 0.0 1 0 0 1,479.7955
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% KVPQVSTPTLVEVSR 437 451 65.0 25.0 65.0 2 2 0 1,639.9378
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% KQTALVELLK 548 557 39.5 25.0 30.9 2 0 0 1,142.7145
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% QTALVELLK 549 557 31.3 25.0 14.9 1 0 0 1,014.6195
A_14 Serum albumin ALBU_BOVIN 69,294 19 22 36 32.90% CCAADDKEACFAVEGPK 581 597 58.4 25.0 58.4 1 2 0 1,927.7985
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% LVNELTEFAK 66 75 60.9 27.1 55.1 2 0 0 1,163.6307
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% SLHTLFGDELCK 89 100 55.9 27.1 48.7 2 2 0 1,419.6939
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% NECFLSHKDDSPDLPK 123 138 54.3 25.0 49.8 2 2 0 1,901.8701
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% LKPDPNTLCDEFK 139 151 26.6 26.7 19.0 2 0 0 1,576.7679
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% YLYEIAR 161 167 32.3 26.8 0.0 1 0 0 927.4934
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% YNGVFQECCQAEDK 184 197 88.8 25.0 88.8 2 0 0 1,747.7052
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% YICDNQDTISSK 286 297 25.3 25.0 13.5 1 0 0 1,443.6422
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% LKECCDKPLLEK 298 309 23.3 28.2 14.7 2 1 0 1,532.7815
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% RHPEYAVSVLLR 360 371 78.8 26.4 62.1 0 4 0 1,439.8117
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% HPEYAVSVLLR 361 371 26.0 26.0 6.7 1 0 0 1,283.7106
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% DDPHACYSTVFDK 387 399 40.4 25.0 37.7 2 0 0 1,554.6531
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% LKHLVDEPQNLIK 400 412 19.6 25.0 17.7 0 1 0 1,546.8954
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% HLVDEPQNLIK 402 412 42.2 27.1 17.1 1 0 0 1,305.7163
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% LGEYGFQNALIVR 421 433 76.6 27.5 0.0 2 0 0 1,479.7955
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% KVPQVSTPTLVEVSR 437 451 79.9 25.0 79.2 2 1 0 1,639.9378
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% CCTESLVNR 499 507 28.4 25.0 23.5 1 0 0 1,138.4980
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% KQTALVELLK 548 557 19.9 25.0 14.3 1 0 0 1,142.7145
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% TVMENFVAFVDK 569 580 53.7 25.6 41.5 2 0 0 1,415.6876
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% CCAADDKEACFAVEGPK 581 597 74.0 25.0 69.1 2 2 0 1,927.7985
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% EACFAVEGPK 588 597 37.5 25.5 36.3 2 0 0 1,107.5140
A_15 Serum albumin ALBU_BOVIN 69,294 21 26 45 36.20% LVVSTQTALA 598 607 49.6 26.8 40.3 2 0 0 1,002.5830
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% FKDLGEEHFK 35 44 35.6 27.9 23.1 1 0 0 1,249.6213
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% DLGEEHFK 37 44 22.5 25.0 17.3 2 0 0 974.4579
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% LVNELTEFAK 66 75 60.0 27.9 59.8 8 0 0 1,163.6307
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% SLHTLFGDELCK 89 100 58.0 26.8 56.4 2 3 0 1,419.6939
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% QEPERNECFLSHK 118 130 24.9 25.1 8.6 1 0 0 1,673.7701
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% QEPERNECFLSHKDDSPDLPK 118 138 28.2 25.0 22.9 0 2 0 2,541.1678
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% NECFLSHKDDSPDLPK 123 138 69.3 25.0 67.2 2 1 0 1,901.8701
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% LKPDPNTLCDEFK 139 151 35.9 26.9 29.2 2 1 0 1,576.7679
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% YLYEIAR 161 167 28.0 26.8 0.0 2 0 0 927.4934
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% YNGVFQECCQAEDK 184 197 67.3 25.0 65.2 1 0 0 1,747.7052
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% FPKAEFVEVTK 246 256 59.1 27.6 50.8 2 0 0 1,294.7042
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% AEFVEVTK 249 256 47.7 27.5 31.9 4 0 0 922.4880
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% VHKECCHGDLLECADDR 264 280 25.0 25.0 23.9 0 2 0 2,113.8851
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% ECCHGDLLECADDR 267 280 42.1 25.0 42.1 2 2 0 1,749.6628
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% YICDNQDTISSK 286 297 70.8 25.0 45.4 5 0 0 1,443.6422
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% LKECCDKPLLEK 298 309 49.1 28.0 32.4 2 3 0 1,532.7815
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% RHPEYAVSVLLR 360 371 75.2 26.5 57.8 4 17 0 1,439.8117
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% HPEYAVSVLLR 361 371 33.4 26.0 22.2 1 0 0 1,283.7106
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% LAKEYEATLEECCAK 372 386 56.0 25.0 56.0 1 0 0 1,814.8301
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% EYEATLEECCAK 375 386 57.9 25.0 57.9 4 0 0 1,502.6139
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% DDPHACYSTVFDK 387 399 53.7 25.0 50.8 2 2 0 1,554.6531
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% LKHLVDEPQNLIK 400 412 30.8 25.0 30.8 0 2 0 1,546.8954
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% HLVDEPQNLIK 402 412 41.4 27.1 27.2 7 0 0 1,305.7163
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% LGEYGFQNALIVR 421 433 59.5 27.5 0.0 2 0 0 1,479.7955
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% KVPQVSTPTLVEVSR 437 451 43.1 25.0 41.0 1 6 0 1,639.9378
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% VPQVSTPTLVEVSR 438 451 66.2 26.1 58.4 2 2 0 1,511.8428
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% CCTESLVNR 499 507 40.2 25.0 35.6 2 0 0 1,138.4980
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% KQTALVELLK 548 557 59.5 25.0 45.8 2 0 0 1,142.7145
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% QTALVELLK 549 557 26.9 25.0 13.8 2 0 0 1,014.6195
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% TVMENFVAFVDK 569 580 76.2 25.2 60.4 2 0 0 1,415.6876
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% CCAADDKEACFAVEGPK 581 597 88.9 25.0 88.9 2 0 0 1,927.7985
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% EACFAVEGPK 588 597 47.5 25.5 37.7 4 0 0 1,107.5140
A_16 Serum albumin ALBU_BOVIN 69,294 33 42 119 45.80% LVVSTQTALA 598 607 73.7 26.8 50.1 2 0 0 1,002.5830
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% DLGEEHFK 37 44 32.5 25.0 24.4 2 0 0 974.4579
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% LVNELTEFAK 66 75 54.2 28.0 49.5 6 0 0 1,163.6307
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% SLHTLFGDELCK 89 100 43.7 27.1 37.2 0 4 0 1,419.6939
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% ETYGDMADCCEKQEPER 106 122 35.7 25.0 35.7 0 1 0 2,133.8161
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% QEPERNECFLSHK 118 130 25.5 25.1 19.3 1 0 0 1,673.7701
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% NECFLSHKDDSPDLPK 123 138 61.9 25.0 59.5 2 2 0 1,901.8701
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% LKPDPNTLCDEFK 139 151 49.1 26.9 35.8 2 0 0 1,576.7679
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% YLYEIAR 161 167 29.4 26.8 0.0 2 0 0 927.4934
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% YNGVFQECCQAEDK 184 197 63.3 25.0 63.3 2 0 0 1,747.7052
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% AEFVEVTK 249 256 43.6 26.7 30.1 5 0 0 922.4880
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% VHKECCHGDLLECADDR 264 280 47.9 25.0 47.9 0 1 0 2,113.8851
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% ECCHGDLLECADDR 267 280 59.3 25.0 59.3 2 2 0 1,749.6628
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% ECCHGDLLECADDRADLAK 267 285 47.3 25.0 47.3 0 2 0 2,247.9431
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% YICDNQDTISSK 286 297 62.6 25.0 43.9 6 0 0 1,443.6422
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% LKECCDKPLLEK 298 309 40.9 28.0 27.4 2 3 0 1,532.7815
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% RHPEYAVSVLLR 360 371 65.9 26.5 48.1 4 14 0 1,439.8117
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% HPEYAVSVLLR 361 371 31.5 26.0 18.5 2 0 0 1,283.7106
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% EYEATLEECCAK 375 386 58.4 25.0 56.2 3 0 0 1,502.6139
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% DDPHACYSTVFDK 387 399 47.6 25.0 45.4 2 1 0 1,554.6531
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% HLVDEPQNLIK 402 412 34.8 27.4 27.8 5 0 0 1,305.7163
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% LGEYGFQNALIVR 421 433 82.4 27.3 0.0 2 0 0 1,479.7955
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% KVPQVSTPTLVEVSR 437 451 64.3 25.0 57.3 2 3 0 1,639.9378
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% VPQVSTPTLVEVSR 438 451 58.5 26.2 58.5 3 2 0 1,511.8428
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% CCTESLVNR 499 507 24.3 25.0 17.0 2 0 0 1,138.4980
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% KQTALVELLK 548 557 45.5 25.0 33.5 2 0 0 1,142.7145
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% QTALVELLK 549 557 39.3 25.0 28.1 2 0 0 1,014.6195
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% TVMENFVAFVDK 569 580 67.9 25.6 64.1 4 0 0 1,415.6876
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% CCAADDKEACFAVEGPK 581 597 56.9 25.0 53.6 2 2 0 1,927.7985
A_17 Serum albumin ALBU_BOVIN 69,294 29 38 105 45.30% EACFAVEGPK 588 597 70.1 25.3 57.6 1 0 0 1,107.5140
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% FKDLGEEHFK 35 44 41.2 27.8 25.4 2 0 0 1,249.6213
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% LVNELTEFAK 66 75 42.2 28.0 36.5 2 0 0 1,163.6307
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% SLHTLFGDELCK 89 100 57.6 26.8 56.2 2 2 0 1,419.6939
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% NECFLSHKDDSPDLPK 123 138 52.8 25.0 49.4 1 2 0 1,901.8701
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% LKPDPNTLCDEFK 139 151 29.4 26.5 16.0 2 2 0 1,576.7679



A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% YLYEIAR 161 167 32.2 26.3 0.0 1 0 0 927.4934
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% YNGVFQECCQAEDK 184 197 82.9 25.0 82.9 2 0 0 1,747.7052
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% AEFVEVTK 249 256 34.3 27.5 12.6 3 0 0 922.4880
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% VHKECCHGDLLECADDR 264 280 31.2 25.0 23.7 0 0 1 2,113.8851
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% ECCHGDLLECADDR 267 280 54.8 25.0 52.6 2 0 0 1,749.6628
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% ECCHGDLLECADDRADLAK 267 285 24.1 25.0 24.1 0 1 0 2,247.9431
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% YICDNQDTISSK 286 297 34.5 25.0 18.7 2 0 0 1,443.6422
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% LKECCDKPLLEK 298 309 38.9 27.7 25.5 2 1 0 1,532.7815
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% DAFLGSFLYEYSR 347 359 56.6 26.3 46.1 1 0 0 1,567.7427
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% RHPEYAVSVLLR 360 371 71.8 26.4 54.1 0 4 0 1,439.8117
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% HPEYAVSVLLR 361 371 32.2 26.1 21.7 2 0 0 1,283.7106
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% EYEATLEECCAK 375 386 70.6 25.0 65.4 2 0 0 1,502.6139
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% DDPHACYSTVFDK 387 399 54.9 25.0 51.5 2 2 0 1,554.6531
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% HLVDEPQNLIK 402 412 45.5 27.9 33.5 1 0 0 1,305.7163
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% LGEYGFQNALIVR 421 433 77.1 27.6 0.0 2 0 0 1,479.7955
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% KVPQVSTPTLVEVSR 437 451 95.2 25.0 95.2 2 1 0 1,639.9378
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% VPQVSTPTLVEVSR 438 451 54.4 26.3 44.5 0 2 0 1,511.8428
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% RPCFSALTPDETYVPK 508 523 20.7 27.2 10.3 0 1 0 1,880.9213
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% QTALVELLK 549 557 50.1 25.0 30.8 1 0 0 1,014.6195
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% TVMENFVAFVDK 569 580 50.8 25.6 40.2 1 0 0 1,415.6876
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% CCAADDKEACFAVEGPK 581 597 82.2 25.0 82.2 2 2 0 1,927.7985
A_18 Serum albumin ALBU_BOVIN 69,294 27 34 60 47.60% LVVSTQTALA 598 607 55.2 26.8 35.8 2 0 0 1,002.5830
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% FKDLGEEHFK 35 44 31.0 27.9 10.3 2 0 0 1,249.6213
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% LVNELTEFAK 66 75 42.0 27.9 38.0 2 0 0 1,163.6307
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% SLHTLFGDELCK 89 100 47.8 27.1 38.8 2 0 0 1,419.6939
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% LKPDPNTLCDEFK 139 151 33.1 26.7 26.6 2 0 0 1,576.7679
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% YNGVFQECCQAEDK 184 197 85.2 25.0 85.2 2 0 0 1,747.7052
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% AEFVEVTK 249 256 36.5 27.2 21.8 3 0 0 922.4880
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% ECCHGDLLECADDR 267 280 33.7 25.0 33.7 0 2 0 1,749.6628
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% YICDNQDTISSK 286 297 43.8 25.0 26.3 2 0 0 1,443.6422
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% LKECCDKPLLEK 298 309 28.0 28.1 19.2 1 1 0 1,532.7815
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% DAIPENLPPLTADFAEDK 319 336 35.1 27.3 30.5 2 0 0 1,955.9600
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% RHPEYAVSVLLR 360 371 78.1 26.5 59.9 2 4 0 1,439.8117
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% HPEYAVSVLLR 361 371 43.7 26.0 27.3 2 0 0 1,283.7106
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% EYEATLEECCAK 375 386 68.5 25.0 67.0 2 0 0 1,502.6139
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% DDPHACYSTVFDK 387 399 33.5 25.0 33.5 2 2 0 1,554.6531
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% HLVDEPQNLIK 402 412 50.8 28.0 42.4 2 0 0 1,305.7163
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% LGEYGFQNALIVR 421 433 74.3 27.5 0.0 2 0 0 1,479.7955
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% KVPQVSTPTLVEVSR 437 451 70.8 25.0 70.5 2 1 0 1,639.9378
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% KQTALVELLK 548 557 53.5 25.0 41.2 2 0 0 1,142.7145
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% TVMENFVAFVDK 569 580 45.8 25.4 40.5 2 0 0 1,415.6876
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% CCAADDKEACFAVEGPK 581 597 21.3 25.0 21.3 1 0 0 1,927.7985
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% EACFAVEGPK 588 597 46.2 25.4 29.0 2 0 0 1,107.5140
A_19 Serum albumin ALBU_BOVIN 69,294 22 26 51 40.90% LVVSTQTALA 598 607 30.1 26.8 21.6 2 0 0 1,002.5830
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% FKDLGEEHFK 35 44 28.5 27.9 18.3 1 0 0 1,249.6213
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% LVNELTEFAK 66 75 57.7 27.1 53.1 4 0 0 1,163.6307
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% NECFLSHKDDSPDLPK 123 138 58.0 25.0 57.3 1 0 0 1,901.8701
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% LKPDPNTLCDEFK 139 151 25.3 26.8 15.7 2 1 0 1,576.7679
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% YLYEIAR 161 167 32.5 26.3 0.0 2 0 0 927.4934
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% YNGVFQECCQAEDK 184 197 71.1 25.0 71.1 2 0 0 1,747.7052
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% AEFVEVTK 249 256 29.5 27.5 17.3 3 0 0 922.4880
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% YICDNQDTISSK 286 297 52.1 25.0 24.7 2 0 0 1,443.6422
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% LKECCDKPLLEK 298 309 29.2 28.2 13.3 1 1 0 1,532.7815
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% RHPEYAVSVLLR 360 371 64.0 26.5 50.4 2 4 0 1,439.8117
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% EYEATLEECCAK 375 386 47.4 25.0 43.9 1 0 0 1,502.6139
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% DDPHACYSTVFDK 387 399 34.3 25.0 34.3 2 2 0 1,554.6531
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% HLVDEPQNLIK 402 412 40.0 27.4 24.9 2 0 0 1,305.7163
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% LGEYGFQNALIVR 421 433 63.8 27.6 0.0 2 0 0 1,479.7955
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% KVPQVSTPTLVEVSR 437 451 70.0 25.0 69.3 2 1 0 1,639.9378
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% VPQVSTPTLVEVSR 438 451 71.9 26.1 67.7 2 2 0 1,511.8428
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% KQTALVELLK 548 557 45.9 25.0 35.4 2 0 0 1,142.7145
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% QTALVELLK 549 557 41.9 25.0 29.1 2 0 0 1,014.6195
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% CCAADDKEACFAVEGPK 581 597 52.1 25.0 45.7 0 2 0 1,927.7985
A_20 Serum albumin ALBU_BOVIN 69,294 20 26 50 33.80% EACFAVEGPK 588 597 28.7 25.5 22.8 2 0 0 1,107.5140
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% LVNELTEFAK 66 75 47.6 27.1 41.9 2 0 0 1,163.6307
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% SLHTLFGDELCK 89 100 62.7 26.8 60.6 2 0 0 1,419.6939
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% NECFLSHKDDSPDLPK 123 138 54.3 25.0 54.3 2 0 0 1,901.8701
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% LKPDPNTLCDEFK 139 151 27.1 26.5 21.5 1 1 0 1,576.7679
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% YLYEIAR 161 167 29.8 26.8 0.0 2 0 0 927.4934
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% YNGVFQECCQAEDK 184 197 60.2 25.0 60.2 2 0 0 1,747.7052
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% ALKAWSVAR 233 241 21.8 26.5 20.3 1 0 0 1,001.5890
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% AEFVEVTK 249 256 40.3 26.7 18.7 3 0 0 922.4880
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% ECCHGDLLECADDR 267 280 42.9 25.0 42.9 2 0 0 1,749.6628
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% YICDNQDTISSK 286 297 39.1 25.0 24.3 2 0 0 1,443.6422
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% LKECCDKPLLEK 298 309 30.3 28.1 10.7 1 1 0 1,532.7815
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% RHPEYAVSVLLR 360 371 69.3 26.4 48.5 2 4 0 1,439.8117
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% EYEATLEECCAK 375 386 64.3 25.0 62.2 2 0 0 1,502.6139
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% DDPHACYSTVFDK 387 399 22.9 25.0 22.9 0 2 0 1,554.6531
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% HLVDEPQNLIK 402 412 35.4 27.9 23.9 3 0 0 1,305.7163
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% LGEYGFQNALIVR 421 433 64.0 27.7 0.0 2 0 0 1,479.7955
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% KVPQVSTPTLVEVSR 437 451 77.9 25.0 77.2 2 1 0 1,639.9378
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% VPQVSTPTLVEVSR 438 451 71.8 26.2 71.8 2 2 0 1,511.8428
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% KQTALVELLK 548 557 34.6 25.0 25.5 1 0 0 1,142.7145
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% TVMENFVAFVDK 569 580 39.2 25.5 31.9 2 0 0 1,415.6876
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% CCAADDKEACFAVEGPK 581 597 57.5 25.0 53.5 1 2 0 1,927.7985
A_21 Serum albumin ALBU_BOVIN 69,294 22 28 52 39.90% EACFAVEGPK 588 597 34.9 25.5 29.5 2 0 0 1,107.5140
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% LVNELTEFAK 66 75 45.0 27.1 37.4 1 0 0 1,163.6307
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% SLHTLFGDELCK 89 100 38.3 27.1 36.0 0 1 0 1,419.6939
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% NECFLSHKDDSPDLPK 123 138 26.2 25.0 24.8 0 1 0 1,901.8701
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% LKPDPNTLCDEFK 139 151 28.2 26.5 26.5 2 1 0 1,576.7679
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% YLYEIAR 161 167 28.3 26.8 0.0 2 0 0 927.4934
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% YNGVFQECCQAEDK 184 197 67.0 25.0 67.0 2 0 0 1,747.7052
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% ALKAWSVAR 233 241 36.1 27.3 23.7 2 0 0 1,001.5890
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% AEFVEVTK 249 256 29.8 27.2 18.2 2 0 0 922.4880
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% YICDNQDTISSK 286 297 47.1 25.0 20.4 2 0 0 1,443.6422
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% LKECCDKPLLEK 298 309 34.6 27.7 23.2 1 1 0 1,532.7815
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% RHPEYAVSVLLR 360 371 86.7 26.3 68.8 2 5 0 1,439.8117
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% HPEYAVSVLLR 361 371 27.2 26.1 14.8 1 0 0 1,283.7106
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% DDPHACYSTVFDK 387 399 46.4 25.0 45.2 2 1 0 1,554.6531
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% LKHLVDEPQNLIK 400 412 21.0 25.0 20.0 0 2 0 1,546.8954
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% HLVDEPQNLIK 402 412 26.0 27.4 20.1 1 0 0 1,305.7163
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% LGEYGFQNALIVR 421 433 64.7 27.3 0.0 2 0 0 1,479.7955
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% KVPQVSTPTLVEVSR 437 451 79.4 25.0 78.3 2 0 0 1,639.9378
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% VPQVSTPTLVEVSR 438 451 41.6 26.1 35.3 2 2 0 1,511.8428
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% KQTALVELLK 548 557 46.3 25.0 34.9 2 0 0 1,142.7145
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% TVMENFVAFVDK 569 580 35.8 25.6 30.5 2 0 0 1,415.6876
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% CCAADDKEACFAVEGPK 581 597 66.4 25.0 66.4 2 0 0 1,927.7985
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% EACFAVEGPK 588 597 51.6 25.3 46.8 2 0 0 1,107.5140
A_22 Serum albumin ALBU_BOVIN 69,294 23 28 50 37.60% LVVSTQTALA 598 607 55.1 25.9 52.0 2 0 0 1,002.5830
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% FKDLGEEHFK 35 44 50.4 27.9 33.0 2 0 0 1,249.6213
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% LVNELTEFAK 66 75 50.8 28.1 46.3 4 0 0 1,163.6307
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% SLHTLFGDELCK 89 100 56.1 26.7 46.2 2 2 0 1,419.6939



A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% NECFLSHKDDSPDLPK 123 138 47.0 25.0 47.0 2 2 0 1,901.8701
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% LKPDPNTLCDEFK 139 151 25.3 26.5 19.5 0 1 0 1,576.7679
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% YLYEIAR 161 167 24.0 26.3 0.0 1 0 0 927.4934
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% YNGVFQECCQAEDK 184 197 71.5 25.0 71.5 2 0 0 1,747.7052
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% LSQKFPKAEFVEVTK 242 256 24.3 25.5 24.3 0 1 0 1,750.9739
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% AEFVEVTK 249 256 44.5 26.7 22.5 3 0 0 922.4880
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% ECCHGDLLECADDR 267 280 60.0 25.0 59.4 2 0 0 1,749.6628
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% YICDNQDTISSK 286 297 18.3 25.0 14.4 1 0 0 1,443.6422
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% LKECCDKPLLEK 298 309 27.0 28.5 12.9 1 0 0 1,532.7815
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% RHPEYAVSVLLR 360 371 74.2 26.5 55.2 2 5 0 1,439.8117
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% HPEYAVSVLLR 361 371 26.9 26.0 15.1 2 0 0 1,283.7106
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% EYEATLEECCAK 375 386 44.8 25.0 44.8 2 0 0 1,502.6139
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% DDPHACYSTVFDK 387 399 48.2 25.0 45.4 2 2 0 1,554.6531
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% HLVDEPQNLIK 402 412 48.2 27.9 36.0 1 0 0 1,305.7163
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% LGEYGFQNALIVR 421 433 66.1 27.3 0.0 2 0 0 1,479.7955
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% KVPQVSTPTLVEVSR 437 451 94.2 25.0 92.3 2 5 0 1,639.9378
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% VPQVSTPTLVEVSR 438 451 63.8 26.4 57.7 2 2 0 1,511.8428
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% RPCFSALTPDETYVPK 508 523 21.1 27.3 7.8 0 1 0 1,880.9213
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% KQTALVELLK 548 557 51.0 25.0 36.1 2 0 0 1,142.7145
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% TVMENFVAFVDK 569 580 63.8 25.2 55.7 2 0 0 1,415.6876
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% CCAADDKEACFAVEGPK 581 597 72.2 25.0 70.8 2 2 0 1,927.7985
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% EACFAVEGPK 588 597 42.7 25.5 36.0 2 0 0 1,107.5140
A_23 Serum albumin ALBU_BOVIN 69,294 26 33 68 45.50% LVVSTQTALA 598 607 33.8 25.9 30.8 2 0 0 1,002.5830
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% FKDLGEEHFK 35 44 50.8 27.9 30.6 2 0 0 1,249.6213
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% LVNELTEFAK 66 75 29.4 27.1 28.4 1 0 0 1,163.6307
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% SLHTLFGDELCK 89 100 61.6 27.0 55.3 2 2 0 1,419.6939
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% QEPERNECFLSHKDDSPDLPK 118 138 29.8 25.0 29.3 0 2 0 2,541.1678
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% NECFLSHKDDSPDLPK 123 138 59.8 25.0 59.8 2 0 0 1,901.8701
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% LKPDPNTLCDEFK 139 151 43.4 26.6 43.4 2 2 0 1,576.7679
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% YLYEIAR 161 167 26.6 26.3 0.0 2 0 0 927.4934
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% YNGVFQECCQAEDK 184 197 62.8 25.0 62.8 2 0 0 1,747.7052
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% AEFVEVTK 249 256 45.8 27.2 24.6 3 0 0 922.4880
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% VHKECCHGDLLECADDR 264 280 29.1 25.0 28.1 0 2 0 2,113.8851
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% ECCHGDLLECADDR 267 280 62.2 25.0 60.3 2 0 0 1,749.6628
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% ECCHGDLLECADDRADLAK 267 285 18.5 25.0 18.5 0 1 0 2,247.9431
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% YICDNQDTISSK 286 297 43.1 25.0 29.0 3 0 0 1,443.6422
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% LKECCDKPLLEK 298 309 32.1 28.2 7.9 2 0 0 1,532.7815
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% RHPEYAVSVLLR 360 371 76.8 26.5 57.3 2 4 0 1,439.8117
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% HPEYAVSVLLR 361 371 22.2 26.0 9.4 2 0 0 1,283.7106
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% EYEATLEECCAK 375 386 74.5 25.0 74.5 2 0 0 1,502.6139
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% DDPHACYSTVFDK 387 399 32.3 25.0 32.3 1 2 0 1,554.6531
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% LGEYGFQNALIVR 421 433 83.7 27.3 0.0 2 0 0 1,479.7955
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% KVPQVSTPTLVEVSR 437 451 62.5 25.0 58.7 2 2 0 1,639.9378
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% VPQVSTPTLVEVSR 438 451 71.5 25.9 71.5 2 2 0 1,511.8428
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% LCVLHEKTPVSEK 483 495 25.6 27.3 22.0 0 2 0 1,539.8201
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% CCTESLVNR 499 507 26.6 25.0 16.8 2 0 0 1,138.4980
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% RPCFSALTPDETYVPK 508 523 28.7 27.3 15.3 1 1 0 1,880.9213
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% KQTALVELLK 548 557 46.8 25.0 32.4 2 0 0 1,142.7145
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% TVMENFVAFVDK 569 580 61.2 25.6 46.2 2 0 0 1,415.6876
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% CCAADDKEACFAVEGPK 581 597 65.1 25.0 58.2 2 2 0 1,927.7985
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% EACFAVEGPK 588 597 62.9 25.3 50.8 2 0 0 1,107.5140
A_24 Serum albumin ALBU_BOVIN 69,294 29 37 72 48.30% LVVSTQTALA 598 607 27.6 26.8 22.4 1 0 0 1,002.5830
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% FKDLGEEHFK 35 44 44.7 27.5 29.6 1 0 0 1,249.6213
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% SLHTLFGDELCK 89 100 50.0 26.8 46.8 2 2 0 1,419.6939
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% ETYGDMADCCEK 106 117 44.8 25.0 44.8 1 0 0 1,478.5235
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% ETYGDMADCCEKQEPER 106 122 50.8 25.0 50.8 0 1 0 2,133.8161
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% QEPERNECFLSHK 118 130 21.0 25.0 8.7 0 1 0 1,673.7701
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% NECFLSHKDDSPDLPK 123 138 64.6 25.0 63.8 2 2 0 1,901.8701
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% LKPDPNTLCDEFK 139 151 35.7 26.5 26.9 2 0 0 1,576.7679
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% YLYEIAR 161 167 25.6 26.8 0.0 1 0 0 927.4934
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% YNGVFQECCQAEDK 184 197 84.9 25.0 81.2 2 0 0 1,747.7052
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% AEFVEVTK 249 256 42.2 27.1 27.8 3 0 0 922.4880
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% VHKECCHGDLLECADDR 264 280 30.6 25.0 30.6 0 2 0 2,113.8851
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% ECCHGDLLECADDR 267 280 60.0 25.0 57.5 2 0 0 1,749.6628
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% YICDNQDTISSK 286 297 46.1 25.0 30.6 4 0 0 1,443.6422
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% LKECCDKPLLEK 298 309 63.6 28.0 50.0 2 2 0 1,532.7815
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% RHPEYAVSVLLR 360 371 77.2 26.3 56.9 2 11 0 1,439.8117
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% EYEATLEECCAK 375 386 62.5 25.0 58.1 2 0 0 1,502.6139
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% DDPHACYSTVFDK 387 399 51.5 25.0 47.4 2 2 0 1,554.6531
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% LKHLVDEPQNLIK 400 412 21.6 25.0 21.6 0 2 0 1,546.8954
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% KVPQVSTPTLVEVSR 437 451 71.2 25.0 71.0 1 3 0 1,639.9378
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% VPQVSTPTLVEVSR 438 451 31.6 26.1 20.8 0 2 0 1,511.8428
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% MPCTEDYLSLILNR 469 482 33.5 26.7 30.7 1 0 0 1,740.8297
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% KQTALVELLK 548 557 24.5 25.0 16.3 2 0 0 1,142.7145
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% QTALVELLK 549 557 23.9 25.0 17.5 1 0 0 1,014.6195
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% TVMENFVAFVDK 569 580 66.7 25.6 61.1 2 0 0 1,415.6876
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% CCAADDKEACFAVEGPK 581 597 75.3 25.0 75.3 2 2 0 1,927.7985
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% EACFAVEGPK 588 597 57.5 25.5 50.7 2 0 0 1,107.5140
A_25 Serum albumin ALBU_BOVIN 69,294 27 34 73 43.80% LVVSTQTALA 598 607 46.2 25.9 40.7 2 0 0 1,002.5830
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% FKDLGEEHFK 35 44 32.8 27.8 17.6 2 0 0 1,249.6213
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% LVNELTEFAK 66 75 58.0 28.0 55.6 2 0 0 1,163.6307
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% SLHTLFGDELCK 89 100 61.9 27.1 60.6 2 2 0 1,419.6939
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% NECFLSHKDDSPDLPK 123 138 36.1 25.0 33.2 1 0 0 1,901.8701
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% YLYEIAR 161 167 31.9 26.3 0.0 2 0 0 927.4934
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% YNGVFQECCQAEDK 184 197 76.2 25.0 75.2 2 0 0 1,747.7052
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% AEFVEVTK 249 256 45.5 27.2 30.9 2 0 0 922.4880
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% ECCHGDLLECADDR 267 280 45.6 25.0 44.3 2 0 0 1,749.6628
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% YICDNQDTISSK 286 297 54.3 25.0 33.1 4 0 0 1,443.6422
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% LKECCDKPLLEK 298 309 49.2 28.1 26.8 2 0 0 1,532.7815
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% RHPEYAVSVLLR 360 371 70.4 26.5 55.2 2 7 0 1,439.8117
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% HPEYAVSVLLR 361 371 24.6 26.0 10.8 1 0 0 1,283.7106
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% DDPHACYSTVFDK 387 399 36.1 25.0 33.2 2 2 0 1,554.6531
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% HLVDEPQNLIK 402 412 40.6 27.4 30.5 2 0 0 1,305.7163
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% LGEYGFQNALIVR 421 433 55.1 27.6 0.0 2 0 0 1,479.7955
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% KVPQVSTPTLVEVSR 437 451 62.9 25.0 62.4 2 3 0 1,639.9378
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% VPQVSTPTLVEVSR 438 451 50.0 25.9 50.0 2 0 0 1,511.8428
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% KQTALVELLK 548 557 23.1 25.0 19.1 1 0 0 1,142.7145
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% TVMENFVAFVDK 569 580 51.7 25.6 36.4 2 0 0 1,415.6876
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% CCAADDKEACFAVEGPK 581 597 69.7 25.0 61.1 2 2 0 1,927.7985
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% EACFAVEGPK 588 597 54.8 26.0 46.0 2 0 0 1,107.5140
A_26 Serum albumin ALBU_BOVIN 69,294 22 27 59 37.60% LVVSTQTALA 598 607 28.1 26.8 19.0 2 0 0 1,002.5830
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% LVNELTEFAK 66 75 60.8 28.0 56.2 2 0 0 1,163.6307
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% SLHTLFGDELCK 89 100 34.3 26.8 28.8 0 1 0 1,419.6939
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% ETYGDMADCCEK 106 117 45.7 25.0 45.7 2 0 0 1,478.5235
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% NECFLSHKDDSPDLPK 123 138 68.7 25.0 64.3 2 2 0 1,901.8701
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% LKPDPNTLCDEFK 139 151 29.6 26.5 26.2 2 0 0 1,576.7679
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% YLYEIAR 161 167 26.3 26.3 0.0 2 0 0 927.4934
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% YNGVFQECCQAEDK 184 197 75.2 25.0 75.2 2 0 0 1,747.7052
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% AEFVEVTK 249 256 33.7 27.1 19.2 4 0 0 922.4880
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% VHKECCHGDLLECADDR 264 280 20.1 25.0 20.1 0 2 0 2,113.8851
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% ECCHGDLLECADDR 267 280 54.0 25.0 53.3 2 0 0 1,749.6628
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% YICDNQDTISSK 286 297 47.9 25.0 32.0 3 0 0 1,443.6422



A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% LKECCDKPLLEK 298 309 35.8 27.8 23.7 2 1 0 1,532.7815
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% DAFLGSFLYEYSR 347 359 44.0 26.4 35.7 1 0 0 1,567.7427
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% RHPEYAVSVLLR 360 371 64.1 26.5 46.7 2 9 0 1,439.8117
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% EYEATLEECCAK 375 386 44.9 25.0 44.9 2 0 0 1,502.6139
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% DDPHACYSTVFDK 387 399 29.0 25.0 29.0 0 2 0 1,554.6531
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% LKHLVDEPQNLIK 400 412 18.8 25.0 18.8 0 2 0 1,546.8954
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% HLVDEPQNLIK 402 412 40.6 27.4 30.7 2 0 0 1,305.7163
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% LGEYGFQNALIVR 421 433 57.1 27.7 0.0 2 0 0 1,479.7955
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% KVPQVSTPTLVEVSR 437 451 83.0 25.0 83.0 2 5 0 1,639.9378
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% VPQVSTPTLVEVSR 438 451 73.4 26.0 67.6 2 0 0 1,511.8428
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% CCTESLVNR 499 507 26.7 25.0 21.5 2 0 0 1,138.4980
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% RPCFSALTPDETYVPK 508 523 16.3 27.2 6.1 0 1 0 1,880.9213
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% KQTALVELLK 548 557 59.0 25.0 45.4 2 0 0 1,142.7145
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% QTALVELLK 549 557 52.7 25.0 28.5 2 0 0 1,014.6195
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% TVMENFVAFVDK 569 580 60.4 25.6 52.9 2 0 0 1,415.6876
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% CCAADDKEACFAVEGPK 581 597 68.5 25.0 68.2 2 2 0 1,927.7985
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% EACFAVEGPK 588 597 64.1 25.3 55.1 2 0 0 1,107.5140
A_27 Serum albumin ALBU_BOVIN 69,294 29 34 77 49.10% LVVSTQTALA 598 607 34.9 26.8 21.9 2 0 0 1,002.5830
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% FKDLGEEHFK 35 44 43.6 27.5 26.4 2 0 0 1,249.6213
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% LVNELTEFAK 66 75 37.3 27.1 31.3 1 0 0 1,163.6307
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% NECFLSHKDDSPDLPK 123 138 59.3 25.0 53.5 1 2 0 1,901.8701
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% LKPDPNTLCDEFKADEK 139 155 17.1 26.2 12.0 0 1 0 2,019.9696
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% YLYEIAR 161 167 32.0 26.7 0.0 2 0 0 927.4934
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% YNGVFQECCQAEDK 184 197 74.1 25.0 66.1 2 0 0 1,747.7052
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% AEFVEVTK 249 256 38.8 26.7 17.1 3 0 0 922.4880
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% VHKECCHGDLLECADDR 264 280 28.9 25.0 28.9 0 2 0 2,113.8851
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% ECCHGDLLECADDR 267 280 70.2 25.0 70.2 2 0 0 1,749.6628
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% YICDNQDTISSK 286 297 24.0 25.0 7.8 2 0 0 1,443.6422
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% LKECCDKPLLEK 298 309 31.7 27.7 16.5 1 0 0 1,532.7815
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% DAFLGSFLYEYSR 347 359 54.5 26.2 48.0 2 0 0 1,567.7427
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% RHPEYAVSVLLR 360 371 61.4 26.3 41.0 2 5 0 1,439.8117
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% EYEATLEECCAK 375 386 45.3 25.0 45.3 2 0 0 1,502.6139
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% DDPHACYSTVFDK 387 399 35.1 25.0 34.0 2 2 0 1,554.6531
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% HLVDEPQNLIK 402 412 28.3 27.5 17.3 1 0 0 1,305.7163
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% KVPQVSTPTLVEVSR 437 451 80.6 25.0 80.6 2 3 0 1,639.9378
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% VPQVSTPTLVEVSR 438 451 60.0 26.1 55.5 2 0 0 1,511.8428
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% QTALVELLK 549 557 45.6 25.0 24.5 2 0 0 1,014.6195
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% TVMENFVAFVDK 569 580 45.4 25.1 45.4 2 0 0 1,415.6876
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% CCAADDKEACFAVEGPK 581 597 79.9 25.0 79.9 2 2 0 1,927.7985
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% EACFAVEGPK 588 597 59.9 25.4 58.9 2 0 0 1,107.5140
A_28 Serum albumin ALBU_BOVIN 69,294 23 28 55 40.70% LVVSTQTALA 598 607 62.2 26.8 47.6 1 0 0 1,002.5830
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% FKDLGEEHFK 35 44 30.7 27.5 14.1 1 0 0 1,249.6213
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% SLHTLFGDELCK 89 100 58.9 27.1 55.3 2 0 0 1,419.6939
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% NECFLSHKDDSPDLPK 123 138 58.1 25.0 58.1 2 2 0 1,901.8701
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% LKPDPNTLCDEFK 139 151 26.2 27.0 18.7 2 1 0 1,576.7679
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% YNGVFQECCQAEDK 184 197 75.8 25.0 75.8 2 0 0 1,747.7052
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% ALKAWSVAR 233 241 39.0 26.5 24.3 2 0 0 1,001.5890
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% AEFVEVTK 249 256 36.3 27.2 21.7 3 0 0 922.4880
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% VHKECCHGDLLECADDR 264 280 42.8 25.0 42.8 0 1 0 2,113.8851
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% ECCHGDLLECADDR 267 280 53.6 25.0 53.6 2 0 0 1,749.6628
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% ECCHGDLLECADDRADLAK 267 285 29.1 25.0 29.1 0 1 0 2,247.9431
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% YICDNQDTISSK 286 297 31.8 25.0 13.0 2 0 0 1,443.6422
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% LKECCDKPLLEK 298 309 43.0 27.8 27.1 2 1 0 1,532.7815
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% RHPEYAVSVLLR 360 371 71.9 26.5 54.4 2 4 0 1,439.8117
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% EYEATLEECCAK 375 386 46.8 25.0 45.1 2 0 0 1,502.6139
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% DDPHACYSTVFDK 387 399 36.2 25.0 35.8 2 2 0 1,554.6531
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% HLVDEPQNLIK 402 412 28.9 28.0 19.1 1 0 0 1,305.7163
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% KVPQVSTPTLVEVSR 437 451 74.9 25.0 74.9 2 4 0 1,639.9378
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% VPQVSTPTLVEVSR 438 451 59.7 25.9 59.7 2 0 0 1,511.8428
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% CCTESLVNR 499 507 27.2 25.0 9.8 1 0 0 1,138.4980
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% KQTALVELLK 548 557 51.5 25.0 39.0 2 0 0 1,142.7145
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% QTALVELLK 549 557 38.1 26.7 28.4 2 0 0 1,014.6195
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% TVMENFVAFVDK 569 580 46.7 25.2 35.9 2 0 0 1,415.6876
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% CCAADDKEACFAVEGPK 581 597 62.9 25.0 60.0 2 2 0 1,927.7985
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% EACFAVEGPK 588 597 52.5 25.3 44.1 1 0 0 1,107.5140
A_29 Serum albumin ALBU_BOVIN 69,294 25 32 61 41.00% LVVSTQTALA 598 607 58.2 25.9 50.7 2 0 0 1,002.5830
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% LVNELTEFAK 66 75 52.2 27.1 49.4 1 0 0 1,163.6307
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% NECFLSHKDDSPDLPK 123 138 29.0 25.0 29.0 0 2 0 1,901.8701
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% LKPDPNTLCDEFK 139 151 26.2 26.5 19.7 2 0 0 1,576.7679
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% YNGVFQECCQAEDK 184 197 42.8 25.0 42.8 1 0 0 1,747.7052
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% AEFVEVTK 249 256 31.7 27.4 17.2 1 0 0 922.4880
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% YICDNQDTISSK 286 297 41.8 25.0 26.1 2 0 0 1,443.6422
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% LKECCDKPLLEK 298 309 26.3 27.7 17.2 1 0 0 1,532.7815
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% RHPEYAVSVLLR 360 371 71.9 26.3 53.2 2 5 0 1,439.8117
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% DDPHACYSTVFDK 387 399 42.9 25.0 41.2 2 1 0 1,554.6531
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% HLVDEPQNLIK 402 412 35.9 28.0 22.5 1 0 0 1,305.7163
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% KVPQVSTPTLVEVSR 437 451 82.4 25.0 82.1 2 2 0 1,639.9378
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% VPQVSTPTLVEVSR 438 451 66.5 26.2 66.5 2 2 0 1,511.8428
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% KQTALVELLK 548 557 55.2 25.0 44.0 1 0 0 1,142.7145
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% QTALVELLK 549 557 56.9 25.0 35.4 2 0 0 1,014.6195
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% TVMENFVAFVDK 569 580 49.8 25.6 44.9 2 0 0 1,415.6876
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% CCAADDKEACFAVEGPK 581 597 50.8 25.0 50.8 0 2 0 1,927.7985
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% EACFAVEGPK 588 597 43.7 25.4 35.5 1 0 0 1,107.5140
A_30 Serum albumin ALBU_BOVIN 69,294 18 22 38 30.50% LVVSTQTALA 598 607 57.0 26.8 32.2 1 0 0 1,002.5830
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% FKDLGEEHFK 35 44 35.0 27.9 19.3 2 0 0 1,249.6213
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% LVNELTEFAK 66 75 40.2 28.0 37.3 1 0 0 1,163.6307
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% SLHTLFGDELCK 89 100 49.9 26.8 40.1 2 0 0 1,419.6939
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% NECFLSHKDDSPDLPK 123 138 39.1 25.0 38.0 2 0 0 1,901.8701
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% LKPDPNTLCDEFK 139 151 26.4 26.5 16.0 1 0 0 1,576.7679
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% YLYEIAR 161 167 20.6 26.3 0.0 1 0 0 927.4934
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% YNGVFQECCQAEDK 184 197 52.8 25.0 52.8 1 0 0 1,747.7052
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% ALKAWSVAR 233 241 41.5 27.5 31.4 1 0 0 1,001.5890
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% AEFVEVTK 249 256 36.8 27.2 21.9 4 0 0 922.4880
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% YICDNQDTISSK 286 297 50.6 25.0 32.1 2 0 0 1,443.6422
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% LKECCDKPLLEK 298 309 21.9 28.1 16.7 0 1 0 1,532.7815
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% RHPEYAVSVLLR 360 371 72.1 26.5 50.3 1 4 0 1,439.8117
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% DDPHACYSTVFDK 387 399 19.0 25.0 16.1 1 0 0 1,554.6531
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% HLVDEPQNLIK 402 412 37.4 27.9 34.8 2 0 0 1,305.7163
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% KVPQVSTPTLVEVSR 437 451 95.3 25.0 94.9 2 3 0 1,639.9378
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% VPQVSTPTLVEVSR 438 451 44.1 26.4 42.5 2 0 0 1,511.8428
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% KQTALVELLK 548 557 51.9 25.0 38.5 2 0 0 1,142.7145
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% QTALVELLK 549 557 58.5 25.0 44.2 2 0 0 1,014.6195
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% CCAADDKEACFAVEGPK 581 597 53.0 25.0 50.1 0 2 0 1,927.7985
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% EACFAVEGPK 588 597 30.9 25.5 21.5 2 0 0 1,107.5140
A_31 Serum albumin ALBU_BOVIN 69,294 21 23 43 34.80% LVVSTQTALA 598 607 52.4 26.8 32.5 2 0 0 1,002.5830
A_32 Serum albumin ALBU_BOVIN 69,294 12 14 28 22.90% FKDLGEEHFK 35 44 38.6 27.5 25.4 2 0 0 1,249.6213
A_32 Serum albumin ALBU_BOVIN 69,294 12 14 28 22.90% SLHTLFGDELCK 89 100 43.7 26.9 43.7 2 0 0 1,419.6939
A_32 Serum albumin ALBU_BOVIN 69,294 12 14 28 22.90% NECFLSHKDDSPDLPK 123 138 24.4 25.0 20.9 0 2 0 1,901.8701
A_32 Serum albumin ALBU_BOVIN 69,294 12 14 28 22.90% LKPDPNTLCDEFK 139 151 17.9 26.5 16.3 0 2 0 1,576.7679
A_32 Serum albumin ALBU_BOVIN 69,294 12 14 28 22.90% AEFVEVTK 249 256 43.1 27.2 28.8 2 0 0 922.4880
A_32 Serum albumin ALBU_BOVIN 69,294 12 14 28 22.90% YICDNQDTISSK 286 297 62.3 25.0 40.9 2 0 0 1,443.6422
A_32 Serum albumin ALBU_BOVIN 69,294 12 14 28 22.90% LKECCDKPLLEK 298 309 23.7 27.7 17.1 0 1 0 1,532.7815



A_32 Serum albumin ALBU_BOVIN 69,294 12 14 28 22.90% RHPEYAVSVLLR 360 371 56.2 25.9 46.0 1 4 0 1,439.8117
A_32 Serum albumin ALBU_BOVIN 69,294 12 14 28 22.90% KVPQVSTPTLVEVSR 437 451 76.2 25.0 75.5 2 2 0 1,639.9378
A_32 Serum albumin ALBU_BOVIN 69,294 12 14 28 22.90% VPQVSTPTLVEVSR 438 451 62.3 26.1 62.3 2 0 0 1,511.8428
A_32 Serum albumin ALBU_BOVIN 69,294 12 14 28 22.90% TVMENFVAFVDK 569 580 25.8 25.4 19.8 2 0 0 1,415.6876
A_32 Serum albumin ALBU_BOVIN 69,294 12 14 28 22.90% CCAADDKEACFAVEGPK 581 597 52.4 25.0 49.5 0 2 0 1,927.7985
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% FKDLGEEHFK 35 44 41.5 27.9 22.0 2 0 0 1,249.6213
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% DLGEEHFK 37 44 26.8 25.0 9.2 1 0 0 974.4579
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% LVNELTEFAK 66 75 50.9 28.0 42.5 8 0 0 1,163.6307
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% SLHTLFGDELCK 89 100 33.8 27.1 21.7 0 2 0 1,419.6939
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% NECFLSHKDDSPDLPK 123 138 47.1 25.0 47.1 2 1 0 1,901.8701
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% LKPDPNTLCDEFK 139 151 43.5 26.5 29.8 2 1 0 1,576.7679
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% YLYEIAR 161 167 35.4 26.3 0.0 4 0 0 927.4934
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% YNGVFQECCQAEDK 184 197 61.8 25.0 56.3 2 0 0 1,747.7052
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% ALKAWSVAR 233 241 28.7 27.5 17.4 1 0 0 1,001.5890
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% AEFVEVTK 249 256 43.8 27.2 29.3 4 0 0 922.4880
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% YICDNQDTISSK 286 297 49.6 25.0 26.2 2 0 0 1,443.6422
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% RHPEYAVSVLLR 360 371 71.6 26.5 48.8 1 6 0 1,439.8117
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% HPEYAVSVLLR 361 371 32.5 26.0 20.5 1 0 0 1,283.7106
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% DDPHACYSTVFDK 387 399 24.8 25.0 23.2 2 0 0 1,554.6531
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% LKHLVDEPQNLIK 400 412 36.5 25.0 30.0 1 2 0 1,546.8954
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% HLVDEPQNLIK 402 412 42.5 27.4 31.6 6 0 0 1,305.7163
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% LGEYGFQNALIVR 421 433 65.3 27.5 0.0 2 0 0 1,479.7955
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% KVPQVSTPTLVEVSR 437 451 65.3 25.0 65.3 2 5 0 1,639.9378
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% VPQVSTPTLVEVSR 438 451 68.3 26.0 63.1 2 1 0 1,511.8428
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% KQTALVELLK 548 557 53.2 25.0 41.2 4 0 0 1,142.7145
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% QTALVELLK 549 557 35.6 25.0 19.9 3 0 0 1,014.6195
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% QTALVELLKHKPK 549 561 20.0 25.0 19.4 1 0 0 1,504.9212
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% CCAADDKEACFAVEGPK 581 597 34.2 25.0 32.0 0 2 0 1,927.7985
B_01 Serum albumin ALBU_BOVIN 69,294 24 30 75 35.90% LVVSTQTALA 598 607 33.5 26.8 26.8 2 0 0 1,002.5830
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% FKDLGEEHFK 35 44 47.6 27.5 26.5 2 0 0 1,249.6213
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% DLGEEHFK 37 44 19.7 25.0 14.1 1 0 0 974.4579
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% LVNELTEFAK 66 75 46.5 27.1 36.3 11 0 0 1,163.6307
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% SLHTLFGDELCK 89 100 45.6 27.1 45.0 2 2 0 1,419.6939
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% NECFLSHKDDSPDLPK 123 138 50.3 25.0 50.3 2 2 0 1,901.8701
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% LKPDPNTLCDEFK 139 151 28.5 26.5 27.1 2 1 0 1,576.7679
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% YLYEIAR 161 167 34.1 26.3 0.0 4 0 0 927.4934
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% YNGVFQECCQAEDK 184 197 66.1 25.0 66.1 2 0 0 1,747.7052
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% ALKAWSVAR 233 241 61.2 26.5 42.3 2 0 0 1,001.5890
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% AEFVEVTK 249 256 47.7 26.7 30.6 4 0 0 922.4880
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% ECCHGDLLECADDR 267 280 58.9 25.0 58.8 2 2 0 1,749.6628
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% YICDNQDTISSK 286 297 46.0 25.0 25.0 3 0 0 1,443.6422
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% RHPEYAVSVLLR 360 371 69.9 26.5 57.5 2 8 0 1,439.8117
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% HPEYAVSVLLR 361 371 49.0 25.8 35.0 2 0 0 1,283.7106
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% LAKEYEATLEECCAK 372 386 17.0 25.0 6.1 0 1 0 1,814.8301
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% DDPHACYSTVFDK 387 399 38.0 25.0 35.0 2 1 0 1,554.6531
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% LKHLVDEPQNLIK 400 412 23.9 25.0 23.9 1 1 0 1,546.8954
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% HLVDEPQNLIK 402 412 41.7 27.3 30.0 4 0 0 1,305.7163
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% LGEYGFQNALIVR 421 433 67.2 27.6 0.0 2 0 0 1,479.7955
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% KVPQVSTPTLVEVSR 437 451 84.3 25.0 83.9 2 4 0 1,639.9378
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% VPQVSTPTLVEVSR 438 451 41.5 26.3 30.7 0 2 0 1,511.8428
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% RPCFSALTPDETYVPK 508 523 22.3 27.6 9.8 0 1 0 1,880.9213
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% KQTALVELLK 548 557 46.6 25.0 32.7 2 0 0 1,142.7145
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% QTALVELLK 549 557 44.1 25.0 35.7 2 0 0 1,014.6195
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% TVMENFVAFVDK 569 580 32.3 25.6 24.7 1 0 0 1,415.6876
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% CCAADDKEACFAVEGPK 581 597 30.1 25.0 27.0 0 2 0 1,927.7985
B_02 Serum albumin ALBU_BOVIN 69,294 27 35 88 44.60% LVVSTQTALA 598 607 54.9 26.8 32.2 4 0 0 1,002.5830
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% FKDLGEEHFK 35 44 44.8 27.5 17.4 2 0 0 1,249.6213
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% LVNELTEFAK 66 75 47.1 27.1 35.2 5 0 0 1,163.6307
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% SLHTLFGDELCK 89 100 47.0 27.1 42.2 2 2 0 1,419.6939
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% NECFLSHKDDSPDLPK 123 138 24.2 25.0 24.2 0 2 0 1,901.8701
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% LKPDPNTLCDEFK 139 151 25.0 26.9 18.5 1 0 0 1,576.7679
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% YLYEIAR 161 167 32.1 26.8 0.0 4 0 0 927.4934
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% YNGVFQECCQAEDK 184 197 76.2 25.0 72.0 2 0 0 1,747.7052
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% LSQKFPKAEFVEVTK 242 256 31.2 25.5 25.5 0 2 0 1,750.9739
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% AEFVEVTK 249 256 45.0 27.1 31.4 2 0 0 922.4880
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% YICDNQDTISSK 286 297 42.1 25.0 22.2 1 0 0 1,443.6422
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% RHPEYAVSVLLR 360 371 67.6 26.5 53.2 2 8 0 1,439.8117
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% EYEATLEECCAK 375 386 62.1 25.0 56.7 2 0 0 1,502.6139
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% HLVDEPQNLIK 402 412 41.5 28.0 32.4 5 0 0 1,305.7163
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% LGEYGFQNALIVR 421 433 59.3 27.6 0.0 2 0 0 1,479.7955
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% KVPQVSTPTLVEVSR 437 451 55.0 25.0 51.1 0 3 0 1,639.9378
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% VPQVSTPTLVEVSR 438 451 51.6 26.3 51.6 2 2 0 1,511.8428
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% KQTALVELLK 548 557 47.6 25.0 32.9 2 0 0 1,142.7145
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% QTALVELLK 549 557 43.6 25.0 28.8 2 0 0 1,014.6195
B_03 Serum albumin ALBU_BOVIN 69,294 19 22 56 32.80% CCAADDKEACFAVEGPK 581 597 54.7 25.0 54.7 0 1 0 1,927.7985
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% FKDLGEEHFK 35 44 41.2 27.6 20.6 2 0 0 1,249.6213
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% DLGEEHFK 37 44 32.9 25.0 16.4 1 0 0 974.4579
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% LVNELTEFAK 66 75 59.1 27.1 51.0 5 0 0 1,163.6307
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% SLHTLFGDELCK 89 100 34.7 27.1 31.1 0 2 0 1,419.6939
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% NECFLSHKDDSPDLPK 123 138 60.7 25.0 60.7 2 1 0 1,901.8701
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% LKPDPNTLCDEFK 139 151 33.8 26.6 20.7 2 2 0 1,576.7679
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% YLYEIAR 161 167 39.4 26.3 0.0 3 0 0 927.4934
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% YNGVFQECCQAEDK 184 197 45.3 25.0 42.4 2 0 0 1,747.7052
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% ALKAWSVAR 233 241 26.6 27.5 15.6 1 0 0 1,001.5890
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% AEFVEVTK 249 256 44.0 26.7 30.2 2 0 0 922.4880
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% YICDNQDTISSK 286 297 22.0 25.0 10.2 1 0 0 1,443.6422
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% DAFLGSFLYEYSR 347 359 64.7 25.8 54.3 2 0 0 1,567.7427
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% RHPEYAVSVLLR 360 371 69.4 26.5 50.9 2 10 0 1,439.8117
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% EYEATLEECCAK 375 386 69.6 25.0 66.4 2 0 0 1,502.6139
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% LKHLVDEPQNLIK 400 412 30.1 25.0 26.8 0 2 0 1,546.8954
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% HLVDEPQNLIK 402 412 31.1 27.4 19.7 2 0 0 1,305.7163
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% LGEYGFQNALIVR 421 433 64.5 27.6 0.0 2 0 0 1,479.7955
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% KVPQVSTPTLVEVSR 437 451 81.7 25.0 81.7 2 5 0 1,639.9378
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% VPQVSTPTLVEVSR 438 451 55.5 26.1 55.5 2 1 0 1,511.8428
B_04 Serum albumin ALBU_BOVIN 69,294 20 25 60 32.80% KQTALVELLK 548 557 36.4 25.0 24.2 2 0 0 1,142.7145
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% FKDLGEEHFK 35 44 45.5 27.6 32.2 2 0 0 1,249.6213
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% LVNELTEFAK 66 75 58.0 27.2 54.1 8 0 0 1,163.6307
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% SLHTLFGDELCK 89 100 58.4 26.8 55.1 2 2 0 1,419.6939
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% NECFLSHKDDSPDLPK 123 138 65.7 25.0 65.7 2 2 0 1,901.8701
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% LKPDPNTLCDEFK 139 151 41.8 26.5 37.0 2 0 0 1,576.7679
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% YLYEIAR 161 167 30.8 26.8 0.0 4 0 0 927.4934
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% YNGVFQECCQAEDK 184 197 86.4 25.0 86.4 2 0 0 1,747.7052
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% ALKAWSVAR 233 241 41.1 27.5 26.5 2 0 0 1,001.5890
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% LSQKFPKAEFVEVTK 242 256 56.2 25.5 48.2 2 0 0 1,750.9739
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% AEFVEVTK 249 256 42.4 27.1 26.5 6 0 0 922.4880
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% ECCHGDLLECADDR 267 280 46.1 25.0 46.1 2 1 0 1,749.6628
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% YICDNQDTISSK 286 297 54.9 25.0 32.8 4 0 0 1,443.6422
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% DAFLGSFLYEYSR 347 359 85.3 25.9 74.4 2 0 0 1,567.7427
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% RHPEYAVSVLLR 360 371 74.7 26.3 60.4 2 7 0 1,439.8117
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% HPEYAVSVLLR 361 371 22.9 26.0 9.3 1 0 0 1,283.7106
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% EYEATLEECCAK 375 386 56.7 25.0 56.7 2 0 0 1,502.6139
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% DDPHACYSTVFDK 387 399 38.6 25.0 37.8 2 0 0 1,554.6531



B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% LKHLVDEPQNLIK 400 412 30.3 25.0 25.1 0 2 0 1,546.8954
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% HLVDEPQNLIK 402 412 40.0 27.9 29.0 3 0 0 1,305.7163
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% LGEYGFQNALIVR 421 433 73.8 27.6 0.0 2 1 0 1,479.7955
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% KVPQVSTPTLVEVSR 437 451 55.0 25.0 54.2 2 5 0 1,639.9378
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% VPQVSTPTLVEVSR 438 451 75.9 26.2 75.9 4 2 0 1,511.8428
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% RPCFSALTPDETYVPK 508 523 25.6 27.6 18.3 0 2 0 1,880.9213
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% KQTALVELLK 548 557 49.7 25.0 31.3 2 0 0 1,142.7145
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% QTALVELLKHKPK 549 561 34.8 25.0 30.4 1 0 0 1,504.9212
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% TVMENFVAFVDK 569 580 55.6 26.5 47.9 4 0 0 1,399.6926
B_05 Serum albumin ALBU_BOVIN 69,294 27 35 92 45.30% LVVSTQTALA 598 607 47.7 26.8 40.4 3 0 0 1,002.5830
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% FKDLGEEHFK 35 44 44.0 27.9 31.7 2 0 0 1,249.6213
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% LVNELTEFAK 66 75 44.2 28.0 36.0 6 0 0 1,163.6307
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% SLHTLFGDELCK 89 100 42.6 26.5 34.1 0 2 0 1,419.6939
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% LKPDPNTLCDEFK 139 151 26.2 26.6 24.1 1 2 0 1,576.7679
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% YLYEIAR 161 167 34.0 26.8 0.0 4 0 0 927.4934
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% YNGVFQECCQAEDK 184 197 60.3 25.0 60.3 2 0 0 1,747.7052
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% AEFVEVTK 249 256 41.9 27.5 26.4 4 0 0 922.4880
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% YICDNQDTISSK 286 297 35.7 25.0 1.2 2 0 0 1,443.6422
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% DAFLGSFLYEYSR 347 359 62.7 26.0 56.7 2 0 0 1,567.7427
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% RHPEYAVSVLLR 360 371 64.2 26.5 51.3 2 4 0 1,439.8117
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% EYEATLEECCAK 375 386 63.6 25.0 61.9 1 0 0 1,502.6139
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% HLVDEPQNLIK 402 412 44.5 27.9 34.6 3 0 0 1,305.7163
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% KVPQVSTPTLVEVSR 437 451 75.3 25.0 68.5 2 4 0 1,639.9378
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% VPQVSTPTLVEVSR 438 451 60.5 26.1 60.5 2 2 0 1,511.8428
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% KQTALVELLK 548 557 43.5 25.0 30.3 3 0 0 1,142.7145
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% QTALVELLK 549 557 21.3 25.0 19.4 1 0 0 1,014.6195
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% CCAADDKEACFAVEGPK 581 597 39.3 25.0 39.3 0 2 0 1,927.7985
B_06 Serum albumin ALBU_BOVIN 69,294 18 22 54 30.60% LVVSTQTALA 598 607 28.8 26.8 24.2 1 0 0 1,002.5830
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% FKDLGEEHFK 35 44 47.9 27.9 26.5 2 0 0 1,249.6213
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% LVNELTEFAK 66 75 53.8 28.0 41.3 9 0 0 1,163.6307
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% SLHTLFGDELCK 89 100 58.7 26.9 56.2 2 2 0 1,419.6939
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% NECFLSHKDDSPDLPK 123 138 49.0 25.0 48.9 2 0 0 1,901.8701
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% LKPDPNTLCDEFK 139 151 32.2 26.7 22.5 1 0 0 1,576.7679
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% YLYEIAR 161 167 42.0 26.8 0.0 4 0 0 927.4934
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% YNGVFQECCQAEDK 184 197 51.4 25.0 51.4 2 0 0 1,747.7052
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% LSQKFPKAEFVEVTK 242 256 30.4 25.5 28.5 0 2 0 1,750.9739
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% AEFVEVTK 249 256 51.7 26.7 36.0 4 0 0 922.4880
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% YICDNQDTISSK 286 297 58.4 25.0 32.8 2 0 0 1,443.6422
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% DAFLGSFLYEYSR 347 359 85.6 26.1 83.4 2 0 0 1,567.7427
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% RHPEYAVSVLLR 360 371 78.1 26.5 59.9 2 13 0 1,439.8117
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% HPEYAVSVLLR 361 371 35.3 26.0 22.7 2 0 0 1,283.7106
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% EYEATLEECCAK 375 386 66.2 25.0 66.2 2 0 0 1,502.6139
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% DDPHACYSTVFDK 387 399 29.2 25.0 25.7 2 2 0 1,554.6531
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% LKHLVDEPQNLIK 400 412 27.2 25.0 27.2 1 2 0 1,546.8954
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% HLVDEPQNLIK 402 412 47.5 28.0 32.4 6 0 0 1,305.7163
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% LGEYGFQNALIVR 421 433 71.0 27.6 0.0 2 0 0 1,479.7955
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% KVPQVSTPTLVEVSR 437 451 60.8 25.0 60.8 0 8 0 1,639.9378
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% VPQVSTPTLVEVSR 438 451 80.6 26.1 80.6 2 2 0 1,511.8428
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% RPCFSALTPDETYVPK 508 523 27.2 27.2 16.7 0 2 0 1,880.9213
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% KQTALVELLK 548 557 55.8 25.0 40.1 2 0 0 1,142.7145
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% QTALVELLK 549 557 34.4 25.0 23.0 2 0 0 1,014.6195
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% TVMENFVAFVDK 569 580 44.8 25.6 32.2 2 0 0 1,415.6876
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% CCAADDKEACFAVEGPK 581 597 40.3 25.0 40.3 1 0 0 1,927.7985
B_07 Serum albumin ALBU_BOVIN 69,294 26 31 91 43.70% LVVSTQTALA 598 607 32.0 26.8 20.3 2 0 0 1,002.5830
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% FKDLGEEHFK 35 44 50.8 28.0 26.8 2 0 0 1,249.6213
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% DLGEEHFK 37 44 44.0 25.0 34.8 2 0 0 974.4579
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% LVNELTEFAK 66 75 66.0 28.1 56.4 5 0 0 1,163.6307
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% SLHTLFGDELCK 89 100 33.7 26.8 29.4 0 2 0 1,419.6939
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% NECFLSHKDDSPDLPK 123 138 66.7 25.0 66.7 2 0 0 1,901.8701
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% LKPDPNTLCDEFK 139 151 31.1 26.5 30.8 2 2 0 1,576.7679
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% YLYEIAR 161 167 25.6 26.8 0.0 1 0 0 927.4934
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% YNGVFQECCQAEDK 184 197 75.3 25.0 75.3 2 0 0 1,747.7052
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% ALKAWSVAR 233 241 44.6 27.5 34.2 2 0 0 1,001.5890
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% LSQKFPKAEFVEVTK 242 256 23.2 25.3 20.8 0 1 0 1,750.9739
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% AEFVEVTK 249 256 46.7 27.2 24.5 5 0 0 922.4880
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% YICDNQDTISSK 286 297 46.1 25.0 35.7 2 0 0 1,443.6422
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% DAFLGSFLYEYSR 347 359 81.2 26.4 72.5 2 0 0 1,567.7427
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% RHPEYAVSVLLR 360 371 73.5 25.9 60.9 3 12 0 1,439.8117
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% HPEYAVSVLLR 361 371 41.2 26.0 28.5 2 0 0 1,283.7106
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% EYEATLEECCAK 375 386 68.4 25.0 68.4 2 0 0 1,502.6139
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% DDPHACYSTVFDK 387 399 21.9 25.0 21.9 1 1 0 1,554.6531
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% LKHLVDEPQNLIK 400 412 32.0 25.0 25.1 1 0 0 1,546.8954
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% HLVDEPQNLIK 402 412 43.4 27.4 37.0 4 0 0 1,305.7163
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% LGEYGFQNALIVR 421 433 61.7 27.4 0.0 2 0 0 1,479.7955
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% KVPQVSTPTLVEVSR 437 451 62.5 25.0 51.6 1 7 0 1,639.9378
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% VPQVSTPTLVEVSR 438 451 58.5 26.3 57.6 2 2 0 1,511.8428
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% RPCFSALTPDETYVPK 508 523 18.5 27.3 9.9 0 1 0 1,880.9213
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% KQTALVELLK 548 557 49.4 25.0 37.1 2 0 0 1,142.7145
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% QTALVELLK 549 557 52.1 25.0 31.1 2 0 0 1,014.6195
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% TVMENFVAFVDK 569 580 45.5 25.6 41.9 2 0 0 1,415.6876
B_08 Serum albumin ALBU_BOVIN 69,294 27 32 81 42.30% LVVSTQTALA 598 607 46.3 26.8 41.4 2 0 0 1,002.5830
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% FKDLGEEHFK 35 44 33.9 28.0 12.1 1 0 0 1,249.6213
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% LVNELTEFAK 66 75 53.4 28.0 42.3 7 0 0 1,163.6307
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% SLHTLFGDELCK 89 100 43.9 26.7 39.5 2 0 0 1,419.6939
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% NECFLSHKDDSPDLPK 123 138 53.0 25.0 52.3 2 2 0 1,901.8701
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% LKPDPNTLCDEFK 139 151 35.9 26.4 33.6 1 2 0 1,576.7679
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% YLYEIAR 161 167 38.3 26.3 0.0 2 0 0 927.4934
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% YNGVFQECCQAEDK 184 197 75.3 25.0 75.3 2 0 0 1,747.7052
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% AEFVEVTK 249 256 40.4 27.2 26.6 2 0 0 922.4880
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% ECCHGDLLECADDR 267 280 31.6 25.0 31.6 0 2 0 1,749.6628
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% YICDNQDTISSK 286 297 56.1 25.0 39.6 2 0 0 1,443.6422
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% DAFLGSFLYEYSR 347 359 75.6 26.3 67.6 2 0 0 1,567.7427
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% RHPEYAVSVLLR 360 371 68.9 26.5 53.1 2 12 0 1,439.8117
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% DDPHACYSTVFDK 387 399 32.4 25.0 32.4 1 0 0 1,554.6531
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% LKHLVDEPQNLIK 400 412 25.7 25.0 14.7 0 1 0 1,546.8954
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% HLVDEPQNLIK 402 412 45.7 27.9 34.0 2 0 0 1,305.7163
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% LGEYGFQNALIVR 421 433 68.7 27.5 0.0 2 0 0 1,479.7955
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% KVPQVSTPTLVEVSR 437 451 67.8 25.0 67.8 2 10 0 1,639.9378
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% VPQVSTPTLVEVSR 438 451 79.2 26.3 79.2 2 0 0 1,511.8428
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% RPCFSALTPDETYVPK 508 523 24.0 27.3 18.6 0 2 0 1,880.9213
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% KQTALVELLK 548 557 47.5 25.0 30.8 2 0 0 1,142.7145
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% QTALVELLK 549 557 55.8 25.0 34.2 4 0 0 1,014.6195
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% TVMENFVAFVDK 569 580 32.6 25.2 23.2 2 0 0 1,415.6876
B_09 Serum albumin ALBU_BOVIN 69,294 23 27 75 40.00% LVVSTQTALA 598 607 66.0 26.8 50.8 2 0 0 1,002.5830
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% FKDLGEEHFK 35 44 36.8 28.0 25.9 2 0 0 1,249.6213
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% LVNELTEFAK 66 75 52.3 27.1 51.6 3 0 0 1,163.6307
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% SLHTLFGDELCK 89 100 36.5 26.8 32.9 2 2 0 1,419.6939
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% NECFLSHKDDSPDLPK 123 138 48.1 25.0 47.8 2 2 0 1,901.8701
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% LKPDPNTLCDEFK 139 151 24.4 26.8 20.2 1 0 0 1,576.7679
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% YLYEIAR 161 167 37.2 26.3 0.0 4 0 0 927.4934
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% YNGVFQECCQAEDK 184 197 60.7 25.0 60.7 2 0 0 1,747.7052
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% AEFVEVTK 249 256 43.9 27.1 29.2 3 0 0 922.4880



B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% YICDNQDTISSK 286 297 31.0 25.0 23.2 2 0 0 1,443.6422
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% DAFLGSFLYEYSR 347 359 81.9 26.0 79.1 2 0 0 1,567.7427
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% RHPEYAVSVLLR 360 371 67.7 26.5 46.8 3 7 0 1,439.8117
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% HPEYAVSVLLR 361 371 54.2 26.0 41.2 2 0 0 1,283.7106
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% LKHLVDEPQNLIK 400 412 31.7 25.0 23.4 0 2 0 1,546.8954
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% HLVDEPQNLIK 402 412 43.2 27.4 35.1 6 0 0 1,305.7163
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% LGEYGFQNALIVR 421 433 89.3 27.5 0.0 2 0 0 1,479.7955
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% KVPQVSTPTLVEVSR 437 451 67.1 25.0 65.8 2 4 0 1,639.9378
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% VPQVSTPTLVEVSR 438 451 62.4 26.1 62.4 2 0 0 1,511.8428
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% KQTALVELLK 548 557 49.6 25.0 35.4 2 0 0 1,142.7145
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% QTALVELLK 549 557 52.0 25.0 31.4 2 0 0 1,014.6195
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% CCAADDKEACFAVEGPK 581 597 23.4 25.0 23.4 0 1 0 1,927.7985
B_10 Serum albumin ALBU_BOVIN 69,294 21 25 64 33.80% LVVSTQTALA 598 607 34.6 26.8 34.0 2 0 0 1,002.5830
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% FKDLGEEHFK 35 44 45.3 28.0 25.0 2 0 0 1,249.6213
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% LVNELTEFAK 66 75 58.3 28.0 52.5 7 0 0 1,163.6307
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% SLHTLFGDELCK 89 100 40.7 27.1 39.3 2 2 0 1,419.6939
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% NECFLSHKDDSPDLPK 123 138 59.6 25.0 59.2 1 2 0 1,901.8701
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% YLYEIAR 161 167 32.1 26.3 0.0 2 0 0 927.4934
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% YNGVFQECCQAEDK 184 197 69.9 25.0 68.2 2 0 0 1,747.7052
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% ALKAWSVAR 233 241 30.2 26.5 17.0 2 0 0 1,001.5890
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% LSQKFPKAEFVEVTK 242 256 49.1 25.6 35.5 0 2 0 1,750.9739
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% AEFVEVTK 249 256 49.7 26.7 33.9 5 0 0 922.4880
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% ECCHGDLLECADDR 267 280 47.6 25.0 47.6 2 2 0 1,749.6628
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% YICDNQDTISSK 286 297 40.5 25.0 21.4 2 0 0 1,443.6422
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% LKECCDKPLLEK 298 309 20.5 28.0 15.4 0 1 0 1,532.7815
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% DAFLGSFLYEYSR 347 359 85.7 26.1 74.2 2 0 0 1,567.7427
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% RHPEYAVSVLLR 360 371 77.2 26.5 61.1 2 11 0 1,439.8117
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% HPEYAVSVLLR 361 371 41.4 26.0 28.6 2 0 0 1,283.7106
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% LKHLVDEPQNLIK 400 412 21.3 25.0 20.8 1 2 0 1,546.8954
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% HLVDEPQNLIK 402 412 56.6 27.4 44.3 4 0 0 1,305.7163
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% LGEYGFQNALIVR 421 433 74.6 27.4 0.0 2 0 0 1,479.7955
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% KVPQVSTPTLVEVSR 437 451 76.6 25.0 71.4 2 9 0 1,639.9378
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% VPQVSTPTLVEVSR 438 451 66.8 26.4 66.8 2 2 0 1,511.8428
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% KQTALVELLK 548 557 51.9 25.0 40.4 2 0 0 1,142.7145
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% QTALVELLK 549 557 48.8 25.0 35.8 3 0 0 1,014.6195
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% QTALVELLKHKPK 549 561 19.4 25.0 19.4 0 1 0 1,504.9212
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% TVMENFVAFVDK 569 580 41.4 25.6 41.3 2 0 0 1,415.6876
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% CCAADDKEACFAVEGPK 581 597 48.1 25.0 43.2 0 2 0 1,927.7985
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% EACFAVEGPK 588 597 26.1 25.5 26.1 2 0 0 1,107.5140
B_11 Serum albumin ALBU_BOVIN 69,294 27 34 90 41.20% LVVSTQTALA 598 607 29.8 26.8 24.5 1 0 0 1,002.5830
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% FKDLGEEHFK 35 44 34.6 28.0 13.0 2 0 0 1,249.6213
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% LVNELTEFAK 66 75 59.5 27.1 51.8 4 0 0 1,163.6307
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% SLHTLFGDELCK 89 100 52.8 26.9 44.4 2 2 0 1,419.6939
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% NECFLSHKDDSPDLPK 123 138 40.5 25.0 38.6 2 0 0 1,901.8701
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% LKPDPNTLCDEFK 139 151 36.0 26.5 28.0 2 0 0 1,576.7679
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% YLYEIAR 161 167 31.5 26.8 0.0 2 0 0 927.4934
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% YNGVFQECCQAEDK 184 197 55.9 25.0 55.9 2 0 0 1,747.7052
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% ALKAWSVAR 233 241 47.0 28.0 32.2 2 0 0 1,001.5890
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% LSQKFPKAEFVEVTK 242 256 34.0 25.1 28.3 0 2 0 1,750.9739
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% AEFVEVTK 249 256 37.2 26.7 20.9 2 0 0 922.4880
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% VHKECCHGDLLECADDR 264 280 23.1 25.0 19.0 0 1 0 2,113.8851
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% YICDNQDTISSK 286 297 44.0 25.0 31.3 2 0 0 1,443.6422
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% DAFLGSFLYEYSR 347 359 49.5 26.4 45.8 1 0 0 1,567.7427
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% RHPEYAVSVLLR 360 371 63.3 25.9 56.7 1 9 0 1,439.8117
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% HPEYAVSVLLR 361 371 19.1 26.0 8.8 1 0 0 1,283.7106
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% HLVDEPQNLIK 402 412 39.1 27.4 30.9 4 0 0 1,305.7163
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% LGEYGFQNALIVR 421 433 66.5 27.5 0.0 2 0 0 1,479.7955
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% KVPQVSTPTLVEVSR 437 451 66.4 25.0 61.8 2 4 0 1,639.9378
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% VPQVSTPTLVEVSR 438 451 56.4 26.3 56.0 2 0 0 1,511.8428
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% KQTALVELLK 548 557 46.4 25.0 32.8 2 0 0 1,142.7145
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% QTALVELLK 549 557 26.9 25.0 17.6 2 0 0 1,014.6195
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% QTALVELLKHKPK 549 561 18.4 25.0 16.5 0 1 0 1,504.9212
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% TVMENFVAFVDK 569 580 52.8 25.6 45.9 2 0 0 1,415.6876
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% CCAADDKEACFAVEGPK 581 597 47.3 25.0 47.2 0 2 0 1,927.7985
B_12 Serum albumin ALBU_BOVIN 69,294 25 28 64 41.50% LVVSTQTALA 598 607 55.4 26.8 33.6 2 0 0 1,002.5830
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% FKDLGEEHFK 35 44 27.8 27.5 11.1 2 0 0 1,249.6213
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% LVNELTEFAK 66 75 59.7 28.0 52.0 2 0 0 1,163.6307
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% LKPDPNTLCDEFK 139 151 40.0 26.5 31.9 2 2 0 1,576.7679
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% YNGVFQECCQAEDK 184 197 76.8 25.0 76.8 2 0 0 1,747.7052
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% AEFVEVTK 249 256 27.7 27.2 20.2 2 0 0 922.4880
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% ECCHGDLLECADDR 267 280 56.8 25.0 55.8 2 0 0 1,749.6628
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% YICDNQDTISSK 286 297 44.6 25.0 16.9 2 0 0 1,443.6422
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% LKECCDKPLLEK 298 309 26.2 28.2 15.1 0 1 0 1,532.7815
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% DAIPENLPPLTADFAEDK 319 336 53.1 27.3 46.9 2 0 0 1,955.9600
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% DAFLGSFLYEYSR 347 359 59.6 26.1 49.3 1 0 0 1,567.7427
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% RHPEYAVSVLLR 360 371 61.2 26.0 47.1 2 11 0 1,439.8117
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% HPEYAVSVLLR 361 371 24.6 26.0 14.4 2 0 0 1,283.7106
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% DDPHACYSTVFDK 387 399 31.1 25.0 27.6 2 0 0 1,554.6531
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% LKHLVDEPQNLIK 400 412 29.4 25.0 28.1 0 2 0 1,546.8954
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% HLVDEPQNLIK 402 412 44.5 27.5 36.9 4 0 0 1,305.7163
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% LGEYGFQNALIVR 421 433 81.2 27.6 0.0 2 0 0 1,479.7955
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% KVPQVSTPTLVEVSR 437 451 74.7 25.0 73.4 0 5 0 1,639.9378
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% VPQVSTPTLVEVSR 438 451 39.1 26.1 23.4 0 1 0 1,511.8428
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% RPCFSALTPDETYVPK 508 523 24.2 27.3 11.2 0 1 0 1,880.9213
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% KQTALVELLK 548 557 55.3 25.0 42.1 2 0 0 1,142.7145
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% QTALVELLK 549 557 20.1 25.0 17.8 1 0 0 1,014.6195
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% QTALVELLKHKPK 549 561 30.4 25.0 28.0 0 2 0 1,504.9212
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% TVMENFVAFVDK 569 580 50.2 25.6 35.5 2 0 0 1,415.6876
B_13 Serum albumin ALBU_BOVIN 69,294 24 26 60 39.90% LVVSTQTALA 598 607 24.3 25.9 18.4 1 0 0 1,002.5830
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% FKDLGEEHFK 35 44 39.3 27.5 13.9 2 0 0 1,249.6213
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% LVNELTEFAK 66 75 52.8 28.0 46.2 9 0 0 1,163.6307
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% SLHTLFGDELCK 89 100 44.8 26.8 41.4 0 2 0 1,419.6939
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% NECFLSHKDDSPDLPK 123 138 48.3 25.0 48.3 2 2 0 1,901.8701
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% LKPDPNTLCDEFK 139 151 22.3 26.8 20.5 0 2 0 1,576.7679
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% YLYEIAR 161 167 28.4 26.3 0.0 4 0 0 927.4934
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% YNGVFQECCQAEDK 184 197 87.3 25.0 87.3 2 0 0 1,747.7052
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% ALKAWSVAR 233 241 46.4 26.5 30.2 2 0 0 1,001.5890
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% AEFVEVTK 249 256 42.3 26.7 20.3 4 0 0 922.4880
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% ECCHGDLLECADDR 267 280 49.6 25.0 48.3 2 0 0 1,749.6628
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% YICDNQDTISSK 286 297 43.8 25.0 29.1 2 0 0 1,443.6422
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% DAFLGSFLYEYSR 347 359 41.5 26.0 32.0 1 0 0 1,567.7427
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% RHPEYAVSVLLR 360 371 68.2 26.5 51.6 2 14 0 1,439.8117
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% HPEYAVSVLLR 361 371 29.7 26.0 17.4 2 0 0 1,283.7106
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% DDPHACYSTVFDK 387 399 26.5 25.0 25.8 0 2 0 1,554.6531
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% LKHLVDEPQNLIK 400 412 32.2 25.0 31.5 0 2 0 1,546.8954
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% HLVDEPQNLIK 402 412 41.6 27.4 27.9 5 0 0 1,305.7163
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% LGEYGFQNALIVR 421 433 76.9 27.5 0.0 2 0 0 1,479.7955
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% KVPQVSTPTLVEVSR 437 451 62.3 25.0 62.3 2 5 0 1,639.9378
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% VPQVSTPTLVEVSR 438 451 59.7 26.3 59.7 2 2 0 1,511.8428
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% KQTALVELLK 548 557 56.4 25.0 38.5 2 0 0 1,142.7145
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% QTALVELLK 549 557 37.6 25.0 18.7 1 0 0 1,014.6195
B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% EACFAVEGPK 588 597 36.4 25.5 27.4 2 0 0 1,107.5140



B_14 Serum albumin ALBU_BOVIN 69,294 24 28 83 38.60% LVVSTQTALA 598 607 53.5 26.8 44.1 2 0 0 1,002.5830
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% FKDLGEEHFK 35 44 30.9 27.5 16.0 1 0 0 1,249.6213
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% LVNELTEFAK 66 75 50.6 28.0 46.6 12 0 0 1,163.6307
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% SLHTLFGDELCK 89 100 22.8 26.8 22.8 0 2 0 1,419.6939
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% NECFLSHKDDSPDLPK 123 138 54.5 25.0 48.5 2 2 0 1,901.8701
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% LKPDPNTLCDEFK 139 151 39.0 26.9 28.6 2 0 0 1,576.7679
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% YLYEIAR 161 167 28.4 26.3 0.0 3 0 0 927.4934
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% YNGVFQECCQAEDK 184 197 81.8 25.0 81.8 2 0 0 1,747.7052
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% ALKAWSVAR 233 241 39.5 27.5 24.3 2 0 0 1,001.5890
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% AEFVEVTK 249 256 44.6 26.7 30.2 2 0 0 922.4880
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% VHKECCHGDLLECADDR 264 280 21.0 25.0 21.0 0 2 0 2,113.8851
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% YICDNQDTISSK 286 297 32.3 25.0 22.7 2 0 0 1,443.6422
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% LKECCDKPLLEK 298 309 27.7 28.0 21.7 0 1 0 1,532.7815
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% DAIPENLPPLTADFAEDK 319 336 37.7 27.5 21.9 1 0 0 1,955.9600
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% RHPEYAVSVLLR 360 371 86.3 26.5 63.2 2 11 0 1,439.8117
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% HPEYAVSVLLR 361 371 27.7 26.0 12.7 1 0 0 1,283.7106
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% DDPHACYSTVFDK 387 399 49.6 25.0 47.0 2 0 0 1,554.6531
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% LKHLVDEPQNLIK 400 412 23.9 25.0 20.4 0 1 0 1,546.8954
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% HLVDEPQNLIK 402 412 42.7 27.4 32.8 4 0 0 1,305.7163
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% LGEYGFQNALIVR 421 433 73.3 27.5 0.0 2 0 0 1,479.7955
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% KVPQVSTPTLVEVSR 437 451 49.2 25.0 49.0 3 8 0 1,639.9378
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% VPQVSTPTLVEVSR 438 451 46.6 26.1 40.9 1 2 0 1,511.8428
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% KQTALVELLK 548 557 41.7 25.0 32.1 2 0 0 1,142.7145
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% QTALVELLK 549 557 23.2 25.0 15.8 1 0 0 1,014.6195
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% TVMENFVAFVDK 569 580 41.6 25.6 31.8 2 0 0 1,415.6876
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% CCAADDKEACFAVEGPK 581 597 55.2 25.0 55.2 2 0 0 1,927.7985
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% EACFAVEGPK 588 597 31.2 25.5 26.5 2 0 0 1,107.5140
B_15 Serum albumin ALBU_BOVIN 69,294 27 31 84 45.00% LVVSTQTALA 598 607 67.5 26.8 44.8 2 0 0 1,002.5830
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% FKDLGEEHFK 35 44 43.1 28.0 18.9 2 0 0 1,249.6213
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% LVNELTEFAK 66 75 59.2 28.1 52.7 6 0 0 1,163.6307
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% SLHTLFGDELCK 89 100 53.4 26.9 42.4 2 1 0 1,419.6939
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% ETYGDMADCCEK 106 117 43.0 25.0 43.0 2 0 0 1,478.5235
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% NECFLSHKDDSPDLPK 123 138 69.4 25.0 69.4 2 1 0 1,901.8701
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% LKPDPNTLCDEFK 139 151 29.4 26.9 21.9 2 0 0 1,576.7679
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% YLYEIAR 161 167 30.4 26.3 0.0 3 0 0 927.4934
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% YNGVFQECCQAEDK 184 197 70.7 25.0 70.7 2 1 0 1,747.7052
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% AEFVEVTK 249 256 43.2 26.7 27.6 5 0 0 922.4880
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% VHKECCHGDLLECADDR 264 280 42.9 25.0 42.9 0 2 0 2,113.8851
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% ECCHGDLLECADDR 267 280 74.2 25.0 73.3 2 2 0 1,749.6628
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% ECCHGDLLECADDRADLAK 267 285 32.2 25.0 32.2 0 1 0 2,247.9431
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% YICDNQDTISSK 286 297 55.8 25.0 35.5 6 0 0 1,443.6422
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% LKECCDKPLLEK 298 309 28.2 28.4 9.9 1 0 0 1,532.7815
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% DAFLGSFLYEYSR 347 359 85.3 26.3 78.4 2 0 0 1,567.7427
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% RHPEYAVSVLLR 360 371 69.1 26.1 57.1 2 18 0 1,439.8117
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% HPEYAVSVLLR 361 371 22.7 26.0 12.1 1 0 0 1,283.7106
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% LAKEYEATLEECCAK 372 386 19.6 25.0 15.4 0 1 0 1,814.8301
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% EYEATLEECCAK 375 386 81.3 25.0 81.3 2 0 0 1,502.6139
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% DDPHACYSTVFDK 387 399 49.1 25.0 46.0 2 2 0 1,554.6531
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% HLVDEPQNLIK 402 412 46.8 27.5 33.9 6 0 0 1,305.7163
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% LGEYGFQNALIVR 421 433 77.5 27.3 0.0 2 0 0 1,479.7955
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% KVPQVSTPTLVEVSR 437 451 64.7 25.0 62.5 3 4 0 1,639.9378
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% VPQVSTPTLVEVSR 438 451 79.7 25.9 79.7 2 2 0 1,511.8428
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% CCTESLVNR 499 507 41.1 25.0 34.2 2 0 0 1,138.4980
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% KQTALVELLK 548 557 43.0 25.0 28.6 3 0 0 1,142.7145
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% QTALVELLK 549 557 53.0 25.0 36.2 2 0 0 1,014.6195
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% TVMENFVAFVDK 569 580 66.9 25.6 63.0 2 0 0 1,415.6876
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% CCAADDKEACFAVEGPK 581 597 91.3 25.0 91.3 2 1 0 1,927.7985
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% EACFAVEGPK 588 597 28.2 25.7 20.9 2 0 0 1,107.5140
B_16 Serum albumin ALBU_BOVIN 69,294 31 40 109 49.10% LVVSTQTALA 598 607 73.4 26.8 49.9 3 0 0 1,002.5830
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% DLGEEHFK 37 44 31.7 25.0 16.7 2 0 0 974.4579
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% GLVLIAFSQYLQQCPFDEHVK 45 65 86.2 27.6 86.2 0 2 0 2,492.2645
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% LVNELTEFAK 66 75 66.4 28.1 60.1 15 0 0 1,163.6307
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% SLHTLFGDELCK 89 100 51.3 26.9 42.2 2 4 0 1,419.6939
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% QEPERNECFLSHKDDSPDLPK 118 138 37.7 25.0 29.3 0 2 0 2,541.1678
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% NECFLSHKDDSPDLPK 123 138 61.6 25.0 59.6 2 2 0 1,901.8701
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% LKPDPNTLCDEFK 139 151 44.5 26.9 36.6 2 2 0 1,576.7679
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% LKPDPNTLCDEFKADEK 139 155 21.7 26.1 16.3 1 0 0 2,019.9696
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% YLYEIAR 161 167 32.3 26.3 0.0 5 0 0 927.4934
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% HPYFYAPELLYYANK 169 183 35.8 27.6 26.4 0 2 0 1,888.9268
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% YNGVFQECCQAEDK 184 197 70.6 25.0 70.6 2 2 0 1,747.7052
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% LSQKFPKAEFVEVTK 242 256 34.8 25.1 32.4 0 2 0 1,750.9739
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% FPKAEFVEVTK 246 256 25.2 27.3 18.3 1 0 0 1,294.7042
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% AEFVEVTK 249 256 43.7 26.7 29.0 4 0 0 922.4880
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% AEFVEVTKLVTDLTK 249 263 20.8 25.2 18.0 0 1 0 1,692.9420
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% VHKECCHGDLLECADDR 264 280 42.4 25.0 42.4 0 2 0 2,113.8851
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% ECCHGDLLECADDR 267 280 70.4 25.0 70.4 2 0 0 1,749.6628
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% ECCHGDLLECADDRADLAK 267 285 46.6 25.0 46.6 0 2 0 2,247.9431
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% YICDNQDTISSK 286 297 65.2 25.0 43.8 5 0 0 1,443.6422
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% LKECCDKPLLEK 298 309 37.9 28.5 23.9 2 2 0 1,532.7815
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% DAIPENLPPLTADFAEDK 319 336 50.4 27.2 41.0 2 0 0 1,955.9600
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% DAFLGSFLYEYSR 347 359 90.8 26.4 86.2 2 0 0 1,567.7427
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% RHPEYAVSVLLR 360 371 72.9 26.5 61.6 4 16 0 1,439.8117
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% HPEYAVSVLLR 361 371 24.2 26.1 13.9 1 0 0 1,283.7106
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% EYEATLEECCAK 375 386 81.4 25.0 81.4 2 0 0 1,502.6139
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% DDPHACYSTVFDK 387 399 51.9 25.0 48.8 2 2 0 1,554.6531
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% LKHLVDEPQNLIK 400 412 26.0 25.0 23.2 1 0 0 1,546.8954
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% HLVDEPQNLIK 402 412 34.6 27.5 32.2 10 0 0 1,305.7163
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% LGEYGFQNALIVR 421 433 79.5 27.3 0.0 2 0 0 1,479.7955
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% KVPQVSTPTLVEVSR 437 451 64.8 25.0 59.5 2 12 0 1,639.9378
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% VPQVSTPTLVEVSR 438 451 67.7 25.9 67.7 3 1 0 1,511.8428
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% CCTESLVNR 499 507 49.8 25.0 45.9 1 0 0 1,138.4980
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% RPCFSALTPDETYVPK 508 523 35.7 27.4 23.5 2 1 0 1,880.9213
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% KQTALVELLK 548 557 52.3 25.0 39.5 1 0 0 1,142.7145
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% QTALVELLK 549 557 55.3 25.0 39.7 2 0 0 1,014.6195
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% TVMENFVAFVDK 569 580 75.9 25.6 73.3 4 0 0 1,415.6876
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% CCAADDKEACFAVEGPK 581 597 79.8 25.0 79.8 2 0 0 1,927.7985
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% EACFAVEGPK 588 597 67.6 25.5 55.0 3 0 0 1,107.5140
B_17 Serum albumin ALBU_BOVIN 69,294 39 50 151 61.90% LVVSTQTALA 598 607 58.4 26.8 53.3 3 0 0 1,002.5830
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% LVNELTEFAK 66 75 57.6 28.0 53.2 9 0 0 1,163.6307
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% SLHTLFGDELCK 89 100 53.0 26.9 44.4 2 0 0 1,419.6939
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% NECFLSHKDDSPDLPK 123 138 75.3 25.0 72.7 2 2 0 1,901.8701
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% LKPDPNTLCDEFK 139 151 37.8 26.8 27.1 2 2 0 1,576.7679
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% YLYEIAR 161 167 36.1 26.3 0.0 3 0 0 927.4934
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% YNGVFQECCQAEDK 184 197 76.7 25.0 76.7 2 0 0 1,747.7052
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% LSQKFPKAEFVEVTK 242 256 33.3 25.1 33.3 0 2 0 1,750.9739
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% AEFVEVTK 249 256 45.6 26.7 28.8 5 0 0 922.4880
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% AEFVEVTKLVTDLTK 249 263 32.5 25.2 28.8 0 1 0 1,692.9420
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% VHKECCHGDLLECADDR 264 280 26.8 25.0 26.8 0 2 1 2,113.8851
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% ECCHGDLLECADDR 267 280 64.5 25.0 64.2 2 0 0 1,749.6628
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% ECCHGDLLECADDRADLAK 267 285 35.5 25.0 35.0 0 2 0 2,247.9431
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% YICDNQDTISSK 286 297 30.1 25.0 18.2 2 0 0 1,443.6422
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% LKECCDKPLLEK 298 309 27.5 28.1 17.8 0 2 0 1,532.7815



B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% DAIPENLPPLTADFAEDK 319 336 40.1 27.2 38.6 2 0 0 1,955.9600
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% DAFLGSFLYEYSR 347 359 87.9 26.4 81.3 1 0 0 1,567.7427
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% RHPEYAVSVLLR 360 371 71.8 26.0 58.6 2 11 0 1,439.8117
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% HPEYAVSVLLR 361 371 37.8 26.0 25.0 2 0 0 1,283.7106
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% EYEATLEECCAK 375 386 47.2 25.0 37.5 2 0 0 1,502.6139
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% DDPHACYSTVFDK 387 399 50.6 25.0 47.5 2 2 0 1,554.6531
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% LKHLVDEPQNLIK 400 412 26.8 25.0 26.8 1 0 0 1,546.8954
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% HLVDEPQNLIK 402 412 45.5 27.4 32.5 4 0 0 1,305.7163
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% LGEYGFQNALIVR 421 433 73.2 27.5 0.0 2 0 0 1,479.7955
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% KVPQVSTPTLVEVSR 437 451 67.5 25.0 58.3 2 7 0 1,639.9378
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% VPQVSTPTLVEVSR 438 451 44.2 26.1 32.4 0 2 0 1,511.8428
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% RPCFSALTPDETYVPK 508 523 26.9 27.3 16.3 1 0 0 1,880.9213
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% KQTALVELLK 548 557 46.0 25.0 35.7 2 0 0 1,142.7145
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% QTALVELLK 549 557 38.3 25.0 23.4 2 0 0 1,014.6195
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% TVMENFVAFVDK 569 580 69.6 25.6 62.3 3 0 0 1,415.6876
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% CCAADDKEACFAVEGPK 581 597 96.2 25.0 91.4 2 2 0 1,927.7985
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% EACFAVEGPK 588 597 59.3 25.7 47.8 2 0 0 1,107.5140
B_18 Serum albumin ALBU_BOVIN 69,294 32 40 101 51.70% LVVSTQTALA 598 607 63.1 25.9 58.3 2 0 0 1,002.5830
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% FKDLGEEHFK 35 44 38.8 27.4 15.0 2 0 0 1,249.6213
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% DLGEEHFK 37 44 23.6 25.0 17.5 1 0 0 974.4579
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% LVNELTEFAK 66 75 55.4 28.0 52.7 10 0 0 1,163.6307
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% SLHTLFGDELCK 89 100 52.8 26.9 49.4 2 0 0 1,419.6939
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% NECFLSHKDDSPDLPK 123 138 62.0 25.0 57.9 2 0 0 1,901.8701
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% LKPDPNTLCDEFK 139 151 33.3 26.9 22.9 3 0 0 1,576.7679
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% YLYEIAR 161 167 35.0 26.3 0.0 5 0 0 927.4934
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% HPYFYAPELLYYANK 169 183 31.8 27.7 21.1 0 1 0 1,888.9268
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% YNGVFQECCQAEDK 184 197 77.2 25.0 77.2 2 0 0 1,747.7052
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% LSQKFPKAEFVEVTK 242 256 39.9 25.5 36.2 1 2 0 1,750.9739
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% AEFVEVTK 249 256 45.7 26.7 31.1 4 0 0 922.4880
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% AEFVEVTKLVTDLTK 249 263 30.7 25.2 23.9 0 2 0 1,692.9420
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% VHKECCHGDLLECADDR 264 280 25.5 25.0 22.8 0 0 1 2,113.8851
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% ECCHGDLLECADDR 267 280 36.6 25.0 36.6 1 2 0 1,749.6628
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% YICDNQDTISSK 286 297 57.3 25.0 35.5 2 0 0 1,443.6422
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% DAIPENLPPLTADFAEDK 319 336 40.0 27.4 26.7 2 0 0 1,955.9600
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% DAFLGSFLYEYSR 347 359 78.1 26.1 72.5 2 0 0 1,567.7427
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% RHPEYAVSVLLR 360 371 68.1 26.5 51.4 2 13 0 1,439.8117
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% HPEYAVSVLLR 361 371 30.1 26.0 19.8 2 0 0 1,283.7106
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% EYEATLEECCAK 375 386 63.9 25.0 63.9 2 0 0 1,502.6139
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% DDPHACYSTVFDK 387 399 41.7 25.0 39.1 2 2 0 1,554.6531
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% LKHLVDEPQNLIK 400 412 24.9 25.0 24.9 1 0 0 1,546.8954
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% HLVDEPQNLIK 402 412 63.2 27.5 45.3 4 0 0 1,305.7163
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% LGEYGFQNALIVR 421 433 74.7 27.3 0.0 2 1 0 1,479.7955
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% KVPQVSTPTLVEVSR 437 451 53.2 25.0 49.3 1 9 0 1,639.9378
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% RPCFSALTPDETYVPK 508 523 29.2 27.3 15.9 2 2 0 1,880.9213
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% KQTALVELLK 548 557 55.1 25.0 41.1 3 0 0 1,142.7145
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% QTALVELLK 549 557 38.8 25.0 27.8 1 0 0 1,014.6195
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% QTALVELLKHKPK 549 561 22.0 25.0 21.4 0 1 0 1,504.9212
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% TVMENFVAFVDK 569 580 56.5 25.6 48.2 2 0 0 1,415.6876
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% CCAADDKEACFAVEGPK 581 597 44.2 25.0 43.3 2 0 0 1,927.7985
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% EACFAVEGPK 588 597 35.8 25.5 31.3 2 0 0 1,107.5140
B_19 Serum albumin ALBU_BOVIN 69,294 33 40 104 53.70% LVVSTQTALA 598 607 59.3 26.8 36.3 1 0 0 1,002.5830
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% FKDLGEEHFK 35 44 33.6 27.4 15.6 2 0 0 1,249.6213
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% LVNELTEFAK 66 75 53.3 28.0 45.6 7 0 0 1,163.6307
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% SLHTLFGDELCK 89 100 38.1 26.9 35.8 2 0 0 1,419.6939
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% NECFLSHKDDSPDLPK 123 138 43.8 25.0 38.8 2 0 0 1,901.8701
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% LKPDPNTLCDEFK 139 151 24.2 26.4 20.9 2 1 0 1,576.7679
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% YLYEIAR 161 167 32.2 26.3 0.0 4 0 0 927.4934
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% YNGVFQECCQAEDK 184 197 69.4 25.0 69.4 2 0 0 1,747.7052
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% ALKAWSVAR 233 241 22.9 28.0 10.7 2 0 0 1,001.5890
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% LSQKFPKAEFVEVTK 242 256 36.0 25.3 29.8 0 2 0 1,750.9739
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% AEFVEVTK 249 256 43.9 26.7 25.2 4 0 0 922.4880
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% ECCHGDLLECADDR 267 280 39.5 25.0 39.5 0 2 0 1,749.6628
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% YICDNQDTISSK 286 297 34.6 25.0 14.8 2 0 0 1,443.6422
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% LKECCDKPLLEK 298 309 29.2 28.2 9.9 0 1 0 1,532.7815
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% DAFLGSFLYEYSR 347 359 79.7 26.2 74.6 2 0 0 1,567.7427
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% RHPEYAVSVLLR 360 371 71.5 26.0 56.2 2 14 0 1,439.8117
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% EYEATLEECCAK 375 386 50.4 25.0 48.4 2 0 0 1,502.6139
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% DDPHACYSTVFDK 387 399 38.5 25.0 36.0 2 2 0 1,554.6531
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% HLVDEPQNLIK 402 412 42.5 27.4 41.7 5 0 0 1,305.7163
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% LGEYGFQNALIVR 421 433 63.2 27.5 0.0 2 0 0 1,479.7955
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% KVPQVSTPTLVEVSR 437 451 58.2 25.0 55.6 2 6 0 1,639.9378
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% VPQVSTPTLVEVSR 438 451 70.7 26.3 70.7 2 2 0 1,511.8428
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% RPCFSALTPDETYVPK 508 523 21.0 27.4 11.1 0 2 0 1,880.9213
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% KQTALVELLK 548 557 49.6 25.0 36.1 3 0 0 1,142.7145
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% QTALVELLK 549 557 49.9 26.7 33.5 2 0 0 1,014.6195
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% QTALVELLKHKPK 549 561 28.0 25.0 28.0 0 2 0 1,504.9212
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% TVMENFVAFVDK 569 580 22.6 25.6 18.9 2 0 0 1,415.6876
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% EACFAVEGPK 588 597 46.7 26.0 37.6 2 0 0 1,107.5140
B_20 Serum albumin ALBU_BOVIN 69,294 28 33 95 48.60% LVVSTQTALA 598 607 47.3 25.9 40.6 4 0 0 1,002.5830
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% FKDLGEEHFK 35 44 50.0 27.5 26.3 2 0 0 1,249.6213
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% LVNELTEFAK 66 75 52.0 27.9 45.2 7 0 0 1,163.6307
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% SLHTLFGDELCK 89 100 57.0 26.7 47.2 2 2 0 1,419.6939
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% NECFLSHKDDSPDLPK 123 138 57.1 25.0 57.1 2 0 0 1,901.8701
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% LKPDPNTLCDEFK 139 151 30.0 26.7 23.8 1 2 0 1,576.7679
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% YLYEIAR 161 167 27.7 26.3 0.0 2 0 0 927.4934
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% YNGVFQECCQAEDK 184 197 75.8 25.0 75.8 2 0 0 1,747.7052
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% ALKAWSVAR 233 241 33.8 26.5 19.1 1 0 0 1,001.5890
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% AEFVEVTK 249 256 47.6 26.7 33.1 4 0 0 922.4880
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% AEFVEVTKLVTDLTK 249 263 21.6 25.2 19.6 0 1 0 1,692.9420
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% YICDNQDTISSK 286 297 44.0 25.0 29.4 1 0 0 1,443.6422
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% LKECCDKPLLEK 298 309 24.8 28.2 15.4 0 1 0 1,532.7815
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% DAIPENLPPLTADFAEDK 319 336 34.9 27.3 32.1 2 0 0 1,955.9600
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% DAFLGSFLYEYSR 347 359 73.6 26.2 68.1 2 0 0 1,567.7427
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% RHPEYAVSVLLR 360 371 86.8 26.0 54.3 2 7 0 1,439.8117
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% HPEYAVSVLLR 361 371 34.8 26.0 21.9 1 0 0 1,283.7106
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% EYEATLEECCAK 375 386 68.8 25.0 68.8 2 0 0 1,502.6139
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% DDPHACYSTVFDK 387 399 28.9 25.0 26.1 2 0 0 1,554.6531
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% HLVDEPQNLIK 402 412 40.4 27.4 30.2 5 0 0 1,305.7163
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% LGEYGFQNALIVR 421 433 86.1 27.3 0.0 2 0 0 1,479.7955
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% KVPQVSTPTLVEVSR 437 451 75.7 25.0 69.5 2 5 0 1,639.9378
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% VPQVSTPTLVEVSR 438 451 78.0 25.9 73.6 2 2 0 1,511.8428
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% KQTALVELLK 548 557 40.2 25.0 27.5 2 0 0 1,142.7145
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% QTALVELLK 549 557 27.8 26.7 12.4 1 0 0 1,014.6195
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% QTALVELLKHKPK 549 561 28.9 25.0 28.9 0 1 0 1,504.9212
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% TVMENFVAFVDK 569 580 30.2 25.6 29.2 1 0 0 1,415.6876
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% CCAADDKEACFAVEGPK 581 597 74.0 25.0 68.6 1 1 0 1,927.7985
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% EACFAVEGPK 588 597 26.3 25.8 21.2 1 0 0 1,107.5140
B_21 Serum albumin ALBU_BOVIN 69,294 29 35 76 47.80% LVVSTQTALA 598 607 39.4 25.9 30.1 2 0 0 1,002.5830
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% LVNELTEFAK 66 75 60.6 28.1 55.3 3 0 0 1,163.6307
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% SLHTLFGDELCK 89 100 35.7 26.9 25.0 1 2 0 1,419.6939
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% NECFLSHKDDSPDLPK 123 138 61.3 25.0 57.7 2 2 0 1,901.8701
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% LKPDPNTLCDEFK 139 151 37.3 26.9 25.0 2 2 0 1,576.7679



B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% YLYEIAR 161 167 30.0 26.3 0.0 3 0 0 927.4934
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% YNGVFQECCQAEDK 184 197 73.6 25.0 73.6 2 0 0 1,747.7052
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% ALKAWSVAR 233 241 25.0 28.0 7.0 1 0 0 1,001.5890
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% LSQKFPKAEFVEVTK 242 256 37.6 25.4 32.3 0 2 0 1,750.9739
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% AEFVEVTK 249 256 42.7 26.7 28.4 2 0 0 922.4880
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% DAFLGSFLYEYSR 347 359 78.0 26.3 67.8 2 0 0 1,567.7427
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% RHPEYAVSVLLR 360 371 75.0 26.0 57.5 2 15 0 1,439.8117
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% EYEATLEECCAK 375 386 63.1 25.0 59.0 2 0 0 1,502.6139
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% DDPHACYSTVFDK 387 399 48.1 25.0 42.2 2 2 0 1,554.6531
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% HLVDEPQNLIK 402 412 38.5 27.4 33.8 3 0 0 1,305.7163
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% LGEYGFQNALIVR 421 433 93.0 27.3 0.0 2 0 0 1,479.7955
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% KVPQVSTPTLVEVSR 437 451 65.3 25.0 60.4 2 8 0 1,639.9378
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% VPQVSTPTLVEVSR 438 451 83.3 25.9 83.3 2 2 0 1,511.8428
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% QIKKQTALVELLK 545 557 18.8 25.0 18.8 0 1 0 1,511.9522
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% KQTALVELLK 548 557 49.2 25.0 38.0 2 0 0 1,142.7145
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% QTALVELLK 549 557 31.1 26.7 2.3 1 0 0 1,014.6195
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% TVMENFVAFVDK 569 580 57.9 25.6 53.5 2 0 0 1,415.6876
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% EACFAVEGPK 588 597 30.7 25.7 20.6 1 0 0 1,107.5140
B_22 Serum albumin ALBU_BOVIN 69,294 23 30 77 37.90% LVVSTQTALA 598 607 66.0 25.9 65.4 2 0 0 1,002.5830
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% FKDLGEEHFK 35 44 42.8 27.4 21.3 2 0 0 1,249.6213
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% DLGEEHFK 37 44 25.6 25.0 15.0 1 0 0 974.4579
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% LVNELTEFAK 66 75 50.2 27.9 43.9 11 0 0 1,163.6307
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% SLHTLFGDELCK 89 100 56.3 26.9 50.3 2 2 0 1,419.6939
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% QEPERNECFLSHKDDSPDLPK 118 138 16.8 25.0 15.6 0 1 0 2,541.1678
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% NECFLSHKDDSPDLPK 123 138 62.0 25.0 62.0 2 2 0 1,901.8701
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% LKPDPNTLCDEFK 139 151 23.8 27.0 18.0 0 2 0 1,576.7679
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% YLYEIAR 161 167 34.2 26.3 0.0 4 0 0 927.4934
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% YNGVFQECCQAEDK 184 197 86.6 25.0 86.6 2 0 0 1,747.7052
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% ALKAWSVAR 233 241 25.5 28.0 13.1 1 0 0 1,001.5890
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% LSQKFPKAEFVEVTK 242 256 37.8 25.4 37.2 0 2 0 1,750.9739
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% AEFVEVTK 249 256 45.9 26.7 32.2 4 0 0 922.4880
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% VHKECCHGDLLECADDR 264 280 18.5 25.0 18.5 0 1 0 2,113.8851
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% ECCHGDLLECADDR 267 280 70.2 25.0 70.2 2 0 0 1,749.6628
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% ECCHGDLLECADDRADLAK 267 285 25.5 25.0 25.3 0 2 0 2,247.9431
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% YICDNQDTISSK 286 297 44.2 25.0 30.1 2 0 0 1,443.6422
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% LKECCDKPLLEK 298 309 26.3 28.5 11.2 0 1 0 1,532.7815
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% DAFLGSFLYEYSR 347 359 86.9 26.0 78.9 2 0 0 1,567.7427
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% RHPEYAVSVLLR 360 371 59.7 25.9 46.2 2 13 0 1,439.8117
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% EYEATLEECCAK 375 386 58.5 25.0 58.5 2 0 0 1,502.6139
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% DDPHACYSTVFDK 387 399 35.0 25.0 32.7 2 1 0 1,554.6531
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% LKHLVDEPQNLIK 400 412 25.4 25.0 20.3 0 1 0 1,546.8954
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% HLVDEPQNLIK 402 412 49.0 27.4 31.9 5 0 0 1,305.7163
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% LGEYGFQNALIVR 421 433 73.1 27.3 0.0 2 0 0 1,479.7955
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% KVPQVSTPTLVEVSR 437 451 68.6 25.0 64.2 2 13 0 1,639.9378
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% VPQVSTPTLVEVSR 438 451 58.7 25.9 58.7 2 2 0 1,511.8428
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% CCTESLVNR 499 507 20.0 25.0 20.0 1 0 0 1,138.4980
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% KQTALVELLK 548 557 52.2 25.0 38.8 2 0 0 1,142.7145
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% QTALVELLK 549 557 47.8 26.7 31.0 2 0 0 1,014.6195
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% TVMENFVAFVDK 569 580 52.1 25.6 47.3 2 0 0 1,415.6876
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% CCAADDKEACFAVEGPK 581 597 69.6 25.0 65.6 2 2 0 1,927.7985
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% EACFAVEGPK 588 597 43.6 25.8 35.5 2 0 0 1,107.5140
B_23 Serum albumin ALBU_BOVIN 69,294 33 40 111 50.40% LVVSTQTALA 598 607 48.5 25.9 40.8 3 0 0 1,002.5830
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% FKDLGEEHFK 35 44 49.6 27.5 27.8 2 0 0 1,249.6213
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% LVNELTEFAK 66 75 54.3 28.0 52.8 2 0 0 1,163.6307
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% SLHTLFGDELCK 89 100 64.6 26.8 62.5 2 2 0 1,419.6939
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% QEPERNECFLSHKDDSPDLPK 118 138 16.1 25.0 14.6 0 1 0 2,541.1678
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% NECFLSHKDDSPDLPK 123 138 48.1 25.0 47.9 2 0 0 1,901.8701
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% LKPDPNTLCDEFK 139 151 34.8 26.9 33.1 2 2 0 1,576.7679
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% YLYEIAR 161 167 34.2 26.3 0.0 3 0 0 927.4934
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% YNGVFQECCQAEDK 184 197 87.2 25.0 87.2 2 0 0 1,747.7052
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% ALKAWSVAR 233 241 69.7 26.3 42.8 2 0 0 1,001.5890
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% AEFVEVTK 249 256 45.9 26.7 31.2 4 0 0 922.4880
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% AEFVEVTKLVTDLTK 249 263 28.3 25.1 24.6 0 2 0 1,692.9420
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% VHKECCHGDLLECADDR 264 280 37.4 25.0 37.4 0 1 0 2,113.8851
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% ECCHGDLLECADDR 267 280 74.6 25.0 74.6 2 0 0 1,749.6628
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% ECCHGDLLECADDRADLAK 267 285 31.6 25.0 31.5 0 2 0 2,247.9431
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% YICDNQDTISSK 286 297 56.2 25.0 40.8 2 0 0 1,443.6422
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% LKECCDKPLLEK 298 309 36.8 28.5 23.4 2 0 0 1,532.7815
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% DAFLGSFLYEYSR 347 359 72.4 26.0 62.7 2 0 0 1,567.7427
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% RHPEYAVSVLLR 360 371 71.5 26.1 51.5 2 19 0 1,439.8117
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% EYEATLEECCAK 375 386 66.1 25.0 64.7 2 0 0 1,502.6139
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% DDPHACYSTVFDK 387 399 55.3 25.0 52.6 2 1 0 1,554.6531
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% HLVDEPQNLIK 402 412 44.3 27.5 33.5 6 0 0 1,305.7163
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% KVPQVSTPTLVEVSR 437 451 69.6 25.0 62.1 2 18 0 1,639.9378
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% VPQVSTPTLVEVSR 438 451 72.8 25.9 70.4 2 2 0 1,511.8428
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% RPCFSALTPDETYVPK 508 523 27.2 27.3 20.1 0 2 0 1,880.9213
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% KQTALVELLK 548 557 52.5 25.0 30.7 3 0 0 1,142.7145
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% QTALVELLK 549 557 53.2 26.7 31.3 2 0 0 1,014.6195
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% QTALVELLKHKPK 549 561 21.6 25.0 16.6 1 0 0 1,504.9212
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% TVMENFVAFVDK 569 580 50.5 25.1 47.8 2 0 0 1,415.6876
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% CCAADDKEACFAVEGPK 581 597 75.5 25.0 75.5 2 0 0 1,927.7985
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% EACFAVEGPK 588 597 64.2 26.0 52.9 2 0 0 1,107.5140
B_24 Serum albumin ALBU_BOVIN 69,294 31 37 111 49.80% LVVSTQTALA 598 607 40.5 26.8 32.1 2 0 0 1,002.5830
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% FKDLGEEHFK 35 44 36.3 27.5 16.7 2 0 0 1,249.6213
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% DLGEEHFK 37 44 34.0 25.0 23.1 2 0 0 974.4579
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% LVNELTEFAK 66 75 51.2 27.9 46.0 11 0 0 1,163.6307
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% SLHTLFGDELCK 89 100 51.2 26.9 51.2 2 2 0 1,419.6939
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% NECFLSHKDDSPDLPK 123 138 55.0 25.0 55.0 2 2 0 1,901.8701
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% LKPDPNTLCDEFK 139 151 36.9 26.9 29.6 2 2 0 1,576.7679
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% YLYEIAR 161 167 35.5 26.3 0.0 4 0 0 927.4934
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% YNGVFQECCQAEDK 184 197 93.4 25.0 93.4 2 0 0 1,747.7052
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% ALKAWSVAR 233 241 25.4 26.3 18.0 1 0 0 1,001.5890
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% LSQKFPKAEFVEVTK 242 256 40.1 25.1 33.7 0 1 0 1,750.9739
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% AEFVEVTK 249 256 45.8 26.7 23.5 4 0 0 922.4880
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% AEFVEVTKLVTDLTK 249 263 34.7 25.6 28.0 0 2 0 1,692.9420
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% VHKECCHGDLLECADDR 264 280 23.3 25.0 23.3 0 2 0 2,113.8851
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% ECCHGDLLECADDR 267 280 45.6 25.0 45.5 2 0 0 1,749.6628
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% YICDNQDTISSK 286 297 41.4 25.0 25.6 2 0 0 1,443.6422
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% LKECCDKPLLEK 298 309 30.7 28.5 24.7 1 0 0 1,532.7815
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% DAIPENLPPLTADFAEDK 319 336 42.6 27.5 38.0 2 0 0 1,955.9600
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% DAFLGSFLYEYSR 347 359 74.2 26.4 69.1 2 0 0 1,567.7427
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% RHPEYAVSVLLR 360 371 73.4 26.1 62.8 2 17 0 1,439.8117
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% EYEATLEECCAK 375 386 53.7 25.0 53.7 2 0 0 1,502.6139
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% DDPHACYSTVFDK 387 399 41.8 25.0 40.0 2 1 0 1,554.6531
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% LKHLVDEPQNLIK 400 412 36.8 25.0 22.0 1 1 0 1,546.8954
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% HLVDEPQNLIK 402 412 46.2 27.4 25.6 4 0 0 1,305.7163
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% LGEYGFQNALIVR 421 433 75.7 27.3 0.0 2 2 0 1,479.7955
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% KVPQVSTPTLVEVSR 437 451 81.1 25.0 74.1 2 13 0 1,639.9378
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% VPQVSTPTLVEVSR 438 451 60.8 25.9 60.8 3 2 0 1,511.8428
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% CCTESLVNR 499 507 31.9 25.0 27.2 1 0 0 1,138.4980
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% RPCFSALTPDETYVPK 508 523 28.3 27.5 18.9 1 1 0 1,880.9213
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% KQTALVELLK 548 557 50.7 25.0 38.4 3 0 0 1,142.7145



B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% QTALVELLK 549 557 55.6 26.7 32.7 4 0 0 1,014.6195
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% TVMENFVAFVDK 569 580 56.0 25.2 54.5 4 0 0 1,415.6876
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% CCAADDKEACFAVEGPK 581 597 56.4 25.0 56.4 2 0 0 1,927.7985
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% EACFAVEGPK 588 597 51.5 26.0 43.1 1 0 0 1,107.5140
B_25 Serum albumin ALBU_BOVIN 69,294 34 45 125 55.50% LVVSTQTALA 598 607 31.6 25.9 22.5 2 0 0 1,002.5830
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% FKDLGEEHFK 35 44 42.8 27.4 20.9 2 0 0 1,249.6213
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% LVNELTEFAK 66 75 48.0 27.5 40.6 5 0 0 1,163.6307
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% SLHTLFGDELCK 89 100 36.1 26.9 32.4 2 2 0 1,419.6939
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% NECFLSHKDDSPDLPK 123 138 53.3 25.0 51.8 1 2 0 1,901.8701
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% LKPDPNTLCDEFK 139 151 27.3 26.9 25.8 0 2 0 1,576.7679
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% YLYEIAR 161 167 30.3 26.3 0.0 2 0 0 927.4934
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% YNGVFQECCQAEDK 184 197 80.8 25.0 80.8 2 0 0 1,747.7052
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% ALKAWSVAR 233 241 33.7 28.0 18.0 2 0 0 1,001.5890
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% LSQKFPKAEFVEVTK 242 256 28.5 25.1 26.6 0 2 0 1,750.9739
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% AEFVEVTK 249 256 51.7 26.7 34.9 2 0 0 922.4880
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% VHKECCHGDLLECADDR 264 280 32.9 25.0 32.9 0 1 0 2,113.8851
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% ECCHGDLLECADDR 267 280 67.1 25.0 65.7 2 0 0 1,749.6628
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% ECCHGDLLECADDRADLAK 267 285 16.7 25.0 16.7 0 1 0 2,247.9431
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% YICDNQDTISSK 286 297 39.8 25.0 15.8 2 0 0 1,443.6422
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% LKECCDKPLLEK 298 309 27.5 28.4 18.1 0 2 0 1,532.7815
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% RHPEYAVSVLLR 360 371 73.2 26.1 59.0 1 19 0 1,439.8117
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% HPEYAVSVLLR 361 371 42.8 26.0 31.7 2 0 0 1,283.7106
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% DDPHACYSTVFDK 387 399 32.2 25.0 31.7 2 1 0 1,554.6531
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% LKHLVDEPQNLIK 400 412 33.3 25.0 33.3 0 2 0 1,546.8954
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% HLVDEPQNLIK 402 412 40.7 27.4 32.8 4 0 0 1,305.7163
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% LGEYGFQNALIVR 421 433 55.8 27.3 0.0 2 0 0 1,479.7955
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% KVPQVSTPTLVEVSR 437 451 62.9 25.0 61.6 2 11 0 1,639.9378
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% VPQVSTPTLVEVSR 438 451 60.8 25.9 59.3 2 2 0 1,511.8428
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% KQTALVELLK 548 557 31.3 25.0 18.2 2 0 0 1,142.7145
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% QTALVELLK 549 557 26.6 26.7 17.5 2 0 0 1,014.6195
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% QTALVELLKHKPK 549 561 30.3 25.0 26.5 1 0 0 1,504.9212
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% TVMENFVAFVDK 569 580 24.6 25.2 24.6 1 0 0 1,415.6876
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% CCAADDKEACFAVEGPK 581 597 70.1 25.0 70.0 2 0 0 1,927.7985
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% EACFAVEGPK 588 597 55.5 26.0 43.3 2 0 0 1,107.5140
B_26 Serum albumin ALBU_BOVIN 69,294 30 36 96 44.60% LVVSTQTALA 598 607 58.6 26.8 35.1 2 0 0 1,002.5830
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% LVNELTEFAK 66 75 55.4 28.0 50.3 9 0 0 1,163.6307
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% SLHTLFGDELCK 89 100 64.4 26.8 62.5 2 2 0 1,419.6939
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% NECFLSHKDDSPDLPK 123 138 60.6 25.0 59.0 2 2 0 1,901.8701
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% LKPDPNTLCDEFK 139 151 39.0 26.8 30.6 2 0 0 1,576.7679
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% YLYEIAR 161 167 30.9 26.3 0.0 3 0 0 927.4934
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% YNGVFQECCQAEDK 184 197 73.6 25.0 73.6 2 0 0 1,747.7052
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% LSQKFPKAEFVEVTK 242 256 31.7 25.1 26.1 0 2 0 1,750.9739
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% AEFVEVTK 249 256 48.5 26.7 35.0 4 0 0 922.4880
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% VHKECCHGDLLECADDR 264 280 30.2 25.0 30.2 0 2 0 2,113.8851
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% ECCHGDLLECADDR 267 280 63.0 25.0 60.3 2 0 0 1,749.6628
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% YICDNQDTISSK 286 297 44.2 25.0 30.4 2 0 0 1,443.6422
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% LKECCDKPLLEK 298 309 25.0 28.5 15.7 1 1 0 1,532.7815
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% RHPEYAVSVLLR 360 371 73.4 26.1 53.9 2 12 0 1,439.8117
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% HPEYAVSVLLR 361 371 45.3 26.0 31.8 1 0 0 1,283.7106
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% EYEATLEECCAK 375 386 65.2 25.0 65.2 2 0 0 1,502.6139
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% DDPHACYSTVFDK 387 399 25.7 25.0 25.7 0 1 0 1,554.6531
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% LKHLVDEPQNLIK 400 412 35.0 25.0 35.0 0 2 0 1,546.8954
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% HLVDEPQNLIK 402 412 45.6 27.4 34.3 3 0 0 1,305.7163
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% LGEYGFQNALIVR 421 433 71.1 27.3 0.0 2 0 0 1,479.7955
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% KVPQVSTPTLVEVSR 437 451 57.5 25.0 56.4 2 12 0 1,639.9378
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% VPQVSTPTLVEVSR 438 451 47.8 25.9 47.8 3 2 0 1,511.8428
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% CCTESLVNR 499 507 29.4 25.0 20.3 2 0 0 1,138.4980
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% RPCFSALTPDETYVPK 508 523 35.2 27.3 20.8 0 2 0 1,880.9213
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% KQTALVELLK 548 557 50.9 25.0 36.9 3 0 0 1,142.7145
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% QTALVELLK 549 557 47.5 26.7 27.1 4 0 0 1,014.6195
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% TVMENFVAFVDK 569 580 52.9 25.6 51.5 2 0 0 1,415.6876
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% CCAADDKEACFAVEGPK 581 597 76.2 25.0 76.2 2 0 0 1,927.7985
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% EACFAVEGPK 588 597 62.3 25.7 54.2 2 0 0 1,107.5140
B_27 Serum albumin ALBU_BOVIN 69,294 29 35 101 46.10% LVVSTQTALA 598 607 64.7 26.8 54.9 2 0 0 1,002.5830
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% FKDLGEEHFK 35 44 48.3 27.4 27.3 2 0 0 1,249.6213
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% LVNELTEFAK 66 75 56.6 27.9 52.8 9 0 0 1,163.6307
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% SLHTLFGDELCK 89 100 59.0 26.9 55.4 2 2 0 1,419.6939
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% NECFLSHKDDSPDLPK 123 138 51.5 25.0 51.5 2 2 0 1,901.8701
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% LKPDPNTLCDEFK 139 151 21.4 26.9 19.6 1 0 0 1,576.7679
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% YNGVFQECCQAEDK 184 197 91.6 25.0 91.6 2 0 0 1,747.7052
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% LSQKFPKAEFVEVTK 242 256 38.8 25.4 38.8 0 2 0 1,750.9739
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% AEFVEVTK 249 256 44.5 26.7 28.7 4 0 0 922.4880
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% VHKECCHGDLLECADDR 264 280 23.3 25.0 23.3 0 1 0 2,113.8851
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% ECCHGDLLECADDR 267 280 56.5 25.0 56.5 2 0 0 1,749.6628
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% YICDNQDTISSK 286 297 43.7 25.0 11.3 2 0 0 1,443.6422
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% DAFLGSFLYEYSR 347 359 66.8 26.4 64.2 2 0 0 1,567.7427
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% RHPEYAVSVLLR 360 371 72.7 26.1 55.3 2 10 0 1,439.8117
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% HPEYAVSVLLR 361 371 26.5 26.0 14.0 2 0 0 1,283.7106
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% DDPHACYSTVFDK 387 399 44.3 25.0 42.2 1 1 0 1,554.6531
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% LKHLVDEPQNLIK 400 412 28.0 25.0 28.0 1 1 0 1,546.8954
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% HLVDEPQNLIK 402 412 47.9 27.4 36.5 5 0 0 1,305.7163
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% LGEYGFQNALIVR 421 433 75.5 27.5 0.0 2 1 0 1,479.7955
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% KVPQVSTPTLVEVSR 437 451 53.7 25.0 51.8 2 6 0 1,639.9378
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% VPQVSTPTLVEVSR 438 451 51.1 25.9 51.1 2 2 0 1,511.8428
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% KQTALVELLK 548 557 22.2 25.0 14.4 1 0 0 1,142.7145
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% QTALVELLK 549 557 29.6 26.7 16.8 1 0 0 1,014.6195
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% QTALVELLKHKPK 549 561 20.8 25.0 20.8 0 1 0 1,504.9212
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% TVMENFVAFVDK 569 580 46.8 25.1 43.4 2 0 0 1,415.6876
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% CCAADDKEACFAVEGPK 581 597 49.8 25.0 49.8 2 0 0 1,927.7985
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% EACFAVEGPK 588 597 52.1 25.4 37.6 2 0 0 1,107.5140
B_28 Serum albumin ALBU_BOVIN 69,294 27 35 84 41.40% LVVSTQTALA 598 607 65.7 25.9 61.8 2 0 0 1,002.5830
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% FKDLGEEHFK 35 44 36.6 27.4 15.2 3 0 0 1,249.6213
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% LVNELTEFAK 66 75 53.2 28.0 46.6 9 0 0 1,163.6307
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% SLHTLFGDELCK 89 100 45.0 26.9 40.4 2 1 0 1,419.6939
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% NECFLSHKDDSPDLPK 123 138 77.4 25.0 76.8 2 1 0 1,901.8701
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% LKPDPNTLCDEFK 139 151 30.2 26.7 30.2 2 2 0 1,576.7679
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% YLYEIAR 161 167 38.2 26.3 0.0 3 0 0 927.4934
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% YNGVFQECCQAEDK 184 197 51.3 25.0 51.3 2 0 0 1,747.7052
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% ALKAWSVAR 233 241 36.8 27.3 20.4 2 0 0 1,001.5890
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% LSQKFPKAEFVEVTK 242 256 34.9 25.3 30.3 0 2 0 1,750.9739
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% AEFVEVTK 249 256 43.7 26.7 28.1 4 0 0 922.4880
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% AEFVEVTKLVTDLTK 249 263 22.1 25.4 17.9 0 1 0 1,692.9420
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% VHKECCHGDLLECADDR 264 280 16.6 25.0 15.3 0 1 0 2,113.8851
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% ECCHGDLLECADDR 267 280 42.0 25.0 42.0 2 0 0 1,749.6628
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% YICDNQDTISSK 286 297 26.6 25.0 5.7 1 0 0 1,443.6422
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% DAFLGSFLYEYSR 347 359 73.9 26.4 70.1 2 0 0 1,567.7427
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% RHPEYAVSVLLR 360 371 64.1 26.1 47.4 2 16 0 1,439.8117
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% EYEATLEECCAK 375 386 37.7 25.0 37.7 1 0 0 1,502.6139
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% DDPHACYSTVFDK 387 399 41.9 25.0 39.6 2 0 0 1,554.6531
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% HLVDEPQNLIK 402 412 33.6 27.3 13.1 3 0 0 1,305.7163
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% LGEYGFQNALIVR 421 433 25.3 27.5 0.0 0 2 0 1,479.7955
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% KVPQVSTPTLVEVSR 437 451 64.2 25.0 59.4 2 11 0 1,639.9378



B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% VPQVSTPTLVEVSR 438 451 54.7 25.9 47.3 2 2 0 1,511.8428
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% CCTESLVNR 499 507 27.1 25.0 22.2 1 0 0 1,138.4980
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% KQTALVELLK 548 557 55.1 25.0 39.8 3 0 0 1,142.7145
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% QTALVELLK 549 557 50.6 26.7 33.4 2 0 0 1,014.6195
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% TVMENFVAFVDK 569 580 45.9 25.6 45.5 2 0 0 1,415.6876
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% CCAADDKEACFAVEGPK 581 597 58.9 25.0 58.9 2 0 0 1,927.7985
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% EACFAVEGPK 588 597 39.5 25.7 30.1 1 0 0 1,107.5140
B_29 Serum albumin ALBU_BOVIN 69,294 29 35 99 47.60% LVVSTQTALA 598 607 33.2 25.9 29.1 3 0 0 1,002.5830
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% LVNELTEFAK 66 75 25.3 27.5 22.2 2 0 0 1,163.6307
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% SLHTLFGDELCK 89 100 30.3 26.9 24.0 0 1 0 1,419.6939
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% NECFLSHKDDSPDLPK 123 138 62.1 25.0 58.2 2 2 0 1,901.8701
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% LKPDPNTLCDEFK 139 151 26.0 26.9 26.0 2 2 0 1,576.7679
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% YLYEIAR 161 167 29.7 26.3 0.0 2 0 0 927.4934
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% YNGVFQECCQAEDK 184 197 59.1 25.0 59.1 2 0 0 1,747.7052
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% ALKAWSVAR 233 241 35.9 28.0 21.8 2 0 0 1,001.5890
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% AEFVEVTK 249 256 42.8 26.7 29.3 2 0 0 922.4880
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% ECCHGDLLECADDR 267 280 34.2 25.0 34.2 0 2 0 1,749.6628
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% YICDNQDTISSK 286 297 49.9 25.0 33.1 2 0 0 1,443.6422
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% DAFLGSFLYEYSR 347 359 71.6 26.4 70.2 2 0 0 1,567.7427
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% RHPEYAVSVLLR 360 371 62.8 26.1 52.2 2 10 0 1,439.8117
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% DDPHACYSTVFDK 387 399 39.8 25.0 39.8 2 1 0 1,554.6531
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% HLVDEPQNLIK 402 412 39.3 27.4 31.1 4 0 0 1,305.7163
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% LGEYGFQNALIVR 421 433 76.3 27.3 0.0 2 0 0 1,479.7955
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% KVPQVSTPTLVEVSR 437 451 66.3 25.0 66.3 2 8 0 1,639.9378
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% VPQVSTPTLVEVSR 438 451 64.1 25.9 64.1 2 2 0 1,511.8428
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% KQTALVELLK 548 557 46.5 25.0 32.6 3 0 0 1,142.7145
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% TVMENFVAFVDK 569 580 57.4 25.5 54.3 2 0 0 1,415.6876
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% EACFAVEGPK 588 597 38.7 25.7 33.1 2 0 0 1,107.5140
B_30 Serum albumin ALBU_BOVIN 69,294 21 27 69 38.60% LVVSTQTALA 598 607 62.6 25.9 50.8 2 0 0 1,002.5830
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% FKDLGEEHFK 35 44 29.4 27.7 13.0 1 0 0 1,249.6213
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% LVNELTEFAK 66 75 53.3 27.9 48.3 6 0 0 1,163.6307
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% NECFLSHKDDSPDLPK 123 138 60.0 25.0 60.0 2 0 0 1,901.8701
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% LKPDPNTLCDEFK 139 151 39.9 26.7 27.5 1 1 0 1,576.7679
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% YLYEIAR 161 167 32.0 26.3 0.0 4 0 0 927.4934
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% ALKAWSVAR 233 241 41.0 28.1 25.9 2 0 0 1,001.5890
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% LSQKFPKAEFVEVTK 242 256 40.6 25.1 32.5 0 2 0 1,750.9739
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% AEFVEVTK 249 256 48.7 26.7 34.1 4 0 0 922.4880
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% AEFVEVTKLVTDLTK 249 263 26.1 25.1 21.2 0 1 0 1,692.9420
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% ECCHGDLLECADDR 267 280 31.2 25.0 31.2 0 2 0 1,749.6628
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% YICDNQDTISSK 286 297 58.7 25.0 43.4 2 0 0 1,443.6422
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% DAFLGSFLYEYSR 347 359 62.8 26.4 60.5 2 0 0 1,567.7427
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% RHPEYAVSVLLR 360 371 77.1 26.0 60.9 2 18 0 1,439.8117
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% DDPHACYSTVFDK 387 399 25.5 25.0 25.5 1 1 0 1,554.6531
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% HLVDEPQNLIK 402 412 36.7 27.2 27.0 2 0 0 1,305.7163
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% LGEYGFQNALIVR 421 433 68.5 27.3 0.0 2 2 0 1,479.7955
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% KVPQVSTPTLVEVSR 437 451 69.2 25.0 68.2 2 16 0 1,639.9378
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% VPQVSTPTLVEVSR 438 451 56.2 25.9 56.2 2 2 0 1,511.8428
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% QIKKQTALVELLK 545 557 27.6 25.0 27.6 0 1 0 1,511.9522
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% KQTALVELLK 548 557 47.0 25.0 34.8 4 0 0 1,142.7145
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% QTALVELLK 549 557 49.8 26.7 29.4 4 0 0 1,014.6195
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% QTALVELLKHKPK 549 561 26.1 25.0 15.3 1 0 0 1,504.9212
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% TVMENFVAFVDK 569 580 44.2 25.7 42.5 2 0 0 1,415.6876
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% EACFAVEGPK 588 597 28.2 25.7 22.2 2 0 0 1,107.5140
B_31 Serum albumin ALBU_BOVIN 69,294 25 31 95 39.40% LVVSTQTALA 598 607 73.4 27.6 61.8 1 0 0 1,002.5830
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% FKDLGEEHFK 35 44 28.9 27.5 9.2 2 0 0 1,249.6213
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% LVNELTEFAK 66 75 62.7 28.0 59.5 5 0 0 1,163.6307
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% SLHTLFGDELCK 89 100 33.2 26.7 18.3 0 2 0 1,419.6939
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% NECFLSHKDDSPDLPK 123 138 60.1 25.0 53.7 2 2 0 1,901.8701
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% LKPDPNTLCDEFK 139 151 19.9 26.9 19.9 0 2 0 1,576.7679
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% YLYEIAR 161 167 33.9 26.3 0.0 2 0 0 927.4934
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% LSQKFPKAEFVEVTK 242 256 30.6 25.0 30.6 2 0 0 1,750.9739
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% AEFVEVTK 249 256 43.2 26.7 20.7 4 0 0 922.4880
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% YICDNQDTISSK 286 297 31.8 25.0 16.0 2 0 0 1,443.6422
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% RHPEYAVSVLLR 360 371 65.4 26.1 49.9 1 9 0 1,439.8117
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% HLVDEPQNLIK 402 412 37.7 27.4 32.5 2 0 0 1,305.7163
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% LGEYGFQNALIVR 421 433 70.6 27.3 0.0 2 2 0 1,479.7955
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% KVPQVSTPTLVEVSR 437 451 71.1 25.0 70.5 2 6 0 1,639.9378
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% VPQVSTPTLVEVSR 438 451 51.8 26.1 51.7 1 2 0 1,511.8428
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% KQTALVELLK 548 557 51.0 25.0 39.4 3 0 0 1,142.7145
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% QTALVELLK 549 557 47.9 26.7 33.0 2 0 0 1,014.6195
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% QTALVELLKHKPK 549 561 26.1 25.0 17.9 1 0 0 1,504.9212
B_32 Serum albumin ALBU_BOVIN 69,294 18 23 60 28.00% LVVSTQTALA 598 607 32.4 27.6 27.8 2 0 0 1,002.5830
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% FKDLGEEHFK 35 44 20.8 27.5 9.7 1 0 0 1,249.6213
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% LVNELTEFAK 66 75 62.1 28.1 53.9 2 0 0 1,163.6307
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% YLYEIAR 161 167 37.3 26.3 0.0 2 0 0 927.4934
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% YNGVFQECCQAEDK 184 197 50.0 25.0 50.0 2 0 0 1,747.7052
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% AEFVEVTK 249 256 38.7 26.7 25.5 1 0 0 922.4880
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% ECCHGDLLECADDR 267 280 47.1 25.0 45.2 2 0 0 1,749.6628
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% YICDNQDTISSK 286 297 31.1 25.0 13.5 2 0 0 1,443.6422
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% LKECCDKPLLEK 298 309 29.3 28.5 11.3 1 0 0 1,532.7815
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% EYEATLEECCAK 375 386 66.3 25.0 66.3 2 0 0 1,502.6139
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% DDPHACYSTVFDK 387 399 23.1 25.0 19.3 1 0 0 1,554.6531
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% HLVDEPQNLIK 402 412 36.7 27.4 24.7 3 0 0 1,305.7163
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% KVPQVSTPTLVEVSR 437 451 65.2 25.0 65.2 2 1 0 1,639.9378
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% VPQVSTPTLVEVSR 438 451 53.5 26.3 53.5 2 0 0 1,511.8428
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% KQTALVELLK 548 557 28.9 25.0 17.4 2 0 0 1,142.7145
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% QTALVELLK 549 557 38.8 25.0 19.8 1 0 0 1,014.6195
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% CCAADDKEACFAVEGPK 581 597 56.7 25.0 53.9 1 2 0 1,927.7985
C_01 Serum albumin ALBU_BOVIN 69,294 17 19 32 28.80% LVVSTQTALA 598 607 28.7 26.8 21.9 2 0 0 1,002.5830
C_02 Serum albumin ALBU_BOVIN 69,294 12 13 22 18.60% FKDLGEEHFK 35 44 33.9 27.6 20.1 1 0 0 1,249.6213
C_02 Serum albumin ALBU_BOVIN 69,294 12 13 22 18.60% LVNELTEFAK 66 75 37.9 27.1 29.1 2 0 0 1,163.6307
C_02 Serum albumin ALBU_BOVIN 69,294 12 13 22 18.60% YLYEIAR 161 167 33.1 26.3 0.0 2 0 0 927.4934
C_02 Serum albumin ALBU_BOVIN 69,294 12 13 22 18.60% ALKAWSVAR 233 241 32.4 26.3 19.1 2 0 0 1,001.5890
C_02 Serum albumin ALBU_BOVIN 69,294 12 13 22 18.60% AEFVEVTK 249 256 51.7 27.2 27.7 1 0 0 922.4880
C_02 Serum albumin ALBU_BOVIN 69,294 12 13 22 18.60% YICDNQDTISSK 286 297 27.6 25.0 16.7 2 0 0 1,443.6422
C_02 Serum albumin ALBU_BOVIN 69,294 12 13 22 18.60% EYEATLEECCAK 375 386 57.3 25.0 57.3 2 0 0 1,502.6139
C_02 Serum albumin ALBU_BOVIN 69,294 12 13 22 18.60% HLVDEPQNLIK 402 412 37.5 27.4 21.5 2 0 0 1,305.7163
C_02 Serum albumin ALBU_BOVIN 69,294 12 13 22 18.60% KVPQVSTPTLVEVSR 437 451 51.2 25.0 48.2 2 1 0 1,639.9378
C_02 Serum albumin ALBU_BOVIN 69,294 12 13 22 18.60% VPQVSTPTLVEVSR 438 451 44.5 26.1 42.9 2 0 0 1,511.8428
C_02 Serum albumin ALBU_BOVIN 69,294 12 13 22 18.60% QTALVELLK 549 557 16.5 25.0 9.3 1 0 0 1,014.6195
C_02 Serum albumin ALBU_BOVIN 69,294 12 13 22 18.60% LVVSTQTALA 598 607 34.8 26.8 23.6 2 0 0 1,002.5830
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% FKDLGEEHFK 35 44 34.3 27.5 22.4 1 0 0 1,249.6213
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% LVNELTEFAK 66 75 55.8 27.1 48.9 2 0 0 1,163.6307
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% SLHTLFGDELCK 89 100 35.1 27.1 32.8 2 0 0 1,419.6939
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% NECFLSHKDDSPDLPK 123 138 17.6 25.0 16.5 0 1 0 1,901.8701
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% YLYEIAR 161 167 29.9 25.5 0.0 2 0 0 927.4934
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% ALKAWSVAR 233 241 38.6 27.5 25.5 1 0 0 1,001.5890
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% AEFVEVTK 249 256 38.9 27.5 17.1 2 0 0 922.4880
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% YICDNQDTISSK 286 297 38.8 25.0 25.3 2 0 0 1,443.6422
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% EYEATLEECCAK 375 386 56.0 25.0 54.7 2 0 0 1,502.6139
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% HLVDEPQNLIK 402 412 39.8 27.9 35.3 2 0 0 1,305.7163
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% KVPQVSTPTLVEVSR 437 451 74.7 25.0 70.7 2 2 0 1,639.9378



C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% VPQVSTPTLVEVSR 438 451 71.6 26.1 71.6 2 1 0 1,511.8428
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% KQTALVELLK 548 557 40.1 25.0 28.6 2 0 0 1,142.7145
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% QTALVELLK 549 557 28.0 25.0 17.8 1 0 0 1,014.6195
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% CCAADDKEACFAVEGPK 581 597 23.0 25.0 21.5 0 2 0 1,927.7985
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% EACFAVEGPK 588 597 35.4 25.4 26.8 1 0 0 1,107.5140
C_03 Serum albumin ALBU_BOVIN 69,294 17 19 31 26.20% LVVSTQTALA 598 607 73.2 26.8 49.5 1 0 0 1,002.5830
C_04 Serum albumin ALBU_BOVIN 69,294 12 13 20 21.10% LVNELTEFAK 66 75 59.0 27.1 49.8 2 0 0 1,163.6307
C_04 Serum albumin ALBU_BOVIN 69,294 12 13 20 21.10% SLHTLFGDELCK 89 100 19.4 26.6 19.4 0 1 0 1,419.6939
C_04 Serum albumin ALBU_BOVIN 69,294 12 13 20 21.10% NECFLSHKDDSPDLPK 123 138 17.3 25.0 8.7 0 1 0 1,901.8701
C_04 Serum albumin ALBU_BOVIN 69,294 12 13 20 21.10% YLYEIAR 161 167 32.1 26.3 0.0 2 0 0 927.4934
C_04 Serum albumin ALBU_BOVIN 69,294 12 13 20 21.10% ALKAWSVAR 233 241 22.0 27.5 21.4 1 0 0 1,001.5890
C_04 Serum albumin ALBU_BOVIN 69,294 12 13 20 21.10% AEFVEVTK 249 256 24.4 27.1 15.2 1 0 0 922.4880
C_04 Serum albumin ALBU_BOVIN 69,294 12 13 20 21.10% YICDNQDTISSK 286 297 36.6 25.0 19.8 1 0 0 1,443.6422
C_04 Serum albumin ALBU_BOVIN 69,294 12 13 20 21.10% EYEATLEECCAK 375 386 47.2 25.0 47.2 1 0 0 1,502.6139
C_04 Serum albumin ALBU_BOVIN 69,294 12 13 20 21.10% KVPQVSTPTLVEVSR 437 451 51.0 25.0 43.8 2 2 0 1,639.9378
C_04 Serum albumin ALBU_BOVIN 69,294 12 13 20 21.10% VPQVSTPTLVEVSR 438 451 59.2 26.4 59.2 2 0 0 1,511.8428
C_04 Serum albumin ALBU_BOVIN 69,294 12 13 20 21.10% CCAADDKEACFAVEGPK 581 597 31.3 25.0 25.5 0 2 0 1,927.7985
C_04 Serum albumin ALBU_BOVIN 69,294 12 13 20 21.10% LVVSTQTALA 598 607 30.9 26.8 28.0 2 0 0 1,002.5830
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% FKDLGEEHFK 35 44 28.6 27.8 16.1 2 0 0 1,249.6213
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% LVNELTEFAK 66 75 33.5 27.1 25.0 2 0 0 1,163.6307
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% SLHTLFGDELCK 89 100 32.6 26.7 31.5 0 2 0 1,419.6939
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% NECFLSHKDDSPDLPK 123 138 23.4 25.0 23.4 0 2 0 1,901.8701
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% YLYEIAR 161 167 30.4 26.8 0.0 2 0 0 927.4934
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% ALKAWSVAR 233 241 28.5 27.5 16.5 1 0 0 1,001.5890
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% LSQKFPKAEFVEVTK 242 256 19.9 25.3 12.5 0 1 0 1,750.9739
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% AEFVEVTK 249 256 31.6 27.2 16.4 2 0 0 922.4880
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% YICDNQDTISSK 286 297 34.6 25.0 17.4 2 0 0 1,443.6422
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% RHPEYAVSVLLR 360 371 64.6 25.9 52.0 2 11 0 1,439.8117
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% HPEYAVSVLLR 361 371 23.9 26.1 14.3 1 0 0 1,283.7106
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% LKHLVDEPQNLIK 400 412 13.4 25.0 12.3 0 1 0 1,546.8954
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% HLVDEPQNLIK 402 412 41.6 27.3 30.8 2 0 0 1,305.7163
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% KVPQVSTPTLVEVSR 437 451 70.0 25.0 68.4 1 5 0 1,639.9378
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% VPQVSTPTLVEVSR 438 451 80.0 26.1 76.5 2 2 0 1,511.8428
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% QTALVELLK 549 557 47.4 25.0 32.6 1 0 0 1,014.6195
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% CCAADDKEACFAVEGPK 581 597 18.0 25.0 18.0 0 1 0 1,927.7985
C_05 Serum albumin ALBU_BOVIN 69,294 18 21 47 27.50% LVVSTQTALA 598 607 53.2 26.8 42.2 2 0 0 1,002.5830
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% FKDLGEEHFK 35 44 28.2 27.6 16.1 1 0 0 1,249.6213
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% LVNELTEFAK 66 75 43.1 27.1 32.8 2 0 0 1,163.6307
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% SLHTLFGDELCK 89 100 25.3 26.5 17.9 0 2 0 1,419.6939
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% YLYEIAR 161 167 32.1 25.5 0.0 2 0 0 927.4934
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% AEFVEVTK 249 256 41.3 27.5 27.0 2 0 0 922.4880
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% YICDNQDTISSK 286 297 41.3 25.0 27.0 2 0 0 1,443.6422
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% RHPEYAVSVLLR 360 371 49.5 26.4 40.1 0 4 0 1,439.8117
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% HLVDEPQNLIK 402 412 33.5 27.3 24.3 2 0 0 1,305.7163
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% LGEYGFQNALIVR 421 433 38.5 27.6 0.0 2 0 0 1,479.7955
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% KVPQVSTPTLVEVSR 437 451 54.6 25.0 53.4 2 2 0 1,639.9378
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% VPQVSTPTLVEVSR 438 451 48.2 26.2 41.8 2 0 0 1,511.8428
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% QTALVELLK 549 557 23.0 25.0 12.3 2 0 0 1,014.6195
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% CCAADDKEACFAVEGPK 581 597 48.0 25.0 48.0 0 2 0 1,927.7985
C_06 Serum albumin ALBU_BOVIN 69,294 14 15 31 22.40% EACFAVEGPK 588 597 42.8 25.6 37.1 2 0 0 1,107.5140
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% FKDLGEEHFK 35 44 25.5 27.8 13.1 1 0 0 1,249.6213
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% LVNELTEFAK 66 75 62.6 27.1 53.9 2 0 0 1,163.6307
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% SLHTLFGDELCK 89 100 18.9 27.1 13.3 0 2 0 1,419.6939
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% YLYEIAR 161 167 25.4 26.7 0.0 2 0 0 927.4934
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% ALKAWSVAR 233 241 38.5 27.5 28.1 2 0 0 1,001.5890
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% LSQKFPKAEFVEVTK 242 256 51.5 25.3 47.2 0 2 0 1,750.9739
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% AEFVEVTK 249 256 43.7 27.5 21.7 2 0 0 922.4880
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% YICDNQDTISSK 286 297 35.2 25.0 21.6 2 0 0 1,443.6422
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% RHPEYAVSVLLR 360 371 60.7 26.5 48.0 2 8 0 1,439.8117
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% LKHLVDEPQNLIK 400 412 18.5 25.0 12.9 0 1 0 1,546.8954
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% HLVDEPQNLIK 402 412 35.6 27.5 32.3 2 0 0 1,305.7163
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% LGEYGFQNALIVR 421 433 46.6 27.6 0.0 1 0 0 1,479.7955
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% KVPQVSTPTLVEVSR 437 451 74.2 25.0 74.2 2 4 0 1,639.9378
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% VPQVSTPTLVEVSR 438 451 69.4 26.2 69.4 2 0 0 1,511.8428
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% KQTALVELLK 548 557 40.9 25.0 30.0 2 0 0 1,142.7145
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% KQTALVELLKHKPK 548 561 15.1 25.0 15.1 0 1 0 1,633.0162
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% QTALVELLK 549 557 18.7 25.0 4.1 1 0 0 1,014.6195
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% CCAADDKEACFAVEGPK 581 597 63.5 25.0 63.4 0 2 0 1,927.7985
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% EACFAVEGPK 588 597 18.8 25.3 18.8 1 0 0 1,107.5140
C_07 Serum albumin ALBU_BOVIN 69,294 20 22 46 27.80% LVVSTQTALA 598 607 33.2 26.8 23.1 2 0 0 1,002.5830
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% LVNELTEFAK 66 75 42.2 27.1 37.1 2 0 0 1,163.6307
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% YLYEIAR 161 167 23.2 26.3 0.0 1 0 0 927.4934
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% YNGVFQECCQAEDK 184 197 26.6 25.0 26.6 2 0 0 1,747.7052
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% ALKAWSVAR 233 241 51.8 26.5 39.7 2 0 0 1,001.5890
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% AEFVEVTK 249 256 33.2 27.2 23.6 2 0 0 922.4880
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% YICDNQDTISSK 286 297 46.3 25.0 28.3 2 0 0 1,443.6422
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% RHPEYAVSVLLR 360 371 43.8 26.5 33.9 0 2 0 1,439.8117
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% EYEATLEECCAK 375 386 47.0 25.0 45.5 2 0 0 1,502.6139
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% HLVDEPQNLIK 402 412 40.0 28.0 30.1 2 0 0 1,305.7163
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% KVPQVSTPTLVEVSR 437 451 70.7 25.0 66.9 2 2 0 1,639.9378
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% VPQVSTPTLVEVSR 438 451 47.6 26.3 47.6 2 1 0 1,511.8428
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% CCAADDKEACFAVEGPK 581 597 30.8 25.0 30.8 0 2 0 1,927.7985
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% EACFAVEGPK 588 597 24.1 25.3 12.9 1 0 0 1,107.5140
C_08 Serum albumin ALBU_BOVIN 69,294 14 16 29 22.60% LVVSTQTALA 598 607 25.5 26.8 18.4 2 0 0 1,002.5830
C_09 Serum albumin ALBU_BOVIN 69,294 11 14 27 20.10% LVNELTEFAK 66 75 44.5 28.0 31.7 1 0 0 1,163.6307
C_09 Serum albumin ALBU_BOVIN 69,294 11 14 27 20.10% SLHTLFGDELCK 89 100 39.8 26.6 34.7 2 2 0 1,419.6939
C_09 Serum albumin ALBU_BOVIN 69,294 11 14 27 20.10% YLYEIAR 161 167 25.6 25.5 0.0 1 0 0 927.4934
C_09 Serum albumin ALBU_BOVIN 69,294 11 14 27 20.10% AEFVEVTKLVTDLTK 249 263 36.2 25.8 26.6 0 1 0 1,692.9420
C_09 Serum albumin ALBU_BOVIN 69,294 11 14 27 20.10% RHPEYAVSVLLR 360 371 91.6 25.9 73.2 2 4 0 1,439.8117
C_09 Serum albumin ALBU_BOVIN 69,294 11 14 27 20.10% HLVDEPQNLIK 402 412 42.2 27.3 29.4 2 0 0 1,305.7163
C_09 Serum albumin ALBU_BOVIN 69,294 11 14 27 20.10% LGEYGFQNALIVR 421 433 60.8 27.7 0.0 2 0 0 1,479.7955
C_09 Serum albumin ALBU_BOVIN 69,294 11 14 27 20.10% KVPQVSTPTLVEVSR 437 451 102.0 25.0 102.0 2 2 0 1,639.9378
C_09 Serum albumin ALBU_BOVIN 69,294 11 14 27 20.10% VPQVSTPTLVEVSR 438 451 71.7 26.2 71.7 2 0 0 1,511.8428
C_09 Serum albumin ALBU_BOVIN 69,294 11 14 27 20.10% CCAADDKEACFAVEGPK 581 597 55.6 25.0 49.2 0 2 0 1,927.7985
C_09 Serum albumin ALBU_BOVIN 69,294 11 14 27 20.10% LVVSTQTALA 598 607 63.1 26.8 43.3 2 0 0 1,002.5830
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% LVNELTEFAK 66 75 61.5 27.1 60.5 2 0 0 1,163.6307
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% SLHTLFGDELCK 89 100 37.4 27.1 30.0 1 2 0 1,419.6939
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% YLYEIAR 161 167 30.9 25.5 0.0 1 0 0 927.4934
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% ALKAWSVAR 233 241 44.0 27.5 30.8 1 0 0 1,001.5890
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% AEFVEVTK 249 256 33.7 27.5 18.4 2 0 0 922.4880
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% RHPEYAVSVLLR 360 371 65.7 26.4 50.5 2 4 0 1,439.8117
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% LAKEYEATLEECCAK 372 386 32.5 25.0 29.0 0 2 0 1,814.8301
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% HLVDEPQNLIK 402 412 35.7 27.3 23.6 2 0 0 1,305.7163
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% LGEYGFQNALIVR 421 433 54.6 27.6 0.0 2 0 0 1,479.7955
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% KVPQVSTPTLVEVSR 437 451 79.3 25.0 78.6 2 2 0 1,639.9378
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% VPQVSTPTLVEVSR 438 451 49.7 26.1 49.7 2 1 0 1,511.8428
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% KQTALVELLK 548 557 57.7 25.0 38.0 2 0 0 1,142.7145
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% CCAADDKEACFAVEGPK 581 597 34.8 25.0 29.6 0 1 0 1,927.7985
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% EACFAVEGPK 588 597 21.4 25.3 14.4 1 0 0 1,107.5140
C_10 Serum albumin ALBU_BOVIN 69,294 15 19 34 24.50% LVVSTQTALA 598 607 49.2 26.8 37.5 2 0 0 1,002.5830
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% YLYEIAR 161 167 32.0 25.5 0.0 1 0 0 927.4934
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% ALKAWSVAR 233 241 50.5 27.5 31.2 1 0 0 1,001.5890



C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% AEFVEVTK 249 256 43.0 27.4 29.8 2 0 0 922.4880
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% YICDNQDTISSK 286 297 51.0 25.0 31.1 2 0 0 1,443.6422
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% RHPEYAVSVLLR 360 371 57.0 26.4 41.0 2 3 0 1,439.8117
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% LAKEYEATLEECCAK 372 386 18.3 25.0 15.6 0 1 0 1,814.8301
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% HLVDEPQNLIK 402 412 34.9 27.2 19.9 2 0 0 1,305.7163
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% LGEYGFQNALIVR 421 433 50.2 27.6 0.0 2 0 0 1,479.7955
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% KVPQVSTPTLVEVSR 437 451 71.1 25.0 69.8 2 3 0 1,639.9378
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% VPQVSTPTLVEVSR 438 451 63.9 26.2 63.5 2 2 0 1,511.8428
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% KQTALVELLK 548 557 31.0 25.0 13.2 1 0 0 1,142.7145
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% TVMENFVAFVDK 569 580 30.8 25.4 25.1 1 0 0 1,415.6876
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% CCAADDKEACFAVEGPK 581 597 50.0 25.0 45.7 0 2 0 1,927.7985
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% EACFAVEGPK 588 597 33.3 25.4 33.3 2 0 0 1,107.5140
C_11 Serum albumin ALBU_BOVIN 69,294 15 18 32 24.90% LVVSTQTALA 598 607 46.6 26.8 36.1 1 0 0 1,002.5830
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% FKDLGEEHFK 35 44 34.2 27.8 21.5 1 0 0 1,249.6213
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% SLHTLFGDELCK 89 100 33.2 26.7 29.6 0 2 0 1,419.6939
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% YLYEIAR 161 167 32.7 25.5 0.0 2 0 0 927.4934
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% YNGVFQECCQAEDK 184 197 58.9 25.0 58.5 2 0 0 1,747.7052
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% AEFVEVTK 249 256 43.5 27.5 22.0 2 0 0 922.4880
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% VHKECCHGDLLECADDR 264 280 25.1 25.0 25.1 0 1 0 2,113.8851
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% YICDNQDTISSK 286 297 41.1 25.0 23.7 2 0 0 1,443.6422
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% RHPEYAVSVLLR 360 371 68.7 26.4 54.4 2 4 0 1,439.8117
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% LAKEYEATLEECCAK 372 386 19.1 25.0 18.9 0 1 0 1,814.8301
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% HLVDEPQNLIK 402 412 43.8 27.2 33.1 2 0 0 1,305.7163
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% LGEYGFQNALIVR 421 433 53.0 27.7 0.0 2 0 0 1,479.7955
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% KVPQVSTPTLVEVSR 437 451 73.1 25.0 56.3 2 3 0 1,639.9378
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% VPQVSTPTLVEVSR 438 451 26.1 25.5 17.2 0 2 0 1,511.8428
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% KQTALVELLK 548 557 23.1 25.0 18.1 1 0 0 1,142.7145
C_12 Serum albumin ALBU_BOVIN 69,294 15 17 33 27.70% TVMENFVAFVDK 569 580 53.1 25.4 47.6 2 0 0 1,415.6876
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% LVNELTEFAK 66 75 49.2 28.0 44.7 2 0 0 1,163.6307
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% NECFLSHKDDSPDLPK 123 138 22.0 25.0 22.0 0 2 0 1,901.8701
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% LKPDPNTLCDEFK 139 151 19.0 26.1 17.9 0 1 0 1,576.7679
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% YLYEIAR 161 167 36.7 25.5 0.0 2 0 0 927.4934
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% YNGVFQECCQAEDK 184 197 54.5 25.0 54.5 2 0 0 1,747.7052
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% ALKAWSVAR 233 241 48.3 27.5 32.4 2 0 0 1,001.5890
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% LSQKFPKAEFVEVTK 242 256 31.9 25.6 31.5 2 0 0 1,750.9739
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% AEFVEVTK 249 256 45.7 27.4 23.7 1 0 0 922.4880
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% AEFVEVTKLVTDLTK 249 263 34.8 25.7 26.2 0 2 0 1,692.9420
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% YICDNQDTISSK 286 297 33.2 25.0 10.0 2 0 0 1,443.6422
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% LKECCDKPLLEK 298 309 24.2 27.7 11.0 0 1 0 1,532.7815
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% RHPEYAVSVLLR 360 371 71.8 26.5 53.4 2 8 0 1,439.8117
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% HPEYAVSVLLR 361 371 31.9 26.1 20.1 2 0 0 1,283.7106
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% LAKEYEATLEECCAK 372 386 30.3 25.0 30.3 0 2 0 1,814.8301
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% DDPHACYSTVFDK 387 399 20.3 25.0 17.6 1 0 0 1,554.6531
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% HLVDEPQNLIK 402 412 43.8 27.3 38.2 3 0 0 1,305.7163
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% LGEYGFQNALIVR 421 433 67.0 28.0 0.0 2 0 0 1,479.7955
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% KVPQVSTPTLVEVSR 437 451 55.1 25.0 54.7 2 4 0 1,639.9378
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% VPQVSTPTLVEVSR 438 451 71.2 26.2 71.2 2 2 0 1,511.8428
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% RPCFSALTPDETYVPK 508 523 18.5 27.6 12.6 0 1 0 1,880.9213
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% KQTALVELLK 548 557 42.0 25.0 30.2 2 0 0 1,142.7145
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% QTALVELLK 549 557 30.4 25.0 19.1 1 0 0 1,014.6195
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% QTALVELLKHKPK 549 561 24.6 25.0 18.9 2 2 0 1,504.9212
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% TVMENFVAFVDK 569 580 31.8 25.4 31.2 2 0 0 1,415.6876
C_13 Serum albumin ALBU_BOVIN 69,294 25 29 61 40.50% LVVSTQTALA 598 607 42.4 26.8 42.3 2 0 0 1,002.5830
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% LVNELTEFAK 66 75 40.9 28.0 35.3 2 0 0 1,163.6307
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% LKPDPNTLCDEFK 139 151 26.2 26.1 21.4 1 0 0 1,576.7679
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% YLYEIAR 161 167 24.2 25.5 0.0 2 0 0 927.4934
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% YNGVFQECCQAEDK 184 197 72.1 25.0 72.1 2 0 0 1,747.7052
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% ALKAWSVAR 233 241 33.2 27.3 28.4 2 0 0 1,001.5890
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% LSQKFPKAEFVEVTK 242 256 36.3 25.3 32.8 0 2 0 1,750.9739
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% AEFVEVTK 249 256 32.1 27.4 24.1 1 0 0 922.4880
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% YICDNQDTISSK 286 297 25.2 25.0 12.2 1 0 0 1,443.6422
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% RHPEYAVSVLLR 360 371 44.6 26.4 32.2 1 2 0 1,439.8117
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% HPEYAVSVLLR 361 371 25.5 26.5 12.1 1 0 0 1,283.7106
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% LAKEYEATLEECCAK 372 386 19.4 25.0 17.6 0 2 0 1,814.8301
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% HLVDEPQNLIK 402 412 35.8 27.2 20.6 2 0 0 1,305.7163
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% LGEYGFQNALIVR 421 433 64.0 27.7 0.0 2 0 0 1,479.7955
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% KVPQVSTPTLVEVSR 437 451 67.3 25.0 66.9 2 4 0 1,639.9378
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% VPQVSTPTLVEVSR 438 451 36.5 26.3 33.8 2 2 0 1,511.8428
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% KQTALVELLK 548 557 46.3 25.0 35.0 2 0 0 1,142.7145
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% TVMENFVAFVDK 569 580 34.0 25.4 31.2 1 0 0 1,415.6876
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% CCAADDKEACFAVEGPK 581 597 49.6 25.0 42.0 0 2 0 1,927.7985
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% EACFAVEGPK 588 597 30.2 25.6 21.5 2 0 0 1,107.5140
C_14 Serum albumin ALBU_BOVIN 69,294 20 23 42 32.10% LVVSTQTALA 598 607 61.3 26.8 39.3 2 0 0 1,002.5830
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% FKDLGEEHFK 35 44 48.8 27.8 34.5 2 0 0 1,249.6213
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% LVNELTEFAK 66 75 50.9 28.0 42.3 2 0 0 1,163.6307
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% SLHTLFGDELCK 89 100 64.7 27.1 60.0 2 1 0 1,419.6939
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% NECFLSHKDDSPDLPK 123 138 28.9 25.0 28.9 0 2 0 1,901.8701
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% LKPDPNTLCDEFK 139 151 20.0 26.6 10.3 1 0 0 1,576.7679
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% YLYEIAR 161 167 24.4 26.7 0.0 1 0 0 927.4934
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% YNGVFQECCQAEDK 184 197 71.3 25.0 71.3 2 0 0 1,747.7052
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% ALKAWSVAR 233 241 40.1 27.3 30.6 1 0 0 1,001.5890
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% LSQKFPKAEFVEVTK 242 256 51.6 25.3 51.3 0 2 0 1,750.9739
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% AEFVEVTK 249 256 35.0 27.4 13.7 2 0 0 922.4880
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% AEFVEVTKLVTDLTK 249 263 77.8 25.4 75.2 2 1 0 1,692.9420
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% VHKECCHGDLLECADDR 264 280 19.2 25.0 19.2 0 1 0 2,113.8851
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% LKECCDKPLLEK 298 309 32.6 28.2 24.7 1 2 0 1,532.7815
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% RHPEYAVSVLLR 360 371 58.4 26.1 48.1 2 14 0 1,439.8117
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% HPEYAVSVLLR 361 371 33.2 26.3 18.4 2 0 0 1,283.7106
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% DDPHACYSTVFDK 387 399 25.8 25.0 25.8 1 0 0 1,554.6531
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% HLVDEPQNLIK 402 412 34.4 27.3 23.1 2 0 0 1,305.7163
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% LGEYGFQNALIVR 421 433 68.2 27.6 0.0 2 0 0 1,479.7955
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% KVPQVSTPTLVEVSR 437 451 53.4 25.0 42.5 1 7 0 1,639.9378
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% VPQVSTPTLVEVSR 438 451 60.5 26.3 51.7 2 2 0 1,511.8428
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% CCTESLVNR 499 507 24.1 25.0 24.1 1 0 0 1,138.4980
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% KQTALVELLK 548 557 48.2 25.0 37.1 2 0 0 1,142.7145
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% QTALVELLK 549 557 25.4 25.0 16.7 2 0 0 1,014.6195
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% TVMENFVAFVDK 569 580 61.0 25.4 45.3 2 0 0 1,415.6876
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% CCAADDKEACFAVEGPK 581 597 56.3 25.0 48.4 0 2 0 1,927.7985
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% EACFAVEGPK 588 597 28.6 25.6 18.5 1 0 0 1,107.5140
C_15 Serum albumin ALBU_BOVIN 69,294 27 33 72 43.50% LVVSTQTALA 598 607 50.5 26.8 42.8 2 0 0 1,002.5830
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% LVNELTEFAK 66 75 61.9 27.1 53.1 3 0 0 1,163.6307
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% SLHTLFGDELCK 89 100 46.1 27.0 44.6 2 0 0 1,419.6939
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% ETYGDMADCCEK 106 117 43.2 25.0 43.2 2 0 0 1,478.5235
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% QEPERNECFLSHKDDSPDLPK 118 138 19.0 25.0 12.6 0 1 0 2,541.1678
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% NECFLSHKDDSPDLPK 123 138 80.2 25.0 74.9 2 2 0 1,901.8701
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% LKPDPNTLCDEFK 139 151 42.2 26.4 36.6 2 2 0 1,576.7679
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% YLYEIAR 161 167 24.4 25.5 0.0 2 0 0 927.4934
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% YNGVFQECCQAEDK 184 197 79.0 25.0 79.0 2 0 0 1,747.7052
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% ALKAWSVAR 233 241 29.5 27.5 21.9 2 0 0 1,001.5890
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% LSQKFPKAEFVEVTK 242 256 25.4 25.7 25.4 0 1 0 1,750.9739
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% FPKAEFVEVTK 246 256 29.7 27.4 20.1 1 0 0 1,294.7042
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% AEFVEVTK 249 256 44.6 27.4 28.9 4 0 0 922.4880



C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% AEFVEVTKLVTDLTK 249 263 55.3 25.2 51.4 2 2 0 1,692.9420
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% VHKECCHGDLLECADDR 264 280 33.8 25.0 33.8 0 1 1 2,113.8851
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% VHKECCHGDLLECADDRADLAK 264 285 54.0 25.0 54.0 0 2 2 2,612.1654
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% ECCHGDLLECADDR 267 280 63.6 25.0 63.6 2 2 0 1,749.6628
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% ECCHGDLLECADDRADLAK 267 285 38.3 25.0 38.3 0 1 0 2,247.9431
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% YICDNQDTISSK 286 297 67.8 25.0 49.1 6 0 0 1,443.6422
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% LKECCDKPLLEK 298 309 51.4 28.2 28.6 2 1 0 1,532.7815
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% DAFLGSFLYEYSR 347 359 45.0 25.9 38.4 1 0 0 1,567.7427
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% RHPEYAVSVLLR 360 371 74.9 26.4 58.8 4 15 0 1,439.8117
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% HPEYAVSVLLR 361 371 25.2 26.5 16.3 1 0 0 1,283.7106
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% LAKEYEATLEECCAK 372 386 57.4 25.0 54.1 2 2 0 1,814.8301
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% DDPHACYSTVFDK 387 399 42.7 25.0 40.0 1 2 0 1,554.6531
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% DDPHACYSTVFDKLK 387 401 27.7 25.3 23.3 1 0 0 1,795.8322
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% LKHLVDEPQNLIK 400 412 32.1 25.0 32.1 0 2 0 1,546.8954
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% HLVDEPQNLIK 402 412 36.8 27.1 27.6 2 0 0 1,305.7163
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% LGEYGFQNALIVR 421 433 58.3 27.5 0.0 2 0 0 1,479.7955
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% KVPQVSTPTLVEVSR 437 451 62.7 25.0 62.7 2 7 0 1,639.9378
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% VPQVSTPTLVEVSR 438 451 62.0 26.1 59.9 2 2 0 1,511.8428
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% LCVLHEKTPVSEK 483 495 27.3 27.3 19.2 0 1 0 1,539.8201
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% CCTESLVNR 499 507 24.8 25.0 21.2 2 0 0 1,138.4980
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% RPCFSALTPDETYVPK 508 523 36.7 27.2 25.6 0 2 0 1,880.9213
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% QTALVELLK 549 557 37.2 25.0 23.1 2 0 0 1,014.6195
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% TVMENFVAFVDK 569 580 65.8 25.6 50.0 2 0 0 1,415.6876
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% CCAADDKEACFAVEGPK 581 597 79.0 25.0 79.0 2 2 0 1,927.7985
C_16 Serum albumin ALBU_BOVIN 69,294 37 50 116 57.00% LVVSTQTALA 598 607 69.3 26.8 46.8 3 0 0 1,002.5830
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% FKDLGEEHFK 35 44 34.3 27.8 21.5 2 0 0 1,249.6213
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% LVNELTEFAK 66 75 61.9 27.1 56.9 5 0 0 1,163.6307
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% SLHTLFGDELCK 89 100 60.4 27.1 51.9 3 4 0 1,419.6939
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% VASLRETYGDMADCCEK 101 117 45.2 25.0 45.2 2 2 0 2,020.8411
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% ETYGDMADCCEKQEPER 106 122 29.3 25.0 29.3 0 1 0 2,133.8161
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% NECFLSHKDDSPDLPK 123 138 70.8 25.0 70.4 1 2 0 1,901.8701
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% LKPDPNTLCDEFK 139 151 30.5 26.1 18.2 2 2 0 1,576.7679
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% LKPDPNTLCDEFKADEK 139 155 22.9 26.2 22.5 1 0 0 2,019.9696
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% YLYEIAR 161 167 29.9 25.5 0.0 3 0 0 927.4934
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% YNGVFQECCQAEDK 184 197 83.6 25.0 83.6 2 0 0 1,747.7052
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% ALKAWSVAR 233 241 40.2 27.5 26.0 1 0 0 1,001.5890
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% LSQKFPKAEFVEVTK 242 256 47.5 25.7 42.1 0 2 0 1,750.9739
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% AEFVEVTK 249 256 45.8 27.5 31.1 4 0 0 922.4880
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% AEFVEVTKLVTDLTK 249 263 71.2 25.6 68.1 2 2 0 1,692.9420
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% VHKECCHGDLLECADDR 264 280 43.2 25.0 43.2 1 2 1 2,113.8851
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% VHKECCHGDLLECADDRADLAK 264 285 35.5 25.0 35.5 0 2 0 2,612.1654
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% ECCHGDLLECADDR 267 280 85.2 25.0 83.9 2 2 0 1,749.6628
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% ECCHGDLLECADDRADLAK 267 285 27.4 25.0 27.4 0 2 0 2,247.9431
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% YICDNQDTISSK 286 297 51.3 25.0 32.8 6 0 0 1,443.6422
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% LKECCDKPLLEK 298 309 39.1 28.2 15.8 2 2 0 1,532.7815
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% RHPEYAVSVLLR 360 371 67.6 26.5 53.5 2 21 0 1,439.8117
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% HPEYAVSVLLR 361 371 22.4 26.0 6.6 2 0 0 1,283.7106
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% LAKEYEATLEECCAK 372 386 58.8 25.0 58.8 2 0 0 1,814.8301
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% EYEATLEECCAK 375 386 53.2 25.0 51.0 2 0 0 1,502.6139
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% DDPHACYSTVFDK 387 399 44.7 25.0 43.5 2 2 0 1,554.6531
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% DDPHACYSTVFDKLK 387 401 38.1 25.3 31.4 2 0 0 1,795.8322
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% LKHLVDEPQNLIK 400 412 35.6 25.0 26.5 2 2 0 1,546.8954
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% HLVDEPQNLIK 402 412 40.1 27.1 22.8 4 0 0 1,305.7163
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% LGEYGFQNALIVR 421 433 81.0 27.5 0.0 2 0 0 1,479.7955
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% KVPQVSTPTLVEVSR 437 451 62.8 25.0 56.4 4 11 0 1,639.9378
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% VPQVSTPTLVEVSR 438 451 49.7 26.1 49.7 2 2 0 1,511.8428
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% LCVLHEKTPVSEK 483 495 46.8 27.3 38.6 2 1 0 1,539.8201
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% CCTESLVNR 499 507 35.1 25.0 29.6 2 0 0 1,138.4980
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% RPCFSALTPDETYVPK 508 523 23.4 27.3 17.9 1 0 0 1,880.9213
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% KQTALVELLK 548 557 54.3 25.0 38.5 2 0 0 1,142.7145
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% QTALVELLK 549 557 49.6 25.0 31.3 4 0 0 1,014.6195
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% TVMENFVAFVDK 569 580 63.6 25.6 56.2 2 0 0 1,415.6876
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% CCAADDKEACFAVEGPK 581 597 68.8 25.0 68.8 2 2 0 1,927.7985
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% EACFAVEGPK 588 597 59.3 25.3 48.3 2 0 0 1,107.5140
C_17 Serum albumin ALBU_BOVIN 69,294 40 56 151 58.20% LVVSTQTALA 598 607 24.4 26.8 11.6 2 0 0 1,002.5830
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% FKDLGEEHFK 35 44 31.5 28.0 19.9 2 0 0 1,249.6213
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% LVNELTEFAK 66 75 45.8 27.2 42.0 2 0 0 1,163.6307
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% SLHTLFGDELCK 89 100 51.1 27.1 47.3 2 2 0 1,419.6939
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% VASLRETYGDMADCCEK 101 117 16.9 25.0 16.9 0 1 0 2,020.8411
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% ETYGDMADCCEKQEPER 106 122 27.0 25.0 27.0 0 1 0 2,133.8161
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% LKPDPNTLCDEFK 139 151 37.3 26.5 35.7 2 1 0 1,576.7679
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% YLYEIAR 161 167 34.3 26.7 0.0 2 0 0 927.4934
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% YNGVFQECCQAEDK 184 197 66.1 25.0 66.1 2 0 0 1,747.7052
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% AEFVEVTK 249 256 40.9 27.5 25.5 2 0 0 922.4880
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% AEFVEVTKLVTDLTK 249 263 22.1 25.8 11.6 0 1 0 1,692.9420
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% ECCHGDLLECADDR 267 280 42.9 25.0 42.9 2 2 0 1,749.6628
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% YICDNQDTISSK 286 297 27.0 25.0 14.0 2 0 0 1,443.6422
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% LKECCDKPLLEK 298 309 27.0 28.3 13.2 2 0 0 1,532.7815
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% RHPEYAVSVLLR 360 371 86.6 26.4 68.0 2 4 0 1,439.8117
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% HPEYAVSVLLR 361 371 20.9 25.8 8.8 1 0 0 1,283.7106
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% EYEATLEECCAK 375 386 68.3 25.0 64.8 2 0 0 1,502.6139
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% DDPHACYSTVFDK 387 399 36.6 25.0 36.6 2 2 0 1,554.6531
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% HLVDEPQNLIK 402 412 34.6 27.1 25.5 2 0 0 1,305.7163
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% LGEYGFQNALIVR 421 433 69.9 27.6 0.0 2 0 0 1,479.7955
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% KVPQVSTPTLVEVSR 437 451 15.2 25.0 8.3 0 1 0 1,639.9378
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% VPQVSTPTLVEVSR 438 451 33.3 25.5 17.8 0 2 0 1,511.8428
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% KQTALVELLK 548 557 52.8 25.0 37.4 2 0 0 1,142.7145
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% QTALVELLKHKPK 549 561 16.3 25.0 16.3 0 1 0 1,504.9212
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% TVMENFVAFVDK 569 580 49.7 25.4 33.2 2 0 0 1,415.6876
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% CCAADDKEACFAVEGPK 581 597 54.2 25.0 47.0 2 2 0 1,927.7985
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% EACFAVEGPK 588 597 38.7 25.3 32.5 2 0 0 1,107.5140
C_18 Serum albumin ALBU_BOVIN 69,294 27 33 60 44.50% LVVSTQTALA 598 607 63.0 26.8 42.2 1 0 0 1,002.5830
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% LVNELTEFAK 66 75 58.0 28.0 50.7 2 0 0 1,163.6307
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% SLHTLFGDELCK 89 100 60.2 27.1 52.5 2 0 0 1,419.6939
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% YLYEIAR 161 167 28.1 26.7 0.0 2 0 0 927.4934
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% YNGVFQECCQAEDK 184 197 51.6 25.0 46.7 2 0 0 1,747.7052
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% FGERALKAWSVAR 229 241 32.7 27.9 17.7 0 2 0 1,490.8226
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% ALKAWSVAR 233 241 48.2 27.5 36.0 2 0 0 1,001.5890
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% LSQKFPKAEFVEVTK 242 256 42.1 25.7 42.1 2 2 0 1,750.9739
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% AEFVEVTK 249 256 51.8 27.4 32.7 2 0 0 922.4880
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% AEFVEVTKLVTDLTK 249 263 47.0 25.5 44.6 2 2 0 1,692.9420
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% ECCHGDLLECADDR 267 280 25.1 25.0 25.1 0 1 0 1,749.6628
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% YICDNQDTISSK 286 297 64.4 25.0 41.8 2 0 0 1,443.6422
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% LKECCDKPLLEK 298 309 27.3 27.7 17.0 1 1 0 1,532.7815
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% RHPEYAVSVLLR 360 371 69.8 26.1 54.5 0 6 0 1,439.8117
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% HPEYAVSVLLR 361 371 51.7 26.3 39.3 2 0 0 1,283.7106
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% DDPHACYSTVFDK 387 399 25.1 25.0 22.1 2 0 0 1,554.6531
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% HLVDEPQNLIK 402 412 31.0 27.1 24.3 2 0 0 1,305.7163
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% LGEYGFQNALIVR 421 433 71.6 27.6 0.0 2 0 0 1,479.7955
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% KVPQVSTPTLVEVSR 437 451 74.7 25.0 74.7 2 4 0 1,639.9378
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% KQTALVELLK 548 557 40.3 25.0 19.2 2 0 0 1,142.7145
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% QTALVELLK 549 557 45.3 25.0 29.6 2 0 0 1,014.6195



C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% QTALVELLKHKPK 549 561 37.4 25.0 34.9 1 1 0 1,504.9212
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% CCAADDKEACFAVEGPK 581 597 25.8 25.0 25.8 0 2 0 1,927.7985
C_19 Serum albumin ALBU_BOVIN 69,294 23 28 57 34.80% EACFAVEGPK 588 597 39.3 25.6 24.0 2 0 0 1,107.5140
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% LVNELTEFAK 66 75 47.6 27.9 41.0 2 0 0 1,163.6307
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% SLHTLFGDELCK 89 100 57.3 27.1 49.8 2 0 0 1,419.6939
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% YLYEIAR 161 167 32.1 26.3 0.0 2 0 0 927.4934
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% YNGVFQECCQAEDK 184 197 59.8 25.0 59.8 2 0 0 1,747.7052
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% ALKAWSVAR 233 241 39.5 26.3 30.8 2 0 0 1,001.5890
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% LSQKFPKAEFVEVTK 242 256 16.1 25.5 16.1 0 1 0 1,750.9739
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% AEFVEVTK 249 256 38.4 27.4 23.7 2 0 0 922.4880
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% YICDNQDTISSK 286 297 42.4 25.0 24.9 2 0 0 1,443.6422
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% RHPEYAVSVLLR 360 371 62.1 26.5 44.9 0 3 0 1,439.8117
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% HLVDEPQNLIK 402 412 27.5 27.5 20.3 2 0 0 1,305.7163
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% LGEYGFQNALIVR 421 433 49.8 28.0 0.0 2 0 0 1,479.7955
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% KVPQVSTPTLVEVSR 437 451 94.7 25.0 94.7 2 0 0 1,639.9378
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% VPQVSTPTLVEVSR 438 451 72.1 26.1 67.4 2 0 0 1,511.8428
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% KQTALVELLK 548 557 40.8 25.0 26.8 2 0 0 1,142.7145
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% TVMENFVAFVDK 569 580 34.8 25.6 30.0 2 0 0 1,415.6876
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% CCAADDKEACFAVEGPK 581 597 38.8 25.0 38.8 0 2 0 1,927.7985
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% EACFAVEGPK 588 597 36.2 25.6 26.8 2 0 0 1,107.5140
C_20 Serum albumin ALBU_BOVIN 69,294 18 18 35 29.50% LVVSTQTALA 598 607 42.2 26.8 33.8 1 0 0 1,002.5830
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% FKDLGEEHFK 35 44 26.9 27.8 17.5 1 0 0 1,249.6213
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% SLHTLFGDELCK 89 100 53.1 27.1 44.2 2 0 0 1,419.6939
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% LKPDPNTLCDEFK 139 151 21.9 26.4 21.6 1 2 0 1,576.7679
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% YLYEIAR 161 167 23.3 25.5 0.0 2 0 0 927.4934
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% ALKAWSVAR 233 241 37.9 27.4 20.8 2 0 0 1,001.5890
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% LSQKFPKAEFVEVTK 242 256 38.1 25.3 37.3 1 2 0 1,750.9739
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% AEFVEVTK 249 256 41.6 27.4 27.6 2 0 0 922.4880
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% AEFVEVTKLVTDLTK 249 263 60.8 25.7 55.0 2 0 0 1,692.9420
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% RHPEYAVSVLLR 360 371 86.7 26.5 67.1 2 11 0 1,439.8117
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% HPEYAVSVLLR 361 371 25.2 25.8 9.2 1 0 0 1,283.7106
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% HLVDEPQNLIK 402 412 42.5 27.3 34.8 3 0 0 1,305.7163
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% KVPQVSTPTLVEVSR 437 451 51.1 25.0 51.1 2 6 0 1,639.9378
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% KVPQVSTPTLVEVSRSLGK 437 455 21.8 25.0 13.9 0 1 0 2,025.1704
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% VPQVSTPTLVEVSR 438 451 63.7 25.5 53.1 2 0 0 1,511.8428
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% KQTALVELLK 548 557 46.6 25.0 34.3 2 0 0 1,142.7145
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% QTALVELLK 549 557 44.5 25.0 35.0 2 0 0 1,014.6195
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% QTALVELLKHKPK 549 561 35.0 25.0 25.1 2 0 0 1,504.9212
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% TVMENFVAFVDK 569 580 40.6 25.4 38.4 2 0 0 1,415.6876
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% CCAADDKEACFAVEGPK 581 597 46.9 25.0 42.0 0 2 0 1,927.7985
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% EACFAVEGPK 588 597 25.1 25.4 19.2 1 0 0 1,107.5140
C_21 Serum albumin ALBU_BOVIN 69,294 21 25 58 27.70% LVVSTQTALA 598 607 48.9 26.8 33.7 2 0 0 1,002.5830
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% LVNELTEFAK 66 75 41.0 28.0 35.7 2 0 0 1,163.6307
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% SLHTLFGDELCK 89 100 50.7 27.1 49.1 2 0 0 1,419.6939
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% LKPDPNTLCDEFK 139 151 24.3 26.6 13.2 1 0 0 1,576.7679
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% YLYEIAR 161 167 26.5 26.7 0.0 2 0 0 927.4934
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% YNGVFQECCQAEDK 184 197 70.3 25.0 70.3 2 0 0 1,747.7052
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% ALKAWSVAR 233 241 25.1 27.5 13.5 1 0 0 1,001.5890
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% AEFVEVTK 249 256 42.3 27.5 27.8 1 0 0 922.4880
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% AEFVEVTKLVTDLTK 249 263 39.3 25.2 25.6 1 0 0 1,692.9420
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% VHKECCHGDLLECADDR 264 280 17.3 25.0 17.3 0 1 0 2,113.8851
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% LKECCDKPLLEK 298 309 24.1 27.7 17.0 0 2 0 1,532.7815
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% RHPEYAVSVLLR 360 371 60.2 26.5 34.9 2 5 0 1,439.8117
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% HPEYAVSVLLR 361 371 20.5 26.0 9.4 1 0 0 1,283.7106
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% DDPHACYSTVFDK 387 399 30.5 25.0 30.5 1 0 0 1,554.6531
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% LGEYGFQNALIVR 421 433 63.2 27.6 0.0 2 0 0 1,479.7955
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% KVPQVSTPTLVEVSR 437 451 67.0 25.0 67.0 2 2 0 1,639.9378
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% VPQVSTPTLVEVSR 438 451 59.7 26.1 59.7 2 0 0 1,511.8428
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% KQTALVELLK 548 557 53.2 25.0 38.8 2 0 0 1,142.7145
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% TVMENFVAFVDK 569 580 34.0 25.4 28.5 2 0 0 1,415.6876
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% CCAADDKEACFAVEGPK 581 597 45.5 25.0 42.1 2 2 0 1,927.7985
C_22 Serum albumin ALBU_BOVIN 69,294 20 23 42 34.80% LVVSTQTALA 598 607 55.7 26.8 30.3 2 0 0 1,002.5830
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% FKDLGEEHFK 35 44 29.2 27.5 19.2 2 0 0 1,249.6213
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% LVNELTEFAK 66 75 51.7 27.1 47.2 2 0 0 1,163.6307
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% SLHTLFGDELCK 89 100 51.8 27.1 41.0 2 2 0 1,419.6939
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% VASLRETYGDMADCCEK 101 117 50.1 25.0 50.1 0 2 0 2,020.8411
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% LKPDPNTLCDEFK 139 151 31.0 26.5 24.9 1 2 0 1,576.7679
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% YLYEIAR 161 167 28.7 25.5 0.0 2 0 0 927.4934
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% LSQKFPKAEFVEVTK 242 256 42.1 25.3 34.2 2 2 0 1,750.9739
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% AEFVEVTK 249 256 51.5 27.4 37.3 3 0 0 922.4880
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% AEFVEVTKLVTDLTK 249 263 76.9 25.4 73.0 2 0 0 1,692.9420
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% VHKECCHGDLLECADDR 264 280 19.9 25.0 19.9 0 1 0 2,113.8851
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% RHPEYAVSVLLR 360 371 89.3 26.5 70.4 2 13 0 1,439.8117
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% DDPHACYSTVFDK 387 399 32.7 25.0 30.2 2 0 0 1,554.6531
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% LGEYGFQNALIVR 421 433 72.0 27.5 0.0 2 0 0 1,479.7955
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% KVPQVSTPTLVEVSR 437 451 64.5 25.0 64.5 4 6 0 1,639.9378
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% VPQVSTPTLVEVSR 438 451 59.7 26.2 59.7 2 1 0 1,511.8428
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% LCVLHEKTPVSEK 483 495 33.9 27.7 24.7 0 2 0 1,539.8201
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% RPCFSALTPDETYVPK 508 523 24.8 27.3 10.6 0 1 0 1,880.9213
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% QTALVELLKHKPK 549 561 24.2 25.0 22.6 1 0 0 1,504.9212
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% TVMENFVAFVDK 569 580 43.2 25.6 33.2 2 0 0 1,415.6876
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% CCAADDKEACFAVEGPK 581 597 37.9 25.0 37.5 1 0 0 1,927.7985
C_23 Serum albumin ALBU_BOVIN 69,294 21 27 65 39.90% LVVSTQTALA 598 607 63.6 26.8 44.7 1 0 0 1,002.5830
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% SLHTLFGDELCK 89 100 57.6 26.5 56.1 2 2 0 1,419.6939
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% QEPERNECFLSHKDDSPDLPK 118 138 34.4 25.0 29.9 0 1 0 2,541.1678
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% LKPDPNTLCDEFK 139 151 28.8 26.1 28.8 1 2 0 1,576.7679
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% LKPDPNTLCDEFKADEK 139 155 25.4 26.2 11.8 1 1 0 2,019.9696
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% YLYEIAR 161 167 26.5 25.5 0.0 2 0 0 927.4934
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% ALKAWSVAR 233 241 38.7 27.5 22.3 2 0 0 1,001.5890
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% LSQKFPKAEFVEVTK 242 256 39.7 25.3 31.9 2 2 0 1,750.9739
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% AEFVEVTK 249 256 34.2 27.4 16.1 4 0 0 922.4880
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% AEFVEVTKLVTDLTK 249 263 84.9 25.6 71.2 2 2 0 1,692.9420
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% VHKECCHGDLLECADDR 264 280 41.1 25.0 41.1 0 2 0 2,113.8851
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% VHKECCHGDLLECADDRADLAK 264 285 23.1 25.0 23.1 0 2 0 2,612.1654
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% YICDNQDTISSK 286 297 60.5 25.0 34.1 2 0 0 1,443.6422
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% LKECCDKPLLEK 298 309 23.6 28.0 12.5 1 1 0 1,532.7815
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% DAFLGSFLYEYSR 347 359 69.3 26.1 61.9 2 0 0 1,567.7427
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% RHPEYAVSVLLR 360 371 75.0 26.4 55.8 2 12 0 1,439.8117
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% HPEYAVSVLLR 361 371 31.9 25.8 19.7 2 0 0 1,283.7106
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% LAKEYEATLEECCAK 372 386 52.3 25.0 48.8 2 0 0 1,814.8301
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% DDPHACYSTVFDK 387 399 36.0 25.0 36.0 2 0 0 1,554.6531
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% DDPHACYSTVFDKLK 387 401 33.2 25.3 26.5 1 0 0 1,795.8322
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% HLVDEPQNLIK 402 412 26.3 27.5 24.9 1 0 0 1,305.7163
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% KVPQVSTPTLVEVSR 437 451 67.9 25.0 67.7 2 3 0 1,639.9378
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% VPQVSTPTLVEVSR 438 451 62.0 26.3 61.0 2 2 0 1,511.8428
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% LCVLHEKTPVSEK 483 495 26.4 27.3 15.6 0 2 0 1,539.8201
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% RPCFSALTPDETYVPK 508 523 24.5 27.3 17.3 1 1 0 1,880.9213
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% QTALVELLK 549 557 55.0 25.0 27.1 2 0 0 1,014.6195
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% QTALVELLKHKPK 549 561 32.9 25.0 25.6 2 1 0 1,504.9212
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% TVMENFVAFVDK 569 580 81.1 25.4 73.2 4 0 0 1,415.6876
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% CCAADDKEACFAVEGPK 581 597 67.7 25.0 57.0 2 2 0 1,927.7985
C_24 Serum albumin ALBU_BOVIN 69,294 29 42 85 48.80% LVVSTQTALA 598 607 63.3 26.8 39.3 1 0 0 1,002.5830



C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% FKDLGEEHFK 35 44 34.0 27.5 17.5 2 0 0 1,249.6213
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% LVNELTEFAK 66 75 54.1 27.1 53.2 2 0 0 1,163.6307
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% SLHTLFGDELCK 89 100 51.7 27.1 51.7 1 2 0 1,419.6939
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% VASLRETYGDMADCCEK 101 117 37.3 25.0 37.3 0 2 0 2,020.8411
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% ETYGDMADCCEKQEPER 106 122 19.8 25.0 19.8 0 2 0 2,133.8161
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% QEPERNECFLSHKDDSPDLPK 118 138 25.2 25.0 19.8 0 2 0 2,541.1678
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% LKPDPNTLCDEFK 139 151 23.3 26.5 21.6 2 0 0 1,576.7679
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% YLYEIAR 161 167 27.0 25.5 0.0 2 0 0 927.4934
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% FGERALKAWSVAR 229 241 22.3 27.8 0.7 0 1 0 1,490.8226
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% ALKAWSVAR 233 241 44.8 27.5 31.2 2 0 0 1,001.5890
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% LSQKFPKAEFVEVTK 242 256 58.0 25.5 49.0 2 2 0 1,750.9739
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% FPKAEFVEVTK 246 256 30.6 27.4 25.1 1 0 0 1,294.7042
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% AEFVEVTK 249 256 40.6 27.2 25.1 2 0 0 922.4880
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% AEFVEVTKLVTDLTK 249 263 69.7 25.6 61.2 2 2 0 1,692.9420
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% VHKECCHGDLLECADDR 264 280 33.4 25.0 33.4 0 2 0 2,113.8851
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% VHKECCHGDLLECADDRADLAK 264 285 29.8 25.0 29.8 0 2 0 2,612.1654
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% YICDNQDTISSK 286 297 38.6 25.0 11.3 2 0 0 1,443.6422
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% LKECCDKPLLEK 298 309 25.6 28.1 18.6 2 0 0 1,532.7815
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% DAFLGSFLYEYSR 347 359 76.0 26.3 69.8 2 0 0 1,567.7427
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% RHPEYAVSVLLR 360 371 70.0 26.5 50.7 2 16 0 1,439.8117
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% HPEYAVSVLLR 361 371 23.5 26.1 15.9 2 0 0 1,283.7106
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% LAKEYEATLEECCAK 372 386 66.4 25.0 66.4 2 0 0 1,814.8301
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% DDPHACYSTVFDK 387 399 27.3 25.0 27.3 0 2 0 1,554.6531
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% DDPHACYSTVFDKLK 387 401 31.3 25.4 22.9 2 0 0 1,795.8322
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% LGEYGFQNALIVR 421 433 75.2 27.6 0.0 2 2 0 1,479.7955
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% KVPQVSTPTLVEVSR 437 451 67.4 25.0 66.9 4 12 0 1,639.9378
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% VPQVSTPTLVEVSR 438 451 56.9 26.1 56.9 2 1 0 1,511.8428
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% RPCFSALTPDETYVPK 508 523 32.2 27.6 21.6 0 2 0 1,880.9213
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% KQTALVELLK 548 557 49.2 25.0 34.5 2 0 0 1,142.7145
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% QTALVELLK 549 557 44.6 25.0 23.4 2 0 0 1,014.6195
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% QTALVELLKHKPK 549 561 26.3 25.0 16.6 2 0 0 1,504.9212
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% TVMENFVAFVDK 569 580 42.0 25.4 33.8 3 0 0 1,415.6876
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% CCAADDKEACFAVEGPK 581 597 64.0 25.0 56.1 2 2 0 1,927.7985
C_25 Serum albumin ALBU_BOVIN 69,294 34 43 106 51.60% EACFAVEGPK 588 597 47.3 25.3 46.8 1 0 0 1,107.5140
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% FKDLGEEHFK 35 44 34.5 27.8 15.5 2 0 0 1,249.6213
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% SLHTLFGDELCK 89 100 41.6 26.6 37.7 1 1 0 1,419.6939
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% VASLRETYGDMADCCEK 101 117 36.2 25.0 35.8 0 1 0 2,020.8411
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% LKPDPNTLCDEFK 139 151 28.1 26.5 24.6 0 2 0 1,576.7679
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% KFWGKYLYEIAR 156 167 30.2 27.8 22.4 0 1 0 1,573.8526
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% YLYEIAR 161 167 30.3 26.8 0.0 2 0 0 927.4934
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% ALKAWSVAR 233 241 44.9 27.3 35.2 2 0 0 1,001.5890
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% LSQKFPKAEFVEVTK 242 256 40.0 25.3 33.0 2 2 0 1,750.9739
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% AEFVEVTK 249 256 51.7 27.5 37.4 4 0 0 922.4880
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% AEFVEVTKLVTDLTK 249 263 101.0 25.5 97.2 2 2 0 1,692.9420
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% VHKECCHGDLLECADDR 264 280 28.9 25.0 28.9 0 2 0 2,113.8851
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% YICDNQDTISSK 286 297 35.7 25.0 20.0 2 0 0 1,443.6422
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% DAFLGSFLYEYSR 347 359 84.9 25.6 69.7 2 0 0 1,567.7427
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% DAFLGSFLYEYSRR 347 360 18.0 26.6 12.9 0 1 0 1,723.8438
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% RHPEYAVSVLLR 360 371 73.5 26.4 59.8 2 13 0 1,439.8117
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% RHPEYAVSVLLRLAK 360 374 23.9 25.0 16.0 0 1 0 1,752.0279
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% HPEYAVSVLLRLAK 361 374 21.5 25.0 16.7 0 2 0 1,595.9268
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% EYEATLEECCAK 375 386 57.7 25.0 54.7 2 0 0 1,502.6139
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% DDPHACYSTVFDK 387 399 18.6 25.0 17.8 0 2 0 1,554.6531
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% HLVDEPQNLIK 402 412 38.6 27.1 21.6 2 0 0 1,305.7163
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% LGEYGFQNALIVR 421 433 65.4 27.7 0.0 2 2 0 1,479.7955
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% YTRKVPQVSTPTLVEVSR 434 451 38.4 25.0 37.5 0 2 0 2,060.1499
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% KVPQVSTPTLVEVSR 437 451 82.8 25.0 82.8 2 8 0 1,639.9378
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% KVPQVSTPTLVEVSRSLGK 437 455 17.3 25.0 17.2 0 1 0 2,025.1704
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% VPQVSTPTLVEVSR 438 451 60.1 26.2 57.0 2 2 0 1,511.8428
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% RPCFSALTPDETYVPK 508 523 29.5 27.3 0.3 2 0 0 1,880.9213
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% KQTALVELLK 548 557 50.4 25.0 38.0 2 0 0 1,142.7145
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% QTALVELLK 549 557 52.7 25.0 35.3 2 0 0 1,014.6195
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% QTALVELLKHKPK 549 561 46.8 25.0 44.0 2 2 0 1,504.9212
C_26 Serum albumin ALBU_BOVIN 69,294 30 38 88 43.70% TVMENFVAFVDK 569 580 57.9 25.4 42.0 2 0 0 1,415.6876
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% LVNELTEFAK 66 75 55.2 27.9 50.2 2 0 0 1,163.6307
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% SLHTLFGDELCK 89 100 32.0 27.1 19.8 0 2 0 1,419.6939
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% VASLRETYGDMADCCEK 101 117 25.3 25.0 25.3 0 2 0 2,020.8411
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% QEPERNECFLSHKDDSPDLPK 118 138 16.7 25.0 16.7 0 1 0 2,541.1678
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% NECFLSHKDDSPDLPK 123 138 28.1 25.0 22.5 0 2 0 1,901.8701
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% LKPDPNTLCDEFK 139 151 24.8 26.1 23.4 0 1 0 1,576.7679
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% YLYEIAR 161 167 24.3 25.5 0.0 1 0 0 927.4934
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% YNGVFQECCQAEDK 184 197 57.2 25.0 57.2 2 0 0 1,747.7052
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% LSQKFPKAEFVEVTK 242 256 44.4 25.5 39.3 0 2 0 1,750.9739
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% AEFVEVTK 249 256 45.7 27.4 23.5 2 0 0 922.4880
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% AEFVEVTKLVTDLTK 249 263 98.8 25.7 91.1 2 2 0 1,692.9420
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% VHKECCHGDLLECADDR 264 280 27.3 25.0 27.3 0 1 1 2,113.8851
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% VHKECCHGDLLECADDRADLAK 264 285 38.5 25.0 31.8 0 2 0 2,612.1654
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% YICDNQDTISSK 286 297 42.3 25.0 27.2 2 0 0 1,443.6422
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% DAFLGSFLYEYSR 347 359 63.7 26.3 51.2 2 0 0 1,567.7427
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% RHPEYAVSVLLR 360 371 73.4 25.9 56.8 2 3 0 1,439.8117
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% EYEATLEECCAK 375 386 64.7 25.0 64.7 2 0 0 1,502.6139
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% DDPHACYSTVFDK 387 399 21.0 25.0 21.0 0 1 0 1,554.6531
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% DDPHACYSTVFDKLK 387 401 28.5 25.2 20.9 1 0 0 1,795.8322
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% LGEYGFQNALIVR 421 433 65.7 28.0 0.0 2 0 0 1,479.7955
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% KVPQVSTPTLVEVSR 437 451 94.7 25.0 93.8 2 3 0 1,639.9378
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% VPQVSTPTLVEVSR 438 451 68.0 26.3 56.4 2 2 0 1,511.8428
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% RPCFSALTPDETYVPK 508 523 23.1 27.6 13.8 0 2 0 1,880.9213
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% KQTALVELLK 548 557 45.0 25.0 29.8 2 0 0 1,142.7145
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% TVMENFVAFVDK 569 580 31.9 26.6 31.1 1 0 0 1,399.6926
C_27 Serum albumin ALBU_BOVIN 69,294 26 32 58 47.00% CCAADDKEACFAVEGPK 581 597 72.8 25.0 72.8 2 2 0 1,927.7985
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% LVNELTEFAK 66 75 40.7 28.0 37.0 2 0 0 1,163.6307
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% SLHTLFGDELCK 89 100 52.8 27.1 49.5 2 2 0 1,419.6939
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% VASLRETYGDMADCCEK 101 117 32.7 25.0 32.7 0 2 0 2,020.8411
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% NECFLSHKDDSPDLPK 123 138 25.0 25.0 24.2 0 2 0 1,901.8701
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% LKPDPNTLCDEFK 139 151 32.4 26.5 32.4 0 1 0 1,576.7679
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% YLYEIAR 161 167 25.2 26.3 0.0 2 0 0 927.4934
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% ALKAWSVAR 233 241 45.5 27.5 25.4 2 0 0 1,001.5890
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% LSQKFPKAEFVEVTK 242 256 48.8 25.6 43.7 2 2 0 1,750.9739
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% FPKAEFVEVTK 246 256 33.1 27.6 25.6 1 0 0 1,294.7042
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% AEFVEVTK 249 256 41.9 27.1 20.0 3 0 0 922.4880
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% AEFVEVTKLVTDLTK 249 263 95.0 25.2 90.7 2 1 0 1,692.9420
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% VHKECCHGDLLECADDR 264 280 23.9 25.0 23.9 0 2 1 2,113.8851
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% YICDNQDTISSK 286 297 22.2 25.0 11.3 1 0 0 1,443.6422
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% DAFLGSFLYEYSR 347 359 95.0 25.8 86.7 2 0 0 1,567.7427
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% RHPEYAVSVLLR 360 371 79.2 26.5 58.5 2 13 0 1,439.8117
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% HPEYAVSVLLR 361 371 18.1 25.8 6.0 1 0 0 1,283.7106
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% HLVDEPQNLIK 402 412 40.7 27.4 38.5 2 0 0 1,305.7163
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% LGEYGFQNALIVR 421 433 62.8 27.6 0.0 2 2 0 1,479.7955
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% KVPQVSTPTLVEVSR 437 451 82.8 25.0 82.8 4 7 0 1,639.9378
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% KVPQVSTPTLVEVSRSLGK 437 455 20.9 25.0 20.9 0 1 0 2,025.1704
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% VPQVSTPTLVEVSR 438 451 66.3 26.1 62.1 2 2 0 1,511.8428
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% LCVLHEKTPVSEK 483 495 30.6 27.3 22.3 0 1 0 1,539.8201



C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% KQTALVELLK 548 557 52.3 25.0 38.3 2 0 0 1,142.7145
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% QTALVELLK 549 557 55.4 25.0 38.0 2 0 0 1,014.6195
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% QTALVELLKHKPK 549 561 51.7 25.0 51.7 2 2 0 1,504.9212
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% TVMENFVAFVDK 569 580 39.0 25.5 35.6 2 0 0 1,415.6876
C_28 Serum albumin ALBU_BOVIN 69,294 27 36 83 42.70% CCAADDKEACFAVEGPK 581 597 48.2 25.0 41.5 0 2 0 1,927.7985
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% SLHTLFGDELCK 89 100 49.5 26.8 43.0 2 0 0 1,419.6939
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% VASLRETYGDMADCCEK 101 117 28.6 25.0 28.6 0 1 0 2,020.8411
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% LKPDPNTLCDEFK 139 151 20.8 26.5 14.3 1 0 0 1,576.7679
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% ALKAWSVAR 233 241 48.3 27.5 29.8 2 0 0 1,001.5890
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% LSQKFPKAEFVEVTK 242 256 44.1 25.3 37.7 1 2 0 1,750.9739
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% FPKAEFVEVTK 246 256 29.9 27.6 23.9 1 0 0 1,294.7042
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% AEFVEVTK 249 256 37.9 27.5 21.9 2 0 0 922.4880
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% AEFVEVTKLVTDLTK 249 263 67.6 25.2 65.8 2 2 0 1,692.9420
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% VHKECCHGDLLECADDR 264 280 29.0 25.0 21.8 0 2 1 2,113.8851
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% LKECCDKPLLEK 298 309 21.1 28.3 6.4 0 1 0 1,532.7815
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% RHPEYAVSVLLR 360 371 86.7 26.5 68.1 2 3 0 1,439.8117
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% HPEYAVSVLLR 361 371 20.6 26.0 8.5 2 0 0 1,283.7106
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% LAKEYEATLEECCAK 372 386 29.7 25.0 29.7 1 0 0 1,814.8301
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% HLVDEPQNLIK 402 412 22.6 28.0 16.0 1 0 0 1,305.7163
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% LGEYGFQNALIVR 421 433 63.6 27.5 0.0 2 0 0 1,479.7955
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% KVPQVSTPTLVEVSR 437 451 45.8 25.0 37.5 2 3 0 1,639.9378
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% KVPQVSTPTLVEVSRSLGK 437 455 15.7 25.0 14.5 0 1 0 2,025.1704
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% VPQVSTPTLVEVSR 438 451 52.0 26.3 49.5 2 2 0 1,511.8428
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% LCVLHEKTPVSEK 483 495 18.8 27.3 12.1 0 2 0 1,539.8201
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% KQTALVELLK 548 557 56.9 25.0 41.6 2 0 0 1,142.7145
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% QTALVELLK 549 557 34.4 25.0 16.9 1 0 0 1,014.6195
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% QTALVELLKHKPK 549 561 19.5 25.0 13.3 1 0 0 1,504.9212
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% TVMENFVAFVDK 569 580 65.3 25.4 59.9 2 0 0 1,415.6876
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% CCAADDKEACFAVEGPK 581 597 53.2 25.0 53.1 2 2 0 1,927.7985
C_29 Serum albumin ALBU_BOVIN 69,294 25 32 55 39.20% LVVSTQTALA 598 607 54.8 26.8 45.8 2 0 0 1,002.5830
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% LKPDPNTLCDEFK 139 151 20.5 26.4 20.2 0 1 0 1,576.7679
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% KFWGKYLYEIAR 156 167 21.3 28.0 14.9 0 1 0 1,573.8526
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% FGERALKAWSVAR 229 241 31.1 28.0 17.3 0 2 0 1,490.8226
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% ALKAWSVAR 233 241 50.1 27.3 32.9 2 0 0 1,001.5890
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% LSQKFPKAEFVEVTK 242 256 33.5 25.5 33.5 2 0 0 1,750.9739
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% FPKAEFVEVTK 246 256 35.0 27.5 25.2 1 0 0 1,294.7042
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% AEFVEVTK 249 256 38.6 27.5 24.0 2 0 0 922.4880
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% AEFVEVTKLVTDLTK 249 263 81.6 25.5 77.3 1 1 0 1,692.9420
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% YICDNQDTISSK 286 297 40.0 25.0 16.5 2 0 0 1,443.6422
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% DAFLGSFLYEYSR 347 359 85.6 26.0 75.8 2 0 0 1,567.7427
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% DAFLGSFLYEYSRR 347 360 19.1 26.4 12.0 0 1 0 1,723.8438
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% RHPEYAVSVLLR 360 371 64.1 26.4 50.7 2 5 0 1,439.8117
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% HPEYAVSVLLRLAK 361 374 21.0 25.0 16.2 0 1 0 1,595.9268
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% EYEATLEECCAK 375 386 48.5 25.0 46.5 2 0 0 1,502.6139
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% HLVDEPQNLIK 402 412 37.7 27.2 26.4 1 0 0 1,305.7163
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% LGEYGFQNALIVR 421 433 58.3 27.7 0.0 2 0 0 1,479.7955
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% YTRKVPQVSTPTLVEVSR 434 451 48.7 25.0 48.7 0 1 0 2,060.1499
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% KVPQVSTPTLVEVSR 437 451 66.5 25.0 59.3 2 6 0 1,639.9378
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% KVPQVSTPTLVEVSRSLGK 437 455 42.5 25.0 40.0 1 2 0 2,025.1704
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% VPQVSTPTLVEVSR 438 451 72.1 26.2 67.2 2 2 0 1,511.8428
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% RPCFSALTPDETYVPK 508 523 24.6 27.6 10.4 0 1 0 1,880.9213
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% KQTALVELLK 548 557 55.2 25.0 39.2 2 0 0 1,142.7145
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% KQTALVELLKHKPK 548 561 20.1 25.0 20.1 0 1 0 1,633.0162
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% QTALVELLK 549 557 53.1 25.0 33.6 3 0 0 1,014.6195
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% QTALVELLKHKPK 549 561 31.5 25.0 29.3 2 1 0 1,504.9212
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% CCAADDKEACFAVEGPK 581 597 56.8 25.0 49.6 0 2 0 1,927.7985
C_30 Serum albumin ALBU_BOVIN 69,294 27 33 60 35.40% LVVSTQTALA 598 607 27.2 26.8 19.6 1 0 0 1,002.5830
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% FGERALKAWSVAR 229 241 24.5 28.0 8.8 0 1 0 1,490.8226
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% ALKAWSVAR 233 241 39.7 26.3 26.4 1 0 0 1,001.5890
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% LSQKFPKAEFVEVTK 242 256 39.0 25.7 34.6 2 2 0 1,750.9739
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% FPKAEFVEVTK 246 256 34.7 27.6 26.0 2 0 0 1,294.7042
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% AEFVEVTK 249 256 36.1 27.5 19.5 2 0 0 922.4880
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% AEFVEVTKLVTDLTK 249 263 71.6 25.6 65.5 2 2 0 1,692.9420
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% YICDNQDTISSK 286 297 59.2 25.0 34.9 2 0 0 1,443.6422
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% DAFLGSFLYEYSR 347 359 71.9 26.3 61.7 2 0 0 1,567.7427
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% RHPEYAVSVLLR 360 371 69.4 26.5 51.9 2 14 0 1,439.8117
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% HLVDEPQNLIK 402 412 36.9 27.3 19.3 2 0 0 1,305.7163
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% LGEYGFQNALIVR 421 433 63.4 27.7 0.0 2 1 0 1,479.7955
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% KVPQVSTPTLVEVSR 437 451 56.6 25.0 41.7 3 5 0 1,639.9378
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% VPQVSTPTLVEVSR 438 451 70.2 26.1 70.2 2 2 0 1,511.8428
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% KQTALVELLK 548 557 37.9 25.0 26.1 2 0 0 1,142.7145
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% QTALVELLK 549 557 51.1 25.0 31.1 2 0 0 1,014.6195
C_31 Serum albumin ALBU_BOVIN 69,294 16 23 57 20.60% QTALVELLKHKPK 549 561 26.3 25.0 24.1 1 1 0 1,504.9212
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% LVNELTEFAK 66 75 52.1 27.9 48.0 1 0 0 1,163.6307
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% SLHTLFGDELCK 89 100 32.8 26.5 32.0 0 2 0 1,419.6939
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% FGERALKAWSVAR 229 241 44.3 27.4 37.4 0 1 0 1,490.8226
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% ALKAWSVAR 233 241 56.6 27.5 40.3 2 0 0 1,001.5890
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% LSQKFPKAEFVEVTK 242 256 45.7 25.5 40.8 2 2 0 1,750.9739
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% FPKAEFVEVTK 246 256 58.5 27.5 39.5 2 0 0 1,294.7042
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% AEFVEVTK 249 256 42.5 27.2 29.0 3 0 0 922.4880
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% AEFVEVTKLVTDLTK 249 263 70.2 25.6 61.5 1 2 0 1,692.9420
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% YICDNQDTISSK 286 297 28.1 25.0 1.1 2 0 0 1,443.6422
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% DAFLGSFLYEYSR 347 359 81.4 25.6 65.2 2 0 0 1,567.7427
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% RHPEYAVSVLLR 360 371 76.8 26.1 58.5 2 8 0 1,439.8117
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% HLVDEPQNLIK 402 412 34.9 27.2 29.6 1 0 0 1,305.7163
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% LGEYGFQNALIVR 421 433 85.3 27.5 0.0 2 2 0 1,479.7955
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% YTRKVPQVSTPTLVEVSR 434 451 46.8 25.0 46.8 0 2 0 2,060.1499
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% KVPQVSTPTLVEVSR 437 451 66.7 25.0 62.1 4 8 0 1,639.9378
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% KVPQVSTPTLVEVSRSLGK 437 455 35.7 25.0 35.7 1 1 0 2,025.1704
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% VPQVSTPTLVEVSR 438 451 61.4 26.2 61.4 2 2 0 1,511.8428
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% VPQVSTPTLVEVSRSLGK 438 455 24.1 25.0 24.1 1 0 0 1,897.0754
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% KQTALVELLK 548 557 47.5 25.0 37.1 1 0 0 1,142.7145
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% QTALVELLK 549 557 52.5 25.0 37.2 2 0 0 1,014.6195
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% QTALVELLKHKPK 549 561 42.5 25.0 38.0 1 2 0 1,504.9212
C_32 Serum albumin ALBU_BOVIN 69,294 22 30 66 27.30% TVMENFVAFVDK 569 580 40.7 25.6 35.7 2 0 0 1,415.6876
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% LVNELTEFAK 66 75 35.6 27.1 35.6 1 0 0 1,163.6307
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% YLYEIAR 161 167 34.5 25.5 0.0 2 0 0 927.4934
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% YNGVFQECCQAEDK 184 197 36.0 25.0 36.0 2 0 0 1,747.7052
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% AEFVEVTK 249 256 45.3 27.4 32.1 2 0 0 922.4880
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% YICDNQDTISSK 286 297 47.3 25.0 22.5 2 0 0 1,443.6422
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% EYEATLEECCAK 375 386 50.2 25.0 50.2 2 0 0 1,502.6139
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% HLVDEPQNLIK 402 412 28.6 27.2 21.5 1 0 0 1,305.7163
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% LGEYGFQNALIVR 421 433 77.8 27.7 0.0 2 0 0 1,479.7955
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% KVPQVSTPTLVEVSR 437 451 53.7 25.0 53.3 2 2 0 1,639.9378
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% VPQVSTPTLVEVSR 438 451 55.4 26.2 55.1 2 0 0 1,511.8428
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% MPCTEDYLSLILNR 469 482 94.3 26.5 88.4 1 0 0 1,740.8297
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% RPCFSALTPDETYVPK 508 523 41.0 27.3 27.4 0 2 0 1,880.9213
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% KQTALVELLK 548 557 43.7 25.0 29.7 2 0 0 1,142.7145
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% QTALVELLK 549 557 27.5 27.3 15.9 1 0 0 1,014.6195
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% TVMENFVAFVDK 569 580 63.6 25.6 51.0 2 0 0 1,415.6876
D_01 Serum albumin ALBU_BOVIN 69,294 16 17 30 27.00% LVVSTQTALA 598 607 32.3 26.8 21.8 2 0 0 1,002.5830
D_02 Serum albumin ALBU_BOVIN 69,294 7 7 11 11.20% LVNELTEFAK 66 75 42.3 27.9 33.3 2 0 0 1,163.6307



D_02 Serum albumin ALBU_BOVIN 69,294 7 7 11 11.20% AEFVEVTK 249 256 40.8 27.5 25.6 2 0 0 922.4880
D_02 Serum albumin ALBU_BOVIN 69,294 7 7 11 11.20% YICDNQDTISSK 286 297 36.3 25.0 20.0 2 0 0 1,443.6422
D_02 Serum albumin ALBU_BOVIN 69,294 7 7 11 11.20% LGEYGFQNALIVR 421 433 53.3 27.5 0.0 1 0 0 1,479.7955
D_02 Serum albumin ALBU_BOVIN 69,294 7 7 11 11.20% KVPQVSTPTLVEVSR 437 451 36.8 25.0 25.6 0 2 0 1,639.9378
D_02 Serum albumin ALBU_BOVIN 69,294 7 7 11 11.20% VPQVSTPTLVEVSR 438 451 34.3 25.5 34.3 1 0 0 1,511.8428
D_02 Serum albumin ALBU_BOVIN 69,294 7 7 11 11.20% LVVSTQTALA 598 607 33.5 26.8 33.5 1 0 0 1,002.5830
D_03 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.73% LVNELTEFAK 66 75 26.9 28.0 20.6 2 0 0 1,163.6307
D_03 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.73% YLYEIAR 161 167 21.7 25.5 0.0 1 0 0 927.4934
D_03 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.73% AEFVEVTK 249 256 38.7 27.1 23.7 2 0 0 922.4880
D_03 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.73% LGEYGFQNALIVR 421 433 56.8 27.5 0.0 2 0 0 1,479.7955
D_03 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.73% KVPQVSTPTLVEVSR 437 451 43.6 25.0 40.0 0 1 0 1,639.9378
D_04 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.73% LVNELTEFAK 66 75 40.0 27.9 35.6 2 0 0 1,163.6307
D_04 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.73% AEFVEVTK 249 256 36.6 27.4 23.4 2 0 0 922.4880
D_04 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.73% YICDNQDTISSK 286 297 51.8 25.0 35.8 2 0 0 1,443.6422
D_04 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.73% LGEYGFQNALIVR 421 433 42.8 27.7 0.0 1 0 0 1,479.7955
D_04 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.73% LVVSTQTALA 598 607 29.8 26.8 27.7 1 0 0 1,002.5830
D_05 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.24% LVNELTEFAK 66 75 32.8 27.9 31.1 2 0 0 1,163.6307
D_05 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.24% YLYEIAR 161 167 19.8 25.5 0.0 1 0 0 927.4934
D_05 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.24% AEFVEVTK 249 256 34.7 27.4 11.4 2 0 0 922.4880
D_05 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.24% YICDNQDTISSK 286 297 57.0 25.0 44.8 2 0 0 1,443.6422
D_05 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.24% LGEYGFQNALIVR 421 433 61.1 27.6 0.0 1 0 0 1,479.7955
D_06 Serum albumin ALBU_BOVIN 69,294 4 4 4 7.41% LVNELTEFAK 66 75 32.8 27.9 26.9 1 0 0 1,163.6307
D_06 Serum albumin ALBU_BOVIN 69,294 4 4 4 7.41% YICDNQDTISSK 286 297 35.3 25.0 17.1 1 0 0 1,443.6422
D_06 Serum albumin ALBU_BOVIN 69,294 4 4 4 7.41% LGEYGFQNALIVR 421 433 61.3 27.7 0.0 1 0 0 1,479.7955
D_06 Serum albumin ALBU_BOVIN 69,294 4 4 4 7.41% LVVSTQTALA 598 607 34.7 26.8 21.7 1 0 0 1,002.5830
D_07 Serum albumin ALBU_BOVIN 69,294 4 4 7 6.92% LVNELTEFAK 66 75 35.3 28.0 25.5 2 0 0 1,163.6307
D_07 Serum albumin ALBU_BOVIN 69,294 4 4 7 6.92% YICDNQDTISSK 286 297 33.0 25.0 21.7 2 0 0 1,443.6422
D_07 Serum albumin ALBU_BOVIN 69,294 4 4 7 6.92% EACFAVEGPK 588 597 33.6 25.3 28.0 1 0 0 1,107.5140
D_07 Serum albumin ALBU_BOVIN 69,294 4 4 7 6.92% LVVSTQTALA 598 607 55.4 26.8 44.9 2 0 0 1,002.5830
D_08 Serum albumin ALBU_BOVIN 69,294 2 2 3 3.29% LVNELTEFAK 66 75 27.1 28.0 19.0 2 0 0 1,163.6307
D_08 Serum albumin ALBU_BOVIN 69,294 2 2 3 3.29% LVVSTQTALA 598 607 32.8 26.8 29.2 1 0 0 1,002.5830
D_09 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.06% LVNELTEFAK 66 75 35.6 27.9 35.5 2 0 0 1,163.6307
D_09 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.06% AEFVEVTK 249 256 29.8 27.4 13.1 2 0 0 922.4880
D_09 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.06% YICDNQDTISSK 286 297 26.8 25.0 16.2 1 0 0 1,443.6422
D_09 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.06% KVPQVSTPTLVEVSR 437 451 25.8 25.0 25.8 0 2 0 1,639.9378
D_09 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.06% LVVSTQTALA 598 607 32.7 28.2 21.2 2 0 0 1,002.5830
D_10 Serum albumin ALBU_BOVIN 69,294 2 2 3 4.12% LVNELTEFAK 66 75 33.3 27.9 30.9 1 0 0 1,163.6307
D_10 Serum albumin ALBU_BOVIN 69,294 2 2 3 4.12% KVPQVSTPTLVEVSR 437 451 38.7 25.0 36.6 0 2 0 1,639.9378
D_11 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.20% LVNELTEFAK 66 75 30.6 27.9 29.8 1 0 0 1,163.6307
D_11 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.20% AEFVEVTK 249 256 45.0 27.4 25.9 2 0 0 922.4880
D_11 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.20% YICDNQDTISSK 286 297 37.9 25.0 24.1 2 0 0 1,443.6422
D_11 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.20% LGEYGFQNALIVR 421 433 45.4 27.7 0.0 1 0 0 1,479.7955
D_11 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.20% KVPQVSTPTLVEVSR 437 451 40.1 25.0 31.1 0 2 0 1,639.9378
D_11 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.20% LVVSTQTALA 598 607 30.7 28.2 26.0 1 0 0 1,002.5830
D_13 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.10% LVNELTEFAK 66 75 45.9 27.9 42.5 2 0 0 1,163.6307
D_13 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.10% YICDNQDTISSK 286 297 26.5 25.0 15.0 1 0 0 1,443.6422
D_13 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.10% KVPQVSTPTLVEVSR 437 451 29.3 25.0 26.1 0 2 0 1,639.9378
D_14 Serum albumin ALBU_BOVIN 69,294 2 2 3 4.12% LVNELTEFAK 66 75 26.8 27.9 22.2 2 0 0 1,163.6307
D_14 Serum albumin ALBU_BOVIN 69,294 2 2 3 4.12% KVPQVSTPTLVEVSR 437 451 36.7 25.0 31.8 0 1 0 1,639.9378
D_15 Serum albumin ALBU_BOVIN 69,294 2 2 2 3.79% AEFVEVTK 249 256 31.9 27.4 21.9 1 0 0 922.4880
D_15 Serum albumin ALBU_BOVIN 69,294 2 2 2 3.79% KVPQVSTPTLVEVSR 437 451 31.4 25.0 31.4 0 1 0 1,639.9378
D_16 Serum albumin ALBU_BOVIN 69,294 2 2 2 2.47% YLYEIAR 161 167 21.5 25.8 0.0 1 0 0 927.4934
D_16 Serum albumin ALBU_BOVIN 69,294 2 2 2 2.47% AEFVEVTK 249 256 31.8 27.4 21.9 1 0 0 922.4880
D_17 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.06% AEFVEVTK 249 256 39.7 27.4 22.4 1 0 0 922.4880
D_17 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.06% YICDNQDTISSK 286 297 43.5 25.0 30.3 1 0 0 1,443.6422
D_17 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.06% KVPQVSTPTLVEVSR 437 451 45.9 25.0 42.5 0 2 0 1,639.9378
D_17 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.06% EACFAVEGPK 588 597 20.6 25.1 18.5 1 0 0 1,107.5140
D_17 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.06% LVVSTQTALA 598 607 48.0 28.2 41.6 2 0 0 1,002.5830
D_18 Serum albumin ALBU_BOVIN 69,294 2 2 2 4.61% LGEYGFQNALIVR 421 433 26.5 27.6 0.0 1 0 0 1,479.7955
D_18 Serum albumin ALBU_BOVIN 69,294 2 2 2 4.61% KVPQVSTPTLVEVSR 437 451 28.9 25.0 28.9 0 1 0 1,639.9378
D_19 Serum albumin ALBU_BOVIN 69,294 2 2 4 3.29% LVNELTEFAK 66 75 41.7 28.0 36.5 2 0 0 1,163.6307
D_19 Serum albumin ALBU_BOVIN 69,294 2 2 4 3.29% LVVSTQTALA 598 607 31.3 28.2 26.1 2 0 0 1,002.5830
D_20 Serum albumin ALBU_BOVIN 69,294 2 2 4 4.12% KVPQVSTPTLVEVSR 437 451 37.3 25.0 37.3 0 2 0 1,639.9378
D_20 Serum albumin ALBU_BOVIN 69,294 2 2 4 4.12% LVVSTQTALA 598 607 53.1 26.8 37.2 2 0 0 1,002.5830
D_21 Serum albumin ALBU_BOVIN 69,294 6 6 7 10.50% LVNELTEFAK 66 75 33.3 27.9 27.2 1 0 0 1,163.6307
D_21 Serum albumin ALBU_BOVIN 69,294 6 6 7 10.50% YLYEIAR 161 167 20.6 25.5 0.0 1 0 0 927.4934
D_21 Serum albumin ALBU_BOVIN 69,294 6 6 7 10.50% AEFVEVTK 249 256 32.8 27.3 19.0 1 0 0 922.4880
D_21 Serum albumin ALBU_BOVIN 69,294 6 6 7 10.50% HLVDEPQNLIK 402 412 20.0 27.2 20.0 1 0 0 1,305.7163
D_21 Serum albumin ALBU_BOVIN 69,294 6 6 7 10.50% LGEYGFQNALIVR 421 433 46.1 27.9 0.0 1 0 0 1,479.7955
D_21 Serum albumin ALBU_BOVIN 69,294 6 6 7 10.50% KVPQVSTPTLVEVSR 437 451 39.2 25.0 39.1 0 2 0 1,639.9378
D_22 Serum albumin ALBU_BOVIN 69,294 4 4 7 5.77% LVNELTEFAK 66 75 42.4 28.0 34.3 2 0 0 1,163.6307
D_22 Serum albumin ALBU_BOVIN 69,294 4 4 7 5.77% YLYEIAR 161 167 28.8 25.8 0.0 1 0 0 927.4934
D_22 Serum albumin ALBU_BOVIN 69,294 4 4 7 5.77% AEFVEVTK 249 256 32.0 27.4 14.0 2 0 0 922.4880
D_22 Serum albumin ALBU_BOVIN 69,294 4 4 7 5.77% LVVSTQTALA 598 607 39.5 26.8 31.8 2 0 0 1,002.5830
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% LVNELTEFAK 66 75 62.7 28.0 60.6 2 0 0 1,163.6307
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% SLHTLFGDELCK 89 100 40.2 26.7 35.4 2 2 0 1,419.6939
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% YLYEIAR 161 167 32.3 25.5 0.0 2 0 0 927.4934
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% YNGVFQECCQAEDK 184 197 43.0 25.0 43.0 2 0 0 1,747.7052
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% AEFVEVTK 249 256 32.8 27.4 16.4 2 0 0 922.4880
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% YICDNQDTISSK 286 297 57.4 25.0 35.2 2 0 0 1,443.6422
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% RHPEYAVSVLLR 360 371 57.3 26.8 51.5 0 1 0 1,439.8117
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% HLVDEPQNLIK 402 412 45.8 27.5 40.6 2 0 0 1,305.7163
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% LGEYGFQNALIVR 421 433 75.0 27.9 0.0 2 0 0 1,479.7955
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% KVPQVSTPTLVEVSR 437 451 56.7 25.0 56.7 2 0 0 1,639.9378
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% VPQVSTPTLVEVSR 438 451 53.0 26.2 47.5 2 0 0 1,511.8428
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% LFTFHADICTLPDTEK 529 544 33.5 26.5 2.9 0 1 0 1,907.9211
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% TVMENFVAFVDK 569 580 57.7 25.7 47.5 2 0 0 1,415.6876
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% EACFAVEGPK 588 597 50.1 25.6 42.0 2 0 0 1,107.5140
D_23 Serum albumin ALBU_BOVIN 69,294 15 16 29 26.70% LVVSTQTALA 598 607 26.9 27.8 22.5 1 0 0 1,002.5830
D_24 Serum albumin ALBU_BOVIN 69,294 10 11 17 17.50% LVNELTEFAK 66 75 35.6 27.9 26.7 1 0 0 1,163.6307
D_24 Serum albumin ALBU_BOVIN 69,294 10 11 17 17.50% SLHTLFGDELCK 89 100 38.2 26.3 38.0 1 0 0 1,419.6939
D_24 Serum albumin ALBU_BOVIN 69,294 10 11 17 17.50% AEFVEVTK 249 256 28.2 27.4 21.8 2 0 0 922.4880
D_24 Serum albumin ALBU_BOVIN 69,294 10 11 17 17.50% YICDNQDTISSK 286 297 34.5 25.0 22.5 2 0 0 1,443.6422
D_24 Serum albumin ALBU_BOVIN 69,294 10 11 17 17.50% HLVDEPQNLIK 402 412 28.9 27.3 16.4 2 0 0 1,305.7163
D_24 Serum albumin ALBU_BOVIN 69,294 10 11 17 17.50% KVPQVSTPTLVEVSR 437 451 36.1 25.0 25.0 2 2 0 1,639.9378
D_24 Serum albumin ALBU_BOVIN 69,294 10 11 17 17.50% VPQVSTPTLVEVSR 438 451 50.4 25.5 44.4 1 0 0 1,511.8428
D_24 Serum albumin ALBU_BOVIN 69,294 10 11 17 17.50% LFTFHADICTLPDTEK 529 544 32.9 26.2 14.2 0 1 0 1,907.9211
D_24 Serum albumin ALBU_BOVIN 69,294 10 11 17 17.50% TVMENFVAFVDK 569 580 72.2 25.7 66.2 1 0 0 1,415.6876
D_24 Serum albumin ALBU_BOVIN 69,294 10 11 17 17.50% LVVSTQTALA 598 607 36.4 26.8 36.1 2 0 0 1,002.5830
D_25 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.44% LVNELTEFAK 66 75 52.5 28.1 50.3 2 0 0 1,163.6307
D_25 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.44% AEFVEVTK 249 256 29.3 27.4 10.6 2 0 0 922.4880
D_25 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.44% KVPQVSTPTLVEVSR 437 451 55.6 25.0 55.0 0 2 0 1,639.9378
D_26 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.08% LVNELTEFAK 66 75 47.6 28.1 43.2 2 0 0 1,163.6307
D_26 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.08% AEFVEVTK 249 256 41.0 27.3 25.5 1 0 0 922.4880
D_26 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.08% KVPQVSTPTLVEVSR 437 451 29.6 25.0 24.5 0 2 0 1,639.9378
D_26 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.08% LVVSTQTALA 598 607 49.0 28.2 38.0 2 0 0 1,002.5830
D_27 Serum albumin ALBU_BOVIN 69,294 4 4 5 6.26% LVNELTEFAK 66 75 36.5 27.9 32.2 2 0 0 1,163.6307
D_27 Serum albumin ALBU_BOVIN 69,294 4 4 5 6.26% YLYEIAR 161 167 18.9 25.5 0.0 1 0 0 927.4934
D_27 Serum albumin ALBU_BOVIN 69,294 4 4 5 6.26% AEFVEVTK 249 256 22.6 27.4 14.2 1 0 0 922.4880
D_27 Serum albumin ALBU_BOVIN 69,294 4 4 5 6.26% LGEYGFQNALIVR 421 433 41.8 27.6 0.0 1 0 0 1,479.7955
D_28 Serum albumin ALBU_BOVIN 69,294 6 6 10 9.56% LVNELTEFAK 66 75 33.2 27.9 28.8 2 0 0 1,163.6307
D_28 Serum albumin ALBU_BOVIN 69,294 6 6 10 9.56% YLYEIAR 161 167 18.8 25.5 0.0 2 0 0 927.4934



D_28 Serum albumin ALBU_BOVIN 69,294 6 6 10 9.56% AEFVEVTK 249 256 30.1 27.4 16.1 2 0 0 922.4880
D_28 Serum albumin ALBU_BOVIN 69,294 6 6 10 9.56% LGEYGFQNALIVR 421 433 53.0 27.9 0.0 1 0 0 1,479.7955
D_28 Serum albumin ALBU_BOVIN 69,294 6 6 10 9.56% EACFAVEGPK 588 597 23.5 25.5 23.5 1 0 0 1,107.5140
D_28 Serum albumin ALBU_BOVIN 69,294 6 6 10 9.56% LVVSTQTALA 598 607 48.4 26.8 41.9 2 0 0 1,002.5830
D_29 Serum albumin ALBU_BOVIN 69,294 5 5 8 9.23% LVNELTEFAK 66 75 45.3 28.0 36.5 2 0 0 1,163.6307
D_29 Serum albumin ALBU_BOVIN 69,294 5 5 8 9.23% YICDNQDTISSK 286 297 28.9 25.0 25.8 1 0 0 1,443.6422
D_29 Serum albumin ALBU_BOVIN 69,294 5 5 8 9.23% HLVDEPQNLIK 402 412 28.0 27.5 24.9 1 0 0 1,305.7163
D_29 Serum albumin ALBU_BOVIN 69,294 5 5 8 9.23% LGEYGFQNALIVR 421 433 51.0 27.7 0.0 2 0 0 1,479.7955
D_29 Serum albumin ALBU_BOVIN 69,294 5 5 8 9.23% LVVSTQTALA 598 607 52.0 28.2 43.0 2 0 0 1,002.5830
D_30 Serum albumin ALBU_BOVIN 69,294 5 5 8 7.91% LVNELTEFAK 66 75 39.7 28.0 35.4 2 0 0 1,163.6307
D_30 Serum albumin ALBU_BOVIN 69,294 5 5 8 7.91% YLYEIAR 161 167 24.7 25.5 0.0 1 0 0 927.4934
D_30 Serum albumin ALBU_BOVIN 69,294 5 5 8 7.91% AEFVEVTK 249 256 36.4 27.4 19.2 2 0 0 922.4880
D_30 Serum albumin ALBU_BOVIN 69,294 5 5 8 7.91% LGEYGFQNALIVR 421 433 39.7 27.9 0.0 1 0 0 1,479.7955
D_30 Serum albumin ALBU_BOVIN 69,294 5 5 8 7.91% LVVSTQTALA 598 607 44.6 26.8 31.2 2 0 0 1,002.5830
D_31 Serum albumin ALBU_BOVIN 69,294 6 6 12 11.70% LVNELTEFAK 66 75 48.3 28.1 38.5 2 0 0 1,163.6307
D_31 Serum albumin ALBU_BOVIN 69,294 6 6 12 11.70% YICDNQDTISSK 286 297 31.6 25.0 17.7 2 0 0 1,443.6422
D_31 Serum albumin ALBU_BOVIN 69,294 6 6 12 11.70% HLVDEPQNLIK 402 412 23.0 27.5 16.6 2 0 0 1,305.7163
D_31 Serum albumin ALBU_BOVIN 69,294 6 6 12 11.70% LGEYGFQNALIVR 421 433 62.1 27.9 0.0 2 0 0 1,479.7955
D_31 Serum albumin ALBU_BOVIN 69,294 6 6 12 11.70% KVPQVSTPTLVEVSR 437 451 56.2 25.0 50.7 0 2 0 1,639.9378
D_31 Serum albumin ALBU_BOVIN 69,294 6 6 12 11.70% LVVSTQTALA 598 607 35.8 28.2 30.1 2 0 0 1,002.5830
D_32 Serum albumin ALBU_BOVIN 69,294 7 7 10 12.20% LVNELTEFAK 66 75 47.1 28.0 42.3 2 0 0 1,163.6307
D_32 Serum albumin ALBU_BOVIN 69,294 7 7 10 12.20% SLHTLFGDELCK 89 100 27.4 26.5 24.4 0 1 0 1,419.6939
D_32 Serum albumin ALBU_BOVIN 69,294 7 7 10 12.20% YLYEIAR 161 167 19.1 25.5 0.0 1 0 0 927.4934
D_32 Serum albumin ALBU_BOVIN 69,294 7 7 10 12.20% YICDNQDTISSK 286 297 47.8 25.0 28.6 2 0 0 1,443.6422
D_32 Serum albumin ALBU_BOVIN 69,294 7 7 10 12.20% LGEYGFQNALIVR 421 433 51.7 27.6 0.0 1 0 0 1,479.7955
D_32 Serum albumin ALBU_BOVIN 69,294 7 7 10 12.20% EACFAVEGPK 588 597 47.0 25.5 32.9 2 0 0 1,107.5140
D_32 Serum albumin ALBU_BOVIN 69,294 7 7 10 12.20% LVVSTQTALA 598 607 54.2 26.8 46.1 1 0 0 1,002.5830
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% LVNELTEFAK 66 75 55.8 27.9 50.1 2 0 0 1,163.6307
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% SLHTLFGDELCK 89 100 51.2 26.7 49.8 2 0 0 1,419.6939
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% LKPDPNTLCDEFK 139 151 33.2 26.5 28.1 2 0 0 1,576.7679
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% YLYEIAR 161 167 41.0 26.7 0.0 2 0 0 927.4934
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% YNGVFQECCQAEDK 184 197 73.1 25.0 73.1 2 1 0 1,747.7052
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% AEFVEVTK 249 256 49.3 27.4 32.7 2 0 0 922.4880
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% YICDNQDTISSK 286 297 56.6 25.0 32.2 2 0 0 1,443.6422
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% DAFLGSFLYEYSR 347 359 74.5 25.5 65.7 1 0 0 1,567.7427
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% EYEATLEECCAK 375 386 47.6 25.0 43.5 2 0 0 1,502.6139
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% HLVDEPQNLIK 402 412 37.8 27.3 21.2 2 0 0 1,305.7163
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% LGEYGFQNALIVR 421 433 103.0 27.9 0.0 2 1 0 1,479.7955
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% KVPQVSTPTLVEVSR 437 451 57.7 25.0 57.7 2 2 0 1,639.9378
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% VPQVSTPTLVEVSR 438 451 51.2 25.7 46.7 2 0 0 1,511.8428
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% MPCTEDYLSLILNR 469 482 107.0 26.1 100.0 2 1 0 1,740.8297
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% LFTFHADICTLPDTEK 529 544 42.3 26.6 26.5 0 2 0 1,907.9211
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% KQTALVELLK 548 557 26.4 25.0 19.3 1 0 0 1,142.7145
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% QTALVELLK 549 557 50.9 27.3 30.2 2 0 0 1,014.6195
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% TVMENFVAFVDK 569 580 81.5 25.7 69.1 2 0 0 1,415.6876
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% EACFAVEGPK 588 597 34.0 25.0 26.4 2 0 0 1,107.5140
E_01 Serum albumin ALBU_BOVIN 69,294 20 24 43 34.90% LVVSTQTALA 598 607 42.2 26.8 32.7 2 0 0 1,002.5830
E_02 Serum albumin ALBU_BOVIN 69,294 11 12 19 19.60% LVNELTEFAK 66 75 41.2 27.9 29.6 2 0 0 1,163.6307
E_02 Serum albumin ALBU_BOVIN 69,294 11 12 19 19.60% AEFVEVTK 249 256 35.3 27.4 19.4 2 0 0 922.4880
E_02 Serum albumin ALBU_BOVIN 69,294 11 12 19 19.60% YICDNQDTISSK 286 297 35.1 25.0 15.6 2 0 0 1,443.6422
E_02 Serum albumin ALBU_BOVIN 69,294 11 12 19 19.60% HLVDEPQNLIK 402 412 23.6 27.9 23.1 1 0 0 1,305.7163
E_02 Serum albumin ALBU_BOVIN 69,294 11 12 19 19.60% LGEYGFQNALIVR 421 433 89.2 27.9 0.0 2 0 0 1,479.7955
E_02 Serum albumin ALBU_BOVIN 69,294 11 12 19 19.60% KVPQVSTPTLVEVSR 437 451 46.4 25.0 43.2 1 2 0 1,639.9378
E_02 Serum albumin ALBU_BOVIN 69,294 11 12 19 19.60% VPQVSTPTLVEVSR 438 451 38.8 25.5 32.4 2 0 0 1,511.8428
E_02 Serum albumin ALBU_BOVIN 69,294 11 12 19 19.60% MPCTEDYLSLILNR 469 482 51.4 26.6 43.8 1 0 0 1,740.8297
E_02 Serum albumin ALBU_BOVIN 69,294 11 12 19 19.60% RPCFSALTPDETYVPK 508 523 28.8 27.5 15.7 0 1 0 1,880.9213
E_02 Serum albumin ALBU_BOVIN 69,294 11 12 19 19.60% KQTALVELLK 548 557 20.2 25.0 14.1 1 0 0 1,142.7145
E_02 Serum albumin ALBU_BOVIN 69,294 11 12 19 19.60% LVVSTQTALA 598 607 36.4 26.8 26.3 2 0 0 1,002.5830
E_03 Serum albumin ALBU_BOVIN 69,294 6 6 11 8.73% LVNELTEFAK 66 75 42.9 28.0 35.0 2 0 0 1,163.6307
E_03 Serum albumin ALBU_BOVIN 69,294 6 6 11 8.73% YLYEIAR 161 167 28.4 25.5 0.0 1 0 0 927.4934
E_03 Serum albumin ALBU_BOVIN 69,294 6 6 11 8.73% AEFVEVTK 249 256 27.5 27.4 14.8 2 0 0 922.4880
E_03 Serum albumin ALBU_BOVIN 69,294 6 6 11 8.73% LGEYGFQNALIVR 421 433 74.8 27.9 0.0 2 0 0 1,479.7955
E_03 Serum albumin ALBU_BOVIN 69,294 6 6 11 8.73% KVPQVSTPTLVEVSR 437 451 50.5 25.0 50.5 0 2 0 1,639.9378
E_03 Serum albumin ALBU_BOVIN 69,294 6 6 11 8.73% VPQVSTPTLVEVSR 438 451 31.1 25.5 29.2 2 0 0 1,511.8428
E_04 Serum albumin ALBU_BOVIN 69,294 4 4 8 6.75% LVNELTEFAK 66 75 31.5 27.9 26.1 2 0 0 1,163.6307
E_04 Serum albumin ALBU_BOVIN 69,294 4 4 8 6.75% AEFVEVTK 249 256 36.8 27.4 21.3 2 0 0 922.4880
E_04 Serum albumin ALBU_BOVIN 69,294 4 4 8 6.75% LGEYGFQNALIVR 421 433 61.4 27.5 0.0 2 0 0 1,479.7955
E_04 Serum albumin ALBU_BOVIN 69,294 4 4 8 6.75% LVVSTQTALA 598 607 40.5 26.8 30.6 2 0 0 1,002.5830
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% LVNELTEFAK 66 75 37.9 27.9 32.0 1 0 0 1,163.6307
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% SLHTLFGDELCK 89 100 33.5 26.7 27.4 1 0 0 1,419.6939
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% YLYEIAR 161 167 19.9 25.5 0.0 1 0 0 927.4934
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% AEFVEVTK 249 256 46.2 28.0 29.4 2 0 0 922.4880
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% EYEATLEECCAK 375 386 53.4 25.0 52.1 2 0 0 1,502.6139
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% HLVDEPQNLIK 402 412 41.0 27.2 37.6 1 0 0 1,305.7163
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% LGEYGFQNALIVR 421 433 74.0 27.6 0.0 2 0 0 1,479.7955
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% KVPQVSTPTLVEVSR 437 451 50.9 25.0 50.9 2 2 0 1,639.9378
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% VPQVSTPTLVEVSR 438 451 59.4 26.3 59.4 2 0 0 1,511.8428
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% LFTFHADICTLPDTEK 529 544 34.5 26.4 21.7 0 1 0 1,907.9211
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% TVMENFVAFVDK 569 580 63.4 25.7 52.0 2 0 0 1,415.6876
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% EACFAVEGPK 588 597 51.8 25.6 42.5 2 0 0 1,107.5140
E_05 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.40% LVVSTQTALA 598 607 32.7 28.2 20.4 2 0 0 1,002.5830
E_06 Serum albumin ALBU_BOVIN 69,294 10 10 16 16.50% LVNELTEFAK 66 75 28.7 27.9 20.2 2 0 0 1,163.6307
E_06 Serum albumin ALBU_BOVIN 69,294 10 10 16 16.50% YLYEIAR 161 167 21.5 25.5 0.0 1 0 0 927.4934
E_06 Serum albumin ALBU_BOVIN 69,294 10 10 16 16.50% AEFVEVTK 249 256 41.3 27.4 30.3 2 0 0 922.4880
E_06 Serum albumin ALBU_BOVIN 69,294 10 10 16 16.50% HLVDEPQNLIK 402 412 36.1 27.2 29.1 1 0 0 1,305.7163
E_06 Serum albumin ALBU_BOVIN 69,294 10 10 16 16.50% LGEYGFQNALIVR 421 433 89.1 27.6 0.0 2 0 0 1,479.7955
E_06 Serum albumin ALBU_BOVIN 69,294 10 10 16 16.50% KVPQVSTPTLVEVSR 437 451 36.1 25.0 32.8 0 1 0 1,639.9378
E_06 Serum albumin ALBU_BOVIN 69,294 10 10 16 16.50% VPQVSTPTLVEVSR 438 451 50.2 25.5 50.2 2 0 0 1,511.8428
E_06 Serum albumin ALBU_BOVIN 69,294 10 10 16 16.50% LFTFHADICTLPDTEK 529 544 36.9 26.7 24.4 0 1 0 1,907.9211
E_06 Serum albumin ALBU_BOVIN 69,294 10 10 16 16.50% EACFAVEGPK 588 597 36.4 25.6 29.0 2 0 0 1,107.5140
E_06 Serum albumin ALBU_BOVIN 69,294 10 10 16 16.50% LVVSTQTALA 598 607 41.8 26.8 39.7 2 0 0 1,002.5830
E_07 Serum albumin ALBU_BOVIN 69,294 10 10 20 15.50% LVNELTEFAK 66 75 44.7 27.9 34.6 2 0 0 1,163.6307
E_07 Serum albumin ALBU_BOVIN 69,294 10 10 20 15.50% YLYEIAR 161 167 25.0 25.5 0.0 2 0 0 927.4934
E_07 Serum albumin ALBU_BOVIN 69,294 10 10 20 15.50% AEFVEVTK 249 256 43.6 27.4 28.4 2 0 0 922.4880
E_07 Serum albumin ALBU_BOVIN 69,294 10 10 20 15.50% HLVDEPQNLIK 402 412 28.6 28.0 20.2 2 0 0 1,305.7163
E_07 Serum albumin ALBU_BOVIN 69,294 10 10 20 15.50% LGEYGFQNALIVR 421 433 68.2 27.5 0.0 2 0 0 1,479.7955
E_07 Serum albumin ALBU_BOVIN 69,294 10 10 20 15.50% KVPQVSTPTLVEVSR 437 451 71.0 25.0 57.7 0 2 0 1,639.9378
E_07 Serum albumin ALBU_BOVIN 69,294 10 10 20 15.50% VPQVSTPTLVEVSR 438 451 38.1 26.2 37.0 2 0 0 1,511.8428
E_07 Serum albumin ALBU_BOVIN 69,294 10 10 20 15.50% KQTALVELLK 548 557 24.6 25.0 19.9 2 0 0 1,142.7145
E_07 Serum albumin ALBU_BOVIN 69,294 10 10 20 15.50% EACFAVEGPK 588 597 51.2 25.3 41.3 2 0 0 1,107.5140
E_07 Serum albumin ALBU_BOVIN 69,294 10 10 20 15.50% LVVSTQTALA 598 607 34.7 26.8 30.1 2 0 0 1,002.5830
E_08 Serum albumin ALBU_BOVIN 69,294 11 12 21 18.90% LVNELTEFAK 66 75 47.1 27.9 42.1 2 0 0 1,163.6307
E_08 Serum albumin ALBU_BOVIN 69,294 11 12 21 18.90% SLHTLFGDELCK 89 100 24.7 26.7 22.7 0 1 0 1,419.6939
E_08 Serum albumin ALBU_BOVIN 69,294 11 12 21 18.90% AEFVEVTK 249 256 41.2 27.2 27.1 2 0 0 922.4880
E_08 Serum albumin ALBU_BOVIN 69,294 11 12 21 18.90% HLVDEPQNLIK 402 412 28.7 27.2 24.1 2 0 0 1,305.7163
E_08 Serum albumin ALBU_BOVIN 69,294 11 12 21 18.90% LGEYGFQNALIVR 421 433 78.6 27.9 0.0 2 0 0 1,479.7955
E_08 Serum albumin ALBU_BOVIN 69,294 11 12 21 18.90% KVPQVSTPTLVEVSR 437 451 39.5 25.0 36.1 2 2 0 1,639.9378
E_08 Serum albumin ALBU_BOVIN 69,294 11 12 21 18.90% VPQVSTPTLVEVSR 438 451 67.5 26.0 67.5 2 0 0 1,511.8428
E_08 Serum albumin ALBU_BOVIN 69,294 11 12 21 18.90% LFTFHADICTLPDTEK 529 544 31.1 26.6 9.4 0 1 0 1,907.9211
E_08 Serum albumin ALBU_BOVIN 69,294 11 12 21 18.90% KQTALVELLK 548 557 26.6 25.0 24.5 1 0 0 1,142.7145
E_08 Serum albumin ALBU_BOVIN 69,294 11 12 21 18.90% EACFAVEGPK 588 597 34.5 25.4 22.4 2 0 0 1,107.5140
E_08 Serum albumin ALBU_BOVIN 69,294 11 12 21 18.90% LVVSTQTALA 598 607 42.4 26.8 21.2 2 0 0 1,002.5830



E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% LVNELTEFAK 66 75 41.5 27.9 40.0 2 0 0 1,163.6307
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% SLHTLFGDELCK 89 100 30.0 26.6 24.0 0 1 0 1,419.6939
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% YLYEIAR 161 167 19.7 25.5 0.0 1 0 0 927.4934
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% AEFVEVTK 249 256 40.8 27.5 27.7 2 0 0 922.4880
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% YICDNQDTISSK 286 297 26.6 25.0 13.9 1 0 0 1,443.6422
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% EYEATLEECCAK 375 386 50.1 25.0 46.0 2 0 0 1,502.6139
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% HLVDEPQNLIK 402 412 27.0 27.1 19.7 2 0 0 1,305.7163
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% LGEYGFQNALIVR 421 433 74.6 27.6 0.0 2 0 0 1,479.7955
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% KVPQVSTPTLVEVSR 437 451 52.9 25.0 45.8 2 2 0 1,639.9378
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% VPQVSTPTLVEVSR 438 451 63.5 25.6 63.5 2 0 0 1,511.8428
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% MPCTEDYLSLILNR 469 482 61.3 26.1 50.9 1 0 0 1,740.8297
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% RPCFSALTPDETYVPK 508 523 32.8 27.5 17.3 0 1 0 1,880.9213
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% LFTFHADICTLPDTEK 529 544 43.6 26.5 25.8 0 2 0 1,907.9211
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% QTALVELLK 549 557 43.4 27.5 35.0 2 0 0 1,014.6195
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% EACFAVEGPK 588 597 63.6 25.3 61.5 2 0 0 1,107.5140
E_09 Serum albumin ALBU_BOVIN 69,294 16 17 29 28.80% LVVSTQTALA 598 607 48.1 28.2 35.0 2 0 0 1,002.5830
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% LVNELTEFAK 66 75 55.9 28.0 47.6 2 0 0 1,163.6307
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% SLHTLFGDELCK 89 100 38.8 26.7 26.8 2 0 0 1,419.6939
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% VASLRETYGDMADCCEK 101 117 36.0 25.0 36.0 0 2 0 2,020.8411
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% NECFLSHKDDSPDLPK 123 138 16.9 25.0 14.6 0 1 0 1,901.8701
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% LKPDPNTLCDEFK 139 151 40.1 26.1 40.1 2 2 0 1,576.7679
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% YLYEIAR 161 167 35.5 25.5 0.0 2 0 0 927.4934
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% YNGVFQECCQAEDK 184 197 53.4 25.0 53.4 2 2 0 1,747.7052
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% ALKAWSVAR 233 241 30.0 27.3 24.1 2 0 0 1,001.5890
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% LSQKFPKAEFVEVTK 242 256 17.7 25.5 14.5 0 1 0 1,750.9739
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% AEFVEVTK 249 256 25.6 27.4 11.1 2 0 0 922.4880
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% YICDNQDTISSK 286 297 57.3 25.0 40.3 2 0 0 1,443.6422
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% DAIPENLPPLTADFAEDK 319 336 49.3 27.0 44.3 2 2 0 1,955.9600
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% DAIPENLPPLTADFAEDKDVCK 319 340 21.1 25.8 15.5 0 1 0 2,458.1811
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% DAFLGSFLYEYSR 347 359 70.1 25.5 59.3 1 0 0 1,567.7427
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% HPEYAVSVLLR 361 371 35.8 26.0 23.6 1 0 0 1,283.7106
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% EYEATLEECCAK 375 386 55.5 25.0 55.0 2 2 0 1,502.6139
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% DDPHACYSTVFDK 387 399 20.9 25.0 20.9 2 1 0 1,554.6531
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% HLVDEPQNLIK 402 412 44.3 27.5 30.2 3 0 0 1,305.7163
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% LGEYGFQNALIVR 421 433 86.0 27.5 0.0 2 0 0 1,479.7955
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% KVPQVSTPTLVEVSR 437 451 56.2 25.0 55.5 2 4 0 1,639.9378
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% VPQVSTPTLVEVSR 438 451 58.3 25.6 58.3 2 0 0 1,511.8428
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% MPCTEDYLSLILNR 469 482 105.0 26.0 97.1 2 2 0 1,740.8297
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% RPCFSALTPDETYVPK 508 523 36.3 27.5 26.7 0 3 0 1,880.9213
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% LFTFHADICTLPDTEK 529 544 60.9 26.4 53.1 2 2 0 1,907.9211
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% KQTALVELLK 548 557 37.4 25.0 27.5 2 0 0 1,142.7145
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% QTALVELLK 549 557 38.6 27.3 25.4 2 0 0 1,014.6195
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% TVMENFVAFVDK 569 580 72.0 25.4 60.7 2 0 0 1,415.6876
E_10 Serum albumin ALBU_BOVIN 69,294 28 36 69 51.60% EACFAVEGPK 588 597 33.3 25.3 26.9 1 0 0 1,107.5140
E_11 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.50% YLYEIAR 161 167 23.4 25.5 0.0 2 0 0 927.4934
E_11 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.50% AEFVEVTK 249 256 32.8 27.4 12.7 2 0 0 922.4880
E_11 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.50% HLVDEPQNLIK 402 412 31.4 27.2 23.2 1 0 0 1,305.7163
E_11 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.50% LGEYGFQNALIVR 421 433 79.5 27.6 0.0 2 0 0 1,479.7955
E_11 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.50% KVPQVSTPTLVEVSR 437 451 36.0 25.0 36.0 0 2 0 1,639.9378
E_11 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.50% VPQVSTPTLVEVSR 438 451 44.3 25.6 43.1 2 0 0 1,511.8428
E_11 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.50% MPCTEDYLSLILNR 469 482 107.0 26.1 95.2 2 0 0 1,740.8297
E_11 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.50% TVMENFVAFVDK 569 580 75.5 25.3 68.1 2 0 0 1,415.6876
E_11 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.50% EACFAVEGPK 588 597 46.1 25.6 39.6 2 0 0 1,107.5140
E_11 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.50% LVVSTQTALA 598 607 26.7 26.8 21.0 1 0 0 1,002.5830
E_12 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.80% LVNELTEFAK 66 75 41.6 27.9 33.0 2 0 0 1,163.6307
E_12 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.80% SLHTLFGDELCK 89 100 22.7 26.6 22.7 1 0 0 1,419.6939
E_12 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.80% AEFVEVTK 249 256 37.5 27.4 23.8 2 0 0 922.4880
E_12 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.80% EYEATLEECCAK 375 386 43.4 25.0 43.4 2 0 0 1,502.6139
E_12 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.80% LGEYGFQNALIVR 421 433 73.1 27.7 0.0 2 0 0 1,479.7955
E_12 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.80% KVPQVSTPTLVEVSR 437 451 58.3 25.0 55.3 0 2 0 1,639.9378
E_12 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.80% VPQVSTPTLVEVSR 438 451 46.9 26.3 34.9 2 0 0 1,511.8428
E_12 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.80% TVMENFVAFVDK 569 580 64.4 25.4 63.1 2 0 0 1,415.6876
E_12 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.80% EACFAVEGPK 588 597 40.5 25.4 30.2 2 0 0 1,107.5140
E_12 Serum albumin ALBU_BOVIN 69,294 10 10 18 16.80% LVVSTQTALA 598 607 28.7 26.8 24.4 1 0 0 1,002.5830
E_13 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% LVNELTEFAK 66 75 41.4 28.0 36.1 1 0 0 1,163.6307
E_13 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% AEFVEVTK 249 256 33.9 27.5 17.1 2 0 0 922.4880
E_13 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% LGEYGFQNALIVR 421 433 65.5 27.9 0.0 2 0 0 1,479.7955
E_13 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% KVPQVSTPTLVEVSR 437 451 38.5 25.0 36.4 0 2 0 1,639.9378
E_13 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% EACFAVEGPK 588 597 43.9 25.5 34.2 2 0 0 1,107.5140
E_14 Serum albumin ALBU_BOVIN 69,294 6 6 9 9.23% LVNELTEFAK 66 75 43.1 28.0 37.5 1 0 0 1,163.6307
E_14 Serum albumin ALBU_BOVIN 69,294 6 6 9 9.23% AEFVEVTK 249 256 41.8 27.4 28.8 2 0 0 922.4880
E_14 Serum albumin ALBU_BOVIN 69,294 6 6 9 9.23% LGEYGFQNALIVR 421 433 62.2 27.7 0.0 1 0 0 1,479.7955
E_14 Serum albumin ALBU_BOVIN 69,294 6 6 9 9.23% KVPQVSTPTLVEVSR 437 451 37.4 25.0 19.0 0 2 0 1,639.9378
E_14 Serum albumin ALBU_BOVIN 69,294 6 6 9 9.23% VPQVSTPTLVEVSR 438 451 24.4 25.5 24.4 1 0 0 1,511.8428
E_14 Serum albumin ALBU_BOVIN 69,294 6 6 9 9.23% EACFAVEGPK 588 597 40.6 25.5 32.9 2 0 0 1,107.5140
E_15 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.93% AEFVEVTK 249 256 36.8 27.4 22.8 2 0 0 922.4880
E_15 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.93% LGEYGFQNALIVR 421 433 34.4 27.7 0.0 1 0 0 1,479.7955
E_15 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.93% KVPQVSTPTLVEVSR 437 451 25.5 25.0 24.4 0 2 0 1,639.9378
E_16 Serum albumin ALBU_BOVIN 69,294 5 5 7 8.07% LVNELTEFAK 66 75 29.6 27.2 26.3 1 0 0 1,163.6307
E_16 Serum albumin ALBU_BOVIN 69,294 5 5 7 8.07% YLYEIAR 161 167 25.0 25.5 0.0 1 0 0 927.4934
E_16 Serum albumin ALBU_BOVIN 69,294 5 5 7 8.07% AEFVEVTK 249 256 32.7 27.4 18.6 2 0 0 922.4880
E_16 Serum albumin ALBU_BOVIN 69,294 5 5 7 8.07% HLVDEPQNLIK 402 412 18.8 27.3 13.5 1 0 0 1,305.7163
E_16 Serum albumin ALBU_BOVIN 69,294 5 5 7 8.07% LGEYGFQNALIVR 421 433 46.8 27.6 0.0 2 0 0 1,479.7955
E_17 Serum albumin ALBU_BOVIN 69,294 6 6 8 10.90% LVNELTEFAK 66 75 30.0 27.9 22.6 1 0 0 1,163.6307
E_17 Serum albumin ALBU_BOVIN 69,294 6 6 8 10.90% AEFVEVTK 249 256 41.7 27.5 24.1 2 0 0 922.4880
E_17 Serum albumin ALBU_BOVIN 69,294 6 6 8 10.90% HLVDEPQNLIK 402 412 31.1 27.5 31.1 1 0 0 1,305.7163
E_17 Serum albumin ALBU_BOVIN 69,294 6 6 8 10.90% LGEYGFQNALIVR 421 433 41.1 27.6 0.0 1 0 0 1,479.7955
E_17 Serum albumin ALBU_BOVIN 69,294 6 6 8 10.90% VPQVSTPTLVEVSR 438 451 21.9 25.6 12.7 1 0 0 1,511.8428
E_17 Serum albumin ALBU_BOVIN 69,294 6 6 8 10.90% LVVSTQTALA 598 607 49.0 28.2 36.2 2 0 0 1,002.5830
E_18 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.23% LVNELTEFAK 66 75 46.9 27.9 37.9 1 0 0 1,163.6307
E_18 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.23% AEFVEVTK 249 256 36.4 27.4 15.2 2 0 0 922.4880
E_18 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.23% LGEYGFQNALIVR 421 433 76.0 27.5 0.0 1 0 0 1,479.7955
E_18 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.23% KVPQVSTPTLVEVSR 437 451 21.1 25.0 13.6 0 1 0 1,639.9378
E_18 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.23% LVVSTQTALA 598 607 52.0 26.8 47.2 2 0 0 1,002.5830
E_19 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.91% LVNELTEFAK 66 75 27.6 28.1 18.8 1 0 0 1,163.6307
E_19 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.91% LGEYGFQNALIVR 421 433 70.2 27.5 0.0 2 0 0 1,479.7955
E_19 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.91% KVPQVSTPTLVEVSR 437 451 35.1 25.0 33.1 0 2 0 1,639.9378
E_19 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.91% LVVSTQTALA 598 607 39.8 26.8 29.3 2 0 0 1,002.5830
E_20 Serum albumin ALBU_BOVIN 69,294 9 9 16 13.80% LVNELTEFAK 66 75 35.1 27.1 32.2 2 0 0 1,163.6307
E_20 Serum albumin ALBU_BOVIN 69,294 9 9 16 13.80% YLYEIAR 161 167 26.7 26.8 0.0 2 0 0 927.4934
E_20 Serum albumin ALBU_BOVIN 69,294 9 9 16 13.80% AEFVEVTK 249 256 53.5 27.4 36.8 2 0 0 922.4880
E_20 Serum albumin ALBU_BOVIN 69,294 9 9 16 13.80% HLVDEPQNLIK 402 412 26.1 27.4 20.8 1 0 0 1,305.7163
E_20 Serum albumin ALBU_BOVIN 69,294 9 9 16 13.80% LGEYGFQNALIVR 421 433 62.3 27.7 0.0 2 0 0 1,479.7955
E_20 Serum albumin ALBU_BOVIN 69,294 9 9 16 13.80% KVPQVSTPTLVEVSR 437 451 46.1 25.0 46.1 0 2 0 1,639.9378
E_20 Serum albumin ALBU_BOVIN 69,294 9 9 16 13.80% VPQVSTPTLVEVSR 438 451 26.7 26.3 23.3 1 0 0 1,511.8428
E_20 Serum albumin ALBU_BOVIN 69,294 9 9 16 13.80% EACFAVEGPK 588 597 22.1 25.4 14.0 2 0 0 1,107.5140
E_20 Serum albumin ALBU_BOVIN 69,294 9 9 16 13.80% LVVSTQTALA 598 607 33.9 26.8 22.6 2 0 0 1,002.5830
E_21 Serum albumin ALBU_BOVIN 69,294 10 10 14 16.50% LVNELTEFAK 66 75 38.2 28.0 34.7 1 0 0 1,163.6307
E_21 Serum albumin ALBU_BOVIN 69,294 10 10 14 16.50% YLYEIAR 161 167 22.7 25.5 0.0 1 0 0 927.4934
E_21 Serum albumin ALBU_BOVIN 69,294 10 10 14 16.50% AEFVEVTK 249 256 41.9 27.5 27.1 2 0 0 922.4880
E_21 Serum albumin ALBU_BOVIN 69,294 10 10 14 16.50% HLVDEPQNLIK 402 412 26.8 28.0 19.2 1 0 0 1,305.7163
E_21 Serum albumin ALBU_BOVIN 69,294 10 10 14 16.50% LGEYGFQNALIVR 421 433 69.2 27.7 0.0 2 0 0 1,479.7955



E_21 Serum albumin ALBU_BOVIN 69,294 10 10 14 16.50% KVPQVSTPTLVEVSR 437 451 52.6 25.0 41.9 0 2 0 1,639.9378
E_21 Serum albumin ALBU_BOVIN 69,294 10 10 14 16.50% VPQVSTPTLVEVSR 438 451 36.2 25.5 34.2 1 0 0 1,511.8428
E_21 Serum albumin ALBU_BOVIN 69,294 10 10 14 16.50% RPCFSALTPDETYVPK 508 523 22.4 27.6 16.6 0 1 0 1,880.9213
E_21 Serum albumin ALBU_BOVIN 69,294 10 10 14 16.50% EACFAVEGPK 588 597 37.5 25.4 36.3 1 0 0 1,107.5140
E_21 Serum albumin ALBU_BOVIN 69,294 10 10 14 16.50% LVVSTQTALA 598 607 51.0 26.8 41.5 2 0 0 1,002.5830
E_22 Serum albumin ALBU_BOVIN 69,294 8 8 14 14.80% LVNELTEFAK 66 75 44.1 28.0 39.2 2 0 0 1,163.6307
E_22 Serum albumin ALBU_BOVIN 69,294 8 8 14 14.80% YLYEIAR 161 167 32.1 25.5 0.0 1 0 0 927.4934
E_22 Serum albumin ALBU_BOVIN 69,294 8 8 14 14.80% AEFVEVTK 249 256 25.3 27.4 9.9 2 0 0 922.4880
E_22 Serum albumin ALBU_BOVIN 69,294 8 8 14 14.80% HLVDEPQNLIK 402 412 42.4 27.3 39.9 2 0 0 1,305.7163
E_22 Serum albumin ALBU_BOVIN 69,294 8 8 14 14.80% LGEYGFQNALIVR 421 433 65.7 27.5 0.0 2 0 0 1,479.7955
E_22 Serum albumin ALBU_BOVIN 69,294 8 8 14 14.80% KVPQVSTPTLVEVSR 437 451 43.9 25.0 43.4 0 2 0 1,639.9378
E_22 Serum albumin ALBU_BOVIN 69,294 8 8 14 14.80% RPCFSALTPDETYVPK 508 523 20.7 27.6 0.0 0 1 0 1,880.9213
E_22 Serum albumin ALBU_BOVIN 69,294 8 8 14 14.80% LVVSTQTALA 598 607 41.7 28.2 33.0 2 0 0 1,002.5830
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% LVNELTEFAK 66 75 48.4 27.2 35.3 2 0 0 1,163.6307
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% SLHTLFGDELCK 89 100 26.7 26.6 22.5 0 1 0 1,419.6939
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% YLYEIAR 161 167 23.7 25.5 0.0 1 0 0 927.4934
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% AEFVEVTK 249 256 42.0 27.4 23.2 2 0 0 922.4880
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% HLVDEPQNLIK 402 412 24.6 28.0 22.1 2 0 0 1,305.7163
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% LGEYGFQNALIVR 421 433 68.4 27.7 0.0 2 0 0 1,479.7955
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% KVPQVSTPTLVEVSR 437 451 40.5 25.0 32.9 2 2 0 1,639.9378
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% VPQVSTPTLVEVSR 438 451 37.9 26.2 37.9 2 0 0 1,511.8428
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% LFTFHADICTLPDTEK 529 544 27.5 26.5 8.5 0 1 0 1,907.9211
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% KQTALVELLK 548 557 20.0 25.0 7.2 1 0 0 1,142.7145
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% TVMENFVAFVDK 569 580 42.4 25.6 32.8 1 0 0 1,415.6876
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% EACFAVEGPK 588 597 52.0 25.6 49.7 2 0 0 1,107.5140
E_23 Serum albumin ALBU_BOVIN 69,294 13 14 23 22.10% LVVSTQTALA 598 607 49.7 26.8 37.4 2 0 0 1,002.5830
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% LVNELTEFAK 66 75 59.4 28.0 51.2 2 0 0 1,163.6307
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% SLHTLFGDELCK 89 100 45.3 26.6 44.9 2 2 0 1,419.6939
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% LKPDPNTLCDEFK 139 151 26.5 26.3 22.9 0 1 0 1,576.7679
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% YLYEIAR 161 167 24.0 26.8 0.0 2 0 0 927.4934
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% YNGVFQECCQAEDK 184 197 59.0 25.0 59.0 2 0 0 1,747.7052
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% AEFVEVTK 249 256 51.4 27.4 34.8 2 0 0 922.4880
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% DAIPENLPPLTADFAEDK 319 336 31.4 27.1 31.4 1 0 0 1,955.9600
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% RHPEYAVSVLLR 360 371 45.2 26.2 34.3 0 2 0 1,439.8117
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% HPEYAVSVLLR 361 371 19.0 26.5 6.8 1 0 0 1,283.7106
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% LAKEYEATLEECCAK 372 386 25.3 25.0 25.3 0 2 0 1,814.8301
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% HLVDEPQNLIK 402 412 41.8 27.3 31.2 2 0 0 1,305.7163
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% LGEYGFQNALIVR 421 433 86.1 27.6 0.0 2 2 0 1,479.7955
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% KVPQVSTPTLVEVSR 437 451 68.9 25.0 67.1 2 2 0 1,639.9378
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% VPQVSTPTLVEVSR 438 451 47.7 26.2 47.3 2 0 0 1,511.8428
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% MPCTEDYLSLILNR 469 482 68.5 26.5 64.0 1 0 0 1,740.8297
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% RPCFSALTPDETYVPK 508 523 32.8 27.4 19.0 0 1 0 1,880.9213
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% LFTFHADICTLPDTEK 529 544 34.0 26.3 14.5 0 2 0 1,907.9211
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% KQTALVELLK 548 557 32.1 25.0 18.0 2 0 0 1,142.7145
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% QTALVELLK 549 557 36.9 27.5 24.3 2 0 0 1,014.6195
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% TVMENFVAFVDK 569 580 64.4 25.5 56.3 4 0 0 1,415.6876
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% EACFAVEGPK 588 597 45.2 25.4 38.3 2 0 0 1,107.5140
E_24 Serum albumin ALBU_BOVIN 69,294 22 26 47 38.90% LVVSTQTALA 598 607 52.2 26.8 44.2 2 0 0 1,002.5830
E_25 Serum albumin ALBU_BOVIN 69,294 10 11 19 17.30% LVNELTEFAK 66 75 42.8 27.9 34.1 2 0 0 1,163.6307
E_25 Serum albumin ALBU_BOVIN 69,294 10 11 19 17.30% AEFVEVTK 249 256 32.0 27.2 15.1 1 0 0 922.4880
E_25 Serum albumin ALBU_BOVIN 69,294 10 11 19 17.30% RHPEYAVSVLLR 360 371 34.9 26.1 32.1 0 1 0 1,439.8117
E_25 Serum albumin ALBU_BOVIN 69,294 10 11 19 17.30% HLVDEPQNLIK 402 412 19.9 27.3 16.9 1 0 0 1,305.7163
E_25 Serum albumin ALBU_BOVIN 69,294 10 11 19 17.30% LGEYGFQNALIVR 421 433 71.0 27.7 0.0 2 0 0 1,479.7955
E_25 Serum albumin ALBU_BOVIN 69,294 10 11 19 17.30% KVPQVSTPTLVEVSR 437 451 46.4 25.0 40.4 2 2 0 1,639.9378
E_25 Serum albumin ALBU_BOVIN 69,294 10 11 19 17.30% VPQVSTPTLVEVSR 438 451 52.0 25.5 51.7 2 0 0 1,511.8428
E_25 Serum albumin ALBU_BOVIN 69,294 10 11 19 17.30% LFTFHADICTLPDTEK 529 544 20.5 26.7 10.8 0 2 0 1,907.9211
E_25 Serum albumin ALBU_BOVIN 69,294 10 11 19 17.30% EACFAVEGPK 588 597 34.6 25.3 29.3 2 0 0 1,107.5140
E_25 Serum albumin ALBU_BOVIN 69,294 10 11 19 17.30% LVVSTQTALA 598 607 46.4 26.8 37.1 2 0 0 1,002.5830
E_26 Serum albumin ALBU_BOVIN 69,294 5 6 8 8.90% YLYEIAR 161 167 23.4 25.5 0.0 1 0 0 927.4934
E_26 Serum albumin ALBU_BOVIN 69,294 5 6 8 8.90% AEFVEVTK 249 256 34.4 27.4 16.6 2 0 0 922.4880
E_26 Serum albumin ALBU_BOVIN 69,294 5 6 8 8.90% HLVDEPQNLIK 402 412 23.6 27.2 17.4 1 0 0 1,305.7163
E_26 Serum albumin ALBU_BOVIN 69,294 5 6 8 8.90% LGEYGFQNALIVR 421 433 39.1 27.7 0.0 1 0 0 1,479.7955
E_26 Serum albumin ALBU_BOVIN 69,294 5 6 8 8.90% KVPQVSTPTLVEVSR 437 451 41.1 25.0 40.7 1 2 0 1,639.9378
E_27 Serum albumin ALBU_BOVIN 69,294 6 6 8 9.72% YLYEIAR 161 167 26.9 25.5 0.0 1 0 0 927.4934
E_27 Serum albumin ALBU_BOVIN 69,294 6 6 8 9.72% AEFVEVTK 249 256 36.5 27.4 27.3 2 0 0 922.4880
E_27 Serum albumin ALBU_BOVIN 69,294 6 6 8 9.72% HLVDEPQNLIK 402 412 25.1 27.2 25.1 1 0 0 1,305.7163
E_27 Serum albumin ALBU_BOVIN 69,294 6 6 8 9.72% LGEYGFQNALIVR 421 433 65.1 27.5 0.0 1 0 0 1,479.7955
E_27 Serum albumin ALBU_BOVIN 69,294 6 6 8 9.72% EACFAVEGPK 588 597 26.7 25.4 17.9 2 0 0 1,107.5140
E_27 Serum albumin ALBU_BOVIN 69,294 6 6 8 9.72% LVVSTQTALA 598 607 44.1 26.8 39.5 1 0 0 1,002.5830
E_28 Serum albumin ALBU_BOVIN 69,294 7 7 12 11.40% LVNELTEFAK 66 75 42.7 27.9 36.8 2 0 0 1,163.6307
E_28 Serum albumin ALBU_BOVIN 69,294 7 7 12 11.40% YLYEIAR 161 167 20.4 25.5 0.0 1 0 0 927.4934
E_28 Serum albumin ALBU_BOVIN 69,294 7 7 12 11.40% AEFVEVTK 249 256 51.1 27.4 36.0 2 0 0 922.4880
E_28 Serum albumin ALBU_BOVIN 69,294 7 7 12 11.40% HLVDEPQNLIK 402 412 28.1 27.2 24.5 1 0 0 1,305.7163
E_28 Serum albumin ALBU_BOVIN 69,294 7 7 12 11.40% LGEYGFQNALIVR 421 433 74.9 27.6 0.0 2 0 0 1,479.7955
E_28 Serum albumin ALBU_BOVIN 69,294 7 7 12 11.40% EACFAVEGPK 588 597 33.8 25.4 24.5 2 0 0 1,107.5140
E_28 Serum albumin ALBU_BOVIN 69,294 7 7 12 11.40% LVVSTQTALA 598 607 51.8 28.2 30.4 2 0 0 1,002.5830
E_29 Serum albumin ALBU_BOVIN 69,294 9 9 14 15.30% LVNELTEFAK 66 75 42.3 27.9 37.6 2 0 0 1,163.6307
E_29 Serum albumin ALBU_BOVIN 69,294 9 9 14 15.30% AEFVEVTK 249 256 35.3 27.2 13.5 1 0 0 922.4880
E_29 Serum albumin ALBU_BOVIN 69,294 9 9 14 15.30% HLVDEPQNLIK 402 412 37.4 27.1 35.9 1 0 0 1,305.7163
E_29 Serum albumin ALBU_BOVIN 69,294 9 9 14 15.30% LGEYGFQNALIVR 421 433 76.2 27.8 0.0 2 0 0 1,479.7955
E_29 Serum albumin ALBU_BOVIN 69,294 9 9 14 15.30% KVPQVSTPTLVEVSR 437 451 27.2 25.0 27.2 2 0 0 1,639.9378
E_29 Serum albumin ALBU_BOVIN 69,294 9 9 14 15.30% VPQVSTPTLVEVSR 438 451 59.0 26.2 59.0 2 0 0 1,511.8428
E_29 Serum albumin ALBU_BOVIN 69,294 9 9 14 15.30% LFTFHADICTLPDTEK 529 544 34.9 26.8 12.5 0 1 0 1,907.9211
E_29 Serum albumin ALBU_BOVIN 69,294 9 9 14 15.30% EACFAVEGPK 588 597 32.9 25.4 26.2 2 0 0 1,107.5140
E_29 Serum albumin ALBU_BOVIN 69,294 9 9 14 15.30% LVVSTQTALA 598 607 32.6 26.8 26.3 1 0 0 1,002.5830
E_30 Serum albumin ALBU_BOVIN 69,294 12 13 21 20.80% LVNELTEFAK 66 75 60.5 27.2 53.9 2 0 0 1,163.6307
E_30 Serum albumin ALBU_BOVIN 69,294 12 13 21 20.80% YLYEIAR 161 167 35.3 25.5 0.0 1 0 0 927.4934
E_30 Serum albumin ALBU_BOVIN 69,294 12 13 21 20.80% AEFVEVTK 249 256 28.8 27.5 16.3 2 0 0 922.4880
E_30 Serum albumin ALBU_BOVIN 69,294 12 13 21 20.80% HLVDEPQNLIK 402 412 33.2 27.3 20.3 2 0 0 1,305.7163
E_30 Serum albumin ALBU_BOVIN 69,294 12 13 21 20.80% LGEYGFQNALIVR 421 433 83.5 27.5 0.0 2 0 0 1,479.7955
E_30 Serum albumin ALBU_BOVIN 69,294 12 13 21 20.80% KVPQVSTPTLVEVSR 437 451 43.0 25.0 42.3 1 2 0 1,639.9378
E_30 Serum albumin ALBU_BOVIN 69,294 12 13 21 20.80% VPQVSTPTLVEVSR 438 451 52.5 26.3 47.2 2 0 0 1,511.8428
E_30 Serum albumin ALBU_BOVIN 69,294 12 13 21 20.80% RPCFSALTPDETYVPK 508 523 26.5 27.6 10.1 0 1 0 1,880.9213
E_30 Serum albumin ALBU_BOVIN 69,294 12 13 21 20.80% LFTFHADICTLPDTEK 529 544 29.0 26.4 17.4 0 1 0 1,907.9211
E_30 Serum albumin ALBU_BOVIN 69,294 12 13 21 20.80% KQTALVELLK 548 557 17.2 25.0 9.7 1 0 0 1,142.7145
E_30 Serum albumin ALBU_BOVIN 69,294 12 13 21 20.80% EACFAVEGPK 588 597 44.0 25.6 38.4 2 0 0 1,107.5140
E_30 Serum albumin ALBU_BOVIN 69,294 12 13 21 20.80% LVVSTQTALA 598 607 44.0 26.8 28.6 2 0 0 1,002.5830
E_31 Serum albumin ALBU_BOVIN 69,294 8 9 16 12.20% LVNELTEFAK 66 75 31.4 28.0 27.9 2 0 0 1,163.6307
E_31 Serum albumin ALBU_BOVIN 69,294 8 9 16 12.20% YLYEIAR 161 167 27.0 25.5 0.0 1 0 0 927.4934
E_31 Serum albumin ALBU_BOVIN 69,294 8 9 16 12.20% AEFVEVTK 249 256 39.6 27.2 26.5 2 0 0 922.4880
E_31 Serum albumin ALBU_BOVIN 69,294 8 9 16 12.20% HLVDEPQNLIK 402 412 34.5 27.1 23.4 2 0 0 1,305.7163
E_31 Serum albumin ALBU_BOVIN 69,294 8 9 16 12.20% LGEYGFQNALIVR 421 433 71.1 27.5 0.0 2 0 0 1,479.7955
E_31 Serum albumin ALBU_BOVIN 69,294 8 9 16 12.20% KVPQVSTPTLVEVSR 437 451 33.4 25.0 31.7 1 2 0 1,639.9378
E_31 Serum albumin ALBU_BOVIN 69,294 8 9 16 12.20% VPQVSTPTLVEVSR 438 451 32.5 26.3 26.8 2 0 0 1,511.8428
E_31 Serum albumin ALBU_BOVIN 69,294 8 9 16 12.20% LVVSTQTALA 598 607 49.3 26.8 37.9 2 0 0 1,002.5830
E_32 Serum albumin ALBU_BOVIN 69,294 8 8 14 13.80% LVNELTEFAK 66 75 42.5 27.9 35.6 2 0 0 1,163.6307
E_32 Serum albumin ALBU_BOVIN 69,294 8 8 14 13.80% YLYEIAR 161 167 32.0 25.5 0.0 2 0 0 927.4934
E_32 Serum albumin ALBU_BOVIN 69,294 8 8 14 13.80% AEFVEVTK 249 256 38.8 27.5 23.7 2 0 0 922.4880
E_32 Serum albumin ALBU_BOVIN 69,294 8 8 14 13.80% HLVDEPQNLIK 402 412 24.6 27.2 15.9 2 0 0 1,305.7163
E_32 Serum albumin ALBU_BOVIN 69,294 8 8 14 13.80% LGEYGFQNALIVR 421 433 77.6 27.9 0.0 2 0 0 1,479.7955
E_32 Serum albumin ALBU_BOVIN 69,294 8 8 14 13.80% KVPQVSTPTLVEVSR 437 451 29.1 25.0 28.0 0 1 0 1,639.9378
E_32 Serum albumin ALBU_BOVIN 69,294 8 8 14 13.80% EACFAVEGPK 588 597 21.0 25.5 17.5 1 0 0 1,107.5140



E_32 Serum albumin ALBU_BOVIN 69,294 8 8 14 13.80% LVVSTQTALA 598 607 40.7 26.8 29.9 2 0 0 1,002.5830
F_01 Serum albumin ALBU_BOVIN 69,294 6 6 11 9.88% YLYEIAR 161 167 35.0 26.3 0.0 2 0 0 927.4934
F_01 Serum albumin ALBU_BOVIN 69,294 6 6 11 9.88% AEFVEVTK 249 256 43.2 26.7 30.9 1 0 0 922.4880
F_01 Serum albumin ALBU_BOVIN 69,294 6 6 11 9.88% YICDNQDTISSK 286 297 49.1 25.0 23.0 2 0 0 1,443.6422
F_01 Serum albumin ALBU_BOVIN 69,294 6 6 11 9.88% EYEATLEECCAK 375 386 51.6 25.0 51.6 2 0 0 1,502.6139
F_01 Serum albumin ALBU_BOVIN 69,294 6 6 11 9.88% HLVDEPQNLIK 402 412 28.9 27.4 20.7 2 0 0 1,305.7163
F_01 Serum albumin ALBU_BOVIN 69,294 6 6 11 9.88% EACFAVEGPK 588 597 35.5 25.7 31.4 2 0 0 1,107.5140
F_02 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.50% YLYEIAR 161 167 28.8 26.3 0.0 2 0 0 927.4934
F_02 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.50% YNGVFQECCQAEDK 184 197 66.8 25.0 66.8 2 0 0 1,747.7052
F_02 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.50% YICDNQDTISSK 286 297 28.9 25.0 20.2 1 0 0 1,443.6422
F_02 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.50% EYEATLEECCAK 375 386 56.0 25.0 56.0 2 0 0 1,502.6139
F_02 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.50% KVPQVSTPTLVEVSR 437 451 20.2 25.0 16.2 1 0 0 1,639.9378
F_02 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.50% KQTALVELLK 548 557 33.1 25.0 24.2 1 0 0 1,142.7145
F_03 Serum albumin ALBU_BOVIN 69,294 6 6 12 10.90% YLYEIAR 161 167 28.3 26.3 0.0 2 0 0 927.4934
F_03 Serum albumin ALBU_BOVIN 69,294 6 6 12 10.90% YNGVFQECCQAEDK 184 197 43.0 25.0 43.0 2 0 0 1,747.7052
F_03 Serum albumin ALBU_BOVIN 69,294 6 6 12 10.90% YICDNQDTISSK 286 297 48.0 25.0 20.4 2 0 0 1,443.6422
F_03 Serum albumin ALBU_BOVIN 69,294 6 6 12 10.90% EYEATLEECCAK 375 386 62.3 25.0 62.3 2 0 0 1,502.6139
F_03 Serum albumin ALBU_BOVIN 69,294 6 6 12 10.90% HLVDEPQNLIK 402 412 34.8 27.3 22.1 2 0 0 1,305.7163
F_03 Serum albumin ALBU_BOVIN 69,294 6 6 12 10.90% KQTALVELLK 548 557 24.1 25.0 8.4 2 0 0 1,142.7145
F_04 Serum albumin ALBU_BOVIN 69,294 4 4 6 6.59% YLYEIAR 161 167 29.3 26.3 0.0 1 0 0 927.4934
F_04 Serum albumin ALBU_BOVIN 69,294 4 4 6 6.59% EYEATLEECCAK 375 386 51.2 25.0 51.2 2 0 0 1,502.6139
F_04 Serum albumin ALBU_BOVIN 69,294 4 4 6 6.59% HLVDEPQNLIK 402 412 41.7 27.5 38.0 2 0 0 1,305.7163
F_04 Serum albumin ALBU_BOVIN 69,294 4 4 6 6.59% LVVSTQTALA 598 607 16.0 25.9 10.8 1 0 0 1,002.5830
F_05 Serum albumin ALBU_BOVIN 69,294 5 5 10 8.90% YLYEIAR 161 167 23.7 26.3 0.0 2 0 0 927.4934
F_05 Serum albumin ALBU_BOVIN 69,294 5 5 10 8.90% YNGVFQECCQAEDK 184 197 44.0 25.0 44.0 2 0 0 1,747.7052
F_05 Serum albumin ALBU_BOVIN 69,294 5 5 10 8.90% EYEATLEECCAK 375 386 41.0 25.0 41.0 2 0 0 1,502.6139
F_05 Serum albumin ALBU_BOVIN 69,294 5 5 10 8.90% HLVDEPQNLIK 402 412 28.2 27.4 26.4 2 0 0 1,305.7163
F_05 Serum albumin ALBU_BOVIN 69,294 5 5 10 8.90% LVVSTQTALA 598 607 36.9 26.8 24.0 2 0 0 1,002.5830
F_06 Serum albumin ALBU_BOVIN 69,294 3 3 5 4.94% YLYEIAR 161 167 27.2 26.8 0.0 2 0 0 927.4934
F_06 Serum albumin ALBU_BOVIN 69,294 3 3 5 4.94% EYEATLEECCAK 375 386 43.2 25.0 40.5 2 0 0 1,502.6139
F_06 Serum albumin ALBU_BOVIN 69,294 3 3 5 4.94% HLVDEPQNLIK 402 412 21.1 27.9 21.1 1 0 0 1,305.7163
F_07 Serum albumin ALBU_BOVIN 69,294 2 2 3 3.62% LVNELTEFAK 66 75 59.7 27.1 59.4 2 0 0 1,163.6307
F_07 Serum albumin ALBU_BOVIN 69,294 2 2 3 3.62% EYEATLEECCAK 375 386 50.2 25.0 47.6 1 0 0 1,502.6139
F_08 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.77% HLVDEPQNLIK 402 412 42.1 28.0 34.2 2 0 0 1,305.7163
F_08 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.77% KVPQVSTPTLVEVSR 437 451 40.1 25.0 34.8 0 2 0 1,639.9378
F_08 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.77% QTALVELLK 549 557 37.3 25.0 24.4 1 0 0 1,014.6195
F_09 Serum albumin ALBU_BOVIN 69,294 5 5 6 7.25% LVNELTEFAK 66 75 43.7 27.1 39.9 1 0 0 1,163.6307
F_09 Serum albumin ALBU_BOVIN 69,294 5 5 6 7.25% YLYEIAR 161 167 30.4 26.8 0.0 1 0 0 927.4934
F_09 Serum albumin ALBU_BOVIN 69,294 5 5 6 7.25% EYEATLEECCAK 375 386 44.6 25.0 44.6 1 0 0 1,502.6139
F_09 Serum albumin ALBU_BOVIN 69,294 5 5 6 7.25% KVPQVSTPTLVEVSR 437 451 45.9 25.0 37.8 0 2 0 1,639.9378
F_09 Serum albumin ALBU_BOVIN 69,294 5 5 6 7.25% VPQVSTPTLVEVSR 438 451 47.4 26.1 45.9 1 0 0 1,511.8428
F_10 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.10% LVNELTEFAK 66 75 48.2 27.1 46.8 2 0 0 1,163.6307
F_10 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.10% EYEATLEECCAK 375 386 46.6 25.0 46.6 1 0 0 1,502.6139
F_10 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.10% KVPQVSTPTLVEVSR 437 451 49.1 25.0 42.4 0 2 0 1,639.9378
F_11 Serum albumin ALBU_BOVIN 69,294 6 6 10 13.30% SLHTLFGDELCK 89 100 28.2 26.8 28.2 0 2 0 1,419.6939
F_11 Serum albumin ALBU_BOVIN 69,294 6 6 10 13.30% YNGVFQECCQAEDK 184 197 41.4 25.0 41.4 1 0 0 1,747.7052
F_11 Serum albumin ALBU_BOVIN 69,294 6 6 10 13.30% RHPEYAVSVLLR 360 371 41.2 26.5 37.3 0 2 0 1,439.8117
F_11 Serum albumin ALBU_BOVIN 69,294 6 6 10 13.30% EYEATLEECCAK 375 386 53.0 25.0 44.3 2 0 0 1,502.6139
F_11 Serum albumin ALBU_BOVIN 69,294 6 6 10 13.30% VPQVSTPTLVEVSR 438 451 37.7 26.3 37.7 2 0 0 1,511.8428
F_11 Serum albumin ALBU_BOVIN 69,294 6 6 10 13.30% CCAADDKEACFAVEGPK 581 597 21.4 25.0 21.4 0 1 0 1,927.7985
F_12 Serum albumin ALBU_BOVIN 69,294 3 3 3 6.26% SLHTLFGDELCK 89 100 27.0 26.5 17.3 0 1 0 1,419.6939
F_12 Serum albumin ALBU_BOVIN 69,294 3 3 3 6.26% HLVDEPQNLIK 402 412 34.4 27.4 33.7 1 0 0 1,305.7163
F_12 Serum albumin ALBU_BOVIN 69,294 3 3 3 6.26% KVPQVSTPTLVEVSR 437 451 33.8 25.0 33.8 1 0 0 1,639.9378
F_13 Serum albumin ALBU_BOVIN 69,294 5 6 9 10.20% YNGVFQECCQAEDK 184 197 53.6 25.0 53.6 2 0 0 1,747.7052
F_13 Serum albumin ALBU_BOVIN 69,294 5 6 9 10.20% RHPEYAVSVLLR 360 371 40.0 26.5 31.2 0 2 0 1,439.8117
F_13 Serum albumin ALBU_BOVIN 69,294 5 6 9 10.20% HLVDEPQNLIK 402 412 37.9 28.0 28.7 2 0 0 1,305.7163
F_13 Serum albumin ALBU_BOVIN 69,294 5 6 9 10.20% KVPQVSTPTLVEVSR 437 451 45.0 25.0 42.2 1 1 0 1,639.9378
F_13 Serum albumin ALBU_BOVIN 69,294 5 6 9 10.20% LVVSTQTALA 598 607 49.1 26.8 35.9 1 0 0 1,002.5830
F_14 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.08% LVNELTEFAK 66 75 36.2 28.0 26.0 1 0 0 1,163.6307
F_14 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.08% YLYEIAR 161 167 30.2 26.3 0.0 2 0 0 927.4934
F_14 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.08% HLVDEPQNLIK 402 412 31.4 27.4 19.5 2 0 0 1,305.7163
F_14 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.08% KVPQVSTPTLVEVSR 437 451 30.0 25.0 30.0 0 1 0 1,639.9378
F_15 Serum albumin ALBU_BOVIN 69,294 5 5 8 9.06% LVNELTEFAK 66 75 37.7 27.1 29.9 1 0 0 1,163.6307
F_15 Serum albumin ALBU_BOVIN 69,294 5 5 8 9.06% HLVDEPQNLIK 402 412 46.4 27.4 44.4 2 0 0 1,305.7163
F_15 Serum albumin ALBU_BOVIN 69,294 5 5 8 9.06% KVPQVSTPTLVEVSR 437 451 38.7 25.0 38.7 0 2 0 1,639.9378
F_15 Serum albumin ALBU_BOVIN 69,294 5 5 8 9.06% QTALVELLK 549 557 26.8 25.0 18.9 1 0 0 1,014.6195
F_15 Serum albumin ALBU_BOVIN 69,294 5 5 8 9.06% LVVSTQTALA 598 607 57.1 26.8 38.8 2 0 0 1,002.5830
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% LVNELTEFAK 66 75 48.9 28.0 46.1 2 0 0 1,163.6307
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% SLHTLFGDELCK 89 100 60.5 27.0 56.2 2 0 0 1,419.6939
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% LKPDPNTLCDEFK 139 151 24.5 26.7 24.5 2 2 0 1,576.7679
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% YLYEIAR 161 167 37.0 26.3 0.0 2 0 0 927.4934
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% YNGVFQECCQAEDK 184 197 82.1 25.0 82.1 2 0 0 1,747.7052
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% VHKECCHGDLLECADDR 264 280 25.0 25.0 25.0 0 2 0 2,113.8851
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% YICDNQDTISSK 286 297 37.2 25.0 22.7 2 0 0 1,443.6422
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% RHPEYAVSVLLR 360 371 50.7 26.5 37.3 0 3 0 1,439.8117
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% HPEYAVSVLLR 361 371 34.1 26.0 21.6 2 0 0 1,283.7106
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% DDPHACYSTVFDK 387 399 39.5 25.0 36.9 2 1 0 1,554.6531
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% HLVDEPQNLIK 402 412 42.7 27.9 34.2 2 0 0 1,305.7163
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% LGEYGFQNALIVR 421 433 29.1 27.9 0.0 1 0 0 1,479.7955
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% KVPQVSTPTLVEVSR 437 451 74.9 25.0 74.9 2 2 0 1,639.9378
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% VPQVSTPTLVEVSR 438 451 61.4 26.1 61.4 2 0 0 1,511.8428
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% QTALVELLK 549 557 42.5 25.0 27.3 2 0 0 1,014.6195
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% TVMENFVAFVDK 569 580 63.3 25.6 53.4 2 0 0 1,415.6876
F_16 Serum albumin ALBU_BOVIN 69,294 17 20 39 30.80% CCAADDKEACFAVEGPK 581 597 74.1 25.0 67.3 0 2 0 1,927.7985
G_01 Serum albumin ALBU_BOVIN 69,294 6 6 10 11.20% YLYEIAR 161 167 28.9 26.3 0.0 2 0 0 927.4934
G_01 Serum albumin ALBU_BOVIN 69,294 6 6 10 11.20% YNGVFQECCQAEDK 184 197 33.7 25.0 33.7 1 0 0 1,747.7052
G_01 Serum albumin ALBU_BOVIN 69,294 6 6 10 11.20% EYEATLEECCAK 375 386 51.5 25.0 51.5 2 0 0 1,502.6139
G_01 Serum albumin ALBU_BOVIN 69,294 6 6 10 11.20% HLVDEPQNLIK 402 412 40.9 27.2 40.9 2 0 0 1,305.7163
G_01 Serum albumin ALBU_BOVIN 69,294 6 6 10 11.20% KVPQVSTPTLVEVSR 437 451 35.2 25.0 31.3 0 1 0 1,639.9378
G_01 Serum albumin ALBU_BOVIN 69,294 6 6 10 11.20% QTALVELLK 549 557 30.2 26.7 19.8 2 0 0 1,014.6195
G_02 Serum albumin ALBU_BOVIN 69,294 5 5 10 9.06% YLYEIAR 161 167 32.4 27.3 0.0 2 0 0 927.4934
G_02 Serum albumin ALBU_BOVIN 69,294 5 5 10 9.06% EYEATLEECCAK 375 386 43.6 25.0 43.6 2 0 0 1,502.6139
G_02 Serum albumin ALBU_BOVIN 69,294 5 5 10 9.06% HLVDEPQNLIK 402 412 38.2 27.2 36.3 2 0 0 1,305.7163
G_02 Serum albumin ALBU_BOVIN 69,294 5 5 10 9.06% KVPQVSTPTLVEVSR 437 451 39.2 25.0 34.8 0 2 0 1,639.9378
G_02 Serum albumin ALBU_BOVIN 69,294 5 5 10 9.06% KQTALVELLK 548 557 29.6 25.0 15.6 2 0 0 1,142.7145
G_03 Serum albumin ALBU_BOVIN 69,294 4 4 7 6.43% YLYEIAR 161 167 32.8 27.3 0.0 2 0 0 927.4934
G_03 Serum albumin ALBU_BOVIN 69,294 4 4 7 6.43% EYEATLEECCAK 375 386 45.1 25.0 45.1 2 0 0 1,502.6139
G_03 Serum albumin ALBU_BOVIN 69,294 4 4 7 6.43% HLVDEPQNLIK 402 412 36.9 27.2 29.3 2 0 0 1,305.7163
G_03 Serum albumin ALBU_BOVIN 69,294 4 4 7 6.43% QTALVELLK 549 557 20.8 26.7 11.5 1 0 0 1,014.6195
G_04 Serum albumin ALBU_BOVIN 69,294 5 5 7 6.59% YLYEIAR 161 167 31.1 27.3 0.0 2 0 0 927.4934
G_04 Serum albumin ALBU_BOVIN 69,294 5 5 7 6.59% EYEATLEECCAK 375 386 56.3 25.0 56.3 2 0 0 1,502.6139
G_04 Serum albumin ALBU_BOVIN 69,294 5 5 7 6.59% HLVDEPQNLIK 402 412 40.9 27.2 35.5 1 0 0 1,305.7163
G_04 Serum albumin ALBU_BOVIN 69,294 5 5 7 6.59% KQTALVELLK 548 557 19.0 25.0 13.3 1 0 0 1,142.7145
G_04 Serum albumin ALBU_BOVIN 69,294 5 5 7 6.59% QTALVELLK 549 557 23.8 26.7 18.7 1 0 0 1,014.6195
G_05 Serum albumin ALBU_BOVIN 69,294 4 4 7 6.59% YLYEIAR 161 167 35.0 26.3 0.0 2 0 0 927.4934
G_05 Serum albumin ALBU_BOVIN 69,294 4 4 7 6.59% EYEATLEECCAK 375 386 47.4 25.0 47.4 2 0 0 1,502.6139
G_05 Serum albumin ALBU_BOVIN 69,294 4 4 7 6.59% HLVDEPQNLIK 402 412 43.1 27.2 38.2 2 0 0 1,305.7163
G_05 Serum albumin ALBU_BOVIN 69,294 4 4 7 6.59% KQTALVELLK 548 557 23.6 25.0 17.2 1 0 0 1,142.7145
G_06 Serum albumin ALBU_BOVIN 69,294 5 5 10 8.24% LVNELTEFAK 66 75 37.1 27.5 30.2 2 0 0 1,163.6307
G_06 Serum albumin ALBU_BOVIN 69,294 5 5 10 8.24% YLYEIAR 161 167 28.8 26.3 0.0 2 0 0 927.4934
G_06 Serum albumin ALBU_BOVIN 69,294 5 5 10 8.24% EYEATLEECCAK 375 386 64.4 25.0 61.9 2 0 0 1,502.6139
G_06 Serum albumin ALBU_BOVIN 69,294 5 5 10 8.24% HLVDEPQNLIK 402 412 28.3 27.2 28.3 2 0 0 1,305.7163



G_06 Serum albumin ALBU_BOVIN 69,294 5 5 10 8.24% EACFAVEGPK 588 597 50.1 25.9 40.3 2 0 0 1,107.5140
G_07 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.44% YLYEIAR 161 167 31.1 26.3 0.0 2 0 0 927.4934
G_07 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.44% HLVDEPQNLIK 402 412 43.9 27.2 35.3 2 0 0 1,305.7163
G_07 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.44% KVPQVSTPTLVEVSR 437 451 27.2 25.0 27.2 0 1 0 1,639.9378
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% LVNELTEFAK 66 75 46.3 27.8 37.8 2 0 0 1,163.6307
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% SLHTLFGDELCK 89 100 39.3 26.9 37.4 2 2 0 1,419.6939
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% VASLRETYGDMADCCEK 101 117 42.6 25.0 40.2 0 2 0 2,020.8411
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% NECFLSHKDDSPDLPK 123 138 18.8 25.0 17.3 0 1 0 1,901.8701
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% LKPDPNTLCDEFK 139 151 36.2 27.3 25.5 1 0 0 1,576.7679
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% YLYEIAR 161 167 34.5 27.0 0.0 2 0 0 927.4934
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% YNGVFQECCQAEDK 184 197 62.0 25.0 62.0 2 0 0 1,747.7052
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% AEFVEVTK 249 256 45.8 27.8 22.5 2 0 0 922.4880
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% YICDNQDTISSK 286 297 46.4 25.0 31.3 2 0 0 1,443.6422
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% RHPEYAVSVLLR 360 371 43.4 25.6 32.8 0 2 0 1,439.8117
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% EYEATLEECCAK 375 386 64.9 25.0 64.9 2 0 0 1,502.6139
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% DDPHACYSTVFDK 387 399 33.0 25.0 33.0 1 2 0 1,554.6531
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% KVPQVSTPTLVEVSR 437 451 60.1 25.0 60.1 2 2 0 1,639.9378
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% VPQVSTPTLVEVSR 438 451 53.0 25.4 53.0 2 0 0 1,511.8428
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% KQTALVELLK 548 557 34.1 25.0 23.3 2 0 0 1,142.7145
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% QTALVELLK 549 557 52.6 26.4 36.2 2 0 0 1,014.6195
G_08 Serum albumin ALBU_BOVIN 69,294 17 20 37 29.80% EACFAVEGPK 588 597 48.6 26.1 42.6 2 0 0 1,107.5140
G_09 Serum albumin ALBU_BOVIN 69,294 4 4 8 6.75% YLYEIAR 161 167 31.6 27.3 0.0 2 0 0 927.4934
G_09 Serum albumin ALBU_BOVIN 69,294 4 4 8 6.75% KVPQVSTPTLVEVSR 437 451 36.0 25.0 36.0 0 2 0 1,639.9378
G_09 Serum albumin ALBU_BOVIN 69,294 4 4 8 6.75% QTALVELLK 549 557 35.1 26.3 22.5 2 0 0 1,014.6195
G_09 Serum albumin ALBU_BOVIN 69,294 4 4 8 6.75% EACFAVEGPK 588 597 37.1 26.1 32.4 2 0 0 1,107.5140
G_10 Serum albumin ALBU_BOVIN 69,294 5 5 8 7.58% YNGVFQECCQAEDK 184 197 42.3 25.0 42.3 2 0 0 1,747.7052
G_10 Serum albumin ALBU_BOVIN 69,294 5 5 8 7.58% KVPQVSTPTLVEVSR 437 451 38.4 25.0 34.9 0 2 0 1,639.9378
G_10 Serum albumin ALBU_BOVIN 69,294 5 5 8 7.58% VPQVSTPTLVEVSR 438 451 23.0 26.1 23.0 1 0 0 1,511.8428
G_10 Serum albumin ALBU_BOVIN 69,294 5 5 8 7.58% CCAADDKEACFAVEGPK 581 597 29.1 25.0 29.1 0 1 0 1,927.7985
G_10 Serum albumin ALBU_BOVIN 69,294 5 5 8 7.58% EACFAVEGPK 588 597 36.7 26.0 26.0 2 0 0 1,107.5140
G_11 Serum albumin ALBU_BOVIN 69,294 6 6 9 10.90% YLYEIAR 161 167 36.0 27.3 0.0 2 0 0 927.4934
G_11 Serum albumin ALBU_BOVIN 69,294 6 6 9 10.90% YNGVFQECCQAEDK 184 197 33.6 25.0 33.6 1 0 0 1,747.7052
G_11 Serum albumin ALBU_BOVIN 69,294 6 6 9 10.90% HLVDEPQNLIK 402 412 29.3 27.2 24.4 2 0 0 1,305.7163
G_11 Serum albumin ALBU_BOVIN 69,294 6 6 9 10.90% VPQVSTPTLVEVSR 438 451 41.9 25.4 38.8 1 0 0 1,511.8428
G_11 Serum albumin ALBU_BOVIN 69,294 6 6 9 10.90% EACFAVEGPK 588 597 22.7 26.1 21.3 1 0 0 1,107.5140
G_11 Serum albumin ALBU_BOVIN 69,294 6 6 9 10.90% LVVSTQTALA 598 607 65.1 27.1 62.8 2 0 0 1,002.5830
G_12 Serum albumin ALBU_BOVIN 69,294 6 6 10 12.50% YLYEIAR 161 167 24.3 27.3 0.0 1 0 0 927.4934
G_12 Serum albumin ALBU_BOVIN 69,294 6 6 10 12.50% YNGVFQECCQAEDK 184 197 47.6 25.0 47.6 2 0 0 1,747.7052
G_12 Serum albumin ALBU_BOVIN 69,294 6 6 10 12.50% RHPEYAVSVLLR 360 371 43.4 26.2 36.3 0 2 0 1,439.8117
G_12 Serum albumin ALBU_BOVIN 69,294 6 6 10 12.50% HLVDEPQNLIK 402 412 33.0 27.2 24.0 2 0 0 1,305.7163
G_12 Serum albumin ALBU_BOVIN 69,294 6 6 10 12.50% KVPQVSTPTLVEVSR 437 451 50.6 25.0 50.6 2 0 0 1,639.9378
G_12 Serum albumin ALBU_BOVIN 69,294 6 6 10 12.50% CCAADDKEACFAVEGPK 581 597 31.3 25.0 31.3 0 1 0 1,927.7985
G_13 Serum albumin ALBU_BOVIN 69,294 6 6 11 11.90% YNGVFQECCQAEDK 184 197 55.3 25.0 55.3 2 0 0 1,747.7052
G_13 Serum albumin ALBU_BOVIN 69,294 6 6 11 11.90% RHPEYAVSVLLR 360 371 33.8 25.7 25.5 0 1 0 1,439.8117
G_13 Serum albumin ALBU_BOVIN 69,294 6 6 11 11.90% HLVDEPQNLIK 402 412 37.5 27.2 25.6 2 0 0 1,305.7163
G_13 Serum albumin ALBU_BOVIN 69,294 6 6 11 11.90% KVPQVSTPTLVEVSR 437 451 48.1 25.0 44.5 0 2 0 1,639.9378
G_13 Serum albumin ALBU_BOVIN 69,294 6 6 11 11.90% EACFAVEGPK 588 597 39.3 25.9 33.1 2 0 0 1,107.5140
G_13 Serum albumin ALBU_BOVIN 69,294 6 6 11 11.90% LVVSTQTALA 598 607 57.2 27.1 45.4 2 0 0 1,002.5830
G_14 Serum albumin ALBU_BOVIN 69,294 9 10 17 13.80% LVNELTEFAK 66 75 42.6 28.0 36.8 2 0 0 1,163.6307
G_14 Serum albumin ALBU_BOVIN 69,294 9 10 17 13.80% YLYEIAR 161 167 30.2 27.1 0.0 2 0 0 927.4934
G_14 Serum albumin ALBU_BOVIN 69,294 9 10 17 13.80% YNGVFQECCQAEDK 184 197 57.5 25.0 57.5 2 0 0 1,747.7052
G_14 Serum albumin ALBU_BOVIN 69,294 9 10 17 13.80% HLVDEPQNLIK 402 412 31.4 27.2 17.4 1 0 0 1,305.7163
G_14 Serum albumin ALBU_BOVIN 69,294 9 10 17 13.80% KVPQVSTPTLVEVSR 437 451 71.5 25.0 71.5 1 2 0 1,639.9378
G_14 Serum albumin ALBU_BOVIN 69,294 9 10 17 13.80% VPQVSTPTLVEVSR 438 451 48.7 25.4 48.7 2 0 0 1,511.8428
G_14 Serum albumin ALBU_BOVIN 69,294 9 10 17 13.80% KQTALVELLK 548 557 26.8 25.0 11.5 2 0 0 1,142.7145
G_14 Serum albumin ALBU_BOVIN 69,294 9 10 17 13.80% CCAADDKEACFAVEGPK 581 597 24.9 25.0 24.9 0 1 0 1,927.7985
G_14 Serum albumin ALBU_BOVIN 69,294 9 10 17 13.80% EACFAVEGPK 588 597 27.9 26.2 23.8 2 0 0 1,107.5140
G_15 Serum albumin ALBU_BOVIN 69,294 6 6 11 9.88% LVNELTEFAK 66 75 43.9 27.9 36.8 1 0 0 1,163.6307
G_15 Serum albumin ALBU_BOVIN 69,294 6 6 11 9.88% YNGVFQECCQAEDK 184 197 76.1 25.0 76.1 2 0 0 1,747.7052
G_15 Serum albumin ALBU_BOVIN 69,294 6 6 11 9.88% HLVDEPQNLIK 402 412 38.2 27.2 30.8 2 0 0 1,305.7163
G_15 Serum albumin ALBU_BOVIN 69,294 6 6 11 9.88% KVPQVSTPTLVEVSR 437 451 35.9 25.0 35.9 0 2 0 1,639.9378
G_15 Serum albumin ALBU_BOVIN 69,294 6 6 11 9.88% VPQVSTPTLVEVSR 438 451 56.4 26.0 52.7 2 0 0 1,511.8428
G_15 Serum albumin ALBU_BOVIN 69,294 6 6 11 9.88% LVVSTQTALA 598 607 59.6 27.1 53.8 2 0 0 1,002.5830
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% FKDLGEEHFK 35 44 26.9 27.7 5.4 1 0 0 1,249.6213
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% SLHTLFGDELCK 89 100 47.1 26.9 35.7 2 0 0 1,419.6939
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% LKPDPNTLCDEFK 139 151 40.0 26.9 29.2 2 1 0 1,576.7679
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% YLYEIAR 161 167 35.2 27.1 0.0 2 0 0 927.4934
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% YNGVFQECCQAEDK 184 197 73.9 25.0 73.9 2 0 0 1,747.7052
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% AEFVEVTK 249 256 41.7 28.3 20.0 1 0 0 922.4880
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% YICDNQDTISSK 286 297 56.7 25.0 35.5 2 0 0 1,443.6422
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% RHPEYAVSVLLR 360 371 65.6 25.6 43.5 0 7 0 1,439.8117
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% DDPHACYSTVFDK 387 399 37.1 25.0 35.3 2 2 0 1,554.6531
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% HLVDEPQNLIK 402 412 51.3 27.2 33.5 2 0 0 1,305.7163
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% KVPQVSTPTLVEVSR 437 451 81.0 25.0 76.6 2 2 0 1,639.9378
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% VPQVSTPTLVEVSR 438 451 52.6 25.4 52.6 1 0 0 1,511.8428
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% KQTALVELLK 548 557 39.6 25.0 20.5 2 0 0 1,142.7145
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% TVMENFVAFVDK 569 580 44.6 25.7 37.9 1 0 0 1,415.6876
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% CCAADDKEACFAVEGPK 581 597 72.7 25.0 65.4 0 2 0 1,927.7985
G_16 Serum albumin ALBU_BOVIN 69,294 16 19 37 29.00% LVVSTQTALA 598 607 46.6 27.7 45.6 1 0 0 1,002.5830
H_01 Serum albumin ALBU_BOVIN 69,294 3 4 9 6.59% RHPEYAVSVLLR 360 371 83.9 26.1 67.4 2 3 0 1,439.8117
H_01 Serum albumin ALBU_BOVIN 69,294 3 4 9 6.59% LGEYGFQNALIVR 421 433 55.1 27.6 0.0 2 0 0 1,479.7955
H_01 Serum albumin ALBU_BOVIN 69,294 3 4 9 6.59% KVPQVSTPTLVEVSR 437 451 55.7 25.0 50.6 0 2 0 1,639.9378
H_02 Serum albumin ALBU_BOVIN 69,294 3 3 9 5.93% RHPEYAVSVLLR 360 371 75.4 26.1 63.3 0 5 0 1,439.8117
H_02 Serum albumin ALBU_BOVIN 69,294 3 3 9 5.93% HLVDEPQNLIK 402 412 34.1 27.4 32.8 2 0 0 1,305.7163
H_02 Serum albumin ALBU_BOVIN 69,294 3 3 9 5.93% LGEYGFQNALIVR 421 433 59.1 27.5 0.0 2 0 0 1,479.7955
H_03 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% LVNELTEFAK 66 75 48.5 27.5 45.8 1 0 0 1,163.6307
H_03 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% RHPEYAVSVLLR 360 371 25.6 26.0 19.2 0 2 0 1,439.8117
H_03 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% HLVDEPQNLIK 402 412 31.0 27.2 27.7 2 0 0 1,305.7163
H_03 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% LGEYGFQNALIVR 421 433 64.2 27.3 0.0 2 0 0 1,479.7955
H_03 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% LVVSTQTALA 598 607 49.2 26.8 40.2 2 0 0 1,002.5830
H_04 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.41% LVNELTEFAK 66 75 54.3 28.0 52.1 2 0 0 1,163.6307
H_04 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.41% RHPEYAVSVLLR 360 371 26.0 26.1 23.8 0 1 0 1,439.8117
H_04 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.41% LGEYGFQNALIVR 421 433 91.5 27.6 0.0 1 0 0 1,479.7955
H_04 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.41% LVVSTQTALA 598 607 34.7 26.8 28.0 2 0 0 1,002.5830
H_05 Serum albumin ALBU_BOVIN 69,294 4 4 8 7.25% LVNELTEFAK 66 75 64.4 28.0 57.8 2 0 0 1,163.6307
H_05 Serum albumin ALBU_BOVIN 69,294 4 4 8 7.25% KVPQVSTPTLVEVSR 437 451 45.3 25.0 44.8 0 2 0 1,639.9378
H_05 Serum albumin ALBU_BOVIN 69,294 4 4 8 7.25% QTALVELLK 549 557 41.4 25.0 24.7 2 0 0 1,014.6195
H_05 Serum albumin ALBU_BOVIN 69,294 4 4 8 7.25% LVVSTQTALA 598 607 49.1 26.8 40.3 2 0 0 1,002.5830
H_06 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.56% LVNELTEFAK 66 75 50.0 28.0 40.8 2 0 0 1,163.6307
H_06 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.56% RHPEYAVSVLLR 360 371 32.4 25.7 26.6 0 2 0 1,439.8117
H_06 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.56% HLVDEPQNLIK 402 412 29.8 27.4 24.1 2 0 0 1,305.7163
H_06 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.56% KVPQVSTPTLVEVSR 437 451 49.2 25.0 49.2 0 2 0 1,639.9378
H_06 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.56% LVVSTQTALA 598 607 32.2 25.9 30.6 1 0 0 1,002.5830
H_07 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.11% LVNELTEFAK 66 75 51.6 28.0 48.4 2 0 0 1,163.6307
H_07 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.11% SLHTLFGDELCK 89 100 22.7 26.7 16.6 0 2 0 1,419.6939
H_07 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.11% QTALVELLK 549 557 41.8 26.7 28.5 1 0 0 1,014.6195
H_08 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.24% LVNELTEFAK 66 75 47.9 27.9 41.3 2 0 0 1,163.6307
H_08 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.24% YLYEIAR 161 167 24.5 26.3 0.0 1 0 0 927.4934
H_08 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.24% RHPEYAVSVLLR 360 371 42.8 26.1 33.8 0 2 0 1,439.8117
H_08 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.24% HLVDEPQNLIK 402 412 33.8 27.5 33.3 2 0 0 1,305.7163
H_08 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.24% LVVSTQTALA 598 607 43.3 25.9 43.3 2 0 0 1,002.5830
H_09 Serum albumin ALBU_BOVIN 69,294 3 3 5 4.45% LVNELTEFAK 66 75 62.1 28.0 57.2 2 0 0 1,163.6307



H_09 Serum albumin ALBU_BOVIN 69,294 3 3 5 4.45% YLYEIAR 161 167 25.1 26.3 0.0 1 0 0 927.4934
H_09 Serum albumin ALBU_BOVIN 69,294 3 3 5 4.45% LVVSTQTALA 598 607 38.1 26.8 33.0 2 0 0 1,002.5830
H_10 Serum albumin ALBU_BOVIN 69,294 3 3 7 5.44% LVNELTEFAK 66 75 47.2 27.1 43.2 2 0 0 1,163.6307
H_10 Serum albumin ALBU_BOVIN 69,294 3 3 7 5.44% RHPEYAVSVLLR 360 371 51.9 26.0 34.4 0 3 0 1,439.8117
H_10 Serum albumin ALBU_BOVIN 69,294 3 3 7 5.44% HLVDEPQNLIK 402 412 29.9 27.2 22.9 2 0 0 1,305.7163
H_11 Serum albumin ALBU_BOVIN 69,294 7 7 9 13.50% LVNELTEFAK 66 75 46.5 27.9 38.3 2 0 0 1,163.6307
H_11 Serum albumin ALBU_BOVIN 69,294 7 7 9 13.50% YNGVFQECCQAEDK 184 197 23.4 25.0 23.4 1 0 0 1,747.7052
H_11 Serum albumin ALBU_BOVIN 69,294 7 7 9 13.50% RHPEYAVSVLLR 360 371 56.3 26.1 52.7 0 1 0 1,439.8117
H_11 Serum albumin ALBU_BOVIN 69,294 7 7 9 13.50% HLVDEPQNLIK 402 412 27.8 27.2 27.8 1 0 0 1,305.7163
H_11 Serum albumin ALBU_BOVIN 69,294 7 7 9 13.50% KVPQVSTPTLVEVSR 437 451 41.8 25.0 41.8 0 1 0 1,639.9378
H_11 Serum albumin ALBU_BOVIN 69,294 7 7 9 13.50% KQTALVELLK 548 557 22.8 25.0 9.9 1 0 0 1,142.7145
H_11 Serum albumin ALBU_BOVIN 69,294 7 7 9 13.50% LVVSTQTALA 598 607 40.2 25.9 32.7 2 0 0 1,002.5830
H_12 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.26% RHPEYAVSVLLR 360 371 33.6 26.5 24.8 0 2 0 1,439.8117
H_12 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.26% HLVDEPQNLIK 402 412 38.8 28.0 36.0 1 0 0 1,305.7163
H_12 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.26% KVPQVSTPTLVEVSR 437 451 32.6 25.0 32.6 0 2 0 1,639.9378
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% LVNELTEFAK 66 75 64.0 27.1 58.0 2 0 0 1,163.6307
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% SLHTLFGDELCK 89 100 52.7 26.9 51.4 2 2 0 1,419.6939
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% LKPDPNTLCDEFK 139 151 37.1 26.8 28.1 2 0 0 1,576.7679
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% YLYEIAR 161 167 28.7 26.3 0.0 2 0 0 927.4934
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% RHPEYAVSVLLR 360 371 43.1 26.5 29.3 0 2 0 1,439.8117
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% DDPHACYSTVFDK 387 399 48.4 25.0 45.7 2 2 0 1,554.6531
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% HLVDEPQNLIK 402 412 41.6 27.4 30.1 2 0 0 1,305.7163
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% KVPQVSTPTLVEVSR 437 451 83.4 25.0 83.4 2 2 0 1,639.9378
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% VPQVSTPTLVEVSR 438 451 64.9 25.9 63.7 2 0 0 1,511.8428
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% QTALVELLK 549 557 55.2 25.0 33.9 2 0 0 1,014.6195
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% CCAADDKEACFAVEGPK 581 597 61.1 25.0 61.1 2 0 0 1,927.7985
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% EACFAVEGPK 588 597 40.2 25.8 28.0 2 0 0 1,107.5140
H_13 Serum albumin ALBU_BOVIN 69,294 13 16 31 21.30% LVVSTQTALA 598 607 19.2 25.9 17.1 1 0 0 1,002.5830
H_14 Serum albumin ALBU_BOVIN 69,294 11 13 21 22.20% LVNELTEFAK 66 75 64.2 27.1 53.6 2 0 0 1,163.6307
H_14 Serum albumin ALBU_BOVIN 69,294 11 13 21 22.20% SLHTLFGDELCK 89 100 36.8 27.1 30.5 0 2 0 1,419.6939
H_14 Serum albumin ALBU_BOVIN 69,294 11 13 21 22.20% LKPDPNTLCDEFK 139 151 24.4 26.5 23.1 0 1 0 1,576.7679
H_14 Serum albumin ALBU_BOVIN 69,294 11 13 21 22.20% YLYEIAR 161 167 31.2 26.7 0.0 1 0 0 927.4934
H_14 Serum albumin ALBU_BOVIN 69,294 11 13 21 22.20% YNGVFQECCQAEDK 184 197 68.4 25.0 68.4 2 0 0 1,747.7052
H_14 Serum albumin ALBU_BOVIN 69,294 11 13 21 22.20% DDPHACYSTVFDK 387 399 31.7 25.0 31.4 2 2 0 1,554.6531
H_14 Serum albumin ALBU_BOVIN 69,294 11 13 21 22.20% LGEYGFQNALIVR 421 433 30.8 27.6 0.0 1 0 0 1,479.7955
H_14 Serum albumin ALBU_BOVIN 69,294 11 13 21 22.20% KVPQVSTPTLVEVSR 437 451 74.1 25.0 74.1 2 2 0 1,639.9378
H_14 Serum albumin ALBU_BOVIN 69,294 11 13 21 22.20% QTALVELLK 549 557 36.1 26.7 23.7 2 0 0 1,014.6195
H_14 Serum albumin ALBU_BOVIN 69,294 11 13 21 22.20% TVMENFVAFVDK 569 580 25.0 25.6 20.5 1 0 0 1,415.6876
H_14 Serum albumin ALBU_BOVIN 69,294 11 13 21 22.20% CCAADDKEACFAVEGPK 581 597 31.4 25.0 31.1 1 0 0 1,927.7985
H_15 Serum albumin ALBU_BOVIN 69,294 5 5 9 11.00% SLHTLFGDELCK 89 100 30.9 27.1 26.9 0 2 0 1,419.6939
H_15 Serum albumin ALBU_BOVIN 69,294 5 5 9 11.00% YNGVFQECCQAEDK 184 197 59.2 25.0 56.9 2 0 0 1,747.7052
H_15 Serum albumin ALBU_BOVIN 69,294 5 5 9 11.00% KVPQVSTPTLVEVSR 437 451 53.7 25.0 50.7 0 2 0 1,639.9378
H_15 Serum albumin ALBU_BOVIN 69,294 5 5 9 11.00% QTALVELLK 549 557 34.7 25.0 22.4 2 0 0 1,014.6195
H_15 Serum albumin ALBU_BOVIN 69,294 5 5 9 11.00% CCAADDKEACFAVEGPK 581 597 32.9 25.0 32.9 0 1 0 1,927.7985
H_16 Serum albumin ALBU_BOVIN 69,294 7 7 8 14.00% LVNELTEFAK 66 75 28.7 27.1 28.0 1 0 0 1,163.6307
H_16 Serum albumin ALBU_BOVIN 69,294 7 7 8 14.00% SLHTLFGDELCK 89 100 25.8 26.7 20.8 1 0 0 1,419.6939
H_16 Serum albumin ALBU_BOVIN 69,294 7 7 8 14.00% YLYEIAR 161 167 23.7 26.3 0.0 1 0 0 927.4934
H_16 Serum albumin ALBU_BOVIN 69,294 7 7 8 14.00% YNGVFQECCQAEDK 184 197 42.8 25.0 42.8 1 0 0 1,747.7052
H_16 Serum albumin ALBU_BOVIN 69,294 7 7 8 14.00% KVPQVSTPTLVEVSR 437 451 25.9 25.0 22.2 1 0 0 1,639.9378
H_16 Serum albumin ALBU_BOVIN 69,294 7 7 8 14.00% CCAADDKEACFAVEGPK 581 597 19.0 25.0 19.0 0 1 0 1,927.7985
H_16 Serum albumin ALBU_BOVIN 69,294 7 7 8 14.00% LVVSTQTALA 598 607 27.2 26.8 12.2 2 0 0 1,002.5830
H_17 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.59% YNGVFQECCQAEDK 184 197 32.1 25.0 32.1 1 0 0 1,747.7052
H_17 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.59% HLVDEPQNLIK 402 412 37.0 27.4 37.0 2 0 0 1,305.7163
H_17 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.59% KVPQVSTPTLVEVSR 437 451 46.1 25.0 34.7 0 2 0 1,639.9378
H_18 Serum albumin ALBU_BOVIN 69,294 6 6 10 11.20% LVNELTEFAK 66 75 37.1 27.4 31.6 2 0 0 1,163.6307
H_18 Serum albumin ALBU_BOVIN 69,294 6 6 10 11.20% RHPEYAVSVLLR 360 371 52.5 26.0 42.2 0 2 0 1,439.8117
H_18 Serum albumin ALBU_BOVIN 69,294 6 6 10 11.20% HLVDEPQNLIK 402 412 32.2 27.2 29.2 2 0 0 1,305.7163
H_18 Serum albumin ALBU_BOVIN 69,294 6 6 10 11.20% KVPQVSTPTLVEVSR 437 451 20.7 25.0 20.1 1 0 0 1,639.9378
H_18 Serum albumin ALBU_BOVIN 69,294 6 6 10 11.20% KQTALVELLK 548 557 19.9 25.0 12.2 1 0 0 1,142.7145
H_18 Serum albumin ALBU_BOVIN 69,294 6 6 10 11.20% LVVSTQTALA 598 607 43.0 26.8 29.7 2 0 0 1,002.5830
H_19 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% LVNELTEFAK 66 75 41.7 28.0 32.3 2 0 0 1,163.6307
H_19 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% SLHTLFGDELCK 89 100 34.5 26.9 27.1 0 2 0 1,419.6939
H_19 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% YNGVFQECCQAEDK 184 197 48.8 25.0 48.8 2 0 0 1,747.7052
H_19 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% RHPEYAVSVLLR 360 371 45.9 26.0 40.8 0 2 0 1,439.8117
H_19 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% HLVDEPQNLIK 402 412 34.3 27.4 27.6 2 0 0 1,305.7163
H_19 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% KVPQVSTPTLVEVSR 437 451 59.2 25.0 55.8 0 2 0 1,639.9378
H_19 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% TVMENFVAFVDK 569 580 33.0 25.6 30.7 1 0 0 1,415.6876
H_20 Serum albumin ALBU_BOVIN 69,294 8 10 18 12.70% LVNELTEFAK 66 75 52.5 28.0 43.5 2 0 0 1,163.6307
H_20 Serum albumin ALBU_BOVIN 69,294 8 10 18 12.70% SLHTLFGDELCK 89 100 32.5 26.8 26.8 1 2 0 1,419.6939
H_20 Serum albumin ALBU_BOVIN 69,294 8 10 18 12.70% YLYEIAR 161 167 28.3 26.3 0.0 2 0 0 927.4934
H_20 Serum albumin ALBU_BOVIN 69,294 8 10 18 12.70% YNGVFQECCQAEDK 184 197 85.9 25.0 83.2 2 0 0 1,747.7052
H_20 Serum albumin ALBU_BOVIN 69,294 8 10 18 12.70% KVPQVSTPTLVEVSR 437 451 42.1 25.0 42.1 2 2 0 1,639.9378
H_20 Serum albumin ALBU_BOVIN 69,294 8 10 18 12.70% VPQVSTPTLVEVSR 438 451 56.3 25.9 56.3 2 0 0 1,511.8428
H_20 Serum albumin ALBU_BOVIN 69,294 8 10 18 12.70% QTALVELLK 549 557 24.3 25.0 18.2 1 0 0 1,014.6195
H_20 Serum albumin ALBU_BOVIN 69,294 8 10 18 12.70% LVVSTQTALA 598 607 46.9 26.8 37.8 2 0 0 1,002.5830
H_21 Serum albumin ALBU_BOVIN 69,294 5 6 10 9.23% YLYEIAR 161 167 28.7 26.3 0.0 1 0 0 927.4934
H_21 Serum albumin ALBU_BOVIN 69,294 5 6 10 9.23% RHPEYAVSVLLR 360 371 49.8 26.1 46.3 0 2 0 1,439.8117
H_21 Serum albumin ALBU_BOVIN 69,294 5 6 10 9.23% KVPQVSTPTLVEVSR 437 451 62.5 25.0 62.5 2 2 0 1,639.9378
H_21 Serum albumin ALBU_BOVIN 69,294 5 6 10 9.23% TVMENFVAFVDK 569 580 26.0 25.6 18.2 1 0 0 1,415.6876
H_21 Serum albumin ALBU_BOVIN 69,294 5 6 10 9.23% LVVSTQTALA 598 607 31.2 26.8 28.3 2 0 0 1,002.5830
H_22 Serum albumin ALBU_BOVIN 69,294 7 7 12 13.80% SLHTLFGDELCK 89 100 29.7 26.9 27.6 1 0 0 1,419.6939
H_22 Serum albumin ALBU_BOVIN 69,294 7 7 12 13.80% YNGVFQECCQAEDK 184 197 60.6 25.0 60.6 2 0 0 1,747.7052
H_22 Serum albumin ALBU_BOVIN 69,294 7 7 12 13.80% RHPEYAVSVLLR 360 371 42.2 26.5 34.5 0 2 0 1,439.8117
H_22 Serum albumin ALBU_BOVIN 69,294 7 7 12 13.80% KVPQVSTPTLVEVSR 437 451 50.3 25.0 50.3 1 0 0 1,639.9378
H_22 Serum albumin ALBU_BOVIN 69,294 7 7 12 13.80% QTALVELLK 549 557 32.0 25.0 22.3 2 0 0 1,014.6195
H_22 Serum albumin ALBU_BOVIN 69,294 7 7 12 13.80% TVMENFVAFVDK 569 580 22.0 25.6 19.0 2 0 0 1,415.6876
H_22 Serum albumin ALBU_BOVIN 69,294 7 7 12 13.80% LVVSTQTALA 598 607 44.2 26.8 35.0 2 0 0 1,002.5830
H_23 Serum albumin ALBU_BOVIN 69,294 8 8 13 14.30% LVNELTEFAK 66 75 51.1 28.0 44.2 2 0 0 1,163.6307
H_23 Serum albumin ALBU_BOVIN 69,294 8 8 13 14.30% SLHTLFGDELCK 89 100 33.0 26.9 22.6 0 2 0 1,419.6939
H_23 Serum albumin ALBU_BOVIN 69,294 8 8 13 14.30% YLYEIAR 161 167 22.0 26.3 0.0 1 0 0 927.4934
H_23 Serum albumin ALBU_BOVIN 69,294 8 8 13 14.30% RHPEYAVSVLLR 360 371 47.8 25.9 44.8 0 2 0 1,439.8117
H_23 Serum albumin ALBU_BOVIN 69,294 8 8 13 14.30% KVPQVSTPTLVEVSR 437 451 32.2 25.0 32.2 2 0 0 1,639.9378
H_23 Serum albumin ALBU_BOVIN 69,294 8 8 13 14.30% QTALVELLK 549 557 20.9 25.0 12.9 1 0 0 1,014.6195
H_23 Serum albumin ALBU_BOVIN 69,294 8 8 13 14.30% TVMENFVAFVDK 569 580 20.7 25.2 19.9 1 0 0 1,415.6876
H_23 Serum albumin ALBU_BOVIN 69,294 8 8 13 14.30% LVVSTQTALA 598 607 29.7 26.0 26.8 2 0 0 1,002.5830
H_24 Serum albumin ALBU_BOVIN 69,294 2 2 3 2.80% YLYEIAR 161 167 24.3 26.3 0.0 1 0 0 927.4934
H_24 Serum albumin ALBU_BOVIN 69,294 2 2 3 2.80% LVVSTQTALA 598 607 25.6 26.0 20.7 2 0 0 1,002.5830
I_01 Serum albumin ALBU_BOVIN 69,294 3 4 6 6.43% HLVDEPQNLIK 402 412 22.1 27.4 12.0 1 0 0 1,305.7163
I_01 Serum albumin ALBU_BOVIN 69,294 3 4 6 6.43% LGEYGFQNALIVR 421 433 61.8 27.5 0.0 2 0 0 1,479.7955
I_01 Serum albumin ALBU_BOVIN 69,294 3 4 6 6.43% KVPQVSTPTLVEVSR 437 451 32.5 25.0 32.5 2 1 0 1,639.9378
I_02 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.93% LVNELTEFAK 66 75 62.0 27.9 60.7 2 0 0 1,163.6307
I_02 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.93% HLVDEPQNLIK 402 412 20.9 27.2 17.8 1 0 0 1,305.7163
I_02 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.93% KVPQVSTPTLVEVSR 437 451 24.5 25.0 24.4 2 0 0 1,639.9378
I_03 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.58% LVNELTEFAK 66 75 54.7 27.5 50.0 2 0 0 1,163.6307
I_03 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.58% HLVDEPQNLIK 402 412 32.9 27.2 22.8 1 0 0 1,305.7163
I_03 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.58% KVPQVSTPTLVEVSR 437 451 28.5 25.0 28.5 2 0 0 1,639.9378
I_03 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.58% LVVSTQTALA 598 607 39.1 27.6 34.0 2 0 0 1,002.5830
I_04 Serum albumin ALBU_BOVIN 69,294 6 6 11 12.40% LVNELTEFAK 66 75 44.8 27.4 41.1 1 0 0 1,163.6307
I_04 Serum albumin ALBU_BOVIN 69,294 6 6 11 12.40% EYEATLEECCAK 375 386 34.9 25.0 34.9 2 0 0 1,502.6139
I_04 Serum albumin ALBU_BOVIN 69,294 6 6 11 12.40% HLVDEPQNLIK 402 412 36.0 27.4 24.3 2 0 0 1,305.7163
I_04 Serum albumin ALBU_BOVIN 69,294 6 6 11 12.40% KVPQVSTPTLVEVSR 437 451 50.6 25.0 50.6 2 0 0 1,639.9378
I_04 Serum albumin ALBU_BOVIN 69,294 6 6 11 12.40% CCAADDKEACFAVEGPK 581 597 23.4 25.0 23.4 0 2 0 1,927.7985



I_04 Serum albumin ALBU_BOVIN 69,294 6 6 11 12.40% LVVSTQTALA 598 607 49.5 27.6 43.3 2 0 0 1,002.5830
I_05 Serum albumin ALBU_BOVIN 69,294 9 10 17 15.20% LVNELTEFAK 66 75 53.0 28.0 46.5 2 0 0 1,163.6307
I_05 Serum albumin ALBU_BOVIN 69,294 9 10 17 15.20% YLYEIAR 161 167 23.2 26.3 0.0 2 0 0 927.4934
I_05 Serum albumin ALBU_BOVIN 69,294 9 10 17 15.20% EYEATLEECCAK 375 386 49.4 25.0 49.4 1 0 0 1,502.6139
I_05 Serum albumin ALBU_BOVIN 69,294 9 10 17 15.20% HLVDEPQNLIK 402 412 34.3 27.5 26.8 2 0 0 1,305.7163
I_05 Serum albumin ALBU_BOVIN 69,294 9 10 17 15.20% KVPQVSTPTLVEVSR 437 451 69.9 25.0 69.9 2 2 0 1,639.9378
I_05 Serum albumin ALBU_BOVIN 69,294 9 10 17 15.20% KQTALVELLK 548 557 32.2 25.0 24.5 1 0 0 1,142.7145
I_05 Serum albumin ALBU_BOVIN 69,294 9 10 17 15.20% QTALVELLK 549 557 22.2 25.0 14.9 1 0 0 1,014.6195
I_05 Serum albumin ALBU_BOVIN 69,294 9 10 17 15.20% CCAADDKEACFAVEGPK 581 597 51.0 25.0 49.1 0 2 0 1,927.7985
I_05 Serum albumin ALBU_BOVIN 69,294 9 10 17 15.20% LVVSTQTALA 598 607 37.5 26.8 31.8 2 0 0 1,002.5830
I_06 Serum albumin ALBU_BOVIN 69,294 9 10 18 16.30% LVNELTEFAK 66 75 56.4 27.9 51.2 2 0 0 1,163.6307
I_06 Serum albumin ALBU_BOVIN 69,294 9 10 18 16.30% YNGVFQECCQAEDK 184 197 33.0 25.0 32.3 2 0 0 1,747.7052
I_06 Serum albumin ALBU_BOVIN 69,294 9 10 18 16.30% HLVDEPQNLIK 402 412 33.8 27.3 23.1 2 0 0 1,305.7163
I_06 Serum albumin ALBU_BOVIN 69,294 9 10 18 16.30% KVPQVSTPTLVEVSR 437 451 63.1 25.0 63.1 2 2 0 1,639.9378
I_06 Serum albumin ALBU_BOVIN 69,294 9 10 18 16.30% VPQVSTPTLVEVSR 438 451 47.7 25.9 47.7 2 0 0 1,511.8428
I_06 Serum albumin ALBU_BOVIN 69,294 9 10 18 16.30% KQTALVELLK 548 557 23.5 25.0 12.1 1 0 0 1,142.7145
I_06 Serum albumin ALBU_BOVIN 69,294 9 10 18 16.30% TVMENFVAFVDK 569 580 25.5 25.1 22.5 1 0 0 1,415.6876
I_06 Serum albumin ALBU_BOVIN 69,294 9 10 18 16.30% CCAADDKEACFAVEGPK 581 597 39.9 25.0 37.1 0 2 0 1,927.7985
I_06 Serum albumin ALBU_BOVIN 69,294 9 10 18 16.30% LVVSTQTALA 598 607 37.6 27.6 32.5 2 0 0 1,002.5830
I_07 Serum albumin ALBU_BOVIN 69,294 4 4 5 7.41% LVNELTEFAK 66 75 47.4 27.4 43.5 2 0 0 1,163.6307
I_07 Serum albumin ALBU_BOVIN 69,294 4 4 5 7.41% HLVDEPQNLIK 402 412 24.3 27.4 21.6 1 0 0 1,305.7163
I_07 Serum albumin ALBU_BOVIN 69,294 4 4 5 7.41% KVPQVSTPTLVEVSR 437 451 23.6 25.0 17.0 0 1 0 1,639.9378
I_07 Serum albumin ALBU_BOVIN 69,294 4 4 5 7.41% QTALVELLK 549 557 26.9 25.0 11.5 1 0 0 1,014.6195
I_08 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.00% LVNELTEFAK 66 75 50.1 28.1 48.4 2 0 0 1,163.6307
I_08 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.00% YLYEIAR 161 167 21.8 26.3 0.0 1 0 0 927.4934
I_08 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.00% YNGVFQECCQAEDK 184 197 26.5 25.0 22.5 1 0 0 1,747.7052
I_08 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.00% HLVDEPQNLIK 402 412 46.9 27.5 37.5 2 0 0 1,305.7163
I_08 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.00% KVPQVSTPTLVEVSR 437 451 42.3 25.0 42.3 2 0 0 1,639.9378
I_08 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.00% TVMENFVAFVDK 569 580 23.0 25.2 17.5 1 0 0 1,415.6876
I_08 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.00% LVVSTQTALA 598 607 33.1 26.0 26.6 1 0 0 1,002.5830
I_09 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.43% YNGVFQECCQAEDK 184 197 44.8 25.0 44.8 1 0 0 1,747.7052
I_09 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.43% KVPQVSTPTLVEVSR 437 451 47.0 25.0 45.0 2 0 0 1,639.9378
I_09 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.43% LVVSTQTALA 598 607 43.3 25.9 40.2 2 0 0 1,002.5830
I_10 Serum albumin ALBU_BOVIN 69,294 4 5 8 7.08% LVNELTEFAK 66 75 41.8 27.5 33.8 2 0 0 1,163.6307
I_10 Serum albumin ALBU_BOVIN 69,294 4 5 8 7.08% YLYEIAR 161 167 19.8 26.3 0.0 1 0 0 927.4934
I_10 Serum albumin ALBU_BOVIN 69,294 4 5 8 7.08% HLVDEPQNLIK 402 412 37.3 27.4 33.8 2 0 0 1,305.7163
I_10 Serum albumin ALBU_BOVIN 69,294 4 5 8 7.08% KVPQVSTPTLVEVSR 437 451 53.1 25.0 49.5 1 2 0 1,639.9378
I_11 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.93% LVNELTEFAK 66 75 46.5 27.5 44.0 2 0 0 1,163.6307
I_11 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.93% HLVDEPQNLIK 402 412 37.7 27.4 27.9 2 0 0 1,305.7163
I_11 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.93% KVPQVSTPTLVEVSR 437 451 41.7 25.0 41.7 2 0 0 1,639.9378
I_12 Serum albumin ALBU_BOVIN 69,294 6 6 10 8.57% YLYEIAR 161 167 28.1 26.3 0.0 2 0 0 927.4934
I_12 Serum albumin ALBU_BOVIN 69,294 6 6 10 8.57% HLVDEPQNLIK 402 412 37.1 27.4 35.0 1 0 0 1,305.7163
I_12 Serum albumin ALBU_BOVIN 69,294 6 6 10 8.57% KVPQVSTPTLVEVSR 437 451 62.1 25.0 51.2 0 2 0 1,639.9378
I_12 Serum albumin ALBU_BOVIN 69,294 6 6 10 8.57% VPQVSTPTLVEVSR 438 451 47.9 25.9 47.9 2 0 0 1,511.8428
I_12 Serum albumin ALBU_BOVIN 69,294 6 6 10 8.57% QTALVELLK 549 557 32.8 25.0 12.4 2 0 0 1,014.6195
I_12 Serum albumin ALBU_BOVIN 69,294 6 6 10 8.57% LVVSTQTALA 598 607 40.3 26.8 32.9 1 0 0 1,002.5830
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% LVNELTEFAK 66 75 49.7 28.0 47.1 2 0 0 1,163.6307
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% SLHTLFGDELCK 89 100 66.1 26.8 61.3 2 2 0 1,419.6939
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% LKPDPNTLCDEFK 139 151 35.6 26.7 32.6 1 1 0 1,576.7679
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% YLYEIAR 161 167 29.6 26.3 0.0 2 0 0 927.4934
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% LSQKFPKAEFVEVTK 242 256 29.5 25.5 29.5 0 1 0 1,750.9739
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% RHPEYAVSVLLR 360 371 48.7 26.1 38.2 0 2 0 1,439.8117
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% LAKEYEATLEECCAK 372 386 61.8 25.0 60.6 2 0 0 1,814.8301
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% DDPHACYSTVFDK 387 399 30.6 25.0 28.5 1 2 0 1,554.6531
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% HLVDEPQNLIK 402 412 42.1 27.5 30.4 2 0 0 1,305.7163
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% LGEYGFQNALIVR 421 433 76.7 27.5 0.0 2 0 0 1,479.7955
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% KVPQVSTPTLVEVSR 437 451 83.4 25.0 83.4 2 1 0 1,639.9378
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% VPQVSTPTLVEVSR 438 451 67.5 26.3 66.1 2 0 0 1,511.8428
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% QTALVELLK 549 557 60.4 25.0 37.6 1 0 0 1,014.6195
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% TVMENFVAFVDK 569 580 55.4 25.6 40.8 2 0 0 1,415.6876
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% CCAADDKEACFAVEGPK 581 597 50.6 25.0 50.6 1 1 0 1,927.7985
I_13 Serum albumin ALBU_BOVIN 69,294 16 21 33 30.30% LVVSTQTALA 598 607 39.0 26.0 37.1 1 0 0 1,002.5830
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% LVNELTEFAK 66 75 53.9 28.1 47.4 2 0 0 1,163.6307
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% SLHTLFGDELCK 89 100 64.2 26.8 59.2 2 2 0 1,419.6939
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% LKPDPNTLCDEFK 139 151 34.5 26.9 29.6 1 2 0 1,576.7679
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% LKPDPNTLCDEFKADEK 139 155 16.7 26.1 13.9 0 1 0 2,019.9696
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% YNGVFQECCQAEDK 184 197 60.3 25.0 59.8 2 0 0 1,747.7052
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% LAKEYEATLEECCAK 372 386 29.5 25.0 27.6 1 0 0 1,814.8301
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% DDPHACYSTVFDK 387 399 43.7 25.0 42.1 2 1 0 1,554.6531
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% LGEYGFQNALIVR 421 433 43.1 27.5 0.0 2 0 0 1,479.7955
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% KVPQVSTPTLVEVSR 437 451 60.3 25.0 56.9 2 1 0 1,639.9378
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% VPQVSTPTLVEVSR 438 451 26.1 26.4 26.0 0 2 0 1,511.8428
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% QTALVELLK 549 557 31.0 25.0 17.6 2 0 0 1,014.6195
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% TVMENFVAFVDK 569 580 30.9 25.5 20.8 2 0 0 1,415.6876
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% CCAADDKEACFAVEGPK 581 597 67.1 25.0 67.1 2 2 0 1,927.7985
I_14 Serum albumin ALBU_BOVIN 69,294 14 19 33 25.90% LVVSTQTALA 598 607 73.3 26.0 49.9 2 0 0 1,002.5830
I_15 Serum albumin ALBU_BOVIN 69,294 4 5 8 8.90% SLHTLFGDELCK 89 100 53.7 26.7 47.4 2 2 0 1,419.6939
I_15 Serum albumin ALBU_BOVIN 69,294 4 5 8 8.90% YNGVFQECCQAEDK 184 197 33.6 25.0 33.6 1 0 0 1,747.7052
I_15 Serum albumin ALBU_BOVIN 69,294 4 5 8 8.90% LGEYGFQNALIVR 421 433 48.5 27.6 0.0 1 0 0 1,479.7955
I_15 Serum albumin ALBU_BOVIN 69,294 4 5 8 8.90% KVPQVSTPTLVEVSR 437 451 52.0 25.0 50.7 0 2 0 1,639.9378
I_16 Serum albumin ALBU_BOVIN 69,294 4 5 8 7.58% YLYEIAR 161 167 26.2 26.3 0.0 2 0 0 927.4934
I_16 Serum albumin ALBU_BOVIN 69,294 4 5 8 7.58% YNGVFQECCQAEDK 184 197 39.1 25.0 39.1 1 0 0 1,747.7052
I_16 Serum albumin ALBU_BOVIN 69,294 4 5 8 7.58% KVPQVSTPTLVEVSR 437 451 61.7 25.0 60.5 2 1 0 1,639.9378
I_16 Serum albumin ALBU_BOVIN 69,294 4 5 8 7.58% LVVSTQTALA 598 607 42.7 26.8 25.5 2 0 0 1,002.5830
I_17 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.56% LVNELTEFAK 66 75 48.1 28.0 39.7 2 0 0 1,163.6307
I_17 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.56% HLVDEPQNLIK 402 412 29.5 27.5 23.6 1 0 0 1,305.7163
I_17 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.56% KVPQVSTPTLVEVSR 437 451 64.1 25.0 60.5 0 2 0 1,639.9378
I_17 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.56% KQTALVELLK 548 557 17.3 25.0 9.8 1 0 0 1,142.7145
I_17 Serum albumin ALBU_BOVIN 69,294 5 5 7 9.56% TVMENFVAFVDK 569 580 32.4 25.0 30.2 1 0 0 1,415.6876
I_18 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.39% SLHTLFGDELCK 89 100 33.7 26.9 29.0 2 0 0 1,419.6939
I_18 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.39% HLVDEPQNLIK 402 412 33.9 27.4 30.5 2 0 0 1,305.7163
I_18 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.39% KVPQVSTPTLVEVSR 437 451 21.1 25.0 21.1 1 0 0 1,639.9378
I_18 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.39% QTALVELLK 549 557 28.3 25.0 17.5 2 0 0 1,014.6195
I_18 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.39% LVVSTQTALA 598 607 35.8 26.8 26.8 2 0 0 1,002.5830
I_19 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.57% YNGVFQECCQAEDK 184 197 33.8 25.0 29.2 1 0 0 1,747.7052
I_19 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.57% HLVDEPQNLIK 402 412 33.4 27.4 30.2 2 0 0 1,305.7163
I_19 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.57% KVPQVSTPTLVEVSR 437 451 64.7 25.0 60.7 2 0 0 1,639.9378
I_19 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.57% VPQVSTPTLVEVSR 438 451 55.6 25.9 55.6 2 0 0 1,511.8428
I_19 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.57% TVMENFVAFVDK 569 580 34.8 25.4 32.9 2 0 0 1,415.6876
I_20 Serum albumin ALBU_BOVIN 69,294 9 11 18 14.30% SLHTLFGDELCK 89 100 57.5 27.0 56.6 2 2 0 1,419.6939
I_20 Serum albumin ALBU_BOVIN 69,294 9 11 18 14.30% YNGVFQECCQAEDK 184 197 56.4 25.0 56.4 2 0 0 1,747.7052
I_20 Serum albumin ALBU_BOVIN 69,294 9 11 18 14.30% RHPEYAVSVLLR 360 371 39.3 25.9 30.3 0 1 0 1,439.8117
I_20 Serum albumin ALBU_BOVIN 69,294 9 11 18 14.30% HLVDEPQNLIK 402 412 40.8 27.9 40.8 1 0 0 1,305.7163
I_20 Serum albumin ALBU_BOVIN 69,294 9 11 18 14.30% LGEYGFQNALIVR 421 433 33.8 27.7 0.0 1 0 0 1,479.7955
I_20 Serum albumin ALBU_BOVIN 69,294 9 11 18 14.30% KVPQVSTPTLVEVSR 437 451 59.1 25.0 57.1 2 2 0 1,639.9378
I_20 Serum albumin ALBU_BOVIN 69,294 9 11 18 14.30% VPQVSTPTLVEVSR 438 451 49.9 26.3 42.7 2 0 0 1,511.8428
I_20 Serum albumin ALBU_BOVIN 69,294 9 11 18 14.30% KQTALVELLK 548 557 38.0 25.0 22.1 2 0 0 1,142.7145
I_20 Serum albumin ALBU_BOVIN 69,294 9 11 18 14.30% QTALVELLK 549 557 27.7 25.0 17.1 1 0 0 1,014.6195
I_21 Serum albumin ALBU_BOVIN 69,294 9 11 20 16.80% LVNELTEFAK 66 75 52.9 27.1 47.5 2 0 0 1,163.6307
I_21 Serum albumin ALBU_BOVIN 69,294 9 11 20 16.80% SLHTLFGDELCK 89 100 45.6 26.8 32.7 2 1 0 1,419.6939
I_21 Serum albumin ALBU_BOVIN 69,294 9 11 20 16.80% YLYEIAR 161 167 21.4 26.3 0.0 2 0 0 927.4934
I_21 Serum albumin ALBU_BOVIN 69,294 9 11 20 16.80% YNGVFQECCQAEDK 184 197 41.9 25.0 41.9 1 0 0 1,747.7052



I_21 Serum albumin ALBU_BOVIN 69,294 9 11 20 16.80% RHPEYAVSVLLR 360 371 53.8 26.5 30.9 0 2 0 1,439.8117
I_21 Serum albumin ALBU_BOVIN 69,294 9 11 20 16.80% KVPQVSTPTLVEVSR 437 451 54.3 25.0 54.2 2 2 0 1,639.9378
I_21 Serum albumin ALBU_BOVIN 69,294 9 11 20 16.80% KQTALVELLK 548 557 28.6 25.0 17.9 2 0 0 1,142.7145
I_21 Serum albumin ALBU_BOVIN 69,294 9 11 20 16.80% TVMENFVAFVDK 569 580 37.4 25.6 31.5 2 0 0 1,415.6876
I_21 Serum albumin ALBU_BOVIN 69,294 9 11 20 16.80% LVVSTQTALA 598 607 37.8 26.8 24.5 2 0 0 1,002.5830
I_22 Serum albumin ALBU_BOVIN 69,294 6 7 11 9.23% YLYEIAR 161 167 24.7 26.3 0.0 1 0 0 927.4934
I_22 Serum albumin ALBU_BOVIN 69,294 6 7 11 9.23% YNGVFQECCQAEDK 184 197 42.5 25.0 42.5 1 0 0 1,747.7052
I_22 Serum albumin ALBU_BOVIN 69,294 6 7 11 9.23% KVPQVSTPTLVEVSR 437 451 37.3 25.0 36.6 2 2 0 1,639.9378
I_22 Serum albumin ALBU_BOVIN 69,294 6 7 11 9.23% KQTALVELLK 548 557 25.0 25.0 14.9 2 0 0 1,142.7145
I_22 Serum albumin ALBU_BOVIN 69,294 6 7 11 9.23% QTALVELLK 549 557 22.5 25.0 20.6 1 0 0 1,014.6195
I_22 Serum albumin ALBU_BOVIN 69,294 6 7 11 9.23% LVVSTQTALA 598 607 32.9 26.8 24.5 2 0 0 1,002.5830
I_23 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.77% LVNELTEFAK 66 75 39.5 27.1 32.6 2 0 0 1,163.6307
I_23 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.77% RHPEYAVSVLLR 360 371 45.6 26.4 41.2 0 2 0 1,439.8117
I_23 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.77% LGEYGFQNALIVR 421 433 66.3 28.0 0.0 2 0 0 1,479.7955
I_24 Serum albumin ALBU_BOVIN 69,294 2 2 4 4.12% KVPQVSTPTLVEVSR 437 451 27.3 25.0 27.3 2 0 0 1,639.9378
I_24 Serum albumin ALBU_BOVIN 69,294 2 2 4 4.12% LVVSTQTALA 598 607 37.8 25.9 27.5 2 0 0 1,002.5830
J_01 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.26% RHPEYAVSVLLR 360 371 57.6 26.1 49.2 0 2 0 1,439.8117
J_01 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.26% HLVDEPQNLIK 402 412 26.5 27.2 11.6 2 0 0 1,305.7163
J_01 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.26% KVPQVSTPTLVEVSR 437 451 78.7 25.0 78.7 1 0 0 1,639.9378
J_02 Serum albumin ALBU_BOVIN 69,294 5 5 10 10.00% RHPEYAVSVLLR 360 371 50.7 25.6 44.3 0 2 0 1,439.8117
J_02 Serum albumin ALBU_BOVIN 69,294 5 5 10 10.00% HLVDEPQNLIK 402 412 37.1 26.6 29.2 2 0 0 1,305.7163
J_02 Serum albumin ALBU_BOVIN 69,294 5 5 10 10.00% LGEYGFQNALIVR 421 433 50.3 27.4 0.0 2 0 0 1,479.7955
J_02 Serum albumin ALBU_BOVIN 69,294 5 5 10 10.00% KVPQVSTPTLVEVSR 437 451 30.4 25.0 25.0 0 2 0 1,639.9378
J_02 Serum albumin ALBU_BOVIN 69,294 5 5 10 10.00% LVVSTQTALA 598 607 71.3 27.5 63.1 2 0 0 1,002.5830
J_03 Serum albumin ALBU_BOVIN 69,294 4 4 8 7.58% LVNELTEFAK 66 75 60.5 27.5 50.7 2 0 0 1,163.6307
J_03 Serum albumin ALBU_BOVIN 69,294 4 4 8 7.58% HLVDEPQNLIK 402 412 37.7 27.2 37.7 2 0 0 1,305.7163
J_03 Serum albumin ALBU_BOVIN 69,294 4 4 8 7.58% KVPQVSTPTLVEVSR 437 451 42.9 25.0 35.1 2 0 0 1,639.9378
J_03 Serum albumin ALBU_BOVIN 69,294 4 4 8 7.58% LVVSTQTALA 598 607 42.2 27.7 34.1 2 0 0 1,002.5830
J_04 Serum albumin ALBU_BOVIN 69,294 8 8 15 12.90% LVNELTEFAK 66 75 56.8 27.5 49.0 2 0 0 1,163.6307
J_04 Serum albumin ALBU_BOVIN 69,294 8 8 15 12.90% YLYEIAR 161 167 28.8 27.0 0.0 2 0 0 927.4934
J_04 Serum albumin ALBU_BOVIN 69,294 8 8 15 12.90% RHPEYAVSVLLR 360 371 44.9 26.0 35.8 0 2 0 1,439.8117
J_04 Serum albumin ALBU_BOVIN 69,294 8 8 15 12.90% HLVDEPQNLIK 402 412 36.1 26.6 25.6 2 0 0 1,305.7163
J_04 Serum albumin ALBU_BOVIN 69,294 8 8 15 12.90% LGEYGFQNALIVR 421 433 45.2 27.4 0.0 1 0 0 1,479.7955
J_04 Serum albumin ALBU_BOVIN 69,294 8 8 15 12.90% KVPQVSTPTLVEVSR 437 451 34.8 25.0 27.9 2 0 0 1,639.9378
J_04 Serum albumin ALBU_BOVIN 69,294 8 8 15 12.90% VPQVSTPTLVEVSR 438 451 36.4 26.1 36.4 2 0 0 1,511.8428
J_04 Serum albumin ALBU_BOVIN 69,294 8 8 15 12.90% LVVSTQTALA 598 607 61.5 27.5 53.7 2 0 0 1,002.5830
J_05 Serum albumin ALBU_BOVIN 69,294 6 7 13 12.40% LVNELTEFAK 66 75 54.4 27.5 45.5 2 0 0 1,163.6307
J_05 Serum albumin ALBU_BOVIN 69,294 6 7 13 12.40% RHPEYAVSVLLR 360 371 24.2 25.6 18.1 0 1 0 1,439.8117
J_05 Serum albumin ALBU_BOVIN 69,294 6 7 13 12.40% HLVDEPQNLIK 402 412 25.9 27.2 17.8 2 0 0 1,305.7163
J_05 Serum albumin ALBU_BOVIN 69,294 6 7 13 12.40% KVPQVSTPTLVEVSR 437 451 55.8 25.0 51.2 2 2 0 1,639.9378
J_05 Serum albumin ALBU_BOVIN 69,294 6 7 13 12.40% CCAADDKEACFAVEGPK 581 597 37.3 25.0 32.5 0 2 0 1,927.7985
J_05 Serum albumin ALBU_BOVIN 69,294 6 7 13 12.40% LVVSTQTALA 598 607 29.8 27.7 24.1 2 0 0 1,002.5830
J_06 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.77% LVNELTEFAK 66 75 34.1 27.5 24.9 2 0 0 1,163.6307
J_06 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.77% KVPQVSTPTLVEVSR 437 451 34.7 25.0 30.5 0 1 0 1,639.9378
J_06 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.77% LVVSTQTALA 598 607 29.9 27.1 23.4 2 0 0 1,002.5830
J_07 Serum albumin ALBU_BOVIN 69,294 5 6 12 9.39% RHPEYAVSVLLR 360 371 30.7 25.6 21.1 0 2 0 1,439.8117
J_07 Serum albumin ALBU_BOVIN 69,294 5 6 12 9.39% HLVDEPQNLIK 402 412 38.1 27.2 31.5 2 0 0 1,305.7163
J_07 Serum albumin ALBU_BOVIN 69,294 5 6 12 9.39% KVPQVSTPTLVEVSR 437 451 65.9 25.0 65.9 2 2 0 1,639.9378
J_07 Serum albumin ALBU_BOVIN 69,294 5 6 12 9.39% QTALVELLK 549 557 30.4 26.7 19.4 2 0 0 1,014.6195
J_07 Serum albumin ALBU_BOVIN 69,294 5 6 12 9.39% LVVSTQTALA 598 607 43.6 27.1 39.4 2 0 0 1,002.5830
J_08 Serum albumin ALBU_BOVIN 69,294 6 7 12 8.73% LVNELTEFAK 66 75 53.2 28.0 47.6 2 0 0 1,163.6307
J_08 Serum albumin ALBU_BOVIN 69,294 6 7 12 8.73% YLYEIAR 161 167 24.8 27.1 0.0 1 0 0 927.4934
J_08 Serum albumin ALBU_BOVIN 69,294 6 7 12 8.73% HLVDEPQNLIK 402 412 38.2 26.8 24.5 2 0 0 1,305.7163
J_08 Serum albumin ALBU_BOVIN 69,294 6 7 12 8.73% KVPQVSTPTLVEVSR 437 451 62.9 25.0 62.9 2 2 0 1,639.9378
J_08 Serum albumin ALBU_BOVIN 69,294 6 7 12 8.73% VPQVSTPTLVEVSR 438 451 66.0 25.4 66.0 2 0 0 1,511.8428
J_08 Serum albumin ALBU_BOVIN 69,294 6 7 12 8.73% LVVSTQTALA 598 607 34.3 27.7 31.4 1 0 0 1,002.5830
J_09 Serum albumin ALBU_BOVIN 69,294 6 7 13 12.90% RHPEYAVSVLLR 360 371 43.4 25.6 39.2 0 2 0 1,439.8117
J_09 Serum albumin ALBU_BOVIN 69,294 6 7 13 12.90% HLVDEPQNLIK 402 412 36.5 26.8 30.7 2 0 0 1,305.7163
J_09 Serum albumin ALBU_BOVIN 69,294 6 7 13 12.90% LGEYGFQNALIVR 421 433 29.6 27.3 0.0 1 0 0 1,479.7955
J_09 Serum albumin ALBU_BOVIN 69,294 6 7 13 12.90% KVPQVSTPTLVEVSR 437 451 82.9 25.0 82.9 2 2 0 1,639.9378
J_09 Serum albumin ALBU_BOVIN 69,294 6 7 13 12.90% CCAADDKEACFAVEGPK 581 597 22.1 25.0 22.1 0 2 0 1,927.7985
J_09 Serum albumin ALBU_BOVIN 69,294 6 7 13 12.90% LVVSTQTALA 598 607 46.3 27.1 46.3 2 0 0 1,002.5830
J_10 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.56% LVNELTEFAK 66 75 38.3 27.9 31.9 2 0 0 1,163.6307
J_10 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.56% HLVDEPQNLIK 402 412 39.0 26.6 38.7 2 0 0 1,305.7163
J_10 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.56% KVPQVSTPTLVEVSR 437 451 47.2 25.0 46.7 0 2 0 1,639.9378
J_10 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.56% TVMENFVAFVDK 569 580 28.0 25.4 25.5 1 0 0 1,415.6876
J_10 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.56% LVVSTQTALA 598 607 36.9 27.1 36.9 2 0 0 1,002.5830
J_11 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.93% LVNELTEFAK 66 75 42.4 27.9 36.9 2 0 0 1,163.6307
J_11 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.93% HLVDEPQNLIK 402 412 30.1 27.2 25.1 2 0 0 1,305.7163
J_11 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.93% KVPQVSTPTLVEVSR 437 451 49.7 25.0 49.3 2 0 0 1,639.9378
J_12 Serum albumin ALBU_BOVIN 69,294 4 5 10 5.93% HLVDEPQNLIK 402 412 23.2 27.1 13.2 2 0 0 1,305.7163
J_12 Serum albumin ALBU_BOVIN 69,294 4 5 10 5.93% KVPQVSTPTLVEVSR 437 451 53.1 25.0 53.1 2 2 0 1,639.9378
J_12 Serum albumin ALBU_BOVIN 69,294 4 5 10 5.93% VPQVSTPTLVEVSR 438 451 82.1 25.4 77.9 2 0 0 1,511.8428
J_12 Serum albumin ALBU_BOVIN 69,294 4 5 10 5.93% LVVSTQTALA 598 607 38.8 27.7 33.5 2 0 0 1,002.5830
J_13 Serum albumin ALBU_BOVIN 69,294 11 14 25 20.10% LVNELTEFAK 66 75 62.9 27.5 56.9 2 0 0 1,163.6307
J_13 Serum albumin ALBU_BOVIN 69,294 11 14 25 20.10% SLHTLFGDELCK 89 100 40.4 27.0 37.6 2 0 0 1,419.6939
J_13 Serum albumin ALBU_BOVIN 69,294 11 14 25 20.10% LKPDPNTLCDEFK 139 151 29.1 27.1 25.9 1 2 0 1,576.7679
J_13 Serum albumin ALBU_BOVIN 69,294 11 14 25 20.10% YLYEIAR 161 167 21.5 27.0 0.0 1 0 0 927.4934
J_13 Serum albumin ALBU_BOVIN 69,294 11 14 25 20.10% YNGVFQECCQAEDK 184 197 63.3 25.0 58.1 2 0 0 1,747.7052
J_13 Serum albumin ALBU_BOVIN 69,294 11 14 25 20.10% DDPHACYSTVFDK 387 399 28.0 25.0 28.0 1 2 0 1,554.6531
J_13 Serum albumin ALBU_BOVIN 69,294 11 14 25 20.10% HLVDEPQNLIK 402 412 32.5 27.2 24.9 2 0 0 1,305.7163
J_13 Serum albumin ALBU_BOVIN 69,294 11 14 25 20.10% KVPQVSTPTLVEVSR 437 451 52.9 25.0 52.3 2 2 0 1,639.9378
J_13 Serum albumin ALBU_BOVIN 69,294 11 14 25 20.10% CCAADDKEACFAVEGPK 581 597 41.8 25.0 41.4 0 2 0 1,927.7985
J_13 Serum albumin ALBU_BOVIN 69,294 11 14 25 20.10% EACFAVEGPK 588 597 44.4 26.1 41.1 2 0 0 1,107.5140
J_13 Serum albumin ALBU_BOVIN 69,294 11 14 25 20.10% LVVSTQTALA 598 607 40.5 27.1 40.5 2 0 0 1,002.5830
J_14 Serum albumin ALBU_BOVIN 69,294 12 17 35 21.70% LVNELTEFAK 66 75 64.1 28.0 59.4 4 0 0 1,163.6307
J_14 Serum albumin ALBU_BOVIN 69,294 12 17 35 21.70% SLHTLFGDELCK 89 100 46.7 26.8 41.2 2 2 0 1,419.6939
J_14 Serum albumin ALBU_BOVIN 69,294 12 17 35 21.70% LKPDPNTLCDEFK 139 151 35.0 27.3 27.6 2 2 0 1,576.7679
J_14 Serum albumin ALBU_BOVIN 69,294 12 17 35 21.70% YLYEIAR 161 167 24.8 27.1 0.0 2 0 0 927.4934
J_14 Serum albumin ALBU_BOVIN 69,294 12 17 35 21.70% YNGVFQECCQAEDK 184 197 79.6 25.0 73.6 2 0 0 1,747.7052
J_14 Serum albumin ALBU_BOVIN 69,294 12 17 35 21.70% DDPHACYSTVFDK 387 399 34.2 25.0 31.3 2 2 0 1,554.6531
J_14 Serum albumin ALBU_BOVIN 69,294 12 17 35 21.70% HLVDEPQNLIK 402 412 46.8 27.2 31.9 2 0 0 1,305.7163
J_14 Serum albumin ALBU_BOVIN 69,294 12 17 35 21.70% KVPQVSTPTLVEVSR 437 451 66.1 25.0 65.5 2 2 0 1,639.9378
J_14 Serum albumin ALBU_BOVIN 69,294 12 17 35 21.70% VPQVSTPTLVEVSR 438 451 77.4 26.0 75.7 2 0 0 1,511.8428
J_14 Serum albumin ALBU_BOVIN 69,294 12 17 35 21.70% KQTALVELLK 548 557 35.2 25.0 17.8 2 0 0 1,142.7145
J_14 Serum albumin ALBU_BOVIN 69,294 12 17 35 21.70% CCAADDKEACFAVEGPK 581 597 58.2 25.0 58.2 2 2 0 1,927.7985
J_14 Serum albumin ALBU_BOVIN 69,294 12 17 35 21.70% LVVSTQTALA 598 607 53.8 27.1 49.2 1 0 0 1,002.5830
J_15 Serum albumin ALBU_BOVIN 69,294 5 5 10 10.90% LVNELTEFAK 66 75 59.0 28.0 50.9 2 0 0 1,163.6307
J_15 Serum albumin ALBU_BOVIN 69,294 5 5 10 10.90% YNGVFQECCQAEDK 184 197 49.1 25.0 49.1 2 0 0 1,747.7052
J_15 Serum albumin ALBU_BOVIN 69,294 5 5 10 10.90% KVPQVSTPTLVEVSR 437 451 61.8 25.0 53.4 2 0 0 1,639.9378
J_15 Serum albumin ALBU_BOVIN 69,294 5 5 10 10.90% CCAADDKEACFAVEGPK 581 597 31.8 25.0 28.9 0 2 0 1,927.7985
J_15 Serum albumin ALBU_BOVIN 69,294 5 5 10 10.90% LVVSTQTALA 598 607 47.3 27.1 35.4 2 0 0 1,002.5830
J_16 Serum albumin ALBU_BOVIN 69,294 5 6 10 10.50% YLYEIAR 161 167 31.9 27.3 0.0 2 0 0 927.4934
J_16 Serum albumin ALBU_BOVIN 69,294 5 6 10 10.50% YNGVFQECCQAEDK 184 197 41.1 25.0 32.8 1 0 0 1,747.7052
J_16 Serum albumin ALBU_BOVIN 69,294 5 6 10 10.50% HLVDEPQNLIK 402 412 51.3 27.1 45.5 2 0 0 1,305.7163
J_16 Serum albumin ALBU_BOVIN 69,294 5 6 10 10.50% KVPQVSTPTLVEVSR 437 451 80.3 25.0 79.8 2 2 0 1,639.9378
J_16 Serum albumin ALBU_BOVIN 69,294 5 6 10 10.50% CCAADDKEACFAVEGPK 581 597 25.9 25.0 23.1 0 1 0 1,927.7985
J_17 Serum albumin ALBU_BOVIN 69,294 2 3 5 4.28% HLVDEPQNLIK 402 412 40.6 27.1 39.9 2 0 0 1,305.7163
J_17 Serum albumin ALBU_BOVIN 69,294 2 3 5 4.28% KVPQVSTPTLVEVSR 437 451 54.7 25.0 53.3 1 2 0 1,639.9378
J_18 Serum albumin ALBU_BOVIN 69,294 5 6 9 7.58% LVNELTEFAK 66 75 61.6 27.5 55.8 2 0 0 1,163.6307
J_18 Serum albumin ALBU_BOVIN 69,294 5 6 9 7.58% HLVDEPQNLIK 402 412 30.2 26.6 26.8 2 0 0 1,305.7163
J_18 Serum albumin ALBU_BOVIN 69,294 5 6 9 7.58% KVPQVSTPTLVEVSR 437 451 53.9 25.0 52.2 1 2 0 1,639.9378



J_18 Serum albumin ALBU_BOVIN 69,294 5 6 9 7.58% VPQVSTPTLVEVSR 438 451 28.8 26.1 28.8 1 0 0 1,511.8428
J_18 Serum albumin ALBU_BOVIN 69,294 5 6 9 7.58% LVVSTQTALA 598 607 31.9 27.1 31.9 1 0 0 1,002.5830
J_19 Serum albumin ALBU_BOVIN 69,294 8 9 16 14.80% LVNELTEFAK 66 75 61.5 27.5 55.6 2 0 0 1,163.6307
J_19 Serum albumin ALBU_BOVIN 69,294 8 9 16 14.80% LKPDPNTLCDEFK 139 151 23.9 27.1 23.9 0 1 0 1,576.7679
J_19 Serum albumin ALBU_BOVIN 69,294 8 9 16 14.80% YNGVFQECCQAEDK 184 197 67.9 25.0 64.3 2 0 0 1,747.7052
J_19 Serum albumin ALBU_BOVIN 69,294 8 9 16 14.80% HLVDEPQNLIK 402 412 39.0 26.8 24.1 2 0 0 1,305.7163
J_19 Serum albumin ALBU_BOVIN 69,294 8 9 16 14.80% KVPQVSTPTLVEVSR 437 451 46.5 25.0 42.8 2 2 0 1,639.9378
J_19 Serum albumin ALBU_BOVIN 69,294 8 9 16 14.80% VPQVSTPTLVEVSR 438 451 46.8 25.4 46.8 2 0 0 1,511.8428
J_19 Serum albumin ALBU_BOVIN 69,294 8 9 16 14.80% CCAADDKEACFAVEGPK 581 597 25.7 25.0 25.7 0 1 0 1,927.7985
J_19 Serum albumin ALBU_BOVIN 69,294 8 9 16 14.80% LVVSTQTALA 598 607 39.6 27.1 31.7 2 0 0 1,002.5830
J_20 Serum albumin ALBU_BOVIN 69,294 7 8 16 13.00% LVNELTEFAK 66 75 50.6 27.5 43.9 2 0 0 1,163.6307
J_20 Serum albumin ALBU_BOVIN 69,294 7 8 16 13.00% YLYEIAR 161 167 27.7 27.0 0.0 2 0 0 927.4934
J_20 Serum albumin ALBU_BOVIN 69,294 7 8 16 13.00% YNGVFQECCQAEDK 184 197 51.5 25.0 45.1 2 0 0 1,747.7052
J_20 Serum albumin ALBU_BOVIN 69,294 7 8 16 13.00% RHPEYAVSVLLR 360 371 22.5 25.5 18.4 0 2 0 1,439.8117
J_20 Serum albumin ALBU_BOVIN 69,294 7 8 16 13.00% HLVDEPQNLIK 402 412 45.6 27.2 38.9 2 0 0 1,305.7163
J_20 Serum albumin ALBU_BOVIN 69,294 7 8 16 13.00% KVPQVSTPTLVEVSR 437 451 49.3 25.0 49.3 2 2 0 1,639.9378
J_20 Serum albumin ALBU_BOVIN 69,294 7 8 16 13.00% LVVSTQTALA 598 607 39.3 27.1 39.3 2 0 0 1,002.5830
J_21 Serum albumin ALBU_BOVIN 69,294 6 7 14 12.50% SLHTLFGDELCK 89 100 41.2 27.0 37.8 2 0 0 1,419.6939
J_21 Serum albumin ALBU_BOVIN 69,294 6 7 14 12.50% YLYEIAR 161 167 28.4 27.0 0.0 2 0 0 927.4934
J_21 Serum albumin ALBU_BOVIN 69,294 6 7 14 12.50% YNGVFQECCQAEDK 184 197 48.5 25.0 45.2 2 0 0 1,747.7052
J_21 Serum albumin ALBU_BOVIN 69,294 6 7 14 12.50% HLVDEPQNLIK 402 412 37.7 27.2 27.5 2 0 0 1,305.7163
J_21 Serum albumin ALBU_BOVIN 69,294 6 7 14 12.50% KVPQVSTPTLVEVSR 437 451 76.2 25.0 76.2 2 2 0 1,639.9378
J_21 Serum albumin ALBU_BOVIN 69,294 6 7 14 12.50% CCAADDKEACFAVEGPK 581 597 25.6 25.0 25.6 0 2 0 1,927.7985
J_22 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.40% YLYEIAR 161 167 30.7 27.0 0.0 2 0 0 927.4934
J_22 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.40% YNGVFQECCQAEDK 184 197 47.5 25.0 42.3 2 0 0 1,747.7052
J_22 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.40% KVPQVSTPTLVEVSR 437 451 42.0 25.0 41.6 1 2 0 1,639.9378
J_22 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.40% CCAADDKEACFAVEGPK 581 597 32.6 25.0 32.6 0 2 0 1,927.7985
J_22 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.40% LVVSTQTALA 598 607 33.7 27.7 33.2 2 0 0 1,002.5830
J_24 Serum albumin ALBU_BOVIN 69,294 5 5 7 8.90% LVNELTEFAK 66 75 23.1 27.8 19.0 1 0 0 1,163.6307
J_24 Serum albumin ALBU_BOVIN 69,294 5 5 7 8.90% YLYEIAR 161 167 26.0 26.3 0.0 1 0 0 927.4934
J_24 Serum albumin ALBU_BOVIN 69,294 5 5 7 8.90% RHPEYAVSVLLR 360 371 46.9 26.1 45.2 0 2 0 1,439.8117
J_24 Serum albumin ALBU_BOVIN 69,294 5 5 7 8.90% KVPQVSTPTLVEVSR 437 451 52.0 25.0 43.6 0 2 0 1,639.9378
J_24 Serum albumin ALBU_BOVIN 69,294 5 5 7 8.90% LVVSTQTALA 598 607 42.8 27.6 34.3 1 0 0 1,002.5830
K_01 Serum albumin ALBU_BOVIN 69,294 2 3 5 4.28% HLVDEPQNLIK 402 412 37.0 27.5 30.9 1 0 0 1,305.7163
K_01 Serum albumin ALBU_BOVIN 69,294 2 3 5 4.28% KVPQVSTPTLVEVSR 437 451 61.8 25.0 59.9 2 2 0 1,639.9378
K_02 Serum albumin ALBU_BOVIN 69,294 6 7 13 11.50% LVNELTEFAK 66 75 42.7 27.5 39.3 2 0 0 1,163.6307
K_02 Serum albumin ALBU_BOVIN 69,294 6 7 13 11.50% YLYEIAR 161 167 24.7 27.3 0.0 2 0 0 927.4934
K_02 Serum albumin ALBU_BOVIN 69,294 6 7 13 11.50% HLVDEPQNLIK 402 412 33.7 27.2 31.5 2 0 0 1,305.7163
K_02 Serum albumin ALBU_BOVIN 69,294 6 7 13 11.50% KVPQVSTPTLVEVSR 437 451 41.3 25.0 40.5 2 2 0 1,639.9378
K_02 Serum albumin ALBU_BOVIN 69,294 6 7 13 11.50% CCAADDKEACFAVEGPK 581 597 22.7 25.0 20.4 0 1 0 1,927.7985
K_02 Serum albumin ALBU_BOVIN 69,294 6 7 13 11.50% LVVSTQTALA 598 607 35.6 27.6 20.0 2 0 0 1,002.5830
K_03 Serum albumin ALBU_BOVIN 69,294 2 2 4 4.12% KVPQVSTPTLVEVSR 437 451 48.3 25.0 48.3 2 0 0 1,639.9378
K_03 Serum albumin ALBU_BOVIN 69,294 2 2 4 4.12% LVVSTQTALA 598 607 45.5 26.8 37.1 2 0 0 1,002.5830
K_04 Serum albumin ALBU_BOVIN 69,294 11 11 20 19.30% LVNELTEFAK 66 75 54.6 28.0 49.3 2 0 0 1,163.6307
K_04 Serum albumin ALBU_BOVIN 69,294 11 11 20 19.30% YLYEIAR 161 167 27.1 26.3 0.0 1 0 0 927.4934
K_04 Serum albumin ALBU_BOVIN 69,294 11 11 20 19.30% RHPEYAVSVLLR 360 371 66.5 26.1 54.1 0 2 0 1,439.8117
K_04 Serum albumin ALBU_BOVIN 69,294 11 11 20 19.30% EYEATLEECCAK 375 386 28.6 25.0 28.6 1 0 0 1,502.6139
K_04 Serum albumin ALBU_BOVIN 69,294 11 11 20 19.30% HLVDEPQNLIK 402 412 35.0 27.2 28.5 2 0 0 1,305.7163
K_04 Serum albumin ALBU_BOVIN 69,294 11 11 20 19.30% LGEYGFQNALIVR 421 433 67.2 27.6 0.0 2 0 0 1,479.7955
K_04 Serum albumin ALBU_BOVIN 69,294 11 11 20 19.30% KVPQVSTPTLVEVSR 437 451 58.9 25.0 58.8 2 0 0 1,639.9378
K_04 Serum albumin ALBU_BOVIN 69,294 11 11 20 19.30% KQTALVELLK 548 557 27.0 25.0 19.5 2 0 0 1,142.7145
K_04 Serum albumin ALBU_BOVIN 69,294 11 11 20 19.30% QTALVELLK 549 557 33.1 25.0 22.5 2 0 0 1,014.6195
K_04 Serum albumin ALBU_BOVIN 69,294 11 11 20 19.30% CCAADDKEACFAVEGPK 581 597 25.7 25.0 25.7 0 2 0 1,927.7985
K_04 Serum albumin ALBU_BOVIN 69,294 11 11 20 19.30% LVVSTQTALA 598 607 26.2 25.9 21.4 2 0 0 1,002.5830
K_05 Serum albumin ALBU_BOVIN 69,294 4 5 9 7.58% LVNELTEFAK 66 75 45.2 27.9 39.2 2 0 0 1,163.6307
K_05 Serum albumin ALBU_BOVIN 69,294 4 5 9 7.58% HLVDEPQNLIK 402 412 28.8 27.5 15.2 1 0 0 1,305.7163
K_05 Serum albumin ALBU_BOVIN 69,294 4 5 9 7.58% KVPQVSTPTLVEVSR 437 451 81.6 25.0 81.6 2 2 0 1,639.9378
K_05 Serum albumin ALBU_BOVIN 69,294 4 5 9 7.58% LVVSTQTALA 598 607 35.8 26.8 34.5 2 0 0 1,002.5830
K_06 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.00% LVNELTEFAK 66 75 42.8 27.8 41.7 2 0 0 1,163.6307
K_06 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.00% YLYEIAR 161 167 24.2 26.3 0.0 2 0 0 927.4934
K_06 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.00% HLVDEPQNLIK 402 412 47.0 27.3 44.8 2 0 0 1,305.7163
K_06 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.00% KVPQVSTPTLVEVSR 437 451 45.6 25.0 43.3 2 2 0 1,639.9378
K_06 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.00% QTALVELLK 549 557 20.3 26.7 11.6 1 0 0 1,014.6195
K_06 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.00% CCAADDKEACFAVEGPK 581 597 30.7 25.0 30.7 0 2 0 1,927.7985
K_06 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.00% LVVSTQTALA 598 607 42.3 27.6 36.3 2 0 0 1,002.5830
K_07 Serum albumin ALBU_BOVIN 69,294 4 5 9 7.58% LVNELTEFAK 66 75 55.5 28.0 47.7 2 0 0 1,163.6307
K_07 Serum albumin ALBU_BOVIN 69,294 4 5 9 7.58% HLVDEPQNLIK 402 412 38.5 27.3 31.5 2 0 0 1,305.7163
K_07 Serum albumin ALBU_BOVIN 69,294 4 5 9 7.58% KVPQVSTPTLVEVSR 437 451 57.6 25.0 55.2 2 2 0 1,639.9378
K_07 Serum albumin ALBU_BOVIN 69,294 4 5 9 7.58% LVVSTQTALA 598 607 41.2 25.9 33.7 1 0 0 1,002.5830
K_08 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% LVNELTEFAK 66 75 50.0 27.9 44.5 2 0 0 1,163.6307
K_08 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% SLHTLFGDELCK 89 100 40.6 26.8 31.1 2 0 0 1,419.6939
K_08 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% YLYEIAR 161 167 27.0 26.3 0.0 1 0 0 927.4934
K_08 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% YNGVFQECCQAEDK 184 197 51.9 25.0 51.9 2 0 0 1,747.7052
K_08 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% HLVDEPQNLIK 402 412 37.3 27.3 25.1 2 0 0 1,305.7163
K_08 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% KVPQVSTPTLVEVSR 437 451 79.8 25.0 78.1 2 0 0 1,639.9378
K_08 Serum albumin ALBU_BOVIN 69,294 7 7 13 14.20% CCAADDKEACFAVEGPK 581 597 30.2 25.0 30.2 0 2 0 1,927.7985
K_09 Serum albumin ALBU_BOVIN 69,294 3 4 6 5.93% HLVDEPQNLIK 402 412 25.6 27.2 14.8 1 0 0 1,305.7163
K_09 Serum albumin ALBU_BOVIN 69,294 3 4 6 5.93% KVPQVSTPTLVEVSR 437 451 64.0 25.0 64.0 2 2 0 1,639.9378
K_09 Serum albumin ALBU_BOVIN 69,294 3 4 6 5.93% LVVSTQTALA 598 607 36.2 27.6 27.2 1 0 0 1,002.5830
K_10 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.80% LVNELTEFAK 66 75 62.7 28.0 52.4 2 0 0 1,163.6307
K_10 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.80% SLHTLFGDELCK 89 100 52.9 26.7 47.7 2 0 0 1,419.6939
K_10 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.80% YLYEIAR 161 167 28.1 26.3 0.0 2 0 0 927.4934
K_10 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.80% RHPEYAVSVLLR 360 371 26.8 26.1 26.8 0 2 0 1,439.8117
K_10 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.80% HLVDEPQNLIK 402 412 42.0 27.5 39.0 2 0 0 1,305.7163
K_10 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.80% KVPQVSTPTLVEVSR 437 451 82.5 25.0 82.5 2 2 0 1,639.9378
K_10 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.80% CCAADDKEACFAVEGPK 581 597 32.9 25.0 32.9 0 1 0 1,927.7985
K_11 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.06% LVNELTEFAK 66 75 48.2 27.9 40.5 2 0 0 1,163.6307
K_11 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.06% HLVDEPQNLIK 402 412 34.3 27.5 33.0 2 0 0 1,305.7163
K_11 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.06% KVPQVSTPTLVEVSR 437 451 47.7 25.0 44.1 2 0 0 1,639.9378
K_11 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.06% QTALVELLK 549 557 20.2 26.7 13.2 1 0 0 1,014.6195
K_11 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.06% LVVSTQTALA 598 607 41.2 27.6 31.7 2 0 0 1,002.5830
K_12 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.41% LVNELTEFAK 66 75 42.0 28.1 36.1 2 0 0 1,163.6307
K_12 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.41% HLVDEPQNLIK 402 412 23.8 27.5 20.0 1 0 0 1,305.7163
K_12 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.41% KVPQVSTPTLVEVSR 437 451 81.2 25.0 81.2 2 0 0 1,639.9378
K_12 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.41% QTALVELLK 549 557 25.1 26.7 11.3 1 0 0 1,014.6195
K_13 Serum albumin ALBU_BOVIN 69,294 8 9 14 14.50% LVNELTEFAK 66 75 54.9 28.0 49.6 2 0 0 1,163.6307
K_13 Serum albumin ALBU_BOVIN 69,294 8 9 14 14.50% SLHTLFGDELCK 89 100 65.9 26.9 62.1 2 1 0 1,419.6939
K_13 Serum albumin ALBU_BOVIN 69,294 8 9 14 14.50% LKPDPNTLCDEFK 139 151 26.1 26.9 18.4 1 0 0 1,576.7679
K_13 Serum albumin ALBU_BOVIN 69,294 8 9 14 14.50% YLYEIAR 161 167 32.4 26.3 0.0 2 0 0 927.4934
K_13 Serum albumin ALBU_BOVIN 69,294 8 9 14 14.50% HLVDEPQNLIK 402 412 39.2 27.4 31.2 2 0 0 1,305.7163
K_13 Serum albumin ALBU_BOVIN 69,294 8 9 14 14.50% KVPQVSTPTLVEVSR 437 451 76.4 25.0 74.7 2 0 0 1,639.9378
K_13 Serum albumin ALBU_BOVIN 69,294 8 9 14 14.50% EACFAVEGPK 588 597 29.2 25.7 21.5 1 0 0 1,107.5140
K_13 Serum albumin ALBU_BOVIN 69,294 8 9 14 14.50% LVVSTQTALA 598 607 20.8 25.9 18.4 1 0 0 1,002.5830
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% LVNELTEFAK 66 75 53.8 27.5 40.1 4 0 0 1,163.6307
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% SLHTLFGDELCK 89 100 35.5 26.7 30.4 0 2 0 1,419.6939
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% LKPDPNTLCDEFK 139 151 28.8 26.9 28.4 2 2 0 1,576.7679
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% YLYEIAR 161 167 32.8 26.3 0.0 2 0 0 927.4934
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% YNGVFQECCQAEDK 184 197 77.2 25.0 76.5 2 0 0 1,747.7052
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% ECCHGDLLECADDRADLAK 267 285 27.9 25.0 27.9 0 1 0 2,247.9431
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% RHPEYAVSVLLR 360 371 59.9 26.1 46.4 0 2 0 1,439.8117
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% LAKEYEATLEECCAK 372 386 38.0 25.0 38.0 1 0 0 1,814.8301
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% DDPHACYSTVFDK 387 399 41.5 25.0 39.5 2 2 0 1,554.6531



K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% LGEYGFQNALIVR 421 433 65.7 27.3 0.0 2 0 0 1,479.7955
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% KVPQVSTPTLVEVSR 437 451 76.4 25.0 76.3 2 3 0 1,639.9378
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% VPQVSTPTLVEVSR 438 451 55.3 25.9 54.3 1 0 0 1,511.8428
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% CCAADDKEACFAVEGPK 581 597 44.5 25.0 44.5 2 2 0 1,927.7985
K_14 Serum albumin ALBU_BOVIN 69,294 14 18 35 28.00% LVVSTQTALA 598 607 26.6 27.6 20.8 1 0 0 1,002.5830
K_15 Serum albumin ALBU_BOVIN 69,294 4 4 7 8.73% LVNELTEFAK 66 75 37.2 27.5 30.8 2 0 0 1,163.6307
K_15 Serum albumin ALBU_BOVIN 69,294 4 4 7 8.73% SLHTLFGDELCK 89 100 34.7 26.8 29.9 2 0 0 1,419.6939
K_15 Serum albumin ALBU_BOVIN 69,294 4 4 7 8.73% YNGVFQECCQAEDK 184 197 66.4 25.0 66.4 1 0 0 1,747.7052
K_15 Serum albumin ALBU_BOVIN 69,294 4 4 7 8.73% CCAADDKEACFAVEGPK 581 597 33.9 25.0 33.9 0 2 0 1,927.7985
K_16 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.40% LVNELTEFAK 66 75 45.0 28.0 35.7 2 0 0 1,163.6307
K_16 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.40% YLYEIAR 161 167 26.7 26.3 0.0 2 0 0 927.4934
K_16 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.40% YNGVFQECCQAEDK 184 197 27.0 25.0 27.0 1 0 0 1,747.7052
K_16 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.40% KVPQVSTPTLVEVSR 437 451 73.2 25.0 68.6 2 2 0 1,639.9378
K_16 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.40% CCAADDKEACFAVEGPK 581 597 29.8 25.0 29.8 0 2 0 1,927.7985
K_17 Serum albumin ALBU_BOVIN 69,294 2 3 6 4.28% HLVDEPQNLIK 402 412 38.5 27.3 25.3 2 0 0 1,305.7163
K_17 Serum albumin ALBU_BOVIN 69,294 2 3 6 4.28% KVPQVSTPTLVEVSR 437 451 63.7 25.0 57.8 2 2 0 1,639.9378
K_18 Serum albumin ALBU_BOVIN 69,294 7 7 12 10.20% LVNELTEFAK 66 75 38.6 27.4 35.3 2 0 0 1,163.6307
K_18 Serum albumin ALBU_BOVIN 69,294 7 7 12 10.20% YLYEIAR 161 167 27.6 27.3 0.0 2 0 0 927.4934
K_18 Serum albumin ALBU_BOVIN 69,294 7 7 12 10.20% HLVDEPQNLIK 402 412 46.5 27.2 41.4 2 0 0 1,305.7163
K_18 Serum albumin ALBU_BOVIN 69,294 7 7 12 10.20% KVPQVSTPTLVEVSR 437 451 63.9 25.0 57.9 0 2 0 1,639.9378
K_18 Serum albumin ALBU_BOVIN 69,294 7 7 12 10.20% VPQVSTPTLVEVSR 438 451 50.9 26.1 41.5 2 0 0 1,511.8428
K_18 Serum albumin ALBU_BOVIN 69,294 7 7 12 10.20% QTALVELLK 549 557 27.9 26.4 14.7 1 0 0 1,014.6195
K_18 Serum albumin ALBU_BOVIN 69,294 7 7 12 10.20% LVVSTQTALA 598 607 27.9 27.6 21.4 1 0 0 1,002.5830
K_19 Serum albumin ALBU_BOVIN 69,294 8 9 17 16.60% LVNELTEFAK 66 75 43.6 28.0 36.6 2 0 0 1,163.6307
K_19 Serum albumin ALBU_BOVIN 69,294 8 9 17 16.60% SLHTLFGDELCK 89 100 57.5 26.8 48.0 2 0 0 1,419.6939
K_19 Serum albumin ALBU_BOVIN 69,294 8 9 17 16.60% LKPDPNTLCDEFK 139 151 18.0 26.9 13.7 0 1 0 1,576.7679
K_19 Serum albumin ALBU_BOVIN 69,294 8 9 17 16.60% YNGVFQECCQAEDK 184 197 62.3 25.0 60.1 2 0 0 1,747.7052
K_19 Serum albumin ALBU_BOVIN 69,294 8 9 17 16.60% KVPQVSTPTLVEVSR 437 451 47.6 25.0 42.8 2 2 0 1,639.9378
K_19 Serum albumin ALBU_BOVIN 69,294 8 9 17 16.60% KQTALVELLK 548 557 25.6 25.0 20.1 2 0 0 1,142.7145
K_19 Serum albumin ALBU_BOVIN 69,294 8 9 17 16.60% CCAADDKEACFAVEGPK 581 597 35.3 25.0 35.3 0 2 0 1,927.7985
K_19 Serum albumin ALBU_BOVIN 69,294 8 9 17 16.60% LVVSTQTALA 598 607 31.5 27.6 29.9 2 0 0 1,002.5830
K_20 Serum albumin ALBU_BOVIN 69,294 10 11 18 18.80% LVNELTEFAK 66 75 27.0 27.5 18.9 1 0 0 1,163.6307
K_20 Serum albumin ALBU_BOVIN 69,294 10 11 18 18.80% SLHTLFGDELCK 89 100 44.5 26.9 38.8 2 0 0 1,419.6939
K_20 Serum albumin ALBU_BOVIN 69,294 10 11 18 18.80% LKPDPNTLCDEFK 139 151 21.1 26.9 18.9 0 1 0 1,576.7679
K_20 Serum albumin ALBU_BOVIN 69,294 10 11 18 18.80% YLYEIAR 161 167 21.9 27.3 0.0 1 0 0 927.4934
K_20 Serum albumin ALBU_BOVIN 69,294 10 11 18 18.80% YNGVFQECCQAEDK 184 197 40.0 25.0 35.2 2 0 0 1,747.7052
K_20 Serum albumin ALBU_BOVIN 69,294 10 11 18 18.80% RHPEYAVSVLLR 360 371 30.8 26.0 23.3 0 1 0 1,439.8117
K_20 Serum albumin ALBU_BOVIN 69,294 10 11 18 18.80% HLVDEPQNLIK 402 412 31.7 27.2 22.9 2 0 0 1,305.7163
K_20 Serum albumin ALBU_BOVIN 69,294 10 11 18 18.80% KVPQVSTPTLVEVSR 437 451 53.3 25.0 52.1 2 2 0 1,639.9378
K_20 Serum albumin ALBU_BOVIN 69,294 10 11 18 18.80% KQTALVELLK 548 557 23.8 25.0 19.5 2 0 0 1,142.7145
K_20 Serum albumin ALBU_BOVIN 69,294 10 11 18 18.80% LVVSTQTALA 598 607 32.9 27.7 25.1 2 0 0 1,002.5830
K_21 Serum albumin ALBU_BOVIN 69,294 7 8 13 15.00% LVNELTEFAK 66 75 51.6 28.0 43.8 2 0 0 1,163.6307
K_21 Serum albumin ALBU_BOVIN 69,294 7 8 13 15.00% SLHTLFGDELCK 89 100 38.3 26.9 33.0 2 0 0 1,419.6939
K_21 Serum albumin ALBU_BOVIN 69,294 7 8 13 15.00% YNGVFQECCQAEDK 184 197 60.2 25.0 58.3 2 0 0 1,747.7052
K_21 Serum albumin ALBU_BOVIN 69,294 7 8 13 15.00% DDPHACYSTVFDK 387 399 20.2 25.0 20.2 0 1 0 1,554.6531
K_21 Serum albumin ALBU_BOVIN 69,294 7 8 13 15.00% KVPQVSTPTLVEVSR 437 451 67.4 25.0 57.5 2 2 0 1,639.9378
K_21 Serum albumin ALBU_BOVIN 69,294 7 8 13 15.00% CCAADDKEACFAVEGPK 581 597 28.7 25.0 26.5 0 1 0 1,927.7985
K_21 Serum albumin ALBU_BOVIN 69,294 7 8 13 15.00% LVVSTQTALA 598 607 32.8 27.6 26.9 1 0 0 1,002.5830
K_22 Serum albumin ALBU_BOVIN 69,294 6 6 9 10.90% SLHTLFGDELCK 89 100 30.6 27.0 20.1 1 0 0 1,419.6939
K_22 Serum albumin ALBU_BOVIN 69,294 6 6 9 10.90% YLYEIAR 161 167 28.6 27.3 0.0 2 0 0 927.4934
K_22 Serum albumin ALBU_BOVIN 69,294 6 6 9 10.90% RHPEYAVSVLLR 360 371 21.8 26.1 16.4 0 1 0 1,439.8117
K_22 Serum albumin ALBU_BOVIN 69,294 6 6 9 10.90% KVPQVSTPTLVEVSR 437 451 41.4 25.0 36.1 2 0 0 1,639.9378
K_22 Serum albumin ALBU_BOVIN 69,294 6 6 9 10.90% KQTALVELLK 548 557 20.2 25.0 19.3 1 0 0 1,142.7145
K_22 Serum albumin ALBU_BOVIN 69,294 6 6 9 10.90% LVVSTQTALA 598 607 29.5 27.7 28.5 2 0 0 1,002.5830
K_23 Serum albumin ALBU_BOVIN 69,294 5 6 10 10.00% LVNELTEFAK 66 75 54.7 28.1 45.0 2 0 0 1,163.6307
K_23 Serum albumin ALBU_BOVIN 69,294 5 6 10 10.00% SLHTLFGDELCK 89 100 28.9 26.9 28.9 2 0 0 1,419.6939
K_23 Serum albumin ALBU_BOVIN 69,294 5 6 10 10.00% YNGVFQECCQAEDK 184 197 35.1 25.0 23.5 1 0 0 1,747.7052
K_23 Serum albumin ALBU_BOVIN 69,294 5 6 10 10.00% KVPQVSTPTLVEVSR 437 451 62.6 25.0 60.9 2 2 0 1,639.9378
K_23 Serum albumin ALBU_BOVIN 69,294 5 6 10 10.00% KQTALVELLK 548 557 26.2 25.0 20.4 1 0 0 1,142.7145
K_24 Serum albumin ALBU_BOVIN 69,294 2 2 3 3.62% YLYEIAR 161 167 23.1 26.3 0.0 1 0 0 927.4934
K_24 Serum albumin ALBU_BOVIN 69,294 2 2 3 3.62% KVPQVSTPTLVEVSR 437 451 80.1 25.0 78.8 2 0 0 1,639.9378
L_01 Serum albumin ALBU_BOVIN 69,294 8 9 15 12.70% LVNELTEFAK 66 75 38.2 28.0 27.2 1 0 0 1,163.6307
L_01 Serum albumin ALBU_BOVIN 69,294 8 9 15 12.70% SLHTLFGDELCK 89 100 25.0 26.8 21.6 0 1 0 1,419.6939
L_01 Serum albumin ALBU_BOVIN 69,294 8 9 15 12.70% YLYEIAR 161 167 21.9 27.3 0.0 1 0 0 927.4934
L_01 Serum albumin ALBU_BOVIN 69,294 8 9 15 12.70% EYEATLEECCAK 375 386 66.6 25.0 66.6 2 0 0 1,502.6139
L_01 Serum albumin ALBU_BOVIN 69,294 8 9 15 12.70% HLVDEPQNLIK 402 412 40.4 27.2 33.6 2 0 0 1,305.7163
L_01 Serum albumin ALBU_BOVIN 69,294 8 9 15 12.70% KVPQVSTPTLVEVSR 437 451 85.3 25.0 83.1 2 2 0 1,639.9378
L_01 Serum albumin ALBU_BOVIN 69,294 8 9 15 12.70% VPQVSTPTLVEVSR 438 451 56.3 25.4 56.3 2 0 0 1,511.8428
L_01 Serum albumin ALBU_BOVIN 69,294 8 9 15 12.70% LVVSTQTALA 598 607 64.1 27.6 64.1 2 0 0 1,002.5830
L_02 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.77% LVNELTEFAK 66 75 51.8 27.9 39.0 2 0 0 1,163.6307
L_02 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.77% KVPQVSTPTLVEVSR 437 451 45.7 25.0 45.7 0 2 0 1,639.9378
L_02 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.77% LVVSTQTALA 598 607 53.4 27.7 52.8 2 0 0 1,002.5830
L_03 Serum albumin ALBU_BOVIN 69,294 2 2 3 4.12% LVNELTEFAK 66 75 32.1 27.9 25.3 1 0 0 1,163.6307
L_03 Serum albumin ALBU_BOVIN 69,294 2 2 3 4.12% KVPQVSTPTLVEVSR 437 451 31.4 25.0 31.4 0 2 0 1,639.9378
L_06 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.11% LVNELTEFAK 66 75 45.9 28.0 44.0 2 0 0 1,163.6307
L_06 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.11% HLVDEPQNLIK 402 412 33.7 27.3 19.6 1 0 0 1,305.7163
L_06 Serum albumin ALBU_BOVIN 69,294 3 3 5 5.11% LVVSTQTALA 598 607 46.3 27.1 46.3 2 0 0 1,002.5830
L_07 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.26% LVNELTEFAK 66 75 38.4 28.0 35.0 2 0 0 1,163.6307
L_07 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.26% LGEYGFQNALIVR 421 433 68.7 27.3 0.0 1 0 0 1,479.7955
L_07 Serum albumin ALBU_BOVIN 69,294 3 3 5 6.26% KVPQVSTPTLVEVSR 437 451 60.6 25.0 60.6 0 2 0 1,639.9378
L_08 Serum albumin ALBU_BOVIN 69,294 2 3 5 4.45% RHPEYAVSVLLR 360 371 43.2 26.0 28.9 0 2 0 1,439.8117
L_08 Serum albumin ALBU_BOVIN 69,294 2 3 5 4.45% KVPQVSTPTLVEVSR 437 451 56.9 25.0 55.8 1 2 0 1,639.9378
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% LVNELTEFAK 66 75 54.0 27.8 49.8 1 0 0 1,163.6307
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% SLHTLFGDELCK 89 100 43.1 26.8 40.8 2 0 0 1,419.6939
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% LKPDPNTLCDEFKADEK 139 155 24.9 26.1 16.0 0 1 0 2,019.9696
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% YLYEIAR 161 167 39.0 26.3 0.0 1 0 0 927.4934
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% YNGVFQECCQAEDK 184 197 70.3 25.0 70.3 2 0 0 1,747.7052
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% RHPEYAVSVLLR 360 371 34.9 25.6 20.0 2 0 0 1,439.8117
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% LAKEYEATLEECCAK 372 386 21.7 25.0 18.0 0 1 0 1,814.8301
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% DDPHACYSTVFDK 387 399 30.1 25.0 29.3 1 0 0 1,554.6531
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% HLVDEPQNLIK 402 412 47.0 27.2 34.8 2 0 0 1,305.7163
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% LGEYGFQNALIVR 421 433 83.2 27.3 0.0 2 0 0 1,479.7955
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% KVPQVSTPTLVEVSR 437 451 64.1 25.0 59.4 2 2 0 1,639.9378
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% VPQVSTPTLVEVSR 438 451 49.6 26.0 49.6 2 0 0 1,511.8428
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% TVMENFVAFVDK 569 580 47.6 25.7 41.8 1 0 0 1,415.6876
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% CCAADDKEACFAVEGPK 581 597 51.8 25.0 48.9 0 2 0 1,927.7985
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% EACFAVEGPK 588 597 59.5 26.0 47.3 2 0 0 1,107.5140
L_09 Serum albumin ALBU_BOVIN 69,294 16 17 28 29.30% LVVSTQTALA 598 607 51.7 27.6 47.5 2 0 0 1,002.5830
L_10 Serum albumin ALBU_BOVIN 69,294 12 13 20 18.10% LVNELTEFAK 66 75 45.9 27.9 37.9 2 0 0 1,163.6307
L_10 Serum albumin ALBU_BOVIN 69,294 12 13 20 18.10% YLYEIAR 161 167 37.2 26.3 0.0 1 0 0 927.4934
L_10 Serum albumin ALBU_BOVIN 69,294 12 13 20 18.10% YNGVFQECCQAEDK 184 197 85.1 25.0 85.1 2 0 0 1,747.7052
L_10 Serum albumin ALBU_BOVIN 69,294 12 13 20 18.10% YICDNQDTISSK 286 297 23.1 25.0 13.8 1 0 0 1,443.6422
L_10 Serum albumin ALBU_BOVIN 69,294 12 13 20 18.10% RHPEYAVSVLLR 360 371 56.2 25.6 44.0 1 2 0 1,439.8117
L_10 Serum albumin ALBU_BOVIN 69,294 12 13 20 18.10% HPEYAVSVLLR 361 371 24.7 25.8 20.5 1 0 0 1,283.7106
L_10 Serum albumin ALBU_BOVIN 69,294 12 13 20 18.10% LGEYGFQNALIVR 421 433 82.6 27.6 0.0 2 0 0 1,479.7955
L_10 Serum albumin ALBU_BOVIN 69,294 12 13 20 18.10% KVPQVSTPTLVEVSR 437 451 71.7 25.0 69.4 0 1 0 1,639.9378
L_10 Serum albumin ALBU_BOVIN 69,294 12 13 20 18.10% VPQVSTPTLVEVSR 438 451 57.8 25.4 57.8 2 0 0 1,511.8428
L_10 Serum albumin ALBU_BOVIN 69,294 12 13 20 18.10% KQTALVELLK 548 557 35.2 25.0 23.9 2 0 0 1,142.7145
L_10 Serum albumin ALBU_BOVIN 69,294 12 13 20 18.10% CCAADDKEACFAVEGPK 581 597 46.8 25.0 42.8 0 2 0 1,927.7985
L_10 Serum albumin ALBU_BOVIN 69,294 12 13 20 18.10% EACFAVEGPK 588 597 20.9 26.0 16.8 1 0 0 1,107.5140
L_11 Serum albumin ALBU_BOVIN 69,294 4 4 5 7.41% KVPQVSTPTLVEVSR 437 451 52.7 25.0 48.3 0 1 0 1,639.9378
L_11 Serum albumin ALBU_BOVIN 69,294 4 4 5 7.41% KQTALVELLK 548 557 36.7 25.0 27.2 1 0 0 1,142.7145



L_11 Serum albumin ALBU_BOVIN 69,294 4 4 5 7.41% EACFAVEGPK 588 597 22.5 26.0 22.5 1 0 0 1,107.5140
L_11 Serum albumin ALBU_BOVIN 69,294 4 4 5 7.41% LVVSTQTALA 598 607 44.7 27.6 44.7 2 0 0 1,002.5830
L_12 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.90% YLYEIAR 161 167 29.1 27.0 0.0 2 0 0 927.4934
L_12 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.90% RHPEYAVSVLLR 360 371 32.1 25.6 16.5 0 2 0 1,439.8117
L_12 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.90% KVPQVSTPTLVEVSR 437 451 39.4 25.0 39.4 0 2 0 1,639.9378
L_12 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.90% EACFAVEGPK 588 597 21.5 26.1 13.9 1 0 0 1,107.5140
L_12 Serum albumin ALBU_BOVIN 69,294 5 5 8 8.90% LVVSTQTALA 598 607 28.9 27.1 15.5 1 0 0 1,002.5830
L_13 Serum albumin ALBU_BOVIN 69,294 2 3 6 4.12% KVPQVSTPTLVEVSR 437 451 61.1 25.0 59.0 2 2 0 1,639.9378
L_13 Serum albumin ALBU_BOVIN 69,294 2 3 6 4.12% LVVSTQTALA 598 607 43.3 27.7 31.5 2 0 0 1,002.5830
L_14 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.00% SLHTLFGDELCK 89 100 40.5 26.9 31.1 1 0 0 1,419.6939
L_14 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.00% YLYEIAR 161 167 21.5 27.0 0.0 1 0 0 927.4934
L_14 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.00% RHPEYAVSVLLR 360 371 37.5 25.6 29.1 0 1 0 1,439.8117
L_14 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.00% HLVDEPQNLIK 402 412 34.9 26.8 15.5 2 0 0 1,305.7163
L_14 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.00% KVPQVSTPTLVEVSR 437 451 73.5 25.0 68.1 0 2 0 1,639.9378
L_14 Serum albumin ALBU_BOVIN 69,294 6 6 9 11.00% LVVSTQTALA 598 607 44.2 27.7 41.4 2 0 0 1,002.5830
L_15 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.41% LVNELTEFAK 66 75 42.2 27.8 37.9 1 0 0 1,163.6307
L_15 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.41% KVPQVSTPTLVEVSR 437 451 39.8 25.0 39.8 0 2 0 1,639.9378
L_15 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.41% EACFAVEGPK 588 597 23.3 26.0 13.8 1 0 0 1,107.5140
L_15 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.41% LVVSTQTALA 598 607 61.2 27.1 55.4 2 0 0 1,002.5830
L_16 Serum albumin ALBU_BOVIN 69,294 3 4 5 6.26% LVNELTEFAK 66 75 28.7 27.4 28.7 1 0 0 1,163.6307
L_16 Serum albumin ALBU_BOVIN 69,294 3 4 5 6.26% LGEYGFQNALIVR 421 433 59.2 27.3 0.0 2 0 0 1,479.7955
L_16 Serum albumin ALBU_BOVIN 69,294 3 4 5 6.26% KVPQVSTPTLVEVSR 437 451 57.4 25.0 57.4 1 1 0 1,639.9378
M_01 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.58% HLVDEPQNLIK 402 412 25.4 27.4 20.8 1 0 0 1,305.7163
M_01 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.58% KVPQVSTPTLVEVSR 437 451 33.9 25.0 33.2 0 2 0 1,639.9378
M_01 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.58% EACFAVEGPK 588 597 42.8 25.7 38.1 1 0 0 1,107.5140
M_01 Serum albumin ALBU_BOVIN 69,294 4 4 6 7.58% LVVSTQTALA 598 607 36.3 27.6 32.5 2 0 0 1,002.5830
M_02 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.58% LVNELTEFAK 66 75 42.0 27.8 36.6 2 0 0 1,163.6307
M_02 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.58% HLVDEPQNLIK 402 412 29.5 27.2 18.3 1 0 0 1,305.7163
M_02 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.58% KVPQVSTPTLVEVSR 437 451 28.8 25.0 28.5 0 2 0 1,639.9378
M_02 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.58% LVVSTQTALA 598 607 50.3 27.6 42.3 2 0 0 1,002.5830
M_03 Serum albumin ALBU_BOVIN 69,294 2 2 4 3.29% LVNELTEFAK 66 75 44.9 27.9 40.4 2 0 0 1,163.6307
M_03 Serum albumin ALBU_BOVIN 69,294 2 2 4 3.29% LVVSTQTALA 598 607 40.0 27.6 35.4 2 0 0 1,002.5830
M_04 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.27% LVNELTEFAK 66 75 35.2 27.4 34.8 2 0 0 1,163.6307
M_04 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.27% YICDNQDTISSK 286 297 49.5 25.0 32.8 2 0 0 1,443.6422
M_04 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.27% LVVSTQTALA 598 607 33.1 27.6 33.1 2 0 0 1,002.5830
M_05 Serum albumin ALBU_BOVIN 69,294 2 2 3 3.29% LVNELTEFAK 66 75 33.4 27.8 26.5 1 0 0 1,163.6307
M_05 Serum albumin ALBU_BOVIN 69,294 2 2 3 3.29% LVVSTQTALA 598 607 34.3 27.6 34.3 2 0 0 1,002.5830
M_06 Serum albumin ALBU_BOVIN 69,294 4 4 4 5.77% LVNELTEFAK 66 75 37.8 27.4 32.2 1 0 0 1,163.6307
M_06 Serum albumin ALBU_BOVIN 69,294 4 4 4 5.77% KVPQVSTPTLVEVSR 437 451 58.2 25.0 58.2 1 0 0 1,639.9378
M_06 Serum albumin ALBU_BOVIN 69,294 4 4 4 5.77% VPQVSTPTLVEVSR 438 451 42.8 25.4 42.8 1 0 0 1,511.8428
M_06 Serum albumin ALBU_BOVIN 69,294 4 4 4 5.77% LVVSTQTALA 598 607 50.0 27.6 48.2 1 0 0 1,002.5830
M_07 Serum albumin ALBU_BOVIN 69,294 3 4 5 5.93% YLYEIAR 161 167 26.5 26.3 0.0 2 0 0 927.4934
M_07 Serum albumin ALBU_BOVIN 69,294 3 4 5 5.93% YNGVFQECCQAEDK 184 197 37.2 25.0 37.2 1 0 0 1,747.7052
M_07 Serum albumin ALBU_BOVIN 69,294 3 4 5 5.93% KVPQVSTPTLVEVSR 437 451 59.2 25.0 59.2 1 1 0 1,639.9378
M_08 Serum albumin ALBU_BOVIN 69,294 12 13 24 22.60% LVNELTEFAK 66 75 41.1 27.9 38.8 1 0 0 1,163.6307
M_08 Serum albumin ALBU_BOVIN 69,294 12 13 24 22.60% SLHTLFGDELCK 89 100 40.5 26.7 40.5 2 0 0 1,419.6939
M_08 Serum albumin ALBU_BOVIN 69,294 12 13 24 22.60% YLYEIAR 161 167 31.7 26.3 0.0 1 0 0 927.4934
M_08 Serum albumin ALBU_BOVIN 69,294 12 13 24 22.60% YNGVFQECCQAEDK 184 197 74.2 25.0 74.2 2 0 0 1,747.7052
M_08 Serum albumin ALBU_BOVIN 69,294 12 13 24 22.60% DDPHACYSTVFDK 387 399 24.2 25.0 24.2 0 2 0 1,554.6531
M_08 Serum albumin ALBU_BOVIN 69,294 12 13 24 22.60% LGEYGFQNALIVR 421 433 94.5 27.6 0.0 2 0 0 1,479.7955
M_08 Serum albumin ALBU_BOVIN 69,294 12 13 24 22.60% KVPQVSTPTLVEVSR 437 451 58.4 25.0 54.2 2 2 0 1,639.9378
M_08 Serum albumin ALBU_BOVIN 69,294 12 13 24 22.60% VPQVSTPTLVEVSR 438 451 65.1 26.0 65.1 2 0 0 1,511.8428
M_08 Serum albumin ALBU_BOVIN 69,294 12 13 24 22.60% RPCFSALTPDETYVPK 508 523 33.2 27.5 14.5 0 2 0 1,880.9213
M_08 Serum albumin ALBU_BOVIN 69,294 12 13 24 22.60% KQTALVELLK 548 557 31.8 25.0 26.0 2 0 0 1,142.7145
M_08 Serum albumin ALBU_BOVIN 69,294 12 13 24 22.60% CCAADDKEACFAVEGPK 581 597 52.4 25.0 52.4 0 2 0 1,927.7985
M_08 Serum albumin ALBU_BOVIN 69,294 12 13 24 22.60% LVVSTQTALA 598 607 44.2 27.6 42.4 2 0 0 1,002.5830
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% LVNELTEFAK 66 75 44.8 27.8 38.4 2 0 0 1,163.6307
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% SLHTLFGDELCK 89 100 37.6 26.9 36.4 2 0 0 1,419.6939
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% YLYEIAR 161 167 31.5 27.3 0.0 2 0 0 927.4934
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% YNGVFQECCQAEDK 184 197 62.3 25.0 58.8 2 0 0 1,747.7052
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% YICDNQDTISSK 286 297 43.8 25.0 23.6 2 0 0 1,443.6422
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% RHPEYAVSVLLR 360 371 38.9 26.0 25.5 0 2 0 1,439.8117
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% LAKEYEATLEECCAK 372 386 19.6 25.0 14.1 0 1 0 1,814.8301
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% DDPHACYSTVFDK 387 399 22.2 25.0 20.3 2 0 0 1,554.6531
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% KVPQVSTPTLVEVSR 437 451 50.9 25.0 46.3 2 2 0 1,639.9378
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% VPQVSTPTLVEVSR 438 451 61.3 26.0 61.3 2 0 0 1,511.8428
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% CCAADDKEACFAVEGPK 581 597 43.7 25.0 43.7 0 2 0 1,927.7985
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% EACFAVEGPK 588 597 50.2 25.8 47.7 2 0 0 1,107.5140
M_09 Serum albumin ALBU_BOVIN 69,294 13 14 27 22.60% LVVSTQTALA 598 607 41.2 27.6 39.8 2 0 0 1,002.5830
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% LVNELTEFAK 66 75 42.2 27.8 33.3 2 0 0 1,163.6307
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% SLHTLFGDELCK 89 100 45.9 26.8 38.3 2 0 0 1,419.6939
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% LKPDPNTLCDEFK 139 151 21.6 27.1 18.7 1 0 0 1,576.7679
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% YNGVFQECCQAEDK 184 197 66.7 25.0 66.7 2 0 0 1,747.7052
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% AEFVEVTK 249 256 43.6 26.7 22.1 2 0 0 922.4880
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% RHPEYAVSVLLR 360 371 46.7 25.6 34.9 2 2 0 1,439.8117
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% HPEYAVSVLLR 361 371 22.2 25.8 18.5 1 0 0 1,283.7106
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% DDPHACYSTVFDK 387 399 37.7 25.0 37.6 2 1 0 1,554.6531
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% HLVDEPQNLIK 402 412 33.5 27.4 25.1 2 0 0 1,305.7163
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% LGEYGFQNALIVR 421 433 59.9 27.5 0.0 2 0 0 1,479.7955
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% KVPQVSTPTLVEVSR 437 451 43.7 25.0 43.7 2 2 0 1,639.9378
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% VPQVSTPTLVEVSR 438 451 73.7 26.1 70.7 2 0 0 1,511.8428
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% CCTESLVNR 499 507 28.5 25.0 23.0 2 0 0 1,138.4980
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% TVMENFVAFVDK 569 580 54.7 25.0 53.8 2 0 0 1,415.6876
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% CCAADDKEACFAVEGPK 581 597 53.9 25.0 53.9 0 2 0 1,927.7985
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% EACFAVEGPK 588 597 46.7 26.0 35.0 2 0 0 1,107.5140
M_10 Serum albumin ALBU_BOVIN 69,294 17 20 37 27.80% LVVSTQTALA 598 607 45.5 27.6 42.6 2 0 0 1,002.5830
M_11 Serum albumin ALBU_BOVIN 69,294 8 8 14 16.60% SLHTLFGDELCK 89 100 40.3 26.8 32.6 2 0 0 1,419.6939
M_11 Serum albumin ALBU_BOVIN 69,294 8 8 14 16.60% LKPDPNTLCDEFK 139 151 20.9 26.9 16.5 0 1 0 1,576.7679
M_11 Serum albumin ALBU_BOVIN 69,294 8 8 14 16.60% YNGVFQECCQAEDK 184 197 66.4 25.0 66.4 2 0 0 1,747.7052
M_11 Serum albumin ALBU_BOVIN 69,294 8 8 14 16.60% RHPEYAVSVLLR 360 371 38.2 26.1 36.8 0 2 0 1,439.8117
M_11 Serum albumin ALBU_BOVIN 69,294 8 8 14 16.60% VPQVSTPTLVEVSR 438 451 52.2 26.0 52.2 2 0 0 1,511.8428
M_11 Serum albumin ALBU_BOVIN 69,294 8 8 14 16.60% QTALVELLK 549 557 23.8 26.7 16.7 1 0 0 1,014.6195
M_11 Serum albumin ALBU_BOVIN 69,294 8 8 14 16.60% CCAADDKEACFAVEGPK 581 597 33.0 25.0 33.0 0 2 0 1,927.7985
M_11 Serum albumin ALBU_BOVIN 69,294 8 8 14 16.60% LVVSTQTALA 598 607 48.5 27.6 48.5 2 0 0 1,002.5830
M_12 Serum albumin ALBU_BOVIN 69,294 8 9 16 11.70% LVNELTEFAK 66 75 44.2 27.9 40.2 1 0 0 1,163.6307
M_12 Serum albumin ALBU_BOVIN 69,294 8 9 16 11.70% YNGVFQECCQAEDK 184 197 62.7 25.0 62.7 2 0 0 1,747.7052
M_12 Serum albumin ALBU_BOVIN 69,294 8 9 16 11.70% RHPEYAVSVLLR 360 371 53.0 26.1 37.8 0 2 0 1,439.8117
M_12 Serum albumin ALBU_BOVIN 69,294 8 9 16 11.70% KVPQVSTPTLVEVSR 437 451 74.9 25.0 74.9 2 2 0 1,639.9378
M_12 Serum albumin ALBU_BOVIN 69,294 8 9 16 11.70% VPQVSTPTLVEVSR 438 451 58.1 25.9 58.1 2 0 0 1,511.8428
M_12 Serum albumin ALBU_BOVIN 69,294 8 9 16 11.70% KQTALVELLK 548 557 27.0 25.0 12.4 2 0 0 1,142.7145
M_12 Serum albumin ALBU_BOVIN 69,294 8 9 16 11.70% QTALVELLK 549 557 23.6 26.7 11.9 1 0 0 1,014.6195
M_12 Serum albumin ALBU_BOVIN 69,294 8 9 16 11.70% LVVSTQTALA 598 607 45.6 27.6 39.6 2 0 0 1,002.5830
M_13 Serum albumin ALBU_BOVIN 69,294 8 9 18 14.80% LVNELTEFAK 66 75 48.7 27.9 40.6 2 0 0 1,163.6307
M_13 Serum albumin ALBU_BOVIN 69,294 8 9 18 14.80% YNGVFQECCQAEDK 184 197 67.4 25.0 67.4 2 0 0 1,747.7052
M_13 Serum albumin ALBU_BOVIN 69,294 8 9 18 14.80% YICDNQDTISSK 286 297 27.4 25.0 11.2 2 0 0 1,443.6422
M_13 Serum albumin ALBU_BOVIN 69,294 8 9 18 14.80% RHPEYAVSVLLR 360 371 44.0 26.1 32.0 0 2 0 1,439.8117
M_13 Serum albumin ALBU_BOVIN 69,294 8 9 18 14.80% KVPQVSTPTLVEVSR 437 451 75.7 25.0 75.7 2 2 0 1,639.9378
M_13 Serum albumin ALBU_BOVIN 69,294 8 9 18 14.80% VPQVSTPTLVEVSR 438 451 65.6 25.9 65.3 2 0 0 1,511.8428
M_13 Serum albumin ALBU_BOVIN 69,294 8 9 18 14.80% CCAADDKEACFAVEGPK 581 597 30.5 25.0 30.5 0 2 0 1,927.7985
M_13 Serum albumin ALBU_BOVIN 69,294 8 9 18 14.80% LVVSTQTALA 598 607 45.0 27.6 39.1 2 0 0 1,002.5830
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% LVNELTEFAK 66 75 58.2 27.9 53.4 2 0 0 1,163.6307
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% SLHTLFGDELCK 89 100 45.4 26.9 41.5 2 2 0 1,419.6939



M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% NECFLSHKDDSPDLPK 123 138 19.5 25.0 19.5 0 1 0 1,901.8701
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% LKPDPNTLCDEFK 139 151 27.0 26.9 19.4 1 0 0 1,576.7679
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% YLYEIAR 161 167 33.4 26.3 0.0 2 0 0 927.4934
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% YNGVFQECCQAEDK 184 197 72.0 25.0 72.0 2 0 0 1,747.7052
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% YICDNQDTISSK 286 297 37.1 25.0 16.6 2 0 0 1,443.6422
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% DDPHACYSTVFDK 387 399 34.6 25.0 32.4 2 2 0 1,554.6531
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% HLVDEPQNLIK 402 412 47.4 27.5 31.1 2 0 0 1,305.7163
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% KVPQVSTPTLVEVSR 437 451 65.8 25.0 65.3 2 2 0 1,639.9378
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% VPQVSTPTLVEVSR 438 451 55.1 26.1 55.1 2 0 0 1,511.8428
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% QTALVELLK 549 557 34.6 26.7 16.4 1 0 0 1,014.6195
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% CCAADDKEACFAVEGPK 581 597 44.5 25.0 44.5 0 2 0 1,927.7985
M_14 Serum albumin ALBU_BOVIN 69,294 14 17 31 26.20% LVVSTQTALA 598 607 61.4 27.6 58.2 2 0 0 1,002.5830
M_15 Serum albumin ALBU_BOVIN 69,294 10 12 22 16.50% LVNELTEFAK 66 75 54.6 28.1 49.3 2 0 0 1,163.6307
M_15 Serum albumin ALBU_BOVIN 69,294 10 12 22 16.50% SLHTLFGDELCK 89 100 47.6 26.9 42.0 2 1 0 1,419.6939
M_15 Serum albumin ALBU_BOVIN 69,294 10 12 22 16.50% AEFVEVTK 249 256 35.8 26.7 14.1 2 0 0 922.4880
M_15 Serum albumin ALBU_BOVIN 69,294 10 12 22 16.50% RHPEYAVSVLLR 360 371 37.2 26.1 33.4 0 2 0 1,439.8117
M_15 Serum albumin ALBU_BOVIN 69,294 10 12 22 16.50% LGEYGFQNALIVR 421 433 61.1 27.5 0.0 2 0 0 1,479.7955
M_15 Serum albumin ALBU_BOVIN 69,294 10 12 22 16.50% KVPQVSTPTLVEVSR 437 451 68.1 25.0 68.0 2 2 0 1,639.9378
M_15 Serum albumin ALBU_BOVIN 69,294 10 12 22 16.50% VPQVSTPTLVEVSR 438 451 49.2 25.9 49.2 2 0 0 1,511.8428
M_15 Serum albumin ALBU_BOVIN 69,294 10 12 22 16.50% KQTALVELLK 548 557 20.3 25.0 8.8 1 0 0 1,142.7145
M_15 Serum albumin ALBU_BOVIN 69,294 10 12 22 16.50% EACFAVEGPK 588 597 46.8 25.7 39.7 2 0 0 1,107.5140
M_15 Serum albumin ALBU_BOVIN 69,294 10 12 22 16.50% LVVSTQTALA 598 607 66.8 25.9 63.3 2 0 0 1,002.5830
M_16 Serum albumin ALBU_BOVIN 69,294 4 4 6 5.11% YLYEIAR 161 167 34.8 26.3 0.0 1 0 0 927.4934
M_16 Serum albumin ALBU_BOVIN 69,294 4 4 6 5.11% KVPQVSTPTLVEVSR 437 451 51.3 25.0 51.3 2 0 0 1,639.9378
M_16 Serum albumin ALBU_BOVIN 69,294 4 4 6 5.11% VPQVSTPTLVEVSR 438 451 43.2 26.0 43.2 2 0 0 1,511.8428
M_16 Serum albumin ALBU_BOVIN 69,294 4 4 6 5.11% QTALVELLK 549 557 51.9 26.7 30.5 1 0 0 1,014.6195
N_01 Serum albumin ALBU_BOVIN 69,294 4 5 7 8.07% YLYEIAR 161 167 19.8 25.9 0.0 1 0 0 927.4934
N_01 Serum albumin ALBU_BOVIN 69,294 4 5 7 8.07% KVPQVSTPTLVEVSR 437 451 48.4 25.0 44.8 1 2 0 1,639.9378
N_01 Serum albumin ALBU_BOVIN 69,294 4 5 7 8.07% CCAADDKEACFAVEGPK 581 597 19.1 25.0 18.1 0 1 0 1,927.7985
N_01 Serum albumin ALBU_BOVIN 69,294 4 5 7 8.07% LVVSTQTALA 598 607 48.0 27.1 46.2 2 0 0 1,002.5830
N_02 Serum albumin ALBU_BOVIN 69,294 5 6 9 9.56% LVNELTEFAK 66 75 47.8 28.0 42.8 2 0 0 1,163.6307
N_02 Serum albumin ALBU_BOVIN 69,294 5 6 9 9.56% EYEATLEECCAK 375 386 41.9 25.0 41.9 1 0 0 1,502.6139
N_02 Serum albumin ALBU_BOVIN 69,294 5 6 9 9.56% HLVDEPQNLIK 402 412 41.1 26.6 41.1 2 0 0 1,305.7163
N_02 Serum albumin ALBU_BOVIN 69,294 5 6 9 9.56% KVPQVSTPTLVEVSR 437 451 48.5 25.0 43.3 1 2 0 1,639.9378
N_02 Serum albumin ALBU_BOVIN 69,294 5 6 9 9.56% LVVSTQTALA 598 607 32.0 27.5 31.9 1 0 0 1,002.5830
N_03 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.41% LVNELTEFAK 66 75 49.2 27.5 42.3 1 0 0 1,163.6307
N_03 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.41% KVPQVSTPTLVEVSR 437 451 34.5 25.0 33.1 0 2 0 1,639.9378
N_03 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.41% EACFAVEGPK 588 597 34.7 26.5 17.6 2 0 0 1,107.5140
N_03 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.41% LVVSTQTALA 598 607 40.0 27.1 39.0 2 0 0 1,002.5830
N_04 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.77% LVNELTEFAK 66 75 52.3 27.5 46.3 2 0 0 1,163.6307
N_04 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.77% KVPQVSTPTLVEVSR 437 451 60.1 25.0 60.1 2 0 0 1,639.9378
N_04 Serum albumin ALBU_BOVIN 69,294 3 3 6 5.77% EACFAVEGPK 588 597 31.5 26.1 26.3 2 0 0 1,107.5140
N_05 Serum albumin ALBU_BOVIN 69,294 4 5 8 6.92% LVNELTEFAK 66 75 40.1 28.0 39.0 2 0 0 1,163.6307
N_05 Serum albumin ALBU_BOVIN 69,294 4 5 8 6.92% YLYEIAR 161 167 27.0 27.0 0.0 1 0 0 927.4934
N_05 Serum albumin ALBU_BOVIN 69,294 4 5 8 6.92% KVPQVSTPTLVEVSR 437 451 41.6 25.0 41.6 1 2 0 1,639.9378
N_05 Serum albumin ALBU_BOVIN 69,294 4 5 8 6.92% LVVSTQTALA 598 607 55.6 27.1 54.0 2 0 0 1,002.5830
N_06 Serum albumin ALBU_BOVIN 69,294 4 4 5 7.25% LVNELTEFAK 66 75 41.1 27.8 32.5 2 0 0 1,163.6307
N_06 Serum albumin ALBU_BOVIN 69,294 4 4 5 7.25% AEFVEVTK 249 256 33.0 27.8 15.2 1 0 0 922.4880
N_06 Serum albumin ALBU_BOVIN 69,294 4 4 5 7.25% HLVDEPQNLIK 402 412 32.1 27.1 25.3 1 0 0 1,305.7163
N_06 Serum albumin ALBU_BOVIN 69,294 4 4 5 7.25% KVPQVSTPTLVEVSR 437 451 33.5 25.0 32.4 0 1 0 1,639.9378
N_07 Serum albumin ALBU_BOVIN 69,294 6 7 12 8.24% LVNELTEFAK 66 75 43.9 27.9 37.4 2 0 0 1,163.6307
N_07 Serum albumin ALBU_BOVIN 69,294 6 7 12 8.24% YLYEIAR 161 167 25.5 27.0 0.0 1 0 0 927.4934
N_07 Serum albumin ALBU_BOVIN 69,294 6 7 12 8.24% AEFVEVTK 249 256 22.5 27.8 12.4 1 0 0 922.4880
N_07 Serum albumin ALBU_BOVIN 69,294 6 7 12 8.24% KVPQVSTPTLVEVSR 437 451 42.4 25.0 39.8 2 2 0 1,639.9378
N_07 Serum albumin ALBU_BOVIN 69,294 6 7 12 8.24% VPQVSTPTLVEVSR 438 451 33.2 26.1 33.2 2 0 0 1,511.8428
N_07 Serum albumin ALBU_BOVIN 69,294 6 7 12 8.24% LVVSTQTALA 598 607 27.4 27.1 21.5 2 0 0 1,002.5830
N_08 Serum albumin ALBU_BOVIN 69,294 7 7 20 11.50% LVNELTEFAK 66 75 26.8 28.0 21.3 1 0 0 1,163.6307
N_08 Serum albumin ALBU_BOVIN 69,294 7 7 20 11.50% AEFVEVTK 249 256 43.7 27.8 27.9 4 0 0 922.4880
N_08 Serum albumin ALBU_BOVIN 69,294 7 7 20 11.50% YICDNQDTISSK 286 297 85.9 25.0 49.6 6 0 0 1,443.6422
N_08 Serum albumin ALBU_BOVIN 69,294 7 7 20 11.50% SHCIAEVEK 310 318 22.2 25.0 10.2 2 0 0 1,072.5092
N_08 Serum albumin ALBU_BOVIN 69,294 7 7 20 11.50% EYEATLEECCAK 375 386 29.6 25.0 26.6 1 0 0 1,502.6139
N_08 Serum albumin ALBU_BOVIN 69,294 7 7 20 11.50% CCTESLVNR 499 507 31.7 25.0 30.4 4 0 0 1,138.4980
N_08 Serum albumin ALBU_BOVIN 69,294 7 7 20 11.50% LVVSTQTALA 598 607 39.2 27.1 34.0 2 0 0 1,002.5830
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% LVNELTEFAK 66 75 26.6 27.9 21.8 2 0 0 1,163.6307
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% SLHTLFGDELCK 89 100 55.9 26.7 44.1 2 0 0 1,419.6939
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% VASLRETYGDMADCCEK 101 117 50.5 25.0 50.5 0 2 0 2,020.8411
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% ETYGDMADCCEKQEPER 106 122 42.7 25.0 42.7 0 2 0 2,133.8161
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% QEPERNECFLSHKDDSPDLPK 118 138 29.2 25.4 18.3 0 1 0 2,541.1678
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% NECFLSHKDDSPDLPK 123 138 50.0 25.0 50.0 1 1 0 1,901.8701
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% LKPDPNTLCDEFK 139 151 44.8 27.3 42.7 2 2 0 1,576.7679
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% LKPDPNTLCDEFKADEK 139 155 25.1 26.4 20.8 0 1 0 2,019.9696
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% YLYEIAR 161 167 33.5 27.0 0.0 2 0 0 927.4934
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% YNGVFQECCQAEDK 184 197 72.3 25.0 65.3 2 0 0 1,747.7052
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% ALKAWSVAR 233 241 31.1 27.6 16.9 2 0 0 1,001.5890
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% AEFVEVTK 249 256 48.6 28.1 31.5 2 0 0 922.4880
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% ECCHGDLLECADDR 267 280 55.2 25.0 55.2 1 0 0 1,749.6628
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% YICDNQDTISSK 286 297 83.6 25.0 57.7 2 0 0 1,443.6422
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% LKECCDKPLLEK 298 309 46.3 28.4 32.0 2 1 0 1,532.7815
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% RHPEYAVSVLLR 360 371 61.3 25.6 50.8 2 4 0 1,439.8117
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% HPEYAVSVLLR 361 371 19.7 25.9 6.4 1 0 0 1,283.7106
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% LAKEYEATLEECCAK 372 386 55.3 25.2 52.5 2 0 0 1,814.8301
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% DDPHACYSTVFDK 387 399 40.8 25.0 38.7 2 2 0 1,554.6531
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% LKHLVDEPQNLIK 400 412 16.9 25.0 14.4 0 1 0 1,546.8954
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% HLVDEPQNLIK 402 412 25.9 27.2 22.4 1 0 0 1,305.7163
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% LGEYGFQNALIVR 421 433 85.6 27.4 0.0 2 0 0 1,479.7955
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% KVPQVSTPTLVEVSR 437 451 80.9 25.0 80.9 2 2 0 1,639.9378
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% VPQVSTPTLVEVSR 438 451 53.0 25.4 53.0 2 0 0 1,511.8428
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% CCTESLVNR 499 507 18.4 25.0 18.4 1 0 0 1,138.4980
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% RPCFSALTPDETYVPK 508 523 33.2 27.3 25.3 0 1 0 1,880.9213
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% QTALVELLK 549 557 33.1 26.4 17.4 1 0 0 1,014.6195
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% TVMENFVAFVDK 569 580 60.8 25.7 58.1 2 0 0 1,415.6876
N_09 Serum albumin ALBU_BOVIN 69,294 29 36 61 48.90% CCAADDKEACFAVEGPK 581 597 81.4 25.0 81.4 2 1 0 1,927.7985
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% LVNELTEFAK 66 75 24.1 27.5 16.3 1 0 0 1,163.6307
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% SLHTLFGDELCK 89 100 53.3 27.2 47.0 2 0 0 1,419.6939
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% VASLRETYGDMADCCEK 101 117 46.7 25.0 46.7 0 1 0 2,020.8411
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% NECFLSHKDDSPDLPK 123 138 20.0 25.0 15.1 0 1 0 1,901.8701
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% LKPDPNTLCDEFK 139 151 39.9 27.3 32.9 2 1 0 1,576.7679
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% YLYEIAR 161 167 30.8 27.0 0.0 1 0 0 927.4934
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% YNGVFQECCQAEDK 184 197 67.2 25.0 60.5 2 0 0 1,747.7052
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% AEFVEVTK 249 256 43.9 27.8 21.7 2 0 0 922.4880
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% YICDNQDTISSK 286 297 40.9 25.0 19.8 2 0 0 1,443.6422
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% RHPEYAVSVLLR 360 371 58.7 25.6 42.0 2 4 0 1,439.8117
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% HPEYAVSVLLR 361 371 27.5 25.8 17.7 1 0 0 1,283.7106
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% LAKEYEATLEECCAK 372 386 33.9 25.1 28.8 0 1 0 1,814.8301
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% DDPHACYSTVFDK 387 399 32.8 25.0 28.6 2 0 0 1,554.6531
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% LGEYGFQNALIVR 421 433 44.3 27.5 0.0 1 0 0 1,479.7955
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% KVPQVSTPTLVEVSR 437 451 79.4 25.0 73.0 2 2 0 1,639.9378
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% VPQVSTPTLVEVSR 438 451 49.8 25.4 48.1 2 1 0 1,511.8428
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% CCTESLVNR 499 507 21.6 25.0 18.9 1 0 0 1,138.4980
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% RPCFSALTPDETYVPK 508 523 29.2 27.8 20.4 0 1 0 1,880.9213
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% QTALVELLK 549 557 26.2 26.4 15.3 2 0 0 1,014.6195
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% TVMENFVAFVDK 569 580 71.6 25.7 69.2 2 0 0 1,415.6876



N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% CCAADDKEACFAVEGPK 581 597 60.8 25.0 60.8 1 2 0 1,927.7985
N_10 Serum albumin ALBU_BOVIN 69,294 22 27 44 41.20% LVVSTQTALA 598 607 68.4 27.1 65.2 2 0 0 1,002.5830
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% LVNELTEFAK 66 75 41.4 28.0 37.5 2 0 0 1,163.6307
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% SLHTLFGDELCK 89 100 35.7 27.0 31.1 2 0 0 1,419.6939
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% NECFLSHKDDSPDLPK 123 138 24.0 25.0 18.3 0 1 0 1,901.8701
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% LKPDPNTLCDEFK 139 151 30.4 27.0 21.3 1 0 0 1,576.7679
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% YLYEIAR 161 167 31.2 27.0 0.0 2 0 0 927.4934
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% YNGVFQECCQAEDK 184 197 85.7 25.0 73.6 2 0 0 1,747.7052
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% AEFVEVTK 249 256 42.8 27.8 29.1 2 0 0 922.4880
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% YICDNQDTISSK 286 297 44.4 25.0 31.1 1 0 0 1,443.6422
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% RHPEYAVSVLLR 360 371 58.6 25.5 41.7 0 2 0 1,439.8117
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% DDPHACYSTVFDK 387 399 25.8 25.0 22.8 1 1 0 1,554.6531
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% KVPQVSTPTLVEVSR 437 451 68.5 25.0 63.9 2 2 0 1,639.9378
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% VPQVSTPTLVEVSR 438 451 41.8 26.1 41.8 2 0 0 1,511.8428
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% TVMENFVAFVDK 569 580 56.5 25.4 52.8 1 0 0 1,415.6876
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% CCAADDKEACFAVEGPK 581 597 47.3 25.0 47.3 0 1 0 1,927.7985
N_11 Serum albumin ALBU_BOVIN 69,294 15 17 27 28.20% LVVSTQTALA 598 607 45.4 27.7 42.7 2 0 0 1,002.5830
N_12 Serum albumin ALBU_BOVIN 69,294 12 14 25 21.10% SLHTLFGDELCK 89 100 37.2 27.0 32.3 2 0 0 1,419.6939
N_12 Serum albumin ALBU_BOVIN 69,294 12 14 25 21.10% LKPDPNTLCDEFK 139 151 22.5 27.3 22.5 0 1 0 1,576.7679
N_12 Serum albumin ALBU_BOVIN 69,294 12 14 25 21.10% YLYEIAR 161 167 29.0 27.0 0.0 2 0 0 927.4934
N_12 Serum albumin ALBU_BOVIN 69,294 12 14 25 21.10% YNGVFQECCQAEDK 184 197 55.7 25.0 55.7 2 0 0 1,747.7052
N_12 Serum albumin ALBU_BOVIN 69,294 12 14 25 21.10% AEFVEVTK 249 256 42.2 27.8 21.9 2 0 0 922.4880
N_12 Serum albumin ALBU_BOVIN 69,294 12 14 25 21.10% YICDNQDTISSK 286 297 41.7 25.0 27.3 2 0 0 1,443.6422
N_12 Serum albumin ALBU_BOVIN 69,294 12 14 25 21.10% RHPEYAVSVLLR 360 371 27.9 25.6 25.0 0 2 0 1,439.8117
N_12 Serum albumin ALBU_BOVIN 69,294 12 14 25 21.10% DDPHACYSTVFDK 387 399 29.4 25.0 27.5 2 1 0 1,554.6531
N_12 Serum albumin ALBU_BOVIN 69,294 12 14 25 21.10% KVPQVSTPTLVEVSR 437 451 50.4 25.0 48.2 2 2 0 1,639.9378
N_12 Serum albumin ALBU_BOVIN 69,294 12 14 25 21.10% VPQVSTPTLVEVSR 438 451 70.6 25.6 70.6 2 0 0 1,511.8428
N_12 Serum albumin ALBU_BOVIN 69,294 12 14 25 21.10% KQTALVELLK 548 557 25.8 25.0 12.6 1 0 0 1,142.7145
N_12 Serum albumin ALBU_BOVIN 69,294 12 14 25 21.10% TVMENFVAFVDK 569 580 49.6 25.7 46.6 2 0 0 1,415.6876
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% FKDLGEEHFK 35 44 28.2 28.0 14.4 1 0 0 1,249.6213
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% LVNELTEFAK 66 75 49.5 27.5 45.2 2 0 0 1,163.6307
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% SLHTLFGDELCK 89 100 39.3 27.2 38.5 2 0 0 1,419.6939
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% NECFLSHKDDSPDLPK 123 138 31.5 25.0 31.4 0 1 0 1,901.8701
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% LKPDPNTLCDEFK 139 151 21.9 27.2 17.9 1 0 0 1,576.7679
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% YLYEIAR 161 167 24.5 27.0 0.0 1 0 0 927.4934
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% YNGVFQECCQAEDK 184 197 79.8 25.0 68.6 2 0 0 1,747.7052
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% AEFVEVTK 249 256 34.4 27.8 21.6 1 0 0 922.4880
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% YICDNQDTISSK 286 297 45.0 25.0 36.5 2 0 0 1,443.6422
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% RHPEYAVSVLLR 360 371 42.0 25.6 28.2 0 2 0 1,439.8117
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% DDPHACYSTVFDK 387 399 27.6 25.0 21.4 2 0 0 1,554.6531
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% KVPQVSTPTLVEVSR 437 451 71.0 25.0 62.0 2 2 0 1,639.9378
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% VPQVSTPTLVEVSR 438 451 52.7 25.8 52.7 2 0 0 1,511.8428
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% TVMENFVAFVDK 569 580 63.2 25.4 55.9 2 0 0 1,415.6876
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% CCAADDKEACFAVEGPK 581 597 58.2 25.0 50.1 0 2 0 1,927.7985
N_13 Serum albumin ALBU_BOVIN 69,294 16 17 29 29.80% LVVSTQTALA 598 607 47.5 27.1 43.8 2 0 0 1,002.5830
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% SLHTLFGDELCK 89 100 44.0 27.2 41.3 2 2 0 1,419.6939
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% VASLRETYGDMADCCEK 101 117 47.7 25.0 47.7 0 2 0 2,020.8411
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% NECFLSHKDDSPDLPK 123 138 20.2 25.0 17.6 0 2 0 1,901.8701
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% LKPDPNTLCDEFK 139 151 26.6 27.3 19.9 1 0 0 1,576.7679
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% YNGVFQECCQAEDK 184 197 89.4 25.0 85.7 2 0 0 1,747.7052
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% ALKAWSVAR 233 241 31.7 27.7 14.9 1 0 0 1,001.5890
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% AEFVEVTK 249 256 41.9 27.7 20.1 2 0 0 922.4880
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% YICDNQDTISSK 286 297 44.8 25.0 29.5 2 0 0 1,443.6422
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% LKECCDKPLLEK 298 309 20.5 28.4 12.1 0 1 0 1,532.7815
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% RHPEYAVSVLLR 360 371 53.3 25.5 40.0 0 3 0 1,439.8117
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% LAKEYEATLEECCAK 372 386 15.9 25.1 10.4 0 1 0 1,814.8301
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% DDPHACYSTVFDK 387 399 22.0 25.0 16.3 1 0 0 1,554.6531
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% KVPQVSTPTLVEVSR 437 451 55.6 25.0 52.2 2 2 0 1,639.9378
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% VPQVSTPTLVEVSR 438 451 62.8 26.1 61.4 2 0 0 1,511.8428
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% QTALVELLK 549 557 30.1 26.4 19.1 1 0 0 1,014.6195
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% CCAADDKEACFAVEGPK 581 597 37.0 25.0 37.0 0 2 0 1,927.7985
N_14 Serum albumin ALBU_BOVIN 69,294 17 19 32 33.60% LVVSTQTALA 598 607 39.7 27.1 37.2 1 0 0 1,002.5830
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% LVNELTEFAK 66 75 50.6 27.9 41.5 2 0 0 1,163.6307
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% SLHTLFGDELCK 89 100 61.4 26.7 59.3 2 2 0 1,419.6939
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% VASLRETYGDMADCCEK 101 117 33.5 25.0 33.5 0 2 0 2,020.8411
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% NECFLSHKDDSPDLPK 123 138 21.7 25.0 21.1 0 2 0 1,901.8701
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% LKPDPNTLCDEFK 139 151 26.4 27.0 25.4 2 0 0 1,576.7679
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% LKPDPNTLCDEFKADEK 139 155 22.6 26.3 20.0 0 1 0 2,019.9696
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% YNGVFQECCQAEDK 184 197 84.9 25.0 84.9 2 0 0 1,747.7052
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% AEFVEVTK 249 256 43.5 27.8 28.8 2 0 0 922.4880
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% YICDNQDTISSK 286 297 31.7 25.0 9.5 1 0 0 1,443.6422
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% RHPEYAVSVLLR 360 371 62.7 25.7 49.9 0 2 0 1,439.8117
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% DDPHACYSTVFDK 387 399 28.8 25.0 25.9 2 0 0 1,554.6531
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% HLVDEPQNLIK 402 412 38.2 26.8 21.6 2 0 0 1,305.7163
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% LGEYGFQNALIVR 421 433 75.7 27.3 0.0 2 0 0 1,479.7955
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% KVPQVSTPTLVEVSR 437 451 102.0 25.0 101.0 2 2 0 1,639.9378
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% VPQVSTPTLVEVSR 438 451 57.4 25.4 54.1 2 0 0 1,511.8428
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% RPCFSALTPDETYVPK 508 523 36.2 27.3 26.2 0 2 0 1,880.9213
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% QTALVELLK 549 557 50.7 26.4 31.9 1 0 0 1,014.6195
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% TVMENFVAFVDK 569 580 70.8 25.7 64.7 2 0 0 1,415.6876
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% CCAADDKEACFAVEGPK 581 597 59.3 25.0 54.1 0 2 0 1,927.7985
N_15 Serum albumin ALBU_BOVIN 69,294 20 22 41 38.60% LVVSTQTALA 598 607 68.1 27.7 65.0 2 0 0 1,002.5830
N_16 Serum albumin ALBU_BOVIN 69,294 11 12 23 17.60% LVNELTEFAK 66 75 54.6 28.0 49.3 2 0 0 1,163.6307
N_16 Serum albumin ALBU_BOVIN 69,294 11 12 23 17.60% SLHTLFGDELCK 89 100 46.3 27.0 43.4 2 2 0 1,419.6939
N_16 Serum albumin ALBU_BOVIN 69,294 11 12 23 17.60% YNGVFQECCQAEDK 184 197 46.3 25.0 46.3 1 0 0 1,747.7052
N_16 Serum albumin ALBU_BOVIN 69,294 11 12 23 17.60% AEFVEVTK 249 256 46.9 27.7 33.3 2 0 0 922.4880
N_16 Serum albumin ALBU_BOVIN 69,294 11 12 23 17.60% YICDNQDTISSK 286 297 35.7 25.0 16.3 2 0 0 1,443.6422
N_16 Serum albumin ALBU_BOVIN 69,294 11 12 23 17.60% KVPQVSTPTLVEVSR 437 451 83.2 25.0 83.0 2 0 0 1,639.9378
N_16 Serum albumin ALBU_BOVIN 69,294 11 12 23 17.60% VPQVSTPTLVEVSR 438 451 45.2 25.4 45.2 2 0 0 1,511.8428
N_16 Serum albumin ALBU_BOVIN 69,294 11 12 23 17.60% QTALVELLK 549 557 34.4 26.3 19.0 2 0 0 1,014.6195
N_16 Serum albumin ALBU_BOVIN 69,294 11 12 23 17.60% CCAADDKEACFAVEGPK 581 597 45.8 25.0 43.7 0 2 0 1,927.7985
N_16 Serum albumin ALBU_BOVIN 69,294 11 12 23 17.60% EACFAVEGPK 588 597 46.9 26.1 33.7 2 0 0 1,107.5140
N_16 Serum albumin ALBU_BOVIN 69,294 11 12 23 17.60% LVVSTQTALA 598 607 46.1 27.1 46.1 2 0 0 1,002.5830
O_01 Serum albumin ALBU_BOVIN 69,294 4 5 9 8.73% VASLRETYGDMADCCEK 101 117 20.0 25.0 20.0 0 1 0 2,020.8411
O_01 Serum albumin ALBU_BOVIN 69,294 4 5 9 8.73% HLVDEPQNLIK 402 412 37.2 27.1 28.8 2 0 0 1,305.7163
O_01 Serum albumin ALBU_BOVIN 69,294 4 5 9 8.73% KVPQVSTPTLVEVSR 437 451 70.6 25.0 69.3 2 2 0 1,639.9378
O_01 Serum albumin ALBU_BOVIN 69,294 4 5 9 8.73% LVVSTQTALA 598 607 45.4 27.7 42.1 2 0 0 1,002.5830
O_02 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% LVNELTEFAK 66 75 30.2 27.8 17.1 2 0 0 1,163.6307
O_02 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% YICDNQDTISSK 286 297 45.5 25.0 27.1 2 0 0 1,443.6422
O_02 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% KVPQVSTPTLVEVSR 437 451 37.3 25.0 27.7 0 1 0 1,639.9378
O_02 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% CCTESLVNR 499 507 28.0 25.0 23.7 2 0 0 1,138.4980
O_02 Serum albumin ALBU_BOVIN 69,294 5 5 9 9.23% LVVSTQTALA 598 607 33.8 27.1 33.7 2 0 0 1,002.5830
O_03 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.57% LVNELTEFAK 66 75 36.3 27.9 28.7 2 0 0 1,163.6307
O_03 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.57% YLYEIAR 161 167 25.0 27.3 0.0 2 0 0 927.4934
O_03 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.57% KVPQVSTPTLVEVSR 437 451 35.3 25.0 35.3 0 2 0 1,639.9378
O_03 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.57% EACFAVEGPK 588 597 31.5 25.9 31.4 1 0 0 1,107.5140
O_03 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.57% LVVSTQTALA 598 607 50.7 27.6 46.5 2 0 0 1,002.5830
O_04 Serum albumin ALBU_BOVIN 69,294 8 8 13 15.00% LVNELTEFAK 66 75 47.2 27.4 37.7 2 0 0 1,163.6307
O_04 Serum albumin ALBU_BOVIN 69,294 8 8 13 15.00% YLYEIAR 161 167 27.0 27.3 0.0 2 0 0 927.4934
O_04 Serum albumin ALBU_BOVIN 69,294 8 8 13 15.00% YNGVFQECCQAEDK 184 197 51.8 25.0 51.0 1 0 0 1,747.7052
O_04 Serum albumin ALBU_BOVIN 69,294 8 8 13 15.00% EYEATLEECCAK 375 386 52.5 25.0 52.5 1 0 0 1,502.6139
O_04 Serum albumin ALBU_BOVIN 69,294 8 8 13 15.00% LGEYGFQNALIVR 421 433 64.0 27.4 0.0 1 0 0 1,479.7955



O_04 Serum albumin ALBU_BOVIN 69,294 8 8 13 15.00% KVPQVSTPTLVEVSR 437 451 39.9 25.0 37.7 0 2 0 1,639.9378
O_04 Serum albumin ALBU_BOVIN 69,294 8 8 13 15.00% EACFAVEGPK 588 597 36.8 26.1 28.9 2 0 0 1,107.5140
O_04 Serum albumin ALBU_BOVIN 69,294 8 8 13 15.00% LVVSTQTALA 598 607 34.6 27.7 29.3 2 0 0 1,002.5830
O_05 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.25% LVNELTEFAK 66 75 48.0 27.9 41.5 2 0 0 1,163.6307
O_05 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.25% YNGVFQECCQAEDK 184 197 32.3 25.0 32.3 1 0 0 1,747.7052
O_05 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.25% EACFAVEGPK 588 597 56.8 26.1 44.8 2 0 0 1,107.5140
O_05 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.25% LVVSTQTALA 598 607 52.4 27.7 51.3 2 0 0 1,002.5830
O_06 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.91% LVNELTEFAK 66 75 47.9 27.4 39.3 2 0 0 1,163.6307
O_06 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.91% YNGVFQECCQAEDK 184 197 49.7 25.0 44.1 2 0 0 1,747.7052
O_06 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.91% VPQVSTPTLVEVSR 438 451 31.6 25.4 31.6 1 0 0 1,511.8428
O_06 Serum albumin ALBU_BOVIN 69,294 4 4 7 7.91% LVVSTQTALA 598 607 61.4 27.7 61.4 2 0 0 1,002.5830
O_07 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.30% YNGVFQECCQAEDK 184 197 65.0 25.0 65.0 1 0 0 1,747.7052
O_07 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.30% RHPEYAVSVLLR 360 371 41.6 25.7 34.7 0 1 0 1,439.8117
O_07 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.30% LGEYGFQNALIVR 421 433 66.2 27.3 0.0 2 0 0 1,479.7955
O_07 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.30% KVPQVSTPTLVEVSR 437 451 62.3 25.0 49.3 0 2 0 1,639.9378
O_07 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.30% VPQVSTPTLVEVSR 438 451 27.4 26.1 27.4 1 0 0 1,511.8428
O_07 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.30% CCAADDKEACFAVEGPK 581 597 35.1 25.0 35.1 0 1 0 1,927.7985
O_07 Serum albumin ALBU_BOVIN 69,294 7 7 10 13.30% LVVSTQTALA 598 607 46.0 27.7 35.5 2 0 0 1,002.5830
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% LVNELTEFAK 66 75 49.2 27.8 44.0 2 0 0 1,163.6307
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% SLHTLFGDELCK 89 100 22.7 27.0 18.4 1 0 0 1,419.6939
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% YLYEIAR 161 167 22.9 27.0 0.0 1 0 0 927.4934
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% YNGVFQECCQAEDK 184 197 48.7 25.0 48.7 2 0 0 1,747.7052
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% LAKEYEATLEECCAK 372 386 39.5 25.0 33.7 0 1 0 1,814.8301
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% HLVDEPQNLIK 402 412 34.7 27.1 25.7 1 0 0 1,305.7163
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% LGEYGFQNALIVR 421 433 84.2 27.3 0.0 2 0 0 1,479.7955
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% KVPQVSTPTLVEVSR 437 451 32.3 25.0 32.3 2 0 0 1,639.9378
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% VPQVSTPTLVEVSR 438 451 59.5 25.4 59.5 2 0 0 1,511.8428
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% RPCFSALTPDETYVPK 508 523 29.8 27.3 17.6 0 2 0 1,880.9213
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% QTALVELLK 549 557 31.6 26.7 18.7 1 0 0 1,014.6195
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% TVMENFVAFVDK 569 580 56.8 25.1 54.7 1 0 0 1,415.6876
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% CCAADDKEACFAVEGPK 581 597 42.6 25.0 42.6 0 2 0 1,927.7985
O_08 Serum albumin ALBU_BOVIN 69,294 14 14 22 26.50% LVVSTQTALA 598 607 47.2 27.6 46.2 2 0 0 1,002.5830
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% LVNELTEFAK 66 75 49.7 27.9 44.7 2 0 0 1,163.6307
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% SLHTLFGDELCK 89 100 58.9 26.9 55.6 2 0 0 1,419.6939
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% VASLRETYGDMADCCEK 101 117 29.9 25.0 29.9 0 1 0 2,020.8411
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% YNGVFQECCQAEDK 184 197 89.3 25.0 85.6 2 0 0 1,747.7052
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% AEFVEVTK 249 256 43.7 27.8 21.4 2 0 0 922.4880
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% YICDNQDTISSK 286 297 54.9 25.0 33.2 2 0 0 1,443.6422
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% HPEYAVSVLLR 361 371 35.8 25.8 25.7 1 0 0 1,283.7106
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% LAKEYEATLEECCAK 372 386 41.5 25.0 37.7 0 2 0 1,814.8301
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% DDPHACYSTVFDK 387 399 30.6 25.0 27.2 1 1 0 1,554.6531
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% LKHLVDEPQNLIK 400 412 26.1 25.0 24.3 0 2 0 1,546.8954
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% LGEYGFQNALIVR 421 433 88.9 27.3 0.0 2 0 0 1,479.7955
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% KVPQVSTPTLVEVSR 437 451 82.8 25.0 82.8 2 2 0 1,639.9378
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% VPQVSTPTLVEVSR 438 451 51.7 25.4 51.7 2 0 0 1,511.8428
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% RPCFSALTPDETYVPK 508 523 20.8 27.4 14.7 0 1 0 1,880.9213
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% KQTALVELLK 548 557 38.8 25.0 31.1 2 0 0 1,142.7145
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% QTALVELLK 549 557 38.7 26.7 21.2 1 0 0 1,014.6195
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% TVMENFVAFVDK 569 580 70.8 25.0 64.1 2 0 0 1,415.6876
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% CCAADDKEACFAVEGPK 581 597 65.0 25.0 58.8 2 2 0 1,927.7985
O_09 Serum albumin ALBU_BOVIN 69,294 19 22 38 35.90% LVVSTQTALA 598 607 50.6 27.7 50.6 2 0 0 1,002.5830
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% LVNELTEFAK 66 75 24.5 27.5 19.2 1 0 0 1,163.6307
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% SLHTLFGDELCK 89 100 49.3 27.0 42.1 2 2 0 1,419.6939
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% VASLRETYGDMADCCEK 101 117 34.3 25.0 34.3 0 2 0 2,020.8411
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% YNGVFQECCQAEDK 184 197 67.6 25.0 59.9 2 0 0 1,747.7052
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% YICDNQDTISSK 286 297 25.7 25.0 13.8 2 0 0 1,443.6422
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% RHPEYAVSVLLR 360 371 57.7 25.6 37.5 0 2 0 1,439.8117
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% HPEYAVSVLLR 361 371 22.7 25.8 14.0 1 0 0 1,283.7106
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% DDPHACYSTVFDK 387 399 20.2 25.0 16.5 1 0 0 1,554.6531
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% HLVDEPQNLIK 402 412 34.6 27.2 30.7 1 0 0 1,305.7163
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% LGEYGFQNALIVR 421 433 70.9 27.3 0.0 2 0 0 1,479.7955
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% KVPQVSTPTLVEVSR 437 451 64.1 25.0 64.1 2 2 0 1,639.9378
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% VPQVSTPTLVEVSR 438 451 52.2 25.4 48.1 2 0 0 1,511.8428
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% RPCFSALTPDETYVPK 508 523 31.8 28.2 21.7 0 1 0 1,880.9213
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% KQTALVELLK 548 557 48.8 25.0 36.8 2 0 0 1,142.7145
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% QTALVELLK 549 557 30.3 26.7 15.0 1 0 0 1,014.6195
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% TVMENFVAFVDK 569 580 63.0 25.0 58.4 2 0 0 1,415.6876
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% CCAADDKEACFAVEGPK 581 597 26.9 25.0 22.6 0 2 0 1,927.7985
O_10 Serum albumin ALBU_BOVIN 69,294 18 20 34 32.00% LVVSTQTALA 598 607 55.0 27.7 51.2 2 0 0 1,002.5830
O_11 Serum albumin ALBU_BOVIN 69,294 8 9 15 13.80% LVNELTEFAK 66 75 47.0 27.5 40.6 2 0 0 1,163.6307
O_11 Serum albumin ALBU_BOVIN 69,294 8 9 15 13.80% YNGVFQECCQAEDK 184 197 56.0 25.0 55.0 1 0 0 1,747.7052
O_11 Serum albumin ALBU_BOVIN 69,294 8 9 15 13.80% AEFVEVTK 249 256 35.7 27.8 20.4 2 0 0 922.4880
O_11 Serum albumin ALBU_BOVIN 69,294 8 9 15 13.80% KVPQVSTPTLVEVSR 437 451 60.9 25.0 55.2 1 2 0 1,639.9378
O_11 Serum albumin ALBU_BOVIN 69,294 8 9 15 13.80% VPQVSTPTLVEVSR 438 451 47.3 25.4 45.1 2 0 0 1,511.8428
O_11 Serum albumin ALBU_BOVIN 69,294 8 9 15 13.80% KQTALVELLK 548 557 26.1 25.0 21.1 1 0 0 1,142.7145
O_11 Serum albumin ALBU_BOVIN 69,294 8 9 15 13.80% CCAADDKEACFAVEGPK 581 597 28.0 25.0 23.0 0 2 0 1,927.7985
O_11 Serum albumin ALBU_BOVIN 69,294 8 9 15 13.80% LVVSTQTALA 598 607 55.9 27.6 55.7 2 0 0 1,002.5830
O_12 Serum albumin ALBU_BOVIN 69,294 7 8 15 12.40% RHPEYAVSVLLR 360 371 64.5 25.7 45.8 0 2 0 1,439.8117
O_12 Serum albumin ALBU_BOVIN 69,294 7 8 15 12.40% LGEYGFQNALIVR 421 433 67.4 27.5 0.0 2 0 0 1,479.7955
O_12 Serum albumin ALBU_BOVIN 69,294 7 8 15 12.40% KVPQVSTPTLVEVSR 437 451 35.8 25.0 35.8 2 2 0 1,639.9378
O_12 Serum albumin ALBU_BOVIN 69,294 7 8 15 12.40% VPQVSTPTLVEVSR 438 451 59.6 25.8 57.9 2 0 0 1,511.8428
O_12 Serum albumin ALBU_BOVIN 69,294 7 8 15 12.40% RPCFSALTPDETYVPK 508 523 27.6 27.4 22.5 0 2 0 1,880.9213
O_12 Serum albumin ALBU_BOVIN 69,294 7 8 15 12.40% QTALVELLK 549 557 29.3 26.7 14.2 1 0 0 1,014.6195
O_12 Serum albumin ALBU_BOVIN 69,294 7 8 15 12.40% LVVSTQTALA 598 607 59.1 27.1 55.3 2 0 0 1,002.5830
O_13 Serum albumin ALBU_BOVIN 69,294 10 11 18 17.00% LVNELTEFAK 66 75 40.6 27.9 37.1 2 0 0 1,163.6307
O_13 Serum albumin ALBU_BOVIN 69,294 10 11 18 17.00% SLHTLFGDELCK 89 100 33.1 26.9 27.1 1 0 0 1,419.6939
O_13 Serum albumin ALBU_BOVIN 69,294 10 11 18 17.00% RHPEYAVSVLLR 360 371 44.3 25.6 38.3 0 2 0 1,439.8117
O_13 Serum albumin ALBU_BOVIN 69,294 10 11 18 17.00% HLVDEPQNLIK 402 412 37.6 27.1 27.9 2 0 0 1,305.7163
O_13 Serum albumin ALBU_BOVIN 69,294 10 11 18 17.00% LGEYGFQNALIVR 421 433 61.8 27.3 0.0 1 0 0 1,479.7955
O_13 Serum albumin ALBU_BOVIN 69,294 10 11 18 17.00% KVPQVSTPTLVEVSR 437 451 60.3 25.0 55.2 2 2 0 1,639.9378
O_13 Serum albumin ALBU_BOVIN 69,294 10 11 18 17.00% VPQVSTPTLVEVSR 438 451 47.8 25.4 47.8 2 0 0 1,511.8428
O_13 Serum albumin ALBU_BOVIN 69,294 10 11 18 17.00% KQTALVELLK 548 557 29.6 25.0 22.2 2 0 0 1,142.7145
O_13 Serum albumin ALBU_BOVIN 69,294 10 11 18 17.00% EACFAVEGPK 588 597 23.9 26.1 15.5 1 0 0 1,107.5140
O_13 Serum albumin ALBU_BOVIN 69,294 10 11 18 17.00% LVVSTQTALA 598 607 25.0 27.1 25.0 1 0 0 1,002.5830
O_14 Serum albumin ALBU_BOVIN 69,294 12 14 23 20.10% LVNELTEFAK 66 75 47.0 27.4 43.2 2 0 0 1,163.6307
O_14 Serum albumin ALBU_BOVIN 69,294 12 14 23 20.10% SLHTLFGDELCK 89 100 40.5 26.9 33.6 2 2 0 1,419.6939
O_14 Serum albumin ALBU_BOVIN 69,294 12 14 23 20.10% YNGVFQECCQAEDK 184 197 41.9 25.0 41.9 1 0 0 1,747.7052
O_14 Serum albumin ALBU_BOVIN 69,294 12 14 23 20.10% AEFVEVTK 249 256 33.7 26.7 24.5 1 0 0 922.4880
O_14 Serum albumin ALBU_BOVIN 69,294 12 14 23 20.10% RHPEYAVSVLLR 360 371 40.2 25.7 34.4 0 1 0 1,439.8117
O_14 Serum albumin ALBU_BOVIN 69,294 12 14 23 20.10% HLVDEPQNLIK 402 412 38.6 26.6 33.7 2 0 0 1,305.7163
O_14 Serum albumin ALBU_BOVIN 69,294 12 14 23 20.10% LGEYGFQNALIVR 421 433 55.0 27.3 0.0 1 0 0 1,479.7955
O_14 Serum albumin ALBU_BOVIN 69,294 12 14 23 20.10% KVPQVSTPTLVEVSR 437 451 63.8 25.0 63.1 2 2 0 1,639.9378
O_14 Serum albumin ALBU_BOVIN 69,294 12 14 23 20.10% VPQVSTPTLVEVSR 438 451 40.7 25.4 40.7 2 0 0 1,511.8428
O_14 Serum albumin ALBU_BOVIN 69,294 12 14 23 20.10% CCAADDKEACFAVEGPK 581 597 28.3 25.0 28.3 0 1 0 1,927.7985
O_14 Serum albumin ALBU_BOVIN 69,294 12 14 23 20.10% EACFAVEGPK 588 597 37.7 26.1 32.7 2 0 0 1,107.5140
O_14 Serum albumin ALBU_BOVIN 69,294 12 14 23 20.10% LVVSTQTALA 598 607 54.0 27.7 50.3 2 0 0 1,002.5830
O_15 Serum albumin ALBU_BOVIN 69,294 10 11 20 16.30% LVNELTEFAK 66 75 41.0 27.4 30.9 2 0 0 1,163.6307
O_15 Serum albumin ALBU_BOVIN 69,294 10 11 20 16.30% SLHTLFGDELCK 89 100 29.8 26.7 21.6 2 0 0 1,419.6939
O_15 Serum albumin ALBU_BOVIN 69,294 10 11 20 16.30% YLYEIAR 161 167 34.7 26.3 0.0 2 0 0 927.4934
O_15 Serum albumin ALBU_BOVIN 69,294 10 11 20 16.30% YNGVFQECCQAEDK 184 197 33.8 25.0 33.8 2 0 0 1,747.7052
O_15 Serum albumin ALBU_BOVIN 69,294 10 11 20 16.30% AEFVEVTK 249 256 30.7 26.7 22.9 2 0 0 922.4880
O_15 Serum albumin ALBU_BOVIN 69,294 10 11 20 16.30% LGEYGFQNALIVR 421 433 79.2 27.6 0.0 1 0 0 1,479.7955



O_15 Serum albumin ALBU_BOVIN 69,294 10 11 20 16.30% KVPQVSTPTLVEVSR 437 451 69.1 25.0 68.3 1 2 0 1,639.9378
O_15 Serum albumin ALBU_BOVIN 69,294 10 11 20 16.30% VPQVSTPTLVEVSR 438 451 48.7 25.4 48.7 2 0 0 1,511.8428
O_15 Serum albumin ALBU_BOVIN 69,294 10 11 20 16.30% EACFAVEGPK 588 597 51.8 26.1 38.5 2 0 0 1,107.5140
O_15 Serum albumin ALBU_BOVIN 69,294 10 11 20 16.30% LVVSTQTALA 598 607 48.0 27.7 48.0 2 0 0 1,002.5830
O_16 Serum albumin ALBU_BOVIN 69,294 8 8 12 12.70% LVNELTEFAK 66 75 44.1 27.5 35.7 1 0 0 1,163.6307
O_16 Serum albumin ALBU_BOVIN 69,294 8 8 12 12.70% YLYEIAR 161 167 33.0 27.0 0.0 1 0 0 927.4934
O_16 Serum albumin ALBU_BOVIN 69,294 8 8 12 12.70% YNGVFQECCQAEDK 184 197 27.0 25.0 27.0 1 0 0 1,747.7052
O_16 Serum albumin ALBU_BOVIN 69,294 8 8 12 12.70% AEFVEVTK 249 256 35.2 26.7 32.3 1 0 0 922.4880
O_16 Serum albumin ALBU_BOVIN 69,294 8 8 12 12.70% LGEYGFQNALIVR 421 433 81.5 27.4 0.0 2 0 0 1,479.7955
O_16 Serum albumin ALBU_BOVIN 69,294 8 8 12 12.70% KVPQVSTPTLVEVSR 437 451 48.2 25.0 48.2 0 2 0 1,639.9378
O_16 Serum albumin ALBU_BOVIN 69,294 8 8 12 12.70% VPQVSTPTLVEVSR 438 451 47.2 25.4 47.2 2 0 0 1,511.8428
O_16 Serum albumin ALBU_BOVIN 69,294 8 8 12 12.70% LVVSTQTALA 598 607 46.8 27.1 37.1 2 0 0 1,002.5830
P_01 Serum albumin ALBU_BOVIN 69,294 6 7 12 10.70% YLYEIAR 161 167 25.1 27.0 0.0 1 0 0 927.4934
P_01 Serum albumin ALBU_BOVIN 69,294 6 7 12 10.70% EYEATLEECCAK 375 386 52.1 25.0 51.4 2 0 0 1,502.6139
P_01 Serum albumin ALBU_BOVIN 69,294 6 7 12 10.70% HLVDEPQNLIK 402 412 34.8 26.6 26.2 2 0 0 1,305.7163
P_01 Serum albumin ALBU_BOVIN 69,294 6 7 12 10.70% KVPQVSTPTLVEVSR 437 451 75.2 25.0 75.1 2 1 0 1,639.9378
P_01 Serum albumin ALBU_BOVIN 69,294 6 7 12 10.70% EACFAVEGPK 588 597 46.4 26.1 39.1 2 0 0 1,107.5140
P_01 Serum albumin ALBU_BOVIN 69,294 6 7 12 10.70% LVVSTQTALA 598 607 56.3 27.5 52.5 2 0 0 1,002.5830
P_02 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.70% LVNELTEFAK 66 75 41.1 27.5 34.7 2 0 0 1,163.6307
P_02 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.70% YNGVFQECCQAEDK 184 197 58.5 25.0 58.5 2 0 0 1,747.7052
P_02 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.70% RHPEYAVSVLLR 360 371 25.4 25.6 25.4 0 1 0 1,439.8117
P_02 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.70% EYEATLEECCAK 375 386 30.0 25.0 24.9 2 0 0 1,502.6139
P_02 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.70% KVPQVSTPTLVEVSR 437 451 39.0 25.0 36.8 2 2 0 1,639.9378
P_02 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.70% EACFAVEGPK 588 597 63.3 26.5 56.7 2 0 0 1,107.5140
P_02 Serum albumin ALBU_BOVIN 69,294 7 8 15 13.70% LVVSTQTALA 598 607 45.3 27.5 45.3 2 0 0 1,002.5830
P_03 Serum albumin ALBU_BOVIN 69,294 6 6 11 11.70% LVNELTEFAK 66 75 36.2 27.5 30.4 2 0 0 1,163.6307
P_03 Serum albumin ALBU_BOVIN 69,294 6 6 11 11.70% YICDNQDTISSK 286 297 64.8 25.0 44.2 2 0 0 1,443.6422
P_03 Serum albumin ALBU_BOVIN 69,294 6 6 11 11.70% RHPEYAVSVLLR 360 371 45.2 25.6 43.8 0 2 0 1,439.8117
P_03 Serum albumin ALBU_BOVIN 69,294 6 6 11 11.70% EYEATLEECCAK 375 386 40.4 25.0 40.4 2 0 0 1,502.6139
P_03 Serum albumin ALBU_BOVIN 69,294 6 6 11 11.70% KVPQVSTPTLVEVSR 437 451 28.6 25.0 28.0 0 1 0 1,639.9378
P_03 Serum albumin ALBU_BOVIN 69,294 6 6 11 11.70% LVVSTQTALA 598 607 50.3 27.1 46.8 2 0 0 1,002.5830
P_04 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.00% LVNELTEFAK 66 75 30.5 27.4 25.7 2 0 0 1,163.6307
P_04 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.00% YNGVFQECCQAEDK 184 197 22.6 25.0 22.6 1 0 0 1,747.7052
P_04 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.00% EYEATLEECCAK 375 386 42.2 25.0 41.1 2 0 0 1,502.6139
P_04 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.00% KVPQVSTPTLVEVSR 437 451 51.7 25.0 51.1 2 2 0 1,639.9378
P_04 Serum albumin ALBU_BOVIN 69,294 5 6 11 10.00% LVVSTQTALA 598 607 51.1 27.1 46.9 2 0 0 1,002.5830
P_05 Serum albumin ALBU_BOVIN 69,294 7 7 13 12.90% LVNELTEFAK 66 75 37.9 27.5 33.2 2 0 0 1,163.6307
P_05 Serum albumin ALBU_BOVIN 69,294 7 7 13 12.90% SLHTLFGDELCK 89 100 31.6 27.5 29.9 1 0 0 1,419.6939
P_05 Serum albumin ALBU_BOVIN 69,294 7 7 13 12.90% YLYEIAR 161 167 33.9 27.0 0.0 2 0 0 927.4934
P_05 Serum albumin ALBU_BOVIN 69,294 7 7 13 12.90% YNGVFQECCQAEDK 184 197 68.2 25.0 58.5 2 0 0 1,747.7052
P_05 Serum albumin ALBU_BOVIN 69,294 7 7 13 12.90% AEFVEVTK 249 256 34.3 28.0 20.1 2 0 0 922.4880
P_05 Serum albumin ALBU_BOVIN 69,294 7 7 13 12.90% EYEATLEECCAK 375 386 58.0 25.0 58.0 2 0 0 1,502.6139
P_05 Serum albumin ALBU_BOVIN 69,294 7 7 13 12.90% KVPQVSTPTLVEVSR 437 451 64.7 25.0 57.8 2 0 0 1,639.9378
P_06 Serum albumin ALBU_BOVIN 69,294 9 9 16 16.10% LVNELTEFAK 66 75 50.9 27.5 45.7 2 0 0 1,163.6307
P_06 Serum albumin ALBU_BOVIN 69,294 9 9 16 16.10% YNGVFQECCQAEDK 184 197 59.1 25.0 56.2 2 0 0 1,747.7052
P_06 Serum albumin ALBU_BOVIN 69,294 9 9 16 16.10% AEFVEVTK 249 256 40.6 27.8 22.2 2 0 0 922.4880
P_06 Serum albumin ALBU_BOVIN 69,294 9 9 16 16.10% RHPEYAVSVLLR 360 371 35.7 25.7 35.7 0 2 0 1,439.8117
P_06 Serum albumin ALBU_BOVIN 69,294 9 9 16 16.10% EYEATLEECCAK 375 386 68.9 25.0 68.9 2 0 0 1,502.6139
P_06 Serum albumin ALBU_BOVIN 69,294 9 9 16 16.10% KVPQVSTPTLVEVSR 437 451 28.9 25.0 23.2 1 0 0 1,639.9378
P_06 Serum albumin ALBU_BOVIN 69,294 9 9 16 16.10% VPQVSTPTLVEVSR 438 451 36.2 25.6 31.8 1 0 0 1,511.8428
P_06 Serum albumin ALBU_BOVIN 69,294 9 9 16 16.10% CCAADDKEACFAVEGPK 581 597 26.7 25.0 25.6 0 2 0 1,927.7985
P_06 Serum albumin ALBU_BOVIN 69,294 9 9 16 16.10% LVVSTQTALA 598 607 37.7 27.1 37.0 2 0 0 1,002.5830
P_07 Serum albumin ALBU_BOVIN 69,294 8 8 13 13.80% LVNELTEFAK 66 75 52.4 27.5 40.6 2 0 0 1,163.6307
P_07 Serum albumin ALBU_BOVIN 69,294 8 8 13 13.80% AEFVEVTK 249 256 34.8 27.8 25.8 2 0 0 922.4880
P_07 Serum albumin ALBU_BOVIN 69,294 8 8 13 13.80% LKECCDKPLLEK 298 309 18.6 28.2 10.7 0 1 0 1,532.7815
P_07 Serum albumin ALBU_BOVIN 69,294 8 8 13 13.80% RHPEYAVSVLLR 360 371 32.6 25.6 29.7 0 1 0 1,439.8117
P_07 Serum albumin ALBU_BOVIN 69,294 8 8 13 13.80% KVPQVSTPTLVEVSR 437 451 58.0 25.0 44.9 2 0 0 1,639.9378
P_07 Serum albumin ALBU_BOVIN 69,294 8 8 13 13.80% VPQVSTPTLVEVSR 438 451 58.3 26.1 55.8 2 0 0 1,511.8428
P_07 Serum albumin ALBU_BOVIN 69,294 8 8 13 13.80% CCAADDKEACFAVEGPK 581 597 32.4 25.0 30.3 0 1 0 1,927.7985
P_07 Serum albumin ALBU_BOVIN 69,294 8 8 13 13.80% LVVSTQTALA 598 607 45.1 27.1 39.6 2 0 0 1,002.5830
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% LVNELTEFAK 66 75 54.0 27.5 49.6 2 0 0 1,163.6307
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% SLHTLFGDELCK 89 100 50.3 27.4 44.6 2 0 0 1,419.6939
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% LKPDPNTLCDEFK 139 151 33.5 27.3 25.0 1 0 0 1,576.7679
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% YLYEIAR 161 167 28.7 27.0 0.0 1 0 0 927.4934
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% YNGVFQECCQAEDK 184 197 75.0 25.0 59.7 2 0 0 1,747.7052
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% AEFVEVTK 249 256 44.4 27.8 22.8 2 0 0 922.4880
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% ECCHGDLLECADDR 267 280 23.8 25.0 23.8 0 1 0 1,749.6628
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% YICDNQDTISSK 286 297 59.1 25.0 47.3 2 0 0 1,443.6422
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% LKECCDKPLLEK 298 309 23.0 28.6 8.1 0 1 0 1,532.7815
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% RHPEYAVSVLLR 360 371 68.5 26.0 51.2 2 2 0 1,439.8117
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% DDPHACYSTVFDK 387 399 33.7 25.0 27.6 2 1 0 1,554.6531
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% LGEYGFQNALIVR 421 433 85.9 27.4 0.0 2 0 0 1,479.7955
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% KVPQVSTPTLVEVSR 437 451 63.5 25.0 63.1 2 0 0 1,639.9378
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% VPQVSTPTLVEVSR 438 451 61.1 26.0 60.0 2 0 0 1,511.8428
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% RPCFSALTPDETYVPK 508 523 38.1 27.8 20.0 1 2 0 1,880.9213
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% KQTALVELLK 548 557 27.4 25.0 26.7 2 0 0 1,142.7145
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% QTALVELLK 549 557 42.1 26.3 23.3 1 0 0 1,014.6195
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% TVMENFVAFVDK 569 580 55.6 25.4 52.2 1 0 0 1,415.6876
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% CCAADDKEACFAVEGPK 581 597 48.9 25.0 48.9 0 2 0 1,927.7985
P_08 Serum albumin ALBU_BOVIN 69,294 20 23 38 36.20% LVVSTQTALA 598 607 42.2 27.1 31.8 2 0 0 1,002.5830
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% TCVADESHAGCEK 76 88 21.5 25.0 20.0 0 2 0 1,463.5891
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% SLHTLFGDELCK 89 100 64.4 27.0 59.9 1 0 0 1,419.6939
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% ETYGDMADCCEKQEPER 106 122 22.6 25.0 22.6 0 1 0 2,117.8212
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% NECFLSHKDDSPDLPK 123 138 38.4 25.0 38.0 1 2 0 1,901.8701
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% LKPDPNTLCDEFK 139 151 38.2 27.3 27.6 2 0 0 1,576.7679
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% LKPDPNTLCDEFKADEK 139 155 24.4 26.5 16.6 0 2 0 2,019.9696
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% YLYEIAR 161 167 27.0 27.0 0.0 1 0 0 927.4934
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% ALKAWSVAR 233 241 39.9 27.6 23.4 1 0 0 1,001.5890
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% AEFVEVTK 249 256 47.0 27.7 32.4 1 0 0 922.4880
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% VHKECCHGDLLECADDR 264 280 24.9 25.0 24.9 0 1 0 2,113.8851
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% YICDNQDTISSK 286 297 71.8 25.0 49.1 2 0 0 1,443.6422
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% LKECCDKPLLEK 298 309 25.5 28.5 0.5 2 1 0 1,532.7815
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% RHPEYAVSVLLR 360 371 71.4 26.0 50.0 2 3 0 1,439.8117
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% LAKEYEATLEECCAK 372 386 75.3 25.2 75.3 2 0 0 1,814.8301
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% DDPHACYSTVFDK 387 399 45.9 25.0 43.9 2 2 0 1,554.6531
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% HLVDEPQNLIK 402 412 26.2 27.2 19.7 1 0 0 1,305.7163
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% LGEYGFQNALIVR 421 433 82.8 27.3 0.0 1 0 0 1,479.7955
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% KVPQVSTPTLVEVSR 437 451 81.6 25.0 81.5 2 2 0 1,639.9378
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% VPQVSTPTLVEVSR 438 451 56.2 26.1 53.0 1 0 0 1,511.8428
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% CCTESLVNR 499 507 22.0 25.0 20.1 1 0 0 1,138.4980
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% RPCFSALTPDETYVPK 508 523 45.6 27.4 27.1 1 2 0 1,880.9213
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% KQTALVELLK 548 557 36.7 25.0 27.1 2 0 0 1,142.7145
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% QTALVELLK 549 557 48.2 26.3 29.3 1 0 0 1,014.6195
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% TVMENFVAFVDK 569 580 76.4 25.5 72.5 2 0 0 1,415.6876
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% CCAADDKEACFAVEGPK 581 597 58.9 25.0 54.2 2 1 0 1,927.7985
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% EACFAVEGPK 588 597 62.7 26.1 50.3 2 0 0 1,107.5140
P_09 Serum albumin ALBU_BOVIN 69,294 27 34 53 48.30% LVVSTQTALA 598 607 21.7 27.1 18.4 1 0 0 1,002.5830
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% LVNELTEFAK 66 75 46.8 27.5 41.4 2 0 0 1,163.6307
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% SLHTLFGDELCK 89 100 59.2 27.0 55.0 2 0 0 1,419.6939
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% VASLRETYGDMADCCEK 101 117 26.5 25.0 26.5 0 2 0 2,020.8411
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% LKPDPNTLCDEFK 139 151 32.4 27.3 24.1 2 0 0 1,576.7679
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% YLYEIAR 161 167 30.0 27.0 0.0 2 0 0 927.4934



P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% YNGVFQECCQAEDK 184 197 70.3 25.0 52.9 2 0 0 1,747.7052
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% ALKAWSVAR 233 241 28.0 27.8 17.1 1 0 0 1,001.5890
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% AEFVEVTK 249 256 34.8 27.8 13.6 1 0 0 922.4880
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% YICDNQDTISSK 286 297 47.2 25.0 34.9 2 0 0 1,443.6422
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% LKECCDKPLLEK 298 309 27.5 28.5 19.3 2 0 0 1,532.7815
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% RHPEYAVSVLLR 360 371 77.8 25.7 57.8 2 4 0 1,439.8117
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% HPEYAVSVLLR 361 371 26.4 25.8 20.1 2 0 0 1,283.7106
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% DDPHACYSTVFDK 387 399 26.7 25.0 24.7 2 0 0 1,554.6531
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% KVPQVSTPTLVEVSR 437 451 62.2 25.0 55.0 2 2 0 1,639.9378
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% VPQVSTPTLVEVSR 438 451 68.5 25.6 68.5 2 0 0 1,511.8428
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% KQTALVELLK 548 557 36.1 25.0 26.3 1 0 0 1,142.7145
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% TVMENFVAFVDK 569 580 80.3 25.7 73.9 2 0 0 1,415.6876
P_10 Serum albumin ALBU_BOVIN 69,294 18 20 38 31.80% CCAADDKEACFAVEGPK 581 597 40.7 25.0 39.0 0 1 0 1,927.7985
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% FKDLGEEHFK 35 44 31.3 27.7 21.2 1 0 0 1,249.6213
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% LVNELTEFAK 66 75 33.2 28.0 29.2 1 0 0 1,163.6307
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% SLHTLFGDELCK 89 100 60.3 27.2 50.0 2 2 0 1,419.6939
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% NECFLSHKDDSPDLPK 123 138 23.7 25.0 18.2 0 1 0 1,901.8701
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% AEFVEVTK 249 256 39.2 27.8 17.6 2 0 0 922.4880
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% YICDNQDTISSK 286 297 32.0 25.0 22.8 2 0 0 1,443.6422
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% LKECCDKPLLEK 298 309 23.5 28.2 10.0 0 1 0 1,532.7815
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% RHPEYAVSVLLR 360 371 50.7 25.6 33.8 0 2 0 1,439.8117
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% DDPHACYSTVFDK 387 399 41.3 25.0 34.2 2 2 0 1,554.6531
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% LGEYGFQNALIVR 421 433 76.4 27.3 0.0 2 0 0 1,479.7955
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% KVPQVSTPTLVEVSR 437 451 108.0 25.0 108.0 2 2 0 1,639.9378
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% VPQVSTPTLVEVSR 438 451 68.8 26.1 68.2 2 0 0 1,511.8428
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% QTALVELLK 549 557 40.5 26.3 20.4 1 0 0 1,014.6195
P_11 Serum albumin ALBU_BOVIN 69,294 14 17 29 26.20% CCAADDKEACFAVEGPK 581 597 48.4 25.0 48.4 0 2 0 1,927.7985
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% LVNELTEFAK 66 75 42.9 28.0 34.9 2 0 0 1,163.6307
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% SLHTLFGDELCK 89 100 52.5 26.7 50.7 2 0 0 1,419.6939
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% NECFLSHKDDSPDLPK 123 138 17.7 25.0 17.7 0 1 0 1,901.8701
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% LKPDPNTLCDEFK 139 151 35.1 27.3 29.7 2 0 0 1,576.7679
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% YLYEIAR 161 167 26.9 27.1 0.0 1 0 0 927.4934
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% AEFVEVTK 249 256 44.9 27.8 23.3 2 0 0 922.4880
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% YICDNQDTISSK 286 297 36.3 25.0 12.3 2 0 0 1,443.6422
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% LKECCDKPLLEK 298 309 28.7 28.2 13.3 0 2 0 1,532.7815
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% RHPEYAVSVLLR 360 371 48.5 25.5 35.4 1 2 0 1,439.8117
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% DDPHACYSTVFDK 387 399 20.7 25.0 18.2 1 0 0 1,554.6531
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% LGEYGFQNALIVR 421 433 67.8 27.6 0.0 1 0 0 1,479.7955
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% KVPQVSTPTLVEVSR 437 451 75.6 25.0 69.1 2 0 0 1,639.9378
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% VPQVSTPTLVEVSR 438 451 60.3 25.8 54.8 2 0 0 1,511.8428
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% RPCFSALTPDETYVPK 508 523 29.0 27.3 20.0 0 2 0 1,880.9213
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% QTALVELLK 549 557 19.2 26.3 12.6 1 0 0 1,014.6195
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% CCAADDKEACFAVEGPK 581 597 44.2 25.0 44.2 0 2 0 1,927.7985
P_12 Serum albumin ALBU_BOVIN 69,294 17 18 30 32.10% LVVSTQTALA 598 607 58.5 27.1 58.5 2 0 0 1,002.5830
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% LVNELTEFAK 66 75 49.8 28.0 42.3 2 0 0 1,163.6307
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% SLHTLFGDELCK 89 100 52.5 27.2 42.9 2 0 0 1,419.6939
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% VASLRETYGDMADCCEK 101 117 24.1 25.0 24.1 0 2 0 2,020.8411
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% LKPDPNTLCDEFK 139 151 32.0 27.3 23.6 2 0 0 1,576.7679
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% YLYEIAR 161 167 25.3 27.0 0.0 2 0 0 927.4934
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% ALKAWSVAR 233 241 26.3 27.7 15.7 1 0 0 1,001.5890
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% AEFVEVTK 249 256 47.9 27.8 30.7 2 0 0 922.4880
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% YICDNQDTISSK 286 297 56.4 25.0 40.4 2 0 0 1,443.6422
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% LKECCDKPLLEK 298 309 36.9 28.5 27.0 2 0 0 1,532.7815
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% RHPEYAVSVLLR 360 371 54.9 25.6 41.1 1 2 0 1,439.8117
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% HPEYAVSVLLR 361 371 21.7 25.8 11.8 2 0 0 1,283.7106
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% DDPHACYSTVFDK 387 399 21.9 25.0 16.1 2 0 0 1,554.6531
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% LGEYGFQNALIVR 421 433 82.2 27.5 0.0 2 0 0 1,479.7955
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% KVPQVSTPTLVEVSR 437 451 96.7 25.0 96.3 2 1 0 1,639.9378
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% VPQVSTPTLVEVSR 438 451 51.9 25.6 51.9 2 0 0 1,511.8428
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% RPCFSALTPDETYVPK 508 523 27.2 27.3 23.8 0 2 0 1,880.9213
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% QTALVELLK 549 557 43.8 26.3 22.1 2 0 0 1,014.6195
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% CCAADDKEACFAVEGPK 581 597 61.1 25.0 53.4 0 2 0 1,927.7985
P_13 Serum albumin ALBU_BOVIN 69,294 19 21 39 33.80% LVVSTQTALA 598 607 42.0 27.1 34.7 2 0 0 1,002.5830
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% LVNELTEFAK 66 75 50.5 27.5 43.4 2 0 0 1,163.6307
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% SLHTLFGDELCK 89 100 55.9 27.4 49.9 2 0 0 1,419.6939
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% ALKAWSVAR 233 241 31.3 27.6 25.3 1 0 0 1,001.5890
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% AEFVEVTK 249 256 45.8 27.8 23.6 2 0 0 922.4880
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% YICDNQDTISSK 286 297 69.2 25.0 49.2 2 0 0 1,443.6422
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% LKECCDKPLLEK 298 309 23.9 28.3 9.4 0 1 0 1,532.7815
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% RHPEYAVSVLLR 360 371 67.7 25.6 46.6 1 2 0 1,439.8117
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% DDPHACYSTVFDK 387 399 36.8 25.0 34.3 2 0 0 1,554.6531
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% LGEYGFQNALIVR 421 433 62.2 27.4 0.0 2 0 0 1,479.7955
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% KVPQVSTPTLVEVSR 437 451 57.4 25.0 57.4 2 2 0 1,639.9378
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% VPQVSTPTLVEVSR 438 451 69.1 26.1 63.7 2 0 0 1,511.8428
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% RPCFSALTPDETYVPK 508 523 34.1 27.3 25.8 1 2 0 1,880.9213
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% QTALVELLK 549 557 36.7 26.3 24.3 1 0 0 1,014.6195
P_14 Serum albumin ALBU_BOVIN 69,294 14 17 28 24.90% LVVSTQTALA 598 607 35.1 27.7 33.4 1 0 0 1,002.5830
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% LVNELTEFAK 66 75 56.3 27.5 50.8 2 0 0 1,163.6307
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% SLHTLFGDELCK 89 100 54.4 27.2 45.6 2 0 0 1,419.6939
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% LKPDPNTLCDEFK 139 151 24.0 27.2 16.7 1 0 0 1,576.7679
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% YLYEIAR 161 167 25.5 27.0 0.0 1 0 0 927.4934
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% YNGVFQECCQAEDK 184 197 62.5 25.0 51.7 2 0 0 1,747.7052
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% AEFVEVTK 249 256 37.0 27.8 18.2 2 0 0 922.4880
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% SHCIAEVEK 310 318 36.4 25.0 34.6 2 0 0 1,072.5092
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% RHPEYAVSVLLR 360 371 51.8 25.6 46.4 0 2 0 1,439.8117
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% HPEYAVSVLLR 361 371 20.5 25.8 16.9 2 0 0 1,283.7106
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% DDPHACYSTVFDK 387 399 26.5 25.0 23.6 1 0 0 1,554.6531
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% HLVDEPQNLIK 402 412 34.2 26.7 26.9 2 0 0 1,305.7163
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% KVPQVSTPTLVEVSR 437 451 57.9 25.0 57.3 2 0 0 1,639.9378
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% VPQVSTPTLVEVSR 438 451 57.5 25.6 52.4 2 0 0 1,511.8428
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% TVMENFVAFVDK 569 580 62.6 25.7 55.1 2 0 0 1,415.6876
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% CCAADDKEACFAVEGPK 581 597 59.3 25.0 56.0 0 2 0 1,927.7985
P_15 Serum albumin ALBU_BOVIN 69,294 16 16 29 26.90% LVVSTQTALA 598 607 52.3 27.1 49.8 2 0 0 1,002.5830
P_16 Serum albumin ALBU_BOVIN 69,294 7 7 13 10.20% SLHTLFGDELCK 89 100 58.7 27.2 50.1 2 0 0 1,419.6939
P_16 Serum albumin ALBU_BOVIN 69,294 7 7 13 10.20% YLYEIAR 161 167 30.2 27.0 0.0 1 0 0 927.4934
P_16 Serum albumin ALBU_BOVIN 69,294 7 7 13 10.20% AEFVEVTK 249 256 40.2 27.8 18.3 2 0 0 922.4880
P_16 Serum albumin ALBU_BOVIN 69,294 7 7 13 10.20% KVPQVSTPTLVEVSR 437 451 62.9 25.0 56.3 2 0 0 1,639.9378
P_16 Serum albumin ALBU_BOVIN 69,294 7 7 13 10.20% VPQVSTPTLVEVSR 438 451 74.8 26.1 74.8 2 0 0 1,511.8428
P_16 Serum albumin ALBU_BOVIN 69,294 7 7 13 10.20% KQTALVELLK 548 557 32.5 25.0 24.1 2 0 0 1,142.7145
P_16 Serum albumin ALBU_BOVIN 69,294 7 7 13 10.20% LVVSTQTALA 598 607 41.7 27.7 34.5 2 0 0 1,002.5830
Q_01 Serum albumin ALBU_BOVIN 69,294 6 6 11 10.40% YLYEIAR 161 167 28.1 27.0 0.0 2 0 0 927.4934
Q_01 Serum albumin ALBU_BOVIN 69,294 6 6 11 10.40% HLVDEPQNLIK 402 412 37.5 27.1 26.2 2 0 0 1,305.7163
Q_01 Serum albumin ALBU_BOVIN 69,294 6 6 11 10.40% LGEYGFQNALIVR 421 433 85.4 27.4 0.0 2 0 0 1,479.7955
Q_01 Serum albumin ALBU_BOVIN 69,294 6 6 11 10.40% KVPQVSTPTLVEVSR 437 451 62.1 25.0 59.8 2 0 0 1,639.9378
Q_01 Serum albumin ALBU_BOVIN 69,294 6 6 11 10.40% VPQVSTPTLVEVSR 438 451 56.6 26.1 56.6 2 0 0 1,511.8428
Q_01 Serum albumin ALBU_BOVIN 69,294 6 6 11 10.40% CCAADDKEACFAVEGPK 581 597 18.1 25.0 14.2 0 1 0 1,927.7985
Q_02 Serum albumin ALBU_BOVIN 69,294 6 7 13 11.70% LVNELTEFAK 66 75 52.3 28.0 42.8 2 0 0 1,163.6307
Q_02 Serum albumin ALBU_BOVIN 69,294 6 7 13 11.70% YNGVFQECCQAEDK 184 197 46.4 25.0 30.1 1 0 0 1,747.7052
Q_02 Serum albumin ALBU_BOVIN 69,294 6 7 13 11.70% EYEATLEECCAK 375 386 42.8 25.0 42.8 2 0 0 1,502.6139
Q_02 Serum albumin ALBU_BOVIN 69,294 6 7 13 11.70% KVPQVSTPTLVEVSR 437 451 37.7 25.0 36.1 2 2 0 1,639.9378
Q_02 Serum albumin ALBU_BOVIN 69,294 6 7 13 11.70% EACFAVEGPK 588 597 41.6 26.1 35.4 2 0 0 1,107.5140
Q_02 Serum albumin ALBU_BOVIN 69,294 6 7 13 11.70% LVVSTQTALA 598 607 47.5 27.1 46.4 2 0 0 1,002.5830



Q_03 Serum albumin ALBU_BOVIN 69,294 7 8 14 12.50% LVNELTEFAK 66 75 60.2 27.5 50.8 2 0 0 1,163.6307
Q_03 Serum albumin ALBU_BOVIN 69,294 7 8 14 12.50% YLYEIAR 161 167 32.5 27.0 0.0 2 0 0 927.4934
Q_03 Serum albumin ALBU_BOVIN 69,294 7 8 14 12.50% LKECCDKPLLEK 298 309 17.2 28.3 8.0 0 1 0 1,532.7815
Q_03 Serum albumin ALBU_BOVIN 69,294 7 8 14 12.50% EYEATLEECCAK 375 386 47.1 25.0 47.1 2 0 0 1,502.6139
Q_03 Serum albumin ALBU_BOVIN 69,294 7 8 14 12.50% KVPQVSTPTLVEVSR 437 451 29.2 25.0 26.1 1 2 0 1,639.9378
Q_03 Serum albumin ALBU_BOVIN 69,294 7 8 14 12.50% EACFAVEGPK 588 597 47.1 26.1 30.6 2 0 0 1,107.5140
Q_03 Serum albumin ALBU_BOVIN 69,294 7 8 14 12.50% LVVSTQTALA 598 607 42.2 27.5 36.5 2 0 0 1,002.5830
Q_04 Serum albumin ALBU_BOVIN 69,294 5 6 11 8.07% LVNELTEFAK 66 75 55.7 27.5 49.0 2 0 0 1,163.6307
Q_04 Serum albumin ALBU_BOVIN 69,294 5 6 11 8.07% YNGVFQECCQAEDK 184 197 31.4 25.0 31.4 2 0 0 1,747.7052
Q_04 Serum albumin ALBU_BOVIN 69,294 5 6 11 8.07% KVPQVSTPTLVEVSR 437 451 62.2 25.0 61.9 2 2 0 1,639.9378
Q_04 Serum albumin ALBU_BOVIN 69,294 5 6 11 8.07% VPQVSTPTLVEVSR 438 451 29.2 25.4 29.2 1 0 0 1,511.8428
Q_04 Serum albumin ALBU_BOVIN 69,294 5 6 11 8.07% LVVSTQTALA 598 607 49.8 27.6 45.5 2 0 0 1,002.5830
Q_05 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.90% LVNELTEFAK 66 75 57.4 27.9 48.8 2 0 0 1,163.6307
Q_05 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.90% SLHTLFGDELCK 89 100 26.9 27.0 26.9 1 0 0 1,419.6939
Q_05 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.90% YNGVFQECCQAEDK 184 197 48.2 25.0 48.2 2 0 0 1,747.7052
Q_05 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.90% AEFVEVTK 249 256 40.5 27.8 23.8 2 0 0 922.4880
Q_05 Serum albumin ALBU_BOVIN 69,294 5 5 9 8.90% LVVSTQTALA 598 607 47.5 27.1 45.7 2 0 0 1,002.5830
Q_06 Serum albumin ALBU_BOVIN 69,294 5 5 9 10.40% LVNELTEFAK 66 75 47.9 27.5 38.3 2 0 0 1,163.6307
Q_06 Serum albumin ALBU_BOVIN 69,294 5 5 9 10.40% YNGVFQECCQAEDK 184 197 60.9 25.0 47.7 1 0 0 1,747.7052
Q_06 Serum albumin ALBU_BOVIN 69,294 5 5 9 10.40% EYEATLEECCAK 375 386 53.2 25.0 53.2 2 0 0 1,502.6139
Q_06 Serum albumin ALBU_BOVIN 69,294 5 5 9 10.40% CCAADDKEACFAVEGPK 581 597 18.8 25.0 18.8 0 2 0 1,927.7985
Q_06 Serum albumin ALBU_BOVIN 69,294 5 5 9 10.40% LVVSTQTALA 598 607 63.6 27.1 62.2 2 0 0 1,002.5830
Q_07 Serum albumin ALBU_BOVIN 69,294 6 7 11 12.40% LVNELTEFAK 66 75 60.9 28.0 48.2 2 0 0 1,163.6307
Q_07 Serum albumin ALBU_BOVIN 69,294 6 7 11 12.40% YLYEIAR 161 167 35.0 27.0 0.0 1 0 0 927.4934
Q_07 Serum albumin ALBU_BOVIN 69,294 6 7 11 12.40% YNGVFQECCQAEDK 184 197 47.2 25.0 47.2 2 0 0 1,747.7052
Q_07 Serum albumin ALBU_BOVIN 69,294 6 7 11 12.40% RHPEYAVSVLLR 360 371 37.5 25.6 37.4 0 1 0 1,439.8117
Q_07 Serum albumin ALBU_BOVIN 69,294 6 7 11 12.40% KVPQVSTPTLVEVSR 437 451 80.6 25.0 76.4 2 2 0 1,639.9378
Q_07 Serum albumin ALBU_BOVIN 69,294 6 7 11 12.40% CCAADDKEACFAVEGPK 581 597 30.0 25.0 30.0 0 1 0 1,927.7985
Q_08 Serum albumin ALBU_BOVIN 69,294 11 13 24 19.80% LVNELTEFAK 66 75 64.1 27.5 56.2 2 0 0 1,163.6307
Q_08 Serum albumin ALBU_BOVIN 69,294 11 13 24 19.80% SLHTLFGDELCK 89 100 44.9 27.0 42.7 2 0 0 1,419.6939
Q_08 Serum albumin ALBU_BOVIN 69,294 11 13 24 19.80% YNGVFQECCQAEDK 184 197 87.3 25.0 87.3 2 0 0 1,747.7052
Q_08 Serum albumin ALBU_BOVIN 69,294 11 13 24 19.80% AEFVEVTK 249 256 45.7 27.8 25.2 2 0 0 922.4880
Q_08 Serum albumin ALBU_BOVIN 69,294 11 13 24 19.80% YICDNQDTISSK 286 297 50.4 25.0 31.4 2 0 0 1,443.6422
Q_08 Serum albumin ALBU_BOVIN 69,294 11 13 24 19.80% DDPHACYSTVFDK 387 399 34.1 25.0 34.1 1 2 0 1,554.6531
Q_08 Serum albumin ALBU_BOVIN 69,294 11 13 24 19.80% KVPQVSTPTLVEVSR 437 451 66.7 25.0 66.7 2 2 0 1,639.9378
Q_08 Serum albumin ALBU_BOVIN 69,294 11 13 24 19.80% VPQVSTPTLVEVSR 438 451 60.1 25.8 60.1 2 0 0 1,511.8428
Q_08 Serum albumin ALBU_BOVIN 69,294 11 13 24 19.80% QTALVELLK 549 557 26.8 26.4 15.1 1 0 0 1,014.6195
Q_08 Serum albumin ALBU_BOVIN 69,294 11 13 24 19.80% CCAADDKEACFAVEGPK 581 597 37.9 25.0 33.7 0 2 0 1,927.7985
Q_08 Serum albumin ALBU_BOVIN 69,294 11 13 24 19.80% LVVSTQTALA 598 607 58.6 27.1 56.4 2 0 0 1,002.5830
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% FKDLGEEHFK 35 44 23.6 27.8 11.7 1 0 0 1,249.6213
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% SLHTLFGDELCK 89 100 60.0 27.3 49.8 2 0 0 1,419.6939
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% LKPDPNTLCDEFK 139 151 37.5 27.2 30.4 2 0 0 1,576.7679
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% YNGVFQECCQAEDK 184 197 75.3 25.0 62.6 2 0 0 1,747.7052
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% AEFVEVTK 249 256 51.1 27.7 32.5 2 0 0 922.4880
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% RHPEYAVSVLLR 360 371 48.9 25.5 32.5 2 2 0 1,439.8117
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% HPEYAVSVLLR 361 371 22.2 25.9 15.7 1 0 0 1,283.7106
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% DDPHACYSTVFDK 387 399 42.0 25.0 39.7 2 0 0 1,554.6531
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% HLVDEPQNLIK 402 412 50.6 26.8 38.4 2 0 0 1,305.7163
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% LGEYGFQNALIVR 421 433 85.6 27.6 0.0 2 0 0 1,479.7955
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% KVPQVSTPTLVEVSR 437 451 88.2 25.0 82.5 2 2 0 1,639.9378
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% VPQVSTPTLVEVSR 438 451 62.8 26.0 62.8 2 0 0 1,511.8428
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% CCTESLVNR 499 507 29.7 25.0 29.7 2 0 0 1,138.4980
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% RPCFSALTPDETYVPK 508 523 21.3 27.3 11.9 0 2 0 1,880.9213
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% TVMENFVAFVDK 569 580 48.8 25.6 48.8 2 0 0 1,415.6876
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% CCAADDKEACFAVEGPK 581 597 57.6 25.0 57.6 0 2 0 1,927.7985
Q_09 Serum albumin ALBU_BOVIN 69,294 17 19 35 30.50% LVVSTQTALA 598 607 29.6 27.1 23.3 1 0 0 1,002.5830
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% SLHTLFGDELCK 89 100 49.0 27.2 48.3 2 0 0 1,419.6939
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% LKPDPNTLCDEFK 139 151 32.6 27.3 20.9 2 0 0 1,576.7679
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% YNGVFQECCQAEDK 184 197 73.5 25.0 58.4 2 0 0 1,747.7052
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% AEFVEVTK 249 256 44.2 27.8 22.1 2 0 0 922.4880
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% YICDNQDTISSK 286 297 32.8 25.0 12.5 1 0 0 1,443.6422
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% RHPEYAVSVLLR 360 371 48.5 25.6 42.5 0 2 0 1,439.8117
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% DDPHACYSTVFDK 387 399 18.8 25.0 18.8 2 1 0 1,554.6531
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% HLVDEPQNLIK 402 412 31.5 26.8 25.1 1 0 0 1,305.7163
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% KVPQVSTPTLVEVSR 437 451 44.4 25.0 44.4 2 2 0 1,639.9378
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% VPQVSTPTLVEVSR 438 451 54.7 25.8 54.7 2 0 0 1,511.8428
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% KQTALVELLK 548 557 29.9 25.0 19.2 1 0 0 1,142.7145
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% TVMENFVAFVDK 569 580 59.4 25.7 49.6 1 0 0 1,415.6876
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% CCAADDKEACFAVEGPK 581 597 38.5 25.0 38.5 0 2 0 1,927.7985
Q_10 Serum albumin ALBU_BOVIN 69,294 14 16 27 26.20% LVVSTQTALA 598 607 47.7 27.1 43.2 2 0 0 1,002.5830
Q_11 Serum albumin ALBU_BOVIN 69,294 7 7 14 11.40% LVNELTEFAK 66 75 39.0 28.0 33.4 2 0 0 1,163.6307
Q_11 Serum albumin ALBU_BOVIN 69,294 7 7 14 11.40% YNGVFQECCQAEDK 184 197 64.7 25.0 64.7 2 0 0 1,747.7052
Q_11 Serum albumin ALBU_BOVIN 69,294 7 7 14 11.40% AEFVEVTK 249 256 45.1 27.8 27.1 2 0 0 922.4880
Q_11 Serum albumin ALBU_BOVIN 69,294 7 7 14 11.40% YICDNQDTISSK 286 297 25.3 25.0 17.7 2 0 0 1,443.6422
Q_11 Serum albumin ALBU_BOVIN 69,294 7 7 14 11.40% KVPQVSTPTLVEVSR 437 451 64.7 25.0 63.6 2 0 0 1,639.9378
Q_11 Serum albumin ALBU_BOVIN 69,294 7 7 14 11.40% VPQVSTPTLVEVSR 438 451 45.0 25.4 45.0 2 0 0 1,511.8428
Q_11 Serum albumin ALBU_BOVIN 69,294 7 7 14 11.40% LVVSTQTALA 598 607 45.3 27.1 39.0 2 0 0 1,002.5830
Q_12 Serum albumin ALBU_BOVIN 69,294 6 6 11 8.57% YLYEIAR 161 167 28.7 27.0 0.0 1 0 0 927.4934
Q_12 Serum albumin ALBU_BOVIN 69,294 6 6 11 8.57% AEFVEVTK 249 256 39.0 27.8 17.3 2 0 0 922.4880
Q_12 Serum albumin ALBU_BOVIN 69,294 6 6 11 8.57% YICDNQDTISSK 286 297 33.3 25.0 8.9 2 0 0 1,443.6422
Q_12 Serum albumin ALBU_BOVIN 69,294 6 6 11 8.57% KVPQVSTPTLVEVSR 437 451 42.1 25.0 42.1 2 0 0 1,639.9378
Q_12 Serum albumin ALBU_BOVIN 69,294 6 6 11 8.57% VPQVSTPTLVEVSR 438 451 67.4 25.6 66.2 2 0 0 1,511.8428
Q_12 Serum albumin ALBU_BOVIN 69,294 6 6 11 8.57% LVVSTQTALA 598 607 54.1 27.5 54.1 2 0 0 1,002.5830
Q_13 Serum albumin ALBU_BOVIN 69,294 10 11 19 18.00% LVNELTEFAK 66 75 35.2 27.5 29.6 1 0 0 1,163.6307
Q_13 Serum albumin ALBU_BOVIN 69,294 10 11 19 18.00% SLHTLFGDELCK 89 100 54.1 27.5 46.5 2 0 0 1,419.6939
Q_13 Serum albumin ALBU_BOVIN 69,294 10 11 19 18.00% YNGVFQECCQAEDK 184 197 79.5 25.0 68.5 2 0 0 1,747.7052
Q_13 Serum albumin ALBU_BOVIN 69,294 10 11 19 18.00% AEFVEVTK 249 256 42.1 27.8 27.3 1 0 0 922.4880
Q_13 Serum albumin ALBU_BOVIN 69,294 10 11 19 18.00% YICDNQDTISSK 286 297 43.5 25.0 36.4 2 0 0 1,443.6422
Q_13 Serum albumin ALBU_BOVIN 69,294 10 11 19 18.00% HLVDEPQNLIK 402 412 27.6 26.8 22.3 1 0 0 1,305.7163
Q_13 Serum albumin ALBU_BOVIN 69,294 10 11 19 18.00% KVPQVSTPTLVEVSR 437 451 85.4 25.0 85.4 2 2 0 1,639.9378
Q_13 Serum albumin ALBU_BOVIN 69,294 10 11 19 18.00% VPQVSTPTLVEVSR 438 451 64.0 25.8 57.0 2 0 0 1,511.8428
Q_13 Serum albumin ALBU_BOVIN 69,294 10 11 19 18.00% CCAADDKEACFAVEGPK 581 597 39.1 25.0 39.1 0 2 0 1,927.7985
Q_13 Serum albumin ALBU_BOVIN 69,294 10 11 19 18.00% LVVSTQTALA 598 607 60.2 27.1 58.9 2 0 0 1,002.5830
Q_14 Serum albumin ALBU_BOVIN 69,294 10 11 21 18.10% LVNELTEFAK 66 75 52.9 27.5 44.0 2 0 0 1,163.6307
Q_14 Serum albumin ALBU_BOVIN 69,294 10 11 21 18.10% SLHTLFGDELCK 89 100 49.0 27.2 42.0 2 0 0 1,419.6939
Q_14 Serum albumin ALBU_BOVIN 69,294 10 11 21 18.10% YNGVFQECCQAEDK 184 197 79.7 25.0 79.7 2 0 0 1,747.7052
Q_14 Serum albumin ALBU_BOVIN 69,294 10 11 21 18.10% AEFVEVTK 249 256 42.5 27.8 23.7 2 0 0 922.4880
Q_14 Serum albumin ALBU_BOVIN 69,294 10 11 21 18.10% YICDNQDTISSK 286 297 35.2 25.0 20.4 1 0 0 1,443.6422
Q_14 Serum albumin ALBU_BOVIN 69,294 10 11 21 18.10% RHPEYAVSVLLR 360 371 53.5 25.5 47.4 0 2 0 1,439.8117
Q_14 Serum albumin ALBU_BOVIN 69,294 10 11 21 18.10% KVPQVSTPTLVEVSR 437 451 74.1 25.0 73.1 2 2 0 1,639.9378
Q_14 Serum albumin ALBU_BOVIN 69,294 10 11 21 18.10% VPQVSTPTLVEVSR 438 451 64.1 26.1 64.1 2 0 0 1,511.8428
Q_14 Serum albumin ALBU_BOVIN 69,294 10 11 21 18.10% CCAADDKEACFAVEGPK 581 597 43.0 25.0 43.0 0 2 0 1,927.7985
Q_14 Serum albumin ALBU_BOVIN 69,294 10 11 21 18.10% LVVSTQTALA 598 607 44.2 27.1 44.2 2 0 0 1,002.5830
Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% LVNELTEFAK 66 75 52.1 27.5 44.9 2 0 0 1,163.6307
Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% SLHTLFGDELCK 89 100 58.3 26.9 57.6 2 2 0 1,419.6939
Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% YLYEIAR 161 167 35.0 27.0 0.0 1 0 0 927.4934
Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% AEFVEVTK 249 256 45.0 27.8 25.2 2 0 0 922.4880
Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% YICDNQDTISSK 286 297 39.0 25.0 24.2 2 0 0 1,443.6422
Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% RHPEYAVSVLLR 360 371 25.8 25.6 13.8 0 1 0 1,439.8117
Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% HLVDEPQNLIK 402 412 39.8 27.1 30.9 2 0 0 1,305.7163
Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% KVPQVSTPTLVEVSR 437 451 73.7 25.0 73.7 2 2 0 1,639.9378
Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% VPQVSTPTLVEVSR 438 451 70.9 26.1 70.9 2 0 0 1,511.8428



Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% QTALVELLK 549 557 21.4 26.4 12.2 1 0 0 1,014.6195
Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% TVMENFVAFVDK 569 580 39.8 25.7 37.3 1 0 0 1,415.6876
Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% CCAADDKEACFAVEGPK 581 597 45.7 25.0 45.7 0 2 0 1,927.7985
Q_15 Serum albumin ALBU_BOVIN 69,294 13 15 26 22.20% LVVSTQTALA 598 607 51.1 27.1 47.5 2 0 0 1,002.5830
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% LVNELTEFAK 66 75 52.3 27.5 42.4 1 0 0 1,163.6307
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% SLHTLFGDELCK 89 100 51.8 27.0 45.8 2 0 0 1,419.6939
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% VASLRETYGDMADCCEK 101 117 22.3 25.0 22.3 0 1 0 2,020.8411
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% ETYGDMADCCEKQEPER 106 122 30.6 25.0 30.6 0 1 0 2,133.8161
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% NECFLSHKDDSPDLPK 123 138 22.8 25.0 18.7 0 1 0 1,901.8701
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% YLYEIAR 161 167 32.1 27.0 0.0 1 0 0 927.4934
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% AEFVEVTK 249 256 45.1 27.7 29.7 2 0 0 922.4880
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% LKECCDKPLLEK 298 309 31.1 28.3 18.6 0 2 0 1,532.7815
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% LGEYGFQNALIVR 421 433 87.4 27.5 0.0 2 0 0 1,479.7955
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% KVPQVSTPTLVEVSR 437 451 73.8 25.0 73.8 2 0 0 1,639.9378
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% VPQVSTPTLVEVSR 438 451 70.3 25.4 70.3 2 0 0 1,511.8428
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% RPCFSALTPDETYVPK 508 523 26.5 27.4 22.4 0 1 0 1,880.9213
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% KQTALVELLK 548 557 38.3 25.0 19.4 1 0 0 1,142.7145
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% TVMENFVAFVDK 569 580 61.7 25.5 58.4 2 0 0 1,415.6876
Q_16 Serum albumin ALBU_BOVIN 69,294 15 15 22 26.90% LVVSTQTALA 598 607 26.0 27.1 23.4 1 0 0 1,002.5830
A_02 Serum albumin ALBU_HUMAN 69,367 2 2 3 6.24% RHPDYSVVLLLR 361 372 29.0 26.7 17.2 0 1 0 1,467.8431
A_02 Serum albumin ALBU_HUMAN 69,367 2 2 3 6.24% KVPQVSTPTLVEVSR 438 452 78.9 25.0 78.9 2 2 0 1,639.9378
A_02 Serum albumin ALBU_HUMAN 69,367 2 2 3 6.24% VPQVSTPTLVEVSR 439 452 70.5 26.1 70.5 2 1 0 1,511.8428
A_02 Serum albumin ALBU_HUMAN 69,367 2 2 3 6.24% LVAASQAALGL 599 609 56.2 25.0 54.0 2 0 0 1,013.5990
A_08 Serum albumin ALBU_HUMAN 69,367 2 2 3 7.39% YLYEIAR 162 168 32.4 26.3 0.0 1 0 0 927.4934
A_08 Serum albumin ALBU_HUMAN 69,367 2 2 3 7.39% YICENQDSISSK 287 298 26.4 25.0 18.0 1 0 0 1,443.6421
A_08 Serum albumin ALBU_HUMAN 69,367 2 2 3 7.39% KVPQVSTPTLVEVSR 438 452 95.0 25.0 93.5 2 1 0 1,639.9378
A_08 Serum albumin ALBU_HUMAN 69,367 2 2 3 7.39% VPQVSTPTLVEVSR 439 452 50.6 26.3 46.7 2 2 0 1,511.8428
A_08 Serum albumin ALBU_HUMAN 69,367 2 2 3 7.39% LVAASQAALGL 599 609 56.8 25.0 50.7 2 0 0 1,013.5990
A_15 Serum albumin ALBU_HUMAN 69,367 2 2 4 10.70% LVNEVTEFAK 66 75 33.3 27.0 18.9 2 0 0 1,149.6150
A_15 Serum albumin ALBU_HUMAN 69,367 2 2 4 10.70% YLYEIAR 162 168 32.3 26.8 0.0 1 0 0 927.4934
A_15 Serum albumin ALBU_HUMAN 69,367 2 2 4 10.70% YICENQDSISSK 287 298 33.2 25.0 10.8 2 0 0 1,443.6421
A_15 Serum albumin ALBU_HUMAN 69,367 2 2 4 10.70% RHPDYSVVLLLR 361 372 28.2 27.2 14.3 0 2 0 1,467.8431
A_15 Serum albumin ALBU_HUMAN 69,367 2 2 4 10.70% KVPQVSTPTLVEVSR 438 452 79.9 25.0 79.2 2 1 0 1,639.9378
A_15 Serum albumin ALBU_HUMAN 69,367 2 2 4 10.70% CCTESLVNR 500 508 28.4 25.0 23.5 1 0 0 1,138.4980
A_18 Serum albumin ALBU_HUMAN 69,367 2 2 2 9.03% LVNEVTEFAK 66 75 26.1 27.0 22.1 1 0 0 1,149.6150
A_18 Serum albumin ALBU_HUMAN 69,367 2 2 2 9.03% YLYEIAR 162 168 32.2 26.3 0.0 1 0 0 927.4934
A_18 Serum albumin ALBU_HUMAN 69,367 2 2 2 9.03% YICENQDSISSK 287 298 22.7 25.0 7.6 1 0 0 1,443.6421
A_18 Serum albumin ALBU_HUMAN 69,367 2 2 2 9.03% KVPQVSTPTLVEVSR 438 452 95.2 25.0 95.2 2 1 0 1,639.9378
A_18 Serum albumin ALBU_HUMAN 69,367 2 2 2 9.03% VPQVSTPTLVEVSR 439 452 54.4 26.3 44.5 0 2 0 1,511.8428
A_18 Serum albumin ALBU_HUMAN 69,367 2 2 2 9.03% LVAASQAALGL 599 609 33.5 25.0 23.9 1 0 0 1,013.5990
A_22 Serum albumin ALBU_HUMAN 69,367 2 2 3 8.87% YLYEIAR 162 168 28.3 26.8 0.0 2 0 0 927.4934
A_22 Serum albumin ALBU_HUMAN 69,367 2 2 3 8.87% YICENQDSISSK 287 298 24.1 25.0 16.2 1 0 0 1,443.6421
A_22 Serum albumin ALBU_HUMAN 69,367 2 2 3 8.87% KVPQVSTPTLVEVSR 438 452 79.4 25.0 78.3 2 0 0 1,639.9378
A_22 Serum albumin ALBU_HUMAN 69,367 2 2 3 8.87% VPQVSTPTLVEVSR 439 452 41.6 26.1 35.3 2 2 0 1,511.8428
A_22 Serum albumin ALBU_HUMAN 69,367 2 2 3 8.87% QTALVELVK 550 558 22.5 25.1 1.0 1 0 0 1,000.6038
A_22 Serum albumin ALBU_HUMAN 69,367 2 2 3 8.87% LVAASQAALGL 599 609 53.5 25.0 44.2 2 0 0 1,013.5990
A_27 Serum albumin ALBU_HUMAN 69,367 2 2 3 8.87% YLYEIAR 162 168 26.3 26.3 0.0 2 0 0 927.4934
A_27 Serum albumin ALBU_HUMAN 69,367 2 2 3 8.87% YICENQDSISSK 287 298 23.8 25.0 12.3 1 0 0 1,443.6421
A_27 Serum albumin ALBU_HUMAN 69,367 2 2 3 8.87% KVPQVSTPTLVEVSR 438 452 83.0 25.0 83.0 2 5 0 1,639.9378
A_27 Serum albumin ALBU_HUMAN 69,367 2 2 3 8.87% VPQVSTPTLVEVSR 439 452 73.4 26.0 67.6 2 0 0 1,511.8428
A_27 Serum albumin ALBU_HUMAN 69,367 2 2 3 8.87% CCTESLVNR 500 508 26.7 25.0 21.5 2 0 0 1,138.4980
A_27 Serum albumin ALBU_HUMAN 69,367 2 2 3 8.87% LVAASQAALGL 599 609 53.5 25.0 49.9 2 0 0 1,013.5990
A_28 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% YLYEIAR 162 168 32.0 26.7 0.0 2 0 0 927.4934
A_28 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% YICENQDSISSK 287 298 29.8 25.0 12.1 2 0 0 1,443.6421
A_28 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% KVPQVSTPTLVEVSR 438 452 80.6 25.0 80.6 2 3 0 1,639.9378
A_28 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% VPQVSTPTLVEVSR 439 452 60.0 26.1 55.5 2 0 0 1,511.8428
A_28 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% LVAASQAALGL 599 609 58.8 25.0 49.8 2 0 0 1,013.5990
A_29 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.36% LVNEVTEFAK 66 75 22.6 26.9 15.6 1 0 0 1,149.6150
A_29 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.36% YICENQDSISSK 287 298 24.7 25.0 9.7 1 0 0 1,443.6421
A_29 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.36% KVPQVSTPTLVEVSR 438 452 74.9 25.0 74.9 2 4 0 1,639.9378
A_29 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.36% VPQVSTPTLVEVSR 439 452 59.7 25.9 59.7 2 0 0 1,511.8428
A_29 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.36% CCTESLVNR 500 508 27.2 25.0 9.8 1 0 0 1,138.4980
A_29 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.36% LVAASQAALGL 599 609 70.8 25.0 63.2 2 0 0 1,013.5990
B_01 Serum albumin ALBU_HUMAN 69,367 2 2 4 10.20% YLYEIAR 162 168 35.4 26.3 0.0 4 0 0 927.4934
B_01 Serum albumin ALBU_HUMAN 69,367 2 2 4 10.20% VHTECCHGDLLECADDR 265 281 37.6 25.0 37.6 0 1 0 2,086.8378
B_01 Serum albumin ALBU_HUMAN 69,367 2 2 4 10.20% YICENQDSISSK 287 298 33.3 25.0 25.9 2 0 0 1,443.6421
B_01 Serum albumin ALBU_HUMAN 69,367 2 2 4 10.20% KVPQVSTPTLVEVSR 438 452 65.3 25.0 65.3 2 5 0 1,639.9378
B_01 Serum albumin ALBU_HUMAN 69,367 2 2 4 10.20% VPQVSTPTLVEVSR 439 452 68.3 26.0 63.1 2 1 0 1,511.8428
B_01 Serum albumin ALBU_HUMAN 69,367 2 2 4 10.20% LVAASQAALGL 599 609 62.3 25.0 53.3 2 0 0 1,013.5990
C_09 Serum albumin ALBU_HUMAN 69,367 2 2 4 9.03% LVNEVTEFAK 66 75 39.9 27.9 28.5 2 0 0 1,149.6150
C_09 Serum albumin ALBU_HUMAN 69,367 2 2 4 9.03% YLYEIAR 162 168 25.6 25.5 0.0 1 0 0 927.4934
C_09 Serum albumin ALBU_HUMAN 69,367 2 2 4 9.03% YICENQDSISSK 287 298 38.0 25.0 25.3 2 0 0 1,443.6421
C_09 Serum albumin ALBU_HUMAN 69,367 2 2 4 9.03% KVPQVSTPTLVEVSR 438 452 102.0 25.0 102.0 2 2 0 1,639.9378
C_09 Serum albumin ALBU_HUMAN 69,367 2 2 4 9.03% VPQVSTPTLVEVSR 439 452 71.7 26.2 71.7 2 0 0 1,511.8428
C_09 Serum albumin ALBU_HUMAN 69,367 2 2 4 9.03% LVAASQAALGL 599 609 40.1 25.0 36.4 2 0 0 1,013.5990
C_15 Serum albumin ALBU_HUMAN 69,367 3 3 5 12.50% LVNEVTEFAK 66 75 31.7 27.9 19.8 2 0 0 1,149.6150
C_15 Serum albumin ALBU_HUMAN 69,367 3 3 5 12.50% YLYEIAR 162 168 24.4 26.7 0.0 1 0 0 927.4934
C_15 Serum albumin ALBU_HUMAN 69,367 3 3 5 12.50% YICENQDSISSK 287 298 46.6 25.0 25.3 2 0 0 1,443.6421
C_15 Serum albumin ALBU_HUMAN 69,367 3 3 5 12.50% RHPDYSVVLLLR 361 372 37.3 27.2 18.2 0 1 0 1,467.8431
C_15 Serum albumin ALBU_HUMAN 69,367 3 3 5 12.50% KVPQVSTPTLVEVSR 438 452 53.4 25.0 42.5 1 7 0 1,639.9378
C_15 Serum albumin ALBU_HUMAN 69,367 3 3 5 12.50% VPQVSTPTLVEVSR 439 452 60.5 26.3 51.7 2 2 0 1,511.8428
C_15 Serum albumin ALBU_HUMAN 69,367 3 3 5 12.50% CCTESLVNR 500 508 24.1 25.0 24.1 1 0 0 1,138.4980
C_15 Serum albumin ALBU_HUMAN 69,367 3 3 5 12.50% LVAASQAALGL 599 609 63.3 25.0 55.7 2 0 0 1,013.5990
C_18 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.03% LVNEVTEFAK 66 75 37.5 28.0 25.5 1 0 0 1,149.6150
C_18 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.03% YLYEIAR 162 168 34.3 26.7 0.0 2 0 0 927.4934
C_18 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.03% YICENQDSISSK 287 298 38.8 25.0 19.6 2 0 0 1,443.6421
C_18 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.03% KVPQVSTPTLVEVSR 438 452 15.2 25.0 8.3 0 1 0 1,639.9378
C_18 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.03% VPQVSTPTLVEVSR 439 452 33.3 25.5 17.8 0 2 0 1,511.8428
C_18 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.03% LVAASQAALGL 599 609 33.1 25.0 21.5 1 0 0 1,013.5990
C_20 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.03% LVNEVTEFAK 66 75 21.0 26.9 14.5 1 0 0 1,149.6150
C_20 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.03% YLYEIAR 162 168 32.1 26.3 0.0 2 0 0 927.4934
C_20 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.03% YICENQDSISSK 287 298 32.4 25.0 23.4 1 0 0 1,443.6421
C_20 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.03% KVPQVSTPTLVEVSR 438 452 94.7 25.0 94.7 2 0 0 1,639.9378
C_20 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.03% VPQVSTPTLVEVSR 439 452 72.1 26.1 67.4 2 0 0 1,511.8428
C_20 Serum albumin ALBU_HUMAN 69,367 2 2 3 9.03% LVAASQAALGL 599 609 52.1 25.0 50.3 2 0 0 1,013.5990
C_22 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% YLYEIAR 162 168 26.5 26.7 0.0 2 0 0 927.4934
C_22 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% YICENQDSISSK 287 298 30.8 25.0 22.4 2 0 0 1,443.6421
C_22 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% KVPQVSTPTLVEVSR 438 452 67.0 25.0 67.0 2 2 0 1,639.9378
C_22 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% VPQVSTPTLVEVSR 439 452 59.7 26.1 59.7 2 0 0 1,511.8428
C_22 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% LVAASQAALGL 599 609 44.1 25.0 41.5 2 0 0 1,013.5990
C_23 Serum albumin ALBU_HUMAN 69,367 3 3 5 9.36% YLYEIAR 162 168 28.7 25.5 0.0 2 0 0 927.4934
C_23 Serum albumin ALBU_HUMAN 69,367 3 3 5 9.36% YICENQDSISSK 287 298 30.3 25.0 16.7 1 0 0 1,443.6421
C_23 Serum albumin ALBU_HUMAN 69,367 3 3 5 9.36% RHPDYSVVLLLR 361 372 36.6 27.2 25.7 0 2 0 1,467.8431
C_23 Serum albumin ALBU_HUMAN 69,367 3 3 5 9.36% KVPQVSTPTLVEVSR 438 452 64.5 25.0 64.5 4 6 0 1,639.9378
C_23 Serum albumin ALBU_HUMAN 69,367 3 3 5 9.36% VPQVSTPTLVEVSR 439 452 59.7 26.2 59.7 2 1 0 1,511.8428
C_23 Serum albumin ALBU_HUMAN 69,367 3 3 5 9.36% LVAASQAALGL 599 609 51.8 25.0 42.7 2 0 0 1,013.5990
C_25 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% YLYEIAR 162 168 27.0 25.5 0.0 2 0 0 927.4934
C_25 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% YICENQDSISSK 287 298 31.0 25.0 9.3 2 0 0 1,443.6421
C_25 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% KVPQVSTPTLVEVSR 438 452 67.4 25.0 66.9 4 12 0 1,639.9378
C_25 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% VPQVSTPTLVEVSR 439 452 56.9 26.1 56.9 2 1 0 1,511.8428
C_25 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% LVAASQAALGL 599 609 52.9 25.0 44.3 2 0 0 1,013.5990
C_26 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% YLYEIAR 162 168 30.3 26.8 0.0 2 0 0 927.4934



C_26 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% RHPDYSVVLLLR 361 372 32.8 27.2 17.9 0 2 0 1,467.8431
C_26 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% KVPQVSTPTLVEVSR 438 452 82.8 25.0 82.8 2 8 0 1,639.9378
C_26 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% VPQVSTPTLVEVSR 439 452 60.1 26.2 57.0 2 2 0 1,511.8428
C_26 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% LVAASQAALGL 599 609 46.1 25.0 42.5 2 0 0 1,013.5990
C_27 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% YLYEIAR 162 168 24.3 25.5 0.0 1 0 0 927.4934
C_27 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% RHPDYSVVLLLR 361 372 30.9 27.2 14.9 0 2 0 1,467.8431
C_27 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% KVPQVSTPTLVEVSR 438 452 94.7 25.0 93.8 2 3 0 1,639.9378
C_27 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% VPQVSTPTLVEVSR 439 452 68.0 26.3 56.4 2 2 0 1,511.8428
C_27 Serum albumin ALBU_HUMAN 69,367 2 2 4 7.39% LVAASQAALGL 599 609 47.1 25.0 44.0 2 0 0 1,013.5990
C_28 Serum albumin ALBU_HUMAN 69,367 3 3 5 9.36% YLYEIAR 162 168 25.2 26.3 0.0 2 0 0 927.4934
C_28 Serum albumin ALBU_HUMAN 69,367 3 3 5 9.36% YICENQDSISSK 287 298 18.3 25.0 3.5 1 0 0 1,443.6421
C_28 Serum albumin ALBU_HUMAN 69,367 3 3 5 9.36% RHPDYSVVLLLR 361 372 35.1 27.2 9.2 0 2 0 1,467.8431
C_28 Serum albumin ALBU_HUMAN 69,367 3 3 5 9.36% KVPQVSTPTLVEVSR 438 452 82.8 25.0 82.8 4 7 0 1,639.9378
C_28 Serum albumin ALBU_HUMAN 69,367 3 3 5 9.36% VPQVSTPTLVEVSR 439 452 66.3 26.1 62.1 2 2 0 1,511.8428
C_28 Serum albumin ALBU_HUMAN 69,367 3 3 5 9.36% LVAASQAALGL 599 609 54.0 25.0 50.8 2 0 0 1,013.5990
C_29 Serum albumin ALBU_HUMAN 69,367 3 3 4 8.21% YICENQDSISSK 287 298 39.7 25.0 16.6 1 0 0 1,443.6421
C_29 Serum albumin ALBU_HUMAN 69,367 3 3 4 8.21% RHPDYSVVLLLR 361 372 30.6 27.2 2.7 0 1 0 1,467.8431
C_29 Serum albumin ALBU_HUMAN 69,367 3 3 4 8.21% KVPQVSTPTLVEVSR 438 452 45.8 25.0 37.5 2 3 0 1,639.9378
C_29 Serum albumin ALBU_HUMAN 69,367 3 3 4 8.21% VPQVSTPTLVEVSR 439 452 52.0 26.3 49.5 2 2 0 1,511.8428
C_29 Serum albumin ALBU_HUMAN 69,367 3 3 4 8.21% LVAASQAALGL 599 609 52.4 25.0 48.1 2 0 0 1,013.5990
C_31 Serum albumin ALBU_HUMAN 69,367 2 2 4 6.24% RHPDYSVVLLLR 361 372 21.2 27.2 5.3 0 2 0 1,467.8431
C_31 Serum albumin ALBU_HUMAN 69,367 2 2 4 6.24% KVPQVSTPTLVEVSR 438 452 56.6 25.0 41.7 3 5 0 1,639.9378
C_31 Serum albumin ALBU_HUMAN 69,367 2 2 4 6.24% VPQVSTPTLVEVSR 439 452 70.2 26.1 70.2 2 2 0 1,511.8428
C_31 Serum albumin ALBU_HUMAN 69,367 2 2 4 6.24% LVAASQAALGL 599 609 35.0 25.0 31.0 2 0 0 1,013.5990
C_32 Serum albumin ALBU_HUMAN 69,367 2 2 4 6.24% RHPDYSVVLLLR 361 372 60.6 27.2 45.5 0 2 0 1,467.8431
C_32 Serum albumin ALBU_HUMAN 69,367 2 2 4 6.24% KVPQVSTPTLVEVSR 438 452 66.7 25.0 62.1 4 8 0 1,639.9378
C_32 Serum albumin ALBU_HUMAN 69,367 2 2 4 6.24% VPQVSTPTLVEVSR 439 452 61.4 26.2 61.4 2 2 0 1,511.8428
C_32 Serum albumin ALBU_HUMAN 69,367 2 2 4 6.24% LVAASQAALGL 599 609 56.4 25.0 54.9 2 0 0 1,013.5990
F_09 Serum albumin ALBU_MACFA 68,874 2 2 2 5.43% LVNEVTEFAK 66 75 24.0 27.0 18.2 1 0 0 1,149.6150
F_09 Serum albumin ALBU_MACFA 68,874 2 2 2 5.43% FQNALLVR 427 434 38.4 25.1 24.0 1 0 0 960.5625
F_09 Serum albumin ALBU_MACFA 68,874 2 2 2 5.43% KVPQVSTPTLVEVSR 438 452 45.9 25.0 37.8 0 2 0 1,639.9378
F_09 Serum albumin ALBU_MACFA 68,874 2 2 2 5.43% VPQVSTPTLVEVSR 439 452 47.4 26.1 45.9 1 0 0 1,511.8428
J_13 Serum albumin ALBU_MACFA 68,874 2 2 4 5.43% LVNEVTEFAK 66 75 33.5 28.4 19.3 2 0 0 1,149.6150
J_13 Serum albumin ALBU_MACFA 68,874 2 2 4 5.43% FQNALLVR 427 434 27.6 25.8 7.1 2 0 0 960.5625
J_13 Serum albumin ALBU_MACFA 68,874 2 2 4 5.43% KVPQVSTPTLVEVSR 438 452 52.9 25.0 52.3 2 2 0 1,639.9378
N_09 Serum albumin ALBU_MACFA 68,874 2 2 2 8.88% LVNEVTEFAK 66 75 37.0 28.3 24.1 1 0 0 1,149.6150
N_09 Serum albumin ALBU_MACFA 68,874 2 2 2 8.88% LKECCDKPLLEK 299 310 46.3 28.4 32.0 2 1 0 1,532.7815
N_09 Serum albumin ALBU_MACFA 68,874 2 2 2 8.88% FQNALLVR 427 434 23.6 25.8 17.9 1 0 0 960.5625
N_09 Serum albumin ALBU_MACFA 68,874 2 2 2 8.88% KVPQVSTPTLVEVSR 438 452 80.9 25.0 80.9 2 2 0 1,639.9378
N_09 Serum albumin ALBU_MACFA 68,874 2 2 2 8.88% VPQVSTPTLVEVSR 439 452 53.0 25.4 53.0 2 0 0 1,511.8428
N_09 Serum albumin ALBU_MACFA 68,874 2 2 2 8.88% CCTESLVNR 500 508 18.4 25.0 18.4 1 0 0 1,138.4980
P_09 Serum albumin ALBU_RABIT 68,911 2 3 5 6.91% VHKECCHGDLLECADDR 265 281 24.9 25.0 24.9 0 1 0 2,113.8851
P_09 Serum albumin ALBU_RABIT 68,911 2 3 5 6.91% KVPQVSTPTLVEISR 438 452 51.9 25.0 38.9 2 2 0 1,653.9535
P_09 Serum albumin ALBU_RABIT 68,911 2 3 5 6.91% VPQVSTPTLVEISR 439 452 47.6 25.1 47.6 1 0 0 1,525.8585
P_09 Serum albumin ALBU_RABIT 68,911 2 3 5 6.91% EACFAVEGPK 589 598 62.7 26.1 50.3 2 0 0 1,107.5140
A_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 5 5 8 9.67% AAFQLGSPWR 85 94 30.5 28.8 15.8 1 0 0 1,132.5898
A_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 5 5 8 9.67% LGPALATGNVVVMK 196 209 64.3 27.5 64.3 2 0 0 1,385.7823
A_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 5 5 8 9.67% VIQVAAGSSNLK 269 280 67.4 26.9 55.7 2 0 0 1,186.6790
A_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 5 5 8 9.67% VIQVAAGSSNLKR 269 281 36.0 27.1 29.3 1 0 0 1,342.7801
A_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 5 5 8 9.67% TEQGPQVDETQFK 356 368 46.2 25.8 43.4 2 0 0 1,506.7073
A_15 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 12 14.50% AAFQLGSPWR 85 94 50.6 29.0 39.1 2 0 0 1,132.5898
A_15 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 12 14.50% LGPALATGNVVVMK 196 209 60.3 27.4 48.9 2 0 0 1,385.7823
A_15 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 12 14.50% VAFTGSTEIGR 258 268 57.2 28.0 47.3 2 0 0 1,137.5899
A_15 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 12 14.50% VIQVAAGSSNLK 269 280 87.1 27.6 75.6 2 0 0 1,186.6790
A_15 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 12 14.50% TEQGPQVDETQFK 356 368 58.5 25.6 55.2 2 0 0 1,506.7073
A_15 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 12 14.50% ANNSTYGLAAAVFTK 437 451 76.8 27.3 55.6 2 0 0 1,527.7801
B_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 11 11.40% AAFQLGSPWR 85 94 32.6 28.5 22.5 1 0 0 1,132.5898
B_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 11 11.40% LGPALATGNVVVMK 196 209 58.0 27.1 54.4 2 0 0 1,385.7823
B_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 11 11.40% VIQVAAGSSNLK 269 280 90.1 26.9 70.6 2 0 0 1,186.6790
B_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 11 11.40% VIQVAAGSSNLKR 269 281 37.5 27.5 24.3 2 0 0 1,342.7801
B_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 11 11.40% VVGNPFDSK 347 355 27.8 28.1 22.4 2 0 0 962.4942
B_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 11 11.40% TEQGPQVDETQFK 356 368 68.2 25.8 65.6 2 0 0 1,506.7073
B_15 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 12 14.50% AAFQLGSPWR 85 94 35.1 27.8 23.9 2 0 0 1,132.5898
B_15 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 12 14.50% LGPALATGNVVVMK 196 209 61.7 27.5 58.8 2 0 0 1,385.7823
B_15 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 12 14.50% VAFTGSTEIGR 258 268 75.9 28.0 69.1 2 0 0 1,137.5899
B_15 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 12 14.50% VIQVAAGSSNLK 269 280 69.5 27.6 53.4 2 0 0 1,186.6790
B_15 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 12 14.50% TEQGPQVDETQFK 356 368 40.1 25.6 38.0 2 0 0 1,506.7073
B_15 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 12 14.50% ANNSTYGLAAAVFTK 437 451 79.2 27.5 69.4 2 0 0 1,527.7801
C_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 2 2 3 4.84% LGPALATGNVVVMK 196 209 66.3 27.6 58.9 1 0 0 1,385.7823
C_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 2 2 3 4.84% VAFTGSTEIGR 258 268 55.0 28.6 51.4 2 0 0 1,137.5899
D_21 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 8 13.20% LGPALATGNVVVMK 196 209 63.1 28.2 55.5 2 0 0 1,385.7823
D_21 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 8 13.20% VAFTGSTEIGR 258 268 49.7 28.3 40.8 1 0 0 1,137.5899
D_21 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 8 13.20% VIQVAAGSSNLK 269 280 78.2 27.3 56.1 2 0 0 1,186.6790
D_21 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 8 13.20% VVGNPFDSK 347 355 24.8 28.3 20.5 1 0 0 962.4942
D_21 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 8 13.20% TEQGPQVDETQFK 356 368 26.4 25.0 18.3 1 0 0 1,506.7073
D_21 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 6 6 8 13.20% ILGYINTGK 370 378 29.0 26.8 22.6 1 0 0 978.5620
E_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 2 2 2 4.45% VAFTGSTEIGR 258 268 29.7 28.4 17.4 1 0 0 1,137.5899
E_14 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 2 2 2 4.45% VIQVAAGSSNLK 269 280 28.1 27.5 24.8 1 0 0 1,186.6790
F_16 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 4 4 8 8.90% AAFQLGSPWR 85 94 42.3 27.8 31.1 2 0 0 1,132.5898
F_16 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 4 4 8 8.90% VIQVAAGSSNLK 269 280 86.3 26.9 65.3 2 0 0 1,186.6790
F_16 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 4 4 8 8.90% VVGNPFDSK 347 355 33.0 28.1 31.0 2 0 0 962.4942
F_16 Aldehyde dehydrogenase, mitochondrial ALDH2_HUMAN 56,381 4 4 8 8.90% ANNSTYGLAAAVFTK 437 451 61.0 27.3 43.6 2 0 0 1,527.7801
A_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 17.90% GILAADESTGSIAK 29 42 83.4 28.5 75.3 2 0 0 1,332.7007
A_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 17.90% GILAADESTGSIAKR 29 43 58.4 27.6 30.5 1 0 0 1,488.8018
A_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 17.90% LQSIGTENTEENR 44 56 60.3 25.9 55.8 2 0 0 1,490.7082
A_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 17.90% LQSIGTENTEENRR 44 57 23.7 28.1 8.0 0 1 0 1,646.8093
A_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 17.90% QLLLTADDR 61 69 21.4 27.8 19.8 1 0 0 1,044.5686
A_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 17.90% ADDGRPFPQVIK 88 99 33.1 27.6 23.5 2 0 0 1,342.7116
A_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 17.90% FSHEEIAMATVTALR 244 258 79.3 27.6 64.8 2 2 0 1,691.8422
A_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 18 26.90% PYQYPALTPEQKK 2 14 36.4 28.1 27.5 2 2 0 1,562.8215
A_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 18 26.90% GILAADESTGSIAK 29 42 74.3 28.6 61.9 2 0 0 1,332.7007
A_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 18 26.90% GILAADESTGSIAKR 29 43 59.4 27.3 53.5 1 0 0 1,488.8018
A_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 18 26.90% LQSIGTENTEENR 44 56 62.9 25.9 54.4 2 0 0 1,490.7082
A_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 18 26.90% QLLLTADDR 61 69 62.4 28.1 47.5 2 0 0 1,044.5686
A_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 18 26.90% ADDGRPFPQVIK 88 99 36.2 27.6 27.6 2 0 0 1,342.7116
A_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 18 26.90% GGVVGIKVDK 102 111 26.9 25.0 23.6 2 0 0 971.5886
A_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 18 26.90% FSHEEIAMATVTALR 244 258 85.9 27.6 69.9 2 0 0 1,691.8422
A_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 18 26.90% ALANSLACQGK 332 342 43.0 28.7 33.0 1 0 0 1,132.5780
A_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 6 9.89% GILAADESTGSIAK 29 42 80.4 28.5 67.8 2 0 0 1,332.7007
A_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 6 9.89% LQSIGTENTEENR 44 56 37.2 25.7 37.2 2 0 0 1,490.7082
A_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 6 9.89% QLLLTADDR 61 69 45.9 28.1 34.0 2 0 0 1,044.5686
B_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 19 30.50% PYQYPALTPEQKK 2 14 26.4 28.1 26.4 0 2 0 1,562.8215
B_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 19 30.50% GILAADESTGSIAK 29 42 84.0 28.5 72.6 2 0 0 1,332.7007
B_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 19 30.50% GILAADESTGSIAKR 29 43 61.9 27.6 50.9 1 0 0 1,488.8018
B_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 19 30.50% LQSIGTENTEENR 44 56 45.1 26.4 34.9 2 0 0 1,490.7082
B_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 19 30.50% QLLLTADDR 61 69 45.8 28.1 35.3 2 0 0 1,044.5686
B_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 19 30.50% ADDGRPFPQVIK 88 99 40.1 27.6 29.8 2 0 0 1,342.7116
B_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 19 30.50% GVVPLAGTNGETTTQGLDGLSER 112 134 71.2 27.8 59.8 2 0 0 2,272.1419
B_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 19 30.50% FSHEEIAMATVTALR 244 258 87.5 27.6 71.6 2 2 0 1,691.8422
B_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 9 10 19 30.50% ALANSLACQGK 332 342 42.6 28.5 35.4 2 0 0 1,132.5780
B_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 11 12 21 34.10% PYQYPALTPEQK 2 13 51.7 28.0 39.8 1 0 0 1,434.7265
B_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 11 12 21 34.10% PYQYPALTPEQKK 2 14 20.8 28.1 11.5 0 1 0 1,562.8215



B_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 11 12 21 34.10% ELSDIAHR 15 22 20.9 26.1 4.8 1 0 0 940.4847
B_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 11 12 21 34.10% IVAPGKGILAADESTGSIAK 23 42 35.7 25.0 30.4 0 2 0 1,898.0596
B_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 11 12 21 34.10% GILAADESTGSIAK 29 42 65.8 28.5 56.5 2 0 0 1,332.7007
B_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 11 12 21 34.10% LQSIGTENTEENR 44 56 50.9 25.9 43.7 2 0 0 1,490.7082
B_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 11 12 21 34.10% QLLLTADDR 61 69 68.2 27.8 52.2 2 0 0 1,044.5686
B_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 11 12 21 34.10% ADDGRPFPQVIK 88 99 44.5 27.6 32.2 2 0 0 1,342.7116
B_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 11 12 21 34.10% GVVPLAGTNGETTTQGLDGLSER 112 134 75.3 28.0 71.9 2 2 0 2,272.1419
B_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 11 12 21 34.10% FSHEEIAMATVTALR 244 258 80.3 27.6 71.2 2 0 0 1,691.8422
B_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 11 12 21 34.10% ALANSLACQGK 332 342 61.2 28.3 50.0 2 0 0 1,132.5780
B_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 5 10.70% PYQYPALTPEQK 2 13 46.0 28.0 35.8 2 0 0 1,434.7265
B_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 5 10.70% GILAADESTGSIAK 29 42 78.1 28.6 68.7 2 0 0 1,332.7007
B_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 5 10.70% LQSIGTENTEENR 44 56 25.5 25.9 17.9 1 0 0 1,490.7082
C_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 15 20.10% PYQYPALTPEQKK 2 14 27.5 28.0 24.4 2 2 0 1,562.8215
C_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 15 20.10% GILAADESTGSIAK 29 42 76.4 28.3 69.2 2 0 0 1,332.7007
C_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 15 20.10% GILAADESTGSIAKR 29 43 87.1 28.0 81.6 2 2 0 1,488.8018
C_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 15 20.10% LQSIGTENTEENR 44 56 40.8 25.7 32.9 2 0 0 1,490.7082
C_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 15 20.10% QLLLTADDR 61 69 32.5 28.1 15.2 1 0 0 1,044.5686
C_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 15 20.10% ADDGRPFPQVIK 88 99 39.9 27.3 22.4 1 0 0 1,342.7116
C_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 15 20.10% ALANSLACQGK 332 342 36.2 28.4 31.8 1 0 0 1,132.5780
C_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 10 12 23 23.90% PYQYPALTPEQKK 2 14 45.4 28.1 34.2 2 2 0 1,562.8215
C_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 10 12 23 23.90% IVAPGKGILAADESTGSIAK 23 42 46.7 25.4 42.7 0 2 0 1,898.0596
C_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 10 12 23 23.90% GILAADESTGSIAK 29 42 54.2 28.1 54.2 2 0 0 1,332.7007
C_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 10 12 23 23.90% GILAADESTGSIAKR 29 43 82.2 28.0 81.2 2 2 0 1,488.8018
C_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 10 12 23 23.90% LQSIGTENTEENR 44 56 60.4 25.7 55.0 2 0 0 1,490.7082
C_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 10 12 23 23.90% LQSIGTENTEENRR 44 57 27.1 28.2 12.4 0 1 0 1,646.8093
C_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 10 12 23 23.90% ADDGRPFPQVIK 88 99 44.5 27.3 25.7 2 0 0 1,342.7116
C_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 10 12 23 23.90% FSHEEIAMATVTALR 244 258 66.6 27.4 55.3 2 0 0 1,691.8422
C_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 10 12 23 23.90% FSHEEIAMATVTALRR 244 259 37.0 28.1 26.2 0 0 2 1,847.9433
C_12 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 10 12 23 23.90% ALANSLACQGK 332 342 62.3 28.4 49.0 2 0 0 1,132.5780
C_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 5 10.40% PYQYPALTPEQK 2 13 44.3 28.2 27.3 2 0 0 1,434.7265
C_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 5 10.40% GILAADESTGSIAK 29 42 67.4 28.3 62.4 2 0 0 1,332.7007
C_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 5 10.40% ADDGRPFPQVIK 88 99 26.1 27.6 13.0 1 0 0 1,342.7116
D_17 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 6.87% GILAADESTGSIAK 29 42 77.6 28.2 60.0 2 0 0 1,332.7007
D_17 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 6.87% ALANSLACQGK 332 342 32.5 27.9 32.2 1 0 0 1,132.5780
D_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 12 15 26 40.90% PYQYPALTPEQK 2 13 35.4 27.8 30.3 2 0 0 1,434.7265
D_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 12 15 26 40.90% IVAPGKGILAADESTGSIAK 23 42 46.4 25.5 44.0 0 2 0 1,898.0596
D_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 12 15 26 40.90% GILAADESTGSIAK 29 42 70.6 28.3 65.2 2 0 0 1,332.7007
D_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 12 15 26 40.90% GILAADESTGSIAKR 29 43 56.5 28.0 54.8 2 0 0 1,488.8018
D_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 12 15 26 40.90% RLQSIGTENTEENRR 43 57 22.9 27.4 15.1 0 1 0 1,802.9104
D_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 12 15 26 40.90% ADDGRPFPQVIK 88 99 28.4 27.8 19.5 2 0 0 1,342.7116
D_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 12 15 26 40.90% GGVVGIKVDK 102 111 22.8 26.1 19.1 1 0 0 971.5886
D_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 12 15 26 40.90% VDKGVVPLAGTNGETTTQGLDGLSER 109 134 54.9 26.9 54.9 0 2 0 2,614.3323
D_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 12 15 26 40.90% GVVPLAGTNGETTTQGLDGLSER 112 134 73.2 27.5 70.4 2 2 0 2,272.1419
D_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 12 15 26 40.90% IGEHTPSALAIMENANVLAR 154 173 55.5 28.0 24.4 0 4 0 2,123.0915
D_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 12 15 26 40.90% FSHEEIAMATVTALR 244 258 22.2 27.3 10.6 0 1 0 1,691.8422
D_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 12 15 26 40.90% YTPSGQAGAAASESLFVSNHAY 343 364 96.1 25.0 96.1 2 1 0 2,228.0253
D_19 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 5 9.34% GILAADESTGSIAK 29 42 82.6 28.2 77.8 2 0 0 1,332.7007
D_19 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 5 9.34% IGEHTPSALAIMENANVLAR 154 173 45.2 27.9 26.2 0 3 0 2,123.0915
E_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 18 32.40% PYQYPALTPEQK 2 13 41.9 28.2 32.2 2 0 0 1,434.7265
E_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 18 32.40% GILAADESTGSIAK 29 42 81.2 28.3 75.7 2 0 0 1,332.7007
E_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 18 32.40% ADDGRPFPQVIK 88 99 27.5 27.3 13.1 2 0 0 1,342.7116
E_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 18 32.40% GVVPLAGTNGETTTQGLDGLSER 112 134 56.6 27.5 56.6 0 2 0 2,272.1419
E_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 18 32.40% IGEHTPSALAIMENANVLAR 154 173 49.3 27.8 20.7 0 6 0 2,123.0915
E_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 18 32.40% FSHEEIAMATVTALR 244 258 32.4 27.4 19.1 0 1 0 1,691.8422
E_18 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 9 18 32.40% YTPSGQAGAAASESLFVSNHAY 343 364 61.0 25.0 59.1 1 2 0 2,228.0253
F_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 6 11.30% GILAADESTGSIAK 29 42 83.1 28.6 74.3 2 0 0 1,332.7007
F_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 6 11.30% ADDGRPFPQVIK 88 99 32.8 27.6 23.9 2 0 0 1,342.7116
F_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 6 11.30% FSHEEIAMATVTALR 244 258 30.9 27.6 6.1 0 2 0 1,691.8422
F_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 19.20% PYQYPALTPEQKK 2 14 35.6 27.9 30.1 0 2 0 1,562.8215
F_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 19.20% GILAADESTGSIAK 29 42 68.7 28.7 60.3 2 0 0 1,332.7007
F_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 19.20% GILAADESTGSIAKR 29 43 80.8 27.6 63.5 2 0 0 1,488.8018
F_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 19.20% LQSIGTENTEENRR 44 57 26.4 28.1 16.2 0 1 0 1,646.8093
F_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 19.20% ADDGRPFPQVIK 88 99 36.4 27.6 18.8 1 0 0 1,342.7116
F_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 19.20% FSHEEIAMATVTALR 244 258 71.8 27.6 52.7 2 1 0 1,691.8422
F_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 13 19.20% FSHEEIAMATVTALRR 244 259 34.9 28.1 21.2 0 0 2 1,847.9433
G_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 4 7.14% GILAADESTGSIAK 29 42 72.5 28.5 70.0 2 0 0 1,332.7007
G_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 4 7.14% ADDGRPFPQVIK 88 99 32.1 27.3 17.7 2 0 0 1,342.7116
G_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 5 8 10.40% GILAADESTGSIAK 29 42 85.5 28.5 74.1 2 0 0 1,332.7007
G_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 5 8 10.40% GILAADESTGSIAKR 29 43 55.0 27.8 45.5 2 1 0 1,488.8018
G_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 5 8 10.40% ADDGRPFPQVIK 88 99 39.0 27.3 23.5 2 0 0 1,342.7116
G_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 5 8 10.40% ALANSLACQGK 332 342 26.8 28.5 16.3 1 0 0 1,132.5780
H_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 7 9.89% GILAADESTGSIAK 29 42 67.2 28.4 59.1 2 0 0 1,332.7007
H_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 7 9.89% GILAADESTGSIAKR 29 43 74.4 27.5 65.6 2 0 0 1,488.8018
H_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 7 9.89% QLLLTADDR 61 69 37.3 27.8 24.7 2 0 0 1,044.5686
H_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 7 9.89% ADDGRPFPQVIK 88 99 29.4 27.9 17.6 1 0 0 1,342.7116
H_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 5 7 11.50% GILAADESTGSIAK 29 42 77.3 28.7 63.5 2 0 0 1,332.7007
H_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 5 7 11.50% GILAADESTGSIAKR 29 43 63.2 27.6 46.2 2 1 0 1,488.8018
H_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 5 7 11.50% ADDGRPFPQVIK 88 99 20.6 27.6 2.7 1 0 0 1,342.7116
H_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 5 7 11.50% FSHEEIAMATVTALR 244 258 18.7 27.5 4.8 0 1 0 1,691.8422
I_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 10 11.80% PYQYPALTPEQK 2 13 34.1 28.2 20.0 2 0 0 1,434.7265
I_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 10 11.80% PYQYPALTPEQKK 2 14 28.3 28.1 25.6 0 1 0 1,562.8215
I_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 10 11.80% IVAPGKGILAADESTGSIAK 23 42 59.4 25.0 57.4 0 2 0 1,898.0596
I_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 10 11.80% GILAADESTGSIAK 29 42 85.6 28.5 75.4 2 0 0 1,332.7007
I_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 10 11.80% GILAADESTGSIAKR 29 43 69.3 27.5 61.9 2 0 0 1,488.8018
I_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 10 11.80% QLLLTADDR 61 69 23.3 27.5 11.7 1 0 0 1,044.5686
I_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 12 15.10% PYQYPALTPEQKK 2 14 34.4 27.7 28.4 2 0 0 1,562.8215
I_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 12 15.10% IVAPGKGILAADESTGSIAK 23 42 67.8 25.0 67.8 2 0 0 1,898.0596
I_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 12 15.10% GILAADESTGSIAK 29 42 77.8 28.4 66.7 2 0 0 1,332.7007
I_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 12 15.10% GILAADESTGSIAKR 29 43 33.0 27.2 25.2 0 2 0 1,488.8018
I_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 12 15.10% QLLLTADDR 61 69 52.3 27.6 26.7 2 0 0 1,044.5686
I_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 12 15.10% ADDGRPFPQVIK 88 99 28.9 27.5 18.3 2 0 0 1,342.7116
I_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 4 5 7.69% PYQYPALTPEQKK 2 14 30.8 28.1 25.8 0 1 0 1,562.8215
I_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 4 5 7.69% GILAADESTGSIAK 29 42 69.2 28.4 63.3 2 0 0 1,332.7007
I_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 4 5 7.69% GILAADESTGSIAKR 29 43 26.1 27.5 10.3 1 1 0 1,488.8018
J_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 6.32% GILAADESTGSIAK 29 42 75.4 28.5 71.3 2 0 0 1,332.7007
J_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 6.32% QLLLTADDR 61 69 28.2 28.4 19.0 1 0 0 1,044.5686
J_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 6 10.70% PYQYPALTPEQK 2 13 36.6 28.3 32.2 2 0 0 1,434.7265
J_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 6 10.70% GILAADESTGSIAK 29 42 83.9 28.6 71.4 2 0 0 1,332.7007
J_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 6 10.70% GILAADESTGSIAKR 29 43 19.2 27.2 5.9 1 0 0 1,488.8018
J_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 6 10.70% ADDGRPFPQVIK 88 99 19.3 27.8 7.2 1 0 0 1,342.7116
K_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 5 5 9 11.00% PYQYPALTPEQK 2 13 44.1 28.2 34.7 2 0 0 1,434.7265
K_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 5 5 9 11.00% PYQYPALTPEQKK 2 14 21.7 27.7 17.4 0 1 0 1,562.8215
K_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 5 5 9 11.00% GILAADESTGSIAK 29 42 83.9 28.6 79.2 2 0 0 1,332.7007
K_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 5 5 9 11.00% GILAADESTGSIAKR 29 43 43.0 27.7 37.5 2 0 0 1,488.8018
K_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 5 5 9 11.00% ADDGRPFPQVIK 88 99 40.1 27.4 28.0 2 0 0 1,342.7116
K_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 14 19.80% PYQYPALTPEQK 2 13 70.4 28.2 59.2 2 0 0 1,434.7265
K_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 14 19.80% PYQYPALTPEQKK 2 14 43.0 27.7 32.0 2 2 0 1,562.8215
K_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 14 19.80% GILAADESTGSIAK 29 42 79.3 28.7 76.8 2 0 0 1,332.7007
K_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 14 19.80% GILAADESTGSIAKR 29 43 68.2 27.8 48.5 1 0 0 1,488.8018
K_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 14 19.80% QLLLTADDR 61 69 27.2 28.7 18.0 2 0 0 1,044.5686
K_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 14 19.80% ADDGRPFPQVIK 88 99 27.2 27.9 18.0 2 0 0 1,342.7116
K_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 7 8 14 19.80% GVVPLAGTNGETTTQGLDGLSER 112 134 77.3 28.1 77.0 1 0 0 2,272.1419



K_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 6 10.40% PYQYPALTPEQK 2 13 52.8 28.0 44.8 2 0 0 1,434.7265
K_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 6 10.40% GILAADESTGSIAK 29 42 80.8 28.4 73.1 2 0 0 1,332.7007
K_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 6 10.40% ADDGRPFPQVIK 88 99 29.9 27.5 21.9 2 0 0 1,342.7116
L_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 11 20 32.70% GILAADESTGSIAK 29 42 86.6 28.5 78.3 2 0 0 1,332.7007
L_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 11 20 32.70% GILAADESTGSIAKR 29 43 69.9 27.2 51.0 2 0 0 1,488.8018
L_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 11 20 32.70% ADDGRPFPQVIK 88 99 36.9 27.5 19.1 2 0 0 1,342.7116
L_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 11 20 32.70% GVVPLAGTNGETTTQGLDGLSER 112 134 91.6 28.1 91.5 2 0 0 2,272.1419
L_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 11 20 32.70% IGEHTPSALAIMENANVLAR 154 173 65.4 28.0 39.1 0 2 0 2,123.0915
L_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 11 20 32.70% FSHEEIAMATVTALR 244 258 75.3 27.8 67.5 3 4 0 1,691.8422
L_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 11 20 32.70% ENLKAAQEEYVK 319 330 22.7 27.8 19.0 0 1 0 1,421.7271
L_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 11 20 32.70% YTPSGQAGAAASESLFVSNHAY 343 364 106.0 25.0 105.0 2 0 0 2,228.0253
L_08 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 5 5 9 16.20% PYQYPALTPEQK 2 13 48.0 28.2 36.0 2 0 0 1,434.7265
L_08 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 5 5 9 16.20% GILAADESTGSIAK 29 42 84.1 28.6 80.8 2 0 0 1,332.7007
L_08 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 5 5 9 16.20% GILAADESTGSIAKR 29 43 28.2 27.8 12.3 0 2 0 1,488.8018
L_08 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 5 5 9 16.20% ADDGRPFPQVIK 88 99 27.9 27.4 22.0 2 0 0 1,342.7116
L_08 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 5 5 9 16.20% IGEHTPSALAIMENANVLAR 154 173 22.5 27.9 8.3 0 1 0 2,123.0915
L_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 9.34% GILAADESTGSIAK 29 42 77.4 28.9 74.5 2 0 0 1,332.7007
L_09 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 9.34% IGEHTPSALAIMENANVLAR 154 173 36.3 28.1 15.1 0 1 0 2,123.0915
L_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 7.14% GILAADESTGSIAK 29 42 96.0 28.6 89.0 2 0 0 1,332.7007
L_10 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 7.14% ADDGRPFPQVIK 88 99 24.9 27.4 10.9 1 0 0 1,342.7116
L_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 6 10.40% PYQYPALTPEQK 2 13 54.2 28.1 42.8 2 0 0 1,434.7265
L_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 6 10.40% GILAADESTGSIAK 29 42 83.8 29.0 79.5 2 0 0 1,332.7007
L_13 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 6 10.40% ADDGRPFPQVIK 88 99 39.3 27.3 29.0 2 0 0 1,342.7116
L_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 5 9.62% PYQYPALTPEQK 2 13 34.0 28.2 25.5 1 0 0 1,434.7265
L_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 5 9.62% GILAADESTGSIAK 29 42 86.1 28.9 81.9 2 0 0 1,332.7007
L_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 5 9.62% QLLLTADDR 61 69 41.6 28.7 28.1 2 0 0 1,044.5686
L_16 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 6 16.50% GILAADESTGSIAK 29 42 77.7 28.9 72.5 2 0 0 1,332.7007
L_16 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 6 16.50% GILAADESTGSIAKR 29 43 42.7 27.6 35.2 1 0 0 1,488.8018
L_16 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 6 16.50% GVVPLAGTNGETTTQGLDGLSER 112 134 68.6 28.1 68.6 1 0 0 2,272.1419
L_16 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 6 16.50% YTPSGQAGAAASESLFVSNHAY 343 364 120.0 25.2 120.0 2 0 0 2,228.0253
M_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 12 23.40% PYQYPALTPEQK 2 13 48.9 28.2 37.1 2 0 0 1,434.7265
M_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 12 23.40% GILAADESTGSIAK 29 42 83.9 28.8 72.9 2 0 0 1,332.7007
M_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 12 23.40% GILAADESTGSIAKR 29 43 29.0 27.5 10.9 0 2 0 1,488.8018
M_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 12 23.40% GVVPLAGTNGETTTQGLDGLSER 112 134 81.0 27.8 80.3 2 0 0 2,272.1419
M_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 12 23.40% IGEHTPSALAIMENANVLAR 154 173 60.0 27.9 31.8 0 2 0 2,123.0915
M_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 6 12 23.40% FSHEEIAMATVTALR 244 258 66.5 27.8 51.5 2 0 0 1,691.8422
M_08 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 9.34% GILAADESTGSIAK 29 42 86.0 28.4 79.7 2 0 0 1,332.7007
M_08 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 9.34% IGEHTPSALAIMENANVLAR 154 173 32.4 27.9 19.2 0 1 0 2,123.0915
M_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 6.32% GILAADESTGSIAK 29 42 57.0 28.7 53.6 2 0 0 1,332.7007
M_11 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 6.32% QLLLTADDR 61 69 35.2 27.5 24.5 1 0 0 1,044.5686
N_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 6 14.60% PYQYPALTPEQK 2 13 45.5 28.1 34.4 2 0 0 1,434.7265
N_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 6 14.60% GILAADESTGSIAK 29 42 88.6 29.0 83.6 2 0 0 1,332.7007
N_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 6 14.60% ADDGRPFPQVIK 88 99 25.5 27.2 13.9 1 0 0 1,342.7116
N_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 4 6 14.60% FSHEEIAMATVTALR 244 258 24.0 28.0 19.1 0 1 0 1,691.8422
O_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 10 15 26.90% PYQYPALTPEQK 2 13 54.7 28.1 44.0 2 0 0 1,434.7265
O_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 10 15 26.90% GILAADESTGSIAK 29 42 84.5 28.5 82.3 2 0 0 1,332.7007
O_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 10 15 26.90% GILAADESTGSIAKR 29 43 30.8 27.2 26.9 1 1 0 1,488.8018
O_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 10 15 26.90% ADDGRPFPQVIK 88 99 23.2 27.4 12.9 1 0 0 1,342.7116
O_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 10 15 26.90% GVVPLAGTNGETTTQGLDGLSER 112 134 80.1 28.1 77.7 2 0 0 2,272.1419
O_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 10 15 26.90% IGEHTPSALAIMENANVLAR 154 173 47.2 28.2 22.9 0 2 0 2,123.0915
O_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 10 15 26.90% FSHEEIAMATVTALR 244 258 34.1 27.7 18.4 0 3 0 1,691.8422
O_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 8 10 15 26.90% FSHEEIAMATVTALRR 244 259 22.1 28.2 19.7 0 1 0 1,847.9433
O_08 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 7.14% PYQYPALTPEQK 2 13 36.1 28.1 30.3 1 0 0 1,434.7265
O_08 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 7.14% GILAADESTGSIAK 29 42 75.0 28.5 66.8 2 0 0 1,332.7007
P_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 7 11 26.40% PYQYPALTPEQK 2 13 43.2 28.1 31.0 1 0 0 1,434.7265
P_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 7 11 26.40% GILAADESTGSIAK 29 42 91.6 28.6 88.5 2 0 0 1,332.7007
P_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 7 11 26.40% ADDGRPFPQVIK 88 99 31.9 27.8 18.5 2 0 0 1,342.7116
P_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 7 11 26.40% GVVPLAGTNGETTTQGLDGLSER 112 134 72.2 27.8 72.1 1 2 0 2,272.1419
P_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 7 11 26.40% IGEHTPSALAIMENANVLAR 154 173 54.0 27.8 28.3 0 2 0 2,123.0915
P_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 6 7 11 26.40% FSHEEIAMATVTALR 244 258 29.6 28.0 11.3 0 1 0 1,691.8422
Q_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 5 10 19.80% GILAADESTGSIAK 29 42 86.8 29.0 79.1 2 0 0 1,332.7007
Q_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 5 10 19.80% GVVPLAGTNGETTTQGLDGLSER 112 134 108.0 27.8 108.0 2 0 0 2,272.1419
Q_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 5 10 19.80% IGEHTPSALAIMENANVLAR 154 173 49.5 28.2 30.4 0 2 0 2,123.0915
Q_07 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 4 5 10 19.80% FSHEEIAMATVTALR 244 258 70.1 28.0 56.8 2 2 0 1,691.8422
Q_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 5 9.62% PYQYPALTPEQK 2 13 37.0 28.3 30.2 1 0 0 1,434.7265
Q_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 5 9.62% GILAADESTGSIAK 29 42 75.7 29.0 70.0 2 0 0 1,332.7007
Q_14 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 3 3 5 9.62% QLLLTADDR 61 69 35.5 28.4 25.9 2 0 0 1,044.5686
Q_15 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 7.14% PYQYPALTPEQK 2 13 39.8 28.1 35.0 1 0 0 1,434.7265
Q_15 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 3 7.14% GILAADESTGSIAK 29 42 83.7 29.0 79.0 2 0 0 1,332.7007
Q_16 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 4 7.14% PYQYPALTPEQK 2 13 37.5 28.3 29.7 2 0 0 1,434.7265
Q_16 Fructose‐bisphosphate aldolase A ALDOA_HUMAN 39,421 2 2 4 7.14% GILAADESTGSIAK 29 42 75.7 28.9 72.8 2 0 0 1,332.7007
A_10 Aldose reductase ALDR_HUMAN 35,854 2 2 3 6.01% TTAQVLIR 244 251 38.2 26.8 2.1 2 0 0 901.5466
A_10 Aldose reductase ALDR_HUMAN 35,854 2 2 3 6.01% VCALLSCTSHK 298 308 36.3 26.2 26.6 1 0 0 1,275.6185
A_11 Aldose reductase ALDR_HUMAN 35,854 2 2 4 6.01% TTAQVLIR 244 251 54.4 26.4 27.3 2 0 0 901.5466
A_11 Aldose reductase ALDR_HUMAN 35,854 2 2 4 6.01% VCALLSCTSHK 298 308 28.4 26.5 17.9 2 0 0 1,275.6185
B_11 Aldose reductase ALDR_HUMAN 35,854 6 6 11 19.30% MPILGLGTWK 13 22 48.5 28.3 0.0 2 0 0 1,131.6234
B_11 Aldose reductase ALDR_HUMAN 35,854 6 6 11 19.30% REELFIVSK 70 78 39.0 25.8 27.1 2 0 0 1,120.6361
B_11 Aldose reductase ALDR_HUMAN 35,854 6 6 11 19.30% EELFIVSK 71 78 26.7 25.4 26.3 2 0 0 964.5350
B_11 Aldose reductase ALDR_HUMAN 35,854 6 6 11 19.30% YKPAVNQIECHPYLTQEK 178 195 26.5 27.8 20.9 0 2 0 2,218.0963
B_11 Aldose reductase ALDR_HUMAN 35,854 6 6 11 19.30% TTAQVLIRFPMQR 244 256 21.3 26.7 8.3 0 2 0 1,576.8630
B_11 Aldose reductase ALDR_HUMAN 35,854 6 6 11 19.30% VCALLSCTSHK 298 308 24.2 26.1 12.6 1 0 0 1,275.6185
D_17 Aldose reductase ALDR_HUMAN 35,854 4 4 6 12.00% SPPGQVTEAVK 23 33 26.5 25.4 22.6 2 0 0 1,112.5947
D_17 Aldose reductase ALDR_HUMAN 35,854 4 4 6 12.00% EELFIVSK 71 78 20.2 26.3 20.2 1 0 0 964.5350
D_17 Aldose reductase ALDR_HUMAN 35,854 4 4 6 12.00% TTAQVLIR 244 251 60.7 28.1 33.5 2 0 0 901.5466
D_17 Aldose reductase ALDR_HUMAN 35,854 4 4 6 12.00% VCALLSCTSHK 298 308 25.9 26.4 12.9 1 0 0 1,275.6185
E_16 Aldose reductase ALDR_HUMAN 35,854 2 2 3 5.70% MPILGLGTWK 13 22 26.7 28.7 0.0 1 0 0 1,131.6234
E_16 Aldose reductase ALDR_HUMAN 35,854 2 2 3 5.70% TTAQVLIR 244 251 43.2 28.1 18.2 2 0 0 901.5466
G_13 Aldose reductase ALDR_HUMAN 35,854 2 2 3 2.85% REELFIVSK 70 78 42.8 26.1 27.0 2 0 0 1,120.6361
G_13 Aldose reductase ALDR_HUMAN 35,854 2 2 3 2.85% EELFIVSK 71 78 20.4 27.0 15.7 1 0 0 964.5350
C_19 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 3 1.85% ANILYAWAR 130 138 40.0 28.0 32.6 2 0 0 1,077.5839
C_19 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 3 1.85% IVQFSPSGK 656 664 22.5 28.0 0.0 1 0 0 962.5306
C_20 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 4 1.75% ANILYAWAR 130 138 38.2 27.5 32.7 2 0 0 1,077.5839
C_20 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 4 1.75% NNLVIFHR 523 530 40.9 25.0 30.1 2 0 0 1,012.5686
C_22 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 2 1.75% ANILYAWAR 130 138 21.5 27.6 15.4 1 0 0 1,077.5839
C_22 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 2 1.75% NNLVIFHR 523 530 29.3 25.0 19.1 1 0 0 1,012.5686
G_15 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 3 1.75% NNLVIFHR 523 530 18.8 25.0 16.2 1 0 0 1,012.5686
G_15 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 3 1.75% EGPVLILGR 611 619 27.8 25.0 19.6 2 0 0 953.5780
I_09 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 2 1.85% ANILYAWAR 130 138 31.0 27.4 24.4 1 0 0 1,077.5839
I_09 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 2 1.85% NGQWTLIGR 252 260 28.4 28.7 20.2 1 0 0 1,044.5586
I_16 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 3 1.85% ANILYAWAR 130 138 60.0 27.6 47.8 2 0 0 1,077.5839
I_16 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 3 1.85% NGQWTLIGR 252 260 22.7 27.7 21.9 1 0 0 1,044.5586
I_18 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 3 1.85% ANILYAWAR 130 138 26.4 27.6 18.4 2 0 0 1,077.5839
I_18 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 3 1.85% NGQWTLIGR 252 260 38.9 28.7 31.0 1 0 0 1,044.5586
J_16 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 2 1.75% ANILYAWAR 130 138 25.2 27.9 14.2 1 0 0 1,077.5839
J_16 Peptidyl‐glycine alpha‐amidating monooxygenase AMD_HUMAN 108,333 2 2 2 1.75% IPLLQQPK 371 378 16.1 25.0 13.9 1 0 0 936.5879
A_17 Aminopeptidase B AMPB_HUMAN 72,597 6 6 10 12.50% RPLHSAQAVDVASASNFR 15 32 22.2 26.9 13.9 0 1 0 1,925.9939
A_17 Aminopeptidase B AMPB_HUMAN 72,597 6 6 10 12.50% AEFGPPGPGAGSR 45 57 51.5 25.4 45.2 2 0 0 1,199.5805
A_17 Aminopeptidase B AMPB_HUMAN 72,597 6 6 10 12.50% GLSGTAVLDLR 58 68 50.8 27.9 33.2 2 0 0 1,101.6264
A_17 Aminopeptidase B AMPB_HUMAN 72,597 6 6 10 12.50% CLEPEGAAELR 69 79 37.8 25.3 28.2 2 0 0 1,244.5941
A_17 Aminopeptidase B AMPB_HUMAN 72,597 6 6 10 12.50% KPFVYTQGQAVLNR 163 176 21.0 26.9 12.8 0 1 0 1,620.8857
A_17 Aminopeptidase B AMPB_HUMAN 72,597 6 6 10 12.50% QHMDITGEENPLNK 381 394 26.8 25.0 21.7 0 2 0 1,641.7540
A_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 14 13.80% RPLHSAQAVDVASASNFR 15 32 56.8 27.1 50.1 0 2 0 1,925.9939



A_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 14 13.80% AEFGPPGPGAGSR 45 57 43.2 25.3 30.4 2 0 0 1,199.5805
A_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 14 13.80% CLEPEGAAELR 69 79 39.0 25.0 32.4 2 0 0 1,244.5941
A_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 14 13.80% LQVLLTYR 136 143 52.0 25.0 50.1 2 0 0 1,005.6092
A_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 14 13.80% KPFVYTQGQAVLNR 163 176 37.2 26.9 32.9 0 2 0 1,620.8857
A_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 14 13.80% VWAEPCLIDAAK 249 260 31.2 27.0 22.2 2 0 0 1,372.6931
A_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 14 13.80% QHMDITGEENPLNK 381 394 35.1 25.0 31.6 0 2 0 1,641.7540
B_17 Aminopeptidase B AMPB_HUMAN 72,597 3 3 5 6.31% LDSHPCLEVTAAALR 80 94 26.6 27.7 20.1 0 2 0 1,652.8426
B_17 Aminopeptidase B AMPB_HUMAN 72,597 3 3 5 6.31% KPFVYTQGQAVLNR 163 176 21.5 27.0 17.3 0 2 0 1,620.8857
B_17 Aminopeptidase B AMPB_HUMAN 72,597 3 3 5 6.31% VWAEPCLIDAAK 249 260 27.8 27.1 10.3 1 0 0 1,372.6931
B_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 13 12.80% AEFGPPGPGAGSR 45 57 37.5 25.7 28.3 2 0 0 1,199.5805
B_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 13 12.80% GLSGTAVLDLR 58 68 56.1 28.5 38.9 2 0 0 1,101.6264
B_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 13 12.80% CLEPEGAAELR 69 79 38.7 25.2 19.0 2 0 0 1,244.5941
B_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 13 12.80% KPFVYTQGQAVLNR 163 176 36.6 26.9 34.4 0 2 0 1,620.8857
B_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 13 12.80% VWAEPCLIDAAK 249 260 48.5 26.8 33.1 2 0 0 1,372.6931
B_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 13 12.80% TYQLVYFLDK 532 541 36.0 28.2 27.2 1 0 0 1,289.6777
B_18 Aminopeptidase B AMPB_HUMAN 72,597 7 7 13 12.80% LGDTYPSISNAR 556 567 37.6 27.9 29.1 2 0 0 1,293.6434
C_17 Aminopeptidase B AMPB_HUMAN 72,597 2 2 3 3.38% GLSGTAVLDLR 58 68 44.9 27.8 30.9 2 0 0 1,101.6264
C_17 Aminopeptidase B AMPB_HUMAN 72,597 2 2 3 3.38% CLEPEGAAELR 69 79 19.7 25.3 10.9 1 0 0 1,244.5941
C_18 Aminopeptidase B AMPB_HUMAN 72,597 2 2 3 2.92% CLEPEGAAELR 69 79 29.6 25.0 25.2 1 0 0 1,244.5941
C_18 Aminopeptidase B AMPB_HUMAN 72,597 2 2 3 2.92% LQVLLTYR 136 143 48.6 25.0 48.3 2 0 0 1,005.6092
D_24 Aminopeptidase B AMPB_HUMAN 72,597 9 9 15 16.30% LDSHPCLEVTAAALR 80 94 29.1 28.1 21.7 0 2 0 1,652.8426
D_24 Aminopeptidase B AMPB_HUMAN 72,597 9 9 15 16.30% LQVLLTYR 136 143 43.1 25.0 41.5 2 0 0 1,005.6092
D_24 Aminopeptidase B AMPB_HUMAN 72,597 9 9 15 16.30% VGEGPGVCWLAPEQTAGK 144 161 34.2 26.7 34.2 1 0 0 1,855.9010
D_24 Aminopeptidase B AMPB_HUMAN 72,597 9 9 15 16.30% AFFPCFDTPAVK 177 188 52.0 25.8 38.9 2 0 0 1,399.6716
D_24 Aminopeptidase B AMPB_HUMAN 72,597 9 9 15 16.30% LFGPYVWGR 277 285 32.0 26.4 21.7 2 0 0 1,094.5782
D_24 Aminopeptidase B AMPB_HUMAN 72,597 9 9 15 16.30% VDIIPGFEFDR 471 481 27.3 27.6 15.5 1 0 0 1,307.6632
D_24 Aminopeptidase B AMPB_HUMAN 72,597 9 9 15 16.30% AIEAVAISPWK 521 531 50.7 26.1 37.8 2 0 0 1,184.6674
D_24 Aminopeptidase B AMPB_HUMAN 72,597 9 9 15 16.30% TYQLVYFLDK 532 541 46.4 28.7 28.1 1 0 0 1,289.6777
D_24 Aminopeptidase B AMPB_HUMAN 72,597 9 9 15 16.30% LGDTYPSISNAR 556 567 42.7 27.9 32.4 2 0 0 1,293.6434
E_24 Aminopeptidase B AMPB_HUMAN 72,597 5 5 10 8.46% AEFGPPGPGAGSR 45 57 33.7 25.1 25.5 2 0 0 1,199.5805
E_24 Aminopeptidase B AMPB_HUMAN 72,597 5 5 10 8.46% GLSGTAVLDLR 58 68 65.7 28.4 47.2 2 0 0 1,101.6264
E_24 Aminopeptidase B AMPB_HUMAN 72,597 5 5 10 8.46% LQVLLTYR 136 143 34.6 25.0 29.7 2 0 0 1,005.6092
E_24 Aminopeptidase B AMPB_HUMAN 72,597 5 5 10 8.46% AIEAVAISPWK 521 531 43.1 26.7 42.4 2 0 0 1,184.6674
E_24 Aminopeptidase B AMPB_HUMAN 72,597 5 5 10 8.46% LGDTYPSISNAR 556 567 34.8 27.9 30.2 2 0 0 1,293.6434
L_10 Aminopeptidase B AMPB_HUMAN 72,597 6 6 8 11.70% RPLHSAQAVDVASASNFR 15 32 40.9 26.5 33.6 0 1 0 1,925.9939
L_10 Aminopeptidase B AMPB_HUMAN 72,597 6 6 8 11.70% AEFGPPGPGAGSR 45 57 51.6 26.1 42.6 1 0 0 1,199.5805
L_10 Aminopeptidase B AMPB_HUMAN 72,597 6 6 8 11.70% CLEPEGAAELR 69 79 25.2 25.7 18.2 1 0 0 1,244.5941
L_10 Aminopeptidase B AMPB_HUMAN 72,597 6 6 8 11.70% LDSHPCLEVTAAALR 80 94 22.5 27.8 21.3 0 1 0 1,652.8426
L_10 Aminopeptidase B AMPB_HUMAN 72,597 6 6 8 11.70% LQVLLTYR 136 143 34.8 25.0 25.1 2 0 0 1,005.6092
L_10 Aminopeptidase B AMPB_HUMAN 72,597 6 6 8 11.70% AIEAVAISPWK 521 531 51.8 26.2 45.5 2 0 0 1,184.6674
L_11 Aminopeptidase B AMPB_HUMAN 72,597 2 2 4 2.92% GLSGTAVLDLR 58 68 58.2 27.9 39.7 2 0 0 1,101.6264
L_11 Aminopeptidase B AMPB_HUMAN 72,597 2 2 4 2.92% LQVLLTYR 136 143 35.2 25.0 27.7 2 0 0 1,005.6092
M_10 Aminopeptidase B AMPB_HUMAN 72,597 4 4 5 6.77% AEFGPPGPGAGSR 45 57 22.4 26.2 17.8 1 0 0 1,199.5805
M_10 Aminopeptidase B AMPB_HUMAN 72,597 4 4 5 6.77% GLSGTAVLDLR 58 68 47.2 27.9 32.4 1 0 0 1,101.6264
M_10 Aminopeptidase B AMPB_HUMAN 72,597 4 4 5 6.77% LQVLLTYR 136 143 27.4 25.0 27.2 2 0 0 1,005.6092
M_10 Aminopeptidase B AMPB_HUMAN 72,597 4 4 5 6.77% LGDTYPSISNAR 556 567 28.5 27.8 21.6 1 0 0 1,293.6434
N_10 Aminopeptidase B AMPB_HUMAN 72,597 3 3 4 4.92% AEFGPPGPGAGSR 45 57 29.8 25.8 23.3 1 0 0 1,199.5805
N_10 Aminopeptidase B AMPB_HUMAN 72,597 3 3 4 4.92% GLSGTAVLDLR 58 68 41.2 28.1 40.3 2 0 0 1,101.6264
N_10 Aminopeptidase B AMPB_HUMAN 72,597 3 3 4 4.92% LQVLLTYR 136 143 28.2 25.0 20.9 1 0 0 1,005.6092
O_10 Aminopeptidase B AMPB_HUMAN 72,597 3 3 5 4.92% AEFGPPGPGAGSR 45 57 20.9 25.7 19.7 1 0 0 1,199.5805
O_10 Aminopeptidase B AMPB_HUMAN 72,597 3 3 5 4.92% GLSGTAVLDLR 58 68 49.9 27.9 38.5 2 0 0 1,101.6264
O_10 Aminopeptidase B AMPB_HUMAN 72,597 3 3 5 4.92% LQVLLTYR 136 143 31.3 25.0 23.0 2 0 0 1,005.6092
P_10 Aminopeptidase B AMPB_HUMAN 72,597 4 4 7 7.69% AEFGPPGPGAGSR 45 57 45.4 25.7 40.3 2 0 0 1,199.5805
P_10 Aminopeptidase B AMPB_HUMAN 72,597 4 4 7 7.69% GLSGTAVLDLR 58 68 48.0 27.9 40.6 2 0 0 1,101.6264
P_10 Aminopeptidase B AMPB_HUMAN 72,597 4 4 7 7.69% QHMDITGEENPLNK 381 394 26.5 25.0 12.9 0 1 0 1,641.7540
P_10 Aminopeptidase B AMPB_HUMAN 72,597 4 4 7 7.69% LGDTYPSISNAR 556 567 38.1 27.8 38.1 2 0 0 1,293.6434
Q_10 Aminopeptidase B AMPB_HUMAN 72,597 3 3 6 5.54% AEFGPPGPGAGSR 45 57 29.9 25.8 27.5 2 0 0 1,199.5805
Q_10 Aminopeptidase B AMPB_HUMAN 72,597 3 3 6 5.54% GLSGTAVLDLR 58 68 47.7 28.0 40.3 2 0 0 1,101.6264
Q_10 Aminopeptidase B AMPB_HUMAN 72,597 3 3 6 5.54% LGDTYPSISNAR 556 567 37.7 27.9 31.1 2 0 0 1,293.6434
A_14 Cytosol aminopeptidase AMPL_HUMAN 56,168 3 3 5 7.32% GSPNANEPPLVFVGK 268 282 40.0 27.5 29.1 2 0 0 1,525.8010
A_14 Cytosol aminopeptidase AMPL_HUMAN 56,168 3 3 5 7.32% GITFDSGGISIK 283 294 38.6 27.1 35.2 2 0 0 1,194.6367
A_14 Cytosol aminopeptidase AMPL_HUMAN 56,168 3 3 5 7.32% LFEASIETGDR 418 428 30.4 26.6 28.3 1 0 0 1,237.6060
A_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 11 14.30% GVLFASGQNLAR 189 200 78.9 28.2 38.8 2 0 0 1,232.6746
A_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 11 14.30% GSPNANEPPLVFVGK 268 282 52.6 27.9 35.9 2 0 0 1,525.8010
A_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 11 14.30% TIQVDNTDAEGR 357 368 40.2 25.0 29.3 1 0 0 1,318.6235
A_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 11 14.30% QVVDCQLADVNNIGK 441 455 76.5 27.8 64.8 2 0 0 1,672.8325
A_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 11 14.30% SAGACTAAAFLK 458 469 50.8 26.4 34.6 2 0 0 1,167.5827
A_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 11 14.30% TLIEFLLR 506 513 48.2 25.0 24.9 2 0 0 1,004.6140
B_14 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 5 10.80% GSPNANEPPLVFVGK 268 282 30.6 28.0 25.5 1 0 0 1,525.8010
B_14 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 5 10.80% GITFDSGGISIK 283 294 39.3 28.0 30.6 2 0 0 1,194.6367
B_14 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 5 10.80% ADMGGAATICSAIVSAAK 304 321 50.7 26.3 50.7 1 0 0 1,709.8198
B_14 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 5 10.80% LFEASIETGDR 418 428 23.3 26.6 23.3 1 0 0 1,237.6060
B_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 7 9.25% QLMETPANEMTPTR 201 214 33.1 25.0 24.3 1 0 0 1,650.7464
B_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 7 9.25% GSPNANEPPLVFVGK 268 282 53.5 28.0 42.4 2 0 0 1,525.8010
B_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 7 9.25% LFEASIETGDR 418 428 36.2 26.5 29.3 2 0 0 1,237.6060
B_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 7 9.25% TLIEFLLR 506 513 34.0 25.0 20.6 2 0 0 1,004.6140
C_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 3 3 5 6.17% GVLFASGQNLAR 189 200 66.5 28.0 29.4 1 0 0 1,232.6746
C_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 3 3 5 6.17% GITFDSGGISIK 283 294 31.3 27.1 24.4 2 0 0 1,194.6367
C_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 3 3 5 6.17% TLIEFLLR 506 513 34.5 25.0 21.5 2 0 0 1,004.6140
D_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 8 8 14 19.80% GLVLGIYSK 35 43 44.7 25.0 36.2 2 0 0 949.5718
D_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 8 8 14 19.80% EKEDDVPQFTSAGENFDK 44 61 24.1 25.0 24.1 0 1 0 2,055.9144
D_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 8 8 14 19.80% GSPNANEPPLVFVGK 268 282 62.2 27.7 54.5 2 0 0 1,525.8010
D_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 8 8 14 19.80% GITFDSGGISIK 283 294 44.9 27.8 27.6 2 0 0 1,194.6367
D_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 8 8 14 19.80% ADMGGAATICSAIVSAAK 304 321 34.5 26.1 29.2 0 1 0 1,709.8198
D_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 8 8 14 19.80% LFEASIETGDR 418 428 60.5 26.1 46.3 2 0 0 1,237.6060
D_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 8 8 14 19.80% SAGACTAAAFLK 458 469 45.8 26.6 39.1 2 0 0 1,167.5827
D_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 8 8 14 19.80% TLIEFLLR 506 513 33.2 25.0 20.0 2 0 0 1,004.6140
E_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 12 13.70% GLVLGIYSK 35 43 42.7 25.0 33.9 2 0 0 949.5718
E_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 12 13.70% GVLFASGQNLAR 189 200 71.5 28.4 23.4 2 0 0 1,232.6746
E_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 12 13.70% GSPNANEPPLVFVGK 268 282 31.3 27.7 19.2 2 0 0 1,525.8010
E_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 12 13.70% GITFDSGGISIK 283 294 32.7 28.1 26.1 2 0 0 1,194.6367
E_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 12 13.70% LFEASIETGDR 418 428 54.0 26.0 37.3 2 0 0 1,237.6060
E_21 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 12 13.70% SAGACTAAAFLK 458 469 57.4 26.7 57.4 2 0 0 1,167.5827
F_14 Cytosol aminopeptidase AMPL_HUMAN 56,168 2 2 2 4.62% GVLFASGQNLAR 189 200 57.9 28.5 33.8 1 0 0 1,232.6746
F_14 Cytosol aminopeptidase AMPL_HUMAN 56,168 2 2 2 4.62% GITFDSGGISIK 283 294 28.0 28.0 28.0 1 0 0 1,194.6367
F_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 8 9.06% GVLFASGQNLAR 189 200 74.4 28.5 38.9 2 0 0 1,232.6746
F_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 8 9.06% GSPNANEPPLVFVGK 268 282 50.6 27.9 38.1 2 0 0 1,525.8010
F_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 8 9.06% GITFDSGGISIK 283 294 50.6 27.1 43.4 2 0 0 1,194.6367
F_15 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 8 9.06% TLIEFLLR 506 513 41.1 25.0 17.1 2 0 0 1,004.6140
F_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 9 10 18 24.50% AAGIDEQENWHEGKENIR 105 122 44.2 25.0 44.1 0 2 0 2,095.9793
F_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 9 10 18 24.50% LYGSGDQEAWQK 177 188 51.4 25.0 42.4 2 0 0 1,381.6384
F_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 9 10 18 24.50% GVLFASGQNLAR 189 200 78.7 28.5 38.6 2 0 0 1,232.6746
F_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 9 10 18 24.50% QLMETPANEMTPTR 201 214 81.3 25.2 69.7 3 0 0 1,618.7565
F_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 9 10 18 24.50% GSPNANEPPLVFVGK 268 282 52.6 27.9 42.6 2 0 0 1,525.8010
F_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 9 10 18 24.50% ADMGGAATICSAIVSAAK 304 321 89.4 27.3 89.4 2 0 0 1,693.8249
F_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 9 10 18 24.50% LFEASIETGDR 418 428 69.1 26.0 66.3 2 0 0 1,237.6060
F_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 9 10 18 24.50% QVVDCQLADVNNIGK 441 455 84.5 27.8 77.6 2 0 0 1,672.8325
F_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 9 10 18 24.50% SAGACTAAAFLK 458 469 44.3 26.9 39.3 1 0 0 1,167.5827
G_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 13 15.20% LYGSGDQEAWQK 177 188 49.5 25.0 42.1 2 0 0 1,381.6384
G_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 13 15.20% GVLFASGQNLAR 189 200 54.6 28.4 30.0 1 0 0 1,232.6746
G_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 13 15.20% QLMETPANEMTPTR 201 214 42.2 25.0 33.0 4 0 0 1,650.7464
G_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 13 15.20% GSPNANEPPLVFVGK 268 282 38.2 27.5 32.9 2 0 0 1,525.8010



G_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 13 15.20% LFEASIETGDR 418 428 67.6 26.6 60.9 2 0 0 1,237.6060
G_16 Cytosol aminopeptidase AMPL_HUMAN 56,168 6 6 13 15.20% QVVDCQLADVNNIGK 441 455 66.4 28.1 60.8 2 0 0 1,672.8325
H_13 Cytosol aminopeptidase AMPL_HUMAN 56,168 3 3 5 8.09% GSPNANEPPLVFVGK 268 282 35.6 27.5 28.6 2 0 0 1,525.8010
H_13 Cytosol aminopeptidase AMPL_HUMAN 56,168 3 3 5 8.09% GITFDSGGISIK 283 294 24.4 28.0 21.0 2 0 0 1,194.6367
H_13 Cytosol aminopeptidase AMPL_HUMAN 56,168 3 3 5 8.09% QVVDCQLADVNNIGK 441 455 45.1 27.8 38.1 1 0 0 1,672.8325
L_08 Cytosol aminopeptidase AMPL_HUMAN 56,168 5 5 7 11.40% GVLFASGQNLAR 189 200 47.9 28.5 25.9 1 0 0 1,232.6746
L_08 Cytosol aminopeptidase AMPL_HUMAN 56,168 5 5 7 11.40% GSPNANEPPLVFVGK 268 282 34.2 27.6 27.2 2 0 0 1,525.8010
L_08 Cytosol aminopeptidase AMPL_HUMAN 56,168 5 5 7 11.40% GITFDSGGISIK 283 294 35.5 28.0 29.4 2 0 0 1,194.6367
L_08 Cytosol aminopeptidase AMPL_HUMAN 56,168 5 5 7 11.40% SAGACTAAAFLK 458 469 28.2 26.0 25.7 1 0 0 1,167.5827
L_08 Cytosol aminopeptidase AMPL_HUMAN 56,168 5 5 7 11.40% TLIEFLLR 506 513 30.1 25.0 14.1 1 0 0 1,004.6140
L_09 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 6 8.29% GVLFASGQNLAR 189 200 68.8 28.5 34.2 2 0 0 1,232.6746
L_09 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 6 8.29% LFEASIETGDR 418 428 55.3 26.6 48.0 2 0 0 1,237.6060
L_09 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 6 8.29% SAGACTAAAFLK 458 469 37.1 26.4 32.4 1 0 0 1,167.5827
L_09 Cytosol aminopeptidase AMPL_HUMAN 56,168 4 4 6 8.29% TLIEFLLR 506 513 44.0 25.0 22.8 1 0 0 1,004.6140
M_08 Cytosol aminopeptidase AMPL_HUMAN 56,168 2 2 2 4.62% GVLFASGQNLAR 189 200 43.9 28.4 20.1 1 0 0 1,232.6746
M_08 Cytosol aminopeptidase AMPL_HUMAN 56,168 2 2 2 4.62% SAGACTAAAFLK 458 469 27.0 26.6 15.9 1 0 0 1,167.5827
B_16 Methionine aminopeptidase 2 AMPM2_HUMAN 52,892 2 2 2 5.23% SKGPSAAGEQEPDKESGASVDEVAR 45 69 31.9 25.8 28.5 0 1 0 2,501.1752
B_16 Methionine aminopeptidase 2 AMPM2_HUMAN 52,892 2 2 2 5.23% GPSAAGEQEPDKESGASVDEVAR 47 69 36.8 25.0 29.7 0 1 0 2,286.0482
H_14 Methionine aminopeptidase 2 AMPM2_HUMAN 52,892 2 2 3 5.23% SKGPSAAGEQEPDKESGASVDEVAR 45 69 44.1 25.8 44.1 0 1 0 2,501.1752
H_14 Methionine aminopeptidase 2 AMPM2_HUMAN 52,892 2 2 3 5.23% GPSAAGEQEPDKESGASVDEVAR 47 69 64.7 25.0 63.0 0 2 0 2,286.0482
A_24 Aminopeptidase N AMPN_HUMAN 109,542 7 7 11 8.48% EATDVIIIHSK 115 125 35.4 25.0 33.5 2 0 0 1,225.6788
A_24 Aminopeptidase N AMPN_HUMAN 109,542 7 7 11 8.48% DLTALSNMLPK 242 252 44.5 29.1 32.8 2 0 0 1,218.6401
A_24 Aminopeptidase N AMPN_HUMAN 109,542 7 7 11 8.48% ENSLLFDPLSSSSSNK 364 379 74.0 26.9 72.7 2 0 0 1,724.8337
A_24 Aminopeptidase N AMPN_HUMAN 109,542 7 7 11 8.48% DLMVLNDVYR 433 442 49.8 27.4 44.8 2 0 0 1,253.6196
A_24 Aminopeptidase N AMPN_HUMAN 109,542 7 7 11 8.48% SIQLPTTVR 529 537 30.0 27.3 12.3 1 0 0 1,014.5943
A_24 Aminopeptidase N AMPN_HUMAN 109,542 7 7 11 8.48% AQIINDAFNLASAHK 659 673 49.0 27.1 42.3 1 0 0 1,612.8442
A_24 Aminopeptidase N AMPN_HUMAN 109,542 7 7 11 8.48% QVTPLFIHFR 725 734 23.1 27.5 13.7 1 0 0 1,257.7103
A_25 Aminopeptidase N AMPN_HUMAN 109,542 4 4 6 4.86% EATDVIIIHSK 115 125 41.1 25.5 28.8 2 0 0 1,225.6788
A_25 Aminopeptidase N AMPN_HUMAN 109,542 4 4 6 4.86% DLTALSNMLPK 242 252 58.7 29.1 38.5 2 0 0 1,218.6401
A_25 Aminopeptidase N AMPN_HUMAN 109,542 4 4 6 4.86% ENSLLFDPLSSSSSNK 364 379 53.8 27.1 48.2 1 0 0 1,724.8337
A_25 Aminopeptidase N AMPN_HUMAN 109,542 4 4 6 4.86% VNYDEENWR 632 640 25.1 25.0 25.1 1 0 0 1,224.5279
B_24 Aminopeptidase N AMPN_HUMAN 109,542 4 5 9 4.76% DLTALSNMLPK 242 252 53.1 28.8 26.6 2 0 0 1,218.6401
B_24 Aminopeptidase N AMPN_HUMAN 109,542 4 5 9 4.76% ENSLLFDPLSSSSSNK 364 379 77.9 26.9 72.3 2 0 0 1,724.8337
B_24 Aminopeptidase N AMPN_HUMAN 109,542 4 5 9 4.76% DLMVLNDVYR 433 442 40.4 27.4 36.7 3 0 0 1,253.6196
B_24 Aminopeptidase N AMPN_HUMAN 109,542 4 5 9 4.76% VNYDEENWR 632 640 45.0 25.0 38.0 2 0 0 1,224.5279
B_25 Aminopeptidase N AMPN_HUMAN 109,542 3 3 5 3.62% ENSLLFDPLSSSSSNK 364 379 69.6 27.2 65.7 2 0 0 1,724.8337
B_25 Aminopeptidase N AMPN_HUMAN 109,542 3 3 5 3.62% DLMVLNDVYR 433 442 34.2 27.3 34.2 2 0 0 1,253.6196
B_25 Aminopeptidase N AMPN_HUMAN 109,542 3 3 5 3.62% SIQLPTTVR 529 537 23.5 26.7 0.0 1 0 0 1,014.5943
C_24 Aminopeptidase N AMPN_HUMAN 109,542 10 12 22 13.20% VVATTQMQAADAR 206 218 42.2 27.8 11.5 2 0 0 1,361.6842
C_24 Aminopeptidase N AMPN_HUMAN 109,542 10 12 22 13.20% DLTALSNMLPK 242 252 52.1 28.8 35.8 4 0 0 1,218.6401
C_24 Aminopeptidase N AMPN_HUMAN 109,542 10 12 22 13.20% ENSLLFDPLSSSSSNK 364 379 43.7 27.0 37.5 2 0 0 1,724.8337
C_24 Aminopeptidase N AMPN_HUMAN 109,542 10 12 22 13.20% DLMVLNDVYR 433 442 33.0 27.5 26.9 2 0 0 1,237.6246
C_24 Aminopeptidase N AMPN_HUMAN 109,542 10 12 22 13.20% MLSSFLSEDVFK 486 497 42.5 26.5 27.3 1 0 0 1,418.6873
C_24 Aminopeptidase N AMPN_HUMAN 109,542 10 12 22 13.20% QQQDYWLIDVR 596 606 40.7 28.0 31.6 2 0 0 1,463.7279
C_24 Aminopeptidase N AMPN_HUMAN 109,542 10 12 22 13.20% AQIINDAFNLASAHK 659 673 67.7 27.7 64.8 2 2 0 1,612.8442
C_24 Aminopeptidase N AMPN_HUMAN 109,542 10 12 22 13.20% QWMENPNNNPIHPNLR 778 793 22.6 26.1 19.2 0 2 0 1,989.9349
C_24 Aminopeptidase N AMPN_HUMAN 109,542 10 12 22 13.20% YLSYTLNPDLIR 844 855 37.7 27.2 37.7 2 0 0 1,467.7843
C_24 Aminopeptidase N AMPN_HUMAN 109,542 10 12 22 13.20% EVVLQWFTENSK 956 967 47.7 28.6 28.6 1 0 0 1,479.7478
C_25 Aminopeptidase N AMPN_HUMAN 109,542 11 13 22 12.10% EATDVIIIHSK 115 125 47.9 25.0 42.5 2 0 0 1,225.6788
C_25 Aminopeptidase N AMPN_HUMAN 109,542 11 13 22 12.10% GVGGSQPPDIDK 141 152 22.3 27.0 10.6 1 0 0 1,169.5800
C_25 Aminopeptidase N AMPN_HUMAN 109,542 11 13 22 12.10% VVATTQMQAADAR 206 218 70.4 28.0 55.0 2 0 0 1,361.6842
C_25 Aminopeptidase N AMPN_HUMAN 109,542 11 13 22 12.10% DLTALSNMLPK 242 252 53.4 29.0 40.2 4 0 0 1,218.6401
C_25 Aminopeptidase N AMPN_HUMAN 109,542 11 13 22 12.10% ENSLLFDPLSSSSSNK 364 379 40.0 26.9 35.0 2 0 0 1,724.8337
C_25 Aminopeptidase N AMPN_HUMAN 109,542 11 13 22 12.10% ENSLLFDPLSSSSSNKER 364 381 27.9 26.9 20.1 0 1 0 2,009.9774
C_25 Aminopeptidase N AMPN_HUMAN 109,542 11 13 22 12.10% DLMVLNDVYR 433 442 46.8 27.4 41.8 4 0 0 1,253.6196
C_25 Aminopeptidase N AMPN_HUMAN 109,542 11 13 22 12.10% MLSSFLSEDVFK 486 497 29.8 26.1 26.0 1 0 0 1,418.6873
C_25 Aminopeptidase N AMPN_HUMAN 109,542 11 13 22 12.10% QQQDYWLIDVR 596 606 28.3 28.0 14.8 2 0 0 1,463.7279
C_25 Aminopeptidase N AMPN_HUMAN 109,542 11 13 22 12.10% VNYDEENWR 632 640 33.0 25.0 27.6 2 0 0 1,224.5279
C_25 Aminopeptidase N AMPN_HUMAN 109,542 11 13 22 12.10% DHSAIPVINR 649 658 28.4 27.6 17.4 1 0 0 1,121.6062
E_26 Aminopeptidase N AMPN_HUMAN 109,542 2 2 2 1.96% DLMVLNDVYR 433 442 21.8 27.1 20.0 1 0 0 1,253.6196
E_26 Aminopeptidase N AMPN_HUMAN 109,542 2 2 2 1.96% SIQLPTTVR 529 537 24.2 27.9 0.3 1 0 0 1,014.5943
E_28 Aminopeptidase N AMPN_HUMAN 109,542 6 6 9 6.93% EATDVIIIHSK 115 125 44.1 25.5 35.8 2 0 0 1,225.6788
E_28 Aminopeptidase N AMPN_HUMAN 109,542 6 6 9 6.93% VVATTQMQAADAR 206 218 61.7 27.8 40.1 2 0 0 1,361.6842
E_28 Aminopeptidase N AMPN_HUMAN 109,542 6 6 9 6.93% DLTALSNMLPK 242 252 28.9 28.8 13.9 1 0 0 1,218.6401
E_28 Aminopeptidase N AMPN_HUMAN 109,542 6 6 9 6.93% DLMVLNDVYR 433 442 27.7 27.1 23.0 1 0 0 1,253.6196
E_28 Aminopeptidase N AMPN_HUMAN 109,542 6 6 9 6.93% DHSAIPVINR 649 658 22.8 27.6 13.4 1 0 0 1,121.6062
E_28 Aminopeptidase N AMPN_HUMAN 109,542 6 6 9 6.93% YLSYTLNPDLIR 844 855 60.6 26.7 59.8 2 0 0 1,467.7843
E_29 Aminopeptidase N AMPN_HUMAN 109,542 6 7 13 7.14% EATDVIIIHSK 115 125 34.7 25.5 27.7 2 0 0 1,225.6788
E_29 Aminopeptidase N AMPN_HUMAN 109,542 6 7 13 7.14% VVATTQMQAADAR 206 218 80.8 27.9 62.5 2 0 0 1,361.6842
E_29 Aminopeptidase N AMPN_HUMAN 109,542 6 7 13 7.14% DLTALSNMLPK 242 252 46.6 28.8 25.5 3 0 0 1,218.6401
E_29 Aminopeptidase N AMPN_HUMAN 109,542 6 7 13 7.14% MLSSFLSEDVFK 486 497 59.0 26.5 48.5 2 0 0 1,418.6873
E_29 Aminopeptidase N AMPN_HUMAN 109,542 6 7 13 7.14% DHSAIPVINR 649 658 29.5 27.6 11.9 2 0 0 1,121.6062
E_29 Aminopeptidase N AMPN_HUMAN 109,542 6 7 13 7.14% YLSYTLNPDLIR 844 855 67.0 26.8 65.8 2 0 0 1,467.7843
H_21 Aminopeptidase N AMPN_HUMAN 109,542 3 4 6 3.83% DLTALSNMLPK 242 252 37.6 28.7 19.2 1 0 0 1,202.6451
H_21 Aminopeptidase N AMPN_HUMAN 109,542 3 4 6 3.83% ENSLLFDPLSSSSSNK 364 379 64.0 27.0 62.4 2 0 0 1,724.8337
H_21 Aminopeptidase N AMPN_HUMAN 109,542 3 4 6 3.83% DLMVLNDVYR 433 442 42.0 27.4 22.8 3 0 0 1,237.6246
I_20 Aminopeptidase N AMPN_HUMAN 109,542 6 6 7 7.24% DLTALSNMLPK 242 252 27.0 29.1 14.7 1 0 0 1,218.6401
I_20 Aminopeptidase N AMPN_HUMAN 109,542 6 6 7 7.24% ENSLLFDPLSSSSSNK 364 379 51.0 26.7 43.4 2 0 0 1,724.8337
I_20 Aminopeptidase N AMPN_HUMAN 109,542 6 6 7 7.24% DLMVLNDVYR 433 442 36.2 27.0 32.1 1 0 0 1,253.6196
I_20 Aminopeptidase N AMPN_HUMAN 109,542 6 6 7 7.24% SIQLPTTVR 529 537 18.8 26.7 0.0 1 0 0 1,014.5943
I_20 Aminopeptidase N AMPN_HUMAN 109,542 6 6 7 7.24% VNYDEENWR 632 640 27.4 25.0 27.4 1 0 0 1,224.5279
I_20 Aminopeptidase N AMPN_HUMAN 109,542 6 6 7 7.24% AQIINDAFNLASAHK 659 673 21.2 27.3 15.2 0 1 0 1,612.8442
K_21 Aminopeptidase N AMPN_HUMAN 109,542 3 3 3 3.41% ENSLLFDPLSSSSSNK 364 379 53.8 26.8 48.5 1 0 0 1,724.8337
K_21 Aminopeptidase N AMPN_HUMAN 109,542 3 3 3 3.41% DLMVLNDVYR 433 442 35.7 27.3 27.8 1 0 0 1,253.6196
K_21 Aminopeptidase N AMPN_HUMAN 109,542 3 3 3 3.41% ELWILNR 837 843 25.9 28.5 11.5 1 0 0 943.5360
L_14 Aminopeptidase N AMPN_HUMAN 109,542 7 7 12 6.93% VTLRPYLTPNDR 87 98 23.1 27.5 16.7 0 2 0 1,444.7908
L_14 Aminopeptidase N AMPN_HUMAN 109,542 7 7 12 6.93% EATDVIIIHSK 115 125 30.8 25.2 26.4 1 0 0 1,225.6788
L_14 Aminopeptidase N AMPN_HUMAN 109,542 7 7 12 6.93% KVVATTQMQAADAR 205 218 20.8 28.2 14.4 0 1 0 1,505.7742
L_14 Aminopeptidase N AMPN_HUMAN 109,542 7 7 12 6.93% VVATTQMQAADAR 206 218 55.7 27.7 45.1 2 0 0 1,377.6792
L_14 Aminopeptidase N AMPN_HUMAN 109,542 7 7 12 6.93% DLTALSNMLPK 242 252 33.6 28.5 14.6 2 0 0 1,218.6401
L_14 Aminopeptidase N AMPN_HUMAN 109,542 7 7 12 6.93% DLMVLNDVYR 433 442 39.4 27.2 33.1 2 0 0 1,253.6196
L_14 Aminopeptidase N AMPN_HUMAN 109,542 7 7 12 6.93% VNYDEENWR 632 640 35.7 25.0 35.7 2 0 0 1,224.5279
M_14 Aminopeptidase N AMPN_HUMAN 109,542 3 3 5 3.41% VTLRPYLTPNDR 87 98 25.0 27.7 16.8 0 1 0 1,444.7908
M_14 Aminopeptidase N AMPN_HUMAN 109,542 3 3 5 3.41% DLTALSNMLPK 242 252 48.3 28.9 34.6 2 0 0 1,218.6401
M_14 Aminopeptidase N AMPN_HUMAN 109,542 3 3 5 3.41% DLMVLNDVYR 433 442 47.3 27.3 42.3 2 0 0 1,253.6196
N_14 Aminopeptidase N AMPN_HUMAN 109,542 2 2 4 2.17% DLTALSNMLPK 242 252 41.5 28.1 25.1 2 0 0 1,218.6401
N_14 Aminopeptidase N AMPN_HUMAN 109,542 2 2 4 2.17% DLMVLNDVYR 433 442 54.5 27.4 47.6 2 0 0 1,253.6196
P_14 Aminopeptidase N AMPN_HUMAN 109,542 3 3 3 3.41% VVATTQMQAADAR 206 218 35.3 28.0 21.9 1 0 0 1,377.6792
P_14 Aminopeptidase N AMPN_HUMAN 109,542 3 3 3 3.41% DLTALSNMLPK 242 252 27.4 28.5 17.1 1 0 0 1,218.6401
P_14 Aminopeptidase N AMPN_HUMAN 109,542 3 3 3 3.41% SIQLPTTVR 529 537 25.9 28.4 1.4 1 0 0 1,014.5943
Q_14 Aminopeptidase N AMPN_HUMAN 109,542 2 2 3 2.48% VVATTQMQAADAR 206 218 58.4 27.9 45.9 2 0 0 1,377.6792
Q_14 Aminopeptidase N AMPN_HUMAN 109,542 2 2 3 2.48% DLTALSNMLPK 242 252 42.0 28.5 29.0 1 0 0 1,218.6401
H_10 Alpha‐2‐macroglobulin receptor‐associated protein AMRP_HUMAN 41,468 3 3 5 14.80% LKLDGLDEDGEKEAR 96 110 37.2 28.0 27.5 0 1 0 1,687.8501
H_10 Alpha‐2‐macroglobulin receptor‐associated protein AMRP_HUMAN 41,468 3 3 5 14.80% QVTSNSLSGTQEDGLDDPRLEK 132 153 73.7 26.9 62.2 0 2 0 2,389.1481
H_10 Alpha‐2‐macroglobulin receptor‐associated protein AMRP_HUMAN 41,468 3 3 5 14.80% VSHQGYSTEAEFEEPR 241 256 37.4 25.0 36.4 0 2 0 1,865.8300
I_10 Alpha‐2‐macroglobulin receptor‐associated protein AMRP_HUMAN 41,468 2 2 3 10.40% LKLDGLDEDGEKEAR 96 110 22.5 27.9 17.6 0 2 0 1,687.8501
I_10 Alpha‐2‐macroglobulin receptor‐associated protein AMRP_HUMAN 41,468 2 2 3 10.40% QVTSNSLSGTQEDGLDDPRLEK 132 153 34.5 26.9 26.3 0 1 0 2,389.1481
J_13 Alpha‐amylase 1 AMY1_HUMAN 57,768 3 3 5 8.22% WVDIALECER 36 45 35.5 25.8 35.3 1 0 0 1,290.6148
J_13 Alpha‐amylase 1 AMY1_HUMAN 57,768 3 3 5 8.22% TGSGDIENYNDATQVR 158 173 92.7 25.0 87.8 2 0 0 1,739.7832
J_13 Alpha‐amylase 1 AMY1_HUMAN 57,768 3 3 5 8.22% DVNDWVGPPNDNGVTK 368 383 48.3 26.0 44.7 2 0 0 1,726.8033
J_14 Alpha‐amylase 1 AMY1_HUMAN 57,768 3 3 5 8.61% TGSGDIENYNDATQVR 158 173 87.6 25.0 87.6 2 0 0 1,739.7832
J_14 Alpha‐amylase 1 AMY1_HUMAN 57,768 3 3 5 8.61% ALVFVDNHDNQR 307 318 29.8 26.7 29.8 1 0 0 1,427.7026



J_14 Alpha‐amylase 1 AMY1_HUMAN 57,768 3 3 5 8.61% DVNDWVGPPNDNGVTK 368 383 74.0 26.1 74.0 2 0 0 1,726.8033
K_04 Alpha‐amylase 1 AMY1_HUMAN 57,768 3 3 3 7.44% WVDIALECER 36 45 32.2 25.6 29.8 1 0 0 1,290.6148
K_04 Alpha‐amylase 1 AMY1_HUMAN 57,768 3 3 3 7.44% ALVFVDNHDNQR 307 318 30.0 26.4 26.9 1 0 0 1,427.7026
K_04 Alpha‐amylase 1 AMY1_HUMAN 57,768 3 3 3 7.44% DVNDWVGPPNDNGVTK 368 383 36.9 25.8 36.7 1 0 0 1,726.8033
A_09 Acidic leucine‐rich nuclear phosphoprotein 32 family member A AN32A_HUMAN 28,586 2 3 4 9.24% CPNLTHLNLSGNK 87 99 56.7 28.0 48.6 2 1 0 1,467.7374
A_09 Acidic leucine‐rich nuclear phosphoprotein 32 family member A AN32A_HUMAN 28,586 2 3 4 9.24% DLSTIEPLKK 102 111 22.8 25.7 0.0 1 0 0 1,143.6622
B_09 Acidic leucine‐rich nuclear phosphoprotein 32 family member A AN32A_HUMAN 28,586 2 3 6 9.24% CPNLTHLNLSGNK 87 99 36.5 27.7 23.0 2 2 0 1,467.7374
B_09 Acidic leucine‐rich nuclear phosphoprotein 32 family member A AN32A_HUMAN 28,586 2 3 6 9.24% DLSTIEPLKK 102 111 29.3 27.7 0.0 2 0 0 1,143.6622
C_09 Acidic leucine‐rich nuclear phosphoprotein 32 family member A AN32A_HUMAN 28,586 2 2 2 8.84% CPNLTHLNLSGNK 87 99 17.6 27.7 15.4 0 1 0 1,467.7374
C_09 Acidic leucine‐rich nuclear phosphoprotein 32 family member A AN32A_HUMAN 28,586 2 2 2 8.84% DLSTIEPLK 102 110 40.8 27.3 0.0 1 0 0 1,015.5672
L_06 Acidic leucine‐rich nuclear phosphoprotein 32 family member A AN32A_HUMAN 28,586 3 3 5 10.00% NRTPSDVKELVLDNSR 13 28 26.6 27.5 20.4 0 1 0 1,842.9669
L_06 Acidic leucine‐rich nuclear phosphoprotein 32 family member A AN32A_HUMAN 28,586 3 3 5 10.00% TPSDVKELVLDNSR 15 28 37.6 28.2 35.6 2 0 0 1,572.8229
L_06 Acidic leucine‐rich nuclear phosphoprotein 32 family member A AN32A_HUMAN 28,586 3 3 5 10.00% DLSTIEPLK 102 110 34.0 29.2 0.0 2 0 0 1,015.5672
A_10 Acidic leucine‐rich nuclear phosphoprotein 32 family member E AN32E_HUMAN 30,693 3 3 5 10.10% CPNLTYLNLSGNK 87 99 35.7 28.0 20.6 1 0 0 1,493.7418
A_10 Acidic leucine‐rich nuclear phosphoprotein 32 family member E AN32E_HUMAN 30,693 3 3 5 10.10% IKDLSTVEALQNLK 100 113 26.8 25.9 10.1 0 2 0 1,571.9005
A_10 Acidic leucine‐rich nuclear phosphoprotein 32 family member E AN32E_HUMAN 30,693 3 3 5 10.10% DLSTVEALQNLK 102 113 43.5 28.1 35.8 2 0 0 1,330.7214
C_09 Acidic leucine‐rich nuclear phosphoprotein 32 family member E AN32E_HUMAN 30,693 2 2 4 5.22% IKDLSTVEALQNLK 100 113 33.8 26.7 22.3 0 2 0 1,571.9005
C_09 Acidic leucine‐rich nuclear phosphoprotein 32 family member E AN32E_HUMAN 30,693 2 2 4 5.22% DLSTVEALQNLK 102 113 42.1 28.5 21.8 2 0 0 1,330.7214
C_20 Alpha‐N‐acetylglucosaminidase ANAG_HUMAN 82,267 2 2 3 3.77% ALAAKPGLDTYSLGGGGAAR 55 74 28.0 27.8 19.1 0 1 0 1,845.9820
C_20 Alpha‐N‐acetylglucosaminidase ANAG_HUMAN 82,267 2 2 3 3.77% YDLLDLTR 558 565 23.7 26.7 14.6 2 0 0 1,008.5362
C_21 Alpha‐N‐acetylglucosaminidase ANAG_HUMAN 82,267 2 2 3 3.77% ALAAKPGLDTYSLGGGGAAR 55 74 30.4 27.8 16.1 0 2 0 1,845.9820
C_21 Alpha‐N‐acetylglucosaminidase ANAG_HUMAN 82,267 2 2 3 3.77% YDLLDLTR 558 565 33.8 27.2 24.3 1 0 0 1,008.5362
E_27 Alpha‐N‐acetylglucosaminidase ANAG_HUMAN 82,267 2 2 2 4.04% GSTGVAAAAGLHR 79 91 30.2 27.3 20.6 1 0 0 1,167.6229
E_27 Alpha‐N‐acetylglucosaminidase ANAG_HUMAN 82,267 2 2 2 4.04% AAAVSEAEADFYEQNSR 627 643 39.9 25.0 39.9 0 1 0 1,857.8248
A_23 Ankyrin repeat and FYVE domain‐containing protein 1 ANFY1_HUMAN 128,402 2 2 2 2.65% RLESIATTLVSHK 267 279 19.5 25.3 19.5 0 1 0 1,454.8326
A_23 Ankyrin repeat and FYVE domain‐containing protein 1 ANFY1_HUMAN 128,402 2 2 2 2.65% GSHTDAPDTATGNCLLQR 447 464 20.8 25.0 17.9 0 1 0 1,913.8773
B_23 Ankyrin repeat and FYVE domain‐containing protein 1 ANFY1_HUMAN 128,402 2 2 3 1.71% SDSWSLANLSSTK 90 102 37.7 26.5 30.2 1 0 0 1,395.6750
B_23 Ankyrin repeat and FYVE domain‐containing protein 1 ANFY1_HUMAN 128,402 2 2 3 1.71% FQLQLLR 145 151 24.4 25.0 9.3 2 0 0 917.5568
A_18 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 4 7.26% SSSSPYVSNAVQR 55 67 33.5 26.9 26.8 1 0 0 1,381.6704
A_18 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 4 7.26% DQLQVLVSK 214 222 44.3 27.1 28.5 2 0 0 1,029.5940
A_18 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 4 7.26% ISSISQPGNDFSTK 413 426 30.4 27.2 23.8 1 0 0 1,480.7279
C_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.44% SSSSPYVSNAVQR 55 67 43.8 26.9 25.7 2 0 0 1,381.6704
C_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.44% ISSISQPGNDFSTK 413 426 40.7 27.3 32.5 2 0 0 1,480.7279
C_18 Angiopoietin‐2 ANGP2_HUMAN 56,920 6 6 10 10.90% SSSSPYVSNAVQR 55 67 71.7 26.9 29.0 2 0 0 1,381.6704
C_18 Angiopoietin‐2 ANGP2_HUMAN 56,920 6 6 10 10.90% QILDQTSEINK 173 183 30.1 28.0 21.2 2 0 0 1,288.6745
C_18 Angiopoietin‐2 ANGP2_HUMAN 56,920 6 6 10 10.90% QILDQTSEINKLQDK 173 187 27.2 28.0 23.5 0 2 0 1,772.9392
C_18 Angiopoietin‐2 ANGP2_HUMAN 56,920 6 6 10 10.90% DQLQVLVSK 214 222 22.4 27.1 11.0 1 0 0 1,029.5940
C_18 Angiopoietin‐2 ANGP2_HUMAN 56,920 6 6 10 10.90% QNSIIEELEK 223 232 33.6 28.8 21.2 2 0 0 1,202.6264
C_18 Angiopoietin‐2 ANGP2_HUMAN 56,920 6 6 10 10.90% EEQISFR 276 282 25.0 27.0 11.9 1 0 0 908.4472
C_19 Angiopoietin‐2 ANGP2_HUMAN 56,920 5 5 8 11.10% SSSSPYVSNAVQR 55 67 37.2 26.4 22.0 2 0 0 1,381.6704
C_19 Angiopoietin‐2 ANGP2_HUMAN 56,920 5 5 8 11.10% DAPLEYDDSVQR 68 79 63.5 25.0 56.3 2 0 0 1,407.6388
C_19 Angiopoietin‐2 ANGP2_HUMAN 56,920 5 5 8 11.10% QILDQTSEINK 173 183 39.4 28.0 31.4 1 0 0 1,288.6745
C_19 Angiopoietin‐2 ANGP2_HUMAN 56,920 5 5 8 11.10% DQLQVLVSK 214 222 44.6 27.2 32.0 2 0 0 1,029.5940
C_19 Angiopoietin‐2 ANGP2_HUMAN 56,920 5 5 8 11.10% QNSIIEELEK 223 232 22.6 27.9 11.1 1 0 0 1,202.6264
I_14 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 3 5.24% DAPLEYDDSVQR 68 79 33.2 25.0 32.8 1 0 0 1,407.6388
I_14 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 3 5.24% ISSISQPGNDFSTK 413 426 39.6 27.2 36.9 2 0 0 1,480.7279
I_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 3 4.23% DAPLEYDDSVQR 68 79 58.5 25.0 53.7 2 0 0 1,407.6388
I_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 3 4.23% DQLQVLVSK 214 222 24.4 26.9 21.7 1 0 0 1,029.5940
J_15 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 4 7.06% QILDQTSEINK 173 183 44.5 28.7 33.4 1 0 0 1,288.6745
J_15 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 4 7.06% QNSIIEELEK 223 232 22.0 28.5 1.3 1 0 0 1,202.6264
J_15 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 4 7.06% ISSISQPGNDFSTK 413 426 54.8 27.1 44.1 2 0 0 1,480.7279
J_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 4 6.45% DAPLEYDDSVQR 68 79 41.4 25.0 40.3 2 0 0 1,407.6388
J_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 4 6.45% QILDQTSEINK 173 183 27.0 28.7 12.7 1 0 0 1,288.6745
J_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 4 6.45% DQLQVLVSK 214 222 35.0 28.7 31.0 1 0 0 1,029.5940
K_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 4 6.45% DAPLEYDDSVQR 68 79 60.7 25.0 59.3 2 0 0 1,407.6388
K_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 4 6.45% QILDQTSEINK 173 183 28.5 28.7 23.0 1 0 0 1,288.6745
K_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 4 6.45% DQLQVLVSK 214 222 42.0 28.6 26.1 1 0 0 1,029.5940
M_11 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 4.64% DAPLEYDDSVQR 68 79 69.6 25.0 64.6 2 0 0 1,407.6388
M_11 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 4.64% QILDQTSEINK 173 183 27.9 28.7 11.2 2 0 0 1,288.6745
M_12 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 2 5.24% DAPLEYDDSVQR 68 79 24.8 25.0 22.1 1 0 0 1,407.6388
M_12 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 2 5.24% ISSISQPGNDFSTK 413 426 33.3 27.4 33.3 1 0 0 1,480.7279
M_14 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% DAPLEYDDSVQR 68 79 52.5 25.0 51.9 2 0 0 1,407.6388
M_14 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% ISSISQPGNDFSTK 413 426 42.9 27.1 39.9 2 0 0 1,480.7279
N_11 Angiopoietin‐2 ANGP2_HUMAN 56,920 4 4 6 9.27% DAPLEYDDSVQR 68 79 71.8 25.0 69.8 2 0 0 1,407.6388
N_11 Angiopoietin‐2 ANGP2_HUMAN 56,920 4 4 6 9.27% QILDQTSEINK 173 183 52.9 28.7 36.7 1 0 0 1,288.6745
N_11 Angiopoietin‐2 ANGP2_HUMAN 56,920 4 4 6 9.27% DQLQVLVSK 214 222 31.3 28.7 15.9 1 0 0 1,029.5940
N_11 Angiopoietin‐2 ANGP2_HUMAN 56,920 4 4 6 9.27% ISSISQPGNDFSTK 413 426 40.6 27.2 35.0 2 0 0 1,480.7279
N_12 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% DAPLEYDDSVQR 68 79 70.6 25.0 70.6 2 0 0 1,407.6388
N_12 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% ISSISQPGNDFSTK 413 426 30.6 27.2 28.7 2 0 0 1,480.7279
N_13 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% DAPLEYDDSVQR 68 79 42.6 25.0 41.5 2 0 0 1,407.6388
N_13 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% ISSISQPGNDFSTK 413 426 33.1 26.9 23.8 2 0 0 1,480.7279
N_14 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% DAPLEYDDSVQR 68 79 56.3 25.0 51.7 2 0 0 1,407.6388
N_14 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% ISSISQPGNDFSTK 413 426 38.9 26.9 34.9 2 0 0 1,480.7279
N_15 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% DAPLEYDDSVQR 68 79 73.6 25.0 70.7 2 0 0 1,407.6388
N_15 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% ISSISQPGNDFSTK 413 426 48.1 26.9 47.7 2 0 0 1,480.7279
N_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 3 5.24% DAPLEYDDSVQR 68 79 26.0 25.0 21.6 1 0 0 1,407.6388
N_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 3 5.24% ISSISQPGNDFSTK 413 426 42.7 26.9 42.1 2 0 0 1,480.7279
O_11 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 5 7.46% DAPLEYDDSVQR 68 79 58.7 25.0 55.3 2 0 0 1,407.6388
O_11 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 5 7.46% QILDQTSEINK 173 183 39.8 28.7 29.3 1 0 0 1,288.6745
O_11 Angiopoietin‐2 ANGP2_HUMAN 56,920 3 3 5 7.46% ISSISQPGNDFSTK 413 426 38.7 27.1 30.2 2 0 0 1,480.7279
O_14 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 3 5.24% DAPLEYDDSVQR 68 79 34.5 25.0 33.5 2 0 0 1,407.6388
O_14 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 3 5.24% ISSISQPGNDFSTK 413 426 27.0 26.9 21.2 1 0 0 1,480.7279
P_11 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% DAPLEYDDSVQR 68 79 71.2 25.0 68.3 2 0 0 1,407.6388
P_11 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% ISSISQPGNDFSTK 413 426 83.7 26.9 77.6 2 0 0 1,480.7279
P_12 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% DAPLEYDDSVQR 68 79 72.2 25.0 67.3 2 0 0 1,407.6388
P_12 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% ISSISQPGNDFSTK 413 426 55.2 26.9 46.9 2 0 0 1,480.7279
P_14 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% DAPLEYDDSVQR 68 79 71.5 25.0 69.0 2 0 0 1,407.6388
P_14 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.24% ISSISQPGNDFSTK 413 426 53.5 27.3 47.1 2 0 0 1,480.7279
P_15 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 3 5.24% DAPLEYDDSVQR 68 79 29.3 25.0 28.5 1 0 0 1,407.6388
P_15 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 3 5.24% ISSISQPGNDFSTK 413 426 39.6 27.0 30.9 2 0 0 1,480.7279
P_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 2 5.24% DAPLEYDDSVQR 68 79 34.8 25.0 30.0 1 0 0 1,407.6388
P_16 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 2 5.24% ISSISQPGNDFSTK 413 426 25.8 27.3 19.9 1 0 0 1,480.7279
Q_12 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 2 5.24% DAPLEYDDSVQR 68 79 37.8 25.0 37.8 1 0 0 1,407.6388
Q_12 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 2 5.24% ISSISQPGNDFSTK 413 426 45.0 27.0 35.4 1 0 0 1,480.7279
Q_15 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.04% SSSSPYVSNAVQR 55 67 37.2 27.1 26.5 2 0 0 1,381.6704
Q_15 Angiopoietin‐2 ANGP2_HUMAN 56,920 2 2 4 5.04% DAPLEYDDSVQR 68 79 65.6 25.0 55.5 2 0 0 1,407.6388
N_09 Angiotensinogen ANGT_SHEEP 51,306 3 3 5 7.14% SLDLSTDPNLAAEK 228 241 57.8 27.5 46.4 2 0 0 1,473.7433
N_09 Angiotensinogen ANGT_SHEEP 51,306 3 3 5 7.14% VLNSVLFELK 415 424 37.0 25.0 34.4 1 0 0 1,161.6878
N_09 Angiotensinogen ANGT_SHEEP 51,306 3 3 5 7.14% SSGALHFLGR 459 468 42.5 28.7 25.5 2 0 0 1,044.5585
O_09 Angiotensinogen ANGT_SHEEP 51,306 2 2 3 5.04% SLDLSTDPNLAAEK 228 241 36.9 27.5 31.8 2 0 0 1,473.7433
O_09 Angiotensinogen ANGT_SHEEP 51,306 2 2 3 5.04% VLNSVLFELK 415 424 29.3 25.0 21.5 1 0 0 1,161.6878
P_09 Angiotensinogen ANGT_SHEEP 51,306 3 3 5 7.14% SLDLSTDPNLAAEK 228 241 64.6 27.5 58.6 2 0 0 1,473.7433
P_09 Angiotensinogen ANGT_SHEEP 51,306 3 3 5 7.14% VLNSVLFELK 415 424 32.3 25.0 30.2 1 0 0 1,161.6878
P_09 Angiotensinogen ANGT_SHEEP 51,306 3 3 5 7.14% SSGALHFLGR 459 468 49.6 28.7 34.3 2 0 0 1,044.5585
A_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 6 6 10 21.90% VIGIECSSISDYAVK 104 118 38.9 27.7 38.9 1 0 0 1,640.8201
A_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 6 6 10 21.90% GKVEEVELPVEK 134 145 69.1 27.5 56.7 2 0 0 1,355.7418
A_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 6 6 10 21.90% ATLYVTAIEDR 186 196 61.1 27.1 51.0 2 0 0 1,251.6580
A_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 6 6 10 21.90% DVAIKEPLVDVVDPK 219 233 44.6 25.5 43.4 2 0 0 1,636.9159
A_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 6 6 10 21.90% QLVTNACLIK 234 243 22.8 27.7 11.4 1 0 0 1,159.6505
A_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 6 6 10 21.90% TGEEIFGTIGMRPNAK 317 332 41.0 28.0 31.5 0 2 0 1,736.8639
A_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 6 9 18.80% ANKLDHVVTIIK 122 133 30.6 25.0 22.1 2 0 0 1,350.8105
A_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 6 9 18.80% GKVEEVELPVEK 134 145 40.7 27.5 30.6 1 2 0 1,355.7418



A_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 6 9 18.80% DVAIKEPLVDVVDPK 219 233 46.7 25.4 46.4 2 0 0 1,636.9159
A_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 6 9 18.80% TGEEIFGTIGMRPNAK 317 332 31.0 28.0 28.4 1 0 0 1,736.8639
A_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 6 9 18.80% GQLCELSCSTDYR 347 359 56.4 25.0 52.7 1 0 0 1,588.6732
A_30 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 2 2 3 8.59% DVAIKEPLVDVVDPK 219 233 38.3 25.5 34.5 0 2 0 1,636.9159
A_30 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 2 2 3 8.59% TGEEIFGTIGMRPNAK 317 332 26.0 28.0 19.4 0 1 0 1,736.8639
B_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 7 13 18.60% GKVEEVELPVEK 134 145 51.0 27.6 44.3 2 2 0 1,355.7418
B_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 7 13 18.60% ATLYVTAIEDR 186 196 74.0 27.4 69.0 2 0 0 1,251.6580
B_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 7 13 18.60% DVAIKEPLVDVVDPK 219 233 52.3 25.4 51.6 2 0 0 1,636.9159
B_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 7 13 18.60% TGEEIFGTIGMRPNAK 317 332 36.1 28.0 28.3 1 2 0 1,736.8639
B_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 7 13 18.60% GQLCELSCSTDYR 347 359 60.7 25.0 60.7 2 0 0 1,588.6732
B_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 6 6 10 20.20% ANKLDHVVTIIK 122 133 37.3 25.0 32.1 2 0 0 1,350.8105
B_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 6 6 10 20.20% GKVEEVELPVEK 134 145 20.2 27.5 9.7 0 2 0 1,355.7418
B_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 6 6 10 20.20% ATLYVTAIEDR 186 196 58.8 27.5 55.6 1 0 0 1,251.6580
B_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 6 6 10 20.20% DVAIKEPLVDVVDPK 219 233 48.3 25.5 42.9 2 0 0 1,636.9159
B_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 6 6 10 20.20% QLVTNACLIK 234 243 37.1 27.7 17.9 1 0 0 1,159.6505
B_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 6 6 10 20.20% GQLCELSCSTDYR 347 359 49.3 25.0 49.3 2 0 0 1,588.6732
C_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 4 5 8 15.00% GKVEEVELPVEK 134 145 57.0 27.4 51.6 2 1 0 1,355.7418
C_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 4 5 8 15.00% ATLYVTAIEDR 186 196 67.2 27.3 51.0 2 0 0 1,251.6580
C_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 4 5 8 15.00% DVAIKEPLVDVVDPK 219 233 22.1 25.7 22.1 1 0 0 1,636.9159
C_11 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 4 5 8 15.00% TGEEIFGTIGMRPNAK 317 332 58.4 28.1 42.8 0 2 0 1,736.8639
C_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 6 11 18.00% ANKLDHVVTIIK 122 133 45.5 25.0 36.8 1 0 0 1,350.8105
C_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 6 11 18.00% GKVEEVELPVEK 134 145 51.1 27.2 46.7 2 2 0 1,355.7418
C_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 6 11 18.00% DVAIKEPLVDVVDPK 219 233 35.2 25.6 35.2 2 0 0 1,636.9159
C_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 6 11 18.00% QLVTNACLIK 234 243 30.5 28.4 14.7 2 0 0 1,159.6505
C_12 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 5 6 11 18.00% TGEEIFGTIGMRPNAK 317 332 48.6 27.9 38.0 0 2 0 1,736.8639
F_14 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 2 2 4 6.37% GKVEEVELPVEK 134 145 34.9 27.6 18.5 0 2 0 1,355.7418
F_14 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 2 2 4 6.37% ATLYVTAIEDR 186 196 69.2 26.9 53.9 2 0 0 1,251.6580
I_09 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 2 2 4 7.20% ATLYVTAIEDR 186 196 60.5 27.5 55.5 2 0 0 1,251.6580
I_09 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 2 2 4 7.20% DVAIKEPLVDVVDPK 219 233 44.8 25.6 39.2 0 2 0 1,636.9159
I_10 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 2 3 4 6.37% GKVEEVELPVEK 134 145 44.8 27.3 35.2 1 1 0 1,355.7418
I_10 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 2 3 4 6.37% ATLYVTAIEDR 186 196 52.3 27.4 43.3 2 0 0 1,251.6580
K_09 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 3 3 4 9.97% ATLYVTAIEDR 186 196 63.1 27.4 57.7 2 0 0 1,251.6580
K_09 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 3 3 4 9.97% DVAIKEPLVDVVDPK 219 233 34.8 25.0 34.8 0 1 0 1,636.9159
K_09 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 3 3 4 9.97% QLVTNACLIK 234 243 22.3 28.1 15.1 1 0 0 1,159.6505
K_10 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 3 3 5 10.50% GKVEEVELPVEK 134 145 23.1 27.3 11.0 0 2 0 1,355.7418
K_10 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 3 3 5 10.50% ATLYVTAIEDR 186 196 56.7 27.4 52.1 2 0 0 1,251.6580
K_10 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 3 3 5 10.50% DVAIKEPLVDVVDPK 219 233 37.4 25.0 37.4 1 0 0 1,636.9159
L_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 4 4 5 14.10% VIGIECSSISDYAVK 104 118 42.2 27.8 30.5 1 0 0 1,640.8201
L_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 4 4 5 14.10% VEEVELPVEK 136 145 34.0 26.6 28.4 1 0 0 1,170.6253
L_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 4 4 5 14.10% ATLYVTAIEDR 186 196 56.1 27.4 52.4 2 0 0 1,251.6580
L_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 4 4 5 14.10% TGFSTSPESPYTHWK 289 303 26.5 25.3 22.7 0 1 0 1,724.7915
M_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 3 3 6 9.97% VEEVELPVEK 136 145 46.8 27.2 41.3 2 0 0 1,170.6253
M_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 3 3 6 9.97% ATLYVTAIEDR 186 196 61.4 27.5 55.2 2 0 0 1,251.6580
M_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 3 3 6 9.97% TGFSTSPESPYTHWK 289 303 15.6 25.3 14.9 0 2 0 1,724.7915
O_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 2 2 4 5.82% VEEVELPVEK 136 145 36.8 27.2 34.3 2 0 0 1,170.6253
O_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 2 2 4 5.82% ATLYVTAIEDR 186 196 63.5 27.4 57.4 2 0 0 1,251.6580
P_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 2 2 4 5.82% VEEVELPVEK 136 145 47.1 27.0 40.2 2 0 0 1,170.6253
P_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 2 2 4 5.82% ATLYVTAIEDR 186 196 54.5 27.5 45.9 2 0 0 1,251.6580
Q_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 3 3 5 9.97% VEEVELPVEK 136 145 33.2 27.2 24.4 2 0 0 1,170.6253
Q_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 3 3 5 9.97% ATLYVTAIEDR 186 196 69.5 27.6 61.5 2 0 0 1,251.6580
Q_07 Protein arginine N‐methyltransferase 1 ANM1_HUMAN 41,516 3 3 5 9.97% TGFSTSPESPYTHWK 289 303 19.7 25.3 19.3 0 1 0 1,724.7915
A_18 Protein arginine N‐methyltransferase 5 ANM5_HUMAN 72,685 3 3 5 6.59% DWNTLIVGK 77 85 40.8 28.9 27.2 2 0 0 1,045.5678
A_18 Protein arginine N‐methyltransferase 5 ANM5_HUMAN 72,685 3 3 5 6.59% DDIIENAPTTHTEEYSGEEK 165 184 29.3 25.0 29.1 0 1 0 2,277.9996
A_18 Protein arginine N‐methyltransferase 5 ANM5_HUMAN 72,685 3 3 5 6.59% AAILPTSIFLTNK 228 240 65.3 25.0 52.9 2 0 0 1,388.8149
B_18 Protein arginine N‐methyltransferase 5 ANM5_HUMAN 72,685 2 2 3 4.55% DWNTLIVGK 77 85 27.6 28.4 15.0 1 0 0 1,045.5678
B_18 Protein arginine N‐methyltransferase 5 ANM5_HUMAN 72,685 2 2 3 4.55% DDIIENAPTTHTEEYSGEEK 165 184 45.8 25.0 42.3 0 2 0 2,277.9996
C_18 Protein arginine N‐methyltransferase 5 ANM5_HUMAN 72,685 2 2 3 2.83% DWNTLIVGK 77 85 42.1 28.9 31.7 2 0 0 1,045.5678
C_18 Protein arginine N‐methyltransferase 5 ANM5_HUMAN 72,685 2 2 3 2.83% GPLVNASLR 369 377 34.4 25.1 33.0 1 0 0 926.5418
H_15 Protein arginine N‐methyltransferase 5 ANM5_HUMAN 72,685 2 2 2 4.55% DDIIENAPTTHTEEYSGEEK 165 184 28.1 25.0 24.3 0 1 0 2,277.9996
H_15 Protein arginine N‐methyltransferase 5 ANM5_HUMAN 72,685 2 2 2 4.55% GPLVNASLR 369 377 39.6 25.0 35.9 1 0 0 926.5418
G_15 Antithrombin‐III ANT3_BOVIN 52,349 4 4 6 6.45% IEDSFSVK 358 365 34.9 26.9 33.1 1 0 0 924.4673
G_15 Antithrombin‐III ANT3_BOVIN 52,349 4 4 6 6.45% SRLPGIVAEGR 382 392 19.7 25.4 8.9 1 0 0 1,154.6641
G_15 Antithrombin‐III ANT3_BOVIN 52,349 4 4 6 6.45% LPGIVAEGR 384 392 27.4 25.6 18.8 2 0 0 911.5310
G_15 Antithrombin‐III ANT3_BOVIN 52,349 4 4 6 6.45% SDLYVSDAFHK 393 403 32.8 25.6 18.0 2 0 0 1,281.6110
N_09 Antithrombin‐III ANT3_BOVIN 52,349 2 2 3 4.95% DIPVNPMCIYR 47 57 26.1 26.9 17.2 1 0 0 1,393.6604
N_09 Antithrombin‐III ANT3_BOVIN 52,349 2 2 3 4.95% EVALNTIIFMGR 447 458 62.7 26.9 59.5 2 0 0 1,379.7353
A_09 Annexin A1 ANXA1_HUMAN 38,716 3 3 4 10.40% DITSDTSGDFR 167 177 53.9 25.0 45.7 2 0 0 1,213.5333
A_09 Annexin A1 ANXA1_HUMAN 38,716 3 3 4 10.40% SEDFGVNEDLADSDAR 189 204 82.4 25.0 82.4 1 0 0 1,739.7356
A_09 Annexin A1 ANXA1_HUMAN 38,716 3 3 4 10.40% ILVALCGGN 338 346 31.3 28.9 31.3 1 0 0 916.4922
A_10 Annexin A1 ANXA1_HUMAN 38,716 11 12 23 30.90% GVDEATIIDILTK 59 71 88.8 27.3 76.2 2 0 0 1,387.7682
A_10 Annexin A1 ANXA1_HUMAN 38,716 11 12 23 30.90% AAYLQETGKPLDETLK 82 97 52.3 28.1 45.1 2 0 0 1,776.9381
A_10 Annexin A1 ANXA1_HUMAN 38,716 11 12 23 30.90% AAYLQETGKPLDETLKK 82 98 43.0 25.8 34.6 2 0 0 1,905.0331
A_10 Annexin A1 ANXA1_HUMAN 38,716 11 12 23 30.90% TPAQFDADELR 114 124 66.0 26.0 54.4 2 0 0 1,262.6013
A_10 Annexin A1 ANXA1_HUMAN 38,716 11 12 23 30.90% DITSDTSGDFR 167 177 58.9 25.0 58.9 2 0 0 1,213.5333
A_10 Annexin A1 ANXA1_HUMAN 38,716 11 12 23 30.90% GDRSEDFGVNEDLADSDAR 186 204 42.8 25.0 34.2 0 1 0 2,067.8852
A_10 Annexin A1 ANXA1_HUMAN 38,716 11 12 23 30.90% SEDFGVNEDLADSDAR 189 204 99.7 25.0 99.7 2 0 0 1,739.7356
A_10 Annexin A1 ANXA1_HUMAN 38,716 11 12 23 30.90% KGTDVNVFNTILTTR 214 228 51.4 26.8 50.8 2 0 0 1,678.9124
A_10 Annexin A1 ANXA1_HUMAN 38,716 11 12 23 30.90% GTDVNVFNTILTTR 215 228 92.9 27.7 74.8 2 0 0 1,550.8174
A_10 Annexin A1 ANXA1_HUMAN 38,716 11 12 23 30.90% CATSKPAFFAEK 270 281 28.9 25.5 22.5 2 2 0 1,356.6617
A_10 Annexin A1 ANXA1_HUMAN 38,716 11 12 23 30.90% ILVALCGGN 338 346 48.4 29.5 42.8 2 0 0 916.4922
A_11 Annexin A1 ANXA1_HUMAN 38,716 7 7 14 26.00% GVDEATIIDILTK 59 71 71.5 27.1 60.4 2 0 0 1,387.7682
A_11 Annexin A1 ANXA1_HUMAN 38,716 7 7 14 26.00% AAYLQETGKPLDETLK 82 97 49.7 28.0 42.0 2 0 0 1,776.9381
A_11 Annexin A1 ANXA1_HUMAN 38,716 7 7 14 26.00% TPAQFDADELR 114 124 52.5 26.0 44.6 2 0 0 1,262.6013
A_11 Annexin A1 ANXA1_HUMAN 38,716 7 7 14 26.00% DITSDTSGDFR 167 177 47.4 25.0 47.4 2 0 0 1,213.5333
A_11 Annexin A1 ANXA1_HUMAN 38,716 7 7 14 26.00% SEDFGVNEDLADSDAR 189 204 106.0 25.0 106.0 2 0 0 1,739.7356
A_11 Annexin A1 ANXA1_HUMAN 38,716 7 7 14 26.00% GTDVNVFNTILTTR 215 228 67.2 27.7 61.9 2 0 0 1,550.8174
A_11 Annexin A1 ANXA1_HUMAN 38,716 7 7 14 26.00% ILVALCGGN 338 346 41.1 29.6 41.1 2 0 0 916.4922
B_09 Annexin A1 ANXA1_HUMAN 38,716 2 2 4 7.80% DITSDTSGDFR 167 177 54.3 25.0 49.8 2 0 0 1,213.5333
B_09 Annexin A1 ANXA1_HUMAN 38,716 2 2 4 7.80% SEDFGVNEDLADSDAR 189 204 68.2 25.0 68.2 2 0 0 1,739.7356
B_10 Annexin A1 ANXA1_HUMAN 38,716 8 9 17 27.50% GVDEATIIDILTK 59 71 54.7 27.3 48.0 2 0 0 1,387.7682
B_10 Annexin A1 ANXA1_HUMAN 38,716 8 9 17 27.50% AAYLQETGKPLDETLKK 82 98 37.1 25.6 28.8 2 0 0 1,905.0331
B_10 Annexin A1 ANXA1_HUMAN 38,716 8 9 17 27.50% TPAQFDADELR 114 124 48.5 26.4 40.2 1 0 0 1,262.6013
B_10 Annexin A1 ANXA1_HUMAN 38,716 8 9 17 27.50% GDRSEDFGVNEDLADSDAR 186 204 35.2 25.0 31.2 0 2 0 2,067.8852
B_10 Annexin A1 ANXA1_HUMAN 38,716 8 9 17 27.50% SEDFGVNEDLADSDAR 189 204 92.6 25.0 85.3 2 0 0 1,739.7356
B_10 Annexin A1 ANXA1_HUMAN 38,716 8 9 17 27.50% GTDVNVFNTILTTR 215 228 64.4 27.2 59.0 2 0 0 1,550.8174
B_10 Annexin A1 ANXA1_HUMAN 38,716 8 9 17 27.50% CATSKPAFFAEK 270 281 33.2 25.3 27.7 2 2 0 1,356.6617
B_10 Annexin A1 ANXA1_HUMAN 38,716 8 9 17 27.50% ILVALCGGN 338 346 39.9 29.5 39.9 2 0 0 916.4922
B_11 Annexin A1 ANXA1_HUMAN 38,716 9 9 14 30.60% GVDEATIIDILTK 59 71 65.8 27.3 56.2 2 0 0 1,387.7682
B_11 Annexin A1 ANXA1_HUMAN 38,716 9 9 14 30.60% AAYLQETGKPLDETLKK 82 98 30.5 25.8 25.3 1 0 0 1,905.0331
B_11 Annexin A1 ANXA1_HUMAN 38,716 9 9 14 30.60% TPAQFDADELR 114 124 70.0 26.6 62.3 2 0 0 1,262.6013
B_11 Annexin A1 ANXA1_HUMAN 38,716 9 9 14 30.60% DITSDTSGDFR 167 177 51.5 25.0 51.0 1 0 0 1,213.5333
B_11 Annexin A1 ANXA1_HUMAN 38,716 9 9 14 30.60% GDRSEDFGVNEDLADSDAR 186 204 51.6 25.0 44.7 0 2 0 2,067.8852
B_11 Annexin A1 ANXA1_HUMAN 38,716 9 9 14 30.60% SEDFGVNEDLADSDAR 189 204 106.0 25.0 103.0 2 0 0 1,739.7356
B_11 Annexin A1 ANXA1_HUMAN 38,716 9 9 14 30.60% GTDVNVFNTILTTR 215 228 62.0 27.4 52.2 2 0 0 1,550.8174
B_11 Annexin A1 ANXA1_HUMAN 38,716 9 9 14 30.60% CATSKPAFFAEK 270 281 17.3 25.5 11.5 0 1 0 1,356.6617
B_11 Annexin A1 ANXA1_HUMAN 38,716 9 9 14 30.60% ILVALCGGN 338 346 37.4 29.5 36.8 1 0 0 916.4922
C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% GVDEATIIDILTK 59 71 64.5 27.3 57.5 2 0 0 1,387.7682
C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% GVDEATIIDILTKR 59 72 62.7 26.5 49.4 1 0 0 1,543.8693
C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% AAYLQETGKPLDETLK 82 97 64.9 28.0 52.8 2 0 0 1,776.9381
C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% AAYLQETGKPLDETLKK 82 98 71.4 25.9 57.0 2 0 0 1,905.0331
C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% TPAQFDADELR 114 124 56.7 26.3 46.2 2 0 0 1,262.6013
C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% DLAKDITSDTSGDFR 163 177 48.5 26.0 45.0 2 2 0 1,640.7765



C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% DITSDTSGDFR 167 177 61.0 25.0 61.0 2 0 0 1,213.5333
C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% GDRSEDFGVNEDLADSDAR 186 204 42.5 25.0 37.3 0 2 0 2,067.8852
C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% SEDFGVNEDLADSDAR 189 204 89.3 25.0 89.3 2 0 0 1,739.7356
C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% RKGTDVNVFNTILTTR 213 228 44.8 25.7 44.0 0 2 0 1,835.0135
C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% KGTDVNVFNTILTTR 214 228 58.1 27.0 58.1 2 2 0 1,678.9124
C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% CATSKPAFFAEK 270 281 28.3 25.7 24.4 0 1 0 1,356.6617
C_09 Annexin A1 ANXA1_HUMAN 38,716 13 15 27 32.70% ILVALCGGN 338 346 46.3 29.0 35.3 1 0 0 916.4922
C_10 Annexin A1 ANXA1_HUMAN 38,716 12 12 19 37.90% GVDEATIIDILTK 59 71 62.1 27.3 54.1 2 0 0 1,387.7682
C_10 Annexin A1 ANXA1_HUMAN 38,716 12 12 19 37.90% AAYLQETGKPLDETLKK 82 98 46.3 26.0 40.2 2 0 0 1,905.0331
C_10 Annexin A1 ANXA1_HUMAN 38,716 12 12 19 37.90% TPAQFDADELR 114 124 71.9 26.3 69.6 2 0 0 1,262.6013
C_10 Annexin A1 ANXA1_HUMAN 38,716 12 12 19 37.90% DLAKDITSDTSGDFR 163 177 60.0 26.1 50.2 2 0 0 1,640.7765
C_10 Annexin A1 ANXA1_HUMAN 38,716 12 12 19 37.90% DITSDTSGDFR 167 177 48.9 25.0 48.9 1 0 0 1,213.5333
C_10 Annexin A1 ANXA1_HUMAN 38,716 12 12 19 37.90% NALLSLAKGDR 178 188 27.5 28.0 18.1 1 0 0 1,157.6638
C_10 Annexin A1 ANXA1_HUMAN 38,716 12 12 19 37.90% SEDFGVNEDLADSDAR 189 204 92.0 25.0 90.6 2 0 0 1,739.7356
C_10 Annexin A1 ANXA1_HUMAN 38,716 12 12 19 37.90% KGTDVNVFNTILTTR 214 228 28.6 26.7 22.1 0 1 0 1,678.9124
C_10 Annexin A1 ANXA1_HUMAN 38,716 12 12 19 37.90% GTDVNVFNTILTTR 215 228 52.7 27.7 42.9 2 0 0 1,550.8174
C_10 Annexin A1 ANXA1_HUMAN 38,716 12 12 19 37.90% VLDLELKGDIEK 251 262 28.3 28.4 23.6 2 0 0 1,371.7733
C_10 Annexin A1 ANXA1_HUMAN 38,716 12 12 19 37.90% CATSKPAFFAEK 270 281 23.5 25.6 20.1 0 1 0 1,356.6617
C_10 Annexin A1 ANXA1_HUMAN 38,716 12 12 19 37.90% ILVALCGGN 338 346 54.3 29.5 54.3 1 0 0 916.4922
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% GVDEATIIDILTK 59 71 55.6 27.1 45.7 2 0 0 1,387.7682
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% GVDEATIIDILTKR 59 72 18.6 26.6 12.1 0 1 0 1,543.8693
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% AAYLQETGKPLDETLK 82 97 23.8 28.1 15.1 0 1 0 1,776.9381
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% AAYLQETGKPLDETLKK 82 98 54.6 25.8 44.7 2 0 0 1,905.0331
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% TPAQFDADELR 114 124 60.8 26.3 51.0 2 0 0 1,262.6013
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% DLAKDITSDTSGDFR 163 177 54.1 26.0 51.4 2 0 0 1,640.7765
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% DITSDTSGDFR 167 177 55.7 25.0 52.6 2 0 0 1,213.5333
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% GDRSEDFGVNEDLADSDAR 186 204 40.0 25.0 40.0 0 2 0 2,067.8852
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% SEDFGVNEDLADSDAR 189 204 91.8 25.0 87.8 1 0 0 1,739.7356
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% KGTDVNVFNTILTTR 214 228 32.6 26.7 26.8 0 2 0 1,678.9124
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% GTDVNVFNTILTTR 215 228 35.6 27.4 30.1 1 0 0 1,550.8174
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% CATSKPAFFAEK 270 281 25.9 25.5 23.8 0 1 0 1,356.6617
C_11 Annexin A1 ANXA1_HUMAN 38,716 13 13 21 32.40% ILVALCGGN 338 346 46.6 29.0 37.6 2 0 0 916.4922
C_12 Annexin A1 ANXA1_HUMAN 38,716 2 2 2 5.78% TPAQFDADELR 114 124 30.5 26.3 28.4 1 0 0 1,262.6013
C_12 Annexin A1 ANXA1_HUMAN 38,716 2 2 2 5.78% ILVALCGGN 338 346 28.0 29.0 17.8 1 0 0 916.4922
D_17 Annexin A1 ANXA1_HUMAN 38,716 2 2 3 6.36% TPAQFDADELR 114 124 50.5 26.1 34.3 2 0 0 1,262.6013
D_17 Annexin A1 ANXA1_HUMAN 38,716 2 2 3 6.36% DITSDTSGDFR 167 177 25.5 25.0 25.5 1 0 0 1,213.5333
F_13 Annexin A1 ANXA1_HUMAN 38,716 6 6 11 18.80% AAYLQETGKPLDETLK 82 97 22.5 28.1 5.4 0 2 0 1,776.9381
F_13 Annexin A1 ANXA1_HUMAN 38,716 6 6 11 18.80% GDRSEDFGVNEDLADSDAR 186 204 30.3 25.0 30.3 0 2 0 2,067.8852
F_13 Annexin A1 ANXA1_HUMAN 38,716 6 6 11 18.80% SEDFGVNEDLADSDAR 189 204 112.0 25.0 110.0 2 0 0 1,739.7356
F_13 Annexin A1 ANXA1_HUMAN 38,716 6 6 11 18.80% CATSKPAFFAEK 270 281 23.9 25.5 20.4 0 2 0 1,356.6617
F_13 Annexin A1 ANXA1_HUMAN 38,716 6 6 11 18.80% SEIDMNDIK 304 312 31.2 25.0 26.6 1 0 0 1,064.4930
F_13 Annexin A1 ANXA1_HUMAN 38,716 6 6 11 18.80% ILVALCGGN 338 346 33.4 29.6 33.4 2 0 0 916.4922
G_13 Annexin A1 ANXA1_HUMAN 38,716 5 5 7 15.30% TPAQFDADELR 114 124 68.1 27.2 58.1 2 0 0 1,262.6013
G_13 Annexin A1 ANXA1_HUMAN 38,716 5 5 7 15.30% VLDLELKGDIEK 251 262 27.3 26.8 21.2 1 0 0 1,371.7733
G_13 Annexin A1 ANXA1_HUMAN 38,716 5 5 7 15.30% CATSKPAFFAEK 270 281 29.3 25.9 23.8 0 1 0 1,356.6617
G_13 Annexin A1 ANXA1_HUMAN 38,716 5 5 7 15.30% SEIDMNDIK 304 312 34.6 25.7 22.1 2 0 0 1,064.4930
G_13 Annexin A1 ANXA1_HUMAN 38,716 5 5 7 15.30% ILVALCGGN 338 346 22.8 27.9 22.8 1 0 0 916.4922
H_08 Annexin A1 ANXA1_HUMAN 38,716 6 6 10 17.30% AAYLQETGKPLDETLKK 82 98 29.8 25.6 23.7 0 1 0 1,905.0331
H_08 Annexin A1 ANXA1_HUMAN 38,716 6 6 10 17.30% DLAKDITSDTSGDFR 163 177 38.3 26.1 37.0 1 0 0 1,640.7765
H_08 Annexin A1 ANXA1_HUMAN 38,716 6 6 10 17.30% DITSDTSGDFR 167 177 52.6 25.0 52.6 2 0 0 1,213.5333
H_08 Annexin A1 ANXA1_HUMAN 38,716 6 6 10 17.30% GDRSEDFGVNEDLADSDAR 186 204 49.3 25.0 44.1 0 2 0 2,067.8852
H_08 Annexin A1 ANXA1_HUMAN 38,716 6 6 10 17.30% SEDFGVNEDLADSDAR 189 204 92.5 25.0 89.1 2 0 0 1,739.7356
H_08 Annexin A1 ANXA1_HUMAN 38,716 6 6 10 17.30% ILVALCGGN 338 346 44.7 29.5 44.7 2 0 0 916.4922
H_09 Annexin A1 ANXA1_HUMAN 38,716 8 11 17 26.60% AAYLQETGKPLDETLKK 82 98 54.7 25.6 45.8 1 1 0 1,905.0331
H_09 Annexin A1 ANXA1_HUMAN 38,716 8 11 17 26.60% DLAKDITSDTSGDFR 163 177 61.0 26.0 61.0 2 1 0 1,640.7765
H_09 Annexin A1 ANXA1_HUMAN 38,716 8 11 17 26.60% DITSDTSGDFR 167 177 73.8 25.0 69.2 2 0 0 1,213.5333
H_09 Annexin A1 ANXA1_HUMAN 38,716 8 11 17 26.60% SEDFGVNEDLADSDAR 189 204 99.3 25.0 99.3 2 0 0 1,739.7356
H_09 Annexin A1 ANXA1_HUMAN 38,716 8 11 17 26.60% GTDVNVFNTILTTR 215 228 46.8 27.4 38.8 1 0 0 1,550.8174
H_09 Annexin A1 ANXA1_HUMAN 38,716 8 11 17 26.60% CATSKPAFFAEK 270 281 36.1 25.5 30.6 1 2 0 1,356.6617
H_09 Annexin A1 ANXA1_HUMAN 38,716 8 11 17 26.60% SEIDMNDIK 304 312 23.7 25.0 20.5 2 0 0 1,064.4930
H_09 Annexin A1 ANXA1_HUMAN 38,716 8 11 17 26.60% ILVALCGGN 338 346 36.7 29.5 36.7 2 0 0 916.4922
I_08 Annexin A1 ANXA1_HUMAN 38,716 5 6 11 16.20% AAYLQETGKPLDETLKK 82 98 28.0 25.8 27.1 0 2 0 1,905.0331
I_08 Annexin A1 ANXA1_HUMAN 38,716 5 6 11 16.20% DITSDTSGDFR 167 177 69.1 25.0 63.8 2 0 0 1,213.5333
I_08 Annexin A1 ANXA1_HUMAN 38,716 5 6 11 16.20% GDRSEDFGVNEDLADSDAR 186 204 56.6 25.0 49.4 1 2 0 2,067.8852
I_08 Annexin A1 ANXA1_HUMAN 38,716 5 6 11 16.20% SEDFGVNEDLADSDAR 189 204 86.8 25.0 86.8 2 0 0 1,739.7356
I_08 Annexin A1 ANXA1_HUMAN 38,716 5 6 11 16.20% ILVALCGGN 338 346 37.5 29.5 37.5 2 0 0 916.4922
I_09 Annexin A1 ANXA1_HUMAN 38,716 10 11 19 26.90% AAYLQETGKPLDETLK 82 97 40.5 27.8 31.1 1 0 0 1,776.9381
I_09 Annexin A1 ANXA1_HUMAN 38,716 10 11 19 26.90% AAYLQETGKPLDETLKK 82 98 37.2 25.6 30.0 2 1 0 1,905.0331
I_09 Annexin A1 ANXA1_HUMAN 38,716 10 11 19 26.90% TPAQFDADELR 114 124 58.4 26.4 51.7 2 0 0 1,262.6013
I_09 Annexin A1 ANXA1_HUMAN 38,716 10 11 19 26.90% DLAKDITSDTSGDFR 163 177 66.8 26.0 62.8 0 2 0 1,640.7765
I_09 Annexin A1 ANXA1_HUMAN 38,716 10 11 19 26.90% DITSDTSGDFR 167 177 38.9 25.0 38.9 2 0 0 1,213.5333
I_09 Annexin A1 ANXA1_HUMAN 38,716 10 11 19 26.90% NALLSLAKGDR 178 188 37.8 27.4 19.0 2 0 0 1,157.6638
I_09 Annexin A1 ANXA1_HUMAN 38,716 10 11 19 26.90% GDRSEDFGVNEDLADSDAR 186 204 53.2 25.0 53.2 2 0 0 2,067.8852
I_09 Annexin A1 ANXA1_HUMAN 38,716 10 11 19 26.90% SEDFGVNEDLADSDAR 189 204 109.0 25.0 109.0 2 0 0 1,739.7356
I_09 Annexin A1 ANXA1_HUMAN 38,716 10 11 19 26.90% GTDVNVFNTILTTR 215 228 86.5 27.7 75.3 2 0 0 1,550.8174
I_09 Annexin A1 ANXA1_HUMAN 38,716 10 11 19 26.90% ILVALCGGN 338 346 38.1 29.5 36.6 1 0 0 916.4922
J_08 Annexin A1 ANXA1_HUMAN 38,716 5 5 8 16.20% AAYLQETGKPLDETLKK 82 98 40.6 25.4 36.6 0 1 0 1,905.0331
J_08 Annexin A1 ANXA1_HUMAN 38,716 5 5 8 16.20% DITSDTSGDFR 167 177 40.5 25.0 33.0 2 0 0 1,213.5333
J_08 Annexin A1 ANXA1_HUMAN 38,716 5 5 8 16.20% GDRSEDFGVNEDLADSDAR 186 204 26.3 25.0 26.3 0 1 0 2,067.8852
J_08 Annexin A1 ANXA1_HUMAN 38,716 5 5 8 16.20% SEDFGVNEDLADSDAR 189 204 85.5 25.0 85.5 2 0 0 1,739.7356
J_08 Annexin A1 ANXA1_HUMAN 38,716 5 5 8 16.20% ILVALCGGN 338 346 32.6 27.9 31.7 2 0 0 916.4922
J_09 Annexin A1 ANXA1_HUMAN 38,716 6 6 12 18.50% TPAQFDADELR 114 124 64.2 27.2 58.9 2 0 0 1,262.6013
J_09 Annexin A1 ANXA1_HUMAN 38,716 6 6 12 18.50% DITSDTSGDFR 167 177 57.0 25.0 56.5 2 0 0 1,213.5333
J_09 Annexin A1 ANXA1_HUMAN 38,716 6 6 12 18.50% GDRSEDFGVNEDLADSDAR 186 204 41.5 25.0 36.5 0 2 0 2,067.8852
J_09 Annexin A1 ANXA1_HUMAN 38,716 6 6 12 18.50% SEDFGVNEDLADSDAR 189 204 106.0 25.0 106.0 2 0 0 1,739.7356
J_09 Annexin A1 ANXA1_HUMAN 38,716 6 6 12 18.50% GTDVNVFNTILTTR 215 228 71.4 27.4 64.1 2 0 0 1,550.8174
J_09 Annexin A1 ANXA1_HUMAN 38,716 6 6 12 18.50% ILVALCGGN 338 346 36.3 27.9 36.3 2 0 0 916.4922
K_08 Annexin A1 ANXA1_HUMAN 38,716 10 11 20 28.00% AAYLQETGKPLDETLK 82 97 37.0 28.0 28.8 1 0 0 1,776.9381
K_08 Annexin A1 ANXA1_HUMAN 38,716 10 11 20 28.00% AAYLQETGKPLDETLKK 82 98 41.3 25.8 28.6 2 2 0 1,905.0331
K_08 Annexin A1 ANXA1_HUMAN 38,716 10 11 20 28.00% TPAQFDADELR 114 124 36.2 26.8 32.8 2 0 0 1,262.6013
K_08 Annexin A1 ANXA1_HUMAN 38,716 10 11 20 28.00% DLAKDITSDTSGDFR 163 177 60.0 26.1 54.9 2 0 0 1,640.7765
K_08 Annexin A1 ANXA1_HUMAN 38,716 10 11 20 28.00% DITSDTSGDFR 167 177 61.0 25.0 57.8 2 0 0 1,213.5333
K_08 Annexin A1 ANXA1_HUMAN 38,716 10 11 20 28.00% GDRSEDFGVNEDLADSDAR 186 204 48.1 25.0 37.5 0 2 0 2,067.8852
K_08 Annexin A1 ANXA1_HUMAN 38,716 10 11 20 28.00% SEDFGVNEDLADSDAR 189 204 103.0 25.0 103.0 2 0 0 1,739.7356
K_08 Annexin A1 ANXA1_HUMAN 38,716 10 11 20 28.00% GTDVNVFNTILTTR 215 228 65.8 27.3 52.3 2 0 0 1,550.8174
K_08 Annexin A1 ANXA1_HUMAN 38,716 10 11 20 28.00% CATSKPAFFAEK 270 281 17.6 25.8 11.3 0 1 0 1,356.6617
K_08 Annexin A1 ANXA1_HUMAN 38,716 10 11 20 28.00% ILVALCGGN 338 346 34.5 29.5 33.8 2 0 0 916.4922
K_09 Annexin A1 ANXA1_HUMAN 38,716 6 7 13 22.00% AAYLQETGKPLDETLKK 82 98 44.0 25.8 35.8 2 2 0 1,905.0331
K_09 Annexin A1 ANXA1_HUMAN 38,716 6 7 13 22.00% TPAQFDADELR 114 124 49.0 26.4 38.4 2 0 0 1,262.6013
K_09 Annexin A1 ANXA1_HUMAN 38,716 6 7 13 22.00% DITSDTSGDFR 167 177 51.7 25.0 51.7 2 0 0 1,213.5333
K_09 Annexin A1 ANXA1_HUMAN 38,716 6 7 13 22.00% SEDFGVNEDLADSDAR 189 204 97.9 25.0 97.9 2 0 0 1,739.7356
K_09 Annexin A1 ANXA1_HUMAN 38,716 6 7 13 22.00% CATSKPAFFAEK 270 281 19.8 25.6 10.0 0 1 0 1,356.6617
K_09 Annexin A1 ANXA1_HUMAN 38,716 6 7 13 22.00% ILVALCGGN 338 346 40.5 29.5 40.5 2 0 0 916.4922
K_10 Annexin A1 ANXA1_HUMAN 38,716 3 3 4 8.67% TPAQFDADELR 114 124 36.1 27.1 30.9 2 0 0 1,262.6013
K_10 Annexin A1 ANXA1_HUMAN 38,716 3 3 4 8.67% GDRSEDFGVNEDLADSDAR 186 204 23.4 25.0 23.4 0 1 0 2,067.8852
K_10 Annexin A1 ANXA1_HUMAN 38,716 3 3 4 8.67% SEDFGVNEDLADSDAR 189 204 63.2 25.0 63.2 1 0 0 1,739.7356
L_06 Annexin A1 ANXA1_HUMAN 38,716 9 9 17 24.30% AAYLQETGKPLDETLK 82 97 19.2 27.7 11.4 0 2 0 1,776.9381
L_06 Annexin A1 ANXA1_HUMAN 38,716 9 9 17 24.30% AAYLQETGKPLDETLKK 82 98 38.2 25.6 33.9 0 2 0 1,905.0331
L_06 Annexin A1 ANXA1_HUMAN 38,716 9 9 17 24.30% DLAKDITSDTSGDFR 163 177 62.2 26.2 58.5 2 0 0 1,640.7765
L_06 Annexin A1 ANXA1_HUMAN 38,716 9 9 17 24.30% DITSDTSGDFR 167 177 56.6 25.0 53.1 2 0 0 1,213.5333
L_06 Annexin A1 ANXA1_HUMAN 38,716 9 9 17 24.30% GDRSEDFGVNEDLADSDAR 186 204 48.8 25.0 45.2 2 0 0 2,067.8852
L_06 Annexin A1 ANXA1_HUMAN 38,716 9 9 17 24.30% SEDFGVNEDLADSDAR 189 204 109.0 25.0 109.0 2 0 0 1,739.7356



L_06 Annexin A1 ANXA1_HUMAN 38,716 9 9 17 24.30% VLDLELKGDIEK 251 262 40.1 26.8 32.6 2 0 0 1,371.7733
L_06 Annexin A1 ANXA1_HUMAN 38,716 9 9 17 24.30% CATSKPAFFAEK 270 281 28.6 26.2 23.6 0 2 0 1,356.6617
L_06 Annexin A1 ANXA1_HUMAN 38,716 9 9 17 24.30% ILVALCGGN 338 346 28.6 27.9 28.6 1 0 0 916.4922
L_07 Annexin A1 ANXA1_HUMAN 38,716 10 13 24 25.10% GVDEATIIDILTK 59 71 81.5 27.1 72.9 2 0 0 1,387.7682
L_07 Annexin A1 ANXA1_HUMAN 38,716 10 13 24 25.10% GVDEATIIDILTKR 59 72 88.5 26.5 83.4 2 2 0 1,543.8693
L_07 Annexin A1 ANXA1_HUMAN 38,716 10 13 24 25.10% DLAKDITSDTSGDFR 163 177 73.4 26.2 64.3 2 0 0 1,640.7765
L_07 Annexin A1 ANXA1_HUMAN 38,716 10 13 24 25.10% DITSDTSGDFR 167 177 68.0 25.0 65.2 2 0 0 1,213.5333
L_07 Annexin A1 ANXA1_HUMAN 38,716 10 13 24 25.10% GDRSEDFGVNEDLADSDAR 186 204 49.5 25.0 45.0 1 2 0 2,067.8852
L_07 Annexin A1 ANXA1_HUMAN 38,716 10 13 24 25.10% SEDFGVNEDLADSDAR 189 204 103.0 25.0 103.0 2 0 0 1,739.7356
L_07 Annexin A1 ANXA1_HUMAN 38,716 10 13 24 25.10% KGTDVNVFNTILTTR 214 228 85.4 26.5 82.7 2 0 0 1,678.9124
L_07 Annexin A1 ANXA1_HUMAN 38,716 10 13 24 25.10% GTDVNVFNTILTTR 215 228 83.5 27.2 71.3 2 0 0 1,550.8174
L_07 Annexin A1 ANXA1_HUMAN 38,716 10 13 24 25.10% VLDLELKGDIEK 251 262 43.2 26.8 26.2 2 1 0 1,371.7733
L_07 Annexin A1 ANXA1_HUMAN 38,716 10 13 24 25.10% CATSKPAFFAEK 270 281 45.4 25.7 41.5 0 2 0 1,356.6617
L_08 Annexin A1 ANXA1_HUMAN 38,716 2 2 3 8.67% TPAQFDADELR 114 124 53.0 27.2 49.0 2 0 0 1,262.6013
L_08 Annexin A1 ANXA1_HUMAN 38,716 2 2 3 8.67% GDRSEDFGVNEDLADSDAR 186 204 32.9 25.0 32.9 0 1 0 2,067.8852
L_16 Annexin A1 ANXA1_HUMAN 38,716 2 2 2 7.23% GVDEATIIDILTKR 59 72 27.2 26.0 19.8 0 1 0 1,543.8693
L_16 Annexin A1 ANXA1_HUMAN 38,716 2 2 2 7.23% TPAQFDADELR 114 124 46.8 27.1 41.2 1 0 0 1,262.6013
M_06 Annexin A1 ANXA1_HUMAN 38,716 7 8 13 24.60% AAYLQETGKPLDETLK 82 97 25.2 27.6 20.5 0 2 0 1,776.9381
M_06 Annexin A1 ANXA1_HUMAN 38,716 7 8 13 24.60% DLAKDITSDTSGDFR 163 177 41.8 26.3 37.9 1 1 0 1,640.7765
M_06 Annexin A1 ANXA1_HUMAN 38,716 7 8 13 24.60% DITSDTSGDFR 167 177 69.5 25.0 65.8 2 0 0 1,213.5333
M_06 Annexin A1 ANXA1_HUMAN 38,716 7 8 13 24.60% SEDFGVNEDLADSDAR 189 204 115.0 25.0 112.0 2 0 0 1,739.7356
M_06 Annexin A1 ANXA1_HUMAN 38,716 7 8 13 24.60% GTDVNVFNTILTTR 215 228 82.6 27.2 69.5 2 0 0 1,550.8174
M_06 Annexin A1 ANXA1_HUMAN 38,716 7 8 13 24.60% VLDLELKGDIEK 251 262 40.7 27.3 32.1 2 0 0 1,371.7733
M_06 Annexin A1 ANXA1_HUMAN 38,716 7 8 13 24.60% CATSKPAFFAEK 270 281 33.4 25.6 23.5 0 1 0 1,356.6617
M_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% TPAQFDADELR 114 124 83.7 26.4 73.4 2 0 0 1,262.6013
M_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% DITSDTSGDFR 167 177 63.6 25.0 58.8 2 0 0 1,213.5333
M_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% GDRSEDFGVNEDLADSDAR 186 204 54.2 25.0 53.5 0 2 0 2,067.8852
M_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% SEDFGVNEDLADSDAR 189 204 109.0 25.0 109.0 2 0 0 1,739.7356
M_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% GTDVNVFNTILTTR 215 228 77.6 27.4 64.1 2 0 0 1,550.8174
M_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% VLDLELKGDIEK 251 262 33.4 27.2 21.5 2 0 0 1,371.7733
M_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% CATSKPAFFAEK 270 281 20.2 25.5 13.8 0 1 0 1,356.6617
N_06 Annexin A1 ANXA1_HUMAN 38,716 2 2 4 7.80% DITSDTSGDFR 167 177 59.8 25.0 56.7 2 0 0 1,213.5333
N_06 Annexin A1 ANXA1_HUMAN 38,716 2 2 4 7.80% SEDFGVNEDLADSDAR 189 204 93.9 25.0 93.9 2 0 0 1,739.7356
N_07 Annexin A1 ANXA1_HUMAN 38,716 4 4 6 13.90% TPAQFDADELR 114 124 64.2 26.8 50.6 2 0 0 1,262.6013
N_07 Annexin A1 ANXA1_HUMAN 38,716 4 4 6 13.90% SEDFGVNEDLADSDAR 189 204 89.8 25.0 89.8 2 0 0 1,739.7356
N_07 Annexin A1 ANXA1_HUMAN 38,716 4 4 6 13.90% VLDLELKGDIEK 251 262 35.3 26.8 24.9 1 0 0 1,371.7733
N_07 Annexin A1 ANXA1_HUMAN 38,716 4 4 6 13.90% ILVALCGGN 338 346 27.5 27.9 22.6 1 0 0 916.4922
O_06 Annexin A1 ANXA1_HUMAN 38,716 3 3 6 8.67% DITSDTSGDFR 167 177 57.1 25.0 52.6 2 0 0 1,213.5333
O_06 Annexin A1 ANXA1_HUMAN 38,716 3 3 6 8.67% GDRSEDFGVNEDLADSDAR 186 204 55.2 25.0 49.7 0 2 0 2,067.8852
O_06 Annexin A1 ANXA1_HUMAN 38,716 3 3 6 8.67% SEDFGVNEDLADSDAR 189 204 97.6 25.0 97.6 2 0 0 1,739.7356
O_07 Annexin A1 ANXA1_HUMAN 38,716 9 9 16 23.70% GVDEATIIDILTK 59 71 81.6 26.9 70.8 2 0 0 1,387.7682
O_07 Annexin A1 ANXA1_HUMAN 38,716 9 9 16 23.70% TPAQFDADELR 114 124 67.1 27.2 52.6 2 0 0 1,262.6013
O_07 Annexin A1 ANXA1_HUMAN 38,716 9 9 16 23.70% DLAKDITSDTSGDFR 163 177 29.5 26.1 27.8 1 0 0 1,640.7765
O_07 Annexin A1 ANXA1_HUMAN 38,716 9 9 16 23.70% DITSDTSGDFR 167 177 62.9 25.0 59.1 2 0 0 1,213.5333
O_07 Annexin A1 ANXA1_HUMAN 38,716 9 9 16 23.70% GDRSEDFGVNEDLADSDAR 186 204 49.0 25.0 42.7 0 2 0 2,067.8852
O_07 Annexin A1 ANXA1_HUMAN 38,716 9 9 16 23.70% SEDFGVNEDLADSDAR 189 204 98.9 25.0 98.9 2 0 0 1,739.7356
O_07 Annexin A1 ANXA1_HUMAN 38,716 9 9 16 23.70% KGTDVNVFNTILTTR 214 228 41.0 27.1 31.1 0 1 0 1,678.9124
O_07 Annexin A1 ANXA1_HUMAN 38,716 9 9 16 23.70% GTDVNVFNTILTTR 215 228 83.1 27.4 71.1 2 0 0 1,550.8174
O_07 Annexin A1 ANXA1_HUMAN 38,716 9 9 16 23.70% ILVALCGGN 338 346 46.4 29.5 46.4 2 0 0 916.4922
P_04 Annexin A1 ANXA1_HUMAN 38,716 2 2 2 7.80% TPAQFDADELR 114 124 51.3 26.8 38.7 1 0 0 1,262.6013
P_04 Annexin A1 ANXA1_HUMAN 38,716 2 2 2 7.80% SEDFGVNEDLADSDAR 189 204 74.4 25.0 74.4 1 0 0 1,739.7356
P_06 Annexin A1 ANXA1_HUMAN 38,716 2 2 4 5.49% GDRSEDFGVNEDLADSDAR 186 204 52.7 25.0 47.3 0 2 0 2,067.8852
P_06 Annexin A1 ANXA1_HUMAN 38,716 2 2 4 5.49% SEDFGVNEDLADSDAR 189 204 88.6 25.0 88.6 2 0 0 1,739.7356
P_07 Annexin A1 ANXA1_HUMAN 38,716 6 6 10 20.50% TPAQFDADELR 114 124 54.8 27.0 47.9 2 0 0 1,262.6013
P_07 Annexin A1 ANXA1_HUMAN 38,716 6 6 10 20.50% DLAKDITSDTSGDFR 163 177 19.5 26.1 15.8 0 1 0 1,640.7765
P_07 Annexin A1 ANXA1_HUMAN 38,716 6 6 10 20.50% GDRSEDFGVNEDLADSDAR 186 204 51.2 25.0 45.3 0 2 0 2,067.8852
P_07 Annexin A1 ANXA1_HUMAN 38,716 6 6 10 20.50% SEDFGVNEDLADSDAR 189 204 99.1 25.0 99.1 2 0 0 1,739.7356
P_07 Annexin A1 ANXA1_HUMAN 38,716 6 6 10 20.50% GTDVNVFNTILTTR 215 228 78.2 27.1 66.2 1 0 0 1,550.8174
P_07 Annexin A1 ANXA1_HUMAN 38,716 6 6 10 20.50% VLDLELKGDIEK 251 262 36.0 26.7 26.3 2 0 0 1,371.7733
Q_06 Annexin A1 ANXA1_HUMAN 38,716 7 7 12 24.30% AAYLQETGKPLDETLK 82 97 23.8 27.3 20.9 0 1 0 1,776.9381
Q_06 Annexin A1 ANXA1_HUMAN 38,716 7 7 12 24.30% DITSDTSGDFR 167 177 57.0 25.0 53.7 2 0 0 1,213.5333
Q_06 Annexin A1 ANXA1_HUMAN 38,716 7 7 12 24.30% GDRSEDFGVNEDLADSDAR 186 204 46.7 25.0 46.7 0 2 0 2,067.8852
Q_06 Annexin A1 ANXA1_HUMAN 38,716 7 7 12 24.30% SEDFGVNEDLADSDAR 189 204 105.0 25.0 99.1 2 0 0 1,739.7356
Q_06 Annexin A1 ANXA1_HUMAN 38,716 7 7 12 24.30% GTDVNVFNTILTTR 215 228 83.3 27.2 71.3 2 0 0 1,550.8174
Q_06 Annexin A1 ANXA1_HUMAN 38,716 7 7 12 24.30% VLDLELKGDIEK 251 262 35.0 26.4 20.1 2 0 0 1,371.7733
Q_06 Annexin A1 ANXA1_HUMAN 38,716 7 7 12 24.30% CATSKPAFFAEK 270 281 25.5 26.3 21.2 0 1 0 1,356.6617
Q_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% TPAQFDADELR 114 124 67.6 26.9 56.3 2 0 0 1,262.6013
Q_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% DITSDTSGDFR 167 177 69.4 25.0 65.8 2 0 0 1,213.5333
Q_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% GDRSEDFGVNEDLADSDAR 186 204 53.7 25.0 45.1 0 2 0 2,067.8852
Q_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% SEDFGVNEDLADSDAR 189 204 112.0 25.0 112.0 2 0 0 1,739.7356
Q_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% GTDVNVFNTILTTR 215 228 97.2 27.4 80.4 2 0 0 1,550.8174
Q_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% VLDLELKGDIEK 251 262 42.3 26.7 26.9 1 0 0 1,371.7733
Q_07 Annexin A1 ANXA1_HUMAN 38,716 7 7 13 22.80% CATSKPAFFAEK 270 281 25.8 25.9 19.4 0 2 0 1,356.6617
A_09 Annexin A2 ANXA2_HUMAN 38,606 8 9 16 19.20% QDIAFAYQR 69 77 45.1 26.9 34.5 2 0 0 1,111.5531
A_09 Annexin A2 ANXA2_HUMAN 38,606 8 9 16 19.20% TNQELQEINR 136 145 36.4 28.1 15.7 2 0 0 1,244.6230
A_09 Annexin A2 ANXA2_HUMAN 38,606 8 9 16 19.20% DIISDTSGDFR 158 168 55.5 25.0 40.5 2 0 0 1,225.5697
A_09 Annexin A2 ANXA2_HUMAN 38,606 8 9 16 19.20% DIISDTSGDFRK 158 169 48.4 26.8 38.4 2 0 0 1,353.6647
A_09 Annexin A2 ANXA2_HUMAN 38,606 8 9 16 19.20% SYSPYDMLESIR 234 245 47.8 25.0 36.7 2 0 0 1,476.6676
A_09 Annexin A2 ANXA2_HUMAN 38,606 8 9 16 19.20% SYSPYDMLESIRK 234 246 43.2 25.8 42.5 1 1 0 1,604.7626
A_09 Annexin A2 ANXA2_HUMAN 38,606 8 9 16 19.20% SLYYYIQQDTK 314 324 52.7 27.7 45.2 2 0 0 1,421.6948
A_09 Annexin A2 ANXA2_HUMAN 38,606 8 9 16 19.20% ALLYLCGGDD 330 339 31.0 25.0 24.2 2 0 0 1,096.4982
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% LSLEGDHSTPPSAYGSVK 11 28 29.0 27.4 24.1 0 1 0 1,844.9026
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% AYTNFDAER 29 37 57.8 25.0 47.2 1 0 0 1,086.4850
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% DALNIETAIK 38 47 55.2 28.2 42.9 4 0 0 1,087.5995
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% TKGVDEVTIVNILTNR 48 63 41.4 25.6 34.5 0 2 0 1,771.9914
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% GVDEVTIVNILTNR 50 63 91.4 27.9 79.4 2 2 0 1,542.8487
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% QDIAFAYQR 69 77 51.3 26.9 45.8 2 0 0 1,111.5531
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% TPAQYDASELK 105 115 48.5 27.4 44.9 4 0 0 1,222.5951
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% TNQELQEINR 136 145 46.7 28.1 29.2 2 0 0 1,244.6230
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% DIISDTSGDFR 158 168 65.1 25.0 49.7 2 0 0 1,225.5697
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% DIISDTSGDFRK 158 169 55.1 26.8 44.9 2 1 0 1,353.6647
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% RAEDGSVIDYELIDQDAR 179 196 60.5 26.4 48.1 2 2 0 2,064.9835
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% DLYDAGVKR 197 205 43.3 27.7 37.4 2 0 0 1,036.5423
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% WISIMTER 213 220 29.1 27.6 24.5 1 0 0 1,035.5292
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% SYSPYDMLESIR 234 245 70.6 25.0 60.8 2 0 0 1,476.6676
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% SYSPYDMLESIRK 234 246 50.3 25.7 49.5 2 2 0 1,604.7626
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% SLYYYIQQDTK 314 324 65.7 27.6 57.9 2 0 0 1,421.6948
A_10 Annexin A2 ANXA2_HUMAN 38,606 17 21 41 48.40% ALLYLCGGDD 330 339 29.4 25.0 25.6 1 0 0 1,096.4982
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% LSLEGDHSTPPSAYGSVK 11 28 39.2 27.4 36.0 0 1 0 1,844.9026
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% AYTNFDAER 29 37 57.8 25.0 46.0 2 0 0 1,086.4850
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% TKGVDEVTIVNILTNR 48 63 52.5 25.9 37.8 0 2 0 1,771.9914
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% GVDEVTIVNILTNR 50 63 89.4 27.9 71.8 2 2 0 1,542.8487
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% QDIAFAYQR 69 77 70.6 26.6 56.9 1 0 0 1,111.5531
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% TNQELQEINR 136 145 54.3 28.1 39.0 4 0 0 1,244.6230
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% DIISDTSGDFR 158 168 68.5 25.0 56.2 2 0 0 1,225.5697
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% DIISDTSGDFRK 158 169 53.0 26.5 44.8 1 2 0 1,353.6647
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% RAEDGSVIDYELIDQDAR 179 196 67.4 25.9 52.0 0 2 0 2,064.9835
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% AEDGSVIDYELIDQDAR 180 196 72.8 25.4 65.8 2 0 0 1,908.8824
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% DLYDAGVKR 197 205 40.5 27.8 20.0 2 0 0 1,036.5423
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% SYSPYDMLESIR 234 245 59.5 25.0 52.9 2 0 0 1,476.6676
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% SYSPYDMLESIRK 234 246 47.1 25.8 46.6 2 0 0 1,604.7626
A_11 Annexin A2 ANXA2_HUMAN 38,606 14 16 31 36.90% SLYYYIQQDTK 314 324 68.7 27.6 63.2 2 0 0 1,421.6948



A_12 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 8.85% DALNIETAIK 38 47 58.3 28.2 45.2 2 0 0 1,087.5995
A_12 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 8.85% QDIAFAYQR 69 77 22.4 26.6 10.5 1 0 0 1,111.5531
A_12 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 8.85% DIISDTSGDFR 158 168 39.3 25.0 37.0 1 0 0 1,225.5697
B_09 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 9.14% QDIAFAYQR 69 77 47.9 26.9 38.2 2 0 0 1,111.5531
B_09 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 9.14% TNQELQEINR 136 145 34.7 28.1 19.1 1 0 0 1,244.6230
B_09 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 9.14% DIISDTSGDFR 158 168 67.0 25.0 61.7 2 0 0 1,225.5697
B_09 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 9.14% DIISDTSGDFRK 158 169 44.7 26.8 35.8 2 0 0 1,353.6647
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% LSLEGDHSTPPSAYGSVK 11 28 18.4 27.4 11.7 0 1 0 1,844.9026
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% AYTNFDAER 29 37 68.0 25.0 59.7 2 0 0 1,086.4850
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% DALNIETAIK 38 47 65.1 28.2 51.4 2 0 0 1,087.5995
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% GVDEVTIVNILTNR 50 63 71.8 27.5 59.3 2 0 0 1,542.8487
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% QDIAFAYQR 69 77 31.8 26.9 25.3 4 0 0 1,111.5531
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% SALSGHLETVILGLLK 89 104 22.2 25.0 19.5 0 2 0 1,650.9791
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% TPAQYDASELK 105 115 50.7 27.4 45.5 4 0 0 1,222.5951
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% TNQELQEINR 136 145 47.4 27.8 23.5 2 0 0 1,244.6230
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% TDLEKDIISDTSGDFRK 153 169 36.5 27.3 36.5 0 2 0 1,939.9611
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% DIISDTSGDFR 158 168 65.0 25.0 50.1 2 0 0 1,225.5697
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% DIISDTSGDFRK 158 169 54.1 26.4 44.4 2 0 0 1,353.6647
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% RAEDGSVIDYELIDQDAR 179 196 43.3 26.3 30.8 0 2 0 2,064.9835
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% AEDGSVIDYELIDQDAR 180 196 51.7 25.3 43.9 2 0 0 1,908.8824
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% WISIMTER 213 220 31.2 27.5 27.2 2 0 0 1,035.5292
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% SYSPYDMLESIR 234 245 61.8 25.0 49.8 2 0 0 1,476.6676
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% SYSPYDMLESIRK 234 246 48.2 25.8 48.2 2 1 0 1,604.7626
B_10 Annexin A2 ANXA2_HUMAN 38,606 17 18 38 48.10% ALLYLCGGDD 330 339 34.8 25.0 33.4 2 0 0 1,096.4982
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% LSLEGDHSTPPSAYGSVK 11 28 52.0 27.4 46.9 2 1 0 1,844.9026
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% AYTNFDAER 29 37 61.0 25.0 52.1 2 0 0 1,086.4850
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% TKGVDEVTIVNILTNR 48 63 44.3 26.1 28.1 0 2 0 1,771.9914
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% GVDEVTIVNILTNR 50 63 80.5 28.0 66.7 2 2 0 1,542.8487
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% QDIAFAYQR 69 77 68.4 26.8 54.3 2 0 0 1,111.5531
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% TPAQYDASELK 105 115 72.1 27.5 61.0 2 0 0 1,222.5951
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% TNQELQEINR 136 145 48.0 28.1 27.8 4 0 0 1,244.6230
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% TDLEKDIISDTSGDFRK 153 169 35.6 27.4 33.6 2 0 0 1,939.9611
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% DIISDTSGDFR 158 168 62.5 25.0 51.4 2 0 0 1,225.5697
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% DIISDTSGDFRK 158 169 48.1 26.4 39.0 2 0 0 1,353.6647
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% RAEDGSVIDYELIDQDAR 179 196 72.1 26.6 65.9 2 2 0 2,064.9835
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% AEDGSVIDYELIDQDAR 180 196 61.8 25.3 55.8 2 2 0 1,908.8824
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% SYSPYDMLESIR 234 245 47.4 25.0 40.2 2 0 0 1,476.6676
B_11 Annexin A2 ANXA2_HUMAN 38,606 14 19 38 35.70% SYSPYDMLESIRK 234 246 49.9 25.9 49.0 2 1 0 1,604.7626
B_12 Annexin A2 ANXA2_HUMAN 38,606 3 3 6 8.85% DALNIETAIK 38 47 46.5 28.2 36.8 2 0 0 1,087.5995
B_12 Annexin A2 ANXA2_HUMAN 38,606 3 3 6 8.85% QDIAFAYQR 69 77 27.2 26.9 16.6 2 0 0 1,111.5531
B_12 Annexin A2 ANXA2_HUMAN 38,606 3 3 6 8.85% DIISDTSGDFR 158 168 34.3 25.0 34.3 2 0 0 1,225.5697
C_01 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 5.60% DALNIETAIK 38 47 38.9 28.2 23.5 2 0 0 1,087.5995
C_01 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 5.60% QDIAFAYQR 69 77 20.4 26.7 14.6 1 0 0 1,111.5531
C_03 Annexin A2 ANXA2_HUMAN 38,606 2 2 2 6.19% DALNIETAIK 38 47 51.3 28.2 32.1 1 0 0 1,087.5995
C_03 Annexin A2 ANXA2_HUMAN 38,606 2 2 2 6.19% TPAQYDASELK 105 115 25.0 27.4 24.9 1 0 0 1,222.5951
C_04 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 5.90% QDIAFAYQR 69 77 47.4 26.6 34.6 2 0 0 1,111.5531
C_04 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 5.90% TPAQYDASELK 105 115 27.6 27.2 24.4 2 0 0 1,222.5951
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% TKGVDEVTIVNILTNR 48 63 43.3 26.2 25.0 0 2 0 1,771.9914
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% GVDEVTIVNILTNR 50 63 73.6 27.9 58.7 2 0 0 1,542.8487
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% SNAQRQDIAFAYQR 64 77 33.7 27.6 33.0 2 0 0 1,667.8248
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% QDIAFAYQR 69 77 38.6 26.7 29.2 2 0 0 1,111.5531
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% TPAQYDASELK 105 115 29.7 27.3 25.0 1 0 0 1,222.5951
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% TPAQYDASELKASMK 105 119 52.3 27.0 43.5 1 0 0 1,655.7947
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% GLGTDEDSLIEIICSR 120 135 37.4 27.2 37.4 1 0 0 1,777.8640
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% TNQELQEINR 136 145 47.3 27.4 31.2 4 0 0 1,244.6230
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% TDLEKDIISDTSGDFRK 153 169 28.0 27.3 18.4 1 0 0 1,939.9611
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% DIISDTSGDFR 158 168 58.9 25.0 50.0 2 0 0 1,225.5697
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% DIISDTSGDFRK 158 169 48.4 26.5 38.8 2 0 0 1,353.6647
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% RAEDGSVIDYELIDQDAR 179 196 55.3 25.9 41.3 0 2 0 2,064.9835
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% AEDGSVIDYELIDQDAR 180 196 70.4 25.3 58.2 2 0 0 1,908.8824
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% DLYDAGVKR 197 205 34.5 28.3 20.3 2 0 0 1,036.5423
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% WISIMTER 213 220 39.4 26.7 26.9 3 0 0 1,051.5242
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% SYSPYDMLESIR 234 245 40.3 25.0 33.6 2 0 0 1,476.6676
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% SYSPYDMLESIRK 234 246 51.5 25.8 48.0 2 1 0 1,604.7626
C_09 Annexin A2 ANXA2_HUMAN 38,606 18 20 36 43.10% ALLYLCGGDD 330 339 57.5 25.0 52.3 2 0 0 1,096.4982
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% LSLEGDHSTPPSAYGSVK 11 28 36.6 27.6 24.5 2 1 0 1,844.9026
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% AYTNFDAER 29 37 53.7 25.0 44.0 2 0 0 1,086.4850
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% DALNIETAIK 38 47 37.9 28.2 31.2 2 0 0 1,087.5995
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% DALNIETAIKTK 38 49 39.8 27.1 37.9 1 0 0 1,316.7422
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% TKGVDEVTIVNILTNR 48 63 39.7 26.1 24.5 0 2 0 1,771.9914
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% GVDEVTIVNILTNR 50 63 75.3 28.3 47.1 2 0 0 1,542.8487
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% SNAQRQDIAFAYQR 64 77 43.8 27.7 36.9 2 2 0 1,667.8248
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% SNAQRQDIAFAYQRR 64 78 30.2 27.6 21.1 0 1 0 1,823.9259
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% QDIAFAYQR 69 77 40.9 26.6 35.2 4 0 0 1,111.5531
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% TPAQYDASELK 105 115 55.9 26.9 47.2 4 0 0 1,222.5951
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% TPAQYDASELKASMK 105 119 54.6 26.8 52.5 2 0 0 1,655.7947
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% GLGTDEDSLIEIICSR 120 135 49.5 27.2 49.5 1 0 0 1,777.8640
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% TNQELQEINR 136 145 57.7 27.6 26.3 4 0 0 1,244.6230
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% TNQELQEINRVYK 136 148 39.1 28.2 34.9 1 0 0 1,634.8497
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% TDLEKDIISDTSGDFRK 153 169 39.2 27.4 29.9 0 2 0 1,939.9611
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% DIISDTSGDFR 158 168 37.9 25.0 37.9 2 0 0 1,225.5697
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% DIISDTSGDFRK 158 169 52.9 26.8 39.5 2 1 0 1,353.6647
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% RAEDGSVIDYELIDQDAR 179 196 52.2 26.3 37.4 0 2 0 2,064.9835
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% AEDGSVIDYELIDQDAR 180 196 52.5 25.4 52.5 2 1 0 1,908.8824
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% DLYDAGVKR 197 205 46.7 28.3 33.9 2 0 0 1,036.5423
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% WISIMTER 213 220 22.7 27.6 14.2 2 0 0 1,035.5292
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% SYSPYDMLESIR 234 245 40.8 25.0 33.7 2 0 0 1,476.6676
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% SYSPYDMLESIRK 234 246 46.1 25.9 43.7 2 0 0 1,604.7626
C_10 Annexin A2 ANXA2_HUMAN 38,606 24 28 55 55.20% ALLYLCGGDD 330 339 41.2 25.0 38.2 2 0 0 1,096.4982
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% LSLEGDHSTPPSAYGSVK 11 28 70.5 27.4 64.9 2 1 0 1,844.9026
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% AYTNFDAER 29 37 55.6 25.0 46.1 1 0 0 1,086.4850
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% DALNIETAIK 38 47 63.1 28.2 50.9 2 0 0 1,087.5995
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% TKGVDEVTIVNILTNR 48 63 44.4 26.5 20.7 0 2 0 1,771.9914
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% GVDEVTIVNILTNR 50 63 75.7 27.9 62.3 2 0 0 1,542.8487
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% SNAQRQDIAFAYQR 64 77 52.1 27.6 45.9 2 2 0 1,667.8248
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% QDIAFAYQR 69 77 53.1 26.6 36.6 2 0 0 1,111.5531
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% TPAQYDASELK 105 115 46.4 27.2 42.3 4 0 0 1,222.5951
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% TPAQYDASELKASMK 105 119 56.5 26.8 50.5 2 0 0 1,655.7947
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% GLGTDEDSLIEIICSR 120 135 44.8 27.3 44.8 2 0 0 1,777.8640
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% TNQELQEINR 136 145 55.7 27.6 27.0 4 0 0 1,244.6230
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% DIISDTSGDFR 158 168 67.7 25.0 54.5 2 0 0 1,225.5697
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% DIISDTSGDFRK 158 169 45.4 26.5 32.2 1 0 0 1,353.6647
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% RAEDGSVIDYELIDQDAR 179 196 101.0 26.4 90.5 1 2 0 2,064.9835
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% AEDGSVIDYELIDQDAR 180 196 56.8 25.0 48.0 2 2 0 1,908.8824
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% DLYDAGVKR 197 205 51.0 28.3 39.1 2 0 0 1,036.5423
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% SYSPYDMLESIR 234 245 64.4 25.0 55.4 2 0 0 1,476.6676
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% SYSPYDMLESIRK 234 246 16.9 25.9 11.1 0 1 0 1,604.7626
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% SLYYYIQQDTK 314 324 69.0 27.6 63.2 1 0 0 1,421.6948
C_11 Annexin A2 ANXA2_HUMAN 38,606 20 24 46 53.40% ALLYLCGGDD 330 339 51.8 25.0 51.4 2 0 0 1,096.4982
C_12 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 8.26% QDIAFAYQR 69 77 36.9 26.6 29.6 2 0 0 1,111.5531
C_12 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 8.26% WISIMTER 213 220 22.9 27.0 12.2 1 0 0 1,051.5242
C_12 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 8.26% SLYYYIQQDTK 314 324 50.8 27.6 43.3 2 0 0 1,421.6948



D_15 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 13.30% DALNIETAIK 38 47 40.4 29.7 31.0 2 0 0 1,087.5995
D_15 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 13.30% GVDEVTIVNILTNR 50 63 29.6 28.0 23.6 0 1 0 1,542.8487
D_15 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 13.30% TPAQYDASELK 105 115 44.5 27.2 41.9 2 0 0 1,222.5951
D_15 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 13.30% TNQELQEINR 136 145 47.8 27.4 34.0 2 0 0 1,244.6230
D_16 Annexin A2 ANXA2_HUMAN 38,606 7 8 13 22.10% GVDEVTIVNILTNR 50 63 91.1 28.0 57.3 2 1 0 1,542.8487
D_16 Annexin A2 ANXA2_HUMAN 38,606 7 8 13 22.10% TPAQYDASELK 105 115 63.4 27.3 58.1 2 0 0 1,222.5951
D_16 Annexin A2 ANXA2_HUMAN 38,606 7 8 13 22.10% GLGTDEDSLIEIICSR 120 135 31.6 26.9 31.6 1 0 0 1,777.8640
D_16 Annexin A2 ANXA2_HUMAN 38,606 7 8 13 22.10% TNQELQEINR 136 145 53.8 27.6 42.1 2 0 0 1,244.6230
D_16 Annexin A2 ANXA2_HUMAN 38,606 7 8 13 22.10% DIISDTSGDFR 158 168 54.9 25.0 49.5 2 0 0 1,225.5697
D_16 Annexin A2 ANXA2_HUMAN 38,606 7 8 13 22.10% DIISDTSGDFRK 158 169 25.4 26.9 21.2 1 0 0 1,353.6647
D_16 Annexin A2 ANXA2_HUMAN 38,606 7 8 13 22.10% SYSPYDMLESIR 234 245 28.8 25.0 24.4 2 0 0 1,476.6676
D_17 Annexin A2 ANXA2_HUMAN 38,606 7 7 11 24.80% DALNIETAIK 38 47 64.6 29.5 51.2 2 0 0 1,087.5995
D_17 Annexin A2 ANXA2_HUMAN 38,606 7 7 11 24.80% GVDEVTIVNILTNR 50 63 79.1 28.0 58.2 2 0 0 1,542.8487
D_17 Annexin A2 ANXA2_HUMAN 38,606 7 7 11 24.80% QDIAFAYQR 69 77 50.3 26.5 37.6 1 0 0 1,111.5531
D_17 Annexin A2 ANXA2_HUMAN 38,606 7 7 11 24.80% TPAQYDASELK 105 115 40.0 27.3 35.7 2 0 0 1,222.5951
D_17 Annexin A2 ANXA2_HUMAN 38,606 7 7 11 24.80% TNQELQEINR 136 145 51.7 27.4 31.5 2 0 0 1,244.6230
D_17 Annexin A2 ANXA2_HUMAN 38,606 7 7 11 24.80% DIISDTSGDFRK 158 169 35.7 26.5 29.0 1 0 0 1,353.6647
D_17 Annexin A2 ANXA2_HUMAN 38,606 7 7 11 24.80% RAEDGSVIDYELIDQDAR 179 196 39.6 26.0 31.2 0 1 0 2,064.9835
E_15 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 10.30% DALNIETAIK 38 47 39.2 29.7 26.6 2 0 0 1,087.5995
E_15 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 10.30% GVDEVTIVNILTNR 50 63 65.9 28.0 43.0 2 0 0 1,542.8487
E_15 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 10.30% TPAQYDASELK 105 115 48.0 27.1 43.5 1 0 0 1,222.5951
E_16 Annexin A2 ANXA2_HUMAN 38,606 4 4 8 13.60% DALNIETAIK 38 47 35.2 28.1 25.0 2 0 0 1,087.5995
E_16 Annexin A2 ANXA2_HUMAN 38,606 4 4 8 13.60% GVDEVTIVNILTNR 50 63 65.7 28.1 45.3 2 0 0 1,542.8487
E_16 Annexin A2 ANXA2_HUMAN 38,606 4 4 8 13.60% TPAQYDASELK 105 115 30.7 27.2 22.9 2 0 0 1,222.5951
E_16 Annexin A2 ANXA2_HUMAN 38,606 4 4 8 13.60% DIISDTSGDFR 158 168 42.9 25.0 36.6 2 0 0 1,225.5697
E_17 Annexin A2 ANXA2_HUMAN 38,606 3 3 3 10.60% GVDEVTIVNILTNR 50 63 70.2 27.8 37.2 1 0 0 1,542.8487
E_17 Annexin A2 ANXA2_HUMAN 38,606 3 3 3 10.60% TPAQYDASELK 105 115 46.6 27.5 32.7 1 0 0 1,222.5951
E_17 Annexin A2 ANXA2_HUMAN 38,606 3 3 3 10.60% SLYYYIQQDTK 314 324 48.1 27.0 43.1 1 0 0 1,421.6948
F_12 Annexin A2 ANXA2_HUMAN 38,606 5 5 9 15.30% QDIAFAYQR 69 77 66.2 26.6 53.1 2 0 0 1,111.5531
F_12 Annexin A2 ANXA2_HUMAN 38,606 5 5 9 15.30% TPAQYDASELK 105 115 50.8 27.5 43.2 2 0 0 1,222.5951
F_12 Annexin A2 ANXA2_HUMAN 38,606 5 5 9 15.30% DIISDTSGDFR 158 168 39.7 25.0 39.5 1 0 0 1,225.5697
F_12 Annexin A2 ANXA2_HUMAN 38,606 5 5 9 15.30% SLYYYIQQDTK 314 324 52.6 27.4 51.4 2 0 0 1,421.6948
F_12 Annexin A2 ANXA2_HUMAN 38,606 5 5 9 15.30% ALLYLCGGDD 330 339 29.0 25.0 22.5 2 0 0 1,096.4982
F_13 Annexin A2 ANXA2_HUMAN 38,606 6 6 12 21.80% LSLEGDHSTPPSAYGSVK 11 28 33.3 27.4 27.4 0 2 0 1,844.9026
F_13 Annexin A2 ANXA2_HUMAN 38,606 6 6 12 21.80% GVDEVTIVNILTNR 50 63 76.4 28.2 65.6 2 0 0 1,542.8487
F_13 Annexin A2 ANXA2_HUMAN 38,606 6 6 12 21.80% QDIAFAYQR 69 77 73.8 26.9 57.7 2 0 0 1,111.5531
F_13 Annexin A2 ANXA2_HUMAN 38,606 6 6 12 21.80% TPAQYDASELK 105 115 32.3 27.2 29.7 2 0 0 1,222.5951
F_13 Annexin A2 ANXA2_HUMAN 38,606 6 6 12 21.80% DIISDTSGDFRK 158 169 48.4 26.4 37.1 2 0 0 1,353.6647
F_13 Annexin A2 ANXA2_HUMAN 38,606 6 6 12 21.80% ALLYLCGGDD 330 339 55.6 25.0 55.6 2 0 0 1,096.4982
G_12 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 12.70% DALNIETAIK 38 47 31.7 29.6 15.1 2 0 0 1,087.5995
G_12 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 12.70% TPAQYDASELK 105 115 44.0 27.9 36.3 2 0 0 1,222.5951
G_12 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 12.70% DIISDTSGDFR 158 168 32.1 25.0 32.1 2 0 0 1,225.5697
G_12 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 12.70% SLYYYIQQDTK 314 324 28.3 27.4 26.9 1 0 0 1,421.6948
G_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 13 18.60% QDIAFAYQR 69 77 46.0 26.4 38.3 2 0 0 1,111.5531
G_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 13 18.60% TPAQYDASELK 105 115 52.8 27.9 47.8 2 0 0 1,222.5951
G_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 13 18.60% TNQELQEINR 136 145 31.6 27.9 22.0 2 0 0 1,244.6230
G_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 13 18.60% DIISDTSGDFR 158 168 62.9 25.0 47.8 2 0 0 1,225.5697
G_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 13 18.60% DIISDTSGDFRK 158 169 30.0 26.6 17.3 1 0 0 1,353.6647
G_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 13 18.60% SLYYYIQQDTK 314 324 68.3 27.6 65.3 2 0 0 1,421.6948
G_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 13 18.60% ALLYLCGGDD 330 339 43.9 25.0 43.6 2 0 0 1,096.4982
G_14 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 5.60% DALNIETAIK 38 47 49.5 29.6 34.9 2 0 0 1,087.5995
G_14 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 5.60% QDIAFAYQR 69 77 46.5 26.5 38.2 2 0 0 1,111.5531
H_08 Annexin A2 ANXA2_HUMAN 38,606 6 6 11 18.60% DALNIETAIK 38 47 55.5 28.2 43.8 1 0 0 1,087.5995
H_08 Annexin A2 ANXA2_HUMAN 38,606 6 6 11 18.60% QDIAFAYQR 69 77 57.7 26.7 35.9 2 0 0 1,111.5531
H_08 Annexin A2 ANXA2_HUMAN 38,606 6 6 11 18.60% TPAQYDASELK 105 115 36.8 27.7 29.2 2 0 0 1,222.5951
H_08 Annexin A2 ANXA2_HUMAN 38,606 6 6 11 18.60% DIISDTSGDFRK 158 169 52.6 26.6 37.3 2 0 0 1,353.6647
H_08 Annexin A2 ANXA2_HUMAN 38,606 6 6 11 18.60% SLYYYIQQDTK 314 324 63.0 27.3 53.7 2 0 0 1,421.6948
H_08 Annexin A2 ANXA2_HUMAN 38,606 6 6 11 18.60% ALLYLCGGDD 330 339 47.1 25.0 45.4 2 0 0 1,096.4982
H_09 Annexin A2 ANXA2_HUMAN 38,606 11 13 21 36.30% LSLEGDHSTPPSAYGSVK 11 28 50.9 27.3 44.4 2 1 0 1,844.9026
H_09 Annexin A2 ANXA2_HUMAN 38,606 11 13 21 36.30% DALNIETAIK 38 47 64.3 29.9 42.2 1 0 0 1,087.5995
H_09 Annexin A2 ANXA2_HUMAN 38,606 11 13 21 36.30% GVDEVTIVNILTNR 50 63 70.3 27.9 54.2 2 0 0 1,542.8487
H_09 Annexin A2 ANXA2_HUMAN 38,606 11 13 21 36.30% TPAQYDASELK 105 115 53.4 27.2 49.7 2 0 0 1,222.5951
H_09 Annexin A2 ANXA2_HUMAN 38,606 11 13 21 36.30% TNQELQEINR 136 145 37.9 27.8 25.7 1 0 0 1,244.6230
H_09 Annexin A2 ANXA2_HUMAN 38,606 11 13 21 36.30% DIISDTSGDFR 158 168 28.9 25.0 28.3 1 0 0 1,225.5697
H_09 Annexin A2 ANXA2_HUMAN 38,606 11 13 21 36.30% DIISDTSGDFRK 158 169 49.9 26.3 38.2 2 0 0 1,353.6647
H_09 Annexin A2 ANXA2_HUMAN 38,606 11 13 21 36.30% AEDGSVIDYELIDQDAR 180 196 69.2 25.0 63.5 2 0 0 1,908.8824
H_09 Annexin A2 ANXA2_HUMAN 38,606 11 13 21 36.30% WISIMTER 213 220 30.9 27.9 26.9 2 0 0 1,035.5292
H_09 Annexin A2 ANXA2_HUMAN 38,606 11 13 21 36.30% SYSPYDMLESIRK 234 246 45.7 25.9 45.7 2 1 0 1,604.7626
H_09 Annexin A2 ANXA2_HUMAN 38,606 11 13 21 36.30% ALLYLCGGDD 330 339 57.4 25.0 57.4 2 0 0 1,096.4982
H_10 Annexin A2 ANXA2_HUMAN 38,606 5 5 7 17.40% LSLEGDHSTPPSAYGSVK 11 28 20.1 27.4 16.7 0 1 0 1,844.9026
H_10 Annexin A2 ANXA2_HUMAN 38,606 5 5 7 17.40% DALNIETAIK 38 47 50.4 28.2 37.5 1 0 0 1,087.5995
H_10 Annexin A2 ANXA2_HUMAN 38,606 5 5 7 17.40% QDIAFAYQR 69 77 58.6 26.6 49.9 2 0 0 1,111.5531
H_10 Annexin A2 ANXA2_HUMAN 38,606 5 5 7 17.40% DIISDTSGDFR 158 168 20.1 25.0 18.2 1 0 0 1,225.5697
H_10 Annexin A2 ANXA2_HUMAN 38,606 5 5 7 17.40% SLYYYIQQDTK 314 324 65.1 27.3 60.1 2 0 0 1,421.6948
I_08 Annexin A2 ANXA2_HUMAN 38,606 11 12 19 28.60% GVDEVTIVNILTNR 50 63 56.2 28.1 43.0 1 0 0 1,542.8487
I_08 Annexin A2 ANXA2_HUMAN 38,606 11 12 19 28.60% SNAQRQDIAFAYQR 64 77 33.2 27.6 30.2 2 1 0 1,667.8248
I_08 Annexin A2 ANXA2_HUMAN 38,606 11 12 19 28.60% QDIAFAYQR 69 77 65.2 26.7 50.0 2 0 0 1,111.5531
I_08 Annexin A2 ANXA2_HUMAN 38,606 11 12 19 28.60% TDLEKDIISDTSGDFRK 153 169 42.7 27.3 32.4 0 2 0 1,939.9611
I_08 Annexin A2 ANXA2_HUMAN 38,606 11 12 19 28.60% DIISDTSGDFR 158 168 52.3 25.0 34.4 2 0 0 1,225.5697
I_08 Annexin A2 ANXA2_HUMAN 38,606 11 12 19 28.60% DIISDTSGDFRK 158 169 49.8 26.7 43.1 2 0 0 1,353.6647
I_08 Annexin A2 ANXA2_HUMAN 38,606 11 12 19 28.60% RAEDGSVIDYELIDQDAR 179 196 30.4 26.6 17.8 0 1 0 2,064.9835
I_08 Annexin A2 ANXA2_HUMAN 38,606 11 12 19 28.60% SYSPYDMLESIR 234 245 41.1 25.0 39.3 2 0 0 1,476.6676
I_08 Annexin A2 ANXA2_HUMAN 38,606 11 12 19 28.60% SYSPYDMLESIRK 234 246 20.1 25.9 13.5 0 1 0 1,604.7626
I_08 Annexin A2 ANXA2_HUMAN 38,606 11 12 19 28.60% SLYYYIQQDTK 314 324 48.0 27.4 48.0 1 0 0 1,421.6948
I_08 Annexin A2 ANXA2_HUMAN 38,606 11 12 19 28.60% ALLYLCGGDD 330 339 57.1 25.0 57.1 2 0 0 1,096.4982
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% LSLEGDHSTPPSAYGSVK 11 28 51.0 27.4 51.0 2 1 0 1,844.9026
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% DALNIETAIK 38 47 67.5 29.6 44.0 2 0 0 1,087.5995
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% GVDEVTIVNILTNR 50 63 85.5 27.9 73.3 1 0 0 1,542.8487
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% SNAQRQDIAFAYQR 64 77 42.0 27.6 38.5 2 0 0 1,667.8248
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% QDIAFAYQR 69 77 64.0 26.7 50.0 5 0 0 1,111.5531
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% TPAQYDASELK 105 115 37.8 27.7 37.8 2 0 0 1,222.5951
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% TNQELQEINRVYK 136 148 30.1 28.2 30.1 1 0 0 1,634.8497
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% TDLEKDIISDTSGDFR 153 168 35.2 26.5 33.8 0 2 0 1,811.8661
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% TDLEKDIISDTSGDFRK 153 169 78.7 27.4 71.2 0 1 1 1,939.9611
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% DIISDTSGDFR 158 168 71.5 25.0 58.8 2 0 0 1,225.5697
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% DIISDTSGDFRK 158 169 54.5 26.6 42.7 2 0 0 1,353.6647
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% RAEDGSVIDYELIDQDAR 179 196 68.7 26.6 68.7 1 2 0 2,064.9835
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% AEDGSVIDYELIDQDAR 180 196 70.8 25.4 70.8 2 2 0 1,908.8824
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% WISIMTER 213 220 38.6 27.5 33.2 2 0 0 1,035.5292
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% SYSPYDMLESIR 234 245 53.2 25.0 47.4 2 0 0 1,476.6676
I_09 Annexin A2 ANXA2_HUMAN 38,606 16 20 37 42.80% ALLYLCGGDD 330 339 57.1 25.0 57.1 2 0 0 1,096.4982
I_10 Annexin A2 ANXA2_HUMAN 38,606 5 5 6 18.90% LSLEGDHSTPPSAYGSVK 11 28 19.0 27.4 13.7 0 1 0 1,844.9026
I_10 Annexin A2 ANXA2_HUMAN 38,606 5 5 6 18.90% DALNIETAIK 38 47 26.3 28.2 24.1 1 0 0 1,087.5995
I_10 Annexin A2 ANXA2_HUMAN 38,606 5 5 6 18.90% QDIAFAYQR 69 77 51.1 26.7 37.3 2 0 0 1,111.5531
I_10 Annexin A2 ANXA2_HUMAN 38,606 5 5 6 18.90% TDLEKDIISDTSGDFRK 153 169 19.5 27.4 16.7 0 1 0 1,939.9611
I_10 Annexin A2 ANXA2_HUMAN 38,606 5 5 6 18.90% ALLYLCGGDD 330 339 30.9 25.0 30.9 1 0 0 1,096.4982
I_11 Annexin A2 ANXA2_HUMAN 38,606 2 2 2 7.96% DALNIETAIK 38 47 33.9 29.5 23.7 1 0 0 1,087.5995
I_11 Annexin A2 ANXA2_HUMAN 38,606 2 2 2 7.96% TDLEKDIISDTSGDFRK 153 169 23.2 27.6 20.3 0 1 0 1,939.9611
J_08 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 19.20% QDIAFAYQR 69 77 62.8 26.4 51.6 2 0 0 1,111.5531
J_08 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 19.20% TPAQYDASELK 105 115 46.1 28.0 42.2 2 0 0 1,222.5951
J_08 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 19.20% DIISDTSGDFR 158 168 62.1 25.0 53.4 2 0 0 1,225.5697
J_08 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 19.20% DIISDTSGDFRK 158 169 44.4 26.8 31.9 2 0 0 1,353.6647



J_08 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 19.20% SYSPYDMLESIR 234 245 46.9 25.0 41.5 2 0 0 1,476.6676
J_08 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 19.20% SLYYYIQQDTK 314 324 61.9 27.6 56.6 2 0 0 1,421.6948
J_08 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 19.20% ALLYLCGGDD 330 339 46.1 25.0 43.9 2 0 0 1,096.4982
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% LSLEGDHSTPPSAYGSVK 11 28 41.9 27.5 33.3 1 1 0 1,844.9026
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% GVDEVTIVNILTNR 50 63 78.7 27.7 65.1 2 2 0 1,542.8487
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% QDIAFAYQR 69 77 19.9 26.4 6.5 1 0 0 1,111.5531
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% TPAQYDASELK 105 115 40.5 28.0 37.4 2 0 0 1,222.5951
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% TDLEKDIISDTSGDFRK 153 169 53.5 27.5 48.8 1 2 0 1,939.9611
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% DIISDTSGDFR 158 168 57.2 25.0 45.2 2 0 0 1,225.5697
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% DIISDTSGDFRK 158 169 48.0 26.8 38.1 2 0 0 1,353.6647
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% RAEDGSVIDYELIDQDAR 179 196 59.5 26.8 45.7 1 2 0 2,064.9835
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% AEDGSVIDYELIDQDAR 180 196 86.3 25.6 82.2 2 0 0 1,908.8824
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% SYSPYDMLESIR 234 245 41.8 25.0 34.6 2 0 0 1,476.6676
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% SYSPYDMLESIRK 234 246 41.3 26.5 40.4 2 0 0 1,604.7626
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% SLYYYIQQDTK 314 324 64.6 27.6 58.9 2 0 0 1,421.6948
J_09 Annexin A2 ANXA2_HUMAN 38,606 13 17 28 35.70% ALLYLCGGDD 330 339 36.3 25.0 36.3 1 0 0 1,096.4982
J_10 Annexin A2 ANXA2_HUMAN 38,606 4 4 6 14.20% LSLEGDHSTPPSAYGSVK 11 28 23.9 27.6 22.3 0 1 0 1,844.9026
J_10 Annexin A2 ANXA2_HUMAN 38,606 4 4 6 14.20% DALNIETAIK 38 47 64.3 29.6 45.5 2 0 0 1,087.5995
J_10 Annexin A2 ANXA2_HUMAN 38,606 4 4 6 14.20% QDIAFAYQR 69 77 29.2 26.5 21.9 1 0 0 1,111.5531
J_10 Annexin A2 ANXA2_HUMAN 38,606 4 4 6 14.20% SLYYYIQQDTK 314 324 71.3 27.5 64.9 2 0 0 1,421.6948
K_08 Annexin A2 ANXA2_HUMAN 38,606 9 9 16 26.80% GVDEVTIVNILTNR 50 63 56.0 28.1 46.2 2 0 0 1,542.8487
K_08 Annexin A2 ANXA2_HUMAN 38,606 9 9 16 26.80% SNAQRQDIAFAYQR 64 77 19.4 27.6 15.3 0 1 0 1,667.8248
K_08 Annexin A2 ANXA2_HUMAN 38,606 9 9 16 26.80% QDIAFAYQR 69 77 47.9 26.7 37.1 2 0 0 1,111.5531
K_08 Annexin A2 ANXA2_HUMAN 38,606 9 9 16 26.80% TPAQYDASELK 105 115 29.9 27.5 29.9 2 0 0 1,222.5951
K_08 Annexin A2 ANXA2_HUMAN 38,606 9 9 16 26.80% DIISDTSGDFR 158 168 47.5 25.0 33.5 2 0 0 1,225.5697
K_08 Annexin A2 ANXA2_HUMAN 38,606 9 9 16 26.80% DIISDTSGDFRK 158 169 47.9 26.6 38.5 2 0 0 1,353.6647
K_08 Annexin A2 ANXA2_HUMAN 38,606 9 9 16 26.80% RAEDGSVIDYELIDQDAR 179 196 34.1 26.5 19.1 0 2 0 2,064.9835
K_08 Annexin A2 ANXA2_HUMAN 38,606 9 9 16 26.80% SYSPYDMLESIR 234 245 27.3 25.0 19.5 1 0 0 1,476.6676
K_08 Annexin A2 ANXA2_HUMAN 38,606 9 9 16 26.80% ALLYLCGGDD 330 339 46.9 25.0 46.9 2 0 0 1,096.4982
K_09 Annexin A2 ANXA2_HUMAN 38,606 11 12 24 34.20% LSLEGDHSTPPSAYGSVK 11 28 65.8 27.3 59.8 2 2 0 1,844.9026
K_09 Annexin A2 ANXA2_HUMAN 38,606 11 12 24 34.20% GVDEVTIVNILTNR 50 63 59.5 27.5 51.4 2 0 0 1,542.8487
K_09 Annexin A2 ANXA2_HUMAN 38,606 11 12 24 34.20% QDIAFAYQR 69 77 51.3 26.7 42.4 3 0 0 1,111.5531
K_09 Annexin A2 ANXA2_HUMAN 38,606 11 12 24 34.20% TPAQYDASELK 105 115 34.9 28.0 31.7 2 0 0 1,222.5951
K_09 Annexin A2 ANXA2_HUMAN 38,606 11 12 24 34.20% DIISDTSGDFRK 158 169 40.5 26.6 34.5 2 0 0 1,353.6647
K_09 Annexin A2 ANXA2_HUMAN 38,606 11 12 24 34.20% RAEDGSVIDYELIDQDAR 179 196 46.4 26.7 27.1 0 2 0 2,064.9835
K_09 Annexin A2 ANXA2_HUMAN 38,606 11 12 24 34.20% AEDGSVIDYELIDQDAR 180 196 47.1 25.1 40.8 2 0 0 1,908.8824
K_09 Annexin A2 ANXA2_HUMAN 38,606 11 12 24 34.20% SYSPYDMLESIR 234 245 37.1 25.0 28.5 2 0 0 1,476.6676
K_09 Annexin A2 ANXA2_HUMAN 38,606 11 12 24 34.20% SYSPYDMLESIRK 234 246 20.2 26.2 13.5 1 0 0 1,604.7626
K_09 Annexin A2 ANXA2_HUMAN 38,606 11 12 24 34.20% SLYYYIQQDTK 314 324 60.4 27.3 55.2 2 0 0 1,421.6948
K_09 Annexin A2 ANXA2_HUMAN 38,606 11 12 24 34.20% ALLYLCGGDD 330 339 42.8 25.0 41.2 2 0 0 1,096.4982
K_10 Annexin A2 ANXA2_HUMAN 38,606 4 4 5 13.90% LSLEGDHSTPPSAYGSVK 11 28 21.4 27.4 19.7 0 1 0 1,844.9026
K_10 Annexin A2 ANXA2_HUMAN 38,606 4 4 5 13.90% DALNIETAIK 38 47 43.8 28.2 32.5 2 0 0 1,087.5995
K_10 Annexin A2 ANXA2_HUMAN 38,606 4 4 5 13.90% QDIAFAYQR 69 77 37.2 26.7 29.2 1 0 0 1,111.5531
K_10 Annexin A2 ANXA2_HUMAN 38,606 4 4 5 13.90% ALLYLCGGDD 330 339 24.1 25.0 19.4 1 0 0 1,096.4982
K_24 Annexin A2 ANXA2_HUMAN 38,606 4 5 8 13.90% LSLEGDHSTPPSAYGSVK 11 28 40.3 27.4 35.1 1 2 0 1,844.9026
K_24 Annexin A2 ANXA2_HUMAN 38,606 4 5 8 13.90% DALNIETAIK 38 47 43.8 29.5 29.8 1 0 0 1,087.5995
K_24 Annexin A2 ANXA2_HUMAN 38,606 4 5 8 13.90% WISIMTER 213 220 28.3 27.5 22.0 2 0 0 1,035.5292
K_24 Annexin A2 ANXA2_HUMAN 38,606 4 5 8 13.90% SLYYYIQQDTK 314 324 56.6 27.5 50.0 2 0 0 1,421.6948
L_03 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 8.85% DALNIETAIK 38 47 31.5 29.6 19.5 1 0 0 1,087.5995
L_03 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 8.85% QDIAFAYQR 69 77 45.0 26.5 35.1 2 0 0 1,111.5531
L_03 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 8.85% TPAQYDASELK 105 115 34.9 27.9 24.4 1 0 0 1,222.5951
L_06 Annexin A2 ANXA2_HUMAN 38,606 9 10 17 30.10% LSLEGDHSTPPSAYGSVK 11 28 34.0 27.6 25.1 1 1 0 1,844.9026
L_06 Annexin A2 ANXA2_HUMAN 38,606 9 10 17 30.10% GVDEVTIVNILTNR 50 63 71.3 27.5 61.3 2 0 0 1,542.8487
L_06 Annexin A2 ANXA2_HUMAN 38,606 9 10 17 30.10% TPAQYDASELKASMK 105 119 52.7 27.1 47.5 0 2 0 1,655.7947
L_06 Annexin A2 ANXA2_HUMAN 38,606 9 10 17 30.10% TNQELQEINR 136 145 51.3 27.9 41.3 2 0 0 1,244.6230
L_06 Annexin A2 ANXA2_HUMAN 38,606 9 10 17 30.10% DIISDTSGDFR 158 168 55.3 25.0 44.5 2 0 0 1,225.5697
L_06 Annexin A2 ANXA2_HUMAN 38,606 9 10 17 30.10% DIISDTSGDFRK 158 169 43.1 26.8 31.5 2 0 0 1,353.6647
L_06 Annexin A2 ANXA2_HUMAN 38,606 9 10 17 30.10% SYSPYDMLESIR 234 245 54.9 25.0 48.6 2 0 0 1,476.6676
L_06 Annexin A2 ANXA2_HUMAN 38,606 9 10 17 30.10% SLYYYIQQDTK 314 324 57.2 27.6 47.1 2 0 0 1,421.6948
L_06 Annexin A2 ANXA2_HUMAN 38,606 9 10 17 30.10% ALLYLCGGDD 330 339 31.0 25.0 31.0 1 0 0 1,096.4982
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% LSLEGDHSTPPSAYGSVK 11 28 79.6 27.3 70.3 2 1 0 1,844.9026
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% DALNIETAIK 38 47 67.5 29.6 42.4 2 0 0 1,087.5995
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% TKGVDEVTIVNILTNR 48 63 73.4 25.3 54.6 2 2 0 1,771.9914
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% GVDEVTIVNILTNR 50 63 87.8 27.5 75.7 2 0 0 1,542.8487
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% SNAQRQDIAFAYQR 64 77 45.6 27.6 32.8 0 2 0 1,667.8248
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% QDIAFAYQR 69 77 64.3 26.5 52.8 2 0 0 1,111.5531
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% TPAQYDASELKASMK 105 119 28.2 27.1 20.9 2 0 0 1,655.7947
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% GLGTDEDSLIEIICSR 120 135 83.9 27.4 82.3 2 0 0 1,777.8640
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% TNQELQEINR 136 145 63.8 27.7 42.3 2 0 0 1,244.6230
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% TDLEKDIISDTSGDFR 153 168 65.0 26.6 62.1 2 0 0 1,811.8661
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% TDLEKDIISDTSGDFRK 153 169 70.2 27.4 68.5 0 2 0 1,939.9611
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% DIISDTSGDFRK 158 169 48.3 26.6 37.0 1 0 0 1,353.6647
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% RAEDGSVIDYELIDQDAR 179 196 78.5 26.7 64.5 2 2 0 2,064.9835
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% AEDGSVIDYELIDQDAR 180 196 70.8 25.2 65.0 2 2 0 1,908.8824
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% SYSPYDMLESIR 234 245 57.4 25.0 46.6 3 0 0 1,476.6676
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% SLYYYIQQDTK 314 324 66.2 27.3 63.0 2 0 0 1,421.6948
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% SLYYYIQQDTKGDYQK 314 329 66.1 26.7 66.1 2 1 0 2,012.9602
L_07 Annexin A2 ANXA2_HUMAN 38,606 18 24 43 50.70% ALLYLCGGDD 330 339 33.8 25.0 33.8 1 0 0 1,096.4982
L_08 Annexin A2 ANXA2_HUMAN 38,606 4 4 5 9.73% QDIAFAYQR 69 77 43.6 26.8 35.8 2 0 0 1,111.5531
L_08 Annexin A2 ANXA2_HUMAN 38,606 4 4 5 9.73% DIISDTSGDFR 158 168 50.2 25.0 36.8 1 0 0 1,225.5697
L_08 Annexin A2 ANXA2_HUMAN 38,606 4 4 5 9.73% DIISDTSGDFRK 158 169 27.6 26.2 26.0 1 0 0 1,353.6647
L_08 Annexin A2 ANXA2_HUMAN 38,606 4 4 5 9.73% SYSPYDMLESIR 234 245 37.1 25.0 30.7 1 0 0 1,476.6676
L_09 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 25.10% DALNIETAIK 38 47 52.1 29.6 34.9 2 0 0 1,087.5995
L_09 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 25.10% GVDEVTIVNILTNR 50 63 89.4 27.5 71.8 2 0 0 1,542.8487
L_09 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 25.10% TPAQYDASELKASMK 105 119 26.2 27.2 23.5 0 2 0 1,655.7947
L_09 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 25.10% TDLEKDIISDTSGDFRK 153 169 57.6 27.3 57.6 0 1 0 1,939.9611
L_09 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 25.10% DIISDTSGDFR 158 168 40.6 25.0 34.1 1 0 0 1,225.5697
L_09 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 25.10% DIISDTSGDFRK 158 169 30.1 26.2 23.1 2 0 0 1,353.6647
L_09 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 25.10% RAEDGSVIDYELIDQDAR 179 196 57.3 26.8 39.2 0 2 0 2,064.9835
L_09 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 25.10% AEDGSVIDYELIDQDAR 180 196 73.8 25.0 69.2 1 0 0 1,908.8824
L_09 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 25.10% SLYYYIQQDTK 314 324 65.6 27.6 59.3 2 0 0 1,421.6948
L_10 Annexin A2 ANXA2_HUMAN 38,606 10 10 16 30.10% DALNIETAIK 38 47 50.2 29.3 32.9 2 0 0 1,087.5995
L_10 Annexin A2 ANXA2_HUMAN 38,606 10 10 16 30.10% GVDEVTIVNILTNR 50 63 73.9 27.5 56.8 1 0 0 1,542.8487
L_10 Annexin A2 ANXA2_HUMAN 38,606 10 10 16 30.10% QDIAFAYQR 69 77 56.3 26.8 47.2 2 0 0 1,111.5531
L_10 Annexin A2 ANXA2_HUMAN 38,606 10 10 16 30.10% TPAQYDASELK 105 115 60.3 27.9 53.3 2 0 0 1,222.5951
L_10 Annexin A2 ANXA2_HUMAN 38,606 10 10 16 30.10% TDLEKDIISDTSGDFRK 153 169 28.8 27.4 19.4 0 1 0 1,939.9611
L_10 Annexin A2 ANXA2_HUMAN 38,606 10 10 16 30.10% DIISDTSGDFRK 158 169 29.8 26.2 23.0 1 0 0 1,353.6647
L_10 Annexin A2 ANXA2_HUMAN 38,606 10 10 16 30.10% RAEDGSVIDYELIDQDAR 179 196 53.8 26.7 35.0 0 2 0 2,064.9835
L_10 Annexin A2 ANXA2_HUMAN 38,606 10 10 16 30.10% AEDGSVIDYELIDQDAR 180 196 79.7 25.0 75.5 2 0 0 1,908.8824
L_10 Annexin A2 ANXA2_HUMAN 38,606 10 10 16 30.10% SYSPYDMLESIR 234 245 29.9 25.0 29.0 1 0 0 1,476.6676
L_10 Annexin A2 ANXA2_HUMAN 38,606 10 10 16 30.10% SLYYYIQQDTK 314 324 58.9 27.6 52.9 2 0 0 1,421.6948
L_11 Annexin A2 ANXA2_HUMAN 38,606 10 10 15 30.10% LSLEGDHSTPPSAYGSVK 11 28 22.3 27.4 20.8 0 1 0 1,844.9026
L_11 Annexin A2 ANXA2_HUMAN 38,606 10 10 15 30.10% GVDEVTIVNILTNR 50 63 87.1 27.5 72.6 2 0 0 1,542.8487
L_11 Annexin A2 ANXA2_HUMAN 38,606 10 10 15 30.10% TPAQYDASELK 105 115 56.9 27.9 51.9 2 0 0 1,222.5951
L_11 Annexin A2 ANXA2_HUMAN 38,606 10 10 15 30.10% TDLEKDIISDTSGDFRK 153 169 38.5 27.4 35.0 0 1 0 1,939.9611
L_11 Annexin A2 ANXA2_HUMAN 38,606 10 10 15 30.10% DIISDTSGDFRK 158 169 34.7 26.2 28.9 1 0 0 1,353.6647
L_11 Annexin A2 ANXA2_HUMAN 38,606 10 10 15 30.10% RAEDGSVIDYELIDQDAR 179 196 54.0 26.7 35.5 0 2 0 2,064.9835
L_11 Annexin A2 ANXA2_HUMAN 38,606 10 10 15 30.10% AEDGSVIDYELIDQDAR 180 196 84.3 25.1 78.9 2 0 0 1,908.8824
L_11 Annexin A2 ANXA2_HUMAN 38,606 10 10 15 30.10% SYSPYDMLESIR 234 245 28.7 25.0 27.7 1 0 0 1,476.6676
L_11 Annexin A2 ANXA2_HUMAN 38,606 10 10 15 30.10% SYSPYDMLESIRK 234 246 15.9 26.3 10.9 0 1 0 1,604.7626
L_11 Annexin A2 ANXA2_HUMAN 38,606 10 10 15 30.10% SLYYYIQQDTK 314 324 67.8 27.6 60.7 2 0 0 1,421.6948
L_12 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 12.70% DALNIETAIK 38 47 53.9 29.1 32.7 2 0 0 1,087.5995



L_12 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 12.70% TPAQYDASELK 105 115 45.6 28.0 41.7 2 0 0 1,222.5951
L_12 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 12.70% DIISDTSGDFR 158 168 27.7 25.0 27.7 1 0 0 1,225.5697
L_12 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 12.70% SLYYYIQQDTK 314 324 64.6 27.5 51.1 2 0 0 1,421.6948
L_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 12 22.40% LSLEGDHSTPPSAYGSVK 11 28 25.9 27.3 20.7 0 1 0 1,844.9026
L_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 12 22.40% GVDEVTIVNILTNR 50 63 78.2 27.5 60.7 2 0 0 1,542.8487
L_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 12 22.40% TPAQYDASELK 105 115 47.5 27.3 38.4 2 0 0 1,222.5951
L_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 12 22.40% TPAQYDASELKASMK 105 119 23.9 27.3 21.3 0 2 0 1,655.7947
L_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 12 22.40% RAEDGSVIDYELIDQDAR 179 196 45.6 26.7 37.5 0 2 0 2,064.9835
L_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 12 22.40% AEDGSVIDYELIDQDAR 180 196 73.2 25.4 62.2 1 0 0 1,908.8824
L_13 Annexin A2 ANXA2_HUMAN 38,606 7 7 12 22.40% SLYYYIQQDTK 314 324 59.0 27.6 56.0 2 0 0 1,421.6948
L_14 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 9.73% TPAQYDASELK 105 115 53.0 27.9 52.4 2 0 0 1,222.5951
L_14 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 9.73% DIISDTSGDFR 158 168 34.6 25.0 34.6 1 0 0 1,225.5697
L_14 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 9.73% SLYYYIQQDTK 314 324 46.3 27.6 37.8 2 0 0 1,421.6948
L_15 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 8.55% LSLEGDHSTPPSAYGSVK 11 28 18.7 27.4 17.6 0 1 0 1,844.9026
L_15 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 8.55% SLYYYIQQDTK 314 324 53.4 27.6 45.0 2 0 0 1,421.6948
L_16 Annexin A2 ANXA2_HUMAN 38,606 4 5 9 10.00% TKGVDEVTIVNILTNR 48 63 40.5 25.2 36.1 0 2 0 1,771.9914
L_16 Annexin A2 ANXA2_HUMAN 38,606 4 5 9 10.00% GVDEVTIVNILTNR 50 63 91.6 27.7 73.9 2 0 0 1,542.8487
L_16 Annexin A2 ANXA2_HUMAN 38,606 4 5 9 10.00% RAEDGSVIDYELIDQDAR 179 196 40.6 26.9 32.2 1 2 0 2,064.9835
L_16 Annexin A2 ANXA2_HUMAN 38,606 4 5 9 10.00% AEDGSVIDYELIDQDAR 180 196 69.7 25.2 64.6 2 0 0 1,908.8824
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% LSLEGDHSTPPSAYGSVK 11 28 32.1 27.5 24.2 0 2 0 1,844.9026
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% AYTNFDAER 29 37 31.9 25.0 25.4 1 0 0 1,086.4850
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% DALNIETAIK 38 47 53.8 29.5 38.9 2 0 0 1,087.5995
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% TKGVDEVTIVNILTNR 48 63 42.2 25.6 35.1 0 2 0 1,771.9914
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% GVDEVTIVNILTNR 50 63 89.5 28.0 74.4 2 2 0 1,542.8487
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% TPAQYDASELK 105 115 58.7 27.9 51.4 2 0 0 1,222.5951
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% TPAQYDASELKASMK 105 119 32.3 27.2 31.3 0 2 0 1,655.7947
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% DIISDTSGDFRK 158 169 45.6 26.3 32.5 1 1 0 1,353.6647
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% RAEDGSVIDYELIDQDAR 179 196 67.0 26.9 53.6 0 2 0 2,064.9835
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% AEDGSVIDYELIDQDAR 180 196 75.6 25.2 71.1 2 0 0 1,908.8824
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% SYSPYDMLESIR 234 245 55.9 25.0 47.2 2 0 0 1,476.6676
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% SYSPYDMLESIRK 234 246 40.2 26.2 39.5 2 0 0 1,604.7626
M_06 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.00% SLYYYIQQDTK 314 324 44.0 27.6 36.1 2 0 0 1,421.6948
M_07 Annexin A2 ANXA2_HUMAN 38,606 12 17 31 35.10% LSLEGDHSTPPSAYGSVK 11 28 51.4 27.5 41.3 2 1 0 1,844.9026
M_07 Annexin A2 ANXA2_HUMAN 38,606 12 17 31 35.10% DALNIETAIK 38 47 46.4 29.6 26.7 2 0 0 1,087.5995
M_07 Annexin A2 ANXA2_HUMAN 38,606 12 17 31 35.10% TKGVDEVTIVNILTNR 48 63 74.9 25.4 61.4 1 2 0 1,771.9914
M_07 Annexin A2 ANXA2_HUMAN 38,606 12 17 31 35.10% GVDEVTIVNILTNR 50 63 88.2 28.2 78.5 2 2 0 1,542.8487
M_07 Annexin A2 ANXA2_HUMAN 38,606 12 17 31 35.10% TPAQYDASELK 105 115 54.3 27.2 47.4 2 0 0 1,222.5951
M_07 Annexin A2 ANXA2_HUMAN 38,606 12 17 31 35.10% TNQELQEINR 136 145 48.2 27.9 42.0 2 0 0 1,244.6230
M_07 Annexin A2 ANXA2_HUMAN 38,606 12 17 31 35.10% DIISDTSGDFR 158 168 62.3 25.0 52.9 2 0 0 1,225.5697
M_07 Annexin A2 ANXA2_HUMAN 38,606 12 17 31 35.10% DIISDTSGDFRK 158 169 47.9 26.6 37.2 2 0 0 1,353.6647
M_07 Annexin A2 ANXA2_HUMAN 38,606 12 17 31 35.10% RAEDGSVIDYELIDQDAR 179 196 66.8 26.5 47.3 2 1 0 2,064.9835
M_07 Annexin A2 ANXA2_HUMAN 38,606 12 17 31 35.10% AEDGSVIDYELIDQDAR 180 196 80.2 25.0 74.3 2 2 0 1,908.8824
M_07 Annexin A2 ANXA2_HUMAN 38,606 12 17 31 35.10% SYSPYDMLESIRK 234 246 17.4 25.9 4.7 0 2 0 1,604.7626
M_07 Annexin A2 ANXA2_HUMAN 38,606 12 17 31 35.10% SLYYYIQQDTK 314 324 68.4 27.6 61.4 2 0 0 1,421.6948
M_10 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.19% DALNIETAIK 38 47 39.8 29.6 20.9 1 0 0 1,087.5995
M_10 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.19% TPAQYDASELK 105 115 26.8 27.7 24.6 2 0 0 1,222.5951
M_11 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 10.00% TPAQYDASELK 105 115 50.8 27.5 46.4 2 0 0 1,222.5951
M_11 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 10.00% SYSPYDMLESIR 234 245 45.8 25.0 40.9 1 0 0 1,476.6676
M_11 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 10.00% SLYYYIQQDTK 314 324 64.3 27.5 60.1 2 0 0 1,421.6948
M_12 Annexin A2 ANXA2_HUMAN 38,606 7 7 10 26.00% DALNIETAIK 38 47 56.4 29.9 41.0 1 0 0 1,087.5995
M_12 Annexin A2 ANXA2_HUMAN 38,606 7 7 10 26.00% QDIAFAYQR 69 77 54.8 26.7 48.4 2 0 0 1,111.5531
M_12 Annexin A2 ANXA2_HUMAN 38,606 7 7 10 26.00% TPAQYDASELK 105 115 55.9 27.2 50.8 2 0 0 1,222.5951
M_12 Annexin A2 ANXA2_HUMAN 38,606 7 7 10 26.00% TDLEKDIISDTSGDFRK 153 169 46.4 27.3 30.2 0 1 0 1,939.9611
M_12 Annexin A2 ANXA2_HUMAN 38,606 7 7 10 26.00% RAEDGSVIDYELIDQDAR 179 196 38.5 26.8 29.6 0 1 0 2,064.9835
M_12 Annexin A2 ANXA2_HUMAN 38,606 7 7 10 26.00% SYSPYDMLESIR 234 245 25.8 25.0 16.9 1 0 0 1,476.6676
M_12 Annexin A2 ANXA2_HUMAN 38,606 7 7 10 26.00% SLYYYIQQDTK 314 324 63.4 27.4 56.7 2 0 0 1,421.6948
M_13 Annexin A2 ANXA2_HUMAN 38,606 4 4 6 17.10% LSLEGDHSTPPSAYGSVK 11 28 17.8 27.5 17.5 0 1 0 1,844.9026
M_13 Annexin A2 ANXA2_HUMAN 38,606 4 4 6 17.10% TPAQYDASELK 105 115 50.0 27.7 46.9 2 0 0 1,222.5951
M_13 Annexin A2 ANXA2_HUMAN 38,606 4 4 6 17.10% RAEDGSVIDYELIDQDAR 179 196 33.3 26.6 19.2 0 1 0 2,064.9835
M_13 Annexin A2 ANXA2_HUMAN 38,606 4 4 6 17.10% SLYYYIQQDTK 314 324 48.0 27.6 39.5 2 0 0 1,421.6948
M_14 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 9.44% DALNIETAIK 38 47 44.9 29.6 22.8 1 0 0 1,087.5995
M_14 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 9.44% TPAQYDASELK 105 115 42.0 27.5 41.7 2 0 0 1,222.5951
M_14 Annexin A2 ANXA2_HUMAN 38,606 3 3 5 9.44% SLYYYIQQDTK 314 324 60.8 27.5 56.2 2 0 0 1,421.6948
M_15 Annexin A2 ANXA2_HUMAN 38,606 2 2 2 6.49% DIISDTSGDFR 158 168 31.4 25.0 28.1 1 0 0 1,225.5697
M_15 Annexin A2 ANXA2_HUMAN 38,606 2 2 2 6.49% SLYYYIQQDTK 314 324 51.1 27.6 45.7 1 0 0 1,421.6948
M_16 Annexin A2 ANXA2_HUMAN 38,606 4 4 5 12.10% TNQELQEINR 136 145 26.8 27.7 20.1 1 0 0 1,244.6230
M_16 Annexin A2 ANXA2_HUMAN 38,606 4 4 5 12.10% WISIMTER 213 220 33.1 27.6 14.6 1 0 0 1,051.5242
M_16 Annexin A2 ANXA2_HUMAN 38,606 4 4 5 12.10% SYSPYDMLESIR 234 245 36.9 25.0 32.6 1 0 0 1,476.6676
M_16 Annexin A2 ANXA2_HUMAN 38,606 4 4 5 12.10% SLYYYIQQDTK 314 324 68.0 27.5 63.5 2 0 0 1,421.6948
N_06 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 18.60% DALNIETAIK 38 47 51.0 29.3 32.8 2 0 0 1,087.5995
N_06 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 18.60% QDIAFAYQR 69 77 47.0 26.5 29.5 2 0 0 1,111.5531
N_06 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 18.60% TPAQYDASELK 105 115 36.3 27.8 28.0 2 0 0 1,222.5951
N_06 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 18.60% TNQELQEINR 136 145 54.1 27.5 35.7 2 0 0 1,244.6230
N_06 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 18.60% DIISDTSGDFR 158 168 48.4 25.0 37.1 2 0 0 1,225.5697
N_06 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 18.60% DIISDTSGDFRK 158 169 47.8 26.8 38.6 2 0 0 1,353.6647
N_06 Annexin A2 ANXA2_HUMAN 38,606 7 7 14 18.60% SLYYYIQQDTK 314 324 64.4 27.6 57.7 2 0 0 1,421.6948
N_07 Annexin A2 ANXA2_HUMAN 38,606 9 11 20 25.10% LSLEGDHSTPPSAYGSVK 11 28 41.4 27.6 28.3 2 0 0 1,844.9026
N_07 Annexin A2 ANXA2_HUMAN 38,606 9 11 20 25.10% DALNIETAIK 38 47 52.2 29.1 32.7 2 0 0 1,087.5995
N_07 Annexin A2 ANXA2_HUMAN 38,606 9 11 20 25.10% TPAQYDASELK 105 115 69.6 27.3 63.6 2 0 0 1,222.5951
N_07 Annexin A2 ANXA2_HUMAN 38,606 9 11 20 25.10% TNQELQEINR 136 145 48.8 27.8 31.1 2 0 0 1,244.6230
N_07 Annexin A2 ANXA2_HUMAN 38,606 9 11 20 25.10% DIISDTSGDFR 158 168 57.4 25.0 48.1 2 0 0 1,225.5697
N_07 Annexin A2 ANXA2_HUMAN 38,606 9 11 20 25.10% DIISDTSGDFRK 158 169 48.6 26.8 39.0 2 1 0 1,353.6647
N_07 Annexin A2 ANXA2_HUMAN 38,606 9 11 20 25.10% SYSPYDMLESIR 234 245 49.1 25.0 39.1 2 0 0 1,476.6676
N_07 Annexin A2 ANXA2_HUMAN 38,606 9 11 20 25.10% SYSPYDMLESIRK 234 246 37.4 26.5 31.9 2 1 0 1,604.7626
N_07 Annexin A2 ANXA2_HUMAN 38,606 9 11 20 25.10% SLYYYIQQDTK 314 324 65.9 27.5 59.3 2 0 0 1,421.6948
N_10 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 9.44% DALNIETAIK 38 47 29.1 29.3 18.1 1 0 0 1,087.5995
N_10 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 9.44% TPAQYDASELK 105 115 35.3 27.3 33.5 2 0 0 1,222.5951
N_10 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 9.44% SLYYYIQQDTK 314 324 57.6 27.8 50.0 1 0 0 1,421.6948
N_11 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.49% TPAQYDASELK 105 115 34.6 27.3 28.2 2 0 0 1,222.5951
N_11 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.49% SLYYYIQQDTK 314 324 48.6 27.8 37.2 2 0 0 1,421.6948
N_15 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.49% TPAQYDASELK 105 115 34.5 28.0 30.3 2 0 0 1,222.5951
N_15 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.49% SLYYYIQQDTK 314 324 41.9 27.6 28.9 1 0 0 1,421.6948
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% AYTNFDAER 29 37 22.3 25.0 14.9 1 0 0 1,086.4850
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% DALNIETAIK 38 47 57.8 29.6 38.5 2 0 0 1,087.5995
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% TKGVDEVTIVNILTNR 48 63 57.2 25.3 48.3 1 2 0 1,771.9914
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% GVDEVTIVNILTNR 50 63 86.7 27.7 70.2 2 2 0 1,542.8487
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% TPAQYDASELK 105 115 58.5 27.9 55.6 1 0 0 1,222.5951
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% TPAQYDASELKASMK 105 119 25.7 27.6 18.6 0 1 0 1,655.7947
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% TNQELQEINR 136 145 39.7 27.9 33.6 2 0 0 1,244.6230
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% TDLEKDIISDTSGDFR 153 168 47.6 26.8 38.0 1 0 0 1,811.8661
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% TDLEKDIISDTSGDFRK 153 169 45.8 27.5 41.7 0 2 0 1,939.9611
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% DIISDTSGDFRK 158 169 44.0 26.8 35.4 2 0 0 1,353.6647
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% RAEDGSVIDYELIDQDAR 179 196 58.1 26.7 42.0 0 2 0 2,064.9835
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% AEDGSVIDYELIDQDAR 180 196 86.1 25.6 81.8 2 0 0 1,908.8824
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% SYSPYDMLESIR 234 245 41.8 25.0 40.0 2 0 0 1,476.6676
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% SYSPYDMLESIRK 234 246 37.3 26.8 33.7 1 0 0 1,604.7626
O_06 Annexin A2 ANXA2_HUMAN 38,606 15 17 28 35.10% SLYYYIQQDTK 314 324 71.5 27.4 64.9 2 0 0 1,421.6948
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% LSLEGDHSTPPSAYGSVK 11 28 27.9 27.6 20.4 0 1 0 1,844.9026
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% DALNIETAIK 38 47 65.0 29.6 41.9 2 0 0 1,087.5995
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% TKGVDEVTIVNILTNR 48 63 67.7 25.2 59.0 1 2 0 1,771.9914
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% GVDEVTIVNILTNR 50 63 80.8 27.6 62.7 2 0 0 1,542.8487
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% TPAQYDASELK 105 115 43.0 28.0 35.1 2 0 0 1,222.5951



O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% TPAQYDASELKASMK 105 119 31.4 27.2 25.9 0 1 0 1,655.7947
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% TNQELQEINR 136 145 34.1 27.9 27.2 2 0 0 1,244.6230
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% TDLEKDIISDTSGDFR 153 168 31.8 26.4 31.8 0 2 0 1,811.8661
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% TDLEKDIISDTSGDFRK 153 169 56.1 27.4 48.8 0 2 0 1,939.9611
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% DIISDTSGDFR 158 168 41.5 25.0 40.1 2 0 0 1,225.5697
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% DIISDTSGDFRK 158 169 49.2 26.8 36.3 2 0 0 1,353.6647
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% RAEDGSVIDYELIDQDAR 179 196 65.3 26.9 52.1 2 2 0 2,064.9835
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% AEDGSVIDYELIDQDAR 180 196 88.3 25.2 81.3 2 2 0 1,908.8824
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% SYSPYDMLESIR 234 245 42.2 25.0 33.6 2 0 0 1,476.6676
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% SYSPYDMLESIRK 234 246 44.5 26.5 43.0 2 0 0 1,604.7626
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% SLYYYIQQDTK 314 324 68.8 27.3 66.4 2 0 0 1,421.6948
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% SLYYYIQQDTKGDYQK 314 329 53.0 26.8 53.0 2 0 0 2,012.9602
O_07 Annexin A2 ANXA2_HUMAN 38,606 18 21 38 42.20% ALLYLCGGDD 330 339 24.1 25.0 24.1 1 0 0 1,096.4982
O_08 Annexin A2 ANXA2_HUMAN 38,606 8 8 11 27.40% LSLEGDHSTPPSAYGSVK 11 28 22.2 27.6 19.2 0 1 0 1,844.9026
O_08 Annexin A2 ANXA2_HUMAN 38,606 8 8 11 27.40% DALNIETAIK 38 47 47.9 29.6 28.8 2 0 0 1,087.5995
O_08 Annexin A2 ANXA2_HUMAN 38,606 8 8 11 27.40% GVDEVTIVNILTNR 50 63 79.0 27.7 65.6 2 0 0 1,542.8487
O_08 Annexin A2 ANXA2_HUMAN 38,606 8 8 11 27.40% TPAQYDASELK 105 115 41.2 27.3 35.9 1 0 0 1,222.5951
O_08 Annexin A2 ANXA2_HUMAN 38,606 8 8 11 27.40% DIISDTSGDFR 158 168 24.2 25.0 18.7 1 0 0 1,225.5697
O_08 Annexin A2 ANXA2_HUMAN 38,606 8 8 11 27.40% RAEDGSVIDYELIDQDAR 179 196 47.3 26.9 37.1 0 1 0 2,064.9835
O_08 Annexin A2 ANXA2_HUMAN 38,606 8 8 11 27.40% AEDGSVIDYELIDQDAR 180 196 43.9 25.1 40.1 1 0 0 1,908.8824
O_08 Annexin A2 ANXA2_HUMAN 38,606 8 8 11 27.40% SLYYYIQQDTK 314 324 65.6 27.6 57.7 2 0 0 1,421.6948
O_09 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.19% DALNIETAIK 38 47 41.2 29.6 23.3 2 0 0 1,087.5995
O_09 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.19% TPAQYDASELK 105 115 46.6 27.3 38.3 2 0 0 1,222.5951
O_10 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 9.44% DALNIETAIK 38 47 55.1 29.1 42.6 2 0 0 1,087.5995
O_10 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 9.44% TPAQYDASELK 105 115 32.7 27.8 28.2 1 0 0 1,222.5951
O_10 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 9.44% SLYYYIQQDTK 314 324 53.2 27.8 45.1 1 0 0 1,421.6948
O_11 Annexin A2 ANXA2_HUMAN 38,606 3 3 6 9.44% DALNIETAIK 38 47 43.5 29.3 28.3 2 0 0 1,087.5995
O_11 Annexin A2 ANXA2_HUMAN 38,606 3 3 6 9.44% TPAQYDASELK 105 115 36.0 27.6 36.0 2 0 0 1,222.5951
O_11 Annexin A2 ANXA2_HUMAN 38,606 3 3 6 9.44% SLYYYIQQDTK 314 324 58.6 27.6 52.5 2 0 0 1,421.6948
O_12 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 9.73% DALNIETAIK 38 47 37.7 29.6 24.3 2 0 0 1,087.5995
O_12 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 9.73% GVDEVTIVNILTNR 50 63 69.6 27.7 57.5 1 0 0 1,542.8487
O_12 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 9.73% QDIAFAYQR 69 77 36.7 25.8 22.0 1 0 0 1,111.5531
O_14 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.19% DALNIETAIK 38 47 41.4 29.3 29.5 2 0 0 1,087.5995
O_14 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.19% TPAQYDASELK 105 115 26.4 27.2 17.5 1 0 0 1,222.5951
P_06 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 26.80% DALNIETAIK 38 47 55.8 29.3 35.3 2 0 0 1,087.5995
P_06 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 26.80% GVDEVTIVNILTNR 50 63 69.0 27.6 54.1 1 0 0 1,542.8487
P_06 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 26.80% TPAQYDASELK 105 115 51.2 27.6 47.6 2 0 0 1,222.5951
P_06 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 26.80% TPAQYDASELKASMK 105 119 27.5 27.3 26.2 0 1 0 1,655.7947
P_06 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 26.80% TNQELQEINR 136 145 51.4 28.3 35.7 2 0 0 1,244.6230
P_06 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 26.80% DIISDTSGDFRK 158 169 40.5 26.3 31.1 2 0 0 1,353.6647
P_06 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 26.80% AEDGSVIDYELIDQDAR 180 196 77.5 25.9 69.9 2 0 0 1,908.8824
P_06 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 26.80% SYSPYDMLESIR 234 245 47.0 25.0 39.1 2 0 0 1,476.6676
P_06 Annexin A2 ANXA2_HUMAN 38,606 9 9 15 26.80% SYSPYDMLESIRK 234 246 15.3 26.5 8.5 0 1 0 1,604.7626
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% LSLEGDHSTPPSAYGSVK 11 28 51.5 27.6 44.9 2 1 0 1,844.9026
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% DALNIETAIK 38 47 58.8 29.3 34.1 2 0 0 1,087.5995
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% TKGVDEVTIVNILTNR 48 63 52.4 25.3 38.1 0 2 0 1,771.9914
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% GVDEVTIVNILTNR 50 63 85.1 27.7 72.9 2 0 0 1,542.8487
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% TPAQYDASELK 105 115 67.0 27.8 55.7 2 0 0 1,222.5951
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% TPAQYDASELKASMK 105 119 30.6 27.3 27.3 0 2 0 1,655.7947
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% TNQELQEINR 136 145 43.4 27.9 34.0 1 0 0 1,244.6230
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% DIISDTSGDFRK 158 169 48.3 26.8 38.9 2 0 0 1,353.6647
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% RAEDGSVIDYELIDQDAR 179 196 55.2 26.8 36.7 1 2 0 2,064.9835
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% AEDGSVIDYELIDQDAR 180 196 107.0 25.6 100.0 2 0 0 1,908.8824
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% SYSPYDMLESIR 234 245 66.8 25.0 57.0 2 0 0 1,476.6676
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% SYSPYDMLESIRK 234 246 25.0 26.5 11.6 0 2 0 1,604.7626
P_07 Annexin A2 ANXA2_HUMAN 38,606 13 15 27 36.30% SLYYYIQQDTK 314 324 71.9 27.5 66.1 2 0 0 1,421.6948
P_08 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.19% DALNIETAIK 38 47 48.3 29.3 35.7 2 0 0 1,087.5995
P_08 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.19% TPAQYDASELK 105 115 61.1 28.0 55.6 2 0 0 1,222.5951
P_09 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.19% DALNIETAIK 38 47 53.5 29.1 33.2 2 0 0 1,087.5995
P_09 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.19% TPAQYDASELK 105 115 46.2 27.3 36.1 2 0 0 1,222.5951
P_10 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.19% DALNIETAIK 38 47 32.4 29.3 12.1 2 0 0 1,087.5995
P_10 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.19% TPAQYDASELK 105 115 28.0 27.3 21.1 2 0 0 1,222.5951
P_11 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.49% TPAQYDASELK 105 115 46.7 28.0 42.3 2 0 0 1,222.5951
P_11 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.49% SLYYYIQQDTK 314 324 61.4 27.5 54.4 1 0 0 1,421.6948
P_12 Annexin A2 ANXA2_HUMAN 38,606 4 4 6 12.40% QDIAFAYQR 69 77 53.4 26.4 45.0 2 0 0 1,111.5531
P_12 Annexin A2 ANXA2_HUMAN 38,606 4 4 6 12.40% TPAQYDASELK 105 115 63.2 27.3 58.3 2 0 0 1,222.5951
P_12 Annexin A2 ANXA2_HUMAN 38,606 4 4 6 12.40% DIISDTSGDFR 158 168 25.0 25.0 25.0 1 0 0 1,225.5697
P_12 Annexin A2 ANXA2_HUMAN 38,606 4 4 6 12.40% SLYYYIQQDTK 314 324 64.8 27.8 58.8 1 0 0 1,421.6948
P_13 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.19% DALNIETAIK 38 47 34.4 29.3 15.3 1 0 0 1,087.5995
P_13 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.19% TPAQYDASELK 105 115 59.4 27.6 58.0 2 0 0 1,222.5951
P_14 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.19% DALNIETAIK 38 47 41.2 29.3 28.5 2 0 0 1,087.5995
P_14 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.19% TPAQYDASELK 105 115 41.8 27.3 38.6 2 0 0 1,222.5951
P_16 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 8.26% LSLEGDHSTPPSAYGSVK 11 28 24.0 27.3 24.0 0 1 0 1,844.9026
P_16 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 8.26% TNQELQEINR 136 145 52.3 27.6 33.8 2 0 0 1,244.6230
Q_05 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 5.90% QDIAFAYQR 69 77 25.3 26.1 19.4 2 0 0 1,111.5531
Q_05 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 5.90% TPAQYDASELK 105 115 41.0 27.9 37.1 2 0 0 1,222.5951
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% LSLEGDHSTPPSAYGSVK 11 28 26.4 27.8 15.3 2 1 0 1,844.9026
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% AYTNFDAER 29 37 21.9 25.0 16.6 1 0 0 1,086.4850
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% DALNIETAIK 38 47 52.4 29.3 36.0 2 0 0 1,087.5995
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% TKGVDEVTIVNILTNR 48 63 44.8 25.3 29.2 0 2 0 1,771.9914
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% GVDEVTIVNILTNR 50 63 85.1 27.5 69.3 2 0 0 1,542.8487
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% TPAQYDASELK 105 115 57.9 27.8 53.4 2 0 0 1,222.5951
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% TPAQYDASELKASMK 105 119 28.5 27.4 21.7 0 2 0 1,655.7947
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% TNQELQEINR 136 145 43.3 27.6 18.1 2 0 0 1,244.6230
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% DIISDTSGDFRK 158 169 42.8 26.2 31.4 2 0 0 1,353.6647
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% RAEDGSVIDYELIDQDAR 179 196 58.4 26.9 41.5 2 2 0 2,064.9835
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% AEDGSVIDYELIDQDAR 180 196 82.4 25.6 75.4 2 1 0 1,908.8824
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% WISIMTER 213 220 24.6 28.0 18.8 1 0 0 1,035.5292
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% SYSPYDMLESIR 234 245 54.2 25.0 47.1 2 0 0 1,476.6676
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% SYSPYDMLESIRK 234 246 38.0 26.4 34.5 2 1 0 1,604.7626
Q_06 Annexin A2 ANXA2_HUMAN 38,606 15 19 33 42.80% SLYYYIQQDTKGDYQK 314 329 26.7 26.8 18.9 0 2 0 2,012.9602
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% LSLEGDHSTPPSAYGSVK 11 28 59.7 27.6 57.2 2 2 0 1,844.9026
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% DALNIETAIK 38 47 58.9 29.1 38.9 2 0 0 1,087.5995
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% TKGVDEVTIVNILTNR 48 63 43.7 25.4 34.1 0 2 0 1,771.9914
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% GVDEVTIVNILTNR 50 63 89.7 28.0 75.3 2 1 0 1,542.8487
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% TPAQYDASELK 105 115 30.5 28.0 28.4 1 0 0 1,222.5951
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% TNQELQEINR 136 145 50.7 27.9 33.1 2 0 0 1,244.6230
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% TDLEKDIISDTSGDFR 153 168 38.9 26.6 37.6 0 2 0 1,811.8661
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% DIISDTSGDFR 158 168 29.2 25.0 29.2 1 0 0 1,225.5697
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% DIISDTSGDFRK 158 169 51.0 26.8 44.6 2 0 0 1,353.6647
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% RAEDGSVIDYELIDQDAR 179 196 69.8 26.8 63.0 2 2 0 2,064.9835
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% AEDGSVIDYELIDQDAR 180 196 78.0 25.2 61.8 2 2 0 1,908.8824
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% SYSPYDMLESIR 234 245 69.0 25.0 59.5 2 0 0 1,476.6676
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% SLYYYIQQDTK 314 324 62.4 27.6 59.7 2 0 0 1,421.6948
Q_07 Annexin A2 ANXA2_HUMAN 38,606 14 18 33 37.80% SLYYYIQQDTKGDYQK 314 329 53.2 26.8 53.2 2 0 0 2,012.9602
Q_08 Annexin A2 ANXA2_HUMAN 38,606 5 5 9 15.30% DALNIETAIK 38 47 54.4 29.6 38.1 2 0 0 1,087.5995
Q_08 Annexin A2 ANXA2_HUMAN 38,606 5 5 9 15.30% QDIAFAYQR 69 77 49.6 26.5 42.0 2 0 0 1,111.5531
Q_08 Annexin A2 ANXA2_HUMAN 38,606 5 5 9 15.30% TPAQYDASELK 105 115 58.6 27.9 55.0 2 0 0 1,222.5951
Q_08 Annexin A2 ANXA2_HUMAN 38,606 5 5 9 15.30% DIISDTSGDFR 158 168 26.1 25.0 18.7 1 0 0 1,225.5697
Q_08 Annexin A2 ANXA2_HUMAN 38,606 5 5 9 15.30% SLYYYIQQDTK 314 324 70.8 27.6 66.0 2 0 0 1,421.6948
Q_09 Annexin A2 ANXA2_HUMAN 38,606 4 4 8 11.80% AYTNFDAER 29 37 32.0 25.0 29.4 2 0 0 1,086.4850
Q_09 Annexin A2 ANXA2_HUMAN 38,606 4 4 8 11.80% DALNIETAIK 38 47 51.8 29.3 38.9 2 0 0 1,087.5995



Q_09 Annexin A2 ANXA2_HUMAN 38,606 4 4 8 11.80% TNQELQEINR 136 145 50.5 27.9 26.5 2 0 0 1,244.6230
Q_09 Annexin A2 ANXA2_HUMAN 38,606 4 4 8 11.80% DIISDTSGDFR 158 168 31.5 25.0 31.5 2 0 0 1,225.5697
Q_10 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 12.40% DALNIETAIK 38 47 37.9 29.3 25.4 2 0 0 1,087.5995
Q_10 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 12.40% TPAQYDASELK 105 115 50.4 27.3 48.5 2 0 0 1,222.5951
Q_10 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 12.40% TNQELQEINR 136 145 60.1 27.9 40.8 2 0 0 1,244.6230
Q_10 Annexin A2 ANXA2_HUMAN 38,606 4 4 7 12.40% SLYYYIQQDTK 314 324 39.0 27.6 33.8 1 0 0 1,421.6948
Q_11 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.19% TPAQYDASELK 105 115 55.7 27.9 51.8 2 0 0 1,222.5951
Q_11 Annexin A2 ANXA2_HUMAN 38,606 2 2 4 6.19% TNQELQEINR 136 145 36.3 28.1 27.1 2 0 0 1,244.6230
Q_12 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.49% TPAQYDASELK 105 115 45.9 27.6 43.3 2 0 0 1,222.5951
Q_12 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.49% DIISDTSGDFR 158 168 24.3 25.4 20.3 1 0 0 1,225.5697
Q_13 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 8.85% AYTNFDAER 29 37 26.4 25.0 17.9 1 0 0 1,086.4850
Q_13 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 8.85% DALNIETAIK 38 47 35.8 29.3 23.8 2 0 0 1,087.5995
Q_13 Annexin A2 ANXA2_HUMAN 38,606 3 3 4 8.85% TPAQYDASELK 105 115 42.5 27.8 40.9 1 0 0 1,222.5951
Q_14 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.19% DALNIETAIK 38 47 36.3 29.3 21.9 1 0 0 1,087.5995
Q_14 Annexin A2 ANXA2_HUMAN 38,606 2 2 3 6.19% TPAQYDASELK 105 115 46.9 27.3 43.6 2 0 0 1,222.5951
Q_16 Annexin A2 ANXA2_HUMAN 38,606 5 5 7 15.90% GVDEVTIVNILTNR 50 63 73.2 27.5 66.8 2 0 0 1,542.8487
Q_16 Annexin A2 ANXA2_HUMAN 38,606 5 5 7 15.90% TNQELQEINR 136 145 39.4 27.9 25.2 1 0 0 1,244.6230
Q_16 Annexin A2 ANXA2_HUMAN 38,606 5 5 7 15.90% RAEDGSVIDYELIDQDAR 179 196 49.1 26.9 36.5 0 2 0 2,064.9835
Q_16 Annexin A2 ANXA2_HUMAN 38,606 5 5 7 15.90% AEDGSVIDYELIDQDAR 180 196 70.2 25.4 60.4 1 0 0 1,908.8824
Q_16 Annexin A2 ANXA2_HUMAN 38,606 5 5 7 15.90% SYSPYDMLESIR 234 245 30.1 25.0 14.1 1 0 0 1,476.6676
A_10 Annexin A3 ANXA3_HUMAN 36,377 5 5 8 15.20% DISQAYYTVYK 127 137 42.7 26.7 32.6 2 0 0 1,350.6576
A_10 Annexin A3 ANXA3_HUMAN 36,377 5 5 8 15.20% SLGDDISSETSGDFR 139 153 57.3 25.0 57.3 1 0 0 1,585.6978
A_10 Annexin A3 ANXA3_HUMAN 36,377 5 5 8 15.20% SLGDDISSETSGDFRK 139 154 15.4 25.0 12.0 0 1 0 1,713.7928
A_10 Annexin A3 ANXA3_HUMAN 36,377 5 5 8 15.20% ALLTLADGR 155 163 42.6 26.6 29.6 2 0 0 929.5416
A_10 Annexin A3 ANXA3_HUMAN 36,377 5 5 8 15.20% SDTSGDYEITLLK 305 317 74.5 26.7 60.7 2 0 0 1,441.7059
B_10 Annexin A3 ANXA3_HUMAN 36,377 3 3 6 9.60% MLISILTER 40 48 52.0 27.8 35.0 2 0 0 1,091.6131
B_10 Annexin A3 ANXA3_HUMAN 36,377 3 3 6 9.60% SEIDLLDIR 280 288 45.6 30.0 0.0 2 0 0 1,073.5839
B_10 Annexin A3 ANXA3_HUMAN 36,377 3 3 6 9.60% SDTSGDYEITLLK 305 317 58.8 26.3 42.0 2 0 0 1,441.7059
C_10 Annexin A3 ANXA3_HUMAN 36,377 7 8 15 20.70% MLISILTER 40 48 41.0 27.7 25.0 2 0 0 1,091.6131
C_10 Annexin A3 ANXA3_HUMAN 36,377 7 8 15 20.70% SLGDDISSETSGDFR 139 153 62.9 25.0 58.8 2 0 0 1,585.6978
C_10 Annexin A3 ANXA3_HUMAN 36,377 7 8 15 20.70% SLGDDISSETSGDFRK 139 154 65.9 25.0 56.8 2 2 0 1,713.7928
C_10 Annexin A3 ANXA3_HUMAN 36,377 7 8 15 20.70% ALLTLADGR 155 163 41.2 27.7 27.4 2 0 0 929.5416
C_10 Annexin A3 ANXA3_HUMAN 36,377 7 8 15 20.70% GIGTDEFTLNR 264 274 22.1 28.1 16.1 1 0 0 1,222.6064
C_10 Annexin A3 ANXA3_HUMAN 36,377 7 8 15 20.70% SEIDLLDIR 280 288 45.8 29.5 0.0 2 0 0 1,073.5839
C_10 Annexin A3 ANXA3_HUMAN 36,377 7 8 15 20.70% SDTSGDYEITLLK 305 317 56.4 26.7 41.5 2 0 0 1,441.7059
I_09 Annexin A3 ANXA3_HUMAN 36,377 3 3 4 9.60% MLISILTER 40 48 45.4 26.8 33.6 2 0 0 1,075.6181
I_09 Annexin A3 ANXA3_HUMAN 36,377 3 3 4 9.60% ALLTLADGR 155 163 21.3 26.0 10.5 1 0 0 929.5416
I_09 Annexin A3 ANXA3_HUMAN 36,377 3 3 4 9.60% SDTSGDYEITLLK 305 317 39.4 26.3 28.6 1 0 0 1,441.7059
K_08 Annexin A3 ANXA3_HUMAN 36,377 4 4 7 13.00% DISQAYYTVYK 127 137 30.5 27.4 25.4 2 0 0 1,350.6576
K_08 Annexin A3 ANXA3_HUMAN 36,377 4 4 7 13.00% ALLTLADGR 155 163 52.8 26.0 39.2 2 0 0 929.5416
K_08 Annexin A3 ANXA3_HUMAN 36,377 4 4 7 13.00% SEIDLLDIR 280 288 34.8 29.6 0.0 1 0 0 1,073.5839
K_08 Annexin A3 ANXA3_HUMAN 36,377 4 4 7 13.00% SDTSGDYEITLLK 305 317 50.2 26.9 38.1 2 0 0 1,441.7059
L_06 Annexin A3 ANXA3_HUMAN 36,377 3 3 4 9.60% ALLTLADGR 155 163 32.8 26.0 26.5 1 0 0 929.5416
L_06 Annexin A3 ANXA3_HUMAN 36,377 3 3 4 9.60% SEIDLLDIR 280 288 27.5 29.4 0.0 1 0 0 1,073.5839
L_06 Annexin A3 ANXA3_HUMAN 36,377 3 3 4 9.60% SDTSGDYEITLLK 305 317 65.4 26.9 48.6 2 0 0 1,441.7059
M_06 Annexin A3 ANXA3_HUMAN 36,377 2 2 3 5.57% DISQAYYTVYK 127 137 36.8 27.2 30.8 1 0 0 1,350.6576
M_06 Annexin A3 ANXA3_HUMAN 36,377 2 2 3 5.57% LTFDEYR 211 217 23.2 25.0 13.1 2 0 0 943.4520
O_06 Annexin A3 ANXA3_HUMAN 36,377 4 4 6 12.40% LTFDEYR 211 217 25.7 25.0 11.9 1 0 0 943.4520
O_06 Annexin A3 ANXA3_HUMAN 36,377 4 4 6 12.40% GIGTDEFTLNR 264 274 28.0 28.3 21.9 2 0 0 1,222.6064
O_06 Annexin A3 ANXA3_HUMAN 36,377 4 4 6 12.40% SEIDLLDIR 280 288 29.5 29.6 0.0 2 0 0 1,073.5839
O_06 Annexin A3 ANXA3_HUMAN 36,377 4 4 6 12.40% SDTSGDYEITLLK 305 317 34.0 26.8 15.7 1 0 0 1,441.7059
Q_06 Annexin A3 ANXA3_HUMAN 36,377 3 3 4 8.36% DISQAYYTVYK 127 137 30.3 27.3 24.8 1 0 0 1,350.6576
Q_06 Annexin A3 ANXA3_HUMAN 36,377 3 3 4 8.36% ALLTLADGR 155 163 32.6 28.6 26.8 2 0 0 929.5416
Q_06 Annexin A3 ANXA3_HUMAN 36,377 3 3 4 8.36% LTFDEYR 211 217 19.5 25.0 11.1 1 0 0 943.4520
A_10 Annexin A4 ANXA4_HUMAN 35,884 3 3 6 11.60% AASGFNAMEDAQTLR 10 24 65.9 25.0 55.1 2 0 0 1,597.7276
A_10 Annexin A4 ANXA4_HUMAN 35,884 3 3 6 11.60% VLVSLSAGGR 151 160 53.9 27.2 41.2 2 0 0 958.5680
A_10 Annexin A4 ANXA4_HUMAN 35,884 3 3 6 11.60% DEGNYLDDALVR 161 172 57.8 25.5 35.0 2 0 0 1,379.6439
B_10 Annexin A4 ANXA4_HUMAN 35,884 3 3 6 11.60% AASGFNAMEDAQTLR 10 24 48.1 25.0 47.7 2 0 0 1,597.7276
B_10 Annexin A4 ANXA4_HUMAN 35,884 3 3 6 11.60% VLVSLSAGGR 151 160 50.4 26.5 37.2 2 0 0 958.5680
B_10 Annexin A4 ANXA4_HUMAN 35,884 3 3 6 11.60% DEGNYLDDALVR 161 172 52.0 25.3 38.0 2 0 0 1,379.6439
C_09 Annexin A4 ANXA4_HUMAN 35,884 3 3 5 8.78% AASGFNAMEDAQTLR 10 24 42.5 25.0 39.2 2 0 0 1,597.7276
C_09 Annexin A4 ANXA4_HUMAN 35,884 3 3 5 8.78% AASGFNAMEDAQTLRK 10 25 19.9 26.1 16.8 0 1 0 1,725.8226
C_09 Annexin A4 ANXA4_HUMAN 35,884 3 3 5 8.78% DEGNYLDDALVR 161 172 43.4 25.6 29.5 2 0 0 1,379.6439
L_06 Annexin A4 ANXA4_HUMAN 35,884 2 2 4 7.52% AASGFNAMEDAQTLR 10 24 60.9 25.0 60.9 2 0 0 1,597.7276
L_06 Annexin A4 ANXA4_HUMAN 35,884 2 2 4 7.52% AEIDMLDIR 276 284 39.2 28.3 24.1 2 0 0 1,091.5404
O_06 Annexin A4 ANXA4_HUMAN 35,884 4 4 6 14.10% AASGFNAMEDAQTLR 10 24 53.1 25.0 47.7 1 0 0 1,597.7276
O_06 Annexin A4 ANXA4_HUMAN 35,884 4 4 6 14.10% SDTSFMFQR 142 150 33.4 25.0 29.2 1 0 0 1,134.4885
O_06 Annexin A4 ANXA4_HUMAN 35,884 4 4 6 14.10% VLVSLSAGGR 151 160 44.8 27.9 36.7 2 0 0 958.5680
O_06 Annexin A4 ANXA4_HUMAN 35,884 4 4 6 14.10% GLGTDDNTLIR 260 270 46.8 27.9 33.0 2 0 0 1,174.6065
P_06 Annexin A4 ANXA4_HUMAN 35,884 2 2 3 8.15% AASGFNAMEDAQTLR 10 24 37.2 25.0 34.2 1 0 0 1,597.7276
P_06 Annexin A4 ANXA4_HUMAN 35,884 2 2 3 8.15% GLGTDDNTLIR 260 270 37.2 28.7 19.7 2 0 0 1,174.6065
A_09 Annexin A5 ANXA5_HUMAN 35,939 6 6 11 16.20% GTVTDFPGFDER 7 18 45.5 25.0 38.2 2 0 0 1,340.6119
A_09 Annexin A5 ANXA5_HUMAN 35,939 6 6 11 16.20% LIVALMKPSR 80 89 33.3 25.0 27.3 2 0 0 1,143.6920
A_09 Annexin A5 ANXA5_HUMAN 35,939 6 6 11 16.20% LYDAYELK 90 97 44.3 25.5 34.1 1 0 0 1,014.5143
A_09 Annexin A5 ANXA5_HUMAN 35,939 6 6 11 16.20% KNFATSLYSMIK 290 301 53.9 28.9 45.5 2 0 0 1,418.7349
A_09 Annexin A5 ANXA5_HUMAN 35,939 6 6 11 16.20% NFATSLYSMIK 291 301 59.2 27.3 40.5 2 0 0 1,290.6399
A_09 Annexin A5 ANXA5_HUMAN 35,939 6 6 11 16.20% ALLLLCGEDD 311 320 48.6 26.5 36.8 2 0 0 1,118.5401
A_10 Annexin A5 ANXA5_HUMAN 35,939 3 3 5 9.69% LIVALMKPSR 80 89 38.9 25.0 38.9 1 0 0 1,143.6920
A_10 Annexin A5 ANXA5_HUMAN 35,939 3 3 5 9.69% NFATSLYSMIK 291 301 69.2 27.5 51.3 2 0 0 1,290.6399
A_10 Annexin A5 ANXA5_HUMAN 35,939 3 3 5 9.69% ALLLLCGEDD 311 320 36.7 26.6 27.1 2 0 0 1,118.5401
B_09 Annexin A5 ANXA5_HUMAN 35,939 10 11 21 27.50% GTVTDFPGFDER 7 18 53.1 25.0 41.5 2 0 0 1,340.6119
B_09 Annexin A5 ANXA5_HUMAN 35,939 10 11 21 27.50% LIVALMKPSR 80 89 37.0 25.0 30.9 2 0 0 1,143.6920
B_09 Annexin A5 ANXA5_HUMAN 35,939 10 11 21 27.50% LYDAYELK 90 97 40.8 25.8 31.7 2 0 0 1,014.5143
B_09 Annexin A5 ANXA5_HUMAN 35,939 10 11 21 27.50% VLTEIIASR 109 117 42.9 26.7 35.1 3 0 0 1,001.5990
B_09 Annexin A5 ANXA5_HUMAN 35,939 10 11 21 27.50% MLVVLLQANR 152 161 60.2 25.9 45.9 3 0 0 1,156.6871
B_09 Annexin A5 ANXA5_HUMAN 35,939 10 11 21 27.50% FITIFGTR 194 201 34.9 25.1 22.1 2 0 0 954.5408
B_09 Annexin A5 ANXA5_HUMAN 35,939 10 11 21 27.50% SEIDLFNIR 277 285 46.0 28.5 34.2 2 0 0 1,106.5841
B_09 Annexin A5 ANXA5_HUMAN 35,939 10 11 21 27.50% SEIDLFNIRK 277 286 39.6 26.7 30.1 2 0 0 1,234.6791
B_09 Annexin A5 ANXA5_HUMAN 35,939 10 11 21 27.50% NFATSLYSMIK 291 301 69.2 27.3 54.9 1 0 0 1,290.6399
B_09 Annexin A5 ANXA5_HUMAN 35,939 10 11 21 27.50% ALLLLCGEDD 311 320 46.9 26.5 38.4 2 0 0 1,118.5401
B_10 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 18.40% LIVALMKPSR 80 89 31.4 25.0 26.8 2 0 0 1,143.6920
B_10 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 18.40% MLVVLLQANR 152 161 34.0 25.9 23.1 1 0 0 1,156.6871
B_10 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 18.40% FITIFGTR 194 201 25.6 25.1 14.2 2 0 0 954.5408
B_10 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 18.40% SEIDLFNIRK 277 286 22.8 27.7 8.2 1 0 0 1,234.6791
B_10 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 18.40% NFATSLYSMIK 291 301 50.0 27.3 37.6 2 0 0 1,290.6399
B_10 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 18.40% ALLLLCGEDD 311 320 34.7 26.5 34.2 2 0 0 1,118.5401
C_09 Annexin A5 ANXA5_HUMAN 35,939 9 10 20 24.40% GTVTDFPGFDER 7 18 44.0 25.0 40.0 2 0 0 1,340.6119
C_09 Annexin A5 ANXA5_HUMAN 35,939 9 10 20 24.40% LIVALMKPSR 80 89 44.4 25.0 40.6 2 0 0 1,143.6920
C_09 Annexin A5 ANXA5_HUMAN 35,939 9 10 20 24.40% LYDAYELK 90 97 32.0 25.0 22.2 1 0 0 1,014.5143
C_09 Annexin A5 ANXA5_HUMAN 35,939 9 10 20 24.40% VLTEIIASR 109 117 61.8 26.7 54.2 4 0 0 1,001.5990
C_09 Annexin A5 ANXA5_HUMAN 35,939 9 10 20 24.40% FITIFGTR 194 201 25.0 25.6 15.0 2 0 0 954.5408
C_09 Annexin A5 ANXA5_HUMAN 35,939 9 10 20 24.40% SEIDLFNIR 277 285 37.2 27.7 18.8 1 0 0 1,106.5841
C_09 Annexin A5 ANXA5_HUMAN 35,939 9 10 20 24.40% KNFATSLYSMIK 290 301 29.2 29.1 23.0 2 2 0 1,418.7349
C_09 Annexin A5 ANXA5_HUMAN 35,939 9 10 20 24.40% NFATSLYSMIK 291 301 64.9 27.3 43.4 2 0 0 1,290.6399
C_09 Annexin A5 ANXA5_HUMAN 35,939 9 10 20 24.40% ALLLLCGEDD 311 320 42.6 25.8 33.2 2 0 0 1,118.5401
C_10 Annexin A5 ANXA5_HUMAN 35,939 3 3 5 10.30% GTVTDFPGFDER 7 18 39.6 25.0 32.5 2 0 0 1,340.6119
C_10 Annexin A5 ANXA5_HUMAN 35,939 3 3 5 10.30% NFATSLYSMIK 291 301 21.2 27.3 0.0 1 0 0 1,290.6399
C_10 Annexin A5 ANXA5_HUMAN 35,939 3 3 5 10.30% ALLLLCGEDD 311 320 42.1 25.8 39.6 2 0 0 1,118.5401
D_15 Annexin A5 ANXA5_HUMAN 35,939 4 4 7 12.20% GTVTDFPGFDER 7 18 44.7 25.0 31.1 2 0 0 1,340.6119
D_15 Annexin A5 ANXA5_HUMAN 35,939 4 4 7 12.20% LYDAYELK 90 97 40.2 25.0 34.6 2 0 0 1,014.5143
D_15 Annexin A5 ANXA5_HUMAN 35,939 4 4 7 12.20% FITIFGTR 194 201 25.9 25.3 13.0 2 0 0 954.5408
D_15 Annexin A5 ANXA5_HUMAN 35,939 4 4 7 12.20% NFATSLYSMIK 291 301 37.1 26.3 20.2 1 0 0 1,290.6399



E_15 Annexin A5 ANXA5_HUMAN 35,939 2 2 3 6.25% GTVTDFPGFDER 7 18 34.8 25.0 28.1 1 0 0 1,340.6119
E_15 Annexin A5 ANXA5_HUMAN 35,939 2 2 3 6.25% LYDAYELK 90 97 22.0 25.5 15.9 2 0 0 1,014.5143
F_12 Annexin A5 ANXA5_HUMAN 35,939 3 3 6 8.44% LYDAYELK 90 97 30.0 25.8 17.7 2 0 0 1,014.5143
F_12 Annexin A5 ANXA5_HUMAN 35,939 3 3 6 8.44% SEIDLFNIR 277 285 50.2 28.5 33.9 2 0 0 1,106.5841
F_12 Annexin A5 ANXA5_HUMAN 35,939 3 3 6 8.44% ALLLLCGEDD 311 320 48.8 26.5 42.2 2 0 0 1,118.5401
F_13 Annexin A5 ANXA5_HUMAN 35,939 2 2 4 6.56% GTVTDFPGFDER 7 18 23.8 25.0 23.8 2 0 0 1,340.6119
F_13 Annexin A5 ANXA5_HUMAN 35,939 2 2 4 6.56% VLTEIIASR 109 117 52.9 26.7 44.1 2 0 0 1,001.5990
G_12 Annexin A5 ANXA5_HUMAN 35,939 3 3 6 8.44% VLTEIIASR 109 117 66.0 27.1 34.3 2 0 0 1,001.5990
G_12 Annexin A5 ANXA5_HUMAN 35,939 3 3 6 8.44% FITIFGTR 194 201 27.0 25.3 14.2 2 0 0 954.5408
G_12 Annexin A5 ANXA5_HUMAN 35,939 3 3 6 8.44% ALLLLCGEDD 311 320 53.1 26.3 42.8 2 0 0 1,118.5401
H_08 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 15.00% LYDAYELK 90 97 51.9 25.1 39.7 2 0 0 1,014.5143
H_08 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 15.00% VLTEIIASR 109 117 31.0 25.0 23.0 1 0 0 1,001.5990
H_08 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 15.00% SEIDLFNIR 277 285 48.7 28.5 23.4 2 0 0 1,106.5841
H_08 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 15.00% NFATSLYSMIK 291 301 50.4 27.2 36.9 2 0 0 1,290.6399
H_08 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 15.00% KALLLLCGEDD 310 320 26.0 28.8 26.0 1 0 0 1,246.6351
H_08 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 15.00% ALLLLCGEDD 311 320 37.5 26.5 34.3 2 0 0 1,118.5401
H_09 Annexin A5 ANXA5_HUMAN 35,939 2 2 3 6.88% GTVTDFPGFDER 7 18 33.8 25.0 25.0 1 0 0 1,340.6119
H_09 Annexin A5 ANXA5_HUMAN 35,939 2 2 3 6.88% ALLLLCGEDD 311 320 27.1 26.5 23.6 2 0 0 1,118.5401
I_08 Annexin A5 ANXA5_HUMAN 35,939 5 5 9 14.40% LYDAYELK 90 97 47.4 25.6 34.2 2 0 0 1,014.5143
I_08 Annexin A5 ANXA5_HUMAN 35,939 5 5 9 14.40% FITIFGTR 194 201 22.0 25.1 13.9 1 0 0 954.5408
I_08 Annexin A5 ANXA5_HUMAN 35,939 5 5 9 14.40% SEIDLFNIR 277 285 37.8 28.5 27.5 2 0 0 1,106.5841
I_08 Annexin A5 ANXA5_HUMAN 35,939 5 5 9 14.40% NFATSLYSMIK 291 301 55.9 27.2 41.2 2 0 0 1,290.6399
I_08 Annexin A5 ANXA5_HUMAN 35,939 5 5 9 14.40% ALLLLCGEDD 311 320 45.1 26.6 34.8 2 0 0 1,118.5401
J_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 15 24.10% GTVTDFPGFDER 7 18 40.8 25.0 32.2 2 0 0 1,340.6119
J_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 15 24.10% LYDAYELK 90 97 28.8 25.7 23.0 2 0 0 1,014.5143
J_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 15 24.10% VLTEIIASR 109 117 72.3 26.7 36.6 2 0 0 1,001.5990
J_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 15 24.10% MLVVLLQANR 152 161 48.3 25.0 42.5 2 0 0 1,156.6871
J_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 15 24.10% FITIFGTR 194 201 33.5 25.3 22.7 2 0 0 954.5408
J_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 15 24.10% SEIDLFNIR 277 285 56.8 28.6 39.9 1 0 0 1,106.5841
J_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 15 24.10% NFATSLYSMIK 291 301 49.0 27.2 37.6 2 0 0 1,290.6399
J_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 15 24.10% ALLLLCGEDD 311 320 44.3 26.6 37.4 2 0 0 1,118.5401
J_09 Annexin A5 ANXA5_HUMAN 35,939 2 2 3 5.62% VLTEIIASR 109 117 32.7 26.7 20.1 2 0 0 1,001.5990
J_09 Annexin A5 ANXA5_HUMAN 35,939 2 2 3 5.62% SEIDLFNIR 277 285 32.2 28.6 21.8 1 0 0 1,106.5841
K_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 16 20.60% LIVALMKPSR 80 89 35.9 25.0 35.9 2 0 0 1,143.6920
K_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 16 20.60% LYDAYELK 90 97 20.1 25.7 9.6 1 0 0 1,014.5143
K_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 16 20.60% VLTEIIASR 109 117 55.4 25.0 40.7 4 0 0 1,001.5990
K_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 16 20.60% FITIFGTR 194 201 30.5 25.5 14.9 2 0 0 954.5408
K_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 16 20.60% SEIDLFNIR 277 285 29.4 28.5 23.3 1 0 0 1,106.5841
K_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 16 20.60% SEIDLFNIRK 277 286 38.8 27.3 27.6 2 0 0 1,234.6791
K_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 16 20.60% NFATSLYSMIK 291 301 57.2 27.3 36.2 2 0 0 1,290.6399
K_08 Annexin A5 ANXA5_HUMAN 35,939 8 8 16 20.60% ALLLLCGEDD 311 320 47.6 26.5 38.9 2 0 0 1,118.5401
L_06 Annexin A5 ANXA5_HUMAN 35,939 5 5 9 16.90% GTVTDFPGFDER 7 18 48.0 25.0 38.6 2 0 0 1,340.6119
L_06 Annexin A5 ANXA5_HUMAN 35,939 5 5 9 16.90% SNAQRQEISAAFK 46 58 23.4 28.5 20.0 0 1 0 1,449.7444
L_06 Annexin A5 ANXA5_HUMAN 35,939 5 5 9 16.90% FITIFGTR 194 201 31.2 25.3 24.4 2 0 0 954.5408
L_06 Annexin A5 ANXA5_HUMAN 35,939 5 5 9 16.90% NFATSLYSMIK 291 301 58.8 27.6 44.2 2 0 0 1,290.6399
L_06 Annexin A5 ANXA5_HUMAN 35,939 5 5 9 16.90% ALLLLCGEDD 311 320 54.0 26.3 41.8 2 0 0 1,118.5401
M_06 Annexin A5 ANXA5_HUMAN 35,939 8 8 13 23.40% GTVTDFPGFDER 7 18 54.7 25.0 44.3 2 0 0 1,340.6119
M_06 Annexin A5 ANXA5_HUMAN 35,939 8 8 13 23.40% LIVALMKPSR 80 89 42.2 25.0 35.3 2 0 0 1,143.6920
M_06 Annexin A5 ANXA5_HUMAN 35,939 8 8 13 23.40% VLTEIIASR 109 117 52.8 25.0 46.1 2 0 0 1,001.5990
M_06 Annexin A5 ANXA5_HUMAN 35,939 8 8 13 23.40% VLTEIIASRTPEELR 109 123 27.5 25.1 25.1 0 1 0 1,726.9699
M_06 Annexin A5 ANXA5_HUMAN 35,939 8 8 13 23.40% FITIFGTR 194 201 30.0 25.5 16.1 2 0 0 954.5408
M_06 Annexin A5 ANXA5_HUMAN 35,939 8 8 13 23.40% SEIDLFNIR 277 285 38.5 28.5 31.0 1 0 0 1,106.5841
M_06 Annexin A5 ANXA5_HUMAN 35,939 8 8 13 23.40% NFATSLYSMIK 291 301 49.8 27.4 37.8 2 0 0 1,290.6399
M_06 Annexin A5 ANXA5_HUMAN 35,939 8 8 13 23.40% ALLLLCGEDD 311 320 41.1 26.5 31.6 1 0 0 1,118.5401
N_06 Annexin A5 ANXA5_HUMAN 35,939 2 2 3 6.56% GTVTDFPGFDER 7 18 48.5 25.0 39.9 2 0 0 1,340.6119
N_06 Annexin A5 ANXA5_HUMAN 35,939 2 2 3 6.56% VLTEIIASR 109 117 50.9 27.1 23.8 1 0 0 1,001.5990
O_06 Annexin A5 ANXA5_HUMAN 35,939 7 7 13 20.30% GTVTDFPGFDER 7 18 54.1 25.0 41.8 2 0 0 1,340.6119
O_06 Annexin A5 ANXA5_HUMAN 35,939 7 7 13 20.30% VLTEIIASR 109 117 56.4 27.0 31.2 2 0 0 1,001.5990
O_06 Annexin A5 ANXA5_HUMAN 35,939 7 7 13 20.30% VLTEIIASRTPEELR 109 123 21.7 25.0 16.4 0 2 0 1,726.9699
O_06 Annexin A5 ANXA5_HUMAN 35,939 7 7 13 20.30% MLVVLLQANR 152 161 35.6 25.0 16.6 2 0 0 1,172.6821
O_06 Annexin A5 ANXA5_HUMAN 35,939 7 7 13 20.30% FITIFGTR 194 201 28.9 25.3 19.6 1 0 0 954.5408
O_06 Annexin A5 ANXA5_HUMAN 35,939 7 7 13 20.30% SEIDLFNIR 277 285 37.2 28.9 24.5 2 0 0 1,106.5841
O_06 Annexin A5 ANXA5_HUMAN 35,939 7 7 13 20.30% NFATSLYSMIK 291 301 62.7 27.2 42.4 2 0 0 1,290.6399
P_06 Annexin A5 ANXA5_HUMAN 35,939 5 5 8 15.60% GTVTDFPGFDER 7 18 51.9 25.0 30.0 2 0 0 1,340.6119
P_06 Annexin A5 ANXA5_HUMAN 35,939 5 5 8 15.60% LYDAYELK 90 97 23.4 25.7 18.4 1 0 0 1,014.5143
P_06 Annexin A5 ANXA5_HUMAN 35,939 5 5 8 15.60% VLTEIIASR 109 117 58.0 26.7 26.7 2 0 0 1,001.5990
P_06 Annexin A5 ANXA5_HUMAN 35,939 5 5 8 15.60% MLVVLLQANR 152 161 54.6 25.0 38.5 2 0 0 1,172.6821
P_06 Annexin A5 ANXA5_HUMAN 35,939 5 5 8 15.60% NFATSLYSMIK 291 301 39.8 27.5 25.5 1 0 0 1,290.6399
Q_06 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 20.30% GTVTDFPGFDER 7 18 48.9 25.0 39.8 2 0 0 1,340.6119
Q_06 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 20.30% VLTEIIASRTPEELR 109 123 15.2 25.0 12.9 0 1 0 1,726.9699
Q_06 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 20.30% MLVVLLQANR 152 161 48.6 25.0 36.4 2 0 0 1,156.6871
Q_06 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 20.30% FITIFGTR 194 201 31.2 25.3 21.4 1 0 0 954.5408
Q_06 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 20.30% SEIDLFNIR 277 285 47.5 28.5 34.8 2 0 0 1,106.5841
Q_06 Annexin A5 ANXA5_HUMAN 35,939 6 6 10 20.30% NFATSLYSMIK 291 301 60.6 27.4 49.3 2 0 0 1,290.6399
A_10 Annexin A6 ANXA6_HUMAN 75,878 2 2 3 3.57% SLEDALSSDTSGHFR 484 498 29.2 25.0 21.7 0 1 0 1,621.7453
A_10 Annexin A6 ANXA6_HUMAN 75,878 2 2 3 3.57% SEIDLLNIR 630 638 54.6 27.2 29.1 2 0 0 1,072.5998
A_18 Annexin A6 ANXA6_HUMAN 75,878 4 4 7 7.43% SELDMLDIR 282 290 38.1 26.5 28.8 2 0 0 1,107.5353
A_18 Annexin A6 ANXA6_HUMAN 75,878 4 4 7 7.43% GTVRPANDFNPDADAK 355 370 32.3 25.9 30.0 0 2 0 1,687.8036
A_18 Annexin A6 ANXA6_HUMAN 75,878 4 4 7 7.43% SEIDLLNIR 630 638 40.9 27.5 14.5 2 0 0 1,072.5998
A_18 Annexin A6 ANXA6_HUMAN 75,878 4 4 7 7.43% SLHQAIEGDTSGDFLK 648 663 25.7 27.0 20.2 0 1 0 1,717.8394
B_18 Annexin A6 ANXA6_HUMAN 75,878 3 3 4 5.35% CLIEILASR 114 122 26.1 28.4 17.9 1 0 0 1,074.5977
B_18 Annexin A6 ANXA6_HUMAN 75,878 3 3 4 5.35% GTVRPANDFNPDADAK 355 370 38.1 25.9 34.3 0 2 0 1,687.8036
B_18 Annexin A6 ANXA6_HUMAN 75,878 3 3 4 5.35% DAFVAIVQSVK 588 598 62.3 27.6 44.2 1 0 0 1,176.6623
C_10 Annexin A6 ANXA6_HUMAN 75,878 3 3 5 5.35% GTVRPANDFNPDADAK 355 370 24.4 25.6 6.1 0 1 0 1,687.8036
C_10 Annexin A6 ANXA6_HUMAN 75,878 3 3 5 5.35% ALIEILATR 457 465 29.3 25.0 16.0 2 0 0 999.6198
C_10 Annexin A6 ANXA6_HUMAN 75,878 3 3 5 5.35% DAFVAIVQSVK 588 598 51.6 26.2 39.8 2 0 0 1,176.6623
C_18 Annexin A6 ANXA6_HUMAN 75,878 4 4 6 8.62% GTVRPANDFNPDADAK 355 370 37.1 25.6 15.3 0 2 0 1,687.8036
C_18 Annexin A6 ANXA6_HUMAN 75,878 4 4 6 8.62% SLEDALSSDTSGHFR 484 498 23.2 25.0 20.8 1 0 0 1,621.7453
C_18 Annexin A6 ANXA6_HUMAN 75,878 4 4 6 8.62% DAFVAIVQSVK 588 598 41.3 26.2 24.3 2 0 0 1,176.6623
C_18 Annexin A6 ANXA6_HUMAN 75,878 4 4 6 8.62% SLHQAIEGDTSGDFLK 648 663 29.5 27.0 24.4 0 1 0 1,717.8394
F_13 Annexin A6 ANXA6_HUMAN 75,878 3 3 4 4.46% EAILDIITSR 41 50 32.2 27.6 23.9 1 0 0 1,130.6417
F_13 Annexin A6 ANXA6_HUMAN 75,878 3 3 4 4.46% ALIEILATR 457 465 22.0 25.0 17.8 1 0 0 999.6198
F_13 Annexin A6 ANXA6_HUMAN 75,878 3 3 4 4.46% DAFVAIVQSVK 588 598 42.6 27.7 26.1 2 0 0 1,176.6623
L_11 Annexin A6 ANXA6_HUMAN 75,878 2 2 3 2.97% STPEYFAER 251 259 25.5 25.0 17.3 1 0 0 1,099.5054
L_11 Annexin A6 ANXA6_HUMAN 75,878 2 2 3 2.97% DAFVAIVQSVK 588 598 66.3 27.4 48.9 2 0 0 1,176.6623
N_11 Annexin A6 ANXA6_HUMAN 75,878 3 3 5 5.35% STPEYFAER 251 259 22.9 25.0 8.7 1 0 0 1,099.5054
N_11 Annexin A6 ANXA6_HUMAN 75,878 3 3 5 5.35% GTVRPANDFNPDADAK 355 370 35.1 26.3 26.5 0 2 0 1,687.8036
N_11 Annexin A6 ANXA6_HUMAN 75,878 3 3 5 5.35% DAFVAIVQSVK 588 598 55.4 27.1 45.8 2 0 0 1,176.6623
O_11 Annexin A6 ANXA6_HUMAN 75,878 2 2 3 2.97% DAFVAIVQSVK 588 598 53.1 27.3 37.7 2 0 0 1,176.6623
O_11 Annexin A6 ANXA6_HUMAN 75,878 2 2 3 2.97% SEIDLLNIR 630 638 34.2 28.5 12.4 1 0 0 1,072.5998
P_11 Annexin A6 ANXA6_HUMAN 75,878 2 2 2 4.01% GTVRPANDFNPDADAK 355 370 18.2 26.3 12.2 0 1 0 1,687.8036
P_11 Annexin A6 ANXA6_HUMAN 75,878 2 2 2 4.01% DAFVAIVQSVK 588 598 58.4 27.2 44.2 1 0 0 1,176.6623
A_09 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 5 5 8 6.53% GLEISGTFTR 731 740 28.9 26.8 22.9 1 0 0 1,080.5685
A_09 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 5 5 8 6.53% QVGSISMDLQLTNK 741 754 58.8 27.8 55.2 2 0 0 1,549.7893
A_09 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 5 5 8 6.53% MEPLNNLQVAVK 806 817 42.3 27.8 33.0 2 0 0 1,371.7302
A_09 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 5 5 8 6.53% DIPNENEAQFQIR 852 864 36.0 26.2 22.6 1 0 0 1,573.7606
A_09 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 5 5 8 6.53% NVEGQDMLYQSLK 889 901 43.7 26.6 14.4 2 0 0 1,540.7314
A_17 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 2 2 3 1.90% DCEDPNPLIR 94 103 29.4 25.0 11.0 1 0 0 1,228.5629
A_17 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 2 2 3 1.90% YNDPIYVK 328 335 29.8 27.2 29.4 2 0 0 1,011.5146
A_21 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 8 15 8.96% LSHANSAVVLSAVK 248 261 57.9 25.4 52.8 2 2 0 1,395.7953
A_21 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 8 15 8.96% DLDYYGTLLK 273 282 31.5 26.8 14.2 2 0 0 1,200.6149
A_21 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 8 15 8.96% CVSTLLDLIQTK 391 402 83.2 27.5 60.1 2 0 0 1,390.7613



A_21 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 8 15 8.96% MEPLNNLQVAVK 806 817 55.5 27.8 42.3 2 0 0 1,371.7302
A_21 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 8 15 8.96% DIPNENEAQFQIR 852 864 52.7 25.8 33.6 2 0 0 1,573.7606
A_21 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 8 15 8.96% LQSSNIFTVAK 877 887 47.4 26.9 21.8 1 0 0 1,207.6681
A_21 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 8 15 8.96% NVEGQDMLYQSLK 889 901 56.9 26.5 36.8 2 0 0 1,540.7314
A_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 3 3 3 3.06% DCEDPNPLIR 94 103 30.5 25.0 17.9 1 0 0 1,228.5629
A_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 3 3 3 3.06% YNDPIYVK 328 335 31.0 27.2 20.0 1 0 0 1,011.5146
A_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 3 3 3 3.06% LQSSNIFTVAK 877 887 24.0 26.9 16.1 1 0 0 1,207.6681
B_09 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 4 4 5 5.48% QVGSISMDLQLTNK 741 754 24.6 27.7 17.4 1 0 0 1,549.7893
B_09 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 4 4 5 5.48% MEPLNNLQVAVK 806 817 33.2 27.6 27.1 2 0 0 1,371.7302
B_09 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 4 4 5 5.48% DIPNENEAQFQIR 852 864 43.9 26.3 30.0 1 0 0 1,573.7606
B_09 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 4 4 5 5.48% NVEGQDMLYQSLK 889 901 25.3 26.7 5.9 1 0 0 1,540.7314
B_21 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 5 5 9 6.11% DLDYYGTLLK 273 282 41.3 26.9 33.4 2 0 0 1,200.6149
B_21 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 5 5 9 6.11% CVSTLLDLIQTK 391 402 80.3 27.3 62.5 2 0 0 1,390.7613
B_21 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 5 5 9 6.11% MEPLNNLQVAVK 806 817 42.9 27.5 38.2 2 0 0 1,371.7302
B_21 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 5 5 9 6.11% DIPNENEAQFQIR 852 864 21.8 26.2 12.1 1 0 0 1,573.7606
B_21 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 5 5 9 6.11% LQSSNIFTVAK 877 887 48.6 27.7 39.0 2 0 0 1,207.6681
B_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 7 13 8.01% DCEDPNPLIR 94 103 35.5 25.0 22.0 2 0 0 1,228.5629
B_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 7 13 8.01% DLDYYGTLLK 273 282 36.5 26.9 21.7 2 0 0 1,200.6149
B_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 7 13 8.01% YNDPIYVK 328 335 41.0 26.6 24.2 2 0 0 1,011.5146
B_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 7 13 8.01% CVSTLLDLIQTK 391 402 58.6 27.7 45.2 1 0 0 1,390.7613
B_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 7 13 8.01% MEPLNNLQVAVK 806 817 25.1 27.5 19.4 2 0 0 1,371.7302
B_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 7 13 8.01% LQSSNIFTVAK 877 887 41.3 27.7 16.9 2 0 0 1,207.6681
B_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 7 7 13 8.01% NVEGQDMLYQSLK 889 901 34.6 26.7 22.0 2 0 0 1,540.7314
C_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 3 3 4 3.48% DCEDPNPLIR 94 103 29.6 25.0 20.4 2 0 0 1,228.5629
C_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 3 3 4 3.48% MEPLNNLQVAVK 806 817 28.0 28.0 13.2 1 0 0 1,371.7302
C_22 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 3 3 4 3.48% LQSSNIFTVAK 877 887 32.7 26.9 24.8 1 0 0 1,207.6681
I_18 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 2 2 3 2.42% DCEDPNPLIR 94 103 23.2 25.0 7.7 1 0 0 1,228.5629
I_18 AP‐1 complex subunit beta‐1 AP1B1_HUMAN 104,639 2 2 3 2.42% DIPNENEAQFQIR 852 864 32.6 26.6 24.0 2 0 0 1,573.7606
A_20 AP‐1 complex subunit gamma‐1 AP1G1_HUMAN 91,354 5 5 9 5.96% VLAINILGR 307 315 71.0 25.0 62.7 2 0 0 968.6252
A_20 AP‐1 complex subunit gamma‐1 AP1G1_HUMAN 91,354 5 5 9 5.96% YVALTSLLK 326 334 27.5 25.0 26.0 2 0 0 1,007.6136
A_20 AP‐1 complex subunit gamma‐1 AP1G1_HUMAN 91,354 5 5 9 5.96% ADCASGIFLAAEK 398 410 58.4 27.1 52.0 2 0 0 1,352.6516
A_20 AP‐1 complex subunit gamma‐1 AP1G1_HUMAN 91,354 5 5 9 5.96% GYALTAIMK 524 532 27.3 26.9 0.0 1 0 0 983.5232
A_20 AP‐1 complex subunit gamma‐1 AP1G1_HUMAN 91,354 5 5 9 5.96% AVEYNALFK 563 571 38.3 26.2 32.2 2 0 0 1,054.5567
B_20 AP‐1 complex subunit gamma‐1 AP1G1_HUMAN 91,354 3 3 6 3.28% VLAINILGR 307 315 47.2 25.0 37.4 2 0 0 968.6252
B_20 AP‐1 complex subunit gamma‐1 AP1G1_HUMAN 91,354 3 3 6 3.28% YVALTSLLK 326 334 26.9 25.0 26.9 2 0 0 1,007.6136
B_20 AP‐1 complex subunit gamma‐1 AP1G1_HUMAN 91,354 3 3 6 3.28% AVEYNALFK 563 571 24.7 26.2 19.8 2 0 0 1,054.5567
H_14 AP‐1 complex subunit gamma‐1 AP1G1_HUMAN 91,354 2 2 3 2.19% VLAINILGR 307 315 42.0 25.0 31.3 2 0 0 968.6252
H_14 AP‐1 complex subunit gamma‐1 AP1G1_HUMAN 91,354 2 2 3 2.19% YVALTSLLK 326 334 25.8 25.0 23.6 1 0 0 1,007.6136
I_16 AP‐1 complex subunit gamma‐1 AP1G1_HUMAN 91,354 2 2 3 2.19% VLAINILGR 307 315 60.5 25.0 52.3 2 0 0 968.6252
I_16 AP‐1 complex subunit gamma‐1 AP1G1_HUMAN 91,354 2 2 3 2.19% AVEYNALFK 563 571 36.2 26.2 25.0 1 0 0 1,054.5567
A_13 AP‐1 complex subunit mu‐1 AP1M1_HUMAN 48,588 3 3 5 8.04% VVQVFSEYFK 87 96 31.3 28.6 24.4 2 0 0 1,245.6513
A_13 AP‐1 complex subunit mu‐1 AP1M1_HUMAN 48,588 3 3 5 8.04% AHFGLPSVEAEDK 358 370 26.5 26.8 23.4 0 2 0 1,399.6853
A_13 AP‐1 complex subunit mu‐1 AP1M1_HUMAN 48,588 3 3 5 8.04% YITQNGDYQLR 411 421 33.7 26.4 29.9 1 0 0 1,370.6700
K_11 AP‐1 complex subunit mu‐1 AP1M1_HUMAN 48,588 2 2 3 4.96% SGYQALPWVR 401 410 42.0 27.8 28.2 2 0 0 1,176.6160
K_11 AP‐1 complex subunit mu‐1 AP1M1_HUMAN 48,588 2 2 3 4.96% YITQNGDYQLR 411 421 31.3 26.5 25.3 1 0 0 1,370.6700
B_04 AP‐1 complex subunit sigma‐1A AP1S1_HUMAN 18,603 2 2 3 14.60% FMLLFSR 3 9 30.1 26.7 14.1 1 0 0 929.4914
B_04 AP‐1 complex subunit sigma‐1A AP1S1_HUMAN 18,603 2 2 3 14.60% AIEQADLLQEEDESPR 133 148 73.9 25.8 73.3 2 0 0 1,842.8718
A_17 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 2 2 4 2.97% LVECLETVLNK 280 290 55.1 28.5 39.7 2 0 0 1,317.7084
A_17 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 2 2 4 2.97% ALLLSTYIK 539 547 36.3 25.0 33.8 2 0 0 1,021.6293
A_17 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 2 2 4 2.97% FINLFPETK 548 556 38.6 26.6 26.8 2 0 0 1,108.6038
A_21 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 3 3 5 5.73% GLAVFISDIR 12 21 71.6 26.0 61.0 2 0 0 1,090.6256
A_21 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 3 3 5 5.73% LLQCYPPPEDAAVK 264 277 24.6 27.3 20.5 1 0 0 1,600.8042
A_21 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 3 3 5 5.73% YLETADYAIR 412 421 59.4 26.6 49.6 2 0 0 1,214.6052
A_21 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 3 3 5 5.73% SSPPVQFSLLHSK 517 529 20.9 27.2 12.9 0 2 0 1,426.7689
A_21 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 3 3 5 5.73% ALLLSTYIK 539 547 32.7 25.0 32.7 2 0 0 1,021.6293
B_17 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 3 3 3 3.17% EMGEAFAADIPR 142 153 20.4 25.0 5.2 1 0 0 1,322.6047
B_17 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 3 3 3 3.17% YLETADYAIR 412 421 25.1 26.4 18.9 1 0 0 1,214.6052
B_17 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 3 3 3 3.17% FINLFPETK 548 556 27.1 26.6 9.2 1 0 0 1,108.6038
B_21 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 2 2 4 4.40% GLAVFISDIR 12 21 78.8 26.0 72.3 2 0 0 1,090.6256
B_21 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 2 2 4 4.40% LLQCYPPPEDAAVK 264 277 28.0 27.5 20.5 2 0 0 1,600.8042
B_21 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 2 2 4 4.40% YLETADYAIR 412 421 42.3 26.4 27.8 2 0 0 1,214.6052
B_21 AP‐2 complex subunit alpha‐1 AP2A1_HUMAN 107,549 2 2 4 4.40% ALLLSTYIK 539 547 37.4 25.0 34.2 2 0 0 1,021.6293
A_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 7 7 11 8.84% GLAVFISDIR 12 21 71.6 26.0 61.0 2 0 0 1,090.6256
A_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 7 7 11 8.84% VLVAGDTMDSVK 154 165 30.2 27.4 12.0 2 0 0 1,250.6299
A_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 7 7 11 8.84% LLQCYPPPDPAVR 264 276 44.8 28.1 41.6 1 0 0 1,525.7834
A_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 7 7 11 8.84% LTECLETILNK 279 289 56.2 27.8 47.5 2 0 0 1,333.7034
A_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 7 7 11 8.84% ALLLSTYIK 538 546 32.7 25.0 32.7 2 0 0 1,021.6293
A_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 7 7 11 8.84% KGPSTVTDLEDTKR 619 632 27.6 28.2 20.5 0 1 0 1,546.8074
A_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 7 7 11 8.84% QLSNPQQEVQNIFK 843 856 45.7 28.2 36.8 1 0 0 1,672.8654
B_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 4 4 6 4.69% GLAVFISDIR 12 21 78.8 26.0 72.3 2 0 0 1,090.6256
B_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 4 4 6 4.69% LTECLETILNK 279 289 61.6 27.8 47.6 1 0 0 1,333.7034
B_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 4 4 6 4.69% ALLLSTYIK 538 546 37.4 25.0 34.2 2 0 0 1,021.6293
B_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 4 4 6 4.69% QLSNPQQEVQNIFK 843 856 32.1 28.2 26.6 1 0 0 1,672.8654
B_22 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 2 2 4 2.02% GLAVFISDIR 12 21 59.2 25.8 54.1 2 0 0 1,090.6256
B_22 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 2 2 4 2.02% ALLLSTYIK 538 546 32.1 25.0 32.1 2 0 0 1,021.6293
C_17 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 2 2 4 2.02% GLAVFISDIR 12 21 55.0 25.2 41.6 2 0 0 1,090.6256
C_17 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 2 2 4 2.02% ALLLSTYIK 538 546 36.5 25.0 32.8 2 0 0 1,021.6293
C_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 2 2 4 2.02% GLAVFISDIR 12 21 63.1 26.3 49.6 2 0 0 1,090.6256
C_21 AP‐2 complex subunit alpha‐2 AP2A2_HUMAN 103,963 2 2 4 2.02% ALLLSTYIK 538 546 29.1 25.0 29.1 2 0 0 1,021.6293
B_21 AP‐2 complex subunit beta AP2B1_HUMAN 104,555 2 2 3 4.80% DSDYYNMLLK 273 282 24.2 25.0 19.0 1 0 0 1,277.5720
B_21 AP‐2 complex subunit beta AP2B1_HUMAN 104,555 2 2 3 4.80% CVSTLLDLIQTK 391 402 80.3 27.3 62.5 2 0 0 1,390.7613
B_21 AP‐2 complex subunit beta AP2B1_HUMAN 104,555 2 2 3 4.80% GLEISGTFTHR 722 732 30.9 28.4 23.4 2 0 0 1,217.6274
B_21 AP‐2 complex subunit beta AP2B1_HUMAN 104,555 2 2 3 4.80% MEPLNNLQVAVK 797 808 42.9 27.5 38.2 2 0 0 1,371.7302
A_31 AP‐2 complex subunit mu AP2M1_HUMAN 49,656 2 2 3 5.75% SNIWLAAVTK 61 70 38.3 27.7 30.5 2 0 0 1,102.6255
A_31 AP‐2 complex subunit mu AP2M1_HUMAN 49,656 2 2 3 5.75% QSIAIDDCTFHQCVR 239 253 18.9 25.0 13.3 0 1 0 1,849.8322
L_03 AP‐2 complex subunit sigma AP2S1_HUMAN 17,018 2 2 4 13.40% FILIQNR 4 10 32.0 25.6 11.4 2 0 0 903.5411
L_03 AP‐2 complex subunit sigma AP2S1_HUMAN 17,018 2 2 4 13.40% LIEEVHAVVTVR 31 42 62.4 25.0 62.4 2 0 0 1,364.7896
A_07 AP‐3 complex subunit beta‐1 AP3B1_HUMAN 121,324 2 2 3 2.56% VVNVANVGAVPSGQDNIHR 1026 1044 31.8 28.0 31.8 0 2 0 1,946.0202
A_07 AP‐3 complex subunit beta‐1 AP3B1_HUMAN 121,324 2 2 3 2.56% TVIGSVLLR 1077 1085 20.6 25.0 12.9 1 0 0 957.6092
A_04 Bis(5'‐nucleosyl)‐tetraphosphatase [asymmetrical] AP4A_HUMAN 16,830 2 2 3 15.60% ACGLIIFR 5 12 47.0 26.4 33.0 2 0 0 949.5289
A_04 Bis(5'‐nucleosyl)‐tetraphosphatase [asymmetrical] AP4A_HUMAN 16,830 2 2 3 15.60% GHVEPGEDDLETALR 43 57 39.7 26.1 18.2 0 1 0 1,637.7768
B_04 Bis(5'‐nucleosyl)‐tetraphosphatase [asymmetrical] AP4A_HUMAN 16,830 2 2 3 15.60% ACGLIIFR 5 12 40.2 26.5 25.4 2 0 0 949.5289
B_04 Bis(5'‐nucleosyl)‐tetraphosphatase [asymmetrical] AP4A_HUMAN 16,830 2 2 3 15.60% GHVEPGEDDLETALR 43 57 22.6 26.3 14.6 1 0 0 1,637.7768
A_15 Apoptosis inhibitor 5 API5_HUMAN 59,007 3 3 5 5.92% DAYQVILDGVK 26 36 48.9 27.9 31.1 2 0 0 1,220.6523
A_15 Apoptosis inhibitor 5 API5_HUMAN 59,007 3 3 5 5.92% EVEELILTESK 170 180 44.9 28.2 36.3 2 0 0 1,289.6836
A_15 Apoptosis inhibitor 5 API5_HUMAN 59,007 3 3 5 5.92% KLPDFLTAK 356 364 19.9 25.0 8.4 1 0 0 1,032.6090
A_16 Apoptosis inhibitor 5 API5_HUMAN 59,007 5 5 8 11.30% PTVEELYR 2 9 31.9 28.0 26.9 2 0 0 1,006.5204
A_16 Apoptosis inhibitor 5 API5_HUMAN 59,007 5 5 8 11.30% NYGILADATEQVGQHK 10 25 20.8 27.2 8.9 0 1 0 1,743.8662
A_16 Apoptosis inhibitor 5 API5_HUMAN 59,007 5 5 8 11.30% DAYQVILDGVK 26 36 54.0 28.0 37.9 2 0 0 1,220.6523
A_16 Apoptosis inhibitor 5 API5_HUMAN 59,007 5 5 8 11.30% ELPQFATGENLPR 85 97 35.4 27.3 27.2 1 0 0 1,471.7541
A_16 Apoptosis inhibitor 5 API5_HUMAN 59,007 5 5 8 11.30% EVEELILTESK 170 180 72.8 28.2 62.9 2 0 0 1,289.6836
B_15 Apoptosis inhibitor 5 API5_HUMAN 59,007 3 3 6 6.68% DAYQVILDGVK 26 36 41.5 28.3 26.6 2 0 0 1,220.6523
B_15 Apoptosis inhibitor 5 API5_HUMAN 59,007 3 3 6 6.68% ELPQFATGENLPR 85 97 51.9 27.7 43.0 2 0 0 1,471.7541
B_15 Apoptosis inhibitor 5 API5_HUMAN 59,007 3 3 6 6.68% EVEELILTESK 170 180 46.1 28.5 39.8 2 0 0 1,289.6836
B_16 Apoptosis inhibitor 5 API5_HUMAN 59,007 2 2 4 3.63% PTVEELYR 2 9 35.0 27.5 35.0 2 0 0 1,006.5204
B_16 Apoptosis inhibitor 5 API5_HUMAN 59,007 2 2 4 3.63% DAYQVILDGVK 26 36 45.6 28.0 25.8 2 0 0 1,220.6523
A_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 5.24% EWEEAELQAK 411 420 38.8 25.0 33.4 2 0 0 1,232.5794
A_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 5.24% SQVMTHLHVIEER 527 539 19.0 27.6 12.3 0 1 0 1,578.8057
A_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 5.24% GSGVGEQDGGLIGAEEK 625 641 55.8 25.8 41.8 1 0 0 1,602.7609
A_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 6 10 7.47% VSIDNWCR 110 117 41.3 25.0 31.5 2 0 0 1,049.4833
A_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 6 10 7.47% EWEEAELQAK 411 420 32.2 25.0 28.0 2 0 0 1,232.5794
A_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 6 10 7.47% QQLVETHLAR 450 459 24.7 26.5 19.6 1 0 0 1,194.6590



A_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 6 10 7.47% HYQHVLAVDPEK 510 521 44.7 27.9 22.7 2 2 0 1,435.7329
A_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 6 10 7.47% GSGVGEQDGGLIGAEEK 625 641 43.4 26.1 40.6 1 0 0 1,602.7609
A_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 6 8 12 9.17% WYFDLSK 326 332 26.3 25.4 17.8 2 0 0 958.4669
A_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 6 8 12 9.17% QTLIQHFQAMVK 428 439 27.8 27.9 10.4 2 0 0 1,443.7778
A_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 6 8 12 9.17% QQLVETHLAR 450 459 27.6 26.2 15.9 1 0 0 1,194.6590
A_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 6 8 12 9.17% HYQHVLAVDPEK 510 521 43.2 27.9 24.0 2 0 0 1,435.7329
A_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 6 8 12 9.17% SQVMTHLHVIEER 527 539 77.6 26.8 73.0 2 1 0 1,594.8007
A_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 6 8 12 9.17% NKVDENMVIDETLDVK 647 662 39.1 26.7 33.1 0 2 0 1,877.9164
A_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 7 12 11.50% VSIDNWCR 110 117 24.4 25.0 13.2 2 0 0 1,049.4833
A_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 7 12 11.50% NNFESEDYCMAVCK 348 361 43.0 25.0 43.0 2 0 0 1,782.6768
A_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 7 12 11.50% VKKEWEEAELQAK 408 420 25.9 28.9 19.6 0 2 0 1,587.8378
A_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 7 12 11.50% QTLIQHFQAMVK 428 439 24.4 27.9 20.6 1 0 0 1,459.7728
A_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 7 12 11.50% HYQHVLAVDPEK 510 521 38.3 28.1 29.4 2 0 0 1,435.7329
A_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 7 12 11.50% SQVMTHLHVIEER 527 539 36.6 27.4 34.2 0 2 0 1,578.8057
A_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 7 12 11.50% NKVDENMVIDETLDVK 647 662 32.3 26.9 14.3 0 1 0 1,877.9164
B_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 4 2.88% EWEEAELQAK 411 420 43.0 25.0 34.3 2 0 0 1,232.5794
B_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 4 2.88% HYQHVLAVDPEK 510 521 29.9 28.2 18.1 0 2 0 1,435.7329
B_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 8 7.47% VSIDNWCR 110 117 36.0 25.0 26.8 2 0 0 1,049.4833
B_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 8 7.47% EWEEAELQAK 411 420 38.7 25.0 29.4 2 0 0 1,232.5794
B_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 8 7.47% QQLVETHLAR 450 459 23.3 25.2 16.8 1 0 0 1,194.6590
B_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 8 7.47% HYQHVLAVDPEK 510 521 30.3 28.2 22.7 1 0 0 1,435.7329
B_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 8 7.47% GSGVGEQDGGLIGAEEK 625 641 70.9 25.8 63.6 2 0 0 1,602.7609
B_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 7 12 7.73% VSIDNWCR 110 117 37.5 25.0 27.0 2 0 0 1,049.4833
B_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 7 12 7.73% EWEEAELQAK 411 420 31.1 25.0 24.1 2 0 0 1,232.5794
B_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 7 12 7.73% HYQHVLAVDPEK 510 521 66.0 27.8 58.7 2 1 0 1,435.7329
B_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 7 12 7.73% SQVMTHLHVIEER 527 539 59.3 27.0 56.6 2 1 0 1,594.8007
B_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 7 12 7.73% NKVDENMVIDETLDVK 647 662 35.5 26.9 22.4 0 2 0 1,877.9164
B_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 8 13 11.10% WYFDLSK 326 332 24.9 25.1 19.1 2 0 0 958.4669
B_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 8 13 11.10% NNFESEDYCMAVCK 348 361 52.8 25.0 52.8 1 0 0 1,782.6768
B_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 8 13 11.10% VKKEWEEAELQAK 408 420 31.6 28.6 27.7 0 1 0 1,587.8378
B_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 8 13 11.10% QQLVETHLAR 450 459 23.2 25.2 15.7 1 0 0 1,194.6590
B_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 8 13 11.10% HYQHVLAVDPEK 510 521 51.7 28.1 40.0 2 0 0 1,435.7329
B_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 8 13 11.10% SQVMTHLHVIEER 527 539 45.5 27.2 43.8 2 0 0 1,594.8007
B_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 7 8 13 11.10% NKVDENMVIDETLDVK 647 662 51.5 26.8 38.2 2 2 0 1,877.9164
C_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 3.54% EWEEAELQAK 411 420 29.2 25.0 21.3 1 0 0 1,232.5794
C_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 3.54% GSGVGEQDGGLIGAEEK 625 641 64.4 25.9 59.6 2 0 0 1,602.7609
C_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 7 7.60% VKKEWEEAELQAK 408 420 45.8 28.9 35.7 2 0 0 1,587.8378
C_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 7 7.60% EAASEKQQLVETHLAR 444 459 32.5 27.8 29.2 0 1 0 1,809.9454
C_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 7 7.60% HYQHVLAVDPEK 510 521 44.0 28.0 30.7 2 0 0 1,435.7329
C_20 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 7 7.60% GSGVGEQDGGLIGAEEK 625 641 58.5 26.1 52.2 2 0 0 1,602.7609
C_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 12 15 28 14.90% VSIDNWCR 110 117 51.6 25.0 41.2 2 0 0 1,049.4833
C_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 12 15 28 14.90% SRFVTPFK 125 132 21.9 25.1 10.6 1 0 0 981.5516
C_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 12 15 28 14.90% WYFDLSK 326 332 27.9 25.0 12.0 2 0 0 958.4669
C_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 12 15 28 14.90% VKKEWEEAELQAK 408 420 65.0 28.5 59.1 2 2 0 1,587.8378
C_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 12 15 28 14.90% EWEEAELQAK 411 420 40.5 25.0 33.7 2 0 0 1,232.5794
C_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 12 15 28 14.90% QTLIQHFQAMVK 428 439 33.3 27.7 26.9 1 0 0 1,459.7728
C_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 12 15 28 14.90% ALEKEAASEKQQLVETHLAR 440 459 44.6 25.4 44.6 0 0 2 2,251.2042
C_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 12 15 28 14.90% EAASEKQQLVETHLAR 444 459 50.0 27.8 48.8 0 2 0 1,809.9454
C_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 12 15 28 14.90% HYQHVLAVDPEK 510 521 68.9 28.1 56.3 2 0 0 1,435.7329
C_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 12 15 28 14.90% HYQHVLAVDPEKAAQMK 510 526 35.6 28.1 22.4 0 2 2 1,980.9962
C_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 12 15 28 14.90% SQVMTHLHVIEER 527 539 44.2 26.9 40.0 2 0 0 1,594.8007
C_21 Amyloid‐like protein 2 APLP2_HUMAN 86,955 12 15 28 14.90% NKVDENMVIDETLDVK 647 662 41.9 26.9 36.2 2 2 0 1,877.9164
C_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 9 10 19 14.50% VSIDNWCR 110 117 33.5 25.0 22.6 2 0 0 1,049.4833
C_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 9 10 19 14.50% WYFDLSK 326 332 23.2 25.0 14.6 2 0 0 958.4669
C_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 9 10 19 14.50% NNFESEDYCMAVCK 348 361 51.1 25.0 51.1 2 0 0 1,782.6768
C_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 9 10 19 14.50% VKKEWEEAELQAK 408 420 59.1 28.8 51.9 2 2 0 1,587.8378
C_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 9 10 19 14.50% QTLIQHFQAMVK 428 439 40.2 27.5 30.9 1 0 0 1,459.7728
C_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 9 10 19 14.50% EAASEKQQLVETHLAR 444 459 61.6 27.9 55.0 0 2 0 1,809.9454
C_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 9 10 19 14.50% HYQHVLAVDPEK 510 521 50.0 28.0 42.6 2 0 0 1,435.7329
C_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 9 10 19 14.50% SQVMTHLHVIEER 527 539 47.2 26.9 41.9 2 0 0 1,594.8007
C_22 Amyloid‐like protein 2 APLP2_HUMAN 86,955 9 10 19 14.50% NKVDENMVIDETLDVK 647 662 39.4 26.9 32.2 0 2 0 1,877.9164
C_23 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 4.85% VSIDNWCR 110 117 34.8 25.0 22.4 1 0 0 1,049.4833
C_23 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 4.85% VKKEWEEAELQAK 408 420 63.0 28.8 58.4 0 2 0 1,587.8378
C_23 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 4.85% EAASEKQQLVETHLAR 444 459 44.8 27.8 42.5 0 1 0 1,809.9454
H_16 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 3.67% EAASEKQQLVETHLAR 444 459 25.8 27.6 22.6 0 1 0 1,809.9454
H_16 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 3.67% HYQHVLAVDPEK 510 521 25.8 28.2 16.0 0 2 0 1,435.7329
H_17 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 8 5.37% VKKEWEEAELQAK 408 420 35.1 28.7 27.9 0 2 0 1,587.8378
H_17 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 8 5.37% EWEEAELQAK 411 420 32.5 25.0 21.7 2 0 0 1,232.5794
H_17 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 8 5.37% EAASEKQQLVETHLAR 444 459 45.3 27.5 38.2 0 2 0 1,809.9454
H_17 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 8 5.37% HYQHVLAVDPEK 510 521 28.2 28.2 17.4 0 2 0 1,435.7329
H_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 3.80% VKKEWEEAELQAK 408 420 22.1 28.7 12.5 0 1 0 1,587.8378
H_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 3.80% EWEEAELQAK 411 420 34.5 25.0 30.5 2 0 0 1,232.5794
H_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 3.80% EAASEKQQLVETHLAR 444 459 22.3 27.7 16.0 0 1 0 1,809.9454
I_16 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 5.24% WYFDLSK 326 332 17.5 25.0 7.2 1 0 0 958.4669
I_16 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 5.24% EAASEKQQLVETHLAR 444 459 46.8 27.7 44.8 0 1 0 1,809.9454
I_16 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 5.24% GSGVGEQDGGLIGAEEK 625 641 68.6 26.1 57.9 2 0 0 1,602.7609
I_17 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 8 6.82% WYFDLSK 326 332 18.7 25.4 4.3 1 0 0 958.4669
I_17 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 8 6.82% VKKEWEEAELQAK 408 420 19.9 28.9 11.5 0 1 0 1,587.8378
I_17 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 8 6.82% ALEKEAASEKQQLVETHLAR 440 459 43.8 25.3 42.7 0 0 2 2,251.2042
I_17 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 8 6.82% EAASEKQQLVETHLAR 444 459 42.2 27.7 38.1 0 2 0 1,809.9454
I_17 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 8 6.82% HYQHVLAVDPEK 510 521 26.4 27.9 11.8 0 2 0 1,435.7329
I_18 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 4 6 4.19% ALEKEAASEKQQLVETHLAR 440 459 50.2 25.5 50.2 0 1 2 2,251.2042
I_18 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 4 6 4.19% EAASEKQQLVETHLAR 444 459 36.3 27.7 12.3 0 2 0 1,809.9454
I_18 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 4 6 4.19% HYQHVLAVDPEK 510 521 21.4 28.2 12.0 0 1 0 1,435.7329
I_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 9 7.34% VSIDNWCR 110 117 34.9 25.0 26.2 2 0 0 1,049.4833
I_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 9 7.34% WYFDLSK 326 332 33.9 25.0 18.8 2 0 0 958.4669
I_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 9 7.34% VKKEWEEAELQAK 408 420 22.8 29.0 18.4 0 1 0 1,587.8378
I_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 9 7.34% EAASEKQQLVETHLAR 444 459 25.9 27.7 18.3 0 2 0 1,809.9454
I_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 5 5 9 7.34% HYQHVLAVDPEK 510 521 30.2 28.2 17.5 0 2 0 1,435.7329
K_17 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 5 4.33% VSIDNWCR 110 117 37.1 25.0 32.7 2 0 0 1,049.4833
K_17 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 5 4.33% VKKEWEEAELQAK 408 420 23.4 28.7 10.2 0 1 0 1,587.8378
K_17 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 5 4.33% HYQHVLAVDPEK 510 521 29.9 27.9 26.8 2 0 0 1,435.7329
K_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 2 1.70% VKKEWEEAELQAK 408 420 22.7 28.7 14.6 0 1 0 1,587.8378
K_19 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 2 1.70% EWEEAELQAK 411 420 31.4 25.0 31.0 1 0 0 1,232.5794
L_13 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 5 5.50% EAASEKQQLVETHLAR 444 459 36.3 27.6 34.0 0 2 0 1,809.9454
L_13 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 5 5.50% VEAMLNDR 460 467 30.8 26.7 23.7 1 0 0 963.4565
L_13 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 5 5.50% ADMDQFTASISETPVDVR 570 587 78.9 25.0 74.8 2 0 0 1,997.9123
M_12 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 5 4.85% VSIDNWCR 110 117 32.5 25.1 26.6 2 0 0 1,049.4833
M_12 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 5 4.85% HYQHVLAVDPEK 510 521 20.2 28.2 10.1 0 1 0 1,435.7329
M_12 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 5 4.85% GSGVGEQDGGLIGAEEK 625 641 62.1 26.0 55.5 2 0 0 1,602.7609
M_13 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 2 2.75% VKKEWEEAELQAK 408 420 30.3 28.9 23.5 0 1 0 1,587.8378
M_13 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 2 2.75% VEAMLNDR 460 467 28.5 26.7 16.4 1 0 0 963.4565
M_14 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 4 2.10% VSIDNWCR 110 117 32.9 25.1 28.5 2 0 0 1,049.4833
M_14 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 4 2.10% VEAMLNDR 460 467 28.8 26.8 16.9 2 0 0 963.4565
M_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 6 4.19% VSIDNWCR 110 117 32.6 25.0 28.6 2 0 0 1,049.4833
M_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 6 4.19% EAASEKQQLVETHLAR 444 459 46.8 27.7 46.3 0 2 0 1,809.9454
M_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 6 4.19% VEAMLNDR 460 467 34.8 26.7 19.3 2 0 0 963.4565
N_12 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 4 3.54% EWEEAELQAK 411 420 28.1 25.3 25.6 2 0 0 1,232.5794
N_12 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 4 3.54% GSGVGEQDGGLIGAEEK 625 641 48.7 26.0 33.2 2 0 0 1,602.7609
N_13 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 2.36% EWEEAELQAK 411 420 35.2 25.1 29.8 1 0 0 1,232.5794
N_13 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 2.36% VEAMLNDR 460 467 37.7 26.7 26.8 2 0 0 963.4565
N_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 5 6.42% VSIDNWCR 110 117 29.6 25.0 22.4 1 0 0 1,049.4833



N_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 5 6.42% EAASEKQQLVETHLAR 444 459 25.5 27.7 23.1 0 1 0 1,809.9454
N_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 5 6.42% VEAMLNDR 460 467 37.7 26.7 18.3 2 0 0 963.4565
N_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 5 6.42% GSGVGEQDGGLIGAEEK 625 641 42.8 26.0 30.1 1 0 0 1,602.7609
N_16 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 4 7 3.67% VSIDNWCR 110 117 32.3 25.0 25.8 2 0 0 1,049.4833
N_16 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 4 7 3.67% VEAMLNDR 460 467 40.1 27.5 34.1 4 0 0 947.4615
N_16 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 4 7 3.67% HYQHVLAVDPEK 510 521 20.0 27.9 15.6 0 1 0 1,435.7329
O_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 2 2.36% EWEEAELQAK 411 420 29.6 25.8 24.7 1 0 0 1,232.5794
O_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 2 2.36% VEAMLNDR 460 467 29.4 26.7 16.6 1 0 0 963.4565
P_12 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 2.10% VSIDNWCR 110 117 48.2 25.0 43.3 2 0 0 1,049.4833
P_12 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 2.10% VEAMLNDR 460 467 26.8 26.9 15.6 1 0 0 963.4565
P_13 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 7 4.98% VSIDNWCR 110 117 33.0 25.0 29.4 2 0 0 1,049.4833
P_13 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 7 4.98% QQLVETHLAR 450 459 23.0 26.0 9.1 1 0 0 1,194.6590
P_13 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 7 4.98% VEAMLNDR 460 467 39.5 26.9 31.3 2 0 0 963.4565
P_13 Amyloid‐like protein 2 APLP2_HUMAN 86,955 4 4 7 4.98% HYQHVLAVDPEK 510 521 23.5 27.9 15.1 0 2 0 1,435.7329
P_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 2.10% VSIDNWCR 110 117 47.2 25.0 37.9 2 0 0 1,049.4833
P_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 2.10% VEAMLNDR 460 467 21.8 27.1 12.2 1 0 0 963.4565
Q_12 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 3.41% VSIDNWCR 110 117 28.9 25.0 19.2 1 0 0 1,049.4833
Q_12 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 3.41% EWEEAELQAK 411 420 22.3 25.3 21.8 1 0 0 1,232.5794
Q_12 Amyloid‐like protein 2 APLP2_HUMAN 86,955 3 3 4 3.41% VEAMLNDR 460 467 22.8 26.7 9.5 2 0 0 963.4565
Q_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 2.10% VSIDNWCR 110 117 33.0 25.0 26.9 2 0 0 1,049.4833
Q_15 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 2.10% VEAMLNDR 460 467 33.5 26.7 23.6 1 0 0 963.4565
Q_16 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 2.36% QQLVETHLAR 450 459 32.8 26.1 21.7 1 0 0 1,194.6590
Q_16 Amyloid‐like protein 2 APLP2_HUMAN 86,955 2 2 3 2.36% VEAMLNDR 460 467 36.4 27.1 26.8 2 0 0 963.4565
A_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 4 4 5 15.80% VQPYLDEFQK 120 129 36.5 27.5 25.3 1 0 0 1,266.6366
A_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 4 4 5 15.80% LSPLAQELR 164 172 30.9 25.0 18.4 1 0 0 1,026.5943
A_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 4 4 5 15.80% QGLLPVLESLK 238 248 35.6 25.0 33.4 1 0 0 1,196.7251
A_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 4 4 5 15.80% VSILAAIDEASK 249 260 87.8 28.5 70.7 2 0 0 1,216.6784
A_07 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 3 7.92% VAPLGEEFR 142 150 23.1 28.5 16.6 1 0 0 1,017.5364
A_07 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 3 7.92% VSILAAIDEASK 249 260 74.4 27.4 58.9 2 0 0 1,216.6784
B_07 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 9 20.40% DYVAQFEASALGK 51 63 52.5 27.6 47.0 2 0 0 1,398.6900
B_07 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 9 20.40% VAPLGEEFR 142 150 39.4 28.5 36.1 2 0 0 1,017.5364
B_07 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 9 20.40% LSPLAQELR 164 172 31.1 25.0 21.9 2 0 0 1,026.5943
B_07 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 9 20.40% QGLLPVLESLK 238 248 32.9 25.0 25.3 1 0 0 1,196.7251
B_07 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 9 20.40% VSILAAIDEASK 249 260 91.2 28.4 74.2 2 0 0 1,216.6784
C_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 10 21.50% VQPYLDEFQK 120 129 23.8 27.3 12.1 1 0 0 1,266.6366
C_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 10 21.50% VQPYLDEFQKK 120 130 24.8 27.5 14.4 1 0 0 1,394.7316
C_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 10 21.50% VAPLGEEFR 142 150 25.6 27.9 25.6 1 0 0 1,017.5364
C_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 10 21.50% VAPLGEEFREGAR 142 154 26.7 28.0 18.1 1 0 0 1,430.7387
C_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 10 21.50% LSPLAQELR 164 172 22.6 25.0 10.9 1 0 0 1,026.5943
C_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 10 21.50% QGLLPVLESLK 238 248 40.5 25.0 36.8 1 0 0 1,196.7251
C_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 10 21.50% VSILAAIDEASK 249 260 66.8 28.6 55.8 2 0 0 1,216.6784
C_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 10 21.50% VSILAAIDEASKK 249 261 26.3 27.0 23.6 2 0 0 1,344.7734
G_09 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 4 6.79% VAPLGEEFR 142 150 47.2 29.0 42.9 2 0 0 1,017.5364
G_09 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 4 6.79% LSPLAQELR 164 172 25.7 25.0 11.7 2 0 0 1,026.5943
H_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 9 21.90% VAPLGEEFR 142 150 33.9 28.5 31.6 1 0 0 1,017.5364
H_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 9 21.90% LSPLAQELR 164 172 48.9 25.0 37.7 2 0 0 1,026.5943
H_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 9 21.90% LEALKEGGGSLAEYHAK 201 217 41.0 27.8 36.8 0 2 0 1,772.9179
H_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 9 21.90% QGLLPVLESLK 238 248 42.2 25.0 37.3 2 0 0 1,196.7251
H_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 9 21.90% VSILAAIDEASK 249 260 69.5 28.5 57.3 2 0 0 1,216.6784
I_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 3 3 4 14.00% VQPYLDEFQKK 120 130 33.2 27.2 18.5 1 0 0 1,394.7316
I_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 3 3 4 14.00% VAPLGEEFR 142 150 23.1 29.0 21.5 1 0 0 1,017.5364
I_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 3 3 4 14.00% LEALKEGGGSLAEYHAK 201 217 53.2 27.8 45.8 0 2 0 1,772.9179
L_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 4 9.06% DYVAQFEASALGK 51 63 80.5 27.4 74.6 2 0 0 1,398.6900
L_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 4 9.06% QQLAPYSDDLR 184 194 45.8 27.6 38.0 2 0 0 1,305.6435
M_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 8 18.90% VAPLGEEFR 142 150 38.8 29.0 26.0 2 0 0 1,017.5364
M_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 8 18.90% QQLAPYSDDLR 184 194 33.1 27.7 25.4 1 0 0 1,305.6435
M_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 8 18.90% LEALKEGGGSLAEYHAK 201 217 28.7 27.9 23.3 0 2 0 1,772.9179
M_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 8 18.90% VSILAAIDEASK 249 260 81.3 27.9 68.9 2 0 0 1,216.6784
M_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 8 18.90% VSILAAIDEASKK 249 261 34.2 26.1 34.2 1 0 0 1,344.7734
N_04 Apolipoprotein A‐I APOA1_BOVIN 30,277 3 3 4 10.90% VAPLGEEFR 142 150 26.0 29.4 20.4 1 0 0 1,017.5364
N_04 Apolipoprotein A‐I APOA1_BOVIN 30,277 3 3 4 10.90% LSPLAQELR 164 172 19.5 25.1 6.2 2 0 0 1,026.5943
N_04 Apolipoprotein A‐I APOA1_BOVIN 30,277 3 3 4 10.90% QQLAPYSDDLR 184 194 26.5 27.4 17.5 1 0 0 1,305.6435
N_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 15 32.50% DYVAQFEASALGK 51 63 86.3 27.5 82.7 2 0 0 1,398.6900
N_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 15 32.50% VQPYLDEFQK 120 129 24.5 28.3 13.6 1 0 0 1,266.6366
N_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 15 32.50% VAPLGEEFREGAR 142 154 30.9 27.9 19.4 2 0 0 1,430.7387
N_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 15 32.50% QQLAPYSDDLR 184 194 41.7 27.4 35.1 2 0 0 1,305.6435
N_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 15 32.50% LEALKEGGGSLAEYHAK 201 217 49.8 27.9 35.5 0 2 0 1,772.9179
N_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 15 32.50% AKPVLEDLR 229 237 22.4 25.0 10.9 2 0 0 1,040.6100
N_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 15 32.50% VSILAAIDEASK 249 260 68.4 28.0 59.5 2 0 0 1,216.6784
N_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 8 8 15 32.50% VSILAAIDEASKK 249 261 52.4 26.3 49.3 2 0 0 1,344.7734
N_09 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 3 8.68% QQLAPYSDDLR 184 194 28.5 27.6 19.1 1 0 0 1,305.6435
N_09 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 3 8.68% VSILAAIDEASK 249 260 64.6 27.3 49.6 2 0 0 1,216.6784
O_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 10 24.20% DFATVYVEAIK 36 46 56.3 26.4 42.3 2 0 0 1,255.6569
O_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 10 24.20% DYVAQFEASALGK 51 63 91.4 27.3 85.3 2 0 0 1,398.6900
O_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 10 24.20% LEALKEGGGSLAEYHAK 201 217 55.0 28.0 45.1 0 2 0 1,772.9179
O_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 10 24.20% QGLLPVLESLK 238 248 26.3 25.0 22.4 2 0 0 1,196.7251
O_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 5 5 10 24.20% VSILAAIDEASK 249 260 78.3 27.2 62.6 2 0 0 1,216.6784
O_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 3 3 4 13.60% DYVAQFEASALGK 51 63 69.9 27.5 62.9 1 0 0 1,398.6900
O_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 3 3 4 13.60% QQLAPYSDDLR 184 194 29.4 27.6 23.6 1 0 0 1,305.6435
O_06 Apolipoprotein A‐I APOA1_BOVIN 30,277 3 3 4 13.60% VSILAAIDEASK 249 260 40.2 27.3 30.6 2 0 0 1,216.6784
P_04 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 2 6.79% VAPLGEEFR 142 150 29.4 29.4 25.0 1 0 0 1,017.5364
P_04 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 2 6.79% LSPLAQELR 164 172 26.3 25.0 10.3 1 0 0 1,026.5943
P_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 11 11 17 44.20% VKDFATVYVEAIK 34 46 45.7 25.7 40.9 1 0 0 1,482.8203
P_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 11 11 17 44.20% DYVAQFEASALGK 51 63 91.0 27.5 78.8 2 0 0 1,398.6900
P_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 11 11 17 44.20% QKVQPYLDEFQK 118 129 28.0 28.2 23.5 0 1 0 1,522.7902
P_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 11 11 17 44.20% VAPLGEEFREGAR 142 154 26.3 27.9 19.5 2 0 0 1,430.7387
P_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 11 11 17 44.20% VQELQDKLSPLAQELR 157 172 39.6 25.0 25.7 0 2 0 1,867.0286
P_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 11 11 17 44.20% LSPLAQELR 164 172 36.0 25.1 22.0 1 0 0 1,026.5943
P_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 11 11 17 44.20% QQLAPYSDDLR 184 194 42.1 27.4 32.0 1 0 0 1,305.6435
P_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 11 11 17 44.20% LEALKEGGGSLAEYHAK 201 217 45.0 27.9 39.2 0 2 0 1,772.9179
P_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 11 11 17 44.20% AKPVLEDLR 229 237 25.1 25.0 12.6 1 0 0 1,040.6100
P_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 11 11 17 44.20% VSILAAIDEASK 249 260 67.7 28.0 53.9 2 0 0 1,216.6784
P_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 11 11 17 44.20% VSILAAIDEASKK 249 261 51.2 26.3 43.1 2 0 0 1,344.7734
P_07 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 3 7.55% LSPLAQELR 164 172 19.5 25.1 16.0 2 0 0 1,026.5943
P_07 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 3 7.55% QQLAPYSDDLR 184 194 30.5 27.4 26.7 1 0 0 1,305.6435
P_09 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 3 7.55% VAPLGEEFR 142 150 31.6 29.0 23.8 2 0 0 1,017.5364
P_09 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 3 7.55% QQLAPYSDDLR 184 194 27.7 27.8 22.6 1 0 0 1,305.6435
Q_04 Apolipoprotein A‐I APOA1_BOVIN 30,277 3 3 6 14.00% VAPLGEEFR 142 150 35.9 29.0 33.7 2 0 0 1,017.5364
Q_04 Apolipoprotein A‐I APOA1_BOVIN 30,277 3 3 6 14.00% QQLAPYSDDLR 184 194 36.4 27.8 30.0 2 0 0 1,305.6435
Q_04 Apolipoprotein A‐I APOA1_BOVIN 30,277 3 3 6 14.00% LEALKEGGGSLAEYHAK 201 217 36.2 27.9 23.9 0 2 0 1,772.9179
Q_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 7 7 13 33.20% VKDFATVYVEAIK 34 46 54.2 25.7 42.3 2 0 0 1,482.8203
Q_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 7 7 13 33.20% DYVAQFEASALGK 51 63 89.5 27.3 82.6 2 0 0 1,398.6900
Q_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 7 7 13 33.20% VAPLGEEFREGAR 142 154 31.4 27.6 27.2 2 0 0 1,430.7387
Q_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 7 7 13 33.20% VQELQDKLSPLAQELR 157 172 38.1 25.0 20.3 0 2 0 1,867.0286
Q_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 7 7 13 33.20% QQLAPYSDDLR 184 194 52.0 27.8 34.0 2 0 0 1,305.6435
Q_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 7 7 13 33.20% AKPVLEDLR 229 237 27.2 25.0 25.2 1 0 0 1,040.6100
Q_05 Apolipoprotein A‐I APOA1_BOVIN 30,277 7 7 13 33.20% VSILAAIDEASKK 249 261 41.7 26.3 38.5 2 0 0 1,344.7734
Q_07 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 2 7.55% LSPLAQELR 164 172 35.5 25.0 27.5 1 0 0 1,026.5943
Q_07 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 2 7.55% QQLAPYSDDLR 184 194 23.1 27.8 17.8 1 0 0 1,305.6435
Q_09 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 2 7.55% VAPLGEEFR 142 150 26.0 29.4 15.5 1 0 0 1,017.5364
Q_09 Apolipoprotein A‐I APOA1_BOVIN 30,277 2 2 2 7.55% QQLAPYSDDLR 184 194 22.9 27.5 19.1 1 0 0 1,305.6435
A_02 Apolipoprotein A‐II APOA2_BOVIN 11,203 2 3 5 11.00% TQEELTPFFK 68 77 63.2 27.3 42.4 1 0 0 1,239.6257



A_02 Apolipoprotein A‐II APOA2_BOVIN 11,203 2 3 5 11.00% TQEELTPFFKK 68 78 45.0 26.7 36.5 2 2 0 1,367.7207
B_02 Apolipoprotein A‐II APOA2_BOVIN 11,203 2 2 4 11.00% TQEELTPFFK 68 77 44.0 27.4 22.6 2 0 0 1,239.6257
B_02 Apolipoprotein A‐II APOA2_BOVIN 11,203 2 2 4 11.00% TQEELTPFFKK 68 78 38.4 27.1 26.0 2 0 0 1,367.7207
C_02 Apolipoprotein A‐II APOA2_BOVIN 11,203 2 3 6 11.00% TQEELTPFFK 68 77 35.8 27.4 12.2 2 0 0 1,239.6257
C_02 Apolipoprotein A‐II APOA2_BOVIN 11,203 2 3 6 11.00% TQEELTPFFKK 68 78 39.3 27.1 29.5 2 2 0 1,367.7207
H_01 Apolipoprotein A‐II APOA2_BOVIN 11,203 2 3 6 11.00% TQEELTPFFK 68 77 38.9 27.4 23.8 2 0 0 1,239.6257
H_01 Apolipoprotein A‐II APOA2_BOVIN 11,203 2 3 6 11.00% TQEELTPFFKK 68 78 30.5 26.7 26.4 2 2 0 1,367.7207
I_01 Apolipoprotein A‐II APOA2_BOVIN 11,203 2 3 6 11.00% TQEELTPFFK 68 77 41.4 27.4 27.9 2 0 0 1,239.6257
I_01 Apolipoprotein A‐II APOA2_BOVIN 11,203 2 3 6 11.00% TQEELTPFFKK 68 78 47.4 27.4 37.7 2 2 0 1,367.7207
C_08 Apolipoprotein D APOD_BOVIN 21,402 2 2 3 13.80% CPHPPVQENFDVNK 28 41 16.8 25.0 11.6 0 1 0 1,680.7800
C_08 Apolipoprotein D APOD_BOVIN 21,402 2 2 3 13.80% DILTSNNIEVEK 165 176 55.9 28.8 11.0 2 0 0 1,374.7112
I_06 Apolipoprotein D APOD_BOVIN 21,402 2 2 2 13.80% CPHPPVQENFDVNK 28 41 18.7 25.0 16.5 0 1 0 1,680.7800
I_06 Apolipoprotein D APOD_BOVIN 21,402 2 2 2 13.80% DILTSNNIEVEK 165 176 54.4 28.7 9.2 1 0 0 1,374.7112
I_07 Apolipoprotein D APOD_BOVIN 21,402 2 2 4 13.20% DILTSNNIEVEK 165 176 43.7 28.7 13.5 2 0 0 1,374.7112
I_07 Apolipoprotein D APOD_BOVIN 21,402 2 2 4 13.20% MTITDQVNCPESM 177 189 29.9 25.0 29.9 2 0 0 1,525.6333
J_07 Apolipoprotein D APOD_BOVIN 21,402 2 2 4 13.80% CPHPPVQENFDVNK 28 41 24.0 25.0 18.9 0 2 0 1,680.7800
J_07 Apolipoprotein D APOD_BOVIN 21,402 2 2 4 13.80% DILTSNNIEVEK 165 176 54.5 28.9 13.4 2 0 0 1,374.7112
K_07 Apolipoprotein D APOD_BOVIN 21,402 2 2 3 13.80% CPHPPVQENFDVNK 28 41 32.2 25.0 30.7 0 1 0 1,680.7800
K_07 Apolipoprotein D APOD_BOVIN 21,402 2 2 3 13.80% DILTSNNIEVEK 165 176 59.7 28.5 15.9 2 0 0 1,374.7112
N_05 Apolipoprotein D APOD_BOVIN 21,402 2 2 4 13.80% CPHPPVQENFDVNK 28 41 38.1 25.0 34.0 0 2 0 1,680.7800
N_05 Apolipoprotein D APOD_BOVIN 21,402 2 2 4 13.80% DILTSNNIEVEK 165 176 66.7 28.9 5.7 2 0 0 1,374.7112
A_11 Apolipoprotein E APOE_BOVIN 35,980 3 3 4 12.70% DSQPWEQALGR 39 49 18.4 25.4 5.7 1 0 0 1,286.6125
A_11 Apolipoprotein E APOE_BOVIN 35,980 3 3 4 12.70% SEVQAMLGQSTEELR 137 151 77.4 26.3 64.2 1 0 0 1,693.8063
A_11 Apolipoprotein E APOE_BOVIN 35,980 3 3 4 12.70% LAVYQAGASEGAER 176 189 66.8 27.8 53.7 2 0 0 1,421.7019
B_11 Apolipoprotein E APOE_BOVIN 35,980 2 2 3 9.18% SEVQAMLGQSTEELR 137 151 58.9 26.5 47.5 1 0 0 1,693.8063
B_11 Apolipoprotein E APOE_BOVIN 35,980 2 2 3 9.18% LAVYQAGASEGAER 176 189 65.1 27.8 60.2 2 0 0 1,421.7019
C_10 Apolipoprotein E APOE_BOVIN 35,980 5 5 9 17.10% GKDSQPWEQALGR 37 49 26.5 27.2 20.2 0 2 0 1,471.7290
C_10 Apolipoprotein E APOE_BOVIN 35,980 5 5 9 17.10% SEVQAMLGQSTEELR 137 151 64.0 26.3 56.1 1 0 0 1,693.8063
C_10 Apolipoprotein E APOE_BOVIN 35,980 5 5 9 17.10% SEVQAMLGQSTEELRAR 137 153 34.3 26.9 34.2 0 2 0 1,920.9445
C_10 Apolipoprotein E APOE_BOVIN 35,980 5 5 9 17.10% AATLSTLAGQPLLER 209 223 68.2 25.3 54.8 2 0 0 1,540.8695
C_10 Apolipoprotein E APOE_BOVIN 35,980 5 5 9 17.10% LQAEAFQAR 269 277 28.5 29.1 17.9 2 0 0 1,033.5425
C_11 Apolipoprotein E APOE_BOVIN 35,980 5 5 10 19.30% DSQPWEQALGR 39 49 24.9 25.0 17.1 2 0 0 1,286.6125
C_11 Apolipoprotein E APOE_BOVIN 35,980 5 5 10 19.30% FWDYLR 50 55 22.2 25.0 6.9 2 0 0 899.4410
C_11 Apolipoprotein E APOE_BOVIN 35,980 5 5 10 19.30% SEVQAMLGQSTEELR 137 151 72.3 26.3 67.1 2 0 0 1,693.8063
C_11 Apolipoprotein E APOE_BOVIN 35,980 5 5 10 19.30% LAVYQAGASEGAER 176 189 88.3 27.3 69.9 2 0 0 1,421.7019
C_11 Apolipoprotein E APOE_BOVIN 35,980 5 5 10 19.30% AATLSTLAGQPLLER 209 223 50.3 25.3 38.5 2 0 0 1,540.8695
G_09 Apolipoprotein E APOE_BOVIN 35,980 2 2 3 9.18% SEVQAMLGQSTEELR 137 151 50.0 26.6 40.8 1 0 0 1,693.8063
G_09 Apolipoprotein E APOE_BOVIN 35,980 2 2 3 9.18% LAVYQAGASEGAER 176 189 53.5 27.8 48.4 2 0 0 1,421.7019
G_13 Apolipoprotein E APOE_BOVIN 35,980 2 2 4 9.18% SEVQAMLGQSTEELR 137 151 73.7 26.6 63.0 2 0 0 1,693.8063
G_13 Apolipoprotein E APOE_BOVIN 35,980 2 2 4 9.18% LAVYQAGASEGAER 176 189 78.0 27.9 64.9 2 0 0 1,421.7019
H_09 Apolipoprotein E APOE_BOVIN 35,980 3 3 3 12.70% DSQPWEQALGR 39 49 23.3 25.9 3.9 1 0 0 1,286.6125
H_09 Apolipoprotein E APOE_BOVIN 35,980 3 3 3 12.70% SEVQAMLGQSTEELR 137 151 49.7 26.3 43.8 1 0 0 1,693.8063
H_09 Apolipoprotein E APOE_BOVIN 35,980 3 3 3 12.70% LAVYQAGASEGAER 176 189 66.7 27.6 49.2 1 0 0 1,421.7019
I_09 Apolipoprotein E APOE_BOVIN 35,980 2 2 4 9.18% SEVQAMLGQSTEELR 137 151 87.8 26.6 76.2 2 0 0 1,693.8063
I_09 Apolipoprotein E APOE_BOVIN 35,980 2 2 4 9.18% LAVYQAGASEGAER 176 189 95.2 27.5 86.0 2 0 0 1,421.7019
J_09 Apolipoprotein E APOE_BOVIN 35,980 3 3 5 12.70% DSQPWEQALGR 39 49 24.1 26.3 16.6 1 0 0 1,286.6125
J_09 Apolipoprotein E APOE_BOVIN 35,980 3 3 5 12.70% SEVQAMLGQSTEELR 137 151 91.4 26.5 79.1 2 0 0 1,693.8063
J_09 Apolipoprotein E APOE_BOVIN 35,980 3 3 5 12.70% LAVYQAGASEGAER 176 189 56.7 27.8 43.4 2 0 0 1,421.7019
K_09 Apolipoprotein E APOE_BOVIN 35,980 2 2 4 9.18% SEVQAMLGQSTEELR 137 151 66.6 26.4 56.5 2 0 0 1,693.8063
K_09 Apolipoprotein E APOE_BOVIN 35,980 2 2 4 9.18% LAVYQAGASEGAER 176 189 56.8 27.8 46.3 2 0 0 1,421.7019
M_06 Apolipoprotein E APOE_BOVIN 35,980 2 2 3 7.91% LAVYQAGASEGAER 176 189 78.3 27.4 69.6 2 0 0 1,421.7019
M_06 Apolipoprotein E APOE_BOVIN 35,980 2 2 3 7.91% FGPLVEQGQSR 198 208 30.6 28.0 26.2 1 0 0 1,217.6274
O_07 Apolipoprotein E APOE_BOVIN 35,980 2 2 4 9.18% SEVQAMLGQSTEELR 137 151 81.1 26.5 75.4 2 0 0 1,693.8063
O_07 Apolipoprotein E APOE_BOVIN 35,980 2 2 4 9.18% LAVYQAGASEGAER 176 189 59.7 27.5 50.7 2 0 0 1,421.7019
P_07 Apolipoprotein E APOE_BOVIN 35,980 2 2 3 11.10% AYKEELEGQLGPMAQETQAR 90 109 36.3 27.6 26.9 0 1 0 2,265.0819
P_07 Apolipoprotein E APOE_BOVIN 35,980 2 2 3 11.10% SEVQAMLGQSTEELR 137 151 69.5 26.6 61.2 2 0 0 1,693.8063
F_08 Adenine phosphoribosyltransferase APT_HUMAN 19,609 2 2 4 15.60% DISPVLKDPASFR 28 40 21.5 28.0 13.6 0 2 0 1,444.7796
F_08 Adenine phosphoribosyltransferase APT_HUMAN 19,609 2 2 4 15.60% AELEIQKDALEPGQR 108 122 29.7 27.7 7.6 0 2 0 1,696.8867
A_19 Beta‐adrenergic receptor kinase 1 ARBK1_HUMAN 79,650 2 2 3 3.19% ISDLGLACDFSK 333 344 40.4 26.4 40.4 2 0 0 1,325.6408
A_19 Beta‐adrenergic receptor kinase 1 ARBK1_HUMAN 79,650 2 2 3 3.19% LLDSDQELYR 498 507 30.9 27.5 20.7 1 0 0 1,251.6217
A_11 Actin‐related protein 2/3 complex subunit 1A ARC1A_HUMAN 41,539 2 2 4 7.30% LAWVSHDSTVSVADASK 219 235 62.8 27.5 55.2 2 0 0 1,772.8813
A_11 Actin‐related protein 2/3 complex subunit 1A ARC1A_HUMAN 41,539 2 2 4 7.30% TLESSIQGLR 359 368 45.2 28.7 34.5 2 0 0 1,103.6056
C_11 Actin‐related protein 2/3 complex subunit 1A ARC1A_HUMAN 41,539 2 2 2 4.86% GCLTFVSK 278 285 22.0 26.7 11.8 1 0 0 911.4656
C_11 Actin‐related protein 2/3 complex subunit 1A ARC1A_HUMAN 41,539 2 2 2 4.86% TLESSIQGLR 359 368 32.5 28.7 19.9 1 0 0 1,103.6056
A_10 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 5 11.80% NAYVWTLK 75 82 24.4 26.6 17.3 1 0 0 994.5356
A_10 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 5 11.80% VAWVSHDSTVCLADADKK 217 234 28.5 27.0 26.7 0 2 0 2,001.9700
A_10 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 5 11.80% ASSEGGTAAGAGLDSLHK 309 326 72.0 27.1 10.7 2 0 0 1,628.7876
A_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 10 18.30% EHNGQVTGIDWAPESNR 50 66 34.1 25.0 21.8 0 2 0 1,909.8788
A_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 10 18.30% EVEERPAPTPWGSK 175 188 29.7 27.2 23.4 2 0 0 1,582.7861
A_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 10 18.30% VAWVSHDSTVCLADADKK 217 234 52.3 26.9 40.8 0 2 0 2,001.9700
A_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 10 18.30% KASSEGGTAAGAGLDSLHK 308 326 40.0 27.4 4.2 0 2 0 1,756.8826
A_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 10 18.30% ASSEGGTAAGAGLDSLHK 309 326 75.8 27.0 12.0 2 0 0 1,628.7876
A_25 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 4 9.41% EHNGQVTGIDWAPESNR 50 66 24.0 25.0 20.3 0 2 0 1,909.8788
A_25 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 4 9.41% ASSEGGTAAGAGLDSLHK 309 326 38.0 27.1 6.7 2 0 0 1,628.7876
A_26 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 2 5.11% KASSEGGTAAGAGLDSLHK 308 326 23.0 27.2 0.0 0 1 0 1,756.8826
A_26 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 2 5.11% ASSEGGTAAGAGLDSLHK 309 326 26.0 27.1 0.3 1 0 0 1,628.7876
A_28 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 4 6.99% NAYVWTLK 75 82 34.0 27.2 24.0 2 0 0 994.5356
A_28 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 4 6.99% ASSEGGTAAGAGLDSLHK 309 326 62.9 27.1 9.9 2 0 0 1,628.7876
A_29 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 4 7.26% NAYVWTLK 75 82 30.9 26.7 24.4 1 0 0 994.5356
A_29 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 4 7.26% KASSEGGTAAGAGLDSLHK 308 326 32.0 27.4 4.0 0 1 0 1,756.8826
A_29 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 4 7.26% ASSEGGTAAGAGLDSLHK 309 326 69.9 27.1 9.2 2 0 0 1,628.7876
A_30 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 9 19.90% TQIAICPNNHEVHIYEK 21 37 25.4 27.3 15.6 0 1 0 2,066.0125
A_30 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 9 19.90% NAYVWTLK 75 82 34.1 27.2 28.5 2 0 0 994.5356
A_30 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 9 19.90% VAWVSHDSTVCLADADKK 217 234 37.5 27.0 30.5 0 2 0 2,001.9700
A_30 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 9 19.90% ASSEGGTAAGAGLDSLHK 309 326 75.9 27.1 9.1 2 0 0 1,628.7876
A_30 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 9 19.90% NSVSQISVLSGGK 327 339 81.1 27.7 67.6 2 0 0 1,275.6903
A_31 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 8 19.10% NAYVWTLK 75 82 32.2 27.2 26.1 2 0 0 994.5356
A_31 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 8 19.10% EVEERPAPTPWGSK 175 188 27.9 27.3 15.9 1 0 0 1,582.7861
A_31 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 8 19.10% VAWVSHDSTVCLADADKK 217 234 25.5 26.9 18.9 0 1 0 2,001.9700
A_31 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 8 19.10% ASSEGGTAAGAGLDSLHK 309 326 65.9 26.9 8.2 2 0 0 1,628.7876
A_31 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 8 19.10% NSVSQISVLSGGK 327 339 63.9 28.0 45.6 2 0 0 1,275.6903
A_32 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 10 16.70% EHNGQVTGIDWAPESNR 50 66 30.9 25.0 22.7 0 2 0 1,909.8788
A_32 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 10 16.70% NAYVWTLK 75 82 34.5 27.2 27.7 2 0 0 994.5356
A_32 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 10 16.70% VAWVSHDSTVCLADADKK 217 234 34.1 27.0 26.9 0 2 0 2,001.9700
A_32 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 10 16.70% KASSEGGTAAGAGLDSLHK 308 326 27.4 27.4 2.7 0 2 0 1,756.8826
A_32 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 10 16.70% ASSEGGTAAGAGLDSLHK 309 326 79.6 26.9 13.2 2 0 0 1,628.7876
B_10 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 3 8.33% ASSEGGTAAGAGLDSLHK 309 326 47.4 27.1 6.8 1 0 0 1,628.7876
B_10 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 3 8.33% NSVSQISVLSGGK 327 339 65.4 27.8 49.7 2 0 0 1,275.6903
B_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 6 13.20% EHNGQVTGIDWAPESNR 50 66 32.7 25.0 27.0 0 2 0 1,909.8788
B_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 6 13.20% EVEERPAPTPWGSK 175 188 34.7 27.3 24.1 2 0 0 1,582.7861
B_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 6 13.20% VAWVSHDSTVCLADADKK 217 234 49.7 26.9 47.2 0 2 0 2,001.9700
B_25 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 2 8.33% ASSEGGTAAGAGLDSLHK 309 326 39.6 27.5 9.1 1 0 0 1,628.7876
B_25 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 2 8.33% NSVSQISVLSGGK 327 339 28.2 27.9 21.7 1 0 0 1,275.6903
B_28 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 4 9.41% EHNGQVTGIDWAPESNR 50 66 22.7 25.0 20.6 0 2 0 1,909.8788
B_28 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 4 9.41% ASSEGGTAAGAGLDSLHK 309 326 45.6 27.4 11.6 2 0 0 1,628.7876
B_29 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 6 18.80% TQIAICPNNHEVHIYEK 21 37 24.4 27.8 10.5 0 1 0 2,066.0125
B_29 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 6 18.80% EHNGQVTGIDWAPESNR 50 66 26.3 25.0 19.7 0 2 0 1,909.8788
B_29 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 6 18.80% VAWVSHDSTVCLADADKK 217 234 27.5 27.1 20.9 0 1 0 2,001.9700
B_29 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 6 18.80% ASSEGGTAAGAGLDSLHK 309 326 47.3 27.5 8.7 2 0 0 1,628.7876
B_30 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 7 17.70% TQIAICPNNHEVHIYEK 21 37 19.0 27.6 6.0 0 1 0 2,066.0125
B_30 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 7 17.70% VAWVSHDSTVCLADADKK 217 234 31.1 27.2 30.6 0 2 0 2,001.9700
B_30 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 7 17.70% ASSEGGTAAGAGLDSLHK 309 326 47.7 27.5 8.1 2 0 0 1,628.7876



B_30 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 7 17.70% NSVSQISVLSGGK 327 339 60.3 27.9 48.0 2 0 0 1,275.6903
B_31 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 5 13.20% VAWVSHDSTVCLADADKK 217 234 32.9 27.1 25.8 0 1 0 2,001.9700
B_31 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 5 13.20% ASSEGGTAAGAGLDSLHK 309 326 56.8 27.4 6.8 2 0 0 1,628.7876
B_31 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 5 13.20% NSVSQISVLSGGK 327 339 64.9 27.9 51.8 2 0 0 1,275.6903
B_32 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 4 7 9.68% EHNGQVTGIDWAPESNR 50 66 24.4 25.0 23.0 0 2 0 1,909.8788
B_32 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 4 7 9.68% KASSEGGTAAGAGLDSLHK 308 326 29.8 27.1 4.1 0 2 0 1,756.8826
B_32 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 4 7 9.68% ASSEGGTAAGAGLDSLHK 309 326 48.3 27.5 11.2 2 1 0 1,628.7876
C_10 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 6 12.60% WAPNENKFAVGSGSR 104 118 22.7 27.5 15.6 0 1 0 1,619.7924
C_10 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 6 12.60% KASSEGGTAAGAGLDSLHK 308 326 53.3 27.2 0.0 0 1 0 1,756.8826
C_10 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 6 12.60% ASSEGGTAAGAGLDSLHK 309 326 71.5 26.7 8.4 2 0 0 1,628.7876
C_10 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 6 12.60% NSVSQISVLSGGK 327 339 60.9 27.7 49.0 2 0 0 1,275.6903
C_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 7 19.60% EHNGQVTGIDWAPESNR 50 66 17.2 25.0 7.6 0 1 0 1,909.8788
C_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 7 19.60% NAYVWTLK 75 82 35.6 27.2 24.3 2 0 0 994.5356
C_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 7 19.60% WAPNENKFAVGSGSR 104 118 36.2 27.3 35.5 0 1 0 1,619.7924
C_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 7 19.60% EVEERPAPTPWGSK 175 188 51.0 27.0 43.0 2 0 0 1,582.7861
C_11 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 5 5 7 19.60% KASSEGGTAAGAGLDSLHK 308 326 28.5 27.4 1.9 0 1 0 1,756.8826
F_14 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 3 6.99% NAYVWTLK 75 82 30.4 26.7 25.4 1 0 0 994.5356
F_14 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 3 6.99% ASSEGGTAAGAGLDSLHK 309 326 24.3 27.1 0.0 0 2 0 1,628.7876
H_22 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 6 10.50% NAYVWTLK 75 82 31.7 26.6 22.8 2 0 0 994.5356
H_22 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 6 10.50% ASSEGGTAAGAGLDSLHK 309 326 27.3 27.1 0.0 0 2 0 1,628.7876
H_22 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 6 10.50% NSVSQISVLSGGK 327 339 69.1 27.8 51.8 2 0 0 1,275.6903
H_23 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 5 11.80% NAYVWTLK 75 82 30.9 26.7 21.9 2 0 0 994.5356
H_23 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 5 11.80% VAWVSHDSTVCLADADKK 217 234 28.4 27.0 25.7 0 1 0 2,001.9700
H_23 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 5 11.80% ASSEGGTAAGAGLDSLHK 309 326 39.5 27.1 2.4 0 2 0 1,628.7876
H_24 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 6 16.40% EHNGQVTGIDWAPESNR 50 66 31.2 25.0 20.1 0 2 0 1,909.8788
H_24 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 6 16.40% NAYVWTLK 75 82 38.7 26.7 29.2 1 0 0 994.5356
H_24 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 6 16.40% VAWVSHDSTVCLADADKK 217 234 41.6 26.9 36.1 0 1 0 2,001.9700
H_24 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 4 4 6 16.40% ASSEGGTAAGAGLDSLHK 309 326 86.5 27.5 14.2 2 0 0 1,628.7876
J_24 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 3 8.33% ASSEGGTAAGAGLDSLHK 309 326 22.8 27.5 0.0 0 1 0 1,628.7876
J_24 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 3 8.33% NSVSQISVLSGGK 327 339 41.7 27.4 36.8 2 0 0 1,275.6903
K_24 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 2 9.41% EHNGQVTGIDWAPESNR 50 66 22.5 25.0 15.5 0 1 0 1,909.8788
K_24 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 2 9.41% ASSEGGTAAGAGLDSLHK 309 326 21.1 27.6 0.0 0 1 0 1,628.7876
L_06 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 3 10.50% NAYVWTLK 75 82 21.9 26.6 12.9 1 0 0 994.5356
L_06 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 3 10.50% ASSEGGTAAGAGLDSLHK 309 326 38.2 27.4 5.0 0 1 0 1,628.7876
L_06 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 3 3 10.50% NSVSQISVLSGGK 327 339 53.8 27.4 42.5 1 0 0 1,275.6903
L_07 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 4 4 10.50% NAYVWTLK 75 82 23.4 27.0 16.4 1 0 0 994.5356
L_07 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 4 4 10.50% ASSEGGTAAGAGLDSLHK 309 326 52.0 27.5 10.9 1 1 0 1,628.7876
L_07 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 3 4 4 10.50% NSVSQISVLSGGK 327 339 60.5 27.4 46.9 1 0 0 1,275.6903
M_06 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 2 8.33% ASSEGGTAAGAGLDSLHK 309 326 22.0 27.4 3.8 0 1 0 1,628.7876
M_06 Actin‐related protein 2/3 complex subunit 1B ARC1B_HUMAN 40,950 2 2 2 8.33% NSVSQISVLSGGK 327 339 29.4 27.5 18.8 1 0 0 1,275.6903
A_05 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 4 6 10 24.30% ILMVGLDAAGK 20 30 73.2 27.7 53.1 4 0 0 1,103.6132
A_05 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 4 6 10 24.30% MLAEDELR 110 117 25.5 26.6 8.4 1 0 0 976.4769
A_05 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 4 6 10 24.30% DAVLLVFANK 118 127 62.2 26.6 48.6 1 0 0 1,089.6303
A_05 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 4 6 10 24.30% QDLPNAMNAAEITDK 128 142 85.5 25.3 79.3 4 0 0 1,646.7693
A_06 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 2 2 4 11.60% ILMVGLDAAGK 20 30 45.7 27.7 34.0 2 0 0 1,103.6132
A_06 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 2 2 4 11.60% DAVLLVFANK 118 127 33.0 26.6 31.9 2 0 0 1,089.6303
B_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 3 6 19.90% ILMVGLDAAGK 20 30 65.8 27.8 55.5 2 0 0 1,103.6132
B_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 3 6 19.90% DAVLLVFANK 118 127 74.1 26.0 59.7 2 0 0 1,089.6303
B_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 3 6 19.90% QDLPNAMNAAEITDK 128 142 58.0 25.1 55.0 2 0 0 1,646.7693
B_05 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 4 8 19.90% ILMVGLDAAGK 20 30 64.0 27.8 47.1 2 0 0 1,103.6132
B_05 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 4 8 19.90% DAVLLVFANK 118 127 51.2 26.0 38.8 2 0 0 1,089.6303
B_05 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 4 8 19.90% QDLPNAMNAAEITDK 128 142 94.9 25.3 83.2 4 0 0 1,646.7693
B_06 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 2 2 3 13.80% DAVLLVFANK 118 127 64.9 26.5 51.4 2 0 0 1,089.6303
B_06 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 2 2 3 13.80% QDLPNAMNAAEITDK 128 142 36.2 25.2 21.6 1 0 0 1,646.7693
C_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 3 6 19.90% ILMVGLDAAGK 20 30 54.8 27.8 44.0 2 0 0 1,103.6132
C_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 3 6 19.90% DAVLLVFANK 118 127 29.4 26.0 21.3 2 0 0 1,089.6303
C_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 3 6 19.90% QDLPNAMNAAEITDK 128 142 59.4 25.2 50.0 2 0 0 1,646.7693
C_05 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 4 7 19.90% ILMVGLDAAGK 20 30 38.7 29.6 18.7 3 0 0 1,087.6182
C_05 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 4 7 19.90% DAVLLVFANK 118 127 73.1 26.0 51.5 2 0 0 1,089.6303
C_05 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 4 7 19.90% QDLPNAMNAAEITDK 128 142 34.4 25.2 27.6 2 0 0 1,646.7693
F_08 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 3 6 19.90% ILMVGLDAAGK 20 30 62.0 27.7 43.8 2 0 0 1,103.6132
F_08 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 3 6 19.90% DAVLLVFANK 118 127 74.1 26.4 60.6 2 0 0 1,089.6303
F_08 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 3 6 19.90% QDLPNAMNAAEITDK 128 142 67.8 25.2 62.1 2 0 0 1,646.7693
I_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 2 2 3 13.80% DAVLLVFANK 118 127 60.7 26.5 47.3 2 0 0 1,089.6303
I_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 2 2 3 13.80% QDLPNAMNAAEITDK 128 142 31.9 26.4 22.4 1 0 0 1,630.7743
L_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 4 4 8 27.60% ILMVGLDAAGK 20 30 64.1 28.0 47.8 2 0 0 1,103.6132
L_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 4 4 8 27.60% NISFTVWDVGGQDK 60 73 55.3 27.7 54.8 2 0 0 1,565.7596
L_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 4 4 8 27.60% DAVLLVFANK 118 127 66.4 26.4 56.8 2 0 0 1,089.6303
L_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 4 4 8 27.60% QDLPNAMNAAEITDK 128 142 65.1 25.8 56.4 2 0 0 1,646.7693
M_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 4 7 19.90% ILMVGLDAAGK 20 30 59.2 28.5 39.7 3 0 0 1,103.6132
M_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 4 7 19.90% DAVLLVFANK 118 127 53.9 26.4 43.6 2 0 0 1,089.6303
M_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 3 4 7 19.90% QDLPNAMNAAEITDK 128 142 64.2 25.6 58.4 2 0 0 1,646.7693
Q_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 2 2 3 12.70% MLAEDELR 110 117 24.0 27.0 15.9 1 0 0 976.4769
Q_04 ADP‐ribosylation factor 1 ARF1_HUMAN 20,698 2 2 3 12.70% QDLPNAMNAAEITDK 128 142 47.3 25.9 44.7 2 0 0 1,646.7693
A_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 4 4 7 30.00% ILMVGLDAAGK 20 30 73.2 27.7 53.1 4 0 0 1,103.6132
A_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 4 4 7 30.00% IQEVADELQK 100 109 46.4 26.7 26.2 2 0 0 1,172.6159
A_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 4 4 7 30.00% MLLVDELR 110 117 24.7 29.5 9.8 1 0 0 988.5497
A_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 4 4 7 30.00% DAVLLLFANK 118 127 51.7 25.9 39.6 2 0 0 1,103.6460
A_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 4 4 7 30.00% QDLPNAMAISEMTDK 128 142 77.7 25.0 77.7 2 0 0 1,695.7567
B_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 4 4 7 30.00% ILMVGLDAAGK 20 30 64.0 27.8 47.1 2 0 0 1,103.6132
B_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 4 4 7 30.00% IQEVADELQK 100 109 42.3 26.8 28.2 2 0 0 1,172.6159
B_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 4 4 7 30.00% MLLVDELR 110 117 25.5 29.6 13.7 1 0 0 988.5497
B_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 4 4 7 30.00% DAVLLLFANK 118 127 52.5 25.8 42.6 2 0 0 1,103.6460
B_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 4 4 7 30.00% QDLPNAMAISEMTDK 128 142 89.7 25.0 85.0 2 0 0 1,695.7567
C_04 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 2 2 3 17.20% ILMVGLDAAGK 20 30 54.8 27.8 44.0 2 0 0 1,103.6132
C_04 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 2 2 3 17.20% IQEVADELQK 100 109 29.1 27.3 16.3 1 0 0 1,172.6159
C_04 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 2 2 3 17.20% DAVLLLFANK 118 127 40.5 25.0 26.7 2 0 0 1,103.6460
C_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 2 2 4 17.20% ILMVGLDAAGK 20 30 38.7 29.6 18.7 3 0 0 1,087.6182
C_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 2 2 4 17.20% IQEVADELQK 100 109 26.4 26.8 17.5 2 0 0 1,172.6159
C_05 ADP‐ribosylation factor 4 ARF4_HUMAN 20,512 2 2 4 17.20% DAVLLLFANK 118 127 52.6 25.9 38.2 2 0 0 1,103.6460
A_05 ADP‐ribosylation factor 6 ARF6_HUMAN 20,083 3 3 5 18.30% ILMLGLDAAGK 16 26 41.3 28.3 35.5 1 0 0 1,101.6339
A_05 ADP‐ribosylation factor 6 ARF6_HUMAN 20,083 3 3 5 18.30% FNVWDVGGQDK 59 69 65.9 25.9 52.9 2 0 0 1,264.5958
A_05 ADP‐ribosylation factor 6 ARF6_HUMAN 20,083 3 3 5 18.30% DAIILIFANK 114 123 53.8 25.0 0.0 2 0 0 1,117.6617
B_05 ADP‐ribosylation factor 6 ARF6_HUMAN 20,083 3 3 6 18.30% ILMLGLDAAGK 16 26 43.9 28.0 33.2 2 0 0 1,101.6339
B_05 ADP‐ribosylation factor 6 ARF6_HUMAN 20,083 3 3 6 18.30% FNVWDVGGQDK 59 69 63.1 25.9 48.8 2 0 0 1,264.5958
B_05 ADP‐ribosylation factor 6 ARF6_HUMAN 20,083 3 3 6 18.30% DAIILIFANK 114 123 51.0 25.0 0.0 2 0 0 1,117.6617
C_05 ADP‐ribosylation factor 6 ARF6_HUMAN 20,083 2 2 4 12.00% FNVWDVGGQDK 59 69 47.4 26.2 31.3 2 0 0 1,264.5958
C_05 ADP‐ribosylation factor 6 ARF6_HUMAN 20,083 2 2 4 12.00% DAIILIFANK 114 123 43.3 25.0 0.0 2 0 0 1,117.6617
F_08 ADP‐ribosylation factor 6 ARF6_HUMAN 20,083 2 2 2 12.60% ILMLGLDAAGK 16 26 40.3 28.0 33.0 1 0 0 1,101.6339
F_08 ADP‐ribosylation factor 6 ARF6_HUMAN 20,083 2 2 2 12.60% FNVWDVGGQDK 59 69 23.6 25.9 6.1 1 0 0 1,264.5958
A_11 Poly(ADP‐ribose) glycohydrolase ARH3 ARHL2_HUMAN 38,947 2 2 4 7.16% TEALYYTDDTAMAR 70 83 80.9 25.0 80.9 2 0 0 1,636.7161
A_11 Poly(ADP‐ribose) glycohydrolase ARH3 ARHL2_HUMAN 38,947 2 2 4 7.16% IGELLDQASVTR 249 260 85.5 28.6 72.0 2 0 0 1,301.7061
B_11 Poly(ADP‐ribose) glycohydrolase ARH3 ARHL2_HUMAN 38,947 3 3 4 10.20% TEALYYTDDTAMAR 70 83 68.6 25.0 68.6 1 0 0 1,636.7161
B_11 Poly(ADP‐ribose) glycohydrolase ARH3 ARHL2_HUMAN 38,947 3 3 4 10.20% GYGAGVVTVFK 115 125 33.0 26.1 33.0 1 0 0 1,097.5990
B_11 Poly(ADP‐ribose) glycohydrolase ARH3 ARHL2_HUMAN 38,947 3 3 4 10.20% IGELLDQASVTR 249 260 85.5 28.4 71.3 2 0 0 1,301.7061
D_17 Poly(ADP‐ribose) glycohydrolase ARH3 ARHL2_HUMAN 38,947 3 3 3 8.82% ALVQSLLAK 84 92 33.2 25.0 22.5 1 0 0 942.5983
D_17 Poly(ADP‐ribose) glycohydrolase ARH3 ARHL2_HUMAN 38,947 3 3 3 8.82% GYGAGVVTVFK 115 125 25.5 25.9 21.1 1 0 0 1,097.5990
D_17 Poly(ADP‐ribose) glycohydrolase ARH3 ARHL2_HUMAN 38,947 3 3 3 8.82% IGELLDQASVTR 249 260 38.4 27.8 35.4 1 0 0 1,301.7061
F_13 Poly(ADP‐ribose) glycohydrolase ARH3 ARHL2_HUMAN 38,947 2 2 3 6.89% TEALYYTDDTAMAR 70 83 72.1 25.0 72.1 2 0 0 1,636.7161
F_13 Poly(ADP‐ribose) glycohydrolase ARH3 ARHL2_HUMAN 38,947 2 2 3 6.89% GYGAGVVTVFK 115 125 51.1 26.1 51.1 1 0 0 1,097.5990
A_05 ADP‐ribosylation factor‐like protein 1 ARL1_HUMAN 20,428 2 2 4 11.00% ILILGLDGAGK 20 30 36.4 25.0 36.4 2 0 0 1,069.6619
A_05 ADP‐ribosylation factor‐like protein 1 ARL1_HUMAN 20,428 2 2 4 11.00% AILVVFANK 119 127 39.8 25.0 37.2 2 0 0 974.6033



C_05 ADP‐ribosylation factor‐like protein 1 ARL1_HUMAN 20,428 2 2 4 11.00% ILILGLDGAGK 20 30 48.5 25.0 48.5 2 0 0 1,069.6619
C_05 ADP‐ribosylation factor‐like protein 1 ARL1_HUMAN 20,428 2 2 4 11.00% AILVVFANK 119 127 42.0 25.0 41.6 2 0 0 974.6033
A_05 ADP‐ribosylation factor‐like protein 2 ARL2_HUMAN 20,879 2 2 4 11.40% LLMLGLDNAGK 19 29 43.7 28.3 31.2 2 0 0 1,160.6347
A_05 ADP‐ribosylation factor‐like protein 2 ARL2_HUMAN 20,879 2 2 4 11.40% LNIWDVGGQK 62 71 28.9 27.9 24.3 2 0 0 1,129.6002
B_05 ADP‐ribosylation factor‐like protein 2 ARL2_HUMAN 20,879 3 4 7 17.90% LLMLGLDNAGK 19 29 51.5 28.3 28.9 3 0 0 1,160.6347
B_05 ADP‐ribosylation factor‐like protein 2 ARL2_HUMAN 20,879 3 4 7 17.90% ELQSLLVEER 105 114 55.7 28.6 48.0 2 0 0 1,215.6580
B_05 ADP‐ribosylation factor‐like protein 2 ARL2_HUMAN 20,879 3 4 7 17.90% LAGATLLIFANK 115 126 47.5 25.0 39.3 2 0 0 1,231.7410
C_05 ADP‐ribosylation factor‐like protein 2 ARL2_HUMAN 20,879 2 2 4 11.40% LLMLGLDNAGK 19 29 42.8 28.3 31.7 2 0 0 1,160.6347
C_05 ADP‐ribosylation factor‐like protein 2 ARL2_HUMAN 20,879 2 2 4 11.40% ELQSLLVEER 105 114 34.1 28.6 30.5 2 0 0 1,215.6580
F_08 ADP‐ribosylation factor‐like protein 2 ARL2_HUMAN 20,879 2 2 4 11.40% LLMLGLDNAGK 19 29 33.0 29.0 12.1 2 0 0 1,160.6347
F_08 ADP‐ribosylation factor‐like protein 2 ARL2_HUMAN 20,879 2 2 4 11.40% ELQSLLVEER 105 114 37.2 28.6 29.4 2 0 0 1,215.6580
A_06 ADP‐ribosylation factor‐like protein 3 ARL3_HUMAN 20,505 2 2 3 11.50% ILLLGLDNAGK 20 30 39.9 25.0 34.5 1 0 0 1,126.6833
A_06 ADP‐ribosylation factor‐like protein 3 ARL3_HUMAN 20,505 2 2 3 11.50% LNVWDIGGQR 63 72 40.4 27.9 30.2 2 0 0 1,157.6063
B_06 ADP‐ribosylation factor‐like protein 3 ARL3_HUMAN 20,505 2 2 4 11.50% ILLLGLDNAGK 20 30 64.7 25.0 56.3 2 0 0 1,126.6833
B_06 ADP‐ribosylation factor‐like protein 3 ARL3_HUMAN 20,505 2 2 4 11.50% LNVWDIGGQR 63 72 58.6 27.6 44.2 2 0 0 1,157.6063
C_05 ADP‐ribosylation factor‐like protein 3 ARL3_HUMAN 20,505 2 2 3 11.50% ILLLGLDNAGK 20 30 40.9 25.0 35.5 2 0 0 1,126.6833
C_05 ADP‐ribosylation factor‐like protein 3 ARL3_HUMAN 20,505 2 2 3 11.50% LNVWDIGGQR 63 72 38.6 27.6 32.0 1 0 0 1,157.6063
C_06 ADP‐ribosylation factor‐like protein 3 ARL3_HUMAN 20,505 2 2 4 11.50% ILLLGLDNAGK 20 30 35.8 25.0 35.8 2 0 0 1,126.6833
C_06 ADP‐ribosylation factor‐like protein 3 ARL3_HUMAN 20,505 2 2 4 11.50% LNVWDIGGQR 63 72 34.5 26.9 29.5 2 0 0 1,157.6063
K_05 ADP‐ribosylation factor‐like protein 3 ARL3_HUMAN 20,505 2 2 4 11.50% ILLLGLDNAGK 20 30 66.8 25.0 54.2 2 0 0 1,126.6833
K_05 ADP‐ribosylation factor‐like protein 3 ARL3_HUMAN 20,505 2 2 4 11.50% LNVWDIGGQR 63 72 62.2 27.3 53.4 2 0 0 1,157.6063
A_14 Argininosuccinate lyase ARLY_HUMAN 51,659 2 2 4 3.88% FNASIAYDR 24 32 42.4 25.6 33.3 2 0 0 1,056.5108
A_14 Argininosuccinate lyase ARLY_HUMAN 51,659 2 2 4 3.88% NPDSLELIR 289 297 40.1 26.4 19.6 2 0 0 1,056.5685
A_11 Armadillo repeat‐containing X‐linked protein 3 ARMX3_HUMAN 42,502 2 2 3 6.07% DLGGLPIVAK 161 170 36.5 25.0 35.2 2 0 0 982.5934
A_11 Armadillo repeat‐containing X‐linked protein 3 ARMX3_HUMAN 42,502 2 2 3 6.07% LLLNLAENPAMTR 266 278 52.2 27.6 52.2 1 0 0 1,471.7939
B_11 Armadillo repeat‐containing X‐linked protein 3 ARMX3_HUMAN 42,502 2 2 4 6.07% DLGGLPIVAK 161 170 20.9 25.0 20.9 2 0 0 982.5934
B_11 Armadillo repeat‐containing X‐linked protein 3 ARMX3_HUMAN 42,502 2 2 4 6.07% AQVPSSLGSLFNK 283 295 34.3 27.9 24.7 2 0 0 1,347.7267
A_11 Actin‐related protein 2 ARP2_RAT 44,735 2 2 4 6.09% DLMVGDEASELR 54 65 53.2 25.0 47.2 2 0 0 1,350.6208
A_11 Actin‐related protein 2 ARP2_RAT 44,735 2 2 4 6.09% ILLTEPPMNPTK 107 118 40.3 27.1 31.2 2 0 0 1,369.7399
A_12 Actin‐related protein 2 ARP2_RAT 44,735 5 6 10 17.00% KVVVCDNGTGFVK 7 19 24.2 27.7 11.0 0 1 0 1,422.7411
A_12 Actin‐related protein 2 ARP2_RAT 44,735 5 6 10 17.00% DLMVGDEASELR 54 65 44.9 25.4 37.8 1 0 0 1,334.6258
A_12 Actin‐related protein 2 ARP2_RAT 44,735 5 6 10 17.00% SMLEVNYPMENGIVR 66 80 60.3 26.5 60.3 2 0 0 1,783.8354
A_12 Actin‐related protein 2 ARP2_RAT 44,735 5 6 10 17.00% GYAFNHSADFETVR 201 214 53.5 25.0 45.5 2 2 0 1,613.7342
A_12 Actin‐related protein 2 ARP2_RAT 44,735 5 6 10 17.00% LCYVGYNIEQEQK 220 232 82.5 25.2 77.5 2 0 0 1,643.7735
B_11 Actin‐related protein 2 ARP2_RAT 44,735 2 2 3 6.09% DLMVGDEASELR 54 65 53.7 25.0 38.5 2 0 0 1,350.6208
B_11 Actin‐related protein 2 ARP2_RAT 44,735 2 2 3 6.09% ILLTEPPMNPTK 107 118 31.5 26.4 23.0 1 0 0 1,369.7399
B_12 Actin‐related protein 2 ARP2_RAT 44,735 8 10 17 26.40% KVVVCDNGTGFVK 7 19 29.1 27.7 22.4 0 2 0 1,422.7411
B_12 Actin‐related protein 2 ARP2_RAT 44,735 8 10 17 26.40% SMLEVNYPMENGIVR 66 80 69.0 26.4 64.9 2 0 0 1,783.8354
B_12 Actin‐related protein 2 ARP2_RAT 44,735 8 10 17 26.40% HLWDYTFGPEK 87 97 44.5 25.5 39.5 2 0 0 1,392.6584
B_12 Actin‐related protein 2 ARP2_RAT 44,735 8 10 17 26.40% ILLTEPPMNPTK 107 118 21.6 26.9 11.6 2 0 0 1,369.7399
B_12 Actin‐related protein 2 ARP2_RAT 44,735 8 10 17 26.40% GYAFNHSADFETVR 201 214 57.0 25.0 43.2 2 2 0 1,613.7342
B_12 Actin‐related protein 2 ARP2_RAT 44,735 8 10 17 26.40% LCYVGYNIEQEQK 220 232 71.3 25.2 66.8 2 0 0 1,643.7735
B_12 Actin‐related protein 2 ARP2_RAT 44,735 8 10 17 26.40% HIVLSGGSTMYPGLPSR 300 316 41.2 28.1 33.4 0 2 0 1,787.9111
B_12 Actin‐related protein 2 ARP2_RAT 44,735 8 10 17 26.40% DKDNFWMTR 367 375 23.5 25.0 23.1 1 0 0 1,228.5417
C_12 Actin‐related protein 2 ARP2_RAT 44,735 6 8 16 21.30% KVVVCDNGTGFVK 7 19 60.0 27.9 55.6 2 2 0 1,422.7411
C_12 Actin‐related protein 2 ARP2_RAT 44,735 6 8 16 21.30% DLMVGDEASELR 54 65 61.0 25.0 40.8 2 0 0 1,350.6208
C_12 Actin‐related protein 2 ARP2_RAT 44,735 6 8 16 21.30% SMLEVNYPMENGIVR 66 80 52.0 25.9 47.4 2 0 0 1,783.8354
C_12 Actin‐related protein 2 ARP2_RAT 44,735 6 8 16 21.30% GYAFNHSADFETVR 201 214 39.2 25.0 24.6 2 2 0 1,613.7342
C_12 Actin‐related protein 2 ARP2_RAT 44,735 6 8 16 21.30% LCYVGYNIEQEQK 220 232 69.2 25.2 63.5 2 0 0 1,643.7735
C_12 Actin‐related protein 2 ARP2_RAT 44,735 6 8 16 21.30% HIVLSGGSTMYPGLPSR 300 316 30.9 28.0 21.2 0 2 0 1,787.9111
D_18 Actin‐related protein 2 ARP2_RAT 44,735 5 5 7 16.20% VVVCDNGTGFVK 8 19 52.6 27.4 45.3 1 0 0 1,294.6461
D_18 Actin‐related protein 2 ARP2_RAT 44,735 5 5 7 16.20% DLMVGDEASELR 54 65 53.5 25.0 46.5 1 0 0 1,350.6208
D_18 Actin‐related protein 2 ARP2_RAT 44,735 5 5 7 16.20% SMLEVNYPMENGIVR 66 80 55.5 25.7 55.4 1 0 0 1,783.8354
D_18 Actin‐related protein 2 ARP2_RAT 44,735 5 5 7 16.20% ILLTEPPMNPTK 107 118 50.1 26.7 42.9 2 0 0 1,353.7449
D_18 Actin‐related protein 2 ARP2_RAT 44,735 5 5 7 16.20% LCYVGYNIEQEQK 220 232 44.2 25.0 41.0 2 0 0 1,643.7735
E_18 Actin‐related protein 2 ARP2_RAT 44,735 2 2 3 6.09% VVVCDNGTGFVK 8 19 27.8 27.4 27.8 1 0 0 1,294.6461
E_18 Actin‐related protein 2 ARP2_RAT 44,735 2 2 3 6.09% ILLTEPPMNPTK 107 118 26.4 27.3 23.4 2 0 0 1,369.7399
F_14 Actin‐related protein 2 ARP2_RAT 44,735 5 8 13 16.20% KVVVCDNGTGFVK 7 19 51.7 27.8 48.3 2 1 0 1,422.7411
F_14 Actin‐related protein 2 ARP2_RAT 44,735 5 8 13 16.20% DLMVGDEASELR 54 65 69.2 25.0 53.7 3 0 0 1,350.6208
F_14 Actin‐related protein 2 ARP2_RAT 44,735 5 8 13 16.20% ILLTEPPMNPTK 107 118 58.8 25.9 49.2 3 0 0 1,353.7449
F_14 Actin‐related protein 2 ARP2_RAT 44,735 5 8 13 16.20% GYAFNHSADFETVR 201 214 36.6 25.0 30.4 0 2 0 1,613.7342
F_14 Actin‐related protein 2 ARP2_RAT 44,735 5 8 13 16.20% LCYVGYNIEQEQK 220 232 67.3 25.1 62.6 2 0 0 1,643.7735
G_14 Actin‐related protein 2 ARP2_RAT 44,735 3 4 7 9.39% KVVVCDNGTGFVK 7 19 25.8 28.1 20.8 0 1 0 1,422.7411
G_14 Actin‐related protein 2 ARP2_RAT 44,735 3 4 7 9.39% DLMVGDEASELR 54 65 67.4 25.0 56.1 4 0 0 1,350.6208
G_14 Actin‐related protein 2 ARP2_RAT 44,735 3 4 7 9.39% ILLTEPPMNPTK 107 118 58.6 26.7 48.2 2 0 0 1,353.7449
G_15 Actin‐related protein 2 ARP2_RAT 44,735 2 3 4 6.09% DLMVGDEASELR 54 65 48.9 25.0 35.9 2 0 0 1,350.6208
G_15 Actin‐related protein 2 ARP2_RAT 44,735 2 3 4 6.09% ILLTEPPMNPTK 107 118 26.2 27.1 23.2 2 0 0 1,369.7399
H_10 Actin‐related protein 2 ARP2_RAT 44,735 6 8 15 16.20% KVVVCDNGTGFVK 7 19 40.6 27.6 37.2 2 0 0 1,422.7411
H_10 Actin‐related protein 2 ARP2_RAT 44,735 6 8 15 16.20% VVVCDNGTGFVK 8 19 59.9 27.4 59.9 2 0 0 1,294.6461
H_10 Actin‐related protein 2 ARP2_RAT 44,735 6 8 15 16.20% DLMVGDEASELR 54 65 64.1 25.0 43.8 3 0 0 1,350.6208
H_10 Actin‐related protein 2 ARP2_RAT 44,735 6 8 15 16.20% ILLTEPPMNPTK 107 118 51.5 26.2 39.2 2 0 0 1,353.7449
H_10 Actin‐related protein 2 ARP2_RAT 44,735 6 8 15 16.20% GYAFNHSADFETVR 201 214 32.4 25.0 29.0 2 2 0 1,613.7342
H_10 Actin‐related protein 2 ARP2_RAT 44,735 6 8 15 16.20% LCYVGYNIEQEQK 220 232 61.0 25.2 48.8 2 0 0 1,643.7735
I_10 Actin‐related protein 2 ARP2_RAT 44,735 5 7 13 13.20% KVVVCDNGTGFVK 7 19 41.4 27.6 38.6 2 0 0 1,422.7411
I_10 Actin‐related protein 2 ARP2_RAT 44,735 5 7 13 13.20% VVVCDNGTGFVK 8 19 65.6 27.4 65.4 2 0 0 1,294.6461
I_10 Actin‐related protein 2 ARP2_RAT 44,735 5 7 13 13.20% ILLTEPPMNPTK 107 118 57.2 26.5 48.3 4 0 0 1,353.7449
I_10 Actin‐related protein 2 ARP2_RAT 44,735 5 7 13 13.20% GYAFNHSADFETVR 201 214 37.8 25.0 30.0 1 2 0 1,613.7342
I_10 Actin‐related protein 2 ARP2_RAT 44,735 5 7 13 13.20% LCYVGYNIEQEQK 220 232 82.4 25.3 75.1 2 0 0 1,643.7735
J_10 Actin‐related protein 2 ARP2_RAT 44,735 4 4 7 9.64% KVVVCDNGTGFVK 7 19 22.7 28.0 13.8 0 1 0 1,422.7411
J_10 Actin‐related protein 2 ARP2_RAT 44,735 4 4 7 9.64% VVVCDNGTGFVK 8 19 36.2 27.7 35.2 2 0 0 1,294.6461
J_10 Actin‐related protein 2 ARP2_RAT 44,735 4 4 7 9.64% ILLTEPPMNPTK 107 118 35.7 27.0 31.7 2 0 0 1,369.7399
J_10 Actin‐related protein 2 ARP2_RAT 44,735 4 4 7 9.64% LCYVGYNIEQEQK 220 232 48.6 25.4 44.0 2 0 0 1,643.7735
K_10 Actin‐related protein 2 ARP2_RAT 44,735 4 5 9 10.20% KVVVCDNGTGFVK 7 19 43.4 28.1 39.6 2 2 0 1,422.7411
K_10 Actin‐related protein 2 ARP2_RAT 44,735 4 5 9 10.20% VVVCDNGTGFVK 8 19 40.1 27.4 37.2 1 0 0 1,294.6461
K_10 Actin‐related protein 2 ARP2_RAT 44,735 4 5 9 10.20% GYAFNHSADFETVR 201 214 45.6 25.0 33.2 2 0 0 1,613.7342
K_10 Actin‐related protein 2 ARP2_RAT 44,735 4 5 9 10.20% LCYVGYNIEQEQK 220 232 77.6 25.3 72.4 2 0 0 1,643.7735
K_24 Actin‐related protein 2 ARP2_RAT 44,735 2 2 3 6.09% DLMVGDEASELR 54 65 55.0 25.4 42.4 2 0 0 1,334.6258
K_24 Actin‐related protein 2 ARP2_RAT 44,735 2 2 3 6.09% ILLTEPPMNPTK 107 118 29.6 26.4 20.5 1 0 0 1,353.7449
L_07 Actin‐related protein 2 ARP2_RAT 44,735 7 8 13 23.10% KVVVCDNGTGFVK 7 19 30.2 28.1 30.2 1 0 0 1,422.7411
L_07 Actin‐related protein 2 ARP2_RAT 44,735 7 8 13 23.10% VGNIEIKDLMVGDEASELR 47 65 45.1 27.9 40.3 0 2 0 2,104.0594
L_07 Actin‐related protein 2 ARP2_RAT 44,735 7 8 13 23.10% DLMVGDEASELR 54 65 46.7 25.0 39.7 2 0 0 1,350.6208
L_07 Actin‐related protein 2 ARP2_RAT 44,735 7 8 13 23.10% SMLEVNYPMENGIVR 66 80 76.6 26.4 73.9 2 0 0 1,783.8354
L_07 Actin‐related protein 2 ARP2_RAT 44,735 7 8 13 23.10% GYAFNHSADFETVR 201 214 75.1 25.0 59.5 2 2 0 1,613.7342
L_07 Actin‐related protein 2 ARP2_RAT 44,735 7 8 13 23.10% LCYVGYNIEQEQK 220 232 53.7 25.2 53.5 1 0 0 1,643.7735
L_07 Actin‐related protein 2 ARP2_RAT 44,735 7 8 13 23.10% HIVLSGGSTMYPGLPSR 300 316 26.8 28.9 15.7 0 1 0 1,787.9111
M_07 Actin‐related protein 2 ARP2_RAT 44,735 4 4 7 13.20% DLMVGDEASELR 54 65 61.7 25.0 41.5 2 0 0 1,350.6208
M_07 Actin‐related protein 2 ARP2_RAT 44,735 4 4 7 13.20% SMLEVNYPMENGIVR 66 80 38.3 26.3 38.3 1 0 0 1,783.8354
M_07 Actin‐related protein 2 ARP2_RAT 44,735 4 4 7 13.20% ILLTEPPMNPTK 107 118 40.7 27.0 31.4 2 0 0 1,369.7399
M_07 Actin‐related protein 2 ARP2_RAT 44,735 4 4 7 13.20% LCYVGYNIEQEQK 220 232 57.3 25.3 53.5 2 0 0 1,643.7735
P_07 Actin‐related protein 2 ARP2_RAT 44,735 2 2 3 6.09% DLMVGDEASELR 54 65 58.2 25.1 50.3 1 0 0 1,350.6208
P_07 Actin‐related protein 2 ARP2_RAT 44,735 2 2 3 6.09% ILLTEPPMNPTK 107 118 36.4 27.0 30.7 2 0 0 1,369.7399
Q_07 Actin‐related protein 2 ARP2_RAT 44,735 2 2 3 6.35% ILLTEPPMNPTK 107 118 44.2 26.8 40.7 2 0 0 1,369.7399
Q_07 Actin‐related protein 2 ARP2_RAT 44,735 2 2 3 6.35% LCYVGYNIEQEQK 220 232 41.0 25.3 36.4 1 0 0 1,643.7735
A_13 Actin‐related protein 3 ARP3_HUMAN 47,372 7 8 15 15.30% LPACVVDCGTGYTK 5 18 83.8 25.0 79.5 2 0 0 1,540.7137
A_13 Actin‐related protein 3 ARP3_HUMAN 47,372 7 8 15 15.30% DREVGIPPEQSLETAK 210 225 65.6 27.9 64.1 2 2 0 1,768.9078
A_13 Actin‐related protein 3 ARP3_HUMAN 47,372 7 8 15 15.30% EVGIPPEQSLETAK 212 225 25.4 27.7 20.5 1 0 0 1,497.7797
A_13 Actin‐related protein 3 ARP3_HUMAN 47,372 7 8 15 15.30% YSYVCPDLVK 231 240 41.8 25.0 31.4 2 0 0 1,243.6028
A_13 Actin‐related protein 3 ARP3_HUMAN 47,372 7 8 15 15.30% NIVLSGGSTMFR 318 329 54.3 27.0 38.7 2 0 0 1,297.6570
A_13 Actin‐related protein 3 ARP3_HUMAN 47,372 7 8 15 15.30% KDYEEIGPSICR 398 409 55.9 25.5 54.9 2 0 0 1,466.6946
A_13 Actin‐related protein 3 ARP3_HUMAN 47,372 7 8 15 15.30% DYEEIGPSICR 399 409 53.7 25.0 50.2 2 0 0 1,338.5996
A_14 Actin‐related protein 3 ARP3_HUMAN 47,372 3 3 6 8.61% LPACVVDCGTGYTK 5 18 39.6 25.3 38.4 2 0 0 1,540.7137
A_14 Actin‐related protein 3 ARP3_HUMAN 47,372 3 3 6 8.61% YSYVCPDLVK 231 240 37.1 25.1 24.9 2 0 0 1,243.6028



A_14 Actin‐related protein 3 ARP3_HUMAN 47,372 3 3 6 8.61% NIVLSGGSTMFR 318 329 64.4 26.8 54.2 2 0 0 1,297.6570
B_13 Actin‐related protein 3 ARP3_HUMAN 47,372 8 10 18 19.60% LPACVVDCGTGYTK 5 18 77.1 25.4 77.1 2 0 0 1,540.7137
B_13 Actin‐related protein 3 ARP3_HUMAN 47,372 8 10 18 19.60% DREVGIPPEQSLETAK 210 225 60.3 27.9 58.3 2 2 0 1,768.9078
B_13 Actin‐related protein 3 ARP3_HUMAN 47,372 8 10 18 19.60% YSYVCPDLVK 231 240 43.4 25.0 32.7 2 0 0 1,243.6028
B_13 Actin‐related protein 3 ARP3_HUMAN 47,372 8 10 18 19.60% NIVLSGGSTMFR 318 329 73.4 27.3 70.2 4 0 0 1,281.6620
B_13 Actin‐related protein 3 ARP3_HUMAN 47,372 8 10 18 19.60% LSEELSGGR 349 357 31.2 28.1 26.2 1 0 0 947.4793
B_13 Actin‐related protein 3 ARP3_HUMAN 47,372 8 10 18 19.60% KDYEEIGPSICR 398 409 75.8 25.7 69.9 2 0 0 1,466.6946
B_13 Actin‐related protein 3 ARP3_HUMAN 47,372 8 10 18 19.60% DYEEIGPSICR 399 409 53.8 25.0 52.8 2 0 0 1,338.5996
B_13 Actin‐related protein 3 ARP3_HUMAN 47,372 8 10 18 19.60% HNPVFGVMS 410 418 33.2 25.0 32.5 1 0 0 1,003.4666
C_12 Actin‐related protein 3 ARP3_HUMAN 47,372 3 3 6 8.85% LPACVVDCGTGYTK 5 18 68.2 25.0 68.2 2 0 0 1,540.7137
C_12 Actin‐related protein 3 ARP3_HUMAN 47,372 3 3 6 8.85% NIVLSGGSTMFR 318 329 56.2 26.7 52.3 2 0 0 1,297.6570
C_12 Actin‐related protein 3 ARP3_HUMAN 47,372 3 3 6 8.85% DYEEIGPSICR 399 409 47.5 25.0 47.1 2 0 0 1,338.5996
C_13 Actin‐related protein 3 ARP3_HUMAN 47,372 6 7 14 14.80% LPACVVDCGTGYTK 5 18 76.8 25.0 76.8 2 0 0 1,540.7137
C_13 Actin‐related protein 3 ARP3_HUMAN 47,372 6 7 14 14.80% FMEQVIFK 92 99 35.1 26.4 21.5 2 0 0 1,057.5388
C_13 Actin‐related protein 3 ARP3_HUMAN 47,372 6 7 14 14.80% DREVGIPPEQSLETAK 210 225 39.2 28.1 30.2 2 0 0 1,768.9078
C_13 Actin‐related protein 3 ARP3_HUMAN 47,372 6 7 14 14.80% NIVLSGGSTMFR 318 329 70.2 26.7 61.8 4 0 0 1,297.6570
C_13 Actin‐related protein 3 ARP3_HUMAN 47,372 6 7 14 14.80% KDYEEIGPSICR 398 409 70.0 25.4 64.1 2 0 0 1,466.6946
C_13 Actin‐related protein 3 ARP3_HUMAN 47,372 6 7 14 14.80% DYEEIGPSICR 399 409 60.6 25.0 51.5 2 0 0 1,338.5996
C_14 Actin‐related protein 3 ARP3_HUMAN 47,372 2 3 4 6.22% LPACVVDCGTGYTK 5 18 30.6 25.2 27.5 1 0 0 1,540.7137
C_14 Actin‐related protein 3 ARP3_HUMAN 47,372 2 3 4 6.22% NIVLSGGSTMFR 318 329 65.7 26.7 56.6 3 0 0 1,297.6570
D_20 Actin‐related protein 3 ARP3_HUMAN 47,372 4 4 8 11.00% LPACVVDCGTGYTK 5 18 46.0 25.0 39.8 2 0 0 1,540.7137
D_20 Actin‐related protein 3 ARP3_HUMAN 47,372 4 4 8 11.00% NIVLSGGSTMFR 318 329 54.9 26.8 48.4 2 0 0 1,297.6570
D_20 Actin‐related protein 3 ARP3_HUMAN 47,372 4 4 8 11.00% DYEEIGPSICR 399 409 43.1 25.0 36.6 2 0 0 1,338.5996
D_20 Actin‐related protein 3 ARP3_HUMAN 47,372 4 4 8 11.00% HNPVFGVMS 410 418 42.4 25.0 39.0 2 0 0 1,003.4666
F_15 Actin‐related protein 3 ARP3_HUMAN 47,372 8 8 15 17.90% LPACVVDCGTGYTK 5 18 90.7 25.5 85.3 2 0 0 1,540.7137
F_15 Actin‐related protein 3 ARP3_HUMAN 47,372 8 8 15 17.90% FMEQVIFK 92 99 45.9 26.4 23.9 2 0 0 1,057.5388
F_15 Actin‐related protein 3 ARP3_HUMAN 47,372 8 8 15 17.90% YSYVCPDLVK 231 240 44.5 25.0 31.1 2 0 0 1,243.6028
F_15 Actin‐related protein 3 ARP3_HUMAN 47,372 8 8 15 17.90% EFSIDVGYER 266 275 34.5 25.0 27.5 2 0 0 1,214.5688
F_15 Actin‐related protein 3 ARP3_HUMAN 47,372 8 8 15 17.90% NIVLSGGSTMFR 318 329 55.1 26.7 44.0 2 0 0 1,297.6570
F_15 Actin‐related protein 3 ARP3_HUMAN 47,372 8 8 15 17.90% KDYEEIGPSICR 398 409 38.0 25.7 32.8 1 0 0 1,466.6946
F_15 Actin‐related protein 3 ARP3_HUMAN 47,372 8 8 15 17.90% DYEEIGPSICR 399 409 31.6 25.0 29.4 2 0 0 1,338.5996
F_15 Actin‐related protein 3 ARP3_HUMAN 47,372 8 8 15 17.90% HNPVFGVMS 410 418 32.9 25.0 27.0 2 0 0 1,003.4666
G_15 Actin‐related protein 3 ARP3_HUMAN 47,372 6 6 10 15.30% LPACVVDCGTGYTK 5 18 47.6 25.9 46.2 2 0 0 1,540.7137
G_15 Actin‐related protein 3 ARP3_HUMAN 47,372 6 6 10 15.30% FMEQVIFK 92 99 31.3 25.9 19.6 2 0 0 1,041.5438
G_15 Actin‐related protein 3 ARP3_HUMAN 47,372 6 6 10 15.30% YSYVCPDLVK 231 240 43.5 25.4 32.4 2 0 0 1,243.6028
G_15 Actin‐related protein 3 ARP3_HUMAN 47,372 6 6 10 15.30% NIVLSGGSTMFR 318 329 59.8 26.4 52.2 1 0 0 1,297.6570
G_15 Actin‐related protein 3 ARP3_HUMAN 47,372 6 6 10 15.30% DYEEIGPSICR 399 409 44.0 25.0 35.7 2 0 0 1,338.5996
G_15 Actin‐related protein 3 ARP3_HUMAN 47,372 6 6 10 15.30% HNPVFGVMS 410 418 23.7 25.0 19.0 1 0 0 1,003.4666
H_12 Actin‐related protein 3 ARP3_HUMAN 47,372 8 9 17 17.20% LPACVVDCGTGYTK 5 18 69.4 25.4 69.4 2 0 0 1,540.7137
H_12 Actin‐related protein 3 ARP3_HUMAN 47,372 8 9 17 17.20% FMEQVIFK 92 99 30.3 25.9 14.2 2 0 0 1,057.5388
H_12 Actin‐related protein 3 ARP3_HUMAN 47,372 8 9 17 17.20% DREVGIPPEQSLETAK 210 225 44.0 28.0 43.3 2 0 0 1,768.9078
H_12 Actin‐related protein 3 ARP3_HUMAN 47,372 8 9 17 17.20% EVGIPPEQSLETAK 212 225 23.7 27.6 16.1 1 0 0 1,497.7797
H_12 Actin‐related protein 3 ARP3_HUMAN 47,372 8 9 17 17.20% YSYVCPDLVK 231 240 44.3 25.1 33.2 2 0 0 1,243.6028
H_12 Actin‐related protein 3 ARP3_HUMAN 47,372 8 9 17 17.20% NIVLSGGSTMFR 318 329 73.7 26.7 63.0 4 0 0 1,297.6570
H_12 Actin‐related protein 3 ARP3_HUMAN 47,372 8 9 17 17.20% KDYEEIGPSICR 398 409 53.0 25.6 53.0 2 0 0 1,466.6946
H_12 Actin‐related protein 3 ARP3_HUMAN 47,372 8 9 17 17.20% DYEEIGPSICR 399 409 56.0 25.0 48.6 2 0 0 1,338.5996
H_24 Actin‐related protein 3 ARP3_HUMAN 47,372 2 2 4 5.74% LPACVVDCGTGYTK 5 18 62.4 25.0 52.1 2 0 0 1,540.7137
H_24 Actin‐related protein 3 ARP3_HUMAN 47,372 2 2 4 5.74% YSYVCPDLVK 231 240 27.2 25.1 19.2 2 0 0 1,243.6028
I_11 Actin‐related protein 3 ARP3_HUMAN 47,372 5 7 11 14.10% DREVGIPPEQSLETAK 210 225 24.0 27.9 17.2 1 1 0 1,768.9078
I_11 Actin‐related protein 3 ARP3_HUMAN 47,372 5 7 11 14.10% YSYVCPDLVK 231 240 33.1 25.2 27.9 2 0 0 1,243.6028
I_11 Actin‐related protein 3 ARP3_HUMAN 47,372 5 7 11 14.10% EFSIDVGYER 266 275 42.3 25.0 38.7 1 0 0 1,214.5688
I_11 Actin‐related protein 3 ARP3_HUMAN 47,372 5 7 11 14.10% NIVLSGGSTMFR 318 329 60.6 26.5 52.6 4 0 0 1,297.6570
I_11 Actin‐related protein 3 ARP3_HUMAN 47,372 5 7 11 14.10% DYEEIGPSICR 399 409 48.9 25.0 39.0 2 0 0 1,338.5996
I_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 16.30% FMEQVIFK 92 99 23.2 25.9 8.8 1 0 0 1,057.5388
I_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 16.30% DREVGIPPEQSLETAK 210 225 66.0 27.9 63.4 2 0 0 1,768.9078
I_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 16.30% YSYVCPDLVK 231 240 44.6 25.1 32.4 2 0 0 1,243.6028
I_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 16.30% EFSIDVGYER 266 275 46.0 25.0 46.0 1 0 0 1,214.5688
I_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 16.30% NIVLSGGSTMFR 318 329 70.3 26.7 58.3 2 0 0 1,297.6570
I_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 16.30% KDYEEIGPSICR 398 409 40.8 25.7 38.9 2 0 0 1,466.6946
I_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 16.30% DYEEIGPSICR 399 409 57.9 25.0 48.5 2 0 0 1,338.5996
J_11 Actin‐related protein 3 ARP3_HUMAN 47,372 3 3 6 7.89% YSYVCPDLVK 231 240 35.0 25.4 24.4 2 0 0 1,243.6028
J_11 Actin‐related protein 3 ARP3_HUMAN 47,372 3 3 6 7.89% NIVLSGGSTMFR 318 329 63.3 26.7 61.4 2 0 0 1,281.6620
J_11 Actin‐related protein 3 ARP3_HUMAN 47,372 3 3 6 7.89% DYEEIGPSICR 399 409 53.3 25.0 44.6 2 0 0 1,338.5996
J_12 Actin‐related protein 3 ARP3_HUMAN 47,372 6 7 10 16.50% DREVGIPPEQSLETAK 210 225 19.4 27.7 7.9 0 2 0 1,768.9078
J_12 Actin‐related protein 3 ARP3_HUMAN 47,372 6 7 10 16.50% YSYVCPDLVK 231 240 41.7 25.3 38.3 2 0 0 1,243.6028
J_12 Actin‐related protein 3 ARP3_HUMAN 47,372 6 7 10 16.50% QYTGINAISK 255 264 33.5 26.5 32.8 1 0 0 1,094.5841
J_12 Actin‐related protein 3 ARP3_HUMAN 47,372 6 7 10 16.50% EFSIDVGYER 266 275 20.0 25.0 15.7 1 0 0 1,214.5688
J_12 Actin‐related protein 3 ARP3_HUMAN 47,372 6 7 10 16.50% NIVLSGGSTMFR 318 329 52.0 27.0 45.3 2 0 0 1,297.6570
J_12 Actin‐related protein 3 ARP3_HUMAN 47,372 6 7 10 16.50% DYEEIGPSICR 399 409 68.5 25.0 60.4 2 0 0 1,338.5996
K_11 Actin‐related protein 3 ARP3_HUMAN 47,372 5 5 10 13.60% LPACVVDCGTGYTK 5 18 69.5 25.2 67.8 2 0 0 1,540.7137
K_11 Actin‐related protein 3 ARP3_HUMAN 47,372 5 5 10 13.60% YSYVCPDLVK 231 240 36.7 25.3 23.0 2 0 0 1,243.6028
K_11 Actin‐related protein 3 ARP3_HUMAN 47,372 5 5 10 13.60% EFSIDVGYER 266 275 27.1 25.0 27.1 2 0 0 1,214.5688
K_11 Actin‐related protein 3 ARP3_HUMAN 47,372 5 5 10 13.60% NIVLSGGSTMFR 318 329 49.0 27.1 45.3 2 0 0 1,281.6620
K_11 Actin‐related protein 3 ARP3_HUMAN 47,372 5 5 10 13.60% DYEEIGPSICR 399 409 62.9 25.0 55.6 2 0 0 1,338.5996
K_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 20.30% LPACVVDCGTGYTK 5 18 66.1 25.4 65.5 2 0 0 1,540.7137
K_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 20.30% DREVGIPPEQSLETAK 210 225 65.4 27.7 58.3 2 0 0 1,768.9078
K_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 20.30% YSYVCPDLVK 231 240 40.7 25.1 30.4 2 0 0 1,243.6028
K_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 20.30% EFSIDVGYER 266 275 30.8 25.0 30.8 1 0 0 1,214.5688
K_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 20.30% NIVLSGGSTMFR 318 329 48.9 26.7 45.9 1 0 0 1,297.6570
K_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 20.30% LKLSEELSGGR 347 357 30.5 28.4 24.5 2 0 0 1,188.6584
K_12 Actin‐related protein 3 ARP3_HUMAN 47,372 7 7 12 20.30% KDYEEIGPSICR 398 409 45.3 26.1 44.8 2 0 0 1,466.6946
L_08 Actin‐related protein 3 ARP3_HUMAN 47,372 4 4 7 11.20% LPACVVDCGTGYTK 5 18 62.4 25.9 57.4 2 0 0 1,540.7137
L_08 Actin‐related protein 3 ARP3_HUMAN 47,372 4 4 7 11.20% EFSIDVGYER 266 275 49.0 25.0 48.7 2 0 0 1,214.5688
L_08 Actin‐related protein 3 ARP3_HUMAN 47,372 4 4 7 11.20% NIVLSGGSTMFR 318 329 51.9 27.1 48.2 1 0 0 1,281.6620
L_08 Actin‐related protein 3 ARP3_HUMAN 47,372 4 4 7 11.20% LKLSEELSGGR 347 357 31.8 27.9 18.3 2 0 0 1,188.6584
L_11 Actin‐related protein 3 ARP3_HUMAN 47,372 2 2 2 5.26% EFSIDVGYER 266 275 33.2 25.0 33.2 1 0 0 1,214.5688
L_11 Actin‐related protein 3 ARP3_HUMAN 47,372 2 2 2 5.26% NIVLSGGSTMFR 318 329 46.3 27.0 42.4 1 0 0 1,297.6570
L_12 Actin‐related protein 3 ARP3_HUMAN 47,372 2 2 3 6.22% LPACVVDCGTGYTK 5 18 26.7 26.4 26.7 1 0 0 1,540.7137
L_12 Actin‐related protein 3 ARP3_HUMAN 47,372 2 2 3 6.22% NIVLSGGSTMFR 318 329 48.7 27.0 39.8 2 0 0 1,297.6570
L_13 Actin‐related protein 3 ARP3_HUMAN 47,372 3 3 4 8.61% LPACVVDCGTGYTK 5 18 46.6 26.4 38.4 1 0 0 1,540.7137
L_13 Actin‐related protein 3 ARP3_HUMAN 47,372 3 3 4 8.61% EFSIDVGYER 266 275 46.1 25.0 42.1 2 0 0 1,214.5688
L_13 Actin‐related protein 3 ARP3_HUMAN 47,372 3 3 4 8.61% NIVLSGGSTMFR 318 329 38.7 26.4 32.3 1 0 0 1,297.6570
M_08 Actin‐related protein 3 ARP3_HUMAN 47,372 2 2 2 5.02% EFSIDVGYER 266 275 26.2 25.0 24.1 1 0 0 1,214.5688
M_08 Actin‐related protein 3 ARP3_HUMAN 47,372 2 2 2 5.02% DYEEIGPSICR 399 409 42.8 25.0 37.9 1 0 0 1,338.5996
M_12 Actin‐related protein 3 ARP3_HUMAN 47,372 2 2 2 5.26% QYTGINAISK 255 264 28.2 26.8 17.3 1 0 0 1,094.5841
M_12 Actin‐related protein 3 ARP3_HUMAN 47,372 2 2 2 5.26% NIVLSGGSTMFR 318 329 42.6 26.2 38.8 1 0 0 1,297.6570
A_04 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 2 2 4 16.30% SSEIEQAVQSLDR 90 102 83.8 27.2 66.6 2 0 0 1,461.7180
A_04 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 2 2 4 16.30% ALAVGGLGSIIR 134 145 77.0 25.0 63.7 2 0 0 1,126.6944
B_04 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 3 3 6 28.10% VDIDEFDENK 13 22 34.5 25.0 34.5 2 0 0 1,223.5428
B_04 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 3 3 6 28.10% SSEIEQAVQSLDR 90 102 92.6 27.3 71.4 2 0 0 1,461.7180
B_04 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 3 3 6 28.10% NGVDLLMK 103 110 41.1 28.8 32.3 2 0 0 905.4763
B_04 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 3 3 6 28.10% ALAVGGLGSIIR 134 145 73.5 25.0 60.4 2 0 0 1,126.6944
C_04 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 2 2 4 21.60% SSEIEQAVQSLDR 90 102 91.8 27.3 76.1 2 0 0 1,461.7180
C_04 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 2 2 4 21.60% NGVDLLMK 103 110 31.3 28.8 21.9 1 0 0 905.4763
C_04 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 2 2 4 21.60% ALAVGGLGSIIR 134 145 67.4 25.0 52.7 2 0 0 1,126.6944
F_08 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 3 3 5 22.90% VDIDEFDENK 13 22 17.3 25.0 17.3 1 0 0 1,223.5428
F_08 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 3 3 5 22.90% SSEIEQAVQSLDR 90 102 81.2 27.2 64.5 2 0 0 1,461.7180
F_08 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 3 3 5 22.90% ALAVGGLGSIIR 134 145 70.9 25.0 62.3 2 0 0 1,126.6944
H_04 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 2 2 4 16.30% SSEIEQAVQSLDR 90 102 87.8 27.4 65.4 2 0 0 1,461.7180
H_04 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 2 2 4 16.30% ALAVGGLGSIIR 134 145 90.4 25.0 74.8 2 0 0 1,126.6944
H_05 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 2 2 3 16.30% SSEIEQAVQSLDR 90 102 59.3 27.4 41.2 1 0 0 1,461.7180
H_05 Actin‐related protein 2/3 complex subunit 5‐like protein ARP5L_HUMAN 16,941 2 2 3 16.30% ALAVGGLGSIIR 134 145 78.6 25.0 62.2 2 0 0 1,126.6944



A_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 8 10 18 24.30% IIEETLALK 10 18 47.0 25.3 29.1 2 0 0 1,029.6192
A_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 8 10 18 24.30% DSIVHQAGMLK 107 117 34.0 26.6 27.1 2 0 0 1,214.6200
A_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 8 10 18 24.30% DSIVHQAGMLKR 107 118 26.2 27.3 19.6 0 1 0 1,370.7211
A_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 8 10 18 24.30% NCFASVFEK 119 127 29.5 25.0 26.3 2 0 0 1,101.5033
A_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 8 10 18 24.30% YFQFQEEGK 128 136 30.9 25.0 27.4 2 0 0 1,175.5368
A_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 8 10 18 24.30% YFQFQEEGKEGENR 128 141 53.8 25.0 53.8 2 2 0 1,760.7875
A_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 8 10 18 24.30% AVIHYRDDETMYVESK 142 157 14.8 25.0 10.4 0 2 0 1,971.9118
A_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 8 10 18 24.30% ASHTAPQVLFSHR 191 203 27.2 28.1 18.2 2 1 0 1,450.7549
A_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 20 29.00% MILLEVNNR 1 9 48.5 28.1 28.2 4 0 0 1,117.6035
A_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 20 29.00% IIEETLALK 10 18 49.2 25.4 31.0 2 0 0 1,029.6192
A_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 20 29.00% DSIVHQAGMLK 107 117 48.1 26.7 38.6 2 0 0 1,214.6200
A_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 20 29.00% DSIVHQAGMLKR 107 118 22.5 26.9 10.8 0 2 0 1,370.7211
A_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 20 29.00% NCFASVFEK 119 127 37.6 25.0 26.8 2 0 0 1,101.5033
A_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 20 29.00% YFQFQEEGKEGENR 128 141 34.2 25.0 29.3 0 2 0 1,760.7875
A_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 20 29.00% DDETMYVESK 148 157 42.2 25.0 42.2 2 0 0 1,232.4989
A_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 20 29.00% ASHTAPQVLFSHR 191 203 51.7 28.0 41.5 0 2 0 1,450.7549
A_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 20 29.00% DNTINLIHTFR 238 248 35.7 27.7 35.7 2 0 0 1,343.7067
B_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 16 25.70% MILLEVNNR 1 9 45.6 28.1 30.7 2 0 0 1,117.6035
B_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 16 25.70% IIEETLALK 10 18 48.2 25.4 37.0 2 0 0 1,029.6192
B_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 16 25.70% ELQAHGADELLK 66 77 45.9 27.2 32.4 2 0 0 1,323.6905
B_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 16 25.70% DSIVHQAGMLK 107 117 44.7 26.3 34.2 2 0 0 1,214.6200
B_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 16 25.70% NCFASVFEK 119 127 33.2 25.0 28.2 2 0 0 1,101.5033
B_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 16 25.70% YFQFQEEGKEGENR 128 141 36.6 25.0 31.7 2 2 0 1,760.7875
B_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 16 25.70% ASHTAPQVLFSHR 191 203 40.8 27.9 34.1 0 2 0 1,450.7549
B_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 17 31.30% MILLEVNNR 1 9 56.4 28.7 46.1 4 0 0 1,101.6085
B_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 17 31.30% IIEETLALK 10 18 62.0 25.4 40.2 1 0 0 1,029.6192
B_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 17 31.30% ELQAHGADELLKR 66 78 31.5 27.5 18.3 0 2 0 1,479.7916
B_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 17 31.30% DSIVHQAGMLK 107 117 48.4 26.7 42.1 2 0 0 1,214.6200
B_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 17 31.30% NCFASVFEK 119 127 31.0 25.0 29.3 2 0 0 1,101.5033
B_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 17 31.30% YFQFQEEGK 128 136 23.0 25.0 12.4 1 0 0 1,175.5368
B_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 17 31.30% YFQFQEEGKEGENR 128 141 40.3 25.0 35.2 0 2 0 1,760.7875
B_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 17 31.30% AVIHYRDDETMYVESK 142 157 21.1 25.2 17.8 0 1 0 1,971.9118
B_10 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 17 31.30% ASHTAPQVLFSHR 191 203 43.0 27.9 36.1 0 2 0 1,450.7549
C_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 18 30.70% MILLEVNNR 1 9 30.6 28.7 19.9 3 0 0 1,101.6085
C_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 18 30.70% ELQAHGADELLK 66 77 38.0 27.6 27.5 2 0 0 1,323.6905
C_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 18 30.70% DSIVHQAGMLK 107 117 27.7 26.4 17.8 1 0 0 1,214.6200
C_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 18 30.70% DSIVHQAGMLKR 107 118 23.8 27.1 22.2 0 2 0 1,370.7211
C_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 18 30.70% NCFASVFEK 119 127 33.4 25.0 28.2 2 0 0 1,101.5033
C_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 18 30.70% YFQFQEEGKEGENR 128 141 39.6 25.0 34.5 0 2 0 1,760.7875
C_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 18 30.70% AVIHYRDDETMYVESK 142 157 25.4 25.0 24.2 0 2 0 1,971.9118
C_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 18 30.70% VFMQEFK 180 186 49.9 25.0 37.3 2 0 0 944.4547
C_09 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 9 10 18 30.70% ASHTAPQVLFSHR 191 203 18.5 28.1 10.6 0 2 0 1,450.7549
D_15 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 4 4 7 12.00% DSIVHQAGMLK 107 117 34.9 26.8 24.4 2 0 0 1,214.6200
D_15 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 4 4 7 12.00% NCFASVFEK 119 127 31.2 25.0 18.8 1 0 0 1,101.5033
D_15 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 4 4 7 12.00% YFQFQEEGK 128 136 31.1 25.0 30.5 2 0 0 1,175.5368
D_15 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 4 4 7 12.00% VFMQEFK 180 186 46.5 25.0 27.1 2 0 0 944.4547
E_14 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 2 2 2 5.33% NCFASVFEK 119 127 24.5 25.0 11.7 1 0 0 1,101.5033
E_14 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 2 2 2 5.33% VFMQEFK 180 186 27.0 25.0 16.8 1 0 0 944.4547
F_12 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 4 4 7 16.30% ELQAHGADELLK 66 77 45.0 27.2 33.3 2 0 0 1,323.6905
F_12 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 4 4 7 16.30% AVIHYRDDETMYVESK 142 157 24.0 25.0 21.7 0 1 0 1,971.9118
F_12 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 4 4 7 16.30% ASHTAPQVLFSHR 191 203 40.9 28.0 36.3 0 2 0 1,450.7549
F_12 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 4 4 7 16.30% DYLHYHIK 249 256 32.9 27.9 22.4 2 0 0 1,088.5524
G_12 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 2 2 3 7.00% IIEETLALK 10 18 43.2 26.2 27.2 1 0 0 1,029.6192
G_12 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 2 2 3 7.00% ELQAHGADELLK 66 77 52.8 27.1 40.9 2 0 0 1,323.6905
H_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 14 24.30% MILLEVNNR 1 9 48.8 28.5 23.8 2 0 0 1,117.6035
H_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 14 24.30% IIEETLALK 10 18 48.6 26.2 31.1 1 0 0 1,029.6192
H_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 14 24.30% DSIVHQAGMLKR 107 118 30.8 27.4 24.8 0 1 0 1,354.7261
H_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 14 24.30% NCFASVFEK 119 127 33.9 25.0 29.3 2 0 0 1,101.5033
H_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 14 24.30% YFQFQEEGKEGENR 128 141 51.9 25.0 44.7 2 2 0 1,760.7875
H_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 14 24.30% VFMQEFK 180 186 27.1 25.3 14.9 2 0 0 928.4597
H_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 7 8 14 24.30% ASHTAPQVLFSHR 191 203 20.3 27.8 14.3 0 2 0 1,450.7549
I_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 3 3 5 10.70% IIEETLALK 10 18 34.3 25.0 15.9 2 0 0 1,029.6192
I_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 3 3 5 10.70% NCFASVFEK 119 127 30.7 25.0 22.1 2 0 0 1,101.5033
I_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 3 3 5 10.70% YFQFQEEGKEGENR 128 141 18.7 25.0 17.0 1 0 0 1,760.7875
J_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 2 2 3 6.00% IIEETLALK 10 18 26.9 26.3 16.4 1 0 0 1,029.6192
J_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 2 2 3 6.00% NCFASVFEK 119 127 42.8 25.0 32.0 2 0 0 1,101.5033
K_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 4 4 6 14.30% IIEETLALK 10 18 47.7 26.2 30.0 1 0 0 1,029.6192
K_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 4 4 6 14.30% NCFASVFEK 119 127 34.1 25.0 30.7 2 0 0 1,101.5033
K_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 4 4 6 14.30% YFQFQEEGKEGENR 128 141 39.8 25.0 39.8 1 0 0 1,760.7875
K_08 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 4 4 6 14.30% DNTINLIHTFR 238 248 49.9 28.0 43.8 2 0 0 1,343.7067
L_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 3 3 4 9.67% MILLEVNNR 1 9 33.5 27.8 18.8 1 0 0 1,117.6035
L_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 3 3 4 9.67% YFQFQEEGK 128 136 34.6 25.0 34.6 2 0 0 1,175.5368
L_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 3 3 4 9.67% DNTINLIHTFR 238 248 26.4 27.7 26.4 1 0 0 1,343.7067
M_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 5 5 8 15.00% MILLEVNNR 1 9 41.5 28.5 18.3 2 0 0 1,117.6035
M_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 5 5 8 15.00% NCFASVFEK 119 127 24.1 25.0 24.1 2 0 0 1,101.5033
M_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 5 5 8 15.00% YFQFQEEGK 128 136 23.6 25.0 14.8 2 0 0 1,175.5368
M_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 5 5 8 15.00% YFQFQEEGKEGENR 128 141 25.3 25.0 22.3 0 1 0 1,760.7875
M_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 5 5 8 15.00% ASHTAPQVLFSHR 191 203 41.2 27.9 37.8 0 1 0 1,450.7549
P_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 2 2 3 5.33% MILLEVNNR 1 9 36.3 27.8 23.8 1 0 0 1,117.6035
P_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 2 2 3 5.33% VFMQEFK 180 186 43.0 25.3 30.3 2 0 0 944.4547
Q_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 3 3 4 9.00% MILLEVNNR 1 9 39.5 27.8 17.6 2 0 0 1,117.6035
Q_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 3 3 4 9.00% DSIVHQAGMLK 107 117 27.3 26.2 14.4 1 0 0 1,214.6200
Q_06 Actin‐related protein 2/3 complex subunit 2 ARPC2_HUMAN 34,350 3 3 4 9.00% VFMQEFK 180 186 23.8 25.0 21.2 1 0 0 944.4547
A_05 Actin‐related protein 2/3 complex subunit 3 ARPC3_HUMAN 20,548 2 3 5 13.50% PAYHSSLMDPDTK 2 14 44.8 25.0 41.1 2 1 0 1,477.6630
A_05 Actin‐related protein 2/3 complex subunit 3 ARPC3_HUMAN 20,548 2 3 5 13.50% LIGNMALLPIR 15 25 45.3 25.0 0.0 2 0 0 1,210.7342
A_06 Actin‐related protein 2/3 complex subunit 3 ARPC3_HUMAN 20,548 2 3 5 13.50% PAYHSSLMDPDTK 2 14 53.1 25.0 49.0 2 1 0 1,477.6630
A_06 Actin‐related protein 2/3 complex subunit 3 ARPC3_HUMAN 20,548 2 3 5 13.50% LIGNMALLPIR 15 25 29.3 25.0 0.0 2 0 0 1,226.7292
C_05 Actin‐related protein 2/3 complex subunit 3 ARPC3_HUMAN 20,548 2 2 4 13.50% PAYHSSLMDPDTK 2 14 17.0 25.0 11.7 0 2 0 1,477.6630
C_05 Actin‐related protein 2/3 complex subunit 3 ARPC3_HUMAN 20,548 2 2 4 13.50% LIGNMALLPIR 15 25 27.9 25.0 0.0 2 0 0 1,210.7342
A_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 22.60% SSKELLLQPVTISR 42 55 36.2 25.0 36.2 2 0 0 1,570.9164
A_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 22.60% VLIEGSINSVR 61 71 86.7 26.9 70.2 2 0 0 1,186.6790
A_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 22.60% VSIAVKQADEIEK 72 84 18.6 27.6 16.9 0 1 0 1,429.7898
A_06 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% ELLLQPVTISR 45 55 41.4 25.0 35.7 2 0 0 1,268.7574
A_06 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% VLIEGSINSVR 61 71 60.1 26.9 34.3 2 0 0 1,186.6790
A_06 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% AENFFILR 98 105 45.9 26.2 29.5 2 0 0 1,009.5465
B_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% ELLLQPVTISR 45 55 48.2 25.0 46.9 2 0 0 1,268.7574
B_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% AENFFILR 98 105 36.1 26.5 15.9 2 0 0 1,009.5465
B_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 16.10% ELLLQPVTISR 45 55 62.7 25.0 51.5 3 0 0 1,268.7574
B_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 16.10% AENFFILR 98 105 48.3 26.5 30.8 2 0 0 1,009.5465
B_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 16.10% IVAEEFLK 159 166 27.0 26.6 22.4 1 0 0 948.5401
B_06 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 13.10% ELLLQPVTISR 45 55 38.7 25.0 38.7 2 0 0 1,268.7574
B_06 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 13.10% VLIEGSINSVR 61 71 45.5 26.9 15.7 2 0 0 1,186.6790
C_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 6 17.90% SSKELLLQPVTISR 42 55 28.8 25.0 19.0 0 1 0 1,570.9164
C_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 6 17.90% ELLLQPVTISR 45 55 62.5 25.0 59.0 2 0 0 1,268.7574
C_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 6 17.90% AENFFILR 98 105 31.7 26.5 21.4 2 0 0 1,009.5465
C_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 6 17.90% IVAEEFLK 159 166 21.3 25.3 7.5 1 0 0 948.5401
C_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 6 7 12 26.80% SSKELLLQPVTISR 42 55 62.7 25.0 56.5 2 2 0 1,570.9164
C_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 6 7 12 26.80% ELLLQPVTISR 45 55 38.7 25.0 38.7 2 0 0 1,268.7574
C_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 6 7 12 26.80% EKVLIEGSINSVR 59 71 33.3 26.7 28.4 0 2 0 1,443.8166
C_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 6 7 12 26.80% AENFFILR 98 105 40.8 26.3 29.2 2 0 0 1,009.5465
C_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 6 7 12 26.80% ARIVAEEFLK 157 166 29.3 26.3 14.1 1 0 0 1,175.6783
C_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 6 7 12 26.80% IVAEEFLK 159 166 31.5 26.6 20.8 1 0 0 948.5401



C_06 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 4 17.90% ELLLQPVTISR 45 55 41.1 25.0 41.1 1 0 0 1,268.7574
C_06 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 4 17.90% VLIEGSINSVR 61 71 39.1 27.5 20.5 2 0 0 1,186.6790
C_06 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 4 17.90% IVAEEFLK 159 166 21.3 26.6 9.7 1 0 0 948.5401
D_08 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 13.10% ELLLQPVTISR 45 55 50.6 25.0 50.6 2 0 0 1,268.7574
D_08 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 13.10% VLIEGSINSVR 61 71 28.0 27.3 15.0 2 0 0 1,186.6790
E_08 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 17.90% ELLLQPVTISR 45 55 51.5 25.0 45.4 2 0 0 1,268.7574
E_08 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 17.90% VLIEGSINSVR 61 71 31.4 27.3 23.1 1 0 0 1,186.6790
E_08 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 17.90% AENFFILR 98 105 40.0 27.3 23.1 2 0 0 1,009.5465
F_07 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 3 13.10% ELLLQPVTISR 45 55 53.5 25.0 50.9 2 0 0 1,268.7574
F_07 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 3 13.10% VLIEGSINSVR 61 71 39.5 26.9 26.8 1 0 0 1,186.6790
F_08 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 7 23.80% ELLLQPVTISR 45 55 34.2 25.0 29.8 1 0 0 1,268.7574
F_08 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 7 23.80% VLIEGSINSVR 61 71 86.5 26.9 68.6 2 0 0 1,186.6790
F_08 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 7 23.80% AENFFILR 98 105 36.1 26.0 25.2 2 0 0 1,009.5465
F_08 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 7 23.80% ARIVAEEFLK 157 166 25.6 25.2 14.4 1 0 0 1,175.6783
F_08 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 7 23.80% IVAEEFLK 159 166 26.3 25.0 22.4 1 0 0 948.5401
F_09 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 16.10% ELLLQPVTISR 45 55 42.0 25.0 33.4 2 0 0 1,268.7574
F_09 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 16.10% AENFFILR 98 105 35.3 25.9 22.6 2 0 0 1,009.5465
F_09 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 16.10% IVAEEFLK 159 166 24.3 25.0 22.1 1 0 0 948.5401
F_10 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 3 11.30% ELLLQPVTISR 45 55 40.6 25.0 36.1 2 0 0 1,268.7574
F_10 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 3 11.30% AENFFILR 98 105 20.7 26.2 11.4 1 0 0 1,009.5465
G_08 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% VLIEGSINSVR 61 71 77.0 26.9 63.7 2 0 0 1,186.6790
G_08 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% AENFFILR 98 105 28.4 26.2 18.8 2 0 0 1,009.5465
H_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 9 24.40% SSKELLLQPVTISR 42 55 24.1 25.0 16.9 0 2 0 1,570.9164
H_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 9 24.40% ELLLQPVTISR 45 55 58.9 25.0 53.4 2 0 0 1,268.7574
H_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 9 24.40% VLIEGSINSVR 61 71 78.9 27.6 49.7 2 0 0 1,186.6790
H_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 9 24.40% AENFFILR 98 105 48.5 26.2 34.6 2 0 0 1,009.5465
H_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 9 24.40% IVAEEFLK 159 166 34.6 25.3 19.6 1 0 0 948.5401
H_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 8 24.40% SSKELLLQPVTISR 42 55 30.2 25.0 23.9 0 2 0 1,570.9164
H_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 8 24.40% ELLLQPVTISR 45 55 47.9 25.0 44.8 2 0 0 1,268.7574
H_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 8 24.40% VLIEGSINSVR 61 71 71.9 27.6 57.6 2 0 0 1,186.6790
H_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 8 24.40% AENFFILR 98 105 48.7 26.5 32.6 1 0 0 1,009.5465
H_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 5 5 8 24.40% IVAEEFLK 159 166 32.7 25.3 22.8 1 0 0 948.5401
H_06 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 13.10% ELLLQPVTISR 45 55 62.0 25.0 62.0 2 0 0 1,268.7574
H_06 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 13.10% VLIEGSINSVR 61 71 60.0 27.6 49.5 2 0 0 1,186.6790
H_24 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% ELLLQPVTISR 45 55 47.9 25.0 44.9 2 0 0 1,268.7574
H_24 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% VLIEGSINSVR 61 71 61.5 26.9 51.1 2 0 0 1,186.6790
H_24 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% AENFFILR 98 105 42.0 26.5 27.5 2 0 0 1,009.5465
I_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 7 17.90% SSKELLLQPVTISR 42 55 32.7 25.0 25.2 0 2 0 1,570.9164
I_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 7 17.90% ELLLQPVTISR 45 55 44.6 25.0 36.7 2 0 0 1,268.7574
I_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 7 17.90% AENFFILR 98 105 43.0 26.2 32.8 2 0 0 1,009.5465
I_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 7 17.90% IVAEEFLK 159 166 33.0 26.6 23.3 1 0 0 948.5401
I_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 19.60% SSKELLLQPVTISR 42 55 23.7 25.0 17.9 0 2 0 1,570.9164
I_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 19.60% VLIEGSINSVR 61 71 81.1 26.9 55.7 2 0 0 1,186.6790
I_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 19.60% IVAEEFLK 159 166 19.5 25.0 8.8 1 0 0 948.5401
I_24 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 3 11.30% ELLLQPVTISR 45 55 20.4 25.0 20.4 2 0 0 1,268.7574
I_24 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 3 11.30% AENFFILR 98 105 22.7 26.2 8.7 1 0 0 1,009.5465
J_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% ELLLQPVTISR 45 55 32.3 25.0 31.1 2 0 0 1,268.7574
J_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% VLIEGSINSVR 61 71 62.9 26.5 50.8 2 0 0 1,186.6790
J_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% AENFFILR 98 105 34.3 26.6 24.7 2 0 0 1,009.5465
J_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 17.90% ELLLQPVTISR 45 55 43.3 25.0 43.3 2 0 0 1,268.7574
J_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 17.90% VLIEGSINSVR 61 71 51.4 26.7 39.4 2 0 0 1,186.6790
J_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 17.90% IVAEEFLK 159 166 20.8 26.2 2.6 1 0 0 948.5401
J_16 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 3 11.30% ELLLQPVTISR 45 55 47.4 25.0 47.4 1 0 0 1,268.7574
J_16 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 3 11.30% AENFFILR 98 105 40.6 26.2 30.6 2 0 0 1,009.5465
K_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 7 17.90% SSKELLLQPVTISR 42 55 19.3 25.0 9.4 0 1 0 1,570.9164
K_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 7 17.90% ELLLQPVTISR 45 55 50.8 25.0 48.3 2 0 0 1,268.7574
K_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 7 17.90% AENFFILR 98 105 42.9 26.2 30.2 2 0 0 1,009.5465
K_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 7 17.90% IVAEEFLK 159 166 32.6 25.0 20.4 2 0 0 948.5401
K_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 13.10% ELLLQPVTISR 45 55 38.2 25.0 33.0 2 0 0 1,268.7574
K_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 13.10% VLIEGSINSVR 61 71 60.0 27.6 48.7 2 0 0 1,186.6790
K_07 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 3 11.30% ELLLQPVTISR 45 55 51.8 25.0 49.6 2 0 0 1,268.7574
K_07 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 3 11.30% AENFFILR 98 105 34.8 26.2 23.5 1 0 0 1,009.5465
K_24 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% ELLLQPVTISR 45 55 30.4 25.0 30.4 2 0 0 1,268.7574
K_24 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% AENFFILR 98 105 40.7 26.2 28.0 2 0 0 1,009.5465
L_03 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% ELLLQPVTISR 45 55 28.7 25.0 22.0 2 0 0 1,268.7574
L_03 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% AENFFILR 98 105 29.1 26.2 11.9 2 0 0 1,009.5465
L_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 16.10% ELLLQPVTISR 45 55 54.8 25.0 47.4 2 0 0 1,268.7574
L_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 16.10% AENFFILR 98 105 41.1 26.2 23.5 2 0 0 1,009.5465
L_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 16.10% IVAEEFLK 159 166 31.6 26.2 21.1 2 0 0 948.5401
L_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% VLIEGSINSVR 61 71 27.0 26.9 14.3 2 0 0 1,186.6790
L_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% AENFFILR 98 105 29.1 26.2 19.3 2 0 0 1,009.5465
L_06 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% ELLLQPVTISR 45 55 41.8 25.0 41.8 2 0 0 1,268.7574
L_06 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% AENFFILR 98 105 35.3 26.2 20.8 2 0 0 1,009.5465
L_10 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 17.90% ELLLQPVTISR 45 55 38.3 25.0 38.3 2 0 0 1,268.7574
L_10 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 17.90% VLIEGSINSVR 61 71 30.6 26.9 18.6 1 0 0 1,186.6790
L_10 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 5 17.90% AENFFILR 98 105 32.4 26.2 22.8 2 0 0 1,009.5465
L_13 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 2 11.30% ELLLQPVTISR 45 55 26.4 25.0 14.6 1 0 0 1,268.7574
L_13 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 2 11.30% AENFFILR 98 105 26.4 26.2 10.0 1 0 0 1,009.5465
L_14 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% ELLLQPVTISR 45 55 53.8 25.0 50.0 2 0 0 1,268.7574
L_14 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 11.30% AENFFILR 98 105 29.1 26.2 7.6 2 0 0 1,009.5465
M_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 7 22.60% ELLLQPVTISR 45 55 41.2 25.0 41.2 2 0 0 1,268.7574
M_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 7 22.60% VLIEGSINSVR 61 71 45.9 26.9 34.0 2 0 0 1,186.6790
M_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 7 22.60% AENFFILR 98 105 36.7 26.2 23.2 2 0 0 1,009.5465
M_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 4 4 7 22.60% IVAEEFLK 159 166 21.8 25.0 13.2 1 0 0 948.5401
N_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% ELLLQPVTISR 45 55 51.5 25.0 51.5 2 0 0 1,268.7574
N_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% VLIEGSINSVR 61 71 38.6 26.5 27.9 2 0 0 1,186.6790
N_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% AENFFILR 98 105 29.3 26.6 14.6 2 0 0 1,009.5465
O_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% ELLLQPVTISR 45 55 45.1 25.0 35.4 2 0 0 1,268.7574
O_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% VLIEGSINSVR 61 71 44.0 26.4 34.5 2 0 0 1,186.6790
O_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 3 3 6 17.90% AENFFILR 98 105 32.6 26.2 24.1 2 0 0 1,009.5465
P_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 13.10% ELLLQPVTISR 45 55 55.0 25.0 50.7 2 0 0 1,268.7574
P_04 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 4 13.10% VLIEGSINSVR 61 71 43.9 26.9 33.3 2 0 0 1,186.6790
Q_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 2 13.10% ELLLQPVTISR 45 55 21.4 25.0 14.8 1 0 0 1,268.7574
Q_05 Actin‐related protein 2/3 complex subunit 4 ARPC4_HUMAN 19,667 2 2 2 13.10% VLIEGSINSVR 61 71 24.4 26.9 11.2 1 0 0 1,186.6790
A_04 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 3 3 5 26.50% QGNMTAALQAALK 48 60 51.5 28.7 37.7 1 0 0 1,316.6992
A_04 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 3 3 5 26.50% AVQSLDKNGVDLLMK 94 108 62.2 28.1 51.8 2 0 0 1,646.8785
A_04 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 3 3 5 26.50% ALAAGGVGSIVR 132 143 71.9 26.1 56.2 2 0 0 1,070.6317
B_03 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 2 2 2 16.60% QGNMTAALQAALK 48 60 42.8 28.4 24.5 1 0 0 1,332.6942
B_03 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 2 2 2 16.60% ALAAGGVGSIVR 132 143 60.9 26.1 44.2 1 0 0 1,070.6317
B_04 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 2 2 4 9.93% AVQSLDKNGVDLLMK 94 108 58.6 28.1 41.6 2 0 0 1,646.8785
B_04 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 2 2 4 9.93% NGVDLLMK 101 108 41.1 28.8 32.3 2 0 0 905.4763
C_04 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 2 2 3 9.93% AVQSLDKNGVDLLMK 94 108 47.7 28.1 40.1 2 0 0 1,646.8785
C_04 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 2 2 3 9.93% NGVDLLMK 101 108 31.3 28.8 21.9 1 0 0 905.4763
I_04 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 2 3 5 17.90% AVQSLDKNGVDLLMK 94 108 39.2 27.5 33.9 1 2 0 1,630.8835
I_04 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 2 3 5 17.90% ALAAGGVGSIVR 132 143 64.2 26.0 48.3 2 0 0 1,070.6317
K_04 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 2 2 4 18.50% QGNMTAALQAALK 48 60 60.1 28.3 39.8 2 0 0 1,332.6942
K_04 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 2 2 4 18.50% AVQSLDKNGVDLLMK 94 108 24.8 28.3 17.5 0 2 0 1,646.8785
L_03 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 3 3 5 23.20% QGNMTAALQAALK 48 60 71.2 28.6 58.1 2 0 0 1,332.6942
L_03 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 3 3 5 23.20% QGNMTAALQAALKNPPINTK 48 67 47.1 27.1 39.7 0 2 0 2,097.1124
L_03 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 3 3 5 23.20% AVQSLDKNGVDLLMK 94 108 27.2 27.8 21.5 0 1 0 1,646.8785
M_03 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 2 2 4 16.60% QGNMTAALQAALK 48 60 69.7 28.6 50.7 2 0 0 1,332.6942
M_03 Actin‐related protein 2/3 complex subunit 5 ARPC5_HUMAN 16,230 2 2 4 16.60% ALAAGGVGSIVR 132 143 37.1 26.0 22.4 2 0 0 1,070.6317



A_14 Beta‐arrestin‐1 ARRB1_HUMAN 47,132 2 2 3 6.94% AFCAENLEEK 148 157 22.2 25.0 20.6 1 0 0 1,210.5409
A_14 Beta‐arrestin‐1 ARRB1_HUMAN 47,132 2 2 3 6.94% KVQYAPERPGPQPTAETTR 170 188 29.2 27.8 22.3 0 2 0 2,126.0991
L_08 Beta‐arrestin‐1 ARRB1_HUMAN 47,132 3 3 5 6.94% AFCAENLEEK 148 157 30.1 25.0 24.0 2 0 0 1,210.5409
L_08 Beta‐arrestin‐1 ARRB1_HUMAN 47,132 3 3 5 6.94% KVQYAPERPGPQPTAETTR 170 188 22.5 27.5 18.9 0 1 0 2,126.0991
L_08 Beta‐arrestin‐1 ARRB1_HUMAN 47,132 3 3 5 6.94% VQYAPERPGPQPTAETTR 171 188 29.0 27.4 23.9 0 2 0 1,998.0041
A_06 Apoptosis‐associated speck‐like protein containing a CARD ASC_HUMAN 21,628 2 2 4 9.74% VLTDEQYQAVR 140 150 39.7 28.1 23.3 2 0 0 1,321.6747
A_06 Apoptosis‐associated speck‐like protein containing a CARD ASC_HUMAN 21,628 2 2 4 9.74% DLLLQALR 175 182 33.6 25.0 14.1 2 0 0 941.5780
B_06 Apoptosis‐associated speck‐like protein containing a CARD ASC_HUMAN 21,628 2 2 4 9.74% VLTDEQYQAVR 140 150 49.4 28.6 33.9 2 0 0 1,321.6747
B_06 Apoptosis‐associated speck‐like protein containing a CARD ASC_HUMAN 21,628 2 2 4 9.74% DLLLQALR 175 182 35.1 25.0 23.0 2 0 0 941.5780
C_06 Apoptosis‐associated speck‐like protein containing a CARD ASC_HUMAN 21,628 2 2 4 9.74% VLTDEQYQAVR 140 150 73.4 28.6 52.3 2 0 0 1,321.6747
C_06 Apoptosis‐associated speck‐like protein containing a CARD ASC_HUMAN 21,628 2 2 4 9.74% DLLLQALR 175 182 42.4 25.0 29.6 2 0 0 941.5780
H_05 Apoptosis‐associated speck‐like protein containing a CARD ASC_HUMAN 21,628 2 2 4 9.74% VLTDEQYQAVR 140 150 42.7 28.1 26.1 2 0 0 1,321.6747
H_05 Apoptosis‐associated speck‐like protein containing a CARD ASC_HUMAN 21,628 2 2 4 9.74% DLLLQALR 175 182 37.2 25.0 21.3 2 0 0 941.5780
K_05 Apoptosis‐associated speck‐like protein containing a CARD ASC_HUMAN 21,628 2 2 3 11.80% VLTDEQYQAVR 140 150 34.8 28.3 27.6 2 0 0 1,321.6747
K_05 Apoptosis‐associated speck‐like protein containing a CARD ASC_HUMAN 21,628 2 2 3 11.80% ESQSYLVEDLER 183 194 45.7 26.0 39.8 1 0 0 1,467.6962
A_11 L‐asparaginase ASGL1_HUMAN 32,054 2 2 4 6.49% AATVGYGILR 30 39 50.4 27.0 38.5 2 0 0 1,020.5837
A_11 L‐asparaginase ASGL1_HUMAN 32,054 2 2 4 6.49% GLGGLIVVSK 261 270 47.1 25.0 35.6 2 0 0 942.5984
F_06 L‐asparaginase ASGL1_HUMAN 32,054 2 2 3 8.12% GNVAYATSTGGIVNK 178 192 28.0 28.5 18.3 1 0 0 1,451.7489
F_06 L‐asparaginase ASGL1_HUMAN 32,054 2 2 3 8.12% GLGGLIVVSK 261 270 54.1 25.0 48.8 2 0 0 942.5984
A_11 ATPase ASNA1 ASNA_HUMAN 38,794 2 2 3 6.61% TTCSCSLAVQLSK 51 63 31.4 26.2 22.3 1 0 0 1,454.6979
A_11 ATPase ASNA1 ASNA_HUMAN 38,794 2 2 3 6.61% LLNFPTIVER 176 185 26.0 26.1 19.5 2 0 0 1,201.6940
B_11 ATPase ASNA1 ASNA_HUMAN 38,794 3 3 5 8.91% TTCSCSLAVQLSK 51 63 66.0 26.1 59.3 1 0 0 1,454.6979
B_11 ATPase ASNA1 ASNA_HUMAN 38,794 3 3 5 8.91% LEETLPVIR 222 230 35.6 25.0 14.9 2 0 0 1,069.6253
B_11 ATPase ASNA1 ASNA_HUMAN 38,794 3 3 5 8.91% LPLLPHEVR 318 326 26.4 25.0 25.5 2 0 0 1,073.6467
B_12 ATPase ASNA1 ASNA_HUMAN 38,794 2 2 4 5.46% LLNFPTIVER 176 185 33.3 26.4 22.6 2 0 0 1,201.6940
B_12 ATPase ASNA1 ASNA_HUMAN 38,794 2 2 4 5.46% LEETLPVIR 222 230 45.1 25.0 25.1 2 0 0 1,069.6253
I_09 ATPase ASNA1 ASNA_HUMAN 38,794 2 2 4 5.46% LLNFPTIVER 176 185 36.0 26.0 27.0 2 0 0 1,201.6940
I_09 ATPase ASNA1 ASNA_HUMAN 38,794 2 2 4 5.46% LEETLPVIR 222 230 37.7 25.0 9.3 2 0 0 1,069.6253
K_09 ATPase ASNA1 ASNA_HUMAN 38,794 2 2 3 5.46% LLNFPTIVER 176 185 27.0 26.4 7.8 1 0 0 1,201.6940
K_09 ATPase ASNA1 ASNA_HUMAN 38,794 2 2 3 5.46% LEETLPVIR 222 230 39.3 25.0 27.2 2 0 0 1,069.6253
L_07 ATPase ASNA1 ASNA_HUMAN 38,794 3 3 6 9.20% TTCSCSLAVQLSK 51 63 34.2 26.1 30.2 2 0 0 1,454.6979
L_07 ATPase ASNA1 ASNA_HUMAN 38,794 3 3 6 9.20% LLNFPTIVER 176 185 40.2 26.4 34.7 2 0 0 1,201.6940
L_07 ATPase ASNA1 ASNA_HUMAN 38,794 3 3 6 9.20% LEETLPVIR 222 230 39.9 25.0 19.6 2 0 0 1,069.6253
I_14 Asparagine synthetase [glutamine‐hydrolyzing] ASNS_HUMAN 64,372 2 2 2 3.92% ETFEDSNLIPK 450 460 24.3 27.5 0.0 1 0 0 1,292.6370
I_14 Asparagine synthetase [glutamine‐hydrolyzing] ASNS_HUMAN 64,372 2 2 2 3.92% EAFSDGITSVK 468 478 33.5 27.3 14.5 1 0 0 1,153.5736
C_20 Sodium/potassium‐transporting ATPase subunit alpha‐1 AT1A1_HUMAN 112,646 3 3 5 3.62% SPDFTNENPLETR 226 238 52.7 25.0 50.4 2 0 0 1,519.7024
C_20 Sodium/potassium‐transporting ATPase subunit alpha‐1 AT1A1_HUMAN 112,646 3 3 5 3.62% AVAGDASESALLK 444 456 29.3 28.7 24.0 1 0 0 1,231.6529
C_20 Sodium/potassium‐transporting ATPase subunit alpha‐1 AT1A1_HUMAN 112,646 3 3 5 3.62% LNIPVSQVNPR 646 656 38.4 25.8 31.0 2 0 0 1,236.7059
A_14 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 3 3 4 5.79% VLSIGDGIAR 74 83 28.8 27.6 8.5 1 0 0 1,000.5787
A_14 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 3 3 4 5.79% VVDALGNAIDGK 150 161 27.0 28.3 15.2 2 0 0 1,171.6319
A_14 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 3 3 4 5.79% AVDSLVPIGR 195 204 27.7 25.0 22.4 1 0 0 1,026.5943
A_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 5 5 9 11.90% TGTAEMSSILEER 46 58 72.1 25.4 53.2 2 0 0 1,439.6684
A_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 5 5 9 11.90% ILGADTSVDLEETGR 59 73 90.2 27.4 83.1 1 0 0 1,575.7863
A_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 5 5 9 11.90% TGAIVDVPVGEELLGR 134 149 46.2 26.4 37.8 2 0 0 1,624.8907
A_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 5 5 9 11.90% VVDALGNAIDGK 150 161 49.0 26.8 43.1 2 0 0 1,171.6319
A_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 5 5 9 11.90% AVDSLVPIGR 195 204 55.5 25.0 53.2 2 0 0 1,026.5943
B_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 5 5 7 11.90% TGTAEMSSILEER 46 58 49.9 25.0 36.4 2 0 0 1,439.6684
B_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 5 5 7 11.90% ILGADTSVDLEETGR 59 73 61.0 27.3 61.0 1 0 0 1,575.7863
B_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 5 5 7 11.90% TGAIVDVPVGEELLGR 134 149 39.2 26.3 25.4 2 0 0 1,624.8907
B_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 5 5 7 11.90% VVDALGNAIDGK 150 161 38.4 26.7 27.2 1 0 0 1,171.6319
B_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 5 5 7 11.90% AVDSLVPIGR 195 204 40.4 25.0 40.4 1 0 0 1,026.5943
C_14 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 4 4 8 7.78% ILGADTSVDLEETGR 59 73 89.3 27.8 82.5 2 0 0 1,575.7863
C_14 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 4 4 8 7.78% VVDALGNAIDGK 150 161 30.9 27.2 13.0 2 0 0 1,171.6319
C_14 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 4 4 8 7.78% VVDALGNAIDGKGPIGSK 150 167 38.3 26.6 35.8 0 2 0 1,710.9388
C_14 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 4 4 8 7.78% AVDSLVPIGR 195 204 44.6 25.0 42.0 2 0 0 1,026.5943
C_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 8 9 17 17.20% TGTAEMSSILEER 46 58 45.2 25.0 35.9 2 0 0 1,439.6684
C_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 8 9 17 17.20% ILGADTSVDLEETGR 59 73 96.8 27.8 89.7 2 0 0 1,575.7863
C_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 8 9 17 17.20% TGAIVDVPVGEELLGR 134 149 51.7 26.4 36.5 2 0 0 1,624.8907
C_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 8 9 17 17.20% VVDALGNAIDGK 150 161 34.7 27.0 28.8 2 0 0 1,171.6319
C_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 8 9 17 17.20% VVDALGNAIDGKGPIGSK 150 167 45.6 26.8 42.6 2 2 0 1,710.9388
C_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 8 9 17 17.20% AVDSLVPIGR 195 204 58.4 25.0 51.6 2 0 0 1,026.5943
C_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 8 9 17 17.20% TSIAIDTIINQKR 219 231 37.2 25.6 32.5 0 2 0 1,472.8433
C_15 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 8 9 17 17.20% GYLDKLEPSK 494 503 22.5 28.0 13.8 1 0 0 1,149.6152
I_13 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 3 3 4 6.69% ILGADTSVDLEETGR 59 73 108.0 27.6 91.8 1 0 0 1,575.7863
I_13 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 3 3 4 6.69% AVDSLVPIGR 195 204 51.2 25.0 47.1 2 0 0 1,026.5943
I_13 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 3 3 4 6.69% TSIAIDTIINQK 219 230 41.2 27.3 25.3 1 0 0 1,316.7422
J_13 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 2 2 4 4.88% ILGADTSVDLEETGR 59 73 63.0 27.8 41.9 2 0 0 1,575.7863
J_13 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 2 2 4 4.88% VVDALGNAIDGK 150 161 41.2 28.3 35.3 2 0 0 1,171.6319
K_13 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 2 2 3 3.98% AVDSLVPIGR 195 204 46.0 25.0 44.0 2 0 0 1,026.5943
K_13 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 2 2 3 3.98% TSIAIDTIINQK 219 230 48.8 27.4 40.3 1 0 0 1,316.7422
Q_08 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 2 2 3 4.52% ILGADTSVDLEETGR 59 73 107.0 27.7 91.6 2 0 0 1,575.7863
Q_08 ATP synthase subunit alpha, mitochondrial ATPA_HUMAN 59,752 2 2 3 4.52% AVDSLVPIGR 195 204 25.8 25.0 20.9 1 0 0 1,026.5943
A_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 22 19.50% LVLEVAQHLGESTVR 95 109 71.9 25.9 70.9 2 1 0 1,650.9174
A_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 22 19.50% TIAMDGTEGLVR 110 121 47.1 27.7 36.2 4 0 0 1,278.6361
A_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 22 19.50% IMNVIGEPIDER 144 155 49.8 27.8 30.2 2 0 0 1,401.7045
A_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 22 19.50% VVDLLAPYAK 189 198 44.4 26.1 44.4 2 0 0 1,088.6351
A_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 22 19.50% IGLFGGAGVGK 202 212 60.5 27.1 45.5 2 0 0 975.5624
A_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 22 19.50% AHGGYSVFAGVGER 226 239 47.0 26.6 39.4 1 2 0 1,406.6811
A_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 22 19.50% VALVYGQMNEPPGAR 265 279 60.9 27.4 44.6 2 0 0 1,617.8055
A_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 22 19.50% FTQAGSEVSALLGR 311 324 89.5 28.2 78.4 2 2 0 1,435.7540
A_15 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 2 2 3 3.97% VVDLLAPYAK 189 198 25.1 26.1 16.1 2 0 0 1,088.6351
A_15 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 2 2 3 3.97% IGLFGGAGVGK 202 212 40.8 27.1 31.9 1 0 0 975.5624
B_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 23 20.00% TIAMDGTEGLVR 110 121 54.1 27.6 42.0 4 0 0 1,278.6361
B_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 23 20.00% IMNVIGEPIDER 144 155 59.2 28.0 47.5 2 0 0 1,401.7045
B_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 23 20.00% VVDLLAPYAK 189 198 43.9 26.0 43.9 2 0 0 1,088.6351
B_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 23 20.00% TVLIMELINNVAK 213 225 59.2 26.1 51.7 2 0 0 1,473.8347
B_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 23 20.00% AHGGYSVFAGVGER 226 239 45.4 27.6 31.8 2 2 0 1,406.6811
B_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 23 20.00% VALVYGQMNEPPGAR 265 279 60.4 27.5 43.2 2 0 0 1,617.8055
B_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 23 20.00% FTQAGSEVSALLGR 311 324 86.2 28.4 74.4 2 2 0 1,435.7540
B_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 8 12 23 20.00% IMDPNIVGSEHYDVAR 407 422 44.5 25.3 39.5 1 2 0 1,831.8645
B_15 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 2 2 2 4.73% IGLFGGAGVGK 202 212 26.2 27.1 16.9 1 0 0 975.5624
B_15 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 2 2 2 4.73% FTQAGSEVSALLGR 311 324 80.5 28.3 70.9 1 0 0 1,435.7540
C_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 10 13 25 26.10% LVLEVAQHLGESTVR 95 109 54.9 25.9 54.1 2 0 0 1,650.9174
C_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 10 13 25 26.10% TIAMDGTEGLVR 110 121 44.6 27.3 40.4 3 0 0 1,278.6361
C_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 10 13 25 26.10% VLDSGAPIKIPVGPETLGR 125 143 38.4 25.0 37.2 0 2 0 1,919.0964
C_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 10 13 25 26.10% IMNVIGEPIDER 144 155 49.0 28.1 30.2 2 0 0 1,401.7045
C_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 10 13 25 26.10% VVDLLAPYAK 189 198 40.0 26.1 35.9 2 0 0 1,088.6351
C_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 10 13 25 26.10% IGLFGGAGVGK 202 212 51.0 27.5 37.4 2 0 0 975.5624
C_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 10 13 25 26.10% AHGGYSVFAGVGER 226 239 64.6 26.5 63.2 2 2 0 1,406.6811
C_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 10 13 25 26.10% VALVYGQMNEPPGAR 265 279 72.7 27.4 53.6 2 0 0 1,617.8055
C_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 10 13 25 26.10% FTQAGSEVSALLGR 311 324 75.7 28.5 66.2 2 2 0 1,435.7540
C_14 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 10 13 25 26.10% IMDPNIVGSEHYDVAR 407 422 36.0 25.0 29.9 2 0 0 1,831.8645
D_20 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 2 2 2 4.73% IGLFGGAGVGK 202 212 33.0 27.5 30.3 1 0 0 975.5624
D_20 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 2 2 2 4.73% FTQAGSEVSALLGR 311 324 48.1 28.2 42.7 1 0 0 1,435.7540
D_21 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 3 5 6.62% TIAMDGTEGLVR 110 121 28.9 27.3 21.1 2 0 0 1,278.6361
D_21 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 3 5 6.62% IMNVIGEPIDER 144 155 25.9 28.1 20.9 1 0 0 1,401.7045
D_21 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 3 5 6.62% IGLFGGAGVGK 202 212 34.5 27.9 25.4 2 0 0 975.5624
E_21 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 2 2 2 4.16% TIAMDGTEGLVR 110 121 25.3 27.3 16.5 1 0 0 1,278.6361
E_21 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 2 2 2 4.16% VVDLLAPYAK 189 198 26.0 26.4 24.6 1 0 0 1,088.6351
F_16 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 4 5 8.13% LVLEVAQHLGESTVR 95 109 62.3 25.9 59.6 2 0 0 1,650.9174
F_16 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 4 5 8.13% TIAMDGTEGLVR 110 121 42.8 28.4 36.4 2 0 0 1,262.6411
F_16 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 4 5 8.13% IMDPNIVGSEHYDVAR 407 422 27.8 25.0 26.2 0 1 0 1,831.8645



G_16 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 4 4 8 9.64% TIAMDGTEGLVR 110 121 44.3 27.6 29.8 2 0 0 1,278.6361
G_16 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 4 4 8 9.64% IGLFGGAGVGK 202 212 58.6 26.7 44.2 2 0 0 975.5624
G_16 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 4 4 8 9.64% AHGGYSVFAGVGER 226 239 36.5 27.4 24.0 0 2 0 1,406.6811
G_16 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 4 4 8 9.64% FTQAGSEVSALLGR 311 324 75.5 28.2 71.2 2 0 0 1,435.7540
H_12 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 2 2 3 4.73% IGLFGGAGVGK 202 212 45.2 26.5 37.4 1 0 0 975.5624
H_12 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 2 2 3 4.73% FTQAGSEVSALLGR 311 324 91.9 28.4 79.8 2 0 0 1,435.7540
H_13 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 3 6 6.62% VVDLLAPYAK 189 198 43.2 26.1 43.2 2 0 0 1,088.6351
H_13 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 3 6 6.62% IGLFGGAGVGK 202 212 53.9 26.5 46.0 2 0 0 975.5624
H_13 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 3 6 6.62% FTQAGSEVSALLGR 311 324 77.7 28.4 63.8 2 0 0 1,435.7540
I_12 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 4 4 8 9.26% VVDLLAPYAK 189 198 49.2 25.8 49.2 2 0 0 1,088.6351
I_12 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 4 4 8 9.26% IGLFGGAGVGK 202 212 41.8 26.4 31.3 2 0 0 975.5624
I_12 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 4 4 8 9.26% AHGGYSVFAGVGER 226 239 38.3 26.6 28.7 0 2 0 1,406.6811
I_12 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 4 4 8 9.26% FTQAGSEVSALLGR 311 324 91.0 28.3 78.4 2 0 0 1,435.7540
J_12 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 3 3 7.56% LVLEVAQHLGESTVR 95 109 22.1 25.4 12.8 0 1 0 1,650.9174
J_12 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 3 3 7.56% IGLFGGAGVGK 202 212 31.8 26.6 19.8 1 0 0 975.5624
J_12 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 3 3 7.56% FTQAGSEVSALLGR 311 324 65.5 28.4 56.6 1 0 0 1,435.7540
J_13 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 8 11.70% LVLEVAQHLGESTVR 95 109 21.9 25.5 17.3 0 2 0 1,650.9174
J_13 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 8 11.70% TIAMDGTEGLVR 110 121 25.8 27.7 20.4 1 0 0 1,278.6361
J_13 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 8 11.70% VVDLLAPYAK 189 198 34.3 26.3 30.9 2 0 0 1,088.6351
J_13 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 8 11.70% IGLFGGAGVGK 202 212 48.2 26.6 41.3 1 0 0 975.5624
J_13 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 8 11.70% FTQAGSEVSALLGR 311 324 79.6 28.2 68.3 2 0 0 1,435.7540
K_12 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 2 2 3 5.48% LVLEVAQHLGESTVR 95 109 30.1 25.7 20.6 0 1 0 1,650.9174
K_12 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 2 2 3 5.48% FTQAGSEVSALLGR 311 324 80.8 28.2 70.8 2 0 0 1,435.7540
K_13 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 3 6 6.62% VVDLLAPYAK 189 198 43.2 25.8 40.8 2 0 0 1,088.6351
K_13 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 3 6 6.62% IGLFGGAGVGK 202 212 41.8 26.5 30.0 2 0 0 975.5624
K_13 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 3 3 6 6.62% FTQAGSEVSALLGR 311 324 86.1 28.2 67.7 2 0 0 1,435.7540
L_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 10 12.30% LVLEVAQHLGESTVR 95 109 66.1 25.5 56.5 2 0 0 1,650.9174
L_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 10 12.30% TIAMDGTEGLVR 110 121 31.1 27.6 22.0 2 0 0 1,278.6361
L_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 10 12.30% VVDLLAPYAK 189 198 27.1 25.8 27.1 2 0 0 1,088.6351
L_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 10 12.30% AHGGYSVFAGVGER 226 239 25.6 27.6 21.3 0 2 0 1,406.6811
L_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 10 12.30% FTQAGSEVSALLGR 311 324 76.1 28.2 68.9 2 0 0 1,435.7540
M_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 6 6 9 15.50% LVLEVAQHLGESTVR 95 109 54.9 25.7 52.9 1 0 0 1,650.9174
M_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 6 6 9 15.50% TIAMDGTEGLVR 110 121 33.3 27.6 20.6 2 0 0 1,278.6361
M_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 6 6 9 15.50% VLDSGAPIKIPVGPETLGR 125 143 31.1 25.0 27.1 0 1 0 1,919.0964
M_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 6 6 9 15.50% IMNVIGEPIDER 144 155 42.7 28.1 32.3 1 0 0 1,401.7045
M_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 6 6 9 15.50% VVDLLAPYAK 189 198 43.2 25.8 43.2 2 0 0 1,088.6351
M_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 6 6 9 15.50% FTQAGSEVSALLGR 311 324 78.4 28.2 71.9 2 0 0 1,435.7540
O_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 9 10 16 22.90% LVLEVAQHLGESTVR 95 109 35.2 25.1 34.3 0 2 0 1,650.9174
O_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 9 10 16 22.90% TIAMDGTEGLVR 110 121 43.5 27.6 35.3 3 0 0 1,278.6361
O_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 9 10 16 22.90% VLDSGAPIKIPVGPETLGR 125 143 51.3 25.0 45.2 0 2 0 1,919.0964
O_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 9 10 16 22.90% IMNVIGEPIDER 144 155 48.3 27.3 40.6 1 0 0 1,401.7045
O_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 9 10 16 22.90% VVDLLAPYAK 189 198 36.6 25.8 32.2 2 0 0 1,088.6351
O_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 9 10 16 22.90% IGLFGGAGVGK 202 212 34.0 26.7 27.3 1 0 0 975.5624
O_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 9 10 16 22.90% TVLIMELINNVAK 213 225 58.1 26.1 52.7 1 0 0 1,473.8347
O_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 9 10 16 22.90% VALVYGQMNEPPGAR 265 279 45.4 27.7 36.8 2 0 0 1,617.8055
O_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 9 10 16 22.90% FTQAGSEVSALLGR 311 324 91.2 28.2 80.1 2 0 0 1,435.7540
P_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 4 4 5 9.07% TIAMDGTEGLVR 110 121 31.8 27.7 25.0 2 0 0 1,278.6361
P_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 4 4 5 9.07% IMNVIGEPIDER 144 155 42.4 27.5 38.6 1 0 0 1,401.7045
P_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 4 4 5 9.07% VVDLLAPYAK 189 198 25.2 26.2 15.4 1 0 0 1,088.6351
P_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 4 4 5 9.07% FTQAGSEVSALLGR 311 324 67.3 28.1 61.8 1 0 0 1,435.7540
Q_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 9 11.90% LVLEVAQHLGESTVR 95 109 62.5 25.5 62.5 2 0 0 1,650.9174
Q_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 9 11.90% TIAMDGTEGLVR 110 121 40.7 28.2 30.0 2 0 0 1,262.6411
Q_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 9 11.90% IMNVIGEPIDER 144 155 56.0 27.9 43.8 2 0 0 1,401.7045
Q_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 9 11.90% VVDLLAPYAK 189 198 23.9 26.2 17.9 1 0 0 1,088.6351
Q_08 ATP synthase subunit beta, mitochondrial ATPB_HUMAN 56,561 5 5 9 11.90% FTQAGSEVSALLGR 311 324 86.0 28.2 73.4 2 0 0 1,435.7540
C_29 A disintegrin and metalloproteinase with thrombospondin motifs 7 ATS7_HUMAN 184,090 3 3 4 2.31% WVETLVVADAK 243 253 31.4 28.8 29.2 1 0 0 1,230.6729
C_29 A disintegrin and metalloproteinase with thrombospondin motifs 7 ATS7_HUMAN 184,090 3 3 4 2.31% LVLLEDEEEDLK 294 305 42.5 27.3 34.7 2 0 0 1,444.7420
C_29 A disintegrin and metalloproteinase with thrombospondin motifs 7 ATS7_HUMAN 184,090 3 3 4 2.31% NVGCDFEIDSGAMEDR 671 686 55.8 25.0 55.8 1 0 0 1,830.7271
C_30 A disintegrin and metalloproteinase with thrombospondin motifs 7 ATS7_HUMAN 184,090 2 2 3 1.66% LVLLEDEEEDLK 294 305 50.0 27.6 45.9 2 0 0 1,444.7420
C_30 A disintegrin and metalloproteinase with thrombospondin motifs 7 ATS7_HUMAN 184,090 2 2 3 1.66% NVGCDFEIDSGAMEDR 671 686 51.3 25.0 51.3 1 0 0 1,830.7271
A_14 Ataxin‐10 ATX10_HUMAN 53,491 4 4 4 9.89% VEQESLLTAFR 123 133 64.5 28.6 53.9 1 0 0 1,292.6845
A_14 Ataxin‐10 ATX10_HUMAN 53,491 4 4 4 9.89% DDIPVFLR 263 270 26.2 28.2 9.7 1 0 0 974.5307
A_14 Ataxin‐10 ATX10_HUMAN 53,491 4 4 4 9.89% AEGDISNVANGFK 359 371 54.4 26.4 51.5 1 0 0 1,321.6383
A_14 Ataxin‐10 ATX10_HUMAN 53,491 4 4 4 9.89% NLTEDNSQNQDLIAK 424 438 44.1 26.8 44.1 1 0 0 1,702.8244
B_13 Ataxin‐10 ATX10_HUMAN 53,491 2 2 4 4.63% VEQESLLTAFR 123 133 32.5 28.6 28.7 2 0 0 1,292.6845
B_13 Ataxin‐10 ATX10_HUMAN 53,491 2 2 4 4.63% SPELVQAMFPK 227 237 54.6 28.2 43.8 2 0 0 1,262.6451
B_14 Ataxin‐10 ATX10_HUMAN 53,491 2 2 3 5.47% VEQESLLTAFR 123 133 56.2 28.5 48.2 2 0 0 1,292.6845
B_14 Ataxin‐10 ATX10_HUMAN 53,491 2 2 3 5.47% NLTEDNSQNQDLIAK 424 438 41.6 26.8 36.5 1 0 0 1,702.8244
D_04 Beta‐2‐microglobulin B2MG_HUMAN 13,715 2 2 2 16.80% VEHSDLSFSK 69 78 28.7 27.5 20.0 1 0 0 1,148.5582
D_04 Beta‐2‐microglobulin B2MG_HUMAN 13,715 2 2 2 16.80% VNHVTLSQPK 102 111 34.0 26.1 24.7 1 0 0 1,122.6266
F_14 N‐acetyllactosaminide beta‐1,3‐N‐acetylglucosaminyltransferase B3GN1_HUMAN 47,232 2 2 3 6.02% TALASGGVLDASGDYR 65 80 81.4 26.8 77.8 2 0 0 1,552.7603
F_14 N‐acetyllactosaminide beta‐1,3‐N‐acetylglucosaminyltransferase B3GN1_HUMAN 47,232 2 2 3 6.02% YEAAVPDPR 163 171 37.6 25.8 37.6 1 0 0 1,017.5000
A_12 Cytosolic acyl coenzyme A thioester hydrolase BACH_HUMAN 41,795 3 3 5 10.00% VLEVPPVVYSR 173 183 37.7 26.9 28.1 2 0 0 1,257.7201
A_12 Cytosolic acyl coenzyme A thioester hydrolase BACH_HUMAN 41,795 3 3 5 10.00% LMDEVAGIVAAR 253 264 65.7 29.1 56.8 2 0 0 1,260.6618
A_12 Cytosolic acyl coenzyme A thioester hydrolase BACH_HUMAN 41,795 3 3 5 10.00% SLPVPQLVPETEDEK 341 355 27.9 27.9 24.5 1 0 0 1,680.8693
B_12 Cytosolic acyl coenzyme A thioester hydrolase BACH_HUMAN 41,795 4 4 7 15.30% IMRPDDANVAGNVHGGTILK 59 78 47.0 28.3 36.9 0 2 0 2,094.0764
B_12 Cytosolic acyl coenzyme A thioester hydrolase BACH_HUMAN 41,795 4 4 7 15.30% VLEVPPVVYSR 173 183 31.6 26.9 22.5 2 0 0 1,257.7201
B_12 Cytosolic acyl coenzyme A thioester hydrolase BACH_HUMAN 41,795 4 4 7 15.30% LMDEVAGIVAAR 253 264 58.5 29.1 52.6 2 0 0 1,260.6618
B_12 Cytosolic acyl coenzyme A thioester hydrolase BACH_HUMAN 41,795 4 4 7 15.30% SLPVPQLVPETEDEK 341 355 30.6 28.0 28.5 1 0 0 1,680.8693
B_32 Cytosolic acyl coenzyme A thioester hydrolase BACH_HUMAN 41,795 2 2 4 6.05% VLEVPPVVYSR 173 183 25.2 26.9 22.1 2 0 0 1,257.7201
B_32 Cytosolic acyl coenzyme A thioester hydrolase BACH_HUMAN 41,795 2 2 4 6.05% LMDEVAGIVAAR 253 264 38.2 28.9 33.1 2 0 0 1,260.6618
C_12 Cytosolic acyl coenzyme A thioester hydrolase BACH_HUMAN 41,795 2 2 2 9.21% IMRPDDANVAGNVHGGTILK 59 78 35.7 28.1 29.0 0 0 1 2,094.0764
C_12 Cytosolic acyl coenzyme A thioester hydrolase BACH_HUMAN 41,795 2 2 2 9.21% SLPVPQLVPETEDEK 341 355 32.6 28.1 29.3 1 0 0 1,680.8693
A_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 29.10% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 59.7 26.8 49.9 0 2 0 2,298.1364
A_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 29.10% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 66.0 25.2 62.6 0 2 0 2,636.2323
A_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 29.10% ETPAATEAPSSTPK 185 198 42.2 26.3 30.1 2 0 0 1,386.6748
B_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 52.5 26.9 37.2 0 2 0 2,298.1364
B_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 22.90% APEQEQAAPGPAAGGEAPK 103 121 36.1 27.1 34.6 2 0 0 1,775.8561
B_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 52.0 25.3 40.6 0 2 0 2,636.2323
C_11 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 48.5 26.8 31.6 0 2 0 2,298.1364
C_11 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 49.6 25.0 34.0 0 2 0 2,636.2323
C_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 3 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 48.5 26.8 39.2 0 2 0 2,298.1364
C_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 3 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 38.9 25.0 31.9 0 1 0 2,636.2323
C_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 5 29.10% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 66.6 26.7 53.2 0 2 0 2,298.1364
C_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 5 29.10% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 36.5 25.0 32.2 0 2 0 2,636.2323
C_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 5 29.10% ETPAATEAPSSTPK 185 198 26.2 26.5 19.8 1 0 0 1,386.6748
D_20 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 3 23.30% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 35.7 26.7 23.5 0 2 0 2,298.1364
D_20 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 3 23.30% AQGPAASAEEPKPVEAPAANSDQTVTVKE 199 227 36.3 27.4 34.4 0 1 0 2,892.4223
F_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 20.70% APEQEQAAPGPAAGGEAPK 103 121 49.4 27.2 47.2 2 0 0 1,775.8561
F_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 20.70% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 58.3 25.2 52.4 0 2 0 2,636.2323
G_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 3 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 64.6 27.5 59.6 0 2 0 2,298.1364
G_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 3 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 25.7 25.5 19.5 0 1 0 2,636.2323
G_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 68.9 27.5 51.3 0 2 0 2,298.1364
G_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 50.5 25.6 41.2 0 2 0 2,636.2323
H_10 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 48.4 27.5 30.5 0 2 0 2,298.1364
H_10 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 28.0 25.5 23.4 0 2 0 2,636.2323
H_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 58.2 27.4 38.5 0 2 0 2,298.1364
H_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 45.7 25.5 40.0 0 2 0 2,636.2323
H_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 5 34.80% AEGAATEEEGTPKESEPQAAAEPAEAK 26 52 77.3 25.0 69.8 0 2 0 2,698.2328
H_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 5 34.80% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 79.5 27.3 68.2 0 1 0 2,298.1364
H_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 5 34.80% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 44.7 25.4 34.5 0 2 0 2,636.2323
H_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 3 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 25.8 26.9 14.0 0 1 0 2,298.1364



H_15 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 3 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 33.6 25.2 27.8 0 2 0 2,636.2323
H_16 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 3 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 32.2 27.4 16.0 0 1 0 2,298.1364
H_16 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 3 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 24.7 25.2 19.5 0 2 0 2,636.2323
I_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 5 5 9 63.00% AEGAATEEEGTPKESEPQAAAEPAEAK 26 52 71.0 25.0 65.2 0 2 0 2,698.2328
I_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 5 5 9 63.00% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 50.5 27.3 40.1 0 2 0 2,298.1364
I_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 5 5 9 63.00% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 72.5 25.5 68.4 0 2 0 2,636.2323
I_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 5 5 9 63.00% SDGAPASDSKPGSSEAAPSSKETPAATEAPSSTPK 164 198 49.3 25.5 45.6 0 1 0 3,300.5352
I_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 5 5 9 63.00% AQGPAASAEEPKPVEAPAANSDQTVTVKE 199 227 77.4 27.3 77.4 0 2 0 2,892.4223
I_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 34.80% AEGAATEEEGTPKESEPQAAAEPAEAK 26 52 22.4 25.0 12.4 0 2 0 2,698.2328
I_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 34.80% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 60.7 27.3 50.9 0 2 0 2,298.1364
I_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 34.80% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 48.3 25.5 39.8 0 2 0 2,636.2323
J_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 3 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 59.5 27.6 45.2 0 2 0 2,298.1364
J_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 3 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 33.5 25.7 28.6 0 1 0 2,636.2323
J_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 51.5 27.7 41.2 0 2 0 2,298.1364
J_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 45.2 25.7 40.5 0 2 0 2,636.2323
K_09 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 41.2 27.4 29.3 0 2 0 2,298.1364
K_09 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 29.8 25.5 23.8 0 2 0 2,636.2323
K_10 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 35.3 27.5 20.9 0 2 0 2,298.1364
K_10 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 43.3 25.5 34.8 0 2 0 2,636.2323
K_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 4 5 9 47.60% AEGAATEEEGTPKESEPQAAAEPAEAK 26 52 62.5 25.0 57.9 0 2 0 2,698.2328
K_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 4 5 9 47.60% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 51.0 27.4 30.0 0 2 0 2,298.1364
K_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 4 5 9 47.60% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 47.3 25.5 39.9 0 2 1 2,636.2323
K_13 Brain acid soluble protein 1 BASP1_HUMAN 22,693 4 5 9 47.60% AQGPAASAEEPKPVEAPAANSDQTVTVKE 199 227 61.1 27.3 59.4 0 2 0 2,892.4223
K_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 39.5 27.5 32.3 0 2 0 2,298.1364
K_14 Brain acid soluble protein 1 BASP1_HUMAN 22,693 2 2 4 22.90% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 37.0 25.6 32.3 0 2 0 2,636.2323
L_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 4 4 8 47.60% AEGAATEEEGTPKESEPQAAAEPAEAK 26 52 67.6 25.0 57.4 0 2 0 2,698.2328
L_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 4 4 8 47.60% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 58.2 27.5 44.8 0 2 0 2,298.1364
L_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 4 4 8 47.60% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 32.6 25.5 28.1 0 2 0 2,636.2323
L_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 4 4 8 47.60% AQGPAASAEEPKPVEAPAANSDQTVTVKE 199 227 61.3 27.4 60.7 0 2 0 2,892.4223
L_09 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 35.70% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 66.8 27.4 51.7 0 2 0 2,298.1364
L_09 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 35.70% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 44.2 25.6 40.9 0 2 0 2,636.2323
L_09 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 35.70% AQGPAASAEEPKPVEAPAANSDQTVTVKE 199 227 58.3 27.4 58.3 0 2 0 2,892.4223
M_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 35.70% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 42.1 27.3 27.9 0 2 0 2,298.1364
M_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 35.70% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 35.0 25.3 26.2 0 2 0 2,636.2323
M_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 6 35.70% AQGPAASAEEPKPVEAPAANSDQTVTVKE 199 227 55.0 27.3 55.0 0 2 0 2,892.4223
O_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 5 35.70% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 60.4 27.7 38.2 0 2 0 2,298.1364
O_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 5 35.70% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 30.0 25.5 24.0 0 1 0 2,636.2323
O_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 5 35.70% AQGPAASAEEPKPVEAPAANSDQTVTVKE 199 227 68.2 27.1 66.9 0 2 0 2,892.4223
P_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 5 35.70% AEPPKAPEQEQAAPGPAAGGEAPK 98 121 53.0 27.6 44.6 0 2 0 2,298.1364
P_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 5 35.70% AAEAAAAPAESAAPAAGEEPSKEEGEPK 122 149 26.1 25.7 22.1 0 1 0 2,636.2323
P_08 Brain acid soluble protein 1 BASP1_HUMAN 22,693 3 3 5 35.70% AQGPAASAEEPKPVEAPAANSDQTVTVKE 199 227 48.3 27.1 47.0 0 2 0 2,892.4223
A_05 Apoptosis regulator BAX BAX_HUMAN 21,185 2 2 2 16.10% MGGEAPELALDPVPQDASTK 38 57 73.9 26.5 68.9 1 0 0 2,041.9751
A_05 Apoptosis regulator BAX BAX_HUMAN 21,185 2 2 2 16.10% MIAAVDTDSPR 79 89 61.0 26.4 53.6 1 0 0 1,191.5676
A_06 Apoptosis regulator BAX BAX_HUMAN 21,185 2 2 4 12.50% IGDELDSNMELQR 66 78 58.8 25.0 42.9 2 0 0 1,535.7009
A_06 Apoptosis regulator BAX BAX_HUMAN 21,185 2 2 4 12.50% MIAAVDTDSPR 79 89 38.4 26.7 24.8 2 0 0 1,191.5676
B_06 Apoptosis regulator BAX BAX_HUMAN 21,185 3 3 5 22.90% MGGEAPELALDPVPQDASTK 38 57 43.4 26.6 42.2 1 0 0 2,041.9751
B_06 Apoptosis regulator BAX BAX_HUMAN 21,185 3 3 5 22.90% IGDELDSNMELQR 66 78 54.9 25.0 36.6 2 0 0 1,535.7009
B_06 Apoptosis regulator BAX BAX_HUMAN 21,185 3 3 5 22.90% MIAAVDTDSPR 79 89 31.8 25.9 24.0 2 0 0 1,191.5676
C_05 Apoptosis regulator BAX BAX_HUMAN 21,185 2 2 4 12.50% IGDELDSNMELQR 66 78 69.8 25.0 57.6 2 0 0 1,535.7009
C_05 Apoptosis regulator BAX BAX_HUMAN 21,185 2 2 4 12.50% MIAAVDTDSPR 79 89 54.9 26.0 40.6 2 0 0 1,191.5676
C_06 Apoptosis regulator BAX BAX_HUMAN 21,185 2 2 4 12.50% IGDELDSNMELQR 66 78 52.6 25.0 38.5 2 0 0 1,535.7009
C_06 Apoptosis regulator BAX BAX_HUMAN 21,185 2 2 4 12.50% MIAAVDTDSPR 79 89 40.8 26.4 29.1 2 0 0 1,191.5676
L_04 Apoptosis regulator BAX BAX_HUMAN 21,185 5 5 8 34.90% TGALLLQGFIQDR 22 34 69.2 26.9 60.9 1 0 0 1,431.7957
L_04 Apoptosis regulator BAX BAX_HUMAN 21,185 5 5 8 34.90% MGGEAPELALDPVPQDASTK 38 57 72.4 27.1 71.7 1 0 0 2,041.9751
L_04 Apoptosis regulator BAX BAX_HUMAN 21,185 5 5 8 34.90% IGDELDSNMELQR 66 78 66.1 25.0 52.3 2 0 0 1,535.7009
L_04 Apoptosis regulator BAX BAX_HUMAN 21,185 5 5 8 34.90% MIAAVDTDSPR 79 89 50.7 26.9 39.1 2 0 0 1,191.5676
L_04 Apoptosis regulator BAX BAX_HUMAN 21,185 5 5 8 34.90% VVALFYFASK 110 119 43.2 27.2 37.2 2 0 0 1,144.6400
M_04 Apoptosis regulator BAX BAX_HUMAN 21,185 2 3 5 12.50% IGDELDSNMELQR 66 78 47.8 25.0 40.9 2 0 0 1,535.7009
M_04 Apoptosis regulator BAX BAX_HUMAN 21,185 2 3 5 12.50% MIAAVDTDSPR 79 89 44.5 27.0 32.2 3 0 0 1,191.5676
P_04 Apoptosis regulator BAX BAX_HUMAN 21,185 2 2 3 12.50% IGDELDSNMELQR 66 78 63.0 25.0 42.8 2 0 0 1,535.7009
P_04 Apoptosis regulator BAX BAX_HUMAN 21,185 2 2 3 12.50% MIAAVDTDSPR 79 89 26.0 27.0 21.9 1 0 0 1,191.5676
Q_04 Apoptosis regulator BAX BAX_HUMAN 21,185 3 3 5 22.90% MGGEAPELALDPVPQDASTK 38 57 55.2 27.1 53.8 1 0 0 2,041.9751
Q_04 Apoptosis regulator BAX BAX_HUMAN 21,185 3 3 5 22.90% IGDELDSNMELQR 66 78 53.9 25.0 46.6 2 0 0 1,535.7009
Q_04 Apoptosis regulator BAX BAX_HUMAN 21,185 3 3 5 22.90% MIAAVDTDSPR 79 89 41.5 26.7 28.7 2 0 0 1,191.5676
Q_05 Apoptosis regulator BAX BAX_HUMAN 21,185 2 2 4 12.50% IGDELDSNMELQR 66 78 64.2 25.0 50.5 2 0 0 1,535.7009
Q_05 Apoptosis regulator BAX BAX_HUMAN 21,185 2 2 4 12.50% MIAAVDTDSPR 79 89 29.1 26.9 22.0 2 0 0 1,191.5676
A_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 10 12.40% LVLAEAQVGDER 110 121 74.2 26.9 0.0 2 0 0 1,299.6904
A_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 10 12.40% LNVFAKPEATEVSPNK 141 156 28.8 26.6 27.4 0 2 0 1,743.9276
A_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 10 12.40% EGDTVQLLCR 283 292 39.2 26.8 23.8 1 0 0 1,190.5836
A_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 10 12.40% GDGSPSPEYTLFR 293 305 33.7 25.9 33.7 2 0 0 1,425.6646
A_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 10 12.40% VEDYDAADDVQLSK 339 352 117.0 25.0 110.0 2 0 0 1,567.7124
A_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 10 12.40% VAYLDPLELSEGK 358 370 30.4 28.7 26.2 1 0 0 1,433.7524
B_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 8 8.28% LVLAEAQVGDER 110 121 77.2 26.9 0.0 2 0 0 1,299.6904
B_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 8 8.28% GDGSPSPEYTLFR 293 305 37.7 25.7 37.7 2 0 0 1,425.6646
B_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 8 8.28% VEDYDAADDVQLSK 339 352 83.4 25.0 75.1 2 0 0 1,567.7124
B_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 8 8.28% VAYLDPLELSEGK 358 370 49.4 28.7 40.2 2 0 0 1,433.7524
C_17 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 7 8.92% LNVFAKPEATEVSPNK 141 156 38.5 26.9 31.6 0 1 0 1,743.9276
C_17 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 7 8.92% GDGSPSPEYTLFR 293 305 28.9 25.8 28.9 2 0 0 1,425.6646
C_17 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 7 8.92% VEDYDAADDVQLSK 339 352 70.6 25.0 61.4 2 0 0 1,567.7124
C_17 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 7 8.92% VAYLDPLELSEGK 358 370 28.1 28.4 25.5 2 0 0 1,433.7524
C_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 12 12.70% LVLAEAQVGDER 110 121 64.2 26.6 0.0 2 0 0 1,299.6904
C_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 12 12.70% LNVFAKPEATEVSPNK 141 156 36.6 26.6 22.5 0 2 0 1,743.9276
C_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 12 12.70% GDGSPSPEYTLFR 293 305 33.8 25.9 30.9 2 0 0 1,425.6646
C_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 12 12.70% VEDYDAADDVQLSK 339 352 90.3 25.0 85.6 2 0 0 1,567.7124
C_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 12 12.70% VAYLDPLELSEGK 358 370 54.8 28.4 45.2 2 0 0 1,433.7524
C_18 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 12 12.70% EGDEVTLICSAR 465 476 37.3 25.2 37.3 2 0 0 1,349.6367
G_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 3 3 3 5.73% LVLAEAQVGDER 110 121 41.3 26.9 0.0 1 0 0 1,299.6904
G_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 3 3 3 5.73% EGDTVQLLCR 283 292 26.3 27.6 9.5 1 0 0 1,190.5836
G_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 3 3 3 5.73% VEDYDAADDVQLSK 339 352 40.8 25.0 34.8 1 0 0 1,567.7124
G_16 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 8 7.64% LVLAEAQVGDER 110 121 65.5 26.8 0.0 2 0 0 1,299.6904
G_16 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 8 7.64% EGDTVQLLCR 283 292 51.4 27.6 32.1 2 0 0 1,190.5836
G_16 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 8 7.64% VEDYDAADDVQLSK 339 352 99.6 25.0 96.7 2 0 0 1,567.7124
G_16 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 8 7.64% EGDEVTLICSAR 465 476 37.7 26.7 29.1 2 0 0 1,349.6367
H_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 5 5 9 10.20% LVLAEAQVGDER 110 121 77.2 27.0 0.0 1 0 0 1,299.6904
H_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 5 5 9 10.20% GDGSPSPEYTLFR 293 305 30.1 25.7 30.1 2 0 0 1,425.6646
H_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 5 5 9 10.20% VEDYDAADDVQLSK 339 352 114.0 25.0 108.0 2 0 0 1,567.7124
H_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 5 5 9 10.20% VAYLDPLELSEGK 358 370 53.1 28.6 43.3 2 0 0 1,433.7524
H_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 5 5 9 10.20% EGDEVTLICSAR 465 476 80.4 26.0 79.3 2 0 0 1,349.6367
H_16 Basal cell adhesion molecule BCAM_HUMAN 67,404 2 2 2 4.30% VEDYDAADDVQLSK 339 352 80.2 25.0 77.1 1 0 0 1,567.7124
H_16 Basal cell adhesion molecule BCAM_HUMAN 67,404 2 2 2 4.30% VAYLDPLELSEGK 358 370 25.2 28.5 16.6 1 0 0 1,433.7524
I_14 Basal cell adhesion molecule BCAM_HUMAN 67,404 2 2 3 4.30% VEDYDAADDVQLSK 339 352 79.8 25.0 70.4 1 0 0 1,567.7124
I_14 Basal cell adhesion molecule BCAM_HUMAN 67,404 2 2 3 4.30% VAYLDPLELSEGK 358 370 53.3 28.7 42.9 2 0 0 1,433.7524
I_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 7 8.92% LNVFAKPEATEVSPNK 141 156 26.4 27.2 20.9 0 1 0 1,743.9276
I_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 7 8.92% GDGSPSPEYTLFR 293 305 34.7 25.7 34.7 2 0 0 1,425.6646
I_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 7 8.92% VEDYDAADDVQLSK 339 352 87.0 25.0 80.9 2 0 0 1,567.7124
I_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 7 8.92% VAYLDPLELSEGK 358 370 57.7 28.6 49.2 2 0 0 1,433.7524
J_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 7 7 14 14.30% LVLAEAQVGDER 110 121 102.0 27.0 0.0 2 0 0 1,299.6904
J_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 7 7 14 14.30% LNVFAKPEATEVSPNK 141 156 38.6 27.0 29.3 0 2 0 1,743.9276
J_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 7 7 14 14.30% EGDTVQLLCR 283 292 47.0 27.0 36.6 2 0 0 1,190.5836
J_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 7 7 14 14.30% GDGSPSPEYTLFR 293 305 47.2 26.5 47.2 2 0 0 1,425.6646
J_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 7 7 14 14.30% VEDYDAADDVQLSK 339 352 101.0 25.0 96.1 2 0 0 1,567.7124
J_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 7 7 14 14.30% VAYLDPLELSEGK 358 370 50.5 28.4 39.1 2 0 0 1,433.7524



J_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 7 7 14 14.30% EGDEVTLICSAR 465 476 62.8 27.1 58.1 2 0 0 1,349.6367
K_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 12 12.70% LVLAEAQVGDER 110 121 98.2 26.8 0.0 2 0 0 1,299.6904
K_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 12 12.70% LNVFAKPEATEVSPNK 141 156 51.0 27.0 44.4 0 2 0 1,743.9276
K_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 12 12.70% GDGSPSPEYTLFR 293 305 54.1 26.3 53.2 2 0 0 1,425.6646
K_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 12 12.70% VEDYDAADDVQLSK 339 352 104.0 25.0 95.3 2 0 0 1,567.7124
K_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 12 12.70% VAYLDPLELSEGK 358 370 55.7 28.4 40.9 2 0 0 1,433.7524
K_15 Basal cell adhesion molecule BCAM_HUMAN 67,404 6 6 12 12.70% EGDEVTLICSAR 465 476 43.7 26.1 40.5 2 0 0 1,349.6367
N_10 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 5 9.24% LASAEMQGSELQVTMHDTR 78 96 20.0 25.0 19.9 0 1 0 2,135.9698
N_10 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 5 9.24% LVLAEAQVGDER 110 121 56.3 27.3 0.0 2 0 0 1,299.6904
N_10 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 5 9.24% GDGSPSPEYTLFR 293 305 24.5 26.5 18.9 1 0 0 1,425.6646
N_10 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 5 9.24% VEDYDAADDVQLSK 339 352 74.1 25.0 68.5 1 0 0 1,567.7124
N_11 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 6 7.80% SPPYQLDSQGR 99 109 25.5 26.5 25.5 1 0 0 1,247.6016
N_11 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 6 7.80% LVLAEAQVGDER 110 121 60.4 27.0 0.0 2 0 0 1,299.6904
N_11 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 6 7.80% VEDYDAADDVQLSK 339 352 89.2 25.0 84.0 2 0 0 1,567.7124
N_11 Basal cell adhesion molecule BCAM_HUMAN 67,404 4 4 6 7.80% EGDEVTLICSAR 465 476 35.5 26.8 31.5 1 0 0 1,349.6367
D_19 Branched‐chain‐amino‐acid aminotransferase, cytosolic BCAT1_HUMAN 42,967 2 2 3 4.66% LFQPNLNMDR 110 119 33.7 26.4 20.1 1 0 0 1,263.6152
D_19 Branched‐chain‐amino‐acid aminotransferase, cytosolic BCAT1_HUMAN 42,967 2 2 3 4.66% LTDIQYGR 369 376 34.8 27.4 20.5 2 0 0 965.5052
F_14 Branched‐chain‐amino‐acid aminotransferase, cytosolic BCAT1_HUMAN 42,967 2 2 3 5.96% AKDLIVTPATILK 27 39 30.5 25.0 25.3 0 1 0 1,382.8620
F_14 Branched‐chain‐amino‐acid aminotransferase, cytosolic BCAT1_HUMAN 42,967 2 2 3 5.96% LFQPNLNMDR 110 119 29.1 26.9 15.8 2 0 0 1,263.6152
G_14 Branched‐chain‐amino‐acid aminotransferase, cytosolic BCAT1_HUMAN 42,967 2 2 4 5.96% AKDLIVTPATILK 27 39 35.7 25.0 13.2 2 0 0 1,382.8620
G_14 Branched‐chain‐amino‐acid aminotransferase, cytosolic BCAT1_HUMAN 42,967 2 2 4 5.96% LFQPNLNMDR 110 119 45.3 26.9 33.0 2 0 0 1,263.6152
L_07 Branched‐chain‐amino‐acid aminotransferase, cytosolic BCAT1_HUMAN 42,967 2 2 3 7.25% AKDLIVTPATILK 27 39 33.1 25.0 12.5 1 0 0 1,382.8620
L_07 Branched‐chain‐amino‐acid aminotransferase, cytosolic BCAT1_HUMAN 42,967 2 2 3 7.25% YLTMDDLTTALEGNR 310 324 65.2 26.5 61.0 2 0 0 1,728.8112
A_07 3‐hydroxybutyrate dehydrogenase type 2 BDH2_HUMAN 26,724 3 3 5 14.70% VIATDINESK 33 42 27.6 28.1 24.4 1 0 0 1,089.5787
A_07 3‐hydroxybutyrate dehydrogenase type 2 BDH2_HUMAN 26,724 3 3 5 14.70% QIDQFANEVER 64 74 50.7 27.2 14.2 2 0 0 1,348.6492
A_07 3‐hydroxybutyrate dehydrogenase type 2 BDH2_HUMAN 26,724 3 3 5 14.70% SGNIINMSSVASSVK 125 139 77.4 27.8 71.0 2 0 0 1,509.7577
B_07 3‐hydroxybutyrate dehydrogenase type 2 BDH2_HUMAN 26,724 2 2 3 11.00% SGNIINMSSVASSVK 125 139 67.8 27.6 57.6 2 0 0 1,509.7577
B_07 3‐hydroxybutyrate dehydrogenase type 2 BDH2_HUMAN 26,724 2 2 3 11.00% SVAADFIQQGIR 160 171 21.8 28.4 14.4 1 0 0 1,304.6958
H_06 3‐hydroxybutyrate dehydrogenase type 2 BDH2_HUMAN 26,724 3 3 4 16.30% QIDQFANEVER 64 74 26.9 26.9 10.8 1 0 0 1,348.6492
H_06 3‐hydroxybutyrate dehydrogenase type 2 BDH2_HUMAN 26,724 3 3 4 16.30% SVAADFIQQGIR 160 171 67.7 28.4 54.2 2 0 0 1,304.6958
H_06 3‐hydroxybutyrate dehydrogenase type 2 BDH2_HUMAN 26,724 3 3 4 16.30% CNCVCPGTVDTPSLQER 172 188 47.4 25.0 47.4 1 0 0 1,992.8574
I_06 3‐hydroxybutyrate dehydrogenase type 2 BDH2_HUMAN 26,724 2 2 2 11.80% SVAADFIQQGIR 160 171 55.8 28.4 46.1 1 0 0 1,304.6958
I_06 3‐hydroxybutyrate dehydrogenase type 2 BDH2_HUMAN 26,724 2 2 2 11.80% CNCVCPGTVDTPSLQER 172 188 44.3 25.0 42.0 1 0 0 1,992.8574
L_04 BH3‐interacting domain death agonist BID_HUMAN 21,995 2 2 3 8.21% LGRIEADSESQEDIIR 69 84 28.5 28.2 21.3 0 1 0 1,830.9194
L_04 BH3‐interacting domain death agonist BID_HUMAN 21,995 2 2 3 8.21% IEADSESQEDIIR 72 84 94.9 25.9 74.0 2 0 0 1,504.7127
A_11 Biliverdin reductase A BIEA_HUMAN 33,429 3 3 5 12.50% FGVVVVGVGR 9 18 69.6 25.8 55.2 2 0 0 988.5938
A_11 Biliverdin reductase A BIEA_HUMAN 33,429 3 3 5 12.50% GSLLFTAGPLEEER 148 161 40.1 28.6 34.1 2 0 0 1,518.7800
A_11 Biliverdin reductase A BIEA_HUMAN 33,429 3 3 5 12.50% ILHCLGLAEEIQK 278 290 22.8 27.0 15.0 0 1 0 1,523.8253
B_11 Biliverdin reductase A BIEA_HUMAN 33,429 3 3 4 10.50% FGVVVVGVGR 9 18 52.4 25.0 42.8 2 0 0 988.5938
B_11 Biliverdin reductase A BIEA_HUMAN 33,429 3 3 4 10.50% DQNIFVQK 254 261 23.8 28.1 13.5 1 0 0 991.5208
B_11 Biliverdin reductase A BIEA_HUMAN 33,429 3 3 4 10.50% ILHCLGLAEEIQK 278 290 20.6 26.9 13.9 0 1 0 1,523.8253
C_11 Biliverdin reductase A BIEA_HUMAN 33,429 2 2 4 8.11% FGVVVVGVGR 9 18 54.2 25.8 42.6 2 0 0 988.5938
C_11 Biliverdin reductase A BIEA_HUMAN 33,429 2 2 4 8.11% SGSLENVPNVGVNK 235 248 57.5 27.2 52.8 2 0 0 1,413.7332
D_17 Biliverdin reductase A BIEA_HUMAN 33,429 3 3 5 10.80% FGVVVVGVGR 9 18 48.2 26.1 42.8 2 0 0 988.5938
D_17 Biliverdin reductase A BIEA_HUMAN 33,429 3 3 5 10.80% SGSLENVPNVGVNK 235 248 55.5 27.4 50.2 2 0 0 1,413.7332
D_17 Biliverdin reductase A BIEA_HUMAN 33,429 3 3 5 10.80% DQNIFVQK 254 261 36.5 28.8 23.2 1 0 0 991.5208
E_17 Biliverdin reductase A BIEA_HUMAN 33,429 2 2 3 8.11% FGVVVVGVGR 9 18 50.7 26.1 27.1 2 0 0 988.5938
E_17 Biliverdin reductase A BIEA_HUMAN 33,429 2 2 3 8.11% SGSLENVPNVGVNK 235 248 35.5 27.3 29.2 1 0 0 1,413.7332
F_12 Biliverdin reductase A BIEA_HUMAN 33,429 4 4 7 14.90% SPLSWIEEK 211 219 42.6 28.2 21.6 2 0 0 1,088.5623
F_12 Biliverdin reductase A BIEA_HUMAN 33,429 4 4 7 14.90% SGSLENVPNVGVNK 235 248 61.4 27.3 61.4 2 0 0 1,413.7332
F_12 Biliverdin reductase A BIEA_HUMAN 33,429 4 4 7 14.90% LLGQFSEK 262 269 23.9 26.6 9.6 1 0 0 921.5041
F_12 Biliverdin reductase A BIEA_HUMAN 33,429 4 4 7 14.90% ILHCLGLAEEIQK 278 290 33.3 27.0 20.0 0 2 0 1,523.8253
G_12 Biliverdin reductase A BIEA_HUMAN 33,429 2 2 3 7.43% SGSLENVPNVGVNK 235 248 52.8 27.7 46.5 2 0 0 1,413.7332
G_12 Biliverdin reductase A BIEA_HUMAN 33,429 2 2 3 7.43% DQNIFVQK 254 261 26.6 28.4 9.5 1 0 0 991.5208
I_09 Biliverdin reductase A BIEA_HUMAN 33,429 2 2 4 8.11% FGVVVVGVGR 9 18 71.3 25.7 60.8 2 0 0 988.5938
I_09 Biliverdin reductase A BIEA_HUMAN 33,429 2 2 4 8.11% SGSLENVPNVGVNK 235 248 55.9 27.5 48.5 2 0 0 1,413.7332
J_09 Biliverdin reductase A BIEA_HUMAN 33,429 2 2 4 8.11% FGVVVVGVGR 9 18 68.2 25.6 57.6 2 0 0 988.5938
J_09 Biliverdin reductase A BIEA_HUMAN 33,429 2 2 4 8.11% SGSLENVPNVGVNK 235 248 52.2 27.6 43.0 2 0 0 1,413.7332
K_08 Biliverdin reductase A BIEA_HUMAN 33,429 2 2 4 8.11% FGVVVVGVGR 9 18 61.0 25.0 44.3 2 0 0 988.5938
K_08 Biliverdin reductase A BIEA_HUMAN 33,429 2 2 4 8.11% SGSLENVPNVGVNK 235 248 44.2 27.5 43.8 2 0 0 1,413.7332
L_07 Biliverdin reductase A BIEA_HUMAN 33,429 5 5 9 19.60% FGVVVVGVGR 9 18 58.3 25.6 57.8 2 0 0 988.5938
L_07 Biliverdin reductase A BIEA_HUMAN 33,429 5 5 9 19.60% GSLLFTAGPLEEER 148 161 45.8 28.2 35.2 2 0 0 1,518.7800
L_07 Biliverdin reductase A BIEA_HUMAN 33,429 5 5 9 19.60% FGFPAFSGISR 162 172 33.3 26.6 28.2 1 0 0 1,185.6051
L_07 Biliverdin reductase A BIEA_HUMAN 33,429 5 5 9 19.60% SPLSWIEEK 211 219 38.3 29.0 24.2 2 0 0 1,088.5623
L_07 Biliverdin reductase A BIEA_HUMAN 33,429 5 5 9 19.60% SGSLENVPNVGVNK 235 248 63.5 27.6 60.1 2 0 0 1,413.7332
F_15 Bleomycin hydrolase BLMH_HUMAN 52,563 3 4 7 9.89% AQHVFQHAVPQEGKPITNQK 49 68 33.8 27.4 31.9 0 2 1 2,257.1838
F_15 Bleomycin hydrolase BLMH_HUMAN 52,563 3 4 7 9.89% TLYNNQPIDFLK 298 309 58.0 27.9 49.0 2 0 0 1,465.7687
F_15 Bleomycin hydrolase BLMH_HUMAN 52,563 3 4 7 9.89% DGEAVWFGCDVGK 318 330 61.0 25.0 56.4 2 0 0 1,439.6262
D_11 Flavin reductase (NADPH) BLVRB_HUMAN 22,119 2 2 4 11.70% NDLSPTTVMSEGAR 79 92 39.4 25.0 39.4 2 0 0 1,493.6902
D_11 Flavin reductase (NADPH) BLVRB_HUMAN 22,119 2 2 4 11.70% LQAVTDDHIR 125 134 53.9 27.6 42.0 2 0 0 1,167.6118
A_22 Bone morphogenetic protein 1 BMP1_HUMAN 111,249 2 2 4 2.13% GIFLDTIVPK 280 289 23.4 25.1 19.1 2 0 0 1,102.6509
A_22 Bone morphogenetic protein 1 BMP1_HUMAN 111,249 2 2 4 2.13% LPEPIVSTDSR 401 411 40.8 26.1 0.0 2 0 0 1,213.6424
B_22 Bone morphogenetic protein 1 BMP1_HUMAN 111,249 2 2 3 2.13% GIFLDTIVPK 280 289 24.4 25.4 11.6 2 0 0 1,102.6509
B_22 Bone morphogenetic protein 1 BMP1_HUMAN 111,249 2 2 3 2.13% LPEPIVSTDSR 401 411 43.1 26.8 0.0 1 0 0 1,213.6424
C_19 Bone morphogenetic protein 1 BMP1_HUMAN 111,249 3 3 4 3.45% GIFLDTIVPK 280 289 28.7 25.5 21.0 2 0 0 1,102.6509
C_19 Bone morphogenetic protein 1 BMP1_HUMAN 111,249 3 3 4 3.45% YEVNGVKPPIGQR 290 302 31.9 28.1 23.2 0 1 0 1,456.7908
C_19 Bone morphogenetic protein 1 BMP1_HUMAN 111,249 3 3 4 3.45% LPEPIVSTDSR 401 411 32.5 26.9 0.0 1 0 0 1,213.6424
C_22 Bone morphogenetic protein 1 BMP1_HUMAN 111,249 3 3 6 3.45% GIFLDTIVPK 280 289 37.1 25.0 28.2 2 0 0 1,102.6509
C_22 Bone morphogenetic protein 1 BMP1_HUMAN 111,249 3 3 6 3.45% YEVNGVKPPIGQR 290 302 25.8 28.1 14.4 0 2 0 1,456.7908
C_22 Bone morphogenetic protein 1 BMP1_HUMAN 111,249 3 3 6 3.45% LPEPIVSTDSR 401 411 37.8 27.1 0.0 2 0 0 1,213.6424
L_02 BolA‐like protein 2 BOLA2_HUMAN 10,116 2 2 3 29.10% DLEAEHVEVEDTTLNR 15 30 71.3 25.9 71.3 2 0 0 1,869.8826
L_02 BolA‐like protein 2 BOLA2_HUMAN 10,116 2 2 3 29.10% TLTPDQWAR 74 82 28.1 28.4 13.2 1 0 0 1,087.5532
A_11 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 2 2 4 7.79% VIAEGDLGIVEK 29 40 52.8 27.3 41.7 2 0 0 1,242.6942
A_11 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 2 2 4 7.79% LAQMSICSSLAR 53 64 39.9 27.2 34.0 2 0 0 1,352.6661
B_11 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 4 4 7 15.30% LVASAYSIAQK 11 21 65.8 25.7 56.7 2 0 0 1,150.6466
B_11 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 4 4 7 15.30% LAQMSICSSLAR 53 64 35.7 27.1 35.7 1 0 0 1,352.6661
B_11 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 4 4 7 15.30% LVTDCVAAMNPDAVLR 202 217 66.0 27.5 53.1 2 0 0 1,760.8671
B_11 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 4 4 7 15.30% IIQLIEGK 225 232 33.9 25.0 17.5 2 0 0 913.5719
C_11 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 2 2 4 7.47% LVASAYSIAQK 11 21 49.1 26.9 45.3 2 0 0 1,150.6466
C_11 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 2 2 4 7.47% VIAEGDLGIVEK 29 40 57.8 27.3 54.5 2 0 0 1,242.6942
D_18 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 2 2 4 6.49% VIAEGDLGIVEK 29 40 44.3 27.3 25.8 2 0 0 1,242.6942
D_18 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 2 2 4 6.49% IIQLIEGK 225 232 26.4 25.0 22.5 2 0 0 913.5719
L_07 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 2 2 4 7.47% LVASAYSIAQK 11 21 57.1 26.4 35.6 2 0 0 1,150.6466
L_07 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 2 2 4 7.47% VIAEGDLGIVEK 29 40 50.6 26.9 47.3 2 0 0 1,242.6942
M_07 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 2 2 2 7.47% LVASAYSIAQK 11 21 24.1 26.4 24.1 1 0 0 1,150.6466
M_07 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 2 2 2 7.47% VIAEGDLGIVEK 29 40 35.1 26.9 31.2 1 0 0 1,242.6942
Q_07 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 2 2 4 7.47% LVASAYSIAQK 11 21 58.9 26.1 38.6 2 0 0 1,150.6466
Q_07 3'(2'),5'‐bisphosphate nucleotidase 1 BPNT1_HUMAN 33,393 2 2 4 7.47% VIAEGDLGIVEK 29 40 49.7 26.6 43.5 2 0 0 1,242.6942
A_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 4 5 19 35.00% IIRYFYNAK 53 61 41.3 28.1 29.6 3 0 0 1,187.6571
A_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 4 5 19 35.00% AGLCQTFVYGGCR 62 74 71.1 25.0 70.7 12 2 0 1,488.6724
A_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 4 5 19 35.00% AGLCQTFVYGGCRAK 62 76 19.4 25.8 17.3 0 1 0 1,687.8045
A_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 4 5 19 35.00% NNFKSAEDCMR 78 88 22.9 25.0 20.5 0 1 0 1,371.5780
A_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% IIRYFYNAK 53 61 27.5 28.1 11.0 2 0 0 1,187.6571
A_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% AGLCQTFVYGGCR 62 74 33.7 25.0 27.9 0 2 0 1,488.6724
B_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 2 22.00% IIRYFYNAK 53 61 28.6 28.0 15.6 1 0 0 1,187.6571
B_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 2 22.00% AGLCQTFVYGGCR 62 74 30.7 25.0 26.0 0 1 0 1,488.6724
B_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 20 22.00% IIRYFYNAK 53 61 42.1 28.2 33.6 2 0 0 1,187.6571
B_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 20 22.00% AGLCQTFVYGGCR 62 74 62.8 25.0 57.3 16 2 0 1,488.6724
B_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% IIRYFYNAK 53 61 26.7 28.1 17.8 2 0 0 1,187.6571
B_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% AGLCQTFVYGGCR 62 74 43.9 25.0 41.3 0 2 0 1,488.6724
C_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 3 22.00% IIRYFYNAK 53 61 37.7 28.4 22.0 1 0 0 1,187.6571
C_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 3 22.00% AGLCQTFVYGGCR 62 74 41.0 25.0 41.0 0 2 0 1,488.6724



C_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 5 22.00% IIRYFYNAK 53 61 35.6 28.2 23.3 1 0 0 1,187.6571
C_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 5 22.00% AGLCQTFVYGGCR 62 74 65.0 25.0 58.4 2 2 0 1,488.6724
D_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 3 4 10 24.00% IIRYFYNAK 53 61 41.8 27.5 35.8 3 0 0 1,187.6571
D_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 3 4 10 24.00% AGLCQTFVYGGCR 62 74 69.1 25.0 69.1 4 2 0 1,488.6724
D_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 3 4 10 24.00% AGLCQTFVYGGCRAK 62 76 20.9 25.5 18.0 0 1 0 1,687.8045
E_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 7 22.00% IIRYFYNAK 53 61 26.3 28.7 14.0 1 0 0 1,187.6571
E_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 7 22.00% AGLCQTFVYGGCR 62 74 75.7 25.0 74.8 4 2 0 1,488.6724
F_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% IIRYFYNAK 53 61 32.0 28.1 25.5 2 0 0 1,187.6571
F_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% AGLCQTFVYGGCR 62 74 87.0 25.0 84.8 2 0 0 1,488.6724
F_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 3 22.00% IIRYFYNAK 53 61 26.6 28.0 7.4 1 0 0 1,187.6571
F_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 3 22.00% AGLCQTFVYGGCR 62 74 62.0 25.0 60.3 2 0 0 1,488.6724
F_04 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% IIRYFYNAK 53 61 31.5 28.1 18.2 2 0 0 1,187.6571
F_04 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% AGLCQTFVYGGCR 62 74 63.9 25.0 61.5 2 0 0 1,488.6724
F_05 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% IIRYFYNAK 53 61 37.9 28.1 30.0 2 0 0 1,187.6571
F_05 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% AGLCQTFVYGGCR 62 74 79.9 25.0 77.6 2 0 0 1,488.6724
F_06 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% IIRYFYNAK 53 61 31.7 28.4 20.2 2 0 0 1,187.6571
F_06 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% AGLCQTFVYGGCR 62 74 73.1 25.0 71.4 2 0 0 1,488.6724
G_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 3 22.00% IIRYFYNAK 53 61 21.9 28.1 7.6 1 0 0 1,187.6571
G_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 3 22.00% AGLCQTFVYGGCR 62 74 68.9 25.0 50.5 2 0 0 1,488.6724
G_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% IIRYFYNAK 53 61 37.5 28.1 25.8 2 0 0 1,187.6571
G_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 4 22.00% AGLCQTFVYGGCR 62 74 51.5 25.0 38.2 2 0 0 1,488.6724
G_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 3 22.00% IIRYFYNAK 53 61 18.9 27.6 2.0 1 0 0 1,187.6571
G_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 3 22.00% AGLCQTFVYGGCR 62 74 57.2 25.0 45.2 2 0 0 1,488.6724
H_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 22 22.00% IIRYFYNAK 53 61 42.6 28.1 31.6 4 0 0 1,187.6571
H_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 22 22.00% AGLCQTFVYGGCR 62 74 89.7 25.0 82.4 16 2 0 1,488.6724
H_23 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 6 22.00% IIRYFYNAK 53 61 23.3 28.1 14.7 1 0 0 1,187.6571
H_23 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 6 22.00% AGLCQTFVYGGCR 62 74 65.3 25.0 62.5 5 0 0 1,488.6724
H_24 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 12 22.00% IIRYFYNAK 53 61 35.1 28.1 23.9 2 0 0 1,187.6571
H_24 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 12 22.00% AGLCQTFVYGGCR 62 74 76.8 25.0 63.2 10 0 0 1,488.6724
I_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 4 5 29 25.00% IIRYFYNAK 53 61 32.3 28.1 22.4 3 0 0 1,187.6571
I_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 4 5 29 25.00% AGLCQTFVYGGCR 62 74 79.2 25.0 67.2 20 3 0 1,488.6724
I_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 4 5 29 25.00% AGLCQTFVYGGCRAK 62 76 64.6 26.3 61.8 2 0 0 1,687.8045
I_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 4 5 29 25.00% AGLCQTFVYGGCRAKR 62 77 22.2 27.0 15.7 0 1 0 1,843.9056
I_04 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 10 22.00% IIRYFYNAK 53 61 28.1 28.0 21.4 2 0 0 1,187.6571
I_04 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 10 22.00% AGLCQTFVYGGCR 62 74 75.7 25.0 64.7 6 2 0 1,488.6724
I_24 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 3 4 11 24.00% IIRYFYNAK 53 61 24.8 28.1 6.6 1 0 0 1,187.6571
I_24 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 3 4 11 24.00% AGLCQTFVYGGCR 62 74 79.5 25.0 68.5 7 2 0 1,488.6724
I_24 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 3 4 11 24.00% AGLCQTFVYGGCRAK 62 76 23.1 25.9 19.7 0 1 0 1,687.8045
J_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 21 22.00% IIRYFYNAK 53 61 32.0 27.6 21.0 2 0 0 1,187.6571
J_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 21 22.00% AGLCQTFVYGGCR 62 74 66.8 25.0 46.1 16 3 0 1,488.6724
J_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 16 22.00% IIRYFYNAK 53 61 24.0 28.5 6.7 1 0 0 1,187.6571
J_02 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 2 16 22.00% AGLCQTFVYGGCR 62 74 66.2 25.0 44.8 15 0 0 1,488.6724
J_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 10 22.00% IIRYFYNAK 53 61 27.3 28.1 12.7 1 0 0 1,187.6571
J_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 10 22.00% AGLCQTFVYGGCR 62 74 73.2 25.0 61.3 7 2 0 1,488.6724
J_24 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 12 22.00% IIRYFYNAK 53 61 28.2 27.6 21.6 2 0 0 1,187.6571
J_24 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 12 22.00% AGLCQTFVYGGCR 62 74 80.4 25.0 69.0 8 2 0 1,488.6724
K_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 3 4 31 24.00% IIRYFYNAK 53 61 31.0 28.0 16.0 2 0 0 1,187.6571
K_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 3 4 31 24.00% AGLCQTFVYGGCR 62 74 71.6 25.0 70.5 21 6 0 1,488.6724
K_01 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 3 4 31 24.00% AGLCQTFVYGGCRAK 62 76 46.0 26.3 40.4 2 0 0 1,687.8045
K_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 17 22.00% IIRYFYNAK 53 61 37.3 28.1 24.8 2 0 0 1,187.6571
K_03 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 17 22.00% AGLCQTFVYGGCR 62 74 81.9 25.0 80.3 13 2 0 1,488.6724
K_04 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 7 22.00% IIRYFYNAK 53 61 23.4 28.1 15.6 1 0 0 1,187.6571
K_04 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 7 22.00% AGLCQTFVYGGCR 62 74 77.9 25.0 67.0 4 2 0 1,488.6724
K_24 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 11 22.00% IIRYFYNAK 53 61 35.3 28.0 28.1 1 0 0 1,187.6571
K_24 Pancreatic trypsin inhibitor BPT1_BOVIN 10,903 2 3 11 22.00% AGLCQTFVYGGCR 62 74 66.0 25.0 63.7 8 2 0 1,488.6724
A_23 E3 ubiquitin‐protein ligase BRE1B BRE1B_HUMAN 113,653 2 2 3 2.30% ISLEYSELQDK 254 264 48.7 27.4 42.0 2 0 0 1,324.6632
A_23 E3 ubiquitin‐protein ligase BRE1B BRE1B_HUMAN 113,653 2 2 3 2.30% SQVDAQLLTVQK 819 830 34.8 27.9 24.5 1 0 0 1,329.7374
A_13 BRO1 domain‐containing protein BROX BROX_HUMAN 46,478 2 2 4 6.33% ADHTLSSLEPAYSAK 223 237 50.6 27.9 42.5 2 0 0 1,589.7806
A_13 BRO1 domain‐containing protein BROX BROX_HUMAN 46,478 2 2 4 6.33% IPTEAPQLELK 335 345 29.3 25.1 26.2 2 0 0 1,238.6993
C_12 BRO1 domain‐containing protein BROX BROX_HUMAN 46,478 2 2 4 4.87% ENGFIYFQK 326 334 30.2 26.6 21.0 2 0 0 1,145.5626
C_12 BRO1 domain‐containing protein BROX BROX_HUMAN 46,478 2 2 4 4.87% IPTEAPQLELK 335 345 54.1 25.6 40.7 2 0 0 1,238.6993
I_11 BRO1 domain‐containing protein BROX BROX_HUMAN 46,478 2 2 3 4.87% ENGFIYFQK 326 334 30.5 26.7 20.6 1 0 0 1,145.5626
I_11 BRO1 domain‐containing protein BROX BROX_HUMAN 46,478 2 2 3 4.87% IPTEAPQLELK 335 345 55.2 25.3 42.6 2 0 0 1,238.6993
A_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 6 6 12 22.60% LNQPPEDGISSVK 9 21 45.4 27.3 42.1 2 0 0 1,383.7116
A_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 6 6 12 22.60% MHDLNTDQENLVGTHDAPIR 81 100 60.0 25.0 57.5 0 2 0 2,292.0677
A_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 6 6 12 22.60% TPCNAGTFSQPEK 127 139 75.8 25.0 67.5 2 0 0 1,436.6476
A_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 6 6 12 22.60% VYTLSVSGDR 140 149 51.1 26.0 39.4 2 0 0 1,096.5633
A_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 6 6 12 22.60% VLVWDLR 159 165 28.9 28.8 16.8 2 0 0 900.5302
A_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 6 6 12 22.60% QGYVLSSIEGR 192 202 50.1 27.7 39.7 2 0 0 1,208.6270
A_12 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 5 9.76% VLVWDLR 159 165 29.9 28.6 16.8 1 0 0 900.5302
A_12 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 5 9.76% QGYVLSSIEGR 192 202 30.5 28.3 23.8 2 0 0 1,208.6270
A_12 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 5 9.76% VAVEYLDPSPEVQK 203 216 43.1 28.3 36.3 2 0 0 1,573.8109
B_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 7 7 12 23.80% LNQPPEDGISSVK 9 21 38.0 27.3 29.7 2 0 0 1,383.7116
B_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 7 7 12 23.80% LYDVPANSMR 41 50 21.2 25.9 5.4 1 0 0 1,181.5620
B_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 7 7 12 23.80% TPCNAGTFSQPEK 127 139 50.8 25.0 47.7 2 0 0 1,436.6476
B_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 7 7 12 23.80% VYTLSVSGDR 140 149 51.6 26.0 38.6 2 0 0 1,096.5633
B_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 7 7 12 23.80% VLVWDLR 159 165 32.5 28.6 17.0 1 0 0 900.5302
B_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 7 7 12 23.80% QGYVLSSIEGR 192 202 48.3 27.7 39.2 2 0 0 1,208.6270
B_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 7 7 12 23.80% VAVEYLDPSPEVQK 203 216 55.2 28.2 45.6 2 0 0 1,573.8109
C_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 5 5 7 17.40% LNQPPEDGISSVK 9 21 25.6 27.1 16.8 1 0 0 1,383.7116
C_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 5 5 7 17.40% TPCNAGTFSQPEK 127 139 51.1 25.0 47.7 2 0 0 1,436.6476
C_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 5 5 7 17.40% VYTLSVSGDR 140 149 51.0 26.0 40.6 2 0 0 1,096.5633
C_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 5 5 7 17.40% VLVWDLR 159 165 31.7 28.6 24.9 1 0 0 900.5302
C_11 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 5 5 7 17.40% VAVEYLDPSPEVQK 203 216 43.0 28.1 35.3 1 0 0 1,573.8109
D_18 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 2 2 3 5.18% VYTLSVSGDR 140 149 51.6 26.2 40.5 2 0 0 1,096.5633
D_18 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 2 2 3 5.18% VLVWDLR 159 165 23.9 26.7 10.9 1 0 0 900.5302
F_13 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 4 4 8 13.70% LNQPPEDGISSVK 9 21 42.0 26.9 39.0 2 0 0 1,383.7116
F_13 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 4 4 8 13.70% VLVWDLR 159 165 36.6 28.6 21.5 2 0 0 900.5302
F_13 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 4 4 8 13.70% QGYVLSSIEGR 192 202 74.1 28.2 63.2 2 0 0 1,208.6270
F_13 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 4 4 8 13.70% VAVEYLDPSPEVQK 203 216 55.7 28.5 49.5 2 0 0 1,573.8109
G_13 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 4 4 6 12.50% LNQPPEDGISSVK 9 21 31.4 27.7 31.1 2 0 0 1,383.7116
G_13 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 4 4 6 12.50% VYTLSVSGDR 140 149 63.1 26.4 51.3 2 0 0 1,096.5633
G_13 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 4 4 6 12.50% VLVWDLR 159 165 22.5 29.1 7.4 1 0 0 900.5302
G_13 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 4 4 6 12.50% QGYVLSSIEGR 192 202 64.9 27.8 49.0 1 0 0 1,208.6270
H_09 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 5 11.30% LNQPPEDGISSVK 9 21 43.5 27.3 39.7 1 0 0 1,383.7116
H_09 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 5 11.30% VYTLSVSGDR 140 149 46.8 25.7 39.7 2 0 0 1,096.5633
H_09 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 5 11.30% VAVEYLDPSPEVQK 203 216 41.4 28.5 37.6 2 0 0 1,573.8109
I_09 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 5 11.30% LNQPPEDGISSVK 9 21 28.9 27.6 25.7 2 0 0 1,383.7116
I_09 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 5 11.30% VYTLSVSGDR 140 149 33.2 25.7 26.7 1 0 0 1,096.5633
I_09 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 5 11.30% VAVEYLDPSPEVQK 203 216 50.1 28.5 43.0 2 0 0 1,573.8109
J_09 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 4 11.30% LNQPPEDGISSVK 9 21 32.6 27.6 26.4 1 0 0 1,383.7116
J_09 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 4 11.30% VYTLSVSGDR 140 149 22.1 26.7 10.3 1 0 0 1,096.5633
J_09 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 4 11.30% VAVEYLDPSPEVQK 203 216 62.0 28.2 55.5 2 0 0 1,573.8109
K_09 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 6 11.30% LNQPPEDGISSVK 9 21 39.7 27.5 37.8 2 0 0 1,383.7116
K_09 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 6 11.30% VYTLSVSGDR 140 149 37.2 26.4 29.1 2 0 0 1,096.5633
K_09 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 3 3 6 11.30% VAVEYLDPSPEVQK 203 216 38.9 28.4 28.0 2 0 0 1,573.8109
K_10 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 2 2 3 6.40% VLVWDLR 159 165 26.1 28.6 12.5 1 0 0 900.5302
K_10 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 2 2 3 6.40% VAVEYLDPSPEVQK 203 216 44.4 28.2 42.5 2 0 0 1,573.8109
L_07 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 2 2 4 7.32% VYTLSVSGDR 140 149 62.7 26.4 47.9 2 0 0 1,096.5633
L_07 Mitotic checkpoint protein BUB3 BUB3_HUMAN 36,955 2 2 4 7.32% VAVEYLDPSPEVQK 203 216 52.6 28.4 46.9 2 0 0 1,573.8109
A_13 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 3 3 4 7.40% DINAVAASLR 198 207 41.0 28.7 30.5 1 0 0 1,029.5687
A_13 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 3 3 4 7.40% EELVAEQAIK 310 319 45.5 27.8 0.0 2 0 0 1,129.6100



A_13 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 3 3 4 7.40% AEVLSEEPILK 369 379 48.6 27.1 44.3 1 0 0 1,227.6832
B_12 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 2 2 4 5.01% EGVSAAFAVK 179 188 32.9 27.8 21.0 2 0 0 978.5254
B_12 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 2 2 4 5.01% AEVLSEEPILK 369 379 49.3 26.5 22.3 2 0 0 1,227.6832
B_13 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 3 3 4 7.16% LMELFPANK 215 223 26.9 28.6 16.1 1 0 0 1,062.5653
B_13 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 3 3 4 7.16% EELVAEQAIK 310 319 34.3 27.8 0.0 2 0 0 1,129.6100
B_13 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 3 3 4 7.16% AEVLSEEPILK 369 379 39.8 26.3 26.3 1 0 0 1,227.6832
K_11 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 2 2 3 5.01% EGVSAAFAVK 179 188 23.8 27.1 17.0 1 0 0 978.5254
K_11 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 2 2 3 5.01% AEVLSEEPILK 369 379 36.8 26.6 28.6 2 0 0 1,227.6832
L_08 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 2 2 4 5.01% EELVAEQAIK 310 319 48.2 28.8 0.0 2 0 0 1,129.6100
L_08 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 2 2 4 5.01% AEVLSEEPILK 369 379 41.6 26.4 22.5 2 0 0 1,227.6832
M_08 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 2 2 3 5.01% EELVAEQAIK 310 319 27.5 29.0 0.0 1 0 0 1,129.6100
M_08 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 2 2 3 5.01% AEVLSEEPILK 369 379 43.9 26.4 30.0 2 0 0 1,227.6832
P_08 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 2 2 2 5.01% EELVAEQAIK 310 319 25.3 28.6 0.0 1 0 0 1,129.6100
P_08 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 2 2 2 5.01% AEVLSEEPILK 369 379 24.6 26.2 11.3 1 0 0 1,227.6832
Q_08 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 2 2 2 5.01% EELVAEQAIK 310 319 37.2 28.9 0.0 1 0 0 1,129.6100
Q_08 Basic leucine zipper and W2 domain‐containing protein 1 BZW1_HUMAN 48,045 2 2 2 5.01% AEVLSEEPILK 369 379 44.6 26.5 29.0 1 0 0 1,227.6832
K_11 Basic leucine zipper and W2 domain‐containing protein 2 BZW2_HUMAN 48,164 2 2 3 4.77% LLELFPVNR 216 224 33.0 27.6 21.6 2 0 0 1,100.6463
K_11 Basic leucine zipper and W2 domain‐containing protein 2 BZW2_HUMAN 48,164 2 2 3 4.77% ADVLSEEAILK 370 380 47.6 28.7 37.9 1 0 0 1,187.6519
K_03 Protein C10 C10_HUMAN 13,719 2 2 3 22.20% AYGFSCDGEGVLK 68 80 26.0 25.0 26.0 1 0 0 1,402.6309
K_03 Protein C10 C10_HUMAN 13,719 2 2 3 22.20% SYEAQDPEIASLSGK 87 101 67.9 26.7 65.6 2 0 0 1,594.7596
B_08 Complement component 1 Q subcomponent‐binding protein, mitochondrial C1QBP_HUMAN 31,363 2 2 4 9.93% MSGGWELELNGTEAK 105 119 87.5 25.0 84.7 2 0 0 1,637.7478
B_08 Complement component 1 Q subcomponent‐binding protein, mitochondrial C1QBP_HUMAN 31,363 2 2 4 9.93% EVSFQSTGESEWK 208 220 73.4 25.0 61.5 2 0 0 1,513.6805
N_05 Complement component 1 Q subcomponent‐binding protein, mitochondrial C1QBP_HUMAN 31,363 2 2 3 9.93% MSGGWELELNGTEAK 105 119 69.9 25.1 59.9 1 0 0 1,637.7478
N_05 Complement component 1 Q subcomponent‐binding protein, mitochondrial C1QBP_HUMAN 31,363 2 2 3 9.93% EVSFQSTGESEWK 208 220 76.2 25.0 71.3 2 0 0 1,513.6805
O_05 Complement component 1 Q subcomponent‐binding protein, mitochondrial C1QBP_HUMAN 31,363 2 2 4 9.93% MSGGWELELNGTEAK 105 119 73.1 25.2 70.4 2 0 0 1,637.7478
O_05 Complement component 1 Q subcomponent‐binding protein, mitochondrial C1QBP_HUMAN 31,363 2 2 4 9.93% EVSFQSTGESEWK 208 220 69.7 25.0 62.7 2 0 0 1,513.6805
A_18 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% LSAAEAQNHCNQNGGNLATVK 44 64 63.8 26.1 61.2 0 2 0 2,197.0415
A_18 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% FWIGLQR 93 99 30.2 27.7 17.7 2 0 0 919.5149
A_18 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% CLDPSLPLK 104 112 21.9 27.7 10.2 1 0 0 1,042.5604
A_18 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% LLDDLVTCASR 293 303 51.7 27.7 50.7 2 0 0 1,262.6411
A_19 Complement component C1q receptor C1QR1_HUMAN 68,559 5 6 13 9.05% LSAAEAQNHCNQNGGNLATVK 44 64 60.1 26.0 56.2 2 2 0 2,197.0415
A_19 Complement component C1q receptor C1QR1_HUMAN 68,559 5 6 13 9.05% FWIGLQR 93 99 35.0 27.7 22.6 2 0 0 919.5149
A_19 Complement component C1q receptor C1QR1_HUMAN 68,559 5 6 13 9.05% CLDPSLPLK 104 112 39.6 27.6 25.3 2 0 0 1,042.5604
A_19 Complement component C1q receptor C1QR1_HUMAN 68,559 5 6 13 9.05% DETQSHYFLCK 231 241 43.3 25.0 39.4 2 0 0 1,427.6261
A_19 Complement component C1q receptor C1QR1_HUMAN 68,559 5 6 13 9.05% LLDDLVTCASR 293 303 79.5 27.8 75.9 3 0 0 1,262.6411
A_20 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 6 5.98% LSAAEAQNHCNQNGGNLATVK 44 64 55.5 26.1 48.6 0 2 0 2,197.0415
A_20 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 6 5.98% FWIGLQR 93 99 30.0 27.7 18.2 2 0 0 919.5149
A_20 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 6 5.98% LLDDLVTCASR 293 303 80.0 28.4 75.5 2 0 0 1,262.6411
A_21 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 6 5.98% LSAAEAQNHCNQNGGNLATVK 44 64 35.4 26.0 33.2 0 2 0 2,197.0415
A_21 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 6 5.98% FWIGLQR 93 99 24.5 27.7 13.4 2 0 0 919.5149
A_21 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 6 5.98% LLDDLVTCASR 293 303 85.4 28.2 80.6 2 0 0 1,262.6411
B_18 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 5 5.98% LSAAEAQNHCNQNGGNLATVK 44 64 58.4 26.3 58.4 0 1 0 2,197.0415
B_18 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 5 5.98% FWIGLQR 93 99 32.2 27.7 20.1 2 0 0 919.5149
B_18 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 5 5.98% LLDDLVTCASR 293 303 79.3 28.4 76.2 2 0 0 1,262.6411
B_19 Complement component C1q receptor C1QR1_HUMAN 68,559 4 5 12 7.67% LSAAEAQNHCNQNGGNLATVK 44 64 66.0 26.3 66.0 2 2 0 2,197.0415
B_19 Complement component C1q receptor C1QR1_HUMAN 68,559 4 5 12 7.67% FWIGLQR 93 99 39.8 27.7 24.3 2 0 0 919.5149
B_19 Complement component C1q receptor C1QR1_HUMAN 68,559 4 5 12 7.67% DETQSHYFLCK 231 241 48.8 25.0 43.8 2 0 0 1,427.6261
B_19 Complement component C1q receptor C1QR1_HUMAN 68,559 4 5 12 7.67% LLDDLVTCASR 293 303 79.9 28.4 77.3 4 0 0 1,262.6411
B_20 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% LSAAEAQNHCNQNGGNLATVK 44 64 49.3 26.3 42.1 0 2 0 2,197.0415
B_20 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% FWIGLQR 93 99 25.8 28.5 13.8 2 0 0 919.5149
B_20 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% CLDPSLPLK 104 112 32.8 27.7 19.3 1 0 0 1,042.5604
B_20 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% LLDDLVTCASR 293 303 60.5 28.4 56.6 2 0 0 1,262.6411
B_21 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% LSAAEAQNHCNQNGGNLATVK 44 64 42.4 26.3 39.5 0 2 0 2,197.0415
B_21 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% FWIGLQR 93 99 30.4 27.7 18.9 2 0 0 919.5149
B_21 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% CLDPSLPLK 104 112 28.6 27.7 18.2 1 0 0 1,042.5604
B_21 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% LLDDLVTCASR 293 303 88.0 28.4 84.2 2 0 0 1,262.6411
C_10 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 47.5 26.1 33.7 0 2 0 2,197.0415
C_10 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 54.8 28.4 52.6 2 0 0 1,262.6411
C_12 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.29% LSAAEAQNHCNQNGGNLATVK 44 64 49.3 26.0 44.5 0 2 0 2,197.0415
C_12 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.29% FWIGLQR 93 99 21.8 27.7 15.6 1 0 0 919.5149
C_13 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 43.5 26.0 30.7 0 2 0 2,197.0415
C_13 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 61.8 28.4 56.2 1 0 0 1,262.6411
C_18 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 8 7.36% LSAAEAQNHCNQNGGNLATVK 44 64 51.5 26.1 44.0 0 2 0 2,197.0415
C_18 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 8 7.36% FWIGLQR 93 99 33.7 27.7 20.1 2 0 0 919.5149
C_18 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 8 7.36% CLDPSLPLK 104 112 28.9 27.6 16.6 2 0 0 1,042.5604
C_18 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 8 7.36% LLDDLVTCASR 293 303 92.4 28.4 87.2 2 0 0 1,262.6411
C_19 Complement component C1q receptor C1QR1_HUMAN 68,559 8 9 22 13.30% LSAAEAQNHCNQNGGNLATVK 44 64 64.7 26.0 52.1 2 2 0 2,197.0415
C_19 Complement component C1q receptor C1QR1_HUMAN 68,559 8 9 22 13.30% VLAQLLRR 75 82 37.0 25.0 26.6 2 0 0 968.6364
C_19 Complement component C1q receptor C1QR1_HUMAN 68,559 8 9 22 13.30% FWIGLQR 93 99 37.6 27.6 23.6 2 0 0 919.5149
C_19 Complement component C1q receptor C1QR1_HUMAN 68,559 8 9 22 13.30% CLDPSLPLK 104 112 37.3 26.5 25.4 2 0 0 1,042.5604
C_19 Complement component C1q receptor C1QR1_HUMAN 68,559 8 9 22 13.30% DETQSHYFLCK 231 241 53.8 25.0 49.5 2 0 0 1,427.6261
C_19 Complement component C1q receptor C1QR1_HUMAN 68,559 8 9 22 13.30% EKAPDVFDWGSSGPLCVSPK 242 261 38.1 26.7 33.8 0 2 0 2,176.0382
C_19 Complement component C1q receptor C1QR1_HUMAN 68,559 8 9 22 13.30% APDVFDWGSSGPLCVSPK 244 261 60.7 25.9 56.1 2 0 0 1,918.9006
C_19 Complement component C1q receptor C1QR1_HUMAN 68,559 8 9 22 13.30% LLDDLVTCASR 293 303 79.4 27.7 75.4 6 0 0 1,262.6411
C_20 Complement component C1q receptor C1QR1_HUMAN 68,559 6 7 11 10.30% LSAAEAQNHCNQNGGNLATVK 44 64 49.5 26.1 45.2 2 2 0 2,197.0415
C_20 Complement component C1q receptor C1QR1_HUMAN 68,559 6 7 11 10.30% VLAQLLRR 75 82 22.1 25.0 10.5 1 0 0 968.6364
C_20 Complement component C1q receptor C1QR1_HUMAN 68,559 6 7 11 10.30% FWIGLQR 93 99 31.6 27.7 19.7 2 0 0 919.5149
C_20 Complement component C1q receptor C1QR1_HUMAN 68,559 6 7 11 10.30% CLDPSLPLK 104 112 28.9 27.6 18.8 1 0 0 1,042.5604
C_20 Complement component C1q receptor C1QR1_HUMAN 68,559 6 7 11 10.30% DETQSHYFLCK 231 241 23.3 25.0 23.3 1 0 0 1,427.6261
C_20 Complement component C1q receptor C1QR1_HUMAN 68,559 6 7 11 10.30% LLDDLVTCASR 293 303 79.8 28.4 77.4 2 0 0 1,262.6411
C_21 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 55.2 26.2 50.4 0 2 0 2,197.0415
C_21 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 72.1 27.8 70.4 2 0 0 1,262.6411
C_22 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 19.1 26.1 15.4 0 1 0 2,197.0415
C_22 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 58.7 28.4 46.9 2 0 0 1,262.6411
D_26 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 6 8.74% LSAAEAQNHCNQNGGNLATVK 44 64 44.4 26.1 41.0 0 1 0 2,197.0415
D_26 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 6 8.74% FWIGLQR 93 99 36.0 28.6 0.0 2 0 0 919.5149
D_26 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 6 8.74% APDVFDWGSSGPLCVSPK 244 261 55.9 25.0 50.6 1 0 0 1,918.9006
D_26 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 6 8.74% LLDDLVTCASR 293 303 85.5 27.7 83.2 2 0 0 1,262.6411
D_27 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.29% LSAAEAQNHCNQNGGNLATVK 44 64 35.2 26.0 29.2 0 1 0 2,197.0415
D_27 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.29% FWIGLQR 93 99 38.2 28.6 0.0 2 0 0 919.5149
E_26 Complement component C1q receptor C1QR1_HUMAN 68,559 5 5 9 9.05% LSAAEAQNHCNQNGGNLATVK 44 64 60.3 26.2 58.3 0 2 0 2,197.0415
E_26 Complement component C1q receptor C1QR1_HUMAN 68,559 5 5 9 9.05% FWIGLQR 93 99 40.4 28.6 0.0 2 0 0 919.5149
E_26 Complement component C1q receptor C1QR1_HUMAN 68,559 5 5 9 9.05% EKAPDVFDWGSSGPLCVSPK 242 261 46.1 26.4 45.5 0 1 0 2,176.0382
E_26 Complement component C1q receptor C1QR1_HUMAN 68,559 5 5 9 9.05% APDVFDWGSSGPLCVSPK 244 261 67.9 25.0 66.4 2 0 0 1,918.9006
E_26 Complement component C1q receptor C1QR1_HUMAN 68,559 5 5 9 9.05% LLDDLVTCASR 293 303 93.4 27.8 89.0 2 0 0 1,262.6411
E_27 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 2.76% FWIGLQR 93 99 38.6 28.6 0.0 2 0 0 919.5149
E_27 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 2.76% LLDDLVTCASR 293 303 85.9 27.8 82.6 2 0 0 1,262.6411
F_10 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 42.7 26.4 39.5 0 2 0 2,197.0415
F_10 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 53.9 28.4 52.0 1 0 0 1,262.6411
F_12 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 51.5 26.1 51.0 0 2 0 2,197.0415
F_12 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 72.6 28.2 70.3 2 0 0 1,262.6411
G_12 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 38.7 26.5 38.7 0 2 0 2,197.0415
G_12 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 60.0 28.3 57.5 2 0 0 1,262.6411
G_14 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.60% LSAAEAQNHCNQNGGNLATVK 44 64 54.2 26.5 47.9 0 2 0 2,197.0415
G_14 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.60% CLDPSLPLK 104 112 22.4 27.6 13.5 1 0 0 1,042.5604
G_15 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 59.9 26.5 49.4 0 1 0 2,197.0415
G_15 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 76.8 28.3 71.3 2 0 0 1,262.6411
G_16 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 38.2 26.6 32.3 0 1 0 2,197.0415
G_16 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 86.2 28.3 81.8 2 0 0 1,262.6411
H_15 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 4 5.98% LSAAEAQNHCNQNGGNLATVK 44 64 42.5 26.3 39.0 0 2 0 2,197.0415
H_15 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 4 5.98% FWIGLQR 93 99 27.7 27.7 16.9 1 0 0 919.5149
H_15 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 4 5.98% LLDDLVTCASR 293 303 55.2 27.7 50.7 1 0 0 1,262.6411



H_16 Complement component C1q receptor C1QR1_HUMAN 68,559 3 4 6 5.98% LSAAEAQNHCNQNGGNLATVK 44 64 41.5 26.4 38.7 2 1 0 2,197.0415
H_16 Complement component C1q receptor C1QR1_HUMAN 68,559 3 4 6 5.98% FWIGLQR 93 99 33.9 28.5 20.0 1 0 0 919.5149
H_16 Complement component C1q receptor C1QR1_HUMAN 68,559 3 4 6 5.98% LLDDLVTCASR 293 303 80.0 28.4 76.3 2 0 0 1,262.6411
H_20 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 4 6.29% LSAAEAQNHCNQNGGNLATVK 44 64 24.8 26.4 22.1 0 1 0 2,197.0415
H_20 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 4 6.29% CLDPSLPLK 104 112 31.0 27.3 14.8 1 0 0 1,042.5604
H_20 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 4 6.29% LLDDLVTCASR 293 303 68.1 28.4 65.5 2 0 0 1,262.6411
H_21 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 33.6 26.3 25.7 0 1 0 2,197.0415
H_21 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 72.8 28.2 68.8 2 0 0 1,262.6411
H_23 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 40.0 26.4 30.8 0 1 0 2,197.0415
H_23 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 61.5 28.4 59.3 2 0 0 1,262.6411
I_09 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 32.2 26.6 26.2 0 2 0 2,197.0415
I_09 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 67.8 28.4 63.1 2 0 0 1,262.6411
I_15 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% LSAAEAQNHCNQNGGNLATVK 44 64 47.5 26.3 40.2 0 2 0 2,197.0415
I_15 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% FWIGLQR 93 99 31.4 27.7 20.1 2 0 0 919.5149
I_15 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% CLDPSLPLK 104 112 28.9 27.7 19.0 1 0 0 1,042.5604
I_15 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 7 7.36% LLDDLVTCASR 293 303 85.4 28.4 80.7 2 0 0 1,262.6411
I_16 Complement component C1q receptor C1QR1_HUMAN 68,559 4 5 10 7.21% LSAAEAQNHCNQNGGNLATVK 44 64 62.8 26.6 56.6 2 2 0 2,197.0415
I_16 Complement component C1q receptor C1QR1_HUMAN 68,559 4 5 10 7.21% VLAQLLRR 75 82 18.3 25.0 13.6 1 0 0 968.6364
I_16 Complement component C1q receptor C1QR1_HUMAN 68,559 4 5 10 7.21% FWIGLQR 93 99 39.9 27.7 25.5 2 0 0 919.5149
I_16 Complement component C1q receptor C1QR1_HUMAN 68,559 4 5 10 7.21% LLDDLVTCASR 293 303 80.2 28.4 76.2 3 0 0 1,262.6411
I_17 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 4 5.98% LSAAEAQNHCNQNGGNLATVK 44 64 51.4 26.3 49.1 0 2 0 2,197.0415
I_17 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 4 5.98% FWIGLQR 93 99 33.4 27.7 19.8 1 0 0 919.5149
I_17 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 4 5.98% LLDDLVTCASR 293 303 65.4 28.4 62.0 1 0 0 1,262.6411
I_18 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 33.5 26.3 29.1 0 1 0 2,197.0415
I_18 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 73.7 28.4 68.9 2 0 0 1,262.6411
I_21 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 24.4 26.4 21.2 0 2 0 2,197.0415
I_21 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 85.6 28.4 82.1 2 0 0 1,262.6411
I_24 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 27.8 26.4 26.5 0 1 0 2,197.0415
I_24 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 68.3 28.4 62.3 2 0 0 1,262.6411
J_15 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 51.0 26.5 44.5 0 2 0 2,197.0415
J_15 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 61.1 28.3 57.6 2 0 0 1,262.6411
J_16 Complement component C1q receptor C1QR1_HUMAN 68,559 3 4 7 6.29% LSAAEAQNHCNQNGGNLATVK 44 64 37.4 26.5 29.0 1 2 0 2,197.0415
J_16 Complement component C1q receptor C1QR1_HUMAN 68,559 3 4 7 6.29% CLDPSLPLK 104 112 24.7 27.2 14.3 1 0 0 1,042.5604
J_16 Complement component C1q receptor C1QR1_HUMAN 68,559 3 4 7 6.29% LLDDLVTCASR 293 303 70.4 28.3 64.1 3 0 0 1,262.6411
J_17 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 5 6.29% LSAAEAQNHCNQNGGNLATVK 44 64 52.6 26.5 41.2 0 2 0 2,197.0415
J_17 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 5 6.29% CLDPSLPLK 104 112 25.6 27.6 19.5 1 0 0 1,042.5604
J_17 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 5 6.29% LLDDLVTCASR 293 303 62.4 28.3 55.8 2 0 0 1,262.6411
J_19 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 4 6.29% LSAAEAQNHCNQNGGNLATVK 44 64 27.1 26.5 18.5 0 1 0 2,197.0415
J_19 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 4 6.29% CLDPSLPLK 104 112 25.0 27.2 17.5 1 0 0 1,042.5604
J_19 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 4 6.29% LLDDLVTCASR 293 303 92.3 28.2 88.7 2 0 0 1,262.6411
J_20 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 29.5 26.6 25.4 0 1 0 2,197.0415
J_20 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 57.3 28.3 53.4 2 0 0 1,262.6411
J_21 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 52.5 26.6 46.2 0 1 0 2,197.0415
J_21 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 39.9 28.3 32.9 2 0 0 1,262.6411
J_22 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 16.2 26.7 0.0 0 2 0 2,197.0415
J_22 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 72.6 28.3 67.8 2 0 0 1,262.6411
J_24 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 25.7 26.4 18.0 0 1 0 2,197.0415
J_24 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 73.4 28.3 69.2 2 0 0 1,262.6411
K_09 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 39.8 26.4 34.3 0 2 0 2,197.0415
K_09 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 85.7 28.2 79.9 2 0 0 1,262.6411
K_15 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 6 5.98% LSAAEAQNHCNQNGGNLATVK 44 64 43.4 26.4 37.4 0 2 0 2,197.0415
K_15 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 6 5.98% FWIGLQR 93 99 33.5 27.8 21.4 2 0 0 919.5149
K_15 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 6 5.98% LLDDLVTCASR 293 303 78.4 28.2 72.0 2 0 0 1,262.6411
K_16 Complement component C1q receptor C1QR1_HUMAN 68,559 2 3 10 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 44.3 26.5 39.5 2 4 0 2,197.0415
K_16 Complement component C1q receptor C1QR1_HUMAN 68,559 2 3 10 4.91% LLDDLVTCASR 293 303 93.1 28.4 85.2 4 0 0 1,262.6411
K_17 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.60% LSAAEAQNHCNQNGGNLATVK 44 64 31.0 26.4 25.2 0 2 0 2,197.0415
K_17 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.60% CLDPSLPLK 104 112 24.0 27.7 10.5 1 0 0 1,042.5604
K_23 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 25.8 26.6 11.1 0 2 0 2,197.0415
K_23 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 58.4 28.2 53.1 2 0 0 1,262.6411
L_11 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 38.5 26.4 32.5 0 2 0 2,197.0415
L_11 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 79.9 28.3 77.3 2 0 0 1,262.6411
L_15 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 39.9 26.4 35.2 0 2 0 2,197.0415
L_15 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 71.5 28.3 68.0 2 0 0 1,262.6411
M_11 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 5 5.98% LSAAEAQNHCNQNGGNLATVK 44 64 44.5 26.4 40.7 0 2 0 2,197.0415
M_11 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 5 5.98% FWIGLQR 93 99 25.5 28.5 14.2 2 0 0 919.5149
M_11 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 5 5.98% LLDDLVTCASR 293 303 79.6 28.3 75.4 1 0 0 1,262.6411
M_12 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 57.2 26.3 51.5 0 2 0 2,197.0415
M_12 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 65.2 28.3 58.3 2 0 0 1,262.6411
M_15 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 42.6 26.4 42.6 0 2 0 2,197.0415
M_15 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 61.0 28.2 60.7 2 0 0 1,262.6411
N_10 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 35.0 26.6 29.6 0 2 0 2,197.0415
N_10 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 71.9 28.3 68.1 2 0 0 1,262.6411
N_11 Complement component C1q receptor C1QR1_HUMAN 68,559 5 5 8 9.05% LSAAEAQNHCNQNGGNLATVK 44 64 43.7 26.5 40.3 0 2 0 2,197.0415
N_11 Complement component C1q receptor C1QR1_HUMAN 68,559 5 5 8 9.05% FWIGLQR 93 99 23.7 27.9 12.4 1 0 0 919.5149
N_11 Complement component C1q receptor C1QR1_HUMAN 68,559 5 5 8 9.05% CLDPSLPLK 104 112 32.2 27.2 22.6 2 0 0 1,042.5604
N_11 Complement component C1q receptor C1QR1_HUMAN 68,559 5 5 8 9.05% DETQSHYFLCK 231 241 19.9 25.0 16.7 1 0 0 1,427.6261
N_11 Complement component C1q receptor C1QR1_HUMAN 68,559 5 5 8 9.05% LLDDLVTCASR 293 303 86.5 28.5 82.3 2 0 0 1,262.6411
N_12 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 6 6.29% LSAAEAQNHCNQNGGNLATVK 44 64 56.4 26.4 40.3 0 2 0 2,197.0415
N_12 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 6 6.29% CLDPSLPLK 104 112 25.6 27.6 16.3 2 0 0 1,042.5604
N_12 Complement component C1q receptor C1QR1_HUMAN 68,559 3 3 6 6.29% LLDDLVTCASR 293 303 85.5 28.5 80.5 2 0 0 1,262.6411
N_13 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 35.8 26.4 35.0 0 2 0 2,197.0415
N_13 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 55.2 28.2 51.7 2 0 0 1,262.6411
N_14 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 31.7 26.4 18.4 0 2 0 2,197.0415
N_14 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 71.9 28.3 66.5 2 0 0 1,262.6411
N_15 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 43.3 26.4 38.6 0 2 0 2,197.0415
N_15 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 86.1 28.3 75.8 2 0 0 1,262.6411
O_11 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 2.76% FWIGLQR 93 99 33.1 28.5 20.2 1 0 0 919.5149
O_11 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 2.76% LLDDLVTCASR 293 303 93.3 28.3 85.0 2 0 0 1,262.6411
P_11 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 6 7.36% LSAAEAQNHCNQNGGNLATVK 44 64 57.0 26.4 54.4 0 2 0 2,197.0415
P_11 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 6 7.36% FWIGLQR 93 99 27.6 27.9 15.5 1 0 0 919.5149
P_11 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 6 7.36% CLDPSLPLK 104 112 31.0 27.0 23.0 1 0 0 1,042.5604
P_11 Complement component C1q receptor C1QR1_HUMAN 68,559 4 4 6 7.36% LLDDLVTCASR 293 303 86.0 28.5 78.2 2 0 0 1,262.6411
P_12 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 34.0 26.5 31.0 0 2 0 2,197.0415
P_12 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 65.2 28.3 52.4 2 0 0 1,262.6411
Q_11 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 57.7 26.5 57.7 0 2 0 2,197.0415
Q_11 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 4 4.91% LLDDLVTCASR 293 303 85.7 28.2 77.5 2 0 0 1,262.6411
Q_15 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LSAAEAQNHCNQNGGNLATVK 44 64 30.4 26.5 20.5 0 1 0 2,197.0415
Q_15 Complement component C1q receptor C1QR1_HUMAN 68,559 2 2 3 4.91% LLDDLVTCASR 293 303 71.0 28.3 65.5 2 0 0 1,262.6411
A_07 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 5 7 23.50% GEAGPAGPTGPAGECSVPPR 84 103 32.7 25.7 32.7 1 0 0 1,863.8657
A_07 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 5 7 23.50% VPPPSDAPLPFDR 115 127 24.6 27.9 22.4 1 1 0 1,407.7269
A_07 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 5 7 23.50% VLVNEQGHYDAVTGK 128 142 67.1 27.9 55.4 2 0 0 1,629.8232
A_07 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 5 7 23.50% ASLQFDLVK 162 170 30.6 26.6 24.0 2 0 0 1,020.5725
B_07 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 2 2 4 9.88% VLVNEQGHYDAVTGK 128 142 70.0 28.0 67.9 2 0 0 1,629.8232
B_07 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 2 2 4 9.88% ASLQFDLVK 162 170 33.2 26.6 18.7 2 0 0 1,020.5725
B_08 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 2 2 4 9.88% VLVNEQGHYDAVTGK 128 142 67.3 27.9 67.3 2 0 0 1,629.8232
B_08 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 2 2 4 9.88% ASLQFDLVK 162 170 34.4 26.6 24.6 2 0 0 1,020.5725
C_03 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 2 2 2 9.05% VPPPSDAPLPFDR 115 127 22.4 28.0 9.2 1 0 0 1,407.7269
C_03 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 2 2 2 9.05% ASLQFDLVK 162 170 31.8 26.6 19.2 1 0 0 1,020.5725
C_07 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 3 3 6 19.80% GEAGPAGPTGPAGECSVPPR 84 103 54.7 26.1 54.7 3 0 0 1,863.8657
C_07 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 3 3 6 19.80% VPPPSDAPLPFDR 115 127 26.5 28.1 19.5 0 1 0 1,407.7269
C_07 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 3 3 6 19.80% VLVNEQGHYDAVTGK 128 142 72.0 27.9 66.4 2 0 0 1,629.8232
C_08 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 2 2 3 14.40% GEAGPAGPTGPAGECSVPPR 84 103 34.2 26.1 34.2 1 0 0 1,863.8657



C_08 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 2 2 3 14.40% VLVNEQGHYDAVTGK 128 142 62.8 27.8 55.0 2 0 0 1,629.8232
F_10 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 5 9 23.50% GEAGPAGPTGPAGECSVPPR 84 103 25.0 25.7 24.7 2 0 0 1,863.8657
F_10 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 5 9 23.50% VPPPSDAPLPFDR 115 127 32.8 28.3 29.2 2 0 0 1,407.7269
F_10 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 5 9 23.50% VLVNEQGHYDAVTGK 128 142 71.8 28.0 64.5 2 1 0 1,629.8232
F_10 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 5 9 23.50% ASLQFDLVK 162 170 43.5 25.8 18.7 2 0 0 1,020.5725
G_09 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 3 3 6 18.10% GEAGPAGPTGPAGECSVPPR 84 103 37.0 26.0 36.6 2 0 0 1,863.8657
G_09 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 3 3 6 18.10% VLVNEQGHYDAVTGK 128 142 46.9 28.1 41.6 2 0 0 1,629.8232
G_09 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 3 3 6 18.10% ASLQFDLVK 162 170 48.6 27.5 34.6 2 0 0 1,020.5725
G_10 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 3 3 4 15.20% VPPPSDAPLPFDR 115 127 31.9 28.1 23.0 1 0 0 1,407.7269
G_10 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 3 3 4 15.20% VLVNEQGHYDAVTGK 128 142 47.8 28.1 45.7 2 0 0 1,629.8232
G_10 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 3 3 4 15.20% ASLQFDLVK 162 170 41.1 26.9 28.5 1 0 0 1,020.5725
H_06 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 4 6 23.50% GEAGPAGPTGPAGECSVPPR 84 103 27.8 25.7 27.8 1 0 0 1,863.8657
H_06 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 4 6 23.50% VPPPSDAPLPFDR 115 127 42.4 28.3 32.8 2 0 0 1,407.7269
H_06 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 4 6 23.50% VLVNEQGHYDAVTGK 128 142 59.5 28.1 52.2 2 0 0 1,629.8232
H_06 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 4 6 23.50% ASLQFDLVK 162 170 32.4 25.7 22.7 1 0 0 1,020.5725
I_06 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 5 8 23.50% GEAGPAGPTGPAGECSVPPR 84 103 34.0 26.0 34.0 2 0 0 1,863.8657
I_06 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 5 8 23.50% VPPPSDAPLPFDR 115 127 33.3 28.3 28.0 1 1 0 1,407.7269
I_06 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 5 8 23.50% VLVNEQGHYDAVTGK 128 142 43.4 27.9 40.6 2 0 0 1,629.8232
I_06 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 4 5 8 23.50% ASLQFDLVK 162 170 46.6 27.3 35.6 2 0 0 1,020.5725
K_06 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 2 2 3 11.50% VPPPSDAPLPFDR 115 127 38.3 28.1 27.7 1 0 0 1,407.7269
K_06 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 2 2 3 11.50% VLVNEQGHYDAVTGK 128 142 43.0 28.1 42.7 2 0 0 1,629.8232
N_05 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 3 3 5 15.20% VPPPSDAPLPFDR 115 127 35.4 28.1 27.6 1 0 0 1,407.7269
N_05 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 3 3 5 15.20% VLVNEQGHYDAVTGK 128 142 68.1 28.2 67.4 2 0 0 1,629.8232
N_05 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 3 3 5 15.20% ASLQFDLVK 162 170 33.6 27.3 24.7 2 0 0 1,020.5725
Q_05 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 2 2 3 11.50% VPPPSDAPLPFDR 115 127 35.0 28.2 29.9 2 0 0 1,407.7269
Q_05 Complement C1q tumor necrosis factor‐related protein 5 C1QT5_HUMAN 25,299 2 2 3 11.50% VLVNEQGHYDAVTGK 128 142 41.6 28.1 41.6 1 0 0 1,629.8232
A_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 8 9 15 10.30% DVDGLTSINAGR 123 134 52.4 28.0 46.4 2 0 0 1,217.6122
A_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 8 9 15 10.30% KVVGDVAYDEAKER 251 264 30.9 27.8 16.0 0 2 0 1,578.8123
A_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 8 9 15 10.30% VLLSALER 355 362 45.8 25.2 25.5 2 0 0 900.5513
A_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 8 9 15 10.30% TDPTTLTDEEINR 505 517 67.7 25.3 54.2 2 0 0 1,504.7128
A_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 8 9 15 10.30% ITIGQAPTEK 544 553 23.7 27.1 23.0 1 0 0 1,057.5890
A_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 8 9 15 10.30% MHGGGPTVTAGLPLPK 706 721 33.3 28.4 29.0 1 2 0 1,548.8207
A_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 8 9 15 10.30% GALALAQAVQR 794 804 44.2 25.0 30.9 2 0 0 1,097.6426
A_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 8 9 15 10.30% QGFGNLPICMAK 855 866 33.0 26.2 24.2 1 0 0 1,351.6499
B_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 10 10 16 11.20% LAILQVGNR 38 46 49.7 25.0 30.7 1 0 0 983.5997
B_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 10 10 16 11.20% DVDGLTSINAGR 123 134 63.4 28.1 53.3 1 0 0 1,217.6122
B_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 10 10 16 11.20% KVVGDVAYDEAKER 251 264 30.9 27.7 23.8 0 2 0 1,578.8123
B_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 10 10 16 11.20% VVGDVAYDEAK 252 262 59.0 27.9 49.9 2 0 0 1,165.5736
B_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 10 10 16 11.20% VLLSALER 355 362 28.1 25.2 17.2 2 0 0 900.5513
B_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 10 10 16 11.20% IFHELTQTDK 464 473 27.8 28.2 13.5 2 0 0 1,231.6319
B_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 10 10 16 11.20% TDPTTLTDEEINR 505 517 73.8 25.8 57.8 2 0 0 1,504.7128
B_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 10 10 16 11.20% MHGGGPTVTAGLPLPK 706 721 25.7 28.4 24.0 0 1 0 1,548.8207
B_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 10 10 16 11.20% GALALAQAVQR 794 804 45.1 25.0 32.2 1 0 0 1,097.6426
B_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 10 10 16 11.20% QGFGNLPICMAK 855 866 32.4 26.7 15.0 2 0 0 1,351.6499
C_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 5 5 8 6.52% APAEILNGKEISAQIR 2 17 35.4 25.1 35.4 0 2 0 1,709.9546
C_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 5 5 8 6.52% EQVPGFTPR 29 37 26.3 27.8 18.0 1 0 0 1,030.5317
C_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 5 5 8 6.52% TDPTTLTDEEINR 505 517 74.9 25.4 60.0 2 0 0 1,504.7128
C_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 5 5 8 6.52% GALALAQAVQR 794 804 47.7 25.0 34.8 2 0 0 1,097.6426
C_22 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 5 5 8 6.52% QGFGNLPICMAK 855 866 30.1 26.2 21.0 1 0 0 1,351.6499
H_19 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 4 4 7 5.35% GDLNDCFIPCTPK 138 150 40.6 25.0 38.9 2 0 0 1,536.6825
H_19 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 4 4 7 5.35% VVGDVAYDEAKER 252 264 24.6 27.4 18.6 0 1 0 1,450.7173
H_19 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 4 4 7 5.35% TDPTTLTDEEINR 505 517 63.8 25.6 52.0 2 0 0 1,504.7128
H_19 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 4 4 7 5.35% GALALAQAVQR 794 804 53.4 25.0 23.9 2 0 0 1,097.6426
I_18 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 3 3 3 4.49% GDLNDCFIPCTPK 138 150 26.6 25.0 18.5 1 0 0 1,536.6825
I_18 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 3 3 3 4.49% YVVVTGITPTPLGEGK 371 386 73.5 26.6 64.7 1 0 0 1,630.9053
I_18 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 3 3 3 4.49% TDPTTLTDEEINR 505 517 20.6 25.3 20.6 1 0 0 1,504.7128
I_19 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 2 2 3 3.10% GDLNDCFIPCTPK 138 150 44.5 25.0 35.8 2 0 0 1,536.6825
I_19 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 2 2 3 3.10% YVVVTGITPTPLGEGK 371 386 71.1 26.6 59.8 1 0 0 1,630.9053
K_18 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 2 2 4 2.57% TDPTTLTDEEINR 505 517 61.8 25.9 55.8 2 0 0 1,504.7128
K_18 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 2 2 4 2.57% GALALAQAVQR 794 804 53.5 25.0 28.1 2 0 0 1,097.6426
L_13 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 3 3 3 3.85% VVGDVAYDEAKER 252 264 46.4 27.6 38.0 1 0 0 1,450.7173
L_13 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 3 3 3 3.85% AYIQENLELVEK 722 733 51.2 27.8 35.0 1 0 0 1,448.7632
L_13 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 3 3 3 3.85% GALALAQAVQR 794 804 51.7 25.0 23.1 1 0 0 1,097.6426
M_13 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 3 3 4 3.21% VVGDVAYDEAK 252 262 26.9 28.1 25.0 1 0 0 1,165.5736
M_13 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 3 3 4 3.21% VLLSALER 355 362 27.2 25.2 12.5 1 0 0 900.5513
M_13 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 3 3 4 3.21% GALALAQAVQR 794 804 64.9 25.0 33.5 2 0 0 1,097.6426
Q_13 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 3 3 4 3.32% VVGDVAYDEAK 252 262 37.5 27.8 37.5 1 0 0 1,165.5736
Q_13 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 3 3 4 3.32% LVPSVNGVR 479 487 22.5 25.0 16.8 1 0 0 940.5574
Q_13 C‐1‐tetrahydrofolate synthase, cytoplasmic C1TC_HUMAN 101,562 3 3 4 3.32% GALALAQAVQR 794 804 60.9 25.0 34.4 2 0 0 1,097.6426
A_22 Monofunctional C1‐tetrahydrofolate synthase, mitochondrial C1TM_HUMAN 105,792 4 4 6 4.29% EVLSLLQEK 84 92 21.6 26.7 9.7 1 0 0 1,058.6093
A_22 Monofunctional C1‐tetrahydrofolate synthase, mitochondrial C1TM_HUMAN 105,792 4 4 6 4.29% DVDGVTDINLGK 178 189 53.3 27.0 29.1 2 0 0 1,245.6324
A_22 Monofunctional C1‐tetrahydrofolate synthase, mitochondrial C1TM_HUMAN 105,792 4 4 6 4.29% DIELSPEAQAK 881 891 36.4 26.7 15.5 2 0 0 1,200.6108
A_22 Monofunctional C1‐tetrahydrofolate synthase, mitochondrial C1TM_HUMAN 105,792 4 4 6 4.29% DFILPISDVR 926 935 36.9 28.3 22.4 1 0 0 1,174.6468
B_22 Monofunctional C1‐tetrahydrofolate synthase, mitochondrial C1TM_HUMAN 105,792 3 3 4 3.37% DVDGVTDINLGK 178 189 41.5 27.4 4.7 1 0 0 1,245.6324
B_22 Monofunctional C1‐tetrahydrofolate synthase, mitochondrial C1TM_HUMAN 105,792 3 3 4 3.37% DIELSPEAQAK 881 891 37.7 26.9 25.5 2 0 0 1,200.6108
B_22 Monofunctional C1‐tetrahydrofolate synthase, mitochondrial C1TM_HUMAN 105,792 3 3 4 3.37% DFILPISDVR 926 935 25.7 29.1 15.9 1 0 0 1,174.6468
A_03 Uncharacterized protein C1orf31 CA031_HUMAN 14,117 2 2 4 21.60% SSFESSCPQQWIK 84 96 48.5 25.0 43.8 2 0 0 1,583.7159
A_03 Uncharacterized protein C1orf31 CA031_HUMAN 14,117 2 2 4 21.60% FEAGQFEPSETTAK 111 124 68.3 25.0 61.5 2 0 0 1,541.7119
B_03 Uncharacterized protein C1orf31 CA031_HUMAN 14,117 2 2 4 21.60% SSFESSCPQQWIK 84 96 41.3 25.0 35.7 2 0 0 1,583.7159
B_03 Uncharacterized protein C1orf31 CA031_HUMAN 14,117 2 2 4 21.60% FEAGQFEPSETTAK 111 124 57.0 25.0 49.8 2 0 0 1,541.7119
H_02 Uncharacterized protein C1orf31 CA031_HUMAN 14,117 2 2 4 21.60% SSFESSCPQQWIK 84 96 55.9 25.0 49.8 2 0 0 1,583.7159
H_02 Uncharacterized protein C1orf31 CA031_HUMAN 14,117 2 2 4 21.60% FEAGQFEPSETTAK 111 124 29.2 25.0 25.0 2 0 0 1,541.7119
A_05 UPF0485 protein C1orf144 CA144_HUMAN 16,907 2 2 2 17.80% ISQPEDSRQPNNVIR 123 137 17.2 28.0 7.7 0 1 0 1,752.8988
A_05 UPF0485 protein C1orf144 CA144_HUMAN 16,907 2 2 2 17.80% QPLGPDGSQGFK 138 149 43.8 26.9 30.3 1 0 0 1,230.6116
H_05 UPF0485 protein C1orf144 CA144_HUMAN 16,907 2 2 2 17.80% ISQPEDSRQPNNVIR 123 137 25.7 28.2 17.2 0 1 0 1,752.8988
H_05 UPF0485 protein C1orf144 CA144_HUMAN 16,907 2 2 2 17.80% QPLGPDGSQGFK 138 149 31.5 27.1 17.4 1 0 0 1,230.6116
A_11 Calcium‐binding protein 39 CAB39_HUMAN 39,871 3 3 5 10.90% LLSAEFLEQHYDR 197 209 27.9 27.8 24.8 0 1 0 1,620.8017
A_11 Calcium‐binding protein 39 CAB39_HUMAN 39,871 3 3 5 10.90% LLGELLLDR 232 240 49.7 25.0 0.0 2 0 0 1,041.6305
A_11 Calcium‐binding protein 39 CAB39_HUMAN 39,871 3 3 5 10.90% FQNDRTEDEQFNDEK 309 323 61.2 25.0 61.2 2 0 0 1,914.8102
B_11 Calcium‐binding protein 39 CAB39_HUMAN 39,871 2 2 3 6.45% LLSAEFLEQHYDR 197 209 23.6 27.8 21.3 0 1 0 1,620.8017
B_11 Calcium‐binding protein 39 CAB39_HUMAN 39,871 2 2 3 6.45% LLGELLLDR 232 240 53.7 25.0 0.0 2 0 0 1,041.6305
F_13 Calcium‐binding protein 39 CAB39_HUMAN 39,871 2 2 3 5.57% LLGELLLDR 232 240 43.9 25.0 0.0 2 0 0 1,041.6305
F_13 Calcium‐binding protein 39 CAB39_HUMAN 39,871 2 2 3 5.57% TQPILDILLK 288 297 20.5 25.0 5.6 1 0 0 1,153.7194
A_12 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 2 2 4 5.80% DLGGFDEDAEPR 86 97 55.5 25.0 52.2 2 0 0 1,320.5705
A_12 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 2 2 4 5.80% YSEFFTGSK 342 350 32.5 25.0 32.5 2 0 0 1,065.4887
A_14 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 4 8.56% GFHQEVFLGK 76 85 28.0 28.7 21.9 1 0 0 1,161.6052
A_14 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 4 8.56% DLGGFDEDAEPR 86 97 53.8 25.0 53.8 2 0 0 1,320.5705
A_14 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 4 8.56% YSEFFTGSK 342 350 21.7 25.0 21.7 1 0 0 1,065.4887
B_13 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 4 12.20% VANREENEILPPDHLNGVK 48 66 24.4 27.6 22.0 0 1 0 2,144.1096
B_13 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 4 12.20% DLGGFDEDAEPR 86 97 57.2 25.0 55.5 1 0 0 1,320.5705
B_13 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 4 12.20% VDEETQEVLENLK 189 201 62.0 27.4 54.7 2 0 0 1,545.7644
C_12 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 2 2 3 3.59% DLGGFDEDAEPR 86 97 54.7 25.0 44.0 2 0 0 1,320.5705
C_12 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 2 2 3 3.59% DLGGFDEDAEPRR 86 98 20.8 25.0 19.2 0 1 0 1,476.6716
C_13 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 5 7 10 18.80% VANREENEILPPDHLNGVK 48 66 17.9 27.6 11.3 0 1 0 2,144.1096
C_13 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 5 7 10 18.80% GFHQEVFLGK 76 85 45.5 29.0 37.9 2 0 0 1,161.6052
C_13 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 5 7 10 18.80% DLGGFDEDAEPRR 86 98 19.3 25.0 17.6 1 2 0 1,476.6716
C_13 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 5 7 10 18.80% TAEHFQEAMEESKTHFR 131 147 30.8 25.0 27.8 0 1 1 2,093.9346
C_13 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 5 7 10 18.80% YSEFFTGSK 342 350 36.2 25.0 34.8 2 0 0 1,065.4887
C_14 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 6 8.56% GFHQEVFLGK 76 85 34.8 29.0 24.1 2 0 0 1,161.6052
C_14 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 6 8.56% DLGGFDEDAEPR 86 97 50.1 25.0 46.5 2 0 0 1,320.5705
C_14 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 6 8.56% YSEFFTGSK 342 350 34.9 25.0 34.9 2 0 0 1,065.4887
F_14 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 5 6.08% DLGGFDEDAEPR 86 97 54.5 25.0 45.7 2 0 0 1,320.5705



F_14 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 5 6.08% DLGGFDEDAEPRR 86 98 37.3 25.0 34.6 0 1 0 1,476.6716
F_14 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 5 6.08% YSEFFTGSK 342 350 32.6 25.0 31.0 2 0 0 1,065.4887
G_14 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 2 2 4 6.08% GFHQEVFLGK 76 85 38.8 29.3 34.2 2 0 0 1,161.6052
G_14 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 2 2 4 6.08% DLGGFDEDAEPR 86 97 61.1 25.0 55.3 2 0 0 1,320.5705
H_10 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 2 2 3 5.80% DLGGFDEDAEPR 86 97 55.1 25.0 42.8 2 0 0 1,320.5705
H_10 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 2 2 3 5.80% YSEFFTGSK 342 350 23.9 25.0 21.7 1 0 0 1,065.4887
I_11 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 4 4 7 8.84% GFHQEVFLGK 76 85 35.7 28.8 25.2 2 0 0 1,161.6052
I_11 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 4 4 7 8.84% DLGGFDEDAEPR 86 97 53.8 25.0 43.0 2 0 0 1,320.5705
I_11 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 4 4 7 8.84% DLGGFDEDAEPRR 86 98 18.0 25.0 14.6 0 1 0 1,476.6716
I_11 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 4 4 7 8.84% YSEFFTGSK 342 350 35.7 25.0 35.7 2 0 0 1,065.4887
I_12 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 5 8.56% GFHQEVFLGK 76 85 34.5 28.6 27.9 1 0 0 1,161.6052
I_12 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 5 8.56% DLGGFDEDAEPR 86 97 55.0 25.0 46.7 2 0 0 1,320.5705
I_12 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 3 5 8.56% YSEFFTGSK 342 350 33.5 25.0 33.5 2 0 0 1,065.4887
J_11 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 4 4 7 14.40% DLGGFDEDAEPR 86 97 62.2 25.0 51.3 2 0 0 1,320.5705
J_11 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 4 4 7 14.40% AVDPDGDGHVSWDEYK 148 163 84.7 25.0 83.0 2 0 0 1,789.7666
J_11 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 4 4 7 14.40% VDEETQEVLENLKDR 189 203 30.4 27.4 26.1 0 1 0 1,816.8925
J_11 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 4 4 7 14.40% YSEFFTGSK 342 350 28.7 25.0 25.0 2 0 0 1,065.4887
K_10 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 2 2 3 5.80% DLGGFDEDAEPR 86 97 56.5 25.0 46.2 2 0 0 1,320.5705
K_10 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 2 2 3 5.80% YSEFFTGSK 342 350 21.1 25.0 21.1 1 0 0 1,065.4887
K_11 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 4 5 8.01% DLGGFDEDAEPR 86 97 59.5 25.0 48.3 2 0 0 1,320.5705
K_11 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 4 5 8.01% DLGGFDEDAEPRR 86 98 14.8 25.0 6.6 0 1 0 1,476.6716
K_11 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 3 4 5 8.01% AVDPDGDGHVSWDEYK 148 163 53.7 25.0 53.7 1 1 0 1,789.7666
K_12 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 2 2 3 7.73% DLGGFDEDAEPR 86 97 60.9 25.0 47.6 2 0 0 1,320.5705
K_12 45 kDa calcium‐binding protein CAB45_HUMAN 41,807 2 2 3 7.73% AVDPDGDGHVSWDEYK 148 163 32.9 25.0 32.9 1 0 0 1,789.7666
B_17 Carnitine O‐acetyltransferase CACP_HUMAN 70,859 3 3 5 5.59% QLVDEFQASGGVGER 68 82 82.1 27.2 77.4 2 0 0 1,591.7712
B_17 Carnitine O‐acetyltransferase CACP_HUMAN 70,859 3 3 5 5.59% LIEGVLDFK 142 150 31.1 25.0 23.4 2 0 0 1,033.5930
B_17 Carnitine O‐acetyltransferase CACP_HUMAN 70,859 3 3 5 5.59% SASMDSLTFVK 470 480 21.1 25.3 15.9 1 0 0 1,201.5770
H_14 Carnitine O‐acetyltransferase CACP_HUMAN 70,859 2 2 3 3.04% QDFVDLQGQLR 127 137 47.7 28.0 29.6 2 0 0 1,318.6752
H_14 Carnitine O‐acetyltransferase CACP_HUMAN 70,859 2 2 3 3.04% FNITPEIK 383 390 25.5 28.2 1.3 1 0 0 961.5354
F_04 Cadherin‐13 CAD13_HUMAN 78,288 2 2 3 2.81% YEVSSPYFK 66 74 27.5 26.6 12.2 1 0 0 1,119.5356
F_04 Cadherin‐13 CAD13_HUMAN 78,288 2 2 3 2.81% VNSDGGLVALR 75 85 75.3 26.8 68.6 2 0 0 1,100.6059
N_04 Cadherin‐13 CAD13_HUMAN 78,288 2 2 4 2.81% YEVSSPYFK 66 74 30.0 26.3 9.7 2 0 0 1,119.5356
N_04 Cadherin‐13 CAD13_HUMAN 78,288 2 2 4 2.81% VNSDGGLVALR 75 85 55.3 28.3 47.8 2 0 0 1,100.6059
D_25 Cadherin‐2 CADH2_HUMAN 99,812 2 2 2 2.21% GPFPQELVR 174 182 36.3 27.7 27.1 1 0 0 1,042.5681
D_25 Cadherin‐2 CADH2_HUMAN 99,812 2 2 2 2.21% LNGDFAQLNLK 657 667 23.4 28.9 8.8 1 0 0 1,232.6635
I_04 Cadherin‐2 CADH2_HUMAN 99,812 2 2 4 2.76% LSLKPTLTEESVK 121 133 25.8 25.3 21.5 0 2 0 1,444.8259
I_04 Cadherin‐2 CADH2_HUMAN 99,812 2 2 4 2.76% ESAEVEEIVFPR 134 145 43.7 27.3 34.4 2 0 0 1,404.7005
A_19 Cadherin‐5 CADH5_HUMAN 87,530 4 8 15 7.14% VDAETGDVFAIER 95 107 97.3 27.0 84.9 2 2 0 1,421.6908
A_19 Cadherin‐5 CADH5_HUMAN 87,530 4 8 15 7.14% DTGENLETPSSFTIK 126 140 63.1 26.5 52.9 2 0 0 1,638.7859
A_19 Cadherin‐5 CADH5_HUMAN 87,530 4 8 15 7.14% GKEYFAIDNSGR 196 207 60.4 25.5 60.4 2 1 0 1,356.6543
A_19 Cadherin‐5 CADH5_HUMAN 87,530 4 8 15 7.14% KPLIGTVLAMDPDAAR 387 402 70.8 27.4 63.3 2 4 0 1,683.9102
A_20 Cadherin‐5 CADH5_HUMAN 87,530 7 9 18 10.20% VDAETGDVFAIER 95 107 95.3 27.2 77.7 2 2 0 1,421.6908
A_20 Cadherin‐5 CADH5_HUMAN 87,530 7 9 18 10.20% DTGENLETPSSFTIK 126 140 60.8 26.5 42.2 2 0 0 1,638.7859
A_20 Cadherin‐5 CADH5_HUMAN 87,530 7 9 18 10.20% GKEYFAIDNSGR 196 207 45.6 25.0 43.3 2 2 0 1,356.6543
A_20 Cadherin‐5 CADH5_HUMAN 87,530 7 9 18 10.20% EYFAIDNSGR 198 207 41.6 25.0 37.0 2 0 0 1,171.5378
A_20 Cadherin‐5 CADH5_HUMAN 87,530 7 9 18 10.20% YEIVVEAR 223 230 36.9 27.8 28.1 2 0 0 978.5254
A_20 Cadherin‐5 CADH5_HUMAN 87,530 7 9 18 10.20% KPLIGTVLAMDPDAAR 387 402 50.3 27.5 45.8 0 2 0 1,683.9102
A_20 Cadherin‐5 CADH5_HUMAN 87,530 7 9 18 10.20% VHFLPVVISDNGMPSR 550 565 25.2 26.8 20.0 0 2 0 1,783.9161
B_19 Cadherin‐5 CADH5_HUMAN 87,530 5 6 12 9.18% VDAETGDVFAIER 95 107 103.0 27.2 80.0 2 0 0 1,421.6908
B_19 Cadherin‐5 CADH5_HUMAN 87,530 5 6 12 9.18% DTGENLETPSSFTIK 126 140 75.0 26.5 61.0 2 0 0 1,638.7859
B_19 Cadherin‐5 CADH5_HUMAN 87,530 5 6 12 9.18% GKEYFAIDNSGR 196 207 59.9 25.0 59.9 2 0 0 1,356.6543
B_19 Cadherin‐5 CADH5_HUMAN 87,530 5 6 12 9.18% KPLIGTVLAMDPDAAR 387 402 49.9 27.0 44.3 0 4 0 1,683.9102
B_19 Cadherin‐5 CADH5_HUMAN 87,530 5 6 12 9.18% VHFLPVVISDNGMPSR 550 565 54.8 27.1 54.8 2 0 0 1,783.9161
B_20 Cadherin‐5 CADH5_HUMAN 87,530 7 10 19 10.20% VDAETGDVFAIER 95 107 88.8 27.0 75.0 2 0 0 1,421.6908
B_20 Cadherin‐5 CADH5_HUMAN 87,530 7 10 19 10.20% DTGENLETPSSFTIK 126 140 57.6 26.3 49.4 2 0 0 1,638.7859
B_20 Cadherin‐5 CADH5_HUMAN 87,530 7 10 19 10.20% GKEYFAIDNSGR 196 207 63.9 25.1 63.9 2 2 0 1,356.6543
B_20 Cadherin‐5 CADH5_HUMAN 87,530 7 10 19 10.20% EYFAIDNSGR 198 207 51.5 25.0 51.5 2 0 0 1,171.5378
B_20 Cadherin‐5 CADH5_HUMAN 87,530 7 10 19 10.20% YEIVVEAR 223 230 43.3 27.1 33.8 2 0 0 978.5254
B_20 Cadherin‐5 CADH5_HUMAN 87,530 7 10 19 10.20% KPLIGTVLAMDPDAAR 387 402 78.8 27.3 76.5 2 3 0 1,683.9102
B_20 Cadherin‐5 CADH5_HUMAN 87,530 7 10 19 10.20% VHFLPVVISDNGMPSR 550 565 32.9 27.1 25.5 0 2 0 1,783.9161
C_15 Cadherin‐5 CADH5_HUMAN 87,530 2 2 2 3.06% YEIVVEAR 223 230 37.6 27.6 31.4 1 0 0 978.5254
C_15 Cadherin‐5 CADH5_HUMAN 87,530 2 2 2 3.06% KPLIGTVLAMDPDAAR 387 402 24.6 27.8 18.2 0 1 0 1,683.9102
C_17 Cadherin‐5 CADH5_HUMAN 87,530 2 2 2 2.30% YEIVVEAR 223 230 24.2 27.8 12.3 1 0 0 978.5254
C_17 Cadherin‐5 CADH5_HUMAN 87,530 2 2 2 2.30% YTFVVPEDTR 263 272 26.4 27.3 26.4 1 0 0 1,226.6052
C_19 Cadherin‐5 CADH5_HUMAN 87,530 9 11 20 11.70% VDAETGDVFAIER 95 107 82.1 27.2 70.8 2 0 0 1,421.6908
C_19 Cadherin‐5 CADH5_HUMAN 87,530 9 11 20 11.70% DTGENLETPSSFTIK 126 140 62.8 26.4 51.6 2 0 0 1,638.7859
C_19 Cadherin‐5 CADH5_HUMAN 87,530 9 11 20 11.70% VHDVNDNWPVFTHR 141 154 35.7 26.1 35.6 0 2 0 1,735.8299
C_19 Cadherin‐5 CADH5_HUMAN 87,530 9 11 20 11.70% GKEYFAIDNSGR 196 207 77.9 25.2 74.1 2 1 0 1,356.6543
C_19 Cadherin‐5 CADH5_HUMAN 87,530 9 11 20 11.70% EYFAIDNSGR 198 207 27.7 25.0 22.7 2 0 0 1,171.5378
C_19 Cadherin‐5 CADH5_HUMAN 87,530 9 11 20 11.70% YEIVVEAR 223 230 50.9 27.7 40.4 2 0 0 978.5254
C_19 Cadherin‐5 CADH5_HUMAN 87,530 9 11 20 11.70% YTFVVPEDTR 263 272 39.0 27.5 33.5 2 0 0 1,226.6052
C_19 Cadherin‐5 CADH5_HUMAN 87,530 9 11 20 11.70% ENQKKPLIGTVLAMDPDAAR 383 402 29.2 27.0 26.7 0 0 1 2,183.1493
C_19 Cadherin‐5 CADH5_HUMAN 87,530 9 11 20 11.70% KPLIGTVLAMDPDAAR 387 402 58.3 27.8 53.9 2 2 0 1,683.9102
C_20 Cadherin‐5 CADH5_HUMAN 87,530 9 9 17 12.80% YLLKGEYVGK 82 91 35.3 25.3 27.1 2 0 0 1,169.6566
C_20 Cadherin‐5 CADH5_HUMAN 87,530 9 9 17 12.80% VDAETGDVFAIER 95 107 59.8 27.0 48.4 2 0 0 1,421.6908
C_20 Cadherin‐5 CADH5_HUMAN 87,530 9 9 17 12.80% DTGENLETPSSFTIK 126 140 44.9 26.7 33.4 2 0 0 1,638.7859
C_20 Cadherin‐5 CADH5_HUMAN 87,530 9 9 17 12.80% VHDVNDNWPVFTHR 141 154 26.1 25.7 15.7 0 1 0 1,735.8299
C_20 Cadherin‐5 CADH5_HUMAN 87,530 9 9 17 12.80% GKEYFAIDNSGR 196 207 57.3 25.0 53.0 2 0 0 1,356.6543
C_20 Cadherin‐5 CADH5_HUMAN 87,530 9 9 17 12.80% EYFAIDNSGR 198 207 44.5 25.0 37.6 2 0 0 1,171.5378
C_20 Cadherin‐5 CADH5_HUMAN 87,530 9 9 17 12.80% ENQKKPLIGTVLAMDPDAAR 383 402 25.3 26.9 21.8 0 2 0 2,183.1493
C_20 Cadherin‐5 CADH5_HUMAN 87,530 9 9 17 12.80% KPLIGTVLAMDPDAAR 387 402 51.8 27.6 48.6 0 2 0 1,683.9102
C_20 Cadherin‐5 CADH5_HUMAN 87,530 9 9 17 12.80% VHFLPVVISDNGMPSR 550 565 27.9 26.8 20.9 0 2 0 1,783.9161
C_21 Cadherin‐5 CADH5_HUMAN 87,530 2 2 2 3.32% YTFVVPEDTR 263 272 21.7 27.6 21.7 1 0 0 1,226.6052
C_21 Cadherin‐5 CADH5_HUMAN 87,530 2 2 2 3.32% KPLIGTVLAMDPDAAR 387 402 17.9 27.5 17.9 0 1 0 1,683.9102
D_24 Cadherin‐5 CADH5_HUMAN 87,530 8 10 17 11.90% VFRVDAETGDVFAIER 92 107 46.5 27.5 42.0 0 2 0 1,823.9287
D_24 Cadherin‐5 CADH5_HUMAN 87,530 8 10 17 11.90% VDAETGDVFAIER 95 107 84.6 26.8 69.0 2 2 0 1,421.6908
D_24 Cadherin‐5 CADH5_HUMAN 87,530 8 10 17 11.90% DTGENLETPSSFTIK 126 140 53.9 26.1 42.4 2 0 0 1,638.7859
D_24 Cadherin‐5 CADH5_HUMAN 87,530 8 10 17 11.90% GKEYFAIDNSGR 196 207 71.7 25.2 71.5 2 1 0 1,356.6543
D_24 Cadherin‐5 CADH5_HUMAN 87,530 8 10 17 11.90% YEIVVEAR 223 230 44.2 28.4 35.7 1 0 0 978.5254
D_24 Cadherin‐5 CADH5_HUMAN 87,530 8 10 17 11.90% YTFVVPEDTR 263 272 21.9 27.4 21.9 1 0 0 1,226.6052
D_24 Cadherin‐5 CADH5_HUMAN 87,530 8 10 17 11.90% KPLIGTVLAMDPDAAR 387 402 47.1 27.5 42.6 0 2 0 1,683.9102
D_24 Cadherin‐5 CADH5_HUMAN 87,530 8 10 17 11.90% VHFLPVVISDNGMPSR 550 565 64.2 26.6 49.2 0 2 0 1,783.9161
E_24 Cadherin‐5 CADH5_HUMAN 87,530 9 9 13 11.90% VFRVDAETGDVFAIER 92 107 44.2 27.6 31.5 0 1 0 1,823.9287
E_24 Cadherin‐5 CADH5_HUMAN 87,530 9 9 13 11.90% VDAETGDVFAIER 95 107 76.8 26.8 64.4 2 0 0 1,421.6908
E_24 Cadherin‐5 CADH5_HUMAN 87,530 9 9 13 11.90% DTGENLETPSSFTIK 126 140 32.0 26.4 27.0 1 0 0 1,638.7859
E_24 Cadherin‐5 CADH5_HUMAN 87,530 9 9 13 11.90% GKEYFAIDNSGR 196 207 25.9 25.6 18.2 0 1 0 1,356.6543
E_24 Cadherin‐5 CADH5_HUMAN 87,530 9 9 13 11.90% EYFAIDNSGR 198 207 38.3 25.0 26.8 2 0 0 1,171.5378
E_24 Cadherin‐5 CADH5_HUMAN 87,530 9 9 13 11.90% YEIVVEAR 223 230 36.1 27.7 24.5 1 0 0 978.5254
E_24 Cadherin‐5 CADH5_HUMAN 87,530 9 9 13 11.90% YTFVVPEDTR 263 272 29.6 27.4 23.0 1 0 0 1,226.6052
E_24 Cadherin‐5 CADH5_HUMAN 87,530 9 9 13 11.90% KPLIGTVLAMDPDAAR 387 402 28.2 27.5 22.0 0 2 0 1,683.9102
E_24 Cadherin‐5 CADH5_HUMAN 87,530 9 9 13 11.90% VHFLPVVISDNGMPSR 550 565 41.2 26.8 29.0 0 2 0 1,783.9161
E_25 Cadherin‐5 CADH5_HUMAN 87,530 8 8 15 10.60% VFRVDAETGDVFAIER 92 107 47.8 27.6 44.5 0 2 0 1,823.9287
E_25 Cadherin‐5 CADH5_HUMAN 87,530 8 8 15 10.60% VDAETGDVFAIER 95 107 103.0 27.2 91.7 2 0 0 1,421.6908
E_25 Cadherin‐5 CADH5_HUMAN 87,530 8 8 15 10.60% DTGENLETPSSFTIK 126 140 42.5 26.4 38.5 2 0 0 1,638.7859
E_25 Cadherin‐5 CADH5_HUMAN 87,530 8 8 15 10.60% GKEYFAIDNSGR 196 207 32.3 25.5 26.6 0 1 0 1,356.6543
E_25 Cadherin‐5 CADH5_HUMAN 87,530 8 8 15 10.60% EYFAIDNSGR 198 207 33.9 25.0 30.3 2 0 0 1,171.5378
E_25 Cadherin‐5 CADH5_HUMAN 87,530 8 8 15 10.60% YEIVVEAR 223 230 37.2 27.6 26.1 2 0 0 978.5254
E_25 Cadherin‐5 CADH5_HUMAN 87,530 8 8 15 10.60% KPLIGTVLAMDPDAAR 387 402 50.3 27.8 40.6 0 2 0 1,683.9102
E_25 Cadherin‐5 CADH5_HUMAN 87,530 8 8 15 10.60% VHFLPVVISDNGMPSR 550 565 46.9 26.9 31.8 0 2 0 1,783.9161
F_10 Cadherin‐5 CADH5_HUMAN 87,530 2 2 4 2.93% VDAETGDVFAIER 95 107 51.6 27.3 42.8 2 0 0 1,421.6908
F_10 Cadherin‐5 CADH5_HUMAN 87,530 2 2 4 2.93% EYFAIDNSGR 198 207 30.8 25.0 27.3 2 0 0 1,171.5378
F_13 Cadherin‐5 CADH5_HUMAN 87,530 2 2 3 2.30% YEIVVEAR 223 230 47.3 27.4 37.3 2 0 0 978.5254



F_13 Cadherin‐5 CADH5_HUMAN 87,530 2 2 3 2.30% YTFVVPEDTR 263 272 22.1 27.6 21.7 1 0 0 1,226.6052
F_16 Cadherin‐5 CADH5_HUMAN 87,530 5 6 10 8.04% YLLKGEYVGK 82 91 41.3 26.1 37.2 1 0 0 1,169.6566
F_16 Cadherin‐5 CADH5_HUMAN 87,530 5 6 10 8.04% DTGENLETPSSFTIK 126 140 55.6 26.5 44.8 2 0 0 1,638.7859
F_16 Cadherin‐5 CADH5_HUMAN 87,530 5 6 10 8.04% GKEYFAIDNSGR 196 207 44.0 25.0 42.2 0 2 0 1,356.6543
F_16 Cadherin‐5 CADH5_HUMAN 87,530 5 6 10 8.04% YTFVVPEDTR 263 272 28.6 27.6 27.9 2 0 0 1,226.6052
F_16 Cadherin‐5 CADH5_HUMAN 87,530 5 6 10 8.04% KPLIGTVLAMDPDAAR 387 402 48.3 27.2 48.3 1 2 0 1,683.9102
G_09 Cadherin‐5 CADH5_HUMAN 87,530 2 2 4 2.55% GKEYFAIDNSGR 196 207 22.4 25.5 18.8 0 2 0 1,356.6543
G_09 Cadherin‐5 CADH5_HUMAN 87,530 2 2 4 2.55% YEIVVEAR 223 230 36.6 28.5 29.8 2 0 0 978.5254
G_10 Cadherin‐5 CADH5_HUMAN 87,530 4 4 8 4.21% VDAETGDVFAIER 95 107 71.2 27.5 61.5 2 0 0 1,421.6908
G_10 Cadherin‐5 CADH5_HUMAN 87,530 4 4 8 4.21% GKEYFAIDNSGR 196 207 35.2 25.6 22.1 0 2 0 1,356.6543
G_10 Cadherin‐5 CADH5_HUMAN 87,530 4 4 8 4.21% EYFAIDNSGR 198 207 47.6 25.0 40.0 2 0 0 1,171.5378
G_10 Cadherin‐5 CADH5_HUMAN 87,530 4 4 8 4.21% YEIVVEAR 223 230 42.6 28.5 36.2 2 0 0 978.5254
G_14 Cadherin‐5 CADH5_HUMAN 87,530 3 3 6 4.21% VDAETGDVFAIER 95 107 75.4 27.5 63.7 2 0 0 1,421.6908
G_14 Cadherin‐5 CADH5_HUMAN 87,530 3 3 6 4.21% GKEYFAIDNSGR 196 207 27.8 25.6 21.6 0 2 0 1,356.6543
G_14 Cadherin‐5 CADH5_HUMAN 87,530 3 3 6 4.21% YEIVVEAR 223 230 41.6 28.3 27.6 2 0 0 978.5254
G_15 Cadherin‐5 CADH5_HUMAN 87,530 2 2 4 2.30% YEIVVEAR 223 230 46.1 28.3 37.2 2 0 0 978.5254
G_15 Cadherin‐5 CADH5_HUMAN 87,530 2 2 4 2.30% YTFVVPEDTR 263 272 22.1 27.7 22.0 2 0 0 1,226.6052
G_16 Cadherin‐5 CADH5_HUMAN 87,530 3 3 6 2.55% GKEYFAIDNSGR 196 207 34.0 25.6 28.7 0 2 0 1,356.6543
G_16 Cadherin‐5 CADH5_HUMAN 87,530 3 3 6 2.55% EYFAIDNSGR 198 207 42.2 25.0 42.2 2 0 0 1,171.5378
G_16 Cadherin‐5 CADH5_HUMAN 87,530 3 3 6 2.55% YEIVVEAR 223 230 39.7 28.3 31.0 2 0 0 978.5254
H_16 Cadherin‐5 CADH5_HUMAN 87,530 3 4 8 4.72% YLLKGEYVGK 82 91 31.2 25.3 24.3 2 0 0 1,169.6566
H_16 Cadherin‐5 CADH5_HUMAN 87,530 3 4 8 4.72% DTGENLETPSSFTIK 126 140 72.0 26.5 59.7 2 0 0 1,638.7859
H_16 Cadherin‐5 CADH5_HUMAN 87,530 3 4 8 4.72% GKEYFAIDNSGR 196 207 40.2 25.1 40.2 2 2 0 1,356.6543
I_16 Cadherin‐5 CADH5_HUMAN 87,530 5 6 10 7.65% YLLKGEYVGK 82 91 19.5 26.1 11.4 1 0 0 1,169.6566
I_16 Cadherin‐5 CADH5_HUMAN 87,530 5 6 10 7.65% VDAETGDVFAIER 95 107 78.5 27.2 62.8 2 0 0 1,421.6908
I_16 Cadherin‐5 CADH5_HUMAN 87,530 5 6 10 7.65% DTGENLETPSSFTIK 126 140 39.2 26.4 30.1 1 0 0 1,638.7859
I_16 Cadherin‐5 CADH5_HUMAN 87,530 5 6 10 7.65% GKEYFAIDNSGR 196 207 33.8 25.6 33.8 2 2 0 1,356.6543
I_16 Cadherin‐5 CADH5_HUMAN 87,530 5 6 10 7.65% YTFVVPEDTR 263 272 25.1 27.6 23.1 2 0 0 1,226.6052
J_16 Cadherin‐5 CADH5_HUMAN 87,530 5 5 9 6.12% VDAETGDVFAIER 95 107 89.0 27.3 75.6 2 0 0 1,421.6908
J_16 Cadherin‐5 CADH5_HUMAN 87,530 5 5 9 6.12% DTGENLETPSSFTIK 126 140 61.6 26.8 61.2 2 0 0 1,638.7859
J_16 Cadherin‐5 CADH5_HUMAN 87,530 5 5 9 6.12% GKEYFAIDNSGR 196 207 19.9 25.7 12.2 0 1 0 1,356.6543
J_16 Cadherin‐5 CADH5_HUMAN 87,530 5 5 9 6.12% EYFAIDNSGR 198 207 28.3 25.0 28.3 2 0 0 1,171.5378
J_16 Cadherin‐5 CADH5_HUMAN 87,530 5 5 9 6.12% YEIVVEAR 223 230 30.5 28.5 21.0 2 0 0 978.5254
K_16 Cadherin‐5 CADH5_HUMAN 87,530 5 5 9 7.65% YLLKGEYVGK 82 91 26.8 25.7 20.0 2 0 0 1,169.6566
K_16 Cadherin‐5 CADH5_HUMAN 87,530 5 5 9 7.65% VDAETGDVFAIER 95 107 92.3 27.5 71.8 2 0 0 1,421.6908
K_16 Cadherin‐5 CADH5_HUMAN 87,530 5 5 9 7.65% DTGENLETPSSFTIK 126 140 57.0 26.4 50.4 1 0 0 1,638.7859
K_16 Cadherin‐5 CADH5_HUMAN 87,530 5 5 9 7.65% GKEYFAIDNSGR 196 207 41.7 25.6 41.7 2 0 0 1,356.6543
K_16 Cadherin‐5 CADH5_HUMAN 87,530 5 5 9 7.65% YTFVVPEDTR 263 272 25.0 27.8 21.1 2 0 0 1,226.6052
L_12 Cadherin‐5 CADH5_HUMAN 87,530 2 3 4 2.81% GKEYFAIDNSGR 196 207 63.7 25.5 55.9 2 1 0 1,356.6543
L_12 Cadherin‐5 CADH5_HUMAN 87,530 2 3 4 2.81% YTFVVPEDTR 263 272 27.4 27.8 27.2 1 0 0 1,226.6052
M_12 Cadherin‐5 CADH5_HUMAN 87,530 3 3 6 5.23% DTGENLETPSSFTIK 126 140 54.9 26.6 46.3 2 0 0 1,638.7859
M_12 Cadherin‐5 CADH5_HUMAN 87,530 3 3 6 5.23% VHDVNDNWPVFTHR 141 154 24.4 26.3 23.6 0 2 0 1,735.8299
M_12 Cadherin‐5 CADH5_HUMAN 87,530 3 3 6 5.23% GKEYFAIDNSGR 196 207 64.9 25.6 61.7 2 0 0 1,356.6543
N_07 Cadherin‐5 CADH5_HUMAN 87,530 2 2 3 2.30% YEIVVEAR 223 230 26.3 28.3 20.0 2 0 0 978.5254
N_07 Cadherin‐5 CADH5_HUMAN 87,530 2 2 3 2.30% YTFVVPEDTR 263 272 22.3 27.8 22.3 1 0 0 1,226.6052
N_12 Cadherin‐5 CADH5_HUMAN 87,530 5 5 10 7.14% VDAETGDVFAIER 95 107 97.1 27.6 85.6 2 0 0 1,421.6908
N_12 Cadherin‐5 CADH5_HUMAN 87,530 5 5 10 7.14% DTGENLETPSSFTIK 126 140 64.6 26.8 54.5 2 0 0 1,638.7859
N_12 Cadherin‐5 CADH5_HUMAN 87,530 5 5 10 7.14% GKEYFAIDNSGR 196 207 72.3 25.8 72.3 2 0 0 1,356.6543
N_12 Cadherin‐5 CADH5_HUMAN 87,530 5 5 10 7.14% EYFAIDNSGR 198 207 60.3 25.0 54.9 2 0 0 1,171.5378
N_12 Cadherin‐5 CADH5_HUMAN 87,530 5 5 10 7.14% KPLIGTVLAMDPDAAR 387 402 57.5 27.0 56.8 2 0 0 1,683.9102
N_13 Cadherin‐5 CADH5_HUMAN 87,530 2 2 3 2.93% VDAETGDVFAIER 95 107 81.6 27.3 68.4 2 0 0 1,421.6908
N_13 Cadherin‐5 CADH5_HUMAN 87,530 2 2 3 2.93% YTFVVPEDTR 263 272 26.1 27.8 20.8 1 0 0 1,226.6052
O_12 Cadherin‐5 CADH5_HUMAN 87,530 3 4 6 3.57% GKEYFAIDNSGR 196 207 37.1 25.7 33.4 2 1 0 1,356.6543
O_12 Cadherin‐5 CADH5_HUMAN 87,530 3 4 6 3.57% EYFAIDNSGR 198 207 32.7 25.0 32.7 2 0 0 1,171.5378
O_12 Cadherin‐5 CADH5_HUMAN 87,530 3 4 6 3.57% KPLIGTVLAMDPDAAR 387 402 22.5 27.2 15.5 0 1 0 1,683.9102
P_11 Cadherin‐5 CADH5_HUMAN 87,530 2 2 3 2.68% VDAETGDVFAIER 95 107 86.1 27.5 74.4 1 0 0 1,421.6908
P_11 Cadherin‐5 CADH5_HUMAN 87,530 2 2 3 2.68% YEIVVEAR 223 230 41.0 28.3 33.6 2 0 0 978.5254
P_12 Cadherin‐5 CADH5_HUMAN 87,530 4 5 9 6.51% VDAETGDVFAIER 95 107 84.5 27.5 70.1 1 0 0 1,421.6908
P_12 Cadherin‐5 CADH5_HUMAN 87,530 4 5 9 6.51% GKEYFAIDNSGR 196 207 60.5 25.5 60.1 2 2 0 1,356.6543
P_12 Cadherin‐5 CADH5_HUMAN 87,530 4 5 9 6.51% YTFVVPEDTR 263 272 26.7 27.8 20.0 2 0 0 1,226.6052
P_12 Cadherin‐5 CADH5_HUMAN 87,530 4 5 9 6.51% KPLIGTVLAMDPDAAR 387 402 34.8 27.2 33.9 0 2 0 1,683.9102
Q_11 Cadherin‐5 CADH5_HUMAN 87,530 3 3 4 3.95% VDAETGDVFAIER 95 107 59.5 27.6 18.0 2 0 0 1,421.6908
Q_11 Cadherin‐5 CADH5_HUMAN 87,530 3 3 4 3.95% EYFAIDNSGR 198 207 28.8 25.0 28.8 1 0 0 1,171.5378
Q_11 Cadherin‐5 CADH5_HUMAN 87,530 3 3 4 3.95% YEIVVEAR 223 230 30.9 28.3 23.4 1 0 0 978.5254
Q_12 Cadherin‐5 CADH5_HUMAN 87,530 3 3 4 4.46% VDAETGDVFAIER 95 107 60.1 27.6 29.4 2 0 0 1,421.6908
Q_12 Cadherin‐5 CADH5_HUMAN 87,530 3 3 4 4.46% GKEYFAIDNSGR 196 207 50.9 25.5 37.0 1 0 0 1,356.6543
Q_12 Cadherin‐5 CADH5_HUMAN 87,530 3 3 4 4.46% YTFVVPEDTR 263 272 26.5 27.7 20.7 1 0 0 1,226.6052
I_20 VWFA and cache domain‐containing protein 1 CAHD1_HUMAN 142,290 2 2 4 1.65% DLNSVLADNLK 169 179 52.0 28.2 32.3 2 0 0 1,201.6424
I_20 VWFA and cache domain‐containing protein 1 CAHD1_HUMAN 142,290 2 2 4 1.65% YIATPNGVLR 732 741 24.4 28.1 17.5 2 0 0 1,103.6208
J_20 VWFA and cache domain‐containing protein 1 CAHD1_HUMAN 142,290 2 2 3 1.65% ISNGESEVQQLAK 78 90 56.5 28.2 45.6 2 0 0 1,402.7173
J_20 VWFA and cache domain‐containing protein 1 CAHD1_HUMAN 142,290 2 2 3 1.65% FYTNLPNR 439 446 23.1 27.1 8.3 1 0 0 1,024.5210
A_02 Caldesmon CALD1_HUMAN 93,232 2 2 4 2.40% LEQYTSAIEGTK 679 690 53.5 27.3 48.2 2 0 0 1,339.6741
A_02 Caldesmon CALD1_HUMAN 93,232 2 2 4 2.40% INEWLTK 746 752 36.9 29.3 20.9 2 0 0 903.4935
A_03 Caldesmon CALD1_HUMAN 93,232 4 4 7 7.57% LEQYTSAIEGTK 679 690 70.2 27.3 62.5 2 0 0 1,339.6741
A_03 Caldesmon CALD1_HUMAN 93,232 4 4 7 7.57% SAKPTKPAASDLPVPAEGVR 691 710 26.3 25.8 24.1 0 2 0 1,991.0922
A_03 Caldesmon CALD1_HUMAN 93,232 4 4 7 7.57% GNVFSSPTAAGTPNKETAGLK 719 739 28.4 27.6 21.5 0 1 0 2,047.0456
A_03 Caldesmon CALD1_HUMAN 93,232 4 4 7 7.57% INEWLTK 746 752 43.8 28.7 28.8 2 0 0 903.4935
A_04 Caldesmon CALD1_HUMAN 93,232 3 3 4 4.92% LEQYTSAIEGTK 679 690 56.8 27.3 51.0 2 0 0 1,339.6741
A_04 Caldesmon CALD1_HUMAN 93,232 3 3 4 4.92% SAKPTKPAASDLPVPAEGVR 691 710 27.4 25.6 18.1 0 1 0 1,991.0922
A_04 Caldesmon CALD1_HUMAN 93,232 3 3 4 4.92% INEWLTK 746 752 25.2 28.7 12.5 1 0 0 903.4935
A_05 Caldesmon CALD1_HUMAN 93,232 3 3 4 5.93% LEQYTSAIEGTK 679 690 52.9 27.0 49.5 2 0 0 1,339.6741
A_05 Caldesmon CALD1_HUMAN 93,232 3 3 4 5.93% SAKPTKPAASDLPVPAEGVR 691 710 21.1 25.8 19.9 0 1 0 1,991.0922
A_05 Caldesmon CALD1_HUMAN 93,232 3 3 4 5.93% GNVFSSPTAAGTPNK 719 733 33.1 27.7 33.1 1 0 0 1,447.7176
A_11 Caldesmon CALD1_HUMAN 93,232 2 2 4 4.16% QQEAALELEELKK 558 570 24.2 28.5 15.1 0 2 0 1,528.8219
A_11 Caldesmon CALD1_HUMAN 93,232 2 2 4 4.16% SAKPTKPAASDLPVPAEGVR 691 710 20.9 25.8 16.9 0 2 0 1,991.0922
A_18 Caldesmon CALD1_HUMAN 93,232 3 3 5 4.16% MPEDGLSDDKKPFK 622 635 23.8 26.5 16.3 0 1 0 1,622.7735
A_18 Caldesmon CALD1_HUMAN 93,232 3 3 5 4.16% LEQYTSAIEGTK 679 690 66.1 27.3 59.7 2 0 0 1,339.6741
A_18 Caldesmon CALD1_HUMAN 93,232 3 3 5 4.16% INEWLTK 746 752 34.8 28.7 13.1 2 0 0 903.4935
A_19 Caldesmon CALD1_HUMAN 93,232 3 3 6 5.93% LEQYTSAIEGTK 679 690 62.1 27.0 54.5 2 0 0 1,339.6741
A_19 Caldesmon CALD1_HUMAN 93,232 3 3 6 5.93% SAKPTKPAASDLPVPAEGVR 691 710 51.3 25.8 42.4 0 2 0 1,991.0922
A_19 Caldesmon CALD1_HUMAN 93,232 3 3 6 5.93% GNVFSSPTAAGTPNK 719 733 72.1 27.4 62.1 2 0 0 1,447.7176
B_02 Caldesmon CALD1_HUMAN 93,232 2 2 4 2.40% LEQYTSAIEGTK 679 690 57.4 27.2 47.1 2 0 0 1,339.6741
B_02 Caldesmon CALD1_HUMAN 93,232 2 2 4 2.40% INEWLTK 746 752 43.6 29.3 22.2 2 0 0 903.4935
B_03 Caldesmon CALD1_HUMAN 93,232 4 4 7 6.81% LEQYTSAIEGTK 679 690 60.7 26.9 53.1 2 0 0 1,339.6741
B_03 Caldesmon CALD1_HUMAN 93,232 4 4 7 6.81% SAKPTKPAASDLPVPAEGVR 691 710 25.2 25.8 18.0 0 1 0 1,991.0922
B_03 Caldesmon CALD1_HUMAN 93,232 4 4 7 6.81% GNVFSSPTAAGTPNK 719 733 40.2 27.7 30.7 2 0 0 1,447.7176
B_03 Caldesmon CALD1_HUMAN 93,232 4 4 7 6.81% INEWLTK 746 752 36.5 28.6 17.3 2 0 0 903.4935
B_11 Caldesmon CALD1_HUMAN 93,232 4 4 7 7.44% YEIEETETVTK 160 170 34.7 26.1 31.8 1 0 0 1,341.6421
B_11 Caldesmon CALD1_HUMAN 93,232 4 4 7 7.44% QQEAALELEELKK 558 570 23.3 28.3 14.9 0 2 0 1,528.8219
B_11 Caldesmon CALD1_HUMAN 93,232 4 4 7 7.44% SAKPTKPAASDLPVPAEGVR 691 710 43.6 25.6 35.1 0 2 0 1,991.0922
B_11 Caldesmon CALD1_HUMAN 93,232 4 4 7 7.44% GNVFSSPTAAGTPNK 719 733 60.7 27.7 52.1 2 0 0 1,447.7176
B_18 Caldesmon CALD1_HUMAN 93,232 3 3 6 5.80% MPEDGLSDDKKPFK 622 635 19.8 26.4 14.3 0 2 0 1,622.7735
B_18 Caldesmon CALD1_HUMAN 93,232 3 3 6 5.80% LEQYTSAIEGTK 679 690 48.2 27.1 42.4 2 0 0 1,339.6741
B_18 Caldesmon CALD1_HUMAN 93,232 3 3 6 5.80% SAKPTKPAASDLPVPAEGVR 691 710 31.5 25.6 24.5 0 2 0 1,991.0922
B_19 Caldesmon CALD1_HUMAN 93,232 6 7 12 11.00% TTTTNTQVEGDDEAAFLER 81 99 81.4 25.0 71.3 2 2 0 2,097.9573
B_19 Caldesmon CALD1_HUMAN 93,232 6 7 12 11.00% MPEDGLSDDKKPFK 622 635 22.1 26.5 12.0 0 1 0 1,622.7735
B_19 Caldesmon CALD1_HUMAN 93,232 6 7 12 11.00% LEQYTSAIEGTK 679 690 70.5 27.2 61.5 2 0 0 1,339.6741
B_19 Caldesmon CALD1_HUMAN 93,232 6 7 12 11.00% SAKPTKPAASDLPVPAEGVR 691 710 36.1 25.8 26.7 0 1 0 1,991.0922
B_19 Caldesmon CALD1_HUMAN 93,232 6 7 12 11.00% GNVFSSPTAAGTPNK 719 733 68.9 27.7 54.3 2 0 0 1,447.7176
B_19 Caldesmon CALD1_HUMAN 93,232 6 7 12 11.00% INEWLTK 746 752 32.5 28.6 14.0 2 0 0 903.4935
C_03 Caldesmon CALD1_HUMAN 93,232 2 2 3 2.77% GNVFSSPTAAGTPNK 719 733 51.0 27.4 35.2 2 0 0 1,447.7176
C_03 Caldesmon CALD1_HUMAN 93,232 2 2 3 2.77% INEWLTK 746 752 22.7 28.7 5.5 1 0 0 903.4935



C_18 Caldesmon CALD1_HUMAN 93,232 2 2 2 4.04% LEQYTSAIEGTK 679 690 44.5 27.2 34.1 1 0 0 1,339.6741
C_18 Caldesmon CALD1_HUMAN 93,232 2 2 2 4.04% SAKPTKPAASDLPVPAEGVR 691 710 17.3 25.8 14.9 0 1 0 1,991.0922
C_19 Caldesmon CALD1_HUMAN 93,232 2 2 4 4.04% LEQYTSAIEGTK 679 690 57.9 27.2 49.0 2 0 0 1,339.6741
C_19 Caldesmon CALD1_HUMAN 93,232 2 2 4 4.04% SAKPTKPAASDLPVPAEGVR 691 710 24.4 25.8 12.8 0 2 0 1,991.0922
F_05 Caldesmon CALD1_HUMAN 93,232 2 2 3 2.77% GNVFSSPTAAGTPNK 719 733 45.0 27.4 45.0 1 0 0 1,447.7176
F_05 Caldesmon CALD1_HUMAN 93,232 2 2 3 2.77% INEWLTK 746 752 31.0 28.6 16.7 2 0 0 903.4935
F_06 Caldesmon CALD1_HUMAN 93,232 3 3 5 4.29% LEQYTSAIEGTK 679 690 49.5 27.2 42.8 2 0 0 1,339.6741
F_06 Caldesmon CALD1_HUMAN 93,232 3 3 5 4.29% GNVFSSPTAAGTPNK 719 733 33.6 27.7 21.3 1 0 0 1,447.7176
F_06 Caldesmon CALD1_HUMAN 93,232 3 3 5 4.29% INEWLTK 746 752 37.3 28.7 22.8 2 0 0 903.4935
H_01 Caldesmon CALD1_HUMAN 93,232 2 2 3 2.40% LEQYTSAIEGTK 679 690 68.8 27.3 57.5 2 0 0 1,339.6741
H_01 Caldesmon CALD1_HUMAN 93,232 2 2 3 2.40% INEWLTK 746 752 25.9 28.6 17.0 1 0 0 903.4935
H_03 Caldesmon CALD1_HUMAN 93,232 3 3 4 5.93% LEQYTSAIEGTK 679 690 57.3 27.5 51.6 1 0 0 1,339.6741
H_03 Caldesmon CALD1_HUMAN 93,232 3 3 4 5.93% SAKPTKPAASDLPVPAEGVR 691 710 21.3 25.6 9.9 0 1 0 1,991.0922
H_03 Caldesmon CALD1_HUMAN 93,232 3 3 4 5.93% GNVFSSPTAAGTPNK 719 733 56.8 27.7 44.9 2 0 0 1,447.7176
H_04 Caldesmon CALD1_HUMAN 93,232 4 4 8 6.81% LEQYTSAIEGTK 679 690 67.8 27.0 58.3 2 0 0 1,339.6741
H_04 Caldesmon CALD1_HUMAN 93,232 4 4 8 6.81% SAKPTKPAASDLPVPAEGVR 691 710 44.5 25.6 35.6 0 2 0 1,991.0922
H_04 Caldesmon CALD1_HUMAN 93,232 4 4 8 6.81% GNVFSSPTAAGTPNK 719 733 61.0 27.7 47.2 2 0 0 1,447.7176
H_04 Caldesmon CALD1_HUMAN 93,232 4 4 8 6.81% INEWLTK 746 752 45.0 28.6 29.8 2 0 0 903.4935
H_05 Caldesmon CALD1_HUMAN 93,232 6 6 9 10.30% YEIEETETVTK 160 170 28.5 26.3 28.5 1 0 0 1,341.6421
H_05 Caldesmon CALD1_HUMAN 93,232 6 6 9 10.30% ASVDTKEAEGAPQVEAGK 517 534 28.1 27.5 17.1 0 1 0 1,786.8819
H_05 Caldesmon CALD1_HUMAN 93,232 6 6 9 10.30% LEQYTSAIEGTK 679 690 46.6 27.1 37.9 2 0 0 1,339.6741
H_05 Caldesmon CALD1_HUMAN 93,232 6 6 9 10.30% SAKPTKPAASDLPVPAEGVR 691 710 26.8 25.6 23.6 0 1 0 1,991.0922
H_05 Caldesmon CALD1_HUMAN 93,232 6 6 9 10.30% GNVFSSPTAAGTPNK 719 733 65.8 27.7 60.9 2 0 0 1,447.7176
H_05 Caldesmon CALD1_HUMAN 93,232 6 6 9 10.30% GNVFSSPTAAGTPNKETAGLK 719 739 29.2 27.6 24.1 0 2 0 2,047.0456
H_06 Caldesmon CALD1_HUMAN 93,232 3 3 4 4.54% YEIEETETVTK 160 170 32.3 26.1 24.1 1 0 0 1,341.6421
H_06 Caldesmon CALD1_HUMAN 93,232 3 3 4 4.54% QQEAALELEELKK 558 570 20.2 28.6 18.7 0 1 0 1,528.8219
H_06 Caldesmon CALD1_HUMAN 93,232 3 3 4 4.54% LEQYTSAIEGTK 679 690 50.0 27.2 43.9 2 0 0 1,339.6741
H_07 Caldesmon CALD1_HUMAN 93,232 2 2 3 3.78% TTTTNTQVEGDDEAAFLER 81 99 99.5 25.0 85.9 1 0 0 2,097.9573
H_07 Caldesmon CALD1_HUMAN 93,232 2 2 3 3.78% YEIEETETVTK 160 170 51.7 26.2 48.2 2 0 0 1,341.6421
H_09 Caldesmon CALD1_HUMAN 93,232 6 6 10 10.70% TTTTNTQVEGDDEAAFLER 81 99 77.8 25.0 76.3 1 0 0 2,097.9573
H_09 Caldesmon CALD1_HUMAN 93,232 6 6 10 10.70% ASVDTKEAEGAPQVEAGK 517 534 24.6 27.6 16.1 0 2 0 1,786.8819
H_09 Caldesmon CALD1_HUMAN 93,232 6 6 10 10.70% SAKPTKPAASDLPVPAEGVR 691 710 37.6 25.7 26.5 0 2 0 1,991.0922
H_09 Caldesmon CALD1_HUMAN 93,232 6 6 10 10.70% GNVFSSPTAAGTPNK 719 733 54.1 27.7 45.6 2 0 0 1,447.7176
H_09 Caldesmon CALD1_HUMAN 93,232 6 6 10 10.70% GNVFSSPTAAGTPNKETAGLK 719 739 30.1 27.6 23.2 0 2 0 2,047.0456
H_09 Caldesmon CALD1_HUMAN 93,232 6 6 10 10.70% INEWLTK 746 752 27.9 28.6 17.1 1 0 0 903.4935
H_10 Caldesmon CALD1_HUMAN 93,232 4 4 7 8.95% TTTTNTQVEGDDEAAFLER 81 99 94.4 25.0 91.2 2 0 0 2,097.9573
H_10 Caldesmon CALD1_HUMAN 93,232 4 4 7 8.95% YEIEETETVTK 160 170 40.9 25.5 35.5 2 0 0 1,341.6421
H_10 Caldesmon CALD1_HUMAN 93,232 4 4 7 8.95% SAKPTKPAASDLPVPAEGVR 691 710 27.3 25.6 13.1 0 2 0 1,991.0922
H_10 Caldesmon CALD1_HUMAN 93,232 4 4 7 8.95% GNVFSSPTAAGTPNKETAGLK 719 739 25.6 28.2 21.4 0 1 0 2,047.0456
H_14 Caldesmon CALD1_HUMAN 93,232 4 4 8 7.57% TTTTNTQVEGDDEAAFLER 81 99 84.1 25.0 78.3 2 0 0 2,097.9573
H_14 Caldesmon CALD1_HUMAN 93,232 4 4 8 7.57% YEIEETETVTK 160 170 40.4 26.1 35.9 2 0 0 1,341.6421
H_14 Caldesmon CALD1_HUMAN 93,232 4 4 8 7.57% ASVDTKEAEGAPQVEAGK 517 534 41.8 27.4 27.5 0 2 0 1,786.8819
H_14 Caldesmon CALD1_HUMAN 93,232 4 4 8 7.57% LEQYTSAIEGTK 679 690 55.6 27.1 46.0 2 0 0 1,339.6741
H_15 Caldesmon CALD1_HUMAN 93,232 4 4 7 8.95% TTTTNTQVEGDDEAAFLER 81 99 87.1 25.0 75.7 1 0 0 2,097.9573
H_15 Caldesmon CALD1_HUMAN 93,232 4 4 7 8.95% YEIEETETVTK 160 170 41.1 26.2 38.0 2 0 0 1,341.6421
H_15 Caldesmon CALD1_HUMAN 93,232 4 4 7 8.95% SAKPTKPAASDLPVPAEGVR 691 710 58.0 25.6 47.0 0 2 0 1,991.0922
H_15 Caldesmon CALD1_HUMAN 93,232 4 4 7 8.95% GNVFSSPTAAGTPNKETAGLK 719 739 32.2 27.6 28.2 0 2 0 2,047.0456
H_16 Caldesmon CALD1_HUMAN 93,232 7 7 10 12.70% TTTTNTQVEGDDEAAFLER 81 99 92.7 25.0 88.4 2 0 0 2,097.9573
H_16 Caldesmon CALD1_HUMAN 93,232 7 7 10 12.70% YEIEETETVTK 160 170 55.7 26.1 47.3 2 0 0 1,341.6421
H_16 Caldesmon CALD1_HUMAN 93,232 7 7 10 12.70% QQEAALELEELK 558 569 23.0 27.6 19.8 1 0 0 1,400.7269
H_16 Caldesmon CALD1_HUMAN 93,232 7 7 10 12.70% QQEAALELEELKK 558 570 23.2 28.2 3.7 1 0 0 1,528.8219
H_16 Caldesmon CALD1_HUMAN 93,232 7 7 10 12.70% SAKPTKPAASDLPVPAEGVR 691 710 42.6 25.8 36.7 0 1 0 1,991.0922
H_16 Caldesmon CALD1_HUMAN 93,232 7 7 10 12.70% GNVFSSPTAAGTPNKETAGLK 719 739 28.3 27.6 22.1 0 2 0 2,047.0456
H_16 Caldesmon CALD1_HUMAN 93,232 7 7 10 12.70% SPAPKPSDLRPGDVSSK 759 775 20.7 27.2 9.5 0 1 0 1,737.9132
I_03 Caldesmon CALD1_HUMAN 93,232 2 2 3 2.40% LEQYTSAIEGTK 679 690 56.0 27.0 49.0 2 0 0 1,339.6741
I_03 Caldesmon CALD1_HUMAN 93,232 2 2 3 2.40% INEWLTK 746 752 38.8 28.6 29.9 1 0 0 903.4935
I_04 Caldesmon CALD1_HUMAN 93,232 3 3 5 5.93% LEQYTSAIEGTK 679 690 76.2 27.2 65.8 2 0 0 1,339.6741
I_04 Caldesmon CALD1_HUMAN 93,232 3 3 5 5.93% SAKPTKPAASDLPVPAEGVR 691 710 20.5 25.3 14.9 0 2 0 1,991.0922
I_04 Caldesmon CALD1_HUMAN 93,232 3 3 5 5.93% GNVFSSPTAAGTPNK 719 733 32.8 27.8 23.5 1 0 0 1,447.7176
I_05 Caldesmon CALD1_HUMAN 93,232 4 4 5 7.94% TTTTNTQVEGDDEAAFLER 81 99 94.0 25.0 82.9 1 0 0 2,097.9573
I_05 Caldesmon CALD1_HUMAN 93,232 4 4 5 7.94% YEIEETETVTK 160 170 18.5 25.5 7.8 1 0 0 1,341.6421
I_05 Caldesmon CALD1_HUMAN 93,232 4 4 5 7.94% LEQYTSAIEGTK 679 690 59.8 27.3 52.7 2 0 0 1,339.6741
I_05 Caldesmon CALD1_HUMAN 93,232 4 4 5 7.94% GNVFSSPTAAGTPNKETAGLK 719 739 22.5 28.2 19.1 0 1 0 2,047.0456
I_09 Caldesmon CALD1_HUMAN 93,232 3 3 5 7.57% TTTTNTQVEGDDEAAFLER 81 99 74.0 25.0 66.8 2 0 0 2,097.9573
I_09 Caldesmon CALD1_HUMAN 93,232 3 3 5 7.57% SAKPTKPAASDLPVPAEGVR 691 710 33.4 25.6 23.7 0 2 0 1,991.0922
I_09 Caldesmon CALD1_HUMAN 93,232 3 3 5 7.57% GNVFSSPTAAGTPNKETAGLK 719 739 25.4 28.0 15.9 0 1 0 2,047.0456
I_10 Caldesmon CALD1_HUMAN 93,232 3 3 5 6.56% YEIEETETVTK 160 170 41.4 26.1 32.2 2 0 0 1,341.6421
I_10 Caldesmon CALD1_HUMAN 93,232 3 3 5 6.56% SAKPTKPAASDLPVPAEGVR 691 710 24.6 25.6 23.2 0 1 0 1,991.0922
I_10 Caldesmon CALD1_HUMAN 93,232 3 3 5 6.56% GNVFSSPTAAGTPNKETAGLK 719 739 32.8 28.0 27.9 0 2 0 2,047.0456
I_14 Caldesmon CALD1_HUMAN 93,232 2 2 2 2.90% YEIEETETVTK 160 170 25.5 26.1 20.0 1 0 0 1,341.6421
I_14 Caldesmon CALD1_HUMAN 93,232 2 2 2 2.90% LEQYTSAIEGTK 679 690 38.3 27.1 28.3 1 0 0 1,339.6741
I_15 Caldesmon CALD1_HUMAN 93,232 5 5 7 7.82% QERYEIEETETVTK 157 170 25.5 26.4 25.5 0 1 0 1,754.8444
I_15 Caldesmon CALD1_HUMAN 93,232 5 5 7 7.82% YEIEETETVTK 160 170 33.6 26.3 24.6 1 0 0 1,341.6421
I_15 Caldesmon CALD1_HUMAN 93,232 5 5 7 7.82% SAKPTKPAASDLPVPAEGVR 691 710 40.9 25.3 34.0 0 2 0 1,991.0922
I_15 Caldesmon CALD1_HUMAN 93,232 5 5 7 7.82% GNVFSSPTAAGTPNKETAGLK 719 739 28.8 28.0 22.6 0 2 0 2,047.0456
I_15 Caldesmon CALD1_HUMAN 93,232 5 5 7 7.82% INEWLTK 746 752 24.7 28.6 12.1 1 0 0 903.4935
I_16 Caldesmon CALD1_HUMAN 93,232 5 5 9 9.84% TTTTNTQVEGDDEAAFLER 81 99 72.4 25.0 72.4 1 0 0 2,097.9573
I_16 Caldesmon CALD1_HUMAN 93,232 5 5 9 9.84% YEIEETETVTK 160 170 51.1 26.1 46.3 2 0 0 1,341.6421
I_16 Caldesmon CALD1_HUMAN 93,232 5 5 9 9.84% SAKPTKPAASDLPVPAEGVR 691 710 27.9 25.6 24.0 0 2 0 1,991.0922
I_16 Caldesmon CALD1_HUMAN 93,232 5 5 9 9.84% GNVFSSPTAAGTPNKETAGLK 719 739 27.8 28.1 18.1 0 2 0 2,047.0456
I_16 Caldesmon CALD1_HUMAN 93,232 5 5 9 9.84% INEWLTK 746 752 24.8 28.6 9.5 2 0 0 903.4935
J_03 Caldesmon CALD1_HUMAN 93,232 2 2 4 2.40% LEQYTSAIEGTK 679 690 81.6 27.4 73.7 2 0 0 1,339.6741
J_03 Caldesmon CALD1_HUMAN 93,232 2 2 4 2.40% INEWLTK 746 752 49.9 29.2 31.2 2 0 0 903.4935
J_04 Caldesmon CALD1_HUMAN 93,232 2 2 3 2.40% LEQYTSAIEGTK 679 690 64.0 26.6 55.5 2 0 0 1,339.6741
J_04 Caldesmon CALD1_HUMAN 93,232 2 2 3 2.40% INEWLTK 746 752 27.6 29.2 9.9 1 0 0 903.4935
J_16 Caldesmon CALD1_HUMAN 93,232 2 2 2 3.40% SAKPTKPAASDLPVPAEGVR 691 710 17.7 25.2 17.7 0 1 0 1,991.0922
J_16 Caldesmon CALD1_HUMAN 93,232 2 2 2 3.40% INEWLTK 746 752 32.1 29.2 14.0 1 0 0 903.4935
K_03 Caldesmon CALD1_HUMAN 93,232 2 2 4 2.40% LEQYTSAIEGTK 679 690 49.4 27.0 39.5 2 0 0 1,339.6741
K_03 Caldesmon CALD1_HUMAN 93,232 2 2 4 2.40% INEWLTK 746 752 40.8 28.6 24.3 2 0 0 903.4935
K_04 Caldesmon CALD1_HUMAN 93,232 3 3 5 4.92% LEQYTSAIEGTK 679 690 75.4 27.5 67.1 2 0 0 1,339.6741
K_04 Caldesmon CALD1_HUMAN 93,232 3 3 5 4.92% SAKPTKPAASDLPVPAEGVR 691 710 27.8 25.1 24.6 0 2 0 1,991.0922
K_04 Caldesmon CALD1_HUMAN 93,232 3 3 5 4.92% INEWLTK 746 752 22.3 28.6 14.4 1 0 0 903.4935
K_05 Caldesmon CALD1_HUMAN 93,232 2 2 4 4.04% LEQYTSAIEGTK 679 690 63.0 27.2 55.3 2 0 0 1,339.6741
K_05 Caldesmon CALD1_HUMAN 93,232 2 2 4 4.04% SAKPTKPAASDLPVPAEGVR 691 710 23.2 25.6 14.0 0 2 0 1,991.0922
K_09 Caldesmon CALD1_HUMAN 93,232 5 5 8 9.71% YEIEETETVTK 160 170 41.9 25.9 28.7 2 0 0 1,341.6421
K_09 Caldesmon CALD1_HUMAN 93,232 5 5 8 9.71% QQEAALELEELKK 558 570 24.1 28.1 20.1 0 1 0 1,528.8219
K_09 Caldesmon CALD1_HUMAN 93,232 5 5 8 9.71% LEQYTSAIEGTK 679 690 64.8 27.2 57.9 2 0 0 1,339.6741
K_09 Caldesmon CALD1_HUMAN 93,232 5 5 8 9.71% SAKPTKPAASDLPVPAEGVR 691 710 20.0 25.3 4.4 0 1 0 1,991.0922
K_09 Caldesmon CALD1_HUMAN 93,232 5 5 8 9.71% GNVFSSPTAAGTPNKETAGLK 719 739 28.7 27.7 22.2 0 2 0 2,047.0456
K_10 Caldesmon CALD1_HUMAN 93,232 4 4 7 8.07% YEIEETETVTK 160 170 16.9 26.0 9.9 1 0 0 1,341.6421
K_10 Caldesmon CALD1_HUMAN 93,232 4 4 7 8.07% LEQYTSAIEGTK 679 690 39.1 27.2 35.3 2 0 0 1,339.6741
K_10 Caldesmon CALD1_HUMAN 93,232 4 4 7 8.07% SAKPTKPAASDLPVPAEGVR 691 710 34.9 25.3 31.5 0 2 0 1,991.0922
K_10 Caldesmon CALD1_HUMAN 93,232 4 4 7 8.07% GNVFSSPTAAGTPNKETAGLK 719 739 25.2 27.9 22.5 0 2 0 2,047.0456
K_15 Caldesmon CALD1_HUMAN 93,232 3 3 3 6.56% YEIEETETVTK 160 170 38.8 25.5 36.2 1 0 0 1,341.6421
K_15 Caldesmon CALD1_HUMAN 93,232 3 3 3 6.56% SAKPTKPAASDLPVPAEGVR 691 710 27.2 25.3 20.9 0 1 0 1,991.0922
K_15 Caldesmon CALD1_HUMAN 93,232 3 3 3 6.56% GNVFSSPTAAGTPNKETAGLK 719 739 29.4 27.9 21.1 0 1 0 2,047.0456
K_16 Caldesmon CALD1_HUMAN 93,232 4 4 6 6.56% YEIEETETVTK 160 170 19.3 26.0 16.6 1 0 0 1,341.6421
K_16 Caldesmon CALD1_HUMAN 93,232 4 4 6 6.56% SAKPTKPAASDLPVPAEGVR 691 710 17.1 25.3 13.5 0 1 0 1,991.0922
K_16 Caldesmon CALD1_HUMAN 93,232 4 4 6 6.56% GNVFSSPTAAGTPNK 719 733 48.1 27.7 42.2 2 0 0 1,447.7176
K_16 Caldesmon CALD1_HUMAN 93,232 4 4 6 6.56% GNVFSSPTAAGTPNKETAGLK 719 739 25.2 28.0 21.4 0 2 0 2,047.0456
L_07 Caldesmon CALD1_HUMAN 93,232 2 2 3 3.91% TTTTNTQVEGDDEAAFLER 81 99 78.8 25.0 78.8 1 0 0 2,097.9573
L_07 Caldesmon CALD1_HUMAN 93,232 2 2 3 3.91% LEQYTSAIEGTK 679 690 58.2 27.2 52.5 2 0 0 1,339.6741



L_10 Caldesmon CALD1_HUMAN 93,232 2 2 2 4.29% TTTTNTQVEGDDEAAFLER 81 99 46.1 25.4 43.0 1 0 0 2,097.9573
L_10 Caldesmon CALD1_HUMAN 93,232 2 2 2 4.29% GNVFSSPTAAGTPNK 719 733 29.6 27.9 21.1 1 0 0 1,447.7176
L_11 Caldesmon CALD1_HUMAN 93,232 8 8 16 11.50% TTTTNTQVEGDDEAAFLER 81 99 107.0 25.2 107.0 2 0 0 2,097.9573
L_11 Caldesmon CALD1_HUMAN 93,232 8 8 16 11.50% QERYEIEETETVTK 157 170 48.0 26.4 39.9 0 2 0 1,754.8444
L_11 Caldesmon CALD1_HUMAN 93,232 8 8 16 11.50% YEIEETETVTK 160 170 46.5 25.8 41.7 2 0 0 1,341.6421
L_11 Caldesmon CALD1_HUMAN 93,232 8 8 16 11.50% ASVDTKEAEGAPQVEAGK 517 534 48.0 27.7 39.8 2 0 0 1,786.8819
L_11 Caldesmon CALD1_HUMAN 93,232 8 8 16 11.50% LEQYTSAIEGTK 679 690 71.7 27.2 64.3 2 0 0 1,339.6741
L_11 Caldesmon CALD1_HUMAN 93,232 8 8 16 11.50% GNVFSSPTAAGTPNK 719 733 68.6 27.8 56.4 2 0 0 1,447.7176
L_11 Caldesmon CALD1_HUMAN 93,232 8 8 16 11.50% GNVFSSPTAAGTPNKETAGLK 719 739 38.9 27.8 36.3 0 2 0 2,047.0456
L_11 Caldesmon CALD1_HUMAN 93,232 8 8 16 11.50% INEWLTK 746 752 46.3 29.3 27.8 2 0 0 903.4935
L_12 Caldesmon CALD1_HUMAN 93,232 3 3 5 4.79% YEIEETETVTK 160 170 28.7 25.6 18.5 1 0 0 1,341.6421
L_12 Caldesmon CALD1_HUMAN 93,232 3 3 5 4.79% LEQYTSAIEGTK 679 690 53.3 27.3 41.0 2 0 0 1,339.6741
L_12 Caldesmon CALD1_HUMAN 93,232 3 3 5 4.79% GNVFSSPTAAGTPNK 719 733 52.3 28.0 44.2 2 0 0 1,447.7176
L_13 Caldesmon CALD1_HUMAN 93,232 2 2 3 3.91% TTTTNTQVEGDDEAAFLER 81 99 69.8 25.4 64.3 1 0 0 2,097.9573
L_13 Caldesmon CALD1_HUMAN 93,232 2 2 3 3.91% LEQYTSAIEGTK 679 690 55.1 27.3 46.4 2 0 0 1,339.6741
L_14 Caldesmon CALD1_HUMAN 93,232 4 4 5 8.07% TTTTNTQVEGDDEAAFLER 81 99 67.2 25.2 63.8 1 0 0 2,097.9573
L_14 Caldesmon CALD1_HUMAN 93,232 4 4 5 8.07% ASVDTKEAEGAPQVEAGK 517 534 20.5 27.6 12.4 0 2 0 1,786.8819
L_14 Caldesmon CALD1_HUMAN 93,232 4 4 5 8.07% LEQYTSAIEGTK 679 690 49.7 27.0 39.3 1 0 0 1,339.6741
L_14 Caldesmon CALD1_HUMAN 93,232 4 4 5 8.07% GNVFSSPTAAGTPNK 719 733 35.2 27.9 29.3 1 0 0 1,447.7176
L_15 Caldesmon CALD1_HUMAN 93,232 3 3 6 5.67% ASVDTKEAEGAPQVEAGK 517 534 24.0 27.5 16.8 0 2 0 1,786.8819
L_15 Caldesmon CALD1_HUMAN 93,232 3 3 6 5.67% LEQYTSAIEGTK 679 690 47.1 27.3 40.8 2 0 0 1,339.6741
L_15 Caldesmon CALD1_HUMAN 93,232 3 3 6 5.67% GNVFSSPTAAGTPNK 719 733 61.6 27.9 53.7 2 0 0 1,447.7176
M_11 Caldesmon CALD1_HUMAN 93,232 4 4 7 7.94% TTTTNTQVEGDDEAAFLER 81 99 76.3 25.0 69.5 1 0 0 2,097.9573
M_11 Caldesmon CALD1_HUMAN 93,232 4 4 7 7.94% QERYEIEETETVTK 157 170 36.8 26.6 32.6 0 2 0 1,754.8444
M_11 Caldesmon CALD1_HUMAN 93,232 4 4 7 7.94% ASVDTKEAEGAPQVEAGK 517 534 41.0 27.5 28.1 0 2 0 1,786.8819
M_11 Caldesmon CALD1_HUMAN 93,232 4 4 7 7.94% LEQYTSAIEGTK 679 690 67.2 27.4 56.5 2 0 0 1,339.6741
N_11 Caldesmon CALD1_HUMAN 93,232 2 2 2 2.90% YEIEETETVTK 160 170 24.7 25.8 18.8 1 0 0 1,341.6421
N_11 Caldesmon CALD1_HUMAN 93,232 2 2 2 2.90% LEQYTSAIEGTK 679 690 42.0 26.7 29.7 1 0 0 1,339.6741
P_11 Caldesmon CALD1_HUMAN 93,232 4 4 8 8.07% TTTTNTQVEGDDEAAFLER 81 99 65.7 25.4 65.7 2 0 0 2,097.9573
P_11 Caldesmon CALD1_HUMAN 93,232 4 4 8 8.07% ASVDTKEAEGAPQVEAGK 517 534 24.4 27.8 11.5 0 2 0 1,786.8819
P_11 Caldesmon CALD1_HUMAN 93,232 4 4 8 8.07% LEQYTSAIEGTK 679 690 68.7 27.3 61.7 2 0 0 1,339.6741
P_11 Caldesmon CALD1_HUMAN 93,232 4 4 8 8.07% GNVFSSPTAAGTPNK 719 733 62.6 27.9 55.2 2 0 0 1,447.7176
Q_11 Caldesmon CALD1_HUMAN 93,232 4 5 9 6.18% TTTTNTQVEGDDEAAFLER 81 99 103.0 25.4 102.0 2 2 0 2,097.9573
Q_11 Caldesmon CALD1_HUMAN 93,232 4 5 9 6.18% YEIEETETVTK 160 170 49.4 25.8 40.3 2 0 0 1,341.6421
Q_11 Caldesmon CALD1_HUMAN 93,232 4 5 9 6.18% LEQYTSAIEGTK 679 690 73.0 27.4 66.3 2 0 0 1,339.6741
Q_11 Caldesmon CALD1_HUMAN 93,232 4 5 9 6.18% INEWLTK 746 752 29.2 29.2 11.2 1 0 0 903.4935
A_04 Calmodulin CALM_HUMAN 16,838 5 6 12 32.20% EAFSLFDKDGDGTITTK 15 31 59.1 27.2 56.2 2 0 0 1,844.8916
A_04 Calmodulin CALM_HUMAN 16,838 5 6 12 32.20% MKDTDSEEEIREAFR 77 91 27.6 25.0 18.7 0 2 2 1,871.8442
A_04 Calmodulin CALM_HUMAN 16,838 5 6 12 32.20% DTDSEEEIREAFR 79 91 42.7 25.0 36.8 2 0 0 1,596.7137
A_04 Calmodulin CALM_HUMAN 16,838 5 6 12 32.20% VFDKDGNGYISAAELR 92 107 69.5 27.6 63.4 2 0 0 1,754.8709
A_04 Calmodulin CALM_HUMAN 16,838 5 6 12 32.20% DGNGYISAAELR 96 107 56.7 27.0 43.5 2 0 0 1,265.6121
B_04 Calmodulin CALM_HUMAN 16,838 4 5 10 29.50% EAFSLFDKDGDGTITTK 15 31 47.4 27.1 46.6 2 2 0 1,844.8916
B_04 Calmodulin CALM_HUMAN 16,838 4 5 10 29.50% MKDTDSEEEIREAFR 77 91 37.8 25.0 32.7 0 2 0 1,871.8442
B_04 Calmodulin CALM_HUMAN 16,838 4 5 10 29.50% DTDSEEEIREAFR 79 91 34.4 25.0 29.4 2 0 0 1,596.7137
B_04 Calmodulin CALM_HUMAN 16,838 4 5 10 29.50% DGNGYISAAELR 96 107 73.6 27.0 55.5 2 0 0 1,265.6121
C_04 Calmodulin CALM_HUMAN 16,838 3 3 4 18.10% MKDTDSEEEIREAFR 77 91 28.4 25.0 17.6 0 1 0 1,871.8442
C_04 Calmodulin CALM_HUMAN 16,838 3 3 4 18.10% DTDSEEEIREAFR 79 91 41.4 25.0 28.6 2 0 0 1,596.7137
C_04 Calmodulin CALM_HUMAN 16,838 3 3 4 18.10% DGNGYISAAELR 96 107 61.0 26.7 56.8 1 0 0 1,265.6121
E_08 Calmodulin CALM_HUMAN 16,838 2 2 2 10.70% VFDKDGNGYISAAELR 92 107 25.4 27.6 19.5 0 1 0 1,754.8709
E_08 Calmodulin CALM_HUMAN 16,838 2 2 2 10.70% DGNGYISAAELR 96 107 25.5 26.2 16.1 1 0 0 1,265.6121
F_07 Calmodulin CALM_HUMAN 16,838 2 2 4 16.80% DTDSEEEIREAFR 79 91 42.8 25.0 35.5 2 0 0 1,596.7137
F_07 Calmodulin CALM_HUMAN 16,838 2 2 4 16.80% DGNGYISAAELR 96 107 64.4 26.9 56.6 2 0 0 1,265.6121
F_08 Calmodulin CALM_HUMAN 16,838 3 4 8 18.10% MKDTDSEEEIREAFR 77 91 30.4 25.0 20.5 0 2 0 1,871.8442
F_08 Calmodulin CALM_HUMAN 16,838 3 4 8 18.10% DTDSEEEIREAFR 79 91 26.1 25.0 23.0 2 2 0 1,596.7137
F_08 Calmodulin CALM_HUMAN 16,838 3 4 8 18.10% DGNGYISAAELR 96 107 62.1 27.0 53.4 2 0 0 1,265.6121
G_07 Calmodulin CALM_HUMAN 16,838 2 2 4 16.80% DTDSEEEIREAFR 79 91 36.7 25.0 28.1 2 0 0 1,596.7137
G_07 Calmodulin CALM_HUMAN 16,838 2 2 4 16.80% DGNGYISAAELR 96 107 67.6 27.1 58.2 2 0 0 1,265.6121
K_04 Calmodulin CALM_HUMAN 16,838 3 3 6 28.20% EAFSLFDKDGDGTITTK 15 31 48.6 27.2 44.7 0 2 0 1,844.8916
K_04 Calmodulin CALM_HUMAN 16,838 3 3 6 28.20% DTDSEEEIREAFR 79 91 21.9 25.0 20.4 0 2 0 1,596.7137
K_04 Calmodulin CALM_HUMAN 16,838 3 3 6 28.20% DGNGYISAAELR 96 107 55.2 26.8 49.1 2 0 0 1,265.6121
L_04 Calmodulin CALM_HUMAN 16,838 2 2 4 10.70% VFDKDGNGYISAAELR 92 107 91.1 28.1 85.6 2 0 0 1,754.8709
L_04 Calmodulin CALM_HUMAN 16,838 2 2 4 10.70% DGNGYISAAELR 96 107 54.7 26.6 35.7 2 0 0 1,265.6121
P_04 Calmodulin CALM_HUMAN 16,838 2 3 5 10.70% VFDKDGNGYISAAELR 92 107 53.0 28.0 49.7 1 2 0 1,754.8709
P_04 Calmodulin CALM_HUMAN 16,838 2 3 5 10.70% DGNGYISAAELR 96 107 50.7 26.8 44.6 2 0 0 1,265.6121
Q_03 Calmodulin CALM_HUMAN 16,838 2 2 3 10.70% VFDKDGNGYISAAELR 92 107 41.8 28.0 34.6 0 2 0 1,754.8709
Q_03 Calmodulin CALM_HUMAN 16,838 2 2 3 10.70% DGNGYISAAELR 96 107 43.7 26.8 30.9 1 0 0 1,265.6121
Q_04 Calmodulin CALM_HUMAN 16,838 2 3 6 10.70% VFDKDGNGYISAAELR 92 107 72.3 27.6 68.0 2 2 0 1,754.8709
Q_04 Calmodulin CALM_HUMAN 16,838 2 3 6 10.70% DGNGYISAAELR 96 107 69.5 26.8 60.2 2 0 0 1,265.6121
C_14 Calreticulin CALR_HUMAN 48,115 2 2 3 7.91% FYGDEEKDKGLQTSQDAR 56 73 32.5 25.0 25.1 0 1 0 2,086.9679
C_14 Calreticulin CALR_HUMAN 48,115 2 2 3 7.91% IKDPDASKPEDWDER 208 222 52.8 25.1 52.8 2 0 0 1,800.8402
D_21 Calreticulin CALR_HUMAN 48,115 5 7 13 16.50% EQFLDGDGWTSR 25 36 33.5 25.0 29.4 2 0 0 1,410.6286
D_21 Calreticulin CALR_HUMAN 48,115 5 7 13 16.50% FYALSASFEPFSNK 74 87 98.9 26.1 95.1 2 1 0 1,607.7739
D_21 Calreticulin CALR_HUMAN 48,115 5 7 13 16.50% HEQNIDCGGGYVK 99 111 37.1 25.0 37.1 2 2 0 1,476.6538
D_21 Calreticulin CALR_HUMAN 48,115 5 7 13 16.50% VHVIFNYK 144 151 27.6 29.1 21.0 2 0 0 1,019.5672
D_21 Calreticulin CALR_HUMAN 48,115 5 7 13 16.50% IDNSQVESGSLEDDWDFLPPKK 186 207 48.5 26.1 48.5 0 2 0 2,519.1940
D_22 Calreticulin CALR_HUMAN 48,115 3 3 4 8.87% EQFLDGDGWTSR 25 36 62.0 25.0 52.0 1 0 0 1,410.6286
D_22 Calreticulin CALR_HUMAN 48,115 3 3 4 8.87% FYALSASFEPFSNK 74 87 69.9 26.1 69.9 1 0 0 1,607.7739
D_22 Calreticulin CALR_HUMAN 48,115 3 3 4 8.87% GQTLVVQFTVK 88 98 60.3 26.1 55.1 2 0 0 1,219.7046
E_21 Calreticulin CALR_HUMAN 48,115 4 4 8 10.80% EQFLDGDGWTSR 25 36 48.9 25.0 42.2 2 0 0 1,410.6286
E_21 Calreticulin CALR_HUMAN 48,115 4 4 8 10.80% FYALSASFEPFSNK 74 87 91.9 26.1 89.4 2 0 0 1,607.7739
E_21 Calreticulin CALR_HUMAN 48,115 4 4 8 10.80% GQTLVVQFTVK 88 98 58.5 26.0 51.5 2 0 0 1,219.7046
E_21 Calreticulin CALR_HUMAN 48,115 4 4 8 10.80% VHVIFNYK 144 151 29.6 28.9 26.6 2 0 0 1,019.5672
E_22 Calreticulin CALR_HUMAN 48,115 4 4 7 10.80% EQFLDGDGWTSR 25 36 56.0 25.0 49.6 2 0 0 1,410.6286
E_22 Calreticulin CALR_HUMAN 48,115 4 4 7 10.80% FYALSASFEPFSNK 74 87 108.0 26.2 106.0 2 0 0 1,607.7739
E_22 Calreticulin CALR_HUMAN 48,115 4 4 7 10.80% GQTLVVQFTVK 88 98 54.1 26.0 50.4 2 0 0 1,219.7046
E_22 Calreticulin CALR_HUMAN 48,115 4 4 7 10.80% VHVIFNYK 144 151 23.1 28.3 23.1 1 0 0 1,019.5672
F_14 Calreticulin CALR_HUMAN 48,115 2 2 4 5.52% VHVIFNYK 144 151 21.7 27.9 18.4 2 0 0 1,019.5672
F_14 Calreticulin CALR_HUMAN 48,115 2 2 4 5.52% IKDPDASKPEDWDER 208 222 32.9 25.4 25.5 0 2 0 1,800.8402
F_15 Calreticulin CALR_HUMAN 48,115 6 7 14 13.20% FYGDEEKDKGLQTSQDAR 56 73 28.2 25.1 26.0 0 2 0 2,086.9679
F_15 Calreticulin CALR_HUMAN 48,115 6 7 14 13.20% HEQNIDCGGGYVK 99 111 31.6 25.0 26.7 0 2 0 1,476.6538
F_15 Calreticulin CALR_HUMAN 48,115 6 7 14 13.20% KVHVIFNYK 143 151 30.2 25.0 25.2 2 0 0 1,147.6622
F_15 Calreticulin CALR_HUMAN 48,115 6 7 14 13.20% VHVIFNYK 144 151 36.9 27.7 25.4 2 0 0 1,019.5672
F_15 Calreticulin CALR_HUMAN 48,115 6 7 14 13.20% IKDPDASKPEDWDER 208 222 57.4 25.4 57.4 2 0 0 1,800.8402
F_15 Calreticulin CALR_HUMAN 48,115 6 7 14 13.20% DPDASKPEDWDER 210 222 53.2 25.0 53.2 2 2 0 1,559.6611
G_15 Calreticulin CALR_HUMAN 48,115 4 5 7 12.50% FYGDEEKDKGLQTSQDAR 56 73 40.7 25.7 35.9 0 1 0 2,086.9679
G_15 Calreticulin CALR_HUMAN 48,115 4 5 7 12.50% GQTLVVQFTVK 88 98 52.7 25.4 39.9 1 0 0 1,219.7046
G_15 Calreticulin CALR_HUMAN 48,115 4 5 7 12.50% VHVIFNYK 144 151 32.2 28.0 23.7 2 0 0 1,019.5672
G_15 Calreticulin CALR_HUMAN 48,115 4 5 7 12.50% IKDPDASKPEDWDER 208 222 29.8 26.0 24.0 2 1 0 1,800.8402
G_16 Calreticulin CALR_HUMAN 48,115 5 6 8 15.60% FYGDEEKDKGLQTSQDAR 56 73 35.4 26.0 33.1 0 2 0 2,086.9679
G_16 Calreticulin CALR_HUMAN 48,115 5 6 8 15.60% GQTLVVQFTVK 88 98 67.1 25.4 58.4 2 0 0 1,219.7046
G_16 Calreticulin CALR_HUMAN 48,115 5 6 8 15.60% HEQNIDCGGGYVK 99 111 24.1 25.0 22.0 0 1 0 1,476.6538
G_16 Calreticulin CALR_HUMAN 48,115 5 6 8 15.60% VHVIFNYK 144 151 33.1 27.8 23.6 1 0 0 1,019.5672
G_16 Calreticulin CALR_HUMAN 48,115 5 6 8 15.60% IKDPDASKPEDWDER 208 222 46.4 26.0 43.2 1 1 0 1,800.8402
H_13 Calreticulin CALR_HUMAN 48,115 2 2 3 7.91% FYGDEEKDKGLQTSQDAR 56 73 23.8 25.3 17.0 0 2 0 2,086.9679
H_13 Calreticulin CALR_HUMAN 48,115 2 2 3 7.91% IKDPDASKPEDWDER 208 222 17.2 25.4 13.3 0 1 0 1,800.8402
L_08 Calreticulin CALR_HUMAN 48,115 4 4 7 13.70% EQFLDGDGWTSR 25 36 61.1 25.0 55.6 2 0 0 1,410.6286
L_08 Calreticulin CALR_HUMAN 48,115 4 4 7 13.70% FYGDEEKDKGLQTSQDAR 56 73 40.1 25.8 37.0 0 2 0 2,086.9679
L_08 Calreticulin CALR_HUMAN 48,115 4 4 7 13.70% GQTLVVQFTVK 88 98 59.8 25.4 53.2 2 0 0 1,219.7046
L_08 Calreticulin CALR_HUMAN 48,115 4 4 7 13.70% KIKDPDASKPEDWDER 207 222 37.5 26.8 28.9 0 0 1 1,928.9352
L_09 Calreticulin CALR_HUMAN 48,115 4 5 9 13.40% EQFLDGDGWTSR 25 36 63.8 25.0 55.8 2 0 0 1,410.6286
L_09 Calreticulin CALR_HUMAN 48,115 4 5 9 13.40% FYGDEEKDKGLQTSQDAR 56 73 44.9 25.7 44.2 0 2 0 2,086.9679
L_09 Calreticulin CALR_HUMAN 48,115 4 5 9 13.40% GQTLVVQFTVK 88 98 62.2 25.5 59.0 2 0 0 1,219.7046



L_09 Calreticulin CALR_HUMAN 48,115 4 5 9 13.40% IKDPDASKPEDWDER 208 222 28.8 26.2 25.1 1 2 0 1,800.8402
M_08 Calreticulin CALR_HUMAN 48,115 4 4 8 13.40% EQFLDGDGWTSR 25 36 62.2 25.0 56.0 2 0 0 1,410.6286
M_08 Calreticulin CALR_HUMAN 48,115 4 4 8 13.40% FYGDEEKDKGLQTSQDAR 56 73 44.8 25.7 42.8 0 2 0 2,086.9679
M_08 Calreticulin CALR_HUMAN 48,115 4 4 8 13.40% GQTLVVQFTVK 88 98 60.3 25.3 48.8 2 0 0 1,219.7046
M_08 Calreticulin CALR_HUMAN 48,115 4 4 8 13.40% IKDPDASKPEDWDER 208 222 18.0 25.4 13.0 0 2 0 1,800.8402
N_09 Calreticulin CALR_HUMAN 48,115 2 2 3 7.19% EQFLDGDGWTSR 25 36 57.3 25.0 54.5 2 0 0 1,410.6286
N_09 Calreticulin CALR_HUMAN 48,115 2 2 3 7.19% FYGDEEKDKGLQTSQDAR 56 73 22.9 26.1 16.4 0 1 0 2,086.9679
O_08 Calreticulin CALR_HUMAN 48,115 4 4 8 13.40% EQFLDGDGWTSR 25 36 56.0 25.0 46.7 2 0 0 1,410.6286
O_08 Calreticulin CALR_HUMAN 48,115 4 4 8 13.40% FYGDEEKDKGLQTSQDAR 56 73 30.5 26.1 26.1 0 2 0 2,086.9679
O_08 Calreticulin CALR_HUMAN 48,115 4 4 8 13.40% GQTLVVQFTVK 88 98 58.1 25.5 57.7 2 0 0 1,219.7046
O_08 Calreticulin CALR_HUMAN 48,115 4 4 8 13.40% IKDPDASKPEDWDER 208 222 28.0 26.0 18.7 0 2 0 1,800.8402
O_09 Calreticulin CALR_HUMAN 48,115 2 2 4 5.52% EQFLDGDGWTSR 25 36 68.0 25.0 58.4 2 0 0 1,410.6286
O_09 Calreticulin CALR_HUMAN 48,115 2 2 4 5.52% GQTLVVQFTVK 88 98 43.5 25.5 34.6 2 0 0 1,219.7046
P_08 Calreticulin CALR_HUMAN 48,115 3 3 4 10.80% EQFLDGDGWTSR 25 36 60.1 25.0 51.9 2 0 0 1,410.6286
P_08 Calreticulin CALR_HUMAN 48,115 3 3 4 10.80% FYGDEEKDKGLQTSQDAR 56 73 38.0 26.1 35.3 0 1 0 2,086.9679
P_08 Calreticulin CALR_HUMAN 48,115 3 3 4 10.80% IKDPDASKPEDWDER 208 222 27.9 26.3 27.0 0 1 0 1,800.8402
P_09 Calreticulin CALR_HUMAN 48,115 2 2 3 5.52% EQFLDGDGWTSR 25 36 20.1 25.0 20.1 1 0 0 1,410.6286
P_09 Calreticulin CALR_HUMAN 48,115 2 2 3 5.52% GQTLVVQFTVK 88 98 34.4 25.4 34.0 2 0 0 1,219.7046
Q_08 Calreticulin CALR_HUMAN 48,115 2 2 4 5.52% EQFLDGDGWTSR 25 36 58.3 25.0 52.3 2 0 0 1,410.6286
Q_08 Calreticulin CALR_HUMAN 48,115 2 2 4 5.52% GQTLVVQFTVK 88 98 48.8 25.2 42.8 2 0 0 1,219.7046
Q_09 Calreticulin CALR_HUMAN 48,115 2 2 4 5.76% GQTLVVQFTVK 88 98 29.4 25.4 22.4 2 0 0 1,219.7046
Q_09 Calreticulin CALR_HUMAN 48,115 2 2 4 5.76% HEQNIDCGGGYVK 99 111 32.8 25.0 32.8 0 2 0 1,476.6538
A_12 Calumenin CALU_HUMAN 37,108 3 4 6 11.10% TFDQLTPEESKER 60 72 38.7 26.8 33.1 2 1 0 1,579.7600
A_12 Calumenin CALU_HUMAN 37,108 3 4 6 11.10% RWIYEDVER 103 111 23.9 27.5 17.5 1 0 0 1,265.6273
A_12 Calumenin CALU_HUMAN 37,108 3 4 6 11.10% DIVVQETMEDIDK 190 202 92.0 25.8 76.9 2 0 0 1,550.7258
B_12 Calumenin CALU_HUMAN 37,108 4 7 12 15.60% TFDQLTPEESKER 60 72 32.1 26.8 30.2 2 1 0 1,579.7600
B_12 Calumenin CALU_HUMAN 37,108 4 7 12 15.60% IDGDKDGFVTVDELK 80 94 42.5 27.4 30.3 2 2 0 1,650.8225
B_12 Calumenin CALU_HUMAN 37,108 4 7 12 15.60% WIYEDVER 104 111 25.5 25.5 10.6 1 0 0 1,109.5262
B_12 Calumenin CALU_HUMAN 37,108 4 7 12 15.60% DIVVQETMEDIDK 190 202 84.2 25.7 79.2 4 0 0 1,550.7258
C_12 Calumenin CALU_HUMAN 37,108 2 2 4 8.25% TFDQLTPEESKER 60 72 26.2 26.5 24.8 0 2 0 1,579.7600
C_12 Calumenin CALU_HUMAN 37,108 2 2 4 8.25% DIVVQETMEDIDK 190 202 74.3 25.7 64.7 2 0 0 1,550.7258
D_19 Calumenin CALU_HUMAN 37,108 2 2 3 4.13% TFDQLTPEESK 60 70 41.6 25.7 38.6 2 0 0 1,294.6163
D_19 Calumenin CALU_HUMAN 37,108 2 2 3 4.13% TFDQLTPEESKER 60 72 21.7 26.3 19.9 0 1 0 1,579.7600
E_19 Calumenin CALU_HUMAN 37,108 3 3 5 6.35% TFDQLTPEESK 60 70 43.4 25.7 37.7 2 0 0 1,294.6163
E_19 Calumenin CALU_HUMAN 37,108 3 3 5 6.35% TFDQLTPEESKER 60 72 39.2 26.2 33.6 0 2 0 1,579.7600
E_19 Calumenin CALU_HUMAN 37,108 3 3 5 6.35% EQFVEFR 235 241 25.1 25.6 15.9 1 0 0 954.4679
F_13 Calumenin CALU_HUMAN 37,108 6 7 12 15.60% TFDQLTPEESK 60 70 56.5 26.2 52.0 1 0 0 1,294.6163
F_13 Calumenin CALU_HUMAN 37,108 6 7 12 15.60% TFDQLTPEESKER 60 72 50.7 26.8 46.3 2 0 0 1,579.7600
F_13 Calumenin CALU_HUMAN 37,108 6 7 12 15.60% IDGDKDGFVTVDELK 80 94 42.8 27.6 39.7 1 2 0 1,650.8225
F_13 Calumenin CALU_HUMAN 37,108 6 7 12 15.60% DGFVTVDELK 85 94 50.0 28.2 25.7 2 0 0 1,122.5679
F_13 Calumenin CALU_HUMAN 37,108 6 7 12 15.60% WIYEDVER 104 111 40.1 25.3 13.7 2 0 0 1,109.5262
F_13 Calumenin CALU_HUMAN 37,108 6 7 12 15.60% DIVVQETMEDIDK 190 202 83.9 25.6 76.7 2 0 0 1,550.7258
F_14 Calumenin CALU_HUMAN 37,108 4 5 9 13.00% TFDQLTPEESK 60 70 40.8 26.5 40.8 2 0 0 1,294.6163
F_14 Calumenin CALU_HUMAN 37,108 4 5 9 13.00% TFDQLTPEESKER 60 72 37.8 26.8 34.8 2 2 0 1,579.7600
F_14 Calumenin CALU_HUMAN 37,108 4 5 9 13.00% IDGDKDGFVTVDELK 80 94 20.0 27.4 18.5 0 1 0 1,650.8225
F_14 Calumenin CALU_HUMAN 37,108 4 5 9 13.00% DIVVQETMEDIDK 190 202 95.9 26.6 72.0 2 0 0 1,534.7308
G_13 Calumenin CALU_HUMAN 37,108 3 4 8 10.80% TFDQLTPEESKER 60 72 52.2 27.1 44.9 2 2 0 1,579.7600
G_13 Calumenin CALU_HUMAN 37,108 3 4 8 10.80% WIYEDVER 104 111 34.1 25.8 18.1 2 0 0 1,109.5262
G_13 Calumenin CALU_HUMAN 37,108 3 4 8 10.80% DIVVQETMEDIDK 190 202 61.8 26.5 57.4 2 0 0 1,550.7258
G_14 Calumenin CALU_HUMAN 37,108 3 5 9 8.25% TFDQLTPEESK 60 70 56.1 26.6 46.9 2 0 0 1,294.6163
G_14 Calumenin CALU_HUMAN 37,108 3 5 9 8.25% TFDQLTPEESKER 60 72 36.2 27.2 29.5 1 2 0 1,579.7600
G_14 Calumenin CALU_HUMAN 37,108 3 5 9 8.25% DIVVQETMEDIDK 190 202 92.1 27.0 86.0 4 0 0 1,534.7308
M_07 Calumenin CALU_HUMAN 37,108 3 3 5 6.67% TFDQLTPEESK 60 70 63.7 26.5 57.5 2 0 0 1,294.6163
M_07 Calumenin CALU_HUMAN 37,108 3 3 5 6.67% TFDQLTPEESKER 60 72 27.1 27.2 27.1 1 0 0 1,579.7600
M_07 Calumenin CALU_HUMAN 37,108 3 3 5 6.67% WIYEDVER 104 111 30.9 25.8 20.3 2 0 0 1,109.5262
N_07 Calumenin CALU_HUMAN 37,108 3 4 7 6.35% TFDQLTPEESK 60 70 62.2 26.5 52.0 2 0 0 1,294.6163
N_07 Calumenin CALU_HUMAN 37,108 3 4 7 6.35% TFDQLTPEESKER 60 72 45.8 27.1 35.5 2 2 0 1,579.7600
N_07 Calumenin CALU_HUMAN 37,108 3 4 7 6.35% EQFVEFR 235 241 18.7 25.8 10.9 1 0 0 954.4679
P_07 Calumenin CALU_HUMAN 37,108 2 2 3 4.13% TFDQLTPEESK 60 70 60.5 26.6 53.2 2 0 0 1,294.6163
P_07 Calumenin CALU_HUMAN 37,108 2 2 3 4.13% TFDQLTPEESKER 60 72 44.1 27.1 43.8 1 0 0 1,579.7600
Q_07 Calumenin CALU_HUMAN 37,108 2 2 4 4.13% TFDQLTPEESK 60 70 68.0 26.6 58.7 2 0 0 1,294.6163
Q_07 Calumenin CALU_HUMAN 37,108 2 2 4 4.13% TFDQLTPEESKER 60 72 43.7 27.4 34.8 2 0 0 1,579.7600
A_16 Calnexin CALX_HUMAN 67,570 4 4 6 7.94% GTLSGWILSK 78 87 51.1 26.5 39.0 2 0 0 1,061.5991
A_16 Calnexin CALX_HUMAN 67,570 4 4 6 7.94% YDGKWEVEEMKESK 100 113 25.1 25.0 17.0 0 2 0 1,773.8002
A_16 Calnexin CALX_HUMAN 67,570 4 4 6 7.94% TPELNLDQFHDK 171 182 67.8 25.5 65.4 0 1 0 1,456.7069
A_16 Calnexin CALX_HUMAN 67,570 4 4 6 7.94% TPYTIMFGPDK 183 193 67.1 25.0 64.6 1 0 0 1,285.6136
B_16 Calnexin CALX_HUMAN 67,570 2 2 4 3.55% GTLSGWILSK 78 87 40.8 26.9 22.2 2 0 0 1,061.5991
B_16 Calnexin CALX_HUMAN 67,570 2 2 4 3.55% TPYTIMFGPDK 183 193 47.5 25.0 41.1 2 0 0 1,285.6136
B_17 Calnexin CALX_HUMAN 67,570 2 2 4 3.72% GTLSGWILSK 78 87 43.4 25.7 27.8 2 0 0 1,061.5991
B_17 Calnexin CALX_HUMAN 67,570 2 2 4 3.72% TPELNLDQFHDK 171 182 41.9 26.8 36.1 0 2 0 1,456.7069
C_16 Calnexin CALX_HUMAN 67,570 4 4 7 7.60% GTLSGWILSK 78 87 48.2 26.6 37.0 2 0 0 1,061.5991
C_16 Calnexin CALX_HUMAN 67,570 4 4 7 7.60% LPGDKGLVLMSR 114 125 21.5 27.7 19.0 1 0 0 1,301.7249
C_16 Calnexin CALX_HUMAN 67,570 4 4 7 7.60% TPELNLDQFHDK 171 182 29.5 25.5 21.0 0 2 0 1,456.7069
C_16 Calnexin CALX_HUMAN 67,570 4 4 7 7.60% TPYTIMFGPDK 183 193 24.6 25.0 20.6 2 0 0 1,285.6136
D_23 Calnexin CALX_HUMAN 67,570 4 4 7 8.28% APVPTGEVYFADSFDR 62 77 91.1 25.0 88.8 2 0 0 1,770.8334
D_23 Calnexin CALX_HUMAN 67,570 4 4 7 8.28% GTLSGWILSK 78 87 63.4 27.5 45.6 2 0 0 1,061.5991
D_23 Calnexin CALX_HUMAN 67,570 4 4 7 8.28% TPELNLDQFHDK 171 182 28.5 25.6 28.3 0 1 0 1,456.7069
D_23 Calnexin CALX_HUMAN 67,570 4 4 7 8.28% TPYTIMFGPDK 183 193 38.0 25.0 33.1 2 0 0 1,285.6136
D_24 Calnexin CALX_HUMAN 67,570 3 3 4 6.42% APVPTGEVYFADSFDR 62 77 73.0 25.0 71.4 1 0 0 1,770.8334
D_24 Calnexin CALX_HUMAN 67,570 3 3 4 6.42% GTLSGWILSK 78 87 38.6 27.5 23.5 2 0 0 1,061.5991
D_24 Calnexin CALX_HUMAN 67,570 3 3 4 6.42% TPELNLDQFHDK 171 182 31.3 25.8 28.3 0 1 0 1,456.7069
A_11 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 3 3 6 3.36% KAPSDLYQIILK 229 240 38.6 25.0 28.3 2 0 0 1,388.8150
A_11 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 3 3 6 3.36% APSDLYQIILK 230 240 34.0 25.2 26.3 2 0 0 1,260.7200
A_11 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 3 3 6 3.36% LEICNLTPDALK 348 359 52.2 27.3 36.3 2 0 0 1,386.7300
A_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 10 11 17 11.60% CLQSGTLFR 49 57 24.1 28.4 11.8 1 0 0 1,081.5460
A_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 10 11 17 11.60% KAPSDLYQIILK 229 240 34.9 25.0 33.0 1 2 0 1,388.8150
A_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 10 11 17 11.60% APSDLYQIILK 230 240 35.0 25.1 28.6 2 0 0 1,260.7200
A_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 10 11 17 11.60% LEICNLTPDALK 348 359 69.0 27.5 47.1 2 0 0 1,386.7300
A_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 10 11 17 11.60% IRLDETDDPDDYGDR 399 413 34.5 25.0 28.9 0 2 0 1,794.7781
A_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 10 11 17 11.60% LDETDDPDDYGDR 401 413 66.2 25.0 66.2 2 0 0 1,525.5929
A_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 10 11 17 11.60% SEQFINLR 474 481 27.8 28.5 16.6 1 0 0 1,006.5316
A_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 10 11 17 11.60% QLAGEDMEISVK 553 564 41.9 26.8 36.8 2 0 0 1,335.6463
A_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 10 11 17 11.60% NYLSIFR 619 625 22.8 25.9 18.4 1 0 0 912.4937
A_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 10 11 17 11.60% LYELIITR 655 662 46.0 25.0 27.9 1 0 0 1,020.6089
A_25 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 2 2 3 2.10% SEQFINLR 474 481 32.3 28.0 14.0 2 0 0 1,006.5316
A_25 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 2 2 3 2.10% NYLSIFR 619 625 21.8 25.9 14.3 1 0 0 912.4937
B_11 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 2 2 3 1.68% KAPSDLYQIILK 229 240 26.3 25.0 10.7 1 0 0 1,388.8150
B_11 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 2 2 3 1.68% APSDLYQIILK 230 240 61.0 25.4 48.0 2 0 0 1,260.7200
B_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 7 9 17 9.52% CLQSGTLFR 49 57 27.3 28.4 13.1 2 0 0 1,081.5460
B_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 7 9 17 9.52% KAPSDLYQIILK 229 240 53.4 25.0 48.2 2 1 0 1,388.8150
B_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 7 9 17 9.52% LEICNLTPDALK 348 359 59.7 27.5 36.8 2 0 0 1,386.7300
B_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 7 9 17 9.52% IRLDETDDPDDYGDR 399 413 34.7 25.0 30.8 2 2 0 1,794.7781
B_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 7 9 17 9.52% LDETDDPDDYGDR 401 413 62.4 25.0 62.4 2 0 0 1,525.5929
B_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 7 9 17 9.52% QLAGEDMEISVK 553 564 62.5 26.8 49.8 2 0 0 1,335.6463
B_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 7 9 17 9.52% LYELIITR 655 662 55.4 25.0 38.4 2 0 0 1,020.6089
B_25 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 2 2 3 2.80% LEICNLTPDALK 348 359 35.5 27.5 20.9 1 0 0 1,386.7300
B_25 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 2 2 3 2.80% LYELIITR 655 662 48.3 25.0 32.6 2 0 0 1,020.6089
C_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 6 6 8 8.26% KAPSDLYQIILK 229 240 33.2 25.0 16.3 1 0 0 1,388.8150
C_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 6 6 8 8.26% APSDLYQIILK 230 240 34.3 26.1 22.1 1 0 0 1,260.7200
C_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 6 6 8 8.26% LEICNLTPDALK 348 359 40.5 27.1 26.0 2 0 0 1,386.7300
C_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 6 6 8 8.26% IRLDETDDPDDYGDR 399 413 27.9 25.0 27.5 0 2 0 1,794.7781
C_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 6 6 8 8.26% QLAGEDMEISVK 553 564 36.2 26.3 32.9 1 0 0 1,335.6463



C_19 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 6 6 8 8.26% LYELIITR 655 662 32.1 25.0 19.8 1 0 0 1,020.6089
H_16 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 3 3 5 3.36% KAPSDLYQIILK 229 240 30.2 25.0 22.1 2 0 0 1,388.8150
H_16 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 3 3 5 3.36% APSDLYQIILK 230 240 52.1 25.4 43.4 2 0 0 1,260.7200
H_16 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 3 3 5 3.36% QLAGEDMEISVK 553 564 23.5 26.9 16.3 1 0 0 1,335.6463
I_09 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 2 2 3 3.08% YLGQDYEQLR 37 46 41.4 25.9 41.4 2 0 0 1,284.6220
I_09 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 2 2 3 3.08% LEICNLTPDALK 348 359 29.6 27.5 17.2 1 0 0 1,386.7300
I_16 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 6 6 9 7.14% KAPSDLYQIILK 229 240 21.9 25.0 15.5 1 0 0 1,388.8150
I_16 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 6 6 9 7.14% APSDLYQIILK 230 240 57.2 26.1 46.6 2 0 0 1,260.7200
I_16 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 6 6 9 7.14% LEICNLTPDALK 348 359 39.8 27.5 31.7 1 0 0 1,386.7300
I_16 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 6 6 9 7.14% QLAGEDMEISVK 553 564 22.8 26.8 21.4 1 0 0 1,335.6463
I_16 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 6 6 9 7.14% NYLSIFR 619 625 22.3 25.9 13.5 2 0 0 912.4937
I_16 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 6 6 9 7.14% LYELIITR 655 662 46.5 25.0 33.9 2 0 0 1,020.6089
K_09 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 2 2 3 3.08% YLGQDYEQLR 37 46 40.0 25.9 32.6 2 0 0 1,284.6220
K_09 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 2 2 3 3.08% LEICNLTPDALK 348 359 43.1 27.5 34.6 1 0 0 1,386.7300
K_16 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 3 3 4 3.78% KAPSDLYQIILK 229 240 23.3 25.0 19.2 1 0 0 1,388.8150
K_16 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 3 3 4 3.78% NYLSIFR 619 625 19.2 25.5 8.1 1 0 0 912.4937
K_16 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 3 3 4 3.78% LYELIITR 655 662 63.3 25.0 46.2 2 0 0 1,020.6089
L_11 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 2 2 4 2.38% DFFLANASR 463 471 28.9 26.0 21.4 2 0 0 1,040.5159
L_11 Calpain‐1 catalytic subunit CAN1_HUMAN 81,893 2 2 4 2.38% SEQFINLR 474 481 26.8 28.0 10.2 2 0 0 1,006.5316
A_18 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 6 8 15 10.40% YLNQDYEALR 27 36 48.5 26.1 33.9 2 0 0 1,284.6219
A_18 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 6 8 15 10.40% GHAYSVTGAEEVESNGSLQK 261 280 56.4 25.4 51.6 0 2 0 2,062.9676
A_18 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 6 8 15 10.40% SDTFINLR 462 469 67.7 27.1 32.1 2 0 0 965.5051
A_18 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 6 8 15 10.40% SDGFSIETCK 569 578 41.8 25.0 39.0 2 0 0 1,143.4988
A_18 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 6 8 15 10.40% IMVDMLDSDGSGK 579 591 35.2 25.0 26.0 2 0 0 1,399.6083
A_18 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 6 8 15 10.40% MPCQLHQVIVAR 638 649 37.0 28.1 30.8 2 3 0 1,467.7560
A_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 5 5 6 7.86% RPTEICADPQFIIGGATR 77 94 39.2 27.9 31.0 0 1 0 2,002.0178
A_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 5 5 6 7.86% NFFLTNR 451 457 26.6 26.5 11.9 1 0 0 911.4733
A_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 5 5 6 7.86% SDTFINLR 462 469 35.6 27.8 12.6 1 0 0 965.5051
A_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 5 5 6 7.86% SDGFSIETCK 569 578 25.5 25.0 25.5 2 0 0 1,143.4988
A_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 5 5 6 7.86% MPCQLHQVIVAR 638 649 29.3 28.1 20.5 1 0 0 1,467.7560
A_25 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 3 3 5 4.29% YLNQDYEALR 27 36 46.6 25.8 30.1 2 0 0 1,284.6219
A_25 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 3 3 5 4.29% SDTFINLR 462 469 30.5 27.1 9.9 2 0 0 965.5051
A_25 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 3 3 5 4.29% MPCQLHQVIVAR 638 649 25.1 28.1 13.8 0 1 0 1,467.7560
B_18 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 4 4 8 7.14% YLNQDYEALR 27 36 46.6 25.9 32.4 2 0 0 1,284.6219
B_18 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 4 4 8 7.14% GHAYSVTGAEEVESNGSLQK 261 280 68.7 25.6 60.1 0 2 0 2,062.9676
B_18 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 4 4 8 7.14% SDTFINLR 462 469 49.7 26.9 21.1 2 0 0 965.5051
B_18 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 4 4 8 7.14% MPCQLHQVIVAR 638 649 29.2 28.0 24.5 0 2 0 1,467.7560
B_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 6 9 17 11.30% YLNQDYEALR 27 36 48.5 25.9 32.8 2 0 0 1,284.6219
B_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 6 9 17 11.30% GHAYSVTGAEEVESNGSLQK 261 280 107.0 25.4 106.0 2 2 0 2,062.9676
B_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 6 9 17 11.30% NPWGEVEWTGR 286 296 46.2 25.0 45.7 2 0 0 1,330.6175
B_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 6 9 17 11.30% LEICNLTPDTLTSDTYKK 338 355 40.4 28.1 36.0 0 2 0 2,112.0533
B_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 6 9 17 11.30% SDTFINLR 462 469 44.8 26.9 16.9 2 0 0 965.5051
B_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 6 9 17 11.30% MPCQLHQVIVAR 638 649 55.5 28.2 44.8 3 2 0 1,451.7611
B_25 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 2 2 2 4.57% GHAYSVTGAEEVESNGSLQK 261 280 32.7 25.6 21.7 0 1 0 2,062.9676
B_25 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 2 2 2 4.57% MPCQLHQVIVAR 638 649 27.6 28.0 18.8 0 1 0 1,467.7560
C_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 2 3 5 4.00% GHAYSVTGAEEVESNGSLQK 261 280 61.7 25.6 59.4 1 2 0 2,062.9676
C_19 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 2 3 5 4.00% SDTFINLR 462 469 46.5 27.4 17.4 2 0 0 965.5051
D_25 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 3 3 4 5.00% GHAYSVTGAEEVESNGSLQK 261 280 23.0 25.4 16.7 0 1 0 2,062.9676
D_25 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 3 3 4 5.00% NFFLTNR 451 457 22.8 26.4 9.5 1 0 0 911.4733
D_25 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 3 3 4 5.00% SDTFINLR 462 469 56.3 27.4 27.5 2 0 0 965.5051
H_16 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 3 3 5 3.57% NFFLTNR 451 457 26.0 26.5 13.6 1 0 0 911.4733
H_16 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 3 3 5 3.57% SDTFINLR 462 469 43.1 26.9 15.2 2 0 0 965.5051
H_16 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 3 3 5 3.57% SDGFSIETCK 569 578 30.7 25.0 30.7 2 0 0 1,143.4988
I_15 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 4 4 6 8.00% YLNQDYEALR 27 36 36.0 25.9 26.5 1 0 0 1,284.6219
I_15 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 4 4 6 8.00% GHAYSVTGAEEVESNGSLQK 261 280 73.8 25.6 63.9 0 2 0 2,062.9676
I_15 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 4 4 6 8.00% LEICNLTPDTLTSDTYKK 338 355 28.8 27.8 18.3 0 1 0 2,112.0533
I_15 Calpain‐2 catalytic subunit CAN2_HUMAN 79,999 4 4 6 8.00% SDTFINLR 462 469 47.0 27.1 17.0 2 0 0 965.5051
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% FMATNDLMTELQK 24 36 61.0 25.0 59.0 2 0 0 1,573.7239
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% TYIQCIAAISR 233 243 71.7 27.5 53.2 2 0 0 1,295.6777
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% FCNVDDDELR 263 272 42.0 25.0 40.5 2 0 0 1,282.5370
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% CLDAVVSTR 356 364 45.0 28.9 26.1 2 0 0 1,020.5143
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% HEMLPEFYK 365 373 28.5 25.4 27.6 2 0 0 1,209.5610
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% ITSEALLVTQQLVK 535 548 58.8 25.0 45.8 2 2 0 1,542.9103
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% ALTLIAGSPLK 631 641 61.4 25.0 61.2 2 0 0 1,083.6774
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% LGTLSALDILIK 668 679 31.6 25.0 21.7 2 0 0 1,256.7827
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% MLTGPVYSQSTALTHK 778 793 31.9 28.3 28.9 0 2 0 1,749.8842
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% EGPAVVGQFIQDVK 813 826 52.2 27.7 47.6 2 0 0 1,486.7902
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% SVILEAFSSPSEEVK 859 873 62.1 28.0 54.2 2 0 0 1,621.8319
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% LKGYLISGSSYAR 970 982 32.6 27.4 25.5 1 0 0 1,414.7689
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% LSTLCPSAVLQR 1130 1141 43.0 27.9 35.2 1 0 0 1,344.7305
A_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 14 15 28 14.00% AVAALLTIPEAEK 1179 1191 47.2 25.0 34.1 2 0 0 1,325.7676
A_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 6 6 10 5.69% TYIQCIAAISR 233 243 70.6 27.5 63.9 2 0 0 1,295.6777
A_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 6 6 10 5.69% TVSPALISR 374 382 33.5 27.1 18.2 1 0 0 943.5571
A_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 6 6 10 5.69% ITSEALLVTQQLVK 535 548 44.1 25.0 39.5 1 0 0 1,542.9103
A_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 6 6 10 5.69% ALTLIAGSPLK 631 641 52.7 25.0 48.0 2 0 0 1,083.6774
A_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 6 6 10 5.69% LSTLCPSAVLQR 1130 1141 36.6 27.9 28.9 2 0 0 1,344.7305
A_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 6 6 10 5.69% AVAALLTIPEAEK 1179 1191 40.8 25.0 22.9 2 0 0 1,325.7676
B_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 12 12 21 11.90% FMATNDLMTELQK 24 36 53.2 25.0 50.3 1 0 0 1,573.7239
B_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 12 12 21 11.90% TYIQCIAAISR 233 243 67.8 27.5 60.5 2 0 0 1,295.6777
B_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 12 12 21 11.90% HEMLPEFYK 365 373 38.6 25.6 38.6 2 0 0 1,209.5610
B_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 12 12 21 11.90% ITSEALLVTQQLVK 535 548 64.5 25.0 52.5 2 0 0 1,542.9103
B_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 12 12 21 11.90% ALTLIAGSPLK 631 641 59.0 25.0 54.2 2 0 0 1,083.6774
B_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 12 12 21 11.90% LGTLSALDILIK 668 679 34.9 25.0 18.5 2 0 0 1,256.7827
B_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 12 12 21 11.90% MLTGPVYSQSTALTHK 778 793 29.7 28.4 23.1 0 1 0 1,749.8842
B_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 12 12 21 11.90% EGPAVVGQFIQDVK 813 826 56.1 27.9 49.8 2 0 0 1,486.7902
B_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 12 12 21 11.90% SVILEAFSSPSEEVK 859 873 58.5 28.0 53.7 2 0 0 1,621.8319
B_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 12 12 21 11.90% HTVDDGLDIR 1073 1082 28.7 26.8 21.0 1 0 0 1,140.5646
B_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 12 12 21 11.90% MLTFLMLVR 1121 1129 34.4 26.5 22.7 2 0 0 1,155.6266
B_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 12 12 21 11.90% LSTLCPSAVLQR 1130 1141 37.6 27.9 28.4 2 0 0 1,344.7305
B_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 9 16 8.78% TYIQCIAAISR 233 243 64.3 26.8 55.6 2 0 0 1,295.6777
B_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 9 16 8.78% HEMLPEFYK 365 373 29.6 25.5 16.3 2 0 0 1,209.5610
B_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 9 16 8.78% TVSPALISR 374 382 28.0 26.6 12.0 1 0 0 943.5571
B_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 9 16 8.78% ITSEALLVTQQLVK 535 548 56.5 25.0 47.4 2 0 0 1,542.9103
B_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 9 16 8.78% ALTLIAGSPLK 631 641 44.3 25.0 39.1 2 0 0 1,083.6774
B_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 9 16 8.78% EGPAVVGQFIQDVK 813 826 51.6 28.0 49.7 2 0 0 1,486.7902
B_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 9 16 8.78% SVILEAFSSPSEEVK 859 873 47.3 28.0 37.8 2 0 0 1,621.8319
B_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 9 16 8.78% LSTLCPSAVLQR 1130 1141 28.8 27.9 21.0 1 0 0 1,344.7305
B_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 9 16 8.78% AVAALLTIPEAEK 1179 1191 53.2 25.0 39.1 2 0 0 1,325.7676
C_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 10 18 9.27% LLEDKNGEVQNLAVK 56 70 29.6 27.9 15.8 0 1 0 1,669.9121
C_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 10 18 9.27% TYIQCIAAISR 233 243 55.1 27.5 45.0 2 0 0 1,295.6777
C_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 10 18 9.27% HEMLPEFYK 365 373 25.1 25.2 23.2 2 0 0 1,209.5610
C_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 10 18 9.27% ITSEALLVTQQLVK 535 548 68.3 25.0 57.3 2 1 0 1,542.9103
C_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 10 18 9.27% ALTLIAGSPLK 631 641 47.5 25.0 47.5 2 0 0 1,083.6774
C_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 10 18 9.27% EGPAVVGQFIQDVK 813 826 55.3 27.9 51.1 2 0 0 1,486.7902
C_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 10 18 9.27% SVILEAFSSPSEEVK 859 873 63.1 28.3 58.0 2 0 0 1,621.8319
C_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 10 18 9.27% LSTLCPSAVLQR 1130 1141 51.4 28.4 36.4 2 0 0 1,344.7305
C_23 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 9 10 18 9.27% AVAALLTIPEAEK 1179 1191 52.5 25.0 40.0 2 0 0 1,325.7676
C_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 4 5 9 4.39% LLEDKNGEVQNLAVK 56 70 22.1 27.4 12.5 0 1 0 1,669.9121
C_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 4 5 9 4.39% TYIQCIAAISR 233 243 65.2 27.4 53.3 2 0 0 1,295.6777
C_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 4 5 9 4.39% ITSEALLVTQQLVK 535 548 53.8 25.0 47.4 2 2 0 1,542.9103
C_24 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 4 5 9 4.39% EGPAVVGQFIQDVK 813 826 40.8 28.0 38.5 2 0 0 1,486.7902
H_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 11 12 21 10.90% LLEDKNGEVQNLAVK 56 70 42.0 27.3 34.8 1 1 0 1,669.9121



H_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 11 12 21 10.90% TYIQCIAAISR 233 243 70.8 27.5 62.8 2 0 0 1,295.6777
H_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 11 12 21 10.90% FCNVDDDELR 263 272 50.8 25.0 46.0 2 0 0 1,282.5370
H_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 11 12 21 10.90% ITSEALLVTQQLVK 535 548 61.6 25.0 53.8 2 0 0 1,542.9103
H_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 11 12 21 10.90% ALTLIAGSPLK 631 641 71.9 25.0 62.4 2 0 0 1,083.6774
H_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 11 12 21 10.90% EGPAVVGQFIQDVK 813 826 55.5 27.7 50.4 2 0 0 1,486.7902
H_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 11 12 21 10.90% SVILEAFSSPSEEVK 859 873 47.0 28.1 36.5 2 0 0 1,621.8319
H_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 11 12 21 10.90% NCIGDFLK 1006 1013 30.9 25.9 22.5 2 0 0 966.4715
H_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 11 12 21 10.90% TLEDPDLNVRR 1014 1024 27.3 26.9 9.2 1 0 0 1,327.6966
H_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 11 12 21 10.90% LSTLCPSAVLQR 1130 1141 40.5 27.9 31.8 2 0 0 1,344.7305
H_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 11 12 21 10.90% AVAALLTIPEAEK 1179 1191 46.1 25.0 28.5 2 0 0 1,325.7676
I_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 8 9 17 8.21% LLEDKNGEVQNLAVK 56 70 48.0 27.5 36.4 2 2 0 1,669.9121
I_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 8 9 17 8.21% TYIQCIAAISR 233 243 70.2 27.5 59.4 2 0 0 1,295.6777
I_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 8 9 17 8.21% TVSPALISR 374 382 20.9 26.6 1.5 1 0 0 943.5571
I_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 8 9 17 8.21% ITSEALLVTQQLVK 535 548 79.5 25.0 63.9 2 0 0 1,542.9103
I_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 8 9 17 8.21% ALTLIAGSPLK 631 641 72.0 25.0 72.0 2 0 0 1,083.6774
I_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 8 9 17 8.21% EGPAVVGQFIQDVK 813 826 60.8 27.9 57.1 2 0 0 1,486.7902
I_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 8 9 17 8.21% SVILEAFSSPSEEVK 859 873 38.6 28.3 35.0 2 0 0 1,621.8319
I_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 8 9 17 8.21% LSTLCPSAVLQR 1130 1141 31.5 28.0 20.7 2 0 0 1,344.7305
K_19 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 6 6 11 6.42% LLEDKNGEVQNLAVK 56 70 26.9 27.5 18.0 0 1 0 1,669.9121
K_19 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 6 6 11 6.42% TYIQCIAAISR 233 243 53.1 27.0 33.6 2 0 0 1,295.6777
K_19 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 6 6 11 6.42% ITSEALLVTQQLVK 535 548 63.0 25.0 55.6 2 0 0 1,542.9103
K_19 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 6 6 11 6.42% EGPAVVGQFIQDVK 813 826 30.0 28.0 24.9 2 0 0 1,486.7902
K_19 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 6 6 11 6.42% LSTLCPSAVLQR 1130 1141 33.9 27.8 22.3 2 0 0 1,344.7305
K_19 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 6 6 11 6.42% AVAALLTIPEAEK 1179 1191 51.3 25.0 30.9 2 0 0 1,325.7676
K_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 2 2 3 2.11% LLEDKNGEVQNLAVK 56 70 19.7 27.2 13.0 0 1 0 1,669.9121
K_20 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 2 2 3 2.11% TYIQCIAAISR 233 243 66.3 26.9 58.0 2 0 0 1,295.6777
L_15 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 2 2 2 2.03% TYIQCIAAISR 233 243 67.2 26.9 59.6 1 0 0 1,295.6777
L_15 Cullin‐associated NEDD8‐dissociated protein 1 CAND1_HUMAN 136,381 2 2 2 2.03% EGPAVVGQFIQDVK 813 826 26.8 27.7 21.8 1 0 0 1,486.7902
A_05 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 4.00% EPAVLELEGK 318 327 37.4 26.2 36.0 2 0 0 1,084.5886
A_05 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 4.00% CVNTTLQIK 356 364 24.1 28.3 15.3 1 0 0 1,076.5770
A_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 6 11 12.40% HAEMVHTGLKLER 72 84 23.0 28.2 19.2 0 1 0 1,536.7953
A_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 6 11 12.40% ALLVTASQCQQPAENK 85 100 93.0 27.6 75.3 2 2 0 1,757.8852
A_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 6 11 12.40% EFHTTGLAWSK 199 209 33.4 27.9 20.6 2 0 0 1,276.6321
A_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 6 11 12.40% CVNTTLQIK 356 364 37.3 28.6 23.9 2 0 0 1,076.5770
A_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 6 11 12.40% INSITVDNCK 367 376 30.1 27.6 13.3 2 0 0 1,163.5726
B_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 6 11 12.80% ALLVTASQCQQPAENK 85 100 91.2 27.5 80.1 2 2 0 1,757.8852
B_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 6 11 12.80% LSDLLAPISEQIK 101 113 75.0 25.2 54.8 2 0 0 1,426.8154
B_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 6 11 12.80% EMNDAAMFYTNR 156 167 57.3 25.0 49.4 2 0 0 1,494.5988
B_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 6 11 12.80% EFHTTGLAWSK 199 209 29.2 27.9 19.4 1 0 0 1,276.6321
B_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 6 11 12.80% CVNTTLQIK 356 364 39.1 28.6 21.9 2 0 0 1,076.5770
C_05 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 4.42% EPAVLELEGK 318 327 29.3 25.9 29.3 1 0 0 1,084.5886
C_05 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 4.42% NSLDCEIVSAK 423 433 56.1 27.1 47.7 2 0 0 1,235.5937
C_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 7 11 16.20% ALLVTASQCQQPAENK 85 100 89.2 27.4 72.1 2 1 0 1,757.8852
C_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 7 11 16.20% LSDLLAPISEQIK 101 113 21.0 26.3 13.0 2 0 0 1,426.8154
C_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 7 11 16.20% SGPKPFSAPKPQTSPSPK 295 312 33.4 26.9 28.2 0 1 0 1,837.9809
C_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 7 11 16.20% CVNTTLQIK 356 364 36.1 28.6 22.3 2 0 0 1,076.5770
C_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 7 11 16.20% NSLDCEIVSAK 423 433 37.8 26.3 30.4 1 0 0 1,235.5937
C_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 7 11 16.20% LVTTVTEIAG 466 475 48.8 27.9 24.7 2 0 0 1,003.5671
D_21 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 7 9.05% EMNDAAMFYTNR 156 167 31.8 25.0 31.8 1 0 0 1,494.5988
D_21 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 7 9.05% EPAVLELEGK 318 327 24.2 26.7 23.5 2 0 0 1,084.5886
D_21 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 7 9.05% NSLDCEIVSAK 423 433 47.8 26.6 45.2 2 0 0 1,235.5937
D_21 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 7 9.05% LVTTVTEIAG 466 475 22.9 29.0 3.6 2 0 0 1,003.5671
F_16 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 4 8.63% ALLVTASQCQQPAENK 85 100 76.2 27.6 64.7 2 0 0 1,757.8852
F_16 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 4 8.63% LSDLLAPISEQIK 101 113 25.7 25.2 19.2 1 0 0 1,426.8154
F_16 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 4 8.63% EMNDAAMFYTNR 156 167 39.6 25.0 39.6 1 0 0 1,462.6089
H_05 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 5 6.32% EPAVLELEGK 318 327 29.0 26.2 23.6 2 0 0 1,084.5886
H_05 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 5 6.32% CVNTTLQIK 356 364 33.3 28.3 18.3 1 0 0 1,076.5770
H_05 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 5 6.32% NSLDCEIVSAK 423 433 49.2 27.1 39.1 2 0 0 1,235.5937
H_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 5 8 12.40% ALLVTASQCQQPAENK 85 100 73.1 27.6 59.6 2 0 0 1,757.8852
H_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 5 8 12.40% LSDLLAPISEQIK 101 113 58.4 25.2 42.4 2 0 0 1,426.8154
H_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 5 8 12.40% EPAVLELEGK 318 327 28.0 26.8 19.8 2 0 0 1,084.5886
H_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 5 8 12.40% CVNTTLQIK 356 364 22.5 28.3 2.5 1 0 0 1,076.5770
H_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 5 8 12.40% NSLDCEIVSAK 423 433 40.5 27.1 32.3 1 0 0 1,235.5937
H_14 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 7 10.30% ALLVTASQCQQPAENK 85 100 49.1 27.6 36.9 2 0 0 1,757.8852
H_14 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 7 10.30% LSDLLAPISEQIK 101 113 56.8 25.2 48.7 2 0 0 1,426.8154
H_14 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 7 10.30% CVNTTLQIK 356 364 28.8 28.6 18.8 1 0 0 1,076.5770
H_14 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 7 10.30% NSLDCEIVSAK 423 433 51.5 27.2 44.5 2 0 0 1,235.5937
H_24 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 5 8.42% ALLVTASQCQQPAENK 85 100 61.7 27.5 51.3 2 0 0 1,757.8852
H_24 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 5 8.42% LSDLLAPISEQIK 101 113 33.4 25.2 23.0 1 0 0 1,426.8154
H_24 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 5 8.42% NSLDCEIVSAK 423 433 58.4 27.2 50.2 2 0 0 1,235.5937
I_05 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 4.21% CVNTTLQIK 356 364 27.6 29.3 12.9 1 0 0 1,076.5770
I_05 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 4.21% NSLDCEIVSAK 423 433 48.5 26.8 38.0 2 0 0 1,235.5937
I_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 6 9 16.20% ALLVTASQCQQPAENK 85 100 59.7 27.5 53.0 2 0 0 1,757.8852
I_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 6 9 16.20% LSDLLAPISEQIK 101 113 46.4 25.2 34.0 2 0 0 1,426.8154
I_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 6 9 16.20% EPAVLELEGK 318 327 23.5 26.2 21.8 1 0 0 1,084.5886
I_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 6 9 16.20% VENQENVSNLVIEDTELK 331 348 60.2 27.9 57.5 1 0 0 2,073.0347
I_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 6 9 16.20% CVNTTLQIK 356 364 31.7 28.7 20.2 1 0 0 1,076.5770
I_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 6 9 16.20% NSLDCEIVSAK 423 433 60.3 27.1 49.4 2 0 0 1,235.5937
I_14 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 2 5.05% LSDLLAPISEQIK 101 113 21.6 25.4 9.5 1 0 0 1,426.8154
I_14 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 2 5.05% NSLDCEIVSAK 423 433 35.5 27.2 26.1 1 0 0 1,235.5937
J_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 7 10.30% ALLVTASQCQQPAENK 85 100 68.7 27.5 59.5 2 0 0 1,757.8852
J_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 7 10.30% LSDLLAPISEQIK 101 113 44.0 25.0 35.8 2 0 0 1,426.8154
J_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 7 10.30% CVNTTLQIK 356 364 22.9 28.8 2.7 1 0 0 1,076.5770
J_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 7 10.30% NSLDCEIVSAK 423 433 47.0 27.0 26.3 2 0 0 1,235.5937
K_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 6 11 16.20% ALLVTASQCQQPAENK 85 100 82.1 27.5 68.6 2 0 0 1,757.8852
K_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 6 11 16.20% LSDLLAPISEQIK 101 113 70.3 25.2 49.2 2 0 0 1,426.8154
K_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 6 11 16.20% EPAVLELEGK 318 327 28.8 26.8 28.8 2 0 0 1,084.5886
K_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 6 11 16.20% VENQENVSNLVIEDTELK 331 348 77.2 27.9 67.7 2 0 0 2,073.0347
K_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 6 11 16.20% CVNTTLQIK 356 364 36.1 28.3 22.7 1 0 0 1,076.5770
K_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 6 6 11 16.20% NSLDCEIVSAK 423 433 39.1 27.1 34.1 2 0 0 1,235.5937
K_24 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 4.42% EPAVLELEGK 318 327 45.8 26.0 38.0 2 0 0 1,084.5886
K_24 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 4.42% NSLDCEIVSAK 423 433 35.2 27.2 27.6 1 0 0 1,235.5937
L_08 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 4 5.68% ALLVTASQCQQPAENK 85 100 54.7 27.6 47.0 2 0 0 1,757.8852
L_08 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 4 5.68% NSLDCEIVSAK 423 433 44.4 27.2 37.4 2 0 0 1,235.5937
L_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 5 8 13.50% ALLVTASQCQQPAENK 85 100 85.1 27.8 77.0 2 0 0 1,757.8852
L_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 5 8 13.50% EPAVLELEGK 318 327 29.1 26.9 27.9 1 0 0 1,084.5886
L_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 5 8 13.50% VENQENVSNLVIEDTELK 331 348 93.0 28.0 85.7 2 0 0 2,073.0347
L_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 5 8 13.50% CVNTTLQIK 356 364 31.4 29.1 16.6 1 0 0 1,076.5770
L_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 5 5 8 13.50% NSLDCEIVSAK 423 433 51.4 27.1 43.8 2 0 0 1,235.5937
L_10 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 6 9.68% ALLVTASQCQQPAENK 85 100 67.2 27.7 61.3 2 0 0 1,757.8852
L_10 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 6 9.68% CVNTTLQIK 356 364 25.7 28.7 12.4 1 0 0 1,076.5770
L_10 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 6 9.68% NSLDCEIVSAK 423 433 42.7 27.2 34.8 2 0 0 1,235.5937
L_10 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 4 4 6 9.68% LVTTVTEIAG 466 475 22.0 27.1 8.9 1 0 0 1,003.5671
L_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 4 5.68% ALLVTASQCQQPAENK 85 100 73.5 27.7 61.2 2 0 0 1,757.8852
L_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 4 5.68% NSLDCEIVSAK 423 433 45.4 27.0 37.4 2 0 0 1,235.5937
M_08 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 4 7.58% ALLVTASQCQQPAENK 85 100 50.2 27.6 36.3 1 0 0 1,757.8852
M_08 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 4 7.58% CVNTTLQIK 356 364 33.6 29.1 17.3 2 0 0 1,076.5770
M_08 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 4 7.58% NSLDCEIVSAK 423 433 44.2 27.1 39.7 1 0 0 1,235.5937
M_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 6 7.58% ALLVTASQCQQPAENK 85 100 43.2 27.6 42.2 2 0 0 1,757.8852
M_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 6 7.58% CVNTTLQIK 356 364 30.0 29.1 14.9 2 0 0 1,076.5770
M_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 6 7.58% NSLDCEIVSAK 423 433 49.1 26.8 42.6 2 0 0 1,235.5937
M_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 5 7.79% ALLVTASQCQQPAENK 85 100 62.1 27.8 54.3 2 0 0 1,757.8852



M_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 5 7.79% EMNDAAMFYTNR 156 167 23.1 25.0 23.1 1 0 0 1,494.5988
M_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 5 7.79% CVNTTLQIK 356 364 32.0 29.1 10.4 2 0 0 1,076.5770
M_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 2 5.26% ALLVTASQCQQPAENK 85 100 68.2 27.4 59.5 1 0 0 1,757.8852
M_15 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 2 5.26% CVNTTLQIK 356 364 29.3 28.3 15.0 1 0 0 1,076.5770
N_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 4.21% CVNTTLQIK 356 364 21.9 28.7 2.9 1 0 0 1,076.5770
N_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 4.21% NSLDCEIVSAK 423 433 36.3 27.3 26.6 2 0 0 1,235.5937
O_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 5 7.58% ALLVTASQCQQPAENK 85 100 51.4 27.5 41.9 2 0 0 1,757.8852
O_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 5 7.58% CVNTTLQIK 356 364 40.2 28.7 20.3 1 0 0 1,076.5770
O_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 3 3 5 7.58% NSLDCEIVSAK 423 433 34.6 27.2 30.0 2 0 0 1,235.5937
P_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 5.26% ALLVTASQCQQPAENK 85 100 52.0 27.7 45.0 2 0 0 1,757.8852
P_09 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 5.26% CVNTTLQIK 356 364 37.9 28.7 17.9 1 0 0 1,076.5770
Q_08 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 4.42% EPAVLELEGK 318 327 27.2 26.9 15.6 1 0 0 1,084.5886
Q_08 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 3 4.42% NSLDCEIVSAK 423 433 52.5 27.2 41.9 2 0 0 1,235.5937
Q_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 2 4.21% CVNTTLQIK 356 364 31.8 28.7 14.2 1 0 0 1,076.5770
Q_13 Adenylyl cyclase‐associated protein 1 CAP1_HUMAN 51,902 2 2 2 4.21% NSLDCEIVSAK 423 433 38.8 27.5 29.9 1 0 0 1,235.5937
A_11 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 3 7.18% EGNPEEDLTADK 232 243 25.2 25.0 25.2 1 0 0 1,317.5807
A_11 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 3 7.18% QAALQVAEGFISR 307 319 81.7 28.0 67.3 2 0 0 1,389.7485
A_12 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 4 7.18% EGNPEEDLTADK 232 243 35.1 25.0 35.1 2 0 0 1,317.5807
A_12 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 4 7.18% QAALQVAEGFISR 307 319 79.0 27.9 72.3 2 0 0 1,389.7485
B_11 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 3 7.18% YQEGGVESAFHK 116 127 13.4 25.2 4.2 0 1 0 1,351.6277
B_11 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 3 7.18% QAALQVAEGFISR 307 319 60.2 28.2 48.0 2 0 0 1,389.7485
B_12 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 4 7.18% EGNPEEDLTADK 232 243 45.2 25.0 45.2 2 0 0 1,317.5807
B_12 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 4 7.18% QAALQVAEGFISR 307 319 88.3 27.9 77.2 2 0 0 1,389.7485
C_11 Macrophage‐capping protein CAPG_HUMAN 38,499 3 3 4 10.60% YQEGGVESAFHK 116 127 28.7 25.0 28.7 0 1 0 1,351.6277
C_11 Macrophage‐capping protein CAPG_HUMAN 38,499 3 3 4 10.60% EGNPEEDLTADK 232 243 31.3 25.0 27.6 1 0 0 1,317.5807
C_11 Macrophage‐capping protein CAPG_HUMAN 38,499 3 3 4 10.60% QAALQVAEGFISR 307 319 63.2 27.8 56.7 2 0 0 1,389.7485
C_12 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 3 7.18% YQEGGVESAFHK 116 127 14.6 25.0 9.5 0 1 0 1,351.6277
C_12 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 3 7.18% QAALQVAEGFISR 307 319 63.2 28.0 53.4 2 0 0 1,389.7485
F_13 Macrophage‐capping protein CAPG_HUMAN 38,499 3 3 5 10.60% YQEGGVESAFHK 116 127 26.3 25.0 24.2 1 0 0 1,351.6277
F_13 Macrophage‐capping protein CAPG_HUMAN 38,499 3 3 5 10.60% EGNPEEDLTADK 232 243 29.6 25.0 28.7 2 0 0 1,317.5807
F_13 Macrophage‐capping protein CAPG_HUMAN 38,499 3 3 5 10.60% QAALQVAEGFISR 307 319 73.9 27.8 61.2 2 0 0 1,389.7485
H_09 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 3 7.18% YQEGGVESAFHK 116 127 17.2 25.0 14.5 0 1 0 1,351.6277
H_09 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 3 7.18% QAALQVAEGFISR 307 319 88.1 27.8 76.6 2 0 0 1,389.7485
O_07 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 3 7.18% YQEGGVESAFHK 116 127 20.3 26.0 18.5 0 1 0 1,351.6277
O_07 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 3 7.18% QAALQVAEGFISR 307 319 75.4 27.8 68.1 2 0 0 1,389.7485
P_07 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 4 7.18% YQEGGVESAFHK 116 127 22.3 26.1 19.3 0 2 0 1,351.6277
P_07 Macrophage‐capping protein CAPG_HUMAN 38,499 2 2 4 7.18% QAALQVAEGFISR 307 319 89.8 27.7 78.2 2 0 0 1,389.7485
Q_07 Macrophage‐capping protein CAPG_HUMAN 38,499 2 3 6 7.18% VSDATGQMNLTK 254 265 56.0 27.1 47.8 4 0 0 1,264.6203
Q_07 Macrophage‐capping protein CAPG_HUMAN 38,499 2 3 6 7.18% QAALQVAEGFISR 307 319 101.0 27.8 91.5 2 0 0 1,389.7485
A_11 Caprin‐1 CAPR1_HUMAN 78,326 3 3 5 4.65% LNQDQLDAVSK 86 96 65.5 27.6 55.0 2 0 0 1,230.6326
A_11 Caprin‐1 CAPR1_HUMAN 78,326 3 3 5 4.65% SFMALSQDIQK 113 123 45.1 25.8 38.3 2 0 0 1,283.6302
A_11 Caprin‐1 CAPR1_HUMAN 78,326 3 3 5 4.65% TVLELQYVLDK 146 156 39.8 26.5 29.8 1 0 0 1,320.7411
A_20 Caprin‐1 CAPR1_HUMAN 78,326 2 2 4 3.24% YQEVTNNLEFAK 97 108 67.0 26.7 46.2 2 0 0 1,455.7114
A_20 Caprin‐1 CAPR1_HUMAN 78,326 2 2 4 3.24% SFMALSQDIQK 113 123 28.1 26.3 18.1 2 0 0 1,283.6302
A_21 Caprin‐1 CAPR1_HUMAN 78,326 4 4 6 6.35% LNQDQLDAVSK 86 96 34.5 27.1 26.9 2 0 0 1,230.6326
A_21 Caprin‐1 CAPR1_HUMAN 78,326 4 4 6 6.35% YQEVTNNLEFAK 97 108 51.2 26.1 34.9 1 0 0 1,455.7114
A_21 Caprin‐1 CAPR1_HUMAN 78,326 4 4 6 6.35% SFMALSQDIQK 113 123 42.6 25.9 33.6 2 0 0 1,283.6302
A_21 Caprin‐1 CAPR1_HUMAN 78,326 4 4 6 6.35% TVLELQYVLDK 146 156 30.6 26.5 27.8 1 0 0 1,320.7411
B_11 Caprin‐1 CAPR1_HUMAN 78,326 2 2 4 3.10% LNQDQLDAVSK 86 96 44.9 27.9 38.2 2 0 0 1,230.6326
B_11 Caprin‐1 CAPR1_HUMAN 78,326 2 2 4 3.10% SFMALSQDIQK 113 123 44.6 26.2 36.8 2 0 0 1,283.6302
B_21 Caprin‐1 CAPR1_HUMAN 78,326 3 3 4 4.80% LNQDQLDAVSK 86 96 35.5 27.5 30.5 1 0 0 1,230.6326
B_21 Caprin‐1 CAPR1_HUMAN 78,326 3 3 4 4.80% YQEVTNNLEFAK 97 108 53.3 26.6 38.0 2 0 0 1,455.7114
B_21 Caprin‐1 CAPR1_HUMAN 78,326 3 3 4 4.80% SFMALSQDIQK 113 123 39.0 26.2 25.6 1 0 0 1,283.6302
C_11 Caprin‐1 CAPR1_HUMAN 78,326 2 2 3 3.10% LNQDQLDAVSK 86 96 54.8 27.6 38.7 2 0 0 1,230.6326
C_11 Caprin‐1 CAPR1_HUMAN 78,326 2 2 3 3.10% SFMALSQDIQK 113 123 36.0 25.7 34.6 1 0 0 1,283.6302
H_09 Caprin‐1 CAPR1_HUMAN 78,326 2 2 4 3.10% LNQDQLDAVSK 86 96 51.0 27.9 42.4 2 0 0 1,230.6326
H_09 Caprin‐1 CAPR1_HUMAN 78,326 2 2 4 3.10% SFMALSQDIQK 113 123 39.7 27.5 29.9 2 0 0 1,267.6352
H_12 Caprin‐1 CAPR1_HUMAN 78,326 2 2 3 3.24% LNQDQLDAVSK 86 96 35.2 28.0 31.6 1 0 0 1,230.6326
H_12 Caprin‐1 CAPR1_HUMAN 78,326 2 2 3 3.24% YQEVTNNLEFAK 97 108 58.6 26.1 46.2 2 0 0 1,455.7114
H_17 Caprin‐1 CAPR1_HUMAN 78,326 3 3 5 4.80% LNQDQLDAVSK 86 96 44.9 27.5 36.6 2 0 0 1,230.6326
H_17 Caprin‐1 CAPR1_HUMAN 78,326 3 3 5 4.80% YQEVTNNLEFAK 97 108 66.6 26.9 53.7 2 0 0 1,455.7114
H_17 Caprin‐1 CAPR1_HUMAN 78,326 3 3 5 4.80% SFMALSQDIQK 113 123 26.9 26.2 18.8 1 0 0 1,283.6302
I_17 Caprin‐1 CAPR1_HUMAN 78,326 2 2 4 3.24% YQEVTNNLEFAK 97 108 56.2 26.6 50.5 2 0 0 1,455.7114
I_17 Caprin‐1 CAPR1_HUMAN 78,326 2 2 4 3.24% SFMALSQDIQK 113 123 40.0 26.2 29.0 2 0 0 1,283.6302
L_12 Caprin‐1 CAPR1_HUMAN 78,326 2 2 2 3.10% LNQDQLDAVSK 86 96 39.6 28.1 31.1 1 0 0 1,230.6326
L_12 Caprin‐1 CAPR1_HUMAN 78,326 2 2 2 3.10% SFMALSQDIQK 113 123 22.7 26.7 16.9 1 0 0 1,283.6302
M_07 Caprin‐1 CAPR1_HUMAN 78,326 2 2 2 3.24% LNQDQLDAVSK 86 96 31.1 27.5 25.6 1 0 0 1,230.6326
M_07 Caprin‐1 CAPR1_HUMAN 78,326 2 2 2 3.24% YQEVTNNLEFAK 97 108 50.4 26.8 38.5 1 0 0 1,455.7114
M_12 Caprin‐1 CAPR1_HUMAN 78,326 3 3 4 4.80% LNQDQLDAVSK 86 96 50.9 27.9 40.2 2 0 0 1,230.6326
M_12 Caprin‐1 CAPR1_HUMAN 78,326 3 3 4 4.80% YQEVTNNLEFAK 97 108 39.9 26.7 32.5 1 0 0 1,455.7114
M_12 Caprin‐1 CAPR1_HUMAN 78,326 3 3 4 4.80% SFMALSQDIQK 113 123 36.8 26.1 29.0 1 0 0 1,283.6302
Q_12 Caprin‐1 CAPR1_HUMAN 78,326 2 2 3 3.24% LNQDQLDAVSK 86 96 68.3 28.1 56.1 2 0 0 1,230.6326
Q_12 Caprin‐1 CAPR1_HUMAN 78,326 2 2 3 3.24% YQEVTNNLEFAK 97 108 38.6 26.8 38.6 1 0 0 1,455.7114
A_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 2 2 3 7.64% DYLLCDYNR 87 95 33.5 25.0 33.5 2 0 0 1,231.5413
A_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 2 2 3 7.64% SGSGTMNLGGSLTR 211 224 38.4 26.4 26.7 1 0 0 1,353.6429
A_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 6 12 23.90% YDPPLEDGAMPSAR 108 121 32.9 25.0 22.9 2 0 0 1,534.6845
A_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 6 12 23.90% KLEVEANNAFDQYR 124 137 106.0 27.6 86.7 2 0 0 1,696.8289
A_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 6 12 23.90% SGSGTMNLGGSLTR 211 224 69.5 26.7 60.0 4 0 0 1,337.6479
A_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 6 12 23.90% QMEKDETVSDCSPHIANIGR 225 244 46.8 25.0 46.8 0 2 0 2,303.0393
A_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 6 12 23.90% STLNEIYFGK 255 264 49.3 26.6 44.4 2 0 0 1,171.5994
A_10 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 6 10 20.60% YDPPLEDGAMPSAR 108 121 39.4 25.0 36.3 2 0 0 1,534.6845
A_10 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 6 10 20.60% KLEVEANNAFDQYR 124 137 94.5 27.6 85.0 2 0 0 1,696.8289
A_10 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 6 10 20.60% LEVEANNAFDQYR 125 137 67.0 25.2 55.9 2 0 0 1,568.7339
A_10 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 6 10 20.60% SGSGTMNLGGSLTR 211 224 59.3 26.4 50.5 1 0 0 1,353.6429
A_10 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 6 10 20.60% QMEKDETVSDCSPHIANIGR 225 244 33.0 25.0 27.0 0 2 1 2,303.0393
B_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 6 7 12 25.20% YDPPLEDGAMPSAR 108 121 28.4 25.0 24.7 2 0 0 1,534.6845
B_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 6 7 12 25.20% KLEVEANNAFDQYR 124 137 65.0 27.7 52.9 2 0 0 1,696.8289
B_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 6 7 12 25.20% GCWDSIHVVEVQEK 175 188 21.9 25.0 13.6 1 0 0 1,685.7953
B_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 6 7 12 25.20% SGSGTMNLGGSLTR 211 224 72.4 25.9 71.5 4 0 0 1,353.6429
B_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 6 7 12 25.20% QMEKDETVSDCSPHIANIGR 225 244 44.3 25.0 43.7 0 2 0 2,303.0393
B_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 6 7 12 25.20% DETVSDCSPHIANIGR 229 244 20.0 25.0 9.7 0 1 0 1,770.8077
B_10 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 3 5 15.90% YDPPLEDGAMPSAR 108 121 37.4 25.0 28.4 2 0 0 1,534.6845
B_10 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 3 5 15.90% SGSGTMNLGGSLTR 211 224 42.4 26.4 28.8 1 0 0 1,353.6429
B_10 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 3 5 15.90% QMEKDETVSDCSPHIANIGR 225 244 24.6 25.0 23.4 0 2 0 2,303.0393
C_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 5 7 20.60% DKVVGKDYLLCDYNR 81 95 27.2 27.0 26.6 0 1 0 1,857.9166
C_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 5 7 20.60% LEVEANNAFDQYR 125 137 39.8 25.2 28.6 2 0 0 1,568.7339
C_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 5 7 20.60% SGSGTMNLGGSLTR 211 224 51.7 26.2 43.1 2 0 0 1,353.6429
C_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 5 7 20.60% QMEKDETVSDCSPHIANIGR 225 244 46.5 25.0 43.7 0 1 0 2,303.0393
C_09 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 5 7 20.60% DETVSDCSPHIANIGR 229 244 18.1 25.0 18.1 0 1 0 1,770.8077
D_14 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 2 2 4 7.97% SGSGTMNLGGSLTR 211 224 54.9 26.2 46.4 2 0 0 1,353.6429
D_14 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 2 2 4 7.97% STLNEIYFGK 255 264 34.2 26.2 29.6 2 0 0 1,171.5994
D_15 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 3 5 11.00% SGSGTMNLGGSLTR 211 224 58.1 26.2 45.7 2 0 0 1,353.6429
D_15 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 3 5 11.00% STLNEIYFGK 255 264 68.9 26.2 62.5 2 0 0 1,171.5994
D_15 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 3 5 11.00% TKDIVNGLR 265 273 28.4 29.8 23.4 1 0 0 1,015.5896
F_11 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 4 4 7 16.30% DYLLCDYNR 87 95 34.1 25.0 29.0 2 0 0 1,231.5413
F_11 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 4 4 7 16.30% SGSGTMNLGGSLTR 211 224 49.6 26.4 39.9 2 0 0 1,353.6429
F_11 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 4 4 7 16.30% DETVSDCSPHIANIGR 229 244 20.6 25.0 16.9 0 1 0 1,770.8077
F_11 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 4 4 7 16.30% STLNEIYFGK 255 264 55.3 27.2 45.4 2 0 0 1,171.5994
G_11 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 2 2 4 7.64% DYLLCDYNR 87 95 27.7 25.0 17.7 2 0 0 1,231.5413
G_11 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 2 2 4 7.64% SGSGTMNLGGSLTR 211 224 60.4 26.5 47.0 2 0 0 1,337.6479
H_07 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 4 4 6 17.60% LEVEANNAFDQYR 125 137 65.1 25.4 63.6 1 0 0 1,568.7339
H_07 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 4 4 6 17.60% SGSGTMNLGGSLTR 211 224 87.6 26.4 72.9 2 0 0 1,337.6479



H_07 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 4 4 6 17.60% DETVSDCSPHIANIGR 229 244 19.0 25.0 9.5 0 1 0 1,770.8077
H_07 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 4 4 6 17.60% STLNEIYFGK 255 264 50.8 27.2 45.5 2 0 0 1,171.5994
H_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 7 7 13 22.90% DKVVGKDYLLCDYNR 81 95 33.7 27.4 28.9 0 2 0 1,857.9166
H_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 7 7 13 22.90% VVGKDYLLCDYNR 83 95 25.3 27.4 19.0 0 1 0 1,614.7946
H_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 7 7 13 22.90% KLEVEANNAFDQYR 124 137 29.4 27.6 17.9 0 2 0 1,696.8289
H_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 7 7 13 22.90% LEVEANNAFDQYR 125 137 76.8 25.7 70.7 2 0 0 1,568.7339
H_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 7 7 13 22.90% SGSGTMNLGGSLTR 211 224 55.5 26.9 33.6 2 0 0 1,337.6479
H_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 7 7 13 22.90% DETVSDCSPHIANIGR 229 244 47.5 25.0 47.5 2 0 0 1,770.8077
H_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 7 7 13 22.90% STLNEIYFGK 255 264 51.2 27.0 40.9 2 0 0 1,171.5994
I_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 5 10 17.60% DKVVGKDYLLCDYNR 81 95 41.6 27.4 39.7 0 2 0 1,857.9166
I_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 5 10 17.60% KLEVEANNAFDQYR 124 137 44.1 27.7 21.5 0 2 0 1,696.8289
I_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 5 10 17.60% LEVEANNAFDQYR 125 137 74.6 25.6 73.1 2 0 0 1,568.7339
I_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 5 10 17.60% SGSGTMNLGGSLTR 211 224 46.5 26.7 32.0 2 0 0 1,337.6479
I_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 5 5 10 17.60% STLNEIYFGK 255 264 59.1 27.0 53.3 2 0 0 1,171.5994
J_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 2 2 4 7.64% LEVEANNAFDQYR 125 137 64.1 25.5 57.1 2 0 0 1,568.7339
J_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 2 2 4 7.64% STLNEIYFGK 255 264 54.4 27.4 48.9 2 0 0 1,171.5994
K_07 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 3 5 10.60% DYLLCDYNR 87 95 33.8 25.0 26.0 2 0 0 1,231.5413
K_07 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 3 5 10.60% LEVEANNAFDQYR 125 137 65.5 25.6 55.1 1 0 0 1,568.7339
K_07 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 3 5 10.60% STLNEIYFGK 255 264 56.4 27.2 48.2 2 0 0 1,171.5994
K_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 3 5 12.60% DKVVGKDYLLCDYNR 81 95 30.8 27.4 26.1 0 1 0 1,857.9166
K_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 3 5 12.60% LEVEANNAFDQYR 125 137 51.4 25.6 47.3 2 0 0 1,568.7339
K_08 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 3 5 12.60% STLNEIYFGK 255 264 55.4 27.0 49.0 2 0 0 1,171.5994
L_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 6 7 12 21.90% DKVVGKDYLLCDYNR 81 95 23.9 27.3 22.6 0 1 0 1,857.9166
L_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 6 7 12 21.90% DYLLCDYNR 87 95 27.0 25.0 19.5 2 0 0 1,231.5413
L_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 6 7 12 21.90% YDPPLEDGAMPSAR 108 121 34.1 25.0 28.7 1 0 0 1,534.6845
L_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 6 7 12 21.90% LEVEANNAFDQYR 125 137 65.7 26.0 58.6 2 0 0 1,568.7339
L_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 6 7 12 21.90% SGSGTMNLGGSLTR 211 224 67.7 26.2 54.7 4 0 0 1,353.6429
L_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 6 7 12 21.90% STLNEIYFGK 255 264 53.2 27.4 48.0 2 0 0 1,171.5994
M_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 4 4 7 15.60% DYLLCDYNR 87 95 26.4 25.0 18.4 2 0 0 1,231.5413
M_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 4 4 7 15.60% YDPPLEDGAMPSAR 108 121 21.7 25.0 16.8 1 0 0 1,534.6845
M_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 4 4 7 15.60% SGSGTMNLGGSLTR 211 224 40.8 26.2 31.7 2 0 0 1,353.6429
M_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 4 4 7 15.60% STLNEIYFGK 255 264 39.0 27.0 39.0 2 0 0 1,171.5994
Q_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 4 8 11.00% DYLLCDYNR 87 95 35.1 25.0 23.1 2 0 0 1,231.5413
Q_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 4 8 11.00% SGSGTMNLGGSLTR 211 224 54.0 26.3 45.1 4 0 0 1,353.6429
Q_06 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 3 4 8 11.00% STLNEIYFGK 255 264 56.4 26.9 50.5 2 0 0 1,171.5994
Q_10 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 2 2 4 7.97% SGSGTMNLGGSLTR 211 224 65.9 26.3 52.7 2 0 0 1,353.6429
Q_10 F‐actin‐capping protein subunit beta CAPZB_BOVIN 33,742 2 2 4 7.97% STLNEIYFGK 255 264 42.4 26.9 42.4 2 0 0 1,171.5994
C_32 Alpha‐S1‐casein CASA1_BOVIN 24,529 2 2 3 11.70% HQGLPQEVLNENLLR 23 37 49.7 28.0 28.7 0 1 0 1,759.9451
C_32 Alpha‐S1‐casein CASA1_BOVIN 24,529 2 2 3 11.70% YLGYLEQLLR 106 115 48.1 26.2 24.3 2 0 0 1,267.7046
A_27 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% ALNEINQFYQK 96 106 28.1 27.7 21.0 2 0 0 1,367.6954
A_27 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% FALPQYLK 189 196 23.6 25.7 20.6 1 0 0 979.5612
A_29 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% ALNEINQFYQK 96 106 33.7 27.4 26.9 2 0 0 1,367.6954
A_29 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% FALPQYLK 189 196 26.6 26.5 16.2 1 0 0 979.5612
A_31 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% ALNEINQFYQK 96 106 43.5 27.6 34.0 1 0 0 1,367.6954
A_31 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% FALPQYLK 189 196 25.8 25.7 13.7 1 0 0 979.5612
B_01 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% ALNEINQFYQK 96 106 44.2 27.3 35.4 2 0 0 1,367.6954
B_01 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% FALPQYLK 189 196 24.5 26.5 19.1 1 0 0 979.5612
B_10 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 4 8.56% ALNEINQFYQK 96 106 54.9 27.3 47.2 2 0 0 1,367.6954
B_10 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 4 8.56% FALPQYLK 189 196 26.2 25.7 19.9 2 0 0 979.5612
B_21 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% ALNEINQFYQK 96 106 34.0 27.7 26.1 1 0 0 1,367.6954
B_21 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% FALPQYLK 189 196 23.6 25.9 14.0 1 0 0 979.5612
B_22 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% ALNEINQFYQK 96 106 39.3 27.6 35.3 2 0 0 1,367.6954
B_22 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% FALPQYLK 189 196 29.3 25.7 20.0 1 0 0 979.5612
B_23 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% ALNEINQFYQK 96 106 32.5 27.4 27.3 2 0 0 1,367.6954
B_23 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% FALPQYLK 189 196 22.6 25.7 19.2 1 0 0 979.5612
B_24 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 4 8.56% ALNEINQFYQK 96 106 32.5 27.7 25.7 2 0 0 1,367.6954
B_24 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 4 8.56% FALPQYLK 189 196 26.1 25.7 2.4 2 0 0 979.5612
C_07 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% NAVPITPTLNR 130 140 20.2 25.0 20.2 1 0 0 1,195.6794
C_07 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% FALPQYLK 189 196 23.0 25.7 13.6 2 0 0 979.5612
C_24 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% ALNEINQFYQK 96 106 62.6 27.1 53.2 2 0 0 1,367.6954
C_24 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% FALPQYLK 189 196 33.1 25.7 24.6 1 0 0 979.5612
C_29 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% ALNEINQFYQK 96 106 35.8 27.3 32.0 2 0 0 1,367.6954
C_29 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% TKVIPYVR 213 220 19.7 25.0 16.6 1 0 0 975.5986
C_30 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 4 8.56% ALNEINQFYQK 96 106 43.0 27.6 35.7 2 0 0 1,367.6954
C_30 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 4 8.56% FALPQYLK 189 196 26.3 26.5 19.9 2 0 0 979.5612
D_01 Alpha‐S2‐casein CASA2_BOVIN 26,019 3 3 4 13.50% ALNEINQFYQK 96 106 28.4 27.2 21.9 1 0 0 1,367.6954
D_01 Alpha‐S2‐casein CASA2_BOVIN 26,019 3 3 4 13.50% NAVPITPTLNR 130 140 28.2 25.4 19.0 1 0 0 1,195.6794
D_01 Alpha‐S2‐casein CASA2_BOVIN 26,019 3 3 4 13.50% FALPQYLK 189 196 32.8 26.7 23.1 2 0 0 979.5612
D_15 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% ALNEINQFYQK 96 106 49.8 27.4 45.0 2 0 0 1,367.6954
D_15 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% FALPQYLK 189 196 28.9 26.7 21.4 1 0 0 979.5612
E_01 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% ALNEINQFYQK 96 106 31.4 27.3 23.0 1 0 0 1,367.6954
E_01 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% FALPQYLK 189 196 29.0 26.7 10.9 1 0 0 979.5612
F_08 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% ALNEINQFYQK 96 106 29.2 27.3 18.3 1 0 0 1,367.6954
F_08 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% FALPQYLK 189 196 22.5 25.7 15.9 1 0 0 979.5612
F_10 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% ALNEINQFYQK 96 106 34.5 27.7 29.5 1 0 0 1,367.6954
F_10 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% FALPQYLK 189 196 26.2 25.7 13.0 1 0 0 979.5612
F_11 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 4 8.56% ALNEINQFYQK 96 106 57.9 27.4 53.6 2 0 0 1,367.6954
F_11 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 4 8.56% FALPQYLK 189 196 24.3 25.7 19.0 2 0 0 979.5612
I_14 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% ALNEINQFYQK 96 106 56.9 27.7 49.5 1 0 0 1,367.6954
I_14 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% FALPQYLK 189 196 19.8 25.7 17.4 1 0 0 979.5612
J_14 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% ALNEINQFYQK 96 106 51.3 27.0 44.3 2 0 0 1,367.6954
J_14 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% FALPQYLK 189 196 20.4 25.7 12.2 1 0 0 979.5612
J_19 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% ALNEINQFYQK 96 106 39.2 27.3 36.3 1 0 0 1,367.6954
J_19 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% FALPQYLK 189 196 20.5 25.6 12.5 1 0 0 979.5612
M_14 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% ALNEINQFYQK 96 106 48.9 27.6 44.0 1 0 0 1,367.6954
M_14 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 2 8.56% FALPQYLK 189 196 28.2 25.7 14.7 1 0 0 979.5612
P_12 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% ALNEINQFYQK 96 106 45.0 27.0 38.5 2 0 0 1,367.6954
P_12 Alpha‐S2‐casein CASA2_BOVIN 26,019 2 2 3 8.56% FALPQYLK 189 196 19.7 25.7 11.1 1 0 0 979.5612
A_09 Caspase‐3 CASP3_HUMAN 31,609 5 5 9 22.00% SGTDVDAANLR 65 75 27.9 26.6 16.3 1 0 0 1,118.5437
A_09 Caspase‐3 CASP3_HUMAN 31,609 5 5 9 22.00% LFIIQACR 157 164 42.8 27.8 0.0 4 0 0 1,020.5660
A_09 Caspase‐3 CASP3_HUMAN 31,609 5 5 9 22.00% GTELDCGIETDSGVDDDMACHK 165 186 79.9 25.0 79.9 0 2 0 2,440.9543
A_09 Caspase‐3 CASP3_HUMAN 31,609 5 5 9 22.00% LEFMHILTR 230 238 26.7 28.7 17.6 1 0 0 1,175.6243
A_09 Caspase‐3 CASP3_HUMAN 31,609 5 5 9 22.00% QIPCIVSMLTK 261 271 30.1 27.9 18.9 1 0 0 1,305.6907
B_09 Caspase‐3 CASP3_HUMAN 31,609 6 6 11 27.80% IIHGSESMDSGISLDNSYK 20 38 71.5 25.0 66.3 1 0 0 2,068.9494
B_09 Caspase‐3 CASP3_HUMAN 31,609 6 6 11 27.80% SGTDVDAANLR 65 75 40.9 26.5 30.1 2 0 0 1,118.5437
B_09 Caspase‐3 CASP3_HUMAN 31,609 6 6 11 27.80% EEIVELMR 94 101 51.8 27.3 40.1 2 0 0 1,034.5188
B_09 Caspase‐3 CASP3_HUMAN 31,609 6 6 11 27.80% LFIIQACR 157 164 42.5 27.8 0.0 2 0 0 1,020.5660
B_09 Caspase‐3 CASP3_HUMAN 31,609 6 6 11 27.80% GTELDCGIETDSGVDDDMACHK 165 186 86.3 25.0 86.3 0 2 0 2,440.9543
B_09 Caspase‐3 CASP3_HUMAN 31,609 6 6 11 27.80% LEFMHILTR 230 238 24.4 28.7 15.0 2 0 0 1,175.6243
C_09 Caspase‐3 CASP3_HUMAN 31,609 2 2 4 6.86% SGTDVDAANLR 65 75 33.7 26.4 22.9 2 0 0 1,118.5437
C_09 Caspase‐3 CASP3_HUMAN 31,609 2 2 4 6.86% LFIIQACR 157 164 39.9 27.8 0.0 2 0 0 1,020.5660
I_08 Caspase‐3 CASP3_HUMAN 31,609 2 2 4 8.30% SGTDVDAANLRETFR 65 79 20.7 27.5 16.4 0 2 0 1,651.8035
I_08 Caspase‐3 CASP3_HUMAN 31,609 2 2 4 8.30% LFIIQACR 157 164 47.7 27.9 0.0 2 0 0 1,020.5660
B_07 Caspase‐14 CASPE_HUMAN 27,680 2 2 3 9.09% LALILCVTK 19 27 28.1 25.0 15.7 2 0 0 1,030.6331
B_07 Caspase‐14 CASPE_HUMAN 27,680 2 2 3 9.09% DPTAEQFQEELEK 55 67 41.6 25.0 35.5 1 0 0 1,563.7175
C_03 Caspase‐14 CASPE_HUMAN 27,680 2 2 3 9.09% LALILCVTK 19 27 27.8 25.0 16.6 1 0 0 1,030.6331
C_03 Caspase‐14 CASPE_HUMAN 27,680 2 2 3 9.09% DPTAEQFQEELEK 55 67 48.0 25.0 45.7 2 0 0 1,563.7175
N_03 Caspase‐14 CASPE_HUMAN 27,680 4 4 6 14.00% LALILCVTK 19 27 38.0 25.0 33.8 2 0 0 1,030.6331
N_03 Caspase‐14 CASPE_HUMAN 27,680 4 4 6 14.00% RDPTAEQFQEELEK 54 67 26.6 25.7 18.8 0 1 0 1,719.8186
N_03 Caspase‐14 CASPE_HUMAN 27,680 4 4 6 14.00% DPTAEQFQEELEK 55 67 57.6 25.0 56.0 2 0 0 1,563.7175
N_03 Caspase‐14 CASPE_HUMAN 27,680 4 4 6 14.00% MAEAELVQEGK 213 223 37.5 26.8 32.7 1 0 0 1,204.5879
P_02 Caspase‐14 CASPE_HUMAN 27,680 2 3 5 8.68% MAEAELVQEGK 213 223 57.7 26.7 45.5 4 0 0 1,204.5879



P_02 Caspase‐14 CASPE_HUMAN 27,680 2 3 5 8.68% TNPEIQSTLR 227 236 29.0 28.8 21.2 1 0 0 1,158.6114
A_15 Catalase CATA_HUMAN 59,757 5 5 9 11.20% ADVLTTGAGNPVGDK 24 38 55.8 27.6 41.0 1 0 0 1,414.7175
A_15 Catalase CATA_HUMAN 59,757 5 5 9 11.20% LSQEDPDYGIR 253 263 42.1 26.1 0.0 2 0 0 1,292.6119
A_15 Catalase CATA_HUMAN 59,757 5 5 9 11.20% FNTANDDNVTQVR 432 444 62.2 25.6 28.0 2 0 0 1,493.6979
A_15 Catalase CATA_HUMAN 59,757 5 5 9 11.20% AFYVNVLNEEQR 445 456 55.4 27.7 45.3 2 0 0 1,481.7382
A_15 Catalase CATA_HUMAN 59,757 5 5 9 11.20% DAQIFIQK 469 476 42.1 28.2 0.0 2 0 0 962.5307
A_16 Catalase CATA_HUMAN 59,757 5 5 9 11.20% ADVLTTGAGNPVGDK 24 38 72.1 27.8 52.0 2 0 0 1,414.7175
A_16 Catalase CATA_HUMAN 59,757 5 5 9 11.20% LVNANGEAVYCK 222 233 51.4 26.4 51.4 2 0 0 1,337.6518
A_16 Catalase CATA_HUMAN 59,757 5 5 9 11.20% LSQEDPDYGIR 253 263 33.3 25.9 0.0 2 0 0 1,292.6119
A_16 Catalase CATA_HUMAN 59,757 5 5 9 11.20% FNTANDDNVTQVR 432 444 95.5 25.5 52.6 2 0 0 1,493.6979
A_16 Catalase CATA_HUMAN 59,757 5 5 9 11.20% DAQIFIQK 469 476 25.3 28.2 0.0 1 0 0 962.5307
B_16 Catalase CATA_HUMAN 59,757 9 9 15 21.10% ADVLTTGAGNPVGDK 24 38 76.3 27.8 60.7 2 0 0 1,414.7175
B_16 Catalase CATA_HUMAN 59,757 9 9 15 21.10% LNVITVGPR 39 47 56.0 25.0 55.5 1 0 0 968.5888
B_16 Catalase CATA_HUMAN 59,757 9 9 15 21.10% FSTVAGESGSADTVR 113 127 67.8 25.9 60.8 2 0 0 1,483.7023
B_16 Catalase CATA_HUMAN 59,757 9 9 15 21.10% LVNANGEAVYCK 222 233 33.7 26.6 28.1 2 0 0 1,337.6518
B_16 Catalase CATA_HUMAN 59,757 9 9 15 21.10% LSQEDPDYGIR 253 263 27.6 25.9 0.0 1 0 0 1,292.6119
B_16 Catalase CATA_HUMAN 59,757 9 9 15 21.10% FNTANDDNVTQVR 432 444 89.8 25.5 42.0 2 0 0 1,493.6979
B_16 Catalase CATA_HUMAN 59,757 9 9 15 21.10% AFYVNVLNEEQR 445 456 43.6 27.5 30.0 1 0 0 1,481.7382
B_16 Catalase CATA_HUMAN 59,757 9 9 15 21.10% DAQIFIQK 469 476 40.2 27.5 0.0 2 0 0 962.5307
B_16 Catalase CATA_HUMAN 59,757 9 9 15 21.10% NAIHTFVQSGSHLAAR 507 522 43.8 28.2 40.8 0 2 0 1,708.8877
C_15 Catalase CATA_HUMAN 59,757 3 3 6 7.59% LSQEDPDYGIR 253 263 40.5 25.9 0.0 2 0 0 1,292.6119
C_15 Catalase CATA_HUMAN 59,757 3 3 6 7.59% FNTANDDNVTQVR 432 444 56.3 25.6 22.9 2 0 0 1,493.6979
C_15 Catalase CATA_HUMAN 59,757 3 3 6 7.59% NAIHTFVQSGSHLAAR 507 522 35.3 28.2 31.0 0 2 0 1,708.8877
C_16 Catalase CATA_HUMAN 59,757 7 7 13 12.70% FSTVAGESGSADTVR 113 127 41.8 25.3 41.8 1 0 0 1,483.7023
C_16 Catalase CATA_HUMAN 59,757 7 7 13 12.70% FSTVAGESGSADTVRDPR 113 130 40.2 26.5 29.7 0 2 0 1,851.8832
C_16 Catalase CATA_HUMAN 59,757 7 7 13 12.70% LVNANGEAVYCK 222 233 44.8 26.7 44.8 2 0 0 1,337.6518
C_16 Catalase CATA_HUMAN 59,757 7 7 13 12.70% LSQEDPDYGIR 253 263 28.2 25.9 0.0 2 0 0 1,292.6119
C_16 Catalase CATA_HUMAN 59,757 7 7 13 12.70% RFNTANDDNVTQVR 431 444 53.2 26.8 25.9 0 2 0 1,649.7990
C_16 Catalase CATA_HUMAN 59,757 7 7 13 12.70% FNTANDDNVTQVR 432 444 79.8 25.6 43.8 2 0 0 1,493.6979
C_16 Catalase CATA_HUMAN 59,757 7 7 13 12.70% AFYVNVLNEEQR 445 456 58.8 27.6 38.4 2 0 0 1,481.7382
D_22 Catalase CATA_HUMAN 59,757 2 2 4 3.98% FNTANDDNVTQVR 432 444 45.3 25.6 19.6 2 0 0 1,493.6979
D_22 Catalase CATA_HUMAN 59,757 2 2 4 3.98% DAQIFIQK 469 476 39.7 27.9 0.0 2 0 0 962.5307
F_16 Catalase CATA_HUMAN 59,757 4 4 6 9.30% LVNANGEAVYCK 222 233 52.3 26.6 52.3 2 0 0 1,337.6518
F_16 Catalase CATA_HUMAN 59,757 4 4 6 9.30% LSQEDPDYGIR 253 263 26.8 26.0 0.0 1 0 0 1,292.6119
F_16 Catalase CATA_HUMAN 59,757 4 4 6 9.30% RFNTANDDNVTQVR 431 444 27.7 26.7 3.1 0 2 0 1,649.7990
F_16 Catalase CATA_HUMAN 59,757 4 4 6 9.30% AFYVNVLNEEQR 445 456 53.1 27.5 40.9 1 0 0 1,481.7382
G_16 Catalase CATA_HUMAN 59,757 5 5 9 10.10% LNVITVGPR 39 47 52.8 25.0 42.5 2 0 0 968.5888
G_16 Catalase CATA_HUMAN 59,757 5 5 9 10.10% LVNANGEAVYCK 222 233 71.2 27.1 64.9 2 0 0 1,337.6518
G_16 Catalase CATA_HUMAN 59,757 5 5 9 10.10% DLFNAIATGK 264 273 34.5 28.1 31.0 2 0 0 1,049.5627
G_16 Catalase CATA_HUMAN 59,757 5 5 9 10.10% RFNTANDDNVTQVR 431 444 36.3 27.1 20.8 0 1 0 1,649.7990
G_16 Catalase CATA_HUMAN 59,757 5 5 9 10.10% DAQIFIQK 469 476 42.7 28.4 0.0 2 0 0 962.5307
H_14 Catalase CATA_HUMAN 59,757 3 3 4 6.26% LVNANGEAVYCK 222 233 41.2 26.5 41.2 1 0 0 1,337.6518
H_14 Catalase CATA_HUMAN 59,757 3 3 4 6.26% LSQEDPDYGIR 253 263 25.2 26.0 0.0 1 0 0 1,292.6119
H_14 Catalase CATA_HUMAN 59,757 3 3 4 6.26% DLFNAIATGK 264 273 40.5 27.6 31.2 2 0 0 1,049.5627
I_14 Catalase CATA_HUMAN 59,757 4 4 8 10.20% FSTVAGESGSADTVRDPR 113 130 48.0 26.6 47.1 0 2 0 1,851.8832
I_14 Catalase CATA_HUMAN 59,757 4 4 8 10.20% LSQEDPDYGIR 253 263 31.0 25.9 0.0 2 0 0 1,292.6119
I_14 Catalase CATA_HUMAN 59,757 4 4 8 10.20% FNTANDDNVTQVR 432 444 56.8 25.8 30.2 2 0 0 1,493.6979
I_14 Catalase CATA_HUMAN 59,757 4 4 8 10.20% AFYVNVLNEEQR 445 456 45.6 27.5 25.5 2 0 0 1,481.7382
J_14 Catalase CATA_HUMAN 59,757 2 2 3 5.31% FSTVAGESGSADTVRDPR 113 130 26.2 27.2 18.2 0 1 0 1,851.8832
J_14 Catalase CATA_HUMAN 59,757 2 2 3 5.31% DLFNAIATGK 264 273 34.3 28.7 20.7 2 0 0 1,049.5627
L_09 Catalase CATA_HUMAN 59,757 5 5 6 12.00% LNVITVGPR 39 47 25.2 25.0 19.2 1 0 0 968.5888
L_09 Catalase CATA_HUMAN 59,757 5 5 6 12.00% FSTVAGESGSADTVRDPR 113 130 20.0 26.9 18.3 0 1 0 1,851.8832
L_09 Catalase CATA_HUMAN 59,757 5 5 6 12.00% LVNANGEAVYCK 222 233 42.2 26.5 42.2 1 0 0 1,337.6518
L_09 Catalase CATA_HUMAN 59,757 5 5 6 12.00% LSQEDPDYGIR 253 263 33.0 26.4 0.0 1 0 0 1,292.6119
L_09 Catalase CATA_HUMAN 59,757 5 5 6 12.00% FNTANDDNVTQVR 432 444 63.4 26.2 32.3 2 0 0 1,493.6979
N_09 Catalase CATA_HUMAN 59,757 3 3 3 6.83% LSQEDPDYGIR 253 263 46.5 26.6 0.0 1 0 0 1,292.6119
N_09 Catalase CATA_HUMAN 59,757 3 3 3 6.83% FNTANDDNVTQVR 432 444 28.4 25.9 7.8 1 0 0 1,493.6979
N_09 Catalase CATA_HUMAN 59,757 3 3 3 6.83% AFYVNVLNEEQR 445 456 35.9 27.7 26.0 1 0 0 1,481.7382
O_09 Catalase CATA_HUMAN 59,757 2 2 2 5.88% FSTVAGESGSADTVRDPR 113 130 23.0 26.9 19.6 0 1 0 1,851.8832
O_09 Catalase CATA_HUMAN 59,757 2 2 2 5.88% FNTANDDNVTQVR 432 444 38.8 26.3 24.1 1 0 0 1,493.6979
P_09 Catalase CATA_HUMAN 59,757 2 2 3 4.74% LVNANGEAVYCK 222 233 49.3 26.8 46.5 2 0 0 1,337.6518
P_09 Catalase CATA_HUMAN 59,757 2 2 3 4.74% FNTANDDNVTQVR 432 444 50.0 26.2 31.8 1 0 0 1,493.6979
Q_09 Catalase CATA_HUMAN 59,757 2 2 4 4.55% LSQEDPDYGIR 253 263 32.9 26.6 0.0 2 0 0 1,292.6119
Q_09 Catalase CATA_HUMAN 59,757 2 2 4 4.55% FNTANDDNVTQVR 432 444 70.3 26.2 33.2 2 0 0 1,493.6979
A_06 Cathepsin B CATB_HUMAN 37,821 5 7 12 18.60% ICEPGYSPTYK 210 220 56.0 25.0 21.6 2 0 0 1,314.6036
A_06 Cathepsin B CATB_HUMAN 37,821 5 7 12 18.60% ICEPGYSPTYKQDK 210 223 40.1 25.0 22.4 2 0 0 1,685.7842
A_06 Cathepsin B CATB_HUMAN 37,821 5 7 12 18.60% HYGYNSYSVSNSEK 224 237 53.3 25.0 53.3 2 1 0 1,634.7079
A_06 Cathepsin B CATB_HUMAN 37,821 5 7 12 18.60% SGVYQHVTGEMMGGHAIR 264 281 39.5 25.0 39.5 1 2 0 1,961.8958
A_06 Cathepsin B CATB_HUMAN 37,821 5 7 12 18.60% GQDHCGIESEVVAGIPR 315 331 56.5 26.7 49.7 2 0 0 1,823.8707
A_07 Cathepsin B CATB_HUMAN 37,821 4 4 8 15.00% ICEPGYSPTYK 210 220 35.3 25.0 13.1 2 0 0 1,314.6036
A_07 Cathepsin B CATB_HUMAN 37,821 4 4 8 15.00% HYGYNSYSVSNSEK 224 237 55.9 25.0 55.9 2 0 0 1,634.7079
A_07 Cathepsin B CATB_HUMAN 37,821 4 4 8 15.00% DIMAEIYK 238 245 27.8 25.7 14.9 2 0 0 998.4865
A_07 Cathepsin B CATB_HUMAN 37,821 4 4 8 15.00% SGVYQHVTGEMMGGHAIR 264 281 38.4 25.1 34.0 0 2 0 1,961.8958
A_08 Cathepsin B CATB_HUMAN 37,821 4 5 7 17.40% EQWPQCPTIK 88 97 26.1 26.2 20.5 1 0 0 1,286.6200
A_08 Cathepsin B CATB_HUMAN 37,821 4 5 7 17.40% HYGYNSYSVSNSEK 224 237 45.9 25.0 45.9 2 2 0 1,634.7079
A_08 Cathepsin B CATB_HUMAN 37,821 4 5 7 17.40% SGVYQHVTGEMMGGHAIR 264 281 26.8 25.0 22.7 0 1 0 1,961.8958
A_08 Cathepsin B CATB_HUMAN 37,821 4 5 7 17.40% GQDHCGIESEVVAGIPR 315 331 25.2 26.7 20.5 0 1 0 1,823.8707
A_11 Cathepsin B CATB_HUMAN 37,821 3 3 4 10.90% ICEPGYSPTYK 210 220 29.4 25.0 7.6 2 0 0 1,314.6036
A_11 Cathepsin B CATB_HUMAN 37,821 3 3 4 10.90% DIMAEIYK 238 245 19.2 25.7 3.2 1 0 0 998.4865
A_11 Cathepsin B CATB_HUMAN 37,821 3 3 4 10.90% SGVYQHVTGEMMGGHAIR 264 281 21.6 25.0 21.6 0 1 0 1,961.8958
A_12 Cathepsin B CATB_HUMAN 37,821 5 6 10 21.80% LCGTFLGGPKPPQR 58 71 21.6 26.8 16.5 0 1 0 1,527.8104
A_12 Cathepsin B CATB_HUMAN 37,821 5 6 10 21.80% ICEPGYSPTYK 210 220 45.2 25.0 11.3 2 0 0 1,314.6036
A_12 Cathepsin B CATB_HUMAN 37,821 5 6 10 21.80% HYGYNSYSVSNSEK 224 237 39.9 25.0 38.2 2 1 0 1,634.7079
A_12 Cathepsin B CATB_HUMAN 37,821 5 6 10 21.80% SGVYQHVTGEMMGGHAIR 264 281 25.2 25.0 25.2 0 2 0 1,961.8958
A_12 Cathepsin B CATB_HUMAN 37,821 5 6 10 21.80% GQDHCGIESEVVAGIPR 315 331 32.1 26.5 28.9 0 2 0 1,823.8707
B_06 Cathepsin B CATB_HUMAN 37,821 5 7 11 15.90% ICEPGYSPTYK 210 220 49.0 25.0 14.3 2 0 0 1,314.6036
B_06 Cathepsin B CATB_HUMAN 37,821 5 7 11 15.90% ICEPGYSPTYKQDK 210 223 31.3 25.0 19.2 1 0 0 1,685.7842
B_06 Cathepsin B CATB_HUMAN 37,821 5 7 11 15.90% HYGYNSYSVSNSEK 224 237 38.1 25.0 38.1 2 1 0 1,634.7079
B_06 Cathepsin B CATB_HUMAN 37,821 5 7 11 15.90% DIMAEIYK 238 245 21.0 26.3 14.8 1 0 0 982.4915
B_06 Cathepsin B CATB_HUMAN 37,821 5 7 11 15.90% SGVYQHVTGEMMGGHAIR 264 281 39.5 25.0 39.5 2 2 0 1,961.8958
B_07 Cathepsin B CATB_HUMAN 37,821 3 5 10 12.40% ICEPGYSPTYK 210 220 46.3 25.0 11.7 2 0 0 1,314.6036
B_07 Cathepsin B CATB_HUMAN 37,821 3 5 10 12.40% HYGYNSYSVSNSEK 224 237 38.7 25.0 32.5 2 2 0 1,634.7079
B_07 Cathepsin B CATB_HUMAN 37,821 3 5 10 12.40% GQDHCGIESEVVAGIPR 315 331 71.2 26.7 71.2 2 2 0 1,823.8707
B_08 Cathepsin B CATB_HUMAN 37,821 3 4 8 14.50% HYGYNSYSVSNSEK 224 237 49.3 25.0 49.3 2 0 0 1,634.7079
B_08 Cathepsin B CATB_HUMAN 37,821 3 4 8 14.50% SGVYQHVTGEMMGGHAIR 264 281 52.4 25.1 50.7 0 2 0 1,961.8958
B_08 Cathepsin B CATB_HUMAN 37,821 3 4 8 14.50% GQDHCGIESEVVAGIPR 315 331 58.7 26.7 58.7 2 2 0 1,823.8707
B_12 Cathepsin B CATB_HUMAN 37,821 7 7 9 26.50% LCGTFLGGPKPPQR 58 71 17.8 26.8 14.7 0 1 0 1,527.8104
B_12 Cathepsin B CATB_HUMAN 37,821 7 7 9 26.50% VMFTEDLK 72 79 21.6 25.7 8.2 1 0 0 998.4865
B_12 Cathepsin B CATB_HUMAN 37,821 7 7 9 26.50% ICEPGYSPTYK 210 220 48.2 25.0 14.4 2 0 0 1,314.6036
B_12 Cathepsin B CATB_HUMAN 37,821 7 7 9 26.50% HYGYNSYSVSNSEK 224 237 32.2 25.0 28.4 0 1 0 1,634.7079
B_12 Cathepsin B CATB_HUMAN 37,821 7 7 9 26.50% SGVYQHVTGEMMGGHAIR 264 281 35.4 25.1 32.4 0 1 0 1,961.8958
B_12 Cathepsin B CATB_HUMAN 37,821 7 7 9 26.50% GQDHCGIESEVVAGIPR 315 331 34.5 26.5 33.8 0 2 0 1,823.8707
B_12 Cathepsin B CATB_HUMAN 37,821 7 7 9 26.50% TDQYWEKI 332 339 32.5 25.6 24.8 1 0 0 1,082.5154
C_06 Cathepsin B CATB_HUMAN 37,821 4 4 6 13.60% ICEPGYSPTYK 210 220 42.0 25.0 7.7 2 0 0 1,314.6036
C_06 Cathepsin B CATB_HUMAN 37,821 4 4 6 13.60% ICEPGYSPTYKQDK 210 223 36.9 25.0 27.4 2 0 0 1,685.7842
C_06 Cathepsin B CATB_HUMAN 37,821 4 4 6 13.60% HYGYNSYSVSNSEK 224 237 47.6 25.0 47.6 1 0 0 1,634.7079
C_06 Cathepsin B CATB_HUMAN 37,821 4 4 6 13.60% SGVYQHVTGEMMGGHAIR 264 281 26.9 25.0 25.2 0 1 0 1,961.8958
C_07 Cathepsin B CATB_HUMAN 37,821 5 6 10 18.60% ICEPGYSPTYK 210 220 31.8 25.0 9.5 2 0 0 1,314.6036
C_07 Cathepsin B CATB_HUMAN 37,821 5 6 10 18.60% ICEPGYSPTYKQDK 210 223 39.6 25.0 27.2 1 1 0 1,685.7842
C_07 Cathepsin B CATB_HUMAN 37,821 5 6 10 18.60% HYGYNSYSVSNSEK 224 237 33.1 25.0 33.1 2 0 0 1,634.7079
C_07 Cathepsin B CATB_HUMAN 37,821 5 6 10 18.60% SGVYQHVTGEMMGGHAIR 264 281 23.7 25.0 20.7 0 2 0 1,961.8958
C_07 Cathepsin B CATB_HUMAN 37,821 5 6 10 18.60% GQDHCGIESEVVAGIPR 315 331 26.1 26.5 20.9 0 2 0 1,823.8707



C_08 Cathepsin B CATB_HUMAN 37,821 3 4 7 12.70% ICEPGYSPTYK 210 220 34.8 25.0 0.0 2 0 0 1,314.6036
C_08 Cathepsin B CATB_HUMAN 37,821 3 4 7 12.70% HYGYNSYSVSNSEK 224 237 49.6 25.0 49.6 1 2 0 1,634.7079
C_08 Cathepsin B CATB_HUMAN 37,821 3 4 7 12.70% SGVYQHVTGEMMGGHAIR 264 281 32.7 25.0 32.7 0 2 0 1,961.8958
C_09 Cathepsin B CATB_HUMAN 37,821 3 3 4 13.30% ICEPGYSPTYKQDK 210 223 18.4 25.0 11.5 0 1 0 1,685.7842
C_09 Cathepsin B CATB_HUMAN 37,821 3 3 4 13.30% HYGYNSYSVSNSEK 224 237 28.4 25.0 24.9 1 0 0 1,634.7079
C_09 Cathepsin B CATB_HUMAN 37,821 3 3 4 13.30% GQDHCGIESEVVAGIPR 315 331 28.3 26.3 19.2 0 2 0 1,823.8707
C_11 Cathepsin B CATB_HUMAN 37,821 4 4 7 15.90% ICEPGYSPTYK 210 220 37.5 25.0 13.2 2 0 0 1,314.6036
C_11 Cathepsin B CATB_HUMAN 37,821 4 4 7 15.90% SGVYQHVTGEMMGGHAIR 264 281 45.7 25.0 45.7 0 2 0 1,961.8958
C_11 Cathepsin B CATB_HUMAN 37,821 4 4 7 15.90% GQDHCGIESEVVAGIPR 315 331 31.6 26.5 25.5 0 2 0 1,823.8707
C_11 Cathepsin B CATB_HUMAN 37,821 4 4 7 15.90% TDQYWEKI 332 339 25.3 25.7 11.1 1 0 0 1,082.5154
C_12 Cathepsin B CATB_HUMAN 37,821 7 8 14 25.40% VMFTEDLK 72 79 28.5 25.2 9.2 1 0 0 998.4865
C_12 Cathepsin B CATB_HUMAN 37,821 7 8 14 25.40% EQWPQCPTIK 88 97 32.3 26.1 30.8 2 0 0 1,286.6200
C_12 Cathepsin B CATB_HUMAN 37,821 7 8 14 25.40% ICEPGYSPTYK 210 220 33.9 25.0 15.4 2 0 0 1,314.6036
C_12 Cathepsin B CATB_HUMAN 37,821 7 8 14 25.40% HYGYNSYSVSNSEK 224 237 24.2 25.0 24.2 0 1 0 1,634.7079
C_12 Cathepsin B CATB_HUMAN 37,821 7 8 14 25.40% SGVYQHVTGEMMGGHAIR 264 281 36.0 25.0 36.0 0 2 0 1,961.8958
C_12 Cathepsin B CATB_HUMAN 37,821 7 8 14 25.40% GQDHCGIESEVVAGIPR 315 331 57.2 26.5 52.4 2 2 0 1,823.8707
C_12 Cathepsin B CATB_HUMAN 37,821 7 8 14 25.40% TDQYWEKI 332 339 37.2 25.7 19.4 2 0 0 1,082.5154
D_10 Cathepsin B CATB_HUMAN 37,821 2 2 4 5.60% ICEPGYSPTYK 210 220 25.5 25.0 8.8 2 0 0 1,314.6036
D_10 Cathepsin B CATB_HUMAN 37,821 2 2 4 5.60% DIMAEIYK 238 245 40.4 25.1 24.8 2 0 0 998.4865
D_11 Cathepsin B CATB_HUMAN 37,821 2 2 3 8.26% ICEPGYSPTYK 210 220 38.5 25.0 13.3 2 0 0 1,314.6036
D_11 Cathepsin B CATB_HUMAN 37,821 2 2 3 8.26% GQDHCGIESEVVAGIPR 315 331 26.6 26.2 21.6 0 1 0 1,823.8707
D_16 Cathepsin B CATB_HUMAN 37,821 2 2 3 5.60% VMFTEDLK 72 79 21.1 26.1 10.8 1 0 0 998.4865
D_16 Cathepsin B CATB_HUMAN 37,821 2 2 3 5.60% ICEPGYSPTYK 210 220 28.1 25.0 11.7 2 0 0 1,314.6036
E_10 Cathepsin B CATB_HUMAN 37,821 2 2 4 5.60% ICEPGYSPTYK 210 220 25.6 25.0 6.6 2 0 0 1,314.6036
E_10 Cathepsin B CATB_HUMAN 37,821 2 2 4 5.60% DIMAEIYK 238 245 21.7 25.2 15.7 2 0 0 998.4865
E_13 Cathepsin B CATB_HUMAN 37,821 3 3 5 8.55% EQWPQCPTIK 88 97 24.5 26.1 24.2 1 0 0 1,286.6200
E_13 Cathepsin B CATB_HUMAN 37,821 3 3 5 8.55% ICEPGYSPTYK 210 220 27.3 25.0 14.9 2 0 0 1,314.6036
E_13 Cathepsin B CATB_HUMAN 37,821 3 3 5 8.55% DIMAEIYK 238 245 27.3 25.2 13.7 2 0 0 998.4865
E_16 Cathepsin B CATB_HUMAN 37,821 3 3 3 7.96% VMFTEDLK 72 79 24.4 26.0 18.3 1 0 0 998.4865
E_16 Cathepsin B CATB_HUMAN 37,821 3 3 3 7.96% ICEPGYSPTYK 210 220 22.6 25.0 0.0 1 0 0 1,314.6036
E_16 Cathepsin B CATB_HUMAN 37,821 3 3 3 7.96% TDQYWEKI 332 339 24.9 25.7 16.5 1 0 0 1,082.5154
E_17 Cathepsin B CATB_HUMAN 37,821 2 2 2 5.60% ICEPGYSPTYK 210 220 24.6 25.0 0.2 1 0 0 1,314.6036
E_17 Cathepsin B CATB_HUMAN 37,821 2 2 2 5.60% TDQYWEKI 332 339 39.9 25.7 28.3 1 0 0 1,082.5154
F_09 Cathepsin B CATB_HUMAN 37,821 4 4 8 13.60% ICEPGYSPTYK 210 220 50.8 25.0 17.8 2 0 0 1,314.6036
F_09 Cathepsin B CATB_HUMAN 37,821 4 4 8 13.60% ICEPGYSPTYKQDK 210 223 34.9 25.2 22.1 2 0 0 1,685.7842
F_09 Cathepsin B CATB_HUMAN 37,821 4 4 8 13.60% HYGYNSYSVSNSEK 224 237 48.5 25.0 48.5 2 0 0 1,634.7079
F_09 Cathepsin B CATB_HUMAN 37,821 4 4 8 13.60% SGVYQHVTGEMMGGHAIR 264 281 35.5 25.0 33.9 0 2 0 1,961.8958
F_10 Cathepsin B CATB_HUMAN 37,821 4 5 9 17.70% ICEPGYSPTYK 210 220 46.0 25.0 18.4 2 0 0 1,314.6036
F_10 Cathepsin B CATB_HUMAN 37,821 4 5 9 17.70% HYGYNSYSVSNSEK 224 237 37.7 25.0 31.8 1 2 0 1,634.7079
F_10 Cathepsin B CATB_HUMAN 37,821 4 5 9 17.70% SGVYQHVTGEMMGGHAIR 264 281 29.0 25.0 25.4 0 2 0 1,961.8958
F_10 Cathepsin B CATB_HUMAN 37,821 4 5 9 17.70% GQDHCGIESEVVAGIPR 315 331 23.0 26.6 19.9 0 2 0 1,823.8707
F_13 Cathepsin B CATB_HUMAN 37,821 3 3 4 10.90% ICEPGYSPTYK 210 220 42.3 25.0 13.5 2 0 0 1,314.6036
F_13 Cathepsin B CATB_HUMAN 37,821 3 3 4 10.90% DIMAEIYK 238 245 22.4 25.6 11.7 1 0 0 998.4865
F_13 Cathepsin B CATB_HUMAN 37,821 3 3 4 10.90% SGVYQHVTGEMMGGHAIR 264 281 22.4 25.0 22.2 0 1 0 1,961.8958
G_06 Cathepsin B CATB_HUMAN 37,821 2 2 3 5.60% ICEPGYSPTYK 210 220 34.5 25.0 12.4 2 0 0 1,314.6036
G_06 Cathepsin B CATB_HUMAN 37,821 2 2 3 5.60% DIMAEIYK 238 245 22.3 26.3 5.5 1 0 0 998.4865
G_08 Cathepsin B CATB_HUMAN 37,821 4 4 5 15.00% ICEPGYSPTYK 210 220 39.1 25.0 11.4 2 0 0 1,314.6036
G_08 Cathepsin B CATB_HUMAN 37,821 4 4 5 15.00% HYGYNSYSVSNSEK 224 237 35.7 25.0 35.7 1 0 0 1,634.7079
G_08 Cathepsin B CATB_HUMAN 37,821 4 4 5 15.00% DIMAEIYK 238 245 32.5 26.2 19.7 1 0 0 998.4865
G_08 Cathepsin B CATB_HUMAN 37,821 4 4 5 15.00% SGVYQHVTGEMMGGHAIR 264 281 28.5 25.4 28.4 0 1 0 1,961.8958
G_09 Cathepsin B CATB_HUMAN 37,821 4 4 6 13.60% ICEPGYSPTYK 210 220 41.9 25.0 0.0 2 0 0 1,314.6036
G_09 Cathepsin B CATB_HUMAN 37,821 4 4 6 13.60% ICEPGYSPTYKQDK 210 223 21.9 25.1 16.1 1 0 0 1,685.7842
G_09 Cathepsin B CATB_HUMAN 37,821 4 4 6 13.60% HYGYNSYSVSNSEK 224 237 49.7 25.0 49.7 2 0 0 1,634.7079
G_09 Cathepsin B CATB_HUMAN 37,821 4 4 6 13.60% SGVYQHVTGEMMGGHAIR 264 281 23.6 25.4 16.7 0 1 0 1,961.8958
G_10 Cathepsin B CATB_HUMAN 37,821 2 3 5 9.44% HYGYNSYSVSNSEK 224 237 46.2 25.0 46.2 2 2 0 1,634.7079
G_10 Cathepsin B CATB_HUMAN 37,821 2 3 5 9.44% SGVYQHVTGEMMGGHAIR 264 281 25.8 25.6 25.8 0 1 0 1,961.8958
G_12 Cathepsin B CATB_HUMAN 37,821 2 2 4 4.72% DIMAEIYK 238 245 26.1 26.2 9.4 2 0 0 998.4865
G_12 Cathepsin B CATB_HUMAN 37,821 2 2 4 4.72% TDQYWEKI 332 339 41.3 25.6 25.2 2 0 0 1,082.5154
G_13 Cathepsin B CATB_HUMAN 37,821 2 2 3 6.19% EQWPQCPTIK 88 97 20.8 26.4 13.9 1 0 0 1,286.6200
G_13 Cathepsin B CATB_HUMAN 37,821 2 2 3 6.19% ICEPGYSPTYK 210 220 62.5 25.0 16.1 2 0 0 1,314.6036
H_06 Cathepsin B CATB_HUMAN 37,821 4 4 6 11.50% ICEPGYSPTYK 210 220 54.7 25.0 12.6 2 0 0 1,314.6036
H_06 Cathepsin B CATB_HUMAN 37,821 4 4 6 11.50% ICEPGYSPTYKQDK 210 223 29.3 25.0 21.1 1 0 0 1,685.7842
H_06 Cathepsin B CATB_HUMAN 37,821 4 4 6 11.50% DIMAEIYK 238 245 27.4 25.7 18.5 1 0 0 982.4915
H_06 Cathepsin B CATB_HUMAN 37,821 4 4 6 11.50% GQDHCGIESEVVAGIPR 315 331 39.0 26.7 35.9 0 2 0 1,823.8707
H_07 Cathepsin B CATB_HUMAN 37,821 2 2 3 7.37% DIMAEIYK 238 245 23.6 25.7 6.2 1 0 0 998.4865
H_07 Cathepsin B CATB_HUMAN 37,821 2 2 3 7.37% GQDHCGIESEVVAGIPR 315 331 34.2 26.8 32.2 0 2 0 1,823.8707
H_10 Cathepsin B CATB_HUMAN 37,821 2 2 4 8.26% ICEPGYSPTYK 210 220 25.4 25.0 0.0 2 0 0 1,314.6036
H_10 Cathepsin B CATB_HUMAN 37,821 2 2 4 8.26% GQDHCGIESEVVAGIPR 315 331 34.7 26.5 31.0 0 2 0 1,823.8707
I_06 Cathepsin B CATB_HUMAN 37,821 3 3 5 10.60% ICEPGYSPTYK 210 220 39.2 25.0 13.3 2 0 0 1,314.6036
I_06 Cathepsin B CATB_HUMAN 37,821 3 3 5 10.60% DIMAEIYK 238 245 28.7 26.7 21.5 1 0 0 982.4915
I_06 Cathepsin B CATB_HUMAN 37,821 3 3 5 10.60% GQDHCGIESEVVAGIPR 315 331 25.5 26.7 23.4 0 2 0 1,823.8707
J_06 Cathepsin B CATB_HUMAN 37,821 2 2 2 5.60% ICEPGYSPTYK 210 220 19.8 25.0 0.0 1 0 0 1,314.6036
J_06 Cathepsin B CATB_HUMAN 37,821 2 2 2 5.60% DIMAEIYK 238 245 18.7 26.5 8.4 1 0 0 998.4865
J_07 Cathepsin B CATB_HUMAN 37,821 2 2 2 9.14% ICEPGYSPTYKQDK 210 223 17.1 25.0 17.1 0 1 0 1,685.7842
J_07 Cathepsin B CATB_HUMAN 37,821 2 2 2 9.14% GQDHCGIESEVVAGIPR 315 331 30.9 27.2 29.6 0 1 0 1,823.8707
K_06 Cathepsin B CATB_HUMAN 37,821 4 4 5 11.50% ICEPGYSPTYK 210 220 31.4 25.0 10.1 1 0 0 1,314.6036
K_06 Cathepsin B CATB_HUMAN 37,821 4 4 5 11.50% ICEPGYSPTYKQDK 210 223 21.3 25.1 11.9 2 0 0 1,685.7842
K_06 Cathepsin B CATB_HUMAN 37,821 4 4 5 11.50% DIMAEIYK 238 245 29.7 26.3 19.5 1 0 0 998.4865
K_06 Cathepsin B CATB_HUMAN 37,821 4 4 5 11.50% GQDHCGIESEVVAGIPR 315 331 29.5 26.7 29.1 0 1 0 1,823.8707
K_10 Cathepsin B CATB_HUMAN 37,821 5 5 6 15.60% LCGTFLGGPKPPQR 58 71 27.3 27.5 24.1 1 0 0 1,527.8104
K_10 Cathepsin B CATB_HUMAN 37,821 5 5 6 15.60% ICEPGYSPTYK 210 220 25.6 25.0 0.1 1 0 0 1,314.6036
K_10 Cathepsin B CATB_HUMAN 37,821 5 5 6 15.60% ICEPGYSPTYKQDK 210 223 14.1 25.0 12.5 0 1 0 1,685.7842
K_10 Cathepsin B CATB_HUMAN 37,821 5 5 6 15.60% GQDHCGIESEVVAGIPR 315 331 27.5 26.7 26.3 0 2 0 1,823.8707
K_10 Cathepsin B CATB_HUMAN 37,821 5 5 6 15.60% TDQYWEKI 332 339 27.3 25.7 22.4 1 0 0 1,082.5154
K_11 Cathepsin B CATB_HUMAN 37,821 3 3 4 10.60% ICEPGYSPTYK 210 220 31.0 25.0 0.0 1 0 0 1,314.6036
K_11 Cathepsin B CATB_HUMAN 37,821 3 3 4 10.60% GQDHCGIESEVVAGIPR 315 331 30.5 26.7 24.2 0 2 0 1,823.8707
K_11 Cathepsin B CATB_HUMAN 37,821 3 3 4 10.60% TDQYWEKI 332 339 28.9 25.5 18.5 1 0 0 1,082.5154
L_04 Cathepsin B CATB_HUMAN 37,821 2 2 3 5.60% ICEPGYSPTYK 210 220 24.5 25.0 0.0 2 0 0 1,314.6036
L_04 Cathepsin B CATB_HUMAN 37,821 2 2 3 5.60% DIMAEIYK 238 245 19.4 26.2 2.7 1 0 0 998.4865
L_05 Cathepsin B CATB_HUMAN 37,821 2 3 6 8.26% ICEPGYSPTYKQDK 210 223 32.0 25.0 21.9 0 2 0 1,685.7842
L_05 Cathepsin B CATB_HUMAN 37,821 2 3 6 8.26% HYGYNSYSVSNSEK 224 237 68.9 25.0 63.3 2 2 0 1,634.7079
L_06 Cathepsin B CATB_HUMAN 37,821 2 2 4 7.37% DIMAEIYK 238 245 26.0 26.2 14.3 2 0 0 998.4865
L_06 Cathepsin B CATB_HUMAN 37,821 2 2 4 7.37% GQDHCGIESEVVAGIPR 315 331 31.0 27.2 26.1 0 2 0 1,823.8707
M_07 Cathepsin B CATB_HUMAN 37,821 2 2 2 4.72% DIMAEIYK 238 245 24.7 25.3 2.7 1 0 0 998.4865
M_07 Cathepsin B CATB_HUMAN 37,821 2 2 2 4.72% TDQYWEKI 332 339 25.3 25.6 18.9 1 0 0 1,082.5154
N_05 Cathepsin B CATB_HUMAN 37,821 2 2 2 9.14% HYGYNSYSVSNSEK 224 237 25.2 25.0 15.8 0 1 0 1,634.7079
N_05 Cathepsin B CATB_HUMAN 37,821 2 2 2 9.14% GQDHCGIESEVVAGIPR 315 331 31.1 27.2 29.0 0 1 0 1,823.8707
N_07 Cathepsin B CATB_HUMAN 37,821 3 3 5 9.73% ICEPGYSPTYK 210 220 34.5 25.0 8.8 2 0 0 1,314.6036
N_07 Cathepsin B CATB_HUMAN 37,821 3 3 5 9.73% HYGYNSYSVSNSEK 224 237 21.6 25.0 16.5 0 1 0 1,634.7079
N_07 Cathepsin B CATB_HUMAN 37,821 3 3 5 9.73% TDQYWEKI 332 339 37.5 26.4 26.9 2 0 0 1,082.5154
O_06 Cathepsin B CATB_HUMAN 37,821 2 2 2 7.37% ICEPGYSPTYK 210 220 25.1 25.0 12.3 1 0 0 1,314.6036
O_06 Cathepsin B CATB_HUMAN 37,821 2 2 2 7.37% HYGYNSYSVSNSEK 224 237 35.9 25.0 34.0 0 1 0 1,634.7079
O_07 Cathepsin B CATB_HUMAN 37,821 2 2 4 6.49% HYGYNSYSVSNSEK 224 237 23.1 25.0 11.9 0 2 0 1,634.7079
O_07 Cathepsin B CATB_HUMAN 37,821 2 2 4 6.49% TDQYWEKI 332 339 38.1 25.6 31.0 2 0 0 1,082.5154
P_05 Cathepsin B CATB_HUMAN 37,821 3 3 6 13.30% ICEPGYSPTYKQDK 210 223 24.3 25.0 15.4 0 2 0 1,685.7842
P_05 Cathepsin B CATB_HUMAN 37,821 3 3 6 13.30% HYGYNSYSVSNSEK 224 237 25.4 25.0 21.2 0 2 0 1,634.7079
P_05 Cathepsin B CATB_HUMAN 37,821 3 3 6 13.30% GQDHCGIESEVVAGIPR 315 331 24.5 27.3 21.6 0 2 0 1,823.8707
Q_05 Cathepsin B CATB_HUMAN 37,821 2 3 5 9.14% HYGYNSYSVSNSEK 224 237 47.5 25.0 44.5 2 1 0 1,634.7079
Q_05 Cathepsin B CATB_HUMAN 37,821 2 3 5 9.14% GQDHCGIESEVVAGIPR 315 331 28.4 26.8 27.0 0 2 0 1,823.8707
Q_07 Cathepsin B CATB_HUMAN 37,821 2 2 3 4.72% DIMAEIYK 238 245 23.8 26.2 12.3 1 0 0 998.4865
Q_07 Cathepsin B CATB_HUMAN 37,821 2 2 3 4.72% TDQYWEKI 332 339 38.5 26.6 29.2 2 0 0 1,082.5154
A_01 Cathepsin B CATB_MOUSE 37,280 4 4 8 16.80% NFYNVDISYLK 46 56 46.2 27.3 37.9 2 0 0 1,375.6892



A_01 Cathepsin B CATB_MOUSE 37,280 4 4 8 16.80% VAFGEDIDLPETFDAR 72 87 60.2 26.3 49.5 2 0 0 1,794.8547
A_01 Cathepsin B CATB_MOUSE 37,280 4 4 8 16.80% EQWSNCPTIGQIR 88 100 52.5 25.8 46.1 2 0 0 1,588.7538
A_01 Cathepsin B CATB_MOUSE 37,280 4 4 8 16.80% GENHCGIESEIVAGIPR 315 331 31.2 27.3 26.5 0 2 0 1,837.8863
A_02 Cathepsin B CATB_MOUSE 37,280 2 2 4 7.96% NFYNVDISYLK 46 56 37.0 27.7 25.2 2 0 0 1,375.6892
A_02 Cathepsin B CATB_MOUSE 37,280 2 2 4 7.96% VAFGEDIDLPETFDAR 72 87 59.6 26.3 50.5 2 0 0 1,794.8547
A_03 Cathepsin B CATB_MOUSE 37,280 4 4 7 16.80% NFYNVDISYLK 46 56 35.3 27.7 24.2 2 0 0 1,375.6892
A_03 Cathepsin B CATB_MOUSE 37,280 4 4 7 16.80% VAFGEDIDLPETFDAR 72 87 58.7 26.1 49.0 2 0 0 1,794.8547
A_03 Cathepsin B CATB_MOUSE 37,280 4 4 7 16.80% EQWSNCPTIGQIR 88 100 36.2 25.5 29.3 1 0 0 1,588.7538
A_03 Cathepsin B CATB_MOUSE 37,280 4 4 7 16.80% GENHCGIESEIVAGIPR 315 331 26.5 27.0 20.2 0 2 0 1,837.8863
A_04 Cathepsin B CATB_MOUSE 37,280 2 2 4 7.96% NFYNVDISYLK 46 56 33.8 27.7 20.8 2 0 0 1,375.6892
A_04 Cathepsin B CATB_MOUSE 37,280 2 2 4 7.96% VAFGEDIDLPETFDAR 72 87 74.1 26.3 57.1 2 0 0 1,794.8547
A_05 Cathepsin B CATB_MOUSE 37,280 2 2 3 7.96% NFYNVDISYLK 46 56 36.2 27.6 31.4 1 0 0 1,375.6892
A_05 Cathepsin B CATB_MOUSE 37,280 2 2 3 7.96% VAFGEDIDLPETFDAR 72 87 56.4 26.3 46.5 2 0 0 1,794.8547
A_06 Cathepsin B CATB_MOUSE 37,280 2 2 3 7.96% NFYNVDISYLK 46 56 30.2 27.7 15.6 1 0 0 1,375.6892
A_06 Cathepsin B CATB_MOUSE 37,280 2 2 3 7.96% VAFGEDIDLPETFDAR 72 87 38.8 26.3 23.4 2 0 0 1,794.8547
A_07 Cathepsin B CATB_MOUSE 37,280 2 2 4 7.96% NFYNVDISYLK 46 56 23.1 27.3 16.5 2 0 0 1,375.6892
A_07 Cathepsin B CATB_MOUSE 37,280 2 2 4 7.96% VAFGEDIDLPETFDAR 72 87 41.5 26.0 33.2 2 0 0 1,794.8547
A_07 Cathepsin D CATD_HUMAN 44,553 2 2 3 7.04% FDGILGMAYPR 195 205 29.1 26.1 29.1 1 0 0 1,255.6142
A_07 Cathepsin D CATD_HUMAN 44,553 2 2 3 7.04% DPDAQPGGELMLGGTDSK 236 253 39.7 25.0 7.1 2 0 0 1,803.8071
A_08 Cathepsin D CATD_HUMAN 44,553 5 6 9 13.60% QPGITFIAAK 185 194 27.6 27.5 0.0 1 0 0 1,045.6042
A_08 Cathepsin D CATD_HUMAN 44,553 5 6 9 13.60% FDGILGMAYPR 195 205 30.6 26.2 24.6 1 0 0 1,255.6142
A_08 Cathepsin D CATD_HUMAN 44,553 5 6 9 13.60% DPDAQPGGELMLGGTDSK 236 253 74.0 25.0 11.6 4 0 0 1,787.8121
A_08 Cathepsin D CATD_HUMAN 44,553 5 6 9 13.60% VSTLPAITLK 332 341 20.4 25.0 12.3 1 0 0 1,042.6508
A_08 Cathepsin D CATD_HUMAN 44,553 5 6 9 13.60% YYTVFDR 393 399 36.1 25.6 27.7 2 0 0 963.4570
A_09 Cathepsin D CATD_HUMAN 44,553 2 2 4 7.04% FDGILGMAYPR 195 205 45.2 26.1 41.0 2 0 0 1,255.6142
A_09 Cathepsin D CATD_HUMAN 44,553 2 2 4 7.04% DPDAQPGGELMLGGTDSK 236 253 50.0 25.0 12.1 2 0 0 1,803.8071
A_13 Cathepsin D CATD_HUMAN 44,553 2 2 3 7.04% FDGILGMAYPR 195 205 32.4 26.0 32.4 2 0 0 1,255.6142
A_13 Cathepsin D CATD_HUMAN 44,553 2 2 3 7.04% DPDAQPGGELMLGGTDSK 236 253 68.1 25.0 11.3 1 0 0 1,803.8071
B_08 Cathepsin D CATD_HUMAN 44,553 3 3 6 8.50% DPDAQPGGELMLGGTDSK 236 253 70.9 25.0 12.7 2 0 0 1,787.8121
B_08 Cathepsin D CATD_HUMAN 44,553 3 3 6 8.50% VSTLPAITLK 332 341 40.2 25.0 30.5 2 0 0 1,042.6508
B_08 Cathepsin D CATD_HUMAN 44,553 3 3 6 8.50% YYTVFDR 393 399 28.9 25.6 17.4 2 0 0 963.4570
B_09 Cathepsin D CATD_HUMAN 44,553 4 4 7 11.90% QPGITFIAAK 185 194 24.6 27.5 0.0 1 0 0 1,045.6042
B_09 Cathepsin D CATD_HUMAN 44,553 4 4 7 11.90% FDGILGMAYPR 195 205 40.5 26.2 35.1 2 0 0 1,255.6142
B_09 Cathepsin D CATD_HUMAN 44,553 4 4 7 11.90% DPDAQPGGELMLGGTDSK 236 253 62.4 25.0 10.1 2 0 0 1,803.8071
B_09 Cathepsin D CATD_HUMAN 44,553 4 4 7 11.90% VSTLPAITLK 332 341 43.4 25.0 33.3 2 0 0 1,042.6508
B_13 Cathepsin D CATD_HUMAN 44,553 2 2 3 6.31% TMSEVGGSVEDLIAK 35 49 44.5 27.6 24.1 2 0 0 1,551.7573
B_13 Cathepsin D CATD_HUMAN 44,553 2 2 3 6.31% FDGILGMAYPR 195 205 26.5 26.2 22.7 1 0 0 1,255.6142
C_08 Cathepsin D CATD_HUMAN 44,553 4 4 7 10.90% FDGILGMAYPR 195 205 34.1 26.0 27.7 1 0 0 1,255.6142
C_08 Cathepsin D CATD_HUMAN 44,553 4 4 7 10.90% DPDAQPGGELMLGGTDSK 236 253 74.2 25.0 12.4 2 0 0 1,803.8071
C_08 Cathepsin D CATD_HUMAN 44,553 4 4 7 10.90% YYTVFDR 393 399 25.2 25.8 19.2 2 0 0 963.4570
C_08 Cathepsin D CATD_HUMAN 44,553 4 4 7 10.90% VGFAEAARL 404 412 60.5 28.1 49.2 2 0 0 933.5152
C_09 Cathepsin D CATD_HUMAN 44,553 3 3 6 9.47% FDGILGMAYPR 195 205 34.9 26.0 33.9 2 0 0 1,255.6142
C_09 Cathepsin D CATD_HUMAN 44,553 3 3 6 9.47% DPDAQPGGELMLGGTDSK 236 253 76.8 25.0 18.5 2 0 0 1,803.8071
C_09 Cathepsin D CATD_HUMAN 44,553 3 3 6 9.47% VSTLPAITLK 332 341 22.3 25.0 14.9 2 0 0 1,042.6508
C_12 Cathepsin D CATD_HUMAN 44,553 2 2 4 6.31% TMSEVGGSVEDLIAK 35 49 57.2 27.1 51.8 2 0 0 1,551.7573
C_12 Cathepsin D CATD_HUMAN 44,553 2 2 4 6.31% FDGILGMAYPR 195 205 56.7 26.0 47.5 2 0 0 1,255.6142
C_13 Cathepsin D CATD_HUMAN 44,553 4 4 7 12.90% TMSEVGGSVEDLIAK 35 49 71.5 27.7 58.9 2 0 0 1,551.7573
C_13 Cathepsin D CATD_HUMAN 44,553 4 4 7 12.90% FDGILGMAYPR 195 205 40.8 26.0 35.1 2 0 0 1,255.6142
C_13 Cathepsin D CATD_HUMAN 44,553 4 4 7 12.90% DPDAQPGGELMLGGTDSK 236 253 69.8 25.0 11.7 1 0 0 1,803.8071
C_13 Cathepsin D CATD_HUMAN 44,553 4 4 7 12.90% VGFAEAARL 404 412 48.0 28.5 30.6 2 0 0 933.5152
D_12 Cathepsin D CATD_HUMAN 44,553 3 3 4 6.80% FDGILGMAYPR 195 205 21.9 26.4 16.0 1 0 0 1,255.6142
D_12 Cathepsin D CATD_HUMAN 44,553 3 3 4 6.80% VSTLPAITLK 332 341 21.6 26.2 14.1 1 0 0 1,042.6508
D_12 Cathepsin D CATD_HUMAN 44,553 3 3 4 6.80% YYTVFDR 393 399 31.9 25.9 22.1 2 0 0 963.4570
D_13 Cathepsin D CATD_HUMAN 44,553 3 3 5 8.01% ISVNNVLPVFDNLMQQK 206 222 37.3 28.0 34.6 0 2 0 1,975.0319
D_13 Cathepsin D CATD_HUMAN 44,553 3 3 5 8.01% LSPEDYTLK 349 357 24.2 27.7 16.5 1 0 0 1,065.5464
D_13 Cathepsin D CATD_HUMAN 44,553 3 3 5 8.01% YYTVFDR 393 399 27.4 25.4 22.6 2 0 0 963.4570
F_10 Cathepsin D CATD_HUMAN 44,553 5 6 10 14.30% FDGILGMAYPR 195 205 38.7 26.2 34.8 2 0 0 1,255.6142
F_10 Cathepsin D CATD_HUMAN 44,553 5 6 10 14.30% DPDAQPGGELMLGGTDSK 236 253 76.5 25.0 10.9 4 0 0 1,803.8071
F_10 Cathepsin D CATD_HUMAN 44,553 5 6 10 14.30% VSTLPAITLK 332 341 26.3 25.0 17.0 2 0 0 1,042.6508
F_10 Cathepsin D CATD_HUMAN 44,553 5 6 10 14.30% LSPEDYTLK 349 357 25.1 27.3 19.8 1 0 0 1,065.5464
F_10 Cathepsin D CATD_HUMAN 44,553 5 6 10 14.30% YYTVFDRDNNR 393 403 22.7 25.0 18.9 1 0 0 1,462.6709
F_11 Cathepsin D CATD_HUMAN 44,553 2 2 3 7.04% FDGILGMAYPR 195 205 23.4 26.2 18.5 1 0 0 1,255.6142
F_11 Cathepsin D CATD_HUMAN 44,553 2 2 3 7.04% DPDAQPGGELMLGGTDSK 236 253 61.6 25.0 11.7 2 0 0 1,803.8071
F_15 Cathepsin D CATD_HUMAN 44,553 2 2 2 4.13% VSTLPAITLK 332 341 23.6 25.0 16.2 1 0 0 1,042.6508
F_15 Cathepsin D CATD_HUMAN 44,553 2 2 2 4.13% YYTVFDR 393 399 28.1 25.8 20.8 1 0 0 963.4570
G_09 Cathepsin D CATD_HUMAN 44,553 2 2 3 6.80% DPDAQPGGELMLGGTDSK 236 253 37.8 25.0 7.2 2 0 0 1,803.8071
G_09 Cathepsin D CATD_HUMAN 44,553 2 2 3 6.80% VSTLPAITLK 332 341 22.1 25.0 13.6 1 0 0 1,042.6508
G_10 Cathepsin D CATD_HUMAN 44,553 6 7 12 16.50% FDGILGMAYPR 195 205 45.2 26.5 38.9 2 0 0 1,255.6142
G_10 Cathepsin D CATD_HUMAN 44,553 6 7 12 16.50% DPDAQPGGELMLGGTDSK 236 253 79.4 25.0 15.6 4 0 0 1,803.8071
G_10 Cathepsin D CATD_HUMAN 44,553 6 7 12 16.50% VSTLPAITLK 332 341 27.3 25.0 21.0 2 0 0 1,042.6508
G_10 Cathepsin D CATD_HUMAN 44,553 6 7 12 16.50% LSPEDYTLK 349 357 26.4 28.0 16.3 1 0 0 1,065.5464
G_10 Cathepsin D CATD_HUMAN 44,553 6 7 12 16.50% YYTVFDRDNNR 393 403 25.9 25.0 19.2 1 0 0 1,462.6709
G_10 Cathepsin D CATD_HUMAN 44,553 6 7 12 16.50% VGFAEAARL 404 412 44.5 28.4 35.9 2 0 0 933.5152
G_15 Cathepsin D CATD_HUMAN 44,553 4 4 5 10.90% QPGITFIAAK 185 194 22.8 27.3 0.0 1 0 0 1,045.6042
G_15 Cathepsin D CATD_HUMAN 44,553 4 4 5 10.90% DPDAQPGGELMLGGTDSK 236 253 38.9 25.0 3.8 1 0 0 1,787.8121
G_15 Cathepsin D CATD_HUMAN 44,553 4 4 5 10.90% VSTLPAITLK 332 341 21.9 25.0 13.4 2 0 0 1,042.6508
G_15 Cathepsin D CATD_HUMAN 44,553 4 4 5 10.90% YYTVFDR 393 399 20.0 26.7 12.1 1 0 0 963.4570
H_07 Cathepsin D CATD_HUMAN 44,553 5 6 9 14.10% QPGITFIAAK 185 194 24.9 27.0 0.0 1 0 0 1,045.6042
H_07 Cathepsin D CATD_HUMAN 44,553 5 6 9 14.10% FDGILGMAYPR 195 205 49.1 26.2 47.3 4 0 0 1,255.6142
H_07 Cathepsin D CATD_HUMAN 44,553 5 6 9 14.10% DPDAQPGGELMLGGTDSK 236 253 55.9 25.0 9.1 2 0 0 1,787.8121
H_07 Cathepsin D CATD_HUMAN 44,553 5 6 9 14.10% VSTLPAITLK 332 341 24.2 25.0 20.9 1 0 0 1,042.6508
H_07 Cathepsin D CATD_HUMAN 44,553 5 6 9 14.10% VGFAEAARL 404 412 37.6 28.1 27.6 1 0 0 933.5152
I_07 Cathepsin D CATD_HUMAN 44,553 4 4 7 11.20% DPDAQPGGELMLGGTDSK 236 253 46.0 25.0 10.3 2 0 0 1,787.8121
I_07 Cathepsin D CATD_HUMAN 44,553 4 4 7 11.20% VSTLPAITLK 332 341 25.0 25.0 18.2 2 0 0 1,042.6508
I_07 Cathepsin D CATD_HUMAN 44,553 4 4 7 11.20% LSPEDYTLK 349 357 22.9 28.0 7.5 1 0 0 1,065.5464
I_07 Cathepsin D CATD_HUMAN 44,553 4 4 7 11.20% VGFAEAARL 404 412 31.8 28.5 28.2 2 0 0 933.5152
J_07 Cathepsin D CATD_HUMAN 44,553 4 4 6 11.90% QPGITFIAAK 185 194 34.3 27.4 0.0 2 0 0 1,045.6042
J_07 Cathepsin D CATD_HUMAN 44,553 4 4 6 11.90% FDGILGMAYPR 195 205 33.7 26.3 27.2 2 0 0 1,255.6142
J_07 Cathepsin D CATD_HUMAN 44,553 4 4 6 11.90% DPDAQPGGELMLGGTDSK 236 253 36.1 25.0 7.9 1 0 0 1,803.8071
J_07 Cathepsin D CATD_HUMAN 44,553 4 4 6 11.90% VSTLPAITLK 332 341 18.2 25.0 7.0 1 0 0 1,042.6508
K_07 Cathepsin D CATD_HUMAN 44,553 2 2 4 7.04% FDGILGMAYPR 195 205 46.6 26.3 41.5 2 0 0 1,255.6142
K_07 Cathepsin D CATD_HUMAN 44,553 2 2 4 7.04% DPDAQPGGELMLGGTDSK 236 253 59.7 25.0 14.3 2 0 0 1,803.8071
M_05 Cathepsin D CATD_HUMAN 44,553 4 4 7 11.70% FDGILGMAYPR 195 205 27.8 26.3 15.4 2 0 0 1,255.6142
M_05 Cathepsin D CATD_HUMAN 44,553 4 4 7 11.70% DPDAQPGGELMLGGTDSK 236 253 52.5 25.0 10.5 2 0 0 1,803.8071
M_05 Cathepsin D CATD_HUMAN 44,553 4 4 7 11.70% VSTLPAITLK 332 341 19.5 25.0 12.8 2 0 0 1,042.6508
M_05 Cathepsin D CATD_HUMAN 44,553 4 4 7 11.70% LSPEDYTLK 349 357 22.8 28.0 11.4 1 0 0 1,065.5464
M_07 Cathepsin D CATD_HUMAN 44,553 2 2 3 7.04% FDGILGMAYPR 195 205 33.3 26.3 22.6 2 0 0 1,255.6142
M_07 Cathepsin D CATD_HUMAN 44,553 2 2 3 7.04% DPDAQPGGELMLGGTDSK 236 253 50.7 25.0 9.5 1 0 0 1,803.8071
N_05 Cathepsin D CATD_HUMAN 44,553 2 2 4 7.04% FDGILGMAYPR 195 205 42.3 26.7 36.6 2 0 0 1,255.6142
N_05 Cathepsin D CATD_HUMAN 44,553 2 2 4 7.04% DPDAQPGGELMLGGTDSK 236 253 82.4 25.0 16.8 2 0 0 1,803.8071
N_07 Cathepsin D CATD_HUMAN 44,553 2 2 4 7.04% FDGILGMAYPR 195 205 30.0 26.5 26.6 2 0 0 1,255.6142
N_07 Cathepsin D CATD_HUMAN 44,553 2 2 4 7.04% DPDAQPGGELMLGGTDSK 236 253 56.7 25.0 9.8 2 0 0 1,803.8071
O_05 Cathepsin D CATD_HUMAN 44,553 4 4 6 11.70% FDGILGMAYPR 195 205 42.2 26.4 33.6 2 0 0 1,255.6142
O_05 Cathepsin D CATD_HUMAN 44,553 4 4 6 11.70% DPDAQPGGELMLGGTDSK 236 253 57.8 25.0 11.8 2 0 0 1,803.8071
O_05 Cathepsin D CATD_HUMAN 44,553 4 4 6 11.70% VSTLPAITLK 332 341 21.8 25.0 13.3 1 0 0 1,042.6508
O_05 Cathepsin D CATD_HUMAN 44,553 4 4 6 11.70% LSPEDYTLK 349 357 27.5 28.0 13.3 1 0 0 1,065.5464
P_05 Cathepsin D CATD_HUMAN 44,553 2 2 3 6.80% DPDAQPGGELMLGGTDSK 236 253 61.2 25.0 11.1 2 0 0 1,803.8071
P_05 Cathepsin D CATD_HUMAN 44,553 2 2 3 6.80% VSTLPAITLK 332 341 29.4 25.0 27.0 1 0 0 1,042.6508
Q_05 Cathepsin D CATD_HUMAN 44,553 2 2 3 7.04% FDGILGMAYPR 195 205 54.6 26.5 48.0 1 0 0 1,255.6142
Q_05 Cathepsin D CATD_HUMAN 44,553 2 2 3 7.04% DPDAQPGGELMLGGTDSK 236 253 87.4 25.0 16.1 2 0 0 1,803.8071
Q_07 Cathepsin D CATD_HUMAN 44,553 2 2 3 7.04% FDGILGMAYPR 195 205 28.7 26.7 21.3 1 0 0 1,255.6142
Q_07 Cathepsin D CATD_HUMAN 44,553 2 2 3 7.04% DPDAQPGGELMLGGTDSK 236 253 76.1 25.0 16.2 2 0 0 1,803.8071



B_09 Cathepsin Z CATZ_HUMAN 33,868 2 2 4 8.91% DQECDKFNQCGTCNEFK 161 177 46.5 25.0 46.5 0 2 0 2,179.8480
B_09 Cathepsin Z CATZ_HUMAN 33,868 2 2 4 8.91% VGDYGSLSGR 190 199 51.0 26.1 38.9 2 0 0 1,010.4902
F_10 Cathepsin Z CATZ_HUMAN 33,868 2 2 4 7.26% NVDGVNYASITR 70 81 45.7 27.8 37.0 2 0 0 1,308.6542
F_10 Cathepsin Z CATZ_HUMAN 33,868 2 2 4 7.26% NSWGEPWGER 261 270 18.0 25.0 18.0 2 0 0 1,217.5334
A_10 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 5 13.60% LLLNNDNLLR 38 47 22.9 26.4 15.1 1 0 0 1,197.6951
A_10 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 5 13.60% DHYSNGFCTVYAK 134 146 31.2 25.0 17.8 2 0 0 1,561.6740
A_10 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 5 13.60% DVQDSLTVSNEAQTAK 211 226 83.6 26.6 65.1 2 0 0 1,705.8240
A_11 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 4 5 9 18.90% LLLNNDNLLR 38 47 71.2 26.4 50.6 2 0 0 1,197.6951
A_11 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 4 5 9 18.90% DHYSNGFCTVYAK 134 146 51.4 25.0 45.0 2 0 0 1,561.6740
A_11 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 4 5 9 18.90% FTITPPTAQVVGVLK 179 193 43.4 25.0 39.9 1 0 0 1,570.9205
A_11 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 4 5 9 18.90% DVQDSLTVSNEAQTAK 211 226 86.9 26.6 64.0 2 2 0 1,705.8240
B_10 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 3 9.09% LLLNNDNLLR 38 47 25.1 26.4 11.7 1 0 0 1,197.6951
B_10 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 3 9.09% DVQDSLTVSNEAQTAK 211 226 69.0 26.9 51.9 2 0 0 1,705.8240
B_11 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 6 13.60% LLLNNDNLLR 38 47 45.6 25.7 12.5 2 0 0 1,197.6951
B_11 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 6 13.60% DHYSNGFCTVYAK 134 146 63.4 25.0 45.7 2 0 0 1,561.6740
B_11 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 6 13.60% DVQDSLTVSNEAQTAK 211 226 36.0 26.7 21.9 0 2 0 1,705.8240
C_11 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 3 8.04% LLLNNDNLLR 38 47 65.6 26.1 48.7 2 0 0 1,197.6951
C_11 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 3 8.04% DHYSNGFCTVYAK 134 146 26.9 25.0 26.9 1 0 0 1,561.6740
F_12 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 6 13.30% LLLNNDNLLR 38 47 73.8 26.4 51.1 2 0 0 1,197.6951
F_12 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 6 13.30% EASDPQPEEADGGLK 104 118 77.5 25.0 70.4 2 0 0 1,542.6921
F_12 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 6 13.30% DHYSNGFCTVYAK 134 146 39.3 25.0 32.5 2 0 0 1,561.6740
G_12 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 6 14.30% LLLNNDNLLR 38 47 64.0 25.6 48.8 2 0 0 1,197.6951
G_12 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 6 14.30% EASDPQPEEADGGLK 104 118 38.2 25.0 36.5 2 0 0 1,542.6921
G_12 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 6 14.30% DVQDSLTVSNEAQTAK 211 226 83.2 27.1 77.4 2 0 0 1,705.8240
H_09 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 6 14.30% LLLNNDNLLR 38 47 71.7 25.6 52.4 2 0 0 1,197.6951
H_09 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 6 14.30% EASDPQPEEADGGLKSWR 104 121 31.1 25.0 30.4 0 2 0 1,971.9045
H_09 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 6 14.30% DHYSNGFCTVYAK 134 146 62.1 25.0 54.0 2 0 0 1,561.6740
I_09 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 4 14.30% LLLNNDNLLR 38 47 73.9 25.4 56.5 2 0 0 1,197.6951
I_09 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 4 14.30% EASDPQPEEADGGLKSWR 104 121 33.3 25.0 29.7 0 1 0 1,971.9045
I_09 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 4 14.30% DHYSNGFCTVYAK 134 146 44.8 25.0 44.1 1 0 0 1,561.6740
J_09 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 4 9.09% LLLNNDNLLR 38 47 64.3 25.0 50.1 2 0 0 1,197.6951
J_09 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 4 9.09% DVQDSLTVSNEAQTAK 211 226 66.6 26.8 64.5 2 0 0 1,705.8240
K_08 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 4 9.09% LLLNNDNLLR 38 47 56.7 25.4 40.9 2 0 0 1,197.6951
K_08 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 4 9.09% DVQDSLTVSNEAQTAK 211 226 85.1 27.1 80.8 2 0 0 1,705.8240
L_06 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 3 3 9.79% EASDPQPEEADGGLK 104 118 26.2 25.0 18.9 1 0 0 1,542.6921
L_06 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 3 3 9.79% DHYSNGFCTVYAK 134 146 25.9 25.0 25.9 1 1 0 1,561.6740
L_07 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 5 6 10 25.50% LLLNNDNLLR 38 47 52.7 25.6 38.2 2 0 0 1,197.6951
L_07 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 5 6 10 25.50% EASDPQPEEADGGLKSWR 104 121 26.2 25.2 23.2 0 1 0 1,971.9045
L_07 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 5 6 10 25.50% DHYSNGFCTVYAK 134 146 48.8 25.0 48.0 2 2 0 1,561.6740
L_07 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 5 6 10 25.50% FTITPPTAQVVGVLK 179 193 49.8 25.0 40.1 2 0 0 1,570.9205
L_07 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 5 6 10 25.50% IQVHYYEDGNVQLVSHK 194 210 55.9 28.0 50.1 0 1 0 2,029.0138
M_06 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 4 15.00% LLLNNDNLLR 38 47 60.5 25.6 40.5 2 0 0 1,197.6951
M_06 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 4 15.00% IQVHYYEDGNVQLVSHK 194 210 44.6 28.1 42.1 0 1 0 2,029.0138
M_06 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 3 3 4 15.00% DVQDSLTVSNEAQTAK 211 226 34.2 26.9 28.3 0 1 0 1,705.8240
N_06 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 3 8.74% LLLNNDNLLR 38 47 32.8 25.6 24.9 2 0 0 1,197.6951
N_06 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 3 8.74% EASDPQPEEADGGLK 104 118 35.4 25.0 35.4 1 0 0 1,542.6921
O_06 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 3 9.09% LLLNNDNLLR 38 47 34.9 25.6 23.1 2 0 0 1,197.6951
O_06 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 3 9.09% DVQDSLTVSNEAQTAK 211 226 50.3 27.1 46.4 1 0 0 1,705.8240
O_07 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 3 9.09% LLLNNDNLLR 38 47 36.1 25.4 26.6 1 0 0 1,197.6951
O_07 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 3 9.09% DVQDSLTVSNEAQTAK 211 226 66.5 27.1 61.3 2 0 0 1,705.8240
Q_06 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 3 8.04% LLLNNDNLLR 38 47 58.0 25.6 40.1 2 0 0 1,197.6951
Q_06 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 3 8.04% DHYSNGFCTVYAK 134 146 18.9 25.0 18.9 0 1 0 1,561.6740
Q_10 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 2 8.74% LLLNNDNLLR 38 47 44.7 25.0 32.6 1 0 0 1,197.6951
Q_10 F‐actin‐capping protein subunit alpha‐1 CAZA1_HUMAN 32,923 2 2 2 8.74% EASDPQPEEADGGLK 104 118 25.2 25.0 25.2 1 0 0 1,542.6921
A_10 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 2 2 3 13.60% LLLNNDNLLR 38 47 22.9 26.4 15.1 1 0 0 1,197.6951
A_10 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 2 2 3 13.60% EHYPNGVCTVYGK 134 146 35.2 25.0 28.8 1 0 0 1,523.6948
A_10 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 2 2 3 13.60% DIQDSLTVSNEVQTAK 211 226 42.7 28.2 34.1 2 0 0 1,747.8710
B_11 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 3 3 4 18.90% LLLNNDNLLR 38 47 45.6 25.7 12.5 2 0 0 1,197.6951
B_11 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 3 3 4 18.90% EHYPNGVCTVYGK 134 146 26.8 25.0 21.0 1 0 0 1,523.6948
B_11 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 3 3 4 18.90% FTITPSTTQVVGILK 179 193 61.3 25.0 61.3 1 0 0 1,604.9260
B_11 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 3 3 4 18.90% DIQDSLTVSNEVQTAK 211 226 59.9 28.1 52.8 2 0 0 1,747.8710
I_09 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 2 2 3 15.00% LLLNNDNLLR 38 47 73.9 25.4 56.5 2 0 0 1,197.6951
I_09 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 2 2 3 15.00% AYVKEHYPNGVCTVYGK 130 146 24.2 27.6 21.2 0 2 0 1,984.9586
I_09 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 2 2 3 15.00% DIQDSLTVSNEVQTAK 211 226 47.4 28.4 38.3 1 0 0 1,747.8710
L_07 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 2 2 3 20.30% LLLNNDNLLR 38 47 52.7 25.6 38.2 2 0 0 1,197.6951
L_07 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 2 2 3 20.30% FTITPSTTQVVGILK 179 193 69.9 25.0 65.5 2 0 0 1,604.9260
L_07 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 2 2 3 20.30% IQVHYYEDGNVQLVSHK 194 210 55.9 28.0 50.1 0 1 0 2,029.0138
L_07 F‐actin‐capping protein subunit alpha‐2 CAZA2_HUMAN 32,963 2 2 3 20.30% DIQDSLTVSNEVQTAK 211 226 52.4 28.4 43.6 1 0 0 1,747.8710
A_09 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 5 7 12 23.80% GQAAVQQLQAEGLSPR 43 58 97.7 28.0 89.9 2 0 0 1,652.8716
A_09 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 5 7 12 23.80% VVNVSSIMSVR 135 145 72.8 28.1 42.8 4 0 0 1,190.6560
A_09 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 5 7 12 23.80% SETITEEELVGLMNK 160 174 50.7 27.1 32.0 2 1 0 1,708.8312
A_09 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 5 7 12 23.80% EGWPSSAYGVTK 187 198 52.0 25.6 38.2 2 0 0 1,281.6110
A_09 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 5 7 12 23.80% ILLNACCPGWVR 221 232 37.4 27.5 33.8 1 0 0 1,458.7346
B_09 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 5 10 19.50% GQAAVQQLQAEGLSPR 43 58 104.0 28.0 95.8 2 0 0 1,652.8716
B_09 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 5 10 19.50% VVNVSSIMSVR 135 145 71.9 28.1 36.0 4 0 0 1,190.6560
B_09 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 5 10 19.50% SETITEEELVGLMNK 160 174 65.4 27.1 51.2 2 0 0 1,708.8312
B_09 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 5 10 19.50% EGWPSSAYGVTK 187 198 42.7 25.6 37.3 2 0 0 1,281.6110
C_09 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 2 2 4 10.10% GQAAVQQLQAEGLSPR 43 58 84.7 27.9 78.1 2 0 0 1,652.8716
C_09 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 2 2 4 10.10% EGWPSSAYGVTK 187 198 40.2 25.7 32.8 2 0 0 1,281.6110
D_14 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 5 9 18.10% LFSGDVVLTAR 28 38 61.8 27.1 45.8 2 0 0 1,177.6576
D_14 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 5 9 18.10% GQAAVQQLQAEGLSPR 43 58 79.3 28.0 66.2 2 2 0 1,652.8716
D_14 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 5 9 18.10% VVNVSSIMSVR 135 145 78.1 28.0 43.4 2 0 0 1,206.6510
D_14 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 5 9 18.10% EGWPSSAYGVTK 187 198 25.3 25.7 21.5 1 0 0 1,281.6110
D_15 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 2 2 2 9.75% LFSGDVVLTAR 28 38 26.6 27.1 14.7 1 0 0 1,177.6576
D_15 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 2 2 2 9.75% GQAAVQQLQAEGLSPR 43 58 36.2 28.0 31.4 1 0 0 1,652.8716
F_11 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 4 7 18.10% LFSGDVVLTAR 28 38 36.2 26.7 28.7 1 0 0 1,177.6576
F_11 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 4 7 18.10% GQAAVQQLQAEGLSPR 43 58 104.0 28.0 91.8 2 0 0 1,652.8716
F_11 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 4 7 18.10% VVNVSSIMSVR 135 145 71.3 27.9 40.0 2 0 0 1,206.6510
F_11 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 4 7 18.10% EGWPSSAYGVTK 187 198 48.9 25.5 42.0 2 0 0 1,281.6110
G_11 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 2 2 3 10.10% GQAAVQQLQAEGLSPR 43 58 77.1 27.9 69.1 2 0 0 1,652.8716
G_11 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 2 2 3 10.10% EGWPSSAYGVTK 187 198 20.9 25.7 18.2 1 0 0 1,281.6110
H_07 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 3 4 8 14.10% GQAAVQQLQAEGLSPR 43 58 102.0 27.9 96.0 2 0 0 1,652.8716
H_07 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 3 4 8 14.10% VVNVSSIMSVR 135 145 71.0 28.5 40.9 4 0 0 1,190.6560
H_07 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 3 4 8 14.10% EGWPSSAYGVTK 187 198 42.4 25.5 32.1 2 0 0 1,281.6110
K_07 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 4 6 19.90% GQAAVQQLQAEGLSPR 43 58 91.7 27.9 80.9 2 0 0 1,652.8716
K_07 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 4 6 19.90% DVCTELLPLIKPQGR 120 134 31.4 26.8 24.4 0 1 0 1,738.9524
K_07 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 4 6 19.90% EGWPSSAYGVTK 187 198 36.0 25.3 28.4 2 0 0 1,281.6110
K_07 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 4 4 6 19.90% ILLNACCPGWVR 221 232 44.4 27.6 32.0 1 0 0 1,458.7346
L_06 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 3 4 8 14.10% GQAAVQQLQAEGLSPR 43 58 72.9 27.8 70.2 2 0 0 1,652.8716
L_06 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 3 4 8 14.10% VVNVSSIMSVR 135 145 76.2 27.6 40.7 4 0 0 1,206.6510
L_06 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 3 4 8 14.10% EGWPSSAYGVTK 187 198 50.0 25.6 43.9 2 0 0 1,281.6110
M_06 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 3 4 7 14.10% LFSGDVVLTAR 28 38 58.6 26.7 57.2 2 0 0 1,177.6576
M_06 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 3 4 7 14.10% GQAAVQQLQAEGLSPR 43 58 87.4 27.8 77.6 2 1 0 1,652.8716
M_06 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 3 4 7 14.10% EGWPSSAYGVTK 187 198 39.6 26.1 33.5 2 0 0 1,281.6110
P_06 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 3 3 5 13.70% LFSGDVVLTAR 28 38 39.7 27.0 29.9 1 0 0 1,177.6576
P_06 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 3 3 5 13.70% GQAAVQQLQAEGLSPR 43 58 75.8 27.4 67.2 2 0 0 1,652.8716
P_06 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 3 3 5 13.70% VVNVSSIMSVR 135 145 61.4 27.2 28.2 2 0 0 1,206.6510
Q_05 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 2 2 4 7.94% LFSGDVVLTAR 28 38 45.4 26.7 35.6 2 0 0 1,177.6576
Q_05 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 2 2 4 7.94% VVNVSSIMSVR 135 145 67.0 27.6 29.0 2 0 0 1,206.6510
Q_06 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 2 2 4 10.10% GQAAVQQLQAEGLSPR 43 58 74.3 27.6 70.4 2 0 0 1,652.8716
Q_06 Carbonyl reductase [NADPH] 1 CBR1_HUMAN 30,375 2 2 4 10.10% EGWPSSAYGVTK 187 198 26.8 25.9 22.0 2 0 0 1,281.6110
A_09 Carbonyl reductase [NADPH] 3 CBR3_HUMAN 30,850 3 3 6 18.40% QFSGDVVLTAR 28 38 38.3 27.4 20.4 2 0 0 1,192.6321



A_09 Carbonyl reductase [NADPH] 3 CBR3_HUMAN 30,850 3 3 6 18.40% GQAAVQQLQAEGLSPR 43 58 97.7 28.0 89.9 2 0 0 1,652.8716
A_09 Carbonyl reductase [NADPH] 3 CBR3_HUMAN 30,850 3 3 6 18.40% EGWPNSPYGVSK 187 198 29.8 25.9 23.6 2 0 0 1,320.6219
A_09 Carbonyl reductase [NADPH] 3 CBR3_HUMAN 30,850 3 3 6 18.40% ILVNACCPGPVK 221 232 42.6 26.7 38.5 2 0 0 1,327.6863
B_09 Carbonyl reductase [NADPH] 3 CBR3_HUMAN 30,850 3 3 6 18.10% GQAAVQQLQAEGLSPR 43 58 104.0 28.0 95.8 2 0 0 1,652.8716
B_09 Carbonyl reductase [NADPH] 3 CBR3_HUMAN 30,850 3 3 6 18.10% SDDPMPFDIK 97 106 36.4 25.0 29.6 2 0 0 1,180.5194
B_09 Carbonyl reductase [NADPH] 3 CBR3_HUMAN 30,850 3 3 6 18.10% AFENCSEDLQER 146 157 61.5 25.0 60.3 2 0 0 1,497.6275
B_09 Carbonyl reductase [NADPH] 3 CBR3_HUMAN 30,850 3 3 6 18.10% ILVNACCPGPVK 221 232 31.5 26.6 31.5 2 0 0 1,327.6863
A_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 21.30% KVEEAEPEEFVVEK 21 34 78.7 27.8 68.6 2 0 0 1,661.8269
A_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 21.30% VEEAEPEEFVVEK 22 34 59.9 26.1 47.7 2 0 0 1,533.7319
A_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 21.30% WKDSDEADLVLAK 142 154 65.6 27.1 52.1 2 0 0 1,489.7535
A_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 21.30% DSDEADLVLAK 144 154 58.0 26.6 44.4 2 0 0 1,175.5792
A_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 21.30% LTWHSCPEDEAQ 172 183 33.2 25.0 27.8 2 0 0 1,472.6112
B_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 21.30% KVEEAEPEEFVVEK 21 34 79.1 28.0 63.8 2 0 0 1,661.8269
B_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 21.30% VEEAEPEEFVVEK 22 34 59.0 26.0 48.9 2 0 0 1,533.7319
B_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 21.30% WKDSDEADLVLAK 142 154 65.8 27.8 52.1 2 0 0 1,489.7535
B_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 21.30% DSDEADLVLAK 144 154 61.5 27.1 47.5 2 0 0 1,175.5792
B_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 21.30% LTWHSCPEDEAQ 172 183 52.0 25.0 51.8 2 0 0 1,472.6112
C_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 2 2 2 7.65% KVEEAEPEEFVVEK 21 34 43.2 27.8 32.8 1 0 0 1,661.8269
C_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 2 2 2 7.65% VEEAEPEEFVVEK 22 34 34.9 26.0 29.6 1 0 0 1,533.7319
C_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 9 27.30% KVEEAEPEEFVVEK 21 34 64.5 27.9 58.5 2 0 0 1,661.8269
C_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 9 27.30% VEEAEPEEFVVEK 22 34 53.7 26.1 45.5 2 0 0 1,533.7319
C_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 9 27.30% VVNGKVEYFLK 40 50 21.0 25.0 14.5 1 0 0 1,295.7358
C_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 9 27.30% WKDSDEADLVLAK 142 154 62.8 27.3 54.0 2 0 0 1,489.7535
C_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 9 27.30% LTWHSCPEDEAQ 172 183 50.8 25.0 50.8 2 0 0 1,472.6112
D_09 Chromobox protein homolog 3 CBX3_HUMAN 20,812 2 2 2 7.65% KVEEAEPEEFVVEK 21 34 30.5 27.9 16.7 0 1 0 1,661.8269
D_09 Chromobox protein homolog 3 CBX3_HUMAN 20,812 2 2 2 7.65% VEEAEPEEFVVEK 22 34 31.7 25.6 24.3 1 0 0 1,533.7319
F_10 Chromobox protein homolog 3 CBX3_HUMAN 20,812 4 4 8 14.80% KVEEAEPEEFVVEK 21 34 62.3 28.0 52.4 2 0 0 1,661.8269
F_10 Chromobox protein homolog 3 CBX3_HUMAN 20,812 4 4 8 14.80% VEEAEPEEFVVEK 22 34 71.4 26.4 63.0 2 0 0 1,533.7319
F_10 Chromobox protein homolog 3 CBX3_HUMAN 20,812 4 4 8 14.80% WKDSDEADLVLAK 142 154 51.9 27.8 44.3 2 0 0 1,489.7535
F_10 Chromobox protein homolog 3 CBX3_HUMAN 20,812 4 4 8 14.80% DSDEADLVLAK 144 154 73.1 27.0 59.9 2 0 0 1,175.5792
G_09 Chromobox protein homolog 3 CBX3_HUMAN 20,812 2 2 4 12.60% DSDEADLVLAK 144 154 63.9 27.4 51.2 2 0 0 1,175.5792
G_09 Chromobox protein homolog 3 CBX3_HUMAN 20,812 2 2 4 12.60% LTWHSCPEDEAQ 172 183 50.6 25.0 50.6 2 0 0 1,472.6112
H_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 26.80% VEEAEPEEFVVEK 22 34 87.9 26.4 76.9 2 0 0 1,533.7319
H_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 26.80% VVNGKVEYFLK 40 50 32.6 25.0 32.6 2 0 0 1,295.7358
H_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 26.80% WKDSDEADLVLAK 142 154 63.0 27.8 47.2 2 0 0 1,489.7535
H_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 26.80% DSDEADLVLAK 144 154 49.1 27.0 30.5 2 0 0 1,175.5792
H_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 10 26.80% LTWHSCPEDEAQ 172 183 36.5 25.0 36.2 2 0 0 1,472.6112
H_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 3 4 8 14.20% VEEAEPEEFVVEK 22 34 54.6 26.2 24.3 2 0 0 1,533.7319
H_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 3 4 8 14.20% WKDSDEADLVLAK 142 154 63.2 28.1 44.9 2 2 0 1,489.7535
H_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 3 4 8 14.20% DSDEADLVLAK 144 154 42.4 27.0 23.6 2 0 0 1,175.5792
I_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 8 26.80% VEEAEPEEFVVEK 22 34 72.5 26.4 59.3 2 0 0 1,533.7319
I_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 8 26.80% VVNGKVEYFLK 40 50 24.2 25.0 24.2 1 0 0 1,295.7358
I_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 8 26.80% WKDSDEADLVLAK 142 154 35.1 27.9 20.9 1 0 0 1,489.7535
I_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 8 26.80% DSDEADLVLAK 144 154 48.5 27.3 37.8 2 0 0 1,175.5792
I_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 5 5 8 26.80% LTWHSCPEDEAQ 172 183 27.4 25.0 27.4 2 0 0 1,472.6112
I_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 4 4 7 14.80% KVEEAEPEEFVVEK 21 34 38.2 28.2 27.6 0 1 0 1,661.8269
I_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 4 4 7 14.80% VEEAEPEEFVVEK 22 34 76.9 26.6 67.4 2 0 0 1,533.7319
I_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 4 4 7 14.80% WKDSDEADLVLAK 142 154 65.6 28.0 52.7 2 0 0 1,489.7535
I_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 4 4 7 14.80% DSDEADLVLAK 144 154 50.8 27.0 38.8 2 0 0 1,175.5792
J_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 2 2 3 13.70% VEEAEPEEFVVEK 22 34 48.2 26.4 28.7 2 0 0 1,533.7319
J_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 2 2 3 13.70% LTWHSCPEDEAQ 172 183 19.5 25.0 19.5 1 0 0 1,472.6112
K_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 4 4 7 20.80% VEEAEPEEFVVEK 22 34 75.1 26.3 65.1 2 0 0 1,533.7319
K_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 4 4 7 20.80% WKDSDEADLVLAK 142 154 54.7 27.8 42.5 1 0 0 1,489.7535
K_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 4 4 7 20.80% DSDEADLVLAK 144 154 50.2 27.0 41.1 2 0 0 1,175.5792
K_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 4 4 7 20.80% LTWHSCPEDEAQ 172 183 32.0 25.0 32.0 2 0 0 1,472.6112
K_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 3 3 5 14.80% KVEEAEPEEFVVEK 21 34 23.7 28.1 12.5 0 1 0 1,661.8269
K_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 3 3 5 14.80% VEEAEPEEFVVEK 22 34 41.3 26.4 26.3 2 0 0 1,533.7319
K_06 Chromobox protein homolog 3 CBX3_HUMAN 20,812 3 3 5 14.80% WKDSDEADLVLAK 142 154 36.3 28.2 25.0 0 2 0 1,489.7535
L_04 Chromobox protein homolog 3 CBX3_HUMAN 20,812 6 6 9 36.60% KVEEAEPEEFVVEK 21 34 57.2 28.2 49.2 2 0 0 1,661.8269
L_04 Chromobox protein homolog 3 CBX3_HUMAN 20,812 6 6 9 36.60% VEEAEPEEFVVEK 22 34 65.6 26.3 54.5 2 0 0 1,533.7319
L_04 Chromobox protein homolog 3 CBX3_HUMAN 20,812 6 6 9 36.60% IIGATDSSGELMFLMK 126 141 59.2 27.2 50.6 1 0 0 1,744.8499
L_04 Chromobox protein homolog 3 CBX3_HUMAN 20,812 6 6 9 36.60% WKDSDEADLVLAK 142 154 49.8 27.9 36.7 1 0 0 1,489.7535
L_04 Chromobox protein homolog 3 CBX3_HUMAN 20,812 6 6 9 36.60% CPQIVIAFYEER 160 171 58.3 28.1 43.6 1 0 0 1,524.7516
L_04 Chromobox protein homolog 3 CBX3_HUMAN 20,812 6 6 9 36.60% LTWHSCPEDEAQ 172 183 47.7 25.0 47.5 2 0 0 1,472.6112
L_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 3 3 5 19.70% VEEAEPEEFVVEK 22 34 27.4 26.3 19.7 2 0 0 1,533.7319
L_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 3 3 5 19.70% DSDEADLVLAK 144 154 48.2 27.6 29.8 1 0 0 1,175.5792
L_05 Chromobox protein homolog 3 CBX3_HUMAN 20,812 3 3 5 19.70% LTWHSCPEDEAQ 172 183 30.3 25.0 30.3 2 0 0 1,472.6112
Q_04 Chromobox protein homolog 3 CBX3_HUMAN 20,812 2 2 3 13.70% VEEAEPEEFVVEK 22 34 30.7 26.4 30.7 1 0 0 1,533.7319
Q_04 Chromobox protein homolog 3 CBX3_HUMAN 20,812 2 2 3 13.70% LTWHSCPEDEAQ 172 183 50.7 25.0 48.0 2 0 0 1,472.6112
A_09 Coiled‐coil domain‐containing protein 124 CC124_HUMAN 25,836 3 3 6 16.10% SHLEVPLEENVNR 122 134 52.3 28.3 31.2 0 2 0 1,535.7812
A_09 Coiled‐coil domain‐containing protein 124 CC124_HUMAN 25,836 3 3 6 16.10% VLEEGSVEAR 136 145 38.0 27.4 30.4 2 0 0 1,088.5582
A_09 Coiled‐coil domain‐containing protein 124 CC124_HUMAN 25,836 3 3 6 16.10% AAFTAFEEAQLPR 171 183 46.9 27.7 43.7 2 0 0 1,450.7325
B_09 Coiled‐coil domain‐containing protein 124 CC124_HUMAN 25,836 2 3 4 11.70% SHLEVPLEENVNR 122 134 44.1 28.0 30.3 1 2 0 1,535.7812
B_09 Coiled‐coil domain‐containing protein 124 CC124_HUMAN 25,836 2 3 4 11.70% AAFTAFEEAQLPR 171 183 24.5 27.9 9.3 1 0 0 1,450.7325
A_11 Coiled‐coil domain‐containing protein 50 CCD50_HUMAN 35,822 4 4 5 15.70% LVQHDLQVAK 51 60 21.5 25.9 13.1 1 0 0 1,150.6580
A_11 Coiled‐coil domain‐containing protein 50 CCD50_HUMAN 35,822 4 4 5 15.70% DQEWYDAEIAR 170 180 50.7 25.0 49.4 1 0 0 1,395.6176
A_11 Coiled‐coil domain‐containing protein 50 CCD50_HUMAN 35,822 4 4 5 15.70% KLQEEELLATQVDMR 181 195 36.8 28.3 24.0 0 2 0 1,818.9269
A_11 Coiled‐coil domain‐containing protein 50 CCD50_HUMAN 35,822 4 4 5 15.70% AAQVAQDEEIAR 196 207 37.7 26.9 36.2 1 0 0 1,300.6492
B_11 Coiled‐coil domain‐containing protein 50 CCD50_HUMAN 35,822 3 3 5 12.40% DQEWYDAEIAR 170 180 82.8 25.0 76.2 1 0 0 1,395.6176
B_11 Coiled‐coil domain‐containing protein 50 CCD50_HUMAN 35,822 3 3 5 12.40% KLQEEELLATQVDMR 181 195 25.6 28.4 19.5 0 2 0 1,818.9269
B_11 Coiled‐coil domain‐containing protein 50 CCD50_HUMAN 35,822 3 3 5 12.40% AAQVAQDEEIAR 196 207 46.3 27.1 40.8 2 0 0 1,300.6492
A_04 Coiled‐coil domain‐containing protein 58 CCD58_HUMAN 16,620 3 3 4 27.10% IVHELNTTVPTASFAGK 30 46 36.7 27.4 36.7 1 0 0 1,784.9542
A_04 Coiled‐coil domain‐containing protein 58 CCD58_HUMAN 16,620 3 3 4 27.10% NCIAQTSAVVK 73 83 45.9 28.5 18.3 1 0 0 1,190.6198
A_04 Coiled‐coil domain‐containing protein 58 CCD58_HUMAN 16,620 3 3 4 27.10% EKNLDDLTLLK 90 100 43.3 27.2 30.1 2 0 0 1,301.7314
C_03 Coiled‐coil domain‐containing protein 58 CCD58_HUMAN 16,620 2 2 3 13.90% NCIAQTSAVVK 73 83 35.8 28.5 15.9 1 0 0 1,190.6198
C_03 Coiled‐coil domain‐containing protein 58 CCD58_HUMAN 16,620 2 2 3 13.90% NLDDLTLLK 92 100 31.8 27.3 20.6 2 0 0 1,044.5938
A_08 Copper chaperone for superoxide dismutase CCS_HUMAN 29,040 2 2 4 8.03% SLIIDEGEDDLGR 197 209 72.5 26.6 63.8 2 0 0 1,431.6965
A_08 Copper chaperone for superoxide dismutase CCS_HUMAN 29,040 2 2 4 8.03% SAGLFQNPK 233 241 44.9 28.8 24.9 2 0 0 961.5102
A_18 CD109 antigen CD109_HUMAN 161,692 3 3 4 2.91% EALNMLTWR 1106 1114 23.0 27.0 7.0 1 0 0 1,149.5722
A_18 CD109 antigen CD109_HUMAN 161,692 3 3 4 2.91% AEQEGGMQFWVSSESK 1115 1130 26.1 25.0 26.1 1 0 0 1,815.7855
A_18 CD109 antigen CD109_HUMAN 161,692 3 3 4 2.91% NSLGGFASTQDTTVALK 1173 1189 72.7 27.8 64.6 2 0 0 1,709.8706
A_22 CD109 antigen CD109_HUMAN 161,692 5 6 9 3.25% ADGNQLTLEERR 375 386 20.7 28.1 12.2 0 1 0 1,401.7082
A_22 CD109 antigen CD109_HUMAN 161,692 5 6 9 3.25% NNVVITVTQR 387 396 57.9 28.5 39.0 2 0 0 1,143.6480
A_22 CD109 antigen CD109_HUMAN 161,692 5 6 9 3.25% VGSPFELVVSGNK 479 491 87.1 28.3 76.1 2 0 0 1,332.7158
A_22 CD109 antigen CD109_HUMAN 161,692 5 6 9 3.25% VGSPFELVVSGNKR 479 492 36.1 27.0 19.6 2 1 0 1,488.8169
A_22 CD109 antigen CD109_HUMAN 161,692 5 6 9 3.25% LKELSYMVVSR 493 503 28.1 26.9 26.0 1 0 0 1,340.7243
A_23 CD109 antigen CD109_HUMAN 161,692 2 2 3 1.59% NNVVITVTQR 387 396 35.3 27.8 27.5 2 0 0 1,143.6480
A_23 CD109 antigen CD109_HUMAN 161,692 2 2 3 1.59% VGSPFELVVSGNK 479 491 34.4 28.5 26.6 1 0 0 1,332.7158
A_25 CD109 antigen CD109_HUMAN 161,692 4 4 8 4.01% AEQEGGMQFWVSSESK 1115 1130 58.9 25.0 58.9 2 0 0 1,815.7855
A_25 CD109 antigen CD109_HUMAN 161,692 4 4 8 4.01% LSDSWQPR 1131 1138 43.8 25.4 34.8 2 0 0 988.4847
A_25 CD109 antigen CD109_HUMAN 161,692 4 4 8 4.01% NSLGGFASTQDTTVALK 1173 1189 69.8 27.7 65.9 2 0 0 1,709.8706
A_25 CD109 antigen CD109_HUMAN 161,692 4 4 8 4.01% TNIQVTVTGPSSPSPVK 1203 1219 62.8 26.4 55.1 2 0 0 1,711.9226
B_18 CD109 antigen CD109_HUMAN 161,692 3 3 5 3.46% AEQEGGMQFWVSSESK 1115 1130 38.5 25.0 38.5 1 0 0 1,815.7855
B_18 CD109 antigen CD109_HUMAN 161,692 3 3 5 3.46% NSLGGFASTQDTTVALK 1173 1189 91.6 28.0 79.4 2 0 0 1,709.8706
B_18 CD109 antigen CD109_HUMAN 161,692 3 3 5 3.46% TNIQVTVTGPSSPSPVK 1203 1219 53.1 26.3 46.8 2 0 0 1,711.9226
B_22 CD109 antigen CD109_HUMAN 161,692 3 3 5 2.35% NNVVITVTQR 387 396 38.0 27.8 27.7 2 0 0 1,143.6480
B_22 CD109 antigen CD109_HUMAN 161,692 3 3 5 2.35% VGSPFELVVSGNK 479 491 69.7 28.7 44.9 2 0 0 1,332.7158
B_22 CD109 antigen CD109_HUMAN 161,692 3 3 5 2.35% LKELSYMVVSR 493 503 37.5 26.4 32.3 1 0 0 1,324.7293
B_25 CD109 antigen CD109_HUMAN 161,692 4 4 8 4.01% AEQEGGMQFWVSSESK 1115 1130 56.8 25.0 56.8 2 0 0 1,815.7855
B_25 CD109 antigen CD109_HUMAN 161,692 4 4 8 4.01% LSDSWQPR 1131 1138 53.3 25.0 39.8 2 0 0 988.4847
B_25 CD109 antigen CD109_HUMAN 161,692 4 4 8 4.01% NSLGGFASTQDTTVALK 1173 1189 75.7 28.0 64.4 2 0 0 1,709.8706
B_25 CD109 antigen CD109_HUMAN 161,692 4 4 8 4.01% TNIQVTVTGPSSPSPVK 1203 1219 72.8 26.3 69.5 2 0 0 1,711.9226



C_18 CD109 antigen CD109_HUMAN 161,692 3 3 5 3.46% AEQEGGMQFWVSSESK 1115 1130 24.6 25.0 24.6 1 0 0 1,815.7855
C_18 CD109 antigen CD109_HUMAN 161,692 3 3 5 3.46% NSLGGFASTQDTTVALK 1173 1189 93.5 27.8 89.1 2 0 0 1,709.8706
C_18 CD109 antigen CD109_HUMAN 161,692 3 3 5 3.46% TNIQVTVTGPSSPSPVK 1203 1219 53.5 26.6 46.5 2 0 0 1,711.9226
C_23 CD109 antigen CD109_HUMAN 161,692 2 2 3 1.73% VGSPFELVVSGNKR 479 492 59.5 27.4 49.9 2 0 0 1,488.8169
C_23 CD109 antigen CD109_HUMAN 161,692 2 2 3 1.73% LKELSYMVVSR 493 503 26.9 26.8 26.9 1 0 0 1,324.7293
C_25 CD109 antigen CD109_HUMAN 161,692 2 2 3 1.87% SNGEFWDPGR 1023 1032 33.2 25.0 24.5 1 0 0 1,164.5069
C_25 CD109 antigen CD109_HUMAN 161,692 2 2 3 1.87% TNIQVTVTGPSSPSPVK 1203 1219 46.4 26.4 40.1 2 0 0 1,711.9226
C_26 CD109 antigen CD109_HUMAN 161,692 5 5 7 4.91% ISVTQPDSIVGIVAVDK 578 594 36.4 25.6 28.9 2 0 0 1,740.9744
C_26 CD109 antigen CD109_HUMAN 161,692 5 5 7 4.91% SYSQSILLDLTDNR 859 872 55.6 27.7 44.2 2 0 0 1,624.8178
C_26 CD109 antigen CD109_HUMAN 161,692 5 5 7 4.91% SNGEFWDPGR 1023 1032 36.8 25.0 21.5 1 0 0 1,164.5069
C_26 CD109 antigen CD109_HUMAN 161,692 5 5 7 4.91% ALSEFAALMNTER 1190 1202 27.9 26.5 22.8 1 0 0 1,452.7151
C_26 CD109 antigen CD109_HUMAN 161,692 5 5 7 4.91% TNIQVTVTGPSSPSPVK 1203 1219 40.2 26.6 34.2 1 0 0 1,711.9226
D_27 CD109 antigen CD109_HUMAN 161,692 2 2 4 1.38% ISVFIQTDK 129 137 33.4 27.5 24.8 2 0 0 1,050.5831
D_27 CD109 antigen CD109_HUMAN 161,692 2 2 4 1.38% ADGNQLTLEER 375 385 23.0 26.2 7.0 2 0 0 1,245.6071
D_28 CD109 antigen CD109_HUMAN 161,692 7 7 12 4.64% ISVFIQTDK 129 137 43.7 27.5 33.5 2 0 0 1,050.5831
D_28 CD109 antigen CD109_HUMAN 161,692 7 7 12 4.64% TSLNILIK 162 169 22.8 25.0 10.7 1 0 0 901.5718
D_28 CD109 antigen CD109_HUMAN 161,692 7 7 12 4.64% ADGNQLTLEER 375 385 49.5 26.2 41.2 2 0 0 1,245.6071
D_28 CD109 antigen CD109_HUMAN 161,692 7 7 12 4.64% ADGNQLTLEERR 375 386 33.5 28.1 8.5 0 1 0 1,401.7082
D_28 CD109 antigen CD109_HUMAN 161,692 7 7 12 4.64% VGSPFELVVSGNK 479 491 75.0 28.5 59.2 2 0 0 1,332.7158
D_28 CD109 antigen CD109_HUMAN 161,692 7 7 12 4.64% IPVQLVFK 549 556 26.1 25.0 24.3 2 0 0 943.5976
D_28 CD109 antigen CD109_HUMAN 161,692 7 7 12 4.64% ISVTQPDSIVGIVAVDK 578 594 73.7 25.9 61.5 2 0 0 1,740.9744
E_27 CD109 antigen CD109_HUMAN 161,692 3 3 4 2.08% ISVFIQTDK 129 137 28.0 27.5 23.2 1 0 0 1,050.5831
E_27 CD109 antigen CD109_HUMAN 161,692 3 3 4 2.08% ADGNQLTLEER 375 385 38.5 26.2 28.2 2 0 0 1,245.6071
E_27 CD109 antigen CD109_HUMAN 161,692 3 3 4 2.08% NNVVITVTQR 387 396 29.9 29.0 24.5 1 0 0 1,143.6480
E_28 CD109 antigen CD109_HUMAN 161,692 7 7 10 5.33% ISVFIQTDK 129 137 42.8 26.0 35.0 2 0 0 1,050.5831
E_28 CD109 antigen CD109_HUMAN 161,692 7 7 10 5.33% TSLNILIK 162 169 23.5 25.0 0.0 1 0 0 901.5718
E_28 CD109 antigen CD109_HUMAN 161,692 7 7 10 5.33% ADGNQLTLEER 375 385 40.4 26.2 31.9 2 0 0 1,245.6071
E_28 CD109 antigen CD109_HUMAN 161,692 7 7 10 5.33% NNVVITVTQR 387 396 47.7 28.8 30.1 2 0 0 1,143.6480
E_28 CD109 antigen CD109_HUMAN 161,692 7 7 10 5.33% VGSPFELVVSGNK 479 491 54.6 28.6 45.6 1 0 0 1,332.7158
E_28 CD109 antigen CD109_HUMAN 161,692 7 7 10 5.33% ELSYMVVSR 495 503 24.5 25.6 18.1 1 0 0 1,099.5452
E_28 CD109 antigen CD109_HUMAN 161,692 7 7 10 5.33% ISVTQPDSIVGIVAVDK 578 594 54.7 25.9 46.8 1 0 0 1,740.9744
F_16 CD109 antigen CD109_HUMAN 161,692 2 2 3 1.73% LSDSWQPR 1131 1138 52.0 25.0 41.3 1 0 0 988.4847
F_16 CD109 antigen CD109_HUMAN 161,692 2 2 3 1.73% TNIQVTVTGPSSPSPVK 1203 1219 63.7 26.3 58.4 2 0 0 1,711.9226
H_19 CD109 antigen CD109_HUMAN 161,692 2 2 4 1.52% ISVFIQTDK 129 137 35.8 27.1 23.8 2 0 0 1,050.5831
H_19 CD109 antigen CD109_HUMAN 161,692 2 2 4 1.52% VGSPFELVVSGNK 479 491 65.5 28.3 48.8 2 0 0 1,332.7158
H_20 CD109 antigen CD109_HUMAN 161,692 3 3 5 1.59% ISVFIQTDK 129 137 46.0 26.2 35.8 2 0 0 1,050.5831
H_20 CD109 antigen CD109_HUMAN 161,692 3 3 5 1.59% VGSPFELVVSGNK 479 491 44.2 28.7 32.1 1 0 0 1,332.7158
H_20 CD109 antigen CD109_HUMAN 161,692 3 3 5 1.59% VGSPFELVVSGNKR 479 492 32.2 27.3 26.0 0 2 0 1,488.8169
I_19 CD109 antigen CD109_HUMAN 161,692 3 3 5 2.35% ISVFIQTDK 129 137 43.9 26.2 34.3 2 0 0 1,050.5831
I_19 CD109 antigen CD109_HUMAN 161,692 3 3 5 2.35% IPVQLVFK 549 556 21.2 25.0 12.8 1 0 0 943.5976
I_19 CD109 antigen CD109_HUMAN 161,692 3 3 5 2.35% ISVTQPDSIVGIVAVDK 578 594 44.8 25.6 29.5 2 0 0 1,740.9744
I_21 CD109 antigen CD109_HUMAN 161,692 4 4 7 3.67% ISVFIQTDK 129 137 23.1 26.2 14.1 1 0 0 1,050.5831
I_21 CD109 antigen CD109_HUMAN 161,692 4 4 7 3.67% SNGEFWDPGR 1023 1032 33.4 25.0 24.8 2 0 0 1,164.5069
I_21 CD109 antigen CD109_HUMAN 161,692 4 4 7 3.67% NSLGGFASTQDTTVALK 1173 1189 67.9 27.7 63.2 2 0 0 1,709.8706
I_21 CD109 antigen CD109_HUMAN 161,692 4 4 7 3.67% TNIQVTVTGPSSPSPVK 1203 1219 56.7 26.3 52.8 2 0 0 1,711.9226
J_19 CD109 antigen CD109_HUMAN 161,692 3 3 6 2.15% NNVVITVTQR 387 396 42.2 27.7 24.3 2 0 0 1,143.6480
J_19 CD109 antigen CD109_HUMAN 161,692 3 3 6 2.15% VGSPFELVVSGNK 479 491 87.3 28.7 73.4 2 0 0 1,332.7158
J_19 CD109 antigen CD109_HUMAN 161,692 3 3 6 2.15% IPVQLVFK 549 556 37.5 25.0 35.6 2 0 0 943.5976
K_15 CD109 antigen CD109_HUMAN 161,692 2 2 2 2.35% NSLGGFASTQDTTVALK 1173 1189 36.1 27.6 34.2 1 0 0 1,709.8706
K_15 CD109 antigen CD109_HUMAN 161,692 2 2 2 2.35% TNIQVTVTGPSSPSPVK 1203 1219 43.9 26.6 43.9 1 0 0 1,711.9226
K_19 CD109 antigen CD109_HUMAN 161,692 2 2 3 1.45% VGSPFELVVSGNK 479 491 87.8 29.0 71.7 2 0 0 1,332.7158
K_19 CD109 antigen CD109_HUMAN 161,692 2 2 3 1.45% IPVQLVFK 549 556 42.7 25.0 34.0 1 0 0 943.5976
K_21 CD109 antigen CD109_HUMAN 161,692 2 2 3 1.80% ISVFIQTDK 129 137 21.1 27.1 11.3 1 0 0 1,050.5831
K_21 CD109 antigen CD109_HUMAN 161,692 2 2 3 1.80% NSLGGFASTQDTTVALK 1173 1189 75.2 28.0 65.6 2 0 0 1,709.8706
N_10 CD109 antigen CD109_HUMAN 161,692 3 3 5 2.91% NSLGGFASTQDTTVALK 1173 1189 75.3 27.6 70.5 2 0 0 1,709.8706
N_10 CD109 antigen CD109_HUMAN 161,692 3 3 5 2.91% TNIQVTVTGPSSPSPVK 1203 1219 51.0 26.3 47.0 2 0 0 1,711.9226
N_10 CD109 antigen CD109_HUMAN 161,692 3 3 5 2.91% FLIDTHNR 1220 1227 22.3 28.1 15.8 1 0 0 1,015.5320
N_11 CD109 antigen CD109_HUMAN 161,692 2 2 4 2.35% NSLGGFASTQDTTVALK 1173 1189 57.1 27.1 46.6 2 0 0 1,709.8706
N_11 CD109 antigen CD109_HUMAN 161,692 2 2 4 2.35% TNIQVTVTGPSSPSPVK 1203 1219 66.3 26.3 60.5 2 0 0 1,711.9226
A_19 CD166 antigen CD166_HUMAN 65,104 2 2 4 4.97% SVQYDDVPEYKDR 77 89 13.3 25.0 8.4 0 2 0 1,613.7443
A_19 CD166 antigen CD166_HUMAN 65,104 2 2 4 4.97% QIGDALPVSCTISASR 345 360 70.8 28.0 66.2 2 0 0 1,674.8481
B_19 CD166 antigen CD166_HUMAN 65,104 2 2 4 5.15% QIGDALPVSCTISASR 345 360 69.7 28.0 68.9 2 0 0 1,674.8481
B_19 CD166 antigen CD166_HUMAN 65,104 2 2 4 5.15% ESLTLIVEGKPQIK 406 419 47.3 25.0 40.5 2 0 0 1,554.9104
C_19 CD166 antigen CD166_HUMAN 65,104 6 6 12 11.10% SVQYDDVPEYKDR 77 89 32.3 25.0 21.5 2 0 0 1,613.7443
C_19 CD166 antigen CD166_HUMAN 65,104 6 6 12 11.10% ALFLETEQLK 143 152 60.3 26.0 45.4 2 0 0 1,191.6621
C_19 CD166 antigen CD166_HUMAN 65,104 6 6 12 11.10% SSNTYTLTDVR 294 304 38.2 25.8 28.4 2 0 0 1,256.6117
C_19 CD166 antigen CD166_HUMAN 65,104 6 6 12 11.10% SSNTYTLTDVRR 294 305 26.3 27.3 14.7 0 2 0 1,412.7128
C_19 CD166 antigen CD166_HUMAN 65,104 6 6 12 11.10% QIGDALPVSCTISASR 345 360 76.2 28.0 69.3 2 0 0 1,674.8481
C_19 CD166 antigen CD166_HUMAN 65,104 6 6 12 11.10% ESLTLIVEGKPQIK 406 419 75.5 25.0 62.6 2 0 0 1,554.9104
C_20 CD166 antigen CD166_HUMAN 65,104 3 3 6 7.03% ALFLETEQLKK 143 153 27.3 25.3 23.0 2 0 0 1,319.7571
C_20 CD166 antigen CD166_HUMAN 65,104 3 3 6 7.03% QIGDALPVSCTISASR 345 360 65.5 27.9 63.4 2 0 0 1,674.8481
C_20 CD166 antigen CD166_HUMAN 65,104 3 3 6 7.03% ESLTLIVEGKPQIK 406 419 49.8 25.0 46.3 2 0 0 1,554.9104
D_25 CD166 antigen CD166_HUMAN 65,104 2 2 2 4.29% SSNTYTLTDVR 294 304 52.5 25.9 43.9 1 0 0 1,256.6117
D_25 CD166 antigen CD166_HUMAN 65,104 2 2 2 4.29% ESLTLIVEGKPQIK 406 419 23.4 25.0 18.4 0 1 0 1,554.9104
E_25 CD166 antigen CD166_HUMAN 65,104 3 3 5 4.46% SSNTYTLTDVR 294 304 53.5 25.8 41.9 2 0 0 1,256.6117
E_25 CD166 antigen CD166_HUMAN 65,104 3 3 5 4.46% SSNTYTLTDVRR 294 305 18.5 26.9 4.8 0 1 0 1,412.7128
E_25 CD166 antigen CD166_HUMAN 65,104 3 3 5 4.46% ESLTLIVEGKPQIK 406 419 24.5 25.0 13.5 0 2 0 1,554.9104
E_26 CD166 antigen CD166_HUMAN 65,104 4 4 5 6.17% ALFLETEQLK 143 152 29.4 27.0 19.1 1 0 0 1,191.6621
E_26 CD166 antigen CD166_HUMAN 65,104 4 4 5 6.17% SSNTYTLTDVR 294 304 47.7 25.7 36.8 2 0 0 1,256.6117
E_26 CD166 antigen CD166_HUMAN 65,104 4 4 5 6.17% SSNTYTLTDVRR 294 305 27.4 27.3 8.6 0 1 0 1,412.7128
E_26 CD166 antigen CD166_HUMAN 65,104 4 4 5 6.17% ESLTLIVEGKPQIK 406 419 28.5 25.0 27.5 0 1 0 1,554.9104
E_27 CD166 antigen CD166_HUMAN 65,104 2 2 3 4.29% SSNTYTLTDVR 294 304 56.8 25.8 47.5 2 0 0 1,256.6117
E_27 CD166 antigen CD166_HUMAN 65,104 2 2 3 4.29% ESLTLIVEGKPQIK 406 419 34.1 25.0 19.7 0 1 0 1,554.9104
F_16 CD166 antigen CD166_HUMAN 65,104 4 5 9 8.92% KSVQYDDVPEYKDR 76 89 34.8 26.3 29.9 0 1 0 1,741.8393
F_16 CD166 antigen CD166_HUMAN 65,104 4 5 9 8.92% VFKQPSKPEIVSK 130 142 25.5 25.0 18.7 0 2 0 1,486.8629
F_16 CD166 antigen CD166_HUMAN 65,104 4 5 9 8.92% SSNTYTLTDVR 294 304 53.3 25.8 41.4 2 0 0 1,256.6117
F_16 CD166 antigen CD166_HUMAN 65,104 4 5 9 8.92% ESLTLIVEGKPQIK 406 419 54.7 25.0 48.1 2 2 0 1,554.9104
G_16 CD166 antigen CD166_HUMAN 65,104 6 6 9 9.95% LDVPQNLMFGK 45 55 30.1 27.9 16.8 2 0 0 1,277.6561
G_16 CD166 antigen CD166_HUMAN 65,104 6 6 9 9.95% SVQYDDVPEYK 77 87 19.5 25.0 13.6 1 0 0 1,342.6162
G_16 CD166 antigen CD166_HUMAN 65,104 6 6 9 9.95% ALFLETEQLK 143 152 62.2 27.3 39.9 1 0 0 1,191.6621
G_16 CD166 antigen CD166_HUMAN 65,104 6 6 9 9.95% SSNTYTLTDVR 294 304 50.8 26.1 42.2 2 0 0 1,256.6117
G_16 CD166 antigen CD166_HUMAN 65,104 6 6 9 9.95% SSNTYTLTDVRR 294 305 39.2 27.3 29.4 0 2 0 1,412.7128
G_16 CD166 antigen CD166_HUMAN 65,104 6 6 9 9.95% ESLTLIVEGKPQIK 406 419 25.5 25.0 25.5 1 0 0 1,554.9104
J_16 CD166 antigen CD166_HUMAN 65,104 2 2 4 4.46% ALFLETEQLK 143 152 50.1 27.3 39.2 2 0 0 1,191.6621
J_16 CD166 antigen CD166_HUMAN 65,104 2 2 4 4.46% QIGDALPVSCTISASR 345 360 56.2 27.8 47.7 2 0 0 1,674.8481
L_12 CD166 antigen CD166_HUMAN 65,104 2 2 3 1.89% ALFLETEQLK 143 152 44.5 27.4 15.7 2 0 0 1,191.6621
L_12 CD166 antigen CD166_HUMAN 65,104 2 2 3 1.89% ALFLETEQLKK 143 153 23.9 25.0 15.8 1 0 0 1,319.7571
M_11 CD166 antigen CD166_HUMAN 65,104 3 3 4 6.52% SVQYDDVPEYKDR 77 89 18.2 25.0 16.8 0 1 0 1,613.7443
M_11 CD166 antigen CD166_HUMAN 65,104 3 3 4 6.52% SSNTYTLTDVR 294 304 51.8 25.8 40.0 2 0 0 1,256.6117
M_11 CD166 antigen CD166_HUMAN 65,104 3 3 4 6.52% ESLTLIVEGKPQIK 406 419 31.7 25.0 27.2 1 0 0 1,554.9104
M_12 CD166 antigen CD166_HUMAN 65,104 6 7 14 9.43% LDVPQNLMFGK 45 55 42.2 27.7 35.5 2 0 0 1,277.6561
M_12 CD166 antigen CD166_HUMAN 65,104 6 7 14 9.43% KSVQYDDVPEYKDR 76 89 32.2 26.4 29.6 0 2 0 1,741.8393
M_12 CD166 antigen CD166_HUMAN 65,104 6 7 14 9.43% SVQYDDVPEYK 77 87 40.0 25.0 37.0 2 0 0 1,342.6162
M_12 CD166 antigen CD166_HUMAN 65,104 6 7 14 9.43% SVQYDDVPEYKDR 77 89 22.6 25.0 20.1 0 2 0 1,613.7443
M_12 CD166 antigen CD166_HUMAN 65,104 6 7 14 9.43% QIGDALPVSCTISASR 345 360 63.0 27.9 50.5 2 0 0 1,674.8481
M_12 CD166 antigen CD166_HUMAN 65,104 6 7 14 9.43% ESLTLIVEGKPQIK 406 419 60.3 25.0 53.3 2 2 0 1,554.9104
N_11 CD166 antigen CD166_HUMAN 65,104 4 4 5 6.69% SVQYDDVPEYK 77 87 22.9 25.0 22.9 1 0 0 1,342.6162
N_11 CD166 antigen CD166_HUMAN 65,104 4 4 5 6.69% SSNTYTLTDVR 294 304 55.1 26.3 43.4 1 0 0 1,256.6117
N_11 CD166 antigen CD166_HUMAN 65,104 4 4 5 6.69% SSNTYTLTDVRR 294 305 38.7 27.6 20.6 0 1 0 1,412.7128
N_11 CD166 antigen CD166_HUMAN 65,104 4 4 5 6.69% QIGDALPVSCTISASR 345 360 58.2 27.9 45.1 2 0 0 1,674.8481
N_12 CD166 antigen CD166_HUMAN 65,104 6 7 12 11.10% LDVPQNLMFGK 45 55 32.7 27.9 30.3 2 0 0 1,277.6561
N_12 CD166 antigen CD166_HUMAN 65,104 6 7 12 11.10% SVQYDDVPEYK 77 87 37.2 25.0 37.2 2 0 0 1,342.6162



N_12 CD166 antigen CD166_HUMAN 65,104 6 7 12 11.10% SVQYDDVPEYKDR 77 89 25.6 25.4 25.6 2 0 0 1,613.7443
N_12 CD166 antigen CD166_HUMAN 65,104 6 7 12 11.10% ALFLETEQLKK 143 153 24.5 25.1 21.6 1 0 0 1,319.7571
N_12 CD166 antigen CD166_HUMAN 65,104 6 7 12 11.10% QIGDALPVSCTISASR 345 360 61.5 28.0 47.5 2 0 0 1,674.8481
N_12 CD166 antigen CD166_HUMAN 65,104 6 7 12 11.10% ESLTLIVEGKPQIK 406 419 49.3 25.0 45.8 2 1 0 1,554.9104
O_12 CD166 antigen CD166_HUMAN 65,104 3 3 5 6.86% LDVPQNLMFGK 45 55 41.8 27.7 34.5 2 0 0 1,277.6561
O_12 CD166 antigen CD166_HUMAN 65,104 3 3 5 6.86% SVQYDDVPEYKDR 77 89 19.7 25.1 12.9 0 1 0 1,613.7443
O_12 CD166 antigen CD166_HUMAN 65,104 3 3 5 6.86% QIGDALPVSCTISASR 345 360 66.7 28.0 62.5 2 0 0 1,674.8481
P_11 CD166 antigen CD166_HUMAN 65,104 6 6 10 11.30% LDVPQNLMFGK 45 55 32.6 28.0 26.7 2 0 0 1,277.6561
P_11 CD166 antigen CD166_HUMAN 65,104 6 6 10 11.30% SVQYDDVPEYKDR 77 89 26.5 25.4 10.9 0 1 0 1,613.7443
P_11 CD166 antigen CD166_HUMAN 65,104 6 6 10 11.30% SSNTYTLTDVR 294 304 54.0 26.3 45.5 1 0 0 1,256.6117
P_11 CD166 antigen CD166_HUMAN 65,104 6 6 10 11.30% SSNTYTLTDVRR 294 305 30.7 27.6 22.0 0 2 0 1,412.7128
P_11 CD166 antigen CD166_HUMAN 65,104 6 6 10 11.30% QIGDALPVSCTISASR 345 360 66.2 28.0 52.5 2 0 0 1,674.8481
P_11 CD166 antigen CD166_HUMAN 65,104 6 6 10 11.30% ESLTLIVEGKPQIK 406 419 55.0 25.0 44.2 2 0 0 1,554.9104
P_12 CD166 antigen CD166_HUMAN 65,104 5 5 9 10.60% LDVPQNLMFGK 45 55 35.9 27.9 31.0 2 0 0 1,277.6561
P_12 CD166 antigen CD166_HUMAN 65,104 5 5 9 10.60% SVQYDDVPEYK 77 87 30.5 25.0 30.0 2 0 0 1,342.6162
P_12 CD166 antigen CD166_HUMAN 65,104 5 5 9 10.60% ALFLETEQLK 143 152 24.5 27.1 16.9 1 0 0 1,191.6621
P_12 CD166 antigen CD166_HUMAN 65,104 5 5 9 10.60% QIGDALPVSCTISASR 345 360 57.5 28.1 49.7 2 0 0 1,674.8481
P_12 CD166 antigen CD166_HUMAN 65,104 5 5 9 10.60% ESLTLIVEGKPQIK 406 419 34.4 25.0 27.3 2 0 0 1,554.9104
Q_11 CD166 antigen CD166_HUMAN 65,104 5 5 8 9.09% LDVPQNLMFGK 45 55 37.9 28.0 35.3 2 0 0 1,277.6561
Q_11 CD166 antigen CD166_HUMAN 65,104 5 5 8 9.09% SSNTYTLTDVR 294 304 54.5 26.0 42.6 1 0 0 1,256.6117
Q_11 CD166 antigen CD166_HUMAN 65,104 5 5 8 9.09% SSNTYTLTDVRR 294 305 41.6 27.6 31.2 0 1 0 1,412.7128
Q_11 CD166 antigen CD166_HUMAN 65,104 5 5 8 9.09% QIGDALPVSCTISASR 345 360 62.8 28.0 49.5 2 0 0 1,674.8481
Q_11 CD166 antigen CD166_HUMAN 65,104 5 5 8 9.09% ESLTLIVEGKPQIK 406 419 63.4 25.0 56.9 2 0 0 1,554.9104
Q_12 CD166 antigen CD166_HUMAN 65,104 4 5 10 8.92% LDVPQNLMFGK 45 55 28.5 28.2 26.4 2 0 0 1,277.6561
Q_12 CD166 antigen CD166_HUMAN 65,104 4 5 10 8.92% SVQYDDVPEYK 77 87 44.4 25.0 39.1 2 0 0 1,342.6162
Q_12 CD166 antigen CD166_HUMAN 65,104 4 5 10 8.92% QIGDALPVSCTISASR 345 360 65.4 28.0 61.6 2 0 0 1,674.8481
Q_12 CD166 antigen CD166_HUMAN 65,104 4 5 10 8.92% ESLTLIVEGKPQIK 406 419 61.9 25.0 56.6 2 2 0 1,554.9104
C_19 CD44 antigen CD44_HUMAN 81,538 2 2 4 3.10% ALSIGFETCR 69 78 50.0 26.7 50.0 2 0 0 1,153.5671
C_19 CD44 antigen CD44_HUMAN 81,538 2 2 4 3.10% LVINSGNGAVEDR 682 694 50.7 26.9 27.1 2 0 0 1,343.6914
M_11 CD44 antigen CD44_HUMAN 81,538 2 2 3 3.91% LVINSGNGAVEDR 682 694 74.8 27.4 41.2 2 0 0 1,343.6914
M_11 CD44 antigen CD44_HUMAN 81,538 2 2 3 3.91% ESSETPDQFMTADETR 716 731 40.4 25.0 40.4 1 0 0 1,859.7602
N_11 CD44 antigen CD44_HUMAN 81,538 2 2 4 3.10% ALSIGFETCR 69 78 35.7 26.7 30.3 2 0 0 1,153.5671
N_11 CD44 antigen CD44_HUMAN 81,538 2 2 4 3.10% LVINSGNGAVEDR 682 694 42.5 27.9 20.1 2 0 0 1,343.6914
O_09 CD44 antigen CD44_HUMAN 81,538 2 2 2 2.96% ALSIGFETCR 69 78 37.5 27.1 29.8 1 0 0 1,153.5671
O_09 CD44 antigen CD44_HUMAN 81,538 2 2 2 2.96% YGFIEGHVVIPR 79 90 23.4 27.2 22.8 0 1 0 1,386.7529
Q_11 CD44 antigen CD44_HUMAN 81,538 2 2 4 3.91% LVINSGNGAVEDR 682 694 68.7 27.4 35.5 2 0 0 1,343.6914
Q_11 CD44 antigen CD44_HUMAN 81,538 2 2 4 3.91% ESSETPDQFMTADETR 716 731 62.2 25.0 62.2 2 0 0 1,859.7602
A_04 CD59 glycoprotein CD59_HUMAN 14,177 3 5 9 19.50% FEHCNFNDVTTR 67 78 49.5 25.0 45.2 2 2 0 1,539.6645
A_04 CD59 glycoprotein CD59_HUMAN 14,177 3 5 9 19.50% LRENELTYYCCK 79 90 48.5 25.0 48.5 2 1 0 1,648.7459
A_04 CD59 glycoprotein CD59_HUMAN 14,177 3 5 9 19.50% LRENELTYYCCKK 79 91 24.5 26.2 22.5 0 2 0 1,776.8409
B_04 CD59 glycoprotein CD59_HUMAN 14,177 2 4 7 18.80% FEHCNFNDVTTR 67 78 40.2 25.0 33.5 2 2 0 1,539.6645
B_04 CD59 glycoprotein CD59_HUMAN 14,177 2 4 7 18.80% LRENELTYYCCK 79 90 22.9 25.0 22.9 1 2 0 1,648.7459
C_04 CD59 glycoprotein CD59_HUMAN 14,177 3 5 10 19.50% FEHCNFNDVTTR 67 78 50.6 25.0 39.5 2 2 0 1,539.6645
C_04 CD59 glycoprotein CD59_HUMAN 14,177 3 5 10 19.50% LRENELTYYCCK 79 90 41.0 25.0 40.0 2 2 0 1,648.7459
C_04 CD59 glycoprotein CD59_HUMAN 14,177 3 5 10 19.50% LRENELTYYCCKK 79 91 44.5 26.2 37.2 0 2 0 1,776.8409
H_04 CD59 glycoprotein CD59_HUMAN 14,177 2 2 3 18.80% FEHCNFNDVTTR 67 78 52.0 25.0 40.4 2 0 0 1,539.6645
H_04 CD59 glycoprotein CD59_HUMAN 14,177 2 2 3 18.80% LRENELTYYCCK 79 90 33.5 25.0 33.5 1 0 0 1,648.7459
I_04 CD59 glycoprotein CD59_HUMAN 14,177 2 2 3 18.80% FEHCNFNDVTTR 67 78 40.9 25.0 39.5 2 0 0 1,539.6645
I_04 CD59 glycoprotein CD59_HUMAN 14,177 2 2 3 18.80% LRENELTYYCCK 79 90 29.9 25.0 29.9 1 0 0 1,648.7459
K_04 CD59 glycoprotein CD59_HUMAN 14,177 2 3 4 18.80% FEHCNFNDVTTR 67 78 28.6 25.0 14.6 2 1 0 1,539.6645
K_04 CD59 glycoprotein CD59_HUMAN 14,177 2 3 4 18.80% LRENELTYYCCK 79 90 19.2 25.0 19.2 1 0 0 1,648.7459
L_03 CD59 glycoprotein CD59_HUMAN 14,177 2 2 4 18.80% FEHCNFNDVTTR 67 78 58.5 25.0 49.5 2 0 0 1,539.6645
L_03 CD59 glycoprotein CD59_HUMAN 14,177 2 2 4 18.80% LRENELTYYCCK 79 90 35.2 25.0 35.2 2 0 0 1,648.7459
M_03 CD59 glycoprotein CD59_HUMAN 14,177 2 2 4 17.20% FEHCNFNDVTTR 67 78 36.4 25.0 25.1 2 0 0 1,539.6645
M_03 CD59 glycoprotein CD59_HUMAN 14,177 2 2 4 17.20% ENELTYYCCK 81 90 30.3 25.0 30.3 2 0 0 1,379.5607
N_03 CD59 glycoprotein CD59_HUMAN 14,177 3 3 6 18.80% FEHCNFNDVTTR 67 78 41.8 25.0 34.0 2 0 0 1,539.6645
N_03 CD59 glycoprotein CD59_HUMAN 14,177 3 3 6 18.80% LRENELTYYCCK 79 90 33.6 25.0 33.6 2 0 0 1,648.7459
N_03 CD59 glycoprotein CD59_HUMAN 14,177 3 3 6 18.80% ENELTYYCCK 81 90 52.0 25.0 49.2 2 0 0 1,379.5607
N_04 CD59 glycoprotein CD59_HUMAN 14,177 2 2 2 17.20% FEHCNFNDVTTR 67 78 27.8 25.0 26.6 1 0 0 1,539.6645
N_04 CD59 glycoprotein CD59_HUMAN 14,177 2 2 2 17.20% ENELTYYCCK 81 90 26.4 25.0 26.4 1 0 0 1,379.5607
O_03 CD59 glycoprotein CD59_HUMAN 14,177 2 3 5 17.20% FEHCNFNDVTTR 67 78 37.4 25.0 30.6 2 2 0 1,539.6645
O_03 CD59 glycoprotein CD59_HUMAN 14,177 2 3 5 17.20% ENELTYYCCK 81 90 27.1 25.0 27.1 1 0 0 1,379.5607
P_03 CD59 glycoprotein CD59_HUMAN 14,177 2 3 6 17.20% FEHCNFNDVTTR 67 78 30.3 25.0 28.8 2 2 0 1,539.6645
P_03 CD59 glycoprotein CD59_HUMAN 14,177 2 3 6 17.20% ENELTYYCCK 81 90 30.0 25.0 30.0 2 0 0 1,379.5607
Q_03 CD59 glycoprotein CD59_HUMAN 14,177 2 2 4 18.80% FEHCNFNDVTTR 67 78 42.4 25.0 42.4 2 0 0 1,539.6645
Q_03 CD59 glycoprotein CD59_HUMAN 14,177 2 2 4 18.80% LRENELTYYCCK 79 90 50.8 25.0 48.3 2 0 0 1,648.7459
A_06 CD9 antigen CD9_HUMAN 25,417 2 2 2 9.65% EVQEFYKDTYNK 120 131 22.4 25.3 13.1 1 0 0 1,563.7326
A_06 CD9 antigen CD9_HUMAN 25,417 2 2 2 9.65% KDVLETFTVK 170 179 24.8 26.4 7.5 1 0 0 1,179.6621
B_05 CD9 antigen CD9_HUMAN 25,417 2 2 3 4.39% KDVLETFTVK 170 179 38.3 25.4 26.5 2 0 0 1,179.6621
B_05 CD9 antigen CD9_HUMAN 25,417 2 2 3 4.39% DVLETFTVK 171 179 26.5 27.0 25.1 1 0 0 1,051.5671
B_06 CD9 antigen CD9_HUMAN 25,417 2 2 4 9.65% EVQEFYKDTYNK 120 131 32.8 25.4 1.2 2 0 0 1,563.7326
B_06 CD9 antigen CD9_HUMAN 25,417 2 2 4 9.65% KDVLETFTVK 170 179 39.2 26.4 23.7 2 0 0 1,179.6621
C_05 CD9 antigen CD9_HUMAN 25,417 4 5 7 9.65% EVQEFYK 120 126 18.9 25.0 6.2 1 0 0 942.4567
C_05 CD9 antigen CD9_HUMAN 25,417 4 5 7 9.65% EVQEFYKDTYNK 120 131 26.5 25.2 2.9 1 1 0 1,563.7326
C_05 CD9 antigen CD9_HUMAN 25,417 4 5 7 9.65% KDVLETFTVK 170 179 41.0 25.4 31.4 2 0 0 1,179.6621
C_05 CD9 antigen CD9_HUMAN 25,417 4 5 7 9.65% DVLETFTVK 171 179 32.1 27.0 29.7 2 0 0 1,051.5671
C_06 CD9 antigen CD9_HUMAN 25,417 2 2 4 9.21% EVQEFYKDTYNK 120 131 51.0 25.3 11.7 2 0 0 1,563.7326
C_06 CD9 antigen CD9_HUMAN 25,417 2 2 4 9.21% DVLETFTVK 171 179 23.1 27.0 11.4 2 0 0 1,051.5671
L_04 CD9 antigen CD9_HUMAN 25,417 2 2 3 9.65% EVQEFYKDTYNK 120 131 56.0 25.4 12.8 2 0 0 1,563.7326
L_04 CD9 antigen CD9_HUMAN 25,417 2 2 3 9.65% KDVLETFTVK 170 179 37.5 25.9 28.8 1 0 0 1,179.6621
Q_04 CD9 antigen CD9_HUMAN 25,417 2 2 3 9.65% EVQEFYKDTYNK 120 131 49.9 25.6 0.3 2 0 0 1,563.7326
Q_04 CD9 antigen CD9_HUMAN 25,417 2 2 3 9.65% KDVLETFTVK 170 179 36.2 25.6 26.6 1 0 0 1,179.6621
A_13 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 4 6.08% DVQMLQDAISK 313 323 64.7 27.2 51.6 2 0 0 1,263.6252
A_13 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 4 6.08% CIDSGLWVPNSK 336 347 45.8 26.8 33.7 2 0 0 1,375.6676
B_13 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 4 4 7 11.90% LKELEVAEGGK 68 78 37.1 28.2 35.9 2 0 0 1,172.6523
B_13 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 4 4 7 11.90% SMPWNVDTLSK 111 121 24.5 26.0 18.0 1 0 0 1,293.6145
B_13 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 4 4 7 11.90% DVQMLQDAISK 313 323 67.9 27.5 47.2 2 0 0 1,263.6252
B_13 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 4 4 7 11.90% CIDSGLWVPNSK 336 347 44.7 26.5 31.4 2 0 0 1,375.6676
C_13 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 4 4 6 13.00% LKELEVAEGGKAELER 68 83 18.5 27.0 2.5 0 1 0 1,770.9598
C_13 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 4 4 6 13.00% DVQMLQDAISK 313 323 34.1 27.2 21.3 2 0 0 1,263.6252
C_13 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 4 4 6 13.00% ASEAKEGEEAGPGDPLLEAVPK 348 369 60.2 27.3 56.2 0 2 0 2,194.0877
C_13 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 4 4 6 13.00% EGEEAGPGDPLLEAVPK 353 369 40.5 27.1 35.6 1 0 0 1,707.8439
F_15 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 4 6.08% DVQMLQDAISK 313 323 47.0 27.4 34.4 2 0 0 1,263.6252
F_15 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 4 6.08% CIDSGLWVPNSK 336 347 44.2 26.6 26.9 2 0 0 1,375.6676
H_12 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 4 6.08% DVQMLQDAISK 313 323 50.1 28.3 41.5 2 0 0 1,247.6302
H_12 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 4 6.08% CIDSGLWVPNSK 336 347 59.3 26.8 46.2 2 0 0 1,375.6676
H_13 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 4 7.67% CIDSGLWVPNSK 336 347 20.3 26.5 9.4 2 0 0 1,375.6676
H_13 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 4 7.67% EGEEAGPGDPLLEAVPK 353 369 33.4 27.5 29.7 2 0 0 1,707.8439
I_11 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 3 7.67% CIDSGLWVPNSK 336 347 39.0 26.6 29.9 2 0 0 1,375.6676
I_11 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 3 7.67% EGEEAGPGDPLLEAVPK 353 369 65.1 27.6 61.5 1 0 0 1,707.8439
J_12 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 4 7.67% CIDSGLWVPNSK 336 347 30.8 26.8 23.6 2 0 0 1,375.6676
J_12 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 4 7.67% EGEEAGPGDPLLEAVPK 353 369 67.8 27.6 64.8 2 0 0 1,707.8439
K_12 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 3 6.08% DVQMLQDAISK 313 323 41.3 27.6 30.5 1 0 0 1,263.6252
K_12 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 2 2 3 6.08% CIDSGLWVPNSK 336 347 51.0 26.8 37.7 2 0 0 1,375.6676
L_08 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 4 4 7 16.10% LKELEVAEGGKAELER 68 83 26.3 27.0 20.6 0 2 0 1,770.9598
L_08 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 4 4 7 16.10% SMPWNVDTLSK 111 121 29.2 26.3 24.9 1 0 0 1,293.6145
L_08 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 4 4 7 16.10% CIDSGLWVPNSK 336 347 45.2 26.7 28.7 2 0 0 1,375.6676
L_08 Hsp90 co‐chaperone Cdc37 CDC37_HUMAN 44,468 4 4 7 16.10% ASEAKEGEEAGPGDPLLEAVPK 348 369 57.5 27.1 56.3 0 2 0 2,194.0877
A_05 Cell division control protein 42 homolog CDC42_HUMAN 21,259 2 2 4 16.80% CVVVGDGAVGK 6 16 33.9 29.4 23.8 1 0 0 1,060.5457
A_05 Cell division control protein 42 homolog CDC42_HUMAN 21,259 2 2 4 16.80% TCLLISYTTNK 17 27 27.8 26.6 3.5 2 0 0 1,313.6771
A_05 Cell division control protein 42 homolog CDC42_HUMAN 21,259 2 2 4 16.80% YVECSALTQK 154 163 40.5 25.2 33.8 2 0 0 1,198.5773
C_04 Cell division control protein 42 homolog CDC42_HUMAN 21,259 2 2 3 11.00% TCLLISYTTNK 17 27 20.9 26.6 14.4 1 0 0 1,313.6771



C_04 Cell division control protein 42 homolog CDC42_HUMAN 21,259 2 2 3 11.00% YVECSALTQK 154 163 48.1 25.2 36.3 2 0 0 1,198.5773
M_04 Cell division control protein 42 homolog CDC42_HUMAN 21,259 2 2 3 16.80% CVVVGDGAVGK 6 16 36.7 29.4 16.6 1 0 0 1,060.5457
M_04 Cell division control protein 42 homolog CDC42_HUMAN 21,259 2 2 3 16.80% TCLLISYTTNK 17 27 24.0 26.7 12.7 1 0 0 1,313.6771
M_04 Cell division control protein 42 homolog CDC42_HUMAN 21,259 2 2 3 16.80% YVECSALTQK 154 163 28.4 25.8 16.3 2 0 0 1,198.5773
A_10 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 2 2 4 8.08% LESEEEGVPSTAIR 37 50 61.7 26.8 49.4 2 0 0 1,516.7490
A_10 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 2 2 4 8.08% SPEVLLGSAR 171 180 64.7 26.6 48.5 2 0 0 1,028.5735
B_10 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 3 3 6 12.50% IGEGTYGVVYK 10 20 86.6 26.8 50.8 2 0 0 1,185.6151
B_10 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 3 3 6 12.50% LESEEEGVPSTAIR 37 50 45.7 26.8 33.6 2 0 0 1,516.7490
B_10 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 3 3 6 12.50% DLKPQNLLIDDK 128 139 25.6 27.1 17.1 0 2 0 1,411.7795
C_09 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 2 2 3 8.75% LESEEEGVPSTAIR 37 50 30.3 26.5 23.5 1 0 0 1,516.7490
C_09 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 2 2 3 8.75% NLDENGLDLLSK 255 266 56.5 27.3 50.4 2 0 0 1,330.6851
C_10 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 2 2 3 7.07% IGEGTYGVVYK 10 20 43.8 27.2 18.7 1 0 0 1,185.6151
C_10 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 2 2 3 7.07% SPEVLLGSAR 171 180 30.5 26.8 11.6 2 0 0 1,028.5735
F_12 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 3 3 5 12.10% LESEEEGVPSTAIR 37 50 27.3 26.9 17.8 1 0 0 1,516.7490
F_12 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 3 3 5 12.10% SPEVLLGSAR 171 180 60.9 26.6 49.1 2 0 0 1,028.5735
F_12 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 3 3 5 12.10% NLDENGLDLLSK 255 266 65.2 27.7 35.4 2 0 0 1,330.6851
H_08 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 3 3 6 11.80% IGEGTYGVVYK 10 20 70.1 26.8 19.8 2 0 0 1,185.6151
H_08 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 3 3 6 11.80% LESEEEGVPSTAIR 37 50 36.3 27.0 31.7 2 0 0 1,516.7490
H_08 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 3 3 6 11.80% SPEVLLGSAR 171 180 39.5 26.1 35.8 2 0 0 1,028.5735
K_08 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 3 3 6 11.10% IGEGTYGVVYK 10 20 70.5 26.8 36.7 2 0 0 1,185.6151
K_08 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 3 3 6 11.10% SPEVLLGSAR 171 180 57.8 27.8 50.9 2 0 0 1,028.5735
K_08 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 3 3 6 11.10% NLDENGLDLLSK 255 266 51.0 28.0 36.4 2 0 0 1,330.6851
L_06 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 2 2 4 8.75% LESEEEGVPSTAIR 37 50 45.1 27.1 35.1 2 0 0 1,516.7490
L_06 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 2 2 4 8.75% NLDENGLDLLSK 255 266 60.0 28.0 40.9 2 0 0 1,330.6851
M_06 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 2 2 2 8.75% LESEEEGVPSTAIR 37 50 41.3 27.0 31.9 1 0 0 1,516.7490
M_06 Cyclin‐dependent kinase 1 CDK1_HUMAN 34,027 2 2 2 8.75% NLDENGLDLLSK 255 266 54.2 28.0 36.9 1 0 0 1,330.6851
A_04 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 4 8.91% SLDNFFAK 8 15 38.3 25.7 16.7 2 0 0 941.4727
A_04 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 4 8.91% AVTKDEDEWKELEQK 77 91 34.3 26.9 32.0 0 2 0 1,847.9024
B_08 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 2 6.20% SLDNFFAK 8 15 23.3 26.2 11.5 1 0 0 941.4727
B_08 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 2 6.20% EVDYSGLR 92 99 25.9 25.8 0.1 1 0 0 938.4578
B_09 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 3 6.20% SLDNFFAK 8 15 35.4 26.2 25.2 2 0 0 941.4727
B_09 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 3 6.20% EVDYSGLR 92 99 24.2 25.8 10.3 1 0 0 938.4578
B_11 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 4 8.53% EVDYSGLR 92 99 37.6 25.8 23.3 2 0 0 938.4578
B_11 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 4 8.53% LQLDNQYAVLENQK 238 251 85.4 28.2 74.6 2 0 0 1,675.8651
H_04 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 3 8.91% SLDNFFAK 8 15 31.8 25.7 22.3 1 0 0 941.4727
H_04 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 3 8.91% AVTKDEDEWKELEQK 77 91 28.4 26.9 20.4 0 2 0 1,847.9024
I_04 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 4 8.91% SLDNFFAK 8 15 30.4 26.3 26.0 2 0 0 941.4727
I_04 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 4 8.91% AVTKDEDEWKELEQK 77 91 26.8 27.1 22.5 0 2 0 1,847.9024
I_09 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 4 8.53% SLDNFFAK 8 15 45.2 25.7 27.1 2 0 0 941.4727
I_09 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 4 8.53% LQLDNQYAVLENQK 238 251 85.4 28.2 72.1 2 0 0 1,675.8651
J_09 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 4 8.53% SLDNFFAK 8 15 39.8 26.4 21.5 2 0 0 941.4727
J_09 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 4 8.53% LQLDNQYAVLENQK 238 251 76.2 27.9 64.5 2 0 0 1,675.8651
K_07 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 4 8.91% SLDNFFAK 8 15 45.2 25.7 31.4 2 0 0 941.4727
K_07 Protein CDV3 homolog CDV3_HUMAN 27,335 2 2 4 8.91% AVTKDEDEWKELEQK 77 91 29.9 27.1 29.9 0 2 0 1,847.9024
L_07 Protein CDV3 homolog CDV3_HUMAN 27,335 2 3 4 24.40% AASAAGAAGSAGGSSGAAGAAGGGAGAGTRPGDGGTASAGAAGPGAATK 28 76 153.0 25.0 142.0 0 1 1 3,669.7200
L_07 Protein CDV3 homolog CDV3_HUMAN 27,335 2 3 4 24.40% LQLDNQYAVLENQK 238 251 86.5 28.1 72.7 2 0 0 1,675.8651
A_24 Complement factor H CFAH_HUMAN 139,096 4 4 4 3.98% RPYFPVAVGK 342 351 22.4 27.2 11.5 1 0 0 1,133.6466
A_24 Complement factor H CFAH_HUMAN 139,096 4 4 4 3.98% LGYVTADGETSGSITCGK 479 496 55.4 25.0 55.4 1 0 0 1,815.8432
A_24 Complement factor H CFAH_HUMAN 139,096 4 4 4 3.98% WQSIPLCVEK 858 867 23.7 27.1 15.8 1 0 0 1,259.6454
A_24 Complement factor H CFAH_HUMAN 139,096 4 4 4 3.98% EIMENYNIALR 1172 1182 34.5 27.3 32.3 1 0 0 1,381.6781
A_25 Complement factor H CFAH_HUMAN 139,096 10 11 18 9.50% SPDVINGSPISQK 212 224 52.0 26.9 43.9 2 0 0 1,341.7010
A_25 Complement factor H CFAH_HUMAN 139,096 10 11 18 9.50% TGDEITYQCR 286 295 28.5 25.0 28.5 1 0 0 1,242.5421
A_25 Complement factor H CFAH_HUMAN 139,096 10 11 18 9.50% CTSTGWIPAPR 309 319 34.8 25.9 26.5 2 0 0 1,245.6046
A_25 Complement factor H CFAH_HUMAN 139,096 10 11 18 9.50% CTLKPCDYPDIK 320 331 22.8 25.5 14.8 0 2 0 1,509.7080
A_25 Complement factor H CFAH_HUMAN 139,096 10 11 18 9.50% SIDVACHPGYALPK 411 424 31.0 26.7 23.8 1 0 0 1,527.7626
A_25 Complement factor H CFAH_HUMAN 139,096 10 11 18 9.50% AQTTVTCMENGWSPTPR 425 441 57.4 25.0 52.5 1 0 0 1,951.8638
A_25 Complement factor H CFAH_HUMAN 139,096 10 11 18 9.50% NDFTWFK 521 527 27.1 25.0 21.1 1 0 0 957.4465
A_25 Complement factor H CFAH_HUMAN 139,096 10 11 18 9.50% SSNLIILEEHLK 755 766 32.3 25.9 21.0 2 2 0 1,395.7843
A_25 Complement factor H CFAH_HUMAN 139,096 10 11 18 9.50% LSYTCEGGFR 897 906 35.5 25.0 35.2 2 0 0 1,189.5307
A_25 Complement factor H CFAH_HUMAN 139,096 10 11 18 9.50% EIMENYNIALR 1172 1182 42.2 27.0 33.9 2 0 0 1,381.6781
B_24 Complement factor H CFAH_HUMAN 139,096 5 5 8 4.47% SPDVINGSPISQK 212 224 42.8 26.9 38.2 2 0 0 1,341.7010
B_24 Complement factor H CFAH_HUMAN 139,096 5 5 8 4.47% CTSTGWIPAPR 309 319 50.6 26.3 45.1 1 0 0 1,245.6046
B_24 Complement factor H CFAH_HUMAN 139,096 5 5 8 4.47% WQSIPLCVEK 858 867 23.1 27.2 17.1 1 0 0 1,259.6454
B_24 Complement factor H CFAH_HUMAN 139,096 5 5 8 4.47% LSYTCEGGFR 897 906 36.1 25.0 27.3 2 0 0 1,189.5307
B_24 Complement factor H CFAH_HUMAN 139,096 5 5 8 4.47% EIMENYNIALR 1172 1182 45.6 27.3 36.8 2 0 0 1,381.6781
B_25 Complement factor H CFAH_HUMAN 139,096 4 4 6 3.74% SPDVINGSPISQK 212 224 30.0 26.9 25.3 2 0 0 1,341.7010
B_25 Complement factor H CFAH_HUMAN 139,096 4 4 6 3.74% SSNLIILEEHLK 755 766 26.7 25.9 10.1 0 2 0 1,395.7843
B_25 Complement factor H CFAH_HUMAN 139,096 4 4 6 3.74% LSYTCEGGFR 897 906 32.2 25.0 28.9 1 0 0 1,189.5307
B_25 Complement factor H CFAH_HUMAN 139,096 4 4 6 3.74% EIMENYNIALR 1172 1182 46.5 27.0 37.5 1 0 0 1,381.6781
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% CLPVTAPENGK 146 156 20.2 25.7 19.4 1 0 0 1,185.5934
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% SPDVINGSPISQK 212 224 64.4 27.4 55.1 2 0 0 1,341.7010
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% CTSTGWIPAPR 309 319 48.0 26.1 40.1 2 0 0 1,245.6046
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% CTLKPCDYPDIK 320 331 29.5 25.5 24.4 0 2 0 1,509.7080
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% RPYFPVAVGK 342 351 24.5 26.5 16.5 1 0 0 1,133.6466
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% SIDVACHPGYALPK 411 424 49.2 26.9 49.0 2 0 0 1,527.7626
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% AQTTVTCMENGWSPTPR 425 441 51.5 25.0 41.6 2 0 0 1,951.8638
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% LGYVTADGETSGSITCGK 479 496 101.0 25.0 99.0 2 0 0 1,815.8432
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% SCDIPVFMNAR 508 518 22.7 25.0 18.5 1 0 0 1,325.5977
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% EQVQSCGPPPELLNGNVK 625 642 40.8 27.2 34.0 2 0 0 1,965.9701
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% SSNLIILEEHLK 755 766 51.3 25.8 47.6 2 0 0 1,395.7843
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% WQSIPLCVEK 858 867 21.2 27.2 14.3 1 0 0 1,259.6454
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% LSYTCEGGFR 897 906 47.5 25.0 40.3 2 0 0 1,189.5307
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% DTSCVNPPTVQNAYIVSR 1045 1062 44.0 27.1 33.7 2 0 0 2,020.9757
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% EIMENYNIALR 1172 1182 50.5 28.0 40.0 3 0 0 1,365.6831
C_25 Complement factor H CFAH_HUMAN 139,096 16 17 28 16.70% TGESVEFVCK 1193 1202 35.0 25.0 32.0 1 0 0 1,155.5351
H_21 Complement factor H CFAH_HUMAN 139,096 4 4 4 3.57% CTLKPCDYPDIK 320 331 17.6 25.6 2.6 0 1 0 1,509.7080
H_21 Complement factor H CFAH_HUMAN 139,096 4 4 4 3.57% RPYFPVAVGK 342 351 24.1 26.2 13.4 1 0 0 1,133.6466
H_21 Complement factor H CFAH_HUMAN 139,096 4 4 4 3.57% SSNLIILEEHLK 755 766 18.1 25.9 7.7 0 1 0 1,395.7843
H_21 Complement factor H CFAH_HUMAN 139,096 4 4 4 3.57% TGESVEFVCK 1193 1202 37.7 25.0 30.6 1 0 0 1,155.5351
I_20 Complement factor H CFAH_HUMAN 139,096 3 3 5 3.17% SPDVINGSPISQK 212 224 39.6 26.9 33.5 1 0 0 1,341.7010
I_20 Complement factor H CFAH_HUMAN 139,096 3 3 5 3.17% SSNLIILEEHLK 755 766 17.3 25.9 6.2 0 2 0 1,395.7843
I_20 Complement factor H CFAH_HUMAN 139,096 3 3 5 3.17% AGEQVTYTCATYYK 1010 1023 36.8 25.0 36.8 2 0 0 1,654.7418
I_21 Complement factor H CFAH_HUMAN 139,096 4 4 5 4.06% SPDVINGSPISQK 212 224 32.1 26.9 27.9 1 0 0 1,341.7010
I_21 Complement factor H CFAH_HUMAN 139,096 4 4 5 4.06% CTLKPCDYPDIK 320 331 21.2 25.7 13.4 0 1 0 1,509.7080
I_21 Complement factor H CFAH_HUMAN 139,096 4 4 5 4.06% SSNLIILEEHLK 755 766 31.2 25.9 13.7 0 2 0 1,395.7843
I_21 Complement factor H CFAH_HUMAN 139,096 4 4 5 4.06% WSSPPQCEGLPCK 920 932 25.2 25.0 21.0 1 0 0 1,545.6827
J_21 Complement factor H CFAH_HUMAN 139,096 2 2 3 2.03% CTLKPCDYPDIK 320 331 18.6 26.2 10.2 0 1 0 1,509.7080
J_21 Complement factor H CFAH_HUMAN 139,096 2 2 3 2.03% WSSPPQCEGLPCK 920 932 36.0 25.0 18.5 2 0 0 1,545.6827
B_11 Complement factor I CFAI_HUMAN 65,750 2 2 2 3.09% IVIEYVDR 407 414 27.8 27.1 14.9 1 0 0 1,006.5568
B_11 Complement factor I CFAI_HUMAN 65,750 2 2 2 3.09% VFSLQWGEVK 481 490 30.9 27.3 10.0 1 0 0 1,192.6361
A_07 Uncharacterized protein C7orf50 CG050_HUMAN 22,084 2 2 2 17.50% ASAEGPLLGPEAAPSGEGAGSK 22 43 37.6 26.8 37.6 1 0 0 1,952.9562
A_07 Uncharacterized protein C7orf50 CG050_HUMAN 22,084 2 2 2 17.50% SGAELALDYLCR 97 108 32.1 25.7 27.1 1 0 0 1,367.6625
B_07 Uncharacterized protein C7orf50 CG050_HUMAN 22,084 2 2 4 17.50% ASAEGPLLGPEAAPSGEGAGSK 22 43 29.4 26.8 27.5 2 0 0 1,952.9562
B_07 Uncharacterized protein C7orf50 CG050_HUMAN 22,084 2 2 4 17.50% SGAELALDYLCR 97 108 35.0 25.6 24.2 2 0 0 1,367.6625
A_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 5 5 9 47.10% KFLPLFDR 8 15 44.9 25.2 32.0 2 0 0 1,035.5987
A_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 5 5 9 47.10% SQGKVLQATVVAVGSGSK 37 54 37.4 25.3 37.4 0 2 0 1,715.9651
A_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 5 5 9 47.10% VLQATVVAVGSGSK 41 54 107.0 26.9 100.0 2 0 0 1,315.7580
A_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 5 5 9 47.10% GGEIQPVSVK 57 66 26.8 25.0 15.6 2 0 0 1,013.5627
A_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 5 5 9 47.10% VVLDDKDYFLFR 81 92 21.8 28.3 15.8 0 1 0 1,529.8000
B_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 4 23.50% VLQATVVAVGSGSK 41 54 93.3 26.5 90.0 2 0 0 1,315.7580
B_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 4 23.50% GGEIQPVSVK 57 66 46.9 25.0 41.3 2 0 0 1,013.5627
B_03 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 8 41.20% KFLPLFDR 8 15 33.0 25.6 8.6 2 0 0 1,035.5987



B_03 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 8 41.20% VLQATVVAVGSGSK 41 54 109.0 26.9 103.0 2 0 0 1,315.7580
B_03 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 8 41.20% GGEIQPVSVK 57 66 34.7 25.0 27.7 2 0 0 1,013.5627
B_03 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 8 41.20% VLLPEYGGTK 71 80 35.7 27.8 28.0 2 0 0 1,076.5988
C_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 3 3 10 33.30% VLQATVVAVGSGSK 41 54 75.1 26.7 68.1 4 0 0 1,315.7580
C_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 3 3 10 33.30% GGEIQPVSVK 57 66 51.4 25.0 39.7 4 0 0 1,013.5627
C_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 3 3 10 33.30% DGDILGKYVD 93 102 49.4 26.2 44.8 2 0 0 1,094.5367
C_03 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 7 41.20% KFLPLFDR 8 15 26.2 25.6 12.1 2 0 0 1,035.5987
C_03 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 7 41.20% VLQATVVAVGSGSK 41 54 116.0 26.9 110.0 2 0 0 1,315.7580
C_03 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 7 41.20% GGEIQPVSVK 57 66 36.2 25.0 29.4 2 0 0 1,013.5627
C_03 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 7 41.20% VLLPEYGGTK 71 80 36.5 27.7 24.8 1 0 0 1,076.5988
D_03 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 4 23.50% VLQATVVAVGSGSK 41 54 87.4 26.5 84.2 2 0 0 1,315.7580
D_03 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 4 23.50% GGEIQPVSVK 57 66 49.3 25.0 41.5 2 0 0 1,013.5627
D_04 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 5 35.30% VLQATVVAVGSGSK 41 54 89.4 26.6 77.4 2 0 0 1,315.7580
D_04 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 5 35.30% GKGGEIQPVSVK 55 66 25.2 26.6 20.2 1 0 0 1,198.6792
D_04 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 5 35.30% GGEIQPVSVK 57 66 48.8 25.0 38.0 1 0 0 1,013.5627
D_04 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 5 35.30% DGDILGKYVD 93 102 21.9 26.3 18.5 1 0 0 1,094.5367
E_04 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 6 35.30% VLQATVVAVGSGSK 41 54 79.3 26.5 79.3 2 0 0 1,315.7580
E_04 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 6 35.30% GKGGEIQPVSVK 55 66 26.8 26.6 16.6 1 0 0 1,198.6792
E_04 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 6 35.30% GGEIQPVSVK 57 66 35.3 25.0 31.2 2 0 0 1,013.5627
E_04 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 6 35.30% DGDILGKYVD 93 102 21.7 26.3 18.4 1 0 0 1,094.5367
F_03 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 3 23.50% VLQATVVAVGSGSK 41 54 79.0 26.7 79.0 2 0 0 1,315.7580
F_03 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 3 23.50% VLLPEYGGTK 71 80 26.5 27.4 18.7 1 0 0 1,076.5988
F_04 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 4 21.60% KFLPLFDR 8 15 44.7 25.2 32.0 2 0 0 1,035.5987
F_04 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 4 21.60% VLQATVVAVGSGSK 41 54 101.0 26.7 92.5 2 0 0 1,315.7580
G_04 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 4 23.50% VLQATVVAVGSGSK 41 54 96.8 25.9 91.4 2 0 0 1,315.7580
G_04 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 4 23.50% VLLPEYGGTK 71 80 26.0 27.3 20.0 2 0 0 1,076.5988
H_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 3 23.50% VLQATVVAVGSGSK 41 54 56.0 26.7 52.7 2 0 0 1,315.7580
H_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 3 23.50% VLLPEYGGTK 71 80 37.5 27.2 30.4 1 0 0 1,076.5988
I_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 5 7 21.60% KFLPLFDR 8 15 26.9 25.2 11.9 2 0 0 1,035.5987
I_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 5 7 21.60% FLPLFDR 9 15 26.6 28.1 11.9 1 0 0 907.5037
I_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 5 7 21.60% VGDKVLLPEYGGTK 67 80 37.3 26.7 37.3 1 1 0 1,475.8107
I_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 5 7 21.60% VLLPEYGGTK 71 80 48.9 27.2 35.3 2 0 0 1,076.5988
J_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 4 23.50% VLQATVVAVGSGSK 41 54 78.6 25.7 76.4 2 0 0 1,315.7580
J_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 4 23.50% VLLPEYGGTK 71 80 30.8 27.8 12.8 2 0 0 1,076.5988
K_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 3 3 6 33.30% VLQATVVAVGSGSK 41 54 40.0 25.9 35.2 2 0 0 1,315.7580
K_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 3 3 6 33.30% VLLPEYGGTK 71 80 25.4 27.3 8.0 2 0 0 1,076.5988
K_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 3 3 6 33.30% DGDILGKYVD 93 102 29.3 27.0 29.3 2 0 0 1,094.5367
L_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 3 21.60% KFLPLFDR 8 15 25.3 25.3 8.7 1 0 0 1,035.5987
L_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 3 21.60% VLQATVVAVGSGSK 41 54 120.0 25.9 113.0 2 0 0 1,315.7580
M_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 3 3 5 31.40% KFLPLFDR 8 15 29.3 25.4 18.7 1 0 0 1,035.5987
M_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 3 3 5 31.40% VLQATVVAVGSGSK 41 54 87.5 25.9 81.9 2 0 0 1,315.7580
M_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 3 3 5 31.40% DGDILGKYVD 93 102 33.0 27.3 18.4 2 0 0 1,094.5367
O_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 7 41.20% KFLPLFDR 8 15 20.1 25.3 5.2 1 0 0 1,035.5987
O_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 7 41.20% VLQATVVAVGSGSK 41 54 81.4 26.2 76.0 2 0 0 1,315.7580
O_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 7 41.20% GGEIQPVSVK 57 66 38.6 25.8 4.5 2 0 0 1,013.5627
O_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 4 4 7 41.20% DGDILGKYVD 93 102 22.2 27.3 17.4 2 0 0 1,094.5367
P_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 3 23.50% VLQATVVAVGSGSK 41 54 111.0 25.7 103.0 2 0 0 1,315.7580
P_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 2 2 3 23.50% GGEIQPVSVK 57 66 25.2 25.7 12.0 1 0 0 1,013.5627
Q_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 3 3 5 31.40% KFLPLFDR 8 15 23.3 25.3 6.8 1 0 0 1,035.5987
Q_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 3 3 5 31.40% VLQATVVAVGSGSK 41 54 109.0 25.8 102.0 2 0 0 1,315.7580
Q_02 10 kDa heat shock protein, mitochondrial CH10_HUMAN 10,932 3 3 5 31.40% GGEIQPVSVK 57 66 27.0 25.6 3.2 2 0 0 1,013.5627
A_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 11 12 21 26.50% TVIIEQSWGSPK 61 72 70.4 27.8 49.9 2 0 0 1,344.7159
A_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 11 12 21 26.50% LVQDVANNTNEEAGDGTTTATVLAR 97 121 58.8 26.8 48.3 0 2 0 2,560.2487
A_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 11 12 21 26.50% EIGNIISDAMK 181 191 30.1 28.8 24.2 1 0 0 1,190.6087
A_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 11 12 21 26.50% TLNDELEIIEGMK 206 218 62.1 28.4 59.2 2 0 0 1,520.7516
A_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 11 12 21 26.50% VGEVIVTKDDAMLLK 345 359 53.0 27.3 43.9 2 1 0 1,646.9037
A_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 11 12 21 26.50% LSDGVAVLK 397 405 64.0 27.0 42.2 2 0 0 901.5354
A_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 11 12 21 26.50% VGGTSDVEVNEK 406 417 28.7 27.1 22.4 1 0 0 1,233.5958
A_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 11 12 21 26.50% CIPALDSLTPANEDQK 447 462 72.5 26.6 66.8 2 0 0 1,771.8534
A_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 11 12 21 26.50% IGIEIIKR 463 470 56.8 25.0 29.3 2 0 0 941.6144
A_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 11 12 21 26.50% NAGVEGSLIVEK 482 493 67.8 28.6 52.0 2 0 0 1,215.6580
A_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 11 12 21 26.50% DPGMGAMGGMGGGMGGGMF 555 573 63.5 25.0 63.5 2 0 0 1,754.5952
A_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 5 5 9 10.60% TVIIEQSWGSPK 61 72 64.3 28.3 52.3 2 0 0 1,344.7159
A_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 5 5 9 10.60% GYISPYFINTSK 222 233 26.8 28.7 22.3 1 0 0 1,389.7049
A_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 5 5 9 10.60% VGLQVVAVK 293 301 63.1 25.0 45.4 2 0 0 912.5877
A_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 5 5 9 10.60% CIPALDSLTPANEDQK 447 462 48.3 26.8 47.2 2 0 0 1,771.8534
A_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 5 5 9 10.60% NAGVEGSLIVEK 482 493 45.1 27.7 32.9 2 0 0 1,215.6580
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% TVIIEQSWGSPK 61 72 65.7 28.3 48.1 2 0 0 1,344.7159
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% LVQDVANNTNEEAGDGTTTATVLAR 97 121 63.9 27.1 59.5 0 2 0 2,560.2487
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% EIGNIISDAMK 181 191 32.1 28.9 28.9 1 0 0 1,206.6037
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% TLNDELEIIEGMK 206 218 62.9 28.2 61.2 2 0 0 1,520.7516
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% GYISPYFINTSK 222 233 27.3 28.6 26.7 1 0 0 1,389.7049
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% LKVGLQVVAVK 291 301 26.6 25.0 15.2 2 0 0 1,153.7668
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% VGLQVVAVK 293 301 69.4 25.0 48.1 2 0 0 912.5877
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% VGEVIVTKDDAMLLK 345 359 50.8 26.9 40.8 2 2 0 1,646.9037
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% LSDGVAVLK 397 405 46.5 26.1 32.2 2 0 0 901.5354
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% VGGTSDVEVNEK 406 417 31.1 27.1 26.2 1 0 0 1,233.5958
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% VTDALNATR 421 429 31.6 28.7 21.5 1 0 0 960.5109
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% CIPALDSLTPANEDQK 447 462 57.3 27.0 50.2 2 1 0 1,771.8534
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% IGIEIIKR 463 470 53.9 25.0 28.4 2 0 0 941.6144
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% NAGVEGSLIVEK 482 493 56.8 28.6 30.5 2 0 0 1,215.6580
B_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 15 17 29 32.10% DPGMGAMGGMGGGMGGGMF 555 573 49.1 25.0 49.1 2 0 0 1,754.5952
B_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 15.00% TVIIEQSWGSPK 61 72 65.5 27.8 56.1 2 0 0 1,344.7159
B_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 15.00% LVQDVANNTNEEAGDGTTTATVLAR 97 121 53.9 26.8 49.8 0 1 0 2,560.2487
B_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 15.00% GYISPYFINTSK 222 233 54.9 28.7 51.9 2 0 0 1,389.7049
B_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 15.00% VGLQVVAVK 293 301 58.3 25.0 49.0 2 0 0 912.5877
B_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 15.00% CIPALDSLTPANEDQK 447 462 69.3 26.8 58.3 2 0 0 1,771.8534
B_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 15.00% NAGVEGSLIVEK 482 493 56.3 28.6 38.5 2 0 0 1,215.6580
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% TVIIEQSWGSPK 61 72 60.6 28.7 46.7 2 0 0 1,344.7159
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% LVQDVANNTNEEAGDGTTTATVLAR 97 121 64.5 26.8 62.6 0 2 0 2,560.2487
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% EIGNIISDAMK 181 191 33.4 28.6 20.8 3 0 0 1,190.6087
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% TLNDELEIIEGMK 206 218 46.1 28.2 37.6 2 0 0 1,520.7516
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% ISSIQSIVPALEIANAHR 251 268 43.8 25.2 40.6 0 2 0 1,919.0709
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% LKVGLQVVAVK 291 301 45.9 25.0 29.6 2 0 0 1,153.7668
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% VGLQVVAVKAPGFGDNR 293 309 34.7 25.8 29.4 0 2 0 1,726.9600
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% VGEVIVTKDDAMLLK 345 359 68.0 27.3 61.1 4 3 0 1,646.9037
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% LSDGVAVLK 397 405 69.9 27.0 49.2 2 0 0 901.5354
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% VGGTSDVEVNEK 406 417 25.8 26.7 18.7 2 0 0 1,233.5958
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% VTDALNATR 421 429 57.6 28.7 46.0 1 0 0 960.5109
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% AAVEEGIVLGGGCALLR 430 446 58.6 27.5 43.0 1 0 0 1,684.9053
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% CIPALDSLTPANEDQK 447 462 61.0 26.6 55.9 2 1 0 1,771.8534
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% IGIEIIKR 463 470 54.6 25.0 28.5 2 0 0 941.6144
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% TLKIPAMTIAK 471 481 30.6 25.0 10.7 2 0 0 1,202.7180
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% NAGVEGSLIVEK 482 493 56.1 28.5 31.0 1 0 0 1,215.6580
C_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 17 22 38 39.40% DPGMGAMGGMGGGMGGGMF 555 573 65.0 25.0 65.0 2 0 0 1,754.5952
C_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 8 14 19.00% TVIIEQSWGSPK 61 72 58.2 28.3 47.2 2 0 0 1,344.7159
C_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 8 14 19.00% LVQDVANNTNEEAGDGTTTATVLAR 97 121 65.1 26.8 60.3 0 2 0 2,560.2487
C_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 8 14 19.00% VGLQVVAVK 293 301 46.4 25.0 40.7 2 0 0 912.5877
C_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 8 14 19.00% VGEVIVTKDDAMLLK 345 359 54.8 27.3 51.0 2 0 0 1,646.9037
C_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 8 14 19.00% LSDGVAVLK 397 405 31.0 27.0 14.3 2 0 0 901.5354
C_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 8 14 19.00% CIPALDSLTPANEDQK 447 462 75.5 26.6 70.0 2 0 0 1,771.8534
C_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 8 14 19.00% TLKIPAMTIAK 471 481 22.9 25.0 0.0 1 0 0 1,202.7180



C_17 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 8 14 19.00% NAGVEGSLIVEK 482 493 36.0 28.6 25.6 1 0 0 1,215.6580
C_18 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 2 2 2 4.19% TVIIEQSWGSPK 61 72 32.3 27.8 22.2 1 0 0 1,344.7159
C_18 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 2 2 2 4.19% NAGVEGSLIVEK 482 493 37.4 28.6 18.4 1 0 0 1,215.6580
D_22 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 14.80% TVIIEQSWGSPK 61 72 61.7 28.7 54.0 2 0 0 1,344.7159
D_22 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 14.80% LVQDVANNTNEEAGDGTTTATVLAR 97 121 57.4 26.8 52.2 0 2 0 2,560.2487
D_22 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 14.80% GYISPYFINTSK 222 233 66.6 27.7 57.3 2 0 0 1,389.7049
D_22 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 14.80% VGLQVVAVK 293 301 59.8 25.0 49.5 2 0 0 912.5877
D_22 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 14.80% VGEVIVTKDDAMLLK 345 359 29.9 27.3 22.1 0 1 0 1,646.9037
D_22 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 14.80% NAGVEGSLIVEK 482 493 51.9 28.5 39.6 2 0 0 1,215.6580
D_23 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 7 11 16.90% TVIIEQSWGSPK 61 72 75.5 28.6 64.2 2 0 0 1,344.7159
D_23 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 7 11 16.90% LVQDVANNTNEEAGDGTTTATVLAR 97 121 53.3 26.8 44.9 0 2 0 2,560.2487
D_23 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 7 11 16.90% EIGNIISDAMK 181 191 24.8 28.5 17.3 1 0 0 1,206.6037
D_23 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 7 11 16.90% GYISPYFINTSK 222 233 42.6 28.2 37.7 2 0 0 1,389.7049
D_23 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 7 11 16.90% AAVEEGIVLGGGCALLR 430 446 55.9 27.2 43.5 1 0 0 1,684.9053
D_23 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 7 11 16.90% IGIEIIKR 463 470 21.4 25.0 2.2 1 0 0 941.6144
D_23 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 7 11 16.90% NAGVEGSLIVEK 482 493 58.0 28.6 43.0 2 0 0 1,215.6580
D_29 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 2 2 2 3.66% VGLQVVAVK 293 301 34.3 25.0 29.2 1 0 0 912.5877
D_29 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 2 2 2 3.66% NAGVEGSLIVEK 482 493 23.6 28.5 12.1 1 0 0 1,215.6580
E_23 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 3 3 4 8.55% TVIIEQSWGSPK 61 72 37.8 28.4 25.7 1 0 0 1,344.7159
E_23 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 3 3 4 8.55% LVQDVANNTNEEAGDGTTTATVLAR 97 121 38.7 26.8 32.3 0 1 0 2,560.2487
E_23 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 3 3 4 8.55% NAGVEGSLIVEK 482 493 44.0 27.7 28.8 2 0 0 1,215.6580
F_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 8 14 17.50% TVIIEQSWGSPK 61 72 58.7 27.8 50.2 2 0 0 1,344.7159
F_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 8 14 17.50% LVQDVANNTNEEAGDGTTTATVLAR 97 121 59.8 26.8 52.8 0 2 0 2,560.2487
F_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 8 14 17.50% TLNDELEIIEGMK 206 218 52.5 28.3 52.5 2 0 0 1,520.7516
F_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 8 14 17.50% LKVGLQVVAVK 291 301 53.0 25.0 38.3 2 0 0 1,153.7668
F_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 8 14 17.50% VGEVIVTKDDAMLLK 345 359 30.2 26.6 28.6 1 1 0 1,630.9087
F_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 8 14 17.50% CIPALDSLTPANEDQK 447 462 75.4 26.7 70.2 2 0 0 1,771.8534
F_16 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 7 8 14 17.50% IGIEIIKR 463 470 49.4 25.0 27.5 2 0 0 941.6144
H_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 10 12 18 25.50% TVIIEQSWGSPK 61 72 60.2 27.8 52.5 2 0 0 1,344.7159
H_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 10 12 18 25.50% LVQDVANNTNEEAGDGTTTATVLAR 97 121 74.6 26.8 65.5 0 2 0 2,560.2487
H_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 10 12 18 25.50% GYISPYFINTSK 222 233 51.1 28.6 40.5 2 0 0 1,389.7049
H_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 10 12 18 25.50% CEFQDAYVLLSEKK 237 250 21.3 27.3 19.0 0 1 0 1,729.8467
H_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 10 12 18 25.50% ISSIQSIVPALEIANAHR 251 268 32.4 25.0 32.4 0 1 0 1,919.0709
H_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 10 12 18 25.50% VGLQVVAVK 293 301 53.7 25.0 37.8 2 0 0 912.5877
H_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 10 12 18 25.50% VGEVIVTKDDAMLLK 345 359 25.4 26.0 16.0 0 2 0 1,630.9087
H_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 10 12 18 25.50% AAVEEGIVLGGGCALLR 430 446 55.1 27.5 44.6 1 0 0 1,684.9053
H_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 10 12 18 25.50% CIPALDSLTPANEDQK 447 462 63.1 26.6 61.2 2 1 0 1,771.8534
H_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 10 12 18 25.50% IGIEIIKR 463 470 47.2 25.0 27.0 2 0 0 941.6144
I_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 5 7 11 14.00% TVIIEQSWGSPK 61 72 62.8 28.2 50.5 2 0 0 1,344.7159
I_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 5 7 11 14.00% LVQDVANNTNEEAGDGTTTATVLAR 97 121 53.5 26.8 50.5 0 2 0 2,560.2487
I_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 5 7 11 14.00% GYISPYFINTSK 222 233 51.2 28.7 47.5 2 0 0 1,389.7049
I_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 5 7 11 14.00% VGEVIVTKDDAMLLK 345 359 32.2 26.9 26.8 1 1 0 1,646.9037
I_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 5 7 11 14.00% CIPALDSLTPANEDQK 447 462 54.7 26.7 44.7 2 1 0 1,771.8534
J_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 4 7 10.80% TVIIEQSWGSPK 61 72 55.6 27.9 47.2 2 0 0 1,344.7159
J_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 4 7 10.80% LVQDVANNTNEEAGDGTTTATVLAR 97 121 47.5 27.1 43.2 0 1 0 2,560.2487
J_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 4 7 10.80% VGLQVVAVK 293 301 66.1 25.0 51.6 2 0 0 912.5877
J_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 4 7 10.80% CIPALDSLTPANEDQK 447 462 63.3 27.0 54.2 2 0 0 1,771.8534
K_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 13.30% TVIIEQSWGSPK 61 72 67.8 28.3 55.6 2 0 0 1,344.7159
K_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 13.30% LVQDVANNTNEEAGDGTTTATVLAR 97 121 64.1 27.1 60.0 0 2 0 2,560.2487
K_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 13.30% LKVGLQVVAVK 291 301 26.4 25.0 16.1 1 0 0 1,153.7668
K_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 13.30% VGLQVVAVK 293 301 58.4 25.0 49.3 2 0 0 912.5877
K_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 13.30% CIPALDSLTPANEDQK 447 462 79.9 26.7 72.3 2 0 0 1,771.8534
K_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 6 11 13.30% NAGVEGSLIVEK 482 493 43.0 28.0 30.3 2 0 0 1,215.6580
L_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 10 18 19.70% TVIIEQSWGSPK 61 72 62.8 27.9 51.4 2 0 0 1,344.7159
L_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 10 18 19.70% LVQDVANNTNEEAGDGTTTATVLAR 97 121 150.0 27.1 148.0 2 2 0 2,560.2487
L_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 10 18 19.70% LKVGLQVVAVK 291 301 33.1 25.0 20.0 2 0 0 1,153.7668
L_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 10 18 19.70% VGEVIVTKDDAMLLK 345 359 26.9 26.8 26.1 0 2 0 1,646.9037
L_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 10 18 19.70% LSDGVAVLK 397 405 52.8 28.7 33.0 2 0 0 901.5354
L_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 10 18 19.70% AAVEEGIVLGGGCALLR 430 446 103.0 27.2 91.7 2 1 0 1,684.9053
L_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 10 18 19.70% CIPALDSLTPANEDQK 447 462 65.7 26.9 64.1 1 0 0 1,771.8534
L_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 8 10 18 19.70% IGIEIIKR 463 470 43.5 25.0 23.8 2 0 0 941.6144
L_10 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 5 9 10.10% TVIIEQSWGSPK 61 72 50.4 28.1 43.2 2 0 0 1,344.7159
L_10 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 5 9 10.10% LVQDVANNTNEEAGDGTTTATVLAR 97 121 114.0 27.2 110.0 1 2 0 2,560.2487
L_10 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 5 9 10.10% LSDGVAVLK 397 405 57.1 28.3 39.9 2 0 0 901.5354
L_10 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 5 9 10.10% NAGVEGSLIVEK 482 493 52.4 28.4 30.4 2 0 0 1,215.6580
N_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 7 13 11.70% TVIIEQSWGSPK 61 72 63.1 27.8 47.3 2 0 0 1,344.7159
N_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 7 13 11.70% LVQDVANNTNEEAGDGTTTATVLAR 97 121 115.0 27.2 110.0 2 2 0 2,560.2487
N_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 7 13 11.70% EIGNIISDAMK 181 191 27.0 28.4 20.3 2 0 0 1,206.6037
N_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 7 13 11.70% LKVGLQVVAVK 291 301 33.2 25.0 17.2 2 0 0 1,153.7668
N_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 7 13 11.70% VGLQVVAVK 293 301 56.0 25.0 45.5 1 0 0 912.5877
N_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 7 13 11.70% IGIEIIKR 463 470 18.7 25.0 11.5 2 0 0 941.6144
N_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 2 2 3 4.19% TVIIEQSWGSPK 61 72 35.7 28.2 19.2 1 0 0 1,344.7159
N_14 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 2 2 3 4.19% NAGVEGSLIVEK 482 493 41.2 28.6 15.2 2 0 0 1,215.6580
N_15 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 2 2 4 4.19% TVIIEQSWGSPK 61 72 36.4 28.2 25.7 2 0 0 1,344.7159
N_15 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 2 2 4 4.19% NAGVEGSLIVEK 482 493 49.4 28.6 30.0 2 0 0 1,215.6580
O_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 5 9 11.00% TVIIEQSWGSPK 61 72 62.4 27.9 51.7 2 0 0 1,344.7159
O_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 5 9 11.00% LVQDVANNTNEEAGDGTTTATVLAR 97 121 137.0 27.3 137.0 2 1 0 2,560.2487
O_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 5 9 11.00% VGLQVVAVK 293 301 52.5 25.0 41.8 2 0 0 912.5877
O_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 5 9 11.00% AAVEEGIVLGGGCALLR 430 446 87.0 26.9 77.5 2 0 0 1,684.9053
P_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 4 6 8.38% TVIIEQSWGSPK 61 72 51.5 28.2 42.9 2 0 0 1,344.7159
P_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 4 6 8.38% LVQDVANNTNEEAGDGTTTATVLAR 97 121 59.1 27.1 54.8 0 2 0 2,560.2487
P_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 4 6 8.38% LKVGLQVVAVK 291 301 34.1 25.0 21.6 1 0 0 1,153.7668
P_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 4 4 6 8.38% VGLQVVAVK 293 301 52.4 25.0 44.0 1 0 0 912.5877
Q_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 7 10 15.20% TVIIEQSWGSPK 61 72 68.5 28.2 61.2 2 0 0 1,344.7159
Q_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 7 10 15.20% LVQDVANNTNEEAGDGTTTATVLAR 97 121 134.0 27.5 134.0 2 2 0 2,560.2487
Q_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 7 10 15.20% EIGNIISDAMK 181 191 26.8 28.6 20.6 1 0 0 1,206.6037
Q_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 7 10 15.20% LKVGLQVVAVK 291 301 23.5 25.0 8.3 1 0 0 1,153.7668
Q_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 7 10 15.20% CIPALDSLTPANEDQK 447 462 54.3 27.0 50.4 1 0 0 1,771.8534
Q_09 60 kDa heat shock protein, mitochondrial CH60_HUMAN 61,056 6 7 10 15.20% NAGVEGSLIVEK 482 493 25.6 28.5 18.5 1 0 0 1,215.6580
A_05 Coiled‐coil‐helix‐coiled‐coil‐helix domain‐containing protein 2, mitochondrial CHCH2_HUMAN 15,512 2 2 3 15.20% QFLECAQNQGDIK 120 132 55.0 25.9 38.0 2 0 0 1,550.7270
A_05 Coiled‐coil‐helix‐coiled‐coil‐helix domain‐containing protein 2, mitochondrial CHCH2_HUMAN 15,512 2 2 3 15.20% LCEGFNEVLK 133 142 24.1 26.7 16.5 1 0 0 1,208.5981
H_02 Coiled‐coil‐helix‐coiled‐coil‐helix domain‐containing protein 7 CHCH7_BOVIN 9,799 3 3 5 31.80% LRDPDVNPCLSESDASTR 8 25 44.5 25.0 37.8 0 2 0 2,031.9402
H_02 Coiled‐coil‐helix‐coiled‐coil‐helix domain‐containing protein 7 CHCH7_BOVIN 9,799 3 3 5 31.80% DPDVNPCLSESDASTR 10 25 27.1 25.0 27.1 1 0 0 1,762.7550
H_02 Coiled‐coil‐helix‐coiled‐coil‐helix domain‐containing protein 7 CHCH7_BOVIN 9,799 3 3 5 31.80% DEILGGLGK 74 82 30.2 27.0 20.9 2 0 0 901.4992
I_02 Coiled‐coil‐helix‐coiled‐coil‐helix domain‐containing protein 7 CHCH7_BOVIN 9,799 3 3 4 22.40% RLRDPDVNPCLSESDASTR 7 25 26.6 27.1 24.6 0 1 0 2,188.0413
I_02 Coiled‐coil‐helix‐coiled‐coil‐helix domain‐containing protein 7 CHCH7_BOVIN 9,799 3 3 4 22.40% LRDPDVNPCLSESDASTR 8 25 53.8 25.2 47.6 0 2 0 2,031.9402
I_02 Coiled‐coil‐helix‐coiled‐coil‐helix domain‐containing protein 7 CHCH7_BOVIN 9,799 3 3 4 22.40% DPDVNPCLSESDASTR 10 25 35.1 25.0 30.9 1 0 0 1,762.7550
K_02 Coiled‐coil‐helix‐coiled‐coil‐helix domain‐containing protein 7 CHCH7_BOVIN 9,799 2 2 3 21.20% LRDPDVNPCLSESDASTR 8 25 49.8 25.1 45.8 0 2 0 2,031.9402
K_02 Coiled‐coil‐helix‐coiled‐coil‐helix domain‐containing protein 7 CHCH7_BOVIN 9,799 2 2 3 21.20% DPDVNPCLSESDASTR 10 25 30.9 25.0 30.9 1 0 0 1,762.7550
D_15 Charged multivesicular body protein 4a CHM4A_HUMAN 25,099 2 2 3 13.50% EAIENATTNAEVLR 91 104 45.7 27.8 35.6 2 0 0 1,530.7758
D_15 Charged multivesicular body protein 4a CHM4A_HUMAN 25,099 2 2 3 13.50% LPSVPSTHLPAGPAPK 191 206 18.7 25.8 15.5 0 1 0 1,568.8797
K_08 Charged multivesicular body protein 4a CHM4A_HUMAN 25,099 2 2 3 13.50% EAIENATTNAEVLR 91 104 75.9 27.8 63.9 2 0 0 1,530.7758
K_08 Charged multivesicular body protein 4a CHM4A_HUMAN 25,099 2 2 3 13.50% LPSVPSTHLPAGPAPK 191 206 18.0 25.0 18.0 0 1 0 1,568.8797
Q_06 Charged multivesicular body protein 4a CHM4A_HUMAN 25,099 2 2 3 13.50% EAIENATTNAEVLR 91 104 72.8 27.6 65.1 2 0 0 1,530.7758
Q_06 Charged multivesicular body protein 4a CHM4A_HUMAN 25,099 2 2 3 13.50% LPSVPSTHLPAGPAPK 191 206 16.6 25.0 14.8 0 1 0 1,568.8797
A_10 Charged multivesicular body protein 4b CHM4B_HUMAN 24,951 2 2 4 11.20% GGPTPQEAIQR 18 28 49.6 27.4 37.7 2 0 0 1,153.5962
A_10 Charged multivesicular body protein 4b CHM4B_HUMAN 24,951 2 2 4 11.20% EALENANTNTEVLK 94 107 73.5 27.7 65.6 2 0 0 1,545.7755
B_10 Charged multivesicular body protein 4b CHM4B_HUMAN 24,951 2 2 3 11.20% GGPTPQEAIQR 18 28 23.5 27.3 17.5 1 0 0 1,153.5962
B_10 Charged multivesicular body protein 4b CHM4B_HUMAN 24,951 2 2 3 11.20% EALENANTNTEVLK 94 107 60.2 27.9 50.9 2 0 0 1,545.7755
C_09 Charged multivesicular body protein 4b CHM4B_HUMAN 24,951 2 2 4 11.20% GGPTPQEAIQR 18 28 30.1 27.3 16.9 2 0 0 1,153.5962
C_09 Charged multivesicular body protein 4b CHM4B_HUMAN 24,951 2 2 4 11.20% EALENANTNTEVLK 94 107 58.3 27.8 52.9 2 0 0 1,545.7755
D_16 Charged multivesicular body protein 4b CHM4B_HUMAN 24,951 2 2 3 11.20% GGPTPQEAIQR 18 28 26.7 27.8 16.3 1 0 0 1,153.5962



D_16 Charged multivesicular body protein 4b CHM4B_HUMAN 24,951 2 2 3 11.20% EALENANTNTEVLK 94 107 51.5 27.6 43.8 2 0 0 1,545.7755
Q_06 Charged multivesicular body protein 4b CHM4B_HUMAN 24,951 2 2 3 10.70% KIEQELTAAK 46 55 42.1 27.4 16.6 2 0 0 1,130.6417
Q_06 Charged multivesicular body protein 4b CHM4B_HUMAN 24,951 2 2 3 10.70% EALENANTNTEVLK 94 107 71.3 27.6 69.3 1 0 0 1,545.7755
A_09 Charged multivesicular body protein 3 CHMP3_HUMAN 25,074 3 3 5 13.50% ELVNEWSLK 14 22 30.3 28.6 20.0 2 0 0 1,117.5888
A_09 Charged multivesicular body protein 3 CHMP3_HUMAN 25,074 3 3 5 13.50% IPEIQATMR 120 128 35.5 29.2 28.9 1 0 0 1,074.5614
A_09 Charged multivesicular body protein 3 CHMP3_HUMAN 25,074 3 3 5 13.50% ILFEITAGALGK 168 179 63.2 25.0 52.0 2 0 0 1,232.7251
Q_05 Charged multivesicular body protein 6 CHMP6_HUMAN 23,485 2 2 3 10.40% YQEQLLDR 69 76 38.5 27.7 29.4 2 0 0 1,064.5372
Q_05 Charged multivesicular body protein 6 CHMP6_HUMAN 23,485 2 2 3 10.40% ILDETQEAVEYQR 126 138 40.8 27.5 36.1 1 0 0 1,593.7756
B_11 Cysteine and histidine‐rich domain‐containing protein 1 CHRD1_HUMAN 37,490 2 2 4 8.73% RPSPDEPMTNLELK 108 121 29.1 26.9 23.2 0 2 0 1,642.8108
B_11 Cysteine and histidine‐rich domain‐containing protein 1 CHRD1_HUMAN 37,490 2 2 4 8.73% TSDFNTFLAQEGCTK 199 213 60.3 25.0 56.4 2 0 0 1,718.7692
B_05 Calcium‐regulated heat stable protein 1 CHSP1_HUMAN 15,892 2 2 3 18.40% LQAVEVVITHLAPGTK 121 136 30.0 25.0 24.4 0 1 0 1,675.9743
B_05 Calcium‐regulated heat stable protein 1 CHSP1_HUMAN 15,892 2 2 3 18.40% HETWSGHVISS 137 147 30.2 25.0 20.1 2 0 0 1,239.5752
B_02 Chromatin target of PRMT1 protein CHTOP_HUMAN 26,398 2 2 3 11.70% LAQQMENRPSVQAALK 55 70 21.6 27.1 19.7 0 1 0 1,799.9434
B_02 Chromatin target of PRMT1 protein CHTOP_HUMAN 26,398 2 2 3 11.70% EQLDNQLDAYMSK 214 226 42.8 25.0 42.8 2 0 0 1,570.7056
A_18 Cdc42‐interacting protein 4 CIP4_HUMAN 68,353 4 5 8 10.80% ELVAENLSVR 88 97 35.3 28.1 27.2 2 0 0 1,129.6211
A_18 Cdc42‐interacting protein 4 CIP4_HUMAN 68,353 4 5 8 10.80% SHMAEESKNEYAAQLQR 180 196 40.3 25.1 36.3 0 1 2 2,007.9189
A_18 Cdc42‐interacting protein 4 CIP4_HUMAN 68,353 4 5 8 10.80% HARPPDPPASAPPDSSSNSASQDTK 486 510 29.9 25.2 23.9 0 1 0 2,517.1602
A_18 Cdc42‐interacting protein 4 CIP4_HUMAN 68,353 4 5 8 10.80% EGGEGYVPTSYLR 585 597 41.2 25.0 33.0 2 0 0 1,427.6802
B_18 Cdc42‐interacting protein 4 CIP4_HUMAN 68,353 3 4 6 8.15% YEAWLAEAESR 464 474 46.6 25.3 39.5 2 0 0 1,324.6167
B_18 Cdc42‐interacting protein 4 CIP4_HUMAN 68,353 3 4 6 8.15% HARPPDPPASAPPDSSSNSASQDTK 486 510 49.8 25.3 48.3 0 1 1 2,517.1602
B_18 Cdc42‐interacting protein 4 CIP4_HUMAN 68,353 3 4 6 8.15% EGGEGYVPTSYLR 585 597 46.2 25.5 36.8 2 0 0 1,427.6802
L_04 Cold‐inducible RNA‐binding protein CIRBP_HUMAN 18,607 2 2 3 16.90% YGQISEVVVVK 29 39 27.3 26.8 23.6 1 0 0 1,220.6885
L_04 Cold‐inducible RNA‐binding protein CIRBP_HUMAN 18,607 2 2 3 16.90% SSGGSYRDSYDSYATHNE 155 172 37.0 25.0 37.0 0 2 0 1,995.7950
A_13 Citrate synthase, mitochondrial CISY_HUMAN 51,714 5 5 9 12.20% DILADLIPK 35 43 36.6 25.0 26.7 2 0 0 997.5931
A_13 Citrate synthase, mitochondrial CISY_HUMAN 51,714 5 5 9 12.20% GLVYETSVLDPDEGIR 77 92 43.1 28.4 31.6 2 0 0 1,762.8860
A_13 Citrate synthase, mitochondrial CISY_HUMAN 51,714 5 5 9 12.20% DYIWNTLNSGR 330 340 59.9 27.1 44.9 2 0 0 1,338.6437
A_13 Citrate synthase, mitochondrial CISY_HUMAN 51,714 5 5 9 12.20% IVPNVLLEQGK 383 393 36.1 25.0 32.3 1 0 0 1,209.7203
A_13 Citrate synthase, mitochondrial CISY_HUMAN 51,714 5 5 9 12.20% ALGFPLERPK 441 450 40.6 26.6 32.4 2 0 0 1,127.6573
B_13 Citrate synthase, mitochondrial CISY_HUMAN 51,714 2 2 4 5.79% GLVYETSVLDPDEGIR 77 92 38.1 28.4 25.1 2 0 0 1,762.8860
B_13 Citrate synthase, mitochondrial CISY_HUMAN 51,714 2 2 4 5.79% DYIWNTLNSGR 330 340 52.3 27.4 38.9 2 0 0 1,338.6437
C_13 Citrate synthase, mitochondrial CISY_HUMAN 51,714 4 4 6 9.66% DILADLIPK 35 43 43.0 25.0 26.8 2 0 0 997.5931
C_13 Citrate synthase, mitochondrial CISY_HUMAN 51,714 4 4 6 9.66% GLVYETSVLDPDEGIR 77 92 36.1 28.4 23.6 1 0 0 1,762.8860
C_13 Citrate synthase, mitochondrial CISY_HUMAN 51,714 4 4 6 9.66% GFSIPECQK 95 103 23.2 25.7 14.8 1 0 0 1,065.5035
C_13 Citrate synthase, mitochondrial CISY_HUMAN 51,714 4 4 6 9.66% DYIWNTLNSGR 330 340 32.5 27.1 24.3 2 0 0 1,338.6437
E_19 Citrate synthase, mitochondrial CISY_HUMAN 51,714 3 3 3 7.73% GLVYETSVLDPDEGIR 77 92 52.6 28.1 43.7 1 0 0 1,762.8860
E_19 Citrate synthase, mitochondrial CISY_HUMAN 51,714 3 3 3 7.73% GFSIPECQK 95 103 24.6 25.7 11.6 1 0 0 1,065.5035
E_19 Citrate synthase, mitochondrial CISY_HUMAN 51,714 3 3 3 7.73% IVPNVLLEQGK 383 393 32.2 25.0 32.2 1 0 0 1,209.7203
F_15 Citrate synthase, mitochondrial CISY_HUMAN 51,714 2 2 4 4.72% DYIWNTLNSGR 330 340 63.8 27.1 51.4 2 0 0 1,338.6437
F_15 Citrate synthase, mitochondrial CISY_HUMAN 51,714 2 2 4 4.72% IVPNVLLEQGK 383 393 59.4 25.0 54.2 2 0 0 1,209.7203
G_15 Citrate synthase, mitochondrial CISY_HUMAN 51,714 4 4 8 8.80% GFSIPECQK 95 103 24.9 26.7 17.0 2 0 0 1,065.5035
G_15 Citrate synthase, mitochondrial CISY_HUMAN 51,714 4 4 8 8.80% DYIWNTLNSGR 330 340 50.2 27.6 39.8 2 0 0 1,338.6437
G_15 Citrate synthase, mitochondrial CISY_HUMAN 51,714 4 4 8 8.80% IVPNVLLEQGK 383 393 52.6 25.0 48.5 2 0 0 1,209.7203
G_15 Citrate synthase, mitochondrial CISY_HUMAN 51,714 4 4 8 8.80% ALGFPLERPK 441 450 43.8 26.9 31.6 2 0 0 1,127.6573
M_08 Citrate synthase, mitochondrial CISY_HUMAN 51,714 2 2 3 5.79% GLVYETSVLDPDEGIR 77 92 73.1 28.4 58.5 1 0 0 1,762.8860
M_08 Citrate synthase, mitochondrial CISY_HUMAN 51,714 2 2 3 5.79% IVPNVLLEQGK 383 393 49.9 25.0 46.0 2 0 0 1,209.7203
O_08 Citrate synthase, mitochondrial CISY_HUMAN 51,714 2 2 4 6.87% TVVGQITVDMMYGGMR 58 73 59.3 25.8 59.3 2 0 0 1,805.8233
O_08 Citrate synthase, mitochondrial CISY_HUMAN 51,714 2 2 4 6.87% GLVYETSVLDPDEGIR 77 92 74.5 28.3 50.0 2 0 0 1,762.8860
A_03 UPF0366 protein C11orf67 CK067_HUMAN 13,331 3 3 5 30.30% ETGTEHSPGVQPADVK 40 55 22.0 26.4 10.0 1 0 0 1,651.7924
A_03 UPF0366 protein C11orf67 CK067_HUMAN 13,331 3 3 5 30.30% VPSSTVEYLK 77 86 36.3 27.0 33.7 2 0 0 1,122.6041
A_03 UPF0366 protein C11orf67 CK067_HUMAN 13,331 3 3 5 30.30% EYNALVAQGVR 103 113 65.7 28.9 56.4 2 0 0 1,219.6429
C_03 UPF0366 protein C11orf67 CK067_HUMAN 13,331 2 2 4 16.40% GVQTLVIGR 61 69 47.4 27.0 29.9 2 0 0 942.5732
C_03 UPF0366 protein C11orf67 CK067_HUMAN 13,331 2 2 4 16.40% EYNALVAQGVR 103 113 61.5 28.9 45.5 2 0 0 1,219.6429
G_05 UPF0366 protein C11orf67 CK067_HUMAN 13,331 2 2 3 15.60% GVQTLVIGR 61 69 48.8 27.5 34.1 2 0 0 942.5732
G_05 UPF0366 protein C11orf67 CK067_HUMAN 13,331 2 2 3 15.60% VPSSTVEYLK 77 86 28.5 26.8 25.4 1 0 0 1,122.6041
H_03 UPF0366 protein C11orf67 CK067_HUMAN 13,331 2 2 4 16.40% GVQTLVIGR 61 69 39.3 25.3 21.6 2 0 0 942.5732
H_03 UPF0366 protein C11orf67 CK067_HUMAN 13,331 2 2 4 16.40% EYNALVAQGVR 103 113 40.8 28.9 34.4 2 0 0 1,219.6429
Q_02 UPF0366 protein C11orf67 CK067_HUMAN 13,331 2 2 3 16.40% GVQTLVIGR 61 69 36.7 27.8 25.1 2 0 0 942.5732
Q_02 UPF0366 protein C11orf67 CK067_HUMAN 13,331 2 2 3 16.40% EYNALVAQGVR 103 113 38.3 28.4 32.8 1 0 0 1,219.6429
A_06 Uncharacterized protein C11orf73 CK073_HUMAN 21,653 2 2 3 11.20% LVQTAAQQVAEDK 10 22 70.8 27.7 60.2 2 0 0 1,400.7381
A_06 Uncharacterized protein C11orf73 CK073_HUMAN 21,653 2 2 3 11.20% LAQNPLFWK 188 196 31.3 28.2 20.2 1 0 0 1,116.6201
A_25 Cytoskeleton‐associated protein 5 CKAP5_HUMAN 225,502 2 2 3 1.28% DAAFEALGTALK 457 468 67.1 28.3 54.6 1 0 0 1,206.6366
A_25 Cytoskeleton‐associated protein 5 CKAP5_HUMAN 225,502 2 2 3 1.28% EGLDEVAGIINDAK 879 892 62.8 27.3 56.7 2 0 0 1,443.7328
H_12 C‐type lectin domain family 11 member A CLC11_HUMAN 35,694 2 2 3 6.50% VVELTQGLR 136 144 41.8 26.7 25.2 2 0 0 1,014.5943
H_12 C‐type lectin domain family 11 member A CLC11_HUMAN 35,694 2 2 3 6.50% DAVQALQEAQGR 155 166 46.3 26.8 31.9 1 0 0 1,285.6496
J_12 C‐type lectin domain family 11 member A CLC11_HUMAN 35,694 2 2 3 6.50% VVELTQGLR 136 144 36.5 28.6 22.6 2 0 0 1,014.5943
J_12 C‐type lectin domain family 11 member A CLC11_HUMAN 35,694 2 2 3 6.50% DAVQALQEAQGR 155 166 50.8 27.0 35.8 1 0 0 1,285.6496
K_11 C‐type lectin domain family 11 member A CLC11_HUMAN 35,694 2 2 2 7.74% LAGLDAGLHQLHVR 115 128 21.0 26.3 18.5 0 1 0 1,499.8443
K_11 C‐type lectin domain family 11 member A CLC11_HUMAN 35,694 2 2 2 7.74% DFEAQAAAQAR 193 203 44.3 26.8 28.0 1 0 0 1,177.5596
A_15 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 3 3 5 7.96% AGCSASGACYSLHHATMK 29 46 23.8 25.0 21.0 0 1 0 1,924.8099
A_15 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 3 3 5 7.96% QAAEEACILR 48 57 32.0 27.0 12.4 2 0 0 1,160.5729
A_15 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 3 3 5 7.96% SHCTLENEPLR 101 111 43.0 25.4 43.0 0 2 0 1,355.6373
A_16 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 4 4.29% QAAEEACILR 48 57 40.9 27.1 29.8 2 0 0 1,160.5729
A_16 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 4 4.29% SHCTLENEPLR 101 111 33.1 25.7 28.0 0 2 0 1,355.6373
A_17 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 3 5.92% AGCSASGACYSLHHATMK 29 46 32.2 25.0 17.2 0 1 0 1,924.8099
A_17 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 3 5.92% SHCTLENEPLR 101 111 29.1 25.3 23.6 0 2 0 1,355.6373
A_18 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 3 4.29% QAAEEACILR 48 57 34.2 26.9 22.2 1 0 0 1,160.5729
A_18 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 3 4.29% SHCTLENEPLR 101 111 36.8 25.6 36.8 0 2 0 1,355.6373
B_17 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 3 3 4 7.55% QAAEEACILR 48 57 31.4 27.0 15.6 2 0 0 1,160.5729
B_17 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 3 3 4 7.55% SHCTLENEPLR 101 111 24.3 25.7 11.0 0 1 0 1,355.6373
B_17 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 3 3 4 7.55% CAVLQATGGVEPAGWK 143 158 60.2 27.5 51.7 1 0 0 1,643.8212
C_17 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 4 4.29% QAAEEACILR 48 57 46.2 27.1 35.0 2 0 0 1,160.5729
C_17 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 4 4.29% SHCTLENEPLR 101 111 36.5 25.5 29.2 0 2 0 1,355.6373
C_18 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 3 5.51% SHCTLENEPLR 101 111 42.5 25.2 41.2 0 2 0 1,355.6373
C_18 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 3 5.51% CAVLQATGGVEPAGWK 143 158 47.5 27.7 38.4 1 0 0 1,643.8212
H_15 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 3 5.31% QAAEEACILR 48 57 35.3 27.5 24.3 2 0 0 1,160.5729
H_15 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 3 5.31% CAVLQATGGVEPAGWK 143 158 58.7 27.7 48.5 1 0 0 1,643.8212
J_15 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 3 5.31% QAAEEACILR 48 57 48.6 27.7 35.5 2 0 0 1,160.5729
J_15 C‐type lectin domain family 14 member A CLC14_HUMAN 51,636 2 2 3 5.31% CAVLQATGGVEPAGWK 143 158 55.6 28.0 48.4 1 0 0 1,643.8212
A_09 Clathrin light chain A CLCA_HUMAN 27,077 2 2 4 9.68% AIKELEEWYAR 139 149 51.2 28.3 37.5 0 2 0 1,407.7267
A_09 Clathrin light chain A CLCA_HUMAN 27,077 2 2 4 9.68% SVLISLKQAPLVH 236 248 19.3 25.0 17.9 0 2 0 1,404.8574
B_09 Clathrin light chain A CLCA_HUMAN 27,077 3 3 4 8.06% LEALDANSR 121 129 21.0 27.6 11.8 1 0 0 988.5058
B_09 Clathrin light chain A CLCA_HUMAN 27,077 3 3 4 8.06% AIKELEEWYAR 139 149 22.4 28.4 14.0 0 1 0 1,407.7267
B_09 Clathrin light chain A CLCA_HUMAN 27,077 3 3 4 8.06% ELEEWYAR 142 149 32.0 25.0 26.6 2 0 0 1,095.5105
C_09 Clathrin light chain A CLCA_HUMAN 27,077 2 2 3 4.44% AIKELEEWYAR 139 149 17.2 28.3 8.0 0 1 0 1,407.7267
C_09 Clathrin light chain A CLCA_HUMAN 27,077 2 2 3 4.44% ELEEWYAR 142 149 24.0 25.0 24.0 2 0 0 1,095.5105
I_08 Clathrin light chain A CLCA_HUMAN 27,077 2 2 4 9.68% AIKELEEWYAR 139 149 35.4 28.3 26.3 0 2 0 1,407.7267
I_08 Clathrin light chain A CLCA_HUMAN 27,077 2 2 4 9.68% SVLISLKQAPLVH 236 248 44.1 25.0 44.1 2 0 0 1,404.8574
A_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 3.76% LECSEELGDLVK 457 468 37.9 26.5 23.2 2 0 0 1,391.6725
A_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 3.76% YIEIYVQK 799 806 23.3 26.6 12.4 1 0 0 1,055.5772
A_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 3.76% IYIDSNNNPER 882 892 39.9 25.9 33.1 2 0 0 1,334.6335
A_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 3.76% IVLDNSVFSEHR 1011 1022 36.8 27.6 34.5 0 1 0 1,415.7277
A_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 3.76% LLYNNVSNFGR 1216 1226 55.8 28.0 49.4 2 0 0 1,296.6694
A_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 3.76% VANVELYYR 1398 1406 54.3 27.3 43.3 2 0 0 1,126.5890
A_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 3.58% HSSLAGCQIINYR 145 157 34.3 27.3 23.3 0 2 0 1,518.7482
A_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 3.58% YIEIYVQK 799 806 25.3 26.6 20.5 1 0 0 1,055.5772
A_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 3.58% IYIDSNNNPER 882 892 33.3 25.7 23.6 2 0 0 1,334.6335
A_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 3.58% IVLDNSVFSEHR 1011 1022 38.2 27.6 30.6 0 2 0 1,415.7277
A_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 3.58% VANVELYYR 1398 1406 55.1 27.3 50.2 2 0 0 1,126.5890
A_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 3.58% HELIEFR 1502 1508 27.2 25.6 19.1 1 0 0 943.4996
A_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 12 4.96% HSSLAGCQIINYR 145 157 35.2 27.3 18.9 0 2 0 1,518.7482
A_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 12 4.96% NNLAGAEELFAR 355 366 52.5 28.1 46.6 2 0 0 1,304.6593
A_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 12 4.96% LECSEELGDLVK 457 468 64.3 27.0 51.0 2 0 0 1,391.6725



A_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 12 4.96% IYIDSNNNPER 882 892 31.8 25.9 25.2 2 0 0 1,334.6335
A_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 12 4.96% IVLDNSVFSEHR 1011 1022 18.8 27.1 15.5 0 1 0 1,415.7277
A_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 12 4.96% CNEPAVWSQLAK 1102 1113 23.4 26.2 20.0 2 0 0 1,402.6784
A_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 12 4.96% LLYNNVSNFGR 1216 1226 47.2 28.0 47.2 1 0 0 1,296.6694
A_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 4.48% HSSLAGCQIINYR 145 157 41.5 27.4 28.4 0 2 0 1,518.7482
A_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 4.48% KFNALFAQGNYSEAAK 367 382 33.7 27.8 29.6 0 1 0 1,758.8809
A_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 4.48% IYIDSNNNPER 882 892 39.7 26.1 32.5 2 0 0 1,334.6335
A_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 4.48% RDPHLACVAYER 912 923 17.0 26.3 10.9 0 1 0 1,486.7220
A_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 4.48% IVLDNSVFSEHR 1011 1022 23.8 27.6 17.7 0 2 0 1,415.7277
A_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 4.48% LLYNNVSNFGR 1216 1226 47.2 28.0 45.7 2 0 0 1,296.6694
A_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 15 6.09% VVGAMQLYSVDR 177 188 36.9 27.5 36.1 1 0 0 1,337.6882
A_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 15 6.09% NNLAGAEELFAR 355 366 41.5 28.0 40.8 1 0 0 1,304.6593
A_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 15 6.09% LECSEELGDLVK 457 468 47.7 26.6 34.3 2 0 0 1,391.6725
A_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 15 6.09% VIQCFAETGQVQK 488 500 84.1 27.9 73.2 2 0 0 1,507.7575
A_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 15 6.09% IYIDSNNNPER 882 892 35.7 25.7 22.4 2 0 0 1,334.6335
A_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 15 6.09% IVLDNSVFSEHR 1011 1022 31.9 27.6 28.8 0 2 0 1,415.7277
A_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 15 6.09% CNEPAVWSQLAK 1102 1113 63.8 26.2 45.3 2 0 0 1,402.6784
A_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 15 6.09% LLYNNVSNFGR 1216 1226 50.8 28.1 50.4 2 0 0 1,296.6694
A_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 15 6.09% HELIEFR 1502 1508 26.2 25.7 21.4 1 0 0 943.4996
A_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% HSSLAGCQIINYR 145 157 41.3 27.3 29.7 0 1 0 1,518.7482
A_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% LECSEELGDLVK 457 468 39.8 27.0 26.6 1 0 0 1,391.6725
A_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% VIQCFAETGQVQK 488 500 76.4 27.9 59.5 2 0 0 1,507.7575
A_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% GQFSTDELVAEVEK 838 851 56.8 27.2 50.3 1 0 0 1,551.7538
A_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% IYIDSNNNPER 882 892 43.6 25.8 33.0 2 0 0 1,334.6335
A_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% IVLDNSVFSEHR 1011 1022 34.4 27.6 30.8 0 2 0 1,415.7277
A_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% CNEPAVWSQLAK 1102 1113 44.0 26.2 31.0 2 0 0 1,402.6784
A_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% LLYNNVSNFGR 1216 1226 50.4 28.3 38.8 2 0 0 1,296.6694
A_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% VDKLDASESLR 1610 1620 28.3 28.7 21.2 1 0 0 1,232.6482
A_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 11 11 20 7.46% HSSLAGCQIINYR 145 157 30.0 27.5 12.8 0 2 0 1,518.7482
A_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 11 11 20 7.46% VVGAMQLYSVDR 177 188 43.9 27.7 40.2 2 0 0 1,337.6882
A_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 11 11 20 7.46% HDVVFLITK 270 278 37.6 28.4 31.4 1 0 0 1,071.6198
A_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 11 11 20 7.46% NNLAGAEELFAR 355 366 60.0 28.2 54.5 2 0 0 1,304.6593
A_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 11 11 20 7.46% LECSEELGDLVK 457 468 62.3 26.6 41.3 1 0 0 1,391.6725
A_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 11 11 20 7.46% VIQCFAETGQVQK 488 500 62.2 28.0 47.9 2 0 0 1,507.7575
A_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 11 11 20 7.46% YIEIYVQK 799 806 36.0 26.6 27.3 2 0 0 1,055.5772
A_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 11 11 20 7.46% IYIDSNNNPER 882 892 39.5 26.1 31.6 2 0 0 1,334.6335
A_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 11 11 20 7.46% IVLDNSVFSEHR 1011 1022 30.5 27.6 23.7 0 2 0 1,415.7277
A_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 11 11 20 7.46% CNEPAVWSQLAK 1102 1113 49.2 26.3 39.3 2 0 0 1,402.6784
A_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 11 11 20 7.46% LLYNNVSNFGR 1216 1226 53.0 28.1 41.8 2 0 0 1,296.6694
A_32 Clathrin heavy chain 1 CLH1_HUMAN 191,619 4 4 5 2.93% KFNALFAQGNYSEAAK 367 382 18.4 27.7 18.4 0 1 0 1,758.8809
A_32 Clathrin heavy chain 1 CLH1_HUMAN 191,619 4 4 5 2.93% VIQCFAETGQVQK 488 500 71.1 27.9 58.7 2 0 0 1,507.7575
A_32 Clathrin heavy chain 1 CLH1_HUMAN 191,619 4 4 5 2.93% YIEIYVQK 799 806 25.0 26.6 14.3 1 0 0 1,055.5772
A_32 Clathrin heavy chain 1 CLH1_HUMAN 191,619 4 4 5 2.93% IVLDNSVFSEHR 1011 1022 24.9 27.6 13.6 0 1 0 1,415.7277
B_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.49% HDVVFLITK 270 278 47.4 28.6 37.3 2 0 0 1,071.6198
B_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.49% LECSEELGDLVK 457 468 62.7 26.8 53.8 2 0 0 1,391.6725
B_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.49% YIEIYVQK 799 806 28.4 25.9 21.3 1 0 0 1,055.5772
B_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.49% GQFSTDELVAEVEK 838 851 56.7 27.6 47.3 1 0 0 1,551.7538
B_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.49% IYIDSNNNPER 882 892 27.9 26.4 18.1 1 0 0 1,334.6335
B_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.49% LLYNNVSNFGR 1216 1226 41.2 28.0 32.0 2 0 0 1,296.6694
B_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.49% VANVELYYR 1398 1406 34.2 27.4 31.2 2 0 0 1,126.5890
B_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.49% HELIEFR 1502 1508 27.1 26.2 19.0 2 0 0 943.4996
B_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.49% VDKLDASESLR 1610 1620 24.6 28.5 23.4 1 0 0 1,232.6482
B_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 19 6.27% TLQIFNIEMK 87 96 29.0 27.5 20.9 2 0 0 1,252.6608
B_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 19 6.27% HSSLAGCQIINYR 145 157 32.9 27.3 25.7 0 2 0 1,518.7482
B_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 19 6.27% NNLAGAEELFAR 355 366 72.3 28.1 65.2 2 0 0 1,304.6593
B_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 19 6.27% LECSEELGDLVK 457 468 44.5 26.6 38.4 2 0 0 1,391.6725
B_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 19 6.27% YIEIYVQK 799 806 21.8 26.8 15.8 1 0 0 1,055.5772
B_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 19 6.27% IYIDSNNNPER 882 892 38.7 26.3 31.7 2 0 0 1,334.6335
B_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 19 6.27% CNEPAVWSQLAK 1102 1113 40.8 26.2 27.8 2 0 0 1,402.6784
B_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 19 6.27% LLYNNVSNFGR 1216 1226 47.1 28.2 36.4 2 0 0 1,296.6694
B_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 19 6.27% VANVELYYR 1398 1406 37.3 27.4 35.2 2 0 0 1,126.5890
B_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 19 6.27% HELIEFR 1502 1508 32.2 25.6 24.9 2 0 0 943.4996
B_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 13 4.60% TLQIFNIEMK 87 96 34.3 27.6 26.8 2 0 0 1,252.6608
B_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 13 4.60% HSSLAGCQIINYR 145 157 24.6 27.2 13.5 0 2 0 1,518.7482
B_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 13 4.60% NNLAGAEELFAR 355 366 72.1 28.4 64.3 2 0 0 1,304.6593
B_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 13 4.60% YIEIYVQK 799 806 23.5 26.8 15.9 1 0 0 1,055.5772
B_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 13 4.60% IYIDSNNNPER 882 892 27.1 26.3 12.0 2 0 0 1,334.6335
B_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 13 4.60% CNEPAVWSQLAK 1102 1113 53.2 26.3 41.5 2 0 0 1,402.6784
B_27 Clathrin heavy chain 1 CLH1_HUMAN 191,619 7 7 13 4.60% LLYNNVSNFGR 1216 1226 50.9 28.2 50.9 2 0 0 1,296.6694
B_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.67% HSSLAGCQIINYR 145 157 29.6 27.5 18.5 0 2 0 1,518.7482
B_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.67% NNLAGAEELFAR 355 366 86.8 28.2 80.0 2 0 0 1,304.6593
B_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.67% YIEIYVQK 799 806 38.5 25.9 29.5 1 0 0 1,055.5772
B_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.67% IYIDSNNNPER 882 892 34.4 26.4 22.3 2 0 0 1,334.6335
B_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.67% RDPHLACVAYER 912 923 25.4 26.3 18.6 0 1 0 1,486.7220
B_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.67% CNEPAVWSQLAK 1102 1113 36.2 26.3 24.0 1 0 0 1,402.6784
B_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.67% LLYNNVSNFGR 1216 1226 57.5 28.2 50.1 1 0 0 1,296.6694
B_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.67% VANVELYYR 1398 1406 41.5 27.4 36.4 2 0 0 1,126.5890
B_28 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 5.67% HELIEFR 1502 1508 24.6 26.2 14.8 2 0 0 943.4996
B_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 17 6.87% TLQIFNIEMK 87 96 25.9 27.5 16.9 2 0 0 1,252.6608
B_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 17 6.87% VSQPIEGHAASFAQFK 190 205 24.8 27.9 23.2 0 1 0 1,716.8704
B_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 17 6.87% EDKLECSEELGDLVK 454 468 27.6 26.4 13.2 0 1 0 1,763.8371
B_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 17 6.87% VIQCFAETGQVQK 488 500 83.7 27.7 65.6 2 0 0 1,507.7575
B_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 17 6.87% YIEIYVQK 799 806 24.8 26.6 17.3 1 0 0 1,055.5772
B_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 17 6.87% GQFSTDELVAEVEK 838 851 59.0 27.6 41.1 2 0 0 1,551.7538
B_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 17 6.87% IYIDSNNNPER 882 892 43.7 26.4 35.2 2 0 0 1,334.6335
B_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 17 6.87% CNEPAVWSQLAK 1102 1113 47.2 26.2 41.6 2 0 0 1,402.6784
B_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 17 6.87% VANVELYYR 1398 1406 54.3 27.4 42.0 2 0 0 1,126.5890
B_29 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 17 6.87% HELIEFR 1502 1508 26.5 26.1 20.6 2 0 0 943.4996
B_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% TLQIFNIEMK 87 96 29.7 27.6 21.4 2 0 0 1,252.6608
B_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% HSSLAGCQIINYR 145 157 46.8 27.5 35.7 0 2 0 1,518.7482
B_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% VIQCFAETGQVQK 488 500 61.7 27.7 48.0 2 0 0 1,507.7575
B_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% ALEHFTDLYDIKR 626 638 31.0 28.4 28.6 0 1 0 1,620.8382
B_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% GQFSTDELVAEVEK 838 851 72.6 27.5 64.0 1 0 0 1,551.7538
B_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% IYIDSNNNPER 882 892 48.4 26.3 40.3 2 0 0 1,334.6335
B_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% RDPHLACVAYER 912 923 22.0 26.3 19.8 0 1 0 1,486.7220
B_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% CNEPAVWSQLAK 1102 1113 46.8 26.3 32.1 2 0 0 1,402.6784
B_30 Clathrin heavy chain 1 CLH1_HUMAN 191,619 9 9 14 6.51% LLYNNVSNFGR 1216 1226 43.8 28.2 36.1 1 0 0 1,296.6694
B_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 7 3.76% HSSLAGCQIINYR 145 157 37.8 27.2 26.3 0 2 0 1,518.7482
B_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 7 3.76% VIQCFAETGQVQK 488 500 70.7 28.2 58.9 1 0 0 1,507.7575
B_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 7 3.76% GQFSTDELVAEVEK 838 851 53.8 27.5 40.5 2 0 0 1,551.7538
B_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 7 3.76% IYIDSNNNPER 882 892 28.0 26.2 19.7 1 0 0 1,334.6335
B_31 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 7 3.76% CNEPAVWSQLAK 1102 1113 39.9 26.2 27.3 1 0 0 1,402.6784
B_32 Clathrin heavy chain 1 CLH1_HUMAN 191,619 4 4 6 2.87% HSSLAGCQIINYR 145 157 33.3 27.2 21.4 0 2 0 1,518.7482
B_32 Clathrin heavy chain 1 CLH1_HUMAN 191,619 4 4 6 2.87% KFNALFAQGNYSEAAK 367 382 34.2 27.5 21.8 0 1 0 1,758.8809
B_32 Clathrin heavy chain 1 CLH1_HUMAN 191,619 4 4 6 2.87% YIEIYVQK 799 806 31.4 26.8 23.2 1 0 0 1,055.5772
B_32 Clathrin heavy chain 1 CLH1_HUMAN 191,619 4 4 6 2.87% IYIDSNNNPER 882 892 29.7 26.3 24.2 2 0 0 1,334.6335
C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% HSSLAGCQIINYR 145 157 39.2 27.4 34.1 0 2 0 1,518.7482
C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% VVGAMQLYSVDR 177 188 54.6 27.9 51.2 2 0 0 1,337.6882
C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% KFNALFAQGNYSEAAK 367 382 54.8 27.6 45.8 2 2 0 1,758.8809
C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% LECSEELGDLVK 457 468 25.3 26.9 20.9 2 0 0 1,391.6725
C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% VIQCFAETGQVQK 488 500 59.7 27.9 40.3 2 0 0 1,507.7575
C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% GQFSTDELVAEVEK 838 851 61.5 27.6 49.5 2 0 0 1,551.7538



C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% GQFSTDELVAEVEKR 838 852 19.3 27.6 13.6 0 1 0 1,707.8549
C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% IYIDSNNNPER 882 892 38.9 26.1 32.4 2 0 0 1,334.6335
C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% FLRENPYYDSR 893 903 27.3 25.9 19.2 0 2 0 1,459.6964
C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% RDPHLACVAYER 912 923 20.4 26.6 15.8 0 2 0 1,486.7220
C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% IVLDNSVFSEHR 1011 1022 27.6 27.6 19.8 0 2 0 1,415.7277
C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% LLYNNVSNFGR 1216 1226 34.8 28.2 34.8 2 0 0 1,296.6694
C_25 Clathrin heavy chain 1 CLH1_HUMAN 191,619 13 14 27 8.78% VANVELYYR 1398 1406 48.3 27.3 45.8 2 0 0 1,126.5890
C_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 15 7.34% TLQIFNIEMK 87 96 26.3 27.1 16.2 1 0 0 1,236.6658
C_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 15 7.34% HSSLAGCQIINYR 145 157 34.2 27.5 14.3 0 1 0 1,518.7482
C_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 15 7.34% WLLLTGISAQQNR 164 176 72.2 27.3 61.8 2 0 0 1,499.8330
C_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 15 7.34% KFNALFAQGNYSEAAK 367 382 34.8 27.8 27.6 0 1 0 1,758.8809
C_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 15 7.34% GQFSTDELVAEVEK 838 851 47.6 27.2 45.3 2 0 0 1,551.7538
C_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 15 7.34% IYIDSNNNPER 882 892 45.6 26.1 31.4 2 0 0 1,334.6335
C_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 15 7.34% FLRENPYYDSR 893 903 24.2 25.6 16.3 0 1 0 1,459.6964
C_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 15 7.34% RDPHLACVAYER 912 923 25.5 26.3 25.4 0 2 0 1,486.7220
C_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 15 7.34% NLQNLLILTAIK 1023 1034 39.3 25.0 34.9 1 0 0 1,353.8466
C_26 Clathrin heavy chain 1 CLH1_HUMAN 191,619 10 10 15 7.34% LLYNNVSNFGR 1216 1226 61.4 27.8 56.4 2 0 0 1,296.6694
D_32 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 4 1.31% IYIDSNNNPER 882 892 51.9 25.5 45.2 2 0 0 1,334.6335
D_32 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 4 1.31% LLYNNVSNFGR 1216 1226 38.1 27.8 36.1 2 0 0 1,296.6694
H_21 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 4 1.43% NNLAGAEELFAR 355 366 48.4 28.2 43.2 2 0 0 1,304.6593
H_21 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 4 1.43% CNEPAVWSQLAK 1102 1113 47.5 26.4 41.6 2 0 0 1,402.6784
H_22 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 4 1.37% NNLAGAEELFAR 355 366 62.2 28.2 54.5 2 0 0 1,304.6593
H_22 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 4 1.37% LLYNNVSNFGR 1216 1226 46.1 28.2 37.0 2 0 0 1,296.6694
H_24 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 4 1.25% NNLAGAEELFAR 355 366 61.9 28.0 54.8 2 0 0 1,304.6593
H_24 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 4 1.25% VANVELYYR 1398 1406 35.5 27.3 34.9 2 0 0 1,126.5890
I_21 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 10 3.40% HSSLAGCQIINYR 145 157 36.4 27.5 24.0 0 2 0 1,518.7482
I_21 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 10 3.40% NNLAGAEELFAR 355 366 66.6 28.0 60.0 2 0 0 1,304.6593
I_21 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 10 3.40% CNEPAVWSQLAK 1102 1113 44.9 26.3 32.3 2 0 0 1,402.6784
I_21 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 10 3.40% LLYNNVSNFGR 1216 1226 67.1 28.0 57.3 2 0 0 1,296.6694
I_21 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 10 3.40% VANVELYYR 1398 1406 36.4 27.3 26.7 2 0 0 1,126.5890
I_24 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 5 2.09% NNLAGAEELFAR 355 366 44.3 28.1 41.0 2 0 0 1,304.6593
I_24 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 5 2.09% CNEPAVWSQLAK 1102 1113 19.8 26.3 17.1 1 0 0 1,402.6784
I_24 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 5 2.09% LLYNNVSNFGR 1216 1226 51.7 28.3 44.3 2 0 0 1,296.6694
K_21 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 4 2.03% NNLAGAEELFAR 355 366 63.4 28.4 60.4 1 0 0 1,304.6593
K_21 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 4 2.03% VIQCFAETGQVQK 488 500 60.0 27.9 43.8 1 0 0 1,507.7575
K_21 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 4 2.03% VANVELYYR 1398 1406 45.1 27.4 41.0 2 0 0 1,126.5890
L_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 7 3.58% RPISADSAIMNPASK 64 78 20.6 28.6 15.4 0 1 0 1,573.8004
L_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 7 3.58% HSSLAGCQIINYR 145 157 27.6 27.3 18.5 0 1 0 1,518.7482
L_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 7 3.58% IYIDSNNNPER 882 892 54.0 26.6 38.9 1 0 0 1,334.6335
L_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 7 3.58% CNEPAVWSQLAK 1102 1113 40.9 26.2 28.9 2 0 0 1,402.6784
L_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 7 3.58% VANVELYYR 1398 1406 57.7 27.5 51.8 2 0 0 1,126.5890
L_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 8 8 13 5.67% TLQIFNIEMK 87 96 49.4 27.7 41.7 2 0 0 1,252.6608
L_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 8 8 13 5.67% WLLLTGISAQQNR 164 176 73.0 26.9 66.1 1 0 0 1,499.8330
L_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 8 8 13 5.67% NNLAGAEELFAR 355 366 71.0 28.2 67.3 1 0 0 1,304.6593
L_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 8 8 13 5.67% KFNALFAQGNYSEAAK 367 382 44.3 27.6 31.5 0 1 0 1,758.8809
L_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 8 8 13 5.67% ALEHFTDLYDIKR 626 638 42.4 28.4 39.4 0 2 0 1,620.8382
L_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 8 8 13 5.67% IYIDSNNNPER 882 892 71.9 26.2 57.4 2 0 0 1,334.6335
L_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 8 8 13 5.67% LLYNNVSNFGR 1216 1226 61.5 28.2 57.9 2 0 0 1,296.6694
L_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 8 8 13 5.67% VANVELYYR 1398 1406 54.1 27.4 46.2 2 0 0 1,126.5890
M_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 4.18% RPISADSAIMNPASK 64 78 20.3 28.6 16.5 0 1 0 1,573.8004
M_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 4.18% VVGAMQLYSVDR 177 188 38.0 26.8 32.7 1 0 0 1,353.6832
M_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 4.18% NNLAGAEELFAR 355 366 70.9 28.2 61.8 2 0 0 1,304.6593
M_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 4.18% IYIDSNNNPER 882 892 52.6 26.6 35.0 2 0 0 1,334.6335
M_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 4.18% LLYNNVSNFGR 1216 1226 44.8 28.2 41.2 2 0 0 1,296.6694
M_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 6 6 10 4.18% VANVELYYR 1398 1406 56.0 27.6 47.4 2 0 0 1,126.5890
M_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 4 1.43% VIQCFAETGQVQK 488 500 77.5 27.6 64.0 2 0 0 1,507.7575
M_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 4 1.43% IYIDSNNNPER 882 892 63.2 25.7 49.6 2 0 0 1,334.6335
N_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 6 1.91% NNLAGAEELFAR 355 366 38.0 27.9 30.7 2 0 0 1,304.6593
N_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 6 1.91% LLYNNVSNFGR 1216 1226 39.5 28.2 33.9 2 0 0 1,296.6694
N_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 6 1.91% VANVELYYR 1398 1406 52.4 27.2 44.7 2 0 0 1,126.5890
O_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 2 1.37% NNLAGAEELFAR 355 366 44.8 28.2 41.9 1 0 0 1,304.6593
O_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 2 1.37% LLYNNVSNFGR 1216 1226 26.4 27.9 23.3 1 0 0 1,296.6694
P_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 2 1.31% IYIDSNNNPER 882 892 28.7 26.5 20.5 1 0 0 1,334.6335
P_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 2 2 2 1.31% LLYNNVSNFGR 1216 1226 25.8 27.8 22.0 1 0 0 1,296.6694
Q_14 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 3 1.91% NNLAGAEELFAR 355 366 58.0 28.3 53.0 1 0 0 1,304.6593
Q_14 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 3 1.91% IYIDSNNNPER 882 892 28.1 26.6 17.2 1 0 0 1,334.6335
Q_14 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 3 1.91% VANVELYYR 1398 1406 31.2 27.2 30.5 1 0 0 1,126.5890
Q_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 9 3.34% NNLAGAEELFAR 355 366 94.0 28.1 84.8 2 0 0 1,304.6593
Q_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 9 3.34% VIQCFAETGQVQK 488 500 59.5 28.2 47.6 1 0 0 1,507.7575
Q_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 9 3.34% IYIDSNNNPER 882 892 64.9 26.6 51.3 2 0 0 1,334.6335
Q_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 9 3.34% LLYNNVSNFGR 1216 1226 49.1 28.5 44.5 2 0 0 1,296.6694
Q_15 Clathrin heavy chain 1 CLH1_HUMAN 191,619 5 5 9 3.34% VANVELYYR 1398 1406 35.8 27.2 26.6 2 0 0 1,126.5890
Q_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 6 2.03% NNLAGAEELFAR 355 366 86.9 27.9 75.8 2 0 0 1,304.6593
Q_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 6 2.03% IYIDSNNNPER 882 892 52.0 26.4 32.2 2 0 0 1,334.6335
Q_16 Clathrin heavy chain 1 CLH1_HUMAN 191,619 3 3 6 2.03% LLYNNVSNFGR 1216 1226 46.5 28.0 42.5 2 0 0 1,296.6694
A_07 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 8.71% IGNCPFSQR 21 29 28.8 27.1 18.6 2 0 0 1,078.5099
A_07 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 8.71% NSNPALNDNLEK 120 131 36.9 26.4 26.2 2 0 0 1,328.6441
A_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 15 32.80% IGNCPFSQR 21 29 23.6 25.4 20.7 1 0 0 1,078.5099
A_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 15 32.80% GVTFNVTTVDTK 38 49 84.4 27.1 67.5 2 0 0 1,281.6686
A_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 15 32.80% GVTFNVTTVDTKR 38 50 51.3 27.2 41.3 2 2 0 1,437.7697
A_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 15 32.80% LAALNPESNTAGLDIFAK 96 113 50.6 27.6 49.2 2 0 0 1,844.9754
A_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 15 32.80% NSNPALNDNLEK 120 131 36.1 26.6 26.9 2 0 0 1,328.6441
A_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 15 32.80% LHIVQVVCKK 184 193 24.3 25.0 12.5 2 0 0 1,223.7294
A_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 15 32.80% GFTIPEAFR 196 204 26.3 27.3 8.3 1 0 0 1,037.5415
A_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 15 32.80% YLSNAYAR 209 216 39.7 25.4 26.5 1 0 0 957.4787
A_10 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 3 5 13.70% GVTFNVTTVDTK 38 49 67.9 27.1 56.0 2 0 0 1,281.6686
A_10 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 3 5 13.70% NSNPALNDNLEK 120 131 37.0 26.7 32.7 2 0 0 1,328.6441
A_10 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 3 5 13.70% GFTIPEAFR 196 204 25.2 27.5 8.6 1 0 0 1,037.5415
B_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 13 32.40% IGNCPFSQR 21 29 25.9 27.1 22.4 1 0 0 1,078.5099
B_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 13 32.40% GVTFNVTTVDTK 38 49 91.7 26.6 74.9 2 0 0 1,281.6686
B_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 13 32.40% GVTFNVTTVDTKR 38 50 53.7 27.2 49.2 2 1 0 1,437.7697
B_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 13 32.40% LAALNPESNTAGLDIFAK 96 113 42.5 27.5 42.5 1 0 0 1,844.9754
B_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 13 32.40% NSNPALNDNLEK 120 131 46.5 26.5 29.5 2 0 0 1,328.6441
B_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 13 32.40% LHIVQVVCK 184 192 24.3 25.0 24.3 1 0 0 1,095.6344
B_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 13 32.40% GFTIPEAFR 196 204 26.3 27.5 10.0 1 0 0 1,037.5415
B_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 8 9 13 32.40% YLSNAYAR 209 216 31.5 25.0 18.6 2 0 0 957.4787
B_10 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 9.96% GVTFNVTTVDTK 38 49 72.8 26.8 61.6 2 0 0 1,281.6686
B_10 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 9.96% NSNPALNDNLEK 120 131 32.0 26.5 24.9 2 0 0 1,328.6441
C_08 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 8.71% IGNCPFSQR 21 29 25.4 26.9 20.1 2 0 0 1,078.5099
C_08 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 8.71% NSNPALNDNLEK 120 131 49.2 26.5 40.6 2 0 0 1,328.6441
C_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 7 7 10 29.00% IGNCPFSQR 21 29 24.6 25.3 22.6 2 0 0 1,078.5099
C_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 7 7 10 29.00% GVTFNVTTVDTK 38 49 86.4 26.7 71.8 2 0 0 1,281.6686
C_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 7 7 10 29.00% GVTFNVTTVDTKR 38 50 33.5 27.2 29.7 1 0 0 1,437.7697
C_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 7 7 10 29.00% LAALNPESNTAGLDIFAK 96 113 60.3 27.8 59.6 1 0 0 1,844.9754
C_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 7 7 10 29.00% NSNPALNDNLEK 120 131 33.5 26.4 32.3 2 0 0 1,328.6441
C_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 7 7 10 29.00% LHIVQVVCK 184 192 26.7 25.0 26.7 1 0 0 1,095.6344
C_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 7 7 10 29.00% GFTIPEAFR 196 204 28.4 27.4 12.7 1 0 0 1,037.5415
D_13 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 4 5 9 21.20% GVTFNVTTVDTK 38 49 70.2 27.1 53.7 2 0 0 1,281.6686
D_13 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 4 5 9 21.20% LAALNPESNTAGLDIFAK 96 113 66.8 28.0 63.4 2 1 0 1,844.9754
D_13 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 4 5 9 21.20% NSNPALNDNLEK 120 131 45.5 26.4 34.4 2 0 0 1,328.6441
D_13 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 4 5 9 21.20% GFTIPEAFR 196 204 45.2 28.0 19.0 2 0 0 1,037.5415
D_14 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 5 5 9 23.70% IGNCPFSQR 21 29 35.1 25.4 25.0 1 0 0 1,078.5099



D_14 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 5 5 9 23.70% LAALNPESNTAGLDIFAK 96 113 85.1 28.2 77.0 2 0 0 1,844.9754
D_14 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 5 5 9 23.70% NSNPALNDNLEK 120 131 47.1 26.4 43.0 2 0 0 1,328.6441
D_14 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 5 5 9 23.70% LHIVQVVCK 184 192 37.2 25.0 27.3 2 0 0 1,095.6344
D_14 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 5 5 9 23.70% GFTIPEAFR 196 204 38.9 28.0 10.3 2 0 0 1,037.5415
E_13 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 5 5 8 24.90% IGNCPFSQR 21 29 20.0 25.0 13.2 1 0 0 1,078.5099
E_13 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 5 5 8 24.90% GVTFNVTTVDTK 38 49 65.6 26.7 55.0 2 0 0 1,281.6686
E_13 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 5 5 8 24.90% LAALNPESNTAGLDIFAK 96 113 47.4 28.2 47.4 1 0 0 1,844.9754
E_13 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 5 5 8 24.90% NSNPALNDNLEK 120 131 53.5 26.6 44.5 2 0 0 1,328.6441
E_13 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 5 5 8 24.90% GFTIPEAFR 196 204 27.6 26.9 14.1 2 0 0 1,037.5415
E_14 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 9.96% GVTFNVTTVDTK 38 49 82.4 26.5 67.7 2 0 0 1,281.6686
E_14 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 9.96% NSNPALNDNLEK 120 131 33.2 26.6 33.1 2 0 0 1,328.6441
F_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 2 9.96% GVTFNVTTVDTK 38 49 53.8 26.8 44.9 1 0 0 1,281.6686
F_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 2 9.96% NSNPALNDNLEK 120 131 25.5 26.5 18.0 1 0 0 1,328.6441
F_11 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 3 4 14.10% IGNCPFSQR 21 29 31.1 26.9 22.2 1 0 0 1,078.5099
F_11 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 3 4 14.10% GVTFNVTTVDTKR 38 50 34.8 27.2 32.1 1 0 0 1,437.7697
F_11 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 3 4 14.10% NSNPALNDNLEK 120 131 65.8 26.7 53.5 2 0 0 1,328.6441
G_11 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 3 10.40% GVTFNVTTVDTKR 38 50 21.9 26.7 16.9 0 1 0 1,437.7697
G_11 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 3 10.40% NSNPALNDNLEK 120 131 31.2 26.0 22.5 2 0 0 1,328.6441
H_07 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 2 7.47% LHIVQVVCK 184 192 26.1 25.0 25.2 1 0 0 1,095.6344
H_07 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 2 7.47% GFTIPEAFR 196 204 28.6 27.5 11.5 1 0 0 1,037.5415
H_08 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 3 8.71% GVTFNVTTVDTK 38 49 76.7 26.8 64.4 2 0 0 1,281.6686
H_08 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 3 8.71% LHIVQVVCK 184 192 19.0 25.0 16.8 1 0 0 1,095.6344
K_07 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 7.47% LHIVQVVCK 184 192 28.6 25.0 21.8 2 0 0 1,095.6344
K_07 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 7.47% GFTIPEAFR 196 204 37.7 27.5 13.7 2 0 0 1,037.5415
L_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 3 4 12.00% GVTFNVTTVDTK 38 49 91.2 27.0 73.1 2 0 0 1,281.6686
L_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 3 4 12.00% GFTIPEAFR 196 204 24.4 27.8 12.0 1 0 0 1,037.5415
L_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 3 4 12.00% YLSNAYAR 209 216 21.9 25.3 12.2 1 0 0 957.4787
L_06 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 4 6 14.10% GVTFNVTTVDTKR 38 50 49.0 27.0 44.9 1 1 0 1,437.7697
L_06 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 4 6 14.10% NSNPALNDNLEK 120 131 49.1 26.1 42.5 2 0 0 1,328.6441
L_06 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 4 6 14.10% GFTIPEAFR 196 204 39.8 27.3 21.5 2 0 0 1,037.5415
M_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 9.96% GVTFNVTTVDTK 38 49 83.7 26.7 67.4 2 0 0 1,281.6686
M_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 9.96% NSNPALNDNLEK 120 131 31.6 26.1 26.5 2 0 0 1,328.6441
N_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 9.96% GVTFNVTTVDTK 38 49 76.7 26.2 63.6 2 0 0 1,281.6686
N_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 9.96% NSNPALNDNLEK 120 131 48.6 26.4 39.3 2 0 0 1,328.6441
N_06 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 9.96% GVTFNVTTVDTK 38 49 64.7 26.3 50.3 2 0 0 1,281.6686
N_06 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 9.96% NSNPALNDNLEK 120 131 50.7 26.6 43.0 2 0 0 1,328.6441
O_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 3 5 12.40% GVTFNVTTVDTK 38 49 90.9 26.7 77.2 2 0 0 1,281.6686
O_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 3 5 12.40% LHIVQVVCK 184 192 26.2 25.0 26.2 2 0 0 1,095.6344
O_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 3 3 5 12.40% GFTIPEAFR 196 204 21.6 27.3 10.6 1 0 0 1,037.5415
P_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 9.96% GVTFNVTTVDTK 38 49 75.1 26.3 58.8 2 0 0 1,281.6686
P_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 4 9.96% NSNPALNDNLEK 120 131 45.2 26.2 39.9 2 0 0 1,328.6441
P_06 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 2 8.71% NSNPALNDNLEK 120 131 34.0 26.2 28.2 1 0 0 1,328.6441
P_06 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 2 8.71% LHIVQVVCK 184 192 23.0 25.0 23.0 1 0 0 1,095.6344
Q_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 3 10.40% GVTFNVTTVDTKR 38 50 18.8 27.0 18.5 0 1 0 1,437.7697
Q_05 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 3 10.40% NSNPALNDNLEK 120 131 63.5 26.0 51.3 2 0 0 1,328.6441
Q_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 3 9.96% GVTFNVTTVDTK 38 49 28.9 26.7 22.3 1 0 0 1,281.6686
Q_09 Chloride intracellular channel protein 1 CLIC1_HUMAN 26,923 2 2 3 9.96% NSNPALNDNLEK 120 131 24.8 26.5 18.7 2 0 0 1,328.6441
A_07 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 13.40% GVVFSVTTVDLK 49 60 49.4 25.7 45.6 2 0 0 1,264.7148
A_07 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 13.40% DEFTNTCPSDK 228 238 26.0 25.0 26.0 2 0 0 1,313.5316
A_07 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 13.40% EVEIAYSDVAK 239 249 43.1 27.0 40.5 2 0 0 1,223.6154
A_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,774 6 8 13 28.50% AGSDGESIGNCPFSQR 25 40 92.0 25.0 92.0 2 2 0 1,681.7236
A_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,774 6 8 13 28.50% GVVFSVTTVDLK 49 60 66.6 25.4 56.4 2 0 0 1,264.7148
A_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,774 6 8 13 28.50% HPESNTAGMDIFAK 111 124 40.1 25.0 37.0 1 2 0 1,533.7004
A_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,774 6 8 13 28.50% YLTNAYSR 220 227 20.1 25.0 11.4 1 0 0 987.4893
A_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,774 6 8 13 28.50% DEFTNTCPSDK 228 238 43.8 25.0 35.6 2 0 0 1,313.5316
A_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,774 6 8 13 28.50% EVEIAYSDVAK 239 249 35.4 27.0 35.4 1 0 0 1,223.6154
B_07 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 2 4 10.70% AGSDGESIGNCPFSQR 25 40 67.8 25.0 67.8 2 0 0 1,681.7236
B_07 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 2 4 10.70% EVEIAYSDVAK 239 249 48.5 27.7 48.4 2 0 0 1,223.6154
B_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,774 4 4 6 20.60% EEDKEPLIELFVK 12 24 31.9 27.9 0.0 1 0 0 1,588.8471
B_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,774 4 4 6 20.60% AGSDGESIGNCPFSQR 25 40 92.0 25.0 92.0 2 0 0 1,681.7236
B_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,774 4 4 6 20.60% GVVFSVTTVDLK 49 60 86.9 25.7 63.0 2 0 0 1,264.7148
B_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,774 4 4 6 20.60% EVEIAYSDVAK 239 249 43.5 27.7 43.1 1 0 0 1,223.6154
C_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 13.80% AGSDGESIGNCPFSQR 25 40 60.1 25.0 60.1 2 0 0 1,681.7236
C_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 13.80% YLTNAYSR 220 227 42.6 25.2 25.0 2 0 0 987.4893
C_08 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 13.80% EVEIAYSDVAK 239 249 52.6 27.0 48.8 2 0 0 1,223.6154
C_09 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 2 3 8.70% HPESNTAGMDIFAK 111 124 24.9 25.0 24.9 0 2 0 1,533.7004
C_09 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 2 3 8.70% YLTNAYSR 220 227 19.7 25.0 15.3 1 0 0 987.4893
D_13 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 12.30% GVVFSVTTVDLK 49 60 71.2 26.1 61.5 2 0 0 1,264.7148
D_13 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 12.30% YLTNAYSR 220 227 32.9 25.0 23.8 2 0 0 987.4893
D_13 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 12.30% EVEIAYSDVAK 239 249 42.5 27.2 35.8 2 0 0 1,223.6154
E_13 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 2 3 9.09% GVVFSVTTVDLK 49 60 45.1 26.1 39.7 1 0 0 1,264.7148
E_13 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 2 3 9.09% EVEIAYSDVAK 239 249 32.6 27.5 32.6 2 0 0 1,223.6154
F_11 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 2 3 9.49% AGSDGESIGNCPFSQR 25 40 76.1 25.0 76.1 2 0 0 1,681.7236
F_11 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 2 3 9.49% YRNFDIPK 205 212 28.6 27.0 17.8 1 0 0 1,052.5524
H_07 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 3 6 9.88% HPESNTAGMDIFAK 111 124 52.8 25.0 50.3 2 2 0 1,517.7054
H_07 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 3 6 9.88% EVEIAYSDVAK 239 249 40.1 27.7 40.1 2 0 0 1,223.6154
I_07 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 3 6 9.88% HPESNTAGMDIFAK 111 124 33.8 25.0 27.4 2 2 0 1,517.7054
I_07 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 3 6 9.88% EVEIAYSDVAK 239 249 44.3 27.7 42.7 2 0 0 1,223.6154
L_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 15.40% AGSDGESIGNCPFSQR 25 40 87.9 25.0 87.9 2 0 0 1,681.7236
L_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 15.40% GVVFSVTTVDLK 49 60 76.8 25.0 73.4 2 0 0 1,264.7148
L_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 15.40% EVEIAYSDVAK 239 249 38.4 28.2 35.3 2 0 0 1,223.6154
L_06 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 2 3 11.10% AGSDGESIGNCPFSQR 25 40 79.3 25.0 77.2 2 0 0 1,681.7236
L_06 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 2 3 11.10% GVVFSVTTVDLK 49 60 43.9 25.0 38.4 1 0 0 1,264.7148
M_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 4 4 7 20.90% AGSDGESIGNCPFSQR 25 40 70.9 25.0 70.9 2 0 0 1,681.7236
M_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 4 4 7 20.90% GVVFSVTTVDLK 49 60 35.1 25.5 30.3 1 0 0 1,264.7148
M_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 4 4 7 20.90% HPESNTAGMDIFAK 111 124 42.9 25.0 37.9 0 2 0 1,533.7004
M_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 4 4 7 20.90% EVEIAYSDVAK 239 249 43.8 27.6 43.8 2 0 0 1,223.6154
N_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 2 4 10.70% AGSDGESIGNCPFSQR 25 40 62.0 25.0 62.0 2 0 0 1,681.7236
N_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 2 2 4 10.70% EVEIAYSDVAK 239 249 28.7 27.8 23.3 2 0 0 1,223.6154
O_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 4 16.20% AGSDGESIGNCPFSQR 25 40 67.8 25.0 67.8 2 0 0 1,681.7236
O_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 4 16.20% HPESNTAGMDIFAK 111 124 33.5 25.0 33.4 0 1 0 1,533.7004
O_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 4 16.20% EVEIAYSDVAK 239 249 39.0 27.6 34.8 1 0 0 1,223.6154
P_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 16.20% AGSDGESIGNCPFSQR 25 40 71.3 25.0 71.3 2 0 0 1,681.7236
P_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 16.20% HPESNTAGMDIFAK 111 124 33.5 25.0 23.9 0 2 0 1,533.7004
P_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 3 3 6 16.20% EVEIAYSDVAK 239 249 43.7 28.0 39.9 2 0 0 1,223.6154
Q_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 5 5 10 21.30% AGSDGESIGNCPFSQR 25 40 69.6 25.0 69.6 2 0 0 1,681.7236
Q_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 5 5 10 21.30% GVVFSVTTVDLK 49 60 79.9 25.5 74.2 2 0 0 1,264.7148
Q_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 5 5 10 21.30% GVVFSVTTVDLKR 49 61 56.2 25.0 56.2 2 0 0 1,420.8159
Q_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 5 5 10 21.30% HPESNTAGMDIFAK 111 124 22.2 25.0 17.5 0 2 0 1,533.7004
Q_05 Chloride intracellular channel protein 4 CLIC4_HUMAN 28,729 5 5 10 21.30% EVEIAYSDVAK 239 249 51.5 27.7 39.7 2 0 0 1,223.6154
B_08 Putative ATP‐dependent Clp protease proteolytic subunit, mitochondrial CLPP_HUMAN 30,181 2 2 4 10.80% QSLQVIESAMER 215 226 58.9 28.1 46.5 2 0 0 1,406.6945
B_08 Putative ATP‐dependent Clp protease proteolytic subunit, mitochondrial CLPP_HUMAN 30,181 2 2 4 10.80% VLVHPPQDGEDEPTLVQK 244 261 35.8 27.5 31.0 0 2 0 2,001.0291
C_08 Putative ATP‐dependent Clp protease proteolytic subunit, mitochondrial CLPP_HUMAN 30,181 2 2 4 9.75% GQATDIAIQAEEIMK 186 200 49.7 27.5 45.8 2 0 0 1,633.8105
C_08 Putative ATP‐dependent Clp protease proteolytic subunit, mitochondrial CLPP_HUMAN 30,181 2 2 4 9.75% QSLQVIESAMER 215 226 39.7 28.4 34.8 2 0 0 1,406.6945
A_10 Clusterin CLUS_HUMAN 52,495 4 4 8 13.80% KTLLSNLEEAKK 68 79 29.5 25.0 23.5 0 2 0 1,373.8000
A_10 Clusterin CLUS_HUMAN 52,495 4 4 8 13.80% EILSVDCSTNNPSQAK 307 322 78.9 25.8 72.9 2 0 0 1,762.8277
A_10 Clusterin CLUS_HUMAN 52,495 4 4 8 13.80% ELDESLQVAER 326 336 57.9 26.5 48.9 2 0 0 1,288.6380
A_10 Clusterin CLUS_HUMAN 52,495 4 4 8 13.80% VTTVASHTSDSDVPSGVTEVVVK 386 408 51.8 27.7 42.2 0 2 0 2,314.1773
A_11 Clusterin CLUS_HUMAN 52,495 8 10 20 20.00% EIQNAVNGVK 45 54 44.0 26.4 37.8 2 0 0 1,071.5793
A_11 Clusterin CLUS_HUMAN 52,495 8 10 20 20.00% KTLLSNLEEAK 68 78 31.4 27.3 17.0 2 0 0 1,245.7050
A_11 Clusterin CLUS_HUMAN 52,495 8 10 20 20.00% IDSLLENDR 159 167 34.4 27.7 16.9 2 0 0 1,074.5427
A_11 Clusterin CLUS_HUMAN 52,495 8 10 20 20.00% CREILSVDCSTNNPSQAK 305 322 33.0 25.0 31.7 0 2 0 2,078.9595



A_11 Clusterin CLUS_HUMAN 52,495 8 10 20 20.00% EILSVDCSTNNPSQAK 307 322 67.9 25.8 64.0 2 2 0 1,762.8277
A_11 Clusterin CLUS_HUMAN 52,495 8 10 20 20.00% ELDESLQVAER 326 336 61.3 26.5 51.9 2 0 0 1,288.6380
A_11 Clusterin CLUS_HUMAN 52,495 8 10 20 20.00% VTTVASHTSDSDVPSGVTEVVVK 386 408 68.8 27.7 67.3 2 2 0 2,314.1773
A_11 Clusterin CLUS_HUMAN 52,495 8 10 20 20.00% FMETVAEK 430 437 25.5 25.0 11.7 2 0 0 954.4601
A_12 Clusterin CLUS_HUMAN 52,495 8 9 17 14.00% YVNKEIQNAVNGVK 41 54 79.2 28.3 71.9 2 0 0 1,575.8489
A_12 Clusterin CLUS_HUMAN 52,495 8 9 17 14.00% EIQNAVNGVK 45 54 44.2 27.6 34.0 2 0 0 1,071.5793
A_12 Clusterin CLUS_HUMAN 52,495 8 9 17 14.00% KTLLSNLEEAK 68 78 30.6 27.3 19.2 2 0 0 1,245.7050
A_12 Clusterin CLUS_HUMAN 52,495 8 9 17 14.00% KTLLSNLEEAKK 68 79 30.4 25.0 27.1 1 2 0 1,373.8000
A_12 Clusterin CLUS_HUMAN 52,495 8 9 17 14.00% TLLSNLEEAK 69 78 40.2 27.8 26.2 2 0 0 1,117.6100
A_12 Clusterin CLUS_HUMAN 52,495 8 9 17 14.00% IDSLLENDR 159 167 34.3 28.9 14.9 2 0 0 1,074.5427
A_12 Clusterin CLUS_HUMAN 52,495 8 9 17 14.00% ASSIIDELFQDR 183 194 67.0 28.4 53.2 2 0 0 1,393.6959
A_12 Clusterin CLUS_HUMAN 52,495 8 9 17 14.00% EILSVDCSTNNPSQAK 307 322 67.5 25.8 61.9 2 0 0 1,762.8277
A_13 Clusterin CLUS_HUMAN 52,495 3 3 4 7.35% KTLLSNLEEAKK 68 79 20.1 25.0 20.1 0 1 0 1,373.8000
A_13 Clusterin CLUS_HUMAN 52,495 3 3 4 7.35% IDSLLENDR 159 167 22.9 27.7 12.2 1 0 0 1,074.5427
A_13 Clusterin CLUS_HUMAN 52,495 3 3 4 7.35% ASSIIDELFQDR 183 194 69.1 28.4 48.8 2 0 0 1,393.6959
A_18 Clusterin CLUS_HUMAN 52,495 3 3 5 11.10% EILSVDCSTNNPSQAK 307 322 68.4 25.6 58.8 2 0 0 1,762.8277
A_18 Clusterin CLUS_HUMAN 52,495 3 3 5 11.10% ELDESLQVAER 326 336 32.1 26.5 23.6 2 0 0 1,288.6380
A_18 Clusterin CLUS_HUMAN 52,495 3 3 5 11.10% VTTVASHTSDSDVPSGVTEVVVK 386 408 19.1 27.7 11.8 0 1 0 2,314.1773
B_10 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% EILSVDCSTNNPSQAK 307 322 57.5 25.8 57.5 2 0 0 1,762.8277
B_10 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% ELDESLQVAER 326 336 54.9 26.5 47.1 2 0 0 1,288.6380
B_10 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% VTTVASHTSDSDVPSGVTEVVVK 386 408 51.2 27.7 40.0 0 2 0 2,314.1773
B_11 Clusterin CLUS_HUMAN 52,495 8 10 15 19.60% KTLLSNLEEAK 68 78 45.5 27.2 37.1 2 0 0 1,245.7050
B_11 Clusterin CLUS_HUMAN 52,495 8 10 15 19.60% KTLLSNLEEAKK 68 79 38.9 25.0 38.9 1 2 0 1,373.8000
B_11 Clusterin CLUS_HUMAN 52,495 8 10 15 19.60% IDSLLENDR 159 167 23.6 27.7 12.3 1 0 0 1,074.5427
B_11 Clusterin CLUS_HUMAN 52,495 8 10 15 19.60% QQTHMLDVMQDHFSR 168 182 19.5 25.0 14.4 0 1 0 1,904.8380
B_11 Clusterin CLUS_HUMAN 52,495 8 10 15 19.60% CREILSVDCSTNNPSQAK 305 322 30.5 25.0 21.6 0 1 0 2,078.9595
B_11 Clusterin CLUS_HUMAN 52,495 8 10 15 19.60% EILSVDCSTNNPSQAK 307 322 78.0 25.9 72.2 2 0 0 1,762.8277
B_11 Clusterin CLUS_HUMAN 52,495 8 10 15 19.60% ELDESLQVAER 326 336 25.3 26.5 21.1 1 0 0 1,288.6380
B_11 Clusterin CLUS_HUMAN 52,495 8 10 15 19.60% VTTVASHTSDSDVPSGVTEVVVK 386 408 77.4 27.7 70.2 2 2 0 2,314.1773
B_12 Clusterin CLUS_HUMAN 52,495 7 7 13 14.30% KTLLSNLEEAK 68 78 51.9 27.3 41.5 2 0 0 1,245.7050
B_12 Clusterin CLUS_HUMAN 52,495 7 7 13 14.30% KTLLSNLEEAKK 68 79 23.4 25.0 16.8 0 2 0 1,373.8000
B_12 Clusterin CLUS_HUMAN 52,495 7 7 13 14.30% TLLSNLEEAK 69 78 43.1 27.7 30.9 2 0 0 1,117.6100
B_12 Clusterin CLUS_HUMAN 52,495 7 7 13 14.30% IDSLLENDR 159 167 30.5 27.7 18.3 2 0 0 1,074.5427
B_12 Clusterin CLUS_HUMAN 52,495 7 7 13 14.30% QQTHMLDVMQDHFSR 168 182 18.2 25.0 12.1 0 1 0 1,904.8380
B_12 Clusterin CLUS_HUMAN 52,495 7 7 13 14.30% ASSIIDELFQDR 183 194 66.1 28.6 50.8 2 0 0 1,393.6959
B_12 Clusterin CLUS_HUMAN 52,495 7 7 13 14.30% EILSVDCSTNNPSQAK 307 322 60.3 25.7 57.0 2 0 0 1,762.8277
B_13 Clusterin CLUS_HUMAN 52,495 3 3 4 5.35% KTLLSNLEEAK 68 78 49.0 27.2 29.1 1 0 0 1,245.7050
B_13 Clusterin CLUS_HUMAN 52,495 3 3 4 5.35% KTLLSNLEEAKK 68 79 29.6 25.0 23.3 0 1 0 1,373.8000
B_13 Clusterin CLUS_HUMAN 52,495 3 3 4 5.35% ASSIIDELFQDR 183 194 60.6 28.4 45.2 2 0 0 1,393.6959
B_18 Clusterin CLUS_HUMAN 52,495 2 2 3 6.24% ASSIIDELFQDR 183 194 43.5 28.4 32.3 1 0 0 1,393.6959
B_18 Clusterin CLUS_HUMAN 52,495 2 2 3 6.24% EILSVDCSTNNPSQAK 307 322 78.5 25.8 70.5 2 0 0 1,762.8277
C_10 Clusterin CLUS_HUMAN 52,495 6 6 11 17.40% YVNKEIQNAVNGVK 41 54 60.3 28.2 52.9 2 0 0 1,575.8489
C_10 Clusterin CLUS_HUMAN 52,495 6 6 11 17.40% KTLLSNLEEAKK 68 79 20.6 25.4 17.6 0 1 0 1,373.8000
C_10 Clusterin CLUS_HUMAN 52,495 6 6 11 17.40% CREILSVDCSTNNPSQAK 305 322 43.8 25.0 40.0 0 2 0 2,078.9595
C_10 Clusterin CLUS_HUMAN 52,495 6 6 11 17.40% EILSVDCSTNNPSQAK 307 322 64.3 25.8 54.7 2 0 0 1,762.8277
C_10 Clusterin CLUS_HUMAN 52,495 6 6 11 17.40% ELDESLQVAER 326 336 64.0 26.5 54.6 2 0 0 1,288.6380
C_10 Clusterin CLUS_HUMAN 52,495 6 6 11 17.40% VTTVASHTSDSDVPSGVTEVVVK 386 408 29.5 27.7 15.9 0 2 0 2,314.1773
C_11 Clusterin CLUS_HUMAN 52,495 10 13 24 25.20% YVNKEIQNAVNGVK 41 54 88.1 28.4 70.7 2 0 0 1,575.8489
C_11 Clusterin CLUS_HUMAN 52,495 10 13 24 25.20% KTLLSNLEEAKK 68 79 69.8 25.4 65.5 2 2 0 1,373.8000
C_11 Clusterin CLUS_HUMAN 52,495 10 13 24 25.20% TLLSNLEEAKK 69 79 50.4 27.3 38.2 2 0 0 1,245.7050
C_11 Clusterin CLUS_HUMAN 52,495 10 13 24 25.20% QQTHMLDVMQDHFSR 168 182 26.8 25.0 24.5 1 1 0 1,904.8380
C_11 Clusterin CLUS_HUMAN 52,495 10 13 24 25.20% ASSIIDELFQDR 183 194 74.5 28.1 58.6 2 0 0 1,393.6959
C_11 Clusterin CLUS_HUMAN 52,495 10 13 24 25.20% CREILSVDCSTNNPSQAK 305 322 52.9 25.0 49.0 0 2 0 2,078.9595
C_11 Clusterin CLUS_HUMAN 52,495 10 13 24 25.20% EILSVDCSTNNPSQAK 307 322 78.6 25.6 73.7 3 0 0 1,762.8277
C_11 Clusterin CLUS_HUMAN 52,495 10 13 24 25.20% ELDESLQVAER 326 336 43.4 26.1 35.6 2 0 0 1,288.6380
C_11 Clusterin CLUS_HUMAN 52,495 10 13 24 25.20% VTTVASHTSDSDVPSGVTEVVVK 386 408 58.4 27.6 37.9 2 2 0 2,314.1773
C_11 Clusterin CLUS_HUMAN 52,495 10 13 24 25.20% FMETVAEK 430 437 21.0 25.0 15.6 1 0 0 954.4601
C_12 Clusterin CLUS_HUMAN 52,495 8 10 19 19.20% YVNKEIQNAVNGVK 41 54 73.6 28.5 62.1 2 2 0 1,575.8489
C_12 Clusterin CLUS_HUMAN 52,495 8 10 19 19.20% KTLLSNLEEAK 68 78 60.9 27.3 50.2 2 0 0 1,245.7050
C_12 Clusterin CLUS_HUMAN 52,495 8 10 19 19.20% KTLLSNLEEAKK 68 79 49.4 25.0 44.5 2 1 0 1,373.8000
C_12 Clusterin CLUS_HUMAN 52,495 8 10 19 19.20% TLLSNLEEAK 69 78 38.4 27.7 29.2 2 0 0 1,117.6100
C_12 Clusterin CLUS_HUMAN 52,495 8 10 19 19.20% IDSLLENDR 159 167 25.9 28.0 23.1 2 0 0 1,074.5427
C_12 Clusterin CLUS_HUMAN 52,495 8 10 19 19.20% ASSIIDELFQDR 183 194 66.3 28.4 47.4 2 0 0 1,393.6959
C_12 Clusterin CLUS_HUMAN 52,495 8 10 19 19.20% EILSVDCSTNNPSQAK 307 322 67.5 25.6 62.8 2 0 0 1,762.8277
C_12 Clusterin CLUS_HUMAN 52,495 8 10 19 19.20% VTTVASHTSDSDVPSGVTEVVVK 386 408 28.0 27.7 17.8 0 2 0 2,314.1773
C_13 Clusterin CLUS_HUMAN 52,495 3 3 6 5.79% YVNKEIQNAVNGVK 41 54 30.9 28.3 28.2 2 0 0 1,575.8489
C_13 Clusterin CLUS_HUMAN 52,495 3 3 6 5.79% KTLLSNLEEAK 68 78 43.3 27.3 35.7 2 0 0 1,245.7050
C_13 Clusterin CLUS_HUMAN 52,495 3 3 6 5.79% KTLLSNLEEAKK 68 79 27.1 25.0 27.1 0 2 0 1,373.8000
C_17 Clusterin CLUS_HUMAN 52,495 3 4 6 9.13% YVNKEIQNAVNGVK 41 54 52.3 28.2 44.3 1 1 0 1,575.8489
C_17 Clusterin CLUS_HUMAN 52,495 3 4 6 9.13% EILSVDCSTNNPSQAK 307 322 39.1 25.8 39.1 2 0 0 1,762.8277
C_17 Clusterin CLUS_HUMAN 52,495 3 4 6 9.13% ELDESLQVAER 326 336 43.3 26.1 38.3 2 0 0 1,288.6380
C_18 Clusterin CLUS_HUMAN 52,495 4 4 7 11.80% YVNKEIQNAVNGVK 41 54 24.0 28.5 10.3 0 1 0 1,575.8489
C_18 Clusterin CLUS_HUMAN 52,495 4 4 7 11.80% KTLLSNLEEAKK 68 79 28.5 25.0 28.5 0 2 0 1,373.8000
C_18 Clusterin CLUS_HUMAN 52,495 4 4 7 11.80% EILSVDCSTNNPSQAK 307 322 51.4 25.7 47.4 2 0 0 1,762.8277
C_18 Clusterin CLUS_HUMAN 52,495 4 4 7 11.80% ELDESLQVAER 326 336 38.6 26.1 27.9 2 0 0 1,288.6380
C_20 Clusterin CLUS_HUMAN 52,495 2 2 3 6.01% EILSVDCSTNNPSQAK 307 322 42.2 25.5 40.2 1 0 0 1,762.8277
C_20 Clusterin CLUS_HUMAN 52,495 2 2 3 6.01% ELDESLQVAER 326 336 45.2 26.5 38.2 2 0 0 1,288.6380
D_12 Clusterin CLUS_HUMAN 52,495 6 6 11 19.60% IDSLLENDR 159 167 38.3 27.5 21.3 2 0 0 1,074.5427
D_12 Clusterin CLUS_HUMAN 52,495 6 6 11 19.60% ASSIIDELFQDR 183 194 74.0 28.0 57.3 2 0 0 1,393.6959
D_12 Clusterin CLUS_HUMAN 52,495 6 6 11 19.60% EILSVDCSTNNPSQAK 307 322 53.2 25.8 47.9 2 0 0 1,762.8277
D_12 Clusterin CLUS_HUMAN 52,495 6 6 11 19.60% ELDESLQVAER 326 336 55.3 26.4 46.0 2 0 0 1,288.6380
D_12 Clusterin CLUS_HUMAN 52,495 6 6 11 19.60% VTTVASHTSDSDVPSGVTEVVVK 386 408 30.0 27.8 19.0 0 2 0 2,314.1773
D_12 Clusterin CLUS_HUMAN 52,495 6 6 11 19.60% LFDSDPITVTVPVEVSR 409 425 69.4 28.1 69.0 1 0 0 1,873.9907
D_13 Clusterin CLUS_HUMAN 52,495 2 2 3 4.68% TLLSNLEEAK 69 78 31.2 28.5 22.5 1 0 0 1,117.6100
D_13 Clusterin CLUS_HUMAN 52,495 2 2 3 4.68% ELDESLQVAER 326 336 40.8 26.4 34.5 2 0 0 1,288.6380
D_14 Clusterin CLUS_HUMAN 52,495 3 3 5 9.13% ELDESLQVAER 326 336 49.2 26.3 38.7 2 0 0 1,288.6380
D_14 Clusterin CLUS_HUMAN 52,495 3 3 5 9.13% KYNELLK 340 346 19.3 25.1 0.0 1 0 0 907.5248
D_14 Clusterin CLUS_HUMAN 52,495 3 3 5 9.13% VTTVASHTSDSDVPSGVTEVVVK 386 408 41.6 27.7 24.2 0 2 0 2,314.1773
E_11 Clusterin CLUS_HUMAN 52,495 4 4 7 11.80% TLLSNLEEAK 69 78 41.6 28.5 36.5 2 0 0 1,117.6100
E_11 Clusterin CLUS_HUMAN 52,495 4 4 7 11.80% IDSLLENDR 159 167 34.7 27.9 23.3 1 0 0 1,074.5427
E_11 Clusterin CLUS_HUMAN 52,495 4 4 7 11.80% ELDESLQVAER 326 336 57.1 26.5 55.3 2 0 0 1,288.6380
E_11 Clusterin CLUS_HUMAN 52,495 4 4 7 11.80% VTTVASHTSDSDVPSGVTEVVVK 386 408 55.5 27.8 39.1 0 2 0 2,314.1773
E_12 Clusterin CLUS_HUMAN 52,495 2 2 4 4.68% TLLSNLEEAK 69 78 29.4 28.5 28.0 2 0 0 1,117.6100
E_12 Clusterin CLUS_HUMAN 52,495 2 2 4 4.68% ELDESLQVAER 326 336 45.5 26.3 42.7 2 0 0 1,288.6380
E_14 Clusterin CLUS_HUMAN 52,495 2 2 3 7.57% ELDESLQVAER 326 336 49.3 26.1 40.6 2 0 0 1,288.6380
E_14 Clusterin CLUS_HUMAN 52,495 2 2 3 7.57% VTTVASHTSDSDVPSGVTEVVVK 386 408 31.7 27.6 13.3 0 1 0 2,314.1773
F_10 Clusterin CLUS_HUMAN 52,495 8 10 17 17.10% YVNKEIQNAVNGVK 41 54 41.3 28.4 28.9 2 2 0 1,575.8489
F_10 Clusterin CLUS_HUMAN 52,495 8 10 17 17.10% KTLLSNLEEAK 68 78 50.1 27.2 38.8 2 0 0 1,245.7050
F_10 Clusterin CLUS_HUMAN 52,495 8 10 17 17.10% KTLLSNLEEAKK 68 79 28.3 25.0 24.5 0 1 0 1,373.8000
F_10 Clusterin CLUS_HUMAN 52,495 8 10 17 17.10% TLLSNLEEAK 69 78 47.5 27.7 39.5 2 0 0 1,117.6100
F_10 Clusterin CLUS_HUMAN 52,495 8 10 17 17.10% EILSVDCSTNNPSQAK 307 322 60.6 25.8 52.5 2 1 0 1,762.8277
F_10 Clusterin CLUS_HUMAN 52,495 8 10 17 17.10% RELDESLQVAER 325 336 32.0 27.1 0.0 0 2 0 1,444.7391
F_10 Clusterin CLUS_HUMAN 52,495 8 10 17 17.10% ELDESLQVAER 326 336 60.9 26.5 52.3 2 0 0 1,288.6380
F_10 Clusterin CLUS_HUMAN 52,495 8 10 17 17.10% VTTVASHTSDSDVPSGVTEVVVK 386 408 34.2 27.6 21.2 0 1 0 2,314.1773
F_11 Clusterin CLUS_HUMAN 52,495 2 2 3 5.79% TLLSNLEEAK 69 78 24.3 27.7 18.5 1 0 0 1,117.6100
F_11 Clusterin CLUS_HUMAN 52,495 2 2 3 5.79% EILSVDCSTNNPSQAK 307 322 79.7 25.8 67.3 2 0 0 1,762.8277
G_09 Clusterin CLUS_HUMAN 52,495 6 6 12 10.70% KTLLSNLEEAK 68 78 38.5 26.8 28.9 2 0 0 1,245.7050
G_09 Clusterin CLUS_HUMAN 52,495 6 6 12 10.70% KTLLSNLEEAKK 68 79 32.3 25.0 26.5 0 2 0 1,373.8000
G_09 Clusterin CLUS_HUMAN 52,495 6 6 12 10.70% TLLSNLEEAK 69 78 42.3 28.4 27.2 2 0 0 1,117.6100
G_09 Clusterin CLUS_HUMAN 52,495 6 6 12 10.70% IDSLLENDR 159 167 33.2 28.7 12.6 2 0 0 1,074.5427
G_09 Clusterin CLUS_HUMAN 52,495 6 6 12 10.70% EILSVDCSTNNPSQAK 307 322 66.7 26.3 65.2 2 0 0 1,762.8277
G_09 Clusterin CLUS_HUMAN 52,495 6 6 12 10.70% ELDESLQVAER 326 336 53.3 26.6 45.3 2 0 0 1,288.6380



G_10 Clusterin CLUS_HUMAN 52,495 6 7 13 13.80% YVNKEIQNAVNGVK 41 54 21.1 28.4 7.0 0 1 0 1,575.8489
G_10 Clusterin CLUS_HUMAN 52,495 6 7 13 13.80% KTLLSNLEEAK 68 78 34.2 26.8 24.8 2 0 0 1,245.7050
G_10 Clusterin CLUS_HUMAN 52,495 6 7 13 13.80% KTLLSNLEEAKK 68 79 18.1 25.0 18.1 0 2 0 1,373.8000
G_10 Clusterin CLUS_HUMAN 52,495 6 7 13 13.80% IDSLLENDR 159 167 31.4 29.0 20.0 2 0 0 1,074.5427
G_10 Clusterin CLUS_HUMAN 52,495 6 7 13 13.80% EILSVDCSTNNPSQAK 307 322 88.8 26.4 86.4 2 2 0 1,762.8277
G_10 Clusterin CLUS_HUMAN 52,495 6 7 13 13.80% ELDESLQVAER 326 336 60.9 26.6 53.4 2 0 0 1,288.6380
G_15 Clusterin CLUS_HUMAN 52,495 2 2 4 5.79% TLLSNLEEAK 69 78 32.9 28.4 20.7 2 0 0 1,117.6100
G_15 Clusterin CLUS_HUMAN 52,495 2 2 4 5.79% EILSVDCSTNNPSQAK 307 322 57.1 26.2 55.1 2 0 0 1,762.8277
G_16 Clusterin CLUS_HUMAN 52,495 2 2 4 6.01% EILSVDCSTNNPSQAK 307 322 62.6 26.3 58.2 2 0 0 1,762.8277
G_16 Clusterin CLUS_HUMAN 52,495 2 2 4 6.01% ELDESLQVAER 326 336 49.8 26.6 41.3 2 0 0 1,288.6380
H_09 Clusterin CLUS_HUMAN 52,495 4 4 6 8.69% KTLLSNLEEAKK 68 79 17.9 25.0 17.9 0 1 0 1,373.8000
H_09 Clusterin CLUS_HUMAN 52,495 4 4 6 8.69% TLLSNLEEAK 69 78 25.6 27.7 19.6 1 0 0 1,117.6100
H_09 Clusterin CLUS_HUMAN 52,495 4 4 6 8.69% EILSVDCSTNNPSQAK 307 322 64.5 26.0 60.5 2 0 0 1,762.8277
H_09 Clusterin CLUS_HUMAN 52,495 4 4 6 8.69% ELDESLQVAER 326 336 29.8 26.5 21.5 2 0 0 1,288.6380
H_10 Clusterin CLUS_HUMAN 52,495 4 4 7 8.69% KTLLSNLEEAKK 68 79 15.4 25.0 7.6 0 1 0 1,373.8000
H_10 Clusterin CLUS_HUMAN 52,495 4 4 7 8.69% TLLSNLEEAK 69 78 39.3 27.7 26.0 2 0 0 1,117.6100
H_10 Clusterin CLUS_HUMAN 52,495 4 4 7 8.69% EILSVDCSTNNPSQAK 307 322 72.2 26.4 72.2 2 0 0 1,762.8277
H_10 Clusterin CLUS_HUMAN 52,495 4 4 7 8.69% ELDESLQVAER 326 336 47.9 26.5 39.2 2 0 0 1,288.6380
I_09 Clusterin CLUS_HUMAN 52,495 5 5 10 12.20% YVNKEIQNAVNGVK 41 54 83.6 28.1 72.8 2 0 0 1,575.8489
I_09 Clusterin CLUS_HUMAN 52,495 5 5 10 12.20% KTLLSNLEEAKK 68 79 26.7 25.0 23.6 0 2 0 1,373.8000
I_09 Clusterin CLUS_HUMAN 52,495 5 5 10 12.20% CREILSVDCSTNNPSQAK 305 322 43.7 25.0 41.7 0 2 0 2,078.9595
I_09 Clusterin CLUS_HUMAN 52,495 5 5 10 12.20% EILSVDCSTNNPSQAK 307 322 71.0 25.8 65.8 2 0 0 1,762.8277
I_09 Clusterin CLUS_HUMAN 52,495 5 5 10 12.20% ELDESLQVAER 326 336 43.7 26.5 37.1 2 0 0 1,288.6380
I_10 Clusterin CLUS_HUMAN 52,495 6 6 12 11.80% YVNKEIQNAVNGVK 41 54 73.2 28.4 66.6 2 0 0 1,575.8489
I_10 Clusterin CLUS_HUMAN 52,495 6 6 12 11.80% KTLLSNLEEAK 68 78 33.0 27.1 14.6 2 0 0 1,245.7050
I_10 Clusterin CLUS_HUMAN 52,495 6 6 12 11.80% KTLLSNLEEAKK 68 79 31.1 25.0 27.2 0 2 0 1,373.8000
I_10 Clusterin CLUS_HUMAN 52,495 6 6 12 11.80% TLLSNLEEAK 69 78 42.4 27.7 34.5 2 0 0 1,117.6100
I_10 Clusterin CLUS_HUMAN 52,495 6 6 12 11.80% EILSVDCSTNNPSQAK 307 322 69.7 26.1 60.2 2 0 0 1,762.8277
I_10 Clusterin CLUS_HUMAN 52,495 6 6 12 11.80% ELDESLQVAER 326 336 45.4 26.5 40.2 2 0 0 1,288.6380
J_09 Clusterin CLUS_HUMAN 52,495 4 4 6 13.40% TLLSNLEEAK 69 78 20.9 28.7 13.7 1 0 0 1,117.6100
J_09 Clusterin CLUS_HUMAN 52,495 4 4 6 13.40% EILSVDCSTNNPSQAK 307 322 67.8 26.3 63.1 2 0 0 1,762.8277
J_09 Clusterin CLUS_HUMAN 52,495 4 4 6 13.40% ELDESLQVAER 326 336 43.5 26.6 39.5 1 0 0 1,288.6380
J_09 Clusterin CLUS_HUMAN 52,495 4 4 6 13.40% VTTVASHTSDSDVPSGVTEVVVK 386 408 31.4 27.6 22.2 0 2 0 2,314.1773
J_10 Clusterin CLUS_HUMAN 52,495 5 5 9 10.50% KTLLSNLEEAK 68 78 41.0 26.1 24.8 2 0 0 1,245.7050
J_10 Clusterin CLUS_HUMAN 52,495 5 5 9 10.50% TLLSNLEEAK 69 78 36.5 28.1 26.4 1 0 0 1,117.6100
J_10 Clusterin CLUS_HUMAN 52,495 5 5 9 10.50% IDSLLENDR 159 167 35.5 28.3 17.8 2 0 0 1,074.5427
J_10 Clusterin CLUS_HUMAN 52,495 5 5 9 10.50% EILSVDCSTNNPSQAK 307 322 45.6 26.6 45.6 2 0 0 1,762.8277
J_10 Clusterin CLUS_HUMAN 52,495 5 5 9 10.50% ELDESLQVAER 326 336 38.7 26.9 22.6 2 0 0 1,288.6380
K_09 Clusterin CLUS_HUMAN 52,495 5 6 10 13.40% CREILSVDCSTNNPSQAK 305 322 28.1 25.0 23.3 0 1 0 2,078.9595
K_09 Clusterin CLUS_HUMAN 52,495 5 6 10 13.40% EILSVDCSTNNPSQAK 307 322 72.5 26.0 64.7 2 2 0 1,762.8277
K_09 Clusterin CLUS_HUMAN 52,495 5 6 10 13.40% ELDESLQVAER 326 336 58.1 26.5 49.1 2 0 0 1,288.6380
K_09 Clusterin CLUS_HUMAN 52,495 5 6 10 13.40% VTTVASHTSDSDVPSGVTEVVVK 386 408 33.9 27.6 21.5 0 2 0 2,314.1773
K_09 Clusterin CLUS_HUMAN 52,495 5 6 10 13.40% FMETVAEK 430 437 32.3 25.0 19.4 1 0 0 970.4551
K_10 Clusterin CLUS_HUMAN 52,495 6 6 11 12.00% YVNKEIQNAVNGVK 41 54 60.9 28.2 49.7 2 0 0 1,575.8489
K_10 Clusterin CLUS_HUMAN 52,495 6 6 11 12.00% KTLLSNLEEAK 68 78 43.5 27.2 35.5 2 0 0 1,245.7050
K_10 Clusterin CLUS_HUMAN 52,495 6 6 11 12.00% KTLLSNLEEAKK 68 79 21.5 25.0 20.4 0 2 0 1,373.8000
K_10 Clusterin CLUS_HUMAN 52,495 6 6 11 12.00% TLLSNLEEAK 69 78 29.3 28.8 21.7 2 0 0 1,117.6100
K_10 Clusterin CLUS_HUMAN 52,495 6 6 11 12.00% ASSIIDELFQDR 183 194 61.8 28.0 41.0 1 0 0 1,393.6959
K_10 Clusterin CLUS_HUMAN 52,495 6 6 11 12.00% EILSVDCSTNNPSQAK 307 322 65.6 26.0 59.7 2 0 0 1,762.8277
K_11 Clusterin CLUS_HUMAN 52,495 2 2 4 4.68% KTLLSNLEEAKK 68 79 22.6 25.0 20.8 0 2 0 1,373.8000
K_11 Clusterin CLUS_HUMAN 52,495 2 2 4 4.68% IDSLLENDR 159 167 34.2 28.5 13.4 2 0 0 1,074.5427
L_07 Clusterin CLUS_HUMAN 52,495 4 4 7 13.80% ASSIIDELFQDR 183 194 64.3 28.0 43.2 2 0 0 1,393.6959
L_07 Clusterin CLUS_HUMAN 52,495 4 4 7 13.80% EILSVDCSTNNPSQAK 307 322 65.2 26.1 59.3 1 0 0 1,762.8277
L_07 Clusterin CLUS_HUMAN 52,495 4 4 7 13.80% ELDESLQVAER 326 336 52.3 26.7 48.9 2 0 0 1,288.6380
L_07 Clusterin CLUS_HUMAN 52,495 4 4 7 13.80% VTTVASHTSDSDVPSGVTEVVVK 386 408 33.6 27.7 24.4 0 2 0 2,314.1773
L_10 Clusterin CLUS_HUMAN 52,495 2 2 3 7.57% ELDESLQVAER 326 336 47.1 26.7 42.6 2 0 0 1,288.6380
L_10 Clusterin CLUS_HUMAN 52,495 2 2 3 7.57% VTTVASHTSDSDVPSGVTEVVVK 386 408 27.6 27.6 14.6 0 1 0 2,314.1773
L_11 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% EILSVDCSTNNPSQAK 307 322 72.2 26.1 69.6 2 0 0 1,762.8277
L_11 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% ELDESLQVAER 326 336 58.1 26.7 50.1 2 0 0 1,288.6380
L_11 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% VTTVASHTSDSDVPSGVTEVVVK 386 408 51.9 27.6 42.8 0 2 0 2,314.1773
M_07 Clusterin CLUS_HUMAN 52,495 3 3 6 7.80% EILSVDCSTNNPSQAK 307 322 53.0 26.0 50.0 2 0 0 1,762.8277
M_07 Clusterin CLUS_HUMAN 52,495 3 3 6 7.80% ELDESLQVAER 326 336 47.7 26.7 41.3 2 0 0 1,288.6380
M_07 Clusterin CLUS_HUMAN 52,495 3 3 6 7.80% FMETVAEK 430 437 25.4 25.0 14.0 2 0 0 970.4551
M_11 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% EILSVDCSTNNPSQAK 307 322 95.0 25.8 95.0 2 0 0 1,762.8277
M_11 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% ELDESLQVAER 326 336 49.7 26.7 46.0 2 0 0 1,288.6380
M_11 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% VTTVASHTSDSDVPSGVTEVVVK 386 408 48.8 27.7 32.0 0 2 0 2,314.1773
N_07 Clusterin CLUS_HUMAN 52,495 8 8 12 15.80% KTLLSNLEEAK 68 78 25.1 25.9 24.6 1 0 0 1,245.7050
N_07 Clusterin CLUS_HUMAN 52,495 8 8 12 15.80% TLLSNLEEAK 69 78 25.0 28.7 17.4 2 0 0 1,117.6100
N_07 Clusterin CLUS_HUMAN 52,495 8 8 12 15.80% TLLSNLEEAKK 69 79 21.1 26.9 13.2 1 0 0 1,245.7050
N_07 Clusterin CLUS_HUMAN 52,495 8 8 12 15.80% IDSLLENDR 159 167 40.2 29.0 15.5 2 0 0 1,074.5427
N_07 Clusterin CLUS_HUMAN 52,495 8 8 12 15.80% QQTHMLDVMQDHFSR 168 182 20.0 25.0 15.5 0 1 0 1,904.8380
N_07 Clusterin CLUS_HUMAN 52,495 8 8 12 15.80% EILSVDCSTNNPSQAK 307 322 80.1 26.4 74.0 2 0 0 1,762.8277
N_07 Clusterin CLUS_HUMAN 52,495 8 8 12 15.80% ELDESLQVAER 326 336 55.7 26.7 46.4 2 0 0 1,288.6380
N_07 Clusterin CLUS_HUMAN 52,495 8 8 12 15.80% FMETVAEK 430 437 30.5 25.0 20.5 1 0 0 970.4551
N_10 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% EILSVDCSTNNPSQAK 307 322 59.0 26.3 44.6 2 0 0 1,762.8277
N_10 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% ELDESLQVAER 326 336 49.7 26.7 37.7 2 0 0 1,288.6380
N_10 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% VTTVASHTSDSDVPSGVTEVVVK 386 408 46.7 27.7 32.9 0 2 0 2,314.1773
N_11 Clusterin CLUS_HUMAN 52,495 4 4 7 13.60% KTLLSNLEEAK 68 78 24.6 26.9 8.2 1 0 0 1,245.7050
N_11 Clusterin CLUS_HUMAN 52,495 4 4 7 13.60% EILSVDCSTNNPSQAK 307 322 74.3 26.3 70.8 2 0 0 1,762.8277
N_11 Clusterin CLUS_HUMAN 52,495 4 4 7 13.60% ELDESLQVAER 326 336 59.1 27.1 49.3 2 0 0 1,288.6380
N_11 Clusterin CLUS_HUMAN 52,495 4 4 7 13.60% VTTVASHTSDSDVPSGVTEVVVK 386 408 44.2 27.7 31.3 0 2 0 2,314.1773
N_12 Clusterin CLUS_HUMAN 52,495 2 2 4 6.01% EILSVDCSTNNPSQAK 307 322 48.3 26.1 38.0 2 0 0 1,762.8277
N_12 Clusterin CLUS_HUMAN 52,495 2 2 4 6.01% ELDESLQVAER 326 336 43.9 26.6 37.4 2 0 0 1,288.6380
O_07 Clusterin CLUS_HUMAN 52,495 6 6 11 17.80% TLLSNLEEAK 69 78 51.1 28.4 39.0 2 0 0 1,117.6100
O_07 Clusterin CLUS_HUMAN 52,495 6 6 11 17.80% ASSIIDELFQDR 183 194 66.4 28.5 45.5 2 0 0 1,393.6959
O_07 Clusterin CLUS_HUMAN 52,495 6 6 11 17.80% EILSVDCSTNNPSQAK 307 322 75.2 26.3 72.8 2 0 0 1,762.8277
O_07 Clusterin CLUS_HUMAN 52,495 6 6 11 17.80% ELDESLQVAER 326 336 55.2 26.6 50.6 2 0 0 1,288.6380
O_07 Clusterin CLUS_HUMAN 52,495 6 6 11 17.80% VTTVASHTSDSDVPSGVTEVVVK 386 408 31.6 27.7 20.6 0 2 0 2,314.1773
O_07 Clusterin CLUS_HUMAN 52,495 6 6 11 17.80% FMETVAEK 430 437 20.0 25.0 7.9 1 0 0 970.4551
O_10 Clusterin CLUS_HUMAN 52,495 3 3 5 11.10% EILSVDCSTNNPSQAK 307 322 55.3 26.4 55.3 2 0 0 1,762.8277
O_10 Clusterin CLUS_HUMAN 52,495 3 3 5 11.10% ELDESLQVAER 326 336 56.7 26.9 47.2 2 0 0 1,288.6380
O_10 Clusterin CLUS_HUMAN 52,495 3 3 5 11.10% VTTVASHTSDSDVPSGVTEVVVK 386 408 29.5 27.8 16.3 0 1 0 2,314.1773
O_11 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% EILSVDCSTNNPSQAK 307 322 54.7 26.3 48.3 2 0 0 1,762.8277
O_11 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% ELDESLQVAER 326 336 47.7 26.8 37.2 2 0 0 1,288.6380
O_11 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% VTTVASHTSDSDVPSGVTEVVVK 386 408 31.6 27.8 19.4 0 2 0 2,314.1773
O_12 Clusterin CLUS_HUMAN 52,495 2 2 3 6.01% EILSVDCSTNNPSQAK 307 322 21.5 26.3 17.0 1 0 0 1,762.8277
O_12 Clusterin CLUS_HUMAN 52,495 2 2 3 6.01% ELDESLQVAER 326 336 42.6 27.1 25.3 2 0 0 1,288.6380
P_07 Clusterin CLUS_HUMAN 52,495 4 4 7 13.60% KTLLSNLEEAK 68 78 24.9 26.3 15.6 1 0 0 1,245.7050
P_07 Clusterin CLUS_HUMAN 52,495 4 4 7 13.60% EILSVDCSTNNPSQAK 307 322 70.8 26.4 60.1 2 0 0 1,762.8277
P_07 Clusterin CLUS_HUMAN 52,495 4 4 7 13.60% ELDESLQVAER 326 336 52.0 26.8 37.8 2 0 0 1,288.6380
P_07 Clusterin CLUS_HUMAN 52,495 4 4 7 13.60% VTTVASHTSDSDVPSGVTEVVVK 386 408 37.6 27.8 27.5 0 2 0 2,314.1773
P_10 Clusterin CLUS_HUMAN 52,495 2 2 4 6.01% EILSVDCSTNNPSQAK 307 322 53.1 26.3 53.1 2 0 0 1,762.8277
P_10 Clusterin CLUS_HUMAN 52,495 2 2 4 6.01% ELDESLQVAER 326 336 48.7 26.9 31.4 2 0 0 1,288.6380
P_11 Clusterin CLUS_HUMAN 52,495 4 4 7 13.60% KTLLSNLEEAK 68 78 27.2 26.9 20.4 1 0 0 1,245.7050
P_11 Clusterin CLUS_HUMAN 52,495 4 4 7 13.60% EILSVDCSTNNPSQAK 307 322 79.8 26.1 77.7 2 0 0 1,762.8277
P_11 Clusterin CLUS_HUMAN 52,495 4 4 7 13.60% ELDESLQVAER 326 336 53.1 26.8 43.5 2 0 0 1,288.6380
P_11 Clusterin CLUS_HUMAN 52,495 4 4 7 13.60% VTTVASHTSDSDVPSGVTEVVVK 386 408 48.7 27.7 37.8 0 2 0 2,314.1773
Q_06 Clusterin CLUS_HUMAN 52,495 2 2 2 7.57% ELDESLQVAER 326 336 31.5 26.6 26.3 1 0 0 1,288.6380
Q_06 Clusterin CLUS_HUMAN 52,495 2 2 2 7.57% VTTVASHTSDSDVPSGVTEVVVK 386 408 49.3 27.7 35.6 0 1 0 2,314.1773
Q_07 Clusterin CLUS_HUMAN 52,495 4 4 6 10.20% KTLLSNLEEAK 68 78 24.4 26.9 19.3 1 0 0 1,245.7050
Q_07 Clusterin CLUS_HUMAN 52,495 4 4 6 10.20% EILSVDCSTNNPSQAK 307 322 71.1 26.1 66.5 2 0 0 1,762.8277
Q_07 Clusterin CLUS_HUMAN 52,495 4 4 6 10.20% ELDESLQVAER 326 336 55.5 26.6 47.3 2 0 0 1,288.6380



Q_07 Clusterin CLUS_HUMAN 52,495 4 4 6 10.20% FMETVAEK 430 437 27.9 25.0 18.4 1 0 0 970.4551
Q_10 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% EILSVDCSTNNPSQAK 307 322 57.6 26.3 52.5 2 0 0 1,762.8277
Q_10 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% ELDESLQVAER 326 336 54.7 26.7 38.7 2 0 0 1,288.6380
Q_10 Clusterin CLUS_HUMAN 52,495 3 3 6 11.10% VTTVASHTSDSDVPSGVTEVVVK 386 408 36.1 27.7 26.8 0 2 0 2,314.1773
Q_11 Clusterin CLUS_HUMAN 52,495 4 4 7 12.50% IDSLLENDR 159 167 34.0 28.7 20.3 2 0 0 1,074.5427
Q_11 Clusterin CLUS_HUMAN 52,495 4 4 7 12.50% EILSVDCSTNNPSQAK 307 322 59.9 26.4 55.4 2 0 0 1,762.8277
Q_11 Clusterin CLUS_HUMAN 52,495 4 4 7 12.50% VTTVASHTSDSDVPSGVTEVVVK 386 408 42.6 27.6 31.5 0 1 0 2,314.1773
Q_11 Clusterin CLUS_HUMAN 52,495 4 4 7 12.50% FMETVAEK 430 437 31.6 25.0 16.6 2 0 0 970.4551
A_08 UPF0568 protein C14orf166 CN166_HUMAN 28,069 2 2 3 7.38% HDDYLVMLK 146 154 28.9 27.9 22.8 2 0 0 1,133.5661
A_08 UPF0568 protein C14orf166 CN166_HUMAN 28,069 2 2 3 7.38% EGLPVALDK 177 185 51.3 25.0 41.5 1 0 0 941.5304
I_07 UPF0568 protein C14orf166 CN166_HUMAN 28,069 2 2 3 7.38% HDDYLVMLK 146 154 33.0 27.7 26.1 1 0 0 1,133.5661
I_07 UPF0568 protein C14orf166 CN166_HUMAN 28,069 2 2 3 7.38% EGLPVALDK 177 185 46.5 25.7 31.1 2 0 0 941.5304
A_05 Cellular nucleic acid‐binding protein CNBP_HUMAN 19,462 2 3 6 14.70% DCDLQEDACYNCGR 66 79 92.5 25.0 92.5 2 0 0 1,775.6420
A_05 Cellular nucleic acid‐binding protein CNBP_HUMAN 19,462 2 3 6 14.70% CYSCGEFGHIQK 119 130 41.5 25.0 41.1 2 2 0 1,485.6251
B_04 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 3 5 14.70% DCDLQEDACYNCGR 59 72 85.3 25.0 85.3 2 0 0 1,775.6420
B_04 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 3 5 14.70% CYSCGEFGHIQK 112 123 43.7 25.0 37.9 2 1 0 1,485.6251
B_05 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 4 14.70% DCDLQEDACYNCGR 59 72 87.8 25.0 87.8 2 0 0 1,775.6420
B_05 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 4 14.70% CYSCGEFGHIQK 112 123 31.1 25.0 27.5 2 0 0 1,485.6251
C_04 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 4 14.70% DCDLQEDACYNCGR 59 72 81.6 25.0 81.6 2 0 0 1,775.6420
C_04 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 4 14.70% CYSCGEFGHIQK 112 123 64.7 25.0 58.9 2 0 0 1,485.6251
F_07 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 4 14.70% DCDLQEDACYNCGR 59 72 86.4 25.0 86.4 2 0 0 1,775.6420
F_07 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 4 14.70% CYSCGEFGHIQK 112 123 32.7 25.0 32.7 0 2 0 1,485.6251
F_08 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 3 5 14.70% DCDLQEDACYNCGR 59 72 85.5 25.0 85.5 2 0 0 1,775.6420
F_08 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 3 5 14.70% CYSCGEFGHIQK 112 123 28.9 25.0 28.9 1 2 0 1,485.6251
G_07 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 4 14.70% DCDLQEDACYNCGR 59 72 72.6 25.0 72.6 2 0 0 1,775.6420
G_07 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 4 14.70% CYSCGEFGHIQK 112 123 23.1 25.0 23.1 0 2 0 1,485.6251
H_04 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 2 14.70% DCDLQEDACYNCGR 59 72 39.0 25.0 39.0 1 0 0 1,775.6420
H_04 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 2 14.70% CYSCGEFGHIQK 112 123 14.9 25.0 13.1 0 1 0 1,485.6251
H_05 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 3 4 6 19.80% CGESGHLAKDCDLQEDACYNCGR 50 72 35.5 25.0 35.5 0 0 1 2,715.0654
H_05 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 3 4 6 19.80% DCDLQEDACYNCGR 59 72 90.1 25.0 90.1 2 0 0 1,775.6420
H_05 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 3 4 6 19.80% CYSCGEFGHIQK 112 123 40.0 25.0 40.0 2 1 0 1,485.6251
I_04 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 3 14.70% DCDLQEDACYNCGR 59 72 48.0 25.0 48.0 2 0 0 1,775.6420
I_04 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 3 14.70% CYSCGEFGHIQK 112 123 16.0 25.0 16.0 0 1 0 1,485.6251
I_05 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 3 4 14.70% DCDLQEDACYNCGR 59 72 79.9 25.0 78.9 2 1 0 1,775.6420
I_05 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 3 4 14.70% CYSCGEFGHIQK 112 123 34.5 25.0 34.5 0 1 0 1,485.6251
K_05 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 3 14.70% DCDLQEDACYNCGR 59 72 75.3 25.0 75.3 2 0 0 1,775.6420
K_05 Cellular nucleic acid‐binding protein CNBP_HUMAN 18,741 2 2 3 14.70% CYSCGEFGHIQK 112 123 20.0 25.0 20.0 1 0 0 1,485.6251
A_14 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 4 5 8 12.80% QLGGSVELVDIGK 54 66 36.4 28.1 28.0 2 0 0 1,314.7266
A_14 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 4 5 8 12.80% TVFGVEPDLTR 403 413 62.8 28.5 38.8 2 0 0 1,233.6475
A_14 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 4 5 8 12.80% EGGSIPVTLTFQEATGK 414 430 31.9 28.0 30.8 1 0 0 1,734.8911
A_14 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 4 5 8 12.80% NVMLLPVGSADDGAHSQNEK 431 450 74.9 26.2 61.3 1 2 0 2,097.9872
B_14 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 5 6 11 14.90% QLGGSVELVDIGK 54 66 57.0 28.1 53.5 2 0 0 1,314.7266
B_14 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 5 6 11 14.90% TGQEIPVNVR 150 159 34.7 26.2 16.6 2 0 0 1,112.6059
B_14 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 5 6 11 14.90% TVFGVEPDLTR 403 413 51.8 28.5 28.0 2 0 0 1,233.6475
B_14 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 5 6 11 14.90% EGGSIPVTLTFQEATGK 414 430 44.0 28.3 36.9 1 0 0 1,734.8911
B_14 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 5 6 11 14.90% NVMLLPVGSADDGAHSQNEK 431 450 61.0 26.3 45.3 2 2 0 2,097.9872
C_14 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 4 6.95% QLGGSVELVDIGK 54 66 83.2 28.2 75.7 2 0 0 1,314.7266
C_14 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 4 6.95% NVMLLPVGSADDGAHSQNEK 431 450 36.0 25.6 26.9 0 2 0 2,097.9872
F_16 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 3 3 3 8.42% MMEVAAADVK 44 53 44.5 27.3 33.4 1 0 0 1,064.5115
F_16 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 3 3 3 8.42% TGQEIPVNVR 150 159 25.5 25.7 9.5 1 0 0 1,112.6059
F_16 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 3 3 3 8.42% NVMLLPVGSADDGAHSQNEK 431 450 28.2 26.2 16.0 0 1 0 2,097.9872
G_16 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 4 5.05% QLGGSVELVDIGK 54 66 64.6 28.8 58.8 2 0 0 1,314.7266
G_16 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 4 5.05% TVFGVEPDLTR 403 413 64.4 28.7 41.1 2 0 0 1,233.6475
J_13 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 2 5.05% QLGGSVELVDIGK 54 66 38.8 28.5 33.3 1 0 0 1,314.7266
J_13 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 2 5.05% TVFGVEPDLTR 403 413 44.8 28.7 23.5 1 0 0 1,233.6475
K_12 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 4 6.32% QLGGSVELVDIGK 54 66 68.6 28.4 54.0 2 0 0 1,314.7266
K_12 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 4 6.32% EGGSIPVTLTFQEATGK 414 430 31.1 28.3 29.6 2 0 0 1,734.8911
K_13 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 2 5.05% QLGGSVELVDIGK 54 66 44.7 28.1 42.4 1 0 0 1,314.7266
K_13 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 2 5.05% TVFGVEPDLTR 403 413 27.2 28.5 4.9 1 0 0 1,233.6475
L_08 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 3 3 5 10.10% TVFGVEPDLTR 403 413 45.4 28.7 28.1 2 0 0 1,233.6475
L_08 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 3 3 5 10.10% EGGSIPVTLTFQEATGK 414 430 36.7 28.3 34.8 2 0 0 1,734.8911
L_08 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 3 3 5 10.10% NVMLLPVGSADDGAHSQNEK 431 450 26.3 26.0 17.9 0 1 0 2,097.9872
M_08 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 2 4.42% TGQEIPVNVR 150 159 22.4 26.1 10.6 1 0 0 1,112.6059
M_08 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 2 4.42% TVFGVEPDLTR 403 413 27.8 28.7 10.6 1 0 0 1,233.6475
Q_08 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 2 5.89% TVFGVEPDLTR 403 413 26.8 28.7 13.8 1 0 0 1,233.6475
Q_08 Cytosolic non‐specific dipeptidase CNDP2_HUMAN 52,880 2 2 2 5.89% EGGSIPVTLTFQEATGK 414 430 30.0 28.0 28.9 1 0 0 1,734.8911
A_10 Calponin‐2 CNN2_HUMAN 33,698 2 3 4 7.12% DGTILCTLMNK 56 66 42.7 25.7 29.5 2 0 0 1,281.6180
A_10 Calponin‐2 CNN2_HUMAN 33,698 2 3 4 7.12% GLQSGVDIGVK 135 145 57.5 27.5 39.7 2 0 0 1,072.5999
A_11 Calponin‐3 CNN3_HUMAN 36,415 5 7 14 22.20% DGIILCELINK 54 64 56.0 28.8 39.4 2 0 0 1,287.6980
A_11 Calponin‐3 CNN3_HUMAN 36,415 5 7 14 22.20% AGQSVIGLQMGTNK 159 172 87.7 28.0 77.6 4 0 0 1,419.7263
A_11 Calponin‐3 CNN3_HUMAN 36,415 5 7 14 22.20% MQTDKPFDQTTISLQMGTNK 193 212 52.0 25.6 46.6 0 2 0 2,316.0851
A_11 Calponin‐3 CNN3_HUMAN 36,415 5 7 14 22.20% LTLQPVDNSTISLQMGTNK 233 251 56.8 27.8 56.3 2 2 0 2,076.0645
A_11 Calponin‐3 CNN3_HUMAN 36,415 5 7 14 22.20% GMSVYGLGR 257 265 30.7 25.1 24.6 2 0 0 955.4667
B_07 Calponin‐3 CNN3_HUMAN 36,415 2 2 3 6.69% GPSYGLSAEVK 7 17 24.1 27.3 18.1 2 0 0 1,107.5681
B_07 Calponin‐3 CNN3_HUMAN 36,415 2 2 3 6.69% DGIILCELINK 54 64 31.2 28.8 13.3 1 0 0 1,287.6980
B_10 Calponin‐3 CNN3_HUMAN 36,415 2 2 4 6.69% GPSYGLSAEVK 7 17 30.9 28.4 21.8 2 0 0 1,107.5681
B_10 Calponin‐3 CNN3_HUMAN 36,415 2 2 4 6.69% DGIILCELINK 54 64 38.7 27.9 31.1 2 0 0 1,287.6980
B_11 Calponin‐3 CNN3_HUMAN 36,415 4 6 12 19.50% DGIILCELINK 54 64 57.9 28.5 31.1 2 0 0 1,287.6980
B_11 Calponin‐3 CNN3_HUMAN 36,415 4 6 12 19.50% AGQSVIGLQMGTNK 159 172 86.5 27.9 77.7 4 0 0 1,419.7263
B_11 Calponin‐3 CNN3_HUMAN 36,415 4 6 12 19.50% MQTDKPFDQTTISLQMGTNK 193 212 53.7 25.7 50.1 0 2 0 2,316.0851
B_11 Calponin‐3 CNN3_HUMAN 36,415 4 6 12 19.50% LTLQPVDNSTISLQMGTNK 233 251 73.4 27.8 64.4 2 2 0 2,076.0645
C_11 Calponin‐3 CNN3_HUMAN 36,415 2 2 4 7.60% DGIILCELINK 54 64 41.0 28.7 23.4 2 0 0 1,287.6980
C_11 Calponin‐3 CNN3_HUMAN 36,415 2 2 4 7.60% AGQSVIGLQMGTNK 159 172 54.1 28.0 45.6 2 0 0 1,419.7263
D_18 Calponin‐3 CNN3_HUMAN 36,415 2 2 3 6.99% AGQSVIGLQMGTNK 159 172 38.9 27.5 34.0 1 0 0 1,419.7263
D_18 Calponin‐3 CNN3_HUMAN 36,415 2 2 3 6.99% GMSVYGLGR 257 265 28.1 25.0 25.6 2 0 0 955.4667
H_09 Calponin‐3 CNN3_HUMAN 36,415 3 3 5 10.90% GPSYGLSAEVK 7 17 42.6 28.1 32.8 2 0 0 1,107.5681
H_09 Calponin‐3 CNN3_HUMAN 36,415 3 3 5 10.90% DGIILCELINK 54 64 40.4 28.7 17.4 1 0 0 1,287.6980
H_09 Calponin‐3 CNN3_HUMAN 36,415 3 3 5 10.90% AGQSVIGLQMGTNK 159 172 71.9 28.2 64.3 2 0 0 1,403.7313
I_09 Calponin‐3 CNN3_HUMAN 36,415 3 3 6 10.90% DGIILCELINK 54 64 49.1 28.4 31.7 2 0 0 1,287.6980
I_09 Calponin‐3 CNN3_HUMAN 36,415 3 3 6 10.90% AGQSVIGLQMGTNK 159 172 64.0 28.2 54.4 2 0 0 1,403.7313
I_09 Calponin‐3 CNN3_HUMAN 36,415 3 3 6 10.90% DYQYSDQGIDY 319 329 39.3 25.0 39.3 2 0 0 1,366.5435
L_07 Calponin‐3 CNN3_HUMAN 36,415 2 2 3 9.12% GPSYGLSAEVK 7 17 42.4 28.1 36.2 2 0 0 1,107.5681
L_07 Calponin‐3 CNN3_HUMAN 36,415 2 2 3 9.12% LTLQPVDNSTISLQMGTNK 233 251 30.3 28.0 30.3 1 0 0 2,076.0645
Q_07 Calponin‐3 CNN3_HUMAN 36,415 2 2 2 7.60% GPSYGLSAEVK 7 17 40.0 28.4 31.1 1 0 0 1,107.5681
Q_07 Calponin‐3 CNN3_HUMAN 36,415 2 2 2 7.60% AGQSVIGLQMGTNK 159 172 33.7 28.1 20.8 1 0 0 1,419.7263
A_04 Protein canopy homolog 2 CNPY2_HUMAN 20,653 2 2 2 15.90% INPDGSQSVVEVPYAR 58 73 50.0 27.7 36.1 1 0 0 1,730.8708
A_04 Protein canopy homolog 2 CNPY2_HUMAN 20,653 2 2 2 15.90% NGESSELDLQGIR 112 124 48.6 26.9 35.7 1 0 0 1,417.6919
A_05 Protein canopy homolog 2 CNPY2_HUMAN 20,653 2 2 3 15.90% INPDGSQSVVEVPYAR 58 73 45.3 27.6 39.8 2 0 0 1,730.8708
A_05 Protein canopy homolog 2 CNPY2_HUMAN 20,653 2 2 3 15.90% NGESSELDLQGIR 112 124 75.0 26.9 55.4 1 0 0 1,417.6919
C_04 Protein canopy homolog 2 CNPY2_HUMAN 20,653 2 2 4 15.90% INPDGSQSVVEVPYAR 58 73 37.9 27.7 35.2 2 0 0 1,730.8708
C_04 Protein canopy homolog 2 CNPY2_HUMAN 20,653 2 2 4 15.90% NGESSELDLQGIR 112 124 72.4 26.7 58.4 2 0 0 1,417.6919
F_08 Protein canopy homolog 2 CNPY2_HUMAN 20,653 3 3 6 23.60% INPDGSQSVVEVPYAR 58 73 47.1 27.6 36.4 2 0 0 1,730.8708
F_08 Protein canopy homolog 2 CNPY2_HUMAN 20,653 3 3 6 23.60% MKEYGEQIDPSTHR 89 102 35.8 25.0 25.1 0 2 0 1,690.7855
F_08 Protein canopy homolog 2 CNPY2_HUMAN 20,653 3 3 6 23.60% NGESSELDLQGIR 112 124 88.5 27.0 73.1 2 0 0 1,417.6919
N_03 Protein canopy homolog 2 CNPY2_HUMAN 20,653 2 2 4 14.30% INPDGSQSVVEVPYAR 58 73 42.6 27.9 37.6 2 0 0 1,730.8708
N_03 Protein canopy homolog 2 CNPY2_HUMAN 20,653 2 2 4 14.30% IDSDISGTLK 125 134 26.0 28.2 17.6 2 0 0 1,048.5523
A_08 Protein canopy homolog 4 CNPY4_HUMAN 28,310 2 2 4 9.27% LLSTELQAELSR 43 54 53.4 27.4 25.1 2 0 0 1,359.7479
A_08 Protein canopy homolog 4 CNPY4_HUMAN 28,310 2 2 4 9.27% LEEALENLCER 86 96 57.4 25.1 54.4 2 0 0 1,375.6523
A_06 CB1 cannabinoid receptor‐interacting protein 1 CNRP1_HUMAN 18,648 2 2 3 16.50% IQPNDGPVFYK 16 26 25.1 27.9 12.8 1 0 0 1,277.6526
A_06 CB1 cannabinoid receptor‐interacting protein 1 CNRP1_HUMAN 18,648 2 2 3 16.50% VVYTGTYDTEGVTPTK 83 98 90.7 27.2 75.1 2 0 0 1,730.8485
F_08 CB1 cannabinoid receptor‐interacting protein 1 CNRP1_HUMAN 18,648 2 2 3 16.50% IQPNDGPVFYK 16 26 30.6 27.9 18.7 1 0 0 1,277.6526
F_08 CB1 cannabinoid receptor‐interacting protein 1 CNRP1_HUMAN 18,648 2 2 3 16.50% VVYTGTYDTEGVTPTK 83 98 58.7 27.0 49.0 2 0 0 1,730.8485



B_23 Contactin‐associated protein‐like 3 CNTP3_HUMAN 140,691 2 2 2 1.86% DLQIDSCGITDR 539 550 34.0 25.0 32.1 1 0 0 1,392.6427
B_23 Contactin‐associated protein‐like 3 CNTP3_HUMAN 140,691 2 2 2 1.86% GASLQVDQLPQK 887 898 20.8 26.3 11.6 1 0 0 1,283.6956
C_23 Contactin‐associated protein‐like 3 CNTP3_HUMAN 140,691 2 2 4 1.86% DLQIDSCGITDR 539 550 36.3 25.0 33.7 2 0 0 1,392.6427
C_23 Contactin‐associated protein‐like 3 CNTP3_HUMAN 140,691 2 2 4 1.86% GASLQVDQLPQK 887 898 41.7 25.8 34.4 2 0 0 1,283.6956
I_07 UPF0552 protein C15orf38 CO038_HUMAN 24,887 2 2 2 11.10% GNEIEPNFSATR 78 89 17.6 26.2 14.6 1 0 0 1,334.6335
I_07 UPF0552 protein C15orf38 CO038_HUMAN 24,887 2 2 2 11.10% TGASWTDNIMAQK 191 203 19.4 26.0 6.1 1 0 0 1,422.6683
J_10 Collagen alpha‐1(I) chain CO1A1_BOVIN 138,939 2 2 3 1.50% SGDRGETGPAGPAGPIGPVGAR 1062 1083 22.8 27.8 14.9 0 1 0 1,975.9948
J_10 Collagen alpha‐1(I) chain CO1A1_BOVIN 138,939 2 2 3 1.50% GETGPAGPAGPIGPVGAR 1066 1083 53.2 28.2 45.7 2 0 0 1,560.8132
D_03 Complement C3 CO3_BOVIN 187,255 2 2 3 1.51% AQFILQGDACVK 709 720 60.1 27.9 39.4 2 0 0 1,349.6884
D_03 Complement C3 CO3_BOVIN 187,255 2 2 3 1.51% AFLDCCEYITQLR 721 733 46.2 25.0 42.1 1 0 0 1,688.7773
N_10 Complement C3 CO3_BOVIN 187,255 3 3 5 2.23% TIYTPGSTVLYR 136 147 31.9 27.4 22.3 1 0 0 1,370.7315
N_10 Complement C3 CO3_BOVIN 187,255 3 3 5 2.23% VPINDGNGEAILK 290 302 47.5 26.9 38.0 2 0 0 1,339.7218
N_10 Complement C3 CO3_BOVIN 187,255 3 3 5 2.23% EVVADSVWVDVK 543 554 70.2 28.4 64.3 2 0 0 1,345.6998
O_10 Complement C3 CO3_BOVIN 187,255 2 2 3 1.99% QVLLNGVQPSR 304 314 44.4 25.0 34.2 2 0 0 1,210.6903
O_10 Complement C3 CO3_BOVIN 187,255 2 2 3 1.99% HIPVVTQGSNVQSLTQDDGVAK 385 406 50.7 27.0 40.7 0 1 0 2,293.1785
P_07 Complement C3 CO3_BOVIN 187,255 2 2 2 1.14% GYTQQLAFR 1051 1059 28.6 26.2 21.9 1 0 0 1,083.5582
P_07 Complement C3 CO3_BOVIN 187,255 2 2 2 1.14% GSMILDICTK 1381 1390 29.5 26.7 19.9 1 0 0 1,153.5594
P_10 Complement C3 CO3_BOVIN 187,255 3 3 6 2.83% TIYTPGSTVLYR 136 147 27.4 27.7 21.1 2 0 0 1,370.7315
P_10 Complement C3 CO3_BOVIN 187,255 3 3 6 2.83% VPINDGNGEAILK 290 302 53.1 27.2 53.1 2 0 0 1,339.7218
P_10 Complement C3 CO3_BOVIN 187,255 3 3 6 2.83% HIPVVTQGSNVQSLTQDDGVAK 385 406 55.2 27.3 44.2 0 2 0 2,293.1785
A_26 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 3 3 4 2.22% IAVQPGTVGPQGR 1397 1409 32.0 26.6 32.0 2 0 0 1,279.7119
A_26 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 3 3 4 2.22% SVSIGYLLVK 1485 1494 19.2 25.0 19.2 1 0 0 1,078.6507
A_26 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 3 3 4 2.22% AHNQDLGLAGSCLAR 1526 1540 41.5 26.6 26.8 0 1 0 1,582.7756
B_26 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 2 1.34% IAVQPGTVGPQGR 1397 1409 22.9 26.5 22.9 1 0 0 1,279.7119
B_26 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 2 1.34% SVSIGYLLVK 1485 1494 26.1 25.0 22.5 1 0 0 1,078.6507
C_07 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 3 3 5 2.22% IAVQPGTVGPQGR 1397 1409 31.3 26.6 23.1 1 0 0 1,279.7119
C_07 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 3 3 5 2.22% SVSIGYLLVK 1485 1494 30.0 25.0 30.0 2 0 0 1,078.6507
C_07 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 3 3 5 2.22% AHNQDLGLAGSCLAR 1526 1540 39.0 26.2 29.6 0 2 0 1,582.7756
C_08 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.46% SVSIGYLLVK 1485 1494 28.7 25.0 23.6 1 0 0 1,078.6507
C_08 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.46% AHNQDLGLAGSCLAR 1526 1540 37.2 26.6 25.1 0 2 0 1,582.7756
C_12 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 2 1.34% IAVQPGTVGPQGR 1397 1409 33.7 26.2 21.5 1 0 0 1,279.7119
C_12 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 2 1.34% SVSIGYLLVK 1485 1494 22.3 25.0 22.3 1 0 0 1,078.6507
C_13 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 2 1.64% IAVQPGTVGPQGR 1397 1409 22.6 26.3 17.4 1 0 0 1,279.7119
C_13 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 2 1.64% AHNQDLGLAGSCLAR 1526 1540 39.0 26.3 32.1 0 1 0 1,582.7756
C_16 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.64% IAVQPGTVGPQGR 1397 1409 33.2 26.2 25.4 2 0 0 1,279.7119
C_16 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.64% AHNQDLGLAGSCLAR 1526 1540 25.3 26.2 11.9 0 1 0 1,582.7756
C_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 3 3 4 2.28% GLPGEVLGAQPGPR 771 784 24.0 28.0 19.9 1 0 0 1,347.7382
C_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 3 3 4 2.28% SVSIGYLLVK 1485 1494 34.3 25.0 29.8 1 0 0 1,078.6507
C_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 3 3 4 2.28% AHNQDLGLAGSCLAR 1526 1540 42.6 26.7 30.5 0 2 0 1,582.7756
C_26 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 6 6 9 4.79% GIPGFAGADGGPGPR 705 719 35.6 26.7 26.2 2 0 0 1,325.6600
C_26 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 6 6 9 4.79% GEQGFMGNTGPTGAVGDR 1350 1367 55.2 25.0 55.2 2 0 0 1,766.7766
C_26 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 6 6 9 4.79% IAVQPGTVGPQGR 1397 1409 36.0 26.2 32.7 1 0 0 1,279.7119
C_26 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 6 6 9 4.79% SVSIGYLLVK 1485 1494 45.9 25.0 45.9 2 0 0 1,078.6507
C_26 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 6 6 9 4.79% AHNQDLGLAGSCLAR 1526 1540 26.9 26.7 18.9 1 0 0 1,582.7756
C_26 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 6 6 9 4.79% ATPFIECNGGR 1652 1662 24.9 25.0 18.9 1 0 0 1,221.5682
G_09 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.34% IAVQPGTVGPQGR 1397 1409 54.4 26.4 47.1 2 0 0 1,279.7119
G_09 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.34% SVSIGYLLVK 1485 1494 22.0 25.0 16.4 1 0 0 1,078.6507
G_16 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.29% GLDGYQGPDGPR 323 334 33.3 25.0 28.4 2 0 0 1,231.5705
G_16 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.29% SVSIGYLLVK 1485 1494 21.5 25.0 12.3 1 0 0 1,078.6507
H_10 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 2 1.34% IAVQPGTVGPQGR 1397 1409 30.3 26.6 27.5 1 0 0 1,279.7119
H_10 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 2 1.34% SVSIGYLLVK 1485 1494 20.6 25.0 11.8 1 0 0 1,078.6507
H_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.34% IAVQPGTVGPQGR 1397 1409 38.7 27.1 37.2 1 0 0 1,279.7119
H_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.34% SVSIGYLLVK 1485 1494 32.7 25.0 32.7 2 0 0 1,078.6507
I_14 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 4 1.64% IAVQPGTVGPQGR 1397 1409 32.6 26.6 24.4 2 0 0 1,279.7119
I_14 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 4 1.64% AHNQDLGLAGSCLAR 1526 1540 46.5 26.6 40.4 0 2 0 1,582.7756
I_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 4 4 7 2.92% GLPGEVLGAQPGPR 771 784 41.4 27.7 36.1 2 0 0 1,347.7382
I_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 4 4 7 2.92% SVSIGYLLVK 1485 1494 44.4 25.0 44.4 2 0 0 1,078.6507
I_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 4 4 7 2.92% AHNQDLGLAGSCLAR 1526 1540 40.2 26.5 30.5 0 2 0 1,582.7756
I_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 4 4 7 2.92% ATPFIECNGGR 1652 1662 20.5 25.6 16.0 1 0 0 1,221.5682
J_18 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.40% GLPGEVLGAQPGPR 771 784 20.2 26.6 20.2 1 0 0 1,347.7382
J_18 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.40% SVSIGYLLVK 1485 1494 30.9 25.0 30.9 2 0 0 1,078.6507
J_19 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.40% GLPGEVLGAQPGPR 771 784 30.4 26.8 30.4 2 0 0 1,347.7382
J_19 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.40% SVSIGYLLVK 1485 1494 18.3 25.0 18.3 1 0 0 1,078.6507
J_20 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 2 1.40% GLPGEVLGAQPGPR 771 784 27.2 26.8 27.2 1 0 0 1,347.7382
J_20 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 2 1.40% SVSIGYLLVK 1485 1494 19.1 25.0 14.8 1 0 0 1,078.6507
J_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 4 4 6 2.92% GLDGYQGPDGPR 323 334 27.0 25.0 27.0 1 0 0 1,231.5705
J_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 4 4 6 2.92% IAVQPGTVGPQGR 1397 1409 30.9 25.7 30.5 1 0 0 1,279.7119
J_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 4 4 6 2.92% SVSIGYLLVK 1485 1494 26.6 25.0 26.6 2 0 0 1,078.6507
J_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 4 4 6 2.92% AHNQDLGLAGSCLAR 1526 1540 50.1 27.0 36.9 0 2 0 1,582.7756
K_06 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 4 1.34% IAVQPGTVGPQGR 1397 1409 30.7 26.5 22.1 2 0 0 1,279.7119
K_06 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 4 1.34% SVSIGYLLVK 1485 1494 40.3 25.0 33.7 2 0 0 1,078.6507
K_07 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.34% IAVQPGTVGPQGR 1397 1409 32.5 26.4 29.8 1 0 0 1,279.7119
K_07 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.34% SVSIGYLLVK 1485 1494 49.9 25.0 45.0 2 0 0 1,078.6507
K_14 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.64% IAVQPGTVGPQGR 1397 1409 23.5 26.4 18.1 1 0 0 1,279.7119
K_14 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 2 2 3 1.64% AHNQDLGLAGSCLAR 1526 1540 23.7 26.7 16.7 0 2 0 1,582.7756
K_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 4 5 7 2.86% IAVQPGTVGPQGR 1397 1409 28.0 26.5 25.0 1 0 0 1,279.7119
K_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 4 5 7 2.86% SVSIGYLLVK 1485 1494 51.5 25.0 51.5 2 0 0 1,078.6507
K_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 4 5 7 2.86% AHNQDLGLAGSCLAR 1526 1540 36.1 26.7 27.0 1 2 0 1,582.7756
K_22 Collagen alpha‐2(IV) chain CO4A2_HUMAN 167,558 4 5 7 2.86% ATPFIECNGGR 1652 1662 26.2 25.4 14.0 1 0 0 1,221.5682
C_24 Collagen alpha‐1(VI) chain CO6A1_HUMAN 108,531 2 2 4 2.92% VFSVAITPDHLEPR 186 199 32.2 27.2 28.8 0 2 0 1,580.8432
C_24 Collagen alpha‐1(VI) chain CO6A1_HUMAN 108,531 2 2 4 2.92% VAVVQYSGTGQQRPER 873 888 47.6 27.8 47.1 0 2 0 1,774.9195
H_20 Collagen alpha‐1(VI) chain CO6A1_HUMAN 108,531 2 2 4 1.75% IALVITDGR 723 731 61.4 26.9 52.0 2 0 0 957.5729
H_20 Collagen alpha‐1(VI) chain CO6A1_HUMAN 108,531 2 2 4 1.75% VPSYQALLR 1006 1014 37.9 27.3 28.0 2 0 0 1,046.5993
C_28 Collagen alpha‐1(XII) chain COCA1_HUMAN 333,145 2 2 4 0.69% IVEVFDIGPK 1225 1234 25.9 27.7 16.6 2 0 0 1,116.6301
C_28 Collagen alpha‐1(XII) chain COCA1_HUMAN 333,145 2 2 4 0.69% ALALGALQNIR 2385 2395 52.9 25.0 38.1 2 0 0 1,139.6896
M_16 Collagen alpha‐1(XII) chain COCA1_HUMAN 333,145 6 6 8 2.32% ITWTQAPGR 741 749 26.1 27.9 20.1 1 0 0 1,029.5477
M_16 Collagen alpha‐1(XII) chain COCA1_HUMAN 333,145 6 6 8 2.32% IVEVFDIGPK 1225 1234 24.6 27.7 19.1 1 0 0 1,116.6301
M_16 Collagen alpha‐1(XII) chain COCA1_HUMAN 333,145 6 6 8 2.32% ITYQPSTGEGNEQTTTIGGR 1785 1804 64.1 26.4 63.0 1 0 0 2,110.0050
M_16 Collagen alpha‐1(XII) chain COCA1_HUMAN 333,145 6 6 8 2.32% VYDPSTSTLNVR 1852 1863 36.8 27.7 31.1 2 0 0 1,351.6852
M_16 Collagen alpha‐1(XII) chain COCA1_HUMAN 333,145 6 6 8 2.32% ALALGALQNIR 2385 2395 62.6 25.0 55.9 2 0 0 1,139.6896
M_16 Collagen alpha‐1(XII) chain COCA1_HUMAN 333,145 6 6 8 2.32% VLVVVTDGR 2428 2436 33.5 25.9 19.0 1 0 0 957.5728
A_02 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 44.3 26.1 41.9 2 0 0 1,337.6260
A_02 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 58.0 25.1 51.8 2 0 0 1,340.7786
A_03 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 44.8 26.0 38.5 2 0 0 1,337.6260
A_03 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 73.0 25.1 57.0 2 0 0 1,340.7786
A_04 Cofilin‐1 COF1_HUMAN 18,503 7 10 19 33.70% KAVLFCLSEDKK 34 45 41.2 27.0 30.0 0 2 0 1,437.7772
A_04 Cofilin‐1 COF1_HUMAN 18,503 7 10 19 33.70% AVLFCLSEDK 35 44 43.4 27.0 35.9 2 0 0 1,181.5872
A_04 Cofilin‐1 COF1_HUMAN 18,503 7 10 19 33.70% YALYDATYETK 82 92 64.9 26.0 60.8 2 0 0 1,337.6260
A_04 Cofilin‐1 COF1_HUMAN 18,503 7 10 19 33.70% LTGIKHELQANCYEEVKDR 128 146 41.9 27.3 41.9 0 1 2 2,303.1451
A_04 Cofilin‐1 COF1_HUMAN 18,503 7 10 19 33.70% HELQANCYEEVK 133 144 64.2 25.0 62.7 2 2 0 1,519.6846
A_04 Cofilin‐1 COF1_HUMAN 18,503 7 10 19 33.70% HELQANCYEEVKDR 133 146 73.3 25.0 66.8 2 2 0 1,790.8127
A_04 Cofilin‐1 COF1_HUMAN 18,503 7 10 19 33.70% LGGSAVISLEGKPL 153 166 50.5 25.1 40.4 2 0 0 1,340.7786
A_05 Cofilin‐1 COF1_HUMAN 18,503 9 11 23 55.40% AVLFCLSEDKK 35 45 65.0 28.0 58.0 2 0 0 1,309.6822
A_05 Cofilin‐1 COF1_HUMAN 18,503 9 11 23 55.40% EILVGDVGQTVDDPYATFVK 54 73 133.0 27.4 131.0 1 0 0 2,166.0968
A_05 Cofilin‐1 COF1_HUMAN 18,503 9 11 23 55.40% YALYDATYETK 82 92 60.8 26.1 56.3 4 0 0 1,337.6260
A_05 Cofilin‐1 COF1_HUMAN 18,503 9 11 23 55.40% KEDLVFIFWAPESAPLK 96 112 48.9 26.2 39.8 0 2 0 1,990.0686
A_05 Cofilin‐1 COF1_HUMAN 18,503 9 11 23 55.40% LTGIKHELQANCYEEVK 128 144 32.6 27.5 25.9 2 0 0 2,032.0170
A_05 Cofilin‐1 COF1_HUMAN 18,503 9 11 23 55.40% LTGIKHELQANCYEEVKDR 128 146 47.3 27.0 47.3 0 2 0 2,303.1451
A_05 Cofilin‐1 COF1_HUMAN 18,503 9 11 23 55.40% HELQANCYEEVK 133 144 57.9 25.0 50.1 1 2 0 1,519.6846
A_05 Cofilin‐1 COF1_HUMAN 18,503 9 11 23 55.40% HELQANCYEEVKDR 133 146 64.8 25.0 64.1 2 3 0 1,790.8127
A_05 Cofilin‐1 COF1_HUMAN 18,503 9 11 23 55.40% LGGSAVISLEGKPL 153 166 74.8 25.9 59.6 2 0 0 1,340.7786
A_06 Cofilin‐1 COF1_HUMAN 18,503 3 4 8 14.50% AVLFCLSEDK 35 44 54.7 27.0 44.6 2 0 0 1,181.5872



A_06 Cofilin‐1 COF1_HUMAN 18,503 3 4 8 14.50% HELQANCYEEVK 133 144 37.6 25.0 37.6 0 2 0 1,519.6846
A_06 Cofilin‐1 COF1_HUMAN 18,503 3 4 8 14.50% HELQANCYEEVKDR 133 146 32.7 25.0 27.7 2 2 0 1,790.8127
A_07 Cofilin‐1 COF1_HUMAN 18,503 2 3 4 13.30% AVLFCLSEDK 35 44 44.8 27.0 36.5 1 0 0 1,181.5872
A_07 Cofilin‐1 COF1_HUMAN 18,503 2 3 4 13.30% HELQANCYEEVK 133 144 27.3 25.0 27.3 2 1 0 1,519.6846
A_09 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% YALYDATYETK 82 92 34.9 26.1 32.8 1 0 0 1,337.6260
A_09 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% LGGSAVISLEGKPL 153 166 73.2 25.1 60.7 2 0 0 1,340.7786
B_03 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 51.9 26.1 49.0 2 0 0 1,337.6260
B_03 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 41.8 25.9 31.0 2 0 0 1,340.7786
B_04 Cofilin‐1 COF1_HUMAN 18,503 10 13 26 48.80% KAVLFCLSEDKK 34 45 65.8 26.9 54.8 2 0 0 1,437.7772
B_04 Cofilin‐1 COF1_HUMAN 18,503 10 13 26 48.80% AVLFCLSEDK 35 44 47.7 27.0 39.9 2 0 0 1,181.5872
B_04 Cofilin‐1 COF1_HUMAN 18,503 10 13 26 48.80% AVLFCLSEDKK 35 45 52.2 28.5 46.0 2 0 0 1,309.6822
B_04 Cofilin‐1 COF1_HUMAN 18,503 10 13 26 48.80% NIILEEGK 46 53 26.4 27.0 6.6 1 0 0 915.5147
B_04 Cofilin‐1 COF1_HUMAN 18,503 10 13 26 48.80% YALYDATYETK 82 92 63.3 26.0 59.4 4 0 0 1,337.6260
B_04 Cofilin‐1 COF1_HUMAN 18,503 10 13 26 48.80% KEDLVFIFWAPESAPLK 96 112 28.7 26.3 20.6 0 1 0 1,990.0686
B_04 Cofilin‐1 COF1_HUMAN 18,503 10 13 26 48.80% LTGIKHELQANCYEEVKDR 128 146 35.4 27.3 35.0 0 1 1 2,303.1451
B_04 Cofilin‐1 COF1_HUMAN 18,503 10 13 26 48.80% HELQANCYEEVK 133 144 61.9 25.0 59.0 2 2 0 1,519.6846
B_04 Cofilin‐1 COF1_HUMAN 18,503 10 13 26 48.80% HELQANCYEEVKDR 133 146 60.9 25.0 53.5 2 4 0 1,790.8127
B_04 Cofilin‐1 COF1_HUMAN 18,503 10 13 26 48.80% LGGSAVISLEGKPL 153 166 44.2 25.1 33.8 2 0 0 1,340.7786
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% KAVLFCLSEDKK 34 45 60.7 27.0 52.7 2 1 0 1,437.7772
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% AVLFCLSEDK 35 44 63.6 26.0 50.5 2 0 0 1,181.5872
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% AVLFCLSEDKK 35 45 52.6 28.5 43.0 2 0 0 1,309.6822
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% NIILEEGK 46 53 32.1 27.0 0.0 1 0 0 915.5147
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% NIILEEGKEILVGDVGQTVDDPYATFVK 46 73 97.5 25.6 74.8 0 2 0 3,062.5937
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% EILVGDVGQTVDDPYATFVK 54 73 94.4 27.4 94.4 2 0 0 2,166.0968
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% YALYDATYETK 82 92 50.1 26.0 38.7 5 0 0 1,337.6260
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% KEDLVFIFWAPESAPLK 96 112 76.7 26.1 68.3 2 2 0 1,990.0686
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% EDLVFIFWAPESAPLK 97 112 79.2 27.9 72.7 2 0 0 1,861.9736
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% LTGIKHELQANCYEEVK 128 144 40.4 27.6 35.7 0 2 0 2,032.0170
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% LTGIKHELQANCYEEVKDR 128 146 46.8 27.3 46.8 0 2 1 2,303.1451
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% HELQANCYEEVK 133 144 67.1 25.0 65.9 2 2 0 1,519.6846
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% HELQANCYEEVKDR 133 146 71.7 25.0 71.7 2 5 0 1,790.8127
B_05 Cofilin‐1 COF1_HUMAN 18,503 14 19 41 60.80% LGGSAVISLEGKPL 153 166 67.8 25.1 53.8 2 0 0 1,340.7786
B_06 Cofilin‐1 COF1_HUMAN 18,503 6 6 9 33.70% AVLFCLSEDK 35 44 47.6 26.0 43.3 2 0 0 1,181.5872
B_06 Cofilin‐1 COF1_HUMAN 18,503 6 6 9 33.70% AVLFCLSEDKK 35 45 51.8 28.1 46.3 2 0 0 1,309.6822
B_06 Cofilin‐1 COF1_HUMAN 18,503 6 6 9 33.70% KEDLVFIFWAPESAPLK 96 112 19.8 26.1 11.5 0 1 0 1,990.0686
B_06 Cofilin‐1 COF1_HUMAN 18,503 6 6 9 33.70% HELQANCYEEVK 133 144 29.9 25.0 27.9 0 1 0 1,519.6846
B_06 Cofilin‐1 COF1_HUMAN 18,503 6 6 9 33.70% HELQANCYEEVKDR 133 146 44.6 25.0 44.0 0 1 0 1,790.8127
B_06 Cofilin‐1 COF1_HUMAN 18,503 6 6 9 33.70% LGGSAVISLEGKPL 153 166 62.0 25.9 44.2 2 0 0 1,340.7786
B_07 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 16.90% HELQANCYEEVK 133 144 25.2 25.0 25.2 0 2 0 1,519.6846
B_07 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 16.90% HELQANCYEEVKDR 133 146 36.4 25.0 36.3 0 1 0 1,790.8127
B_07 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 16.90% LGGSAVISLEGKPL 153 166 46.9 25.1 34.6 2 0 0 1,340.7786
B_10 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% YALYDATYETK 82 92 42.8 25.9 35.8 2 0 0 1,337.6260
B_10 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% LGGSAVISLEGKPL 153 166 31.2 25.1 30.4 1 0 0 1,340.7786
B_11 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% YALYDATYETK 82 92 36.2 26.0 30.3 1 0 0 1,337.6260
B_11 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% LGGSAVISLEGKPL 153 166 45.3 25.1 35.9 2 0 0 1,340.7786
C_02 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 25.1 25.9 20.9 2 0 0 1,337.6260
C_02 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 61.7 25.9 46.3 2 0 0 1,340.7786
C_03 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 44.0 26.1 35.9 2 0 0 1,337.6260
C_03 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 37.9 25.0 33.3 2 0 0 1,340.7786
C_04 Cofilin‐1 COF1_HUMAN 18,503 6 7 15 30.10% AVLFCLSEDK 35 44 59.6 27.0 45.8 2 0 0 1,181.5872
C_04 Cofilin‐1 COF1_HUMAN 18,503 6 7 15 30.10% AVLFCLSEDKK 35 45 46.7 28.1 39.0 2 0 0 1,309.6822
C_04 Cofilin‐1 COF1_HUMAN 18,503 6 7 15 30.10% YALYDATYETK 82 92 57.7 25.9 53.3 3 0 0 1,337.6260
C_04 Cofilin‐1 COF1_HUMAN 18,503 6 7 15 30.10% HELQANCYEEVK 133 144 44.0 25.0 39.9 2 0 0 1,519.6846
C_04 Cofilin‐1 COF1_HUMAN 18,503 6 7 15 30.10% HELQANCYEEVKDR 133 146 43.5 25.0 42.3 2 2 0 1,790.8127
C_04 Cofilin‐1 COF1_HUMAN 18,503 6 7 15 30.10% LGGSAVISLEGKPL 153 166 58.9 26.1 49.1 2 0 0 1,340.7786
C_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.10% AVLFCLSEDK 35 44 47.5 25.9 40.8 2 0 0 1,181.5872
C_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.10% AVLFCLSEDKK 35 45 24.5 28.5 14.0 2 0 0 1,309.6822
C_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.10% YALYDATYETK 82 92 59.0 26.0 56.7 4 0 0 1,337.6260
C_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.10% LTGIKHELQANCYEEVK 128 144 26.3 27.4 24.6 0 2 0 2,032.0170
C_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.10% LTGIKHELQANCYEEVKDR 128 146 28.8 27.3 28.8 0 2 0 2,303.1451
C_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.10% HELQANCYEEVK 133 144 42.4 25.0 42.4 0 2 0 1,519.6846
C_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.10% HELQANCYEEVKDR 133 146 62.8 25.0 61.6 2 1 0 1,790.8127
C_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.10% LGGSAVISLEGKPL 153 166 38.5 25.1 27.3 2 0 0 1,340.7786
C_06 Cofilin‐1 COF1_HUMAN 18,503 5 6 9 23.50% AVLFCLSEDK 35 44 40.1 26.0 32.8 2 0 0 1,181.5872
C_06 Cofilin‐1 COF1_HUMAN 18,503 5 6 9 23.50% AVLFCLSEDKK 35 45 31.1 28.0 26.9 1 0 0 1,309.6822
C_06 Cofilin‐1 COF1_HUMAN 18,503 5 6 9 23.50% HELQANCYEEVK 133 144 44.1 25.0 44.1 1 1 0 1,519.6846
C_06 Cofilin‐1 COF1_HUMAN 18,503 5 6 9 23.50% HELQANCYEEVKDR 133 146 39.7 25.0 29.1 0 2 0 1,790.8127
C_06 Cofilin‐1 COF1_HUMAN 18,503 5 6 9 23.50% LGGSAVISLEGKPL 153 166 43.7 25.9 32.6 2 0 0 1,340.7786
D_04 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 50.8 25.3 46.9 2 0 0 1,337.6260
D_04 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 89.6 25.6 81.6 2 0 0 1,340.7786
D_07 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 12.70% AVLFCLSEDK 35 44 41.6 26.6 37.5 1 0 0 1,181.5872
D_07 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 12.70% YALYDATYETK 82 92 45.9 25.6 32.9 2 0 0 1,337.6260
D_08 Cofilin‐1 COF1_HUMAN 18,503 6 7 12 39.80% ASGVAVSDGVIK 2 13 36.8 28.0 26.9 1 0 0 1,102.6103
D_08 Cofilin‐1 COF1_HUMAN 18,503 6 7 12 39.80% AVLFCLSEDK 35 44 47.5 26.5 40.5 2 0 0 1,181.5872
D_08 Cofilin‐1 COF1_HUMAN 18,503 6 7 12 39.80% AVLFCLSEDKK 35 45 23.9 28.2 11.5 1 0 0 1,309.6822
D_08 Cofilin‐1 COF1_HUMAN 18,503 6 7 12 39.80% EILVGDVGQTVDDPYATFVK 54 73 82.8 27.3 82.8 2 2 0 2,166.0968
D_08 Cofilin‐1 COF1_HUMAN 18,503 6 7 12 39.80% YALYDATYETK 82 92 26.1 25.4 24.9 2 0 0 1,337.6260
D_08 Cofilin‐1 COF1_HUMAN 18,503 6 7 12 39.80% HELQANCYEEVK 133 144 28.1 25.0 25.6 2 0 0 1,519.6846
D_09 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 12.70% AVLFCLSEDK 35 44 35.0 26.7 26.6 2 0 0 1,181.5872
D_09 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 12.70% YALYDATYETK 82 92 40.2 25.3 37.1 1 0 0 1,337.6260
E_07 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 33.8 25.3 27.7 2 0 0 1,337.6260
E_07 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 59.7 25.6 51.1 2 0 0 1,340.7786
E_08 Cofilin‐1 COF1_HUMAN 18,503 3 4 6 24.70% AVLFCLSEDK 35 44 29.7 26.6 28.4 2 0 0 1,181.5872
E_08 Cofilin‐1 COF1_HUMAN 18,503 3 4 6 24.70% EILVGDVGQTVDDPYATFVK 54 73 62.4 27.3 57.5 1 1 0 2,166.0968
E_08 Cofilin‐1 COF1_HUMAN 18,503 3 4 6 24.70% YALYDATYETK 82 92 49.2 25.4 43.6 2 0 0 1,337.6260
F_03 Cofilin‐1 COF1_HUMAN 18,503 3 3 6 21.10% AVLFCLSEDK 35 44 39.2 27.1 31.6 2 0 0 1,181.5872
F_03 Cofilin‐1 COF1_HUMAN 18,503 3 3 6 21.10% YALYDATYETK 82 92 24.2 26.2 14.7 2 0 0 1,337.6260
F_03 Cofilin‐1 COF1_HUMAN 18,503 3 3 6 21.10% LGGSAVISLEGKPL 153 166 39.4 25.1 32.7 2 0 0 1,340.7786
F_04 Cofilin‐1 COF1_HUMAN 18,503 4 5 7 22.90% AVLFCLSEDK 35 44 23.1 27.1 23.1 1 0 0 1,181.5872
F_04 Cofilin‐1 COF1_HUMAN 18,503 4 5 7 22.90% HELQANCYEEVK 133 144 36.4 25.0 28.2 1 2 0 1,519.6846
F_04 Cofilin‐1 COF1_HUMAN 18,503 4 5 7 22.90% HELQANCYEEVKDR 133 146 21.9 25.0 13.5 0 1 0 1,790.8127
F_04 Cofilin‐1 COF1_HUMAN 18,503 4 5 7 22.90% LGGSAVISLEGKPL 153 166 23.8 25.2 21.7 2 0 0 1,340.7786
F_05 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 12.70% AVLFCLSEDK 35 44 29.1 27.0 20.7 1 0 0 1,181.5872
F_05 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 12.70% YALYDATYETK 82 92 36.7 25.9 29.7 2 0 0 1,337.6260
F_06 Cofilin‐1 COF1_HUMAN 18,503 4 4 6 21.70% AVLFCLSEDK 35 44 42.7 27.1 37.0 2 0 0 1,181.5872
F_06 Cofilin‐1 COF1_HUMAN 18,503 4 4 6 21.70% AVLFCLSEDKK 35 45 25.3 28.2 8.6 1 0 0 1,309.6822
F_06 Cofilin‐1 COF1_HUMAN 18,503 4 4 6 21.70% YALYDATYETK 82 92 43.7 25.9 40.0 2 0 0 1,337.6260
F_06 Cofilin‐1 COF1_HUMAN 18,503 4 4 6 21.70% LGGSAVISLEGKPL 153 166 26.4 25.2 20.5 1 0 0 1,340.7786
F_07 Cofilin‐1 COF1_HUMAN 18,503 6 7 13 34.30% AVLFCLSEDK 35 44 42.4 26.0 38.7 2 0 0 1,181.5872
F_07 Cofilin‐1 COF1_HUMAN 18,503 6 7 13 34.30% NIILEEGK 46 53 23.3 27.0 0.0 1 0 0 915.5147
F_07 Cofilin‐1 COF1_HUMAN 18,503 6 7 13 34.30% YALYDATYETK 82 92 51.3 26.0 50.1 2 0 0 1,337.6260
F_07 Cofilin‐1 COF1_HUMAN 18,503 6 7 13 34.30% HELQANCYEEVK 133 144 42.1 25.0 42.1 2 2 0 1,519.6846
F_07 Cofilin‐1 COF1_HUMAN 18,503 6 7 13 34.30% HELQANCYEEVKDR 133 146 49.2 25.0 45.2 0 2 0 1,790.8127
F_07 Cofilin‐1 COF1_HUMAN 18,503 6 7 13 34.30% LGGSAVISLEGKPL 153 166 68.6 25.0 55.9 2 0 0 1,340.7786
F_08 Cofilin‐1 COF1_HUMAN 18,503 6 9 20 30.70% KAVLFCLSEDKK 34 45 52.1 27.0 44.7 2 1 0 1,437.7772
F_08 Cofilin‐1 COF1_HUMAN 18,503 6 9 20 30.70% AVLFCLSEDK 35 44 51.1 27.1 38.9 2 0 0 1,181.5872
F_08 Cofilin‐1 COF1_HUMAN 18,503 6 9 20 30.70% YALYDATYETK 82 92 42.5 26.0 42.3 4 0 0 1,337.6260
F_08 Cofilin‐1 COF1_HUMAN 18,503 6 9 20 30.70% HELQANCYEEVK 133 144 86.6 25.0 86.6 1 2 0 1,519.6846
F_08 Cofilin‐1 COF1_HUMAN 18,503 6 9 20 30.70% HELQANCYEEVKDR 133 146 63.6 25.0 63.6 2 4 0 1,790.8127
F_08 Cofilin‐1 COF1_HUMAN 18,503 6 9 20 30.70% LGGSAVISLEGKPL 153 166 80.3 25.0 64.3 2 0 0 1,340.7786
F_09 Cofilin‐1 COF1_HUMAN 18,503 4 5 9 23.50% YALYDATYETK 82 92 53.4 26.1 50.0 1 0 0 1,337.6260
F_09 Cofilin‐1 COF1_HUMAN 18,503 4 5 9 23.50% HELQANCYEEVK 133 144 54.4 25.0 52.9 2 2 0 1,519.6846



F_09 Cofilin‐1 COF1_HUMAN 18,503 4 5 9 23.50% HELQANCYEEVKDR 133 146 55.2 25.0 46.3 0 2 0 1,790.8127
F_09 Cofilin‐1 COF1_HUMAN 18,503 4 5 9 23.50% LGGSAVISLEGKPL 153 166 90.0 25.0 71.6 2 0 0 1,340.7786
F_10 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 22.30% YALYDATYETK 82 92 47.6 26.0 43.1 2 0 0 1,337.6260
F_10 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 22.30% HELQANCYEEVK 133 144 28.5 25.0 28.5 0 1 0 1,519.6846
F_10 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 22.30% LGGSAVISLEGKPL 153 166 33.3 25.1 26.8 2 0 0 1,340.7786
F_11 Cofilin‐1 COF1_HUMAN 18,503 4 4 7 23.50% YALYDATYETK 82 92 45.1 26.0 40.0 2 0 0 1,337.6260
F_11 Cofilin‐1 COF1_HUMAN 18,503 4 4 7 23.50% HELQANCYEEVK 133 144 28.3 25.0 28.3 0 1 0 1,519.6846
F_11 Cofilin‐1 COF1_HUMAN 18,503 4 4 7 23.50% HELQANCYEEVKDR 133 146 26.8 25.0 24.5 0 2 0 1,790.8127
F_11 Cofilin‐1 COF1_HUMAN 18,503 4 4 7 23.50% LGGSAVISLEGKPL 153 166 48.3 25.1 40.9 2 0 0 1,340.7786
F_12 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% YALYDATYETK 82 92 40.1 26.0 35.8 2 0 0 1,337.6260
F_12 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% HELQANCYEEVKDR 133 146 32.2 25.0 28.8 0 1 0 1,790.8127
G_08 Cofilin‐1 COF1_HUMAN 18,503 6 7 14 24.10% KAVLFCLSEDKK 34 45 44.9 26.8 41.8 0 2 0 1,437.7772
G_08 Cofilin‐1 COF1_HUMAN 18,503 6 7 14 24.10% AVLFCLSEDK 35 44 66.8 27.0 59.1 2 0 0 1,181.5872
G_08 Cofilin‐1 COF1_HUMAN 18,503 6 7 14 24.10% AVLFCLSEDKK 35 45 55.1 28.5 44.2 2 0 0 1,309.6822
G_08 Cofilin‐1 COF1_HUMAN 18,503 6 7 14 24.10% HELQANCYEEVK 133 144 46.7 25.0 45.1 2 2 0 1,519.6846
G_08 Cofilin‐1 COF1_HUMAN 18,503 6 7 14 24.10% HELQANCYEEVKDR 133 146 42.8 25.0 39.9 0 2 0 1,790.8127
G_08 Cofilin‐1 COF1_HUMAN 18,503 6 7 14 24.10% LGGSAVISLEGKPL 153 166 65.2 25.0 54.1 2 0 0 1,340.7786
G_09 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% YALYDATYETK 82 92 28.0 26.6 22.2 2 0 0 1,337.6260
G_09 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% LGGSAVISLEGKPL 153 166 23.8 25.0 13.7 1 0 0 1,340.7786
H_04 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 12.70% AVLFCLSEDK 35 44 49.8 27.1 42.1 2 0 0 1,181.5872
H_04 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 12.70% YALYDATYETK 82 92 65.2 26.2 51.2 2 0 0 1,337.6260
H_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.70% KAVLFCLSEDK 34 44 49.9 28.2 13.4 2 0 0 1,309.6822
H_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.70% KAVLFCLSEDKK 34 45 47.6 26.8 36.2 2 2 0 1,437.7772
H_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.70% AVLFCLSEDK 35 44 57.8 26.9 44.5 2 0 0 1,181.5872
H_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.70% YALYDATYETK 82 92 43.9 26.0 41.5 5 0 0 1,337.6260
H_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.70% LTGIKHELQANCYEEVKDR 128 146 30.0 27.2 27.8 0 2 0 2,303.1451
H_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.70% HELQANCYEEVK 133 144 20.8 25.0 16.9 0 1 0 1,519.6846
H_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.70% HELQANCYEEVKDR 133 146 27.9 25.0 15.6 0 1 0 1,790.8127
H_05 Cofilin‐1 COF1_HUMAN 18,503 8 9 19 33.70% LGGSAVISLEGKPL 153 166 79.1 25.2 65.4 2 0 0 1,340.7786
H_06 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 21.10% AVLFCLSEDK 35 44 24.9 27.0 7.3 1 0 0 1,181.5872
H_06 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 21.10% YALYDATYETK 82 92 59.7 26.0 56.2 2 0 0 1,337.6260
H_06 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 21.10% LGGSAVISLEGKPL 153 166 70.6 25.2 59.4 2 0 0 1,340.7786
H_17 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 44.5 26.2 38.6 2 0 0 1,337.6260
H_17 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 37.9 25.3 27.2 2 0 0 1,340.7786
H_21 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% YALYDATYETK 82 92 52.8 25.9 49.7 2 0 0 1,337.6260
H_21 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% LGGSAVISLEGKPL 153 166 23.6 25.3 10.6 1 0 0 1,340.7786
H_22 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% YALYDATYETK 82 92 53.9 26.2 53.8 2 0 0 1,337.6260
H_22 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% LGGSAVISLEGKPL 153 166 47.4 25.1 42.2 1 0 0 1,340.7786
H_23 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 37.8 25.9 32.7 2 0 0 1,337.6260
H_23 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 44.3 25.0 31.6 2 0 0 1,340.7786
H_24 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 21.70% AVLFCLSEDKK 35 45 30.4 28.2 19.9 1 0 0 1,309.6822
H_24 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 21.70% YALYDATYETK 82 92 67.2 25.9 55.1 2 0 0 1,337.6260
H_24 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 21.70% LGGSAVISLEGKPL 153 166 50.4 25.1 42.3 2 0 0 1,340.7786
I_04 Cofilin‐1 COF1_HUMAN 18,503 3 3 6 13.30% AVLFCLSEDK 35 44 43.6 26.5 37.1 2 0 0 1,181.5872
I_04 Cofilin‐1 COF1_HUMAN 18,503 3 3 6 13.30% AVLFCLSEDKK 35 45 52.2 28.2 41.8 2 0 0 1,309.6822
I_04 Cofilin‐1 COF1_HUMAN 18,503 3 3 6 13.30% YALYDATYETK 82 92 60.4 26.2 56.2 2 0 0 1,337.6260
I_05 Cofilin‐1 COF1_HUMAN 18,503 7 7 17 33.70% VFNDMKVR 14 21 29.7 26.9 21.4 2 0 0 1,024.5245
I_05 Cofilin‐1 COF1_HUMAN 18,503 7 7 17 33.70% KAVLFCLSEDK 34 44 38.3 28.2 14.1 2 0 0 1,309.6822
I_05 Cofilin‐1 COF1_HUMAN 18,503 7 7 17 33.70% KAVLFCLSEDKK 34 45 46.9 27.0 39.9 0 2 0 1,437.7772
I_05 Cofilin‐1 COF1_HUMAN 18,503 7 7 17 33.70% AVLFCLSEDK 35 44 57.7 27.1 51.0 2 0 0 1,181.5872
I_05 Cofilin‐1 COF1_HUMAN 18,503 7 7 17 33.70% YALYDATYETK 82 92 44.0 26.2 41.2 5 0 0 1,337.6260
I_05 Cofilin‐1 COF1_HUMAN 18,503 7 7 17 33.70% MIYASSKDAIK 115 125 38.9 26.6 30.3 2 0 0 1,242.6400
I_05 Cofilin‐1 COF1_HUMAN 18,503 7 7 17 33.70% LGGSAVISLEGKPL 153 166 56.7 25.2 44.6 2 0 0 1,340.7786
I_06 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% AVLFCLSEDKK 35 45 22.9 28.2 11.5 1 0 0 1,309.6822
I_06 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% LGGSAVISLEGKPL 153 166 58.9 25.2 47.7 2 0 0 1,340.7786
J_04 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 13.30% AVLFCLSEDKK 35 45 27.2 28.4 20.6 2 0 0 1,309.6822
J_04 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 13.30% YALYDATYETK 82 92 52.3 26.4 45.6 2 0 0 1,337.6260
J_05 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.70% KAVLFCLSEDKK 34 45 34.0 26.7 29.7 0 2 0 1,437.7772
J_05 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.70% AVLFCLSEDKK 35 45 61.5 28.1 53.5 2 0 0 1,309.6822
J_05 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.70% YALYDATYETK 82 92 41.0 26.4 34.7 3 0 0 1,337.6260
J_05 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.70% HELQANCYEEVK 133 144 30.5 25.0 28.1 2 0 0 1,519.6846
J_05 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.70% HELQANCYEEVKDR 133 146 21.0 25.0 11.7 0 1 0 1,790.8127
J_05 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.70% LGGSAVISLEGKPL 153 166 46.3 25.0 38.9 2 0 0 1,340.7786
J_06 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 26.5 26.4 26.5 2 0 0 1,337.6260
J_06 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 36.6 25.0 36.0 2 0 0 1,340.7786
K_04 Cofilin‐1 COF1_HUMAN 18,503 4 4 7 30.10% AVLFCLSEDKK 35 45 50.3 28.2 44.1 2 0 0 1,309.6822
K_04 Cofilin‐1 COF1_HUMAN 18,503 4 4 7 30.10% YALYDATYETK 82 92 60.7 25.9 56.1 2 0 0 1,337.6260
K_04 Cofilin‐1 COF1_HUMAN 18,503 4 4 7 30.10% HELQANCYEEVKDR 133 146 23.0 25.0 19.2 0 1 0 1,790.8127
K_04 Cofilin‐1 COF1_HUMAN 18,503 4 4 7 30.10% LGGSAVISLEGKPL 153 166 68.4 25.1 55.6 2 0 0 1,340.7786
K_05 Cofilin‐1 COF1_HUMAN 18,503 5 6 16 33.70% KAVLFCLSEDKK 34 45 50.8 26.9 36.6 2 2 0 1,437.7772
K_05 Cofilin‐1 COF1_HUMAN 18,503 5 6 16 33.70% AVLFCLSEDKK 35 45 52.8 28.2 38.5 2 0 0 1,309.6822
K_05 Cofilin‐1 COF1_HUMAN 18,503 5 6 16 33.70% YALYDATYETK 82 92 47.0 26.0 44.5 7 0 0 1,337.6260
K_05 Cofilin‐1 COF1_HUMAN 18,503 5 6 16 33.70% LTGIKHELQANCYEEVKDR 128 146 31.5 27.1 31.2 0 1 0 2,303.1451
K_05 Cofilin‐1 COF1_HUMAN 18,503 5 6 16 33.70% LGGSAVISLEGKPL 153 166 84.0 25.3 61.4 2 0 0 1,340.7786
K_06 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% AVLFCLSEDKK 35 45 27.0 28.1 17.0 2 0 0 1,309.6822
K_06 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 46.3 25.0 35.3 2 0 0 1,340.7786
K_24 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 45.8 26.4 43.1 2 0 0 1,337.6260
K_24 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 49.5 25.1 37.0 2 0 0 1,340.7786
L_03 Cofilin‐1 COF1_HUMAN 18,503 3 4 6 14.50% AVLFCLSEDK 35 44 42.3 27.0 34.9 2 0 0 1,181.5872
L_03 Cofilin‐1 COF1_HUMAN 18,503 3 4 6 14.50% HELQANCYEEVK 133 144 28.9 25.0 28.9 1 1 0 1,519.6846
L_03 Cofilin‐1 COF1_HUMAN 18,503 3 4 6 14.50% HELQANCYEEVKDR 133 146 41.3 25.0 32.9 0 2 0 1,790.8127
L_04 Cofilin‐1 COF1_HUMAN 18,503 9 10 18 37.30% VFNDMKVR 14 21 26.8 26.1 17.8 1 0 0 1,024.5245
L_04 Cofilin‐1 COF1_HUMAN 18,503 9 10 18 37.30% KAVLFCLSEDKK 34 45 31.8 26.9 30.1 0 2 0 1,437.7772
L_04 Cofilin‐1 COF1_HUMAN 18,503 9 10 18 37.30% AVLFCLSEDK 35 44 38.8 26.6 32.4 2 0 0 1,181.5872
L_04 Cofilin‐1 COF1_HUMAN 18,503 9 10 18 37.30% AVLFCLSEDKK 35 45 45.7 28.5 38.6 2 0 0 1,309.6822
L_04 Cofilin‐1 COF1_HUMAN 18,503 9 10 18 37.30% YALYDATYETK 82 92 37.5 26.3 32.9 2 0 0 1,337.6260
L_04 Cofilin‐1 COF1_HUMAN 18,503 9 10 18 37.30% YALYDATYETKESK 82 95 23.1 25.8 23.1 1 0 0 1,681.7956
L_04 Cofilin‐1 COF1_HUMAN 18,503 9 10 18 37.30% HELQANCYEEVK 133 144 55.0 25.0 54.2 2 0 0 1,519.6846
L_04 Cofilin‐1 COF1_HUMAN 18,503 9 10 18 37.30% HELQANCYEEVKDR 133 146 32.2 25.0 32.2 2 2 0 1,790.8127
L_04 Cofilin‐1 COF1_HUMAN 18,503 9 10 18 37.30% LGGSAVISLEGKPL 153 166 108.0 25.0 90.3 2 0 0 1,340.7786
L_06 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 67.1 26.4 57.4 2 0 0 1,337.6260
L_06 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 56.7 25.0 48.3 2 0 0 1,340.7786
L_07 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 21.10% AVLFCLSEDK 35 44 33.0 26.4 29.1 1 0 0 1,181.5872
L_07 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 21.10% YALYDATYETK 82 92 47.5 26.1 36.8 2 0 0 1,337.6260
L_07 Cofilin‐1 COF1_HUMAN 18,503 3 3 5 21.10% LGGSAVISLEGKPL 153 166 70.0 25.0 49.1 2 0 0 1,340.7786
L_12 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% YALYDATYETK 82 92 26.7 26.3 18.0 1 0 0 1,337.6260
L_12 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 15.10% LGGSAVISLEGKPL 153 166 50.0 25.0 36.6 2 0 0 1,340.7786
L_14 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 50.5 26.4 44.7 2 0 0 1,337.6260
L_14 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 80.3 25.0 67.1 2 0 0 1,340.7786
L_15 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 49.2 26.0 36.5 2 0 0 1,337.6260
L_15 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 75.1 25.0 61.2 2 0 0 1,340.7786
M_03 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% YALYDATYETK 82 92 59.5 26.1 46.0 2 0 0 1,337.6260
M_03 Cofilin‐1 COF1_HUMAN 18,503 2 2 4 15.10% LGGSAVISLEGKPL 153 166 73.8 25.0 63.7 2 0 0 1,340.7786
M_04 Cofilin‐1 COF1_HUMAN 18,503 5 5 8 28.90% AVLFCLSEDK 35 44 31.2 26.9 21.4 2 0 0 1,181.5872
M_04 Cofilin‐1 COF1_HUMAN 18,503 5 5 8 28.90% AVLFCLSEDKK 35 45 26.8 28.5 23.8 1 0 0 1,309.6822
M_04 Cofilin‐1 COF1_HUMAN 18,503 5 5 8 28.90% YALYDATYETK 82 92 41.2 26.3 36.2 2 0 0 1,337.6260
M_04 Cofilin‐1 COF1_HUMAN 18,503 5 5 8 28.90% HELQANCYEEVK 133 144 31.8 25.0 28.4 1 0 0 1,519.6846
M_04 Cofilin‐1 COF1_HUMAN 18,503 5 5 8 28.90% LGGSAVISLEGKPL 153 166 79.5 25.3 65.9 2 0 0 1,340.7786
M_13 Cofilin‐1 COF1_HUMAN 18,503 2 2 2 15.10% YALYDATYETK 82 92 36.1 26.0 36.1 1 0 0 1,337.6260
M_13 Cofilin‐1 COF1_HUMAN 18,503 2 2 2 15.10% LGGSAVISLEGKPL 153 166 26.7 25.3 24.8 1 0 0 1,340.7786
N_03 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 12.70% AVLFCLSEDK 35 44 23.7 26.9 14.6 1 0 0 1,181.5872
N_03 Cofilin‐1 COF1_HUMAN 18,503 2 2 3 12.70% YALYDATYETK 82 92 49.5 26.4 47.2 2 0 0 1,337.6260



N_04 Cofilin‐1 COF1_HUMAN 18,503 4 4 8 21.10% AVLFCLSEDK 35 44 46.0 26.6 39.7 2 0 0 1,181.5872
N_04 Cofilin‐1 COF1_HUMAN 18,503 4 4 8 21.10% YALYDATYETK 82 92 47.9 26.2 44.7 2 0 0 1,337.6260
N_04 Cofilin‐1 COF1_HUMAN 18,503 4 4 8 21.10% HELQANCYEEVK 133 144 30.3 25.0 29.6 0 2 0 1,519.6846
N_04 Cofilin‐1 COF1_HUMAN 18,503 4 4 8 21.10% HELQANCYEEVKDR 133 146 39.2 25.0 31.3 0 2 0 1,790.8127
O_04 Cofilin‐1 COF1_HUMAN 18,503 5 6 10 29.50% AVLFCLSEDK 35 44 42.8 27.0 35.1 2 0 0 1,181.5872
O_04 Cofilin‐1 COF1_HUMAN 18,503 5 6 10 29.50% YALYDATYETK 82 92 65.5 26.1 59.9 2 0 0 1,337.6260
O_04 Cofilin‐1 COF1_HUMAN 18,503 5 6 10 29.50% HELQANCYEEVK 133 144 25.6 25.0 25.6 2 1 0 1,519.6846
O_04 Cofilin‐1 COF1_HUMAN 18,503 5 6 10 29.50% HELQANCYEEVKDR 133 146 29.8 25.0 29.8 0 1 0 1,790.8127
O_04 Cofilin‐1 COF1_HUMAN 18,503 5 6 10 29.50% LGGSAVISLEGKPL 153 166 84.9 25.0 69.9 2 0 0 1,340.7786
P_04 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.10% AVLFCLSEDK 35 44 39.1 26.9 23.2 2 0 0 1,181.5872
P_04 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.10% AVLFCLSEDKK 35 45 44.5 28.4 35.0 2 0 0 1,309.6822
P_04 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.10% YALYDATYETK 82 92 51.6 26.3 42.9 2 0 0 1,337.6260
P_04 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.10% HELQANCYEEVK 133 144 30.8 25.0 30.8 2 0 0 1,519.6846
P_04 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.10% HELQANCYEEVKDR 133 146 40.6 25.0 37.5 0 2 0 1,790.8127
P_04 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.10% LGGSAVISLEGKPL 153 166 89.1 25.0 79.0 2 0 0 1,340.7786
Q_03 Cofilin‐1 COF1_HUMAN 18,503 5 6 11 21.70% AVLFCLSEDK 35 44 41.5 26.9 30.8 2 0 0 1,181.5872
Q_03 Cofilin‐1 COF1_HUMAN 18,503 5 6 11 21.70% AVLFCLSEDKK 35 45 38.2 28.5 29.2 2 0 0 1,309.6822
Q_03 Cofilin‐1 COF1_HUMAN 18,503 5 6 11 21.70% YALYDATYETK 82 92 57.9 26.2 53.9 2 0 0 1,337.6260
Q_03 Cofilin‐1 COF1_HUMAN 18,503 5 6 11 21.70% HELQANCYEEVK 133 144 37.7 25.0 32.0 2 1 0 1,519.6846
Q_03 Cofilin‐1 COF1_HUMAN 18,503 5 6 11 21.70% HELQANCYEEVKDR 133 146 18.4 25.0 17.1 0 2 0 1,790.8127
Q_04 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.10% AVLFCLSEDK 35 44 57.1 26.6 48.7 2 0 0 1,181.5872
Q_04 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.10% AVLFCLSEDKK 35 45 49.2 28.5 39.0 2 0 0 1,309.6822
Q_04 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.10% YALYDATYETK 82 92 68.8 26.4 55.0 2 0 0 1,337.6260
Q_04 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.10% HELQANCYEEVK 133 144 47.1 25.0 47.1 2 0 0 1,519.6846
Q_04 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.10% HELQANCYEEVKDR 133 146 54.3 25.0 53.9 0 2 0 1,790.8127
Q_04 Cofilin‐1 COF1_HUMAN 18,503 6 6 12 30.10% LGGSAVISLEGKPL 153 166 109.0 25.0 91.6 2 0 0 1,340.7786
A_05 Cofilin‐2 COF2_HUMAN 18,737 3 3 5 28.30% AVLFCLSDDK 35 44 42.5 26.6 39.9 2 0 0 1,167.5716
A_05 Cofilin‐2 COF2_HUMAN 18,737 3 3 5 28.30% AVLFCLSDDKR 35 45 53.7 27.2 45.0 2 0 0 1,323.6727
A_05 Cofilin‐2 COF2_HUMAN 18,737 3 3 5 28.30% QIIVEEAK 46 53 30.9 27.8 12.9 1 0 0 929.5303
A_05 Cofilin‐2 COF2_HUMAN 18,737 3 3 5 28.30% YALYDATYETK 82 92 60.8 26.1 56.3 4 0 0 1,337.6260
A_05 Cofilin‐2 COF2_HUMAN 18,737 3 3 5 28.30% KEDLVFIFWAPESAPLK 96 112 48.9 26.2 39.8 0 2 0 1,990.0686
C_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 4 21.70% AVLFCLSDDKR 35 45 31.6 27.6 25.5 2 0 0 1,323.6727
C_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 4 21.70% YALYDATYETK 82 92 59.0 26.0 56.7 4 0 0 1,337.6260
C_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 4 21.70% LGGNVVVSLEGKPL 153 166 41.2 25.0 41.2 2 0 0 1,381.8051
F_08 Cofilin‐2 COF2_HUMAN 18,737 5 5 8 30.70% KAVLFCLSDDKR 34 45 27.0 28.1 19.0 0 2 0 1,451.7677
F_08 Cofilin‐2 COF2_HUMAN 18,737 5 5 8 30.70% AVLFCLSDDK 35 44 28.1 25.6 28.1 1 0 0 1,167.5716
F_08 Cofilin‐2 COF2_HUMAN 18,737 5 5 8 30.70% AVLFCLSDDKR 35 45 47.3 27.4 43.9 2 0 0 1,323.6727
F_08 Cofilin‐2 COF2_HUMAN 18,737 5 5 8 30.70% YALYDATYETK 82 92 42.5 26.0 42.3 4 0 0 1,337.6260
F_08 Cofilin‐2 COF2_HUMAN 18,737 5 5 8 30.70% HEWQVNGLDDIKDR 133 146 15.6 26.6 12.1 0 1 0 1,724.8353
F_08 Cofilin‐2 COF2_HUMAN 18,737 5 5 8 30.70% LGGNVVVSLEGKPL 153 166 55.8 25.0 55.8 2 0 0 1,381.8051
H_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 3 13.30% AVLFCLSDDK 35 44 45.8 26.6 39.7 1 0 0 1,167.5716
H_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 3 13.30% AVLFCLSDDKR 35 45 52.2 27.4 52.2 2 0 0 1,323.6727
H_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 3 13.30% YALYDATYETK 82 92 43.9 26.0 41.5 5 0 0 1,337.6260
I_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 3 24.70% VFNDMKVR 14 21 29.7 26.9 21.4 2 0 0 1,024.5245
I_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 3 24.70% AVLFCLSDDK 35 44 45.8 26.1 35.8 2 0 0 1,167.5716
I_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 3 24.70% AVLFCLSDDKR 35 45 46.2 27.4 25.2 1 0 0 1,323.6727
I_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 3 24.70% YALYDATYETK 82 92 44.0 26.2 41.2 5 0 0 1,337.6260
I_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 3 24.70% MIYASSKDAIK 115 125 38.9 26.6 30.3 2 0 0 1,242.6400
J_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 2 21.70% AVLFCLSDDKR 35 45 28.3 27.3 7.2 1 0 0 1,323.6727
J_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 2 21.70% YALYDATYETK 82 92 41.0 26.4 34.7 3 0 0 1,337.6260
J_05 Cofilin‐2 COF2_HUMAN 18,737 2 2 2 21.70% LGGNVVVSLEGKPL 153 166 24.7 25.0 20.2 1 0 0 1,381.8051
L_04 Cofilin‐2 COF2_HUMAN 18,737 3 3 4 24.70% VFNDMKVR 14 21 26.8 26.1 17.8 1 0 0 1,024.5245
L_04 Cofilin‐2 COF2_HUMAN 18,737 3 3 4 24.70% AVLFCLSDDK 35 44 26.9 26.5 22.8 2 0 0 1,167.5716
L_04 Cofilin‐2 COF2_HUMAN 18,737 3 3 4 24.70% AVLFCLSDDKR 35 45 39.1 27.3 39.1 1 0 0 1,323.6727
L_04 Cofilin‐2 COF2_HUMAN 18,737 3 3 4 24.70% LLPLNDCR 74 81 22.7 25.6 16.0 1 0 0 1,000.5246
L_04 Cofilin‐2 COF2_HUMAN 18,737 3 3 4 24.70% YALYDATYETK 82 92 37.5 26.3 32.9 2 0 0 1,337.6260
L_04 Cofilin‐2 COF2_HUMAN 18,737 3 3 4 24.70% YALYDATYETKESK 82 95 23.1 25.8 23.1 1 0 0 1,681.7956
M_04 Cofilin‐2 COF2_HUMAN 18,737 2 2 3 19.90% QIIVEEAK 46 53 31.9 26.9 16.1 1 0 0 929.5303
M_04 Cofilin‐2 COF2_HUMAN 18,737 2 2 3 19.90% YALYDATYETK 82 92 41.2 26.3 36.2 2 0 0 1,337.6260
M_04 Cofilin‐2 COF2_HUMAN 18,737 2 2 3 19.90% LGGNVVVSLEGKPL 153 166 59.0 25.0 58.8 2 0 0 1,381.8051
A_06 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.60% IFSFDGKDVLR 1671 1681 25.9 27.0 17.3 1 0 0 1,296.6948
A_06 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.60% TEAPSATGQASSLLGGR 1711 1727 96.2 27.6 85.4 2 0 0 1,602.8083
B_07 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.60% GADFQCFQQAR 1599 1609 26.6 25.0 18.3 1 0 0 1,327.5849
B_07 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.60% TEAPSATGQASSLLGGR 1711 1727 66.2 27.3 57.4 2 0 0 1,602.8083
C_06 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 5 5 10 3.31% GADFQCFQQAR 1599 1609 65.5 25.0 60.2 2 0 0 1,327.5849
C_06 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 5 5 10 3.31% LQDLYSIVR 1625 1633 55.2 26.2 45.5 2 0 0 1,106.6205
C_06 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 5 5 10 3.31% IFSFDGKDVLR 1671 1681 43.5 27.0 37.8 2 0 0 1,296.6948
C_06 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 5 5 10 3.31% LTESYCETWR 1701 1710 37.9 25.0 37.5 2 0 0 1,344.5889
C_06 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 5 5 10 3.31% TEAPSATGQASSLLGGR 1711 1727 74.5 27.5 65.7 2 0 0 1,602.8083
C_09 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.08% ADDILASPPR 1533 1542 29.8 25.9 21.8 2 0 0 1,054.5529
C_09 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.08% LQDLYSIVR 1625 1633 37.0 26.9 26.1 1 0 0 1,106.6205
C_29 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 5 5 8 3.25% ADDILASPPR 1533 1542 21.7 26.1 19.7 1 0 0 1,054.5529
C_29 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 5 5 8 3.25% GADFQCFQQAR 1599 1609 51.9 25.0 48.7 2 0 0 1,327.5849
C_29 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 5 5 8 3.25% LQDLYSIVR 1625 1633 40.6 25.8 37.0 1 0 0 1,106.6205
C_29 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 5 5 8 3.25% LTESYCETWR 1701 1710 72.1 25.0 69.5 2 0 0 1,344.5889
C_29 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 5 5 8 3.25% TEAPSATGQASSLLGGR 1711 1727 98.0 27.3 85.3 2 0 0 1,602.8083
C_30 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 4 4 7 2.74% ADDILASPPR 1533 1542 22.0 26.1 15.9 1 0 0 1,054.5529
C_30 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 4 4 7 2.74% IFSFDGKDVLR 1671 1681 26.1 27.4 20.1 2 0 0 1,296.6948
C_30 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 4 4 7 2.74% LTESYCETWR 1701 1710 56.0 25.0 51.2 2 0 0 1,344.5889
C_30 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 4 4 7 2.74% TEAPSATGQASSLLGGR 1711 1727 108.0 27.6 96.8 2 0 0 1,602.8083
C_31 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 2 1.54% LTESYCETWR 1701 1710 27.6 25.0 27.6 1 0 0 1,344.5889
C_31 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 2 1.54% TEAPSATGQASSLLGGR 1711 1727 65.1 27.3 51.7 1 0 0 1,602.8083
D_32 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 2 1.54% ADDILASPPR 1533 1542 35.8 26.5 35.8 1 0 0 1,054.5529
D_32 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 2 1.54% TEAPSATGQASSLLGGR 1711 1727 67.1 27.5 63.8 1 0 0 1,602.8083
E_32 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 2 1.54% ADDILASPPR 1533 1542 27.4 26.1 18.0 1 0 0 1,054.5529
E_32 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 2 1.54% TEAPSATGQASSLLGGR 1711 1727 52.3 27.7 48.2 1 0 0 1,602.8083
G_11 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.60% GADFQCFQQAR 1599 1609 37.0 25.0 29.1 1 0 0 1,327.5849
G_11 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.60% TEAPSATGQASSLLGGR 1711 1727 79.0 27.4 66.0 2 0 0 1,602.8083
H_05 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 4 1.60% GADFQCFQQAR 1599 1609 52.7 25.0 50.7 2 0 0 1,327.5849
H_05 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 4 1.60% TEAPSATGQASSLLGGR 1711 1727 101.0 27.3 83.8 2 0 0 1,602.8083
H_08 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.48% LQDLYSIVR 1625 1633 28.9 27.1 22.4 2 0 0 1,106.6205
H_08 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.48% TEAPSATGQASSLLGGR 1711 1727 70.9 27.3 64.7 1 0 0 1,602.8083
H_23 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 5 2.11% GADFQCFQQAR 1599 1609 26.2 25.0 24.1 1 0 0 1,327.5849
H_23 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 5 2.11% LQDLYSIVR 1625 1633 51.7 25.8 45.4 2 0 0 1,106.6205
H_23 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 5 2.11% TEAPSATGQASSLLGGR 1711 1727 77.6 27.3 62.9 2 0 0 1,602.8083
H_24 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 4 1.48% LQDLYSIVR 1625 1633 49.3 25.8 41.5 2 0 0 1,106.6205
H_24 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 4 1.48% TEAPSATGQASSLLGGR 1711 1727 86.2 27.3 75.0 2 0 0 1,602.8083
I_06 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 4 1.54% LTESYCETWR 1701 1710 40.5 25.0 40.5 2 0 0 1,344.5889
I_06 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 4 1.54% TEAPSATGQASSLLGGR 1711 1727 125.0 27.3 112.0 2 0 0 1,602.8083
I_08 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 4 1.48% LQDLYSIVR 1625 1633 48.3 27.1 34.3 2 0 0 1,106.6205
I_08 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 4 1.48% TEAPSATGQASSLLGGR 1711 1727 65.5 27.3 54.4 2 0 0 1,602.8083
I_24 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 3 2.11% GADFQCFQQAR 1599 1609 23.1 25.0 23.1 1 0 0 1,327.5849
I_24 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 3 2.11% LQDLYSIVR 1625 1633 20.6 27.1 16.4 1 0 0 1,106.6205
I_24 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 3 2.11% TEAPSATGQASSLLGGR 1711 1727 27.4 27.3 21.9 1 0 0 1,602.8083
J_08 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.48% LQDLYSIVR 1625 1633 41.2 27.2 30.7 2 0 0 1,106.6205
J_08 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.48% TEAPSATGQASSLLGGR 1711 1727 98.4 27.4 89.4 1 0 0 1,602.8083
K_05 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.20% GADFQCFQQAR 1599 1609 48.8 25.0 47.0 2 0 0 1,327.5849
K_05 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.20% LTESYCETWR 1701 1710 24.8 25.0 23.0 1 0 0 1,344.5889
K_06 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 5 2.05% LQDLYSIVR 1625 1633 28.0 27.1 20.7 2 0 0 1,106.6205
K_06 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 5 2.05% LTESYCETWR 1701 1710 24.1 25.0 24.1 1 0 0 1,344.5889
K_06 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 5 2.05% TEAPSATGQASSLLGGR 1711 1727 83.7 27.3 70.9 2 0 0 1,602.8083
K_08 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 4 1.48% LQDLYSIVR 1625 1633 42.1 27.1 30.5 2 0 0 1,106.6205



K_08 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 4 1.48% TEAPSATGQASSLLGGR 1711 1727 94.3 27.3 76.9 2 0 0 1,602.8083
K_23 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 4 1.48% LQDLYSIVR 1625 1633 35.8 27.2 31.5 2 0 0 1,106.6205
K_23 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 4 1.48% TEAPSATGQASSLLGGR 1711 1727 83.6 27.4 71.9 2 0 0 1,602.8083
K_24 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 6 2.11% GADFQCFQQAR 1599 1609 40.3 25.0 37.1 2 0 0 1,327.5849
K_24 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 6 2.11% LQDLYSIVR 1625 1633 57.3 27.1 49.2 2 0 0 1,106.6205
K_24 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 6 2.11% TEAPSATGQASSLLGGR 1711 1727 94.1 27.5 73.0 2 0 0 1,602.8083
N_05 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 5 2.05% LQDLYSIVR 1625 1633 22.2 26.9 15.2 1 0 0 1,106.6205
N_05 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 5 2.05% LTESYCETWR 1701 1710 54.3 25.0 54.3 2 0 0 1,344.5889
N_05 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 5 2.05% TEAPSATGQASSLLGGR 1711 1727 82.8 27.4 73.1 2 0 0 1,602.8083
N_16 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 5 1.71% ADDILASPPR 1533 1542 34.6 26.2 28.2 1 0 0 1,054.5529
N_16 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 5 1.71% GADFQCFQQAR 1599 1609 44.5 25.0 42.3 2 0 0 1,327.5849
N_16 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 5 1.71% LQDLYSIVR 1625 1633 32.1 26.9 25.0 2 0 0 1,106.6205
O_05 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.54% LTESYCETWR 1701 1710 48.3 25.0 45.8 1 0 0 1,344.5889
O_05 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 2 2 3 1.54% TEAPSATGQASSLLGGR 1711 1727 100.0 27.5 76.8 2 0 0 1,602.8083
Q_05 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 4 2.05% LQDLYSIVR 1625 1633 23.4 27.2 18.0 1 0 0 1,106.6205
Q_05 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 4 2.05% LTESYCETWR 1701 1710 23.2 25.0 18.2 1 0 0 1,344.5889
Q_05 Collagen alpha‐1(XVIII) chain COIA1_HUMAN 178,188 3 3 4 2.05% TEAPSATGQASSLLGGR 1711 1727 83.6 27.1 76.6 2 0 0 1,602.8083
B_06 COMM domain‐containing protein 7 COMD7_HUMAN 22,534 2 2 2 10.50% FGVTSGSSELEK 141 152 25.9 26.0 23.4 1 0 0 1,240.6056
B_06 COMM domain‐containing protein 7 COMD7_HUMAN 22,534 2 2 2 10.50% VGSIFLQLK 153 161 19.2 25.0 13.0 1 0 0 1,004.6140
A_24 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 9 5.64% KLDALCNIHENIR 517 529 32.3 27.1 21.3 0 2 0 1,595.8324
A_24 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 9 5.64% YAVTTGDHGIIR 551 562 34.8 28.5 21.9 1 0 0 1,302.6802
A_24 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 9 5.64% TLDLPIYVTR 563 572 22.7 26.2 18.2 1 0 0 1,190.6781
A_24 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 9 5.64% VLTIDPTEFK 589 598 46.5 27.3 39.9 2 0 0 1,162.6356
A_24 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 9 5.64% TALNLFFK 1107 1114 31.2 25.0 27.6 2 0 0 953.5455
A_24 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 9 5.64% RLLELGPKPEVAQQTR 1127 1142 17.1 25.0 17.1 0 1 0 1,835.0500
A_25 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 11 5.07% SSGLTAVWVAR 413 423 54.6 28.6 27.7 2 0 0 1,146.6265
A_25 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 11 5.07% DADSITLFDVQQK 468 480 34.8 28.0 17.4 2 0 0 1,479.7328
A_25 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 11 5.07% TLDLPIYVTR 563 572 27.8 26.2 27.8 1 0 0 1,190.6781
A_25 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 11 5.07% VLTIDPTEFK 589 598 31.5 27.6 23.3 2 0 0 1,162.6356
A_25 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 11 5.07% GFFEGTIASK 816 825 33.9 26.3 26.1 2 0 0 1,056.5361
A_25 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 11 5.07% TALNLFFK 1107 1114 26.2 25.0 10.9 2 0 0 953.5455
A_26 Coatomer subunit alpha COPA_HUMAN 138,349 4 4 7 3.19% SSGLTAVWVAR 413 423 52.7 28.6 28.5 2 0 0 1,146.6265
A_26 Coatomer subunit alpha COPA_HUMAN 138,349 4 4 7 3.19% TLDLPIYVTR 563 572 27.5 26.3 22.3 2 0 0 1,190.6781
A_26 Coatomer subunit alpha COPA_HUMAN 138,349 4 4 7 3.19% GFFEGTIASK 816 825 43.7 26.4 36.1 2 0 0 1,056.5361
A_26 Coatomer subunit alpha COPA_HUMAN 138,349 4 4 7 3.19% TALNLFFK 1107 1114 19.0 25.0 10.5 1 0 0 953.5455
A_27 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 4 2.53% SSGLTAVWVAR 413 423 48.6 28.7 31.5 2 0 0 1,146.6265
A_27 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 4 2.53% VLTIDPTEFK 589 598 32.7 27.3 25.9 1 0 0 1,162.6356
A_27 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 4 2.53% GFFEGTIASK 816 825 37.4 26.3 37.4 1 0 0 1,056.5361
A_28 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 9 4.25% SSGLTAVWVAR 413 423 57.1 28.6 39.7 2 0 0 1,146.6265
A_28 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 9 4.25% DADSITLFDVQQK 468 480 66.4 28.0 55.2 2 0 0 1,479.7328
A_28 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 9 4.25% VLTIDPTEFK 589 598 49.4 27.6 41.8 2 0 0 1,162.6356
A_28 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 9 4.25% GFFEGTIASK 816 825 67.6 26.5 62.6 2 0 0 1,056.5361
A_28 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 9 4.25% TALNLFFK 1107 1114 22.6 25.0 5.8 1 0 0 953.5455
A_29 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 10 5.72% QQPLFVSGGDDYK 62 74 34.5 26.9 31.0 2 0 0 1,453.6960
A_29 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 10 5.72% VWDISGLR 161 168 23.9 29.1 19.2 1 0 0 945.5153
A_29 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 10 5.72% DVAVMQLR 351 358 22.8 28.5 7.5 1 0 0 947.4980
A_29 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 10 5.72% DADSITLFDVQQK 468 480 59.0 28.2 42.6 2 0 0 1,479.7328
A_29 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 10 5.72% VLTIDPTEFK 589 598 35.9 28.2 21.4 1 0 0 1,162.6356
A_29 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 10 5.72% GFFEGTIASK 816 825 41.2 26.5 31.4 2 0 0 1,056.5361
A_29 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 10 5.72% TALNLFFK 1107 1114 41.2 25.0 31.4 1 0 0 953.5455
A_30 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 11 5.07% QQPLFVSGGDDYK 62 74 40.4 26.4 33.8 2 0 0 1,453.6960
A_30 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 11 5.07% VWDISGLR 161 168 29.1 29.3 15.8 2 0 0 945.5153
A_30 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 11 5.07% DADSITLFDVQQK 468 480 56.0 27.9 45.8 2 0 0 1,479.7328
A_30 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 11 5.07% VLTIDPTEFK 589 598 41.1 27.6 32.6 2 0 0 1,162.6356
A_30 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 11 5.07% GFFEGTIASK 816 825 41.8 26.4 37.1 2 0 0 1,056.5361
A_30 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 11 5.07% TALNLFFK 1107 1114 33.7 25.0 23.8 1 0 0 953.5455
A_31 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 11 6.21% QQPLFVSGGDDYK 62 74 34.6 26.8 33.2 2 0 0 1,453.6960
A_31 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 11 6.21% VWDISGLR 161 168 26.1 29.1 13.8 1 0 0 945.5153
A_31 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 11 6.21% GHYNNVSCAVFHPR 247 260 15.8 25.0 13.4 0 1 0 1,657.7651
A_31 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 11 6.21% DADSITLFDVQQK 468 480 43.4 28.0 35.9 2 0 0 1,479.7328
A_31 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 11 6.21% VLTIDPTEFK 589 598 31.9 27.6 21.8 2 0 0 1,162.6356
A_31 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 11 6.21% GFFEGTIASK 816 825 54.7 26.5 44.5 2 0 0 1,056.5361
A_31 Coatomer subunit alpha COPA_HUMAN 138,349 7 7 11 6.21% TALNLFFK 1107 1114 28.6 25.0 21.7 1 0 0 953.5455
A_32 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 12 7.03% QQPLFVSGGDDYK 62 74 26.1 26.3 20.8 2 0 0 1,453.6960
A_32 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 12 7.03% VWDISGLR 161 168 27.1 29.3 17.1 1 0 0 945.5153
A_32 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 12 7.03% DVAVMQLR 351 358 25.6 28.7 9.7 1 0 0 947.4980
A_32 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 12 7.03% SSGLTAVWVAR 413 423 68.6 28.7 41.0 2 0 0 1,146.6265
A_32 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 12 7.03% DADSITLFDVQQK 468 480 66.5 28.0 56.7 2 0 0 1,479.7328
A_32 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 12 7.03% GFFEGTIASK 816 825 50.0 26.4 40.8 1 0 0 1,056.5361
A_32 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 12 7.03% TALNLFFK 1107 1114 26.7 25.0 17.9 1 0 0 953.5455
A_32 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 12 7.03% LLELGPKPEVAQQTR 1128 1142 41.5 25.0 40.7 0 2 0 1,678.9489
B_24 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 15 6.78% VWDISGLR 161 168 33.3 30.0 18.6 1 0 0 945.5153
B_24 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 15 6.78% SSGLTAVWVAR 413 423 59.6 28.6 32.2 2 0 0 1,146.6265
B_24 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 15 6.78% DADSITLFDVQQK 468 480 63.6 28.2 43.2 2 0 0 1,479.7328
B_24 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 15 6.78% KLDALCNIHENIR 517 529 28.0 27.1 25.5 0 2 0 1,595.8324
B_24 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 15 6.78% TLDLPIYVTR 563 572 28.4 26.6 20.2 2 0 0 1,190.6781
B_24 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 15 6.78% VLTIDPTEFK 589 598 38.7 27.3 28.6 2 0 0 1,162.6356
B_24 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 15 6.78% GFFEGTIASK 816 825 57.3 26.4 42.9 2 0 0 1,056.5361
B_24 Coatomer subunit alpha COPA_HUMAN 138,349 8 8 15 6.78% TALNLFFK 1107 1114 50.0 25.0 27.8 2 0 0 953.5455
B_25 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 6 4.33% NLSPGAVESDVR 171 182 20.2 25.9 15.9 1 0 0 1,243.6277
B_25 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 6 4.33% DADSITLFDVQQK 468 480 55.0 28.1 40.3 1 0 0 1,479.7328
B_25 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 6 4.33% TLDLPIYVTR 563 572 33.7 26.6 21.6 1 0 0 1,190.6781
B_25 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 6 4.33% GFFEGTIASK 816 825 24.5 25.8 19.8 1 0 0 1,056.5361
B_25 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 6 4.33% TALNLFFK 1107 1114 41.0 25.0 30.1 2 0 0 953.5455
B_26 Coatomer subunit alpha COPA_HUMAN 138,349 2 2 3 1.47% GFFEGTIASK 816 825 37.9 25.8 31.8 2 0 0 1,056.5361
B_26 Coatomer subunit alpha COPA_HUMAN 138,349 2 2 3 1.47% TALNLFFK 1107 1114 26.3 25.0 14.0 1 0 0 953.5455
B_27 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 5 2.53% DADSITLFDVQQK 468 480 57.8 28.0 33.8 1 0 0 1,479.7328
B_27 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 5 2.53% GFFEGTIASK 816 825 34.9 26.4 31.6 2 0 0 1,056.5361
B_27 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 5 2.53% TALNLFFK 1107 1114 34.2 25.0 26.8 2 0 0 953.5455
B_28 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 3 2.29% VLTIDPTEFK 589 598 43.8 28.2 33.7 1 0 0 1,162.6356
B_28 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 3 2.29% GFFEGTIASK 816 825 39.5 25.8 39.4 1 0 0 1,056.5361
B_28 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 3 2.29% TALNLFFK 1107 1114 20.1 25.0 6.1 1 0 0 953.5455
B_29 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 8 4.82% QQPLFVSGGDDYK 62 74 23.5 26.9 22.0 1 0 0 1,453.6960
B_29 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 8 4.82% GHYNNVSCAVFHPR 247 260 27.0 25.0 22.3 0 1 0 1,657.7651
B_29 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 8 4.82% SSGLTAVWVAR 413 423 53.2 28.6 27.2 2 0 0 1,146.6265
B_29 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 8 4.82% DADSITLFDVQQK 468 480 50.2 28.1 40.8 2 0 0 1,479.7328
B_29 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 8 4.82% TALNLFFK 1107 1114 39.8 25.1 36.0 2 0 0 953.5455
B_30 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 7 5.64% QQPLFVSGGDDYK 62 74 50.7 26.8 49.5 1 0 0 1,453.6960
B_30 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 7 5.64% DADSITLFDVQQK 468 480 59.5 28.0 48.1 1 0 0 1,479.7328
B_30 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 7 5.64% VLTIDPTEFK 589 598 30.9 27.3 22.8 1 0 0 1,162.6356
B_30 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 7 5.64% GFFEGTIASK 816 825 38.4 26.4 25.8 2 0 0 1,056.5361
B_30 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 7 5.64% TALNLFFK 1107 1114 32.6 25.0 25.6 1 0 0 953.5455
B_30 Coatomer subunit alpha COPA_HUMAN 138,349 6 6 7 5.64% LLELGPKPEVAQQTR 1128 1142 29.7 25.0 21.4 0 1 0 1,678.9489
B_31 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 4 2.78% QQPLFVSGGDDYK 62 74 24.7 26.9 24.7 1 0 0 1,453.6960
B_31 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 4 2.78% DADSITLFDVQQK 468 480 37.9 28.2 22.5 1 0 0 1,479.7328
B_31 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 4 2.78% TALNLFFK 1107 1114 37.4 25.1 29.4 2 0 0 953.5455
B_32 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 7 4.17% QQPLFVSGGDDYK 62 74 27.7 26.8 26.3 1 0 0 1,453.6960
B_32 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 7 4.17% SSGLTAVWVAR 413 423 43.5 28.7 28.1 1 0 0 1,146.6265
B_32 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 7 4.17% GFFEGTIASK 816 825 46.2 25.8 39.2 2 0 0 1,056.5361
B_32 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 7 4.17% QLFLQTYAR 957 965 28.9 26.3 21.1 1 0 0 1,139.6208
B_32 Coatomer subunit alpha COPA_HUMAN 138,349 5 5 7 4.17% TALNLFFK 1107 1114 38.8 25.0 34.6 2 0 0 953.5455
C_24 Coatomer subunit alpha COPA_HUMAN 138,349 12 12 19 10.80% VWDISGLR 161 168 36.8 29.4 18.6 2 0 0 945.5153



C_24 Coatomer subunit alpha COPA_HUMAN 138,349 12 12 19 10.80% GITGVDLFGTTDAVVK 183 198 36.6 27.4 29.4 1 0 0 1,592.8533
C_24 Coatomer subunit alpha COPA_HUMAN 138,349 12 12 19 10.80% SSGLTAVWVAR 413 423 59.6 28.0 39.5 2 0 0 1,146.6265
C_24 Coatomer subunit alpha COPA_HUMAN 138,349 12 12 19 10.80% DADSITLFDVQQK 468 480 81.5 28.0 69.1 2 0 0 1,479.7328
C_24 Coatomer subunit alpha COPA_HUMAN 138,349 12 12 19 10.80% TLDLPIYVTR 563 572 23.5 26.7 8.3 1 0 0 1,190.6781
C_24 Coatomer subunit alpha COPA_HUMAN 138,349 12 12 19 10.80% VLTIDPTEFK 589 598 37.6 28.3 30.4 2 0 0 1,162.6356
C_24 Coatomer subunit alpha COPA_HUMAN 138,349 12 12 19 10.80% LVGQSIIAYLQK 620 631 51.7 25.0 47.9 1 0 0 1,332.7887
C_24 Coatomer subunit alpha COPA_HUMAN 138,349 12 12 19 10.80% TALNLFFK 1107 1114 32.7 25.0 19.6 2 0 0 953.5455
C_24 Coatomer subunit alpha COPA_HUMAN 138,349 12 12 19 10.80% RLLELGPKPEVAQQTR 1127 1142 25.5 25.0 24.6 0 2 0 1,835.0500
C_24 Coatomer subunit alpha COPA_HUMAN 138,349 12 12 19 10.80% LLELGPKPEVAQQTR 1128 1142 23.6 25.0 21.6 0 1 0 1,678.9489
C_24 Coatomer subunit alpha COPA_HUMAN 138,349 12 12 19 10.80% CPLSGACYSPEFK 1185 1197 30.5 25.0 24.5 1 0 0 1,515.6608
C_24 Coatomer subunit alpha COPA_HUMAN 138,349 12 12 19 10.80% VTTVTEIGKDVIGLR 1203 1217 54.6 25.0 41.6 0 2 0 1,600.9271
H_20 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 5 2.37% SSGLTAVWVAR 413 423 61.3 28.6 31.8 2 0 0 1,146.6265
H_20 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 5 2.37% TLDLPIYVTR 563 572 41.6 26.2 30.8 2 0 0 1,190.6781
H_20 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 5 2.37% TALNLFFK 1107 1114 26.8 25.0 17.9 1 0 0 953.5455
H_21 Coatomer subunit alpha COPA_HUMAN 138,349 2 2 4 1.63% TLDLPIYVTR 563 572 42.5 26.8 37.0 2 0 0 1,190.6781
H_21 Coatomer subunit alpha COPA_HUMAN 138,349 2 2 4 1.63% VLTIDPTEFK 589 598 37.8 27.1 23.1 2 0 0 1,162.6356
H_22 Coatomer subunit alpha COPA_HUMAN 138,349 2 2 3 1.72% SSGLTAVWVAR 413 423 69.2 29.0 38.2 2 0 0 1,146.6265
H_22 Coatomer subunit alpha COPA_HUMAN 138,349 2 2 3 1.72% VLTIDPTEFK 589 598 37.0 27.1 28.7 1 0 0 1,162.6356
H_23 Coatomer subunit alpha COPA_HUMAN 138,349 4 4 6 3.43% SSGLTAVWVAR 413 423 61.3 29.0 26.6 2 0 0 1,146.6265
H_23 Coatomer subunit alpha COPA_HUMAN 138,349 4 4 6 3.43% DADSITLFDVQQK 468 480 46.5 28.0 34.8 2 0 0 1,479.7328
H_23 Coatomer subunit alpha COPA_HUMAN 138,349 4 4 6 3.43% VLTIDPTEFK 589 598 27.2 28.3 18.2 1 0 0 1,162.6356
H_23 Coatomer subunit alpha COPA_HUMAN 138,349 4 4 6 3.43% TALNLFFK 1107 1114 25.1 25.0 13.1 1 0 0 953.5455
H_24 Coatomer subunit alpha COPA_HUMAN 138,349 4 4 8 3.43% SSGLTAVWVAR 413 423 68.6 28.6 37.7 2 0 0 1,146.6265
H_24 Coatomer subunit alpha COPA_HUMAN 138,349 4 4 8 3.43% DADSITLFDVQQK 468 480 77.8 28.0 68.9 2 0 0 1,479.7328
H_24 Coatomer subunit alpha COPA_HUMAN 138,349 4 4 8 3.43% VLTIDPTEFK 589 598 41.2 27.3 34.3 2 0 0 1,162.6356
H_24 Coatomer subunit alpha COPA_HUMAN 138,349 4 4 8 3.43% TALNLFFK 1107 1114 44.5 25.0 32.2 2 0 0 953.5455
I_20 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 6 2.53% SSGLTAVWVAR 413 423 54.1 28.6 27.1 2 0 0 1,146.6265
I_20 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 6 2.53% TLDLPIYVTR 563 572 31.6 26.3 26.0 2 0 0 1,190.6781
I_20 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 6 2.53% VLTIDPTEFK 589 598 31.9 28.3 22.2 2 0 0 1,162.6356
I_21 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 3 2.53% SSGLTAVWVAR 413 423 48.1 28.6 30.1 1 0 0 1,146.6265
I_21 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 3 2.53% TLDLPIYVTR 563 572 38.8 26.8 31.0 1 0 0 1,190.6781
I_21 Coatomer subunit alpha COPA_HUMAN 138,349 3 3 3 2.53% VLTIDPTEFK 589 598 30.0 28.2 16.4 1 0 0 1,162.6356
L_16 Coatomer subunit alpha COPA_HUMAN 138,349 8 9 17 8.09% GITGVDLFGTTDAVVK 183 198 87.7 27.5 80.4 2 0 0 1,592.8533
L_16 Coatomer subunit alpha COPA_HUMAN 138,349 8 9 17 8.09% ASNLENSTYDLYTIPK 383 398 76.3 27.7 75.2 2 0 0 1,828.8964
L_16 Coatomer subunit alpha COPA_HUMAN 138,349 8 9 17 8.09% SSGLTAVWVAR 413 423 66.2 29.0 38.7 2 0 0 1,146.6265
L_16 Coatomer subunit alpha COPA_HUMAN 138,349 8 9 17 8.09% VLTIDPTEFK 589 598 38.9 27.1 29.6 1 0 0 1,162.6356
L_16 Coatomer subunit alpha COPA_HUMAN 138,349 8 9 17 8.09% LVGQSIIAYLQK 620 631 94.5 25.0 82.6 2 0 0 1,332.7887
L_16 Coatomer subunit alpha COPA_HUMAN 138,349 8 9 17 8.09% GFFEGTIASK 816 825 58.7 26.4 36.5 2 0 0 1,056.5361
L_16 Coatomer subunit alpha COPA_HUMAN 138,349 8 9 17 8.09% QLFLQTYAR 957 965 33.6 26.2 18.8 2 0 0 1,139.6208
L_16 Coatomer subunit alpha COPA_HUMAN 138,349 8 9 17 8.09% VTTVTEIGKDVIGLR 1203 1217 48.6 25.0 44.8 2 2 0 1,600.9271
M_16 Coatomer subunit alpha COPA_HUMAN 138,349 2 2 4 1.72% SSGLTAVWVAR 413 423 53.4 28.5 27.2 2 0 0 1,146.6265
M_16 Coatomer subunit alpha COPA_HUMAN 138,349 2 2 4 1.72% TLDLPIYVTR 563 572 27.7 26.2 15.0 2 0 0 1,190.6781
Q_16 Coatomer subunit alpha COPA_HUMAN 138,349 2 2 3 1.72% SSGLTAVWVAR 413 423 48.9 28.5 23.0 1 0 0 1,146.6265
Q_16 Coatomer subunit alpha COPA_HUMAN 138,349 2 2 3 1.72% GFFEGTIASK 816 825 34.4 26.4 26.2 2 0 0 1,056.5361
A_15 Coatomer subunit beta COPB_HUMAN 107,146 2 2 3 2.10% VIIMILNGEK 45 54 27.5 27.0 12.7 2 0 0 1,145.6601
A_15 Coatomer subunit beta COPB_HUMAN 107,146 2 2 3 2.10% LPGLLMTIIR 55 64 24.1 25.8 16.9 1 0 0 1,142.6969
A_21 Coatomer subunit beta COPB_HUMAN 107,146 11 12 20 14.90% VIIMILNGEK 45 54 41.3 27.0 29.2 2 0 0 1,145.6601
A_21 Coatomer subunit beta COPB_HUMAN 107,146 11 12 20 14.90% LPGLLMTIIR 55 64 42.0 25.9 33.4 2 0 0 1,142.6969
A_21 Coatomer subunit beta COPB_HUMAN 107,146 11 12 20 14.90% FVLPLQDHTIK 65 75 27.6 25.0 4.8 1 0 0 1,310.7469
A_21 Coatomer subunit beta COPB_HUMAN 107,146 11 12 20 14.90% EAELLEPLMPAIR 129 141 31.6 27.5 20.4 2 0 0 1,497.7984
A_21 Coatomer subunit beta COPB_HUMAN 107,146 11 12 20 14.90% YEAAGTLVTLSSAPTAIK 262 279 71.9 27.1 61.6 2 0 0 1,792.9692
A_21 Coatomer subunit beta COPB_HUMAN 107,146 11 12 20 14.90% TLQLALDLVSSR 340 351 22.0 26.7 16.2 1 0 0 1,315.7581
A_21 Coatomer subunit beta COPB_HUMAN 107,146 11 12 20 14.90% NVEELVIVLK 352 361 57.4 25.0 42.1 1 0 0 1,155.6984
A_21 Coatomer subunit beta COPB_HUMAN 107,146 11 12 20 14.90% EDIQSVMTEIR 470 480 54.7 27.2 33.2 4 0 0 1,320.6465
A_21 Coatomer subunit beta COPB_HUMAN 107,146 11 12 20 14.90% EAGELKPEEEITVGPVQK 496 513 51.0 27.8 31.6 2 0 0 1,953.0178
A_21 Coatomer subunit beta COPB_HUMAN 107,146 11 12 20 14.90% LVTEMGTYATQSALSSSRPTK 514 534 31.4 27.1 20.8 0 2 0 2,244.1178
A_21 Coatomer subunit beta COPB_HUMAN 107,146 11 12 20 14.90% YVALVQEK 568 575 22.2 25.6 15.0 1 0 0 949.5353
B_21 Coatomer subunit beta COPB_HUMAN 107,146 8 9 12 10.90% LPGLLMTIIR 55 64 37.4 25.9 28.4 1 0 0 1,142.6969
B_21 Coatomer subunit beta COPB_HUMAN 107,146 8 9 12 10.90% EAELLEPLMPAIR 129 141 37.4 27.4 25.1 1 0 0 1,497.7984
B_21 Coatomer subunit beta COPB_HUMAN 107,146 8 9 12 10.90% NVEELVIVLK 352 361 53.1 25.0 39.7 2 0 0 1,155.6984
B_21 Coatomer subunit beta COPB_HUMAN 107,146 8 9 12 10.90% EDIQSVMTEIR 470 480 48.9 27.2 32.0 2 0 0 1,320.6465
B_21 Coatomer subunit beta COPB_HUMAN 107,146 8 9 12 10.90% SLGEIPIVESEIK 482 494 24.0 26.5 18.7 1 0 0 1,413.7837
B_21 Coatomer subunit beta COPB_HUMAN 107,146 8 9 12 10.90% EAGELKPEEEITVGPVQK 496 513 53.0 27.9 45.8 1 2 0 1,953.0178
B_21 Coatomer subunit beta COPB_HUMAN 107,146 8 9 12 10.90% LVTEMGTYATQSALSSSRPTK 514 534 23.8 27.2 14.5 0 1 0 2,244.1178
B_21 Coatomer subunit beta COPB_HUMAN 107,146 8 9 12 10.90% YVALVQEK 568 575 21.3 25.0 15.6 1 0 0 949.5353
B_22 Coatomer subunit beta COPB_HUMAN 107,146 2 2 4 2.10% VIIMILNGEK 45 54 40.9 27.5 25.8 2 0 0 1,145.6601
B_22 Coatomer subunit beta COPB_HUMAN 107,146 2 2 4 2.10% NVEELVIVLK 352 361 43.4 25.0 32.1 2 0 0 1,155.6984
C_21 Coatomer subunit beta COPB_HUMAN 107,146 3 3 4 3.99% LPGLLMTIIR 55 64 26.6 25.7 19.7 1 0 0 1,142.6969
C_21 Coatomer subunit beta COPB_HUMAN 107,146 3 3 4 3.99% NVEELVIVLK 352 361 24.2 25.0 15.3 2 0 0 1,155.6984
C_21 Coatomer subunit beta COPB_HUMAN 107,146 3 3 4 3.99% EAGELKPEEEITVGPVQK 496 513 22.8 27.9 16.5 0 1 0 1,953.0178
I_18 Coatomer subunit beta COPB_HUMAN 107,146 2 2 3 2.52% DLQHPNEFIR 108 117 21.2 27.4 18.5 1 0 0 1,268.6383
I_18 Coatomer subunit beta COPB_HUMAN 107,146 2 2 3 2.52% CIYNLLQSSSPAVK 248 261 53.4 27.8 50.5 2 0 0 1,579.8149
A_28 Coatomer subunit beta' COPB2_HUMAN 102,489 2 2 3 2.32% VFNYNTLER 83 91 41.8 26.0 25.0 2 0 0 1,155.5792
A_28 Coatomer subunit beta' COPB2_HUMAN 102,489 2 2 3 2.32% DNNQFASASLDR 154 165 31.7 25.0 31.7 1 0 0 1,337.6080
A_31 Coatomer subunit beta' COPB2_HUMAN 102,489 2 2 3 1.88% VFNYNTLER 83 91 42.3 26.4 35.3 2 0 0 1,155.5792
A_31 Coatomer subunit beta' COPB2_HUMAN 102,489 2 2 3 1.88% VWCVASLR 274 281 38.2 29.0 27.5 1 0 0 990.5189
B_26 Coatomer subunit beta' COPB2_HUMAN 102,489 2 2 3 1.99% VFNYNTLER 83 91 29.9 26.3 16.8 1 0 0 1,155.5792
B_26 Coatomer subunit beta' COPB2_HUMAN 102,489 2 2 3 1.99% LPEAAFLAR 751 759 42.4 28.6 33.5 2 0 0 987.5622
B_29 Coatomer subunit beta' COPB2_HUMAN 102,489 2 2 3 3.20% DNNQFASASLDR 154 165 38.9 25.0 32.2 2 0 0 1,337.6080
B_29 Coatomer subunit beta' COPB2_HUMAN 102,489 2 2 3 3.20% GSNNVALGYDEGSIIVK 282 298 50.7 28.1 38.6 1 0 0 1,735.8862
C_21 Coatomer subunit beta' COPB2_HUMAN 102,489 3 3 5 2.98% TFEVCDLPVR 52 61 39.2 27.3 33.0 2 0 0 1,235.6090
C_21 Coatomer subunit beta' COPB2_HUMAN 102,489 3 3 5 2.98% VFNYNTLER 83 91 23.0 26.0 19.9 2 0 0 1,155.5792
C_21 Coatomer subunit beta' COPB2_HUMAN 102,489 3 3 5 2.98% VWCVASLR 274 281 43.6 28.9 34.5 1 0 0 990.5189
H_21 Coatomer subunit beta' COPB2_HUMAN 102,489 2 2 2 1.99% VFNYNTLER 83 91 33.7 26.7 24.0 1 0 0 1,155.5792
H_21 Coatomer subunit beta' COPB2_HUMAN 102,489 2 2 2 1.99% LPEAAFLAR 751 759 26.8 28.6 15.2 1 0 0 987.5622
I_20 Coatomer subunit beta' COPB2_HUMAN 102,489 2 2 4 2.10% TFEVCDLPVR 52 61 36.3 27.4 29.0 2 0 0 1,235.6090
I_20 Coatomer subunit beta' COPB2_HUMAN 102,489 2 2 4 2.10% VFNYNTLER 83 91 23.1 26.5 14.9 2 0 0 1,155.5792
K_24 Coatomer subunit beta' COPB2_HUMAN 102,489 3 3 5 3.42% VFNYNTLER 83 91 26.2 26.3 13.5 2 0 0 1,155.5792
K_24 Coatomer subunit beta' COPB2_HUMAN 102,489 3 3 5 3.42% LPEAAFLAR 751 759 33.7 28.0 21.4 2 0 0 987.5622
K_24 Coatomer subunit beta' COPB2_HUMAN 102,489 3 3 5 3.42% NVMEEGKDFQPSR 834 846 23.9 25.8 16.3 0 1 0 1,536.7112
A_07 Coatomer subunit delta COPD_MOUSE 57,230 2 2 3 3.72% IEGLLAAFPK 29 38 28.1 26.8 20.0 1 0 0 1,058.6246
A_07 Coatomer subunit delta COPD_MOUSE 57,230 2 2 3 3.72% LYMVLITTK 64 72 43.0 25.0 43.0 2 0 0 1,081.6327
A_08 Coatomer subunit delta COPD_MOUSE 57,230 2 2 2 4.11% SFPVNSDVGVLK 352 363 28.8 27.8 19.9 1 0 0 1,261.6787
A_08 Coatomer subunit delta COPD_MOUSE 57,230 2 2 2 4.11% NYCNIQVTK 477 485 20.4 26.2 18.8 1 0 0 1,139.5514
A_09 Coatomer subunit delta COPD_MOUSE 57,230 5 5 8 11.40% IEGLLAAFPK 29 38 29.7 26.8 17.0 1 0 0 1,058.6246
A_09 Coatomer subunit delta COPD_MOUSE 57,230 5 5 8 11.40% LYMVLITTK 64 72 27.1 25.0 19.2 1 0 0 1,081.6327
A_09 Coatomer subunit delta COPD_MOUSE 57,230 5 5 8 11.40% DGGLQNMELHGMIMLR 289 304 30.9 25.0 23.6 0 2 0 1,862.8561
A_09 Coatomer subunit delta COPD_MOUSE 57,230 5 5 8 11.40% SFPVNSDVGVLK 352 363 48.9 27.7 36.6 2 0 0 1,261.6787
A_09 Coatomer subunit delta COPD_MOUSE 57,230 5 5 8 11.40% VTQVDGNSPVR 486 496 35.7 26.9 32.0 2 0 0 1,171.6066
A_15 Coatomer subunit delta COPD_MOUSE 57,230 5 5 10 9.98% LYMVLITTK 64 72 40.6 25.1 35.2 2 0 0 1,097.6277
A_15 Coatomer subunit delta COPD_MOUSE 57,230 5 5 10 9.98% NSNILEDLETLR 73 84 63.0 28.1 55.4 2 0 0 1,416.7330
A_15 Coatomer subunit delta COPD_MOUSE 57,230 5 5 10 9.98% ENVNLAQIR 123 131 46.1 27.2 40.0 2 0 0 1,056.5796
A_15 Coatomer subunit delta COPD_MOUSE 57,230 5 5 10 9.98% SFPVNSDVGVLK 352 363 29.6 27.8 20.4 2 0 0 1,261.6787
A_15 Coatomer subunit delta COPD_MOUSE 57,230 5 5 10 9.98% NYCNIQVTK 477 485 24.1 26.3 14.8 2 0 0 1,139.5514
A_16 Coatomer subunit delta COPD_MOUSE 57,230 3 3 6 5.68% VLLAAAVCTK 2 11 31.7 27.0 25.9 2 0 0 1,045.6075
A_16 Coatomer subunit delta COPD_MOUSE 57,230 3 3 6 5.68% IEGLLAAFPK 29 38 34.5 26.8 24.7 2 0 0 1,058.6246
A_16 Coatomer subunit delta COPD_MOUSE 57,230 3 3 6 5.68% ENVNLAQIR 123 131 33.8 27.2 24.0 2 0 0 1,056.5796
B_07 Coatomer subunit delta COPD_MOUSE 57,230 2 2 2 3.72% IEGLLAAFPK 29 38 22.4 26.8 14.7 1 0 0 1,058.6246
B_07 Coatomer subunit delta COPD_MOUSE 57,230 2 2 2 3.72% LYMVLITTK 64 72 30.2 25.0 15.2 1 0 0 1,081.6327
B_08 Coatomer subunit delta COPD_MOUSE 57,230 2 2 3 4.31% IEGLLAAFPK 29 38 25.2 26.8 15.6 1 0 0 1,058.6246
B_08 Coatomer subunit delta COPD_MOUSE 57,230 2 2 3 4.31% SFPVNSDVGVLK 352 363 30.6 27.8 24.9 2 0 0 1,261.6787
B_09 Coatomer subunit delta COPD_MOUSE 57,230 2 2 4 5.28% DGGLQNMELHGMIMLR 289 304 33.5 25.0 30.8 0 2 0 1,862.8561



B_09 Coatomer subunit delta COPD_MOUSE 57,230 2 2 4 5.28% LFTAESLIGLK 337 347 49.5 25.0 40.4 2 0 0 1,191.6985
B_15 Coatomer subunit delta COPD_MOUSE 57,230 3 3 6 6.07% IEGLLAAFPK 29 38 35.1 26.8 20.8 2 0 0 1,058.6246
B_15 Coatomer subunit delta COPD_MOUSE 57,230 3 3 6 6.07% ENVNLAQIR 123 131 48.0 27.2 35.7 2 0 0 1,056.5796
B_15 Coatomer subunit delta COPD_MOUSE 57,230 3 3 6 6.07% SFPVNSDVGVLK 352 363 38.3 27.9 31.0 2 0 0 1,261.6787
B_16 Coatomer subunit delta COPD_MOUSE 57,230 4 4 7 7.44% VLLAAAVCTK 2 11 31.4 27.4 22.7 1 0 0 1,045.6075
B_16 Coatomer subunit delta COPD_MOUSE 57,230 4 4 7 7.44% IEGLLAAFPK 29 38 46.5 26.8 27.6 2 0 0 1,058.6246
B_16 Coatomer subunit delta COPD_MOUSE 57,230 4 4 7 7.44% LYMVLITTK 64 72 39.4 25.0 39.4 2 0 0 1,081.6327
B_16 Coatomer subunit delta COPD_MOUSE 57,230 4 4 7 7.44% ENVNLAQIR 123 131 61.7 26.5 48.7 2 0 0 1,056.5796
C_15 Coatomer subunit delta COPD_MOUSE 57,230 3 3 6 6.26% VLLAAAVCTK 2 11 39.4 27.0 34.7 2 0 0 1,045.6075
C_15 Coatomer subunit delta COPD_MOUSE 57,230 3 3 6 6.26% IEGLLAAFPK 29 38 31.3 26.3 12.1 2 0 0 1,058.6246
C_15 Coatomer subunit delta COPD_MOUSE 57,230 3 3 6 6.26% SFPVNSDVGVLK 352 363 36.3 27.9 27.1 2 0 0 1,261.6787
C_16 Coatomer subunit delta COPD_MOUSE 57,230 2 2 3 4.31% IEGLLAAFPK 29 38 33.7 26.9 15.4 2 0 0 1,058.6246
C_16 Coatomer subunit delta COPD_MOUSE 57,230 2 2 3 4.31% SFPVNSDVGVLK 352 363 24.2 27.9 13.1 1 0 0 1,261.6787
D_15 Coatomer subunit delta COPD_MOUSE 57,230 2 2 2 4.11% GVQLQTHPNVDK 324 335 36.9 27.9 36.8 1 0 0 1,335.7017
D_15 Coatomer subunit delta COPD_MOUSE 57,230 2 2 2 4.11% NYCNIQVTK 477 485 25.8 26.7 19.0 1 0 0 1,139.5514
F_11 Coatomer subunit delta COPD_MOUSE 57,230 2 2 3 4.11% SFPVNSDVGVLK 352 363 42.5 27.9 33.9 2 0 0 1,261.6787
F_11 Coatomer subunit delta COPD_MOUSE 57,230 2 2 3 4.11% NYCNIQVTK 477 485 23.5 26.3 20.8 1 0 0 1,139.5514
H_06 Coatomer subunit delta COPD_MOUSE 57,230 3 3 5 5.48% IEGLLAAFPK 29 38 41.2 26.3 35.1 2 0 0 1,058.6246
H_06 Coatomer subunit delta COPD_MOUSE 57,230 3 3 5 5.48% LYMVLITTK 64 72 30.1 25.0 30.1 2 0 0 1,081.6327
H_06 Coatomer subunit delta COPD_MOUSE 57,230 3 3 5 5.48% ENVNLAQIR 123 131 35.2 26.5 24.2 1 0 0 1,056.5796
H_07 Coatomer subunit delta COPD_MOUSE 57,230 3 3 6 6.46% IEGLLAAFPK 29 38 28.0 26.8 16.7 2 0 0 1,058.6246
H_07 Coatomer subunit delta COPD_MOUSE 57,230 3 3 6 6.46% LFTAESLIGLK 337 347 40.2 25.0 31.6 2 0 0 1,191.6985
H_07 Coatomer subunit delta COPD_MOUSE 57,230 3 3 6 6.46% SFPVNSDVGVLK 352 363 40.4 27.9 27.5 2 0 0 1,261.6787
H_14 Coatomer subunit delta COPD_MOUSE 57,230 4 4 6 8.81% IEGLLAAFPK 29 38 35.1 26.8 26.3 2 0 0 1,058.6246
H_14 Coatomer subunit delta COPD_MOUSE 57,230 4 4 6 8.81% NSNILEDLETLR 73 84 56.3 28.1 52.6 1 0 0 1,416.7330
H_14 Coatomer subunit delta COPD_MOUSE 57,230 4 4 6 8.81% LFTAESLIGLK 337 347 41.5 25.0 29.1 1 0 0 1,191.6985
H_14 Coatomer subunit delta COPD_MOUSE 57,230 4 4 6 8.81% SFPVNSDVGVLK 352 363 51.3 27.9 41.4 2 0 0 1,261.6787
I_13 Coatomer subunit delta COPD_MOUSE 57,230 2 2 4 4.31% VLLAAAVCTK 2 11 36.4 28.1 25.2 2 0 0 1,045.6075
I_13 Coatomer subunit delta COPD_MOUSE 57,230 2 2 4 4.31% SFPVNSDVGVLK 352 363 46.7 27.9 32.1 2 0 0 1,261.6787
I_14 Coatomer subunit delta COPD_MOUSE 57,230 2 2 3 4.50% LFTAESLIGLK 337 347 27.1 25.0 21.2 1 0 0 1,191.6985
I_14 Coatomer subunit delta COPD_MOUSE 57,230 2 2 3 4.50% SFPVNSDVGVLK 352 363 41.1 27.9 29.2 2 0 0 1,261.6787
K_13 Coatomer subunit delta COPD_MOUSE 57,230 2 2 4 4.31% IEGLLAAFPK 29 38 38.4 26.8 30.5 2 0 0 1,058.6246
K_13 Coatomer subunit delta COPD_MOUSE 57,230 2 2 4 4.31% SFPVNSDVGVLK 352 363 34.0 27.9 19.9 2 0 0 1,261.6787
K_14 Coatomer subunit delta COPD_MOUSE 57,230 2 2 4 4.31% VLLAAAVCTK 2 11 40.3 28.1 32.6 2 0 0 1,045.6075
K_14 Coatomer subunit delta COPD_MOUSE 57,230 2 2 4 4.31% SFPVNSDVGVLK 352 363 32.6 27.9 24.5 2 0 0 1,261.6787
L_09 Coatomer subunit delta COPD_MOUSE 57,230 5 5 7 9.39% TRIEGLLAAFPK 27 38 42.0 25.0 31.6 1 0 0 1,315.7734
L_09 Coatomer subunit delta COPD_MOUSE 57,230 5 5 7 9.39% NSNILEDLETLR 73 84 71.1 28.1 63.8 1 0 0 1,416.7330
L_09 Coatomer subunit delta COPD_MOUSE 57,230 5 5 7 9.39% ENVNLAQIR 123 131 59.9 27.1 46.5 2 0 0 1,056.5796
L_09 Coatomer subunit delta COPD_MOUSE 57,230 5 5 7 9.39% LFTAESLIGLK 337 347 32.5 25.0 24.3 1 0 0 1,191.6985
L_09 Coatomer subunit delta COPD_MOUSE 57,230 5 5 7 9.39% LFTAESLIGLKNPEK 337 351 18.1 25.3 5.6 0 2 0 1,659.9318
Q_09 Coatomer subunit delta COPD_MOUSE 57,230 2 2 2 3.72% VLLAAAVCTK 2 11 27.7 26.5 17.2 1 0 0 1,045.6075
Q_09 Coatomer subunit delta COPD_MOUSE 57,230 2 2 2 3.72% ENVNLAQIR 123 131 48.0 27.0 38.5 1 0 0 1,056.5796
A_10 Coatomer subunit epsilon COPE_HUMAN 34,483 2 2 4 7.79% MFADYLAHESR 86 96 68.7 25.0 62.4 2 0 0 1,355.6049
A_10 Coatomer subunit epsilon COPE_HUMAN 34,483 2 2 4 7.79% DSIVAELDREMSR 98 110 27.1 26.3 24.1 0 2 0 1,536.7324
B_10 Coatomer subunit epsilon COPE_HUMAN 34,483 2 2 4 7.79% MFADYLAHESR 86 96 62.5 25.0 54.2 2 0 0 1,355.6049
B_10 Coatomer subunit epsilon COPE_HUMAN 34,483 2 2 4 7.79% DSIVAELDREMSR 98 110 26.6 26.4 12.0 0 2 0 1,536.7324
C_09 Coatomer subunit epsilon COPE_HUMAN 34,483 2 2 3 7.14% DSIVAELDREMSR 98 110 33.5 26.5 19.8 0 2 0 1,536.7324
C_09 Coatomer subunit epsilon COPE_HUMAN 34,483 2 2 3 7.14% LVLQYAPSA 300 308 27.1 28.2 16.1 1 0 0 961.5353
C_10 Coatomer subunit epsilon COPE_HUMAN 34,483 2 3 5 4.22% DSIVAELDR 98 106 43.6 27.9 32.8 2 0 0 1,017.5212
C_10 Coatomer subunit epsilon COPE_HUMAN 34,483 2 3 5 4.22% DSIVAELDREMSR 98 110 42.6 26.3 32.7 1 2 0 1,536.7324
H_08 Coatomer subunit epsilon COPE_HUMAN 34,483 2 2 3 5.84% DSIVAELDR 98 106 37.5 28.8 28.8 2 0 0 1,017.5212
H_08 Coatomer subunit epsilon COPE_HUMAN 34,483 2 2 3 5.84% LVLQYAPSA 300 308 33.2 27.9 21.9 1 0 0 961.5353
H_09 Coatomer subunit epsilon COPE_HUMAN 34,483 2 2 2 5.84% DSIVAELDR 98 106 33.4 28.0 23.4 1 0 0 1,017.5212
H_09 Coatomer subunit epsilon COPE_HUMAN 34,483 2 2 2 5.84% LVLQYAPSA 300 308 32.4 27.1 26.8 1 0 0 961.5353
I_09 Coatomer subunit epsilon COPE_HUMAN 34,483 2 2 3 5.84% DSIVAELDR 98 106 44.0 28.0 38.9 2 0 0 1,017.5212
I_09 Coatomer subunit epsilon COPE_HUMAN 34,483 2 2 3 5.84% LVLQYAPSA 300 308 31.5 27.1 21.3 1 0 0 961.5353
A_20 Coatomer subunit gamma COPG_HUMAN 97,719 4 5 7 5.26% VFNETPINPR 33 42 32.6 28.6 19.3 2 0 0 1,186.6215
A_20 Coatomer subunit gamma COPG_HUMAN 97,719 4 5 7 5.26% LFQSNDPTLR 76 85 32.9 28.8 7.2 1 0 0 1,190.6165
A_20 Coatomer subunit gamma COPG_HUMAN 97,719 4 5 7 5.26% VVVVQAISALCQK 377 389 46.2 26.1 41.1 1 2 0 1,414.8087
A_20 Coatomer subunit gamma COPG_HUMAN 97,719 4 5 7 5.26% SVPLATAPMAEQR 578 590 28.4 27.4 25.0 1 0 0 1,386.7047
A_21 Coatomer subunit gamma COPG_HUMAN 97,719 6 6 11 8.01% VFNETPINPR 33 42 38.2 28.1 27.8 1 0 0 1,186.6215
A_21 Coatomer subunit gamma COPG_HUMAN 97,719 6 6 11 8.01% SIATLAITTLLK 339 350 84.4 25.0 74.6 2 0 0 1,244.7826
A_21 Coatomer subunit gamma COPG_HUMAN 97,719 6 6 11 8.01% VVVVQAISALCQK 377 389 57.4 26.3 47.6 0 2 0 1,414.8087
A_21 Coatomer subunit gamma COPG_HUMAN 97,719 6 6 11 8.01% ILHLLGQEGPK 455 465 37.7 25.0 32.0 2 0 0 1,204.7051
A_21 Coatomer subunit gamma COPG_HUMAN 97,719 6 6 11 8.01% ATFYLNVLEQK 528 538 61.1 27.4 35.1 2 0 0 1,325.7100
A_21 Coatomer subunit gamma COPG_HUMAN 97,719 6 6 11 8.01% SVPLATAPMAEQR 578 590 27.0 27.4 21.0 2 0 0 1,386.7047
B_20 Coatomer subunit gamma COPG_HUMAN 97,719 3 3 5 4.00% VFNETPINPR 33 42 30.2 28.4 17.6 2 0 0 1,186.6215
B_20 Coatomer subunit gamma COPG_HUMAN 97,719 3 3 5 4.00% SIATLAITTLLK 339 350 72.1 25.0 68.2 2 0 0 1,244.7826
B_20 Coatomer subunit gamma COPG_HUMAN 97,719 3 3 5 4.00% SVPLATAPMAEQR 578 590 28.4 27.2 22.6 1 0 0 1,386.7047
B_21 Coatomer subunit gamma COPG_HUMAN 97,719 5 6 10 6.86% SIATLAITTLLK 339 350 78.4 25.0 71.6 2 0 0 1,244.7826
B_21 Coatomer subunit gamma COPG_HUMAN 97,719 5 6 10 6.86% VVVVQAISALCQK 377 389 45.5 26.1 41.4 1 2 0 1,414.8087
B_21 Coatomer subunit gamma COPG_HUMAN 97,719 5 6 10 6.86% ILHLLGQEGPK 455 465 32.4 25.0 24.3 2 0 0 1,204.7051
B_21 Coatomer subunit gamma COPG_HUMAN 97,719 5 6 10 6.86% ATFYLNVLEQK 528 538 64.9 27.4 31.0 2 0 0 1,325.7100
B_21 Coatomer subunit gamma COPG_HUMAN 97,719 5 6 10 6.86% SVPLATAPMAEQR 578 590 30.3 27.1 21.2 1 0 0 1,386.7047
C_21 Coatomer subunit gamma COPG_HUMAN 97,719 6 6 10 8.12% VFNETPINPR 33 42 28.4 28.1 18.8 1 0 0 1,186.6215
C_21 Coatomer subunit gamma COPG_HUMAN 97,719 6 6 10 8.12% SIATLAITTLLK 339 350 81.5 25.0 78.7 2 0 0 1,244.7826
C_21 Coatomer subunit gamma COPG_HUMAN 97,719 6 6 10 8.12% ILHLLGQEGPK 455 465 26.3 25.0 21.3 2 0 0 1,204.7051
C_21 Coatomer subunit gamma COPG_HUMAN 97,719 6 6 10 8.12% ATFYLNVLEQK 528 538 54.5 27.2 28.5 2 0 0 1,325.7100
C_21 Coatomer subunit gamma COPG_HUMAN 97,719 6 6 10 8.12% SVPLATAPMAEQR 578 590 31.4 27.3 26.7 2 0 0 1,386.7047
C_21 Coatomer subunit gamma COPG_HUMAN 97,719 6 6 10 8.12% TESTPITAVKQPEK 591 604 25.1 28.2 22.9 0 1 0 1,528.8219
D_27 Coatomer subunit gamma COPG_HUMAN 97,719 2 2 2 2.63% VFNETPINPR 33 42 24.5 28.6 18.0 1 0 0 1,186.6215
D_27 Coatomer subunit gamma COPG_HUMAN 97,719 2 2 2 2.63% SVPLATAPMAEQR 578 590 27.3 27.3 18.5 1 0 0 1,386.7047
H_17 Coatomer subunit gamma COPG_HUMAN 97,719 4 5 9 5.38% SIATLAITTLLK 339 350 95.8 25.0 95.8 2 0 0 1,244.7826
H_17 Coatomer subunit gamma COPG_HUMAN 97,719 4 5 9 5.38% ILHLLGQEGPK 455 465 29.2 25.5 25.1 2 0 0 1,204.7051
H_17 Coatomer subunit gamma COPG_HUMAN 97,719 4 5 9 5.38% SVPLATAPMAEQR 578 590 34.0 26.8 31.1 3 0 0 1,370.7097
H_17 Coatomer subunit gamma COPG_HUMAN 97,719 4 5 9 5.38% TLEEAVGNIVK 796 806 53.2 28.3 41.1 2 0 0 1,172.6522
I_17 Coatomer subunit gamma COPG_HUMAN 97,719 2 2 4 2.52% ILHLLGQEGPK 455 465 36.0 25.0 28.5 2 0 0 1,204.7051
I_17 Coatomer subunit gamma COPG_HUMAN 97,719 2 2 4 2.52% ATFYLNVLEQK 528 538 40.4 27.4 26.8 2 0 0 1,325.7100
K_17 Coatomer subunit gamma COPG_HUMAN 97,719 4 4 8 4.81% VFNETPINPR 33 42 31.6 28.3 17.1 2 0 0 1,186.6215
K_17 Coatomer subunit gamma COPG_HUMAN 97,719 4 4 8 4.81% LFQSNDPTLR 76 85 25.4 29.0 8.9 2 0 0 1,190.6165
K_17 Coatomer subunit gamma COPG_HUMAN 97,719 4 4 8 4.81% ILHLLGQEGPK 455 465 20.0 25.0 17.6 2 0 0 1,204.7051
K_17 Coatomer subunit gamma COPG_HUMAN 97,719 4 4 8 4.81% TLEEAVGNIVK 796 806 47.5 26.4 43.0 2 0 0 1,172.6522
L_16 Coatomer subunit gamma COPG_HUMAN 97,719 3 3 4 4.23% SIATLAITTLLK 339 350 49.6 25.0 49.6 1 0 0 1,244.7826
L_16 Coatomer subunit gamma COPG_HUMAN 97,719 3 3 4 4.23% ATFYLNVLEQK 528 538 58.6 26.9 40.1 2 0 0 1,325.7100
L_16 Coatomer subunit gamma COPG_HUMAN 97,719 3 3 4 4.23% TESTPITAVKQPEK 591 604 35.1 28.2 24.9 1 0 0 1,528.8219
A_05 Coatomer subunit zeta‐1 COPZ1_HUMAN 20,229 2 2 3 11.90% AILILDNDGDR 15 25 49.5 27.4 44.1 1 0 0 1,214.6378
A_05 Coatomer subunit zeta‐1 COPZ1_HUMAN 20,229 2 2 3 11.90% YYDDTYPSVK 30 39 45.6 25.0 45.4 2 0 0 1,250.5576
L_04 Coatomer subunit zeta‐1 COPZ1_HUMAN 20,229 2 2 4 14.10% AILILDNDGDRLFAK 15 29 73.0 26.6 65.2 2 0 0 1,673.9224
L_04 Coatomer subunit zeta‐1 COPZ1_HUMAN 20,229 2 2 4 14.10% YYDDTYPSVK 30 39 38.8 25.0 38.8 2 0 0 1,250.5576
A_14 Coronin‐1B COR1B_HUMAN 54,235 2 2 4 3.89% NDQCYEDIR 22 30 26.7 25.0 26.7 2 0 0 1,212.4951
A_14 Coronin‐1B COR1B_HUMAN 54,235 2 2 4 3.89% DADPILISLR 384 393 31.0 25.1 24.0 2 0 0 1,112.6312
C_14 Coronin‐1B COR1B_HUMAN 54,235 2 2 3 5.11% DADPILISLR 384 393 27.4 25.6 19.6 1 0 0 1,112.6312
C_14 Coronin‐1B COR1B_HUMAN 54,235 2 2 3 5.11% AGEAGKLEEVMQELR 447 461 34.0 27.3 20.4 0 2 0 1,675.8322
I_12 Coronin‐1B COR1B_HUMAN 54,235 2 2 2 4.70% VTWDSTFCAVNPK 34 46 30.8 25.9 22.1 1 0 0 1,524.7152
I_12 Coronin‐1B COR1B_HUMAN 54,235 2 2 2 4.70% DADPILISLR 384 393 44.4 25.6 23.5 1 0 0 1,112.6312
A_13 Coronin‐1C COR1C_HUMAN 53,250 7 8 14 16.20% VTWDSSFCAVNPR 32 44 74.8 25.0 66.9 2 0 0 1,538.7056
A_13 Coronin‐1C COR1C_HUMAN 53,250 7 8 14 16.20% VGIVAWHPTAR 133 143 35.6 26.8 25.2 2 0 0 1,206.6742
A_13 Coronin‐1C COR1C_HUMAN 53,250 7 8 14 16.20% QLALWNPK 244 251 24.6 25.5 13.0 1 0 0 969.5517
A_13 Coronin‐1C COR1C_HUMAN 53,250 7 8 14 16.20% RGLDVNKCEIAR 323 334 21.3 27.8 11.4 0 1 0 1,430.7534
A_13 Coronin‐1C COR1C_HUMAN 53,250 7 8 14 16.20% KCEPIIMTVPR 342 352 36.6 28.7 31.4 2 0 0 1,359.7125
A_13 Coronin‐1C COR1C_HUMAN 53,250 7 8 14 16.20% NADPILISLK 382 391 34.5 25.0 29.5 2 0 0 1,083.6410
A_13 Coronin‐1C COR1C_HUMAN 53,250 7 8 14 16.20% SIKDTICNQDER 450 461 54.7 25.4 44.2 2 2 0 1,478.6906



A_14 Coronin‐1C COR1C_HUMAN 53,250 3 3 5 6.33% NADPILISLK 382 391 27.3 25.0 19.5 2 0 0 1,083.6410
A_14 Coronin‐1C COR1C_HUMAN 53,250 3 3 5 6.33% CDLISIPK 420 427 35.4 29.4 9.8 1 0 0 945.5076
A_14 Coronin‐1C COR1C_HUMAN 53,250 3 3 5 6.33% SIKDTICNQDER 450 461 47.7 25.4 47.0 2 0 0 1,478.6906
B_12 Coronin‐1C COR1C_HUMAN 53,250 2 2 4 4.43% VGIVAWHPTAR 133 143 28.0 26.8 23.1 2 0 0 1,206.6742
B_12 Coronin‐1C COR1C_HUMAN 53,250 2 2 4 4.43% NADPILISLK 382 391 32.6 25.0 32.0 2 0 0 1,083.6410
B_13 Coronin‐1C COR1C_HUMAN 53,250 9 11 19 17.90% VTWDSSFCAVNPR 32 44 52.8 25.0 48.6 2 0 0 1,538.7056
B_13 Coronin‐1C COR1C_HUMAN 53,250 9 11 19 17.90% VGIVAWHPTAR 133 143 34.9 26.5 28.1 2 0 0 1,206.6742
B_13 Coronin‐1C COR1C_HUMAN 53,250 9 11 19 17.90% QLALWNPK 244 251 38.1 25.0 29.8 2 0 0 969.5517
B_13 Coronin‐1C COR1C_HUMAN 53,250 9 11 19 17.90% RGLDVNKCEIAR 323 334 20.2 28.1 8.9 0 1 0 1,430.7534
B_13 Coronin‐1C COR1C_HUMAN 53,250 9 11 19 17.90% KCEPIIMTVPR 342 352 33.3 28.7 28.1 2 2 0 1,359.7125
B_13 Coronin‐1C COR1C_HUMAN 53,250 9 11 19 17.90% CEPIIMTVPR 343 352 24.6 27.5 12.8 1 0 0 1,231.6175
B_13 Coronin‐1C COR1C_HUMAN 53,250 9 11 19 17.90% NADPILISLK 382 391 33.2 25.0 30.6 1 0 0 1,083.6410
B_13 Coronin‐1C COR1C_HUMAN 53,250 9 11 19 17.90% CDLISIPK 420 427 39.1 30.1 10.7 2 0 0 945.5076
B_13 Coronin‐1C COR1C_HUMAN 53,250 9 11 19 17.90% SIKDTICNQDER 450 461 47.0 25.5 43.5 2 2 0 1,478.6906
B_14 Coronin‐1C COR1C_HUMAN 53,250 3 3 4 6.33% QLALWNPK 244 251 20.5 25.0 10.1 1 0 0 969.5517
B_14 Coronin‐1C COR1C_HUMAN 53,250 3 3 4 6.33% NADPILISLK 382 391 26.7 25.0 22.2 2 0 0 1,083.6410
B_14 Coronin‐1C COR1C_HUMAN 53,250 3 3 4 6.33% SIKDTICNQDER 450 461 26.2 25.5 17.2 0 1 0 1,478.6906
C_13 Coronin‐1C COR1C_HUMAN 53,250 7 9 15 15.80% VGIVAWHPTAR 133 143 38.0 26.5 38.0 1 0 0 1,206.6742
C_13 Coronin‐1C COR1C_HUMAN 53,250 7 9 15 15.80% RGLDVNKCEIAR 323 334 39.8 28.0 23.0 0 2 0 1,430.7534
C_13 Coronin‐1C COR1C_HUMAN 53,250 7 9 15 15.80% GLDVNKCEIAR 324 334 38.7 28.1 34.6 1 0 0 1,274.6523
C_13 Coronin‐1C COR1C_HUMAN 53,250 7 9 15 15.80% KCEPIIMTVPR 342 352 39.7 28.9 36.2 1 2 0 1,359.7125
C_13 Coronin‐1C COR1C_HUMAN 53,250 7 9 15 15.80% NADPILISLK 382 391 25.2 25.0 25.2 2 0 0 1,083.6410
C_13 Coronin‐1C COR1C_HUMAN 53,250 7 9 15 15.80% KTTDTASVQNEAKLDEILK 428 446 44.4 27.7 40.1 0 2 0 2,104.1135
C_13 Coronin‐1C COR1C_HUMAN 53,250 7 9 15 15.80% SIKDTICNQDER 450 461 47.3 25.4 42.5 2 2 0 1,478.6906
C_14 Coronin‐1C COR1C_HUMAN 53,250 2 3 5 5.06% RGLDVNKCEIAR 323 334 25.1 27.5 17.2 0 1 0 1,430.7534
C_14 Coronin‐1C COR1C_HUMAN 53,250 2 3 5 5.06% SIKDTICNQDER 450 461 21.7 25.3 14.1 2 2 0 1,478.6906
F_15 Coronin‐1C COR1C_HUMAN 53,250 3 3 5 6.12% VGIVAWHPTAR 133 143 23.7 26.8 19.9 1 0 0 1,206.6742
F_15 Coronin‐1C COR1C_HUMAN 53,250 3 3 5 6.12% NADPILISLK 382 391 28.4 25.0 24.5 2 0 0 1,083.6410
F_15 Coronin‐1C COR1C_HUMAN 53,250 3 3 5 6.12% CDLISIPK 420 427 42.0 30.0 22.5 2 0 0 945.5076
H_10 Coronin‐1C COR1C_HUMAN 53,250 2 2 3 3.80% QLALWNPK 244 251 31.2 25.0 16.8 1 0 0 969.5517
H_10 Coronin‐1C COR1C_HUMAN 53,250 2 2 3 3.80% NADPILISLK 382 391 42.4 25.0 39.9 2 0 0 1,083.6410
H_12 Coronin‐1C COR1C_HUMAN 53,250 3 3 5 6.12% VGIVAWHPTAR 133 143 30.8 26.5 23.2 2 0 0 1,206.6742
H_12 Coronin‐1C COR1C_HUMAN 53,250 3 3 5 6.12% QLALWNPK 244 251 29.6 25.0 15.5 1 0 0 969.5517
H_12 Coronin‐1C COR1C_HUMAN 53,250 3 3 5 6.12% NADPILISLK 382 391 50.7 25.0 47.1 2 0 0 1,083.6410
H_21 Coronin‐1C COR1C_HUMAN 53,250 2 2 3 3.80% QLALWNPK 244 251 22.5 25.0 14.0 1 0 0 969.5517
H_21 Coronin‐1C COR1C_HUMAN 53,250 2 2 3 3.80% NADPILISLK 382 391 29.3 25.0 20.5 2 0 0 1,083.6410
H_22 Coronin‐1C COR1C_HUMAN 53,250 2 2 2 3.80% QLALWNPK 244 251 28.1 25.0 15.9 1 0 0 969.5517
H_22 Coronin‐1C COR1C_HUMAN 53,250 2 2 2 3.80% NADPILISLK 382 391 23.8 25.0 22.9 1 0 0 1,083.6410
H_24 Coronin‐1C COR1C_HUMAN 53,250 2 2 3 3.80% QLALWNPK 244 251 43.4 25.0 29.9 1 0 0 969.5517
H_24 Coronin‐1C COR1C_HUMAN 53,250 2 2 3 3.80% NADPILISLK 382 391 29.3 25.0 29.3 2 0 0 1,083.6410
I_12 Coronin‐1C COR1C_HUMAN 53,250 4 4 8 8.23% VTWDSSFCAVNPR 32 44 77.1 25.0 67.8 2 0 0 1,538.7056
I_12 Coronin‐1C COR1C_HUMAN 53,250 4 4 8 8.23% QLALWNPK 244 251 29.6 25.0 16.4 2 0 0 969.5517
I_12 Coronin‐1C COR1C_HUMAN 53,250 4 4 8 8.23% NADPILISLK 382 391 42.6 25.0 36.7 2 0 0 1,083.6410
I_12 Coronin‐1C COR1C_HUMAN 53,250 4 4 8 8.23% CDLISIPK 420 427 45.9 30.0 18.5 2 0 0 945.5076
K_12 Coronin‐1C COR1C_HUMAN 53,250 3 3 5 6.54% VTWDSSFCAVNPR 32 44 88.2 25.0 88.2 1 0 0 1,538.7056
K_12 Coronin‐1C COR1C_HUMAN 53,250 3 3 5 6.54% QLALWNPK 244 251 29.0 25.0 17.1 2 0 0 969.5517
K_12 Coronin‐1C COR1C_HUMAN 53,250 3 3 5 6.54% NADPILISLK 382 391 48.3 25.0 41.4 2 0 0 1,083.6410
Q_08 Coronin‐1C COR1C_HUMAN 53,250 2 2 2 4.64% NADPILISLK 382 391 25.3 25.0 25.3 1 0 0 1,083.6410
Q_08 Coronin‐1C COR1C_HUMAN 53,250 2 2 2 4.64% SIKDTICNQDER 450 461 19.1 26.0 19.1 0 1 0 1,478.6906
D_05 Coactosin‐like protein COTL1_HUMAN 16,010 2 2 2 11.30% EVVQNFAK 103 110 31.5 28.7 20.5 1 0 0 934.4992
D_05 Coactosin‐like protein COTL1_HUMAN 16,010 2 2 2 11.30% ELEEDFIK 119 126 23.5 26.6 11.8 1 0 0 1,022.5042
D_06 Coactosin‐like protein COTL1_HUMAN 16,010 2 2 2 11.30% EVVQNFAK 103 110 29.9 28.7 18.6 1 0 0 934.4992
D_06 Coactosin‐like protein COTL1_HUMAN 16,010 2 2 2 11.30% ELEEDFIK 119 126 19.8 26.1 9.2 1 0 0 1,022.5042
L_03 Coactosin‐like protein COTL1_HUMAN 16,010 2 2 4 14.10% TLVKEVVQNFAK 99 110 34.6 25.0 27.5 2 0 0 1,375.7944
L_03 Coactosin‐like protein COTL1_HUMAN 16,010 2 2 4 14.10% ELEEDFIK 119 126 27.4 26.5 14.5 2 0 0 1,022.5042
C_03 Cytochrome c oxidase subunit 5B, mitochondrial COX5B_HUMAN 13,696 2 2 3 9.30% KGLDPYNVLAPK 57 68 32.8 28.3 21.9 1 0 0 1,314.7418
C_03 Cytochrome c oxidase subunit 5B, mitochondrial COX5B_HUMAN 13,696 2 2 3 9.30% GLDPYNVLAPK 58 68 25.1 28.0 12.3 2 0 0 1,186.6468
A_11 Anamorsin CPIN1_HUMAN 33,583 2 2 3 7.37% NCTCGLAEELEK 248 259 38.0 25.0 27.5 1 0 0 1,423.6194
A_11 Anamorsin CPIN1_HUMAN 33,583 2 2 3 7.37% VLLSDSNLHDA 302 312 54.8 25.7 54.4 2 0 0 1,183.5954
B_11 Anamorsin CPIN1_HUMAN 33,583 4 4 5 16.30% EPLTPEEVQSVR 133 144 31.8 27.3 30.9 1 0 0 1,383.7115
B_11 Anamorsin CPIN1_HUMAN 33,583 4 4 5 16.30% SSPSVKPAVDPAAAK 182 196 29.8 27.5 22.9 1 0 0 1,424.7744
B_11 Anamorsin CPIN1_HUMAN 33,583 4 4 5 16.30% SACGNCYLGDAFR 272 284 65.5 25.0 65.1 2 0 0 1,490.6152
B_11 Anamorsin CPIN1_HUMAN 33,583 4 4 5 16.30% VLLSDSNLHDA 302 312 46.6 25.9 46.2 1 0 0 1,183.5954
H_09 Anamorsin CPIN1_HUMAN 33,583 2 2 3 7.37% EPLTPEEVQSVR 133 144 26.5 27.6 21.5 1 0 0 1,383.7115
H_09 Anamorsin CPIN1_HUMAN 33,583 2 2 3 7.37% VLLSDSNLHDA 302 312 48.7 26.2 48.0 2 0 0 1,183.5954
I_09 Anamorsin CPIN1_HUMAN 33,583 2 2 4 7.37% EPLTPEEVQSVR 133 144 28.6 27.3 20.4 2 0 0 1,383.7115
I_09 Anamorsin CPIN1_HUMAN 33,583 2 2 4 7.37% VLLSDSNLHDA 302 312 50.8 26.0 50.8 2 0 0 1,183.5954
K_09 Anamorsin CPIN1_HUMAN 33,583 2 2 3 7.37% EPLTPEEVQSVR 133 144 34.2 27.6 26.3 1 0 0 1,383.7115
K_09 Anamorsin CPIN1_HUMAN 33,583 2 2 3 7.37% VLLSDSNLHDA 302 312 37.2 26.0 24.3 2 0 0 1,183.5954
A_05 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 2 2 9.33% THYSNIEANESEEVR 80 94 31.2 25.0 27.0 0 1 0 1,777.7986
A_05 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 2 2 9.33% TDGFGIDTCR 131 140 68.3 25.0 0.0 1 0 0 1,141.4945
A_07 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 3 5 9.33% THYSNIEANESEEVR 80 94 64.1 25.0 64.1 2 2 0 1,777.7986
A_07 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 3 5 9.33% TDGFGIDTCR 131 140 39.9 25.0 0.0 1 0 0 1,141.4945
A_08 Calpain small subunit 1 CPNS1_HUMAN 28,317 2 3 6 9.33% THYSNIEANESEEVR 85 99 61.1 25.0 50.5 2 2 0 1,777.7986
A_08 Calpain small subunit 1 CPNS1_HUMAN 28,317 2 3 6 9.33% TDGFGIDTCR 136 145 34.6 25.0 0.0 2 0 0 1,141.4945
B_06 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 3 6 9.33% THYSNIEANESEEVR 80 94 80.8 25.0 77.3 2 2 0 1,777.7986
B_06 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 3 6 9.33% TDGFGIDTCR 131 140 41.4 25.0 0.0 2 0 0 1,141.4945
B_07 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 3 6 9.33% THYSNIEANESEEVR 80 94 56.1 25.0 40.2 2 2 0 1,777.7986
B_07 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 3 6 9.33% TDGFGIDTCR 131 140 30.9 25.0 0.0 2 0 0 1,141.4945
C_07 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 2 3 9.33% THYSNIEANESEEVR 80 94 35.6 25.0 34.8 2 0 0 1,777.7986
C_07 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 2 3 9.33% TDGFGIDTCR 131 140 18.9 25.0 0.0 1 0 0 1,141.4945
C_08 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 3 6 9.33% THYSNIEANESEEVR 80 94 61.6 25.0 59.5 2 2 0 1,777.7986
C_08 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 3 6 9.33% TDGFGIDTCR 131 140 36.7 25.0 0.0 2 0 0 1,141.4945
F_11 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 2 4 9.33% THYSNIEANESEEVR 80 94 51.1 25.0 41.0 0 2 0 1,777.7986
F_11 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 2 4 9.33% TDGFGIDTCR 131 140 37.2 25.0 0.0 2 0 0 1,141.4945
H_05 Calpain small subunit 1 CPNS1_HUMAN 27,932 3 4 7 11.20% THYSNIEANESEEVR 80 94 54.0 25.0 42.9 2 2 0 1,777.7986
H_05 Calpain small subunit 1 CPNS1_HUMAN 27,932 3 4 7 11.20% HPDLKTDGFGIDTCR 126 140 25.6 25.6 0.0 0 1 0 1,731.8123
H_05 Calpain small subunit 1 CPNS1_HUMAN 27,932 3 4 7 11.20% TDGFGIDTCR 131 140 33.0 25.0 0.0 2 0 0 1,141.4945
Q_05 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 3 5 9.33% THYSNIEANESEEVR 80 94 56.2 25.0 46.9 1 2 0 1,777.7986
Q_05 Calpain small subunit 1 CPNS1_HUMAN 27,932 2 3 5 9.33% TDGFGIDTCR 131 140 62.9 25.0 0.0 2 0 0 1,141.4945
A_10 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 2 2 4 6.37% TLAAFPAEK 17 25 36.2 29.1 23.4 2 0 0 947.5197
A_10 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 2 2 4 6.37% GIEDDLMDLIK 302 312 29.5 27.5 0.0 2 0 0 1,277.6298
B_09 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 2 2 3 6.69% LTEQAVQAINK 67 77 40.4 28.2 28.9 2 0 0 1,214.6740
B_09 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 2 2 3 6.69% YYSLDELSEK 292 301 22.7 25.0 22.4 1 0 0 1,246.5838
C_09 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 2 2 3 6.37% TLAAFPAEK 17 25 28.7 28.5 17.9 1 0 0 947.5197
C_09 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 2 2 3 6.37% GIEDDLMDLIK 302 312 40.7 27.1 0.0 2 0 0 1,277.6298
C_10 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 2 2 3 7.01% LTEQAVQAINK 67 77 47.8 27.6 33.2 2 0 0 1,214.6740
C_10 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 2 2 3 7.01% GIEDDLMDLIK 302 312 25.9 27.1 0.0 1 0 0 1,277.6298
D_15 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 2 2 3 6.05% TLAAFPAEK 17 25 21.1 28.5 11.9 2 0 0 947.5197
D_15 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 2 2 3 6.05% YYSLDELSEK 292 301 27.6 25.0 18.3 1 0 0 1,246.5838
G_12 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 3 3 6 9.55% TLAAFPAEK 17 25 33.7 28.3 21.4 2 0 0 947.5197
G_12 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 3 3 6 9.55% LTEQAVQAINK 67 77 63.8 27.9 47.7 2 0 0 1,214.6740
G_12 Calcineurin‐like phosphoesterase domain‐containing protein 1 CPPED_HUMAN 35,549 3 3 6 9.55% YYSLDELSEK 292 301 29.4 25.0 24.8 2 0 0 1,246.5838
A_07 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 4 4 7 20.30% YIQQTKPLTLER 24 35 24.0 26.8 16.2 1 0 0 1,489.8375
A_07 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 4 4 7 20.30% LPGGELNPGEDEVEGLK 106 122 49.8 27.4 41.5 2 0 0 1,752.8654
A_07 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 4 4 7 20.30% LMTEILGR 124 131 43.2 27.9 30.7 2 0 0 948.5185
A_07 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 4 4 7 20.30% LFLVQLQEK 174 182 44.1 25.0 29.3 2 0 0 1,117.6617
B_07 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 4 5 9 17.20% YIQQTKPLTLER 24 35 38.3 26.6 30.1 2 2 0 1,489.8375
B_07 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 4 5 9 17.20% LPGGELNPGEDEVEGLK 106 122 27.7 27.4 27.7 1 0 0 1,752.8654
B_07 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 4 5 9 17.20% LPGGELNPGEDEVEGLKR 106 123 55.3 28.2 50.9 0 2 0 1,908.9665
B_07 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 4 5 9 17.20% LFLVQLQEK 174 182 43.5 25.0 26.3 2 0 0 1,117.6617
C_07 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 2 2 3 9.25% YIQQTKPLTLER 24 35 22.2 26.5 15.3 0 1 0 1,489.8375



C_07 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 2 2 3 9.25% LFLVQLQEK 174 182 57.9 25.0 36.0 2 0 0 1,117.6617
H_06 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 2 2 3 7.49% LMTEILGR 124 131 32.5 28.1 8.6 1 0 0 932.5235
H_06 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 2 2 3 7.49% LFLVQLQEK 174 182 44.0 25.0 24.8 2 0 0 1,117.6617
I_06 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 2 2 3 7.49% LMTEILGR 124 131 31.3 28.1 19.1 1 0 0 932.5235
I_06 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 2 2 3 7.49% LFLVQLQEK 174 182 53.2 25.0 34.2 2 0 0 1,117.6617
L_05 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 2 2 3 11.50% LPGGELNPGEDEVEGLK 106 122 37.6 28.4 30.6 1 0 0 1,752.8654
L_05 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 2 2 3 11.50% LFLVQLQEK 174 182 36.0 25.0 15.7 2 0 0 1,117.6617
M_05 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 2 2 2 7.49% LMTEILGR 124 131 25.9 27.7 16.3 1 0 0 948.5185
M_05 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 2 2 2 7.49% LFLVQLQEK 174 182 26.5 25.0 9.7 1 0 0 1,117.6617
Q_05 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 2 2 4 11.90% LPGGELNPGEDEVEGLKR 106 123 37.7 28.3 35.8 0 2 0 1,908.9665
Q_05 Cleavage and polyadenylation specificity factor subunit 5 CPSF5_HUMAN 26,228 2 2 4 11.90% LFLVQLQEK 174 182 30.9 25.0 15.5 2 0 0 1,117.6617
A_20 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 2 2.41% VCQPGNLNILVSK 221 233 23.3 27.3 10.7 1 0 0 1,441.7833
A_20 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 2 2.41% LTADGCCTLPTR 279 290 21.8 25.0 10.3 1 0 0 1,364.6300
A_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 20 10.40% CEVQFSPR 179 186 33.8 25.0 24.7 2 0 0 1,022.4724
A_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 20 10.40% CVCNPAGCLR 210 219 44.7 25.0 39.2 2 0 0 1,206.5177
A_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 20 10.40% KVCQPGNLNILVSK 220 233 49.8 25.6 33.8 1 2 0 1,569.8783
A_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 20 10.40% VCQPGNLNILVSK 221 233 49.5 27.5 39.0 2 0 0 1,441.7833
A_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 20 10.40% LTADGCCTLPTR 279 290 44.1 25.0 30.2 2 0 0 1,364.6300
A_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 20 10.40% EDDCTFCQCVNGER 418 431 53.4 25.0 53.4 1 0 0 1,789.6576
A_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 20 10.40% HCVATVCGQTCTNPVK 432 447 54.3 25.0 51.5 2 2 0 1,831.8249
A_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 20 10.40% TCQCINTEELCSER 495 508 73.0 25.0 73.0 2 0 0 1,799.7358
A_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 20 10.40% TQDSCCPQCTDQPFRPSLSR 726 745 71.5 25.0 71.2 0 2 0 2,440.0441
A_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 6 7 14 6.37% CVCNPAGCLR 210 219 36.9 25.0 34.3 2 0 0 1,206.5177
A_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 6 7 14 6.37% KVCQPGNLNILVSK 220 233 44.5 25.4 29.4 2 0 0 1,569.8783
A_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 6 7 14 6.37% VCQPGNLNILVSK 221 233 36.8 27.5 30.8 2 0 0 1,441.7833
A_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 6 7 14 6.37% LTADGCCTLPTR 279 290 46.4 25.0 34.0 2 0 0 1,364.6300
A_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 6 7 14 6.37% HCVATVCGQTCTNPVK 432 447 37.2 25.0 33.7 2 2 0 1,831.8249
A_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 6 7 14 6.37% TCQCINTEELCSER 495 508 71.3 25.0 71.3 2 0 0 1,799.7358
B_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 6 7 12 8.59% VCQPGNLNILVSK 221 233 47.3 27.5 38.3 2 0 0 1,441.7833
B_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 6 7 12 8.59% LTADGCCTLPTR 279 290 48.0 25.0 34.0 2 0 0 1,364.6300
B_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 6 7 12 8.59% EDDCTFCQCVNGER 418 431 35.7 25.0 35.7 1 0 0 1,789.6576
B_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 6 7 12 8.59% HCVATVCGQTCTNPVK 432 447 38.8 25.0 35.9 2 2 0 1,831.8249
B_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 6 7 12 8.59% TCQCINTEELCSER 495 508 75.0 25.0 74.2 2 0 0 1,799.7358
B_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 6 7 12 8.59% TQDSCCPQCTDQPFRPSLSR 726 745 41.3 25.0 38.7 0 1 0 2,440.0441
B_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 16 9.56% CVCNPAGCLR 210 219 30.3 25.0 23.6 2 0 0 1,206.5177
B_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 16 9.56% VCQPGNLNILVSK 221 233 51.9 27.1 41.2 2 0 0 1,441.7833
B_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 16 9.56% LTADGCCTLPTR 279 290 50.9 25.2 40.9 2 0 0 1,364.6300
B_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 16 9.56% EDDCTFCQCVNGER 418 431 45.2 25.0 45.2 2 0 0 1,789.6576
B_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 16 9.56% HCVATVCGQTCTNPVK 432 447 69.6 25.0 66.6 2 2 0 1,831.8249
B_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 16 9.56% TCQCINTEELCSER 495 508 78.3 25.0 75.9 2 0 0 1,799.7358
B_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 16 9.56% TQDSCCPQCTDQPFRPSLSR 726 745 56.2 25.0 54.8 0 2 0 2,440.0441
B_23 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 6 5.31% VCQPGNLNILVSK 221 233 20.9 27.1 9.2 1 0 0 1,441.7833
B_23 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 6 5.31% LTADGCCTLPTR 279 290 44.2 25.0 32.1 2 0 0 1,364.6300
B_23 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 6 5.31% HCVATVCGQTCTNPVK 432 447 35.2 25.0 33.9 0 2 0 1,831.8249
B_23 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 6 5.31% TCQCINTEELCSER 495 508 38.2 25.0 38.2 1 0 0 1,799.7358
C_12 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 7 4.15% CEVQFSPR 179 186 23.2 25.2 8.9 1 0 0 1,022.4724
C_12 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 7 4.15% CVCNPAGCLR 210 219 28.0 25.0 28.0 2 0 0 1,206.5177
C_12 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 7 4.15% VCQPGNLNILVSK 221 233 41.3 27.1 31.1 2 0 0 1,441.7833
C_12 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 7 4.15% LTADGCCTLPTR 279 290 51.9 25.0 39.1 2 0 0 1,364.6300
C_20 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 4 3.76% VCQPGNLNILVSK 221 233 39.1 27.5 30.0 1 0 0 1,441.7833
C_20 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 4 3.76% LTADGCCTLPTR 279 290 54.4 25.0 38.3 2 0 0 1,364.6300
C_20 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 4 3.76% TCQCINTEELCSER 495 508 54.1 25.0 54.1 1 0 0 1,799.7358
C_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 10 11 22 12.50% NESCGGTFGIYGTCDR 71 86 68.7 25.0 68.1 2 0 0 1,793.7220
C_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 10 11 22 12.50% CEVQFSPR 179 186 28.8 25.2 22.0 2 0 0 1,022.4724
C_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 10 11 22 12.50% KVCQPGNLNILVSK 220 233 44.3 26.3 38.6 0 2 0 1,569.8783
C_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 10 11 22 12.50% VCQPGNLNILVSK 221 233 47.3 27.5 40.9 2 0 0 1,441.7833
C_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 10 11 22 12.50% LTADGCCTLPTR 279 290 51.3 25.0 42.4 2 0 0 1,364.6300
C_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 10 11 22 12.50% EDDCTFCQCVNGER 418 431 65.7 25.0 65.7 2 0 0 1,789.6576
C_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 10 11 22 12.50% HCVATVCGQTCTNPVK 432 447 44.7 25.0 44.7 2 2 0 1,831.8249
C_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 10 11 22 12.50% TCQCINTEELCSER 495 508 65.7 25.0 65.7 2 0 0 1,799.7358
C_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 10 11 22 12.50% TQDSCCPQCTDQPFRPSLSR 726 745 66.4 25.0 65.2 0 2 0 2,440.0441
C_21 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 10 11 22 12.50% KGQCCPYCIEDTIPK 801 815 28.6 25.0 0.0 0 2 0 1,868.8343
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% NESCGGTFGIYGTCDR 71 86 61.2 25.0 61.2 1 0 0 1,793.7220
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% CEVQFSPR 179 186 43.9 25.2 36.6 2 0 0 1,022.4724
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% CVCNPAGCLR 210 219 44.4 25.0 44.3 2 0 0 1,206.5177
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% KVCQPGNLNILVSK 220 233 50.4 26.3 42.5 2 2 0 1,569.8783
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% VCQPGNLNILVSK 221 233 58.8 27.5 43.4 2 0 0 1,441.7833
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% LTADGCCTLPTR 279 290 38.5 25.0 26.4 2 0 0 1,364.6300
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% EDDCTFCQCVNGER 418 431 66.3 25.0 66.3 2 0 0 1,789.6576
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% HCVATVCGQTCTNPVK 432 447 56.3 25.0 56.3 2 2 0 1,831.8249
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% TCQCINTEELCSER 495 508 70.4 25.0 70.4 2 2 0 1,799.7358
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% TCQCINTEELCSERK 495 509 29.2 25.0 24.9 2 2 0 1,927.8308
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% TQDSCCPQCTDQPFRPSLSR 726 745 62.6 25.0 61.4 0 2 0 2,440.0441
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% KGQCCPYCIEDTIPK 801 815 26.2 25.0 0.0 1 0 0 1,868.8343
C_22 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 13 17 32 13.50% GQCCPYCIEDTIPK 802 815 44.4 25.0 0.0 2 0 0 1,740.7393
C_23 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 5 3.76% VCQPGNLNILVSK 221 233 23.6 27.5 13.9 1 0 0 1,441.7833
C_23 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 5 3.76% LTADGCCTLPTR 279 290 38.7 25.0 26.5 2 0 0 1,364.6300
C_23 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 5 3.76% TCQCINTEELCSER 495 508 44.2 25.0 44.2 2 0 0 1,799.7358
D_28 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 3 2.41% VCQPGNLNILVSK 221 233 33.7 27.5 22.7 1 0 0 1,441.7833
D_28 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 3 2.41% LTADGCCTLPTR 279 290 58.0 25.0 48.2 2 0 0 1,364.6300
E_28 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 4 2.41% VCQPGNLNILVSK 221 233 44.8 27.4 30.9 2 0 0 1,441.7833
E_28 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 4 2.41% LTADGCCTLPTR 279 290 55.3 25.0 44.2 2 0 0 1,364.6300
G_13 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 6 3.38% CVCNPAGCLR 210 219 28.4 25.0 24.5 2 0 0 1,206.5177
G_13 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 6 3.38% VCQPGNLNILVSK 221 233 33.2 27.3 28.3 2 0 0 1,441.7833
G_13 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 6 3.38% LTADGCCTLPTR 279 290 37.1 25.8 29.9 2 0 0 1,364.6300
H_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 7 3.86% KVCQPGNLNILVSK 220 233 21.6 25.5 18.3 0 2 0 1,569.8783
H_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 7 3.86% VCQPGNLNILVSK 221 233 36.2 27.1 25.6 2 0 0 1,441.7833
H_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 7 3.86% LTADGCCTLPTR 279 290 39.9 25.2 36.3 2 0 0 1,364.6300
H_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 7 3.86% TCQCINTEELCSER 495 508 56.5 25.0 56.5 1 0 0 1,799.7358
H_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 8.20% NESCGGTFGIYGTCDR 71 86 53.0 25.0 53.0 1 0 0 1,793.7220
H_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 8.20% CEVQFSPR 179 186 20.3 25.6 13.0 1 0 0 1,022.4724
H_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 8.20% KVCQPGNLNILVSK 220 233 44.8 25.5 39.0 2 2 0 1,569.8783
H_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 8.20% VCQPGNLNILVSK 221 233 88.6 27.3 74.5 2 0 0 1,441.7833
H_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 8.20% LTADGCCTLPTR 279 290 57.1 25.3 41.7 2 0 0 1,364.6300
H_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 8.20% TCQCINTEELCSER 495 508 81.3 25.0 81.3 2 0 0 1,799.7358
H_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 8.20% TCQCINTEELCSERK 495 509 19.8 25.0 19.0 0 1 0 1,927.8308
H_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 8.20% TQDSCCPQCTDQPFRPSLSR 726 745 56.6 25.0 55.6 0 2 0 2,440.0441
H_20 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 5 3.86% KVCQPGNLNILVSK 220 233 30.5 25.4 27.0 0 1 0 1,569.8783
H_20 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 5 3.86% VCQPGNLNILVSK 221 233 28.0 27.3 20.3 1 0 0 1,441.7833
H_20 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 5 3.86% LTADGCCTLPTR 279 290 41.4 25.0 34.4 2 0 0 1,364.6300
H_20 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 5 3.86% TCQCINTEELCSER 495 508 36.6 25.0 32.8 1 0 0 1,799.7358
I_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 3 3.28% TCQCINTEELCSER 495 508 75.1 25.0 75.1 2 0 0 1,799.7358
I_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 3 3.28% TQDSCCPQCTDQPFRPSLSR 726 745 64.2 25.0 63.3 0 1 0 2,440.0441
I_16 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 6 3.76% VCQPGNLNILVSK 221 233 36.0 27.5 31.0 2 0 0 1,441.7833
I_16 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 6 3.76% LTADGCCTLPTR 279 290 43.8 25.0 38.6 2 0 0 1,364.6300
I_16 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 6 3.76% TCQCINTEELCSER 495 508 52.9 25.0 52.8 2 0 0 1,799.7358
I_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 7 3.86% KVCQPGNLNILVSK 220 233 33.5 25.5 21.5 0 2 0 1,569.8783
I_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 7 3.86% VCQPGNLNILVSK 221 233 51.9 27.2 40.5 2 0 0 1,441.7833
I_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 7 3.86% LTADGCCTLPTR 279 290 25.6 25.0 20.6 1 0 0 1,364.6300
I_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 7 3.86% TCQCINTEELCSER 495 508 60.0 25.0 60.0 2 0 0 1,799.7358
I_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 9 16 9.56% NESCGGTFGIYGTCDR 71 86 66.6 25.0 66.6 2 0 0 1,793.7220
I_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 9 16 9.56% KVCQPGNLNILVSK 220 233 35.3 25.5 28.8 0 2 0 1,569.8783



I_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 9 16 9.56% VCQPGNLNILVSK 221 233 66.0 27.5 50.0 2 0 0 1,441.7833
I_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 9 16 9.56% LTADGCCTLPTR 279 290 38.3 25.0 24.8 2 0 0 1,364.6300
I_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 9 16 9.56% TCQCINTEELCSER 495 508 75.8 25.0 75.8 2 0 0 1,799.7358
I_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 9 16 9.56% YCPLGLLK 547 554 23.5 28.2 12.9 1 0 0 963.5334
I_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 9 16 9.56% TQDSCCPQCTDQPFRPSLSR 726 745 51.2 25.0 49.4 0 2 0 2,440.0441
I_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 9 16 9.56% KGQCCPYCIEDTIPK 801 815 44.0 25.0 0.0 0 2 0 1,868.8343
I_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 9 16 9.56% GQCCPYCIEDTIPK 802 815 20.7 25.0 0.0 1 0 0 1,740.7393
I_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 12 13 24 12.70% KVCQPGNLNILVSK 220 233 53.4 25.6 27.5 2 2 0 1,569.8783
I_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 12 13 24 12.70% VCQPGNLNILVSK 221 233 63.2 27.5 47.7 2 0 0 1,441.7833
I_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 12 13 24 12.70% TVECPPVQQTACPPDSYETQVR 257 278 54.7 25.0 51.3 0 2 0 2,562.1602
I_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 12 13 24 12.70% LTADGCCTLPTR 279 290 43.5 25.0 39.9 2 0 0 1,364.6300
I_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 12 13 24 12.70% WREDDCTFCQCVNGER 416 431 44.5 25.0 44.5 0 2 0 2,131.8380
I_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 12 13 24 12.70% EDDCTFCQCVNGER 418 431 22.7 25.0 22.7 1 0 0 1,789.6576
I_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 12 13 24 12.70% TCQCINTEELCSER 495 508 70.7 25.0 70.7 2 0 0 1,799.7358
I_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 12 13 24 12.70% TCQCINTEELCSERK 495 509 19.7 25.0 18.4 0 1 0 1,927.8308
I_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 12 13 24 12.70% VLCETEVCPPLLCQNPSR 708 725 62.7 25.9 60.7 2 0 0 2,172.0248
I_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 12 13 24 12.70% TQDSCCPQCTDQPFRPSLSR 726 745 82.0 25.0 73.5 0 2 0 2,440.0441
I_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 12 13 24 12.70% KGQCCPYCIEDTIPK 801 815 47.4 25.0 0.0 0 2 0 1,868.8343
I_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 12 13 24 12.70% GQCCPYCIEDTIPK 802 815 41.5 25.0 0.0 2 0 0 1,740.7393
I_20 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 4 3.86% KVCQPGNLNILVSK 220 233 20.2 25.6 16.0 0 1 0 1,569.8783
I_20 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 4 3.86% LTADGCCTLPTR 279 290 34.4 25.0 28.0 2 0 0 1,364.6300
I_20 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 4 3.86% TCQCINTEELCSER 495 508 42.6 25.0 42.6 1 0 0 1,799.7358
J_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 3 2.51% LTADGCCTLPTR 279 290 35.1 25.5 26.7 1 0 0 1,364.6300
J_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 3 2.51% TCQCINTEELCSER 495 508 72.2 25.0 72.2 2 0 0 1,799.7358
J_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 5 3.76% VCQPGNLNILVSK 221 233 36.9 27.3 24.9 2 0 0 1,441.7833
J_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 5 3.76% LTADGCCTLPTR 279 290 39.1 25.5 35.0 2 0 0 1,364.6300
J_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 5 3.76% TCQCINTEELCSER 495 508 34.0 25.0 34.0 1 0 0 1,799.7358
J_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 17 10.30% CEVQFSPR 179 186 32.3 25.5 20.6 1 0 0 1,022.4724
J_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 17 10.30% KVCQPGNLNILVSK 220 233 39.5 26.0 27.9 2 1 0 1,569.8783
J_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 17 10.30% VCQPGNLNILVSK 221 233 75.0 26.9 61.3 2 0 0 1,441.7833
J_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 17 10.30% LTADGCCTLPTR 279 290 34.0 25.5 25.8 2 0 0 1,364.6300
J_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 17 10.30% HCVATVCGQTCTNPVK 432 447 37.7 25.0 33.9 1 2 0 1,831.8249
J_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 17 10.30% TCQCINTEELCSER 495 508 61.5 25.0 61.5 2 0 0 1,799.7358
J_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 17 10.30% YCPLGLLK 547 554 26.7 26.4 20.9 1 0 0 963.5334
J_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 17 10.30% TQDSCCPQCTDQPFRPSLSR 726 745 44.7 25.0 44.7 0 2 0 2,440.0441
J_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 11 17 10.30% KGQCCPYCIEDTIPK 801 815 24.6 25.0 0.0 0 1 0 1,868.8343
J_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 10 16 10.40% CEVQFSPR 179 186 20.6 25.4 20.6 1 0 0 1,022.4724
J_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 10 16 10.40% CVCNPAGCLR 210 219 17.9 25.0 17.9 2 0 0 1,206.5177
J_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 10 16 10.40% KVCQPGNLNILVSK 220 233 47.1 25.9 42.1 1 2 0 1,569.8783
J_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 10 16 10.40% VCQPGNLNILVSK 221 233 47.7 27.0 39.7 1 0 0 1,441.7833
J_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 10 16 10.40% LTADGCCTLPTR 279 290 34.3 25.8 33.2 1 0 0 1,364.6300
J_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 10 16 10.40% EDDCTFCQCVNGER 418 431 45.5 25.0 45.5 2 0 0 1,789.6576
J_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 10 16 10.40% HCVATVCGQTCTNPVK 432 447 26.2 25.0 22.7 0 2 0 1,831.8249
J_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 10 16 10.40% TCQCINTEELCSER 495 508 72.0 25.0 72.0 2 0 0 1,799.7358
J_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 9 10 16 10.40% TQDSCCPQCTDQPFRPSLSR 726 745 58.1 25.0 53.1 0 2 0 2,440.0441
K_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 3 4.44% LTADGCCTLPTR 279 290 21.3 25.2 13.9 1 0 0 1,364.6300
K_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 3 4.44% TCQCINTEELCSER 495 508 69.5 25.0 69.5 1 0 0 1,799.7358
K_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 3 4.44% TQDSCCPQCTDQPFRPSLSR 726 745 48.7 25.0 48.7 0 1 0 2,440.0441
K_16 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 4 2.41% VCQPGNLNILVSK 221 233 29.1 27.1 11.9 2 0 0 1,441.7833
K_16 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 4 2.41% LTADGCCTLPTR 279 290 48.3 25.2 41.2 2 0 0 1,364.6300
K_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 5 3.76% VCQPGNLNILVSK 221 233 50.8 27.1 46.8 2 0 0 1,441.7833
K_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 5 3.76% LTADGCCTLPTR 279 290 48.3 25.7 34.1 2 0 0 1,364.6300
K_17 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 5 3.76% TCQCINTEELCSER 495 508 39.7 25.0 39.7 1 0 0 1,799.7358
K_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 9.56% NESCGGTFGIYGTCDR 71 86 53.6 25.0 53.6 2 0 0 1,793.7220
K_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 9.56% CEVQFSPR 179 186 18.7 25.0 12.1 1 0 0 1,022.4724
K_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 9.56% KVCQPGNLNILVSK 220 233 53.6 25.9 47.7 2 2 0 1,569.8783
K_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 9.56% VCQPGNLNILVSK 221 233 62.9 27.3 51.9 2 0 0 1,441.7833
K_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 9.56% LTADGCCTLPTR 279 290 48.8 25.8 41.7 2 0 0 1,364.6300
K_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 9.56% TCQCINTEELCSER 495 508 77.7 25.0 77.1 2 0 0 1,799.7358
K_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 9.56% TQDSCCPQCTDQPFRPSLSR 726 745 58.9 25.0 57.8 0 1 0 2,440.0441
K_18 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 8 9 15 9.56% KGQCCPYCIEDTIPK 801 815 24.8 25.0 0.0 0 1 0 1,868.8343
K_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 15 8.59% KVCQPGNLNILVSK 220 233 47.8 25.3 33.3 2 2 0 1,569.8783
K_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 15 8.59% VCQPGNLNILVSK 221 233 35.7 27.1 22.8 1 0 0 1,441.7833
K_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 15 8.59% LTADGCCTLPTR 279 290 40.4 25.3 26.9 2 0 0 1,364.6300
K_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 15 8.59% EDDCTFCQCVNGER 418 431 50.1 25.0 50.1 2 0 0 1,789.6576
K_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 15 8.59% TCQCINTEELCSER 495 508 66.1 25.0 66.1 2 0 0 1,799.7358
K_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 15 8.59% TQDSCCPQCTDQPFRPSLSR 726 745 84.4 25.0 84.4 0 2 0 2,440.0441
K_19 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 7 8 15 8.59% KGQCCPYCIEDTIPK 801 815 25.7 25.0 0.0 0 2 0 1,868.8343
M_15 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 3 2.51% LTADGCCTLPTR 279 290 41.1 25.0 31.0 2 0 0 1,364.6300
M_15 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 3 2.51% TCQCINTEELCSER 495 508 49.9 25.0 49.9 1 0 0 1,799.7358
N_12 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 4 3.38% CVCNPAGCLR 210 219 33.3 25.0 30.4 2 0 0 1,206.5177
N_12 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 4 3.38% VCQPGNLNILVSK 221 233 40.8 27.0 37.3 1 0 0 1,441.7833
N_12 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 4 3.38% LTADGCCTLPTR 279 290 27.1 25.8 20.0 1 0 0 1,364.6300
N_15 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 3 2.51% LTADGCCTLPTR 279 290 52.2 25.8 44.1 2 0 0 1,364.6300
N_15 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 3 2.51% TCQCINTEELCSER 495 508 42.5 25.0 42.5 1 0 0 1,799.7358
P_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 3 1.74% CEVQFSPR 179 186 23.1 25.5 13.7 1 0 0 1,022.4724
P_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 3 1.74% CVCNPAGCLR 210 219 37.6 25.0 36.4 2 0 0 1,206.5177
P_15 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 6 2.90% CEVQFSPR 179 186 27.8 25.0 21.0 2 0 0 1,022.4724
P_15 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 6 2.90% CVCNPAGCLR 210 219 34.8 25.0 28.0 2 0 0 1,206.5177
P_15 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 6 2.90% LTADGCCTLPTR 279 290 44.7 25.5 30.4 2 0 0 1,364.6300
Q_12 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 2 2.12% CVCNPAGCLR 210 219 27.6 25.0 21.4 1 0 0 1,206.5177
Q_12 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 2 2 2 2.12% LTADGCCTLPTR 279 290 21.6 25.5 10.9 1 0 0 1,364.6300
Q_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 4 4.15% CEVQFSPR 179 186 28.5 25.0 22.1 1 0 0 1,022.4724
Q_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 4 4.15% CVCNPAGCLR 210 219 26.8 25.0 23.5 1 0 0 1,206.5177
Q_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 4 4.15% VCQPGNLNILVSK 221 233 24.4 27.0 13.0 1 0 0 1,441.7833
Q_14 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 4 4 4 4.15% LTADGCCTLPTR 279 290 42.6 25.6 33.6 1 0 0 1,364.6300
Q_15 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 6 2.90% CEVQFSPR 179 186 42.3 25.4 34.1 2 0 0 1,022.4724
Q_15 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 6 2.90% CVCNPAGCLR 210 219 35.1 25.0 32.6 2 0 0 1,206.5177
Q_15 Cysteine‐rich motor neuron 1 protein CRIM1_HUMAN 113,735 3 3 6 2.90% LTADGCCTLPTR 279 290 43.0 25.6 30.5 2 0 0 1,364.6300
A_02 Cysteine‐rich protein 2 CRIP2_BOVIN 22,634 2 2 3 16.80% ASSVTTFTGEPNMCPR 113 128 48.1 25.0 41.0 2 0 0 1,770.7786
A_02 Cysteine‐rich protein 2 CRIP2_BOVIN 22,634 2 2 3 16.80% GVNTGAVGSYIYDKDPEGK 187 205 18.0 26.8 5.4 0 1 0 1,969.9504
H_04 Cysteine‐rich protein 2 CRIP2_BOVIN 22,634 2 2 3 16.80% ASSVTTFTGEPNMCPR 113 128 40.2 25.0 34.5 2 0 0 1,770.7786
H_04 Cysteine‐rich protein 2 CRIP2_BOVIN 22,634 2 2 3 16.80% GVNTGAVGSYIYDKDPEGK 187 205 37.0 26.8 31.6 0 1 0 1,969.9504
I_01 Cysteine‐rich protein 2 CRIP2_BOVIN 22,634 2 2 3 16.80% ASSVTTFTGEPNMCPR 113 128 39.4 25.0 39.4 2 0 0 1,770.7786
I_01 Cysteine‐rich protein 2 CRIP2_BOVIN 22,634 2 2 3 16.80% GVNTGAVGSYIYDKDPEGK 187 205 22.3 26.6 13.1 0 1 0 1,969.9504
I_02 Cysteine‐rich protein 2 CRIP2_BOVIN 22,634 2 2 2 16.80% ASSVTTFTGEPNMCPR 113 128 50.3 25.0 50.1 1 0 0 1,770.7786
I_02 Cysteine‐rich protein 2 CRIP2_BOVIN 22,634 2 2 2 16.80% GVNTGAVGSYIYDKDPEGK 187 205 28.7 26.6 12.2 0 1 0 1,969.9504
I_03 Cysteine‐rich protein 2 CRIP2_BOVIN 22,634 2 2 3 16.80% ASSVTTFTGEPNMCPR 113 128 44.2 25.0 44.2 2 0 0 1,770.7786
I_03 Cysteine‐rich protein 2 CRIP2_BOVIN 22,634 2 2 3 16.80% GVNTGAVGSYIYDKDPEGK 187 205 23.4 26.6 16.0 0 1 0 1,969.9504
A_03 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 14.40% ASSVTTFTGEPNTCPR 113 128 72.0 25.0 67.8 2 0 0 1,724.7909
A_03 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 14.40% GVNTGAVGSYIYDR 187 200 62.7 26.6 55.6 2 0 0 1,471.7176
A_07 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 3 4 7 16.80% ASSVTTFTGEPNTCPR 113 128 79.5 25.0 76.1 2 0 0 1,724.7909
A_07 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 3 4 7 16.80% GVNTGAVGSYIYDR 187 200 89.3 26.9 80.5 2 0 0 1,471.7176
A_07 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 3 4 7 16.80% GVNTGAVGSYIYDRDPEGK 187 205 48.3 26.9 43.5 1 2 0 1,997.9565
B_07 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 3 5 9 16.80% ASSVTTFTGEPNTCPR 113 128 54.0 25.0 54.0 2 2 0 1,724.7909
B_07 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 3 5 9 16.80% GVNTGAVGSYIYDR 187 200 85.0 27.0 70.3 2 0 0 1,471.7176
B_07 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 3 5 9 16.80% GVNTGAVGSYIYDRDPEGK 187 205 38.0 26.8 34.6 1 2 0 1,997.9565
B_08 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 3 3 5 16.80% ASSVTTFTGEPNTCPR 113 128 86.6 25.3 85.5 2 0 0 1,724.7909
B_08 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 3 3 5 16.80% GVNTGAVGSYIYDR 187 200 91.3 27.0 82.9 2 0 0 1,471.7176
B_08 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 3 3 5 16.80% GVNTGAVGSYIYDRDPEGK 187 205 35.3 26.8 25.1 0 1 0 1,997.9565
D_10 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 14.40% ASSVTTFTGEPNTCPR 113 128 55.9 25.0 55.0 2 0 0 1,724.7909
D_10 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 14.40% GVNTGAVGSYIYDR 187 200 57.8 26.4 47.4 2 0 0 1,471.7176



F_10 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 14.40% ASSVTTFTGEPNTCPR 113 128 41.0 25.0 33.5 0 2 0 1,724.7909
F_10 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 14.40% GVNTGAVGSYIYDR 187 200 80.0 27.0 72.8 2 0 0 1,471.7176
H_04 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 16.80% ASSVTTFTGEPNTCPR 113 128 66.5 25.2 64.9 2 0 0 1,724.7909
H_04 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 16.80% GVNTGAVGSYIYDRDPEGK 187 205 38.6 27.0 20.6 0 2 0 1,997.9565
H_06 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 14.40% ASSVTTFTGEPNTCPR 113 128 58.1 25.5 58.1 2 0 0 1,724.7909
H_06 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 14.40% GVNTGAVGSYIYDR 187 200 66.8 26.9 59.3 2 0 0 1,471.7176
I_03 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 16.80% ASSVTTFTGEPNTCPR 113 128 60.7 25.6 57.7 2 0 0 1,724.7909
I_03 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 16.80% GVNTGAVGSYIYDRDPEGK 187 205 25.3 27.0 16.0 0 2 0 1,997.9565
I_06 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 3 5 14.40% ASSVTTFTGEPNTCPR 113 128 67.3 25.6 67.3 2 1 0 1,724.7909
I_06 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 3 5 14.40% GVNTGAVGSYIYDR 187 200 64.9 27.3 55.4 2 0 0 1,471.7176
K_06 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 14.40% ASSVTTFTGEPNTCPR 113 128 51.9 25.3 46.7 2 0 0 1,724.7909
K_06 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 4 14.40% GVNTGAVGSYIYDR 187 200 64.6 27.1 58.8 2 0 0 1,471.7176
L_05 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 2 9.13% GVNTGAVGSYIYDR 187 200 42.0 27.1 37.0 1 0 0 1,471.7176
L_05 Cysteine‐rich protein 2 CRIP2_HUMAN 22,493 2 2 2 9.13% GVNTGAVGSYIYDRDPEGK 187 205 21.9 27.1 16.9 0 1 0 1,997.9565
A_06 Adapter molecule crk CRK_HUMAN 33,831 3 3 6 11.80% SSWYWGR 11 17 39.9 25.0 28.2 2 0 0 941.4263
A_06 Adapter molecule crk CRK_HUMAN 33,831 3 3 6 11.80% QEAVALLQGQR 21 31 61.9 26.4 47.0 2 0 0 1,212.6696
A_06 Adapter molecule crk CRK_HUMAN 33,831 3 3 6 11.80% DSSTSPGDYVLSVSENSR 39 56 62.8 25.0 60.6 2 0 0 1,899.8566
A_11 Adapter molecule crk CRK_HUMAN 33,831 6 6 10 20.10% SSWYWGR 11 17 27.8 25.0 7.8 2 0 0 941.4263
A_11 Adapter molecule crk CRK_HUMAN 33,831 6 6 10 20.10% QEAVALLQGQR 21 31 90.6 26.3 81.3 2 0 0 1,212.6696
A_11 Adapter molecule crk CRK_HUMAN 33,831 6 6 10 20.10% DSSTSPGDYVLSVSENSR 39 56 55.3 25.0 55.3 2 0 0 1,899.8566
A_11 Adapter molecule crk CRK_HUMAN 33,831 6 6 10 20.10% GMIPVPYVEK 180 189 41.0 28.3 29.4 1 0 0 1,148.6022
A_11 Adapter molecule crk CRK_HUMAN 33,831 6 6 10 20.10% INVSGQWEGECNGK 269 282 41.6 25.0 41.6 2 0 0 1,577.7014
A_11 Adapter molecule crk CRK_HUMAN 33,831 6 6 10 20.10% INVSGQWEGECNGKR 269 283 18.9 25.0 17.6 0 1 0 1,733.8025
B_07 Adapter molecule crk CRK_HUMAN 33,831 2 2 4 9.54% QEAVALLQGQR 21 31 78.9 26.4 65.6 2 0 0 1,212.6696
B_07 Adapter molecule crk CRK_HUMAN 33,831 2 2 4 9.54% DSSTSPGDYVLSVSENSR 39 56 59.1 25.0 58.4 2 0 0 1,899.8566
B_11 Adapter molecule crk CRK_HUMAN 33,831 3 3 6 13.50% QEAVALLQGQR 21 31 65.9 26.0 51.0 2 0 0 1,212.6696
B_11 Adapter molecule crk CRK_HUMAN 33,831 3 3 6 13.50% DSSTSPGDYVLSVSENSR 39 56 54.7 25.0 54.7 2 0 0 1,899.8566
B_11 Adapter molecule crk CRK_HUMAN 33,831 3 3 6 13.50% TALALEVGELVK 254 265 48.1 26.0 28.3 2 0 0 1,242.7305
C_06 Adapter molecule crk CRK_HUMAN 33,831 4 4 5 15.10% SSWYWGR 11 17 20.0 25.0 9.5 1 0 0 941.4263
C_06 Adapter molecule crk CRK_HUMAN 33,831 4 4 5 15.10% QEAVALLQGQR 21 31 76.4 26.4 67.2 2 0 0 1,212.6696
C_06 Adapter molecule crk CRK_HUMAN 33,831 4 4 5 15.10% DSSTSPGDYVLSVSENSR 39 56 46.7 25.0 46.7 1 0 0 1,899.8566
C_06 Adapter molecule crk CRK_HUMAN 33,831 4 4 5 15.10% GMIPVPYVEK 180 189 25.3 28.3 11.9 1 0 0 1,148.6022
C_11 Adapter molecule crk CRK_HUMAN 33,831 3 3 6 9.87% SSWYWGR 11 17 36.0 25.0 17.1 2 0 0 941.4263
C_11 Adapter molecule crk CRK_HUMAN 33,831 3 3 6 9.87% QEAVALLQGQR 21 31 67.9 26.3 61.0 2 0 0 1,212.6696
C_11 Adapter molecule crk CRK_HUMAN 33,831 3 3 6 9.87% TALALEVGELVK 254 265 40.6 26.1 20.0 2 0 0 1,242.7305
H_09 Adapter molecule crk CRK_HUMAN 33,831 2 2 4 7.57% QEAVALLQGQR 21 31 74.4 26.6 55.0 2 0 0 1,212.6696
H_09 Adapter molecule crk CRK_HUMAN 33,831 2 2 4 7.57% LLDQQNPDEDFS 293 304 26.5 25.0 26.5 2 0 0 1,420.6229
I_09 Adapter molecule crk CRK_HUMAN 33,831 3 3 6 13.80% DSSTSPGDYVLSVSENSR 39 56 54.2 25.0 50.2 2 0 0 1,899.8566
I_09 Adapter molecule crk CRK_HUMAN 33,831 3 3 6 13.80% TALALEVGELVK 254 265 40.2 26.0 29.4 2 0 0 1,242.7305
I_09 Adapter molecule crk CRK_HUMAN 33,831 3 3 6 13.80% LLDQQNPDEDFS 293 304 37.9 25.0 34.9 2 0 0 1,420.6229
A_11 Crk‐like protein CRKL_HUMAN 33,777 7 7 11 28.40% SAWYMGPVSR 12 21 44.5 25.1 35.1 2 0 0 1,169.5408
A_11 Crk‐like protein CRKL_HUMAN 33,777 7 7 11 28.40% DSSTCPGDYVLSVSENSR 40 57 55.2 25.0 45.0 2 0 0 1,972.8553
A_11 Crk‐like protein CRKL_HUMAN 33,777 7 7 11 28.40% VSHYIINSLPNR 58 69 56.8 26.2 47.9 2 0 0 1,412.7644
A_11 Crk‐like protein CRKL_HUMAN 33,777 7 7 11 28.40% VGMIPVPYVEK 170 180 27.6 28.3 18.8 1 0 0 1,247.6706
A_11 Crk‐like protein CRKL_HUMAN 33,777 7 7 11 28.40% TALALEVGDIVK 254 265 82.7 26.1 64.5 2 0 0 1,228.7149
A_11 Crk‐like protein CRKL_HUMAN 33,777 7 7 11 28.40% MNINGQWEGEVNGR 269 282 45.9 25.0 45.9 1 0 0 1,619.7232
A_11 Crk‐like protein CRKL_HUMAN 33,777 7 7 11 28.40% GLFPFTHVK 284 292 27.2 28.4 18.7 1 0 0 1,045.5830
B_11 Crk‐like protein CRKL_HUMAN 33,777 5 6 10 20.80% SAWYMGPVSR 12 21 40.8 25.3 32.7 2 0 0 1,169.5408
B_11 Crk‐like protein CRKL_HUMAN 33,777 5 6 10 20.80% DSSTCPGDYVLSVSENSR 40 57 71.1 25.0 71.1 2 0 0 1,972.8553
B_11 Crk‐like protein CRKL_HUMAN 33,777 5 6 10 20.80% VSHYIINSLPNR 58 69 41.5 26.2 36.6 2 1 0 1,412.7644
B_11 Crk‐like protein CRKL_HUMAN 33,777 5 6 10 20.80% VGMIPVPYVEK 170 180 30.9 28.2 16.5 1 0 0 1,247.6706
B_11 Crk‐like protein CRKL_HUMAN 33,777 5 6 10 20.80% TALALEVGDIVK 254 265 59.4 25.7 47.5 2 0 0 1,228.7149
H_09 Crk‐like protein CRKL_HUMAN 33,777 4 4 6 17.50% DSSTCPGDYVLSVSENSR 40 57 22.9 25.0 19.5 1 0 0 1,972.8553
H_09 Crk‐like protein CRKL_HUMAN 33,777 4 4 6 17.50% VSHYIINSLPNR 58 69 35.1 26.6 26.5 2 0 0 1,412.7644
H_09 Crk‐like protein CRKL_HUMAN 33,777 4 4 6 17.50% TALALEVGDIVK 254 265 82.7 25.7 68.5 2 0 0 1,228.7149
H_09 Crk‐like protein CRKL_HUMAN 33,777 4 4 6 17.50% IFDPQNPDENE 293 303 22.3 25.0 22.3 1 0 0 1,317.5595
I_09 Crk‐like protein CRKL_HUMAN 33,777 2 2 4 9.90% DSSTCPGDYVLSVSENSR 40 57 63.6 25.0 46.3 2 0 0 1,972.8553
I_09 Crk‐like protein CRKL_HUMAN 33,777 2 2 4 9.90% TALALEVGDIVK 254 265 70.6 26.1 55.1 2 0 0 1,228.7149
L_07 Crk‐like protein CRKL_HUMAN 33,777 2 2 3 9.90% DSSTCPGDYVLSVSENSR 40 57 31.6 25.0 29.1 1 0 0 1,972.8553
L_07 Crk‐like protein CRKL_HUMAN 33,777 2 2 3 9.90% TALALEVGDIVK 254 265 61.4 25.9 48.1 2 0 0 1,228.7149
A_13 Cartilage‐associated protein CRTAP_HUMAN 46,564 3 3 5 6.73% EVLADFQR 137 144 28.8 28.4 11.9 1 0 0 977.5051
A_13 Cartilage‐associated protein CRTAP_HUMAN 46,564 3 3 5 6.73% FLQFAYFK 150 157 26.0 28.4 7.8 2 0 0 1,063.5611
A_13 Cartilage‐associated protein CRTAP_HUMAN 46,564 3 3 5 6.73% AIAAAHTFLLK 164 174 36.3 25.6 30.5 2 0 0 1,155.6885
A_04 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 2 4 15.60% GAEIEYAMAYSK 114 125 52.0 25.0 49.5 2 0 0 1,348.6090
A_04 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 2 4 15.60% ESDVPLKTEEFEVTK 131 145 49.8 27.4 41.7 2 0 0 1,750.8747
C_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 2 4 15.60% GAEIEYAMAYSK 114 125 44.6 25.0 43.3 2 0 0 1,348.6090
C_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 2 4 15.60% ESDVPLKTEEFEVTK 131 145 47.6 27.7 37.6 2 0 0 1,750.8747
C_04 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 2 4 15.60% GAEIEYAMAYSK 114 125 43.7 25.0 40.5 2 0 0 1,348.6090
C_04 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 2 4 15.60% ESDVPLKTEEFEVTK 131 145 28.0 27.8 23.0 2 0 0 1,750.8747
D_06 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 3 4 12.10% SYLYFTQFK 101 109 43.0 27.3 36.0 1 0 0 1,196.5986
D_06 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 3 4 12.10% GAEIEYAMAYSK 114 125 71.4 25.0 58.4 3 0 0 1,348.6090
E_06 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 2 3 12.10% SYLYFTQFK 101 109 31.2 26.8 30.0 1 0 0 1,196.5986
E_06 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 2 3 12.10% GAEIEYAMAYSK 114 125 72.3 25.0 66.5 2 0 0 1,348.6090
F_06 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 4 7 15.60% GAEIEYAMAYSK 114 125 74.5 25.0 73.6 4 0 0 1,332.6140
F_06 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 4 7 15.60% ESDVPLKTEEFEVTK 131 145 35.4 27.4 24.0 2 1 0 1,750.8747
L_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 2 3 15.60% GAEIEYAMAYSK 114 125 71.4 25.0 65.2 2 0 0 1,348.6090
L_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 2 3 15.60% ESDVPLKTEEFEVTK 131 145 26.7 27.8 19.2 1 0 0 1,750.8747
N_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 3 5 15.60% GAEIEYAMAYSK 114 125 57.0 25.4 49.0 4 0 0 1,332.6140
N_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 3 5 15.60% ESDVPLKTEEFEVTK 131 145 31.3 28.1 26.1 0 1 0 1,750.8747
O_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 3 4 7 20.80% SYLYFTQFK 101 109 33.9 26.8 16.2 2 0 0 1,196.5986
O_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 3 4 7 20.80% GAEIEYAMAYSK 114 125 73.6 25.3 73.6 4 0 0 1,332.6140
O_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 3 4 7 20.80% ESDVPLKTEEFEVTK 131 145 28.3 28.0 22.2 0 1 0 1,750.8747
P_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 3 4 6 15.60% GAEIEYAMAYSK 114 125 63.4 25.0 54.0 3 0 0 1,348.6090
P_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 3 4 6 15.60% ESDVPLKTEEFEVTK 131 145 26.4 28.0 21.1 2 0 0 1,750.8747
P_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 3 4 6 15.60% TEEFEVTK 138 145 25.7 25.7 25.7 1 0 0 982.4728
Q_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 2 4 15.60% GAEIEYAMAYSK 114 125 68.4 25.0 63.9 2 0 0 1,348.6090
Q_03 UPF0556 protein C19orf10 CS010_HUMAN 18,795 2 2 4 15.60% ESDVPLKTEEFEVTK 131 145 42.8 28.0 39.9 2 0 0 1,750.8747
A_20 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 3 3 6 5.26% EAFGFIER 195 202 38.0 25.9 27.1 2 0 0 968.4836
A_20 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 3 3 6 5.26% EAEDGIIAYDDCGVK 453 467 45.9 25.0 45.9 2 0 0 1,654.7268
A_20 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 3 3 6 5.26% THSVNGITEEADPTIYSGK 582 600 35.2 26.4 33.8 0 2 0 2,018.9667
B_20 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 2 2 3 3.51% INFVIDNNK 158 166 38.3 28.6 37.6 1 0 0 1,076.5735
B_20 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 2 2 3 3.51% THSVNGITEEADPTIYSGK 582 600 33.5 26.6 24.4 0 2 0 2,018.9667
H_17 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 4 4 6 7.14% IKQEILPEER 90 99 26.5 25.2 20.5 1 0 0 1,254.7054
H_17 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 4 4 6 7.14% EAEDGIIAYDDCGVK 453 467 33.1 25.0 33.1 2 0 0 1,654.7268
H_17 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 4 4 6 7.14% THSVNGITEEADPTIYSGK 582 600 27.7 26.6 18.3 0 2 0 2,018.9667
H_17 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 4 4 6 7.14% LKNITLDDASAPR 757 769 24.1 27.5 24.1 0 1 0 1,413.7698
I_17 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 4 5 6 5.64% LLTSYGFIQCSER 33 45 33.0 26.5 33.0 1 0 0 1,573.7680
I_17 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 4 5 6 5.64% THSVNGITEEADPTIYSGK 582 600 34.3 26.7 33.0 0 2 0 2,018.9667
I_17 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 4 5 6 5.64% LKNITLDDASAPR 757 769 32.6 27.2 32.6 1 1 0 1,413.7698
I_17 Cold shock domain‐containing protein E1 CSDE1_HUMAN 88,885 4 5 6 5.64% NITLDDASAPR 759 769 43.3 26.7 37.0 1 0 0 1,172.5907
A_01 Macrophage colony‐stimulating factor 1 receptor CSF1R_MOUSE 109,180 2 2 4 3.79% IRGEAAQIVCSATNAEVGFNVILK 215 238 64.0 25.5 54.0 0 2 0 2,560.3553
A_01 Macrophage colony‐stimulating factor 1 receptor CSF1R_MOUSE 109,180 2 2 4 3.79% VIIQSQLPIGTLK 464 476 38.2 25.0 38.2 2 0 0 1,409.8729
A_13 Tyrosine‐protein kinase CSK CSK_HUMAN 50,634 3 3 6 6.00% EGIIPANYVQK 57 67 40.9 28.1 31.8 2 0 0 1,231.6682
A_13 Tyrosine‐protein kinase CSK CSK_HUMAN 50,634 3 3 6 6.00% GSLVDYLR 272 279 48.5 27.4 34.8 2 0 0 922.4993
A_13 Tyrosine‐protein kinase CSK CSK_HUMAN 50,634 3 3 6 6.00% WTAPEALR 352 359 33.0 26.2 0.0 2 0 0 943.4996
H_12 Tyrosine‐protein kinase CSK CSK_HUMAN 50,634 2 2 4 3.56% GSLVDYLR 272 279 34.5 26.6 22.8 2 0 0 922.4993
H_12 Tyrosine‐protein kinase CSK CSK_HUMAN 50,634 2 2 4 3.56% WTAPEALR 352 359 35.6 25.7 0.0 2 0 0 943.4996
A_13 COP9 signalosome complex subunit 2 CSN2_HUMAN 51,600 4 4 7 9.93% SINSILDYISTSK 111 123 69.7 27.3 63.1 2 0 0 1,440.7581
A_13 COP9 signalosome complex subunit 2 CSN2_HUMAN 51,600 4 4 7 9.93% ALYEQSLHIK 216 225 42.9 27.9 37.8 2 0 0 1,201.6576
A_13 COP9 signalosome complex subunit 2 CSN2_HUMAN 51,600 4 4 7 9.93% TNHSNIMDDPFIR 332 344 19.3 25.0 18.4 0 1 0 1,575.7222
A_13 COP9 signalosome complex subunit 2 CSN2_HUMAN 51,600 4 4 7 9.93% IHIPFISK 369 376 33.8 25.0 13.5 2 0 0 954.5772
A_12 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 5 5 9 16.00% VISFEEQVASIR 96 107 44.3 27.9 33.2 2 0 0 1,377.7372



A_12 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 5 5 9 16.00% NAAQVLVGIPLETGQK 122 137 68.3 25.0 61.4 2 0 0 1,637.9223
A_12 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 5 5 9 16.00% HALHCTILASAGQQR 228 242 29.4 27.9 20.5 0 2 0 1,662.8494
A_12 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 5 5 9 16.00% MLATLFKDER 245 254 28.0 27.3 19.0 1 0 0 1,239.6404
A_12 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 5 5 9 16.00% ATTADGSSILDR 291 302 64.6 27.6 53.4 2 0 0 1,206.5962
A_13 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 2 2 3 6.90% VISFEEQVASIR 96 107 34.3 28.6 27.5 1 0 0 1,377.7372
A_13 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 2 2 3 6.90% NAAQVLVGIPLETGQK 122 137 54.1 25.4 50.6 2 0 0 1,637.9223
B_12 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 3 3 6 9.85% NAAQVLVGIPLETGQK 122 137 53.7 25.0 53.7 2 0 0 1,637.9223
B_12 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 3 3 6 9.85% ATTADGSSILDR 291 302 65.2 28.0 55.4 2 0 0 1,206.5962
B_12 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 3 3 6 9.85% AVIEHNLLSASK 303 314 42.1 26.2 36.4 2 0 0 1,281.7161
C_12 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 3 3 6 9.85% VISFEEQVASIR 96 107 41.2 28.0 29.9 2 0 0 1,377.7372
C_12 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 3 3 6 9.85% NAAQVLVGIPLETGQK 122 137 55.6 25.4 54.3 2 0 0 1,637.9223
C_12 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 3 3 6 9.85% CQQLAAYGILEK 255 266 56.5 28.5 51.0 2 0 0 1,393.7146
F_14 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 2 2 2 5.91% VISFEEQVASIR 96 107 31.1 28.4 26.5 1 0 0 1,377.7372
F_14 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 2 2 2 5.91% ATTADGSSILDR 291 302 49.1 27.5 40.4 1 0 0 1,206.5962
H_10 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 3 3 4 9.85% VISFEEQVASIR 96 107 44.1 27.9 30.1 1 0 0 1,377.7372
H_10 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 3 3 4 9.85% NAAQVLVGIPLETGQK 122 137 39.1 25.0 33.6 1 0 0 1,637.9223
H_10 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 3 3 4 9.85% CQQLAAYGILEK 255 266 53.3 28.4 43.2 2 0 0 1,393.7146
I_10 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 3 3 6 9.85% VISFEEQVASIR 96 107 48.1 28.4 43.3 2 0 0 1,377.7372
I_10 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 3 3 6 9.85% NAAQVLVGIPLETGQK 122 137 49.2 25.0 42.6 2 0 0 1,637.9223
I_10 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 3 3 6 9.85% CQQLAAYGILEK 255 266 64.8 28.5 58.2 2 0 0 1,393.7146
I_11 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 2 2 3 6.90% VISFEEQVASIR 96 107 63.9 27.9 53.7 2 0 0 1,377.7372
I_11 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 2 2 3 6.90% NAAQVLVGIPLETGQK 122 137 28.0 25.0 23.3 1 0 0 1,637.9223
K_10 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 2 2 2 5.91% VISFEEQVASIR 96 107 35.8 28.1 33.1 1 0 0 1,377.7372
K_10 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 2 2 2 5.91% CQQLAAYGILEK 255 266 37.4 28.5 31.8 1 0 0 1,393.7146
K_11 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 2 2 4 6.90% VISFEEQVASIR 96 107 48.9 28.2 36.2 2 0 0 1,377.7372
K_11 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 2 2 4 6.90% NAAQVLVGIPLETGQK 122 137 60.3 25.0 54.6 2 0 0 1,637.9223
M_07 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 2 2 3 5.91% ATTADGSSILDR 291 302 47.5 27.8 37.7 1 0 0 1,206.5962
M_07 COP9 signalosome complex subunit 4 CSN4_HUMAN 46,286 2 2 3 5.91% AVIEHNLLSASK 303 314 20.8 25.9 17.1 2 0 0 1,281.7161
A_11 COP9 signalosome complex subunit 5 CSN5_HUMAN 37,580 2 2 2 6.59% SGGNLEVMGLMLGK 71 84 32.1 26.6 24.8 1 0 0 1,437.7079
A_11 COP9 signalosome complex subunit 5 CSN5_HUMAN 37,580 2 2 2 6.59% LFNQINIS 327 334 21.7 27.0 9.5 1 0 0 948.5149
A_11 COP9 signalosome complex subunit 6 CSN6_HUMAN 36,164 2 2 3 6.73% ASEAGEVPFNHEILR 244 258 36.2 27.3 27.8 0 2 0 1,668.8340
A_11 COP9 signalosome complex subunit 6 CSN6_HUMAN 36,164 2 2 3 6.73% FNVLYDR 309 315 21.2 26.2 13.1 1 0 0 926.4730
B_11 COP9 signalosome complex subunit 6 CSN6_HUMAN 36,164 2 2 3 9.48% SQEGRPVQVIGALIGK 60 75 45.1 25.0 40.0 1 0 0 1,651.9492
B_11 COP9 signalosome complex subunit 6 CSN6_HUMAN 36,164 2 2 3 9.48% ASEAGEVPFNHEILR 244 258 24.8 27.3 17.8 0 2 0 1,668.8340
A_09 COP9 signalosome complex subunit 7a CSN7A_HUMAN 30,277 2 2 4 9.45% VTGQNQEQFLLLAK 7 20 45.5 28.1 34.6 2 0 0 1,588.8695
A_09 COP9 signalosome complex subunit 7a CSN7A_HUMAN 30,277 2 2 4 9.45% ELAESDFASTFR 54 65 38.3 25.0 30.4 2 0 0 1,372.6379
A_06 COP9 signalosome complex subunit 8 CSN8_HUMAN 23,226 2 2 3 13.90% SANSELGGIWSVGQR 66 80 54.2 27.5 50.0 1 0 0 1,560.7765
A_06 COP9 signalosome complex subunit 8 CSN8_HUMAN 23,226 2 2 3 13.90% GILEQGWQADSTTR 147 160 84.7 27.0 78.1 2 0 0 1,561.7607
K_05 COP9 signalosome complex subunit 8 CSN8_HUMAN 23,226 2 2 3 13.90% SANSELGGIWSVGQR 66 80 52.2 28.0 45.7 1 0 0 1,560.7765
K_05 COP9 signalosome complex subunit 8 CSN8_HUMAN 23,226 2 2 3 13.90% GILEQGWQADSTTR 147 160 79.5 27.2 73.3 2 0 0 1,561.7607
L_04 COP9 signalosome complex subunit 8 CSN8_HUMAN 23,226 2 2 3 13.40% PVAVMAESAFSFKK 2 15 20.0 27.3 20.0 0 1 0 1,527.7876
L_04 COP9 signalosome complex subunit 8 CSN8_HUMAN 23,226 2 2 3 13.40% GILEQGWQADSTTR 147 160 81.2 27.4 77.0 2 0 0 1,561.7607
A_02 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 2 4 16.60% GLESTTLADKDGEIYCK 152 168 61.0 26.0 60.8 2 0 0 1,899.9008
A_02 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 2 4 16.60% GFGFGQGAGALVHSE 179 193 43.6 26.1 32.4 2 0 0 1,433.6809
A_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 3 5 16.60% GLESTTLADK 152 161 34.0 28.3 28.1 1 0 0 1,034.5366
A_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 3 5 16.60% GLESTTLADKDGEIYCK 152 168 67.4 25.6 64.1 2 0 0 1,899.9008
A_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 3 5 16.60% GFGFGQGAGALVHSE 179 193 37.9 26.3 33.3 2 0 0 1,433.6809
A_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 4 8 22.30% SCFLCMVCK 33 41 29.2 25.0 29.2 2 0 0 1,220.4932
A_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 4 8 22.30% NLDSTTVAVHGEEIYCK 43 59 83.2 26.1 83.2 2 0 0 1,935.9118
A_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 4 8 22.30% GLESTTLADKDGEIYCK 152 168 56.2 26.0 53.4 2 2 0 1,899.9008
A_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 5 8 22.30% SCFLCMVCK 33 41 34.0 25.0 34.0 2 0 0 1,220.4932
A_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 5 8 22.30% NLDSTTVAVHGEEIYCK 43 59 63.9 26.2 63.9 2 1 0 1,935.9118
A_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 5 8 22.30% GLESTTLADK 152 161 35.8 28.5 23.5 1 0 0 1,034.5366
A_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 5 8 22.30% GLESTTLADKDGEIYCK 152 168 80.2 26.0 78.6 2 0 0 1,899.9008
B_02 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,583 3 4 8 16.60% GLESTTLADK 152 161 54.8 28.5 49.2 2 0 0 1,034.5366
B_02 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,583 3 4 8 16.60% GLESTTLADKDGEIYCK 152 168 48.1 26.0 48.1 2 2 0 1,899.9008
B_02 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,583 3 4 8 16.60% GFGFGQGAGALVHSE 179 193 34.8 26.3 34.2 2 0 0 1,433.6809
B_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 4 8 16.60% GLESTTLADK 152 161 47.6 28.5 38.6 2 0 0 1,034.5366
B_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 4 8 16.60% GLESTTLADKDGEIYCK 152 168 65.8 25.7 61.6 2 2 0 1,899.9008
B_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 4 8 16.60% GFGFGQGAGALVHSE 179 193 45.1 26.3 42.9 2 0 0 1,433.6809
B_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 4 8 17.60% NLDSTTVAVHGEEIYCK 43 59 74.3 26.2 74.3 2 2 0 1,935.9118
B_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 4 8 17.60% GLESTTLADK 152 161 40.7 28.5 35.7 2 0 0 1,034.5366
B_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 4 8 17.60% GLESTTLADKDGEIYCK 152 168 68.1 26.0 67.6 2 0 0 1,899.9008
B_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 3 6 13.50% SCFLCMVCK 33 41 30.5 25.0 30.5 2 0 0 1,220.4932
B_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 3 6 13.50% GLESTTLADK 152 161 36.3 28.5 26.5 2 0 0 1,034.5366
B_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 3 6 13.50% GLESTTLADKDGEIYCK 152 168 57.1 25.7 55.8 2 0 0 1,899.9008
B_07 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 4 17.60% NLDSTTVAVHGEEIYCK 43 59 25.9 25.9 22.5 0 1 0 1,935.9118
B_07 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 4 17.60% GLESTTLADKDGEIYCK 152 168 53.5 26.0 51.0 1 2 0 1,899.9008
C_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 6 7 13 37.80% SCFLCMVCK 33 41 24.3 25.0 24.3 1 0 0 1,220.4932
C_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 6 7 13 37.80% NLDSTTVAVHGEEIYCK 43 59 23.8 26.0 23.1 0 2 0 1,935.9118
C_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 6 7 13 37.80% GYGYGQGAGTLSTDK 70 84 51.2 25.0 44.4 2 0 0 1,474.6811
C_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 6 7 13 37.80% GLESTTLADK 152 161 45.5 28.5 36.2 2 0 0 1,034.5366
C_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 6 7 13 37.80% GLESTTLADKDGEIYCK 152 168 50.1 26.0 47.9 2 2 0 1,899.9008
C_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 6 7 13 37.80% GFGFGQGAGALVHSE 179 193 58.3 26.3 57.1 2 0 0 1,433.6809
C_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 4 8 21.20% SCFLCMVCK 33 41 30.0 25.0 30.0 2 0 0 1,220.4932
C_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 4 8 21.20% GYGYGQGAGTLSTDK 70 84 64.2 25.0 57.3 2 0 0 1,474.6811
C_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 4 8 21.20% GLESTTLADK 152 161 35.4 28.5 25.0 2 0 0 1,034.5366
C_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 4 8 21.20% GLESTTLADKDGEIYCK 152 168 66.0 25.8 63.2 2 0 0 1,899.9008
D_09 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 4 7 29.50% NLDSTTVAVHGEEIYCK 43 59 22.5 26.1 16.7 0 1 0 1,935.9118
D_09 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 4 7 29.50% GYGYGQGAGTLSTDK 70 84 75.8 25.0 68.3 2 0 0 1,474.6811
D_09 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 4 7 29.50% GLESTTLADK 152 161 37.0 28.4 31.9 2 0 0 1,034.5366
D_09 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 4 7 29.50% GFGFGQGAGALVHSE 179 193 54.3 26.0 52.2 2 0 0 1,433.6809
H_01 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 6 16.60% GLESTTLADKDGEIYCK 152 168 44.2 26.2 43.8 2 2 0 1,899.9008
H_01 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 6 16.60% GFGFGQGAGALVHSE 179 193 67.2 26.3 55.6 2 0 0 1,433.6809
H_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 6 16.60% GLESTTLADKDGEIYCK 152 168 63.7 26.2 63.7 2 2 0 1,899.9008
H_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 6 16.60% GFGFGQGAGALVHSE 179 193 40.4 26.5 34.1 2 0 0 1,433.6809
H_04 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 2 4 16.60% GLESTTLADKDGEIYCK 152 168 33.9 26.0 27.5 0 2 0 1,899.9008
H_04 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 2 4 16.60% GFGFGQGAGALVHSE 179 193 48.5 26.1 42.8 2 0 0 1,433.6809
H_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 6 8 15 41.50% SCFLCMVCK 33 41 41.3 25.0 41.3 2 0 0 1,204.4982
H_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 6 8 15 41.50% NLDSTTVAVHGEEIYCK 43 59 68.7 26.2 68.7 2 1 0 1,935.9118
H_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 6 8 15 41.50% GYGYGQGAGTLSTDK 70 84 72.9 25.0 67.9 2 0 0 1,474.6811
H_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 6 8 15 41.50% GYGYGQGAGTLSTDKGESLGIK 70 91 46.5 27.4 39.8 0 2 0 2,159.0619
H_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 6 8 15 41.50% GLESTTLADKDGEIYCK 152 168 77.7 26.3 74.1 2 2 0 1,899.9008
H_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 6 8 15 41.50% GFGFGQGAGALVHSE 179 193 63.3 26.2 57.8 2 0 0 1,433.6809
H_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 5 10 29.00% SCFLCMVCK 33 41 37.2 25.0 37.2 2 0 0 1,204.4982
H_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 5 10 29.00% GYGYGQGAGTLSTDK 70 84 55.0 25.0 45.3 2 0 0 1,474.6811
H_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 5 10 29.00% GLESTTLADKDGEIYCK 152 168 58.3 26.0 56.0 2 2 0 1,899.9008
H_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 5 10 29.00% GFGFGQGAGALVHSE 179 193 66.4 26.4 54.6 2 0 0 1,433.6809
H_24 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 3 5 24.40% GYGYGQGAGTLSTDK 70 84 43.0 25.0 39.4 1 0 0 1,474.6811
H_24 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 3 5 24.40% GLESTTLADKDGEIYCK 152 168 53.4 25.7 46.2 0 2 0 1,899.9008
H_24 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 3 5 24.40% GFGFGQGAGALVHSE 179 193 52.5 26.1 49.1 2 0 0 1,433.6809
I_01 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 6 16.60% GLESTTLADKDGEIYCK 152 168 57.8 26.1 56.8 2 2 0 1,899.9008
I_01 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 6 16.60% GFGFGQGAGALVHSE 179 193 49.5 26.1 45.4 2 0 0 1,433.6809
I_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 6 16.60% GLESTTLADKDGEIYCK 152 168 73.5 26.4 72.2 2 2 0 1,899.9008
I_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 6 16.60% GFGFGQGAGALVHSE 179 193 60.9 26.5 58.9 2 0 0 1,433.6809
I_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 3 5 21.20% SCFLCMVCK 33 41 18.2 25.0 18.2 1 0 0 1,220.4932
I_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 3 5 21.20% GYGYGQGAGTLSTDK 70 84 64.9 25.0 61.5 2 0 0 1,474.6811
I_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 3 5 21.20% GLESTTLADKDGEIYCK 152 168 79.7 25.9 72.4 2 0 0 1,899.9008
I_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 5 9 29.00% SCFLCMVCK 33 41 26.7 25.0 22.9 1 0 0 1,204.4982
I_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 5 9 29.00% GYGYGQGAGTLSTDK 70 84 50.3 25.2 40.2 2 0 0 1,474.6811
I_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 5 9 29.00% GLESTTLADKDGEIYCK 152 168 77.4 26.1 73.6 2 2 0 1,899.9008
I_06 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 4 5 9 29.00% GFGFGQGAGALVHSE 179 193 47.4 26.2 40.4 2 0 0 1,433.6809



J_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 6 16.60% GLESTTLADKDGEIYCK 152 168 67.1 26.4 66.6 2 2 0 1,899.9008
J_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 6 16.60% GFGFGQGAGALVHSE 179 193 58.9 26.3 55.3 2 0 0 1,433.6809
J_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 5 16.60% GLESTTLADKDGEIYCK 152 168 48.8 26.6 48.8 2 1 0 1,899.9008
J_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 5 16.60% GFGFGQGAGALVHSE 179 193 45.4 26.5 45.4 2 0 0 1,433.6809
K_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 6 16.60% GLESTTLADKDGEIYCK 152 168 64.3 26.2 63.2 2 2 0 1,899.9008
K_03 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 3 6 16.60% GFGFGQGAGALVHSE 179 193 52.8 26.3 48.5 2 0 0 1,433.6809
K_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 4 6 25.40% NLDSTTVAVHGEEIYCK 43 59 21.0 26.4 21.0 1 0 0 1,935.9118
K_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 4 6 25.40% GYGYGQGAGTLSTDK 70 84 68.7 25.0 65.6 2 0 0 1,474.6811
K_05 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 3 4 6 25.40% GLESTTLADKDGEIYCK 152 168 59.8 26.1 53.6 2 1 0 1,899.9008
K_24 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 2 3 16.60% GLESTTLADKDGEIYCK 152 168 28.4 25.9 20.1 0 1 0 1,899.9008
K_24 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 2 3 16.60% GFGFGQGAGALVHSE 179 193 45.1 26.3 43.2 2 0 0 1,433.6809
L_04 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 2 3 16.60% GYGYGQGAGTLSTDK 70 84 68.1 25.3 65.1 2 0 0 1,474.6811
L_04 Cysteine and glycine‐rich protein 1 CSRP1_HUMAN 20,567 2 2 3 16.60% GLESTTLADKDGEIYCK 152 168 20.3 26.1 14.2 0 1 0 1,899.9008
A_21 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 6 3.16% GNLAGLTLR 537 545 70.8 26.6 43.8 2 0 0 914.5419
A_21 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 6 3.16% VIDCLYTCK 554 562 53.5 25.0 53.5 2 0 0 1,171.5488
A_21 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 6 3.16% EGLDLQVLEDSGR 563 575 68.2 27.3 61.7 2 0 0 1,430.7124
A_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 5 5 8 5.81% IHGQNVPFDAVVVDK 89 103 19.0 27.5 8.2 0 1 0 1,637.8647
A_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 5 5 8 5.81% IPDGVVSVSPK 373 383 33.0 25.5 24.7 2 0 0 1,097.6202
A_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 5 5 8 5.81% GNLAGLTLR 537 545 57.9 26.6 30.5 2 0 0 914.5419
A_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 5 5 8 5.81% EGLDLQVLEDSGR 563 575 68.4 27.3 68.4 2 0 0 1,430.7124
A_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 5 5 8 5.81% LICSELNGR 792 800 36.7 28.4 26.7 1 0 0 1,061.5409
B_21 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 6 3.16% GNLAGLTLR 537 545 40.0 26.1 27.0 2 0 0 914.5419
B_21 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 6 3.16% VIDCLYTCK 554 562 54.4 25.0 52.4 2 0 0 1,171.5488
B_21 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 6 3.16% EGLDLQVLEDSGR 563 575 67.6 27.6 67.6 2 0 0 1,430.7124
B_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 5 5 8 5.10% LTVTAYDCGK 235 244 42.0 25.9 38.9 2 0 0 1,127.5403
B_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 5 5 8 5.10% GNLAGLTLR 537 545 50.4 26.1 32.7 2 0 0 914.5419
B_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 5 5 8 5.10% VIDCLYTCK 554 562 20.6 25.0 11.1 1 0 0 1,171.5488
B_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 5 5 8 5.10% EGLDLQVLEDSGR 563 575 59.7 27.2 51.5 2 0 0 1,430.7124
B_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 5 5 8 5.10% LICSELNGR 792 800 29.6 27.8 23.5 1 0 0 1,061.5409
C_20 Calsyntenin‐1 CSTN1_HUMAN 109,792 2 2 3 2.04% IPDGVVSVSPK 373 383 24.4 25.4 18.6 1 0 0 1,097.6202
C_20 Calsyntenin‐1 CSTN1_HUMAN 109,792 2 2 3 2.04% GNLAGLTLR 537 545 49.4 26.3 35.5 2 0 0 914.5419
C_21 Calsyntenin‐1 CSTN1_HUMAN 109,792 4 4 7 4.18% LTVTAYDCGK 235 244 40.5 25.1 40.5 2 0 0 1,127.5403
C_21 Calsyntenin‐1 CSTN1_HUMAN 109,792 4 4 7 4.18% GNLAGLTLR 537 545 74.2 26.6 49.8 2 0 0 914.5419
C_21 Calsyntenin‐1 CSTN1_HUMAN 109,792 4 4 7 4.18% VIDCLYTCK 554 562 37.6 25.0 35.9 1 0 0 1,171.5488
C_21 Calsyntenin‐1 CSTN1_HUMAN 109,792 4 4 7 4.18% EGLDLQVLEDSGR 563 575 61.0 27.1 55.4 2 0 0 1,430.7124
C_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 8 9 16 7.95% IHGQNVPFDAVVVDK 89 103 67.3 27.6 59.2 2 2 0 1,637.8647
C_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 8 9 16 7.95% LTVTAYDCGK 235 244 27.0 25.1 27.0 2 0 0 1,127.5403
C_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 8 9 16 7.95% GNLAGLTLR 537 545 50.1 26.6 30.0 2 0 0 914.5419
C_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 8 9 16 7.95% VIDCLYTCK 554 562 23.2 25.0 16.4 1 0 0 1,171.5488
C_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 8 9 16 7.95% EGLDLQVLEDSGR 563 575 80.4 27.3 80.4 2 0 0 1,430.7124
C_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 8 9 16 7.95% ISLSGVHHFAR 655 665 62.3 25.6 60.4 2 0 0 1,223.6643
C_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 8 9 16 7.95% FKLICSELNGR 790 800 28.6 27.4 16.2 1 0 0 1,336.7043
C_22 Calsyntenin‐1 CSTN1_HUMAN 109,792 8 9 16 7.95% LICSELNGR 792 800 55.1 28.4 37.4 2 0 0 1,061.5409
D_27 Calsyntenin‐1 CSTN1_HUMAN 109,792 2 2 4 2.14% LTVTAYDCGK 235 244 32.7 25.3 32.7 2 0 0 1,127.5403
D_27 Calsyntenin‐1 CSTN1_HUMAN 109,792 2 2 4 2.14% IPDGVVSVSPK 373 383 39.2 26.2 29.7 2 0 0 1,097.6202
D_28 Calsyntenin‐1 CSTN1_HUMAN 109,792 2 2 3 2.04% IPDGVVSVSPK 373 383 26.3 26.3 13.7 2 0 0 1,097.6202
D_28 Calsyntenin‐1 CSTN1_HUMAN 109,792 2 2 3 2.04% LICSELNGR 792 800 36.2 27.8 23.2 1 0 0 1,061.5409
E_27 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 4 3.26% FAESFEVTVTK 70 80 26.8 27.1 20.3 1 0 0 1,257.6361
E_27 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 4 3.26% LTVTAYDCGK 235 244 50.5 25.9 46.7 2 0 0 1,127.5403
E_27 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 4 3.26% IPDGVVSVSPK 373 383 26.1 25.5 14.4 1 0 0 1,097.6202
I_17 Calsyntenin‐1 CSTN1_HUMAN 109,792 2 2 4 2.24% GNLAGLTLR 537 545 25.4 26.1 13.6 2 0 0 914.5419
I_17 Calsyntenin‐1 CSTN1_HUMAN 109,792 2 2 4 2.24% EGLDLQVLEDSGR 563 575 63.1 27.3 61.0 2 0 0 1,430.7124
I_18 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 5 3.57% IPDGVVSVSPK 373 383 34.9 26.3 22.3 2 0 0 1,097.6202
I_18 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 5 3.57% EGLDLQVLEDSGR 563 575 49.2 27.3 46.0 1 0 0 1,430.7124
I_18 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 5 3.57% FKLICSELNGR 790 800 31.9 27.2 14.2 2 0 0 1,336.7043
J_17 Calsyntenin‐1 CSTN1_HUMAN 109,792 2 2 3 2.24% VIDCLYTCK 554 562 18.2 25.0 11.1 1 0 0 1,171.5488
J_17 Calsyntenin‐1 CSTN1_HUMAN 109,792 2 2 3 2.24% EGLDLQVLEDSGR 563 575 62.5 27.4 59.2 2 0 0 1,430.7124
J_18 Calsyntenin‐1 CSTN1_HUMAN 109,792 4 5 10 4.79% IHGQNVPFDAVVVDK 89 103 85.1 27.0 77.9 2 2 0 1,637.8647
J_18 Calsyntenin‐1 CSTN1_HUMAN 109,792 4 5 10 4.79% LTVTAYDCGK 235 244 37.7 25.6 37.7 2 0 0 1,127.5403
J_18 Calsyntenin‐1 CSTN1_HUMAN 109,792 4 5 10 4.79% VIDCLYTCK 554 562 50.0 25.0 48.4 2 0 0 1,171.5488
J_18 Calsyntenin‐1 CSTN1_HUMAN 109,792 4 5 10 4.79% EGLDLQVLEDSGR 563 575 84.2 27.3 78.8 2 0 0 1,430.7124
J_19 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 3 3.36% IPDGVVSVSPK 373 383 24.0 25.1 15.6 1 0 0 1,097.6202
J_19 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 3 3.36% GNLAGLTLR 537 545 33.7 27.6 23.7 1 0 0 914.5419
J_19 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 3 3.36% EGLDLQVLEDSGR 563 575 50.0 27.4 50.0 1 0 0 1,430.7124
K_17 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 5 3.77% IHGQNVPFDAVVVDK 89 103 28.7 27.1 23.0 0 1 0 1,637.8647
K_17 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 5 3.77% GNLAGLTLR 537 545 39.8 26.1 26.0 2 0 0 914.5419
K_17 Calsyntenin‐1 CSTN1_HUMAN 109,792 3 3 5 3.77% EGLDLQVLEDSGR 563 575 62.6 27.2 62.6 2 0 0 1,430.7124
K_18 Calsyntenin‐1 CSTN1_HUMAN 109,792 4 4 7 4.59% IHGQNVPFDAVVVDK 89 103 31.7 27.1 21.2 0 2 0 1,637.8647
K_18 Calsyntenin‐1 CSTN1_HUMAN 109,792 4 4 7 4.59% LTVTAYDCGK 235 244 30.3 25.9 28.2 1 0 0 1,127.5403
K_18 Calsyntenin‐1 CSTN1_HUMAN 109,792 4 4 7 4.59% IPDGVVSVSPK 373 383 41.7 25.3 33.0 2 0 0 1,097.6202
K_18 Calsyntenin‐1 CSTN1_HUMAN 109,792 4 4 7 4.59% VIDCLYTCK 554 562 51.2 25.0 51.2 2 0 0 1,171.5488
P_13 Calsyntenin‐1 CSTN1_HUMAN 109,792 2 2 4 2.04% IPDGVVSVSPK 373 383 30.1 25.1 21.7 2 0 0 1,097.6202
P_13 Calsyntenin‐1 CSTN1_HUMAN 109,792 2 2 4 2.04% LICSELNGR 792 800 23.4 28.2 16.8 2 0 0 1,061.5409
A_22 Calsyntenin‐3 CSTN3_HUMAN 106,098 3 3 6 3.45% FTVTAYDCGK 216 225 30.7 25.0 27.8 2 0 0 1,161.5246
A_22 Calsyntenin‐3 CSTN3_HUMAN 106,098 3 3 6 3.45% EVIECLYACR 541 550 41.5 25.0 41.5 2 0 0 1,312.6025
A_22 Calsyntenin‐3 CSTN3_HUMAN 106,098 3 3 6 3.45% ESLLLDTTSLQQR 722 734 78.3 27.8 54.5 2 0 0 1,503.8015
B_22 Calsyntenin‐3 CSTN3_HUMAN 106,098 4 4 7 5.33% LHGSGVPFEAVILDK 70 84 42.8 26.6 40.2 0 2 0 1,581.8637
B_22 Calsyntenin‐3 CSTN3_HUMAN 106,098 4 4 7 5.33% EVIECLYACR 541 550 27.6 25.0 22.2 1 0 0 1,312.6025
B_22 Calsyntenin‐3 CSTN3_HUMAN 106,098 4 4 7 5.33% KDESWQGTVTDTR 684 696 17.8 25.5 8.3 0 2 0 1,522.7134
B_22 Calsyntenin‐3 CSTN3_HUMAN 106,098 4 4 7 5.33% ESLLLDTTSLQQR 722 734 66.7 28.3 49.4 2 0 0 1,503.8015
C_22 Calsyntenin‐3 CSTN3_HUMAN 106,098 4 4 7 4.39% YAGEICGFR 61 69 24.3 25.0 24.3 1 0 0 1,072.4881
C_22 Calsyntenin‐3 CSTN3_HUMAN 106,098 4 4 7 4.39% FTVTAYDCGK 216 225 36.9 25.0 36.1 2 0 0 1,161.5246
C_22 Calsyntenin‐3 CSTN3_HUMAN 106,098 4 4 7 4.39% EVIECLYACR 541 550 47.3 25.0 46.9 2 0 0 1,312.6025
C_22 Calsyntenin‐3 CSTN3_HUMAN 106,098 4 4 7 4.39% ESLLLDTTSLQQR 722 734 69.3 27.3 50.2 2 0 0 1,503.8015
I_19 Calsyntenin‐3 CSTN3_HUMAN 106,098 2 2 3 2.41% EVIECLYACR 541 550 32.3 25.0 25.2 1 0 0 1,312.6025
I_19 Calsyntenin‐3 CSTN3_HUMAN 106,098 2 2 3 2.41% ESLLLDTTSLQQR 722 734 46.4 27.3 36.2 2 0 0 1,503.8015
J_19 Calsyntenin‐3 CSTN3_HUMAN 106,098 3 3 4 3.45% FTVTAYDCGK 216 225 26.6 25.0 26.6 1 0 0 1,161.5246
J_19 Calsyntenin‐3 CSTN3_HUMAN 106,098 3 3 4 3.45% EVIECLYACR 541 550 24.0 25.0 23.6 1 0 0 1,312.6025
J_19 Calsyntenin‐3 CSTN3_HUMAN 106,098 3 3 4 3.45% ESLLLDTTSLQQR 722 734 55.0 28.0 43.7 2 0 0 1,503.8015
B_11 UPF0549 protein C20orf43 CT043_HUMAN 33,887 2 2 4 9.48% DAVIEFLLDK 60 69 33.7 27.1 15.8 2 0 0 1,162.6356
B_11 UPF0549 protein C20orf43 CT043_HUMAN 33,887 2 2 4 9.48% AAESVSKPDVSEEAPGPSK 204 222 35.0 27.4 24.0 0 2 0 1,884.9186
A_17 Beta‐catenin‐like protein 1 CTBL1_MOUSE 64,982 2 2 4 5.15% GEGLQLMNLMLR 333 344 32.3 28.3 29.7 2 0 0 1,406.7133
A_17 Beta‐catenin‐like protein 1 CTBL1_MOUSE 64,982 2 2 4 5.15% VLDHAMIGPEGTDNCHK 356 372 37.5 25.0 36.5 0 2 0 1,909.8534
A_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 50.1 25.5 40.5 2 0 0 1,412.6629
A_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 37.2 25.6 18.8 2 0 0 1,185.5723
A_04 Connective tissue growth factor CTGF_HUMAN 38,091 5 7 15 19.20% CPAGVSLVLDGCGCCR 43 58 77.4 25.0 75.0 2 2 0 1,780.7600
A_04 Connective tissue growth factor CTGF_HUMAN 38,091 5 7 15 19.20% DGAPCIFGGTVYR 99 111 51.1 25.8 41.8 4 0 0 1,412.6629
A_04 Connective tissue growth factor CTGF_HUMAN 38,091 5 7 15 19.20% LPSPDCPFPR 143 152 42.7 25.4 37.2 2 0 0 1,185.5723
A_04 Connective tissue growth factor CTGF_HUMAN 38,091 5 7 15 19.20% CCEEWVCDEPK 160 170 57.5 25.0 57.5 2 0 0 1,511.5601
A_04 Connective tissue growth factor CTGF_HUMAN 38,091 5 7 15 19.20% LCMVRPCEADLEENIKK 236 252 37.5 26.6 33.4 0 2 1 2,121.0140
A_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 12 22 40.70% CPAGVSLVLDGCGCCR 43 58 61.6 25.0 61.6 2 0 0 1,780.7600
A_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 12 22 40.70% DGAPCIFGGTVYR 99 111 55.7 26.0 42.8 2 0 0 1,412.6629
A_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 12 22 40.70% LPSPDCPFPR 143 152 31.1 25.6 15.9 2 0 0 1,185.5723
A_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 12 22 40.70% CCEEWVCDEPK 160 170 64.0 25.0 64.0 2 0 0 1,511.5601
A_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 12 22 40.70% DQTVVGPALAAYR 171 183 31.9 28.3 17.1 1 0 0 1,360.7220
A_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 12 22 40.70% LEDTFGPDPTMIR 184 196 69.1 25.3 57.4 2 0 0 1,507.7101
A_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 12 22 40.70% ANCLVQTTEWSACSK 197 211 87.6 25.0 87.6 2 0 0 1,754.7837
A_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 12 22 40.70% LCMVRPCEADLEENIKK 236 252 45.2 27.1 45.2 0 2 0 2,121.0140
A_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 12 22 40.70% ISKPIKFELSGCTSMK 262 277 25.5 27.1 20.1 0 1 0 1,841.9502
A_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 12 22 40.70% FELSGCTSMK 268 277 47.2 25.0 43.8 2 0 0 1,175.5072
A_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 12 22 40.70% FCGVCTDGR 283 291 31.5 25.0 13.4 2 0 0 1,071.4348
A_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 12 22 40.70% TTTLPVEFK 298 306 33.6 26.8 14.2 2 0 0 1,035.5722



A_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 10 23.50% CPAGVSLVLDGCGCCR 43 58 65.3 25.0 65.3 2 0 0 1,780.7600
A_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 10 23.50% DGAPCIFGGTVYR 99 111 58.0 25.9 49.4 2 0 0 1,412.6629
A_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 10 23.50% CCEEWVCDEPK 160 170 71.2 25.0 67.5 2 0 0 1,511.5601
A_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 10 23.50% DQTVVGPALAAYR 171 183 60.7 28.3 26.2 2 0 0 1,360.7220
A_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 10 23.50% LEDTFGPDPTMIR 184 196 56.9 25.4 50.5 1 0 0 1,507.7101
A_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 10 23.50% ISKPIKFELSGCTSMK 262 277 20.6 27.2 13.8 0 1 0 1,841.9502
A_08 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 12.90% DGAPCIFGGTVYR 99 111 32.2 25.9 30.4 1 0 0 1,412.6629
A_08 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 12.90% LPSPDCPFPR 143 152 31.4 25.6 18.8 2 0 0 1,185.5723
A_08 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 12.90% LEDTFGPDPTMIR 184 196 44.7 25.7 39.7 2 0 0 1,507.7101
A_08 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 12.90% TTTLPVEFK 298 306 29.9 26.8 17.5 1 0 0 1,035.5722
A_09 Connective tissue growth factor CTGF_HUMAN 38,091 12 16 27 38.10% CPAGVSLVLDGCGCCR 43 58 60.4 25.0 58.7 2 2 0 1,780.7600
A_09 Connective tissue growth factor CTGF_HUMAN 38,091 12 16 27 38.10% DGAPCIFGGTVYR 99 111 27.5 26.0 21.4 1 0 0 1,412.6629
A_09 Connective tissue growth factor CTGF_HUMAN 38,091 12 16 27 38.10% LPSPDCPFPR 143 152 41.5 25.4 39.9 2 0 0 1,185.5723
A_09 Connective tissue growth factor CTGF_HUMAN 38,091 12 16 27 38.10% CCEEWVCDEPK 160 170 55.9 25.0 55.9 2 0 0 1,511.5601
A_09 Connective tissue growth factor CTGF_HUMAN 38,091 12 16 27 38.10% DQTVVGPALAAYR 171 183 67.6 28.3 29.6 2 1 0 1,360.7220
A_09 Connective tissue growth factor CTGF_HUMAN 38,091 12 16 27 38.10% LEDTFGPDPTMIR 184 196 59.6 25.3 52.0 2 0 0 1,507.7101
A_09 Connective tissue growth factor CTGF_HUMAN 38,091 12 16 27 38.10% ANCLVQTTEWSACSK 197 211 71.7 25.0 71.7 2 0 0 1,754.7837
A_09 Connective tissue growth factor CTGF_HUMAN 38,091 12 16 27 38.10% LCMVRPCEADLEENIK 236 251 34.8 25.0 30.8 0 2 0 1,992.9190
A_09 Connective tissue growth factor CTGF_HUMAN 38,091 12 16 27 38.10% LCMVRPCEADLEENIKK 236 252 51.1 27.0 51.1 0 2 2 2,121.0140
A_09 Connective tissue growth factor CTGF_HUMAN 38,091 12 16 27 38.10% ISKPIKFELSGCTSMK 262 277 38.7 27.2 29.2 1 1 0 1,841.9502
A_09 Connective tissue growth factor CTGF_HUMAN 38,091 12 16 27 38.10% FELSGCTSMK 268 277 31.9 25.0 23.8 2 0 0 1,175.5072
A_09 Connective tissue growth factor CTGF_HUMAN 38,091 12 16 27 38.10% FCGVCTDGR 283 291 24.8 25.0 17.9 1 0 0 1,071.4348
A_10 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 22 36.40% CPAGVSLVLDGCGCCR 43 58 77.6 25.0 77.6 3 0 0 1,780.7600
A_10 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 22 36.40% DGAPCIFGGTVYR 99 111 62.3 25.9 52.4 4 0 0 1,412.6629
A_10 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 22 36.40% LPSPDCPFPR 143 152 36.5 25.6 18.1 2 0 0 1,185.5723
A_10 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 22 36.40% CCEEWVCDEPK 160 170 58.2 25.0 58.2 2 0 0 1,511.5601
A_10 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 22 36.40% DQTVVGPALAAYR 171 183 67.6 28.3 32.4 2 0 0 1,360.7220
A_10 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 22 36.40% LEDTFGPDPTMIR 184 196 69.2 25.5 54.8 2 0 0 1,507.7101
A_10 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 22 36.40% LCMVRPCEADLEENIKK 236 252 55.6 26.9 45.4 0 2 1 2,121.0140
A_10 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 22 36.40% ISKPIKFELSGCTSMK 262 277 31.2 27.2 28.8 1 0 0 1,841.9502
A_10 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 22 36.40% FCGVCTDGR 283 291 25.8 25.0 14.6 2 0 0 1,071.4348
A_10 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 22 36.40% TTTLPVEFK 298 306 34.6 26.8 22.7 1 0 0 1,035.5722
A_11 Connective tissue growth factor CTGF_HUMAN 38,091 9 9 18 33.50% CPAGVSLVLDGCGCCR 43 58 74.9 25.0 73.0 2 0 0 1,780.7600
A_11 Connective tissue growth factor CTGF_HUMAN 38,091 9 9 18 33.50% DGAPCIFGGTVYR 99 111 62.0 25.5 46.9 2 0 0 1,412.6629
A_11 Connective tissue growth factor CTGF_HUMAN 38,091 9 9 18 33.50% LPSPDCPFPR 143 152 50.1 25.4 48.5 2 0 0 1,185.5723
A_11 Connective tissue growth factor CTGF_HUMAN 38,091 9 9 18 33.50% CCEEWVCDEPK 160 170 80.0 25.0 80.0 2 0 0 1,511.5601
A_11 Connective tissue growth factor CTGF_HUMAN 38,091 9 9 18 33.50% DQTVVGPALAAYR 171 183 82.4 28.3 36.2 2 0 0 1,360.7220
A_11 Connective tissue growth factor CTGF_HUMAN 38,091 9 9 18 33.50% LEDTFGPDPTMIR 184 196 57.1 25.5 49.0 2 0 0 1,507.7101
A_11 Connective tissue growth factor CTGF_HUMAN 38,091 9 9 18 33.50% ANCLVQTTEWSACSK 197 211 76.6 25.0 76.6 2 0 0 1,754.7837
A_11 Connective tissue growth factor CTGF_HUMAN 38,091 9 9 18 33.50% LCMVRPCEADLEENIKK 236 252 46.9 26.9 42.9 0 2 0 2,121.0140
A_11 Connective tissue growth factor CTGF_HUMAN 38,091 9 9 18 33.50% TTTLPVEFK 298 306 35.4 26.8 21.2 2 0 0 1,035.5722
A_12 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% DGAPCIFGGTVYR 99 111 53.0 26.0 47.0 2 0 0 1,412.6629
A_12 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% LPSPDCPFPR 143 152 35.1 25.6 19.7 2 0 0 1,185.5723
A_12 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% TTTLPVEFK 298 306 28.0 26.8 18.8 1 0 0 1,035.5722
B_03 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% CPAGVSLVLDGCGCCR 43 58 62.6 25.0 62.6 2 0 0 1,780.7600
B_03 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% QLGELCTER 63 71 40.5 26.1 29.9 1 0 0 1,105.5308
B_03 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% LPSPDCPFPR 143 152 48.5 25.6 32.2 2 0 0 1,185.5723
B_04 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 29.80% CPAGVSLVLDGCGCCR 43 58 69.7 25.0 69.7 2 0 0 1,780.7600
B_04 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 29.80% DGAPCIFGGTVYR 99 111 30.5 25.8 27.0 1 0 0 1,412.6629
B_04 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 29.80% LPSPDCPFPR 143 152 41.3 25.4 31.9 2 0 0 1,185.5723
B_04 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 29.80% CCEEWVCDEPK 160 170 61.0 25.0 61.0 2 0 0 1,511.5601
B_04 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 29.80% LEDTFGPDPTMIR 184 196 62.1 25.8 52.9 2 0 0 1,507.7101
B_04 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 29.80% ANCLVQTTEWSACSK 197 211 71.4 25.0 71.4 2 0 0 1,754.7837
B_04 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 29.80% LCMVRPCEADLEENIKK 236 252 39.5 27.0 39.0 0 2 0 2,121.0140
B_04 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 29.80% TTTLPVEFK 298 306 24.3 26.8 9.1 1 0 0 1,035.5722
B_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 14 26.10% CPAGVSLVLDGCGCCR 43 58 56.6 25.0 55.0 2 0 0 1,780.7600
B_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 14 26.10% LPSPDCPFPR 143 152 30.4 25.4 24.3 2 0 0 1,185.5723
B_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 14 26.10% CCEEWVCDEPK 160 170 62.6 25.0 62.6 2 0 0 1,511.5601
B_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 14 26.10% LEDTFGPDPTMIR 184 196 53.7 25.3 47.3 2 0 0 1,507.7101
B_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 14 26.10% ANCLVQTTEWSACSK 197 211 76.6 25.0 74.0 2 0 0 1,754.7837
B_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 14 26.10% LCMVRPCEADLEENIKK 236 252 21.1 26.8 18.6 0 1 1 2,121.0140
B_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 14 26.10% TTTLPVEFK 298 306 31.1 26.8 23.9 2 0 0 1,035.5722
B_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.90% DGAPCIFGGTVYR 99 111 46.6 25.5 43.6 2 0 0 1,412.6629
B_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.90% CCEEWVCDEPK 160 170 41.5 25.0 41.5 2 0 0 1,511.5601
B_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.90% DQTVVGPALAAYR 171 183 46.5 28.0 24.2 2 0 0 1,360.7220
B_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.90% LEDTFGPDPTMIR 184 196 39.9 25.6 30.2 2 0 0 1,507.7101
B_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.90% TTTLPVEFK 298 306 19.5 26.8 8.2 1 0 0 1,035.5722
B_07 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 10.30% DGAPCIFGGTVYR 99 111 54.6 25.9 45.9 2 0 0 1,412.6629
B_07 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 10.30% LPSPDCPFPR 143 152 29.8 25.4 26.0 2 0 0 1,185.5723
B_07 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 10.30% LEDTFGPDPTMIR 184 196 33.1 25.8 30.5 2 0 0 1,507.7101
B_08 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 9.17% LPSPDCPFPR 143 152 46.5 25.6 38.5 2 0 0 1,185.5723
B_08 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 9.17% LEDTFGPDPTMIR 184 196 48.9 25.3 41.6 2 0 0 1,507.7101
B_08 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 9.17% TTTLPVEFK 298 306 26.6 26.0 19.3 2 0 0 1,035.5722
B_09 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 20 37.00% CPAGVSLVLDGCGCCR 43 58 80.8 25.0 77.6 2 2 0 1,780.7600
B_09 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 20 37.00% QLGELCTER 63 71 37.3 25.9 27.9 2 0 0 1,105.5308
B_09 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 20 37.00% LPSPDCPFPR 143 152 46.9 25.6 35.0 2 0 0 1,185.5723
B_09 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 20 37.00% CCEEWVCDEPK 160 170 69.0 25.0 69.0 2 0 0 1,511.5601
B_09 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 20 37.00% DQTVVGPALAAYR 171 183 64.4 28.2 27.0 2 0 0 1,360.7220
B_09 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 20 37.00% LEDTFGPDPTMIR 184 196 67.1 25.6 58.6 2 0 0 1,507.7101
B_09 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 20 37.00% ANCLVQTTEWSACSK 197 211 72.8 25.0 72.8 2 0 0 1,754.7837
B_09 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 20 37.00% LCMVRPCEADLEENIKK 236 252 57.5 27.0 50.3 0 2 0 2,121.0140
B_09 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 20 37.00% ISKPIKFELSGCTSMK 262 277 32.0 27.4 26.2 0 1 0 1,841.9502
B_09 Connective tissue growth factor CTGF_HUMAN 38,091 10 11 20 37.00% TTTLPVEFK 298 306 32.0 26.8 19.2 1 0 0 1,035.5722
B_10 Connective tissue growth factor CTGF_HUMAN 38,091 9 11 21 32.70% CPAGVSLVLDGCGCCR 43 58 75.8 25.0 75.8 2 0 0 1,780.7600
B_10 Connective tissue growth factor CTGF_HUMAN 38,091 9 11 21 32.70% QLGELCTER 63 71 34.5 25.9 21.0 2 0 0 1,105.5308
B_10 Connective tissue growth factor CTGF_HUMAN 38,091 9 11 21 32.70% LPSPDCPFPR 143 152 44.0 25.6 23.7 2 0 0 1,185.5723
B_10 Connective tissue growth factor CTGF_HUMAN 38,091 9 11 21 32.70% CCEEWVCDEPK 160 170 63.2 25.0 63.2 2 0 0 1,511.5601
B_10 Connective tissue growth factor CTGF_HUMAN 38,091 9 11 21 32.70% DQTVVGPALAAYR 171 183 73.2 28.0 27.5 2 2 0 1,360.7220
B_10 Connective tissue growth factor CTGF_HUMAN 38,091 9 11 21 32.70% LEDTFGPDPTMIR 184 196 60.0 25.3 46.7 2 0 0 1,507.7101
B_10 Connective tissue growth factor CTGF_HUMAN 38,091 9 11 21 32.70% LCMVRPCEADLEENIKK 236 252 51.0 27.0 43.9 0 2 2 2,121.0140
B_10 Connective tissue growth factor CTGF_HUMAN 38,091 9 11 21 32.70% ISKPIKFELSGCTSMK 262 277 27.3 27.2 23.5 0 1 0 1,841.9502
B_10 Connective tissue growth factor CTGF_HUMAN 38,091 9 11 21 32.70% TTTLPVEFK 298 306 37.7 26.8 13.6 2 0 0 1,035.5722
B_11 Connective tissue growth factor CTGF_HUMAN 38,091 11 12 21 40.70% CPAGVSLVLDGCGCCR 43 58 72.6 25.0 70.8 2 0 0 1,780.7600
B_11 Connective tissue growth factor CTGF_HUMAN 38,091 11 12 21 40.70% QLGELCTER 63 71 36.2 25.9 25.3 2 0 0 1,105.5308
B_11 Connective tissue growth factor CTGF_HUMAN 38,091 11 12 21 40.70% DGAPCIFGGTVYR 99 111 61.5 25.9 51.8 2 0 0 1,412.6629
B_11 Connective tissue growth factor CTGF_HUMAN 38,091 11 12 21 40.70% LPSPDCPFPR 143 152 35.0 25.6 21.7 1 0 0 1,185.5723
B_11 Connective tissue growth factor CTGF_HUMAN 38,091 11 12 21 40.70% CCEEWVCDEPK 160 170 61.2 25.0 61.2 2 0 0 1,511.5601
B_11 Connective tissue growth factor CTGF_HUMAN 38,091 11 12 21 40.70% DQTVVGPALAAYR 171 183 86.7 28.2 37.9 2 0 0 1,360.7220
B_11 Connective tissue growth factor CTGF_HUMAN 38,091 11 12 21 40.70% LEDTFGPDPTMIR 184 196 59.2 25.3 51.3 2 0 0 1,507.7101
B_11 Connective tissue growth factor CTGF_HUMAN 38,091 11 12 21 40.70% ANCLVQTTEWSACSK 197 211 79.9 25.0 78.4 2 0 0 1,754.7837
B_11 Connective tissue growth factor CTGF_HUMAN 38,091 11 12 21 40.70% LCMVRPCEADLEENIKK 236 252 56.2 27.0 53.8 0 2 1 2,121.0140
B_11 Connective tissue growth factor CTGF_HUMAN 38,091 11 12 21 40.70% ISKPIKFELSGCTSMK 262 277 18.8 27.2 11.6 0 1 0 1,841.9502
B_11 Connective tissue growth factor CTGF_HUMAN 38,091 11 12 21 40.70% TTTLPVEFK 298 306 35.8 26.0 26.6 2 0 0 1,035.5722
B_12 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.60% DGAPCIFGGTVYR 99 111 59.8 25.9 47.1 2 0 0 1,412.6629
B_12 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.60% LPSPDCPFPR 143 152 34.6 25.6 21.1 1 0 0 1,185.5723
B_12 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.60% DQTVVGPALAAYR 171 183 56.5 28.0 26.3 2 0 0 1,360.7220
B_12 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.60% LEDTFGPDPTMIR 184 196 45.1 25.3 39.7 2 0 0 1,507.7101
B_12 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.60% TTTLPVEFK 298 306 30.0 26.8 17.7 2 0 0 1,035.5722
C_03 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 12.30% QLGELCTER 63 71 22.0 25.9 19.0 1 0 0 1,105.5308
C_03 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 12.30% DGAPCIFGGTVYR 99 111 51.3 25.9 43.2 2 0 0 1,412.6629
C_03 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 12.30% LPSPDCPFPR 143 152 48.7 25.6 32.2 2 0 0 1,185.5723
C_03 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 12.30% CCEEWVCDEPK 160 170 63.0 25.0 63.0 2 0 0 1,511.5601



C_04 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 30 42.70% CPAGVSLVLDGCGCCR 43 58 67.8 25.0 67.8 2 2 0 1,780.7600
C_04 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 30 42.70% QLGELCTER 63 71 51.5 25.9 39.3 2 0 0 1,105.5308
C_04 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 30 42.70% QLGELCTERDPCDPHK 63 78 17.8 25.0 17.8 1 0 0 1,954.8750
C_04 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 30 42.70% DGAPCIFGGTVYR 99 111 56.1 25.9 45.0 4 0 0 1,412.6629
C_04 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 30 42.70% LPSPDCPFPR 143 152 35.2 25.4 24.3 4 0 0 1,185.5723
C_04 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 30 42.70% CCEEWVCDEPK 160 170 69.7 25.0 63.7 2 0 0 1,511.5601
C_04 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 30 42.70% DQTVVGPALAAYR 171 183 76.0 28.0 34.4 2 1 0 1,360.7220
C_04 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 30 42.70% LEDTFGPDPTMIR 184 196 70.2 25.3 65.7 2 0 0 1,507.7101
C_04 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 30 42.70% ANCLVQTTEWSACSK 197 211 72.1 25.0 72.1 2 0 0 1,754.7837
C_04 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 30 42.70% LCMVRPCEADLEENIKK 236 252 30.7 27.1 30.5 0 2 0 2,121.0140
C_04 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 30 42.70% ISKPIKFELSGCTSMK 262 277 27.2 27.2 27.2 2 0 0 1,841.9502
C_04 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 30 42.70% TTTLPVEFK 298 306 32.0 26.5 22.0 2 0 0 1,035.5722
C_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 24 38.10% CPAGVSLVLDGCGCCR 43 58 62.5 25.0 61.9 2 1 0 1,780.7600
C_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 24 38.10% DGAPCIFGGTVYR 99 111 46.0 25.8 43.2 2 0 0 1,412.6629
C_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 24 38.10% LPSPDCPFPR 143 152 46.9 25.6 32.5 2 0 0 1,185.5723
C_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 24 38.10% CCEEWVCDEPK 160 170 46.8 25.0 46.8 1 0 0 1,511.5601
C_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 24 38.10% DQTVVGPALAAYR 171 183 50.1 28.3 20.0 2 0 0 1,360.7220
C_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 24 38.10% LEDTFGPDPTMIR 184 196 53.8 25.0 53.8 2 0 0 1,507.7101
C_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 24 38.10% ANCLVQTTEWSACSK 197 211 56.5 25.0 56.5 2 0 0 1,754.7837
C_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 24 38.10% LCMVRPCEADLEENIK 236 251 22.5 25.0 11.6 0 1 0 1,992.9190
C_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 24 38.10% LCMVRPCEADLEENIKK 236 252 52.9 26.6 38.7 0 2 0 2,121.0140
C_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 24 38.10% ISKPIKFELSGCTSMK 262 277 26.3 27.2 21.6 2 2 0 1,841.9502
C_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 24 38.10% FELSGCTSMK 268 277 25.3 25.0 24.8 1 0 0 1,175.5072
C_05 Connective tissue growth factor CTGF_HUMAN 38,091 12 14 24 38.10% TTTLPVEFK 298 306 44.1 26.8 28.8 2 0 0 1,035.5722
C_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 30.70% CPAGVSLVLDGCGCCR 43 58 40.7 25.0 40.7 2 0 0 1,780.7600
C_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 30.70% QLGELCTERDPCDPHK 63 78 22.9 25.0 22.9 0 2 0 1,954.8750
C_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 30.70% DGAPCIFGGTVYR 99 111 42.3 25.8 34.3 2 0 0 1,412.6629
C_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 30.70% CCEEWVCDEPK 160 170 41.5 25.0 41.5 2 0 0 1,511.5601
C_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 30.70% DQTVVGPALAAYR 171 183 63.2 28.2 25.7 2 0 0 1,360.7220
C_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 30.70% LEDTFGPDPTMIR 184 196 41.7 25.3 33.4 2 0 0 1,507.7101
C_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 30.70% ISKPIKFELSGCTSMK 262 277 15.9 27.2 12.5 0 1 0 1,841.9502
C_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 30.70% TTTLPVEFK 298 306 36.6 26.6 16.7 2 0 0 1,035.5722
C_07 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.30% DGAPCIFGGTVYR 99 111 28.6 25.5 20.1 2 0 0 1,412.6629
C_07 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.30% LPSPDCPFPR 143 152 38.7 25.4 33.7 2 0 0 1,185.5723
C_07 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.30% DQTVVGPALAAYR 171 183 38.2 28.8 17.4 1 0 0 1,360.7220
C_08 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 9.17% LPSPDCPFPR 143 152 41.5 25.6 22.7 2 0 0 1,185.5723
C_08 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 9.17% LEDTFGPDPTMIR 184 196 24.7 25.3 15.4 1 0 0 1,507.7101
C_08 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 9.17% TTTLPVEFK 298 306 26.8 26.8 19.5 1 0 0 1,035.5722
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% CPAGVSLVLDGCGCCR 43 58 73.5 25.0 73.5 2 0 0 1,780.7600
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% QLGELCTER 63 71 54.3 26.0 34.6 2 0 0 1,105.5308
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% DGAPCIFGGTVYR 99 111 38.3 25.9 33.7 3 0 0 1,412.6629
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% LPSPDCPFPR 143 152 50.5 25.8 45.9 3 0 0 1,185.5723
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% CCEEWVCDEPK 160 170 66.3 25.0 66.3 2 0 0 1,511.5601
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% DQTVVGPALAAYR 171 183 59.4 28.4 52.7 2 0 0 1,360.7220
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% LEDTFGPDPTMIR 184 196 71.8 25.4 66.0 2 0 0 1,507.7101
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% ANCLVQTTEWSACSK 197 211 68.3 25.0 68.3 2 0 0 1,754.7837
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% LCMVRPCEADLEENIKK 236 252 64.3 26.6 54.6 0 2 1 2,121.0140
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% ISKPIKFELSGCTSMK 262 277 35.2 27.3 29.5 1 2 0 1,841.9502
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% FELSGCTSMK 268 277 23.7 25.0 23.7 3 0 0 1,159.5123
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% FCGVCTDGR 283 291 31.9 25.0 22.2 2 0 0 1,071.4348
C_09 Connective tissue growth factor CTGF_HUMAN 38,091 13 16 31 43.30% TTTLPVEFK 298 306 37.8 26.6 17.5 2 0 0 1,035.5722
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% CPAGVSLVLDGCGCCR 43 58 56.0 25.0 56.0 2 0 0 1,780.7600
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% QLGELCTERDPCDPHK 63 78 20.3 25.0 15.5 0 1 0 1,954.8750
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% DGAPCIFGGTVYR 99 111 47.7 25.7 37.7 2 0 0 1,412.6629
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% LPSPDCPFPR 143 152 45.6 25.8 41.8 2 0 0 1,185.5723
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% CCEEWVCDEPK 160 170 59.8 25.0 59.8 2 0 0 1,511.5601
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% DQTVVGPALAAYR 171 183 76.2 28.8 33.0 2 2 0 1,360.7220
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% LEDTFGPDPTMIR 184 196 59.2 25.4 57.5 2 0 0 1,507.7101
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% ANCLVQTTEWSACSK 197 211 56.9 25.0 56.9 2 0 0 1,754.7837
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% LCMVRPCEADLEENIK 236 251 40.7 25.0 37.1 0 1 0 1,992.9190
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% LCMVRPCEADLEENIKK 236 252 50.0 26.6 45.3 0 2 0 2,121.0140
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% ISKPIKFELSGCTSMK 262 277 42.9 27.2 34.6 1 2 0 1,841.9502
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% FELSGCTSMK 268 277 34.0 25.0 29.1 2 0 0 1,175.5072
C_10 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% TTTLPVEFK 298 306 37.0 26.6 20.3 2 0 0 1,035.5722
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% CPAGVSLVLDGCGCCR 43 58 81.1 25.0 76.0 2 2 0 1,780.7600
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% QLGELCTER 63 71 21.9 26.1 10.7 1 0 0 1,105.5308
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% QLGELCTERDPCDPHK 63 78 20.1 25.0 20.1 1 0 0 1,954.8750
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% DGAPCIFGGTVYR 99 111 49.2 25.5 39.2 3 0 0 1,412.6629
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% LPSPDCPFPR 143 152 45.6 25.4 35.8 2 0 0 1,185.5723
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% CCEEWVCDEPK 160 170 63.4 25.0 63.4 2 0 0 1,511.5601
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% DQTVVGPALAAYR 171 183 86.9 28.8 39.4 1 2 0 1,360.7220
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% LEDTFGPDPTMIR 184 196 54.9 25.3 50.5 2 0 0 1,507.7101
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% ANCLVQTTEWSACSK 197 211 73.8 25.0 73.8 2 0 0 1,754.7837
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% LCMVRPCEADLEENIK 236 251 30.0 25.0 30.0 0 2 0 1,992.9190
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% LCMVRPCEADLEENIKK 236 252 37.1 26.6 37.0 0 2 0 2,121.0140
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% ISKPIKFELSGCTSMK 262 277 36.5 27.3 32.7 1 0 0 1,841.9502
C_11 Connective tissue growth factor CTGF_HUMAN 38,091 13 15 27 42.70% TTTLPVEFK 298 306 36.8 26.5 27.2 2 0 0 1,035.5722
C_12 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 16.60% DGAPCIFGGTVYR 99 111 46.8 25.9 41.2 2 0 0 1,412.6629
C_12 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 16.60% LPSPDCPFPR 143 152 34.3 25.4 34.3 2 0 0 1,185.5723
C_12 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 16.60% DQTVVGPALAAYR 171 183 61.6 28.4 51.1 2 0 0 1,360.7220
C_12 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 16.60% LEDTFGPDPTMIR 184 196 56.5 25.3 47.8 2 0 0 1,507.7101
C_12 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 16.60% TTTLPVEFK 298 306 27.9 26.8 17.6 2 0 0 1,035.5722
D_07 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 6.30% DGAPCIFGGTVYR 99 111 35.6 25.4 30.4 2 0 0 1,412.6629
D_07 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 6.30% TTTLPVEFK 298 306 25.3 26.5 12.6 1 0 0 1,035.5722
D_08 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 5 11.70% QLGELCTER 63 71 24.4 26.1 12.0 1 0 0 1,105.5308
D_08 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 5 11.70% DGAPCIFGGTVYR 99 111 63.0 25.4 54.7 2 0 0 1,412.6629
D_08 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 5 11.70% FELSGCTSMK 268 277 30.3 25.0 23.8 1 0 0 1,175.5072
D_08 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 5 11.70% TTTLPVEFK 298 306 24.2 26.5 12.8 1 0 0 1,035.5722
D_15 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 6.59% LPSPDCPFPR 143 152 30.0 25.2 29.4 2 0 0 1,185.5723
D_15 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 6.59% DQTVVGPALAAYR 171 183 55.1 28.9 49.1 1 0 0 1,360.7220
D_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% DGAPCIFGGTVYR 99 111 59.1 25.6 49.8 2 0 0 1,412.6629
D_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% LPSPDCPFPR 143 152 31.0 25.2 28.2 2 0 0 1,185.5723
D_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% DQTVVGPALAAYR 171 183 75.2 28.8 56.6 2 0 0 1,360.7220
D_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% LEDTFGPDPTMIR 184 196 59.4 25.0 52.5 2 0 0 1,507.7101
D_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% ANCLVQTTEWSACSK 197 211 31.1 25.0 31.1 2 0 0 1,754.7837
D_17 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 15.80% DGAPCIFGGTVYR 99 111 37.6 25.0 34.0 2 0 0 1,412.6629
D_17 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 15.80% LPSPDCPFPR 143 152 35.2 25.0 35.2 2 0 0 1,185.5723
D_17 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 15.80% DQTVVGPALAAYR 171 183 53.2 28.9 48.1 2 0 0 1,360.7220
D_17 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 15.80% FELSGCTSMK 268 277 22.9 25.0 22.9 1 0 0 1,175.5072
D_17 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 15.80% TTTLPVEFK 298 306 33.0 28.1 22.2 2 0 0 1,035.5722
E_08 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 10.30% DGAPCIFGGTVYR 99 111 50.3 25.4 42.7 2 0 0 1,412.6629
E_08 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 10.30% DQTVVGPALAAYR 171 183 61.2 28.4 48.6 1 0 0 1,360.7220
E_08 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 10.30% FELSGCTSMK 268 277 21.9 25.0 21.9 1 0 0 1,175.5072
E_15 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 14.00% DGAPCIFGGTVYR 99 111 34.1 25.3 28.3 1 0 0 1,412.6629
E_15 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 14.00% LPSPDCPFPR 143 152 25.2 25.7 25.2 2 0 0 1,185.5723
E_15 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 14.00% DQTVVGPALAAYR 171 183 47.2 28.9 32.3 2 0 0 1,360.7220
E_15 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 14.00% LEDTFGPDPTMIR 184 196 44.3 25.0 39.3 1 0 0 1,507.7101
E_16 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.20% DGAPCIFGGTVYR 99 111 46.3 25.4 35.4 2 0 0 1,412.6629
E_16 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.20% LPSPDCPFPR 143 152 32.8 25.2 31.1 2 0 0 1,185.5723
E_16 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.20% DQTVVGPALAAYR 171 183 77.8 28.4 70.1 2 0 0 1,360.7220
E_16 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.20% LEDTFGPDPTMIR 184 196 50.8 25.4 41.6 2 0 0 1,507.7101
E_16 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.20% ANCLVQTTEWSACSK 197 211 61.7 25.0 60.5 2 0 0 1,754.7837



E_16 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.20% FELSGCTSMK 268 277 20.4 25.0 19.9 1 0 0 1,175.5072
E_17 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 12.90% DGAPCIFGGTVYR 99 111 37.9 25.4 29.9 2 0 0 1,412.6629
E_17 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 12.90% LPSPDCPFPR 143 152 32.9 25.4 32.9 2 0 0 1,185.5723
E_17 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 12.90% DQTVVGPALAAYR 171 183 59.4 28.9 54.7 2 0 0 1,360.7220
E_17 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 12.90% TTTLPVEFK 298 306 23.2 28.1 7.1 1 0 0 1,035.5722
F_06 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 11.50% LPSPDCPFPR 143 152 55.9 25.9 30.6 1 0 0 1,185.5723
F_06 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 11.50% CCEEWVCDEPK 160 170 49.5 25.0 49.5 2 0 0 1,511.5601
F_06 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 11.50% FELSGCTSMK 268 277 27.6 25.0 27.6 1 0 0 1,175.5072
F_06 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 11.50% TTTLPVEFK 298 306 40.6 26.8 26.1 2 0 0 1,035.5722
F_07 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 36.3 25.9 27.1 2 0 0 1,185.5723
F_07 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DQTVVGPALAAYR 171 183 58.6 28.0 28.9 2 0 0 1,360.7220
F_08 Connective tissue growth factor CTGF_HUMAN 38,091 3 4 7 9.74% ANCLVQTTEWSACSK 197 211 57.8 25.0 57.8 2 0 0 1,754.7837
F_08 Connective tissue growth factor CTGF_HUMAN 38,091 3 4 7 9.74% FELSGCTSMK 268 277 33.0 25.0 27.9 3 0 0 1,159.5123
F_08 Connective tissue growth factor CTGF_HUMAN 38,091 3 4 7 9.74% TTTLPVEFK 298 306 45.8 26.0 33.3 2 0 0 1,035.5722
F_09 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 9.17% LPSPDCPFPR 143 152 27.3 25.9 12.5 2 0 0 1,185.5723
F_09 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 9.17% DQTVVGPALAAYR 171 183 32.9 28.0 12.7 2 0 0 1,360.7220
F_09 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 9.17% TTTLPVEFK 298 306 49.9 26.8 31.5 2 0 0 1,035.5722
F_10 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% LPSPDCPFPR 143 152 38.7 25.6 24.0 2 0 0 1,185.5723
F_10 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% DQTVVGPALAAYR 171 183 53.4 28.0 22.9 2 0 0 1,360.7220
F_10 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% TTTLPVEFK 298 306 23.3 26.0 22.4 1 0 0 1,035.5722
F_11 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 9.17% LPSPDCPFPR 143 152 38.7 25.6 25.4 2 0 0 1,185.5723
F_11 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 9.17% DQTVVGPALAAYR 171 183 59.8 28.2 27.1 2 0 0 1,360.7220
F_11 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 9.17% TTTLPVEFK 298 306 37.8 26.8 23.8 2 0 0 1,035.5722
F_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 26.40% CPAGVSLVLDGCGCCR 43 58 57.2 25.0 57.2 2 0 0 1,780.7600
F_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 26.40% QLGELCTERDPCDPHK 63 78 34.3 25.0 34.3 0 2 0 1,954.8750
F_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 26.40% DGAPCIFGGTVYR 99 111 61.9 25.8 46.8 2 0 0 1,412.6629
F_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 26.40% LPSPDCPFPR 143 152 47.3 25.6 21.7 2 0 0 1,185.5723
F_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 26.40% CCEEWVCDEPK 160 170 52.9 25.0 52.9 2 0 0 1,511.5601
F_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 26.40% DQTVVGPALAAYR 171 183 60.4 28.2 7.7 2 1 0 1,360.7220
F_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 26.40% LEDTFGPDPTMIR 184 196 69.1 25.3 63.3 2 0 0 1,507.7101
F_13 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% DQTVVGPALAAYR 171 183 77.1 28.2 33.7 2 0 0 1,360.7220
F_13 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% LEDTFGPDPTMIR 184 196 45.9 25.3 41.3 1 0 0 1,507.7101
F_13 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% TTTLPVEFK 298 306 42.6 26.8 31.5 2 0 0 1,035.5722
G_06 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.74% DGAPCIFGGTVYR 99 111 44.2 26.1 38.8 1 0 0 1,412.6629
G_06 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.74% LPSPDCPFPR 143 152 39.4 26.1 26.5 2 0 0 1,185.5723
G_06 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.74% CCEEWVCDEPK 160 170 47.5 25.0 47.5 2 0 0 1,511.5601
G_07 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 11 19.80% QLGELCTER 63 71 21.8 26.4 13.7 1 0 0 1,105.5308
G_07 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 11 19.80% QLGELCTERDPCDPHK 63 78 21.2 25.0 15.1 0 1 0 1,954.8750
G_07 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 11 19.80% LPSPDCPFPR 143 152 42.7 26.1 18.4 2 0 0 1,185.5723
G_07 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 11 19.80% CCEEWVCDEPK 160 170 62.7 25.0 62.7 2 0 0 1,511.5601
G_07 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 11 19.80% DQTVVGPALAAYR 171 183 53.8 28.2 24.9 2 0 0 1,360.7220
G_07 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 11 19.80% FELSGCTSMK 268 277 33.9 25.0 32.1 2 0 0 1,159.5123
G_07 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 11 19.80% TTTLPVEFK 298 306 38.2 26.9 27.1 1 0 0 1,035.5722
G_08 Connective tissue growth factor CTGF_HUMAN 38,091 2 3 4 7.16% ANCLVQTTEWSACSK 197 211 34.8 25.0 32.5 1 0 0 1,754.7837
G_08 Connective tissue growth factor CTGF_HUMAN 38,091 2 3 4 7.16% FELSGCTSMK 268 277 21.9 25.0 19.8 3 0 0 1,159.5123
G_09 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.30% DQTVVGPALAAYR 171 183 56.6 28.4 17.4 2 0 0 1,360.7220
G_09 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.30% TTTLPVEFK 298 306 37.4 26.9 24.1 2 0 0 1,035.5722
G_10 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% LPSPDCPFPR 143 152 38.9 26.1 13.7 2 0 0 1,185.5723
G_10 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% DQTVVGPALAAYR 171 183 54.8 28.2 22.2 2 0 0 1,360.7220
G_10 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% TTTLPVEFK 298 306 29.6 26.9 18.0 1 0 0 1,035.5722
G_11 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.30% LPSPDCPFPR 143 152 39.5 25.9 14.0 2 0 0 1,185.5723
G_11 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.30% DQTVVGPALAAYR 171 183 51.5 28.2 24.0 2 0 0 1,360.7220
G_11 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.30% LEDTFGPDPTMIR 184 196 45.1 26.0 45.1 1 0 0 1,507.7101
G_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 26.10% CPAGVSLVLDGCGCCR 43 58 74.6 25.0 74.6 2 0 0 1,780.7600
G_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 26.10% DGAPCIFGGTVYR 99 111 58.5 26.1 53.0 2 0 0 1,412.6629
G_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 26.10% LPSPDCPFPR 143 152 49.9 25.9 37.7 2 0 0 1,185.5723
G_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 26.10% CCEEWVCDEPK 160 170 63.5 25.0 63.5 1 0 0 1,511.5601
G_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 26.10% DQTVVGPALAAYR 171 183 78.9 28.2 32.6 2 0 0 1,360.7220
G_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 26.10% LEDTFGPDPTMIR 184 196 50.5 26.0 36.8 2 0 0 1,507.7101
G_12 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 26.10% ANCLVQTTEWSACSK 197 211 75.5 25.0 75.5 2 0 0 1,754.7837
G_13 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 13.80% QLGELCTERDPCDPHK 63 78 30.9 25.0 26.8 0 1 0 1,954.8750
G_13 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 13.80% LPSPDCPFPR 143 152 32.7 26.0 20.9 1 0 0 1,185.5723
G_13 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 13.80% DQTVVGPALAAYR 171 183 45.1 28.2 25.2 2 0 0 1,360.7220
G_13 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 13.80% TTTLPVEFK 298 306 42.4 26.9 26.6 2 0 0 1,035.5722
H_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 43.4 25.9 32.4 2 0 0 1,412.6629
H_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 30.4 25.3 15.5 2 0 0 1,185.5723
H_04 Connective tissue growth factor CTGF_HUMAN 38,091 6 7 12 22.30% CPAGVSLVLDGCGCCR 43 58 85.8 25.0 82.1 3 1 0 1,780.7600
H_04 Connective tissue growth factor CTGF_HUMAN 38,091 6 7 12 22.30% DGAPCIFGGTVYR 99 111 67.3 25.9 61.9 2 0 0 1,412.6629
H_04 Connective tissue growth factor CTGF_HUMAN 38,091 6 7 12 22.30% LPSPDCPFPR 143 152 34.9 25.9 24.0 1 0 0 1,185.5723
H_04 Connective tissue growth factor CTGF_HUMAN 38,091 6 7 12 22.30% CCEEWVCDEPK 160 170 58.2 25.0 58.2 2 0 0 1,511.5601
H_04 Connective tissue growth factor CTGF_HUMAN 38,091 6 7 12 22.30% LEDTFGPDPTMIR 184 196 35.8 26.1 29.2 1 0 0 1,507.7101
H_04 Connective tissue growth factor CTGF_HUMAN 38,091 6 7 12 22.30% ANCLVQTTEWSACSK 197 211 84.7 25.0 84.7 2 0 0 1,754.7837
H_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 16 24.90% CPAGVSLVLDGCGCCR 43 58 68.4 25.0 62.1 2 0 0 1,780.7600
H_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 16 24.90% DGAPCIFGGTVYR 99 111 56.6 25.9 47.8 2 0 0 1,412.6629
H_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 16 24.90% LPSPDCPFPR 143 152 34.5 25.9 19.1 2 0 0 1,185.5723
H_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 16 24.90% CCEEWVCDEPK 160 170 64.2 25.0 64.2 2 0 0 1,511.5601
H_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 16 24.90% LEDTFGPDPTMIR 184 196 57.1 25.8 52.2 4 0 0 1,507.7101
H_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 16 24.90% ANCLVQTTEWSACSK 197 211 74.4 25.0 74.4 2 0 0 1,754.7837
H_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 16 24.90% TTTLPVEFK 298 306 38.0 26.8 22.6 2 0 0 1,035.5722
H_06 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 12 26.10% CPAGVSLVLDGCGCCR 43 58 50.5 25.0 50.1 2 0 0 1,780.7600
H_06 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 12 26.10% DGAPCIFGGTVYR 99 111 22.5 25.9 20.7 1 0 0 1,412.6629
H_06 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 12 26.10% LPSPDCPFPR 143 152 31.8 25.9 15.0 2 0 0 1,185.5723
H_06 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 12 26.10% CCEEWVCDEPK 160 170 58.8 25.0 58.8 2 0 0 1,511.5601
H_06 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 12 26.10% DQTVVGPALAAYR 171 183 59.5 28.0 17.5 2 0 0 1,360.7220
H_06 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 12 26.10% LEDTFGPDPTMIR 184 196 24.0 26.1 18.9 1 0 0 1,507.7101
H_06 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 12 26.10% ANCLVQTTEWSACSK 197 211 53.1 25.0 53.1 2 0 0 1,754.7837
H_07 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 10.30% LPSPDCPFPR 143 152 42.3 25.4 27.1 2 0 0 1,185.5723
H_07 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 10.30% DQTVVGPALAAYR 171 183 70.9 28.0 30.9 2 0 0 1,360.7220
H_07 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 10.30% LEDTFGPDPTMIR 184 196 37.5 25.8 31.5 2 0 0 1,507.7101
H_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 24.90% CPAGVSLVLDGCGCCR 43 58 51.8 25.0 51.8 2 0 0 1,780.7600
H_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 24.90% LPSPDCPFPR 143 152 39.2 25.4 25.8 2 0 0 1,185.5723
H_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 24.90% CCEEWVCDEPK 160 170 52.0 25.0 52.0 2 0 0 1,511.5601
H_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 24.90% DQTVVGPALAAYR 171 183 80.1 28.6 35.6 2 0 0 1,360.7220
H_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 24.90% LEDTFGPDPTMIR 184 196 59.3 26.0 51.3 2 0 0 1,507.7101
H_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 24.90% ANCLVQTTEWSACSK 197 211 79.8 25.0 79.8 2 0 0 1,754.7837
H_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 13 24.90% TTTLPVEFK 298 306 35.8 26.9 17.6 1 0 0 1,035.5722
H_09 Connective tissue growth factor CTGF_HUMAN 38,091 7 9 17 24.90% CPAGVSLVLDGCGCCR 43 58 62.0 25.0 59.6 2 0 0 1,780.7600
H_09 Connective tissue growth factor CTGF_HUMAN 38,091 7 9 17 24.90% DGAPCIFGGTVYR 99 111 37.7 25.8 29.2 2 0 0 1,412.6629
H_09 Connective tissue growth factor CTGF_HUMAN 38,091 7 9 17 24.90% LPSPDCPFPR 143 152 54.5 25.3 28.7 2 0 0 1,185.5723
H_09 Connective tissue growth factor CTGF_HUMAN 38,091 7 9 17 24.90% CCEEWVCDEPK 160 170 63.3 25.0 63.3 2 0 0 1,511.5601
H_09 Connective tissue growth factor CTGF_HUMAN 38,091 7 9 17 24.90% LEDTFGPDPTMIR 184 196 46.1 26.5 36.5 3 0 0 1,491.7151
H_09 Connective tissue growth factor CTGF_HUMAN 38,091 7 9 17 24.90% ANCLVQTTEWSACSK 197 211 80.4 25.0 77.5 2 2 0 1,754.7837
H_09 Connective tissue growth factor CTGF_HUMAN 38,091 7 9 17 24.90% TTTLPVEFK 298 306 47.1 26.0 28.2 2 0 0 1,035.5722
H_10 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 18.90% CPAGVSLVLDGCGCCR 43 58 66.7 25.0 63.8 2 0 0 1,780.7600
H_10 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 18.90% DGAPCIFGGTVYR 99 111 64.1 25.9 55.2 2 0 0 1,412.6629
H_10 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 18.90% LEDTFGPDPTMIR 184 196 21.7 25.7 12.1 1 0 0 1,507.7101
H_10 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 18.90% ANCLVQTTEWSACSK 197 211 76.8 25.0 76.8 2 0 0 1,754.7837
H_10 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 18.90% TTTLPVEFK 298 306 34.4 26.0 19.8 1 0 0 1,035.5722
H_12 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 2 7.45% DGAPCIFGGTVYR 99 111 33.9 25.8 28.5 1 0 0 1,412.6629
H_12 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 2 7.45% DQTVVGPALAAYR 171 183 46.6 28.0 15.7 1 0 0 1,360.7220
H_21 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 9.17% DGAPCIFGGTVYR 99 111 28.5 25.7 18.1 1 0 0 1,412.6629
H_21 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 9.17% LPSPDCPFPR 143 152 37.7 25.8 23.8 2 0 0 1,185.5723



H_21 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 9.17% TTTLPVEFK 298 306 27.8 26.0 21.9 1 0 0 1,035.5722
H_23 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 10.90% DGAPCIFGGTVYR 99 111 39.3 25.9 26.8 2 0 0 1,412.6629
H_23 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 10.90% LPSPDCPFPR 143 152 31.8 25.9 9.9 1 0 0 1,185.5723
H_23 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 10.90% ANCLVQTTEWSACSK 197 211 53.0 25.0 53.0 1 0 0 1,754.7837
H_24 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 18.30% DGAPCIFGGTVYR 99 111 68.3 26.0 60.8 2 0 0 1,412.6629
H_24 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 18.30% LPSPDCPFPR 143 152 22.9 25.9 9.2 1 0 0 1,185.5723
H_24 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 18.30% DQTVVGPALAAYR 171 183 57.4 28.6 25.2 2 0 0 1,360.7220
H_24 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 18.30% LEDTFGPDPTMIR 184 196 34.7 25.9 30.5 1 0 0 1,507.7101
H_24 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 18.30% ANCLVQTTEWSACSK 197 211 64.8 25.0 57.1 2 0 0 1,754.7837
I_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 54.7 25.8 47.6 2 0 0 1,412.6629
I_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 45.5 26.1 31.7 2 0 0 1,185.5723
I_04 Connective tissue growth factor CTGF_HUMAN 38,091 5 6 11 20.30% CPAGVSLVLDGCGCCR 43 58 47.2 25.0 44.8 2 2 0 1,780.7600
I_04 Connective tissue growth factor CTGF_HUMAN 38,091 5 6 11 20.30% QLGELCTERDPCDPHK 63 78 27.7 25.0 26.7 0 1 0 1,954.8750
I_04 Connective tissue growth factor CTGF_HUMAN 38,091 5 6 11 20.30% DGAPCIFGGTVYR 99 111 63.0 25.7 49.2 2 0 0 1,412.6629
I_04 Connective tissue growth factor CTGF_HUMAN 38,091 5 6 11 20.30% CCEEWVCDEPK 160 170 68.8 25.0 68.8 2 0 0 1,511.5601
I_04 Connective tissue growth factor CTGF_HUMAN 38,091 5 6 11 20.30% ANCLVQTTEWSACSK 197 211 81.1 25.0 73.7 2 0 0 1,754.7837
I_05 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.10% CPAGVSLVLDGCGCCR 43 58 48.2 25.0 46.9 1 0 0 1,780.7600
I_05 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.10% DGAPCIFGGTVYR 99 111 71.7 26.0 63.5 2 0 0 1,412.6629
I_05 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.10% CCEEWVCDEPK 160 170 57.8 25.0 57.8 2 0 0 1,511.5601
I_05 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.10% LEDTFGPDPTMIR 184 196 63.5 25.8 58.1 2 0 0 1,507.7101
I_05 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.10% ANCLVQTTEWSACSK 197 211 79.2 25.0 79.2 2 0 0 1,754.7837
I_05 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.10% TTTLPVEFK 298 306 36.2 25.6 25.0 2 0 0 1,035.5722
I_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 29.50% CPAGVSLVLDGCGCCR 43 58 54.7 25.0 53.3 2 0 0 1,780.7600
I_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 29.50% QLGELCTERDPCDPHK 63 78 22.6 25.0 18.7 0 1 0 1,954.8750
I_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 29.50% LPSPDCPFPR 143 152 39.0 25.9 14.2 2 0 0 1,185.5723
I_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 29.50% CCEEWVCDEPK 160 170 51.3 25.0 51.3 2 0 0 1,511.5601
I_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 29.50% DQTVVGPALAAYR 171 183 64.1 28.5 27.2 2 0 0 1,360.7220
I_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 29.50% LEDTFGPDPTMIR 184 196 54.3 25.8 54.3 2 0 0 1,507.7101
I_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 29.50% ANCLVQTTEWSACSK 197 211 79.2 25.0 79.2 2 0 0 1,754.7837
I_06 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 15 29.50% TTTLPVEFK 298 306 33.0 26.0 24.6 2 0 0 1,035.5722
I_07 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 52.8 26.2 42.2 2 0 0 1,412.6629
I_07 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 38.9 25.3 24.9 2 0 0 1,185.5723
I_08 Connective tissue growth factor CTGF_HUMAN 38,091 10 12 23 33.20% CPAGVSLVLDGCGCCR 43 58 53.7 25.0 53.7 2 2 0 1,780.7600
I_08 Connective tissue growth factor CTGF_HUMAN 38,091 10 12 23 33.20% DGAPCIFGGTVYR 99 111 54.1 26.0 45.0 2 0 0 1,412.6629
I_08 Connective tissue growth factor CTGF_HUMAN 38,091 10 12 23 33.20% LPSPDCPFPR 143 152 35.0 25.3 27.6 2 0 0 1,185.5723
I_08 Connective tissue growth factor CTGF_HUMAN 38,091 10 12 23 33.20% CCEEWVCDEPK 160 170 51.3 25.0 51.3 2 0 0 1,511.5601
I_08 Connective tissue growth factor CTGF_HUMAN 38,091 10 12 23 33.20% DQTVVGPALAAYR 171 183 86.5 28.5 36.2 2 0 0 1,360.7220
I_08 Connective tissue growth factor CTGF_HUMAN 38,091 10 12 23 33.20% LEDTFGPDPTMIR 184 196 48.6 26.1 47.8 2 0 0 1,507.7101
I_08 Connective tissue growth factor CTGF_HUMAN 38,091 10 12 23 33.20% ANCLVQTTEWSACSK 197 211 96.6 25.0 94.7 2 2 0 1,754.7837
I_08 Connective tissue growth factor CTGF_HUMAN 38,091 10 12 23 33.20% ISKPIKFELSGCTSMK 262 277 19.2 27.1 8.4 0 1 0 1,841.9502
I_08 Connective tissue growth factor CTGF_HUMAN 38,091 10 12 23 33.20% FELSGCTSMK 268 277 24.3 25.0 24.3 2 0 0 1,159.5123
I_08 Connective tissue growth factor CTGF_HUMAN 38,091 10 12 23 33.20% TTTLPVEFK 298 306 47.9 26.8 31.9 2 0 0 1,035.5722
I_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 11 21 28.70% CPAGVSLVLDGCGCCR 43 58 60.9 25.0 60.9 2 0 0 1,780.7600
I_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 11 21 28.70% DGAPCIFGGTVYR 99 111 59.5 26.0 52.8 2 0 0 1,412.6629
I_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 11 21 28.70% LPSPDCPFPR 143 152 40.0 25.4 14.3 3 0 0 1,185.5723
I_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 11 21 28.70% CCEEWVCDEPK 160 170 47.4 25.0 47.4 2 0 0 1,511.5601
I_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 11 21 28.70% DQTVVGPALAAYR 171 183 86.9 28.5 36.0 2 2 0 1,360.7220
I_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 11 21 28.70% LEDTFGPDPTMIR 184 196 57.2 26.5 46.5 3 0 0 1,491.7151
I_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 11 21 28.70% ANCLVQTTEWSACSK 197 211 80.9 25.0 80.9 2 2 0 1,754.7837
I_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 11 21 28.70% TTTLPVEFK 298 306 47.3 25.6 35.9 1 0 0 1,035.5722
I_10 Connective tissue growth factor CTGF_HUMAN 38,091 5 6 12 20.10% CPAGVSLVLDGCGCCR 43 58 55.3 25.0 55.3 2 0 0 1,780.7600
I_10 Connective tissue growth factor CTGF_HUMAN 38,091 5 6 12 20.10% DGAPCIFGGTVYR 99 111 57.3 25.8 51.4 2 0 0 1,412.6629
I_10 Connective tissue growth factor CTGF_HUMAN 38,091 5 6 12 20.10% DQTVVGPALAAYR 171 183 74.8 28.5 29.6 2 0 0 1,360.7220
I_10 Connective tissue growth factor CTGF_HUMAN 38,091 5 6 12 20.10% LEDTFGPDPTMIR 184 196 63.0 25.8 56.9 4 0 0 1,507.7101
I_10 Connective tissue growth factor CTGF_HUMAN 38,091 5 6 12 20.10% ANCLVQTTEWSACSK 197 211 69.7 25.0 66.4 2 0 0 1,754.7837
I_11 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 13.80% CPAGVSLVLDGCGCCR 43 58 37.6 25.0 36.0 2 0 0 1,780.7600
I_11 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 13.80% DGAPCIFGGTVYR 99 111 60.2 26.0 57.0 2 0 0 1,412.6629
I_11 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 13.80% LPSPDCPFPR 143 152 37.0 25.4 24.6 2 0 0 1,185.5723
I_11 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 13.80% TTTLPVEFK 298 306 37.6 26.8 22.3 2 0 0 1,035.5722
I_12 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 2 6.30% DQTVVGPALAAYR 171 183 43.6 28.2 21.2 1 0 0 1,360.7220
I_12 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 2 6.30% TTTLPVEFK 298 306 31.7 26.0 19.4 1 0 0 1,035.5722
I_16 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 41.4 25.8 38.7 2 0 0 1,412.6629
I_16 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 41.3 25.4 30.4 2 0 0 1,185.5723
I_21 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 50.0 26.0 40.6 2 0 0 1,412.6629
I_21 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 37.6 25.6 22.4 2 0 0 1,185.5723
I_22 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 6.59% DGAPCIFGGTVYR 99 111 34.5 25.8 23.7 2 0 0 1,412.6629
I_22 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 6.59% LPSPDCPFPR 143 152 29.7 25.4 21.7 1 0 0 1,185.5723
I_24 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 10 21.80% CPAGVSLVLDGCGCCR 43 58 45.3 25.0 45.3 2 0 0 1,780.7600
I_24 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 10 21.80% DGAPCIFGGTVYR 99 111 54.0 26.0 40.0 2 0 0 1,412.6629
I_24 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 10 21.80% LPSPDCPFPR 143 152 34.8 25.4 19.9 1 0 0 1,185.5723
I_24 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 10 21.80% LEDTFGPDPTMIR 184 196 34.3 25.7 30.2 2 0 0 1,507.7101
I_24 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 10 21.80% ANCLVQTTEWSACSK 197 211 38.0 25.0 38.0 1 0 0 1,754.7837
I_24 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 10 21.80% TTTLPVEFK 298 306 29.0 26.0 14.6 2 0 0 1,035.5722
J_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 57.5 26.2 42.7 2 0 0 1,412.6629
J_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 38.0 26.0 22.2 2 0 0 1,185.5723
J_04 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% CPAGVSLVLDGCGCCR 43 58 83.5 25.0 78.4 2 1 0 1,780.7600
J_04 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% DGAPCIFGGTVYR 99 111 46.9 26.4 40.4 2 0 0 1,412.6629
J_04 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% LPSPDCPFPR 143 152 39.7 26.4 24.4 2 0 0 1,185.5723
J_04 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% CCEEWVCDEPK 160 170 35.8 25.0 35.8 2 0 0 1,511.5601
J_04 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% DQTVVGPALAAYR 171 183 67.9 28.0 27.8 2 0 0 1,360.7220
J_04 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% ANCLVQTTEWSACSK 197 211 59.7 25.0 59.7 2 0 0 1,754.7837
J_04 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% TTTLPVEFK 298 306 35.7 26.7 24.5 2 0 0 1,035.5722
J_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% CPAGVSLVLDGCGCCR 43 58 77.8 25.0 75.3 2 1 0 1,780.7600
J_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% DGAPCIFGGTVYR 99 111 63.0 26.3 53.2 2 0 0 1,412.6629
J_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% LPSPDCPFPR 143 152 46.2 25.8 23.3 2 0 0 1,185.5723
J_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% CCEEWVCDEPK 160 170 44.2 25.0 44.2 2 0 0 1,511.5601
J_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% LEDTFGPDPTMIR 184 196 64.3 26.1 58.0 2 0 0 1,507.7101
J_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% ANCLVQTTEWSACSK 197 211 73.7 25.0 70.5 2 0 0 1,754.7837
J_05 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 24.90% TTTLPVEFK 298 306 44.2 26.8 32.8 2 0 0 1,035.5722
J_06 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% DGAPCIFGGTVYR 99 111 32.2 26.3 24.1 2 0 0 1,412.6629
J_06 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% LPSPDCPFPR 143 152 45.4 26.4 34.4 2 0 0 1,185.5723
J_06 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% TTTLPVEFK 298 306 27.3 25.7 17.4 1 0 0 1,035.5722
J_07 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.80% CPAGVSLVLDGCGCCR 43 58 72.5 25.0 66.8 2 0 0 1,780.7600
J_07 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.80% LPSPDCPFPR 143 152 42.2 25.8 27.2 2 0 0 1,185.5723
J_07 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.80% DQTVVGPALAAYR 171 183 51.2 28.0 16.1 2 0 0 1,360.7220
J_07 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.80% LEDTFGPDPTMIR 184 196 57.8 25.8 51.9 2 0 0 1,507.7101
J_07 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.80% ANCLVQTTEWSACSK 197 211 72.0 25.0 72.0 2 0 0 1,754.7837
J_07 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.80% TTTLPVEFK 298 306 35.0 26.9 25.3 1 0 0 1,035.5722
J_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 25.50% CPAGVSLVLDGCGCCR 43 58 77.8 25.0 68.7 3 2 0 1,780.7600
J_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 25.50% DGAPCIFGGTVYR 99 111 53.0 26.3 46.1 2 0 0 1,412.6629
J_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 25.50% LPSPDCPFPR 143 152 36.0 25.9 23.9 1 0 0 1,185.5723
J_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 25.50% DQTVVGPALAAYR 171 183 43.3 28.1 20.9 2 0 0 1,360.7220
J_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 25.50% LEDTFGPDPTMIR 184 196 64.6 25.8 59.5 2 0 0 1,507.7101
J_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 25.50% ANCLVQTTEWSACSK 197 211 63.6 25.0 63.6 2 0 0 1,754.7837
J_08 Connective tissue growth factor CTGF_HUMAN 38,091 7 8 15 25.50% TTTLPVEFK 298 306 51.3 26.9 37.3 1 0 0 1,035.5722
J_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 20 28.70% CPAGVSLVLDGCGCCR 43 58 56.3 25.0 56.3 2 0 0 1,780.7600
J_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 20 28.70% DGAPCIFGGTVYR 99 111 61.9 26.3 55.2 2 0 0 1,412.6629
J_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 20 28.70% LPSPDCPFPR 143 152 33.3 26.2 26.2 4 0 0 1,185.5723
J_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 20 28.70% CCEEWVCDEPK 160 170 46.9 25.0 46.9 2 0 0 1,511.5601
J_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 20 28.70% DQTVVGPALAAYR 171 183 60.2 28.2 29.5 2 0 0 1,360.7220
J_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 20 28.70% LEDTFGPDPTMIR 184 196 58.9 26.7 50.6 4 0 0 1,491.7151
J_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 20 28.70% ANCLVQTTEWSACSK 197 211 76.5 25.0 76.5 2 0 0 1,754.7837



J_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 20 28.70% TTTLPVEFK 298 306 45.9 26.4 31.3 2 0 0 1,035.5722
J_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% CPAGVSLVLDGCGCCR 43 58 62.6 25.0 61.3 2 0 0 1,780.7600
J_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% DGAPCIFGGTVYR 99 111 53.5 26.4 44.1 2 0 0 1,412.6629
J_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% LPSPDCPFPR 143 152 47.7 26.2 32.5 2 0 0 1,185.5723
J_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% DQTVVGPALAAYR 171 183 58.4 28.0 26.5 2 0 0 1,360.7220
J_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% LEDTFGPDPTMIR 184 196 45.8 26.3 36.2 2 0 0 1,507.7101
J_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% ANCLVQTTEWSACSK 197 211 54.4 25.0 54.4 2 0 0 1,754.7837
J_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% TTTLPVEFK 298 306 43.6 26.8 32.8 2 0 0 1,035.5722
J_11 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 10.30% DGAPCIFGGTVYR 99 111 57.2 26.2 47.3 2 0 0 1,412.6629
J_11 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 10.30% LPSPDCPFPR 143 152 39.3 25.9 24.2 2 0 0 1,185.5723
J_11 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 6 10.30% DQTVVGPALAAYR 171 183 61.5 28.4 31.2 2 0 0 1,360.7220
J_12 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.30% DGAPCIFGGTVYR 99 111 36.3 26.1 28.7 2 0 0 1,412.6629
J_12 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.30% LPSPDCPFPR 143 152 46.2 25.8 22.1 2 0 0 1,185.5723
J_12 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.30% DQTVVGPALAAYR 171 183 28.9 27.8 19.8 1 0 0 1,360.7220
J_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.00% DGAPCIFGGTVYR 99 111 65.4 26.1 50.4 2 0 0 1,412.6629
J_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.00% LPSPDCPFPR 143 152 40.7 25.9 26.1 2 0 0 1,185.5723
J_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.00% CCEEWVCDEPK 160 170 56.5 25.0 56.5 2 0 0 1,511.5601
J_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.00% DQTVVGPALAAYR 171 183 37.9 28.1 21.1 1 0 0 1,360.7220
J_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.00% TTTLPVEFK 298 306 30.6 26.9 16.8 2 0 0 1,035.5722
J_21 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 6.59% DGAPCIFGGTVYR 99 111 23.9 25.9 17.3 1 0 0 1,412.6629
J_21 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 6.59% LPSPDCPFPR 143 152 29.9 25.9 15.2 2 0 0 1,185.5723
J_24 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.30% DGAPCIFGGTVYR 99 111 38.0 25.9 28.4 2 0 0 1,412.6629
J_24 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.30% LPSPDCPFPR 143 152 33.5 25.9 19.3 2 0 0 1,185.5723
J_24 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.30% LEDTFGPDPTMIR 184 196 28.3 25.9 21.3 1 0 0 1,507.7101
K_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 55.0 26.0 38.3 2 0 0 1,412.6629
K_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 35.7 25.9 20.3 2 0 0 1,185.5723
K_04 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 13 23.20% CPAGVSLVLDGCGCCR 43 58 91.1 25.0 85.4 2 0 0 1,780.7600
K_04 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 13 23.20% DGAPCIFGGTVYR 99 111 62.1 26.0 46.9 2 0 0 1,412.6629
K_04 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 13 23.20% LPSPDCPFPR 143 152 44.0 25.4 19.6 4 0 0 1,185.5723
K_04 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 13 23.20% CCEEWVCDEPK 160 170 67.3 25.0 67.3 2 0 0 1,511.5601
K_04 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 13 23.20% ANCLVQTTEWSACSK 197 211 73.7 25.0 73.7 2 0 0 1,754.7837
K_04 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 13 23.20% ISKPIKFELSGCTSMK 262 277 23.6 27.1 20.5 0 1 0 1,841.9502
K_05 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 30.40% CPAGVSLVLDGCGCCR 43 58 63.2 25.0 62.9 2 0 0 1,780.7600
K_05 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 30.40% QLGELCTERDPCDPHK 63 78 19.9 25.0 8.4 0 1 0 1,954.8750
K_05 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 30.40% DGAPCIFGGTVYR 99 111 50.1 25.9 42.5 2 0 0 1,412.6629
K_05 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 30.40% CCEEWVCDEPK 160 170 50.7 25.0 50.7 2 0 0 1,511.5601
K_05 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 30.40% DQTVVGPALAAYR 171 183 71.8 28.4 30.0 2 0 0 1,360.7220
K_05 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 30.40% LEDTFGPDPTMIR 184 196 46.5 25.3 36.9 1 0 0 1,507.7101
K_05 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 30.40% ANCLVQTTEWSACSK 197 211 75.4 25.0 71.0 2 0 0 1,754.7837
K_05 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 14 30.40% TTTLPVEFK 298 306 25.8 26.0 12.5 2 0 0 1,035.5722
K_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.30% CPAGVSLVLDGCGCCR 43 58 61.6 25.0 60.1 2 0 0 1,780.7600
K_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.30% DGAPCIFGGTVYR 99 111 38.7 26.2 29.7 2 0 0 1,412.6629
K_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.30% LPSPDCPFPR 143 152 43.5 26.1 28.4 2 0 0 1,185.5723
K_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.30% CCEEWVCDEPK 160 170 31.9 25.0 31.9 2 0 0 1,511.5601
K_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.30% DQTVVGPALAAYR 171 183 38.2 28.0 19.5 2 0 0 1,360.7220
K_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.30% ANCLVQTTEWSACSK 197 211 47.9 25.0 44.5 1 0 0 1,754.7837
K_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 17.20% LPSPDCPFPR 143 152 40.4 25.3 18.2 2 0 0 1,185.5723
K_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 17.20% DQTVVGPALAAYR 171 183 81.5 28.0 36.5 2 0 0 1,360.7220
K_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 17.20% LEDTFGPDPTMIR 184 196 61.7 25.8 51.0 2 0 0 1,507.7101
K_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 17.20% ANCLVQTTEWSACSK 197 211 67.2 25.0 62.2 2 0 0 1,754.7837
K_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 17.20% TTTLPVEFK 298 306 25.7 26.0 12.3 2 0 0 1,035.5722
K_08 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 17 30.70% CPAGVSLVLDGCGCCR 43 58 57.7 25.0 57.7 2 0 0 1,780.7600
K_08 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 17 30.70% QLGELCTERDPCDPHK 63 78 31.1 25.0 26.9 0 1 0 1,954.8750
K_08 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 17 30.70% DGAPCIFGGTVYR 99 111 45.2 25.9 41.0 2 0 0 1,412.6629
K_08 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 17 30.70% LPSPDCPFPR 143 152 49.2 25.3 31.4 4 0 0 1,185.5723
K_08 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 17 30.70% CCEEWVCDEPK 160 170 63.3 25.0 63.3 2 0 0 1,511.5601
K_08 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 17 30.70% DQTVVGPALAAYR 171 183 63.0 28.6 29.2 2 0 0 1,360.7220
K_08 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 17 30.70% LEDTFGPDPTMIR 184 196 62.6 25.9 47.8 2 0 0 1,507.7101
K_08 Connective tissue growth factor CTGF_HUMAN 38,091 8 8 17 30.70% ANCLVQTTEWSACSK 197 211 61.7 25.0 61.7 2 0 0 1,754.7837
K_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 18 28.70% CPAGVSLVLDGCGCCR 43 58 87.3 25.0 83.3 3 0 0 1,780.7600
K_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 18 28.70% DGAPCIFGGTVYR 99 111 50.0 25.9 42.4 2 0 0 1,412.6629
K_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 18 28.70% LPSPDCPFPR 143 152 42.3 26.1 26.9 1 0 0 1,185.5723
K_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 18 28.70% CCEEWVCDEPK 160 170 61.4 25.0 61.4 2 0 0 1,511.5601
K_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 18 28.70% DQTVVGPALAAYR 171 183 72.6 28.5 30.7 2 0 0 1,360.7220
K_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 18 28.70% LEDTFGPDPTMIR 184 196 50.5 26.0 42.0 2 0 0 1,507.7101
K_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 18 28.70% ANCLVQTTEWSACSK 197 211 94.8 25.0 92.9 2 2 0 1,754.7837
K_09 Connective tissue growth factor CTGF_HUMAN 38,091 8 9 18 28.70% TTTLPVEFK 298 306 41.1 26.9 31.7 2 0 0 1,035.5722
K_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% CPAGVSLVLDGCGCCR 43 58 59.6 25.0 59.6 2 0 0 1,780.7600
K_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% DGAPCIFGGTVYR 99 111 53.8 26.0 44.8 2 0 0 1,412.6629
K_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% LPSPDCPFPR 143 152 38.5 25.4 24.1 2 0 0 1,185.5723
K_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% DQTVVGPALAAYR 171 183 63.4 28.6 29.0 2 0 0 1,360.7220
K_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% LEDTFGPDPTMIR 184 196 50.7 25.9 43.8 2 0 0 1,507.7101
K_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% ANCLVQTTEWSACSK 197 211 85.2 25.0 85.2 2 0 0 1,754.7837
K_10 Connective tissue growth factor CTGF_HUMAN 38,091 7 7 14 25.50% TTTLPVEFK 298 306 32.4 26.8 15.3 2 0 0 1,035.5722
K_12 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% DGAPCIFGGTVYR 99 111 33.4 25.9 21.0 2 0 0 1,412.6629
K_12 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% DQTVVGPALAAYR 171 183 40.8 28.5 24.6 2 0 0 1,360.7220
K_12 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% TTTLPVEFK 298 306 28.9 26.8 20.6 1 0 0 1,035.5722
K_15 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 6.59% DGAPCIFGGTVYR 99 111 35.4 25.7 26.5 2 0 0 1,412.6629
K_15 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 6.59% LPSPDCPFPR 143 152 27.0 25.3 14.2 1 0 0 1,185.5723
K_23 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 46.0 26.1 37.3 2 0 0 1,412.6629
K_23 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 43.6 25.8 31.4 2 0 0 1,185.5723
K_24 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% DGAPCIFGGTVYR 99 111 54.1 26.0 45.6 2 0 0 1,412.6629
K_24 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% DQTVVGPALAAYR 171 183 37.0 28.6 18.1 2 0 0 1,360.7220
K_24 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% TTTLPVEFK 298 306 29.7 26.0 20.9 1 0 0 1,035.5722
L_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 60.4 26.1 48.6 2 0 0 1,412.6629
L_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 44.7 25.8 30.9 2 0 0 1,185.5723
L_06 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% DQTVVGPALAAYR 171 183 71.6 28.4 33.3 2 0 0 1,360.7220
L_06 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% LEDTFGPDPTMIR 184 196 64.3 25.8 57.8 2 0 0 1,507.7101
L_06 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 10.00% TTTLPVEFK 298 306 26.9 26.9 18.9 1 0 0 1,035.5722
L_13 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 7.45% DGAPCIFGGTVYR 99 111 49.8 26.3 36.1 2 0 0 1,412.6629
L_13 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 7.45% LEDTFGPDPTMIR 184 196 37.8 26.3 24.6 1 0 0 1,507.7101
L_16 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 15.50% DGAPCIFGGTVYR 99 111 57.0 26.2 49.3 2 0 0 1,412.6629
L_16 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 15.50% DQTVVGPALAAYR 171 183 47.7 28.2 21.7 2 0 0 1,360.7220
L_16 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 15.50% LEDTFGPDPTMIR 184 196 44.7 26.1 33.3 2 0 0 1,507.7101
L_16 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 15.50% ANCLVQTTEWSACSK 197 211 83.6 25.0 83.6 2 0 0 1,754.7837
M_03 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% QLGELCTER 63 71 25.1 26.9 14.8 1 0 0 1,105.5308
M_03 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% DGAPCIFGGTVYR 99 111 61.3 26.1 51.9 2 0 0 1,412.6629
M_03 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 9.17% LPSPDCPFPR 143 152 30.2 26.1 19.4 2 0 0 1,185.5723
M_06 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 13.80% DGAPCIFGGTVYR 99 111 60.5 26.1 47.1 2 0 0 1,412.6629
M_06 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 13.80% DQTVVGPALAAYR 171 183 66.4 28.2 32.5 2 0 0 1,360.7220
M_06 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 13.80% LEDTFGPDPTMIR 184 196 67.1 26.0 59.7 2 0 0 1,507.7101
M_06 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 13.80% TTTLPVEFK 298 306 29.1 26.8 19.1 2 0 0 1,035.5722
M_14 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 5.44% LPSPDCPFPR 143 152 34.5 26.1 13.5 2 0 0 1,185.5723
M_14 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 5.44% TTTLPVEFK 298 306 28.3 26.8 19.9 1 0 0 1,035.5722
M_15 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 2 7.45% DQTVVGPALAAYR 171 183 45.5 28.2 18.8 1 0 0 1,360.7220
M_15 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 2 7.45% LEDTFGPDPTMIR 184 196 36.9 25.8 29.1 1 0 0 1,507.7101
M_16 Connective tissue growth factor CTGF_HUMAN 38,091 4 5 9 14.60% DGAPCIFGGTVYR 99 111 61.5 25.7 55.2 2 0 0 1,412.6629
M_16 Connective tissue growth factor CTGF_HUMAN 38,091 4 5 9 14.60% LPSPDCPFPR 143 152 38.6 25.4 20.9 2 0 0 1,185.5723
M_16 Connective tissue growth factor CTGF_HUMAN 38,091 4 5 9 14.60% LEDTFGPDPTMIR 184 196 61.8 25.8 56.4 3 0 0 1,507.7101
M_16 Connective tissue growth factor CTGF_HUMAN 38,091 4 5 9 14.60% ANCLVQTTEWSACSK 197 211 67.4 25.0 67.4 2 0 0 1,754.7837
N_03 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 15.80% CPAGVSLVLDGCGCCR 43 58 45.3 25.0 36.2 2 0 0 1,780.7600
N_03 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 15.80% QLGELCTERDPCDPHK 63 78 16.1 25.0 16.1 0 1 0 1,954.8750



N_03 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 15.80% DGAPCIFGGTVYR 99 111 54.9 26.4 45.3 2 0 0 1,412.6629
N_03 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 15.80% LPSPDCPFPR 143 152 36.0 25.9 22.9 2 0 0 1,185.5723
N_04 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 52.4 26.3 44.3 2 0 0 1,412.6629
N_04 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 33.2 25.9 19.2 2 0 0 1,185.5723
N_05 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 14.00% DGAPCIFGGTVYR 99 111 46.8 26.3 35.4 2 0 0 1,412.6629
N_05 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 14.00% LPSPDCPFPR 143 152 38.1 25.8 17.5 2 0 0 1,185.5723
N_05 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 14.00% DQTVVGPALAAYR 171 183 75.1 28.0 32.2 2 0 0 1,360.7220
N_05 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 14.00% LEDTFGPDPTMIR 184 196 58.7 26.0 54.3 2 0 0 1,507.7101
N_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.90% CPAGVSLVLDGCGCCR 43 58 49.0 25.0 48.8 1 0 0 1,780.7600
N_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.90% DGAPCIFGGTVYR 99 111 64.1 26.3 53.4 2 0 0 1,412.6629
N_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.90% LPSPDCPFPR 143 152 24.8 26.2 8.9 2 0 0 1,185.5723
N_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.90% DQTVVGPALAAYR 171 183 67.5 28.1 30.8 2 0 0 1,360.7220
N_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.90% LEDTFGPDPTMIR 184 196 62.0 26.5 52.0 2 0 0 1,507.7101
N_06 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 22.90% ANCLVQTTEWSACSK 197 211 63.3 25.0 63.3 2 0 0 1,754.7837
N_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% DGAPCIFGGTVYR 99 111 56.8 26.3 39.7 2 0 0 1,412.6629
N_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% LPSPDCPFPR 143 152 38.0 26.0 17.5 2 0 0 1,185.5723
N_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% DQTVVGPALAAYR 171 183 59.6 28.1 26.6 2 0 0 1,360.7220
N_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% LEDTFGPDPTMIR 184 196 61.2 25.9 55.2 2 0 0 1,507.7101
N_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% ANCLVQTTEWSACSK 197 211 63.3 25.0 63.3 2 0 0 1,754.7837
N_11 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 35.1 26.1 23.0 2 0 0 1,185.5723
N_11 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DQTVVGPALAAYR 171 183 49.9 27.8 14.8 2 0 0 1,360.7220
N_12 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 14.60% LPSPDCPFPR 143 152 31.9 25.8 19.5 2 0 0 1,185.5723
N_12 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 14.60% DQTVVGPALAAYR 171 183 44.4 27.8 18.0 2 0 0 1,360.7220
N_12 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 14.60% LEDTFGPDPTMIR 184 196 47.3 26.0 40.0 1 0 0 1,507.7101
N_12 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 6 14.60% ANCLVQTTEWSACSK 197 211 36.9 25.0 33.5 1 0 0 1,754.7837
N_13 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 10.30% DGAPCIFGGTVYR 99 111 63.6 25.9 46.8 2 0 0 1,412.6629
N_13 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 10.30% LPSPDCPFPR 143 152 30.5 26.2 15.6 1 0 0 1,185.5723
N_13 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 4 10.30% DQTVVGPALAAYR 171 183 61.9 28.0 26.6 1 0 0 1,360.7220
N_14 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 44.5 26.4 28.5 2 0 0 1,185.5723
N_14 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DQTVVGPALAAYR 171 183 31.5 28.1 12.0 2 0 0 1,360.7220
N_15 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.60% DGAPCIFGGTVYR 99 111 54.9 26.3 44.5 2 0 0 1,412.6629
N_15 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.60% LPSPDCPFPR 143 152 36.3 25.9 16.1 2 0 0 1,185.5723
N_15 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.60% DQTVVGPALAAYR 171 183 63.7 27.8 26.7 2 0 0 1,360.7220
N_15 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.60% LEDTFGPDPTMIR 184 196 52.3 26.0 45.5 2 0 0 1,507.7101
N_15 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 16.60% TTTLPVEFK 298 306 28.9 26.6 17.2 1 0 0 1,035.5722
N_16 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 14.60% DGAPCIFGGTVYR 99 111 65.8 26.1 56.9 2 0 0 1,412.6629
N_16 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 14.60% LPSPDCPFPR 143 152 32.9 26.0 18.6 2 0 0 1,185.5723
N_16 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 14.60% DQTVVGPALAAYR 171 183 67.8 28.0 31.1 2 0 0 1,360.7220
N_16 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 14.60% ANCLVQTTEWSACSK 197 211 80.7 25.0 80.7 2 0 0 1,754.7837
O_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 63.9 26.1 54.0 2 0 0 1,412.6629
O_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 43.0 26.1 28.4 2 0 0 1,185.5723
O_04 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 64.0 26.1 53.9 2 0 0 1,412.6629
O_04 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 34.4 26.1 14.2 2 0 0 1,185.5723
O_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% DGAPCIFGGTVYR 99 111 57.0 26.1 48.6 2 0 0 1,412.6629
O_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% LPSPDCPFPR 143 152 38.9 26.0 14.0 2 0 0 1,185.5723
O_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% DQTVVGPALAAYR 171 183 63.4 28.4 26.1 2 0 0 1,360.7220
O_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% LEDTFGPDPTMIR 184 196 51.1 25.8 38.4 2 0 0 1,507.7101
O_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% ANCLVQTTEWSACSK 197 211 69.1 25.0 69.1 2 0 0 1,754.7837
O_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 16.60% DGAPCIFGGTVYR 99 111 49.6 26.1 43.1 2 0 0 1,412.6629
O_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 16.60% LPSPDCPFPR 143 152 34.4 25.9 18.9 1 0 0 1,185.5723
O_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 16.60% DQTVVGPALAAYR 171 183 53.5 28.2 23.5 2 0 0 1,360.7220
O_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 16.60% LEDTFGPDPTMIR 184 196 46.0 26.0 41.1 2 0 0 1,507.7101
O_07 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 8 16.60% TTTLPVEFK 298 306 38.0 26.7 29.5 1 0 0 1,035.5722
O_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 17.20% DGAPCIFGGTVYR 99 111 61.6 25.9 45.3 2 0 0 1,412.6629
O_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 17.20% LPSPDCPFPR 143 152 24.9 25.9 9.2 2 0 0 1,185.5723
O_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 17.20% DQTVVGPALAAYR 171 183 71.4 28.1 22.8 2 0 0 1,360.7220
O_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 17.20% ANCLVQTTEWSACSK 197 211 59.6 25.1 59.6 2 0 0 1,754.7837
O_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 17.20% TTTLPVEFK 298 306 33.0 26.7 19.6 2 0 0 1,035.5722
P_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 18.30% DGAPCIFGGTVYR 99 111 57.0 26.4 50.5 2 0 0 1,412.6629
P_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 18.30% LPSPDCPFPR 143 152 33.0 25.9 13.7 2 0 0 1,185.5723
P_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 18.30% DQTVVGPALAAYR 171 183 71.9 28.3 27.8 2 0 0 1,360.7220
P_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 18.30% LEDTFGPDPTMIR 184 196 61.8 26.3 50.5 2 0 0 1,507.7101
P_06 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 9 18.30% ANCLVQTTEWSACSK 197 211 37.8 25.0 37.8 1 0 0 1,754.7837
P_07 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 15.50% DGAPCIFGGTVYR 99 111 45.4 26.4 41.8 2 0 0 1,412.6629
P_07 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 15.50% DQTVVGPALAAYR 171 183 55.2 28.4 22.3 2 0 0 1,360.7220
P_07 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 15.50% LEDTFGPDPTMIR 184 196 46.2 26.4 39.3 1 0 0 1,507.7101
P_07 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 15.50% ANCLVQTTEWSACSK 197 211 67.1 25.0 64.2 2 0 0 1,754.7837
P_16 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.20% DGAPCIFGGTVYR 99 111 57.5 26.3 48.5 2 0 0 1,412.6629
P_16 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.20% LPSPDCPFPR 143 152 36.3 25.9 25.9 2 0 0 1,185.5723
P_16 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.20% DQTVVGPALAAYR 171 183 72.0 28.0 32.5 2 0 0 1,360.7220
P_16 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.20% LEDTFGPDPTMIR 184 196 60.7 26.5 47.7 2 0 0 1,507.7101
P_16 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.20% ANCLVQTTEWSACSK 197 211 74.7 25.0 72.5 2 0 0 1,754.7837
P_16 Connective tissue growth factor CTGF_HUMAN 38,091 6 6 11 21.20% FELSGCTSMK 268 277 28.1 25.0 26.7 1 0 0 1,175.5072
Q_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% DGAPCIFGGTVYR 99 111 56.3 26.4 46.6 2 0 0 1,412.6629
Q_03 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 4 6.59% LPSPDCPFPR 143 152 31.9 26.2 17.9 2 0 0 1,185.5723
Q_05 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 14.00% DGAPCIFGGTVYR 99 111 49.9 26.3 41.1 2 0 0 1,412.6629
Q_05 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 14.00% LPSPDCPFPR 143 152 41.9 25.9 30.6 2 0 0 1,185.5723
Q_05 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 14.00% DQTVVGPALAAYR 171 183 63.9 28.1 26.7 2 0 0 1,360.7220
Q_05 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 8 14.00% LEDTFGPDPTMIR 184 196 51.1 26.4 40.2 2 0 0 1,507.7101
Q_06 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 13.80% DGAPCIFGGTVYR 99 111 74.0 25.9 66.2 2 0 0 1,412.6629
Q_06 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 13.80% DQTVVGPALAAYR 171 183 71.3 28.0 24.7 2 0 0 1,360.7220
Q_06 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 13.80% LEDTFGPDPTMIR 184 196 64.1 25.9 57.8 2 0 0 1,507.7101
Q_06 Connective tissue growth factor CTGF_HUMAN 38,091 4 4 7 13.80% TTTLPVEFK 298 306 24.1 26.7 14.3 1 0 0 1,035.5722
Q_07 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 11.20% DGAPCIFGGTVYR 99 111 55.9 26.1 48.2 2 0 0 1,412.6629
Q_07 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 11.20% DQTVVGPALAAYR 171 183 49.7 28.2 25.5 2 0 0 1,360.7220
Q_07 Connective tissue growth factor CTGF_HUMAN 38,091 3 3 5 11.20% LEDTFGPDPTMIR 184 196 56.4 26.1 50.4 1 0 0 1,507.7101
Q_15 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 5.44% QLGELCTER 63 71 22.6 26.9 22.0 1 0 0 1,105.5308
Q_15 Connective tissue growth factor CTGF_HUMAN 38,091 2 2 3 5.44% LPSPDCPFPR 143 152 28.2 25.8 17.4 2 0 0 1,185.5723
Q_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% DGAPCIFGGTVYR 99 111 54.2 25.9 43.7 2 0 0 1,412.6629
Q_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% LPSPDCPFPR 143 152 30.0 25.9 17.0 2 0 0 1,185.5723
Q_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% DQTVVGPALAAYR 171 183 65.1 28.4 25.8 2 0 0 1,360.7220
Q_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% LEDTFGPDPTMIR 184 196 67.4 26.0 60.7 2 0 0 1,507.7101
Q_16 Connective tissue growth factor CTGF_HUMAN 38,091 5 5 10 18.30% ANCLVQTTEWSACSK 197 211 78.6 25.0 78.6 2 0 0 1,754.7837
A_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 19.30% CPAGVSLVLDGCGCCR 41 56 77.4 25.0 75.0 2 2 0 1,780.7600
A_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 19.30% GLFCDFGSPANR 77 88 47.9 25.0 44.1 2 0 0 1,340.6053
A_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 19.30% GLFCDFGSPANRK 77 89 38.2 25.8 29.7 2 0 0 1,468.7003
A_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 19.30% LPSPDCPFPR 141 150 42.7 25.4 37.2 2 0 0 1,185.5723
A_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 19.30% CCEEWVCDEPK 158 168 57.5 25.0 57.5 2 0 0 1,511.5601
A_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 19.30% LCMVRPCEADLEENIKK 234 250 37.5 26.6 33.4 0 2 1 2,121.0140
B_03 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 13.80% CPAGVSLVLDGCGCCR 41 56 62.6 25.0 62.6 2 0 0 1,780.7600
B_03 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 13.80% QLGELCTER 61 69 40.5 26.1 29.9 1 0 0 1,105.5308
B_03 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 13.80% GLFCDFGSPANR 77 88 56.0 25.0 48.0 2 0 0 1,340.6053
B_03 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 13.80% GLFCDFGSPANRK 77 89 23.0 25.8 17.2 1 0 0 1,468.7003
B_03 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 13.80% LPSPDCPFPR 141 150 48.5 25.6 32.2 2 0 0 1,185.5723
C_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 30.80% CPAGVSLVLDGCGCCR 41 56 67.8 25.0 67.8 2 2 0 1,780.7600
C_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 30.80% QLGELCTER 61 69 51.5 25.9 39.3 2 0 0 1,105.5308
C_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 30.80% QLGELCTERDPCDPHK 61 76 17.8 25.0 17.8 1 0 0 1,954.8750
C_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 30.80% GLFCDFGSPANR 77 88 57.3 25.0 49.4 2 0 0 1,340.6053
C_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 30.80% GLFCDFGSPANRK 77 89 17.5 25.6 11.4 0 1 0 1,468.7003
C_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 30.80% LPSPDCPFPR 141 150 35.2 25.4 24.3 4 0 0 1,185.5723
C_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 30.80% CCEEWVCDEPK 158 168 69.7 25.0 63.7 2 0 0 1,511.5601
C_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 30.80% ANCLVQTTEWSACSK 195 209 72.1 25.0 72.1 2 0 0 1,754.7837



C_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 30.80% LCMVRPCEADLEENIKK 234 250 30.7 27.1 30.5 0 2 0 2,121.0140
C_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 30.80% TTTLPVEFK 296 304 32.0 26.5 22.0 2 0 0 1,035.5722
C_05 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 26.20% CPAGVSLVLDGCGCCR 41 56 62.5 25.0 61.9 2 1 0 1,780.7600
C_05 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 26.20% GLFCDFGSPANR 77 88 51.2 25.0 44.4 2 0 0 1,340.6053
C_05 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 26.20% GLFCDFGSPANRK 77 89 25.2 25.8 11.2 1 0 0 1,468.7003
C_05 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 26.20% LPSPDCPFPR 141 150 46.9 25.6 32.5 2 0 0 1,185.5723
C_05 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 26.20% CCEEWVCDEPK 158 168 46.8 25.0 46.8 1 0 0 1,511.5601
C_05 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 26.20% ANCLVQTTEWSACSK 195 209 56.5 25.0 56.5 2 0 0 1,754.7837
C_05 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 26.20% LCMVRPCEADLEENIK 234 249 22.5 25.0 11.6 0 1 0 1,992.9190
C_05 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 26.20% LCMVRPCEADLEENIKK 234 250 52.9 26.6 38.7 0 2 0 2,121.0140
C_05 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 26.20% TTTLPVEFK 296 304 44.1 26.8 28.8 2 0 0 1,035.5722
C_09 Connective tissue growth factor CTGF_RAT 37,755 2 3 6 31.40% CPAGVSLVLDGCGCCR 41 56 73.5 25.0 73.5 2 0 0 1,780.7600
C_09 Connective tissue growth factor CTGF_RAT 37,755 2 3 6 31.40% QLGELCTER 61 69 54.3 26.0 34.6 2 0 0 1,105.5308
C_09 Connective tissue growth factor CTGF_RAT 37,755 2 3 6 31.40% GLFCDFGSPANR 77 88 36.9 25.0 24.2 2 0 0 1,340.6053
C_09 Connective tissue growth factor CTGF_RAT 37,755 2 3 6 31.40% GLFCDFGSPANRK 77 89 37.6 25.8 21.4 2 2 0 1,468.7003
C_09 Connective tissue growth factor CTGF_RAT 37,755 2 3 6 31.40% LPSPDCPFPR 141 150 50.5 25.8 45.9 3 0 0 1,185.5723
C_09 Connective tissue growth factor CTGF_RAT 37,755 2 3 6 31.40% CCEEWVCDEPK 158 168 66.3 25.0 66.3 2 0 0 1,511.5601
C_09 Connective tissue growth factor CTGF_RAT 37,755 2 3 6 31.40% ANCLVQTTEWSACSK 195 209 68.3 25.0 68.3 2 0 0 1,754.7837
C_09 Connective tissue growth factor CTGF_RAT 37,755 2 3 6 31.40% LCMVRPCEADLEENIKK 234 250 64.3 26.6 54.6 0 2 1 2,121.0140
C_09 Connective tissue growth factor CTGF_RAT 37,755 2 3 6 31.40% FCGVCTDGR 281 289 31.9 25.0 22.2 2 0 0 1,071.4348
C_09 Connective tissue growth factor CTGF_RAT 37,755 2 3 6 31.40% TTTLPVEFK 296 304 37.8 26.6 17.5 2 0 0 1,035.5722
H_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 18.70% CPAGVSLVLDGCGCCR 41 56 85.8 25.0 82.1 3 1 0 1,780.7600
H_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 18.70% GLFCDFGSPANR 77 88 56.4 25.0 56.4 1 0 0 1,340.6053
H_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 18.70% GLFCDFGSPANRK 77 89 35.0 26.2 25.7 2 0 0 1,468.7003
H_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 18.70% LPSPDCPFPR 141 150 34.9 25.9 24.0 1 0 0 1,185.5723
H_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 18.70% CCEEWVCDEPK 158 168 58.2 25.0 58.2 2 0 0 1,511.5601
H_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 18.70% ANCLVQTTEWSACSK 195 209 84.7 25.0 84.7 2 0 0 1,754.7837
H_10 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 15.30% CPAGVSLVLDGCGCCR 41 56 66.7 25.0 63.8 2 0 0 1,780.7600
H_10 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 15.30% GLFCDFGSPANR 77 88 54.9 25.0 49.0 2 0 0 1,340.6053
H_10 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 15.30% GLFCDFGSPANRK 77 89 17.2 25.9 15.4 0 1 0 1,468.7003
H_10 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 15.30% ANCLVQTTEWSACSK 195 209 76.8 25.0 76.8 2 0 0 1,754.7837
H_10 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 15.30% TTTLPVEFK 296 304 34.4 26.0 19.8 1 0 0 1,035.5722
I_04 Connective tissue growth factor CTGF_RAT 37,755 2 3 5 20.50% CPAGVSLVLDGCGCCR 41 56 47.2 25.0 44.8 2 2 0 1,780.7600
I_04 Connective tissue growth factor CTGF_RAT 37,755 2 3 5 20.50% QLGELCTERDPCDPHK 61 76 27.7 25.0 26.7 0 1 0 1,954.8750
I_04 Connective tissue growth factor CTGF_RAT 37,755 2 3 5 20.50% GLFCDFGSPANR 77 88 61.8 25.0 59.8 2 0 0 1,340.6053
I_04 Connective tissue growth factor CTGF_RAT 37,755 2 3 5 20.50% GLFCDFGSPANRK 77 89 33.6 26.1 21.0 1 2 0 1,468.7003
I_04 Connective tissue growth factor CTGF_RAT 37,755 2 3 5 20.50% CCEEWVCDEPK 158 168 68.8 25.0 68.8 2 0 0 1,511.5601
I_04 Connective tissue growth factor CTGF_RAT 37,755 2 3 5 20.50% ANCLVQTTEWSACSK 195 209 81.1 25.0 73.7 2 0 0 1,754.7837
I_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 21.30% CPAGVSLVLDGCGCCR 41 56 53.7 25.0 53.7 2 2 0 1,780.7600
I_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 21.30% GLFCDFGSPANR 77 88 72.7 25.0 70.6 1 0 0 1,340.6053
I_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 21.30% GLFCDFGSPANRK 77 89 32.2 26.2 21.1 2 0 0 1,468.7003
I_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 21.30% LPSPDCPFPR 141 150 35.0 25.3 27.6 2 0 0 1,185.5723
I_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 21.30% CCEEWVCDEPK 158 168 51.3 25.0 51.3 2 0 0 1,511.5601
I_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 21.30% ANCLVQTTEWSACSK 195 209 96.6 25.0 94.7 2 2 0 1,754.7837
I_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 21.30% TTTLPVEFK 296 304 47.9 26.8 31.9 2 0 0 1,035.5722
K_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 18.70% CPAGVSLVLDGCGCCR 41 56 91.1 25.0 85.4 2 0 0 1,780.7600
K_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 18.70% GLFCDFGSPANR 77 88 57.4 25.0 55.1 2 0 0 1,340.6053
K_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 18.70% GLFCDFGSPANRK 77 89 36.5 25.9 25.0 2 0 0 1,468.7003
K_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 18.70% LPSPDCPFPR 141 150 44.0 25.4 19.6 4 0 0 1,185.5723
K_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 18.70% CCEEWVCDEPK 158 168 67.3 25.0 67.3 2 0 0 1,511.5601
K_04 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 18.70% ANCLVQTTEWSACSK 195 209 73.7 25.0 73.7 2 0 0 1,754.7837
K_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 23.30% CPAGVSLVLDGCGCCR 41 56 57.7 25.0 57.7 2 0 0 1,780.7600
K_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 23.30% QLGELCTERDPCDPHK 61 76 31.1 25.0 26.9 0 1 0 1,954.8750
K_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 23.30% GLFCDFGSPANR 77 88 35.0 25.0 26.8 2 0 0 1,340.6053
K_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 23.30% GLFCDFGSPANRK 77 89 37.3 26.1 27.2 2 0 0 1,468.7003
K_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 23.30% LPSPDCPFPR 141 150 49.2 25.3 31.4 4 0 0 1,185.5723
K_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 23.30% CCEEWVCDEPK 158 168 63.3 25.0 63.3 2 0 0 1,511.5601
K_08 Connective tissue growth factor CTGF_RAT 37,755 2 2 4 23.30% ANCLVQTTEWSACSK 195 209 61.7 25.0 61.7 2 0 0 1,754.7837
K_10 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 18.20% CPAGVSLVLDGCGCCR 41 56 59.6 25.0 59.6 2 0 0 1,780.7600
K_10 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 18.20% GLFCDFGSPANR 77 88 57.9 25.0 57.9 2 0 0 1,340.6053
K_10 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 18.20% GLFCDFGSPANRK 77 89 21.1 26.1 18.4 0 1 0 1,468.7003
K_10 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 18.20% LPSPDCPFPR 141 150 38.5 25.4 24.1 2 0 0 1,185.5723
K_10 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 18.20% ANCLVQTTEWSACSK 195 209 85.2 25.0 85.2 2 0 0 1,754.7837
K_10 Connective tissue growth factor CTGF_RAT 37,755 2 2 3 18.20% TTTLPVEFK 296 304 32.4 26.8 15.3 2 0 0 1,035.5722
A_07 Catenin alpha‐1 CTNA1_HUMAN 100,073 3 3 5 3.53% IAEQVASFQEEK 684 695 45.0 27.9 41.9 2 0 0 1,378.6849
A_07 Catenin alpha‐1 CTNA1_HUMAN 100,073 3 3 5 3.53% QDLLAYLQR 774 782 44.7 28.7 27.4 1 0 0 1,119.6158
A_07 Catenin alpha‐1 CTNA1_HUMAN 100,073 3 3 5 3.53% NLMNAVVQTVK 824 834 40.7 28.7 26.5 2 0 0 1,232.6668
A_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 18 13.60% AAAGEFADDPCSSVK 106 120 63.2 25.0 54.0 2 0 0 1,524.6636
A_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 18 13.60% NAGNEQDLGIQYK 166 178 58.2 27.0 54.3 2 0 0 1,449.6970
A_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 18 13.60% QIIVDPLSFSEER 288 300 42.0 28.5 37.3 1 0 0 1,532.7956
A_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 18 13.60% CVIALQEK 526 533 23.6 29.4 4.7 1 0 0 960.5184
A_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 18 13.60% TSVQTEDDQLIAGQSAR 654 670 72.9 26.7 64.8 2 0 0 1,818.8830
A_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 18 13.60% AIMAQLPQEQK 671 681 46.5 27.3 32.2 2 0 0 1,272.6619
A_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 18 13.60% IAEQVASFQEEK 684 695 67.0 27.9 58.2 2 0 0 1,378.6849
A_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 18 13.60% WDDSGNDIIVLAK 705 717 43.2 27.4 38.1 2 0 0 1,445.7273
A_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 18 13.60% QDLLAYLQR 774 782 42.4 28.7 25.1 2 0 0 1,119.6158
A_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 18 13.60% HVNPVQALSEFK 890 901 37.5 26.8 34.0 2 0 0 1,368.7270
B_07 Catenin alpha‐1 CTNA1_HUMAN 100,073 2 2 3 2.21% QDLLAYLQR 774 782 45.3 28.5 28.1 2 0 0 1,119.6158
B_07 Catenin alpha‐1 CTNA1_HUMAN 100,073 2 2 3 2.21% NLMNAVVQTVK 824 834 37.6 28.5 27.0 1 0 0 1,232.6668
B_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 17 14.30% EELVAAVEDVRK 88 99 23.4 28.3 16.2 0 1 0 1,357.7322
B_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 17 14.30% AAAGEFADDPCSSVK 106 120 59.9 25.0 53.6 2 0 0 1,524.6636
B_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 17 14.30% NAGNEQDLGIQYK 166 178 52.7 27.0 52.7 2 0 0 1,449.6970
B_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 17 14.30% ALKPEVDKLNIMAAK 179 193 17.0 25.5 10.3 0 1 0 1,656.9356
B_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 17 14.30% QIIVDPLSFSEER 288 300 35.2 28.7 31.1 1 0 0 1,532.7956
B_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 17 14.30% TSVQTEDDQLIAGQSAR 654 670 65.8 26.8 51.4 2 0 0 1,818.8830
B_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 17 14.30% AIMAQLPQEQK 671 681 47.8 27.4 29.0 2 0 0 1,272.6619
B_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 17 14.30% IAEQVASFQEEK 684 695 64.6 27.5 53.1 2 0 0 1,378.6849
B_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 17 14.30% WDDSGNDIIVLAK 705 717 57.8 27.3 50.5 2 0 0 1,445.7273
B_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 10 10 17 14.30% QDLLAYLQR 774 782 47.4 28.5 24.2 2 0 0 1,119.6158
C_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 5 5 9 6.84% NAGNEQDLGIQYK 166 178 42.8 27.0 42.8 2 0 0 1,449.6970
C_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 5 5 9 6.84% TSVQTEDDQLIAGQSAR 654 670 64.0 26.6 60.8 2 0 0 1,818.8830
C_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 5 5 9 6.84% AIMAQLPQEQK 671 681 34.5 27.4 22.8 1 0 0 1,272.6619
C_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 5 5 9 6.84% IAEQVASFQEEK 684 695 55.6 27.9 46.8 2 0 0 1,378.6849
C_21 Catenin alpha‐1 CTNA1_HUMAN 100,073 5 5 9 6.84% QDLLAYLQR 774 782 37.2 28.7 21.7 2 0 0 1,119.6158
H_19 Catenin alpha‐1 CTNA1_HUMAN 100,073 2 2 2 3.20% AAAGEFADDPCSSVKR 106 121 35.9 25.0 35.9 0 1 0 1,680.7647
H_19 Catenin alpha‐1 CTNA1_HUMAN 100,073 2 2 2 3.20% NAGNEQDLGIQYK 166 178 23.9 27.0 23.9 1 0 0 1,449.6970
I_18 Catenin alpha‐1 CTNA1_HUMAN 100,073 4 4 8 4.53% AAAGEFADDPCSSVK 106 120 34.6 25.0 32.9 2 0 0 1,524.6636
I_18 Catenin alpha‐1 CTNA1_HUMAN 100,073 4 4 8 4.53% AAAGEFADDPCSSVKR 106 121 19.2 25.0 19.0 0 2 0 1,680.7647
I_18 Catenin alpha‐1 CTNA1_HUMAN 100,073 4 4 8 4.53% NAGNEQDLGIQYK 166 178 58.1 26.9 57.9 2 0 0 1,449.6970
I_18 Catenin alpha‐1 CTNA1_HUMAN 100,073 4 4 8 4.53% IAEQVASFQEEK 684 695 60.3 27.7 50.2 2 0 0 1,378.6849
L_13 Catenin alpha‐1 CTNA1_HUMAN 100,073 4 4 7 6.40% AAAGEFADDPCSSVKR 106 121 27.2 25.0 26.0 0 1 0 1,680.7647
L_13 Catenin alpha‐1 CTNA1_HUMAN 100,073 4 4 7 6.40% NAGNEQDLGIQYK 166 178 58.7 27.2 58.5 2 0 0 1,449.6970
L_13 Catenin alpha‐1 CTNA1_HUMAN 100,073 4 4 7 6.40% TSVQTEDDQLIAGQSAR 654 670 84.6 27.1 80.0 2 0 0 1,818.8830
L_13 Catenin alpha‐1 CTNA1_HUMAN 100,073 4 4 7 6.40% IAEQVASFQEEK 684 695 69.0 27.9 57.6 2 0 0 1,378.6849
L_15 Catenin alpha‐1 CTNA1_HUMAN 100,073 2 2 4 2.54% AIMAQLPQEQK 671 681 35.5 27.5 13.1 2 0 0 1,272.6619
L_15 Catenin alpha‐1 CTNA1_HUMAN 100,073 2 2 4 2.54% IAEQVASFQEEK 684 695 41.1 27.8 35.7 2 0 0 1,378.6849
M_13 Catenin alpha‐1 CTNA1_HUMAN 100,073 3 3 6 4.53% NAGNEQDLGIQYK 166 178 55.3 27.0 55.3 2 0 0 1,449.6970
M_13 Catenin alpha‐1 CTNA1_HUMAN 100,073 3 3 6 4.53% TSVQTEDDQLIAGQSAR 654 670 71.3 26.9 62.6 2 0 0 1,818.8830
M_13 Catenin alpha‐1 CTNA1_HUMAN 100,073 3 3 6 4.53% AIMAQLPQEQK 671 681 40.3 27.5 15.4 2 0 0 1,272.6619
A_19 Catenin beta‐1 CTNB1_HUMAN 85,511 2 2 4 3.59% LLNDEDQVVVNK 159 170 45.2 28.0 35.9 2 0 0 1,385.7272
A_19 Catenin beta‐1 CTNB1_HUMAN 85,511 2 2 4 3.59% AGDREDITEPAICALR 454 469 23.9 27.0 17.3 0 2 0 1,786.8755
L_04 Catenin delta‐1 CTND1_HUMAN 108,172 2 2 2 2.07% FVGDADLER 69 77 22.9 27.0 14.7 1 0 0 1,021.4950



L_04 Catenin delta‐1 CTND1_HUMAN 108,172 2 2 2 2.07% QDVYGPQPQVR 254 264 22.5 27.4 12.0 1 0 0 1,286.6489
B_20 Cullin‐1 CUL1_HUMAN 89,681 4 4 6 5.28% NYLTNLLK 98 105 18.3 25.2 0.0 1 0 0 978.5619
B_20 Cullin‐1 CUL1_HUMAN 89,681 4 4 6 5.28% LLETHIHNQGLAAIEK 339 354 33.2 26.5 29.6 0 2 0 1,786.9812
B_20 Cullin‐1 CUL1_HUMAN 89,681 4 4 6 5.28% FTAFYASR 566 573 36.8 26.6 32.7 1 0 0 962.4729
B_20 Cullin‐1 CUL1_HUMAN 89,681 4 4 6 5.28% LLIQAAIVR 709 717 70.8 25.0 64.2 2 0 0 996.6565
A_19 Cullin‐2 CUL2_HUMAN 86,985 4 4 7 5.50% VVDFDETWNK 7 16 44.0 25.0 35.1 2 0 0 1,252.5845
A_19 Cullin‐2 CUL2_HUMAN 86,985 4 4 7 5.50% AVVMLEYVER 23 32 45.8 26.5 42.4 2 0 0 1,224.6293
A_19 Cullin‐2 CUL2_HUMAN 86,985 4 4 7 5.50% YLNTQFIK 107 114 24.9 27.0 13.1 1 0 0 1,026.5619
A_19 Cullin‐2 CUL2_HUMAN 86,985 4 4 7 5.50% HNALIQEVISQSR 696 708 26.6 28.5 17.7 0 2 0 1,494.8023
A_20 Cullin‐2 CUL2_HUMAN 86,985 2 2 3 2.55% AVVMLEYVER 23 32 45.2 27.3 40.9 2 0 0 1,224.6293
A_20 Cullin‐2 CUL2_HUMAN 86,985 2 2 3 2.55% ALTSVVNYR 371 379 43.3 26.7 38.1 1 0 0 1,022.5628
B_19 Cullin‐2 CUL2_HUMAN 86,985 2 2 2 2.55% AVVMLEYVER 23 32 25.6 27.3 21.8 1 0 0 1,224.6293
B_19 Cullin‐2 CUL2_HUMAN 86,985 2 2 2 2.55% LTSFITVFK 415 423 23.0 25.4 10.7 1 0 0 1,055.6136
C_20 Cullin‐2 CUL2_HUMAN 86,985 2 2 2 3.09% AVVMLEYVER 23 32 23.3 27.3 11.9 1 0 0 1,224.6293
C_20 Cullin‐2 CUL2_HUMAN 86,985 2 2 2 3.09% HNALIQEVISQSR 696 708 18.2 28.0 9.8 0 1 0 1,494.8023
A_20 Cullin‐3 CUL3_HUMAN 88,932 2 2 2 4.17% GLTEQEVETILDK 402 414 54.3 28.5 36.1 1 0 0 1,474.7638
A_20 Cullin‐3 CUL3_HUMAN 88,932 2 2 2 4.17% EDGSEVGVGGAQVTGSNTR 570 588 69.5 25.0 69.5 1 0 0 1,819.8418
A_19 Cullin‐4B CUL4B_HUMAN 103,987 5 5 9 6.13% LPENYTDETWQK 208 219 46.8 25.1 41.4 2 0 0 1,523.7014
A_19 Cullin‐4B CUL4B_HUMAN 103,987 5 5 9 6.13% EDSLDSVLFLK 277 287 43.0 27.8 34.8 1 0 0 1,265.6625
A_19 Cullin‐4B CUL4B_HUMAN 103,987 5 5 9 6.13% LITYLDQTTQK 428 438 54.0 26.8 43.0 2 0 0 1,323.7157
A_19 Cullin‐4B CUL4B_HUMAN 103,987 5 5 9 6.13% AFGSTIVINPEK 500 511 47.7 27.5 33.2 2 0 0 1,275.6944
A_19 Cullin‐4B CUL4B_HUMAN 103,987 5 5 9 6.13% QYQIDAAIVR 847 856 46.3 28.6 31.0 2 0 0 1,176.6372
A_20 Cullin‐4B CUL4B_HUMAN 103,987 6 6 10 7.34% LPENYTDETWQK 208 219 29.2 25.1 22.1 1 0 0 1,523.7014
A_20 Cullin‐4B CUL4B_HUMAN 103,987 6 6 10 7.34% LITYLDQTTQK 428 438 67.2 26.9 61.4 2 0 0 1,323.7157
A_20 Cullin‐4B CUL4B_HUMAN 103,987 6 6 10 7.34% GLNNLLDENR 460 469 36.2 26.6 19.1 2 0 0 1,157.5910
A_20 Cullin‐4B CUL4B_HUMAN 103,987 6 6 10 7.34% AFGSTIVINPEK 500 511 35.7 27.5 27.0 1 0 0 1,275.6944
A_20 Cullin‐4B CUL4B_HUMAN 103,987 6 6 10 7.34% QYQIDAAIVR 847 856 54.8 27.9 36.5 2 0 0 1,176.6372
A_20 Cullin‐4B CUL4B_HUMAN 103,987 6 6 10 7.34% DKENPNQYNYIA 902 913 43.3 25.0 36.2 2 0 0 1,468.6703
B_19 Cullin‐4B CUL4B_HUMAN 103,987 5 5 8 6.24% LPENYTDETWQK 208 219 41.9 25.1 35.5 2 0 0 1,523.7014
B_19 Cullin‐4B CUL4B_HUMAN 103,987 5 5 8 6.24% LITYLDQTTQK 428 438 27.8 26.9 27.8 1 0 0 1,323.7157
B_19 Cullin‐4B CUL4B_HUMAN 103,987 5 5 8 6.24% AFGSTIVINPEK 500 511 59.3 27.4 47.2 2 0 0 1,275.6944
B_19 Cullin‐4B CUL4B_HUMAN 103,987 5 5 8 6.24% QYQIDAAIVR 847 856 59.9 28.6 45.3 2 0 0 1,176.6372
B_19 Cullin‐4B CUL4B_HUMAN 103,987 5 5 8 6.24% DKENPNQYNYIA 902 913 23.9 25.0 12.1 1 0 0 1,468.6703
B_20 Cullin‐4B CUL4B_HUMAN 103,987 3 3 6 3.61% LITYLDQTTQK 428 438 41.6 26.9 28.0 2 0 0 1,323.7157
B_20 Cullin‐4B CUL4B_HUMAN 103,987 3 3 6 3.61% AFGSTIVINPEK 500 511 47.9 27.4 36.9 2 0 0 1,275.6944
B_20 Cullin‐4B CUL4B_HUMAN 103,987 3 3 6 3.61% QYQIDAAIVR 847 856 48.1 28.6 33.4 2 0 0 1,176.6372
C_20 Cullin‐4B CUL4B_HUMAN 103,987 2 2 3 2.41% AFGSTIVINPEK 500 511 46.8 27.4 41.8 1 0 0 1,275.6944
C_20 Cullin‐4B CUL4B_HUMAN 103,987 2 2 3 2.41% QYQIDAAIVR 847 856 40.6 28.1 30.2 2 0 0 1,176.6372
H_16 Cullin‐4B CUL4B_HUMAN 103,987 3 3 5 3.72% LPENYTDETWQK 208 219 34.1 25.0 28.0 2 0 0 1,523.7014
H_16 Cullin‐4B CUL4B_HUMAN 103,987 3 3 5 3.72% QYQIDAAIVR 847 856 51.7 28.6 34.0 2 0 0 1,176.6372
H_16 Cullin‐4B CUL4B_HUMAN 103,987 3 3 5 3.72% DKENPNQYNYIA 902 913 20.7 25.0 20.7 1 0 0 1,468.6703
I_16 Cullin‐4B CUL4B_HUMAN 103,987 3 3 6 3.72% LPENYTDETWQK 208 219 42.0 25.0 38.4 2 0 0 1,523.7014
I_16 Cullin‐4B CUL4B_HUMAN 103,987 3 3 6 3.72% AFGSTIVINPEK 500 511 40.0 27.4 34.6 2 0 0 1,275.6944
I_16 Cullin‐4B CUL4B_HUMAN 103,987 3 3 6 3.72% QYQIDAAIVR 847 856 49.5 28.6 38.9 2 0 0 1,176.6372
A_20 Cullin‐5 CUL5_HUMAN 90,959 4 4 5 5.26% AYIVEWR 92 98 23.1 26.1 9.5 1 0 0 936.4937
A_20 Cullin‐5 CUL5_HUMAN 90,959 4 4 5 5.26% VSEDLNQAFK 502 511 26.5 26.7 9.4 1 0 0 1,150.5739
A_20 Cullin‐5 CUL5_HUMAN 90,959 4 4 5 5.26% LALPADSVNIK 519 529 22.5 25.0 19.1 1 0 0 1,140.6624
A_20 Cullin‐5 CUL5_HUMAN 90,959 4 4 5 5.26% QVLLYEPQVNSPK 646 658 27.2 27.5 19.5 2 0 0 1,514.8214
B_20 Cullin‐5 CUL5_HUMAN 90,959 2 2 3 3.08% LALPADSVNIK 519 529 23.6 25.0 15.9 2 0 0 1,140.6624
B_20 Cullin‐5 CUL5_HUMAN 90,959 2 2 3 3.08% QVLLYEPQVNSPK 646 658 29.2 27.2 20.9 1 0 0 1,514.8214
A_08 Calcyclin‐binding protein CYBP_HUMAN 26,511 2 2 4 7.89% TDTVIILCR 148 156 70.2 28.4 0.0 2 0 0 1,090.5927
A_08 Calcyclin‐binding protein CYBP_HUMAN 26,511 2 2 4 7.89% WDYLTQVEK 164 172 50.4 26.4 35.8 2 0 0 1,181.5838
B_08 Calcyclin‐binding protein CYBP_HUMAN 26,511 3 3 4 12.70% ISNYGWDQSDK 76 86 47.2 25.0 44.2 1 0 0 1,312.5805
B_08 Calcyclin‐binding protein CYBP_HUMAN 26,511 3 3 4 12.70% TDTVIILCR 148 156 55.4 28.8 0.0 2 0 0 1,090.5927
B_08 Calcyclin‐binding protein CYBP_HUMAN 26,511 3 3 4 12.70% WDYLTQVEK 164 172 23.9 26.4 16.5 1 0 0 1,181.5838
C_08 Calcyclin‐binding protein CYBP_HUMAN 26,511 2 2 3 7.89% TDTVIILCR 148 156 39.9 28.8 0.0 2 0 0 1,090.5927
C_08 Calcyclin‐binding protein CYBP_HUMAN 26,511 2 2 3 7.89% WDYLTQVEK 164 172 32.7 26.4 14.4 1 0 0 1,181.5838
D_13 Calcyclin‐binding protein CYBP_HUMAN 26,511 2 2 3 7.89% TDTVIILCR 148 156 61.3 28.6 0.0 2 0 0 1,090.5927
D_13 Calcyclin‐binding protein CYBP_HUMAN 26,511 2 2 3 7.89% WDYLTQVEK 164 172 35.3 26.2 22.4 1 0 0 1,181.5838
H_07 Calcyclin‐binding protein CYBP_HUMAN 26,511 3 3 6 8.77% VKTDTVIILCR 146 156 37.5 25.7 0.0 2 0 0 1,317.7561
H_07 Calcyclin‐binding protein CYBP_HUMAN 26,511 3 3 6 8.77% TDTVIILCR 148 156 62.3 29.1 0.0 2 0 0 1,090.5927
H_07 Calcyclin‐binding protein CYBP_HUMAN 26,511 3 3 6 8.77% WDYLTQVEK 164 172 48.1 26.6 28.6 2 0 0 1,181.5838
J_07 Calcyclin‐binding protein CYBP_HUMAN 26,511 2 2 4 7.89% TDTVIILCR 148 156 46.1 28.6 0.0 2 0 0 1,090.5927
J_07 Calcyclin‐binding protein CYBP_HUMAN 26,511 2 2 4 7.89% WDYLTQVEK 164 172 44.8 27.0 27.4 2 0 0 1,181.5838
L_05 Calcyclin‐binding protein CYBP_HUMAN 26,511 2 2 4 7.89% TDTVIILCR 148 156 47.9 28.6 0.0 2 0 0 1,090.5927
L_05 Calcyclin‐binding protein CYBP_HUMAN 26,511 2 2 4 7.89% WDYLTQVEK 164 172 37.3 26.5 23.1 2 0 0 1,181.5838
A_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 5 5 9 4.71% TVEVLEPEVTK 111 121 49.8 28.0 24.9 2 0 0 1,243.6781
A_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 5 5 9 4.71% AVGPSSTQLYMVR 551 563 80.2 27.7 72.6 2 0 0 1,424.7203
A_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 5 5 9 4.71% SSLEGPTILDIEK 582 594 41.1 28.2 33.7 2 0 0 1,401.7474
A_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 5 5 9 4.71% TVLPFSQEFQR 867 877 25.1 27.6 11.7 1 0 0 1,351.7005
A_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 5 5 9 4.71% LGTPQQIAIAR 1066 1076 62.9 25.0 51.5 2 0 0 1,167.6846
B_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 5 5 10 4.47% NVIQSVLQAIR 505 515 44.6 25.0 27.1 2 0 0 1,240.7372
B_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 5 5 10 4.47% AVGPSSTQLYMVR 551 563 55.7 27.6 55.0 2 0 0 1,424.7203
B_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 5 5 10 4.47% TMLESLIADK 564 573 34.3 27.4 28.8 2 0 0 1,136.5870
B_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 5 5 10 4.47% SSLEGPTILDIEK 582 594 58.4 28.4 41.4 2 0 0 1,401.7474
B_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 5 5 10 4.47% DIVEYAELK 982 990 32.5 28.2 22.9 2 0 0 1,079.5620
C_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 4 4 7 3.59% NVIQSVLQAIR 505 515 49.5 25.0 31.2 2 0 0 1,240.7372
C_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 4 4 7 3.59% SSLEGPTILDIEK 582 594 50.0 28.0 45.2 2 0 0 1,401.7474
C_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 4 4 7 3.59% LADQIFAYYK 706 715 36.6 27.9 26.7 2 0 0 1,231.6358
C_24 Cytoplasmic FMR1‐interacting protein 1 CYFP1_HUMAN 145,187 4 4 7 3.59% TVLPFSQEFQR 867 877 23.0 27.4 9.6 1 0 0 1,351.7005
A_05 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% GLECNFGASSTALK 75 88 81.8 26.0 75.0 2 0 0 1,454.6945
A_05 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% IYQNGESFQPNCK 106 118 49.5 25.0 43.8 2 0 0 1,584.7112
A_06 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 6.82% IYQNGESFQPNCK 106 118 49.0 25.0 38.3 2 0 0 1,584.7112
A_06 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 6.82% ELGFDASEVELTR 182 194 63.2 27.8 46.2 2 0 0 1,465.7170
A_10 Protein CYR61 CYR61_HUMAN 42,026 4 4 6 12.60% IYQNGESFQPNCK 106 118 29.0 25.0 28.2 1 0 0 1,584.7112
A_10 Protein CYR61 CYR61_HUMAN 42,026 4 4 6 12.60% ELGFDASEVELTR 182 194 62.6 27.8 39.9 1 0 0 1,465.7170
A_10 Protein CYR61 CYR61_HUMAN 42,026 4 4 6 12.60% LPVFGMEPR 210 218 37.6 28.4 33.4 2 0 0 1,061.5450
A_10 Protein CYR61 CYR61_HUMAN 42,026 4 4 6 12.60% CIVQTTSWSQCSK 229 241 48.6 25.0 48.6 2 0 0 1,584.7146
A_11 Protein CYR61 CYR61_HUMAN 42,026 5 5 10 16.50% GLECNFGASSTALK 75 88 75.0 25.9 61.9 2 0 0 1,454.6945
A_11 Protein CYR61 CYR61_HUMAN 42,026 5 5 10 16.50% IYQNGESFQPNCK 106 118 42.9 25.0 35.2 2 0 0 1,584.7112
A_11 Protein CYR61 CYR61_HUMAN 42,026 5 5 10 16.50% ELGFDASEVELTR 182 194 63.1 27.8 50.8 2 0 0 1,465.7170
A_11 Protein CYR61 CYR61_HUMAN 42,026 5 5 10 16.50% ILYNPLQGQK 219 228 38.0 27.3 28.8 2 0 0 1,173.6628
A_11 Protein CYR61 CYR61_HUMAN 42,026 5 5 10 16.50% CIVQTTSWSQCSK 229 241 80.5 25.0 71.8 2 0 0 1,584.7146
A_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 11 23.10% GLECNFGASSTALK 75 88 66.1 26.1 55.0 2 0 0 1,454.6945
A_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 11 23.10% IYQNGESFQPNCK 106 118 38.0 25.0 32.6 2 0 0 1,584.7112
A_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 11 23.10% ELGFDASEVELTR 182 194 61.0 28.1 53.0 2 0 0 1,465.7170
A_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 11 23.10% LPVFGMEPR 210 218 28.3 28.4 18.7 1 0 0 1,061.5450
A_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 11 23.10% ILYNPLQGQK 219 228 39.3 27.8 23.8 2 0 0 1,173.6628
A_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 11 23.10% CIVQTTSWSQCSK 229 241 53.5 25.0 53.5 1 0 0 1,584.7146
A_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 11 23.10% ICEVRPCGQPVYSSLK 266 281 21.2 27.6 14.6 0 1 0 1,892.9359
B_06 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 5.77% IYQNGESFQPNCK 106 118 47.1 25.0 36.2 2 0 0 1,584.7112
B_06 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 5.77% NNELIAVGK 195 203 35.2 26.9 21.8 1 0 0 957.5364
B_10 Protein CYR61 CYR61_HUMAN 42,026 2 2 2 6.82% IYQNGESFQPNCK 106 118 27.9 25.0 27.9 1 0 0 1,584.7112
B_10 Protein CYR61 CYR61_HUMAN 42,026 2 2 2 6.82% CIVQTTSWSQCSK 229 241 27.6 25.0 27.6 1 0 0 1,584.7146
B_11 Protein CYR61 CYR61_HUMAN 42,026 4 4 8 13.60% IYQNGESFQPNCK 106 118 62.3 25.0 52.9 2 0 0 1,584.7112
B_11 Protein CYR61 CYR61_HUMAN 42,026 4 4 8 13.60% ILYNPLQGQK 219 228 39.4 27.3 29.5 2 0 0 1,173.6628
B_11 Protein CYR61 CYR61_HUMAN 42,026 4 4 8 13.60% CIVQTTSWSQCSK 229 241 73.9 25.0 72.9 2 0 0 1,584.7146
B_11 Protein CYR61 CYR61_HUMAN 42,026 4 4 8 13.60% ICEVRPCGQPVYSSLK 266 281 17.1 27.9 12.1 0 2 0 1,892.9359
B_12 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% GLECNFGASSTALK 75 88 75.4 25.9 62.0 2 0 0 1,454.6945
B_12 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% IYQNGESFQPNCK 106 118 31.1 25.0 29.2 1 0 0 1,584.7112
B_12 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% ELGFDASEVELTR 182 194 66.7 27.8 58.0 2 0 0 1,465.7170
B_12 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% LPVFGMEPR 210 218 24.9 28.0 21.9 2 0 0 1,061.5450



B_12 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% ILYNPLQGQK 219 228 30.8 27.8 16.9 2 0 0 1,173.6628
C_03 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% GLECNFGASSTALK 75 88 72.0 26.0 61.0 2 0 0 1,454.6945
C_03 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% IYQNGESFQPNCK 106 118 36.9 25.0 32.0 2 0 0 1,584.7112
C_04 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% GLECNFGASSTALK 75 88 55.5 26.0 50.8 2 0 0 1,454.6945
C_04 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% IYQNGESFQPNCK 106 118 49.2 25.0 43.2 2 0 0 1,584.7112
C_05 Protein CYR61 CYR61_HUMAN 42,026 5 5 8 15.50% GLECNFGASSTALK 75 88 80.4 26.1 70.7 2 0 0 1,454.6945
C_05 Protein CYR61 CYR61_HUMAN 42,026 5 5 8 15.50% IYQNGESFQPNCK 106 118 43.0 25.0 29.5 2 0 0 1,584.7112
C_05 Protein CYR61 CYR61_HUMAN 42,026 5 5 8 15.50% ELGFDASEVELTR 182 194 62.2 27.8 42.2 2 0 0 1,465.7170
C_05 Protein CYR61 CYR61_HUMAN 42,026 5 5 8 15.50% NNELIAVGK 195 203 32.7 26.9 24.4 1 0 0 957.5364
C_05 Protein CYR61 CYR61_HUMAN 42,026 5 5 8 15.50% ILYNPLQGQK 219 228 20.7 27.3 12.9 1 0 0 1,173.6628
C_06 Protein CYR61 CYR61_HUMAN 42,026 4 4 7 13.10% GLECNFGASSTALK 75 88 61.8 25.7 61.2 1 0 0 1,454.6945
C_06 Protein CYR61 CYR61_HUMAN 42,026 4 4 7 13.10% IYQNGESFQPNCK 106 118 49.2 25.0 43.2 2 0 0 1,584.7112
C_06 Protein CYR61 CYR61_HUMAN 42,026 4 4 7 13.10% ELGFDASEVELTR 182 194 57.6 27.9 51.7 2 0 0 1,465.7170
C_06 Protein CYR61 CYR61_HUMAN 42,026 4 4 7 13.10% ILYNPLQGQK 219 228 27.1 27.3 12.6 2 0 0 1,173.6628
C_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 8 15.20% IYQNGESFQPNCK 106 118 37.0 25.0 30.5 2 0 0 1,584.7112
C_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 8 15.20% ELGFDASEVELTR 182 194 53.7 27.7 42.5 2 0 0 1,465.7170
C_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 8 15.20% LPVFGMEPR 210 218 31.0 28.4 26.5 1 0 0 1,061.5450
C_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 8 15.20% ILYNPLQGQK 219 228 44.9 27.3 35.5 2 0 0 1,173.6628
C_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 8 15.20% CIVQTTSWSQCSK 229 241 39.9 25.0 39.9 1 0 0 1,584.7146
C_11 Protein CYR61 CYR61_HUMAN 42,026 9 10 19 28.30% GLECNFGASSTALK 75 88 77.6 25.6 67.5 2 0 0 1,454.6945
C_11 Protein CYR61 CYR61_HUMAN 42,026 9 10 19 28.30% IYQNGESFQPNCK 106 118 83.0 25.0 68.9 2 0 0 1,584.7112
C_11 Protein CYR61 CYR61_HUMAN 42,026 9 10 19 28.30% ELGFDASEVELTR 182 194 62.5 27.8 41.3 2 0 0 1,465.7170
C_11 Protein CYR61 CYR61_HUMAN 42,026 9 10 19 28.30% NNELIAVGK 195 203 50.2 27.2 41.6 2 0 0 957.5364
C_11 Protein CYR61 CYR61_HUMAN 42,026 9 10 19 28.30% LPVFGMEPR 210 218 39.5 28.4 37.6 2 0 0 1,061.5450
C_11 Protein CYR61 CYR61_HUMAN 42,026 9 10 19 28.30% ILYNPLQGQK 219 228 31.2 27.4 20.9 2 0 0 1,173.6628
C_11 Protein CYR61 CYR61_HUMAN 42,026 9 10 19 28.30% CIVQTTSWSQCSK 229 241 73.7 25.0 72.6 2 0 0 1,584.7146
C_11 Protein CYR61 CYR61_HUMAN 42,026 9 10 19 28.30% ICEVRPCGQPVYSSLK 266 281 19.8 27.8 11.3 0 2 0 1,892.9359
C_11 Protein CYR61 CYR61_HUMAN 42,026 9 10 19 28.30% FRCEDGETFSK 335 345 24.2 25.0 22.7 2 1 0 1,375.5948
C_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 12 22.30% GLECNFGASSTALK 75 88 74.6 26.0 63.9 2 0 0 1,454.6945
C_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 12 22.30% IYQNGESFQPNCK 106 118 36.6 25.0 27.5 2 0 0 1,584.7112
C_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 12 22.30% ELGFDASEVELTR 182 194 78.9 27.8 64.5 2 0 0 1,465.7170
C_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 12 22.30% NNELIAVGK 195 203 31.2 27.0 18.3 2 0 0 957.5364
C_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 12 22.30% LPVFGMEPR 210 218 27.4 28.3 27.4 2 0 0 1,061.5450
C_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 12 22.30% ILYNPLQGQK 219 228 27.8 27.3 18.1 1 0 0 1,173.6628
C_12 Protein CYR61 CYR61_HUMAN 42,026 7 7 12 22.30% ICEVRPCGQPVYSSLKK 266 282 19.5 28.0 14.8 0 1 0 2,021.0309
D_10 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 7.09% GLECNFGASSTALK 75 88 45.5 25.8 40.4 2 0 0 1,454.6945
D_10 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 7.09% ELGFDASEVELTR 182 194 42.0 27.4 24.5 1 0 0 1,465.7170
D_18 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 6.04% GLECNFGASSTALK 75 88 35.0 25.7 34.8 2 0 0 1,454.6945
D_18 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 6.04% LPVFGMEPR 210 218 30.2 28.0 29.3 1 0 0 1,061.5450
E_18 Protein CYR61 CYR61_HUMAN 42,026 3 3 5 8.14% ELGFDASEVELTR 182 194 33.9 27.8 25.9 1 0 0 1,465.7170
E_18 Protein CYR61 CYR61_HUMAN 42,026 3 3 5 8.14% NNELIAVGK 195 203 49.1 27.0 39.8 2 0 0 957.5364
E_18 Protein CYR61 CYR61_HUMAN 42,026 3 3 5 8.14% LPVFGMEPR 210 218 42.4 28.0 32.1 2 0 0 1,061.5450
F_07 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% GLECNFGASSTALK 75 88 61.9 25.9 57.3 2 0 0 1,454.6945
F_07 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% IYQNGESFQPNCK 106 118 37.6 25.0 33.0 2 0 0 1,584.7112
F_08 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% GLECNFGASSTALK 75 88 75.2 26.0 65.3 2 0 0 1,454.6945
F_08 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% IYQNGESFQPNCK 106 118 59.8 25.0 47.8 2 0 0 1,584.7112
F_09 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% GLECNFGASSTALK 75 88 72.8 26.0 65.9 2 0 0 1,454.6945
F_09 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% IYQNGESFQPNCK 106 118 54.4 25.0 43.4 2 0 0 1,584.7112
F_13 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% GLECNFGASSTALK 75 88 77.8 25.9 72.7 2 0 0 1,454.6945
F_13 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% ELGFDASEVELTR 182 194 56.0 27.9 49.1 2 0 0 1,465.7170
G_06 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 7.09% GLECNFGASSTALK 75 88 29.9 26.1 26.3 1 0 0 1,454.6945
G_06 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 7.09% IYQNGESFQPNCK 106 118 46.9 25.0 35.9 2 0 0 1,584.7112
G_07 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% GLECNFGASSTALK 75 88 52.2 26.1 47.8 2 0 0 1,454.6945
G_07 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% IYQNGESFQPNCK 106 118 41.2 25.0 34.5 2 0 0 1,584.7112
G_08 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% GLECNFGASSTALK 75 88 75.8 26.1 70.7 2 0 0 1,454.6945
G_08 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% IYQNGESFQPNCK 106 118 41.1 25.0 34.3 2 0 0 1,584.7112
G_10 Protein CYR61 CYR61_HUMAN 42,026 2 2 2 6.30% GLECNFGASSTALK 75 88 27.5 26.2 22.9 1 0 0 1,454.6945
G_10 Protein CYR61 CYR61_HUMAN 42,026 2 2 2 6.30% ILYNPLQGQK 219 228 24.1 28.0 17.2 1 0 0 1,173.6628
G_13 Protein CYR61 CYR61_HUMAN 42,026 4 4 8 12.90% GLECNFGASSTALK 75 88 85.7 26.1 72.1 2 0 0 1,454.6945
G_13 Protein CYR61 CYR61_HUMAN 42,026 4 4 8 12.90% IYQNGESFQPNCK 106 118 46.7 25.0 38.3 2 0 0 1,584.7112
G_13 Protein CYR61 CYR61_HUMAN 42,026 4 4 8 12.90% LPVFGMEPR 210 218 36.8 28.5 25.0 2 0 0 1,061.5450
G_13 Protein CYR61 CYR61_HUMAN 42,026 4 4 8 12.90% CIVQTTSWSQCSK 229 241 52.3 25.0 49.9 2 0 0 1,584.7146
G_14 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 7.09% GLECNFGASSTALK 75 88 66.3 26.1 61.1 2 0 0 1,454.6945
G_14 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 7.09% IYQNGESFQPNCK 106 118 22.4 25.0 16.3 1 0 0 1,584.7112
H_06 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 7.09% GLECNFGASSTALK 75 88 73.8 26.2 66.0 2 0 0 1,454.6945
H_06 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 7.09% ELGFDASEVELTR 182 194 55.5 27.8 49.2 1 0 0 1,465.7170
H_09 Protein CYR61 CYR61_HUMAN 42,026 4 4 8 13.10% GLECNFGASSTALK 75 88 72.2 26.2 60.6 2 0 0 1,454.6945
H_09 Protein CYR61 CYR61_HUMAN 42,026 4 4 8 13.10% IYQNGESFQPNCK 106 118 42.4 25.0 35.3 2 0 0 1,584.7112
H_09 Protein CYR61 CYR61_HUMAN 42,026 4 4 8 13.10% ELGFDASEVELTR 182 194 63.6 28.0 50.8 2 0 0 1,465.7170
H_09 Protein CYR61 CYR61_HUMAN 42,026 4 4 8 13.10% ILYNPLQGQK 219 228 37.0 27.7 22.6 2 0 0 1,173.6628
H_10 Protein CYR61 CYR61_HUMAN 42,026 4 4 7 13.10% GLECNFGASSTALK 75 88 83.9 26.1 73.2 2 0 0 1,454.6945
H_10 Protein CYR61 CYR61_HUMAN 42,026 4 4 7 13.10% IYQNGESFQPNCK 106 118 57.4 25.0 51.8 2 0 0 1,584.7112
H_10 Protein CYR61 CYR61_HUMAN 42,026 4 4 7 13.10% ELGFDASEVELTR 182 194 75.0 27.8 61.1 2 0 0 1,465.7170
H_10 Protein CYR61 CYR61_HUMAN 42,026 4 4 7 13.10% FTYAGCLSVK 298 307 40.2 26.7 33.7 1 0 0 1,145.5660
I_06 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% GLECNFGASSTALK 75 88 74.7 26.1 69.2 2 0 0 1,454.6945
I_06 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% ELGFDASEVELTR 182 194 63.5 27.8 55.1 2 0 0 1,465.7170
I_09 Protein CYR61 CYR61_HUMAN 42,026 5 6 9 17.10% GLECNFGASSTALK 75 88 69.9 26.1 59.3 2 0 0 1,454.6945
I_09 Protein CYR61 CYR61_HUMAN 42,026 5 6 9 17.10% IYQNGESFQPNCK 106 118 43.6 25.0 35.2 2 0 0 1,584.7112
I_09 Protein CYR61 CYR61_HUMAN 42,026 5 6 9 17.10% ELGFDASEVELTR 182 194 67.7 27.8 31.5 1 0 0 1,465.7170
I_09 Protein CYR61 CYR61_HUMAN 42,026 5 6 9 17.10% LPVFGMEPR 210 218 46.0 28.0 40.2 3 0 0 1,061.5450
I_09 Protein CYR61 CYR61_HUMAN 42,026 5 6 9 17.10% ICEVRPCGQPVYSSLK 266 281 23.5 27.8 22.1 1 0 0 1,892.9359
I_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.00% GLECNFGASSTALK 75 88 65.9 26.2 59.7 2 0 0 1,454.6945
I_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.00% IYQNGESFQPNCK 106 118 46.4 25.0 38.0 2 0 0 1,584.7112
I_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.00% ELGFDASEVELTR 182 194 67.6 27.8 41.0 2 0 0 1,465.7170
I_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.00% ICEVRPCGQPVYSSLK 266 281 27.2 28.0 17.5 0 2 0 1,892.9359
I_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.00% ICEVRPCGQPVYSSLKK 266 282 18.4 28.1 16.8 0 1 0 2,021.0309
I_11 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 6.04% ELGFDASEVELTR 182 194 54.8 27.8 41.9 1 0 0 1,465.7170
I_11 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 6.04% ILYNPLQGQK 219 228 30.5 27.3 23.4 2 0 0 1,173.6628
J_05 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 7.09% GLECNFGASSTALK 75 88 53.8 26.1 50.3 2 0 0 1,454.6945
J_05 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 7.09% IYQNGESFQPNCK 106 118 22.1 25.0 15.5 1 0 0 1,584.7112
J_07 Protein CYR61 CYR61_HUMAN 42,026 3 3 4 9.71% GLECNFGASSTALK 75 88 46.1 26.1 43.0 2 0 0 1,454.6945
J_07 Protein CYR61 CYR61_HUMAN 42,026 3 3 4 9.71% ELGFDASEVELTR 182 194 39.7 27.9 28.4 1 0 0 1,465.7170
J_07 Protein CYR61 CYR61_HUMAN 42,026 3 3 4 9.71% ILYNPLQGQK 219 228 22.8 28.0 14.8 1 0 0 1,173.6628
J_09 Protein CYR61 CYR61_HUMAN 42,026 5 5 10 15.50% GLECNFGASSTALK 75 88 76.2 26.0 68.1 2 0 0 1,454.6945
J_09 Protein CYR61 CYR61_HUMAN 42,026 5 5 10 15.50% IYQNGESFQPNCK 106 118 31.5 25.0 27.2 2 0 0 1,584.7112
J_09 Protein CYR61 CYR61_HUMAN 42,026 5 5 10 15.50% ELGFDASEVELTR 182 194 74.1 27.9 60.3 2 0 0 1,465.7170
J_09 Protein CYR61 CYR61_HUMAN 42,026 5 5 10 15.50% LPVFGMEPR 210 218 34.2 28.5 26.1 2 0 0 1,061.5450
J_09 Protein CYR61 CYR61_HUMAN 42,026 5 5 10 15.50% ILYNPLQGQK 219 228 34.8 28.0 27.6 2 0 0 1,173.6628
J_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% GLECNFGASSTALK 75 88 59.8 25.9 53.8 2 0 0 1,454.6945
J_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% IYQNGESFQPNCK 106 118 29.4 25.0 19.3 2 0 0 1,584.7112
J_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% ELGFDASEVELTR 182 194 69.6 28.2 52.9 2 0 0 1,465.7170
J_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% LPVFGMEPR 210 218 35.8 28.6 26.9 2 0 0 1,061.5450
J_10 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% ILYNPLQGQK 219 228 25.0 27.8 19.7 1 0 0 1,173.6628
K_05 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% GLECNFGASSTALK 75 88 69.2 25.9 63.9 2 0 0 1,454.6945
K_05 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% IYQNGESFQPNCK 106 118 49.7 25.0 42.4 2 0 0 1,584.7112
K_09 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% GLECNFGASSTALK 75 88 61.2 26.1 52.2 2 0 0 1,454.6945
K_09 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% IYQNGESFQPNCK 106 118 27.3 25.0 24.6 2 0 0 1,584.7112
K_09 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% ELGFDASEVELTR 182 194 83.0 27.8 69.0 2 0 0 1,465.7170
K_09 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% LPVFGMEPR 210 218 39.1 28.2 30.9 2 0 0 1,061.5450
K_09 Protein CYR61 CYR61_HUMAN 42,026 5 5 9 15.50% ILYNPLQGQK 219 228 35.0 27.3 27.7 1 0 0 1,173.6628
K_10 Protein CYR61 CYR61_HUMAN 42,026 6 6 12 19.90% GLECNFGASSTALK 75 88 71.2 26.2 61.0 2 0 0 1,454.6945
K_10 Protein CYR61 CYR61_HUMAN 42,026 6 6 12 19.90% IYQNGESFQPNCK 106 118 48.4 25.0 40.6 2 0 0 1,584.7112



K_10 Protein CYR61 CYR61_HUMAN 42,026 6 6 12 19.90% ELGFDASEVELTR 182 194 67.5 27.8 49.5 2 0 0 1,465.7170
K_10 Protein CYR61 CYR61_HUMAN 42,026 6 6 12 19.90% LPVFGMEPR 210 218 31.8 28.4 22.5 2 0 0 1,061.5450
K_10 Protein CYR61 CYR61_HUMAN 42,026 6 6 12 19.90% ILYNPLQGQK 219 228 39.1 27.4 28.4 2 0 0 1,173.6628
K_10 Protein CYR61 CYR61_HUMAN 42,026 6 6 12 19.90% ICEVRPCGQPVYSSLKK 266 282 30.5 28.1 25.2 0 2 0 2,021.0309
N_04 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% GLECNFGASSTALK 75 88 53.8 25.8 46.3 2 0 0 1,454.6945
N_04 Protein CYR61 CYR61_HUMAN 42,026 2 2 4 7.09% IYQNGESFQPNCK 106 118 49.3 25.0 44.0 2 0 0 1,584.7112
N_16 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 6.30% GLECNFGASSTALK 75 88 66.5 26.3 52.6 2 0 0 1,454.6945
N_16 Protein CYR61 CYR61_HUMAN 42,026 2 2 3 6.30% ILYNPLQGQK 219 228 31.9 28.0 22.3 1 0 0 1,173.6628
B_03 Cystatin‐A CYTA_HUMAN 11,007 2 2 3 21.40% TQVVAGTNYYIK 45 56 48.9 27.7 39.4 2 0 0 1,356.7158
B_03 Cystatin‐A CYTA_HUMAN 11,007 2 2 3 21.40% NKDDELTGF 90 98 27.8 25.0 27.8 1 0 0 1,038.4740
C_03 Cystatin‐A CYTA_HUMAN 11,007 2 2 3 23.50% TNETYGKLEAVQYK 31 44 27.2 27.7 24.9 0 1 0 1,643.8276
C_03 Cystatin‐A CYTA_HUMAN 11,007 2 2 3 23.50% NKDDELTGF 90 98 31.0 25.0 30.7 2 0 0 1,038.4740
L_02 Cystatin‐A CYTA_HUMAN 11,007 2 2 4 21.40% TQVVAGTNYYIK 45 56 66.5 27.1 55.4 2 0 0 1,356.7158
L_02 Cystatin‐A CYTA_HUMAN 11,007 2 2 4 21.40% NKDDELTGF 90 98 39.2 25.0 38.8 2 0 0 1,038.4740
M_02 Cystatin‐A CYTA_HUMAN 11,007 3 3 5 35.70% TNETYGKLEAVQYK 31 44 28.8 27.9 28.8 1 0 0 1,643.8276
M_02 Cystatin‐A CYTA_HUMAN 11,007 3 3 5 35.70% TQVVAGTNYYIK 45 56 64.5 27.1 56.8 2 0 0 1,356.7158
M_02 Cystatin‐A CYTA_HUMAN 11,007 3 3 5 35.70% NKDDELTGF 90 98 43.3 25.0 36.6 2 0 0 1,038.4740
N_02 Cystatin‐A CYTA_HUMAN 11,007 2 2 4 26.50% TNETYGKLEAVQYK 31 44 40.3 27.7 27.9 2 0 0 1,643.8276
N_02 Cystatin‐A CYTA_HUMAN 11,007 2 2 4 26.50% TQVVAGTNYYIK 45 56 75.6 27.6 64.7 2 0 0 1,356.7158
N_03 Cystatin‐A CYTA_HUMAN 11,007 2 2 4 21.40% TQVVAGTNYYIK 45 56 59.7 27.6 49.0 2 0 0 1,356.7158
N_03 Cystatin‐A CYTA_HUMAN 11,007 2 2 4 21.40% NKDDELTGF 90 98 42.8 25.0 42.8 2 0 0 1,038.4740
N_04 Cystatin‐A CYTA_HUMAN 11,007 2 2 3 21.40% TQVVAGTNYYIK 45 56 58.0 27.6 45.6 2 0 0 1,356.7158
N_04 Cystatin‐A CYTA_HUMAN 11,007 2 2 3 21.40% NKDDELTGF 90 98 27.4 25.0 27.4 1 0 0 1,038.4740
N_05 Cystatin‐A CYTA_HUMAN 11,007 2 2 3 21.40% TQVVAGTNYYIK 45 56 59.5 27.7 51.5 2 0 0 1,356.7158
N_05 Cystatin‐A CYTA_HUMAN 11,007 2 2 3 21.40% NKDDELTGF 90 98 34.8 25.0 34.8 1 0 0 1,038.4740
O_02 Cystatin‐A CYTA_HUMAN 11,007 2 2 3 21.40% TQVVAGTNYYIK 45 56 66.1 27.1 55.5 2 0 0 1,356.7158
O_02 Cystatin‐A CYTA_HUMAN 11,007 2 2 3 21.40% NKDDELTGF 90 98 26.6 25.0 23.4 1 0 0 1,038.4740
P_02 Cystatin‐A CYTA_HUMAN 11,007 3 3 6 35.70% TNETYGKLEAVQYK 31 44 37.3 27.6 29.8 2 0 0 1,643.8276
P_02 Cystatin‐A CYTA_HUMAN 11,007 3 3 6 35.70% TQVVAGTNYYIK 45 56 77.3 27.6 66.5 2 0 0 1,356.7158
P_02 Cystatin‐A CYTA_HUMAN 11,007 3 3 6 35.70% NKDDELTGF 90 98 44.4 25.0 43.7 2 0 0 1,038.4740
Q_02 Cystatin‐A CYTA_HUMAN 11,007 2 2 4 21.40% TQVVAGTNYYIK 45 56 63.8 27.7 53.1 2 0 0 1,356.7158
Q_02 Cystatin‐A CYTA_HUMAN 11,007 2 2 4 21.40% NKDDELTGF 90 98 38.7 25.0 37.1 2 0 0 1,038.4740
Q_03 Cystatin‐A CYTA_HUMAN 11,007 2 2 3 21.40% TQVVAGTNYYIK 45 56 54.2 27.6 41.7 2 0 0 1,356.7158
Q_03 Cystatin‐A CYTA_HUMAN 11,007 2 2 3 21.40% NKDDELTGF 90 98 27.4 25.0 27.4 1 0 0 1,038.4740
A_03 Cystatin‐B CYTB_HUMAN 11,139 2 3 5 24.50% SQVVAGTNYFIK 45 56 67.1 27.2 56.2 2 0 0 1,326.7052
A_03 Cystatin‐B CYTB_HUMAN 11,139 2 3 5 24.50% VHVGDEDFVHLR 57 68 45.9 27.9 43.3 1 2 0 1,422.7125
B_03 Cystatin‐B CYTB_HUMAN 11,139 2 2 3 24.50% SQVVAGTNYFIK 45 56 51.4 27.2 41.6 2 0 0 1,326.7052
B_03 Cystatin‐B CYTB_HUMAN 11,139 2 2 3 24.50% VHVGDEDFVHLR 57 68 32.1 27.7 28.5 1 0 0 1,422.7125
F_04 Cystatin‐B CYTB_HUMAN 11,139 4 5 8 33.70% SQVVAGTNYFIK 45 56 56.2 27.0 49.0 2 0 0 1,326.7052
F_04 Cystatin‐B CYTB_HUMAN 11,139 4 5 8 33.70% VHVGDEDFVHLR 57 68 37.9 27.8 31.0 2 2 0 1,422.7125
F_04 Cystatin‐B CYTB_HUMAN 11,139 4 5 8 33.70% AKHDELTYF 90 98 21.8 26.4 15.0 1 0 0 1,123.5419
F_04 Cystatin‐B CYTB_HUMAN 11,139 4 5 8 33.70% HDELTYF 92 98 15.7 25.0 11.6 1 0 0 924.4098
H_02 Cystatin‐B CYTB_HUMAN 11,139 2 2 3 24.50% SQVVAGTNYFIK 45 56 74.7 27.5 64.4 2 0 0 1,326.7052
H_02 Cystatin‐B CYTB_HUMAN 11,139 2 2 3 24.50% VHVGDEDFVHLR 57 68 32.2 27.8 25.0 0 1 0 1,422.7125
H_03 Cystatin‐B CYTB_HUMAN 11,139 3 3 5 33.70% SQVVAGTNYFIK 45 56 60.6 27.5 49.9 2 0 0 1,326.7052
H_03 Cystatin‐B CYTB_HUMAN 11,139 3 3 5 33.70% VHVGDEDFVHLR 57 68 32.2 27.8 32.2 0 2 0 1,422.7125
H_03 Cystatin‐B CYTB_HUMAN 11,139 3 3 5 33.70% AKHDELTYF 90 98 22.8 26.3 17.9 1 0 0 1,123.5419
L_02 Cystatin‐B CYTB_HUMAN 11,139 3 3 6 42.90% VHVGDEDFVHLR 57 68 57.6 27.5 55.1 0 2 0 1,422.7125
L_02 Cystatin‐B CYTB_HUMAN 11,139 3 3 6 42.90% VFQSLPHENKPLTLSNYQTNK 69 89 42.7 26.8 33.5 0 2 0 2,458.2726
L_02 Cystatin‐B CYTB_HUMAN 11,139 3 3 6 42.90% AKHDELTYF 90 98 27.3 26.9 20.8 2 0 0 1,123.5419
M_02 Cystatin‐B CYTB_HUMAN 11,139 2 2 4 24.50% SQVVAGTNYFIK 45 56 64.5 27.3 56.4 2 0 0 1,326.7052
M_02 Cystatin‐B CYTB_HUMAN 11,139 2 2 4 24.50% VHVGDEDFVHLR 57 68 36.0 27.6 34.6 0 2 0 1,422.7125
P_02 Cystatin‐B CYTB_HUMAN 11,139 2 2 4 24.50% SQVVAGTNYFIK 45 56 72.4 26.9 60.8 2 0 0 1,326.7052
P_02 Cystatin‐B CYTB_HUMAN 11,139 2 2 4 24.50% VHVGDEDFVHLR 57 68 38.4 27.3 32.2 0 2 0 1,422.7125
Q_02 Cystatin‐B CYTB_HUMAN 11,139 3 3 6 33.70% SQVVAGTNYFIK 45 56 74.8 27.3 67.9 2 0 0 1,326.7052
Q_02 Cystatin‐B CYTB_HUMAN 11,139 3 3 6 33.70% VHVGDEDFVHLR 57 68 40.9 27.6 38.9 0 2 0 1,422.7125
Q_02 Cystatin‐B CYTB_HUMAN 11,139 3 3 6 33.70% AKHDELTYF 90 98 22.6 26.5 12.9 2 0 0 1,123.5419
A_03 Cystatin‐C CYTC_HUMAN 15,799 4 6 10 19.20% LVGGPMDASVEEEGVR 35 50 77.1 25.6 65.7 2 0 0 1,660.7849
A_03 Cystatin‐C CYTC_HUMAN 15,799 4 6 10 19.20% LVGGPMDASVEEEGVRR 35 51 33.7 26.8 31.0 1 3 0 1,816.8860
A_03 Cystatin‐C CYTC_HUMAN 15,799 4 6 10 19.20% RALDFAVGEYNK 51 62 34.2 27.8 25.0 2 0 0 1,382.7063
A_03 Cystatin‐C CYTC_HUMAN 15,799 4 6 10 19.20% ALDFAVGEYNK 52 62 59.9 27.3 40.7 2 0 0 1,226.6052
B_03 Cystatin‐C CYTC_HUMAN 15,799 2 4 7 11.60% LVGGPMDASVEEEGVR 35 50 93.0 25.7 90.2 2 0 0 1,660.7849
B_03 Cystatin‐C CYTC_HUMAN 15,799 2 4 7 11.60% LVGGPMDASVEEEGVRR 35 51 37.3 26.8 28.3 2 3 0 1,816.8860
C_03 Cystatin‐C CYTC_HUMAN 15,799 4 8 14 19.20% LVGGPMDASVEEEGVR 35 50 68.5 25.7 58.7 2 1 0 1,660.7849
C_03 Cystatin‐C CYTC_HUMAN 15,799 4 8 14 19.20% LVGGPMDASVEEEGVRR 35 51 30.5 26.9 24.2 1 3 0 1,816.8860
C_03 Cystatin‐C CYTC_HUMAN 15,799 4 8 14 19.20% RALDFAVGEYNK 51 62 33.7 28.2 27.1 2 2 0 1,382.7063
C_03 Cystatin‐C CYTC_HUMAN 15,799 4 8 14 19.20% ALDFAVGEYNK 52 62 58.7 27.5 39.1 3 0 0 1,226.6052
D_05 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% LVGGPMDASVEEEGVR 35 50 90.8 25.3 88.1 2 0 0 1,660.7849
D_05 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% ALDFAVGEYNK 52 62 53.5 27.2 46.6 2 0 0 1,226.6052
E_05 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% LVGGPMDASVEEEGVR 35 50 60.8 25.2 51.0 2 0 0 1,660.7849
E_05 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% ALDFAVGEYNK 52 62 45.6 27.5 30.6 2 0 0 1,226.6052
F_05 Cystatin‐C CYTC_HUMAN 15,799 2 2 3 11.60% LVGGPMDASVEEEGVR 35 50 81.6 26.4 76.5 2 0 0 1,660.7849
F_05 Cystatin‐C CYTC_HUMAN 15,799 2 2 3 11.60% LVGGPMDASVEEEGVRR 35 51 33.5 26.9 28.5 0 1 0 1,816.8860
G_05 Cystatin‐C CYTC_HUMAN 15,799 2 3 5 11.60% LVGGPMDASVEEEGVR 35 50 73.7 26.5 70.1 2 1 0 1,660.7849
G_05 Cystatin‐C CYTC_HUMAN 15,799 2 3 5 11.60% LVGGPMDASVEEEGVRR 35 51 26.6 27.3 23.6 2 0 0 1,816.8860
H_03 Cystatin‐C CYTC_HUMAN 15,799 2 5 7 11.60% LVGGPMDASVEEEGVR 35 50 79.1 26.8 67.7 4 0 0 1,644.7899
H_03 Cystatin‐C CYTC_HUMAN 15,799 2 5 7 11.60% LVGGPMDASVEEEGVRR 35 51 34.6 26.6 27.5 1 2 0 1,800.8910
I_03 Cystatin‐C CYTC_HUMAN 15,799 2 5 8 11.60% LVGGPMDASVEEEGVR 35 50 85.4 26.7 77.8 4 0 0 1,660.7849
I_03 Cystatin‐C CYTC_HUMAN 15,799 2 5 8 11.60% LVGGPMDASVEEEGVRR 35 51 30.1 27.3 20.7 2 2 0 1,816.8860
J_03 Cystatin‐C CYTC_HUMAN 15,799 3 3 5 19.20% LVGGPMDASVEEEGVR 35 50 98.5 26.5 96.1 2 0 0 1,660.7849
J_03 Cystatin‐C CYTC_HUMAN 15,799 3 3 5 19.20% LVGGPMDASVEEEGVRR 35 51 25.3 27.3 21.4 2 0 0 1,816.8860
J_03 Cystatin‐C CYTC_HUMAN 15,799 3 3 5 19.20% ALDFAVGEYNK 52 62 25.5 27.8 22.5 1 0 0 1,226.6052
K_03 Cystatin‐C CYTC_HUMAN 15,799 4 4 8 19.20% LVGGPMDASVEEEGVR 35 50 56.5 26.3 46.7 2 0 0 1,660.7849
K_03 Cystatin‐C CYTC_HUMAN 15,799 4 4 8 19.20% LVGGPMDASVEEEGVRR 35 51 18.3 26.6 10.6 0 1 0 1,800.8910
K_03 Cystatin‐C CYTC_HUMAN 15,799 4 4 8 19.20% RALDFAVGEYNK 51 62 30.9 28.2 26.3 2 0 0 1,382.7063
K_03 Cystatin‐C CYTC_HUMAN 15,799 4 4 8 19.20% ALDFAVGEYNK 52 62 48.5 27.6 36.8 3 0 0 1,226.6052
K_24 Cystatin‐C CYTC_HUMAN 15,799 2 2 2 11.60% LVGGPMDASVEEEGVR 35 50 67.1 26.6 58.9 1 0 0 1,644.7899
K_24 Cystatin‐C CYTC_HUMAN 15,799 2 2 2 11.60% LVGGPMDASVEEEGVRR 35 51 29.1 26.6 17.0 0 1 0 1,800.8910
L_02 Cystatin‐C CYTC_HUMAN 15,799 2 2 3 18.50% LVGGPMDASVEEEGVR 35 50 77.4 26.9 71.5 2 0 0 1,660.7849
L_02 Cystatin‐C CYTC_HUMAN 15,799 2 2 3 18.50% ALDFAVGEYNK 52 62 52.1 27.8 35.3 1 0 0 1,226.6052
L_03 Cystatin‐C CYTC_HUMAN 15,799 3 3 5 19.20% LVGGPMDASVEEEGVR 35 50 82.8 26.5 80.1 2 0 0 1,660.7849
L_03 Cystatin‐C CYTC_HUMAN 15,799 3 3 5 19.20% LVGGPMDASVEEEGVRR 35 51 25.3 27.3 17.1 1 0 0 1,816.8860
L_03 Cystatin‐C CYTC_HUMAN 15,799 3 3 5 19.20% ALDFAVGEYNK 52 62 58.4 27.8 40.8 2 0 0 1,226.6052
M_02 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% LVGGPMDASVEEEGVR 35 50 84.8 26.6 78.6 2 0 0 1,660.7849
M_02 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% ALDFAVGEYNK 52 62 46.3 27.8 33.8 2 0 0 1,226.6052
M_03 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% LVGGPMDASVEEEGVR 35 50 95.7 26.6 88.0 2 0 0 1,660.7849
M_03 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% ALDFAVGEYNK 52 62 46.7 27.8 26.3 2 0 0 1,226.6052
N_02 Cystatin‐C CYTC_HUMAN 15,799 3 3 5 19.20% LVGGPMDASVEEEGVR 35 50 77.7 27.0 77.7 2 0 0 1,660.7849
N_02 Cystatin‐C CYTC_HUMAN 15,799 3 3 5 19.20% LVGGPMDASVEEEGVRR 35 51 28.7 27.3 20.9 0 1 0 1,816.8860
N_02 Cystatin‐C CYTC_HUMAN 15,799 3 3 5 19.20% ALDFAVGEYNK 52 62 54.9 27.8 34.4 2 0 0 1,226.6052
N_03 Cystatin‐C CYTC_HUMAN 15,799 3 4 8 19.20% LVGGPMDASVEEEGVR 35 50 79.2 27.0 71.2 4 0 0 1,644.7899
N_03 Cystatin‐C CYTC_HUMAN 15,799 3 4 8 19.20% LVGGPMDASVEEEGVRR 35 51 33.1 27.3 23.2 2 0 0 1,816.8860
N_03 Cystatin‐C CYTC_HUMAN 15,799 3 4 8 19.20% ALDFAVGEYNK 52 62 48.8 27.8 39.3 2 0 0 1,226.6052
O_02 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% LVGGPMDASVEEEGVR 35 50 67.4 26.5 56.7 2 0 0 1,660.7849
O_02 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% ALDFAVGEYNK 52 62 48.6 27.8 38.3 2 0 0 1,226.6052
O_03 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% LVGGPMDASVEEEGVR 35 50 62.2 26.9 57.4 2 0 0 1,660.7849
O_03 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% ALDFAVGEYNK 52 62 52.2 27.8 36.0 2 0 0 1,226.6052
P_02 Cystatin‐C CYTC_HUMAN 15,799 3 4 6 19.20% LVGGPMDASVEEEGVR 35 50 80.7 27.0 76.6 2 0 0 1,660.7849
P_02 Cystatin‐C CYTC_HUMAN 15,799 3 4 6 19.20% LVGGPMDASVEEEGVRR 35 51 33.2 27.3 25.5 0 2 0 1,816.8860
P_02 Cystatin‐C CYTC_HUMAN 15,799 3 4 6 19.20% ALDFAVGEYNK 52 62 52.6 27.8 40.1 2 0 0 1,226.6052
P_03 Cystatin‐C CYTC_HUMAN 15,799 3 3 5 19.20% LVGGPMDASVEEEGVR 35 50 60.1 27.1 47.3 2 0 0 1,660.7849
P_03 Cystatin‐C CYTC_HUMAN 15,799 3 3 5 19.20% LVGGPMDASVEEEGVRR 35 51 23.6 27.4 16.2 1 0 0 1,816.8860



P_03 Cystatin‐C CYTC_HUMAN 15,799 3 3 5 19.20% ALDFAVGEYNK 52 62 58.0 27.8 43.7 2 0 0 1,226.6052
Q_02 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% LVGGPMDASVEEEGVR 35 50 78.3 26.9 71.0 2 0 0 1,660.7849
Q_02 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% ALDFAVGEYNK 52 62 52.7 27.7 34.2 2 0 0 1,226.6052
Q_03 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% LVGGPMDASVEEEGVR 35 50 71.6 27.1 63.2 2 0 0 1,660.7849
Q_03 Cystatin‐C CYTC_HUMAN 15,799 2 2 4 18.50% ALDFAVGEYNK 52 62 53.2 27.8 40.5 2 0 0 1,226.6052
A_21 Disabled homolog 2 DAB2_MOUSE 82,313 2 2 3 2.74% LIGIDDVPDAR 54 64 42.5 25.6 39.0 2 0 0 1,183.6320
A_21 Disabled homolog 2 DAB2_MOUSE 82,313 2 2 3 2.74% DLFQVIYNVK 164 173 36.7 26.1 26.1 1 0 0 1,238.6780
A_20 Dystroglycan DAG1_HUMAN 97,442 2 2 2 2.01% IPSDTFYDHEDTTTDK 518 533 28.7 25.0 28.7 1 0 0 1,884.8137
A_20 Dystroglycan DAG1_HUMAN 97,442 2 2 2 2.01% IPSDTFYDHEDTTTDKLK 518 535 21.8 25.2 16.6 0 1 0 2,125.9928
A_21 Dystroglycan DAG1_HUMAN 97,442 2 4 7 2.01% IPSDTFYDHEDTTTDK 518 533 47.1 25.0 46.8 2 2 0 1,884.8137
A_21 Dystroglycan DAG1_HUMAN 97,442 2 4 7 2.01% IPSDTFYDHEDTTTDKLK 518 535 25.6 25.0 19.8 0 2 1 2,125.9928
B_21 Dystroglycan DAG1_HUMAN 97,442 2 2 4 2.01% IPSDTFYDHEDTTTDK 518 533 58.3 25.0 58.3 2 0 0 1,884.8137
B_21 Dystroglycan DAG1_HUMAN 97,442 2 2 4 2.01% IPSDTFYDHEDTTTDKLK 518 535 28.8 25.1 28.8 0 2 0 2,125.9928
H_17 Dystroglycan DAG1_HUMAN 97,442 2 3 4 2.01% IPSDTFYDHEDTTTDK 518 533 35.1 25.0 35.1 1 1 0 1,884.8137
H_17 Dystroglycan DAG1_HUMAN 97,442 2 3 4 2.01% IPSDTFYDHEDTTTDKLK 518 535 28.5 25.1 23.6 0 2 0 2,125.9928
I_17 Dystroglycan DAG1_HUMAN 97,442 2 2 4 3.69% IPSDTFYDHEDTTTDKLK 518 535 22.5 25.1 19.9 0 2 0 2,125.9928
I_17 Dystroglycan DAG1_HUMAN 97,442 2 2 4 3.69% FVGDPALVLNDIHKK 612 626 35.8 25.6 35.2 2 0 0 1,665.9325
J_17 Dystroglycan DAG1_HUMAN 97,442 2 2 4 2.01% IPSDTFYDHEDTTTDK 518 533 38.2 25.0 38.2 2 0 0 1,884.8137
J_17 Dystroglycan DAG1_HUMAN 97,442 2 2 4 2.01% IPSDTFYDHEDTTTDKLK 518 535 27.4 25.7 26.2 0 2 0 2,125.9928
K_16 Dystroglycan DAG1_HUMAN 97,442 2 2 3 2.01% IPSDTFYDHEDTTTDK 518 533 50.4 25.0 46.3 1 0 0 1,884.8137
K_16 Dystroglycan DAG1_HUMAN 97,442 2 2 3 2.01% IPSDTFYDHEDTTTDKLK 518 535 28.5 25.6 27.8 0 2 0 2,125.9928
K_17 Dystroglycan DAG1_HUMAN 97,442 3 5 8 3.69% IPSDTFYDHEDTTTDK 518 533 38.3 25.0 38.3 2 1 0 1,884.8137
K_17 Dystroglycan DAG1_HUMAN 97,442 3 5 8 3.69% IPSDTFYDHEDTTTDKLK 518 535 34.4 25.4 34.4 1 2 0 2,125.9928
K_17 Dystroglycan DAG1_HUMAN 97,442 3 5 8 3.69% FVGDPALVLNDIHKK 612 626 41.2 25.2 41.2 2 0 0 1,665.9325
P_12 Dystroglycan DAG1_HUMAN 97,442 2 2 3 3.69% IPSDTFYDHEDTTTDKLK 518 535 29.5 25.6 25.7 0 2 0 2,125.9928
P_12 Dystroglycan DAG1_HUMAN 97,442 2 2 3 3.69% GGLSAVDAFEIHVHR 583 597 28.1 28.0 22.3 0 1 0 1,607.8289
C_05 Diablo homolog, mitochondrial DBLOH_HUMAN 27,131 2 2 4 9.62% SEPHSLSSEALMR 63 75 23.8 25.2 16.1 0 2 0 1,459.6846
C_05 Diablo homolog, mitochondrial DBLOH_HUMAN 27,131 2 2 4 9.62% LAEAQIEELR 208 217 68.9 27.3 49.3 2 0 0 1,171.6318
F_09 Diablo homolog, mitochondrial DBLOH_HUMAN 27,131 3 3 5 14.60% SEPHSLSSEALMR 63 75 31.5 25.2 31.4 0 2 0 1,459.6846
F_09 Diablo homolog, mitochondrial DBLOH_HUMAN 27,131 3 3 5 14.60% LAEAQIEELR 208 217 53.9 27.0 42.9 2 0 0 1,171.6318
F_09 Diablo homolog, mitochondrial DBLOH_HUMAN 27,131 3 3 5 14.60% AESEQEAYLRED 228 239 24.0 25.0 24.0 1 0 0 1,439.6285
G_09 Diablo homolog, mitochondrial DBLOH_HUMAN 27,131 2 2 3 9.62% SEPHSLSSEALMR 63 75 17.4 25.7 8.7 0 1 0 1,459.6846
G_09 Diablo homolog, mitochondrial DBLOH_HUMAN 27,131 2 2 3 9.62% LAEAQIEELR 208 217 58.7 28.3 43.2 2 0 0 1,171.6318
N_04 Diablo homolog, mitochondrial DBLOH_HUMAN 27,131 3 3 4 13.40% AVYTLTSLYR 106 115 29.5 28.4 24.3 1 0 0 1,186.6466
N_04 Diablo homolog, mitochondrial DBLOH_HUMAN 27,131 3 3 4 13.40% LAEAQIEELR 208 217 51.0 28.1 38.6 2 0 0 1,171.6318
N_04 Diablo homolog, mitochondrial DBLOH_HUMAN 27,131 3 3 4 13.40% AESEQEAYLRED 228 239 22.6 25.0 22.6 1 0 0 1,439.6285
Q_04 Diablo homolog, mitochondrial DBLOH_HUMAN 27,131 2 2 3 9.62% SEPHSLSSEALMR 63 75 22.0 25.6 21.1 0 1 0 1,459.6846
Q_04 Diablo homolog, mitochondrial DBLOH_HUMAN 27,131 2 2 3 9.62% LAEAQIEELR 208 217 38.1 28.1 27.5 2 0 0 1,171.6318
A_15 Drebrin‐like protein DBNL_HUMAN 48,206 3 3 5 9.30% VAGTGEGGLEEMVEELNSGK 42 61 76.8 25.5 76.8 2 0 0 2,021.9335
A_15 Drebrin‐like protein DBNL_HUMAN 48,206 3 3 5 9.30% VMYAFCR 62 68 20.7 25.0 15.6 1 0 0 962.4222
A_15 Drebrin‐like protein DBNL_HUMAN 48,206 3 3 5 9.30% AEEDVEPECIMEK 119 131 51.4 25.0 51.4 2 0 0 1,594.6613
B_15 Drebrin‐like protein DBNL_HUMAN 48,206 2 2 4 7.67% VAGTGEGGLEEMVEELNSGK 42 61 81.0 25.3 81.0 2 0 0 2,021.9335
B_15 Drebrin‐like protein DBNL_HUMAN 48,206 2 2 4 7.67% AEEDVEPECIMEK 119 131 43.7 25.0 42.6 2 0 0 1,594.6613
L_09 Drebrin‐like protein DBNL_HUMAN 48,206 3 3 4 8.84% AEEDVEPECIMEK 119 131 33.7 25.0 33.7 1 0 0 1,594.6613
L_09 Drebrin‐like protein DBNL_HUMAN 48,206 3 3 4 8.84% TWEQQQEVVSR 236 246 77.8 27.0 61.7 2 0 0 1,389.6757
L_09 Drebrin‐like protein DBNL_HUMAN 48,206 3 3 4 8.84% AMSTTSISSPQPGK 267 280 34.9 26.7 29.4 1 0 0 1,407.6786
H_12 DNA‐binding protein A DBPA_HUMAN 40,089 2 2 4 10.20% GAEAANVTGPDGVPVEGSR 151 169 58.6 27.5 58.6 2 0 0 1,782.8618
H_12 DNA‐binding protein A DBPA_HUMAN 40,089 2 2 4 10.20% AGEAPTENPAPPTQQSSAE 354 372 41.3 25.0 41.3 2 0 0 1,881.8462
L_08 DNA‐binding protein A DBPA_HUMAN 40,089 3 3 5 18.50% NDTKEDVFVHQTAIKK 110 125 38.3 27.8 36.8 0 2 0 1,872.9816
L_08 DNA‐binding protein A DBPA_HUMAN 40,089 3 3 5 18.50% EDVFVHQTAIKK 114 125 24.9 27.7 14.7 0 1 0 1,414.7690
L_08 DNA‐binding protein A DBPA_HUMAN 40,089 3 3 5 18.50% GAEAANVTGPDGVPVEGSR 151 169 55.5 27.4 55.5 2 0 0 1,782.8618
L_08 DNA‐binding protein A DBPA_HUMAN 40,089 3 3 5 18.50% DGVPEGAQLQGPVHR 269 283 36.1 28.0 25.1 1 0 0 1,559.7927
L_08 DNA‐binding protein A DBPA_HUMAN 40,089 3 3 5 18.50% AGEAPTENPAPPTQQSSAE 354 372 47.2 25.0 47.2 2 0 0 1,881.8462
L_09 DNA‐binding protein A DBPA_HUMAN 40,089 2 2 3 18.00% NDTKEDVFVHQTAIKK 110 125 30.2 27.8 26.3 0 1 0 1,872.9816
L_09 DNA‐binding protein A DBPA_HUMAN 40,089 2 2 3 18.00% SVGDGETVEFDVVEGEK 134 150 88.1 25.3 82.5 2 0 0 1,795.8234
L_09 DNA‐binding protein A DBPA_HUMAN 40,089 2 2 3 18.00% DGVPEGAQLQGPVHR 269 283 52.5 27.8 45.9 1 0 0 1,559.7927
L_09 DNA‐binding protein A DBPA_HUMAN 40,089 2 2 3 18.00% AGEAPTENPAPPTQQSSAE 354 372 48.1 25.0 48.1 2 0 0 1,881.8462
A_18 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 3 4 7 7.68% EAVAPVQEESDLEK 42 55 57.1 26.1 55.6 2 0 0 1,543.7487
A_18 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 3 4 7 7.68% SVSTPSEAGSQDSGDGAVGSR 86 106 61.8 25.0 61.8 2 0 0 1,950.8636
A_18 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 3 4 7 7.68% DLEDKEGEIQAGAK 225 238 31.8 26.7 23.8 1 2 0 1,502.7336
A_19 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 4 5.49% EAVAPVQEESDLEK 42 55 32.3 26.2 32.3 2 0 0 1,543.7487
A_19 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 4 5.49% SVSTPSEAGSQDSGDGAVGSR 86 106 91.4 25.0 91.4 2 0 0 1,950.8636
B_19 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 3 4 6 7.84% EAVAPVQEESDLEKK 42 56 31.3 27.5 22.0 1 0 0 1,671.8437
B_19 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 3 4 6 7.84% SVSTPSEAGSQDSGDGAVGSR 86 106 68.0 25.0 66.1 2 2 0 1,950.8636
B_19 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 3 4 6 7.84% DLEDKEGEIQAGAK 225 238 17.5 26.8 6.0 0 1 0 1,502.7336
C_18 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 4 5.49% EAVAPVQEESDLEK 42 55 50.8 26.0 50.3 2 0 0 1,543.7487
C_18 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 4 5.49% SVSTPSEAGSQDSGDGAVGSR 86 106 66.6 25.0 62.8 2 0 0 1,950.8636
C_19 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 3 5.17% EAVAPVQEESDLEK 42 55 41.5 26.1 34.4 2 0 0 1,543.7487
C_19 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 3 5.17% TLAEINANRADAEEEAATR 591 609 60.3 26.1 55.7 0 1 0 2,044.9894
H_16 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 2 3.61% ITQVDFPPR 117 125 30.2 30.3 23.7 1 0 0 1,072.5787
H_16 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 2 3.61% DLEDKEGEIQAGAK 225 238 25.4 26.7 13.8 0 1 0 1,502.7336
I_16 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 3 3 4 4.55% EAVAPVQEESDLEK 42 55 65.5 26.1 64.6 2 0 0 1,543.7487
I_16 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 3 3 4 4.55% EAVAPVQEESDLEKK 42 56 23.3 27.6 14.0 1 0 0 1,671.8437
I_16 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 3 3 4 4.55% DLEDKEGEIQAGAK 225 238 20.7 26.8 12.0 0 1 0 1,502.7336
J_16 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 4 4.39% EAVAPVQEESDLEK 42 55 46.5 26.4 45.0 2 0 0 1,543.7487
J_16 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 4 4.39% DLEDKEGEIQAGAK 225 238 28.9 27.3 18.4 0 2 0 1,502.7336
L_11 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 3 5.49% EAVAPVQEESDLEK 42 55 43.6 26.4 37.1 1 0 0 1,543.7487
L_11 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 3 5.49% SVSTPSEAGSQDSGDGAVGSR 86 106 59.1 25.0 56.1 2 0 0 1,950.8636
L_13 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 4 5.49% EAVAPVQEESDLEK 42 55 30.3 26.2 26.9 2 0 0 1,543.7487
L_13 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 4 5.49% SVSTPSEAGSQDSGDGAVGSR 86 106 65.1 25.0 56.2 2 0 0 1,950.8636
L_14 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 2 5.49% EAVAPVQEESDLEK 42 55 20.6 25.9 19.7 1 0 0 1,543.7487
L_14 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 2 5.49% SVSTPSEAGSQDSGDGAVGSR 86 106 52.7 25.0 45.9 1 0 0 1,950.8636
L_15 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 3 5.49% EAVAPVQEESDLEK 42 55 23.7 26.2 23.7 1 0 0 1,543.7487
L_15 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 3 5.49% SVSTPSEAGSQDSGDGAVGSR 86 106 64.1 25.0 64.1 2 0 0 1,950.8636
M_11 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 3 4.39% EAVAPVQEESDLEK 42 55 46.9 26.3 37.6 2 0 0 1,543.7487
M_11 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 3 4.39% DLEDKEGEIQAGAK 225 238 31.5 26.8 21.6 0 1 0 1,502.7336
Q_11 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 4 5.49% EAVAPVQEESDLEK 42 55 52.5 26.2 47.5 2 0 0 1,543.7487
Q_11 Cytoplasmic dynein 1 intermediate chain 2 DC1I2_HUMAN 68,377 2 2 4 5.49% SVSTPSEAGSQDSGDGAVGSR 86 106 60.3 25.0 60.3 2 0 0 1,950.8636
B_15 Cytoplasmic dynein 1 light intermediate chain 2 DC1L2_HUMAN 54,100 2 2 4 5.69% GGPASVPSSSPGTSVK 398 413 25.1 27.8 24.8 2 0 0 1,414.7173
B_15 Cytoplasmic dynein 1 light intermediate chain 2 DC1L2_HUMAN 54,100 2 2 4 5.69% TVLSNVQEELDR 463 474 40.4 27.6 33.8 2 0 0 1,402.7173
C_15 Cytoplasmic dynein 1 light intermediate chain 2 DC1L2_HUMAN 54,100 2 2 4 5.69% GGPASVPSSSPGTSVK 398 413 32.4 27.5 28.1 2 0 0 1,414.7173
C_15 Cytoplasmic dynein 1 light intermediate chain 2 DC1L2_HUMAN 54,100 2 2 4 5.69% TVLSNVQEELDR 463 474 49.2 27.9 42.1 2 0 0 1,402.7173
K_13 Cytoplasmic dynein 1 light intermediate chain 2 DC1L2_HUMAN 54,100 2 2 4 4.88% NILVFGEDGSGK 56 67 31.3 28.2 27.4 2 0 0 1,235.6268
K_13 Cytoplasmic dynein 1 light intermediate chain 2 DC1L2_HUMAN 54,100 2 2 4 4.88% TVLSNVQEELDR 463 474 46.5 27.9 40.0 2 0 0 1,402.7173
L_09 Cytoplasmic dynein 1 light intermediate chain 2 DC1L2_HUMAN 54,100 2 2 2 5.69% GGPASVPSSSPGTSVK 398 413 34.7 28.0 26.7 1 0 0 1,414.7173
L_09 Cytoplasmic dynein 1 light intermediate chain 2 DC1L2_HUMAN 54,100 2 2 2 5.69% TVLSNVQEELDR 463 474 50.8 28.1 44.4 1 0 0 1,402.7173
A_01 Dermcidin DCD_HUMAN 11,284 3 4 8 25.50% LGKDAVEDLESVGK 83 96 63.5 27.8 53.8 2 2 0 1,459.7641
A_01 Dermcidin DCD_HUMAN 11,284 3 4 8 25.50% DAVEDLESVGK 86 96 62.4 27.0 38.1 2 0 0 1,161.5635
A_01 Dermcidin DCD_HUMAN 11,284 3 4 8 25.50% GAVHDVKDVLDSVL 97 110 32.4 27.1 31.8 2 0 0 1,466.7851
A_09 Dermcidin DCD_HUMAN 11,284 2 2 3 12.70% LGKDAVEDLESVGK 83 96 59.6 27.7 55.8 1 0 0 1,459.7641
A_09 Dermcidin DCD_HUMAN 11,284 2 2 3 12.70% DAVEDLESVGK 86 96 61.8 27.0 38.7 2 0 0 1,161.5635
A_28 Dermcidin DCD_HUMAN 11,284 2 2 3 12.70% LGKDAVEDLESVGK 83 96 35.4 27.5 26.4 0 1 0 1,459.7641
A_28 Dermcidin DCD_HUMAN 11,284 2 2 3 12.70% DAVEDLESVGK 86 96 45.3 26.4 36.8 2 0 0 1,161.5635
A_29 Dermcidin DCD_HUMAN 11,284 2 2 3 12.70% LGKDAVEDLESVGK 83 96 43.1 27.8 33.0 0 1 0 1,459.7641
A_29 Dermcidin DCD_HUMAN 11,284 2 2 3 12.70% DAVEDLESVGK 86 96 45.2 26.2 35.8 2 0 0 1,161.5635
A_32 Dermcidin DCD_HUMAN 11,284 2 3 5 12.70% LGKDAVEDLESVGK 83 96 44.5 27.7 29.4 1 2 0 1,459.7641
A_32 Dermcidin DCD_HUMAN 11,284 2 3 5 12.70% DAVEDLESVGK 86 96 49.8 26.2 35.3 2 0 0 1,161.5635
B_02 Dermcidin DCD_HUMAN 11,284 2 2 4 12.70% LGKDAVEDLESVGK 83 96 29.0 27.5 17.5 0 2 0 1,459.7641
B_02 Dermcidin DCD_HUMAN 11,284 2 2 4 12.70% DAVEDLESVGK 86 96 78.4 26.2 53.1 2 0 0 1,161.5635
B_04 Dermcidin DCD_HUMAN 11,284 2 3 4 12.70% LGKDAVEDLESVGK 83 96 61.7 27.8 52.7 1 2 0 1,459.7641
B_04 Dermcidin DCD_HUMAN 11,284 2 3 4 12.70% DAVEDLESVGK 86 96 24.5 27.0 9.1 1 0 0 1,161.5635
C_01 Dermcidin DCD_HUMAN 11,284 2 2 4 12.70% LGKDAVEDLESVGK 83 96 56.9 27.8 45.2 2 0 0 1,459.7641



C_01 Dermcidin DCD_HUMAN 11,284 2 2 4 12.70% DAVEDLESVGK 86 96 47.2 27.4 27.1 2 0 0 1,161.5635
C_02 Dermcidin DCD_HUMAN 11,284 2 2 4 12.70% LGKDAVEDLESVGK 83 96 56.7 27.8 48.5 2 0 0 1,459.7641
C_02 Dermcidin DCD_HUMAN 11,284 2 2 4 12.70% DAVEDLESVGK 86 96 61.2 26.2 37.9 2 0 0 1,161.5635
C_05 Dermcidin DCD_HUMAN 11,284 2 2 4 12.70% LGKDAVEDLESVGK 83 96 72.4 27.7 66.8 2 0 0 1,459.7641
C_05 Dermcidin DCD_HUMAN 11,284 2 2 4 12.70% DAVEDLESVGK 86 96 54.9 26.2 37.8 2 0 0 1,161.5635
C_06 Dermcidin DCD_HUMAN 11,284 2 2 4 12.70% LGKDAVEDLESVGK 83 96 54.9 28.0 44.2 2 0 0 1,459.7641
C_06 Dermcidin DCD_HUMAN 11,284 2 2 4 12.70% DAVEDLESVGK 86 96 61.8 26.2 47.5 2 0 0 1,161.5635
C_07 Dermcidin DCD_HUMAN 11,284 2 3 6 12.70% LGKDAVEDLESVGK 83 96 63.6 27.8 58.7 2 2 0 1,459.7641
C_07 Dermcidin DCD_HUMAN 11,284 2 3 6 12.70% DAVEDLESVGK 86 96 49.5 26.2 27.5 2 0 0 1,161.5635
C_12 Dermcidin DCD_HUMAN 11,284 2 3 4 25.50% LGKDAVEDLESVGK 83 96 63.4 27.7 57.5 2 1 0 1,459.7641
C_12 Dermcidin DCD_HUMAN 11,284 2 3 4 25.50% GAVHDVKDVLDSVL 97 110 30.0 27.2 28.1 1 0 0 1,466.7851
C_13 Dermcidin DCD_HUMAN 11,284 2 2 3 25.50% LGKDAVEDLESVGK 83 96 47.9 27.7 38.9 2 0 0 1,459.7641
C_13 Dermcidin DCD_HUMAN 11,284 2 2 3 25.50% GAVHDVKDVLDSVL 97 110 50.3 27.2 45.1 1 0 0 1,466.7851
C_14 Dermcidin DCD_HUMAN 11,284 2 2 3 25.50% LGKDAVEDLESVGK 83 96 35.1 27.5 24.9 0 2 0 1,459.7641
C_14 Dermcidin DCD_HUMAN 11,284 2 2 3 25.50% GAVHDVKDVLDSVL 97 110 36.9 27.2 35.8 1 0 0 1,466.7851
C_22 Dermcidin DCD_HUMAN 11,284 2 2 3 22.70% DAVEDLESVGK 86 96 60.4 26.2 46.4 2 0 0 1,161.5635
C_22 Dermcidin DCD_HUMAN 11,284 2 2 3 22.70% GAVHDVKDVLDSVL 97 110 25.7 27.2 24.8 1 0 0 1,466.7851
C_23 Dermcidin DCD_HUMAN 11,284 2 2 3 12.70% LGKDAVEDLESVGK 83 96 37.0 27.5 29.7 0 1 0 1,459.7641
C_23 Dermcidin DCD_HUMAN 11,284 2 2 3 12.70% DAVEDLESVGK 86 96 59.0 26.8 40.6 2 0 0 1,161.5635
C_24 Dermcidin DCD_HUMAN 11,284 2 2 3 25.50% LGKDAVEDLESVGK 83 96 37.6 27.5 23.4 0 2 0 1,459.7641
C_24 Dermcidin DCD_HUMAN 11,284 2 2 3 25.50% GAVHDVKDVLDSVL 97 110 31.5 27.1 25.7 1 0 0 1,466.7851
C_26 Dermcidin DCD_HUMAN 11,284 3 4 6 25.50% LGKDAVEDLESVGK 83 96 32.7 27.7 23.4 1 1 0 1,459.7641
C_26 Dermcidin DCD_HUMAN 11,284 3 4 6 25.50% DAVEDLESVGK 86 96 50.5 26.2 36.9 2 0 0 1,161.5635
C_26 Dermcidin DCD_HUMAN 11,284 3 4 6 25.50% GAVHDVKDVLDSVL 97 110 53.4 27.1 53.4 2 0 0 1,466.7851
C_27 Dermcidin DCD_HUMAN 11,284 3 3 5 25.50% LGKDAVEDLESVGK 83 96 38.7 28.0 25.8 0 2 0 1,459.7641
C_27 Dermcidin DCD_HUMAN 11,284 3 3 5 25.50% DAVEDLESVGK 86 96 55.5 26.2 44.3 2 0 0 1,161.5635
C_27 Dermcidin DCD_HUMAN 11,284 3 3 5 25.50% GAVHDVKDVLDSVL 97 110 31.7 27.2 25.2 1 0 0 1,466.7851
C_28 Dermcidin DCD_HUMAN 11,284 2 2 3 25.50% LGKDAVEDLESVGK 83 96 25.3 27.5 19.1 0 2 0 1,459.7641
C_28 Dermcidin DCD_HUMAN 11,284 2 2 3 25.50% GAVHDVKDVLDSVL 97 110 32.4 27.2 26.3 1 0 0 1,466.7851
C_29 Dermcidin DCD_HUMAN 11,284 2 2 3 12.70% LGKDAVEDLESVGK 83 96 36.0 27.8 26.0 0 2 0 1,459.7641
C_29 Dermcidin DCD_HUMAN 11,284 2 2 3 12.70% DAVEDLESVGK 86 96 45.4 26.3 36.6 1 0 0 1,161.5635
C_30 Dermcidin DCD_HUMAN 11,284 2 3 5 25.50% LGKDAVEDLESVGK 83 96 64.6 27.7 52.9 1 2 0 1,459.7641
C_30 Dermcidin DCD_HUMAN 11,284 2 3 5 25.50% GAVHDVKDVLDSVL 97 110 42.1 27.3 38.3 2 0 0 1,466.7851
C_31 Dermcidin DCD_HUMAN 11,284 2 3 5 12.70% LGKDAVEDLESVGK 83 96 45.3 27.7 36.1 1 2 0 1,459.7641
C_31 Dermcidin DCD_HUMAN 11,284 2 3 5 12.70% DAVEDLESVGK 86 96 30.9 26.3 26.1 2 0 0 1,161.5635
C_32 Dermcidin DCD_HUMAN 11,284 2 3 5 25.50% LGKDAVEDLESVGK 83 96 71.0 27.5 62.1 2 2 0 1,459.7641
C_32 Dermcidin DCD_HUMAN 11,284 2 3 5 25.50% GAVHDVKDVLDSVL 97 110 30.9 27.2 25.8 1 0 0 1,466.7851
I_03 Dermcidin DCD_HUMAN 11,284 2 2 4 12.70% LGKDAVEDLESVGK 83 96 47.1 27.8 38.8 2 0 0 1,459.7641
I_03 Dermcidin DCD_HUMAN 11,284 2 2 4 12.70% DAVEDLESVGK 86 96 62.5 27.6 42.2 2 0 0 1,161.5635
A_08 DCN1‐like protein 1 DCNL1_HUMAN 30,126 2 2 3 7.34% TAVSCLSQNDWK 25 36 47.5 25.0 37.8 2 0 0 1,408.6526
A_08 DCN1‐like protein 1 DCNL1_HUMAN 30,126 2 2 3 7.34% FLDLWNK 192 198 25.9 29.1 15.0 1 0 0 935.4986
H_07 DCN1‐like protein 1 DCNL1_HUMAN 30,126 2 2 4 8.88% QFMIFTQSSEK 14 24 27.3 26.9 8.6 2 0 0 1,345.6457
H_07 DCN1‐like protein 1 DCNL1_HUMAN 30,126 2 2 4 8.88% TAVSCLSQNDWK 25 36 50.4 25.6 41.8 2 0 0 1,408.6526
A_11 Scavenger mRNA‐decapping enzyme DcpS DCPS_HUMAN 38,610 2 2 3 6.23% TTVVYPATEK 129 138 22.4 27.3 20.8 1 0 0 1,108.5885
A_11 Scavenger mRNA‐decapping enzyme DcpS DCPS_HUMAN 38,610 2 2 3 6.23% DLTPEHLPLLR 232 242 42.5 27.0 34.4 2 0 0 1,303.7371
B_11 Scavenger mRNA‐decapping enzyme DcpS DCPS_HUMAN 38,610 2 2 3 8.90% VNEASGDGDGEDAVVILEK 68 86 96.9 26.8 90.4 1 0 0 1,916.9086
B_11 Scavenger mRNA‐decapping enzyme DcpS DCPS_HUMAN 38,610 2 2 3 8.90% DLTPEHLPLLR 232 242 23.7 27.0 18.0 2 0 0 1,303.7371
A_05 Deoxycytidylate deaminase DCTD_HUMAN 20,016 2 2 4 16.30% SKDPNSQVGACIVNSENK 30 47 51.0 26.1 47.5 0 2 0 1,946.9237
A_05 Deoxycytidylate deaminase DCTD_HUMAN 20,016 2 2 4 16.30% LLFNMAGVTFR 143 153 41.8 27.2 34.9 2 0 0 1,284.6770
H_05 Deoxycytidylate deaminase DCTD_HUMAN 20,016 2 2 3 16.30% SKDPNSQVGACIVNSENK 30 47 52.9 26.3 49.9 0 2 0 1,946.9237
H_05 Deoxycytidylate deaminase DCTD_HUMAN 20,016 2 2 3 16.30% LLFNMAGVTFR 143 153 38.5 26.8 30.6 1 0 0 1,284.6770
A_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 7 7 11 7.12% AESLQQEVEALKER 318 331 30.4 27.6 27.0 0 1 0 1,629.8443
A_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 7 7 11 7.12% VGSLYPEMSAHER 685 697 16.3 25.0 12.6 0 1 0 1,491.6897
A_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 7 7 11 7.12% AEITDAEGLGLK 933 944 45.6 29.0 30.6 2 0 0 1,216.6422
A_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 7 7 11 7.12% DSPLLLQQISAMR 1089 1101 68.2 28.3 57.9 2 0 0 1,487.7889
A_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 7 7 11 7.12% ASLASLPPLHVAK 1121 1133 23.6 25.0 20.0 1 0 0 1,303.7733
A_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 7 7 11 7.12% SPSAQLMEQVAQLK 1180 1193 50.0 27.8 44.4 2 0 0 1,545.7943
A_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 7 7 11 7.12% VTFSCAAGFGQR 1248 1259 32.6 25.0 22.6 2 0 0 1,300.6103
B_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 8 8 11 8.14% AESLQQEVEALKER 318 331 23.2 27.6 21.4 0 1 0 1,629.8443
B_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 8 8 11 8.14% DLETSCSDIR 786 795 20.2 25.0 11.6 1 0 0 1,195.5261
B_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 8 8 11 8.14% AEITDAEGLGLK 933 944 46.9 29.2 27.7 2 0 0 1,216.6422
B_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 8 8 11 8.14% IKGEELSEANVR 961 972 35.5 28.3 33.0 1 0 0 1,344.7118
B_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 8 8 11 8.14% DSPLLLQQISAMR 1089 1101 61.2 28.6 56.1 2 0 0 1,487.7889
B_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 8 8 11 8.14% LSHEGPGSELPAGALYR 1134 1150 24.9 27.3 19.3 0 2 0 1,753.8869
B_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 8 8 11 8.14% SPSAQLMEQVAQLK 1180 1193 44.8 27.6 37.2 1 0 0 1,545.7943
B_24 Dynactin subunit 1 DCTN1_HUMAN 141,698 8 8 11 8.14% VTFSCAAGFGQR 1248 1259 33.0 25.0 28.4 1 0 0 1,300.6103
A_13 Dynactin subunit 2 DCTN2_HUMAN 44,232 4 4 7 13.20% LLHEVQELTTEVEK 106 119 62.2 26.4 38.0 2 0 0 1,667.8852
A_13 Dynactin subunit 2 DCTN2_HUMAN 44,232 4 4 7 13.20% LLLQLEATK 177 185 49.5 25.0 38.9 2 0 0 1,028.6352
A_13 Dynactin subunit 2 DCTN2_HUMAN 44,232 4 4 7 13.20% DNTTLLTQVQTTMR 366 379 60.3 27.6 54.3 2 0 0 1,637.8166
A_13 Dynactin subunit 2 DCTN2_HUMAN 44,232 4 4 7 13.20% ENLATVEGNFASIDER 380 395 99.6 25.9 95.0 1 0 0 1,764.8399
B_13 Dynactin subunit 2 DCTN2_HUMAN 44,232 3 3 5 9.23% LLHEVQELTTEVEK 106 119 63.9 26.5 45.9 2 0 0 1,667.8852
B_13 Dynactin subunit 2 DCTN2_HUMAN 44,232 3 3 5 9.23% LLLQLEATK 177 185 46.2 25.0 36.2 1 0 0 1,028.6352
B_13 Dynactin subunit 2 DCTN2_HUMAN 44,232 3 3 5 9.23% DNTTLLTQVQTTMR 366 379 55.0 27.5 55.0 2 0 0 1,637.8166
C_13 Dynactin subunit 2 DCTN2_HUMAN 44,232 4 5 8 11.50% LLHEVQELTTEVEK 106 119 68.0 26.4 37.3 2 1 0 1,667.8852
C_13 Dynactin subunit 2 DCTN2_HUMAN 44,232 4 5 8 11.50% LLLQLEATK 177 185 44.6 25.0 30.0 2 0 0 1,028.6352
C_13 Dynactin subunit 2 DCTN2_HUMAN 44,232 4 5 8 11.50% LTELETAVR 231 239 51.9 28.8 12.8 2 0 0 1,031.5732
C_13 Dynactin subunit 2 DCTN2_HUMAN 44,232 4 5 8 11.50% DNTTLLTQVQTTMR 366 379 39.3 27.7 32.7 1 0 0 1,637.8166
H_12 Dynactin subunit 2 DCTN2_HUMAN 44,232 3 3 5 6.98% LLLQLEATK 177 185 51.3 25.0 39.0 2 0 0 1,028.6352
H_12 Dynactin subunit 2 DCTN2_HUMAN 44,232 3 3 5 6.98% LTELETAVR 231 239 56.8 28.7 15.7 2 0 0 1,031.5732
H_12 Dynactin subunit 2 DCTN2_HUMAN 44,232 3 3 5 6.98% VHQLYETIQR 309 318 36.1 28.5 32.0 1 0 0 1,286.6852
I_12 Dynactin subunit 2 DCTN2_HUMAN 44,232 4 4 7 10.70% ESATEEKLTPVLLAK 126 140 36.8 26.3 18.6 2 0 0 1,628.9107
I_12 Dynactin subunit 2 DCTN2_HUMAN 44,232 4 4 7 10.70% LLLQLEATK 177 185 52.7 25.0 34.8 2 0 0 1,028.6352
I_12 Dynactin subunit 2 DCTN2_HUMAN 44,232 4 4 7 10.70% LTELETAVR 231 239 63.2 27.9 14.2 2 0 0 1,031.5732
I_12 Dynactin subunit 2 DCTN2_HUMAN 44,232 4 4 7 10.70% VHQLYETIQR 309 318 22.2 28.5 17.0 1 0 0 1,286.6852
K_12 Dynactin subunit 2 DCTN2_HUMAN 44,232 3 3 5 8.73% LTELETAVR 231 239 54.3 27.9 0.0 2 0 0 1,031.5732
K_12 Dynactin subunit 2 DCTN2_HUMAN 44,232 3 3 5 8.73% VHQLYETIQR 309 318 27.3 28.3 24.1 2 0 0 1,286.6852
K_12 Dynactin subunit 2 DCTN2_HUMAN 44,232 3 3 5 8.73% ENLATVEGNFASIDER 380 395 68.7 26.5 63.5 1 0 0 1,764.8399
L_08 Dynactin subunit 2 DCTN2_HUMAN 44,232 2 3 4 7.48% LLHEVQELTTEVEK 106 119 58.8 26.4 54.3 2 1 0 1,667.8852
L_08 Dynactin subunit 2 DCTN2_HUMAN 44,232 2 3 4 7.48% ENLATVEGNFASIDER 380 395 76.6 26.5 70.4 1 0 0 1,764.8399
L_04 Dynactin subunit 3 DCTN3_HUMAN 21,120 2 2 4 15.60% YLDPEYIDR 67 75 19.8 26.1 10.9 2 0 0 1,183.5631
L_04 Dynactin subunit 3 DCTN3_HUMAN 21,120 2 2 4 15.60% LAQIHIQQQDQCVEITEESK 129 148 48.8 27.2 41.2 0 2 0 2,397.1718
A_15 Dynactin subunit 4 DCTN4_HUMAN 52,338 2 2 4 5.22% APLSQLYFCR 22 31 35.3 26.7 30.7 2 0 0 1,254.6300
A_15 Dynactin subunit 4 DCTN4_HUMAN 52,338 2 2 4 5.22% ATSISTQLPDDPAK 87 100 50.9 27.3 43.4 2 0 0 1,443.7328
H_13 Dynactin subunit 4 DCTN4_HUMAN 52,338 3 3 5 9.13% ATSISTQLPDDPAK 87 100 25.7 27.2 19.6 2 0 0 1,443.7328
H_13 Dynactin subunit 4 DCTN4_HUMAN 52,338 3 3 5 9.13% SVASGGWQEPENPHTQR 127 143 16.7 25.4 15.5 0 1 0 1,879.8682
H_13 Dynactin subunit 4 DCTN4_HUMAN 52,338 3 3 5 9.13% LIEYYQQLAQK 147 157 43.4 27.0 33.7 2 0 0 1,396.7472
A_05 dCTP pyrophosphatase 1 DCTP1_HUMAN 18,681 3 3 5 12.40% DWEQFHQPR 46 54 41.6 25.0 35.1 2 0 0 1,242.5651
A_05 dCTP pyrophosphatase 1 DCTP1_HUMAN 18,681 3 3 5 12.40% CRVDLPLAVLSK 110 121 38.0 25.8 28.4 2 0 0 1,370.7826
A_05 dCTP pyrophosphatase 1 DCTP1_HUMAN 18,681 3 3 5 12.40% VDLPLAVLSK 112 121 44.2 25.0 33.2 1 0 0 1,054.6508
B_05 dCTP pyrophosphatase 1 DCTP1_HUMAN 18,681 2 2 3 11.20% DWEQFHQPR 46 54 25.8 25.0 24.1 1 0 0 1,242.5651
B_05 dCTP pyrophosphatase 1 DCTP1_HUMAN 18,681 2 2 3 11.20% VDLPLAVLSK 112 121 49.5 25.0 48.5 2 0 0 1,054.6508
K_05 dCTP pyrophosphatase 1 DCTP1_HUMAN 18,681 2 2 4 7.06% CRVDLPLAVLSK 110 121 18.8 25.7 13.3 0 2 0 1,370.7826
K_05 dCTP pyrophosphatase 1 DCTP1_HUMAN 18,681 2 2 4 7.06% VDLPLAVLSK 112 121 44.9 25.0 41.2 2 0 0 1,054.6508
B_11 Uroporphyrinogen decarboxylase DCUP_HUMAN 40,787 2 2 4 6.54% AAQDFFSTCR 51 60 54.1 25.0 54.1 2 0 0 1,202.5259
B_11 Uroporphyrinogen decarboxylase DCUP_HUMAN 40,787 2 2 4 6.54% SPEACCELTLQPLR 61 74 45.5 26.1 44.9 2 0 0 1,673.7988
I_09 Uroporphyrinogen decarboxylase DCUP_HUMAN 40,787 2 2 3 4.09% SPEACCELTLQPLR 61 74 56.2 26.4 42.9 2 0 0 1,673.7988
I_09 Uroporphyrinogen decarboxylase DCUP_HUMAN 40,787 2 2 3 4.09% SPEACCELTLQPLRR 61 75 37.5 27.0 19.4 0 1 0 1,829.8999
A_15 ATP‐dependent RNA helicase DDX19A DD19A_HUMAN 53,987 2 2 4 5.44% SNLVDNTNQVEVLQR 67 81 83.0 27.7 73.5 2 0 0 1,728.8875
A_15 ATP‐dependent RNA helicase DDX19A DD19A_HUMAN 53,987 2 2 4 5.44% LDTDDLDEIEK 465 475 74.1 25.0 63.7 2 0 0 1,305.6060
B_15 ATP‐dependent RNA helicase DDX19A DD19A_HUMAN 53,976 2 2 4 5.44% SNLVDNTNQVEVLQR 67 81 82.9 28.0 74.1 2 0 0 1,728.8875
B_15 ATP‐dependent RNA helicase DDX19A DD19A_HUMAN 53,976 2 2 4 5.44% LDTDDLDEIEK 465 475 46.6 25.0 33.4 2 0 0 1,305.6060
D_17 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 1 DDAH1_HUMAN 31,122 2 2 2 7.72% ALPESLGQHALR 20 31 31.6 27.0 15.7 1 0 0 1,291.7118



D_17 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 1 DDAH1_HUMAN 31,122 2 2 2 7.72% GAEILADTFK 150 159 30.8 28.2 21.2 1 0 0 1,064.5624
F_12 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 1 DDAH1_HUMAN 31,122 3 3 5 13.30% ALPESLGQHALR 20 31 49.4 26.8 32.9 2 0 0 1,291.7118
F_12 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 1 DDAH1_HUMAN 31,122 3 3 5 13.30% DENATLDGGDVLFTGR 121 136 75.2 25.4 68.2 2 0 0 1,679.7874
F_12 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 1 DDAH1_HUMAN 31,122 3 3 5 13.30% GAEILADTFK 150 159 37.8 27.4 23.7 1 0 0 1,064.5624
L_06 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 1 DDAH1_HUMAN 31,122 2 2 2 9.12% ALPESLGQHALR 20 31 22.7 26.6 22.4 1 0 0 1,291.7118
L_06 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 1 DDAH1_HUMAN 31,122 2 2 2 9.12% TPEEYPESAKVYEK 238 251 28.5 26.4 21.2 0 1 0 1,669.7956
A_09 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 3 3 6 14.00% GAEIVADTFR 148 157 51.6 28.3 35.2 2 0 0 1,078.5528
A_09 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 3 3 6 14.00% DFAVSTVPVSGPSHLR 158 173 56.8 27.7 51.3 2 0 0 1,668.8704
A_09 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 3 3 6 14.00% GGGDLPNSQEALQK 238 251 63.6 26.7 57.8 2 0 0 1,413.6971
B_09 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 4 4 6 19.60% GAEIVADTFR 148 157 43.1 28.2 32.7 1 0 0 1,078.5528
B_09 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 4 4 6 19.60% DFAVSTVPVSGPSHLR 158 173 45.9 27.7 36.1 1 0 0 1,668.8704
B_09 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 4 4 6 19.60% GGGDLPNSQEALQK 238 251 69.2 26.7 63.7 2 0 0 1,413.6971
B_09 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 4 4 6 19.60% LSDVTLVPVSCSELEK 252 267 27.2 28.9 25.7 2 0 0 1,775.9097
C_09 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 2 2 3 8.42% GAEIVADTFR 148 157 27.4 28.2 22.9 1 0 0 1,078.5528
C_09 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 2 2 3 8.42% GGGDLPNSQEALQK 238 251 47.2 26.2 44.8 2 0 0 1,413.6971
D_14 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 4 4 5 22.10% GVPESLASGEGAGAGLPALDLAK 18 40 56.6 27.3 56.6 1 0 0 2,080.0924
D_14 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 4 4 5 22.10% GAEIVADTFR 148 157 33.8 28.6 27.4 1 0 0 1,078.5528
D_14 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 4 4 5 22.10% DFAVSTVPVSGPSHLR 158 173 22.8 27.5 19.0 0 1 0 1,668.8704
D_14 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 4 4 5 22.10% GGGDLPNSQEALQK 238 251 53.8 26.2 49.1 2 0 0 1,413.6971
G_11 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 2 2 3 8.07% KALQDLGLR 105 113 33.6 26.4 19.7 1 0 0 1,013.6104
G_11 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 2 2 3 8.07% GGGDLPNSQEALQK 238 251 61.0 27.1 52.2 2 0 0 1,413.6971
I_08 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 2 2 3 8.42% GAEIVADTFR 148 157 29.0 28.7 21.6 1 0 0 1,078.5528
I_08 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 2 2 3 8.42% GGGDLPNSQEALQK 238 251 44.3 27.0 35.9 2 0 0 1,413.6971
K_07 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 2 2 3 10.50% DFAVSTVPVSGPSHLR 158 173 22.0 27.8 13.7 0 1 0 1,668.8704
K_07 N(G),N(G)‐dimethylarginine dimethylaminohydrolase 2 DDAH2_HUMAN 29,644 2 2 3 10.50% GGGDLPNSQEALQK 238 251 39.1 26.8 35.2 2 0 0 1,413.6971
A_19 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 3 3 5 2.72% YLAIAPPIIK 245 254 31.2 25.0 25.2 2 0 0 1,098.6923
A_19 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 3 3 5 2.72% VTLGTQPTVLR 629 639 27.1 25.3 16.0 1 0 0 1,184.6999
A_19 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 3 3 5 2.72% IVVFQYSDGK 848 857 50.6 25.7 46.0 2 0 0 1,155.6045
A_20 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 2 2 4 1.84% VTLGTQPTVLR 629 639 52.0 25.0 39.7 2 0 0 1,184.6999
A_20 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 2 2 4 1.84% IVVFQYSDGK 848 857 70.4 25.7 65.4 2 0 0 1,155.6045
A_21 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 7 7 14 6.05% YNACILEYK 84 92 37.0 25.0 19.9 2 0 0 1,173.5609
A_21 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 7 7 14 6.05% QSGESIDIITR 93 103 44.4 28.5 29.0 2 0 0 1,218.6326
A_21 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 7 7 14 6.05% LFMLLLEK 280 287 37.6 25.0 15.5 2 0 0 1,022.5957
A_21 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 7 7 14 6.05% LPSFELLHK 571 579 24.3 25.9 15.8 2 0 0 1,083.6198
A_21 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 7 7 14 6.05% VTLGTQPTVLR 629 639 52.2 25.3 43.6 2 0 0 1,184.6999
A_21 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 7 7 14 6.05% IVVFQYSDGK 848 857 49.3 25.7 48.2 2 0 0 1,155.6045
A_21 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 7 7 14 6.05% GDFILVGDLMR 918 928 28.4 27.2 20.2 2 0 0 1,251.6405
B_19 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 2 2 3 1.84% YLAIAPPIIK 245 254 42.9 25.0 31.7 2 0 0 1,098.6923
B_19 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 2 2 3 1.84% VTLGTQPTVLR 629 639 32.5 25.0 23.9 1 0 0 1,184.6999
B_20 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 4 4 6 3.60% QSGESIDIITR 93 103 33.2 29.0 24.6 1 0 0 1,218.6326
B_20 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 4 4 6 3.60% YLAIAPPIIK 245 254 23.7 25.0 17.4 2 0 0 1,098.6923
B_20 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 4 4 6 3.60% IVVFQYSDGK 848 857 58.3 26.5 47.6 2 0 0 1,155.6045
B_20 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 4 4 6 3.60% LLASINSTVR 880 889 24.6 27.3 16.3 1 0 0 1,073.6313
B_21 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 2 2 4 1.84% VTLGTQPTVLR 629 639 56.5 26.0 37.9 2 0 0 1,184.6999
B_21 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 2 2 4 1.84% IVVFQYSDGK 848 857 52.9 25.7 52.9 2 0 0 1,155.6045
B_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 9 9 14 7.98% DLLFILTAK 75 83 36.7 25.0 33.3 2 0 0 1,033.6294
B_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 9 9 14 7.98% YNACILEYK 84 92 42.9 25.1 25.0 2 0 0 1,173.5609
B_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 9 9 14 7.98% QSGESIDIITR 93 103 56.2 29.0 39.2 1 0 0 1,218.6326
B_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 9 9 14 7.98% LEELHVIDVK 159 168 34.2 25.8 32.0 1 0 0 1,194.6730
B_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 9 9 14 7.98% VTLGTQPTVLR 629 639 50.8 25.7 37.4 1 0 0 1,184.6999
B_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 9 9 14 7.98% IVVFQYSDGK 848 857 62.5 26.6 53.8 2 0 0 1,155.6045
B_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 9 9 14 7.98% GAVYSMVEFNGK 868 879 40.2 25.6 26.5 2 0 0 1,317.6144
B_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 9 9 14 7.98% LYEWTTEK 890 897 20.1 25.3 8.7 1 0 0 1,069.5201
B_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 9 9 14 7.98% GDFILVGDLMR 918 928 39.3 27.2 31.7 2 0 0 1,251.6405
B_23 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 5 5 10 4.56% QSGESIDIITR 93 103 36.8 28.8 18.5 2 0 0 1,218.6326
B_23 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 5 5 10 4.56% YLAIAPPIIK 245 254 30.7 25.0 22.8 2 0 0 1,098.6923
B_23 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 5 5 10 4.56% VTLGTQPTVLR 629 639 57.5 25.7 39.9 2 0 0 1,184.6999
B_23 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 5 5 10 4.56% IVVFQYSDGK 848 857 53.6 26.5 49.5 2 0 0 1,155.6045
B_23 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 5 5 10 4.56% LLASINSTVR 880 889 31.1 26.8 11.8 2 0 0 1,073.6313
C_21 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 3 3 3 3.07% QGQGQLVTCSGAFK 370 383 30.3 27.4 30.3 1 0 0 1,480.7215
C_21 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 3 3 3 3.07% VTLGTQPTVLR 629 639 38.0 25.3 28.5 1 0 0 1,184.6999
C_21 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 3 3 3 3.07% IVVFQYSDGK 848 857 23.1 25.7 23.1 1 0 0 1,155.6045
C_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 5 5 8 4.82% YNACILEYK 84 92 48.5 25.0 36.5 2 0 0 1,173.5609
C_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 5 5 8 4.82% QSGESIDIITR 93 103 27.9 28.8 22.0 1 0 0 1,218.6326
C_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 5 5 8 4.82% QGQGQLVTCSGAFK 370 383 49.3 27.3 41.0 2 0 0 1,480.7215
C_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 5 5 8 4.82% VTLGTQPTVLR 629 639 44.9 25.0 28.1 1 0 0 1,184.6999
C_22 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 5 5 8 4.82% IVVFQYSDGK 848 857 43.1 25.7 41.5 2 0 0 1,155.6045
E_28 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 2 2 3 1.84% VTLGTQPTVLR 629 639 30.0 25.3 11.2 2 0 0 1,184.6999
E_28 DNA damage‐binding protein 1 DDB1_HUMAN 126,932 2 2 3 1.84% IVVFQYSDGK 848 857 29.4 26.4 18.8 1 0 0 1,155.6045
A_31 DNA damage‐binding protein 2 DDB2_HUMAN 47,865 2 2 3 4.68% GIGAGGSITGLK 152 163 26.3 28.7 16.0 1 0 0 1,030.5894
A_31 DNA damage‐binding protein 2 DDB2_HUMAN 47,865 2 2 3 4.68% YNLIVVGR 348 355 33.3 25.5 14.8 2 0 0 933.5516
A_19 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 6 6.62% NQALFPACVLK 224 234 37.9 28.7 22.3 2 0 0 1,260.6770
A_19 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 6 6.62% GEDSVPDTVHHVVVPVNPK 433 451 18.1 27.3 11.4 0 1 0 2,025.0401
A_19 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 6 6.62% FLICTDVAAR 568 577 55.2 27.2 46.8 2 0 0 1,165.6035
A_19 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 6 6.62% VPVDEFDGK 679 687 35.0 26.4 26.0 1 0 0 1,005.4889
A_20 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 6 6.22% HYYEVSCHDQGLCR 133 146 19.3 25.0 19.3 0 1 0 1,823.7589
A_20 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 6 6.22% FGFGFGGTGK 163 172 35.6 26.5 28.1 1 0 0 974.4732
A_20 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 6 6.22% ELAEQTLNNIK 297 307 67.1 28.0 50.6 2 0 0 1,272.6795
A_20 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 6 6.22% ELLIIGGVAAR 320 330 56.6 25.0 43.2 2 0 0 1,111.6835
B_19 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 7 6.49% GSAFAIGSDGLCCQSR 99 114 45.1 25.0 31.3 2 0 0 1,685.7372
B_19 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 7 6.49% NQALFPACVLK 224 234 29.1 28.9 14.7 1 0 0 1,260.6770
B_19 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 7 6.49% ELAEQTLNNIK 297 307 55.8 28.1 39.3 2 0 0 1,272.6795
B_19 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 7 6.49% FLICTDVAAR 568 577 32.6 27.7 22.4 2 0 0 1,165.6035
B_20 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 5 5 8 7.30% FGFGFGGTGK 163 172 34.4 26.5 28.0 2 0 0 974.4732
B_20 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 5 5 8 7.30% ELAEQTLNNIK 297 307 52.0 28.1 28.4 2 0 0 1,272.6795
B_20 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 5 5 8 7.30% ELLIIGGVAAR 320 330 57.2 25.0 46.3 1 0 0 1,111.6835
B_20 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 5 5 8 7.30% LDDLVSTGK 350 358 27.9 28.2 16.0 1 0 0 947.5046
B_20 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 5 5 8 7.30% GHQFSCVCLHGDR 537 549 34.3 25.0 22.4 0 2 0 1,572.6796
C_19 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 2 2 4 2.97% NQALFPACVLK 224 234 42.0 28.8 20.0 2 0 0 1,260.6770
C_19 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 2 2 4 2.97% ELAEQTLNNIK 297 307 73.0 27.7 58.4 2 0 0 1,272.6795
C_20 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 3 3 6 4.32% NQALFPACVLK 224 234 47.5 28.8 23.0 2 0 0 1,260.6770
C_20 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 3 3 6 4.32% ELLIIGGVAAR 320 330 31.9 25.0 30.7 2 0 0 1,111.6835
C_20 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 3 3 6 4.32% FLICTDVAAR 568 577 36.2 27.2 26.5 2 0 0 1,165.6035
H_16 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 3 3 6 5.00% GSAFAIGSDGLCCQSR 99 114 66.7 25.0 59.7 2 0 0 1,685.7372
H_16 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 3 3 6 5.00% NQALFPACVLK 224 234 38.5 28.7 23.0 2 0 0 1,260.6770
H_16 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 3 3 6 5.00% FLICTDVAAR 568 577 40.2 27.2 27.9 2 0 0 1,165.6035
I_16 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 8 6.49% GSAFAIGSDGLCCQSR 99 114 58.5 25.0 54.5 2 0 0 1,685.7372
I_16 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 8 6.49% NQALFPACVLK 224 234 48.4 28.8 22.9 2 0 0 1,260.6770
I_16 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 8 6.49% ELLIIGGVAAR 320 330 65.6 25.0 48.3 2 0 0 1,111.6835
I_16 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 4 4 8 6.49% FLICTDVAAR 568 577 64.9 27.2 50.1 2 0 0 1,165.6035
K_16 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 2 2 2 2.97% NQALFPACVLK 224 234 37.4 28.9 22.2 1 0 0 1,260.6770
K_16 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 2 2 2 2.97% ELLIIGGVAAR 320 330 40.0 25.0 19.5 1 0 0 1,111.6835
L_14 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 2 2 2 2.97% ELAEQTLNNIK 297 307 36.3 28.3 23.0 1 0 0 1,272.6795
L_14 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 2 2 2 2.97% ELLIIGGVAAR 320 330 42.2 25.0 37.0 1 0 0 1,111.6835
L_15 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 2 2 3 2.97% NQALFPACVLK 224 234 36.2 28.6 16.6 1 0 0 1,260.6770
L_15 ATP‐dependent RNA helicase DDX1 DDX1_HUMAN 82,433 2 2 3 2.97% ELAEQTLNNIK 297 307 52.3 28.0 38.5 2 0 0 1,272.6795
B_18 Probable ATP‐dependent RNA helicase DDX17 DDX17_HUMAN 72,373 2 2 2 4.46% GDGPICLVLAPTR 163 175 40.9 26.5 31.9 2 0 0 1,368.7307
B_18 Probable ATP‐dependent RNA helicase DDX17 DDX17_HUMAN 72,373 2 2 2 4.46% QLAEDFLR 286 293 25.5 28.2 17.9 1 0 0 991.5208
B_18 Probable ATP‐dependent RNA helicase DDX17 DDX17_HUMAN 72,373 2 2 2 4.46% DWVLNEFR 379 386 24.7 27.4 14.7 1 0 0 1,078.5316
B_19 Probable ATP‐dependent RNA helicase DDX17 DDX17_HUMAN 72,373 2 2 2 6.00% ELAQQVQQVADDYGK 176 190 73.0 27.3 73.0 1 0 0 1,691.8237
B_19 Probable ATP‐dependent RNA helicase DDX17 DDX17_HUMAN 72,373 2 2 2 6.00% APILIATDVASR 390 401 68.7 25.2 50.8 2 0 0 1,226.7104
B_19 Probable ATP‐dependent RNA helicase DDX17 DDX17_HUMAN 72,373 2 2 2 6.00% VLEEANQAINPK 457 468 35.5 27.2 24.6 1 0 0 1,325.7060



L_11 Probable ATP‐dependent RNA helicase DDX17 DDX17_HUMAN 72,373 2 2 3 6.00% ELAQQVQQVADDYGK 176 190 59.0 27.3 59.0 1 0 0 1,691.8237
L_11 Probable ATP‐dependent RNA helicase DDX17 DDX17_HUMAN 72,373 2 2 3 6.00% APILIATDVASR 390 401 38.6 25.0 35.8 2 0 0 1,226.7104
L_11 Probable ATP‐dependent RNA helicase DDX17 DDX17_HUMAN 72,373 2 2 3 6.00% VLEEANQAINPK 457 468 62.1 27.2 51.5 2 0 0 1,325.7060
B_17 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 2 2 3 3.63% QYPISLVLAPTR 264 275 27.0 25.6 19.0 1 0 0 1,357.7839
B_17 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 2 2 3 3.63% SPILVATAVAAR 491 502 67.1 25.0 53.0 2 0 0 1,168.7048
B_18 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 2 2 3 3.63% QYPISLVLAPTR 264 275 28.8 26.0 20.6 1 0 0 1,357.7839
B_18 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 2 2 3 3.63% SPILVATAVAAR 491 502 49.1 25.0 40.0 2 0 0 1,168.7048
L_10 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 2 2 2 3.02% ELAVQIYEEAR 276 286 49.9 28.9 44.0 1 0 0 1,320.6794
L_10 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 2 2 2 3.02% YLVLDEADR 342 350 26.6 27.5 12.0 1 0 0 1,093.5525
L_11 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 2 2 3 4.23% ELAVQIYEEAR 276 286 37.2 28.9 30.4 2 0 0 1,320.6794
L_11 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 2 2 3 4.23% VRPCVVYGGADIGQQIR 294 310 21.1 28.1 12.2 0 1 0 1,887.9860
L_15 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 2 2 4 3.47% ELAVQIYEEAR 276 286 38.9 28.7 32.5 2 0 0 1,320.6794
L_15 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 2 2 4 3.47% SPILVATAVAAR 491 502 41.6 25.0 30.5 2 0 0 1,168.7048
L_16 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 4 4 5 7.40% QYPISLVLAPTR 264 275 29.0 25.6 21.1 1 0 0 1,357.7839
L_16 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 4 4 5 7.40% ELAVQIYEEAR 276 286 44.1 28.7 39.8 1 0 0 1,320.6794
L_16 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 4 4 5 7.40% SPILVATAVAAR 491 502 67.5 25.0 60.0 2 0 0 1,168.7048
L_16 ATP‐dependent RNA helicase DDX3X DDX3X_HUMAN 73,143 4 4 5 7.40% VGNLGLATSFFNER 534 547 80.2 28.1 74.9 1 0 0 1,524.7805
A_20 ATP‐dependent RNA helicase DDX42 DDX42_HUMAN 101,967 2 2 3 2.24% DILIDPIR 451 458 20.4 25.0 7.7 1 0 0 954.5621
A_20 ATP‐dependent RNA helicase DDX42 DDX42_HUMAN 101,967 2 2 3 2.24% DIPVLVATDVAAR 548 560 59.5 25.2 44.3 2 0 0 1,339.7581
A_16 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 4 4 7 7.00% WNLDELPK 46 53 18.9 25.0 7.9 1 0 0 1,014.5256
A_16 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 4 4 7 7.00% GDGPICLVLAPTR 165 177 37.1 26.3 31.8 2 0 0 1,368.7307
A_16 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 4 4 7 7.00% TTYLVLDEADR 242 252 47.7 27.1 40.0 2 0 0 1,295.6479
A_16 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 4 4 7 7.00% MLDMGFEPQIR 253 263 27.5 25.2 25.0 2 0 0 1,368.6289
A_17 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 5 5 8 8.79% WNLDELPK 46 53 21.3 25.1 14.4 1 0 0 1,014.5256
A_17 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 5 5 8 8.79% GDGPICLVLAPTR 165 177 37.1 26.3 28.0 2 0 0 1,368.7307
A_17 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 5 5 8 8.79% GVEICIATPGR 217 227 24.0 26.9 14.4 2 0 0 1,172.6094
A_17 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 5 5 8 8.79% TTYLVLDEADR 242 252 61.9 27.1 56.9 1 0 0 1,295.6479
A_17 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 5 5 8 8.79% MLDMGFEPQIR 253 263 29.5 25.3 24.1 2 0 0 1,368.6289
B_17 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 4 4 8 7.00% WNLDELPK 46 53 25.7 25.0 16.7 2 0 0 1,014.5256
B_17 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 4 4 8 7.00% GDGPICLVLAPTR 165 177 40.7 26.3 35.6 2 0 0 1,368.7307
B_17 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 4 4 8 7.00% GVEICIATPGR 217 227 39.9 27.2 17.5 2 0 0 1,172.6094
B_17 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 4 4 8 7.00% TTYLVLDEADR 242 252 53.5 27.0 51.1 2 0 0 1,295.6479
C_17 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 3 3 6 5.37% GVEICIATPGR 217 227 23.2 27.0 8.0 2 0 0 1,172.6094
C_17 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 3 3 6 5.37% TTYLVLDEADR 242 252 55.4 26.7 47.2 2 0 0 1,295.6479
C_17 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 3 3 6 5.37% MLDMGFEPQIR 253 263 30.6 25.2 27.9 2 0 0 1,368.6289
H_15 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 2 2 2 4.07% GDGPICLVLAPTR 165 177 36.2 26.6 32.5 1 0 0 1,368.7307
H_15 Probable ATP‐dependent RNA helicase DDX5 DDX5_HUMAN 69,150 2 2 2 4.07% APILIATDVASR 392 403 36.4 25.0 30.7 1 0 0 1,226.7104
B_22 Probable ATP‐dependent RNA helicase DDX58 DDX58_HUMAN 106,604 2 2 2 2.05% SLQAFQDYIR 8 17 22.6 26.8 18.6 1 0 0 1,240.6321
B_22 Probable ATP‐dependent RNA helicase DDX58 DDX58_HUMAN 106,604 2 2 2 2.05% FSELWIVEK 182 190 27.5 27.6 20.9 1 0 0 1,150.6143
A_14 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 2 2 2 7.04% GPVKPTGGPGGGGTQTQQQMNQLK 23 46 28.2 28.0 24.7 0 1 0 2,382.1837
A_14 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 2 2 2 7.04% NLVCTDLFTR 387 396 23.8 27.4 19.6 1 0 0 1,238.6199
A_15 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 3 3 5 9.52% GPVKPTGGPGGGGTQTQQQMNQLK 23 46 50.5 28.0 43.6 0 2 0 2,382.1837
A_15 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 3 3 5 9.52% GVTQYYAYVTER 308 319 62.8 27.0 51.5 2 0 0 1,449.7008
A_15 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 3 3 5 9.52% NLVCTDLFTR 387 396 29.9 27.5 25.0 1 0 0 1,238.6199
B_14 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 2 2 2 7.25% GPVKPTGGPGGGGTQTQQQMNQLK 23 46 36.7 28.0 30.4 0 1 0 2,382.1837
B_14 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 2 2 2 7.25% SGAYLIPLLER 147 157 26.3 25.7 22.2 1 0 0 1,231.7046
B_15 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 3 3 6 9.32% GPVKPTGGPGGGGTQTQQQMNQLK 23 46 37.6 28.0 35.0 0 2 0 2,382.1837
B_15 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 3 3 6 9.32% SGAYLIPLLER 147 157 32.8 25.7 26.9 2 0 0 1,231.7046
B_15 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 3 3 6 9.32% NLVCTDLFTR 387 396 24.2 27.5 20.0 2 0 0 1,238.6199
C_15 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 2 2 3 7.25% GPVKPTGGPGGGGTQTQQQMNQLK 23 46 42.4 28.0 35.1 0 2 0 2,382.1837
C_15 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 2 2 3 7.25% SGAYLIPLLER 147 157 32.0 25.8 20.5 1 0 0 1,231.7046
L_09 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 2 2 2 6.42% GVTQYYAYVTER 308 319 41.1 27.4 33.6 1 0 0 1,449.7008
L_09 Probable ATP‐dependent RNA helicase DDX6 DDX6_HUMAN 54,419 2 2 2 6.42% SIEEQLGTEIKPIPSNIDK 448 466 18.5 26.6 14.7 0 1 0 2,111.1234
D_15 2,4‐dienoyl‐CoA reductase, mitochondrial DECR_HUMAN 36,069 2 2 3 6.87% VAFITGGGTGLGK 61 73 63.0 27.2 37.5 2 0 0 1,177.6578
D_15 2,4‐dienoyl‐CoA reductase, mitochondrial DECR_HUMAN 36,069 2 2 3 6.87% FNVIQPGPIK 235 244 34.0 25.0 20.1 1 0 0 1,112.6464
O_02 Neutrophil defensin 1 DEF1_HUMAN 10,201 2 2 2 19.10% IPACIAGER 70 78 32.9 27.1 0.0 1 0 0 986.5089
O_02 Neutrophil defensin 1 DEF1_HUMAN 10,201 2 2 2 19.10% YGTCIYQGR 80 88 20.0 25.0 12.5 1 0 0 1,117.5096
A_07 Density‐regulated protein DENR_HUMAN 22,217 2 2 4 13.10% LDADYPLR 23 30 49.2 28.6 40.3 2 0 0 962.4943
A_07 Density‐regulated protein DENR_HUMAN 22,217 2 2 4 13.10% QEAGISEGQGTAGEEEEK 76 93 35.6 25.0 30.5 2 0 0 1,848.8096
A_09 Density‐regulated protein DENR_HUMAN 22,217 2 2 3 13.10% LDADYPLR 23 30 27.2 28.6 13.9 1 0 0 962.4943
A_09 Density‐regulated protein DENR_HUMAN 22,217 2 2 3 13.10% QEAGISEGQGTAGEEEEK 76 93 69.0 25.0 68.6 2 0 0 1,848.8096
B_09 Density‐regulated protein DENR_HUMAN 22,217 2 2 4 13.10% LDADYPLR 23 30 49.4 28.0 30.2 2 0 0 962.4943
B_09 Density‐regulated protein DENR_HUMAN 22,217 2 2 4 13.10% QEAGISEGQGTAGEEEEK 76 93 60.0 25.0 60.0 2 0 0 1,848.8096
A_10 Putative deoxyribose‐phosphate aldolase DEOC_HUMAN 35,232 3 3 5 11.00% GITTAAVCVYPAR 93 105 51.2 28.3 41.8 2 0 0 1,378.7148
A_10 Putative deoxyribose‐phosphate aldolase DEOC_HUMAN 35,232 3 3 5 11.00% IGASTLLSDIER 288 299 69.0 28.1 57.8 2 0 0 1,274.6952
A_10 Putative deoxyribose‐phosphate aldolase DEOC_HUMAN 35,232 3 3 5 11.00% YAAYHDLPMS 309 318 28.6 25.0 27.3 1 0 0 1,183.5089
B_10 Putative deoxyribose‐phosphate aldolase DEOC_HUMAN 35,232 2 2 3 7.86% GITTAAVCVYPAR 93 105 54.9 28.0 47.9 2 0 0 1,378.7148
B_10 Putative deoxyribose‐phosphate aldolase DEOC_HUMAN 35,232 2 2 3 7.86% IGASTLLSDIER 288 299 56.8 28.1 47.2 1 0 0 1,274.6952
F_12 Putative deoxyribose‐phosphate aldolase DEOC_HUMAN 35,232 2 2 3 7.86% GITTAAVCVYPAR 93 105 58.4 27.9 55.2 1 0 0 1,378.7148
F_12 Putative deoxyribose‐phosphate aldolase DEOC_HUMAN 35,232 2 2 3 7.86% IGASTLLSDIER 288 299 93.2 28.1 80.6 2 0 0 1,274.6952
A_01 Desmoplakin DESP_HUMAN 331,781 2 2 3 0.73% AELIVQPELK 85 94 32.9 25.0 32.9 2 0 0 1,139.6672
A_01 Desmoplakin DESP_HUMAN 331,781 2 2 3 0.73% QLQNIIQATSR 271 281 27.6 28.3 23.5 1 0 0 1,271.7067
A_03 Desmoplakin DESP_HUMAN 331,781 2 2 2 0.66% AELIVQPELK 85 94 41.5 25.0 35.0 1 0 0 1,139.6672
A_03 Desmoplakin DESP_HUMAN 331,781 2 2 2 0.66% IEVLEEELR 1034 1042 35.9 27.8 20.4 1 0 0 1,129.6100
H_02 Desmoplakin DESP_HUMAN 331,781 4 4 5 1.46% AELIVQPELK 85 94 32.8 25.0 25.5 1 0 0 1,139.6672
H_02 Desmoplakin DESP_HUMAN 331,781 4 4 5 1.46% QLQNIIQATSR 271 281 28.5 28.3 19.2 2 0 0 1,271.7067
H_02 Desmoplakin DESP_HUMAN 331,781 4 4 5 1.46% IEVLEEELR 1034 1042 33.7 28.9 21.1 1 0 0 1,129.6100
H_02 Desmoplakin DESP_HUMAN 331,781 4 4 5 1.46% LNDSILQATEQR 1256 1267 66.0 27.8 55.5 1 0 0 1,387.7177
P_16 Desmoplakin DESP_HUMAN 331,781 2 2 3 0.73% AELIVQPELK 85 94 29.9 25.0 20.9 1 0 0 1,139.6672
P_16 Desmoplakin DESP_HUMAN 331,781 2 2 3 0.73% QLQNIIQATSR 271 281 67.7 27.9 58.2 2 0 0 1,271.7067
Q_01 Desmoplakin DESP_HUMAN 331,781 2 2 2 0.70% QLQNIIQATSR 271 281 25.3 27.9 18.9 1 0 0 1,271.7067
Q_01 Desmoplakin DESP_HUMAN 331,781 2 2 2 0.70% IEVLEEELR 1034 1042 37.3 28.7 24.1 1 0 0 1,129.6100
Q_16 Desmoplakin DESP_HUMAN 331,781 2 2 3 0.70% QLQNIIQATSR 271 281 59.0 27.9 50.2 2 0 0 1,271.7067
Q_16 Desmoplakin DESP_HUMAN 331,781 2 2 3 0.70% IEVLEEELR 1034 1042 32.5 28.7 22.0 1 0 0 1,129.6100
A_04 Destrin DEST_HUMAN 18,506 4 5 8 31.50% AVIFCLSADKK 35 45 25.7 27.4 21.1 1 0 0 1,251.6767
A_04 Destrin DEST_HUMAN 18,506 4 5 8 31.50% HFVGMLPEKDCR 70 81 24.6 25.0 17.3 1 2 0 1,504.7037
A_04 Destrin DEST_HUMAN 18,506 4 5 8 31.50% YALYDASFETK 82 92 62.5 26.0 54.8 2 0 0 1,307.6154
A_04 Destrin DEST_HUMAN 18,506 4 5 8 31.50% FQGIKHECQANGPEDLNR 128 145 43.4 25.2 40.6 0 2 0 2,112.9882
A_05 Destrin DEST_HUMAN 18,506 2 2 4 13.30% AVIFCLSADKK 35 45 39.7 27.5 29.2 2 0 0 1,251.6767
A_05 Destrin DEST_HUMAN 18,506 2 2 4 13.30% YALYDASFETK 82 92 49.2 25.9 44.4 2 0 0 1,307.6154
B_04 Destrin DEST_HUMAN 18,506 4 4 6 31.50% AVIFCLSADKK 35 45 22.7 27.5 21.3 1 0 0 1,251.6767
B_04 Destrin DEST_HUMAN 18,506 4 4 6 31.50% HFVGMLPEKDCR 70 81 20.9 25.0 19.6 1 0 0 1,504.7037
B_04 Destrin DEST_HUMAN 18,506 4 4 6 31.50% YALYDASFETK 82 92 55.7 25.9 44.0 2 0 0 1,307.6154
B_04 Destrin DEST_HUMAN 18,506 4 4 6 31.50% FQGIKHECQANGPEDLNR 128 145 37.3 25.3 31.9 0 2 0 2,112.9882
C_04 Destrin DEST_HUMAN 18,506 2 2 4 17.60% YALYDASFETK 82 92 52.8 25.0 45.2 2 0 0 1,307.6154
C_04 Destrin DEST_HUMAN 18,506 2 2 4 17.60% FQGIKHECQANGPEDLNR 128 145 45.8 25.2 42.9 0 2 0 2,112.9882
D_08 Destrin DEST_HUMAN 18,506 2 2 4 12.70% AVIFCLSADK 35 44 41.3 27.2 21.6 2 0 0 1,123.5817
D_08 Destrin DEST_HUMAN 18,506 2 2 4 12.70% YALYDASFETK 82 92 35.1 25.0 32.1 2 0 0 1,307.6154
E_07 Destrin DEST_HUMAN 18,506 2 2 4 12.70% AVIFCLSADK 35 44 32.5 27.0 17.0 2 0 0 1,123.5817
E_07 Destrin DEST_HUMAN 18,506 2 2 4 12.70% YALYDASFETK 82 92 29.7 25.0 25.3 2 0 0 1,307.6154
F_06 Destrin DEST_HUMAN 18,506 2 2 3 6.67% AVIFCLSADK 35 44 61.9 26.7 45.4 2 0 0 1,123.5817
F_06 Destrin DEST_HUMAN 18,506 2 2 3 6.67% AVIFCLSADKK 35 45 21.0 27.5 21.0 1 0 0 1,251.6767
F_07 Destrin DEST_HUMAN 18,506 5 5 9 30.30% KAVIFCLSADKK 34 45 26.0 26.9 19.6 0 2 0 1,379.7717
F_07 Destrin DEST_HUMAN 18,506 5 5 9 30.30% AVIFCLSADK 35 44 61.0 26.7 45.0 2 0 0 1,123.5817
F_07 Destrin DEST_HUMAN 18,506 5 5 9 30.30% HFVGMLPEK 70 78 29.1 27.2 29.1 1 0 0 1,073.5450
F_07 Destrin DEST_HUMAN 18,506 5 5 9 30.30% YALYDASFETK 82 92 53.8 25.9 42.4 2 0 0 1,307.6154
F_07 Destrin DEST_HUMAN 18,506 5 5 9 30.30% FQGIKHECQANGPEDLNR 128 145 38.8 25.5 35.4 0 2 0 2,112.9882
F_08 Destrin DEST_HUMAN 18,506 5 5 8 20.60% AVIFCLSADK 35 44 35.0 26.7 21.0 1 0 0 1,123.5817
F_08 Destrin DEST_HUMAN 18,506 5 5 8 20.60% AVIFCLSADKK 35 45 28.0 27.5 21.8 2 0 0 1,251.6767
F_08 Destrin DEST_HUMAN 18,506 5 5 8 20.60% HFVGMLPEK 70 78 29.6 27.7 24.5 1 0 0 1,073.5450
F_08 Destrin DEST_HUMAN 18,506 5 5 8 20.60% HFVGMLPEKDCR 70 81 17.2 25.0 12.3 0 2 0 1,504.7037
F_08 Destrin DEST_HUMAN 18,506 5 5 8 20.60% YALYDASFETK 82 92 39.7 25.9 25.5 2 0 0 1,307.6154



H_04 Destrin DEST_HUMAN 18,506 3 3 6 24.20% AVIFCLSADKK 35 45 28.0 27.3 15.4 2 0 0 1,251.6767
H_04 Destrin DEST_HUMAN 18,506 3 3 6 24.20% YALYDASFETK 82 92 61.5 26.1 50.7 2 0 0 1,307.6154
H_04 Destrin DEST_HUMAN 18,506 3 3 6 24.20% FQGIKHECQANGPEDLNR 128 145 30.7 25.6 24.3 0 2 0 2,112.9882
H_05 Destrin DEST_HUMAN 18,506 2 2 3 17.60% YALYDASFETK 82 92 63.6 25.9 54.0 2 0 0 1,307.6154
H_05 Destrin DEST_HUMAN 18,506 2 2 3 17.60% FQGIKHECQANGPEDLNR 128 145 32.9 25.9 30.3 0 1 0 2,112.9882
I_04 Destrin DEST_HUMAN 18,506 3 3 5 24.20% AVIFCLSADKK 35 45 25.2 27.3 21.2 1 0 0 1,251.6767
I_04 Destrin DEST_HUMAN 18,506 3 3 5 24.20% YALYDASFETK 82 92 64.2 25.9 50.5 2 0 0 1,307.6154
I_04 Destrin DEST_HUMAN 18,506 3 3 5 24.20% FQGIKHECQANGPEDLNR 128 145 28.2 25.7 19.5 0 2 0 2,112.9882
I_05 Destrin DEST_HUMAN 18,506 2 2 3 24.20% YALYDASFETK 82 92 56.0 25.9 49.7 2 0 0 1,307.6154
I_05 Destrin DEST_HUMAN 18,506 2 2 3 24.20% MIYASSKDAIK 115 125 38.9 26.6 30.3 2 0 0 1,242.6400
I_05 Destrin DEST_HUMAN 18,506 2 2 3 24.20% FQGIKHECQANGPEDLNR 128 145 29.8 25.6 26.5 0 1 0 2,112.9882
K_04 Destrin DEST_HUMAN 18,506 2 2 3 13.30% AVIFCLSADKK 35 45 23.5 27.3 16.2 1 0 0 1,251.6767
K_04 Destrin DEST_HUMAN 18,506 2 2 3 13.30% YALYDASFETK 82 92 59.8 25.9 51.6 2 0 0 1,307.6154
L_04 Destrin DEST_HUMAN 18,506 4 4 7 24.80% KAVIFCLSADKK 34 45 23.1 26.4 16.8 0 1 0 1,379.7717
L_04 Destrin DEST_HUMAN 18,506 4 4 7 24.80% AVIFCLSADKK 35 45 26.3 27.4 22.6 2 0 0 1,251.6767
L_04 Destrin DEST_HUMAN 18,506 4 4 7 24.80% YALYDASFETK 82 92 43.5 26.1 37.2 2 0 0 1,307.6154
L_04 Destrin DEST_HUMAN 18,506 4 4 7 24.80% FQGIKHECQANGPEDLNR 128 145 22.5 25.9 14.6 0 2 0 2,112.9882
A_16 Bifunctional ATP‐dependent dihydroxyacetone kinase/FAD‐AMP lyase (cyclizing) DHAK_HUMAN 58,948 2 2 3 5.74% VAPAEPQEAPDSTAAGGSASK 352 372 39.6 26.1 37.2 1 0 0 1,940.9197
A_16 Bifunctional ATP‐dependent dihydroxyacetone kinase/FAD‐AMP lyase (cyclizing) DHAK_HUMAN 58,948 2 2 3 5.74% SPGADLLQVLTK 511 522 53.4 26.1 41.1 2 0 0 1,241.7102
B_16 Bifunctional ATP‐dependent dihydroxyacetone kinase/FAD‐AMP lyase (cyclizing) DHAK_HUMAN 58,948 2 2 2 5.74% VAPAEPQEAPDSTAAGGSASK 352 372 22.2 26.1 22.2 1 0 0 1,940.9197
B_16 Bifunctional ATP‐dependent dihydroxyacetone kinase/FAD‐AMP lyase (cyclizing) DHAK_HUMAN 58,948 2 2 2 5.74% SPGADLLQVLTK 511 522 32.3 26.1 25.0 1 0 0 1,241.7102
A_19 Peroxisomal multifunctional enzyme type 2 DHB4_HUMAN 79,689 2 2 3 3.67% ISDEDWDIIHR 111 121 18.4 26.4 12.7 0 1 0 1,398.6650
A_19 Peroxisomal multifunctional enzyme type 2 DHB4_HUMAN 79,689 2 2 3 3.67% ATSTATSGFAGAIGQK 316 331 39.2 28.1 31.2 2 0 0 1,467.7439
A_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 24 21.50% MVEGFFDR 69 76 51.6 25.0 46.0 2 0 0 1,016.4507
A_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 24 21.50% DDGSWEVIEGYR 125 136 60.6 25.0 56.2 2 0 0 1,425.6282
A_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 24 21.50% YSTDVSVDEVK 152 162 50.9 25.6 45.5 2 0 0 1,241.5896
A_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 24 21.50% ALASLMTYK 163 171 46.5 26.2 36.1 3 0 0 1,013.5337
A_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 24 21.50% KGFIGPGIDVPAPDMSTGER 212 231 20.4 27.0 14.1 0 1 0 2,060.0122
A_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 24 21.50% IIAEGANGPTTPEADK 400 415 75.3 27.1 64.9 2 0 0 1,583.7914
A_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 24 21.50% IIAEGANGPTTPEADKIFLER 400 420 34.9 28.0 28.5 0 2 0 2,242.1717
A_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 24 21.50% HGGTIPIVPTAEFQDR 481 496 65.4 27.4 60.8 2 2 0 1,737.8921
A_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 24 21.50% DIVHSGLAYTMER 504 516 60.3 26.3 54.6 2 2 0 1,507.7211
A_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 24 21.50% TAAYVNAIEK 536 545 51.8 27.6 42.4 2 0 0 1,079.5731
B_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 25 21.10% MVEGFFDR 69 76 40.0 25.0 33.9 2 0 0 1,016.4507
B_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 25 21.10% YSTDVSVDEVK 152 162 57.1 25.2 48.4 2 0 0 1,241.5896
B_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 25 21.10% ALASLMTYK 163 171 43.6 26.2 31.4 3 0 0 1,013.5337
B_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 25 21.10% KGFIGPGIDVPAPDMSTGER 212 231 22.7 27.2 4.1 0 2 0 2,060.0122
B_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 25 21.10% IIAEGANGPTTPEADK 400 415 64.1 27.4 56.9 2 0 0 1,583.7914
B_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 25 21.10% LTFKYER 454 460 41.7 25.6 31.0 2 0 0 956.5200
B_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 25 21.10% HGGTIPIVPTAEFQDR 481 496 49.9 27.4 41.4 2 0 0 1,737.8921
B_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 25 21.10% DIVHSGLAYTMER 504 516 66.3 26.3 61.5 2 4 0 1,507.7211
B_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 25 21.10% YNLGLDLR 528 535 39.3 28.0 31.4 2 0 0 963.5259
B_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 13 25 21.10% TAAYVNAIEK 536 545 51.8 27.6 40.2 2 0 0 1,079.5731
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% MVEGFFDR 69 76 41.3 25.0 37.5 2 0 0 1,016.4507
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% GASIVEDKLVEDLR 77 90 75.1 28.1 68.9 2 1 0 1,543.8328
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% DDGSWEVIEGYR 125 136 66.7 25.0 57.2 2 0 0 1,425.6282
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% YSTDVSVDEVK 152 162 37.5 25.4 37.3 2 0 0 1,241.5896
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% ALASLMTYK 163 171 34.3 26.2 23.2 2 0 0 1,013.5337
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% CAVVDVPFGGAK 172 183 38.9 27.3 26.5 2 0 0 1,219.6141
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% IIAEGANGPTTPEADK 400 415 53.6 27.4 49.2 2 0 0 1,583.7914
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% IIAEGANGPTTPEADKIFLER 400 420 33.1 27.8 26.4 0 2 0 2,242.1717
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% HGGTIPIVPTAEFQDR 481 496 69.5 27.2 54.7 2 2 0 1,737.8921
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% ISGASEKDIVHSGLAYTMER 497 516 28.8 27.5 28.8 0 1 0 2,180.0654
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% DIVHSGLAYTMER 504 516 56.0 26.0 52.5 2 4 0 1,507.7211
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% TAMKYNLGLDLR 524 535 49.7 28.0 41.6 2 1 0 1,410.7412
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% YNLGLDLR 528 535 44.3 28.4 30.8 1 0 0 963.5259
C_15 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 14 20 34 26.00% TAAYVNAIEK 536 545 59.6 28.4 51.2 2 0 0 1,079.5731
D_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 7 14 13.10% GASIVEDKLVEDLR 77 90 33.4 27.9 30.4 0 2 0 1,543.8328
D_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 7 14 13.10% YSTDVSVDEVK 152 162 50.1 25.4 46.4 2 0 0 1,241.5896
D_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 7 14 13.10% ALASLMTYK 163 171 36.4 26.0 30.3 2 0 0 1,013.5337
D_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 7 14 13.10% IIAEGANGPTTPEADK 400 415 61.3 27.4 54.6 2 0 0 1,583.7914
D_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 7 14 13.10% IIAEGANGPTTPEADKIFLER 400 420 55.2 27.8 44.7 0 2 0 2,242.1717
D_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 7 14 13.10% YNLGLDLR 528 535 47.4 28.7 34.4 2 0 0 963.5259
D_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 7 14 13.10% VYNEAGVTFT 549 558 26.5 25.0 20.7 2 0 0 1,100.5258
E_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 15 14.70% MVEGFFDR 69 76 21.6 25.0 17.6 1 0 0 1,016.4507
E_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 15 14.70% GASIVEDKLVEDLR 77 90 33.5 27.9 28.9 0 2 0 1,543.8328
E_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 15 14.70% YSTDVSVDEVK 152 162 50.1 25.4 46.0 2 0 0 1,241.5896
E_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 15 14.70% IIAEGANGPTTPEADK 400 415 74.1 27.5 66.2 2 0 0 1,583.7914
E_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 15 14.70% IIAEGANGPTTPEADKIFLER 400 420 63.5 27.7 53.8 0 2 0 2,242.1717
E_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 15 14.70% YNLGLDLR 528 535 34.8 28.4 21.4 2 0 0 963.5259
E_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 15 14.70% TAAYVNAIEK 536 545 30.8 27.6 26.9 2 0 0 1,079.5731
E_21 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 15 14.70% VYNEAGVTFT 549 558 23.4 25.0 23.4 2 0 0 1,100.5258
F_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 17.60% MVEGFFDR 69 76 31.4 25.0 31.4 1 0 0 1,000.4557
F_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 17.60% GASIVEDKLVEDLR 77 90 95.7 27.7 85.7 2 0 0 1,543.8328
F_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 17.60% ALASLMTYK 163 171 36.3 26.0 28.5 2 0 0 1,013.5337
F_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 17.60% IIAEGANGPTTPEADK 400 415 79.0 27.4 73.8 2 0 0 1,583.7914
F_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 17.60% HGGTIPIVPTAEFQDR 481 496 47.1 27.6 29.1 0 2 0 1,737.8921
F_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 17.60% DIVHSGLAYTMER 504 516 31.1 26.3 23.0 0 1 0 1,507.7211
F_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 17.60% TAMKYNLGLDLR 524 535 48.8 27.9 39.6 0 2 0 1,394.7462
F_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 17.60% VYNEAGVTFT 549 558 28.9 25.0 26.0 2 0 0 1,100.5258
G_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 9 9 17 17.40% GASIVEDKLVEDLR 77 90 46.7 28.0 39.1 0 2 0 1,543.8328
G_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 9 9 17 17.40% YSTDVSVDEVK 152 162 59.3 25.5 54.7 1 0 0 1,241.5896
G_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 9 9 17 17.40% ALASLMTYK 163 171 44.0 25.7 33.4 2 0 0 1,013.5337
G_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 9 9 17 17.40% CAVVDVPFGGAK 172 183 50.4 27.8 35.7 2 0 0 1,219.6141
G_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 9 9 17 17.40% IIAEGANGPTTPEADK 400 415 69.6 27.0 61.3 2 0 0 1,583.7914
G_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 9 9 17 17.40% DIVHSGLAYTMER 504 516 37.6 26.8 32.0 0 2 0 1,507.7211
G_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 9 9 17 17.40% TAMKYNLGLDLR 524 535 26.5 27.2 21.9 0 2 0 1,410.7412
G_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 9 9 17 17.40% YNLGLDLR 528 535 29.8 28.0 24.2 2 0 0 963.5259
G_16 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 9 9 17 17.40% VYNEAGVTFT 549 558 44.8 25.0 44.8 2 0 0 1,100.5258
H_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 12 21 22.00% GASIVEDKLVEDLR 77 90 57.1 27.7 49.5 2 0 0 1,543.8328
H_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 12 21 22.00% DDGSWEVIEGYR 125 136 63.2 25.0 59.5 2 0 0 1,425.6282
H_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 12 21 22.00% YSTDVSVDEVK 152 162 63.6 25.8 57.5 2 0 0 1,241.5896
H_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 12 21 22.00% ALASLMTYK 163 171 48.8 26.2 41.1 3 0 0 1,013.5337
H_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 12 21 22.00% CAVVDVPFGGAK 172 183 53.3 27.6 40.9 2 0 0 1,219.6141
H_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 12 21 22.00% IIAEGANGPTTPEADK 400 415 78.3 27.2 77.6 2 0 0 1,583.7914
H_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 12 21 22.00% HGGTIPIVPTAEFQDR 481 496 37.8 27.1 35.5 1 1 0 1,737.8921
H_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 12 21 22.00% DIVHSGLAYTMER 504 516 33.8 26.3 29.2 0 2 0 1,507.7211
H_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 12 21 22.00% TAAYVNAIEK 536 545 41.4 28.6 32.7 2 0 0 1,079.5731
H_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 10 12 21 22.00% VYNEAGVTFT 549 558 43.7 25.0 43.7 2 0 0 1,100.5258
H_14 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 2 3 4 4.66% HGGTIPIVPTAEFQDR 481 496 33.4 27.5 26.1 1 2 0 1,737.8921
H_14 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 2 3 4 4.66% TAAYVNAIEK 536 545 37.0 27.6 31.3 1 0 0 1,079.5731
H_24 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 2 2 3 3.58% CAVVDVPFGGAK 172 183 30.2 27.3 17.0 2 0 0 1,219.6141
H_24 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 2 2 3 3.58% YNLGLDLR 528 535 35.2 28.0 14.6 1 0 0 963.5259
I_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 8 15 16.30% GASIVEDKLVEDLR 77 90 71.1 27.7 62.5 2 0 0 1,543.8328
I_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 8 15 16.30% DDGSWEVIEGYR 125 136 49.5 25.0 44.6 2 0 0 1,425.6282
I_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 8 15 16.30% YSTDVSVDEVK 152 162 45.2 25.8 44.3 2 0 0 1,241.5896
I_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 8 15 16.30% CAVVDVPFGGAK 172 183 42.9 27.4 28.1 2 0 0 1,219.6141
I_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 8 15 16.30% IIAEGANGPTTPEADK 400 415 70.7 27.5 60.1 2 0 0 1,583.7914
I_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 8 15 16.30% HGGTIPIVPTAEFQDR 481 496 66.1 27.3 62.8 2 1 0 1,737.8921
I_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 7 8 15 16.30% VYNEAGVTFT 549 558 36.4 25.0 36.4 2 0 0 1,100.5258
J_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 6 6 11 13.10% YSTDVSVDEVK 152 162 46.7 25.2 42.1 2 0 0 1,241.5896
J_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 6 6 11 13.10% CAVVDVPFGGAK 172 183 42.1 27.8 29.7 2 0 0 1,219.6141



J_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 6 6 11 13.10% IIAEGANGPTTPEADK 400 415 47.0 26.9 47.0 2 0 0 1,583.7914
J_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 6 6 11 13.10% HGGTIPIVPTAEFQDR 481 496 29.8 27.5 19.8 0 2 0 1,737.8921
J_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 6 6 11 13.10% YNLGLDLR 528 535 54.0 28.0 37.4 2 0 0 963.5259
J_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 6 6 11 13.10% TAAYVNAIEK 536 545 23.2 28.1 19.6 1 0 0 1,079.5731
K_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 16.70% GASIVEDKLVEDLR 77 90 64.5 28.0 56.6 2 0 0 1,543.8328
K_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 16.70% DDGSWEVIEGYR 125 136 57.3 25.0 57.0 2 0 0 1,425.6282
K_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 16.70% YSTDVSVDEVK 152 162 38.4 25.2 38.3 2 0 0 1,241.5896
K_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 16.70% CAVVDVPFGGAK 172 183 47.1 27.6 34.2 2 0 0 1,219.6141
K_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 16.70% HGGTIPIVPTAEFQDR 481 496 46.5 27.4 44.3 1 0 0 1,737.8921
K_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 16.70% YNLGLDLR 528 535 46.5 28.0 36.0 2 0 0 963.5259
K_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 16.70% TAAYVNAIEK 536 545 24.5 27.4 21.3 2 0 0 1,079.5731
K_13 Glutamate dehydrogenase 1, mitochondrial DHE3_HUMAN 61,400 8 8 14 16.70% VYNEAGVTFT 549 558 26.3 25.0 14.9 1 0 0 1,100.5258
A_07 Dihydropteridine reductase DHPR_HUMAN 25,790 4 6 11 23.40% EGGLLTLAGAK 128 138 28.5 27.1 20.3 1 0 0 1,029.5941
A_07 Dihydropteridine reductase DHPR_HUMAN 25,790 4 6 11 23.40% AALDGTPGMIGYGMAK 139 154 55.9 25.5 44.5 2 0 0 1,584.7400
A_07 Dihydropteridine reductase DHPR_HUMAN 25,790 4 6 11 23.40% GAVHQLCQSLAGK 155 167 46.9 27.4 37.7 2 2 0 1,368.7054
A_07 Dihydropteridine reductase DHPR_HUMAN 25,790 4 6 11 23.40% NRPSSGSLIQVVTTEGR 220 236 72.5 27.4 65.2 2 2 0 1,800.9563
C_07 Dihydropteridine reductase DHPR_HUMAN 25,790 3 3 5 19.30% HLKEGGLLTLAGAK 125 138 20.3 25.0 17.9 0 1 0 1,407.8321
C_07 Dihydropteridine reductase DHPR_HUMAN 25,790 3 3 5 19.30% AALDGTPGMIGYGMAK 139 154 47.6 25.5 37.5 2 0 0 1,584.7400
C_07 Dihydropteridine reductase DHPR_HUMAN 25,790 3 3 5 19.30% NRPSSGSLIQVVTTEGR 220 236 61.0 27.3 50.9 0 2 0 1,800.9563
D_12 Dihydropteridine reductase DHPR_HUMAN 25,790 2 2 3 11.10% EGGLLTLAGAK 128 138 43.7 29.0 35.7 1 0 0 1,029.5941
D_12 Dihydropteridine reductase DHPR_HUMAN 25,790 2 2 3 11.10% AALDGTPGMIGYGMAK 139 154 26.7 25.4 26.5 2 0 0 1,584.7400
A_17 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial DHSA_HUMAN 72,692 5 5 9 9.79% NTVVATGGYGR 251 261 40.2 27.7 40.2 2 0 0 1,094.5589
A_17 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial DHSA_HUMAN 72,692 5 5 9 9.79% GEGGILINSQGER 313 325 68.5 27.7 63.0 2 0 0 1,329.6759
A_17 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial DHSA_HUMAN 72,692 5 5 9 9.79% IDEYDYSKPIQGQQK 601 615 34.7 26.9 27.5 0 2 0 1,811.8813
A_17 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial DHSA_HUMAN 72,692 5 5 9 9.79% VTLEYRPVIDK 637 647 38.7 26.4 27.4 2 0 0 1,332.7523
A_17 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial DHSA_HUMAN 72,692 5 5 9 9.79% TLNEADCATVPPAIR 648 662 21.9 27.3 18.1 1 0 0 1,627.8110
B_18 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial DHSA_HUMAN 72,692 2 2 4 4.22% IDEYDYSKPIQGQQK 601 615 29.9 27.1 25.4 0 2 0 1,811.8813
B_18 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial DHSA_HUMAN 72,692 2 2 4 4.22% KHTLSYVDVGTGK 624 636 29.9 27.9 29.1 0 2 0 1,404.7483
C_17 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial DHSA_HUMAN 72,692 2 2 2 3.61% GEGGILINSQGER 313 325 56.8 27.1 49.3 1 0 0 1,329.6759
C_17 Succinate dehydrogenase [ubiquinone] flavoprotein subunit, mitochondrial DHSA_HUMAN 72,692 2 2 2 3.61% VTLEYRPVIDK 637 647 21.7 27.0 14.5 1 0 0 1,332.7523
A_11 Sorbitol dehydrogenase DHSO_HUMAN 38,325 3 5 8 11.20% KPMVLGHEASGTVEK 64 78 34.0 27.2 8.7 1 0 0 1,598.8209
A_11 Sorbitol dehydrogenase DHSO_HUMAN 38,325 3 5 8 11.20% VAIEPGAPR 92 100 32.2 25.0 30.1 2 0 0 909.5153
A_11 Sorbitol dehydrogenase DHSO_HUMAN 38,325 3 5 8 11.20% AMGAAQVVVTDLSATR 194 209 118.0 28.4 111.0 3 2 0 1,605.8266
B_11 Sorbitol dehydrogenase DHSO_HUMAN 38,325 2 2 4 7.00% VAIEPGAPR 92 100 29.5 25.0 29.5 2 0 0 909.5153
B_11 Sorbitol dehydrogenase DHSO_HUMAN 38,325 2 2 4 7.00% AMGAAQVVVTDLSATR 194 209 112.0 28.5 103.0 2 0 0 1,605.8266
C_11 Sorbitol dehydrogenase DHSO_HUMAN 38,325 2 2 2 7.00% VAIEPGAPR 92 100 24.0 26.3 24.0 1 0 0 909.5153
C_11 Sorbitol dehydrogenase DHSO_HUMAN 38,325 2 2 2 7.00% AMGAAQVVVTDLSATR 194 209 86.9 28.3 70.9 1 0 0 1,605.8266
A_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 9 10 17 13.20% HRLDLGEDYPSGK 5 17 56.5 26.9 49.7 0 2 0 1,486.7287
A_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 9 10 17 13.20% ASTNAMLISAGLPPLK 63 78 25.9 26.7 16.3 2 0 0 1,599.8777
A_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 9 10 17 13.20% HQSFVLVGETGSGK 153 166 38.9 27.5 32.4 2 1 0 1,445.7384
A_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 9 10 17 13.20% YGVIILDEAHER 254 265 52.0 28.0 40.2 0 1 0 1,414.7326
A_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 9 10 17 13.20% DYLEAAIR 330 337 38.3 27.5 31.8 2 0 0 950.4942
A_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 9 10 17 13.20% VESLLVTAISK 453 463 62.6 25.0 60.0 2 0 0 1,159.6933
A_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 9 10 17 13.20% TEMQDNTYPEILR 492 504 55.3 25.1 43.3 2 0 0 1,625.7478
A_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 9 10 17 13.20% SNLGSVVLQLK 505 515 63.5 26.7 42.7 2 0 0 1,157.6889
A_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 9 10 17 13.20% DYYINIR 684 690 26.7 26.3 24.0 1 0 0 956.4836
B_19 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 2 2 3 3.14% HQSFVLVGETGSGK 153 166 24.1 27.6 21.7 0 1 0 1,445.7384
B_19 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 2 2 3 3.14% SNLGSVVLQLK 505 515 74.7 26.7 56.7 2 0 0 1,157.6889
B_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 6 7 12 9.94% HRLDLGEDYPSGK 5 17 72.4 27.3 64.8 0 2 0 1,486.7287
B_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 6 7 12 9.94% ASTNAMLISAGLPPLK 63 78 56.7 26.7 43.5 2 0 0 1,599.8777
B_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 6 7 12 9.94% HQSFVLVGETGSGK 153 166 38.9 27.6 38.8 1 2 0 1,445.7384
B_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 6 7 12 9.94% TLATDILMGVLK 266 277 69.0 25.3 51.4 2 0 0 1,290.7341
B_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 6 7 12 9.94% TEMQDNTYPEILR 492 504 34.8 25.1 26.6 1 0 0 1,625.7478
B_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 6 7 12 9.94% SNLGSVVLQLK 505 515 64.0 26.7 49.3 2 0 0 1,157.6889
C_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 3 3 4 4.53% HRLDLGEDYPSGK 5 17 24.8 26.9 23.9 0 1 0 1,486.7287
C_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 3 3 4 4.53% TLATDILMGVLK 266 277 19.5 25.2 6.7 1 0 0 1,290.7341
C_20 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 3 3 4 4.53% SNLGSVVLQLK 505 515 60.0 25.6 51.3 2 0 0 1,157.6889
H_16 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 2 2 4 3.02% EVDDLGPEVGDIK 372 384 59.3 27.0 53.2 2 0 0 1,385.6798
H_16 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 2 2 4 3.02% SNLGSVVLQLK 505 515 68.8 25.7 57.2 2 0 0 1,157.6889
I_16 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 3 3 5 4.40% EVDDLGPEVGDIK 372 384 39.9 27.2 30.9 2 0 0 1,385.6798
I_16 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 3 3 5 4.40% VESLLVTAISK 453 463 25.7 25.0 15.6 1 0 0 1,159.6933
I_16 Putative pre‐mRNA‐splicing factor ATP‐dependent RNA helicase DHX15 DHX15_HUMAN 90,935 3 3 5 4.40% SNLGSVVLQLK 505 515 63.7 26.5 44.8 2 0 0 1,157.6889
A_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 2 2 4 1.73% AAECNIVVTQPR 435 446 51.4 27.1 43.5 2 0 0 1,357.6893
A_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 2 2 4 1.73% DVVQAYPEVR 529 538 47.5 27.8 46.9 2 0 0 1,175.6055
A_29 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 2.76% LAAQSCALSLVR 237 248 41.6 28.3 34.1 2 0 0 1,288.7042
A_29 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 2.76% AAECNIVVTQPR 435 446 34.2 26.9 30.4 1 0 0 1,357.6893
A_29 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 2.76% VFDPVPVGVTK 698 708 28.5 28.1 23.4 1 0 0 1,157.6566
A_30 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 2.60% DFVNYLVR 64 71 22.3 26.3 11.3 1 0 0 1,025.5414
A_30 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 2.60% VFDPVPVGVTK 698 708 37.3 28.2 30.5 2 0 0 1,157.6566
A_30 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 2.60% QPAIISQLDPVNER 1117 1130 28.0 27.8 20.8 1 0 0 1,579.8440
B_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 3.15% AAECNIVVTQPR 435 446 40.9 26.9 37.0 2 0 0 1,357.6893
B_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 3.15% ELDALDANDELTPLGR 838 853 38.5 27.0 34.5 1 0 0 1,741.8606
B_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 3.15% AAMEALVVEVTK 1105 1116 34.4 28.0 27.3 1 0 0 1,276.6818
B_25 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 2 2 3 1.97% VFDPVPVGVTK 698 708 25.5 28.0 21.5 2 0 0 1,157.6566
B_25 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 2 2 3 1.97% QPAIISQLDPVNER 1117 1130 28.0 27.2 26.0 1 0 0 1,579.8440
B_29 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 2.68% DFVNYLVR 64 71 25.1 26.8 16.3 2 0 0 1,025.5414
B_29 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 2.68% AAECNIVVTQPR 435 446 40.7 26.9 38.8 1 0 0 1,357.6893
B_29 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 2.68% QPAIISQLDPVNER 1117 1130 28.9 27.3 13.1 1 0 0 1,579.8440
C_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 8 9 15 6.77% NFLYAWCGK 6 14 25.3 25.0 11.0 1 0 0 1,158.5401
C_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 8 9 15 6.77% DFVNYLVR 64 71 44.7 26.6 25.5 2 0 0 1,025.5414
C_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 8 9 15 6.77% AAECNIVVTQPR 435 446 48.0 26.9 41.7 2 0 0 1,357.6893
C_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 8 9 15 6.77% ISAVSVAER 448 456 48.9 30.2 30.3 1 0 0 931.5206
C_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 8 9 15 6.77% DVVQAYPEVR 529 538 43.7 27.8 30.9 2 0 0 1,175.6055
C_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 8 9 15 6.77% LGGIGQFLAK 810 819 61.6 25.5 50.6 2 0 0 1,003.5937
C_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 8 9 15 6.77% ELDALDANDELTPLGR 838 853 54.8 26.5 47.8 2 0 0 1,741.8606
C_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 8 9 15 6.77% AAMEALVVEVTK 1105 1116 58.6 28.1 55.1 3 0 0 1,276.6818
I_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 2 2 3 1.57% DFVNYLVR 64 71 26.9 26.3 17.9 2 0 0 1,025.5414
I_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 2 2 3 1.57% LAAQSCALSLVR 237 248 31.2 28.1 25.9 1 0 0 1,288.7042
K_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 3 2.52% DFVNYLVR 64 71 27.4 26.3 19.8 1 0 0 1,025.5414
K_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 3 2.52% LAAQSCALSLVR 237 248 40.1 28.1 35.0 1 0 0 1,288.7042
K_24 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 3 2.52% AAECNIVVTQPR 435 446 26.5 26.8 22.1 1 0 0 1,357.6893
L_15 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 4 4 5 3.31% DFVNYLVR 64 71 37.3 27.0 27.9 1 0 0 1,025.5414
L_15 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 4 4 5 3.31% LAAQSCALSLVR 237 248 25.4 28.0 20.5 1 0 0 1,288.7042
L_15 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 4 4 5 3.31% AAECNIVVTQPR 435 446 33.9 27.4 21.8 1 0 0 1,357.6893
L_15 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 4 4 5 3.31% LGGIGQFLAK 810 819 34.5 25.3 27.5 2 0 0 1,003.5937
L_16 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 4 4 6 3.31% DFVNYLVR 64 71 38.4 26.5 27.6 2 0 0 1,025.5414
L_16 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 4 4 6 3.31% LAAQSCALSLVR 237 248 47.1 27.9 41.7 1 0 0 1,288.7042
L_16 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 4 4 6 3.31% AAECNIVVTQPR 435 446 44.4 26.9 41.0 1 0 0 1,357.6893
L_16 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 4 4 6 3.31% LGGIGQFLAK 810 819 48.4 25.4 43.6 2 0 0 1,003.5937
Q_16 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 2.68% LAAQSCALSLVR 237 248 29.3 28.0 25.3 1 0 0 1,288.7042
Q_16 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 2.68% AAECNIVVTQPR 435 446 46.6 26.8 46.0 1 0 0 1,357.6893
Q_16 ATP‐dependent RNA helicase A DHX9_HUMAN 140,962 3 3 4 2.68% LGGIGQFLAK 810 819 32.0 26.2 26.6 2 0 0 1,003.5937
A_21 DIS3‐like exonuclease 2 DI3L2_HUMAN 99,281 4 4 5 5.65% GVSAVAGPHDIGASPGDKK 18 36 21.7 27.9 10.3 0 1 0 1,762.9085
A_21 DIS3‐like exonuclease 2 DI3L2_HUMAN 99,281 4 4 5 5.65% DIFIDGVVAR 93 102 30.0 28.3 20.8 1 0 0 1,104.6049
A_21 DIS3‐like exonuclease 2 DI3L2_HUMAN 99,281 4 4 5 5.65% DCIFTIDPSTAR 377 388 23.5 25.1 9.3 1 0 0 1,395.6575
A_21 DIS3‐like exonuclease 2 DI3L2_HUMAN 99,281 4 4 5 5.65% LLAAALGYR 714 722 49.4 25.0 49.4 2 0 0 947.5673
A_12 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 4 5 8 14.20% QYDTYGEEGLK 85 95 23.4 25.0 18.9 1 0 0 1,302.5850
A_12 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 4 5 8 14.20% FQMTQEVVCDECPNVK 185 200 74.9 25.0 66.8 2 1 0 1,999.8560
A_12 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 4 5 8 14.20% TLEVEIEPGVR 207 217 53.5 26.4 37.8 2 0 0 1,241.6737
A_12 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 4 5 8 14.20% GEGLPNFDNNNIK 303 315 37.2 25.7 29.9 2 0 0 1,431.6864
B_12 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 5 5 7 14.50% QYDTYGEEGLK 85 95 31.2 25.0 24.7 1 0 0 1,302.5850
B_12 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 5 5 7 14.50% FQMTQEVVCDECPNVK 185 200 60.6 25.0 60.6 2 0 0 1,999.8560



B_12 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 5 5 7 14.50% TLEVEIEPGVR 207 217 54.3 26.4 31.1 1 0 0 1,241.6737
B_12 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 5 5 7 14.50% KGEGLPNFDNNNIK 302 315 19.9 27.8 15.7 0 1 0 1,559.7814
B_12 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 5 5 7 14.50% GEGLPNFDNNNIK 303 315 37.8 25.9 30.0 2 0 0 1,431.6864
C_12 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 2 2 3 7.54% QYDTYGEEGLK 85 95 27.8 25.0 24.0 1 0 0 1,302.5850
C_12 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 2 2 3 7.54% FQMTQEVVCDECPNVK 185 200 66.6 25.0 64.3 2 0 0 1,999.8560
O_07 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 2 2 2 7.54% FQMTQEVVCDECPNVK 185 200 37.1 25.0 28.7 1 0 0 1,999.8560
O_07 DnaJ homolog subfamily B member 11 DJB11_HUMAN 40,515 2 2 2 7.54% TLEVEIEPGVR 207 217 25.0 26.3 12.9 1 0 0 1,241.6737
A_27 DnaJ homolog subfamily C member 13 DJC13_HUMAN 254,423 2 2 4 1.03% VLALTETCLVER 254 265 45.3 28.0 34.5 2 0 0 1,403.7564
A_27 DnaJ homolog subfamily C member 13 DJC13_HUMAN 254,423 2 2 4 1.03% LAVASVTEILK 1621 1631 61.8 25.0 49.8 2 0 0 1,143.6984
A_16 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 3 3 6 9.71% SAVEEMEAEEAAAK 67 80 88.2 25.0 83.9 2 0 0 1,480.6472
A_16 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 3 3 6 9.71% DCQPGLCCAFQR 213 224 53.2 25.0 45.5 2 0 0 1,511.6190
A_16 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 3 3 6 9.71% QELEDLER 319 326 35.3 25.3 24.0 2 0 0 1,031.5005
B_16 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 3 3 6 10.30% SAVEEMEAEEAAAK 67 80 61.7 25.0 61.7 2 0 0 1,480.6472
B_16 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 3 3 6 10.30% DCQPGLCCAFQR 213 224 52.1 25.0 52.1 2 0 0 1,511.6190
B_16 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 3 3 6 10.30% DQDGEILLPR 293 302 53.8 25.8 35.1 2 0 0 1,155.6007
B_17 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 3 6.29% DCQPGLCCAFQR 213 224 54.2 25.0 54.2 1 0 0 1,511.6190
B_17 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 3 6.29% DQDGEILLPR 293 302 51.0 26.4 31.5 2 0 0 1,155.6007
C_15 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 7.43% SAVEEMEAEEAAAK 67 80 77.7 25.0 66.3 2 0 0 1,480.6472
C_15 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 7.43% DCQPGLCCAFQR 213 224 34.6 25.0 28.8 2 0 0 1,511.6190
C_16 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 4 5 9 15.10% SAVEEMEAEEAAAK 67 80 78.8 25.0 78.8 4 0 0 1,480.6472
C_16 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 4 5 9 15.10% DSECCGDQLCVWGHCTK 181 197 31.9 25.0 26.1 0 1 0 2,111.8041
C_16 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 4 5 9 15.10% DCQPGLCCAFQR 213 224 66.1 25.0 58.2 2 0 0 1,511.6190
C_16 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 4 5 9 15.10% DQDGEILLPR 293 302 55.2 25.9 27.8 2 0 0 1,155.6007
C_17 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 3 3 6 10.30% SAVEEMEAEEAAAK 67 80 53.4 25.0 48.2 2 0 0 1,480.6472
C_17 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 3 3 6 10.30% DCQPGLCCAFQR 213 224 57.8 25.0 47.3 2 0 0 1,511.6190
C_17 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 3 3 6 10.30% DQDGEILLPR 293 302 39.5 25.9 22.8 2 0 0 1,155.6007
D_21 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 3 6.86% SAVEEMEAEEAAAK 67 80 51.2 25.0 49.3 2 0 0 1,480.6472
D_21 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 3 6.86% DQDGEILLPR 293 302 32.8 26.3 17.8 1 0 0 1,155.6007
D_22 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 6.86% SAVEEMEAEEAAAK 67 80 46.7 25.0 44.8 2 0 0 1,480.6472
D_22 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 6.86% DQDGEILLPR 293 302 40.0 26.4 17.1 2 0 0 1,155.6007
E_21 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 3 6.86% SAVEEMEAEEAAAK 67 80 72.2 25.0 72.2 2 0 0 1,480.6472
E_21 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 3 6.86% DQDGEILLPR 293 302 49.5 26.4 30.5 1 0 0 1,155.6007
E_22 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 6.86% SAVEEMEAEEAAAK 67 80 64.3 25.0 64.3 2 0 0 1,480.6472
E_22 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 6.86% DQDGEILLPR 293 302 37.7 26.3 23.8 2 0 0 1,155.6007
F_15 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 6.29% SAVEEMEAEEAAAK 67 80 50.6 25.0 50.6 2 0 0 1,480.6472
F_15 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 6.29% QELEDLER 319 326 42.5 25.7 25.8 2 0 0 1,031.5005
G_11 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 3 6.29% DCQPGLCCAFQR 213 224 34.5 25.0 28.2 1 0 0 1,511.6190
G_11 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 3 6.29% DQDGEILLPR 293 302 49.6 26.6 17.5 2 0 0 1,155.6007
G_14 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 7.43% SAVEEMEAEEAAAK 67 80 91.1 25.0 85.1 2 0 0 1,464.6522
G_14 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 7.43% DCQPGLCCAFQR 213 224 40.2 25.0 39.2 2 0 0 1,511.6190
G_15 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 4 5 10 13.70% EVEELMEDTQHK 53 64 31.0 25.0 29.6 2 0 0 1,487.6684
G_15 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 4 5 10 13.70% SAVEEMEAEEAAAK 67 80 101.0 25.0 96.2 4 0 0 1,464.6522
G_15 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 4 5 10 13.70% DCQPGLCCAFQR 213 224 54.3 25.0 45.5 2 0 0 1,511.6190
G_15 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 4 5 10 13.70% DQDGEILLPR 293 302 55.3 26.5 36.1 2 0 0 1,155.6007
H_14 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 6.29% DCQPGLCCAFQR 213 224 61.5 25.0 55.7 2 0 0 1,511.6190
H_14 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 6.29% DQDGEILLPR 293 302 62.8 25.8 47.3 2 0 0 1,155.6007
J_14 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 6.29% DCQPGLCCAFQR 213 224 46.9 25.0 44.4 2 0 0 1,511.6190
J_14 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 4 6.29% DQDGEILLPR 293 302 46.8 26.3 27.9 2 0 0 1,155.6007
K_14 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 3 3 5 11.10% DSECCGDQLCVWGHCTK 181 197 22.0 25.0 22.0 0 2 0 2,111.8041
K_14 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 3 3 5 11.10% DCQPGLCCAFQR 213 224 63.7 25.0 58.4 2 0 0 1,511.6190
K_14 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 3 3 5 11.10% DQDGEILLPR 293 302 47.8 25.7 31.7 1 0 0 1,155.6007
Q_09 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 3 6.86% SAVEEMEAEEAAAK 67 80 66.3 25.0 60.1 2 0 0 1,480.6472
Q_09 Dickkopf‐related protein 3 DKK3_HUMAN 38,389 2 2 3 6.86% DQDGEILLPR 293 302 35.2 26.2 17.9 1 0 0 1,155.6007
A_14 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 3 5 5.89% NETLGGTCLNVGCIPSK 73 89 57.1 27.1 50.9 2 0 0 1,819.8680
A_14 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 3 5 5.89% SEEQLKEEGIEYK 405 417 40.3 26.4 32.8 1 2 0 1,581.7644
A_15 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 4 4 7 9.43% IDVSIEAASGGK 289 300 50.7 28.2 47.3 2 0 0 1,146.6002
A_15 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 4 4 7 9.43% SEEQLKEEGIEYK 405 417 55.5 26.3 50.0 1 0 0 1,581.7644
A_15 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 4 4 7 9.43% VCHAHPTLSEAFR 483 495 37.8 27.2 32.2 0 2 0 1,524.7376
A_15 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 4 4 7 9.43% EANLAASFGK 496 505 46.7 28.5 38.8 2 0 0 1,007.5156
B_14 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 3 3 4 8.25% NETLGGTCLNVGCIPSK 73 89 105.0 27.1 96.6 2 0 0 1,819.8680
B_14 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 3 3 4 8.25% IDVSIEAASGGK 289 300 60.4 29.0 54.0 1 0 0 1,146.6002
B_14 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 3 3 4 8.25% SEEQLKEEGIEYK 405 417 39.5 26.5 39.5 1 0 0 1,581.7644
B_15 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 3 5 4.91% IDVSIEAASGGK 289 300 63.3 28.0 56.1 2 0 0 1,146.6002
B_15 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 3 5 4.91% VCHAHPTLSEAFR 483 495 37.9 27.3 30.6 1 2 0 1,524.7376
C_14 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 4 5 10 11.80% NETLGGTCLNVGCIPSK 73 89 72.7 26.8 72.7 2 0 0 1,819.8680
C_14 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 4 5 10 11.80% KSDGKIDVSIEAASGGK 284 300 38.8 28.2 36.8 0 2 0 1,661.8707
C_14 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 4 5 10 11.80% SEEQLKEEGIEYK 405 417 61.8 26.0 55.4 2 2 0 1,581.7644
C_14 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 4 5 10 11.80% VCHAHPTLSEAFR 483 495 30.3 27.1 28.4 2 0 0 1,524.7376
D_21 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 5 5 8 13.00% NETLGGTCLNVGCIPSK 73 89 25.4 26.7 25.4 1 0 0 1,819.8680
D_21 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 5 5 8 13.00% IDVSIEAASGGK 289 300 65.7 28.5 58.8 2 0 0 1,146.6002
D_21 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 5 5 8 13.00% IPNIYAIGDVVAGPMLAHK 347 365 55.5 27.1 51.4 0 1 0 1,995.0735
D_21 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 5 5 8 13.00% FPFAANSR 421 428 37.4 26.7 27.0 2 0 0 909.4576
D_21 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 5 5 8 13.00% EANLAASFGK 496 505 37.8 28.3 33.0 2 0 0 1,007.5156
E_21 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 2 4 4.91% IDVSIEAASGGK 289 300 75.3 28.1 70.3 2 0 0 1,146.6002
E_21 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 2 4 4.91% SEEQLKEEGIEYK 405 417 30.5 26.5 26.3 0 2 0 1,581.7644
E_22 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 3 3 5 6.88% IDVSIEAASGGK 289 300 57.7 28.2 44.6 2 0 0 1,146.6002
E_22 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 3 3 5 6.88% SEEQLKEEGIEYK 405 417 18.0 26.0 9.4 0 1 0 1,581.7644
E_22 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 3 3 5 6.88% EANLAASFGK 496 505 35.4 28.4 35.4 2 0 0 1,007.5156
F_15 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 2 4 5.70% NETLGGTCLNVGCIPSK 73 89 91.5 27.1 86.9 2 0 0 1,819.8680
F_15 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 2 4 5.70% IDVSIEAASGGK 289 300 79.1 28.0 71.0 2 0 0 1,146.6002
G_16 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 2 3 4.91% IDVSIEAASGGK 289 300 90.9 28.6 78.9 1 0 0 1,146.6002
G_16 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 2 3 4.91% VCHAHPTLSEAFR 483 495 28.2 27.7 23.2 0 2 0 1,524.7376
H_12 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 2 4 5.89% NETLGGTCLNVGCIPSK 73 89 59.2 26.8 54.4 2 0 0 1,819.8680
H_12 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 2 4 5.89% SEEQLKEEGIEYK 405 417 39.1 26.5 38.5 2 0 0 1,581.7644
H_13 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 4 4 6 10.00% NETLGGTCLNVGCIPSK 73 89 74.7 27.1 68.1 2 0 0 1,819.8680
H_13 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 4 4 6 10.00% SEEQLKEEGIEYK 405 417 35.3 26.5 29.5 0 2 0 1,581.7644
H_13 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 4 4 6 10.00% FPFAANSR 421 428 26.2 26.6 16.1 1 0 0 909.4576
H_13 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 4 4 6 10.00% VCHAHPTLSEAFR 483 495 23.7 27.3 6.0 0 1 0 1,524.7376
I_12 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 3 3 6 8.25% NETLGGTCLNVGCIPSK 73 89 71.5 27.0 64.4 2 0 0 1,819.8680
I_12 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 3 3 6 8.25% IDVSIEAASGGK 289 300 33.6 29.0 23.8 2 0 0 1,146.6002
I_12 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 3 3 6 8.25% SEEQLKEEGIEYK 405 417 41.7 26.5 34.5 2 0 0 1,581.7644
K_13 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 2 4 5.89% NETLGGTCLNVGCIPSK 73 89 89.1 27.1 80.5 2 0 0 1,819.8680
K_13 Dihydrolipoyl dehydrogenase, mitochondrial DLDH_HUMAN 54,178 2 2 4 5.89% SEEQLKEEGIEYK 405 417 36.0 26.4 36.0 2 0 0 1,581.7644
L_02 Dynein light chain roadblock‐type 1 DLRB1_HUMAN 10,922 2 2 3 29.20% GVQGIIVVNTEGIPIK 16 31 44.1 25.0 34.6 1 0 0 1,636.9635
L_02 Dynein light chain roadblock‐type 1 DLRB1_HUMAN 10,922 2 2 3 29.20% DIDPQNDLTFLR 59 70 55.1 27.7 45.2 2 0 0 1,446.7226
A_13 DnaJ homolog subfamily A member 1 DNJA1_HUMAN 44,883 3 3 6 9.32% QISQAYEVLSDAK 47 59 94.1 27.9 33.3 2 0 0 1,451.7377
A_13 DnaJ homolog subfamily A member 1 DNJA1_HUMAN 44,883 3 3 6 9.32% TIVITSHPGQIVK 284 296 39.6 25.0 39.6 2 0 0 1,392.8211
A_13 DnaJ homolog subfamily A member 1 DNJA1_HUMAN 44,883 3 3 6 9.32% CVLNEGMPIYR 302 312 37.1 25.4 25.6 2 0 0 1,367.6447
B_13 DnaJ homolog subfamily A member 1 DNJA1_HUMAN 44,883 3 3 5 9.32% QISQAYEVLSDAK 47 59 85.8 27.8 29.3 2 0 0 1,451.7377
B_13 DnaJ homolog subfamily A member 1 DNJA1_HUMAN 44,883 3 3 5 9.32% TIVITSHPGQIVK 284 296 49.3 25.0 49.3 2 0 0 1,392.8211
B_13 DnaJ homolog subfamily A member 1 DNJA1_HUMAN 44,883 3 3 5 9.32% CVLNEGMPIYR 302 312 42.2 25.3 35.5 1 0 0 1,367.6447
C_13 DnaJ homolog subfamily A member 1 DNJA1_HUMAN 44,883 3 3 4 9.32% QISQAYEVLSDAK 47 59 44.9 27.8 17.4 2 0 0 1,451.7377
C_13 DnaJ homolog subfamily A member 1 DNJA1_HUMAN 44,883 3 3 4 9.32% TIVITSHPGQIVK 284 296 53.0 25.0 48.7 1 0 0 1,392.8211
C_13 DnaJ homolog subfamily A member 1 DNJA1_HUMAN 44,883 3 3 4 9.32% CVLNEGMPIYR 302 312 18.8 25.6 17.9 1 0 0 1,367.6447
A_11 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 5 7 13 14.20% GKDYYCILGIEK 2 13 57.7 27.1 46.0 2 2 0 1,458.7300
A_11 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 5 7 13 14.20% DYYCILGIEK 4 13 32.1 25.4 22.5 2 0 0 1,273.6135
A_11 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 5 7 13 14.20% EIYDQFGEEGLK 62 73 63.5 25.0 48.4 2 0 0 1,427.6691
A_11 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 5 7 13 14.20% LKQDPPVIHELR 154 165 25.6 25.1 17.3 1 2 0 1,444.8273
A_11 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 5 7 13 14.20% VSLEEIYSGCTK 166 177 54.0 25.5 54.0 2 0 0 1,385.6618
B_11 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 5 5 9 17.20% GKDYYCILGIEK 2 13 19.6 27.5 12.6 0 1 0 1,458.7300
B_11 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 5 5 9 17.20% EIYDQFGEEGLK 62 73 64.3 25.0 43.2 2 0 0 1,427.6691
B_11 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 5 5 9 17.20% LKQDPPVIHELR 154 165 36.1 25.3 31.4 0 2 0 1,444.8273



B_11 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 5 5 9 17.20% VSLEEIYSGCTK 166 177 74.1 25.7 74.1 2 0 0 1,385.6618
B_11 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 5 5 9 17.20% DGSNIIYTAK 246 255 48.2 27.7 34.2 2 0 0 1,081.5525
C_11 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 2 2 4 6.53% VSLEEIYSGCTK 166 177 51.4 25.5 49.3 2 0 0 1,385.6618
C_11 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 2 2 4 6.53% DGSNIIYTAK 246 255 34.6 27.6 21.9 2 0 0 1,081.5525
I_09 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 2 2 3 6.53% VSLEEIYSGCTK 166 177 57.4 25.6 57.4 2 0 0 1,385.6618
I_09 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 2 2 3 6.53% IIGYGLPFPK 293 302 24.9 25.7 12.6 1 0 0 1,104.6454
K_09 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 2 2 3 7.12% EIYDQFGEEGLK 62 73 21.1 25.0 16.7 1 0 0 1,427.6691
K_09 DnaJ homolog subfamily B member 4 DNJB4_HUMAN 37,809 2 2 3 7.12% VSLEEIYSGCTK 166 177 73.9 26.4 65.6 2 0 0 1,385.6618
C_15 DnaJ homolog subfamily C member 3 DNJC3_HUMAN 57,582 2 3 3 7.14% SNPSENEEKEAQSQLIK 134 150 50.6 26.2 50.6 1 1 0 1,930.9353
C_15 DnaJ homolog subfamily C member 3 DNJC3_HUMAN 57,582 2 3 3 7.14% VCSEVLQMEPDNVNALKDR 328 346 33.2 25.6 32.5 0 1 0 2,233.0589
A_16 DnaJ homolog subfamily C member 7 DNJC7_HUMAN 56,443 2 2 4 5.26% YPEAQSVASDILR 192 204 39.5 28.4 30.3 2 0 0 1,448.7380
A_16 DnaJ homolog subfamily C member 7 DNJC7_HUMAN 56,443 2 2 4 5.26% EVGEAFTILSDPK 430 442 50.5 27.5 37.0 2 0 0 1,405.7211
B_16 DnaJ homolog subfamily C member 7 DNJC7_HUMAN 56,443 2 2 3 5.26% YPEAQSVASDILR 192 204 38.7 28.2 28.7 1 0 0 1,448.7380
B_16 DnaJ homolog subfamily C member 7 DNJC7_HUMAN 56,443 2 2 3 5.26% EVGEAFTILSDPK 430 442 61.1 27.5 55.8 2 0 0 1,405.7211
A_10 DnaJ homolog subfamily C member 8 DNJC8_HUMAN 29,842 2 2 3 6.72% ALDVIQAGK 119 127 31.1 25.3 19.1 1 0 0 914.5307
A_10 DnaJ homolog subfamily C member 8 DNJC8_HUMAN 29,842 2 2 3 6.72% LFAELEIK 169 176 34.1 25.4 23.4 2 0 0 962.5558
B_09 DnaJ homolog subfamily C member 8 DNJC8_HUMAN 29,842 2 2 3 9.88% QLSILVHPDKNQDDADR 79 95 28.1 27.5 24.8 0 2 0 1,963.9835
B_09 DnaJ homolog subfamily C member 8 DNJC8_HUMAN 29,842 2 2 3 9.88% LFAELEIK 169 176 19.4 25.4 8.6 1 0 0 962.5558
A_09 DnaJ homolog subfamily C member 9 DNJC9_HUMAN 29,910 2 2 4 8.85% ISLEDIQAFEK 108 118 54.0 28.1 42.3 2 0 0 1,292.6734
A_09 DnaJ homolog subfamily C member 9 DNJC9_HUMAN 29,910 2 2 4 8.85% ELGLDEGVDSLK 206 217 38.8 28.1 36.6 2 0 0 1,274.6477
A_10 DnaJ homolog subfamily C member 9 DNJC9_HUMAN 29,910 4 4 7 15.40% VSLQVHPDR 38 46 42.8 27.9 30.8 1 0 0 1,050.5691
A_10 DnaJ homolog subfamily C member 9 DNJC9_HUMAN 29,910 4 4 7 15.40% VYSVLSDR 65 72 33.6 26.0 33.5 2 0 0 938.4941
A_10 DnaJ homolog subfamily C member 9 DNJC9_HUMAN 29,910 4 4 7 15.40% ISLEDIQAFEK 108 118 52.6 28.5 37.1 2 0 0 1,292.6734
A_10 DnaJ homolog subfamily C member 9 DNJC9_HUMAN 29,910 4 4 7 15.40% ELGLDEGVDSLK 206 217 56.6 27.9 52.0 2 0 0 1,274.6477
B_10 DnaJ homolog subfamily C member 9 DNJC9_HUMAN 29,910 2 2 4 7.69% VYSVLSDR 65 72 32.9 25.9 27.9 2 0 0 938.4941
B_10 DnaJ homolog subfamily C member 9 DNJC9_HUMAN 29,910 2 2 4 7.69% ELGLDEGVDSLK 206 217 33.7 28.1 33.7 2 0 0 1,274.6477
F_12 DnaJ homolog subfamily C member 9 DNJC9_HUMAN 29,910 2 2 3 7.69% VYSVLSDR 65 72 47.2 26.0 40.7 2 0 0 938.4941
F_12 DnaJ homolog subfamily C member 9 DNJC9_HUMAN 29,910 2 2 3 7.69% ELGLDEGVDSLK 206 217 40.3 27.9 35.4 1 0 0 1,274.6477
H_08 DnaJ homolog subfamily C member 9 DNJC9_HUMAN 29,910 2 2 4 5.00% KELGLDEGVDSLK 205 217 33.2 27.8 20.3 0 2 0 1,402.7427
H_08 DnaJ homolog subfamily C member 9 DNJC9_HUMAN 29,910 2 2 4 5.00% ELGLDEGVDSLK 206 217 48.1 28.1 42.2 2 0 0 1,274.6477
B_23 DNA ligase 1 DNLI1_HUMAN 101,738 2 2 2 2.29% MVETLSNLLR 308 317 24.8 27.9 17.9 1 0 0 1,191.6403
B_23 DNA ligase 1 DNLI1_HUMAN 101,738 2 2 2 2.29% QIQPFQVLTTR 631 641 26.8 27.9 19.9 1 0 0 1,330.7479
A_15 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 2 2 3 2.58% LGIIGVVNR 239 247 31.3 25.0 25.4 1 0 0 940.5939
A_15 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 2 2 3 2.58% SATLLQLITK 330 339 26.6 25.0 21.1 2 0 0 1,087.6723
A_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 4 4 7 6.25% SSVLESLVGR 39 48 52.3 29.0 32.9 2 0 0 1,046.5840
A_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 4 4 7 6.25% RPLILQLVHVSQEDK 61 75 40.7 25.0 36.5 0 1 0 1,775.0176
A_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 4 4 7 6.25% LGIIGVVNR 239 247 61.1 25.0 49.2 2 0 0 940.5939
A_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 4 4 7 6.25% YIETSELCGGAR 354 365 64.8 25.0 49.0 2 0 0 1,355.6261
B_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 7 7 11 11.80% SSVLESLVGR 39 48 70.6 29.0 47.2 2 0 0 1,046.5840
B_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 7 7 11 11.80% RPLILQLVHVSQEDK 61 75 31.9 25.0 30.8 0 2 0 1,775.0176
B_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 7 7 11 11.80% LGIIGVVNR 239 247 66.1 25.0 56.7 2 0 0 940.5939
B_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 7 7 11 11.80% SATLLQLITK 330 339 24.5 25.0 24.1 1 0 0 1,087.6723
B_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 7 7 11 11.80% IIQHCSNYSTQELLR 442 456 27.9 27.7 13.4 0 2 0 1,861.9226
B_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 7 7 11 11.80% GHAVNLLDVPVPVAR 620 634 49.2 25.9 49.2 1 0 0 1,556.8908
B_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 7 7 11 11.80% DTLQSELVGQLYK 680 692 50.7 28.1 42.6 1 0 0 1,493.7848
C_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 3 3 6 3.94% SSVLESLVGR 39 48 52.3 28.7 21.1 2 0 0 1,046.5840
C_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 3 3 6 3.94% LGIIGVVNR 239 247 38.5 25.0 31.3 2 0 0 940.5939
C_19 Dynamin‐1‐like protein DNM1L_HUMAN 81,879 3 3 6 3.94% SATLLQLITK 330 339 38.5 25.0 26.6 2 0 0 1,087.6723
A_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 5 5 9 13.10% SPSPFHAVAECR 28 39 33.7 25.0 29.0 1 0 0 1,357.6317
A_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 5 5 9 13.10% LLQAGFSELK 42 51 64.6 25.7 51.5 2 0 0 1,105.6253
A_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 5 5 9 13.10% VPLQDLMVR 400 408 42.8 28.5 38.7 2 0 0 1,086.5978
A_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 5 5 9 13.10% NDTPCGTTIGPILASR 409 424 54.0 27.7 47.8 2 0 0 1,672.8326
A_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 5 5 9 13.10% VLDLGSPQLAMHSIR 429 443 21.3 27.8 8.6 0 2 0 1,652.8791
B_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 7 7 11 18.50% SPSPFHAVAECR 28 39 45.0 25.1 39.3 0 2 0 1,357.6317
B_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 7 7 11 18.50% LLQAGFSELK 42 51 51.7 25.7 42.7 1 0 0 1,105.6253
B_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 7 7 11 18.50% LEQQLVHVERPILR 150 163 28.8 25.0 22.6 0 2 0 1,730.0073
B_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 7 7 11 18.50% YASNAVSEALIR 381 392 42.8 28.4 33.5 1 0 0 1,293.6796
B_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 7 7 11 18.50% VPLQDLMVR 400 408 43.9 28.7 40.9 2 0 0 1,086.5978
B_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 7 7 11 18.50% NDTPCGTTIGPILASR 409 424 67.6 27.7 44.3 2 0 0 1,672.8326
B_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 7 7 11 18.50% VLDLGSPQLAMHSIR 429 443 19.1 27.8 10.0 0 1 0 1,652.8791
C_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 4 4 5 10.70% LEQQLVHVERPILR 150 163 18.3 25.0 15.9 0 1 0 1,730.0073
C_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 4 4 5 10.70% YASNAVSEALIR 381 392 57.3 28.5 45.4 1 0 0 1,293.6796
C_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 4 4 5 10.70% VPLQDLMVR 400 408 25.6 28.2 20.0 1 0 0 1,086.5978
C_14 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 4 4 5 10.70% NDTPCGTTIGPILASR 409 424 60.7 27.7 54.3 2 0 0 1,672.8326
H_12 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 3 3 5 7.16% SPSPFHAVAECR 28 39 16.0 25.1 8.7 0 1 0 1,357.6317
H_12 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 3 3 5 7.16% LLQAGFSELK 42 51 47.3 25.7 33.3 2 0 0 1,105.6253
H_12 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 3 3 5 7.16% YASNAVSEALIR 381 392 62.4 28.4 55.6 2 0 0 1,293.6796
I_12 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 2 2 4 4.63% SPSPFHAVAECR 28 39 29.5 25.2 26.3 0 2 0 1,357.6317
I_12 Aspartyl aminopeptidase DNPEP_HUMAN 52,429 2 2 4 4.63% LLQAGFSELK 42 51 40.8 26.8 27.8 2 0 0 1,105.6253
D_04 D‐dopachrome decarboxylase DOPD_HUMAN 12,712 3 3 3 39.00% PFLELDTNLPANRVPAGLEK 2 21 37.4 26.1 30.7 0 1 0 2,194.1869
D_04 D‐dopachrome decarboxylase DOPD_HUMAN 12,712 3 3 3 39.00% LCAAAASILGKPADR 23 37 25.6 27.5 18.7 0 1 0 1,513.8157
D_04 D‐dopachrome decarboxylase DOPD_HUMAN 12,712 3 3 3 39.00% FFPLESWQIGK 100 110 39.2 28.2 26.9 1 0 0 1,351.7046
F_04 D‐dopachrome decarboxylase DOPD_HUMAN 12,712 2 3 4 13.60% RLCAAAASILGKPADR 22 37 26.2 27.1 19.4 0 1 0 1,669.9168
F_04 D‐dopachrome decarboxylase DOPD_HUMAN 12,712 2 3 4 13.60% LCAAAASILGKPADR 23 37 46.4 27.2 40.3 2 1 0 1,513.8157
L_02 D‐dopachrome decarboxylase DOPD_HUMAN 12,712 2 2 3 23.70% PFLELDTNLPANR 2 14 95.5 27.3 87.4 1 0 0 1,499.7854
L_02 D‐dopachrome decarboxylase DOPD_HUMAN 12,712 2 2 3 23.70% LCAAAASILGKPADR 23 37 62.9 27.8 56.9 2 0 0 1,513.8157
F_15 Dipeptidyl peptidase 2 DPP2_HUMAN 54,343 2 2 3 6.50% LYHSCADPTGCGTGPDAR 328 345 31.2 25.0 31.2 0 2 0 1,934.8123
F_15 Dipeptidyl peptidase 2 DPP2_HUMAN 54,343 2 2 3 6.50% ASHPEDPASVVEAR 449 462 34.3 26.8 22.4 0 1 0 1,464.7077
G_16 Dipeptidyl peptidase 2 DPP2_HUMAN 54,343 2 2 3 5.89% SLPFGAQSTQR 113 123 26.8 27.9 16.3 1 0 0 1,191.6117
G_16 Dipeptidyl peptidase 2 DPP2_HUMAN 54,343 2 2 3 5.89% LYHSCADPTGCGTGPDAR 328 345 28.2 25.0 28.2 0 2 0 1,934.8123
D_25 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 5 5 8 10.60% VILGSEAAQQHPEEVR 126 141 30.8 28.1 22.7 0 1 0 1,762.9083
D_25 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 5 5 8 10.60% LASVLGSEPSLDSEVTSK 216 233 48.8 28.5 48.2 2 0 0 1,818.9332
D_25 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 5 5 8 10.60% GDYAPILQK 249 257 28.9 28.1 21.6 2 0 0 1,004.5413
D_25 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 5 5 8 10.60% LVASAEQLLK 346 355 38.9 28.1 22.7 2 0 0 1,071.6409
D_25 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 5 5 8 10.60% VLLEAGEGLVTITPTTGSDGRPDAR 578 602 56.9 27.2 53.2 0 1 0 2,525.3210
E_25 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 3 3 4 5.02% LASVLGSEPSLDSEVTSK 216 233 38.0 28.5 30.4 2 0 0 1,818.9332
E_25 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 3 3 4 5.02% GDYAPILQK 249 257 26.6 28.6 15.6 1 0 0 1,004.5413
E_25 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 3 3 4 5.02% LVASAEQLLK 346 355 23.9 26.0 12.5 1 0 0 1,071.6409
L_11 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 2 2 4 4.61% VILGSEAAQQHPEEVR 126 141 38.4 27.7 29.9 0 2 0 1,762.9083
L_11 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 2 2 4 4.61% LASVLGSEPSLDSEVTSK 216 233 69.6 28.2 62.2 2 0 0 1,818.9332
Q_11 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 3 3 3 6.24% VILGSEAAQQHPEEVR 126 141 39.1 27.8 32.3 0 1 0 1,762.9083
Q_11 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 3 3 3 6.24% LASVLGSEPSLDSEVTSK 216 233 40.8 28.2 39.7 1 0 0 1,818.9332
Q_11 Dipeptidyl peptidase 3 DPP3_HUMAN 82,592 3 3 3 6.24% FSTIASSYEECR 499 510 37.7 25.0 37.7 1 0 0 1,449.6314
A_29 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 3 2.90% ENSLLYSEIPK 83 93 49.2 28.0 43.2 2 0 0 1,292.6733
A_29 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 3 2.90% AGKPYQLQIYPNER 826 839 24.1 28.4 12.0 0 1 0 1,676.8756
A_30 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 2 2.90% ENSLLYSEIPK 83 93 29.7 28.1 8.4 1 0 0 1,292.6733
A_30 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 2 2.90% AGKPYQLQIYPNER 826 839 21.2 28.1 13.4 0 1 0 1,676.8756
A_31 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 3 3 6 3.82% ENSLLYSEIPK 83 93 54.5 28.0 43.5 2 0 0 1,292.6733
A_31 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 3 3 6 3.82% YGFIDLSR 716 723 38.5 26.3 22.1 2 0 0 970.4993
A_31 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 3 3 6 3.82% AGKPYQLQIYPNER 826 839 27.3 28.4 17.1 0 2 0 1,676.8756
A_32 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 4 2.20% ENSLLYSEIPK 83 93 39.1 27.9 30.2 2 0 0 1,292.6733
A_32 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 4 2.20% YGFIDLSR 716 723 50.0 26.3 40.6 2 0 0 970.4993
B_29 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 4 2.20% ENSLLYSEIPK 83 93 44.3 28.2 30.0 2 0 0 1,292.6733
B_29 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 4 2.20% YGFIDLSR 716 723 37.7 25.7 32.0 2 0 0 970.4993
B_31 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 3 2.90% ENSLLYSEIPK 83 93 48.2 28.1 35.0 2 0 0 1,292.6733
B_31 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 3 2.90% AGKPYQLQIYPNER 826 839 30.3 28.3 21.8 0 1 0 1,676.8756
B_32 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 3 2.90% ENSLLYSEIPK 83 93 36.8 28.1 27.1 2 0 0 1,292.6733
B_32 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 3 2.90% AGKPYQLQIYPNER 826 839 26.1 28.4 22.4 0 1 0 1,676.8756
H_24 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 4 2.55% YGFIDLSR 716 723 44.2 25.7 41.7 2 0 0 970.4993
H_24 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 4 2.55% AGKPYQLQIYPNER 826 839 21.5 28.4 17.3 0 2 0 1,676.8756
I_17 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 2 2.55% YGFIDLSR 716 723 24.8 25.6 16.0 1 0 0 970.4993
I_17 Dipeptidyl peptidase 9 DPP9_HUMAN 98,264 2 2 2 2.55% AGKPYQLQIYPNER 826 839 19.6 28.4 17.4 0 1 0 1,676.8756



A_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 14.50% QIGENLIVPGGVK 44 56 65.6 25.1 57.2 2 0 0 1,323.7633
A_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 14.50% MVIPGGIDVHTR 64 75 40.4 27.9 33.5 1 0 0 1,310.6888
A_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 14.50% GIQEEMEALVK 147 157 44.5 27.7 33.6 2 0 0 1,262.6299
A_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 14.50% AITIANQTNCPLYITK 239 254 62.6 27.9 59.2 2 0 0 1,820.9577
A_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 14.50% DNFTLIPEGTNGTEER 346 361 45.2 25.9 30.9 2 0 0 1,792.8350
A_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 14.50% GLYDGPVCEVSVTPK 497 511 54.4 27.6 53.2 2 0 0 1,620.7940
A_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.20% QIGENLIVPGGVK 44 56 44.1 25.1 36.5 2 0 0 1,323.7633
A_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.20% GIQEEMEALVK 147 157 58.6 27.7 47.4 2 0 0 1,262.6299
A_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.20% AITIANQTNCPLYITK 239 254 47.7 27.9 45.2 2 0 0 1,820.9577
A_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.20% MDENQFVAVTSTNAAK 375 390 93.9 25.0 90.1 4 0 0 1,741.8062
A_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.20% IVLEDGTLHVTEGSGR 452 467 39.4 27.0 31.5 0 2 0 1,682.8710
A_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.20% GLYDGPVCEVSVTPK 497 511 65.7 27.7 63.3 2 0 0 1,620.7940
A_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 8 16 19.20% QIGENLIVPGGVK 44 56 29.6 25.0 21.2 2 0 0 1,323.7633
A_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 8 16 19.20% GIQEEMEALVK 147 157 41.4 27.6 32.2 2 0 0 1,262.6299
A_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 8 16 19.20% AITIANQTNCPLYITK 239 254 36.5 27.9 30.5 2 0 0 1,820.9577
A_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 8 16 19.20% DNFTLIPEGTNGTEER 346 361 31.4 26.0 12.4 2 0 0 1,792.8350
A_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 8 16 19.20% MDENQFVAVTSTNAAK 375 390 109.0 25.0 100.0 4 0 0 1,741.8062
A_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 8 16 19.20% VFNLYPR 391 397 36.8 26.0 22.0 2 0 0 908.4988
A_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 8 16 19.20% IVLEDGTLHVTEGSGR 452 467 65.4 27.0 60.0 2 2 0 1,682.8710
A_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 8 16 19.20% GLYDGPVCEVSVTPK 497 511 49.2 27.8 41.9 2 0 0 1,620.7940
A_18 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 3 9.62% AITIANQTNCPLYITK 239 254 49.5 27.9 43.3 1 0 0 1,820.9577
A_18 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 3 9.62% DNFTLIPEGTNGTEER 346 361 32.7 25.7 24.7 1 0 0 1,792.8350
A_18 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 3 9.62% MDENQFVAVTSTNAAK 375 390 101.0 25.0 90.7 2 0 0 1,741.8062
A_18 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 3 9.62% VFNLYPR 391 397 38.4 26.0 24.6 1 0 0 908.4988
A_23 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 3 6.29% QIGENLIVPGGVK 44 56 36.9 25.0 28.4 1 0 0 1,323.7633
A_23 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 3 6.29% MDENQFVAVTSTNAAK 375 390 52.0 25.0 43.5 1 0 0 1,741.8062
A_23 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 3 6.29% VFNLYPR 391 397 28.1 26.0 22.9 2 0 0 908.4988
A_24 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 4 9.09% QIGENLIVPGGVK 44 56 27.3 25.0 23.9 1 0 0 1,323.7633
A_24 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 4 9.09% AITIANQTNCPLYITK 239 254 34.1 27.8 31.3 1 0 0 1,820.9577
A_24 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 4 9.09% MDENQFVAVTSTNAAK 375 390 61.6 25.0 50.7 1 0 0 1,741.8062
A_24 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 4 9.09% VFNLYPR 391 397 21.1 26.0 12.5 2 0 0 908.4988
B_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 14.50% QIGENLIVPGGVK 44 56 63.5 25.1 55.2 2 0 0 1,323.7633
B_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 14.50% AITIANQTNCPLYITK 239 254 66.3 28.0 65.4 2 0 0 1,820.9577
B_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 14.50% DNFTLIPEGTNGTEER 346 361 40.9 25.9 30.8 2 0 0 1,792.8350
B_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 14.50% MDENQFVAVTSTNAAK 375 390 41.8 25.7 37.5 1 0 0 1,725.8112
B_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 14.50% VFNLYPR 391 397 33.2 26.0 17.2 2 0 0 908.4988
B_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 14.50% GLYDGPVCEVSVTPK 497 511 46.4 27.7 43.0 2 0 0 1,620.7940
B_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 16 20.50% QIGENLIVPGGVK 44 56 34.5 25.0 27.4 2 0 0 1,323.7633
B_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 16 20.50% MVIPGGIDVHTR 64 75 47.1 27.8 34.9 2 0 0 1,310.6888
B_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 16 20.50% GIQEEMEALVK 147 157 44.8 27.8 32.2 2 0 0 1,262.6299
B_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 16 20.50% AITIANQTNCPLYITK 239 254 56.3 27.7 46.3 2 0 0 1,820.9577
B_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 16 20.50% DNFTLIPEGTNGTEER 346 361 38.7 26.2 21.1 2 0 0 1,792.8350
B_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 16 20.50% MDENQFVAVTSTNAAK 375 390 82.8 25.0 75.8 3 2 0 1,741.8062
B_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 16 20.50% VFNLYPR 391 397 31.7 26.7 21.2 2 0 0 908.4988
B_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 16 20.50% GSPLVVISQGK 441 451 49.2 25.0 38.8 2 0 0 1,084.6362
B_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 16 20.50% GLYDGPVCEVSVTPK 497 511 46.5 27.8 40.8 2 0 0 1,620.7940
B_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 9 18 18.50% QIGENLIVPGGVK 44 56 38.9 25.0 32.5 2 0 0 1,323.7633
B_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 9 18 18.50% GIQEEMEALVK 147 157 51.3 27.8 39.5 4 0 0 1,262.6299
B_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 9 18 18.50% AITIANQTNCPLYITK 239 254 64.2 27.7 58.3 2 0 0 1,820.9577
B_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 9 18 18.50% DNFTLIPEGTNGTEER 346 361 43.1 25.9 29.4 2 0 0 1,792.8350
B_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 9 18 18.50% MDENQFVAVTSTNAAK 375 390 65.7 26.0 61.2 2 0 0 1,725.8112
B_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 9 18 18.50% VFNLYPR 391 397 44.3 26.0 27.1 2 0 0 908.4988
B_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 9 18 18.50% GSPLVVISQGK 441 451 30.7 26.5 20.2 2 0 0 1,084.6362
B_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 7 9 18 18.50% IVLEDGTLHVTEGSGR 452 467 67.7 27.0 66.2 2 2 0 1,682.8710
B_18 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 4 7 11.50% AITIANQTNCPLYITK 239 254 51.1 27.9 51.1 2 0 0 1,820.9577
B_18 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 4 7 11.50% DNFTLIPEGTNGTEER 346 361 65.0 25.9 62.6 2 0 0 1,792.8350
B_18 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 4 7 11.50% MDENQFVAVTSTNAAK 375 390 111.0 25.0 106.0 3 0 0 1,741.8062
B_18 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 4 7 11.50% VFNLYPR 391 397 33.6 26.0 24.5 1 0 0 908.4988
B_18 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 4 7 11.50% GSPLVVISQGK 441 451 36.3 26.5 28.6 2 0 0 1,084.6362
B_19 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 4 10.70% QIGENLIVPGGVK 44 56 28.0 25.1 19.3 1 0 0 1,323.7633
B_19 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 4 10.70% AITIANQTNCPLYITK 239 254 51.4 27.7 45.0 2 0 0 1,820.9577
B_19 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 4 10.70% DNFTLIPEGTNGTEER 346 361 24.5 25.9 11.1 1 0 0 1,792.8350
B_19 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 4 10.70% MDENQFVAVTSTNAAK 375 390 45.9 25.7 43.8 2 0 0 1,725.8112
C_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 15.20% QIGENLIVPGGVK 44 56 41.4 25.0 35.1 2 0 0 1,323.7633
C_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 15.20% AITIANQTNCPLYITK 239 254 67.5 27.9 60.4 2 0 0 1,820.9577
C_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 15.20% AVGKDNFTLIPEGTNGTEER 342 361 18.0 27.5 16.2 0 1 0 2,148.0570
C_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 15.20% DNFTLIPEGTNGTEER 346 361 55.6 25.7 48.8 2 0 0 1,792.8350
C_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 15.20% MDENQFVAVTSTNAAK 375 390 66.2 25.3 61.5 2 0 0 1,725.8112
C_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 15.20% VFNLYPR 391 397 31.0 25.2 18.8 2 0 0 908.4988
C_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 11 15.20% GLYDGPVCEVSVTPK 497 511 52.2 27.7 52.2 2 0 0 1,620.7940
C_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 14 19.60% QIGENLIVPGGVK 44 56 24.0 25.0 17.2 2 0 0 1,323.7633
C_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 14 19.60% MVIPGGIDVHTR 64 75 28.3 28.1 18.8 1 0 0 1,310.6888
C_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 14 19.60% GIQEEMEALVK 147 157 36.3 27.7 31.2 2 0 0 1,262.6299
C_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 14 19.60% AITIANQTNCPLYITK 239 254 57.0 27.9 54.3 2 0 0 1,820.9577
C_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 14 19.60% AVVTGKMDENQFVAVTSTNAAK 369 390 43.2 27.0 38.2 0 1 0 2,297.1443
C_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 14 19.60% MDENQFVAVTSTNAAK 375 390 96.4 25.0 91.0 4 0 0 1,741.8062
C_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 14 19.60% VFNLYPR 391 397 37.1 25.2 28.2 2 0 0 908.4988
C_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 14 19.60% IVLEDGTLHVTEGSGR 452 467 27.2 27.0 18.4 0 2 0 1,682.8710
C_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 8 8 14 19.60% GLYDGPVCEVSVTPK 497 511 59.1 27.7 57.3 2 0 0 1,620.7940
C_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 7 11 17.30% QIGENLIVPGGVK 44 56 30.0 25.1 23.4 1 0 0 1,323.7633
C_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 7 11 17.30% AITIANQTNCPLYITK 239 254 45.5 27.9 45.5 2 0 0 1,820.9577
C_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 7 11 17.30% DNFTLIPEGTNGTEER 346 361 40.3 26.0 30.9 1 0 0 1,792.8350
C_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 7 11 17.30% MDENQFVAVTSTNAAK 375 390 61.9 25.0 60.3 2 0 0 1,741.8062
C_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 7 11 17.30% VFNLYPR 391 397 40.0 25.6 28.6 2 0 0 908.4988
C_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 7 11 17.30% IVLEDGTLHVTEGSGR 452 467 50.3 26.9 50.3 1 2 0 1,682.8710
C_17 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 7 11 17.30% GLYDGPVCEVSVTPK 497 511 55.8 27.8 53.5 2 0 0 1,620.7940
D_22 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 3 4.02% VFNLYPR 391 397 35.6 26.0 30.1 2 0 0 908.4988
D_22 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 3 4.02% IVLEDGTLHVTEGSGR 452 467 30.7 27.1 27.6 0 1 0 1,682.8710
D_23 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 6 7.87% DIGAIAQVHAENGDIIAEEQQR 190 211 44.2 27.3 30.9 0 2 0 2,377.1745
D_23 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 6 7.87% AITIANQTNCPLYITK 239 254 55.8 27.9 52.6 2 0 0 1,820.9577
D_23 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 6 7.87% VFNLYPR 391 397 40.4 26.0 32.1 2 0 0 908.4988
E_24 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 4 3.15% VFNLYPR 391 397 18.5 25.2 14.9 2 0 0 908.4988
E_24 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 4 3.15% GSPLVVISQGK 441 451 39.6 25.0 24.7 2 0 0 1,084.6362
F_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.00% AITIANQTNCPLYITK 239 254 70.9 27.9 69.0 2 0 0 1,820.9577
F_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.00% DNFTLIPEGTNGTEER 346 361 68.7 26.0 50.7 2 0 0 1,792.8350
F_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.00% MDENQFVAVTSTNAAK 375 390 105.0 25.7 96.9 2 2 0 1,725.8112
F_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.00% VFNLYPR 391 397 42.8 26.0 26.7 2 0 0 908.4988
F_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.00% IVLEDGTLHVTEGSGR 452 467 32.9 27.0 16.4 0 2 0 1,682.8710
F_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.00% GLYDGPVCEVSVTPK 497 511 67.1 27.8 60.9 2 0 0 1,620.7940
H_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 4 8 11.70% QIGENLIVPGGVK 44 56 30.9 25.0 25.1 2 0 0 1,323.7633
H_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 4 8 11.70% DNFTLIPEGTNGTEER 346 361 51.4 25.9 44.5 2 0 0 1,792.8350
H_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 4 8 11.70% MDENQFVAVTSTNAAK 375 390 51.8 25.7 38.5 2 0 0 1,725.8112
H_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 4 8 11.70% VFNLYPR 391 397 42.6 26.0 26.8 2 0 0 908.4988
H_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 4 8 11.70% GLYDGPVCEVSVTPK 497 511 61.1 27.6 56.5 2 0 0 1,620.7940
H_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 5 8 11.70% AITIANQTNCPLYITK 239 254 67.1 27.9 59.6 2 1 0 1,820.9577
H_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 5 8 11.70% AVGKDNFTLIPEGTNGTEER 342 361 41.1 27.5 32.7 0 1 0 2,148.0570
H_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 5 8 11.70% DNFTLIPEGTNGTEER 346 361 58.3 26.0 45.9 2 0 0 1,792.8350
H_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 5 8 11.70% MDENQFVAVTSTNAAK 375 390 81.1 25.7 67.6 3 0 0 1,725.8112
H_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 5 8 11.70% GLYDGPVCEVSVTPK 497 511 68.8 27.8 64.3 2 0 0 1,620.7940
H_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 8 14.50% QIGENLIVPGGVK 44 56 27.1 25.1 20.2 1 0 0 1,323.7633
H_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 8 14.50% AITIANQTNCPLYITK 239 254 67.5 28.0 59.7 2 0 0 1,820.9577
H_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 8 14.50% DNFTLIPEGTNGTEER 346 361 54.3 26.0 43.3 2 0 0 1,792.8350



H_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 8 14.50% MDENQFVAVTSTNAAK 375 390 105.0 25.7 99.2 2 1 0 1,725.8112
H_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 8 14.50% VFNLYPR 391 397 28.5 26.0 19.9 1 0 0 908.4988
H_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 8 14.50% GLYDGPVCEVSVTPK 497 511 57.8 27.7 57.8 2 0 0 1,620.7940
H_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 2 6.99% MDENQFVAVTSTNAAK 375 390 79.6 26.0 72.9 2 0 0 1,725.8112
H_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 2 6.99% KPFPDFVYK 472 480 22.2 27.6 12.5 1 0 0 1,140.6089
H_16 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 2 6.99% GLYDGPVCEVSVTPK 497 511 33.8 27.7 30.2 1 0 0 1,620.7940
H_20 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 3 9.09% QIGENLIVPGGVK 44 56 25.3 25.0 15.4 1 0 0 1,323.7633
H_20 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 3 9.09% DNFTLIPEGTNGTEER 346 361 28.9 26.1 25.2 1 0 0 1,792.8350
H_20 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 3 9.09% MDENQFVAVTSTNAAK 375 390 50.2 26.0 46.5 2 0 0 1,725.8112
H_20 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 3 9.09% VFNLYPR 391 397 28.2 26.0 21.1 1 0 0 908.4988
H_24 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 3 4.90% QIGENLIVPGGVK 44 56 25.9 25.0 25.2 1 0 0 1,323.7633
H_24 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 3 4.90% GLYDGPVCEVSVTPK 497 511 46.0 27.7 46.0 2 0 0 1,620.7940
I_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 6 10.50% QIGENLIVPGGVK 44 56 45.3 25.0 36.0 2 0 0 1,323.7633
I_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 6 10.50% AITIANQTNCPLYITK 239 254 41.2 28.0 40.9 0 2 0 1,820.9577
I_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 6 10.50% MDENQFVAVTSTNAAK 375 390 54.0 26.0 47.7 2 0 0 1,725.8112
I_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 6 10.50% GLYDGPVCEVSVTPK 497 511 75.0 27.8 72.2 2 0 0 1,620.7940
I_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 5 9 12.20% AITIANQTNCPLYITK 239 254 72.7 27.7 66.4 2 1 0 1,820.9577
I_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 5 9 12.20% DNFTLIPEGTNGTEER 346 361 42.6 26.0 29.8 2 0 0 1,792.8350
I_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 5 9 12.20% MDENQFVAVTSTNAAK 375 390 65.5 25.7 57.5 2 0 0 1,725.8112
I_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 5 9 12.20% VFNLYPR 391 397 32.1 26.0 23.6 2 0 0 908.4988
I_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 4 5 9 12.20% GLYDGPVCEVSVTPK 497 511 66.3 27.8 55.5 2 0 0 1,620.7940
I_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 6 10.50% QIGENLIVPGGVK 44 56 28.5 25.0 20.8 2 0 0 1,323.7633
I_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 6 10.50% AITIANQTNCPLYITK 239 254 66.2 28.0 54.9 2 0 0 1,820.9577
I_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 6 10.50% MDENQFVAVTSTNAAK 375 390 65.1 25.6 49.8 2 0 0 1,725.8112
I_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 6 10.50% GLYDGPVCEVSVTPK 497 511 70.3 27.8 63.6 2 0 0 1,620.7940
J_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 2 4.55% GSPLVVISQGK 441 451 33.1 26.2 25.2 1 0 0 1,084.6362
J_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 2 4.55% GLYDGPVCEVSVTPK 497 511 27.4 27.6 22.2 1 0 0 1,620.7940
J_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.20% QIGENLIVPGGVK 44 56 32.0 25.0 29.1 2 0 0 1,323.7633
J_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.20% AITIANQTNCPLYITK 239 254 58.4 27.6 54.5 2 0 0 1,820.9577
J_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.20% DNFTLIPEGTNGTEER 346 361 37.3 26.1 26.2 2 0 0 1,792.8350
J_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.20% MDENQFVAVTSTNAAK 375 390 39.6 26.2 39.6 1 0 0 1,725.8112
J_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.20% GSPLVVISQGK 441 451 36.9 26.2 31.4 2 0 0 1,084.6362
J_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 10 15.20% GLYDGPVCEVSVTPK 497 511 41.1 27.8 37.8 2 0 0 1,620.7940
K_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 5 8.22% DNFTLIPEGTNGTEER 346 361 39.5 25.9 30.9 2 0 0 1,792.8350
K_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 5 8.22% IVLEDGTLHVTEGSGR 452 467 23.5 27.0 16.9 0 1 0 1,682.8710
K_13 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 5 8.22% GLYDGPVCEVSVTPK 497 511 59.3 27.8 52.9 2 0 0 1,620.7940
K_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 12 17.70% QIGENLIVPGGVK 44 56 52.5 25.0 42.0 2 0 0 1,323.7633
K_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 12 17.70% AITIANQTNCPLYITK 239 254 60.5 27.7 54.3 2 0 0 1,820.9577
K_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 12 17.70% DNFTLIPEGTNGTEER 346 361 50.8 26.2 33.9 2 0 0 1,792.8350
K_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 12 17.70% MDENQFVAVTSTNAAK 375 390 55.2 25.0 45.2 1 0 0 1,741.8062
K_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 12 17.70% IVLEDGTLHVTEGSGR 452 467 68.2 27.2 58.2 2 0 0 1,682.8710
K_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 12 17.70% KPFPDFVYK 472 480 37.9 27.3 31.8 2 0 0 1,140.6089
K_14 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 6 6 12 17.70% GLYDGPVCEVSVTPK 497 511 75.0 27.8 71.6 2 0 0 1,620.7940
K_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 7 16.10% QIGENLIVPGGVK 44 56 30.7 25.0 22.7 2 0 0 1,323.7633
K_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 7 16.10% AITIANQTNCPLYITK 239 254 67.6 27.7 61.4 2 0 0 1,820.9577
K_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 7 16.10% DNFTLIPEGTNGTEER 346 361 37.2 26.0 30.7 1 0 0 1,792.8350
K_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 7 16.10% MDENQFVAVTSTNAAK 375 390 56.1 26.0 46.8 1 0 0 1,725.8112
K_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 7 16.10% IVLEDGTLHVTEGSGR 452 467 22.1 27.0 15.9 0 1 0 1,682.8710
K_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 7 16.10% GLYDGPVCEVSVTPK 497 511 47.3 27.6 46.4 1 0 0 1,620.7940
K_24 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 3 10.50% QIGENLIVPGGVK 44 56 28.5 25.0 20.7 1 0 0 1,323.7633
K_24 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 3 10.50% AITIANQTNCPLYITK 239 254 43.8 27.9 34.9 1 0 0 1,820.9577
K_24 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 3 10.50% MDENQFVAVTSTNAAK 375 390 74.6 26.0 70.4 2 0 0 1,725.8112
K_24 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 3 10.50% GLYDGPVCEVSVTPK 497 511 47.7 27.7 42.6 1 0 0 1,620.7940
L_09 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 4 8.22% AITIANQTNCPLYITK 239 254 84.1 27.6 76.9 2 0 0 1,820.9577
L_09 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 4 8.22% MDENQFVAVTSTNAAK 375 390 86.0 25.0 85.0 2 0 0 1,741.8062
L_09 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 4 8.22% GLYDGPVCEVSVTPK 497 511 43.9 28.0 41.1 2 0 0 1,620.7940
L_10 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 8 15.70% GIQEEMEALVK 147 157 33.1 27.8 25.5 1 0 0 1,262.6299
L_10 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 8 15.70% AITIANQTNCPLYITK 239 254 65.9 27.6 59.7 2 0 0 1,820.9577
L_10 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 8 15.70% DNFTLIPEGTNGTEER 346 361 36.5 26.1 19.8 2 0 0 1,792.8350
L_10 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 8 15.70% MDENQFVAVTSTNAAK 375 390 109.0 25.0 100.0 2 0 0 1,741.8062
L_10 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 8 15.70% IVLEDGTLHVTEGSGR 452 467 33.5 27.1 28.6 0 1 0 1,682.8710
L_10 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 5 5 8 15.70% GLYDGPVCEVSVTPK 497 511 57.0 27.8 46.0 2 0 0 1,620.7940
L_11 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 3 5.59% AITIANQTNCPLYITK 239 254 48.0 27.6 41.1 1 0 0 1,820.9577
L_11 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 3 5.59% IVLEDGTLHVTEGSGR 452 467 18.1 26.8 12.7 0 2 0 1,682.8710
L_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 4 5.42% AITIANQTNCPLYITK 239 254 62.0 27.6 52.0 2 0 0 1,820.9577
L_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 2 2 4 5.42% GLYDGPVCEVSVTPK 497 511 40.3 27.8 37.0 2 0 0 1,620.7940
M_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 4 8.22% AITIANQTNCPLYITK 239 254 62.2 27.7 56.9 2 0 0 1,820.9577
M_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 4 8.22% IVLEDGTLHVTEGSGR 452 467 27.4 27.2 24.2 0 1 0 1,682.8710
M_15 Dihydropyrimidinase‐related protein 2 DPYL2_HUMAN 62,294 3 3 4 8.22% GLYDGPVCEVSVTPK 497 511 24.5 27.7 24.5 1 0 0 1,620.7940
A_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 5 8.60% QIGDNLIVPGGVK 44 56 22.5 25.5 13.9 1 0 0 1,309.7477
A_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 5 8.60% GMTTVDDFFQGTK 82 94 63.1 25.0 59.6 2 0 0 1,462.6522
A_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 5 8.60% DNFTAIPEGTNGVEER 346 361 39.2 25.0 27.8 1 0 0 1,748.8087
A_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 5 8.60% IFNLYPR 391 397 24.1 25.6 15.9 1 0 0 922.5145
A_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 14 13.90% GMTTVDDFFQGTK 82 94 54.4 25.0 45.7 2 0 0 1,462.6522
A_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 14 13.90% AITIASQTNCPLYVTK 239 254 56.7 28.0 47.5 2 0 0 1,779.9311
A_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 14 13.90% DNFTAIPEGTNGVEER 346 361 56.1 25.0 46.8 2 0 0 1,748.8087
A_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 14 13.90% MDENQFVAVTSTNAAK 375 390 93.9 25.0 90.1 4 0 0 1,741.8062
A_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 14 13.90% IFNLYPR 391 397 28.6 25.6 18.2 2 0 0 922.5145
A_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 14 13.90% GAPLVVICQGK 441 451 52.3 26.0 45.5 2 0 0 1,141.6400
A_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 12 14.20% QIGDNLIVPGGVK 44 56 18.4 25.0 8.4 1 0 0 1,309.7477
A_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 12 14.20% GMTTVDDFFQGTK 82 94 60.0 25.0 59.5 2 0 0 1,462.6522
A_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 12 14.20% AITIASQTNCPLYVTK 239 254 44.2 28.0 37.2 1 0 0 1,779.9311
A_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 12 14.20% DNFTAIPEGTNGVEER 346 361 23.3 25.0 19.1 2 0 0 1,748.8087
A_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 12 14.20% MDENQFVAVTSTNAAK 375 390 109.0 25.0 100.0 4 0 0 1,741.8062
A_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 12 14.20% IFNLYPR 391 397 31.1 25.7 24.3 2 0 0 922.5145
A_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 21 25.10% QIGDNLIVPGGVK 44 56 41.5 25.0 39.5 2 0 0 1,309.7477
A_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 21 25.10% GMTTVDDFFQGTK 82 94 67.8 25.0 60.3 2 0 0 1,462.6522
A_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 21 25.10% GVNSFMVYMAYK 160 171 54.9 25.0 54.9 2 0 0 1,441.6490
A_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 21 25.10% AITIASQTNCPLYVTK 239 254 101.0 28.0 90.3 2 0 0 1,779.9311
A_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 21 25.10% DNFTAIPEGTNGVEER 346 361 75.2 25.0 56.4 2 0 0 1,748.8087
A_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 21 25.10% MDENQFVAVTSTNAAK 375 390 101.0 25.0 90.7 2 0 0 1,741.8062
A_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 21 25.10% IFNLYPR 391 397 42.6 25.7 33.0 2 0 0 922.5145
A_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 21 25.10% IMLEDGNLHVTQGAGR 452 467 57.1 27.3 48.3 2 2 0 1,726.8544
A_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 21 25.10% GMYDGPVFDLTTTPK 497 511 26.7 26.0 25.6 1 0 0 1,657.7782
A_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 21 25.10% NLHQSGFSLSGTQVDEGVR 532 550 57.2 26.8 46.9 0 2 0 2,030.9891
A_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 6 12 13.90% GMTTVDDFFQGTK 82 94 68.9 25.0 59.6 2 0 0 1,462.6522
A_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 6 12 13.90% AITIASQTNCPLYVTK 239 254 71.6 28.0 66.0 2 0 0 1,779.9311
A_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 6 12 13.90% DNFTAIPEGTNGVEER 346 361 52.2 25.0 24.1 2 0 0 1,748.8087
A_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 6 12 13.90% MDENQFVAVTSTNAAK 375 390 80.2 25.0 77.9 2 0 0 1,741.8062
A_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 6 12 13.90% IFNLYPR 391 397 36.7 25.7 28.2 2 0 0 922.5145
A_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 6 12 13.90% GAPLVVICQGK 441 451 56.6 26.3 48.3 2 0 0 1,141.6400
A_23 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 5 8.77% QIGDNLIVPGGVK 44 56 24.6 25.0 17.3 1 0 0 1,309.7477
A_23 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 5 8.77% SAADLISQAR 259 268 39.5 28.0 34.6 2 0 0 1,031.5480
A_23 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 5 8.77% MDENQFVAVTSTNAAK 375 390 52.0 25.0 43.5 1 0 0 1,741.8062
A_23 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 5 8.77% GAPLVVICQGK 441 451 37.4 26.0 31.2 1 0 0 1,141.6400
A_24 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 7 9.30% AITIASQTNCPLYVTK 239 254 41.8 27.9 33.0 2 0 0 1,779.9311
A_24 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 7 9.30% SAADLISQAR 259 268 49.2 28.0 26.6 2 0 0 1,031.5480
A_24 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 7 9.30% MDENQFVAVTSTNAAK 375 390 61.6 25.0 50.7 1 0 0 1,741.8062
A_24 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 7 9.30% GAPLVVICQGK 441 451 33.0 26.4 26.5 2 0 0 1,141.6400
B_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 3 6.49% QIGDNLIVPGGVK 44 56 22.0 25.0 12.7 1 0 0 1,309.7477
B_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 3 6.49% QEVQNLIK 150 157 25.4 26.1 11.0 1 0 0 971.5521
B_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 3 6.49% MDENQFVAVTSTNAAK 375 390 41.8 25.7 37.5 1 0 0 1,725.8112



B_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 8 14 14.20% QIGDNLIVPGGVK 44 56 31.2 25.5 29.5 2 0 0 1,309.7477
B_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 8 14 14.20% GMTTVDDFFQGTK 82 94 59.2 25.0 51.7 2 0 0 1,462.6522
B_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 8 14 14.20% DNFTAIPEGTNGVEER 346 361 32.3 25.1 27.7 1 0 0 1,748.8087
B_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 8 14 14.20% MDENQFVAVTSTNAAK 375 390 82.8 25.0 75.8 3 2 0 1,741.8062
B_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 8 14 14.20% IFNLYPR 391 397 31.0 25.6 23.8 2 0 0 922.5145
B_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 8 14 14.20% IMLEDGNLHVTQGAGR 452 467 32.1 27.3 23.9 0 2 0 1,726.8544
B_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 6 10 14.20% QIGDNLIVPGGVK 44 56 28.9 25.0 27.8 1 0 0 1,309.7477
B_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 6 10 14.20% GMTTVDDFFQGTK 82 94 49.2 25.0 40.6 2 0 0 1,462.6522
B_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 6 10 14.20% AITIASQTNCPLYVTK 239 254 66.8 28.0 54.6 2 0 0 1,779.9311
B_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 6 10 14.20% DNFTAIPEGTNGVEER 346 361 46.6 25.0 34.5 2 0 0 1,748.8087
B_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 6 10 14.20% MDENQFVAVTSTNAAK 375 390 65.7 26.0 61.2 2 0 0 1,725.8112
B_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 6 10 14.20% IFNLYPR 391 397 22.2 25.6 16.3 1 0 0 922.5145
B_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 20 24.90% QIGDNLIVPGGVK 44 56 34.8 25.0 27.1 2 0 0 1,309.7477
B_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 20 24.90% GMTTVDDFFQGTK 82 94 70.1 25.0 62.1 2 0 0 1,462.6522
B_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 20 24.90% AITIASQTNCPLYVTK 239 254 75.9 28.0 66.5 2 0 0 1,779.9311
B_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 20 24.90% DNFTAIPEGTNGVEER 346 361 58.6 25.0 43.9 2 0 0 1,748.8087
B_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 20 24.90% MDENQFVAVTSTNAAK 375 390 111.0 25.0 106.0 3 0 0 1,741.8062
B_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 20 24.90% IFNLYPR 391 397 29.5 25.6 23.1 1 0 0 922.5145
B_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 20 24.90% GAPLVVICQGK 441 451 55.8 26.4 53.7 2 0 0 1,141.6400
B_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 20 24.90% IMLEDGNLHVTQGAGR 452 467 47.6 27.2 39.4 0 2 0 1,726.8544
B_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 20 24.90% GMYDGPVFDLTTTPK 497 511 44.8 25.8 44.8 2 0 0 1,657.7782
B_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 10 11 20 24.90% NLHQSGFSLSGTQVDEGVR 532 550 55.3 26.9 51.5 0 2 0 2,030.9891
B_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 8 14 19.50% QIGDNLIVPGGVK 44 56 27.3 25.5 18.0 1 0 0 1,309.7477
B_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 8 14 19.50% GMTTVDDFFQGTK 82 94 63.1 25.0 61.4 2 0 0 1,462.6522
B_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 8 14 19.50% AITIASQTNCPLYVTK 239 254 76.7 28.0 65.4 2 0 0 1,779.9311
B_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 8 14 19.50% DNFTAIPEGTNGVEER 346 361 71.2 25.1 48.7 2 0 0 1,748.8087
B_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 8 14 19.50% MDENQFVAVTSTNAAK 375 390 45.9 25.7 43.8 2 0 0 1,725.8112
B_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 8 14 19.50% IFNLYPR 391 397 30.0 25.6 23.4 2 0 0 922.5145
B_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 8 14 19.50% GAPLVVICQGK 441 451 52.2 26.0 45.7 1 0 0 1,141.6400
B_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 8 14 19.50% NLHQSGFSLSGTQVDEGVR 532 550 43.7 26.9 36.2 0 2 0 2,030.9891
B_24 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 6 7.54% AITIASQTNCPLYVTK 239 254 41.6 27.7 32.0 2 0 0 1,779.9311
B_24 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 6 7.54% DNFTAIPEGTNGVEER 346 361 37.2 25.1 30.6 2 0 0 1,748.8087
B_24 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 6 7.54% GAPLVVICQGK 441 451 33.7 26.4 32.8 2 0 0 1,141.6400
C_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 5 6.32% GMTTVDDFFQGTK 82 94 39.8 25.0 39.8 2 0 0 1,462.6522
C_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 5 6.32% MDENQFVAVTSTNAAK 375 390 66.2 25.3 61.5 2 0 0 1,725.8112
C_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 5 6.32% IFNLYPR 391 397 29.1 25.5 15.1 1 0 0 922.5145
C_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 11 13.00% QIGDNLIVPGGVK 44 56 49.1 25.1 42.2 2 0 0 1,309.7477
C_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 11 13.00% DNFTAIPEGTNGVEER 346 361 47.5 25.0 33.7 2 0 0 1,748.8087
C_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 11 13.00% AVATGKMDENQFVAVTSTNAAK 369 390 52.8 27.4 45.8 0 1 0 2,269.1130
C_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 11 13.00% MDENQFVAVTSTNAAK 375 390 96.4 25.0 91.0 4 0 0 1,741.8062
C_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 11 13.00% IFNLYPR 391 397 29.6 25.7 22.7 1 0 0 922.5145
C_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 6 7 11 13.00% IMLEDGNLHVTQGAGR 452 467 28.8 27.3 22.9 0 1 0 1,726.8544
C_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 5 7 9.82% GMTTVDDFFQGTK 82 94 45.3 25.0 37.6 2 0 0 1,462.6522
C_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 5 7 9.82% DNFTAIPEGTNGVEER 346 361 35.9 25.0 25.6 1 0 0 1,748.8087
C_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 5 7 9.82% MDENQFVAVTSTNAAK 375 390 61.9 25.0 60.3 2 0 0 1,741.8062
C_17 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 5 7 9.82% GAPLVVICQGK 441 451 40.4 26.1 33.2 2 0 0 1,141.6400
C_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 9 9 16 20.00% QIGDNLIVPGGVK 44 56 31.2 25.5 25.1 1 0 0 1,309.7477
C_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 9 9 16 20.00% GMTTVDDFFQGTK 82 94 54.2 25.0 44.2 2 0 0 1,462.6522
C_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 9 9 16 20.00% AITIASQTNCPLYVTK 239 254 55.0 28.0 41.5 2 0 0 1,779.9311
C_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 9 9 16 20.00% DNFTAIPEGTNGVEER 346 361 61.3 25.0 38.6 2 0 0 1,748.8087
C_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 9 9 16 20.00% AVATGKMDENQFVAVTSTNAAK 369 390 59.7 27.2 54.3 0 1 0 2,269.1130
C_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 9 9 16 20.00% MDENQFVAVTSTNAAK 375 390 62.3 25.0 62.3 2 0 0 1,741.8062
C_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 9 9 16 20.00% IFNLYPR 391 397 33.4 25.3 10.9 2 0 0 922.5145
C_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 9 9 16 20.00% GAPLVVICQGK 441 451 65.0 26.1 59.9 2 0 0 1,141.6400
C_18 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 9 9 16 20.00% IMLEDGNLHVTQGAGR 452 467 41.2 27.1 25.5 0 2 0 1,726.8544
C_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 4 8.42% AITIASQTNCPLYVTK 239 254 52.7 27.8 48.2 2 0 0 1,779.9311
C_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 4 8.42% DNFTAIPEGTNGVEER 346 361 28.6 25.0 26.9 1 0 0 1,748.8087
C_19 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 4 8.42% MDENQFVAVTSTNAAK 375 390 58.1 25.0 58.1 1 0 0 1,741.8062
D_22 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 3.68% SAADLISQAR 259 268 67.8 29.0 46.2 2 0 0 1,031.5480
D_22 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 3.68% GAPLVVICQGK 441 451 28.2 26.1 25.0 1 0 0 1,141.6400
D_23 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 4 3.68% SAADLISQAR 259 268 51.3 28.7 36.0 2 0 0 1,031.5480
D_23 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 4 3.68% GAPLVVICQGK 441 451 42.8 26.0 37.2 2 0 0 1,141.6400
D_24 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 3.68% SAADLISQAR 259 268 61.4 29.0 42.0 2 0 0 1,031.5480
D_24 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 3.68% GAPLVVICQGK 441 451 24.6 26.6 18.6 1 0 0 1,141.6400
D_25 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 8 9.82% AITIASQTNCPLYVTK 239 254 52.6 28.1 44.7 2 0 0 1,779.9311
D_25 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 8 9.82% SAADLISQAR 259 268 63.1 28.7 43.4 2 0 0 1,031.5480
D_25 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 8 9.82% GAPLVVICQGK 441 451 49.5 26.1 47.4 2 0 0 1,141.6400
D_25 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 8 9.82% NLHQSGFSLSGTQVDEGVR 532 550 29.5 26.4 22.5 0 2 0 2,030.9891
E_25 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 4 3.68% SAADLISQAR 259 268 58.6 29.1 24.7 2 0 0 1,031.5480
E_25 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 4 3.68% GAPLVVICQGK 441 451 38.7 26.3 33.5 2 0 0 1,141.6400
F_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 5 9 9.12% QIGDNLIVPGGVK 44 56 39.5 25.0 36.6 2 0 0 1,309.7477
F_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 5 9 9.12% DNFTAIPEGTNGVEER 346 361 33.4 25.0 23.7 1 0 0 1,748.8087
F_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 5 9 9.12% MDENQFVAVTSTNAAK 375 390 105.0 25.7 96.9 2 2 0 1,725.8112
F_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 5 9 9.12% IFNLYPR 391 397 38.9 25.6 30.3 2 0 0 922.5145
G_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 5.09% QIGDNLIVPGGVK 44 56 21.0 25.0 14.7 1 0 0 1,309.7477
G_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 5.09% MDENQFVAVTSTNAAK 375 390 54.3 26.1 47.3 2 0 0 1,725.8112
H_13 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 4 5.09% QIGDNLIVPGGVK 44 56 25.2 25.0 17.2 2 0 0 1,309.7477
H_13 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 4 5.09% MDENQFVAVTSTNAAK 375 390 51.8 25.7 38.5 2 0 0 1,725.8112
H_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 4 5 6.32% QIGDNLIVPGGVK 44 56 23.7 25.5 13.5 1 0 0 1,309.7477
H_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 4 5 6.32% MDENQFVAVTSTNAAK 375 390 81.1 25.7 67.6 3 0 0 1,725.8112
H_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 4 5 6.32% IFNLYPR 391 397 37.4 25.6 24.0 1 0 0 922.5145
H_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 9 15 20.40% QIGDNLIVPGGVK 44 56 52.8 25.0 45.5 2 0 0 1,309.7477
H_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 9 15 20.40% GMTTVDDFFQGTK 82 94 50.0 25.0 47.5 1 0 0 1,446.6572
H_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 9 15 20.40% AITIASQTNCPLYVTK 239 254 87.1 27.8 74.9 2 0 0 1,779.9311
H_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 9 15 20.40% DNFTAIPEGTNGVEER 346 361 84.3 25.0 65.7 2 0 0 1,748.8087
H_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 9 15 20.40% MDENQFVAVTSTNAAK 375 390 105.0 25.7 99.2 2 1 0 1,725.8112
H_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 9 15 20.40% IFNLYPR 391 397 46.0 25.6 33.1 2 0 0 922.5145
H_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 9 15 20.40% IMLEDGNLHVTQGAGR 452 467 21.4 28.2 10.9 0 1 0 1,710.8594
H_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 8 9 15 20.40% NLHQSGFSLSGTQVDEGVR 532 550 60.7 27.1 51.4 0 2 0 2,030.9891
H_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 9 11.90% QIGDNLIVPGGVK 44 56 31.3 25.0 21.0 1 0 0 1,309.7477
H_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 9 11.90% AITIASQTNCPLYVTK 239 254 72.0 28.0 64.9 2 0 0 1,779.9311
H_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 9 11.90% DNFTAIPEGTNGVEER 346 361 49.5 25.0 31.5 2 0 0 1,748.8087
H_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 9 11.90% MDENQFVAVTSTNAAK 375 390 79.6 26.0 72.9 2 0 0 1,725.8112
H_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 9 11.90% IFNLYPR 391 397 37.2 25.6 29.5 2 0 0 922.5145
H_20 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 4 4.56% SAADLISQAR 259 268 59.5 27.5 32.3 2 0 0 1,031.5480
H_20 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 4 4.56% MDENQFVAVTSTNAAK 375 390 50.2 26.0 46.5 2 0 0 1,725.8112
H_21 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 4.74% MDENQFVAVTSTNAAK 375 390 52.7 26.0 49.9 1 0 0 1,725.8112
H_21 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 4.74% GAPLVVICQGK 441 451 39.3 26.4 34.8 2 0 0 1,141.6400
H_24 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 4 5.79% AITIASQTNCPLYVTK 239 254 41.3 28.0 34.0 1 0 0 1,779.9311
H_24 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 4 5.79% SAADLISQAR 259 268 70.0 28.0 50.7 1 0 0 1,031.5480
H_24 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 4 5.79% IFNLYPR 391 397 36.5 25.6 24.8 2 0 0 922.5145
I_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 10 11.10% QIGDNLIVPGGVK 44 56 26.8 25.0 24.8 2 0 0 1,309.7477
I_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 10 11.10% DNFTAIPEGTNGVEER 346 361 55.1 25.1 34.0 2 0 0 1,748.8087
I_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 10 11.10% MDENQFVAVTSTNAAK 375 390 65.5 25.7 57.5 2 0 0 1,725.8112
I_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 10 11.10% IFNLYPR 391 397 32.0 25.6 23.0 2 0 0 922.5145
I_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 10 11.10% GAPLVVICQGK 441 451 58.3 26.0 56.3 2 0 0 1,141.6400
I_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 9 14 18.10% QIGDNLIVPGGVK 44 56 40.6 25.0 38.6 1 0 0 1,309.7477
I_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 9 14 18.10% AITIASQTNCPLYVTK 239 254 76.5 27.8 64.1 2 1 0 1,779.9311
I_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 9 14 18.10% DNFTAIPEGTNGVEER 346 361 68.9 25.0 45.1 2 0 0 1,748.8087
I_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 9 14 18.10% MDENQFVAVTSTNAAK 375 390 65.1 25.6 49.8 2 0 0 1,725.8112
I_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 9 14 18.10% IFNLYPR 391 397 30.5 25.6 23.7 2 0 0 922.5145
I_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 9 14 18.10% IMLEDGNLHVTQGAGR 452 467 19.9 28.0 3.9 0 1 0 1,710.8594



I_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 9 14 18.10% NLHQSGFSLSGTQVDEGVR 532 550 51.1 26.9 43.7 1 2 0 2,030.9891
I_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 4 4.74% AITIASQTNCPLYVTK 239 254 53.3 27.9 41.7 2 0 0 1,779.9311
I_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 4 4.74% GAPLVVICQGK 441 451 39.6 26.0 32.8 2 0 0 1,141.6400
J_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 7 9.65% AITIASQTNCPLYVTK 239 254 67.4 27.4 57.8 2 0 0 1,779.9311
J_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 7 9.65% DNFTAIPEGTNGVEER 346 361 37.3 25.3 28.6 2 0 0 1,748.8087
J_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 7 9.65% MDENQFVAVTSTNAAK 375 390 43.5 26.1 37.5 1 0 0 1,725.8112
J_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 7 9.65% IFNLYPR 391 397 31.4 26.6 20.0 2 0 0 922.5145
J_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 3 7.37% AITIASQTNCPLYVTK 239 254 39.9 27.5 33.5 1 0 0 1,779.9311
J_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 3 7.37% SAADLISQAR 259 268 38.7 27.7 18.6 1 0 0 1,031.5480
J_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 3 7.37% DNFTAIPEGTNGVEER 346 361 21.8 25.5 15.2 1 0 0 1,748.8087
K_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 4 8.42% QIGDNLIVPGGVK 44 56 24.6 25.0 18.7 1 0 0 1,309.7477
K_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 4 8.42% MDENQFVAVTSTNAAK 375 390 55.2 25.0 45.2 1 0 0 1,741.8062
K_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 4 8.42% NLHQSGFSLSGTQVDEGVR 532 550 25.9 27.2 21.7 0 2 0 2,030.9891
K_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 7 10 17.20% QIGDNLIVPGGVK 44 56 24.4 25.0 23.3 1 0 0 1,309.7477
K_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 7 10 17.20% AITIASQTNCPLYVTK 239 254 96.3 27.9 79.2 2 0 0 1,779.9311
K_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 7 10 17.20% DNFTAIPEGTNGVEER 346 361 63.9 25.0 47.9 2 0 0 1,748.8087
K_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 7 10 17.20% MDENQFVAVTSTNAAK 375 390 56.1 26.0 46.8 1 0 0 1,725.8112
K_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 7 10 17.20% IFNLYPR 391 397 39.6 25.6 29.5 1 0 0 922.5145
K_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 7 10 17.20% GAPLVVICQGK 441 451 49.5 26.4 49.5 1 0 0 1,141.6400
K_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 7 7 10 17.20% NLHQSGFSLSGTQVDEGVR 532 550 49.2 27.0 41.9 0 2 0 2,030.9891
K_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 4.74% DNFTAIPEGTNGVEER 346 361 28.8 25.0 18.1 1 0 0 1,748.8087
K_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 4.74% GAPLVVICQGK 441 451 44.2 26.4 37.0 2 0 0 1,141.6400
L_10 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 5 7.37% MDENQFVAVTSTNAAK 375 390 109.0 25.0 100.0 2 0 0 1,741.8062
L_10 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 5 7.37% IFNLYPR 391 397 28.5 26.6 21.7 2 0 0 922.5145
L_10 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 5 7.37% NLHQSGFSLSGTQVDEGVR 532 550 55.2 27.3 50.9 0 1 0 2,030.9891
L_11 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 9 9.82% GMTTVDDFFQGTK 82 94 57.3 25.0 49.9 2 0 0 1,462.6522
L_11 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 9 9.82% AITIASQTNCPLYVTK 239 254 69.4 27.8 57.6 2 0 0 1,779.9311
L_11 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 9 9.82% AIGKDNFTAIPEGTNGVEER 342 361 27.9 27.4 18.2 0 2 0 2,118.0464
L_11 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 9 9.82% DNFTAIPEGTNGVEER 346 361 45.7 25.4 28.3 2 0 0 1,748.8087
L_11 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 5 5 9 9.82% IFNLYPR 391 397 26.4 26.6 14.5 1 0 0 922.5145
L_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 2 5.26% GAPLVVICQGK 441 451 26.6 25.7 26.6 1 0 0 1,141.6400
L_14 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 2 5.26% NLHQSGFSLSGTQVDEGVR 532 550 35.3 27.5 29.6 0 1 0 2,030.9891
L_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 4.04% DNFTAIPEGTNGVEER 346 361 23.3 25.3 17.8 1 0 0 1,748.8087
L_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 4.04% IFNLYPR 391 397 37.5 26.6 20.0 2 0 0 922.5145
L_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 2 3.68% SAADLISQAR 259 268 35.5 27.5 32.8 1 0 0 1,031.5480
L_16 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 2 3.68% GAPLVVICQGK 441 451 38.5 26.3 36.7 1 0 0 1,141.6400
M_11 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 5 9.82% GMTTVDDFFQGTK 82 94 57.6 25.0 57.6 1 0 0 1,462.6522
M_11 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 5 9.82% AITIASQTNCPLYVTK 239 254 67.7 27.7 67.3 2 0 0 1,779.9311
M_11 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 5 9.82% GAPLVVICQGK 441 451 41.3 26.4 39.6 1 0 0 1,141.6400
M_11 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 4 4 5 9.82% IMLEDGNLHVTQGAGR 452 467 31.9 27.4 14.2 0 1 0 1,726.8544
M_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 5 6.49% AITIASQTNCPLYVTK 239 254 65.8 27.9 58.2 2 0 0 1,779.9311
M_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 5 6.49% SAADLISQAR 259 268 46.8 28.1 32.8 1 0 0 1,031.5480
M_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 3 3 5 6.49% GAPLVVICQGK 441 451 42.2 26.3 37.2 2 0 0 1,141.6400
Q_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 4.74% MDENQFVAVTSTNAAK 375 390 83.2 25.1 72.8 1 0 0 1,741.8062
Q_15 Dihydropyrimidinase‐related protein 3 DPYL3_HUMAN 61,964 2 2 3 4.74% GAPLVVICQGK 441 451 33.6 25.7 33.6 2 0 0 1,141.6400
A_21 Drebrin DREB_HUMAN 71,429 3 4 6 8.32% LAASGEGGLQELSGHFENQK 43 62 46.9 27.1 46.0 0 1 0 2,072.0045
A_21 Drebrin DREB_HUMAN 71,429 3 4 6 8.32% LREDENAEPVGTTYQK 150 165 70.3 27.1 65.4 2 1 0 1,849.8928
A_21 Drebrin DREB_HUMAN 71,429 3 4 6 8.32% SPSDSSTASTPVAEQIER 337 354 113.0 25.5 111.0 2 0 0 1,861.8774
B_15 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% LREDENAEPVGTTYQK 150 165 26.4 27.0 21.5 0 2 0 1,849.8928
B_15 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% SPSDSSTASTPVAEQIER 337 354 77.1 25.6 72.8 1 0 0 1,861.8774
B_21 Drebrin DREB_HUMAN 71,429 2 3 6 5.24% LREDENAEPVGTTYQK 150 165 58.5 27.1 56.0 2 2 0 1,849.8928
B_21 Drebrin DREB_HUMAN 71,429 2 3 6 5.24% SPSDSSTASTPVAEQIER 337 354 83.7 25.7 83.7 2 0 0 1,861.8774
C_21 Drebrin DREB_HUMAN 71,429 2 3 5 5.24% LREDENAEPVGTTYQK 150 165 26.9 27.0 25.5 2 1 0 1,849.8928
C_21 Drebrin DREB_HUMAN 71,429 2 3 5 5.24% SPSDSSTASTPVAEQIER 337 354 120.0 25.2 120.0 2 0 0 1,861.8774
H_13 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% LREDENAEPVGTTYQK 150 165 22.0 27.1 7.8 0 1 0 1,849.8928
H_13 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% SPSDSSTASTPVAEQIER 337 354 73.2 25.8 69.8 2 0 0 1,861.8774
H_17 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% LREDENAEPVGTTYQK 150 165 16.7 27.3 9.9 0 1 0 1,849.8928
H_17 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% SPSDSSTASTPVAEQIER 337 354 54.8 25.5 54.2 2 0 0 1,861.8774
I_18 Drebrin DREB_HUMAN 71,429 2 2 4 5.86% LAASGEGGLQELSGHFENQK 43 62 42.3 27.3 35.0 0 2 0 2,072.0045
I_18 Drebrin DREB_HUMAN 71,429 2 2 4 5.86% SPSDSSTASTPVAEQIER 337 354 93.2 25.9 89.8 2 0 0 1,861.8774
J_17 Drebrin DREB_HUMAN 71,429 2 2 2 5.24% LREDENAEPVGTTYQK 150 165 26.2 27.3 18.5 0 1 0 1,849.8928
J_17 Drebrin DREB_HUMAN 71,429 2 2 2 5.24% SPSDSSTASTPVAEQIER 337 354 40.2 26.1 40.1 1 0 0 1,861.8774
J_18 Drebrin DREB_HUMAN 71,429 3 3 4 6.47% LREDENAEPVGTTYQK 150 165 22.9 27.3 20.1 0 1 0 1,849.8928
J_18 Drebrin DREB_HUMAN 71,429 3 3 4 6.47% EQFWEQAK 178 185 26.8 26.5 16.9 1 0 0 1,065.5000
J_18 Drebrin DREB_HUMAN 71,429 3 3 4 6.47% SPSDSSTASTPVAEQIER 337 354 116.0 26.2 116.0 2 0 0 1,861.8774
K_17 Drebrin DREB_HUMAN 71,429 2 2 4 5.24% LREDENAEPVGTTYQK 150 165 24.2 27.4 12.6 0 2 0 1,849.8928
K_17 Drebrin DREB_HUMAN 71,429 2 2 4 5.24% SPSDSSTASTPVAEQIER 337 354 108.0 25.8 99.8 2 0 0 1,861.8774
K_18 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% LREDENAEPVGTTYQK 150 165 28.2 27.5 15.4 0 1 0 1,849.8928
K_18 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% SPSDSSTASTPVAEQIER 337 354 66.8 26.0 63.0 2 0 0 1,861.8774
L_13 Drebrin DREB_HUMAN 71,429 3 3 5 8.32% LREDENAEPVGTTYQK 150 165 57.3 27.4 45.7 2 0 0 1,849.8928
L_13 Drebrin DREB_HUMAN 71,429 3 3 5 8.32% SESEVEEAAAIIAQRPDNPR 272 291 47.0 26.9 42.3 0 1 0 2,182.0735
L_13 Drebrin DREB_HUMAN 71,429 3 3 5 8.32% SPSDSSTASTPVAEQIER 337 354 95.4 25.9 89.3 2 0 0 1,861.8774
L_14 Drebrin DREB_HUMAN 71,429 2 2 4 5.24% LREDENAEPVGTTYQK 150 165 41.0 27.5 34.2 0 2 0 1,849.8928
L_14 Drebrin DREB_HUMAN 71,429 2 2 4 5.24% SPSDSSTASTPVAEQIER 337 354 77.0 25.8 72.3 2 0 0 1,861.8774
L_15 Drebrin DREB_HUMAN 71,429 2 2 4 5.24% LREDENAEPVGTTYQK 150 165 33.7 27.3 27.9 0 2 0 1,849.8928
L_15 Drebrin DREB_HUMAN 71,429 2 2 4 5.24% SPSDSSTASTPVAEQIER 337 354 65.3 25.9 59.6 2 0 0 1,861.8774
M_12 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% LREDENAEPVGTTYQK 150 165 35.1 27.3 26.9 0 2 0 1,849.8928
M_12 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% SPSDSSTASTPVAEQIER 337 354 40.1 25.8 39.5 1 0 0 1,861.8774
M_14 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% LREDENAEPVGTTYQK 150 165 29.1 27.1 19.0 0 1 0 1,849.8928
M_14 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% SPSDSSTASTPVAEQIER 337 354 52.9 25.8 52.0 2 0 0 1,861.8774
P_12 Drebrin DREB_HUMAN 71,429 2 2 4 5.24% LREDENAEPVGTTYQK 150 165 27.1 27.4 20.0 0 2 0 1,849.8928
P_12 Drebrin DREB_HUMAN 71,429 2 2 4 5.24% SPSDSSTASTPVAEQIER 337 354 71.1 25.9 65.3 2 0 0 1,861.8774
Q_12 Drebrin DREB_HUMAN 71,429 2 2 4 5.24% LREDENAEPVGTTYQK 150 165 52.8 27.3 41.1 0 2 0 1,849.8928
Q_12 Drebrin DREB_HUMAN 71,429 2 2 4 5.24% SPSDSSTASTPVAEQIER 337 354 61.6 26.0 58.5 2 0 0 1,861.8774
Q_13 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% LREDENAEPVGTTYQK 150 165 30.7 27.3 29.2 0 1 0 1,849.8928
Q_13 Drebrin DREB_HUMAN 71,429 2 2 3 5.24% SPSDSSTASTPVAEQIER 337 354 44.2 25.9 44.2 2 0 0 1,861.8774
A_12 Developmentally‐regulated GTP‐binding protein 1 DRG1_HUMAN 40,544 2 2 4 7.08% GGGGGGPGEGFDVAK 47 61 29.5 25.0 26.0 2 0 0 1,261.5811
A_12 Developmentally‐regulated GTP‐binding protein 1 DRG1_HUMAN 40,544 2 2 4 7.08% IGFVGFPSVGK 67 77 42.9 26.4 39.8 2 0 0 1,107.6198
B_12 Developmentally‐regulated GTP‐binding protein 1 DRG1_HUMAN 40,544 2 2 2 7.08% GGGGGGPGEGFDVAK 47 61 20.7 25.0 16.8 1 0 0 1,261.5811
B_12 Developmentally‐regulated GTP‐binding protein 1 DRG1_HUMAN 40,544 2 2 2 7.08% IGFVGFPSVGK 67 77 54.8 26.4 52.8 1 0 0 1,107.6198
I_10 Developmentally‐regulated GTP‐binding protein 1 DRG1_HUMAN 40,544 2 2 3 7.36% IGFVGFPSVGK 67 77 55.0 26.4 51.2 2 0 0 1,107.6198
I_10 Developmentally‐regulated GTP‐binding protein 1 DRG1_HUMAN 40,544 2 2 3 7.36% SDATADDLIDVVEGNR 223 238 25.1 25.5 22.4 1 0 0 1,689.7928
B_11 Developmentally‐regulated GTP‐binding protein 2 DRG2_HUMAN 40,751 2 2 4 5.49% VALIGFPSVGK 65 75 56.0 25.5 43.4 2 0 0 1,087.6511
B_11 Developmentally‐regulated GTP‐binding protein 2 DRG2_HUMAN 40,751 2 2 4 5.49% IFNAEVLFR 212 220 49.8 26.3 22.4 2 0 0 1,108.6149
A_32 Desmoglein‐1 DSG1_HUMAN 113,749 3 3 4 3.62% IHSDCAANQQVTYR 73 86 22.2 25.0 19.6 0 1 0 1,662.7653
A_32 Desmoglein‐1 DSG1_HUMAN 113,749 3 3 4 3.62% QEPSDSPMFIINR 201 213 43.9 25.8 34.3 2 0 0 1,549.7317
A_32 Desmoglein‐1 DSG1_HUMAN 113,749 3 3 4 3.62% EQYGQYALAVR 228 238 51.1 26.7 44.7 1 0 0 1,297.6535
P_16 Desmoglein‐1 DSG1_HUMAN 113,749 2 2 4 2.38% IHSDCAANQQVTYR 73 86 46.0 25.1 36.2 0 2 0 1,662.7653
P_16 Desmoglein‐1 DSG1_HUMAN 113,749 2 2 4 2.38% EQYGQYALAVR 228 238 39.1 26.7 36.0 2 0 0 1,297.6535
Q_01 Desmoglein‐1 DSG1_HUMAN 113,749 2 2 3 3.05% QEPSDSPMFIINR 201 213 28.1 26.8 21.9 1 0 0 1,549.7317
Q_01 Desmoglein‐1 DSG1_HUMAN 113,749 2 2 3 3.05% VGDFVATDLDTGRPSTTVR 404 422 36.2 27.8 32.5 0 2 0 2,007.0144
A_07 D‐tyrosyl‐tRNA(Tyr) deacylase 1 DTD1_HUMAN 23,424 3 3 5 18.70% ASVTVGGEQISAIGR 11 25 68.4 27.8 61.0 2 0 0 1,444.7755
A_07 D‐tyrosyl‐tRNA(Tyr) deacylase 1 DTD1_HUMAN 23,424 3 3 5 18.70% TYRPELIK 116 123 21.0 26.3 6.6 1 0 0 1,019.5885
A_07 D‐tyrosyl‐tRNA(Tyr) deacylase 1 DTD1_HUMAN 23,424 3 3 5 18.70% SASSGAEGDVSSEREP 194 209 48.3 25.0 45.7 2 0 0 1,564.6721
A_08 D‐tyrosyl‐tRNA(Tyr) deacylase 1 DTD1_HUMAN 23,424 2 2 4 14.80% ASVTVGGEQISAIGR 11 25 83.1 27.8 71.4 2 0 0 1,444.7755
A_08 D‐tyrosyl‐tRNA(Tyr) deacylase 1 DTD1_HUMAN 23,424 2 2 4 14.80% SASSGAEGDVSSEREP 194 209 73.0 25.0 66.6 2 0 0 1,564.6721
B_08 D‐tyrosyl‐tRNA(Tyr) deacylase 1 DTD1_HUMAN 23,424 2 2 4 14.80% ASVTVGGEQISAIGR 11 25 63.5 27.8 54.5 2 0 0 1,444.7755
B_08 D‐tyrosyl‐tRNA(Tyr) deacylase 1 DTD1_HUMAN 23,424 2 2 4 14.80% SASSGAEGDVSSEREP 194 209 53.5 25.0 43.4 2 0 0 1,564.6721
C_07 D‐tyrosyl‐tRNA(Tyr) deacylase 1 DTD1_HUMAN 23,424 2 2 4 14.80% ASVTVGGEQISAIGR 11 25 40.5 27.7 36.9 2 0 0 1,444.7755
C_07 D‐tyrosyl‐tRNA(Tyr) deacylase 1 DTD1_HUMAN 23,424 2 2 4 14.80% SASSGAEGDVSSEREP 194 209 44.0 25.0 44.0 2 0 0 1,564.6721
A_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 4 5 10 26.50% IYVGNASVAQDIPK 37 50 95.4 27.3 84.8 2 0 0 1,474.7901
A_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 4 5 10 26.50% LGITHVLNAAEGR 54 66 47.2 26.4 35.2 2 2 0 1,350.7489



A_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 4 5 10 26.50% DSGITYLGIK 80 89 51.5 26.4 38.8 2 0 0 1,066.5781
A_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 4 5 10 26.50% AADFIDQALAQK 105 116 63.9 28.5 45.2 2 0 0 1,290.6690
B_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 4 4 7 26.50% IYVGNASVAQDIPK 37 50 94.7 27.8 83.2 2 0 0 1,474.7901
B_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 4 4 7 26.50% LGITHVLNAAEGR 54 66 43.5 26.3 33.4 1 0 0 1,350.7489
B_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 4 4 7 26.50% DSGITYLGIK 80 89 45.0 26.4 37.1 2 0 0 1,066.5781
B_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 4 4 7 26.50% AADFIDQALAQK 105 116 63.0 28.0 53.3 2 0 0 1,290.6690
B_06 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 3 3 4 19.50% IYVGNASVAQDIPK 37 50 66.6 27.8 50.1 1 0 0 1,474.7901
B_06 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 3 3 4 19.50% DSGITYLGIK 80 89 29.6 26.4 21.2 1 0 0 1,066.5781
B_06 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 3 3 4 19.50% AADFIDQALAQK 105 116 45.5 28.4 20.1 2 0 0 1,290.6690
C_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 3 3 6 21.10% IYVGNASVAQDIPK 37 50 58.6 27.6 49.5 2 0 0 1,474.7901
C_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 3 3 6 21.10% LGITHVLNAAEGR 54 66 49.6 25.8 41.8 2 0 0 1,350.7489
C_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 3 3 6 21.10% AADFIDQALAQK 105 116 48.9 28.4 25.5 2 0 0 1,290.6690
D_09 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 2 2 4 14.10% IYVGNASVAQDIPK 37 50 51.5 27.4 44.3 2 0 0 1,474.7901
D_09 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 2 2 4 14.10% AADFIDQALAQK 105 116 51.0 28.0 44.8 2 0 0 1,290.6690
F_08 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 4 5 8 26.50% IYVGNASVAQDIPK 37 50 105.0 27.3 95.7 2 0 0 1,474.7901
F_08 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 4 5 8 26.50% LGITHVLNAAEGR 54 66 48.9 26.4 39.7 1 1 0 1,350.7489
F_08 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 4 5 8 26.50% DSGITYLGIK 80 89 45.6 26.4 36.3 2 0 0 1,066.5781
F_08 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 4 5 8 26.50% AADFIDQALAQK 105 116 53.6 28.5 35.2 2 0 0 1,290.6690
K_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 3 3 4 19.50% IYVGNASVAQDIPK 37 50 58.3 27.6 40.7 1 0 0 1,474.7901
K_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 3 3 4 19.50% DSGITYLGIK 80 89 23.9 27.5 20.0 1 0 0 1,066.5781
K_05 Dual specificity protein phosphatase 3 DUS3_HUMAN 20,479 3 3 4 19.50% AADFIDQALAQK 105 116 42.8 28.5 26.2 2 0 0 1,290.6690
A_04 Deoxyuridine 5'‐triphosphate nucleotidohydrolase, mitochondrial DUT_HUMAN 26,564 2 2 4 7.94% GNVGVVLFNFGK 195 206 36.9 27.1 34.0 2 0 0 1,250.6892
A_04 Deoxyuridine 5'‐triphosphate nucleotidohydrolase, mitochondrial DUT_HUMAN 26,564 2 2 4 7.94% IAQLICER 217 224 55.0 28.9 41.2 2 0 0 1,002.5402
A_05 Deoxyuridine 5'‐triphosphate nucleotidohydrolase, mitochondrial DUT_HUMAN 26,564 3 3 6 13.50% TDIQIALPSGCYGR 156 169 60.5 27.5 54.8 2 0 0 1,550.7634
A_05 Deoxyuridine 5'‐triphosphate nucleotidohydrolase, mitochondrial DUT_HUMAN 26,564 3 3 6 13.50% GNVGVVLFNFGK 195 206 62.7 27.0 58.3 2 0 0 1,250.6892
A_05 Deoxyuridine 5'‐triphosphate nucleotidohydrolase, mitochondrial DUT_HUMAN 26,564 3 3 6 13.50% IAQLICER 217 224 58.0 28.9 33.8 2 0 0 1,002.5402
B_04 Deoxyuridine 5'‐triphosphate nucleotidohydrolase, mitochondrial DUT_HUMAN 26,564 3 3 5 13.50% TDIQIALPSGCYGR 156 169 28.3 27.4 25.4 1 0 0 1,550.7634
B_04 Deoxyuridine 5'‐triphosphate nucleotidohydrolase, mitochondrial DUT_HUMAN 26,564 3 3 5 13.50% GNVGVVLFNFGK 195 206 24.9 26.8 21.7 2 0 0 1,250.6892
B_04 Deoxyuridine 5'‐triphosphate nucleotidohydrolase, mitochondrial DUT_HUMAN 26,564 3 3 5 13.50% IAQLICER 217 224 58.2 28.9 34.8 2 0 0 1,002.5402
B_05 Deoxyuridine 5'‐triphosphate nucleotidohydrolase, mitochondrial DUT_HUMAN 26,564 2 2 2 10.30% TDIQIALPSGCYGR 156 169 30.9 27.5 18.5 1 0 0 1,550.7634
B_05 Deoxyuridine 5'‐triphosphate nucleotidohydrolase, mitochondrial DUT_HUMAN 26,564 2 2 2 10.30% GNVGVVLFNFGK 195 206 42.6 27.1 33.1 1 0 0 1,250.6892
A_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 6 7 13 13.80% DFLLKPELLR 49 58 28.5 25.0 20.5 2 0 0 1,243.7411
A_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 6 7 13 13.80% NCPHIVVGTPGR 164 175 52.5 28.2 38.6 2 0 0 1,306.6686
A_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 6 7 13 13.80% LTLHGLQQYYVK 257 268 64.2 27.0 58.6 2 1 0 1,462.8054
A_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 6 7 13 13.80% RILVATNLFGR 339 349 37.2 25.0 33.3 2 0 0 1,259.7583
A_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 6 7 13 13.80% ILVATNLFGR 340 349 50.4 25.0 45.3 2 0 0 1,103.6572
A_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 6 7 13 13.80% GLAITFVSDENDAK 385 398 91.3 27.8 81.5 2 0 0 1,479.7327
A_14 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 4 5.61% ILVATNLFGR 340 349 36.3 25.0 28.5 2 0 0 1,103.6572
A_14 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 4 5.61% GLAITFVSDENDAK 385 398 60.1 27.9 54.2 2 0 0 1,479.7327
A_26 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 5.61% ILVATNLFGR 340 349 28.7 25.0 28.7 2 0 0 1,103.6572
A_26 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 5.61% GLAITFVSDENDAK 385 398 41.1 28.0 33.0 1 0 0 1,479.7327
A_29 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 4 5.61% ILVATNLFGR 340 349 27.0 25.0 27.0 2 0 0 1,103.6572
A_29 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 4 5.61% GLAITFVSDENDAK 385 398 58.9 28.0 50.6 2 0 0 1,479.7327
B_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 7 8 15 17.80% DFLLKPELLR 49 58 32.0 25.0 15.4 2 0 0 1,243.7411
B_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 7 8 15 17.80% VAVFFGGLSIK 145 155 41.0 25.0 31.3 2 0 0 1,137.6667
B_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 7 8 15 17.80% DVQEIFR 210 216 43.2 28.9 31.1 2 0 0 906.4680
B_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 7 8 15 17.80% QVMMFSATLSK 223 233 37.2 26.1 14.9 2 0 0 1,258.6171
B_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 7 8 15 17.80% LTLHGLQQYYVK 257 268 44.1 26.6 39.6 2 1 0 1,462.8054
B_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 7 8 15 17.80% RILVATNLFGR 339 349 33.4 25.0 28.7 2 0 0 1,259.7583
B_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 7 8 15 17.80% GLAITFVSDENDAK 385 398 89.3 28.0 81.7 2 0 0 1,479.7327
B_14 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 4 5.61% ILVATNLFGR 340 349 57.6 25.0 49.9 2 0 0 1,103.6572
B_14 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 4 5.61% GLAITFVSDENDAK 385 398 61.5 28.0 54.9 2 0 0 1,479.7327
C_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 8 8 12 20.80% DFLLKPELLR 49 58 18.8 25.0 5.7 1 0 0 1,243.7411
C_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 8 8 12 20.80% ELAFQISKEYER 124 135 34.1 27.2 30.3 0 2 0 1,512.7693
C_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 8 8 12 20.80% NCPHIVVGTPGR 164 175 41.0 28.4 33.8 2 0 0 1,306.6686
C_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 8 8 12 20.80% DVQEIFR 210 216 35.3 29.0 26.5 1 0 0 906.4680
C_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 8 8 12 20.80% QVMMFSATLSK 223 233 23.7 26.1 9.1 2 0 0 1,258.6171
C_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 8 8 12 20.80% LTLHGLQQYYVK 257 268 19.9 27.0 15.9 0 1 0 1,462.8054
C_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 8 8 12 20.80% RILVATNLFGR 339 349 36.0 25.0 26.2 1 0 0 1,259.7583
C_13 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 8 8 12 20.80% GLAITFVSDENDAK 385 398 103.0 27.8 87.2 2 0 0 1,479.7327
F_15 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 3 3 6 8.41% LTLHGLQQYYVK 257 268 21.6 27.0 16.6 0 2 0 1,462.8054
F_15 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 3 3 6 8.41% ILVATNLFGR 340 349 59.3 25.0 41.0 2 0 0 1,103.6572
F_15 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 3 3 6 8.41% GLAITFVSDENDAK 385 398 94.7 28.0 87.2 2 0 0 1,479.7327
G_16 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 5.61% ILVATNLFGR 340 349 30.8 25.0 24.3 2 0 0 1,103.6572
G_16 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 5.61% GLAITFVSDENDAK 385 398 54.9 28.1 49.5 1 0 0 1,479.7327
I_11 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 5.84% RILVATNLFGR 339 349 18.1 25.0 17.5 1 0 0 1,259.7583
I_11 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 5.84% GLAITFVSDENDAK 385 398 78.2 28.0 69.2 2 0 0 1,479.7327
I_12 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 4 4.91% DVQEIFR 210 216 38.4 28.9 26.2 2 0 0 906.4680
I_12 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 4 4.91% GLAITFVSDENDAK 385 398 91.7 28.0 83.3 2 0 0 1,479.7327
K_11 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 5 5 8 12.10% GSYVSIHSSGFR 37 48 49.0 26.6 44.2 1 0 0 1,296.6330
K_11 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 5 5 8 12.10% DFLLKPELLR 49 58 23.9 25.0 12.7 1 0 0 1,243.7411
K_11 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 5 5 8 12.10% ELAFQISK 124 131 24.8 26.3 16.9 2 0 0 935.5197
K_11 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 5 5 8 12.10% VAVFFGGLSIK 145 155 49.2 25.0 36.2 2 0 0 1,137.6667
K_11 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 5 5 8 12.10% RILVATNLFGR 339 349 27.5 25.0 27.5 2 0 0 1,259.7583
K_12 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 3 3 5 7.24% DFLLKPELLR 49 58 27.8 25.0 23.4 1 0 0 1,243.7411
K_12 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 3 3 5 7.24% DVQEIFR 210 216 25.6 28.7 18.0 2 0 0 906.4680
K_12 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 3 3 5 7.24% GLAITFVSDENDAK 385 398 94.6 28.0 87.4 2 0 0 1,479.7327
L_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 4 4 7 10.00% GSYVSIHSSGFR 37 48 34.1 26.4 21.4 1 0 0 1,296.6330
L_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 4 4 7 10.00% DVQEIFR 210 216 44.3 28.9 31.7 2 0 0 906.4680
L_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 4 4 7 10.00% ILVATNLFGR 340 349 63.1 25.0 46.9 2 0 0 1,103.6572
L_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 4 4 7 10.00% GLAITFVSDENDAK 385 398 90.3 28.5 84.1 2 0 0 1,479.7327
L_09 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 4 4.91% DVQEIFR 210 216 33.1 28.1 21.6 2 0 0 906.4680
L_09 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 4 4.91% GLAITFVSDENDAK 385 398 76.9 28.1 71.6 2 0 0 1,479.7327
L_10 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 4.91% DVQEIFR 210 216 34.8 28.2 22.2 1 0 0 906.4680
L_10 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 4.91% GLAITFVSDENDAK 385 398 64.4 28.1 64.4 2 0 0 1,479.7327
L_14 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 4.91% DVQEIFR 210 216 29.7 28.7 19.9 1 0 0 906.4680
L_14 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 4.91% GLAITFVSDENDAK 385 398 63.1 28.1 57.5 2 0 0 1,479.7327
L_15 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 4 4.91% DVQEIFR 210 216 34.0 28.7 22.2 2 0 0 906.4680
L_15 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 4 4.91% GLAITFVSDENDAK 385 398 92.2 28.0 85.1 2 0 0 1,479.7327
L_16 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 2 5.37% GSYVSIHSSGFR 37 48 36.9 26.4 23.4 1 0 0 1,296.6330
L_16 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 2 5.37% VAVFFGGLSIK 145 155 35.2 25.0 29.0 1 0 0 1,137.6667
M_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 6 6 10 15.40% GSYVSIHSSGFR 37 48 34.9 26.4 30.6 1 0 0 1,296.6330
M_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 6 6 10 15.40% VAVFFGGLSIK 145 155 41.3 25.0 33.0 2 0 0 1,137.6667
M_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 6 6 10 15.40% NCPHIVVGTPGR 164 175 27.1 28.6 19.1 1 0 0 1,306.6686
M_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 6 6 10 15.40% DVQEIFR 210 216 37.5 28.1 28.2 2 0 0 906.4680
M_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 6 6 10 15.40% ILVATNLFGR 340 349 52.5 25.0 42.5 2 0 0 1,103.6572
M_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 6 6 10 15.40% GLAITFVSDENDAK 385 398 91.4 28.0 87.2 2 0 0 1,479.7327
O_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 4.21% VAVFFGGLSIK 145 155 38.9 25.0 33.3 2 0 0 1,137.6667
O_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 4.21% DVQEIFR 210 216 37.1 28.1 21.5 1 0 0 906.4680
Q_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 4.91% DVQEIFR 210 216 40.3 28.7 28.7 2 0 0 906.4680
Q_08 Spliceosome RNA helicase DDX39B DX39B_HUMAN 48,965 2 2 3 4.91% GLAITFVSDENDAK 385 398 74.1 28.0 62.1 1 0 0 1,479.7327
A_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 7 7 10 1.87% TSAPITCELLNK 1993 2004 28.9 29.3 14.7 2 0 0 1,346.6986
A_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 7 7 10 1.87% SVLVSAGNVK 2095 2104 23.3 27.4 15.5 1 0 0 973.5676
A_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 7 7 10 1.87% TPNGVVLAPVQLGK 2644 2657 25.9 25.0 25.9 1 0 0 1,392.8211
A_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 7 7 10 1.87% IQFVGACNPPTDPGR 2706 2720 57.1 26.7 57.1 1 0 0 1,628.7852
A_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 7 7 10 1.87% SSLQSQCLNEVLK 3706 3718 42.8 28.2 28.5 2 0 0 1,505.7629
A_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 7 7 10 1.87% DLFQVAFNR 3862 3870 51.5 27.5 31.9 1 0 0 1,109.5738
A_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 7 7 10 1.87% IQGLTVEQAEAVVR 3924 3937 45.0 26.0 35.1 2 0 0 1,512.8381
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% TPVIDADKPVSSQLR 122 136 58.5 26.3 55.0 2 2 0 1,625.8859
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% QALETVNDYNPLMK 324 337 60.0 27.1 49.8 2 0 0 1,651.7998
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% IFTIESTR 717 724 28.1 25.8 16.0 1 0 0 966.5255
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% NTISLLVAGLK 799 809 41.8 25.0 28.5 2 0 0 1,128.6988



A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% LAETVFNFQEK 836 846 53.1 27.3 38.7 2 0 0 1,325.6736
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% VDDLLIIEEK 847 856 43.2 27.5 35.8 2 0 0 1,186.6568
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% AWTQVLLGQAEDK 921 933 54.3 28.2 42.4 2 0 0 1,458.7589
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% AEVDMDTDAPQVSHKPGGEPK 934 954 42.7 25.0 38.4 0 2 0 2,224.0191
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% TTDLLTDWEK 1254 1263 36.3 27.4 25.6 2 0 0 1,221.6000
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% QNLDALLNQLK 1361 1371 24.2 26.3 16.9 1 0 0 1,269.7163
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% QTDVLQQLSIQMANAK 1850 1865 56.2 27.8 52.8 1 0 0 1,803.9272
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% CYLTMTQALEAR 1888 1899 62.9 25.0 55.9 1 0 0 1,472.6873
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% LEGVEGVAHIIDPK 2244 2257 40.9 27.7 34.2 2 0 0 1,476.8059
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% LLTLPNGER 2324 2332 34.3 25.0 11.3 1 0 0 1,012.5787
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% TPNGVVLAPVQLGK 2644 2657 49.5 25.0 49.5 2 0 0 1,392.8211
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% IQFVGACNPPTDPGR 2706 2720 58.5 26.9 53.2 2 0 0 1,628.7852
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% DYIPVDQEELR 2880 2890 34.6 26.4 30.2 2 0 0 1,376.6694
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% QPQGHLLLIGVSGAGK 2928 2943 18.2 25.0 9.4 0 1 0 1,574.9016
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% KYTGEDFDEDLR 2966 2977 25.6 25.0 15.0 0 2 0 1,487.6651
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% EGLMLDSHEELYK 3040 3052 15.7 25.0 11.9 0 1 0 1,579.7311
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% EDLDKVEPAVIEAQNAVK 3280 3297 29.8 27.2 14.4 0 2 0 1,968.0286
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% TEYLSNADER 3550 3559 40.7 25.0 35.0 1 0 0 1,197.5382
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% SSLQSQCLNEVLK 3706 3718 74.5 27.9 56.8 2 0 0 1,505.7629
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% LQGEFQLR 3734 3741 37.7 29.2 26.7 2 0 0 990.5368
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% DLFQVAFNR 3862 3870 42.7 27.6 34.2 1 0 0 1,109.5738
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% IQGLTVEQAEAVVR 3924 3937 67.4 26.2 57.3 2 0 0 1,512.8381
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% LSCLPAFK 3938 3945 22.2 29.3 10.3 1 0 0 935.5020
A_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 28 29 48 7.51% VLLTTQGVDMISK 4330 4342 62.4 27.4 53.9 2 0 0 1,420.7719
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% TPVIDADKPVSSQLR 122 136 38.5 26.3 34.2 0 2 0 1,625.8859
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% LAETVFNFQEK 836 846 36.5 27.2 30.0 1 0 0 1,325.6736
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% MVVLSLPR 991 998 29.4 28.2 20.0 2 0 0 914.5492
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% TTDLLTDWEK 1254 1263 27.4 27.5 19.1 2 0 0 1,221.6000
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% GWDDLFNK 1489 1496 30.5 25.6 13.4 2 0 0 994.4630
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% ALGEYLER 1614 1621 35.2 27.7 24.4 2 0 0 950.4942
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% TPNGVVLAPVQLGK 2644 2657 53.1 25.0 53.1 2 0 0 1,392.8211
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% IQFVGACNPPTDPGR 2706 2720 54.5 27.0 41.6 2 0 0 1,628.7852
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% SSLQSQCLNEVLK 3706 3718 54.8 27.9 40.2 2 0 0 1,505.7629
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% DLFQVAFNR 3862 3870 55.0 27.6 42.1 2 0 0 1,109.5738
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% IQGLTVEQAEAVVR 3924 3937 69.3 26.6 56.8 2 0 0 1,512.8381
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% VLLTTQGVDMISK 4330 4342 68.4 27.4 59.0 3 0 0 1,420.7719
A_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 13 14 26 3.29% QLQNISLAAASGGAK 4488 4502 55.2 28.0 50.3 2 0 0 1,428.7806
A_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 9 9 15 2.37% GWDDLFNK 1489 1496 26.8 25.3 15.3 2 0 0 994.4630
A_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 9 9 15 2.37% SVLVSAGNVK 2095 2104 23.1 27.4 17.7 1 0 0 973.5676
A_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 9 9 15 2.37% LEGVEGVAHIIDPK 2244 2257 24.1 27.7 17.6 0 2 0 1,476.8059
A_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 9 9 15 2.37% TPNGVVLAPVQLGK 2644 2657 42.5 25.0 42.5 2 0 0 1,392.8211
A_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 9 9 15 2.37% IQFVGACNPPTDPGR 2706 2720 51.5 26.9 47.0 1 0 0 1,628.7852
A_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 9 9 15 2.37% SSLQSQCLNEVLK 3706 3718 51.0 27.9 31.6 1 0 0 1,505.7629
A_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 9 9 15 2.37% DLFQVAFNR 3862 3870 73.3 27.6 64.1 2 0 0 1,109.5738
A_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 9 9 15 2.37% IQGLTVEQAEAVVR 3924 3937 65.5 26.6 56.1 2 0 0 1,512.8381
A_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 9 9 15 2.37% VLLTTQGVDMISK 4330 4342 68.7 27.3 62.6 2 0 0 1,420.7719
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% TPVIDADKPVSSQLR 122 136 46.7 26.3 43.3 1 2 0 1,625.8859
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% QALETVNDYNPLMK 324 337 44.0 27.3 41.8 2 0 0 1,651.7998
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% IFTIESTR 717 724 33.5 25.3 18.0 1 0 0 966.5255
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% AWTQVLLGQAEDK 921 933 58.5 27.8 50.6 2 0 0 1,458.7589
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% MVVLSLPR 991 998 29.9 28.2 24.2 2 0 0 914.5492
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% GWDDLFNK 1489 1496 28.5 26.1 7.7 1 0 0 994.4630
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% TSAPITCELLNK 1993 2004 34.8 29.1 21.1 1 0 0 1,346.6986
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% LEGVEGVAHIIDPK 2244 2257 47.2 27.5 37.7 2 0 0 1,476.8059
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% LLTLPNGER 2324 2332 33.3 25.0 11.3 1 0 0 1,012.5787
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% SIPLDEGEDEAQR 2384 2396 36.8 25.0 26.1 2 0 0 1,458.6709
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% IQFVGACNPPTDPGR 2706 2720 74.4 27.1 66.5 2 0 0 1,628.7852
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% ETVDQVEELRR 3210 3220 25.4 28.2 15.5 0 2 0 1,373.7020
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% VTFVNFTVTR 3696 3705 56.6 26.3 46.3 1 0 0 1,183.6469
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% SSLQSQCLNEVLK 3706 3718 66.1 28.1 49.0 2 0 0 1,505.7629
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% LQGEFQLR 3734 3741 33.2 29.4 25.0 1 0 0 990.5368
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% SLLQALNEVK 3748 3757 42.4 27.6 25.0 2 0 0 1,114.6467
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% DLFQVAFNR 3862 3870 48.0 27.0 39.5 2 0 0 1,109.5738
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% GNEIVLSAGSTPR 3911 3923 32.4 28.1 26.0 2 0 0 1,300.6856
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% IQGLTVEQAEAVVR 3924 3937 76.4 26.3 65.8 2 0 0 1,512.8381
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% VLLTTQGVDMISK 4330 4342 50.5 27.0 45.6 2 0 0 1,420.7719
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% TLINELVK 4450 4457 26.4 25.3 2.4 2 0 0 929.5667
B_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 22 23 39 5.45% QLQNISLAAASGGAK 4488 4502 60.1 28.2 47.9 2 0 0 1,428.7806
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% TPVIDADKPVSSQLR 122 136 30.2 26.1 30.2 1 0 0 1,625.8859
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% QALETVNDYNPLMK 324 337 37.7 27.3 34.0 1 0 0 1,651.7998
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% IFTIESTR 717 724 38.8 25.3 19.8 1 0 0 966.5255
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% LAETVFNFQEK 836 846 40.3 27.8 31.6 2 0 0 1,325.6736
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% AWTQVLLGQAEDK 921 933 62.9 27.8 50.7 2 0 0 1,458.7589
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% MVVLSLPR 991 998 34.2 28.2 29.6 1 0 0 914.5492
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% GWDDLFNK 1489 1496 40.6 26.0 19.0 2 0 0 994.4630
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% ALGEYLER 1614 1621 32.2 27.5 25.8 2 0 0 950.4942
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% TMTLFSALR 2602 2610 42.4 26.3 27.4 2 0 0 1,055.5555
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% TPNGVVLAPVQLGK 2644 2657 43.2 25.0 43.2 2 0 0 1,392.8211
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% IQFVGACNPPTDPGR 2706 2720 62.2 27.0 53.8 2 0 0 1,628.7852
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% QPQGHLLLIGVSGAGK 2928 2943 17.5 25.0 9.2 0 1 0 1,574.9016
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% SSLQSQCLNEVLK 3706 3718 54.0 28.3 39.1 2 0 0 1,505.7629
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% LQGEFQLR 3734 3741 30.0 29.9 20.5 1 0 0 990.5368
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% DLFQVAFNR 3862 3870 39.8 27.5 25.9 2 0 0 1,109.5738
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% IQGLTVEQAEAVVR 3924 3937 59.2 26.0 46.3 1 0 0 1,512.8381
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% VLLTTQGVDMISK 4330 4342 75.3 27.0 72.8 2 0 0 1,420.7719
B_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 28 4.54% QLQNISLAAASGGAK 4488 4502 56.3 28.2 46.9 1 0 0 1,428.7806
B_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 11 12 20 2.82% TPVIDADKPVSSQLR 122 136 27.4 26.1 22.4 0 2 0 1,625.8859
B_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 11 12 20 2.82% AWTQVLLGQAEDK 921 933 39.2 27.9 33.6 2 0 0 1,458.7589
B_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 11 12 20 2.82% GWDDLFNK 1489 1496 28.9 26.0 10.7 2 0 0 994.4630
B_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 11 12 20 2.82% TPNGVVLAPVQLGK 2644 2657 54.5 25.0 54.5 2 0 0 1,392.8211
B_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 11 12 20 2.82% DYIPVDQEELR 2880 2890 24.0 26.9 15.9 1 0 0 1,376.6694
B_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 11 12 20 2.82% SSLQSQCLNEVLK 3706 3718 49.0 28.2 34.6 2 0 0 1,505.7629
B_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 11 12 20 2.82% DLFQVAFNR 3862 3870 43.0 27.5 24.4 2 0 0 1,109.5738
B_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 11 12 20 2.82% GNEIVLSAGSTPR 3911 3923 50.8 27.6 36.8 2 0 0 1,300.6856
B_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 11 12 20 2.82% IQGLTVEQAEAVVR 3924 3937 43.8 26.2 32.4 1 0 0 1,512.8381
B_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 11 12 20 2.82% VLLTTQGVDMISK 4330 4342 56.3 27.0 51.4 3 0 0 1,420.7719
B_31 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 11 12 20 2.82% TLINELVK 4450 4457 21.8 25.3 0.0 1 0 0 929.5667
B_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 6 6 12 1.49% TMTLFSALR 2602 2610 35.5 26.3 26.9 2 0 0 1,055.5555
B_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 6 6 12 1.49% TPNGVVLAPVQLGK 2644 2657 47.0 25.0 44.2 2 0 0 1,392.8211
B_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 6 6 12 1.49% SLLQALNEVK 3748 3757 37.7 27.6 21.8 2 0 0 1,114.6467
B_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 6 6 12 1.49% DLFQVAFNR 3862 3870 43.6 27.4 32.9 2 0 0 1,109.5738
B_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 6 6 12 1.49% IQGLTVEQAEAVVR 3924 3937 57.3 26.0 48.8 2 0 0 1,512.8381
B_32 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 6 6 12 1.49% VLLTTQGVDMISK 4330 4342 62.0 27.0 55.1 2 0 0 1,420.7719
C_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 5 5 7 1.33% TPNGVVLAPVQLGK 2644 2657 36.2 25.0 36.2 2 0 0 1,392.8211
C_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 5 5 7 1.33% WTDENIDTVALK 2845 2856 34.5 27.2 21.7 1 0 0 1,404.7007
C_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 5 5 7 1.33% SSLQSQCLNEVLK 3706 3718 38.0 27.9 25.7 1 0 0 1,505.7629
C_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 5 5 7 1.33% DLFQVAFNR 3862 3870 39.3 27.6 32.0 2 0 0 1,109.5738
C_29 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 5 5 7 1.33% IQGLTVEQAEAVVR 3924 3937 47.7 26.1 36.7 1 0 0 1,512.8381
C_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 12 12 20 3.12% NTISLLVAGLKK 799 810 29.8 25.0 29.8 1 0 0 1,256.7938
C_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 12 12 20 3.12% AWTQVLLGQAEDK 921 933 56.6 28.0 48.1 2 0 0 1,458.7589
C_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 12 12 20 3.12% QNLDALLNQLK 1361 1371 32.8 26.1 25.5 2 0 0 1,269.7163
C_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 12 12 20 3.12% INEWLTLVEK 1698 1707 32.8 28.2 26.5 1 0 0 1,244.6886



C_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 12 12 20 3.12% TPNGVVLAPVQLGK 2644 2657 50.4 25.0 50.4 2 0 0 1,392.8211
C_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 12 12 20 3.12% WTDENIDTVALK 2845 2856 59.0 27.1 42.4 1 0 0 1,404.7007
C_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 12 12 20 3.12% VTFVNFTVTR 3696 3705 72.6 26.7 61.7 2 0 0 1,183.6469
C_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 12 12 20 3.12% SSLQSQCLNEVLK 3706 3718 58.7 27.9 41.8 2 0 0 1,505.7629
C_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 12 12 20 3.12% DLFQVAFNR 3862 3870 27.7 27.6 21.1 1 0 0 1,109.5738
C_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 12 12 20 3.12% GNEIVLSAGSTPR 3911 3923 48.1 28.5 31.8 2 0 0 1,300.6856
C_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 12 12 20 3.12% SACDTVDTWLDDTAK 4214 4228 50.1 25.0 50.1 2 0 0 1,697.7326
C_30 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 12 12 20 3.12% VLLTTQGVDMISK 4330 4342 69.4 27.4 64.8 2 0 0 1,420.7719
H_24 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 3 3 5 0.82% IQFVGACNPPTDPGR 2706 2720 48.3 27.1 38.8 1 0 0 1,628.7852
H_24 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 3 3 5 0.82% DLFQVAFNR 3862 3870 56.7 27.6 45.8 2 0 0 1,109.5738
H_24 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 3 3 5 0.82% IQGLTVEQAEAVVR 3924 3937 44.9 26.1 34.6 2 0 0 1,512.8381
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% TPVIDADKPVSSQLR 122 136 34.0 26.1 34.0 1 0 0 1,625.8859
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% EYQTQLIQR 603 611 31.8 28.2 19.7 2 0 0 1,178.6165
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% DLPPVSGSIIWAK 640 652 41.8 25.4 29.9 1 0 0 1,382.7680
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% QNLDALLNQLK 1361 1371 48.5 25.8 37.6 2 0 0 1,269.7163
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% ALGEYLER 1614 1621 34.2 27.5 28.8 1 0 0 950.4942
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% LLAESVTEVEIFGK 1716 1729 43.8 26.8 41.8 1 0 0 1,534.8364
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% SIPLDEGEDEAQR 2384 2396 43.2 25.0 34.1 1 0 0 1,458.6709
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% SIPLDEGEDEAQRR 2384 2397 29.0 26.7 27.9 1 0 0 1,614.7720
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% DAATIMQPYFTSNGLVTK 2418 2435 54.5 28.1 47.5 1 0 0 1,972.9687
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% TPNGVVLAPVQLGK 2644 2657 53.7 25.0 53.7 2 0 0 1,392.8211
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% IQFVGACNPPTDPGR 2706 2720 56.4 27.4 56.4 1 0 0 1,628.7852
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% VTFVNFTVTR 3696 3705 68.5 26.6 62.6 2 0 0 1,183.6469
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% SLLQALNEVK 3748 3757 56.6 27.6 32.8 2 0 0 1,114.6467
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% DLFQVAFNR 3862 3870 38.8 27.3 27.0 1 0 0 1,109.5738
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% IQGLTVEQAEAVVR 3924 3937 87.2 26.0 78.1 2 0 0 1,512.8381
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% IFVFEPPPGVK 4144 4154 36.3 26.3 31.8 2 0 0 1,229.6930
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% LLNTFLER 4264 4271 52.5 27.0 29.0 2 0 0 1,005.5728
L_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 18 18 27 4.43% VLLTTQGVDMISK 4330 4342 47.3 27.0 44.4 2 0 0 1,420.7719
M_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 8 8 13 1.74% EYQTQLIQR 603 611 33.4 28.2 19.4 1 0 0 1,178.6165
M_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 8 8 13 1.74% QNLDALLNQLK 1361 1371 32.6 25.8 26.5 2 0 0 1,269.7163
M_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 8 8 13 1.74% ALGEYLER 1614 1621 33.3 27.5 20.2 1 0 0 950.4942
M_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 8 8 13 1.74% SIPLDEGEDEAQR 2384 2396 28.8 25.0 25.0 2 0 0 1,458.6709
M_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 8 8 13 1.74% VTFVNFTVTR 3696 3705 56.0 26.6 47.9 2 0 0 1,183.6469
M_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 8 8 13 1.74% LQGEFQLR 3734 3741 31.5 28.9 21.1 1 0 0 990.5368
M_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 8 8 13 1.74% DLFQVAFNR 3862 3870 38.7 27.5 29.5 2 0 0 1,109.5738
M_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 8 8 13 1.74% VLLTTQGVDMISK 4330 4342 74.9 27.2 70.4 2 0 0 1,420.7719
Q_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 3 3 4 0.71% SVLVSAGNVK 2095 2104 28.5 27.8 18.4 1 0 0 973.5676
Q_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 3 3 4 0.71% SLLQALNEVK 3748 3757 34.4 27.7 23.6 2 0 0 1,114.6467
Q_16 Cytoplasmic dynein 1 heavy chain 1 DYHC1_HUMAN 532,406 3 3 4 0.71% VLLTTQGVDMISK 4330 4342 70.0 27.2 60.7 1 0 0 1,420.7719
A_02 Dynein light chain 1, cytoplasmic DYL1_HUMAN 10,366 2 2 2 24.70% YNPTWHCIVGR 50 60 24.2 25.8 22.9 1 0 0 1,402.6685
A_02 Dynein light chain 1, cytoplasmic DYL1_HUMAN 10,366 2 2 2 24.70% NFGSYVTHETK 61 71 31.5 25.0 24.8 1 0 0 1,282.6062
L_02 Dynein light chain 1, cytoplasmic DYL1_HUMAN 10,366 3 3 6 49.40% NADMSEEMQQDSVECATQALEK 10 31 76.9 25.0 76.9 0 2 0 2,546.0329
L_02 Dynein light chain 1, cytoplasmic DYL1_HUMAN 10,366 3 3 6 49.40% YNPTWHCIVGR 50 60 45.7 26.0 40.2 2 0 0 1,402.6685
L_02 Dynein light chain 1, cytoplasmic DYL1_HUMAN 10,366 3 3 6 49.40% NFGSYVTHETK 61 71 42.9 25.3 34.2 2 0 0 1,282.6062
B_03 Dynein light chain Tctex‐type 1 DYLT1_HUMAN 12,452 2 2 4 23.00% EAIESAIGGNAYQHSK 23 38 47.5 26.2 44.5 2 0 0 1,674.8082
B_03 Dynein light chain Tctex‐type 1 DYLT1_HUMAN 12,452 2 2 4 23.00% YIVTCVIMQK 63 72 25.0 26.6 17.2 2 0 0 1,270.6535
I_02 Dynein light chain Tctex‐type 1 DYLT1_HUMAN 12,452 2 4 8 23.00% EAIESAIGGNAYQHSK 23 38 40.2 26.4 34.0 2 2 0 1,674.8082
I_02 Dynein light chain Tctex‐type 1 DYLT1_HUMAN 12,452 2 4 8 23.00% YIVTCVIMQK 63 72 35.0 27.2 23.5 4 0 0 1,270.6535
L_02 Dynein light chain Tctex‐type 1 DYLT1_HUMAN 12,452 2 3 4 23.00% EAIESAIGGNAYQHSK 23 38 35.0 26.5 35.0 1 1 0 1,674.8082
L_02 Dynein light chain Tctex‐type 1 DYLT1_HUMAN 12,452 2 3 4 23.00% YIVTCVIMQK 63 72 46.4 27.3 31.1 2 0 0 1,270.6535
A_21 Dynamin‐2 DYN2_HUMAN 98,068 2 2 3 2.53% LQSQLLSLEK 300 309 37.7 27.9 0.0 1 0 0 1,158.6730
A_21 Dynamin‐2 DYN2_HUMAN 98,068 2 2 3 2.53% NLVDSYVAIINK 658 669 65.2 26.6 53.1 2 0 0 1,348.7471
B_21 Dynamin‐2 DYN2_HUMAN 98,068 4 4 6 4.71% GISPVPINLR 114 123 25.8 25.0 17.1 1 0 0 1,065.6416
B_21 Dynamin‐2 DYN2_HUMAN 98,068 4 4 6 4.71% DMILQFISR 158 166 49.6 27.9 35.2 2 0 0 1,138.5927
B_21 Dynamin‐2 DYN2_HUMAN 98,068 4 4 6 4.71% LQSQLLSLEK 300 309 34.2 27.7 0.0 1 0 0 1,158.6730
B_21 Dynamin‐2 DYN2_HUMAN 98,068 4 4 6 4.71% NLVDSYVAIINK 658 669 54.1 26.2 42.7 2 0 0 1,348.7471
A_17 Interferon‐induced, double‐stranded RNA‐activated protein kinase E2AK2_HUMAN 62,097 2 2 3 4.36% YQELPNSGPPHDR 27 39 20.4 25.6 20.4 0 1 0 1,509.7082
A_17 Interferon‐induced, double‐stranded RNA‐activated protein kinase E2AK2_HUMAN 62,097 2 2 3 4.36% IGDFGLVTSLK 430 440 38.0 26.4 35.4 2 0 0 1,149.6516
B_17 Interferon‐induced, double‐stranded RNA‐activated protein kinase E2AK2_HUMAN 62,097 2 2 3 4.72% YQELPNSGPPHDR 27 39 25.3 25.7 17.1 0 1 0 1,509.7082
B_17 Interferon‐induced, double‐stranded RNA‐activated protein kinase E2AK2_HUMAN 62,097 2 2 3 4.72% DLKPSNIFLVDTK 414 426 25.6 26.9 17.8 0 2 0 1,489.8263
H_09 Band 4.1‐like protein 3 E41L3_HUMAN 120,680 2 2 3 2.94% EGSALTEGAKEEGGEEVAK 893 911 15.6 26.3 14.8 0 1 0 1,890.8929
H_09 Band 4.1‐like protein 3 E41L3_HUMAN 120,680 2 2 3 2.94% AVLEQEETAAASR 912 924 81.2 27.5 73.6 2 0 0 1,374.6859
C_23 Endothelin‐converting enzyme 1 ECE1_HUMAN 87,165 2 2 2 4.16% HTLGENIADNGGLK 663 676 34.2 27.8 24.6 1 0 0 1,438.7287
C_23 Endothelin‐converting enzyme 1 ECE1_HUMAN 87,165 2 2 2 4.16% TPESSHEGLITDPHSPSR 719 736 46.4 25.6 32.1 0 1 0 1,946.9204
A_09 Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial ECH1_HUMAN 35,816 2 2 4 6.40% YQETFNVIER 149 158 41.7 26.6 34.5 2 0 0 1,298.6375
A_09 Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial ECH1_HUMAN 35,816 2 2 4 6.40% YCAQDAFFQVK 186 196 53.5 25.0 47.0 2 0 0 1,376.6304
B_09 Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial ECH1_HUMAN 35,816 2 2 3 7.01% HVLHVQLNRPNK 66 77 18.1 25.5 17.3 0 1 0 1,454.8339
B_09 Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial ECH1_HUMAN 35,816 2 2 3 7.01% YCAQDAFFQVK 186 196 48.1 25.0 42.2 2 0 0 1,376.6304
C_09 Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial ECH1_HUMAN 35,816 2 2 3 6.40% YQETFNVIER 149 158 37.3 26.5 32.7 2 0 0 1,298.6375
C_09 Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial ECH1_HUMAN 35,816 2 2 3 6.40% YCAQDAFFQVK 186 196 44.6 25.0 41.5 1 0 0 1,376.6304
D_14 Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial ECH1_HUMAN 35,816 2 2 3 7.93% YQETFNVIER 149 158 24.3 26.6 14.1 2 0 0 1,298.6375
D_14 Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial ECH1_HUMAN 35,816 2 2 3 7.93% VIGNQSLVNELAFTAR 215 230 56.2 27.6 56.2 1 0 0 1,731.9388
F_12 Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial ECH1_HUMAN 35,816 2 2 4 7.62% YQETFNVIER 149 158 41.8 26.6 33.9 2 0 0 1,298.6375
F_12 Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial ECH1_HUMAN 35,816 2 2 4 7.62% EVDVGLAADVGTLQR 197 211 84.7 27.6 73.9 2 0 0 1,542.8124
H_08 Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial ECH1_HUMAN 35,816 2 2 4 6.40% YQETFNVIER 149 158 51.0 26.5 45.2 2 0 0 1,298.6375
H_08 Delta(3,5)‐Delta(2,4)‐dienoyl‐CoA isomerase, mitochondrial ECH1_HUMAN 35,816 2 2 4 6.40% YCAQDAFFQVK 186 196 37.2 25.0 33.2 2 0 0 1,376.6304
A_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% TLQEVTQLSQEAQR 112 125 40.3 27.9 28.8 1 0 0 1,630.8396
A_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% TGIEQGSDAGYLCESQK 310 326 67.2 25.0 63.3 2 0 0 1,842.8177
A_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% MQLLEIITTEK 506 516 57.3 27.6 36.2 2 0 0 1,334.7239
A_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% DTSASAVAVGLK 520 531 44.4 28.2 25.9 2 0 0 1,118.6052
A_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% GFYIYQEGVK 635 644 54.8 28.0 37.9 2 0 0 1,203.6045
A_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% DLNSDMDSILASLK 647 660 45.6 27.0 39.7 2 0 0 1,537.7417
A_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% SEVSSDEDIQFR 665 676 31.9 25.0 31.9 1 0 0 1,411.6336
A_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% FVDLYGAQK 720 728 38.9 26.6 29.1 2 0 0 1,040.5412
B_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% TLQEVTQLSQEAQR 112 125 26.8 28.2 19.6 0 1 0 1,630.8396
B_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% TGIEQGSDAGYLCESQK 310 326 48.8 25.0 45.7 2 0 0 1,842.8177
B_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% MQLLEIITTEK 506 516 29.1 27.0 20.7 1 0 0 1,318.7289
B_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% DTSASAVAVGLK 520 531 44.5 28.1 24.0 2 0 0 1,118.6052
B_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% GFYIYQEGVK 635 644 42.9 28.0 33.6 2 0 0 1,203.6045
B_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% DLNSDMDSILASLK 647 660 52.2 27.9 46.1 2 0 0 1,537.7417
B_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% SEVSSDEDIQFR 665 676 52.4 25.0 48.7 2 0 0 1,411.6336
B_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 8 8 14 13.00% FVDLYGAQK 720 728 31.6 26.6 24.6 2 0 0 1,040.5412
C_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 6 6 8 10.60% TLQEVTQLSQEAQR 112 125 68.4 28.0 60.0 2 0 0 1,630.8396
C_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 6 6 8 10.60% TGIEQGSDAGYLCESQK 310 326 42.0 25.0 42.0 1 0 0 1,842.8177
C_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 6 6 8 10.60% DTSASAVAVGLK 520 531 51.5 28.0 35.8 2 0 0 1,118.6052
C_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 6 6 8 10.60% FGGGNPELLTQMVSK 611 625 58.5 28.0 53.6 1 0 0 1,593.7944
C_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 6 6 8 10.60% DLNSDMDSILASLK 647 660 48.4 27.7 36.7 1 0 0 1,537.7417
C_19 Trifunctional enzyme subunit alpha, mitochondrial ECHA_HUMAN 83,002 6 6 8 10.60% FVDLYGAQK 720 728 39.2 26.6 30.3 1 0 0 1,040.5412
A_13 Trifunctional enzyme subunit beta, mitochondrial ECHB_HUMAN 51,296 3 3 4 6.96% EAALGAGFSDK 118 128 21.0 26.4 11.4 1 0 0 1,065.5212
A_13 Trifunctional enzyme subunit beta, mitochondrial ECHB_HUMAN 51,296 3 3 4 6.96% LEQDEYALR 239 247 27.0 26.8 15.3 1 0 0 1,136.5583
A_13 Trifunctional enzyme subunit beta, mitochondrial ECHB_HUMAN 51,296 3 3 4 6.96% DQLLLGPTYATPK 349 361 63.0 27.8 41.1 2 0 0 1,416.7736
B_13 Trifunctional enzyme subunit beta, mitochondrial ECHB_HUMAN 51,296 2 2 3 5.06% EAALGAGFSDK 118 128 25.7 26.4 19.2 1 0 0 1,065.5212
B_13 Trifunctional enzyme subunit beta, mitochondrial ECHB_HUMAN 51,296 2 2 3 5.06% DQLLLGPTYATPK 349 361 61.2 27.6 45.5 2 0 0 1,416.7736
A_07 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 3 3 6 12.40% NNTVGLIQLNRPK 44 56 53.7 25.0 43.6 2 0 0 1,466.8439
A_07 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 3 3 6 12.40% EMQNLSFQDCYSSK 102 115 56.5 25.0 56.5 2 0 0 1,752.7204
A_07 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 3 3 6 12.40% HWDHLTQVK 119 127 34.3 27.4 26.6 2 0 0 1,163.5957
A_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 5 5 12 17.90% NNTVGLIQLNRPK 44 56 71.7 25.0 66.9 2 0 0 1,466.8439
A_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 5 5 12 17.90% EMQNLSFQDCYSSK 102 115 52.5 25.0 52.5 2 0 0 1,752.7204
A_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 5 5 12 17.90% SLAMEMVLTGDR 186 197 64.0 27.1 57.2 5 0 0 1,354.6343
A_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 5 5 12 17.90% KLFYSTFATDDRK 261 273 21.9 28.7 12.9 0 1 0 1,591.8116
A_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 5 5 12 17.90% LFYSTFATDDRK 262 273 28.7 27.4 27.6 2 0 0 1,463.7166



B_07 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 2 3 4 8.62% NNTVGLIQLNRPK 44 56 36.0 25.0 36.0 1 1 0 1,466.8439
B_07 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 2 3 4 8.62% SLAMEMVLTGDR 186 197 63.9 27.2 58.6 2 0 0 1,354.6343
B_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 6 7 12 23.40% NNTVGLIQLNRPK 44 56 71.4 25.0 66.2 2 1 0 1,466.8439
B_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 6 7 12 23.40% EMQNLSFQDCYSSK 102 115 58.0 25.0 58.0 2 0 0 1,752.7204
B_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 6 7 12 23.40% SLAMEMVLTGDR 186 197 43.5 27.2 36.3 2 0 0 1,354.6343
B_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 6 7 12 23.40% ESVNAAFEMTLTEGSK 242 257 61.5 25.0 54.3 2 0 0 1,729.7950
B_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 6 7 12 23.40% KLFYSTFATDDRK 261 273 56.1 28.5 37.3 0 2 0 1,591.8116
B_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 6 7 12 23.40% LFYSTFATDDRK 262 273 38.2 27.0 31.0 1 0 0 1,463.7166
C_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 2 3 7 8.62% NNTVGLIQLNRPK 44 56 40.2 25.0 36.9 2 1 0 1,466.8439
C_08 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 2 3 7 8.62% SLAMEMVLTGDR 186 197 68.1 27.2 62.3 4 0 0 1,354.6343
D_13 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 2 2 3 8.62% NNTVGLIQLNRPK 44 56 30.4 25.0 30.4 1 0 0 1,466.8439
D_13 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 2 2 3 8.62% SLAMEMVLTGDR 186 197 51.4 26.9 48.3 2 0 0 1,354.6343
F_11 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 3 4 6 12.10% EMQNLSFQDCYSSK 102 115 26.6 25.0 26.6 1 0 0 1,752.7204
F_11 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 3 4 6 12.10% SLAMEMVLTGDR 186 197 62.4 27.2 55.8 4 0 0 1,322.6444
F_11 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 3 4 6 12.10% EGMTAFVEK 274 282 21.0 25.0 2.2 1 0 0 1,011.4816
G_10 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 3 3 7 11.70% NNTVGLIQLNRPK 44 56 59.7 25.0 59.7 2 0 0 1,466.8439
G_10 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 3 3 7 11.70% SLAMEMVLTGDR 186 197 58.8 26.7 53.2 4 0 0 1,354.6343
G_10 Enoyl‐CoA hydratase, mitochondrial ECHM_HUMAN 31,388 3 3 7 11.70% EGMTAFVEK 274 282 22.6 25.0 16.9 1 0 0 1,011.4816
B_08 Enoyl‐CoA delta isomerase 1, mitochondrial ECI1_HUMAN 32,817 3 3 6 10.30% VLVEPDAGAGVAVMK 47 61 69.5 28.5 61.5 2 0 0 1,471.7827
B_08 Enoyl‐CoA delta isomerase 1, mitochondrial ECI1_HUMAN 32,817 3 3 6 10.30% AVQELWLR 127 134 38.5 27.6 17.5 2 0 0 1,014.5731
B_08 Enoyl‐CoA delta isomerase 1, mitochondrial ECI1_HUMAN 32,817 3 3 6 10.30% SLQMYLER 289 296 30.6 26.3 18.9 2 0 0 1,055.5191
C_08 Enoyl‐CoA delta isomerase 1, mitochondrial ECI1_HUMAN 32,817 3 3 5 10.30% VLVEPDAGAGVAVMK 47 61 57.8 28.5 51.3 2 0 0 1,471.7827
C_08 Enoyl‐CoA delta isomerase 1, mitochondrial ECI1_HUMAN 32,817 3 3 5 10.30% AVQELWLR 127 134 30.6 27.2 13.8 2 0 0 1,014.5731
C_08 Enoyl‐CoA delta isomerase 1, mitochondrial ECI1_HUMAN 32,817 3 3 5 10.30% SLQMYLER 289 296 22.8 26.3 16.3 1 0 0 1,055.5191
F_11 Enoyl‐CoA delta isomerase 1, mitochondrial ECI1_HUMAN 32,817 2 3 5 7.62% VLVEPDAGAGVAVMK 47 61 63.8 28.5 55.1 4 0 0 1,471.7827
F_11 Enoyl‐CoA delta isomerase 1, mitochondrial ECI1_HUMAN 32,817 2 3 5 7.62% SLQMYLER 289 296 31.2 28.4 21.8 1 0 0 1,039.5241
G_10 Enoyl‐CoA delta isomerase 1, mitochondrial ECI1_HUMAN 32,817 2 3 4 7.62% VLVEPDAGAGVAVMK 47 61 69.5 28.3 65.9 3 0 0 1,471.7827
G_10 Enoyl‐CoA delta isomerase 1, mitochondrial ECI1_HUMAN 32,817 2 3 4 7.62% SLQMYLER 289 296 25.7 26.5 16.2 1 0 0 1,055.5191
K_15 Extracellular matrix protein 1 ECM1_HUMAN 60,673 2 2 2 4.81% EVGPPLPQEAVPLQK 101 115 23.9 25.9 17.7 1 0 0 1,601.8900
K_15 Extracellular matrix protein 1 ECM1_HUMAN 60,673 2 2 2 4.81% LTFINDLCGPR 466 476 30.3 27.8 24.5 1 0 0 1,305.6622
A_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 7 7 13 5.09% LGHAETDEQLQNIISK 23 38 39.0 27.6 23.5 0 2 0 1,795.9187
A_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 7 7 13 5.09% VYLGDIPLK 305 313 24.1 25.2 18.7 2 0 0 1,017.5981
A_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 7 7 13 5.09% LLSMAYSAVGK 415 425 33.8 26.7 24.1 2 0 0 1,155.6079
A_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 7 7 13 5.09% YLLLLAAGDPR 517 527 42.1 26.7 40.9 2 0 0 1,201.6941
A_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 7 7 13 5.09% NGPLPIPSEGSGFTK 823 837 34.0 28.3 30.6 2 0 0 1,500.7695
A_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 7 7 13 5.09% LLLQGLMDSVEAK 880 892 57.3 27.6 50.2 2 0 0 1,432.7719
A_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 7 7 13 5.09% VKHEVSGETVVFQGGALGK 1038 1056 33.9 26.5 25.2 0 1 0 1,942.0394
B_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 4 4 6 2.49% VYLGDIPLK 305 313 36.6 26.0 13.5 1 0 0 1,017.5981
B_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 4 4 6 2.49% LLSMAYSAVGK 415 425 38.2 26.6 30.4 2 0 0 1,155.6079
B_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 4 4 6 2.49% YLLLLAAGDPR 517 527 51.9 26.4 46.0 2 0 0 1,201.6941
B_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 4 4 6 2.49% NGPLPIPSEGSGFTK 823 837 33.9 28.0 30.4 1 0 0 1,500.7695
C_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 3 3 4 1.79% YLLLLAAGDPR 517 527 33.9 26.8 32.5 2 0 0 1,201.6941
C_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 3 3 4 1.79% YQFDPNLGIR 1130 1139 24.3 27.8 19.2 1 0 0 1,222.6216
C_26 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 3 3 4 1.79% TIAALLPCLLDK 1250 1261 41.8 25.8 30.7 1 0 0 1,327.7657
H_22 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 5 5 6 3.36% LGHAETDEQLQNIISK 23 38 28.8 27.3 16.5 0 1 0 1,795.9187
H_22 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 5 5 6 3.36% VYLGDIPLK 305 313 24.6 25.2 24.6 1 0 0 1,017.5981
H_22 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 5 5 6 3.36% NGPLPIPSEGSGFTK 823 837 27.7 28.1 27.7 1 0 0 1,500.7695
H_22 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 5 5 6 3.36% YQFDPNLGIR 1130 1139 24.6 28.1 18.6 1 0 0 1,222.6216
H_22 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 5 5 6 3.36% IVAISCAADILK 1633 1644 40.8 27.1 34.1 2 0 0 1,273.7186
I_21 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 3 3 3 1.57% VYLGDIPLK 305 313 15.7 25.2 7.5 1 0 0 1,017.5981
I_21 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 3 3 3 1.57% YLLLLAAGDPR 517 527 31.7 26.1 22.8 1 0 0 1,201.6941
I_21 Proteasome‐associated protein ECM29 homolog ECM29_HUMAN 204,296 3 3 3 1.57% ALSINTLVK 1272 1280 21.6 25.0 9.4 1 0 0 958.5932
A_04 Endothelial differentiation‐related factor 1 EDF1_HUMAN 16,369 2 3 4 16.90% INEKPQVIADYESGR 99 113 60.2 28.6 52.1 1 2 0 1,718.8709
A_04 Endothelial differentiation‐related factor 1 EDF1_HUMAN 16,369 2 3 4 16.90% AIPNNQVLGK 114 123 25.7 25.1 21.2 1 0 0 1,053.6052
A_03 Endothelin‐1 EDN1_HUMAN 24,425 2 2 4 8.02% CWNFCQAGK 119 127 36.7 25.0 34.1 2 0 0 1,170.4820
A_03 Endothelin‐1 EDN1_HUMAN 24,425 2 2 4 8.02% CIYQQLVR 155 162 29.0 28.4 19.0 2 0 0 1,079.5667
C_03 Endothelin‐1 EDN1_HUMAN 24,425 2 2 3 8.02% CWNFCQAGK 119 127 31.6 25.0 27.8 2 0 0 1,170.4820
C_03 Endothelin‐1 EDN1_HUMAN 24,425 2 2 3 8.02% CIYQQLVR 155 162 32.2 28.4 21.6 1 0 0 1,079.5667
G_04 Endothelin‐1 EDN1_HUMAN 24,425 2 2 3 8.02% CWNFCQAGK 119 127 48.1 25.0 39.0 2 0 0 1,170.4820
G_04 Endothelin‐1 EDN1_HUMAN 24,425 2 2 3 8.02% CIYQQLVR 155 162 25.1 28.5 13.3 1 0 0 1,079.5667
H_02 Endothelin‐1 EDN1_HUMAN 24,425 2 2 3 8.02% CWNFCQAGK 119 127 35.3 25.0 35.3 1 0 0 1,170.4820
H_02 Endothelin‐1 EDN1_HUMAN 24,425 2 2 3 8.02% CIYQQLVR 155 162 30.1 28.2 20.6 2 0 0 1,079.5667
I_02 Endothelin‐1 EDN1_HUMAN 24,425 2 2 2 8.02% CWNFCQAGK 119 127 34.2 25.0 28.2 1 0 0 1,170.4820
I_02 Endothelin‐1 EDN1_HUMAN 24,425 2 2 2 8.02% CIYQQLVR 155 162 33.0 28.5 17.9 1 0 0 1,079.5667
K_02 Endothelin‐1 EDN1_HUMAN 24,425 2 2 3 8.02% CWNFCQAGK 119 127 18.9 25.0 5.9 1 0 0 1,170.4820
K_02 Endothelin‐1 EDN1_HUMAN 24,425 2 2 3 8.02% CIYQQLVR 155 162 30.2 28.6 14.7 2 0 0 1,079.5667
K_03 Endothelin‐1 EDN1_HUMAN 24,425 2 2 3 8.02% CWNFCQAGK 119 127 37.2 25.0 29.6 1 0 0 1,170.4820
K_03 Endothelin‐1 EDN1_HUMAN 24,425 2 2 3 8.02% CIYQQLVR 155 162 35.0 28.6 22.3 2 0 0 1,079.5667
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% AAQLATEIADIK 165 176 60.5 28.1 34.0 1 0 0 1,243.6894
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% GPQEVAVYVQELQK 279 292 53.3 28.5 0.0 2 0 0 1,587.8378
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% VTNSTELQHQLDK 473 485 52.7 27.4 39.1 2 0 0 1,512.7654
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% SKENISLLEK 535 544 27.9 27.1 8.3 1 0 0 1,160.6522
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% IQAGEGETAVLNQLQEK 553 569 71.6 28.1 67.9 2 0 0 1,827.9449
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% NHTLQEQVTQLTEK 570 583 36.5 27.8 21.5 1 2 0 1,668.8553
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% VSQLDIQIK 637 645 28.3 27.1 17.1 1 0 0 1,043.6097
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% ITTQLDQVTAK 686 696 60.6 27.7 49.5 2 0 0 1,217.6738
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% EQALQDLQQQR 747 757 37.3 26.3 27.9 2 0 0 1,356.6868
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% QLNTDLELR 758 766 29.8 27.3 17.6 1 0 0 1,101.5900
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% HQLQVQMENTLK 899 910 24.9 26.8 11.9 0 2 0 1,484.7528
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% QNEKEEQQLQGNINELK 949 965 27.2 27.8 18.8 0 2 0 2,042.0151
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% LQQQLTQAAQELAAEK 996 1011 61.8 27.0 52.1 2 0 0 1,769.9394
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% ISVLQNNYEK 1014 1023 36.6 27.5 33.0 1 0 0 1,207.6317
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% KLDNTTAAVQELGR 1319 1332 69.3 28.0 56.7 2 2 0 1,515.8127
A_25 Early endosome antigen 1 EEA1_HUMAN 162,468 16 18 30 14.20% VCDACFNDLQG 1401 1411 31.8 25.0 31.8 2 0 0 1,298.5142
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% QEVQDLQASLK 90 100 44.2 28.0 30.9 2 0 0 1,258.6639
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% AAQLATEIADIK 165 176 70.2 28.0 46.1 2 0 0 1,243.6894
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% GPQEVAVYVQELQK 279 292 68.0 28.8 0.0 2 0 0 1,587.8378
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% LKEELSEVETK 377 387 43.1 28.4 31.9 2 0 0 1,304.6945
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% VTNSTELQHQLDK 473 485 30.0 27.2 18.8 2 0 0 1,512.7654
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% IQAGEGETAVLNQLQEK 553 569 84.5 28.0 76.2 2 0 0 1,827.9449
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% ADLQNHLDTAQNALQDK 663 679 52.4 27.7 43.7 0 2 0 1,894.9256
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% ITTQLDQVTAK 686 696 65.9 27.6 61.3 2 0 0 1,217.6738
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% EQALQDLQQQR 747 757 26.9 26.4 25.5 1 0 0 1,356.6868
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% QLNTDLELR 758 766 32.8 29.0 18.8 1 0 0 1,101.5900
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% IQTTVTELQK 834 843 44.0 27.8 8.7 1 0 0 1,160.6523
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% HQLQVQMENTLK 899 910 29.3 26.5 9.0 0 2 0 1,484.7528
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% QIEALQGELK 974 983 44.7 28.3 30.7 1 0 0 1,128.6261
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% LQQQLTQAAQELAAEK 996 1011 51.8 27.1 48.4 2 2 0 1,769.9394
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% ISVLQNNYEK 1014 1023 27.8 28.1 16.9 1 0 0 1,207.6317
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% LTMQITALNENLGTVK 1239 1254 56.4 28.1 42.8 2 0 0 1,761.9418
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% GEIAVLEATVQNNQDER 1276 1292 62.3 27.3 57.2 1 0 0 1,885.9251
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% KLDNTTAAVQELGR 1319 1332 29.0 28.0 17.5 0 2 0 1,515.8127
B_25 Early endosome antigen 1 EEA1_HUMAN 162,468 19 20 33 17.20% VCDACFNDLQG 1401 1411 42.8 25.0 42.8 1 0 0 1,298.5142
B_29 Early endosome antigen 1 EEA1_HUMAN 162,468 2 2 2 1.98% EAQNDLEQVLR 506 516 27.3 27.9 17.7 1 0 0 1,314.6649
B_29 Early endosome antigen 1 EEA1_HUMAN 162,468 2 2 2 1.98% ADLQNHLDTAQNALQDK 663 679 20.8 27.6 14.6 0 1 0 1,894.9256
C_25 Early endosome antigen 1 EEA1_HUMAN 162,468 8 8 11 6.52% AAQLATEIADIK 165 176 55.2 28.1 33.8 2 0 0 1,243.6894
C_25 Early endosome antigen 1 EEA1_HUMAN 162,468 8 8 11 6.52% GPQEVAVYVQELQK 279 292 26.9 29.1 0.0 0 2 0 1,587.8378
C_25 Early endosome antigen 1 EEA1_HUMAN 162,468 8 8 11 6.52% EAQNDLEQVLR 506 516 33.4 27.2 22.3 1 0 0 1,314.6649
C_25 Early endosome antigen 1 EEA1_HUMAN 162,468 8 8 11 6.52% ASKEQALQDLQQQR 744 757 24.4 27.3 17.3 0 1 0 1,642.8509
C_25 Early endosome antigen 1 EEA1_HUMAN 162,468 8 8 11 6.52% QLNTDLELR 758 766 22.9 27.4 9.2 1 0 0 1,101.5900
C_25 Early endosome antigen 1 EEA1_HUMAN 162,468 8 8 11 6.52% IQTTVTELQK 834 843 34.5 27.8 24.3 1 0 0 1,160.6523
C_25 Early endosome antigen 1 EEA1_HUMAN 162,468 8 8 11 6.52% ISVLQNNYEK 1014 1023 33.1 28.3 23.5 1 0 0 1,207.6317



C_25 Early endosome antigen 1 EEA1_HUMAN 162,468 8 8 11 6.52% LSLAQEDLISNR 1056 1067 68.2 27.6 51.3 2 0 0 1,358.7275
D_29 Early endosome antigen 1 EEA1_HUMAN 162,468 3 3 5 2.34% AAQLATEIADIK 165 176 48.4 27.8 29.6 2 0 0 1,243.6894
D_29 Early endosome antigen 1 EEA1_HUMAN 162,468 3 3 5 2.34% ITTQLDQVTAK 686 696 34.5 27.8 22.2 1 0 0 1,217.6738
D_29 Early endosome antigen 1 EEA1_HUMAN 162,468 3 3 5 2.34% IQTTVTELQK 834 843 20.9 27.7 0.0 2 0 0 1,160.6523
H_21 Early endosome antigen 1 EEA1_HUMAN 162,468 5 5 7 4.11% AAQLATEIADIK 165 176 86.2 28.0 59.5 2 0 0 1,243.6894
H_21 Early endosome antigen 1 EEA1_HUMAN 162,468 5 5 7 4.11% ASKEQALQDLQQQR 744 757 33.7 27.7 12.9 0 1 0 1,642.8509
H_21 Early endosome antigen 1 EEA1_HUMAN 162,468 5 5 7 4.11% QIEALQGELK 974 983 37.7 28.2 24.0 1 0 0 1,128.6261
H_21 Early endosome antigen 1 EEA1_HUMAN 162,468 5 5 7 4.11% ISVLQNNYEK 1014 1023 24.2 28.0 21.3 1 0 0 1,207.6317
H_21 Early endosome antigen 1 EEA1_HUMAN 162,468 5 5 7 4.11% LSLAQEDLISNR 1056 1067 74.3 27.7 63.5 2 0 0 1,358.7275
K_21 Early endosome antigen 1 EEA1_HUMAN 162,468 10 10 14 8.79% AAQLATEIADIK 165 176 75.3 28.1 49.8 2 0 0 1,243.6894
K_21 Early endosome antigen 1 EEA1_HUMAN 162,468 10 10 14 8.79% EAQNDLEQVLR 506 516 36.5 27.6 25.2 1 0 0 1,314.6649
K_21 Early endosome antigen 1 EEA1_HUMAN 162,468 10 10 14 8.79% IQNLEALLQK 525 534 47.7 25.0 32.3 2 0 0 1,169.6890
K_21 Early endosome antigen 1 EEA1_HUMAN 162,468 10 10 14 8.79% IQAGEGETAVLNQLQEK 553 569 78.8 27.6 72.2 2 0 0 1,827.9449
K_21 Early endosome antigen 1 EEA1_HUMAN 162,468 10 10 14 8.79% ADLQNHLDTAQNALQDK 663 679 44.5 27.5 35.7 0 2 0 1,894.9256
K_21 Early endosome antigen 1 EEA1_HUMAN 162,468 10 10 14 8.79% ITTQLDQVTAK 686 696 31.2 27.7 22.1 1 0 0 1,217.6738
K_21 Early endosome antigen 1 EEA1_HUMAN 162,468 10 10 14 8.79% IQTTVTELQK 834 843 26.0 27.3 18.0 1 0 0 1,160.6523
K_21 Early endosome antigen 1 EEA1_HUMAN 162,468 10 10 14 8.79% ISVLQNNYEK 1014 1023 41.1 28.0 35.6 1 0 0 1,207.6317
K_21 Early endosome antigen 1 EEA1_HUMAN 162,468 10 10 14 8.79% LSLAQEDLISNR 1056 1067 55.4 28.1 46.6 1 0 0 1,358.7275
K_21 Early endosome antigen 1 EEA1_HUMAN 162,468 10 10 14 8.79% KLDNTTAAVQELGR 1319 1332 33.6 28.0 19.9 0 1 0 1,515.8127
L_16 Early endosome antigen 1 EEA1_HUMAN 162,468 2 2 3 0.99% ASKEQALQDLQQQR 744 757 42.4 27.6 24.2 0 2 0 1,642.8509
L_16 Early endosome antigen 1 EEA1_HUMAN 162,468 2 2 3 0.99% EQALQDLQQQR 747 757 35.3 26.7 32.9 1 0 0 1,356.6868
A_05 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% YYVTIIDAPGHR 85 96 50.5 28.5 41.4 0 2 0 1,404.7271
A_05 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 33.2 25.0 27.9 1 0 0 1,025.6104
A_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 5.19% YYVTIIDAPGHR 85 96 56.7 28.5 46.4 2 2 0 1,404.7271
A_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 5.19% EHALLAYTLGVK 135 146 43.5 28.0 37.5 2 0 0 1,314.7417
A_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.33% YYVTIIDAPGHR 85 96 49.3 28.4 39.0 0 2 0 1,404.7271
A_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.33% LPLQDVYK 248 255 35.5 28.1 28.4 1 0 0 975.5511
A_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 6.93% YYVTIIDAPGHR 85 96 47.2 28.5 32.7 2 2 0 1,404.7271
A_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 6.93% EHALLAYTLGVK 135 146 42.7 28.0 41.4 2 0 0 1,314.7417
A_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 6.93% LPLQDVYK 248 255 31.9 27.5 25.7 1 0 0 975.5511
A_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 5.19% YYVTIIDAPGHR 85 96 61.8 28.5 50.9 2 2 0 1,404.7271
A_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 5.19% EHALLAYTLGVK 135 146 59.0 28.3 52.7 2 0 0 1,314.7417
A_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.19% YYVTIIDAPGHR 85 96 56.8 28.4 50.5 0 2 0 1,404.7271
A_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.19% EHALLAYTLGVK 135 146 52.5 28.0 42.9 2 0 0 1,314.7417
A_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.31% YYVTIIDAPGHR 85 96 46.4 28.2 34.7 0 2 0 1,404.7271
A_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.31% EHALLAYTLGVK 135 146 52.2 28.0 50.1 2 0 0 1,314.7417
A_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.31% LPLQDVYK 248 255 41.4 27.9 31.3 2 0 0 975.5511
A_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.31% IGGIGTVPVGR 256 266 41.9 25.0 29.4 2 0 0 1,025.6104
A_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 11 12 20 27.50% THINIVVIGHVDSGK 6 20 51.5 27.6 51.5 0 2 0 1,588.8807
A_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 11 12 20 27.50% STTTGHLIYK 21 30 30.9 28.4 23.7 1 0 0 1,120.5998
A_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 11 12 20 27.50% TIEKFEKEAAEMGK 38 51 19.9 27.1 16.5 0 2 0 1,626.8046
A_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 11 12 20 27.50% YYVTIIDAPGHR 85 96 34.3 28.4 16.1 0 2 0 1,404.7271
A_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 11 12 20 27.50% EHALLAYTLGVK 135 146 23.5 28.3 21.8 1 0 0 1,314.7417
A_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 11 12 20 27.50% YEEIVKEVSTYIK 167 179 51.0 27.8 39.6 2 1 0 1,600.8469
A_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 11 12 20 27.50% IGGIGTVPVGR 256 266 71.8 25.0 63.2 5 0 0 1,025.6104
A_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 11 12 20 27.50% VETGVLKPGMVVTFAPVNVTTEVK 267 290 49.5 25.0 45.8 0 1 0 2,531.3792
A_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 11 12 20 27.50% FAVRDMRQTVAVGVIK 424 439 21.6 25.4 21.6 1 0 0 1,806.0056
A_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 11 12 20 27.50% DMRQTVAVGVIK 428 439 23.7 28.2 10.9 1 0 0 1,332.7306
A_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 11 12 20 27.50% QTVAVGVIK 431 439 47.2 25.3 28.9 1 0 0 914.5670
A_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 8.23% THINIVVIGHVDSGK 6 20 39.6 27.6 29.4 0 2 0 1,588.8807
A_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 8.23% YYVTIIDAPGHR 85 96 59.4 28.5 57.1 2 0 0 1,404.7271
A_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 8.23% IGGIGTVPVGR 256 266 64.7 25.0 58.9 2 0 0 1,025.6104
A_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% YYVTIIDAPGHR 85 96 35.0 28.5 35.0 1 0 0 1,404.7271
A_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% EHALLAYTLGVK 135 146 33.3 28.0 24.5 2 0 0 1,314.7417
A_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% IGGIGTVPVGR 256 266 57.6 25.0 53.0 2 0 0 1,025.6104
A_17 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 8 7.58% YYVTIIDAPGHR 85 96 56.1 28.4 46.9 2 2 0 1,404.7271
A_17 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 8 7.58% EHALLAYTLGVK 135 146 37.0 28.3 31.6 2 0 0 1,314.7417
A_17 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 8 7.58% IGGIGTVPVGR 256 266 39.9 25.0 33.3 2 0 0 1,025.6104
A_18 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 4 4.55% YYVTIIDAPGHR 85 96 53.3 28.5 46.2 1 2 0 1,404.7271
A_18 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 4 4.55% QTVAVGVIK 431 439 25.6 25.3 15.8 1 0 0 914.5670
A_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% YYVTIIDAPGHR 85 96 51.2 28.5 46.4 2 0 0 1,404.7271
A_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% EHALLAYTLGVK 135 146 39.8 28.0 34.3 2 0 0 1,314.7417
A_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% IGGIGTVPVGR 256 266 38.5 25.0 30.3 2 0 0 1,025.6104
A_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.19% YYVTIIDAPGHR 85 96 60.5 28.5 50.0 0 2 0 1,404.7271
A_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.19% EHALLAYTLGVK 135 146 47.6 28.3 39.3 2 0 0 1,314.7417
A_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.52% YYVTIIDAPGHR 85 96 66.0 28.5 55.4 0 2 0 1,404.7271
A_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.52% EHALLAYTLGVK 135 146 48.2 28.6 37.1 2 0 0 1,314.7417
A_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.52% IGGIGTVPVGR 256 266 51.4 25.0 40.5 2 0 0 1,025.6104
A_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.52% QTVAVGVIK 431 439 22.6 25.0 11.9 2 0 0 914.5670
A_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 7.58% YYVTIIDAPGHR 85 96 51.0 28.5 40.8 0 1 0 1,404.7271
A_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 7.58% EHALLAYTLGVK 135 146 50.3 28.0 41.4 2 0 0 1,314.7417
A_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 7.58% IGGIGTVPVGR 256 266 64.1 25.0 54.3 1 0 0 1,025.6104
A_23 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% YYVTIIDAPGHR 85 96 51.2 28.5 46.2 0 2 0 1,404.7271
A_23 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% EHALLAYTLGVK 135 146 45.8 28.0 37.6 2 0 0 1,314.7417
A_23 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% IGGIGTVPVGR 256 266 28.4 25.0 28.1 1 0 0 1,025.6104
A_24 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 5.19% YYVTIIDAPGHR 85 96 39.8 28.5 31.0 0 2 0 1,404.7271
A_24 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 5.19% EHALLAYTLGVK 135 146 37.5 28.0 28.6 1 0 0 1,314.7417
A_25 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% YYVTIIDAPGHR 85 96 60.7 28.5 55.9 0 2 0 1,404.7271
A_25 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% EHALLAYTLGVK 135 146 49.4 28.3 39.2 2 0 0 1,314.7417
A_25 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% IGGIGTVPVGR 256 266 38.3 25.0 33.7 1 0 0 1,025.6104
A_26 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 10.80% THINIVVIGHVDSGK 6 20 23.9 27.5 19.0 0 1 0 1,588.8807
A_26 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 10.80% YYVTIIDAPGHR 85 96 67.9 28.5 63.5 0 2 0 1,404.7271
A_26 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 10.80% EHALLAYTLGVK 135 146 42.0 28.0 32.5 2 0 0 1,314.7417
A_26 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 10.80% IGGIGTVPVGR 256 266 52.0 25.0 35.0 2 0 0 1,025.6104
A_27 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.31% YYVTIIDAPGHR 85 96 65.4 28.5 55.2 1 2 0 1,404.7271
A_27 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.31% EHALLAYTLGVK 135 146 38.4 28.2 32.7 2 0 0 1,314.7417
A_27 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.31% LPLQDVYK 248 255 35.3 27.9 25.7 2 0 0 975.5511
A_27 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.31% IGGIGTVPVGR 256 266 73.6 25.0 65.0 2 0 0 1,025.6104
A_28 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 7.58% YYVTIIDAPGHR 85 96 61.0 28.4 54.0 2 2 0 1,404.7271
A_28 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 7.58% EHALLAYTLGVK 135 146 41.3 28.0 35.4 2 0 0 1,314.7417
A_28 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 7.58% IGGIGTVPVGR 256 266 32.5 25.0 19.2 1 0 0 1,025.6104
A_29 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 7.58% YYVTIIDAPGHR 85 96 66.8 28.5 60.8 2 2 0 1,404.7271
A_29 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 7.58% EHALLAYTLGVK 135 146 40.1 28.0 30.1 2 0 0 1,314.7417
A_29 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 7.58% IGGIGTVPVGR 256 266 31.2 25.0 22.9 1 0 0 1,025.6104
A_30 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.31% YYVTIIDAPGHR 85 96 63.5 28.4 51.8 2 2 0 1,404.7271
A_30 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.31% EHALLAYTLGVK 135 146 38.9 28.3 33.2 1 0 0 1,314.7417
A_30 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.31% LPLQDVYK 248 255 46.7 28.1 40.0 2 0 0 975.5511
A_30 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.31% IGGIGTVPVGR 256 266 61.3 25.0 54.8 2 0 0 1,025.6104
A_31 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 8 7.58% YYVTIIDAPGHR 85 96 60.6 28.4 55.9 2 2 0 1,404.7271
A_31 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 8 7.58% EHALLAYTLGVK 135 146 39.5 28.0 30.2 2 0 0 1,314.7417
A_31 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 8 7.58% IGGIGTVPVGR 256 266 69.2 25.0 63.4 2 0 0 1,025.6104
A_32 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 5.19% YYVTIIDAPGHR 85 96 54.0 28.2 48.1 2 2 0 1,404.7271
A_32 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 5.19% EHALLAYTLGVK 135 146 50.7 28.0 40.4 2 0 0 1,314.7417
B_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% YYVTIIDAPGHR 85 96 59.2 28.5 49.6 0 2 0 1,404.7271
B_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% EHALLAYTLGVK 135 146 34.5 28.0 23.6 2 0 0 1,314.7417
B_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% LPLQDVYK 248 255 37.3 28.4 26.4 1 0 0 975.5511
B_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 3 6.93% YYVTIIDAPGHR 85 96 32.5 28.4 26.6 0 1 0 1,404.7271
B_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 3 6.93% EHALLAYTLGVK 135 146 33.5 28.0 19.7 1 0 0 1,314.7417
B_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 3 6.93% LPLQDVYK 248 255 37.8 28.1 31.1 1 0 0 975.5511
B_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% YYVTIIDAPGHR 85 96 34.4 28.5 22.1 0 2 0 1,404.7271
B_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% EHALLAYTLGVK 135 146 32.6 28.3 25.6 2 0 0 1,314.7417
B_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% LPLQDVYK 248 255 36.2 28.4 24.7 1 0 0 975.5511



B_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 6.93% YYVTIIDAPGHR 85 96 60.0 28.5 46.9 2 2 0 1,404.7271
B_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 6.93% EHALLAYTLGVK 135 146 35.3 28.0 31.7 2 0 0 1,314.7417
B_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 6.93% LPLQDVYK 248 255 27.3 28.1 23.2 1 0 0 975.5511
B_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% YYVTIIDAPGHR 85 96 53.4 28.2 38.8 0 2 0 1,404.7271
B_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% EHALLAYTLGVK 135 146 29.5 28.0 23.0 1 0 0 1,314.7417
B_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% IGGIGTVPVGR 256 266 79.9 25.0 69.3 2 0 0 1,025.6104
B_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% YYVTIIDAPGHR 85 96 66.1 28.5 53.5 0 2 0 1,404.7271
B_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 30.2 25.0 20.7 1 0 0 1,025.6104
B_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 10 8.66% YYVTIIDAPGHR 85 96 29.1 28.2 19.7 0 2 0 1,404.7271
B_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 10 8.66% LPLQDVYK 248 255 30.8 28.1 25.0 1 0 0 975.5511
B_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 10 8.66% IGGIGTVPVGR 256 266 77.5 25.0 69.9 6 0 0 1,025.6104
B_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 10 8.66% QTVAVGVIK 431 439 24.5 25.3 18.3 1 0 0 914.5670
B_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 8.87% YYVTIIDAPGHR 85 96 59.5 28.2 53.3 2 0 0 1,404.7271
B_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 8.87% EHALLAYTLGVK 135 146 65.2 28.0 53.7 2 0 0 1,314.7417
B_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 8.87% LPLQDVYK 248 255 48.3 28.4 40.6 2 0 0 975.5511
B_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 8.87% QTVAVGVIK 431 439 46.2 25.0 34.8 2 0 0 914.5670
B_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 4 5.19% YYVTIIDAPGHR 85 96 53.3 28.5 42.2 1 1 0 1,404.7271
B_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 4 5.19% EHALLAYTLGVK 135 146 41.6 28.0 32.5 2 0 0 1,314.7417
B_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% YYVTIIDAPGHR 85 96 54.7 28.2 48.7 0 2 0 1,404.7271
B_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% EHALLAYTLGVK 135 146 38.5 28.2 28.2 2 0 0 1,314.7417
B_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% IGGIGTVPVGR 256 266 52.6 25.0 50.5 2 0 0 1,025.6104
B_17 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% YYVTIIDAPGHR 85 96 46.5 28.3 37.8 0 2 0 1,404.7271
B_17 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% IGGIGTVPVGR 256 266 48.7 25.0 48.0 2 0 0 1,025.6104
B_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.19% YYVTIIDAPGHR 85 96 55.6 28.5 45.5 0 2 0 1,404.7271
B_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.19% EHALLAYTLGVK 135 146 39.4 28.0 35.4 2 0 0 1,314.7417
B_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.19% YYVTIIDAPGHR 85 96 56.7 28.3 48.5 0 2 0 1,404.7271
B_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.19% EHALLAYTLGVK 135 146 40.5 28.0 30.5 2 0 0 1,314.7417
B_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.31% YYVTIIDAPGHR 85 96 63.4 28.2 55.0 0 2 0 1,404.7271
B_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.31% EHALLAYTLGVK 135 146 43.9 28.2 36.5 2 0 0 1,314.7417
B_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.31% LPLQDVYK 248 255 34.4 27.8 23.2 2 0 0 975.5511
B_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.31% IGGIGTVPVGR 256 266 64.7 25.0 60.3 2 0 0 1,025.6104
B_23 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% EHALLAYTLGVK 135 146 24.5 28.2 19.7 1 0 0 1,314.7417
B_23 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 69.4 25.0 61.7 2 0 0 1,025.6104
B_24 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.19% YYVTIIDAPGHR 85 96 66.7 28.2 59.7 0 2 0 1,404.7271
B_24 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.19% EHALLAYTLGVK 135 146 34.5 28.0 29.7 2 0 0 1,314.7417
B_25 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% EHALLAYTLGVK 135 146 32.9 28.2 22.1 2 0 0 1,314.7417
B_25 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% IGGIGTVPVGR 256 266 71.2 25.0 66.1 2 0 0 1,025.6104
B_26 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% YYVTIIDAPGHR 85 96 52.4 28.5 46.3 0 2 0 1,404.7271
B_26 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% EHALLAYTLGVK 135 146 36.7 27.9 31.9 2 0 0 1,314.7417
B_26 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% IGGIGTVPVGR 256 266 55.3 25.0 49.2 2 0 0 1,025.6104
B_27 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 9.31% YYVTIIDAPGHR 85 96 54.9 28.3 47.4 0 2 0 1,404.7271
B_27 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 9.31% EHALLAYTLGVK 135 146 35.2 28.3 27.6 1 0 0 1,314.7417
B_27 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 9.31% LPLQDVYK 248 255 35.7 27.8 30.9 2 0 0 975.5511
B_27 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 9.31% IGGIGTVPVGR 256 266 72.9 25.0 61.2 2 0 0 1,025.6104
B_28 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% YYVTIIDAPGHR 85 96 46.9 28.3 40.8 0 2 0 1,404.7271
B_28 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% EHALLAYTLGVK 135 146 30.1 28.3 22.2 2 0 0 1,314.7417
B_28 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% IGGIGTVPVGR 256 266 60.0 25.0 54.7 2 0 0 1,025.6104
B_29 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.31% YYVTIIDAPGHR 85 96 48.1 28.3 48.1 2 0 0 1,404.7271
B_29 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.31% EHALLAYTLGVK 135 146 44.5 28.3 39.7 2 0 0 1,314.7417
B_29 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.31% LPLQDVYK 248 255 28.0 27.8 21.0 2 0 0 975.5511
B_29 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 8 9.31% IGGIGTVPVGR 256 266 66.8 25.0 61.3 2 0 0 1,025.6104
B_30 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.31% YYVTIIDAPGHR 85 96 67.4 28.4 58.8 2 2 0 1,404.7271
B_30 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.31% EHALLAYTLGVK 135 146 27.7 28.0 27.5 1 0 0 1,314.7417
B_30 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.31% LPLQDVYK 248 255 33.2 27.8 20.0 2 0 0 975.5511
B_30 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.31% IGGIGTVPVGR 256 266 57.6 25.0 57.0 2 0 0 1,025.6104
B_31 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% YYVTIIDAPGHR 85 96 68.8 28.3 62.2 0 2 0 1,404.7271
B_31 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% EHALLAYTLGVK 135 146 41.0 28.3 36.7 2 0 0 1,314.7417
B_31 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% IGGIGTVPVGR 256 266 45.7 25.0 38.5 2 0 0 1,025.6104
B_32 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% YYVTIIDAPGHR 85 96 55.7 28.3 47.1 0 2 0 1,404.7271
B_32 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% EHALLAYTLGVK 135 146 47.4 28.0 41.9 2 0 0 1,314.7417
B_32 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% IGGIGTVPVGR 256 266 57.5 25.0 48.1 2 0 0 1,025.6104
C_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 9.31% YYVTIIDAPGHR 85 96 49.1 28.2 40.0 0 2 0 1,404.7271
C_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 9.31% EHALLAYTLGVK 135 146 35.8 28.5 33.6 2 0 0 1,314.7417
C_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 9.31% LPLQDVYK 248 255 27.7 27.6 20.9 1 0 0 975.5511
C_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 9.31% IGGIGTVPVGR 256 266 62.2 25.0 54.2 2 0 0 1,025.6104
C_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.19% YYVTIIDAPGHR 85 96 33.1 28.4 29.6 0 2 0 1,404.7271
C_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.19% EHALLAYTLGVK 135 146 29.7 28.0 29.0 2 0 0 1,314.7417
C_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% YYVTIIDAPGHR 85 96 42.1 28.4 31.8 0 2 0 1,404.7271
C_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% IGGIGTVPVGR 256 266 60.0 25.0 55.1 2 0 0 1,025.6104
C_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% YYVTIIDAPGHR 85 96 44.6 28.2 35.3 0 2 0 1,404.7271
C_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% EHALLAYTLGVK 135 146 46.4 28.3 43.5 2 0 0 1,314.7417
C_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% IGGIGTVPVGR 256 266 67.2 25.0 58.0 2 0 0 1,025.6104
C_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 10 11 24 25.80% THINIVVIGHVDSGK 6 20 47.7 27.6 47.7 0 2 0 1,588.8807
C_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 10 11 24 25.80% STTTGHLIYK 21 30 25.5 28.3 19.6 1 0 0 1,120.5998
C_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 10 11 24 25.80% TIEKFEKEAAEMGK 38 51 39.7 27.2 34.5 2 2 0 1,626.8046
C_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 10 11 24 25.80% YYVTIIDAPGHR 85 96 50.0 28.4 39.8 0 3 0 1,404.7271
C_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 10 11 24 25.80% EHALLAYTLGVK 135 146 49.6 28.6 43.0 2 0 0 1,314.7417
C_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 10 11 24 25.80% QLIVGVNKMDSTEPPYSQK 147 165 27.5 27.8 21.9 0 2 0 2,150.0801
C_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 10 11 24 25.80% YEEIVKEVSTYIK 167 179 55.2 27.8 41.0 2 0 0 1,600.8469
C_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 10 11 24 25.80% YEEIVKEVSTYIKK 167 180 39.1 26.8 32.3 1 0 0 1,728.9419
C_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 10 11 24 25.80% IGGIGTVPVGR 256 266 69.4 25.0 61.8 6 0 0 1,025.6104
C_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 10 11 24 25.80% DMRQTVAVGVIK 428 439 33.9 28.2 17.3 1 0 0 1,332.7306
C_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 11.30% THINIVVIGHVDSGK 6 20 19.6 27.3 17.5 0 1 0 1,588.8807
C_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 11.30% TIEKFEKEAAEMGK 38 51 35.0 27.1 29.2 0 2 0 1,626.8046
C_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 11.30% YYVTIIDAPGHR 85 96 52.3 28.4 45.5 2 0 0 1,404.7271
C_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 11.30% IGGIGTVPVGR 256 266 77.1 25.0 68.6 2 0 0 1,025.6104
C_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% YYVTIIDAPGHR 85 96 42.6 28.4 36.7 0 1 0 1,404.7271
C_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 59.2 25.0 49.4 2 0 0 1,025.6104
C_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% YYVTIIDAPGHR 85 96 40.7 28.4 35.1 0 2 0 1,404.7271
C_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% EHALLAYTLGVK 135 146 31.0 28.6 27.0 2 0 0 1,314.7417
C_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% IGGIGTVPVGR 256 266 40.9 25.0 31.6 1 0 0 1,025.6104
C_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% LPLQDVYK 248 255 29.5 27.6 19.9 1 0 0 975.5511
C_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% IGGIGTVPVGR 256 266 58.9 25.0 44.7 2 0 0 1,025.6104
C_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% EHALLAYTLGVK 135 146 28.2 28.0 23.7 1 0 0 1,314.7417
C_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 52.1 25.0 49.8 2 0 0 1,025.6104
C_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% YYVTIIDAPGHR 85 96 33.4 28.2 29.3 0 2 0 1,404.7271
C_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% EHALLAYTLGVK 135 146 34.5 28.0 29.2 2 0 0 1,314.7417
C_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% LPLQDVYK 248 255 32.0 28.1 25.7 1 0 0 975.5511
C_31 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% EHALLAYTLGVK 135 146 31.8 28.3 27.8 1 0 0 1,314.7417
C_31 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 54.5 25.0 47.4 2 0 0 1,025.6104
D_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.11% LPLQDVYK 248 255 26.7 28.0 15.7 2 0 0 975.5511
D_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.11% IGGIGTVPVGR 256 266 40.2 25.0 23.4 2 0 0 1,025.6104
D_17 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% LPLQDVYK 248 255 28.8 27.6 22.0 1 0 0 975.5511
D_17 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% IGGIGTVPVGR 256 266 51.7 25.0 41.6 2 0 0 1,025.6104
D_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 8.23% STTTGHLIYK 21 30 33.2 27.7 24.5 1 0 0 1,120.5998
D_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 8.23% LPLQDVYK 248 255 28.4 28.0 21.9 1 0 0 975.5511
D_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 8.23% IGGIGTVPVGR 256 266 31.1 25.0 21.2 2 0 0 1,025.6104
D_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 8.23% QTVAVGVIK 431 439 39.9 25.7 21.6 2 0 0 914.5670
D_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 7 7 12 18.60% STTTGHLIYK 21 30 29.3 27.6 22.4 2 0 0 1,120.5998
D_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 7 7 12 18.60% YYVTIIDAPGHR 85 96 48.6 28.4 46.2 2 0 0 1,404.7271
D_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 7 7 12 18.60% EHALLAYTLGVK 135 146 35.3 28.2 30.6 2 0 0 1,314.7417
D_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 7 7 12 18.60% LPLQDVYK 248 255 32.9 28.0 26.0 1 0 0 975.5511



D_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 7 7 12 18.60% IGGIGTVPVGR 256 266 59.5 25.0 53.9 2 0 0 1,025.6104
D_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 7 7 12 18.60% VETGVLKPGMVVTFAPVNVTTEVK 267 290 55.5 25.0 51.6 0 2 0 2,531.3792
D_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 7 7 12 18.60% QTVAVGVIK 431 439 26.9 25.7 12.7 1 0 0 914.5670
D_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 5 7 14.10% STTTGHLIYK 21 30 32.8 28.0 22.8 2 0 0 1,120.5998
D_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 5 7 14.10% YYVTIIDAPGHR 85 96 29.1 28.4 24.5 0 1 0 1,404.7271
D_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 5 7 14.10% LPLQDVYK 248 255 27.2 28.0 21.3 1 0 0 975.5511
D_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 5 7 14.10% IGGIGTVPVGR 256 266 66.6 25.0 59.7 2 0 0 1,025.6104
D_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 5 7 14.10% VETGVLKPGMVVTFAPVNVTTEVK 267 290 37.6 25.1 34.2 0 1 0 2,531.3792
D_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% LPLQDVYK 248 255 35.2 28.0 28.0 1 0 0 975.5511
D_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% IGGIGTVPVGR 256 266 44.1 25.0 32.8 2 0 0 1,025.6104
D_27 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% LPLQDVYK 248 255 30.4 27.6 12.9 1 0 0 975.5511
D_27 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% IGGIGTVPVGR 256 266 58.8 25.0 50.0 2 0 0 1,025.6104
D_29 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 8.87% STTTGHLIYK 21 30 38.4 27.9 27.2 2 0 0 1,120.5998
D_29 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 8.87% YYVTIIDAPGHR 85 96 27.0 28.2 18.2 0 1 0 1,404.7271
D_29 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 8.87% LPLQDVYK 248 255 34.4 27.6 24.7 2 0 0 975.5511
D_29 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 8.87% IGGIGTVPVGR 256 266 71.5 25.0 60.4 2 0 0 1,025.6104
D_31 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 8.23% STTTGHLIYK 21 30 25.3 27.7 18.9 2 0 0 1,120.5998
D_31 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 8.23% LPLQDVYK 248 255 33.9 27.6 26.5 1 0 0 975.5511
D_31 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 8.23% IGGIGTVPVGR 256 266 71.4 25.0 62.9 2 0 0 1,025.6104
D_31 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 8.23% QTVAVGVIK 431 439 21.7 25.7 5.4 1 0 0 914.5670
D_32 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.28% STTTGHLIYK 21 30 29.7 28.0 12.5 2 0 0 1,120.5998
D_32 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.28% LPLQDVYK 248 255 35.1 27.6 23.6 1 0 0 975.5511
D_32 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.28% IGGIGTVPVGR 256 266 43.7 25.0 33.7 2 0 0 1,025.6104
E_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.11% LPLQDVYK 248 255 29.2 27.6 26.9 2 0 0 975.5511
E_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.11% IGGIGTVPVGR 256 266 41.9 25.0 41.3 2 0 0 1,025.6104
F_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 5.19% YYVTIIDAPGHR 85 96 35.2 28.5 29.5 0 1 0 1,404.7271
F_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 5.19% EHALLAYTLGVK 135 146 37.1 28.0 28.2 2 0 0 1,314.7417
F_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% EHALLAYTLGVK 135 146 35.6 28.0 33.7 2 0 0 1,314.7417
F_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% IGGIGTVPVGR 256 266 78.2 25.0 70.8 2 0 0 1,025.6104
F_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% YYVTIIDAPGHR 85 96 49.9 28.5 43.2 0 2 0 1,404.7271
F_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% IGGIGTVPVGR 256 266 72.0 25.0 64.4 2 0 0 1,025.6104
F_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.55% EHALLAYTLGVK 135 146 52.8 28.0 41.3 2 0 0 1,314.7417
F_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.55% QTVAVGVIK 431 439 27.9 25.0 16.8 1 0 0 914.5670
F_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% YYVTIIDAPGHR 85 96 56.5 28.4 55.7 2 0 0 1,404.7271
F_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 65.1 25.0 57.2 1 0 0 1,025.6104
F_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 5.84% THINIVVIGHVDSGK 6 20 51.5 27.5 46.6 0 2 0 1,588.8807
F_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 5.84% YYVTIIDAPGHR 85 96 69.6 28.4 60.7 2 2 0 1,404.7271
G_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 6.93% EHALLAYTLGVK 135 146 32.5 27.9 24.8 1 0 0 1,314.7417
G_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 6.93% IGGIGTVPVGR 256 266 69.1 25.0 58.3 2 0 0 1,025.6104
G_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 6.93% QTVAVGVIK 431 439 46.8 28.1 28.3 1 0 0 914.5670
G_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.96% THINIVVIGHVDSGK 6 20 41.0 27.5 32.3 0 2 0 1,588.8807
G_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.96% YYVTIIDAPGHR 85 96 52.0 28.1 43.9 1 2 0 1,404.7271
G_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.96% LPLQDVYK 248 255 55.1 28.5 43.8 2 0 0 975.5511
G_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.96% IGGIGTVPVGR 256 266 67.3 25.0 56.0 2 0 0 1,025.6104
H_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 2 4.33% YYVTIIDAPGHR 85 96 24.9 28.5 20.4 0 1 0 1,404.7271
H_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 2 4.33% LPLQDVYK 248 255 33.4 27.9 26.2 1 0 0 975.5511
H_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 6.71% EHALLAYTLGVK 135 146 27.9 28.0 21.2 2 0 0 1,314.7417
H_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 6.71% LPLQDVYK 248 255 39.3 27.8 27.0 2 0 0 975.5511
H_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 6.71% IGGIGTVPVGR 256 266 68.8 25.0 59.5 2 0 0 1,025.6104
H_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% YYVTIIDAPGHR 85 96 32.1 28.3 28.4 0 2 0 1,404.7271
H_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% EHALLAYTLGVK 135 146 28.0 28.3 24.3 2 0 0 1,314.7417
H_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% IGGIGTVPVGR 256 266 38.4 25.0 34.2 2 0 0 1,025.6104
H_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% YYVTIIDAPGHR 85 96 43.3 28.2 33.7 0 1 0 1,404.7271
H_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% IGGIGTVPVGR 256 266 62.0 25.0 52.9 2 0 0 1,025.6104
H_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% QTVAVGVIK 431 439 32.7 25.3 19.5 2 0 0 914.5670
H_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 6.71% YYVTIIDAPGHR 85 96 42.0 28.3 39.6 2 0 0 1,404.7271
H_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 6.71% LPLQDVYK 248 255 25.2 27.8 17.8 2 0 0 975.5511
H_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 6.71% IGGIGTVPVGR 256 266 48.1 25.0 47.2 2 0 0 1,025.6104
H_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% YYVTIIDAPGHR 85 96 56.1 28.3 50.4 2 0 0 1,404.7271
H_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% IGGIGTVPVGR 256 266 59.9 25.0 53.4 2 0 0 1,025.6104
H_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% LPLQDVYK 248 255 36.7 27.9 27.0 1 0 0 975.5511
H_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% IGGIGTVPVGR 256 266 46.6 25.0 46.6 2 0 0 1,025.6104
H_17 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.55% EHALLAYTLGVK 135 146 22.9 28.2 22.8 2 0 0 1,314.7417
H_17 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.55% QTVAVGVIK 431 439 24.0 25.0 10.8 1 0 0 914.5670
H_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% EHALLAYTLGVK 135 146 37.5 28.0 26.7 2 0 0 1,314.7417
H_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% IGGIGTVPVGR 256 266 64.1 25.0 56.1 2 0 0 1,025.6104
H_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.93% QTVAVGVIK 431 439 28.0 25.0 17.0 1 0 0 914.5670
H_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 7.14% YYVTIIDAPGHR 85 96 51.0 28.2 48.0 2 0 0 1,404.7271
H_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 7.14% EHALLAYTLGVK 135 146 32.0 28.2 32.0 1 0 0 1,314.7417
H_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 7.14% QTVAVGVIK 431 439 26.7 25.3 12.4 1 0 0 914.5670
H_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 4.98% YYVTIIDAPGHR 85 96 59.9 28.5 51.3 2 2 0 1,404.7271
H_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 4.98% IGGIGTVPVGR 256 266 63.1 25.0 59.8 2 0 0 1,025.6104
H_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.52% YYVTIIDAPGHR 85 96 50.4 28.5 40.8 2 1 0 1,404.7271
H_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.52% EHALLAYTLGVK 135 146 40.7 28.0 34.4 2 0 0 1,314.7417
H_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.52% IGGIGTVPVGR 256 266 60.3 25.0 50.9 2 0 0 1,025.6104
H_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 9 9.52% QTVAVGVIK 431 439 32.3 25.0 22.7 2 0 0 914.5670
H_23 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 5.19% YYVTIIDAPGHR 85 96 54.5 28.5 47.3 1 0 0 1,404.7271
H_23 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 5.19% EHALLAYTLGVK 135 146 46.5 28.0 42.0 2 0 0 1,314.7417
H_24 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% EHALLAYTLGVK 135 146 43.7 28.0 42.2 2 0 0 1,314.7417
H_24 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% IGGIGTVPVGR 256 266 75.2 25.0 70.2 2 0 0 1,025.6104
I_04 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.33% IGGIGTVPVGR 256 266 43.0 25.0 28.1 2 0 0 1,025.6104
I_04 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.33% QTVAVGVIK 431 439 24.0 25.0 18.0 1 0 0 914.5670
I_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 6.71% EHALLAYTLGVK 135 146 29.7 28.3 22.5 1 0 0 1,314.7417
I_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 6.71% LPLQDVYK 248 255 25.7 27.8 14.1 1 0 0 975.5511
I_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 6.71% IGGIGTVPVGR 256 266 62.8 25.0 42.1 2 0 0 1,025.6104
I_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% YYVTIIDAPGHR 85 96 44.1 28.2 34.7 0 2 0 1,404.7271
I_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% IGGIGTVPVGR 256 266 77.6 25.0 72.1 2 0 0 1,025.6104
I_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.71% EHALLAYTLGVK 135 146 41.5 28.2 33.3 2 0 0 1,314.7417
I_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.71% LPLQDVYK 248 255 22.5 27.8 16.0 1 0 0 975.5511
I_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.71% IGGIGTVPVGR 256 266 74.5 25.0 69.5 2 0 0 1,025.6104
I_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 9 7.14% YEEIVKEVSTYIK 167 179 59.2 27.8 44.8 2 2 0 1,600.8469
I_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 9 7.14% IGGIGTVPVGR 256 266 77.4 25.0 66.1 4 0 0 1,025.6104
I_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 9 7.14% QTVAVGVIK 431 439 36.7 25.3 29.1 1 0 0 914.5670
I_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% YYVTIIDAPGHR 85 96 36.3 28.2 29.0 0 2 0 1,404.7271
I_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% EHALLAYTLGVK 135 146 40.8 28.0 30.6 2 0 0 1,314.7417
I_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% IGGIGTVPVGR 256 266 58.2 25.0 51.0 2 0 0 1,025.6104
I_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% YYVTIIDAPGHR 85 96 30.4 28.5 29.7 1 0 0 1,404.7271
I_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 62.2 25.0 52.9 2 0 0 1,025.6104
I_17 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.33% IGGIGTVPVGR 256 266 46.4 25.0 44.5 2 0 0 1,025.6104
I_17 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.33% QTVAVGVIK 431 439 28.7 25.0 22.4 1 0 0 914.5670
I_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 5 5.19% YYVTIIDAPGHR 85 96 36.9 28.2 30.9 1 2 0 1,404.7271
I_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 5 5.19% EHALLAYTLGVK 135 146 22.6 28.0 22.2 2 0 0 1,314.7417
I_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% YYVTIIDAPGHR 85 96 39.1 28.5 28.6 0 2 0 1,404.7271
I_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 30.7 25.0 16.2 1 0 0 1,025.6104
I_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.33% IGGIGTVPVGR 256 266 77.0 25.0 64.7 2 0 0 1,025.6104
I_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.33% QTVAVGVIK 431 439 23.3 25.0 17.9 1 0 0 914.5670
I_24 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% LPLQDVYK 248 255 40.0 28.1 30.4 1 0 0 975.5511
I_24 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% IGGIGTVPVGR 256 266 44.0 25.0 41.2 2 0 0 1,025.6104
J_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% LPLQDVYK 248 255 23.9 28.3 13.1 1 0 0 975.5511
J_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% IGGIGTVPVGR 256 266 55.7 25.0 37.1 2 0 0 1,025.6104
J_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 8 7.58% YYVTIIDAPGHR 85 96 58.5 28.1 44.3 0 2 0 1,404.7271
J_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 8 7.58% EHALLAYTLGVK 135 146 40.8 28.1 37.3 2 0 0 1,314.7417



J_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 8 7.58% IGGIGTVPVGR 256 266 31.6 25.0 19.3 4 0 0 1,025.6104
J_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% YYVTIIDAPGHR 85 96 37.2 28.2 27.5 0 1 0 1,404.7271
J_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 34.4 25.0 18.2 2 0 0 1,025.6104
K_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 2 4.11% LPLQDVYK 248 255 27.3 27.8 14.0 1 0 0 975.5511
K_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 2 4.11% IGGIGTVPVGR 256 266 58.8 25.0 46.7 1 0 0 1,025.6104
K_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 8 9.31% YYVTIIDAPGHR 85 96 56.6 28.5 45.7 2 2 0 1,404.7271
K_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 8 9.31% EHALLAYTLGVK 135 146 33.9 28.3 33.7 2 0 0 1,314.7417
K_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 8 9.31% LPLQDVYK 248 255 36.7 27.8 30.3 1 0 0 975.5511
K_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 5 8 9.31% IGGIGTVPVGR 256 266 54.3 25.0 53.9 1 0 0 1,025.6104
K_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 10 9.74% YYVTIIDAPGHR 85 96 45.7 28.2 33.2 0 2 0 1,404.7271
K_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 10 9.74% YEEIVKEVSTYIK 167 179 39.8 27.9 23.6 2 0 0 1,600.8469
K_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 10 9.74% IGGIGTVPVGR 256 266 71.8 25.0 63.1 5 0 0 1,025.6104
K_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 10 9.74% QTVAVGVIK 431 439 34.0 25.0 22.3 1 0 0 914.5670
K_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 4.98% YYVTIIDAPGHR 85 96 67.0 28.3 56.7 2 2 0 1,404.7271
K_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 4.98% IGGIGTVPVGR 256 266 68.5 25.0 64.4 2 0 0 1,025.6104
K_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 4.98% YYVTIIDAPGHR 85 96 58.8 28.5 52.0 2 2 0 1,404.7271
K_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 4.98% IGGIGTVPVGR 256 266 66.2 25.0 58.4 2 0 0 1,025.6104
K_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% YYVTIIDAPGHR 85 96 47.7 28.1 47.7 1 0 0 1,404.7271
K_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 50.5 25.0 40.8 2 0 0 1,025.6104
K_18 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% YYVTIIDAPGHR 85 96 28.4 28.2 18.0 0 1 0 1,404.7271
K_18 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 45.3 25.0 34.6 2 0 0 1,025.6104
K_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 8 7.58% YYVTIIDAPGHR 85 96 41.0 28.1 41.0 2 2 0 1,404.7271
K_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 8 7.58% EHALLAYTLGVK 135 146 40.6 28.0 35.9 2 0 0 1,314.7417
K_19 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 8 7.58% IGGIGTVPVGR 256 266 64.9 25.0 54.5 2 0 0 1,025.6104
K_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% YYVTIIDAPGHR 85 96 40.1 28.1 30.7 0 2 0 1,404.7271
K_20 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% IGGIGTVPVGR 256 266 71.5 25.0 58.6 2 0 0 1,025.6104
K_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 4.98% YYVTIIDAPGHR 85 96 69.0 28.5 62.2 2 2 0 1,404.7271
K_21 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 4.98% IGGIGTVPVGR 256 266 69.7 25.0 67.7 2 0 0 1,025.6104
K_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% YYVTIIDAPGHR 85 96 43.7 28.1 35.0 0 2 0 1,404.7271
K_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% EHALLAYTLGVK 135 146 41.9 28.0 37.4 2 0 0 1,314.7417
K_22 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% IGGIGTVPVGR 256 266 70.3 25.0 60.0 2 0 0 1,025.6104
K_23 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 5.19% YYVTIIDAPGHR 85 96 51.3 28.3 40.0 2 2 0 1,404.7271
K_23 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 6 5.19% EHALLAYTLGVK 135 146 27.2 28.2 18.5 2 0 0 1,314.7417
K_24 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 2 4.11% LPLQDVYK 248 255 27.8 27.8 14.6 1 0 0 975.5511
K_24 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 2 4.11% IGGIGTVPVGR 256 266 39.8 25.0 33.8 1 0 0 1,025.6104
L_06 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 8.23% THINIVVIGHVDSGK 6 20 26.4 27.5 23.9 0 1 0 1,588.8807
L_06 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 8.23% EHALLAYTLGVK 135 146 34.8 28.0 28.0 2 0 0 1,314.7417
L_06 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 8.23% IGGIGTVPVGR 256 266 64.4 25.0 54.5 1 0 0 1,025.6104
L_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 9.96% THINIVVIGHVDSGK 6 20 36.6 27.1 36.4 0 1 0 1,588.8807
L_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 9.96% YYVTIIDAPGHR 85 96 31.0 28.0 31.0 0 1 0 1,404.7271
L_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 9.96% LPLQDVYK 248 255 28.0 28.5 23.8 2 0 0 975.5511
L_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 9.96% IGGIGTVPVGR 256 266 67.0 25.0 57.0 2 0 0 1,025.6104
L_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 6 10 11.70% THINIVVIGHVDSGK 6 20 76.5 27.3 76.5 1 2 0 1,588.8807
L_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 6 10 11.70% TIEKFEKEAAEMGK 38 51 33.1 27.3 29.2 0 1 0 1,626.8046
L_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 6 10 11.70% YYVTIIDAPGHR 85 96 49.2 28.2 47.9 2 0 0 1,404.7271
L_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 6 10 11.70% YEEIVKEVSTYIK 167 179 45.0 27.9 35.3 2 2 0 1,600.8469
L_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 11.30% THINIVVIGHVDSGK 6 20 45.8 27.5 45.8 0 2 0 1,588.8807
L_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 11.30% YYVTIIDAPGHR 85 96 56.6 28.2 54.8 2 0 0 1,404.7271
L_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 11.30% YEEIVKEVSTYIKK 167 180 50.2 27.1 41.8 0 1 0 1,728.9419
L_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 11.30% IGGIGTVPVGR 256 266 70.4 25.0 60.0 2 0 0 1,025.6104
L_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 7 11 13.90% THINIVVIGHVDSGK 6 20 49.8 27.1 49.6 1 1 0 1,588.8807
L_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 7 11 13.90% YYVTIIDAPGHR 85 96 56.5 27.9 49.6 2 2 0 1,404.7271
L_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 7 11 13.90% EHALLAYTLGVK 135 146 57.9 28.1 46.9 2 0 0 1,314.7417
L_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 7 11 13.90% YEEIVKEVSTYIKK 167 180 31.3 27.0 31.1 0 1 0 1,728.9419
L_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 7 11 13.90% IGGIGTVPVGR 256 266 69.6 25.0 59.4 2 0 0 1,025.6104
L_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 7.58% YYVTIIDAPGHR 85 96 56.2 28.2 49.2 1 2 0 1,404.7271
L_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 7.58% EHALLAYTLGVK 135 146 52.6 27.9 48.1 2 0 0 1,314.7417
L_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 7 7.58% IGGIGTVPVGR 256 266 49.8 25.0 42.1 2 0 0 1,025.6104
L_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 6 7.58% YYVTIIDAPGHR 85 96 50.8 28.2 48.2 1 2 0 1,404.7271
L_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 6 7.58% EHALLAYTLGVK 135 146 49.9 27.9 44.4 1 0 0 1,314.7417
L_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 6 7.58% IGGIGTVPVGR 256 266 46.8 25.0 33.4 2 0 0 1,025.6104
L_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 6 7.79% YYVTIIDAPGHR 85 96 36.9 28.2 30.4 0 2 0 1,404.7271
L_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 6 7.79% YEEIVKEVSTYIK 167 179 49.4 27.7 42.2 1 1 0 1,600.8469
L_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 4 6 7.79% IGGIGTVPVGR 256 266 39.4 25.0 34.6 2 0 0 1,025.6104
L_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 5 4.98% YYVTIIDAPGHR 85 96 59.2 28.1 57.3 2 2 0 1,404.7271
L_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 3 5 4.98% IGGIGTVPVGR 256 266 19.3 25.0 13.9 1 0 0 1,025.6104
L_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% YYVTIIDAPGHR 85 96 35.7 28.0 35.7 0 1 0 1,404.7271
L_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.98% IGGIGTVPVGR 256 266 69.6 25.0 59.4 2 0 0 1,025.6104
L_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 6 10 12.30% TIEKFEKEAAEMGK 38 51 44.9 27.3 41.5 0 2 0 1,626.8046
L_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 6 10 12.30% YYVTIIDAPGHR 85 96 56.0 28.2 45.5 2 2 0 1,404.7271
L_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 6 10 12.30% YEEIVKEVSTYIKK 167 180 37.3 27.1 34.4 0 2 0 1,728.9419
L_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 6 10 12.30% LPLQDVYK 248 255 35.6 28.5 26.4 1 0 0 975.5511
L_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 6 10 12.30% QTVAVGVIK 431 439 28.5 25.0 14.5 1 0 0 914.5670
M_06 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 5.19% YYVTIIDAPGHR 85 96 47.5 28.0 47.5 1 0 0 1,404.7271
M_06 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 5.19% EHALLAYTLGVK 135 146 37.2 27.9 29.3 2 0 0 1,314.7417
M_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.36% THINIVVIGHVDSGK 6 20 42.2 27.5 42.2 0 2 0 1,588.8807
M_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.36% LPLQDVYK 248 255 27.6 27.8 23.7 1 0 0 975.5511
M_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.36% IGGIGTVPVGR 256 266 51.1 25.0 44.4 2 0 0 1,025.6104
M_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 6 10 13.00% THINIVVIGHVDSGK 6 20 52.8 27.7 47.1 2 2 0 1,588.8807
M_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 6 10 13.00% YYVTIIDAPGHR 85 96 60.6 27.9 56.7 2 0 0 1,404.7271
M_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 6 10 13.00% YEEIVKEVSTYIK 167 179 43.9 27.5 38.0 2 0 0 1,600.8469
M_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 6 10 13.00% IGGIGTVPVGR 256 266 52.5 25.0 41.8 1 0 0 1,025.6104
M_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 6 10 13.00% QTVAVGVIK 431 439 29.1 25.0 26.7 1 0 0 914.5670
M_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 10.20% THINIVVIGHVDSGK 6 20 36.6 27.5 28.8 0 2 0 1,588.8807
M_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 10.20% EHALLAYTLGVK 135 146 23.2 27.9 17.1 1 0 0 1,314.7417
M_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 10.20% IGGIGTVPVGR 256 266 45.7 25.0 34.4 2 0 0 1,025.6104
M_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 6 10.20% QTVAVGVIK 431 439 20.2 25.0 18.8 1 0 0 914.5670
M_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.71% EHALLAYTLGVK 135 146 38.0 27.9 38.0 2 0 0 1,314.7417
M_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.71% LPLQDVYK 248 255 26.0 28.5 19.9 1 0 0 975.5511
M_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.71% IGGIGTVPVGR 256 266 46.3 25.0 38.3 2 0 0 1,025.6104
M_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 5 10 12.60% THINIVVIGHVDSGK 6 20 32.7 27.5 26.8 0 2 0 1,588.8807
M_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 5 10 12.60% YYVTIIDAPGHR 85 96 44.5 28.1 35.4 2 0 0 1,404.7271
M_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 5 10 12.60% EHALLAYTLGVK 135 146 48.2 28.2 42.7 2 0 0 1,314.7417
M_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 5 10 12.60% LPLQDVYK 248 255 50.1 28.5 43.2 2 0 0 975.5511
M_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 5 5 10 12.60% IGGIGTVPVGR 256 266 47.4 25.0 43.5 2 0 0 1,025.6104
M_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% YYVTIIDAPGHR 85 96 58.2 27.9 56.0 2 0 0 1,404.7271
M_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% IGGIGTVPVGR 256 266 54.0 25.0 45.9 2 0 0 1,025.6104
M_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% YYVTIIDAPGHR 85 96 28.9 28.1 26.5 0 1 0 1,404.7271
M_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% EHALLAYTLGVK 135 146 39.9 27.9 35.6 2 0 0 1,314.7417
M_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% IGGIGTVPVGR 256 266 57.4 25.0 44.8 2 0 0 1,025.6104
M_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% YYVTIIDAPGHR 85 96 44.1 27.9 44.1 2 0 0 1,404.7271
M_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% EHALLAYTLGVK 135 146 57.7 27.9 51.2 2 0 0 1,314.7417
M_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 7.58% IGGIGTVPVGR 256 266 59.9 25.0 57.5 2 0 0 1,025.6104
M_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 7.58% THINIVVIGHVDSGK 6 20 35.3 27.7 35.3 0 1 0 1,588.8807
M_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 7.58% IGGIGTVPVGR 256 266 54.3 25.0 43.1 2 0 0 1,025.6104
M_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 7.58% QTVAVGVIK 431 439 21.8 25.0 10.7 1 0 0 914.5670
N_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% LPLQDVYK 248 255 23.4 28.3 18.3 1 0 0 975.5511
N_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% IGGIGTVPVGR 256 266 57.6 25.0 46.8 2 0 0 1,025.6104
N_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% LPLQDVYK 248 255 27.0 28.3 19.9 1 0 0 975.5511
N_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% IGGIGTVPVGR 256 266 51.0 25.0 42.9 2 0 0 1,025.6104
O_05 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 6.71% EHALLAYTLGVK 135 146 34.3 27.9 33.7 2 0 0 1,314.7417
O_05 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 6.71% LPLQDVYK 248 255 26.1 28.4 19.6 1 0 0 975.5511



O_05 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 4 6.71% IGGIGTVPVGR 256 266 31.8 25.0 31.0 1 0 0 1,025.6104
O_06 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.71% EHALLAYTLGVK 135 146 41.3 28.0 34.5 2 0 0 1,314.7417
O_06 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.71% LPLQDVYK 248 255 35.5 28.5 24.7 1 0 0 975.5511
O_06 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.71% IGGIGTVPVGR 256 266 51.6 25.0 43.5 2 0 0 1,025.6104
O_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 8.23% THINIVVIGHVDSGK 6 20 36.7 27.5 35.1 0 1 0 1,588.8807
O_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 8.23% YYVTIIDAPGHR 85 96 24.4 28.2 18.5 0 2 0 1,404.7271
O_07 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 8.23% IGGIGTVPVGR 256 266 46.8 25.0 35.5 2 0 0 1,025.6104
O_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 6 7 12 15.80% THINIVVIGHVDSGK 6 20 28.5 27.1 25.6 0 2 0 1,588.8807
O_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 6 7 12 15.80% YYVTIIDAPGHR 85 96 48.0 28.2 48.0 2 2 0 1,404.7271
O_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 6 7 12 15.80% EHALLAYTLGVK 135 146 51.5 27.9 43.3 2 0 0 1,314.7417
O_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 6 7 12 15.80% YEEIVKEVSTYIKK 167 180 25.8 27.0 22.2 0 1 0 1,728.9419
O_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 6 7 12 15.80% IGGIGTVPVGR 256 266 61.7 25.0 50.6 2 0 0 1,025.6104
O_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 6 7 12 15.80% QTVAVGVIK 431 439 40.9 28.1 23.2 1 0 0 914.5670
O_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 8.23% THINIVVIGHVDSGK 6 20 40.6 27.1 40.4 0 2 0 1,588.8807
O_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 8.23% EHALLAYTLGVK 135 146 27.4 28.0 18.6 1 0 0 1,314.7417
O_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 8.23% IGGIGTVPVGR 256 266 50.0 25.0 40.8 2 0 0 1,025.6104
O_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% LPLQDVYK 248 255 28.5 28.5 22.5 1 0 0 975.5511
O_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% IGGIGTVPVGR 256 266 39.6 25.0 28.3 2 0 0 1,025.6104
O_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 5.63% THINIVVIGHVDSGK 6 20 25.3 27.5 21.3 0 1 0 1,588.8807
O_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 5.63% IGGIGTVPVGR 256 266 60.7 25.0 49.0 2 0 0 1,025.6104
O_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 2 4.11% LPLQDVYK 248 255 24.3 28.3 14.0 1 0 0 975.5511
O_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 2 4.11% IGGIGTVPVGR 256 266 62.0 25.0 49.3 1 0 0 1,025.6104
P_06 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% LPLQDVYK 248 255 22.5 29.0 16.5 1 0 0 975.5511
P_06 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% IGGIGTVPVGR 256 266 45.1 25.0 33.8 2 0 0 1,025.6104
P_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 8.23% THINIVVIGHVDSGK 6 20 45.0 27.3 45.0 0 1 0 1,588.8807
P_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 8.23% YYVTIIDAPGHR 85 96 60.1 28.1 51.7 2 0 0 1,404.7271
P_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 8.23% IGGIGTVPVGR 256 266 53.7 25.0 44.7 2 0 0 1,025.6104
P_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% EHALLAYTLGVK 135 146 38.0 28.0 29.0 2 0 0 1,314.7417
P_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.98% IGGIGTVPVGR 256 266 66.9 25.0 55.6 2 0 0 1,025.6104
P_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 8.23% THINIVVIGHVDSGK 6 20 31.5 27.2 26.7 0 2 0 1,588.8807
P_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 8.23% EHALLAYTLGVK 135 146 32.7 28.0 24.1 1 0 0 1,314.7417
P_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 8.23% IGGIGTVPVGR 256 266 60.7 25.0 49.9 2 0 0 1,025.6104
P_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.71% EHALLAYTLGVK 135 146 37.3 27.9 26.7 2 0 0 1,314.7417
P_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.71% LPLQDVYK 248 255 31.5 28.3 26.1 1 0 0 975.5511
P_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 6.71% IGGIGTVPVGR 256 266 45.8 25.0 39.0 2 0 0 1,025.6104
P_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.55% EHALLAYTLGVK 135 146 26.1 28.1 17.9 1 0 0 1,314.7417
P_13 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.55% QTVAVGVIK 431 439 34.5 28.1 21.5 2 0 0 914.5670
P_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.11% LPLQDVYK 248 255 28.1 28.3 26.7 2 0 0 975.5511
P_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 4.11% IGGIGTVPVGR 256 266 52.7 25.0 40.5 2 0 0 1,025.6104
Q_06 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.63% THINIVVIGHVDSGK 6 20 28.7 26.6 28.7 0 2 0 1,588.8807
Q_06 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 4 5.63% IGGIGTVPVGR 256 266 60.3 25.0 49.3 2 0 0 1,025.6104
Q_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 9.74% STTTGHLIYK 21 30 31.7 28.5 11.3 2 0 0 1,120.5998
Q_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 9.74% YYVTIIDAPGHR 85 96 55.6 28.2 51.9 2 0 0 1,404.7271
Q_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 9.74% EHALLAYTLGVK 135 146 33.1 28.1 33.1 2 0 0 1,314.7417
Q_08 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 4 4 7 9.74% IGGIGTVPVGR 256 266 58.7 25.0 47.7 1 0 0 1,025.6104
Q_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 6.71% EHALLAYTLGVK 135 146 40.7 28.1 28.2 2 0 0 1,314.7417
Q_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 6.71% LPLQDVYK 248 255 29.6 28.3 24.5 2 0 0 975.5511
Q_09 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 6 6.71% IGGIGTVPVGR 256 266 48.0 25.0 36.7 2 0 0 1,025.6104
Q_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% YYVTIIDAPGHR 85 96 38.4 28.2 38.4 1 0 0 1,404.7271
Q_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% EHALLAYTLGVK 135 146 34.1 27.9 26.5 2 0 0 1,314.7417
Q_10 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 5 7.58% IGGIGTVPVGR 256 266 42.3 25.0 40.3 2 0 0 1,025.6104
Q_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 6 6 10 13.40% STTTGHLIYK 21 30 39.5 28.3 29.1 2 0 0 1,120.5998
Q_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 6 6 10 13.40% YYVTIIDAPGHR 85 96 43.9 28.0 43.2 1 0 0 1,404.7271
Q_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 6 6 10 13.40% EHALLAYTLGVK 135 146 29.1 28.3 29.1 1 0 0 1,314.7417
Q_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 6 6 10 13.40% LPLQDVYK 248 255 25.7 28.3 24.6 2 0 0 975.5511
Q_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 6 6 10 13.40% IGGIGTVPVGR 256 266 57.3 25.0 48.9 2 0 0 1,025.6104
Q_11 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 6 6 10 13.40% QTVAVGVIK 431 439 33.5 28.1 19.8 2 0 0 914.5670
Q_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 3 7.58% YYVTIIDAPGHR 85 96 42.9 28.0 39.0 1 0 0 1,404.7271
Q_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 3 7.58% EHALLAYTLGVK 135 146 33.1 28.0 25.2 1 0 0 1,314.7417
Q_12 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 3 3 3 7.58% IGGIGTVPVGR 256 266 52.7 25.0 44.6 1 0 0 1,025.6104
Q_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 5.63% THINIVVIGHVDSGK 6 20 37.4 27.3 32.7 0 1 0 1,588.8807
Q_14 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 5.63% IGGIGTVPVGR 256 266 71.0 25.0 58.8 2 0 0 1,025.6104
Q_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.55% STTTGHLIYK 21 30 29.1 28.3 18.3 1 0 0 1,120.5998
Q_15 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.55% IGGIGTVPVGR 256 266 54.3 25.0 43.3 2 0 0 1,025.6104
Q_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% LPLQDVYK 248 255 30.9 29.0 18.4 1 0 0 975.5511
Q_16 Elongation factor 1‐alpha 1 EF1A1_HUMAN 50,141 2 2 3 4.11% IGGIGTVPVGR 256 266 70.1 25.0 59.1 2 0 0 1,025.6104
A_08 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 17.80% SPAGLQVLNDYLADK 8 22 40.8 28.2 37.2 1 0 0 1,603.8328
A_08 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 17.80% SIQADGLVWGSSK 164 176 78.8 27.8 69.9 2 0 0 1,347.6904
A_08 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 17.80% KLQIQCVVEDDK 186 197 59.5 28.6 47.9 2 0 0 1,474.7573
A_08 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 17.80% LQIQCVVEDDK 187 197 54.2 27.6 32.8 2 0 0 1,346.6623
A_09 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 19.60% SPAGLQVLNDYLADK 8 22 78.3 28.3 78.3 2 0 0 1,603.8328
A_09 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 19.60% YGPADVEDTTGSGATDSK 79 96 50.9 25.0 50.9 1 0 0 1,770.7667
A_09 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 19.60% LQIQCVVEDDK 187 197 48.3 27.8 41.3 2 0 0 1,346.6623
B_08 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 14.70% SPAGLQVLNDYLADK 8 22 69.1 28.4 69.1 2 0 0 1,603.8328
B_08 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 14.70% YGPADVEDTTGSGATDSK 79 96 85.2 25.0 82.3 2 0 0 1,770.7667
B_09 Elongation factor 1‐beta EF1B_HUMAN 24,764 3 3 6 25.30% SPAGLQVLNDYLADK 8 22 85.5 28.4 85.5 2 0 0 1,603.8328
B_09 Elongation factor 1‐beta EF1B_HUMAN 24,764 3 3 6 25.30% YGPADVEDTTGSGATDSK 79 96 99.2 25.0 98.6 2 0 0 1,770.7667
B_09 Elongation factor 1‐beta EF1B_HUMAN 24,764 3 3 6 25.30% SIQADGLVWGSSK 164 176 85.3 27.8 75.4 2 0 0 1,347.6904
B_09 Elongation factor 1‐beta EF1B_HUMAN 24,764 3 3 6 25.30% LQIQCVVEDDK 187 197 56.6 27.6 41.8 2 0 0 1,346.6623
C_09 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 12.40% SPAGLQVLNDYLADK 8 22 52.1 28.3 52.1 2 0 0 1,603.8328
C_09 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 12.40% SIQADGLVWGSSK 164 176 73.6 27.9 63.1 2 0 0 1,347.6904
D_14 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 12.40% SPAGLQVLNDYLADK 8 22 88.3 27.9 88.3 2 0 0 1,603.8328
D_14 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 12.40% SIQADGLVWGSSK 164 176 74.6 28.1 72.0 2 0 0 1,347.6904
F_10 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 13.80% YGPADVEDTTGSGATDSK 79 96 69.2 25.0 69.2 2 0 0 1,770.7667
F_10 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 13.80% SIQADGLVWGSSK 164 176 38.7 27.8 24.0 2 0 0 1,347.6904
H_07 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 17.30% SPAGLQVLNDYLADK 8 22 80.9 28.4 79.1 2 0 0 1,603.8328
H_07 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 17.30% SIQADGLVWGSSK 164 176 65.8 28.3 64.5 2 0 0 1,347.6904
H_07 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 17.30% LQIQCVVEDDK 187 197 51.8 27.6 37.9 2 0 0 1,346.6623
I_07 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 13.80% YGPADVEDTTGSGATDSK 79 96 51.8 25.0 51.8 2 0 0 1,770.7667
I_07 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 13.80% SIQADGLVWGSSK 164 176 44.8 28.3 41.1 2 0 0 1,347.6904
J_07 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 17.30% SPAGLQVLNDYLADK 8 22 63.4 28.4 63.4 1 0 0 1,603.8328
J_07 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 17.30% SIQADGLVWGSSK 164 176 74.3 28.0 68.8 2 0 0 1,347.6904
J_07 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 17.30% LQIQCVVEDDK 187 197 51.2 27.5 43.8 2 0 0 1,346.6623
K_07 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 17.80% SPAGLQVLNDYLADK 8 22 84.0 28.1 84.0 2 0 0 1,603.8328
K_07 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 17.80% SIQADGLVWGSSK 164 176 67.9 27.8 62.3 2 0 0 1,347.6904
K_07 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 17.80% KLQIQCVVEDDK 186 197 28.2 28.2 22.0 0 1 0 1,474.7573
K_07 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 17.80% LQIQCVVEDDK 187 197 59.7 27.5 46.0 2 0 0 1,346.6623
L_05 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 18.70% YGPADVEDTTGSGATDSK 79 96 57.2 25.0 57.2 2 0 0 1,770.7667
L_05 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 18.70% SIQADGLVWGSSK 164 176 78.8 28.2 70.6 2 0 0 1,347.6904
L_05 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 18.70% LQIQCVVEDDK 187 197 44.1 27.9 35.5 2 0 0 1,346.6623
M_06 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 12.40% SPAGLQVLNDYLADK 8 22 73.2 28.4 73.1 1 0 0 1,603.8328
M_06 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 12.40% SIQADGLVWGSSK 164 176 65.2 28.0 63.9 2 0 0 1,347.6904
O_06 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 12.40% SPAGLQVLNDYLADK 8 22 88.1 28.3 85.4 1 0 0 1,603.8328
O_06 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 3 12.40% SIQADGLVWGSSK 164 176 71.4 28.0 65.0 2 0 0 1,347.6904
P_05 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 13.80% YGPADVEDTTGSGATDSK 79 96 56.9 25.0 56.9 2 0 0 1,770.7667
P_05 Elongation factor 1‐beta EF1B_HUMAN 24,764 2 2 4 13.80% SIQADGLVWGSSK 164 176 65.1 28.2 54.7 2 0 0 1,347.6904
A_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 4 4.27% KLQIQCVVEDDK 242 253 59.5 28.6 47.9 2 0 0 1,474.7573
A_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 4 4.27% LQIQCVVEDDK 243 253 54.2 27.6 32.8 2 0 0 1,346.6623
A_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 3 3 5 16.70% SLAGSSGPGASSGTSGDHGELVVR 60 83 21.5 26.2 21.1 0 1 0 2,185.0481
A_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 3 3 5 16.70% GVVQELQQAISK 96 107 56.3 27.2 39.2 2 0 0 1,299.7268
A_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 3 3 5 16.70% LQIQCVVEDDK 243 253 48.3 27.8 41.3 2 0 0 1,346.6623
A_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 8 8 15 34.50% FYEQMNGPVAGASR 25 38 68.5 25.0 46.2 2 0 0 1,542.7006



A_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 8 8 15 34.50% QENGASVILR 39 48 45.8 27.8 27.0 2 0 0 1,086.5902
A_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 8 8 15 34.50% SLAGSSGPGASSGTSGDHGELVVR 60 83 43.0 26.2 39.9 0 2 0 2,185.0481
A_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 8 8 15 34.50% IASLEVENQSLR 84 95 29.5 28.2 14.8 2 0 0 1,358.7274
A_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 8 8 15 34.50% GVVQELQQAISK 96 107 63.1 27.3 46.0 2 0 0 1,299.7268
A_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 8 8 15 34.50% SIQLDGLVWGASK 220 232 57.2 28.7 49.5 2 0 0 1,373.7425
A_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 8 8 15 34.50% KLQIQCVVEDDK 242 253 41.4 28.6 26.9 1 0 0 1,474.7573
A_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 8 8 15 34.50% LQIQCVVEDDK 243 253 41.7 27.6 32.0 2 0 0 1,346.6623
B_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 7 8 14 34.20% FYEQMNGPVAGASR 25 38 61.1 25.0 49.6 2 0 0 1,542.7006
B_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 7 8 14 34.20% QENGASVILR 39 48 27.0 27.8 2.8 1 0 0 1,086.5902
B_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 7 8 14 34.20% SLAGSSGPGASSGTSGDHGELVVR 60 83 64.3 26.5 64.3 1 2 0 2,185.0481
B_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 7 8 14 34.20% IASLEVENQSLR 84 95 57.6 28.2 41.7 2 0 0 1,358.7274
B_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 7 8 14 34.20% GVVQELQQAISK 96 107 68.5 27.3 53.1 2 0 0 1,299.7268
B_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 7 8 14 34.20% SIQLDGLVWGASK 220 232 43.6 28.7 39.6 2 0 0 1,373.7425
B_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 7 8 14 34.20% LQIQCVVEDDK 243 253 50.2 27.6 38.2 2 0 0 1,346.6623
B_11 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 2 12.80% SLAGSSGPGASSGTSGDHGELVVR 60 83 25.7 26.4 24.1 0 1 0 2,185.0481
B_11 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 2 12.80% GVVQELQQAISK 96 107 49.7 27.4 29.6 1 0 0 1,299.7268
C_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 5 8 26.30% FYEQMNGPVAGASR 25 38 45.3 25.0 41.9 1 0 0 1,542.7006
C_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 5 8 26.30% SLAGSSGPGASSGTSGDHGELVVR 60 83 30.4 26.3 30.4 0 2 0 2,185.0481
C_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 5 8 26.30% IASLEVENQSLR 84 95 71.3 28.1 53.3 2 0 0 1,358.7274
C_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 5 8 26.30% GVVQELQQAISK 96 107 44.5 27.4 29.6 1 0 0 1,299.7268
C_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 5 8 26.30% VGTDLLEEEITK 254 265 47.2 29.0 37.3 2 0 0 1,346.7052
C_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 7 13 27.00% FYEQMNGPVAGASR 25 38 67.3 25.0 45.7 2 0 0 1,542.7006
C_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 7 13 27.00% QENGASVILR 39 48 31.7 28.4 12.0 2 0 0 1,086.5902
C_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 7 13 27.00% QENGASVILRDIAR 39 52 34.4 27.0 26.3 0 2 0 1,541.8395
C_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 7 13 27.00% SLAGSSGPGASSGTSGDHGELVVR 60 83 48.7 26.3 47.5 1 2 0 2,185.0481
C_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 7 13 27.00% IASLEVENQSLR 84 95 55.2 27.6 41.6 2 0 0 1,358.7274
C_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 7 13 27.00% VGTDLLEEEITK 254 265 53.9 28.8 47.6 2 0 0 1,346.7052
H_03 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 2 12.80% SLAGSSGPGASSGTSGDHGELVVR 60 83 32.7 26.5 29.1 0 1 0 2,185.0481
H_03 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 2 12.80% IASLEVENQSLR 84 95 43.2 28.1 34.4 1 0 0 1,358.7274
H_04 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 2 12.80% SLAGSSGPGASSGTSGDHGELVVR 60 83 28.2 26.4 25.0 0 1 0 2,185.0481
H_04 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 2 12.80% IASLEVENQSLR 84 95 46.8 28.2 38.7 1 0 0 1,358.7274
H_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 7 13 29.20% FYEQMNGPVAGASR 25 38 60.8 25.0 59.8 4 0 0 1,526.7056
H_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 7 13 29.20% SLAGSSGPGASSGTSGDHGELVVR 60 83 55.8 26.3 50.5 0 2 0 2,185.0481
H_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 7 13 29.20% IASLEVENQSLR 84 95 83.3 28.0 68.5 2 0 0 1,358.7274
H_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 7 13 29.20% LVPVGYGIR 233 241 29.5 26.4 16.3 1 0 0 973.5830
H_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 7 13 29.20% LQIQCVVEDDK 243 253 47.7 27.8 30.9 2 0 0 1,346.6623
H_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 7 13 29.20% VGTDLLEEEITK 254 265 71.0 28.3 62.6 2 0 0 1,346.7052
H_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 22.10% FYEQMNGPVAGASR 25 38 76.7 25.0 64.7 2 0 0 1,526.7056
H_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 22.10% SLAGSSGPGASSGTSGDHGELVVR 60 83 21.0 26.1 20.5 0 1 0 2,185.0481
H_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 22.10% IASLEVENQSLR 84 95 55.3 27.7 36.3 2 0 0 1,358.7274
H_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 22.10% VGTDLLEEEITK 254 265 44.3 28.2 36.1 2 0 0 1,346.7052
I_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 6 10 27.40% FYEQMNGPVAGASR 25 38 62.7 25.0 52.7 3 0 0 1,542.7006
I_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 6 10 27.40% QENGASVILRDIAR 39 52 26.6 27.5 18.7 1 0 0 1,541.8395
I_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 6 10 27.40% SLAGSSGPGASSGTSGDHGELVVR 60 83 46.6 26.6 45.1 0 2 0 2,185.0481
I_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 6 10 27.40% IASLEVENQSLR 84 95 87.7 27.4 73.0 2 0 0 1,358.7274
I_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 6 10 27.40% SIQLDGLVWGASK 220 232 67.5 28.7 55.9 2 0 0 1,373.7425
I_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 22.10% FYEQMNGPVAGASR 25 38 41.7 25.0 41.7 1 0 0 1,542.7006
I_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 22.10% SLAGSSGPGASSGTSGDHGELVVR 60 83 38.5 26.4 34.5 0 2 0 2,185.0481
I_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 22.10% IASLEVENQSLR 84 95 78.1 27.7 57.6 2 0 0 1,358.7274
I_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 22.10% VGTDLLEEEITK 254 265 51.7 28.2 39.5 2 0 0 1,346.7052
J_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 3 3 6 17.10% SLAGSSGPGASSGTSGDHGELVVR 60 83 31.7 26.6 25.8 0 2 0 2,185.0481
J_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 3 3 6 17.10% IASLEVENQSLR 84 95 57.8 28.1 42.0 2 0 0 1,358.7274
J_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 3 3 6 17.10% VGTDLLEEEITK 254 265 59.6 28.1 50.5 2 0 0 1,346.7052
J_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 2 12.80% SLAGSSGPGASSGTSGDHGELVVR 60 83 23.8 26.7 12.5 0 1 0 2,185.0481
J_09 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 2 12.80% IASLEVENQSLR 84 95 27.9 28.1 16.8 1 0 0 1,358.7274
K_07 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 3 4.27% KLQIQCVVEDDK 242 253 28.2 28.2 22.0 0 1 0 1,474.7573
K_07 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 3 4.27% LQIQCVVEDDK 243 253 59.7 27.5 46.0 2 0 0 1,346.6623
K_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 6 11 25.30% FYEQMNGPVAGASR 25 38 53.5 25.0 40.1 2 0 0 1,542.7006
K_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 6 11 25.30% SLAGSSGPGASSGTSGDHGELVVR 60 83 49.4 26.4 43.5 2 2 0 2,185.0481
K_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 6 11 25.30% IASLEVENQSLR 84 95 65.7 28.2 48.7 2 0 0 1,358.7274
K_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 6 11 25.30% LVPVGYGIR 233 241 25.5 26.0 11.9 1 0 0 973.5830
K_08 Elongation factor 1‐delta EF1D_HUMAN 31,122 5 6 11 25.30% VGTDLLEEEITK 254 265 57.6 28.2 49.0 2 0 0 1,346.7052
L_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 6 12 29.50% FYEQMNGPVAGASR 25 38 64.1 25.2 55.2 2 0 0 1,526.7056
L_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 6 12 29.50% QENGASVILR 39 48 62.4 28.3 39.7 2 0 0 1,086.5902
L_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 6 12 29.50% SLAGSSGPGASSGTSGDHGELVVR 60 83 55.4 26.7 55.3 0 2 0 2,185.0481
L_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 6 12 29.50% IASLEVENQSLR 84 95 77.8 27.4 57.2 2 0 0 1,358.7274
L_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 6 12 29.50% GVVQELQQAISK 96 107 65.0 27.2 42.6 2 0 0 1,299.7268
L_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 6 6 12 29.50% LQIQCVVEDDK 243 253 41.5 27.9 33.8 2 0 0 1,346.6623
L_07 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 8 21.40% FYEQMNGPVAGASR 25 38 72.6 25.0 56.1 2 0 0 1,542.7006
L_07 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 8 21.40% QENGASVILR 39 48 48.1 28.1 27.0 2 0 0 1,086.5902
L_07 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 8 21.40% SLAGSSGPGASSGTSGDHGELVVR 60 83 45.5 26.7 45.5 0 2 0 2,185.0481
L_07 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 8 21.40% IASLEVENQSLR 84 95 77.0 27.4 60.7 2 0 0 1,358.7274
L_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 2 12.80% SLAGSSGPGASSGTSGDHGELVVR 60 83 30.4 26.5 30.0 0 1 0 2,185.0481
L_10 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 2 12.80% IASLEVENQSLR 84 95 33.4 27.4 26.2 1 0 0 1,358.7274
L_11 Elongation factor 1‐delta EF1D_HUMAN 31,122 3 3 4 17.80% FYEQMNGPVAGASR 25 38 56.6 25.0 46.8 2 0 0 1,542.7006
L_11 Elongation factor 1‐delta EF1D_HUMAN 31,122 3 3 4 17.80% SLAGSSGPGASSGTSGDHGELVVR 60 83 40.8 26.5 37.2 0 1 0 2,185.0481
L_11 Elongation factor 1‐delta EF1D_HUMAN 31,122 3 3 4 17.80% IASLEVENQSLR 84 95 53.1 27.4 41.8 1 0 0 1,358.7274
L_13 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 3 9.25% FYEQMNGPVAGASR 25 38 48.1 25.0 23.6 2 0 0 1,542.7006
L_13 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 3 9.25% IASLEVENQSLR 84 95 47.8 27.4 33.1 1 0 0 1,358.7274
L_14 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 21.40% FYEQMNGPVAGASR 25 38 64.9 25.0 46.5 2 0 0 1,542.7006
L_14 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 21.40% QENGASVILR 39 48 25.5 28.3 13.1 1 0 0 1,086.5902
L_14 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 21.40% SLAGSSGPGASSGTSGDHGELVVR 60 83 28.8 26.6 28.8 0 2 0 2,185.0481
L_14 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 21.40% IASLEVENQSLR 84 95 54.7 28.0 42.1 2 0 0 1,358.7274
L_15 Elongation factor 1‐delta EF1D_HUMAN 31,122 3 3 3 12.80% FYEQMNGPVAGASR 25 38 40.5 25.0 33.0 1 0 0 1,542.7006
L_15 Elongation factor 1‐delta EF1D_HUMAN 31,122 3 3 3 12.80% QENGASVILR 39 48 34.4 28.1 10.9 1 0 0 1,086.5902
L_15 Elongation factor 1‐delta EF1D_HUMAN 31,122 3 3 3 12.80% IASLEVENQSLR 84 95 49.8 27.4 35.1 1 0 0 1,358.7274
M_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 8 22.40% FYEQMNGPVAGASR 25 38 79.2 25.0 53.1 2 0 0 1,542.7006
M_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 8 22.40% SLAGSSGPGASSGTSGDHGELVVR 60 83 35.8 26.5 34.8 0 2 0 2,185.0481
M_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 8 22.40% IASLEVENQSLR 84 95 74.8 28.0 60.3 2 0 0 1,358.7274
M_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 8 22.40% SIQLDGLVWGASK 220 232 81.5 28.4 68.4 2 0 0 1,373.7425
O_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 4 12.80% SLAGSSGPGASSGTSGDHGELVVR 60 83 61.3 26.6 56.8 0 2 0 2,185.0481
O_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 4 12.80% GVVQELQQAISK 96 107 50.8 27.4 37.1 2 0 0 1,299.7268
P_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 3 13.50% FYEQMNGPVAGASR 25 38 48.7 25.0 39.5 2 0 0 1,542.7006
P_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 3 13.50% SLAGSSGPGASSGTSGDHGELVVR 60 83 33.0 26.8 28.4 0 1 0 2,185.0481
Q_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 22.10% FYEQMNGPVAGASR 25 38 67.9 25.0 56.0 1 0 0 1,542.7006
Q_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 22.10% SLAGSSGPGASSGTSGDHGELVVR 60 83 35.3 26.6 30.2 0 2 0 2,185.0481
Q_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 22.10% IASLEVENQSLR 84 95 74.6 28.1 61.4 2 0 0 1,358.7274
Q_06 Elongation factor 1‐delta EF1D_HUMAN 31,122 4 4 7 22.10% VGTDLLEEEITK 254 265 59.0 28.1 53.0 2 0 0 1,346.7052
Q_07 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 4 13.50% FYEQMNGPVAGASR 25 38 61.3 25.0 49.8 2 0 0 1,542.7006
Q_07 Elongation factor 1‐delta EF1D_HUMAN 31,122 2 2 4 13.50% SLAGSSGPGASSGTSGDHGELVVR 60 83 19.3 26.7 15.0 0 2 0 2,185.0481
A_04 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 4 5.26% STFVLDEFK 286 294 27.5 26.0 12.7 2 0 0 1,085.5514
A_04 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 4 5.26% STFVLDEFKR 286 295 20.8 26.5 18.9 1 0 0 1,241.6525
A_04 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 4 5.26% LDPGSEETQTLVR 402 414 27.0 27.3 17.3 1 0 0 1,444.7280
A_05 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 5.26% STFVLDEFK 286 294 28.0 26.0 19.3 2 0 0 1,085.5514
A_05 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 5.26% STFVLDEFKR 286 295 38.4 26.2 36.3 2 0 0 1,241.6525
A_05 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 5.26% LDPGSEETQTLVR 402 414 51.9 27.4 39.9 2 0 0 1,444.7280
A_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 6 6 12 17.40% ALIAAQYSGAQVR 18 30 92.2 27.7 84.2 2 0 0 1,347.7379
A_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 6 6 12 17.40% VLSAPPHFHFGQTNR 31 45 52.8 28.1 46.9 2 0 0 1,707.8714
A_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 6 6 12 17.40% RILGLLDAYLK 137 147 27.4 25.0 23.1 2 0 0 1,274.7833
A_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 6 6 12 17.40% KAAAPAPEEEMDECEQALAAEPK 253 275 36.2 25.0 34.7 0 2 0 2,501.1173
A_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 6 6 12 17.40% KLDPGSEETQTLVR 401 414 47.1 28.6 33.2 0 2 0 1,572.8230
A_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 6 6 12 17.40% LDPGSEETQTLVR 402 414 55.4 27.4 40.3 2 0 0 1,444.7280



A_14 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 4 7 8.47% ALIAAQYSGAQVR 18 30 81.0 27.9 72.1 2 0 0 1,347.7379
A_14 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 4 7 8.47% STFVLDEFKR 286 295 37.4 26.5 34.6 2 0 0 1,241.6525
A_14 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 4 7 8.47% KLDPGSEETQTLVR 401 414 37.5 28.3 16.5 0 2 0 1,572.8230
A_14 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 4 7 8.47% LDPGSEETQTLVR 402 414 50.5 27.4 44.3 1 0 0 1,444.7280
B_04 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 5.49% STFVLDEFK 286 294 33.8 26.0 18.7 2 0 0 1,085.5514
B_04 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 5.49% STFVLDEFKR 286 295 38.9 26.5 32.5 2 0 0 1,241.6525
B_04 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 5.49% KLDPGSEETQTLVR 401 414 66.2 28.5 56.3 2 0 0 1,572.8230
B_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 6 6 11 17.20% ALIAAQYSGAQVR 18 30 80.8 27.7 65.7 2 0 0 1,347.7379
B_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 6 6 11 17.20% VLSAPPHFHFGQTNR 31 45 59.1 28.2 57.8 1 0 0 1,707.8714
B_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 6 6 11 17.20% KAAAPAPEEEMDECEQALAAEPK 253 275 44.1 25.0 44.1 0 2 0 2,501.1173
B_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 6 6 11 17.20% AKDPFAHLPK 276 285 27.4 26.5 22.3 2 0 0 1,123.6260
B_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 6 6 11 17.20% KLDPGSEETQTLVR 401 414 48.1 28.5 31.0 0 2 0 1,572.8230
B_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 6 6 11 17.20% LDPGSEETQTLVR 402 414 52.5 27.4 44.9 2 0 0 1,444.7280
B_14 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 5 8 7.78% ILGLLDAYLK 138 147 23.9 25.0 19.8 2 0 0 1,118.6822
B_14 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 5 8 7.78% STFVLDEFKR 286 295 31.4 26.5 27.3 2 0 0 1,241.6525
B_14 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 5 8 7.78% KLDPGSEETQTLVR 401 414 34.6 28.3 19.9 1 2 0 1,572.8230
B_14 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 5 8 7.78% LDPGSEETQTLVR 402 414 32.5 27.4 24.5 1 0 0 1,444.7280
C_04 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 4 6 5.49% STFVLDEFK 286 294 26.7 26.0 13.3 1 0 0 1,085.5514
C_04 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 4 6 5.49% STFVLDEFKR 286 295 39.1 26.5 36.6 2 0 0 1,241.6525
C_04 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 4 6 5.49% KLDPGSEETQTLVR 401 414 33.3 28.3 26.9 1 0 0 1,572.8230
C_04 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 4 6 5.49% LDPGSEETQTLVR 402 414 60.7 27.4 53.9 2 0 0 1,444.7280
C_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 5 5 7 11.00% ALIAAQYSGAQVR 18 30 68.8 27.9 60.1 1 0 0 1,347.7379
C_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 5 5 7 11.00% RILGLLDAYLK 137 147 21.1 25.0 20.1 1 0 0 1,274.7833
C_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 5 5 7 11.00% AKDPFAHLPK 276 285 27.4 26.5 21.3 1 0 0 1,123.6260
C_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 5 5 7 11.00% KLDPGSEETQTLVR 401 414 42.6 28.5 28.0 0 2 0 1,572.8230
C_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 5 5 7 11.00% LDPGSEETQTLVR 402 414 58.9 27.3 47.0 2 0 0 1,444.7280
C_14 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 5 8.47% ALIAAQYSGAQVR 18 30 78.0 27.6 69.7 2 0 0 1,347.7379
C_14 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 5 8.47% ILGLLDAYLK 138 147 30.0 25.0 22.6 2 0 0 1,118.6822
C_14 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 5 8.47% KLDPGSEETQTLVR 401 414 37.7 28.1 28.7 0 1 0 1,572.8230
D_20 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 3 6.18% ALIAAQYSGAQVR 18 30 89.0 28.2 81.1 2 0 0 1,347.7379
D_20 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 3 6.18% KLDPGSEETQTLVR 401 414 36.5 28.4 27.7 0 1 0 1,572.8230
F_07 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 4 3.20% KLDPGSEETQTLVR 401 414 41.6 28.3 37.6 2 0 0 1,572.8230
F_07 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 4 3.20% LDPGSEETQTLVR 402 414 48.9 26.9 37.7 2 0 0 1,444.7280
F_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 4 3.20% KLDPGSEETQTLVR 401 414 50.0 28.1 42.3 2 0 0 1,572.8230
F_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 4 3.20% LDPGSEETQTLVR 402 414 45.5 27.4 34.0 2 0 0 1,444.7280
F_15 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 5 5.49% STFVLDEFKR 286 295 46.6 26.5 41.8 2 0 0 1,241.6525
F_15 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 5 5.49% KLDPGSEETQTLVR 401 414 48.8 28.4 42.2 1 0 0 1,572.8230
F_15 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 5 5.49% LDPGSEETQTLVR 402 414 66.7 27.4 59.2 2 0 0 1,444.7280
H_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 4 5.26% ALIAAQYSGAQVR 18 30 84.8 27.8 76.4 2 0 0 1,347.7379
H_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 4 5.26% STFVLDEFKR 286 295 30.1 26.5 30.1 2 0 0 1,241.6525
H_24 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 3 5.49% STFVLDEFKR 286 295 36.4 26.5 36.4 1 0 0 1,241.6525
H_24 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 3 5.49% KLDPGSEETQTLVR 401 414 22.3 28.5 10.3 0 2 0 1,572.8230
I_12 Elongation factor 1‐gamma EF1G_HUMAN 50,119 5 5 10 10.80% ALIAAQYSGAQVR 18 30 75.7 27.9 63.7 2 0 0 1,347.7379
I_12 Elongation factor 1‐gamma EF1G_HUMAN 50,119 5 5 10 10.80% ILGLLDAYLK 138 147 47.4 25.0 40.9 2 0 0 1,118.6822
I_12 Elongation factor 1‐gamma EF1G_HUMAN 50,119 5 5 10 10.80% STFVLDEFKR 286 295 40.9 26.5 38.6 2 0 0 1,241.6525
I_12 Elongation factor 1‐gamma EF1G_HUMAN 50,119 5 5 10 10.80% KLDPGSEETQTLVR 401 414 43.4 28.1 25.4 0 2 0 1,572.8230
I_12 Elongation factor 1‐gamma EF1G_HUMAN 50,119 5 5 10 10.80% LDPGSEETQTLVR 402 414 64.1 27.4 54.6 2 0 0 1,444.7280
J_12 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 5 5.49% STFVLDEFKR 286 295 25.7 26.4 25.7 2 0 0 1,241.6525
J_12 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 5 5.49% KLDPGSEETQTLVR 401 414 36.5 28.1 21.9 0 2 0 1,572.8230
J_12 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 5 5.49% LDPGSEETQTLVR 402 414 24.8 27.1 16.7 1 0 0 1,444.7280
K_12 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 4 8 7.78% ILGLLDAYLK 138 147 45.5 25.0 38.3 2 0 0 1,118.6822
K_12 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 4 8 7.78% STFVLDEFKR 286 295 30.6 26.2 30.6 2 0 0 1,241.6525
K_12 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 4 8 7.78% KLDPGSEETQTLVR 401 414 49.8 28.6 35.0 0 2 0 1,572.8230
K_12 Elongation factor 1‐gamma EF1G_HUMAN 50,119 4 4 8 7.78% LDPGSEETQTLVR 402 414 69.8 27.3 58.5 2 0 0 1,444.7280
L_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 8.24% ALIAAQYSGAQVR 18 30 79.5 27.3 72.4 2 0 0 1,347.7379
L_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 8.24% STFVLDEFKR 286 295 41.8 26.3 39.6 2 0 0 1,241.6525
L_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 8.24% LDPGSEETQTLVR 402 414 58.1 27.1 48.0 2 0 0 1,444.7280
L_09 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 3 3 5.49% STFVLDEFKR 286 295 25.4 26.2 25.4 1 0 0 1,241.6525
L_09 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 3 3 5.49% KLDPGSEETQTLVR 401 414 29.9 28.5 12.4 1 1 0 1,572.8230
L_10 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 4 6.18% ALIAAQYSGAQVR 18 30 75.6 27.3 69.9 2 0 0 1,347.7379
L_10 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 4 6.18% KLDPGSEETQTLVR 401 414 36.5 28.5 16.5 0 2 0 1,572.8230
L_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 2 5.49% STFVLDEFKR 286 295 27.8 26.3 26.2 1 0 0 1,241.6525
L_13 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 2 5.49% KLDPGSEETQTLVR 401 414 24.5 28.4 9.5 0 1 0 1,572.8230
M_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 8.24% ALIAAQYSGAQVR 18 30 77.4 27.9 69.0 2 0 0 1,347.7379
M_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 8.24% STFVLDEFKR 286 295 43.6 26.4 41.9 2 0 0 1,241.6525
M_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 8.24% LDPGSEETQTLVR 402 414 56.6 27.2 46.3 2 0 0 1,444.7280
O_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 3 5.26% ALIAAQYSGAQVR 18 30 80.7 27.4 71.8 2 0 0 1,347.7379
O_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 3 5.26% STFVLDEFKR 286 295 23.5 26.3 23.5 1 0 0 1,241.6525
P_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 4 5.26% ALIAAQYSGAQVR 18 30 78.8 26.5 63.7 2 0 0 1,347.7379
P_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 2 2 4 5.26% STFVLDEFKR 286 295 27.0 26.5 25.0 2 0 0 1,241.6525
Q_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 5.49% STFVLDEFKR 286 295 33.6 26.2 26.4 2 0 0 1,241.6525
Q_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 5.49% KLDPGSEETQTLVR 401 414 43.6 28.5 36.2 2 0 0 1,572.8230
Q_08 Elongation factor 1‐gamma EF1G_HUMAN 50,119 3 3 6 5.49% LDPGSEETQTLVR 402 414 71.1 27.1 62.0 2 0 0 1,444.7280
A_17 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.91% VFSGLVSTGLK 416 426 19.4 25.7 12.3 1 0 0 1,107.6409
A_17 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.91% ETVSEESNVLCLSK 581 594 28.1 26.4 24.3 2 0 0 1,594.7629
A_20 Elongation factor 2 EF2_HUMAN 95,340 7 8 11 8.74% VNFTVDQIR 2 10 65.9 28.9 50.7 1 0 0 1,091.5844
A_20 Elongation factor 2 EF2_HUMAN 95,340 7 8 11 8.74% VFDAIMNFK 300 308 48.8 25.0 40.8 3 0 0 1,100.5446
A_20 Elongation factor 2 EF2_HUMAN 95,340 7 8 11 8.74% VFSGLVSTGLK 416 426 31.2 25.0 22.8 1 0 0 1,107.6409
A_20 Elongation factor 2 EF2_HUMAN 95,340 7 8 11 8.74% KEDLYLKPIQR 439 449 26.2 26.5 23.0 1 0 0 1,402.8055
A_20 Elongation factor 2 EF2_HUMAN 95,340 7 8 11 8.74% TGTITTFEHAHNMR 482 495 17.3 25.0 9.6 0 1 0 1,631.7596
A_20 Elongation factor 2 EF2_HUMAN 95,340 7 8 11 8.74% YEWDVAEAR 639 647 36.8 25.0 29.3 2 0 0 1,138.5163
A_20 Elongation factor 2 EF2_HUMAN 95,340 7 8 11 8.74% CLYASVLTAQPR 728 739 52.0 27.9 47.5 2 0 0 1,378.7148
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% MVNFTVDQIR 1 10 39.2 27.1 32.8 2 0 0 1,238.6199
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% VNFTVDQIR 2 10 65.8 28.8 45.2 1 0 0 1,091.5844
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% NMSVIAHVDHGK 21 32 40.2 27.9 31.9 2 0 0 1,307.6525
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% QFAEMYVAK 227 235 40.7 25.0 33.5 2 0 0 1,086.5288
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% FAAKGEGQLGPAER 236 249 26.7 28.1 17.9 0 2 0 1,430.7388
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% YFDPANGK 265 272 28.7 25.0 24.2 2 0 0 911.4258
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% VFDAIMNFK 300 308 51.4 26.0 44.8 4 0 0 1,084.5496
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% LDSEDKDKEGKPLLK 323 337 28.4 27.5 13.8 0 1 0 1,714.9226
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% GPLMMYISK 392 400 48.1 25.0 41.7 4 0 0 1,071.5215
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% VFSGLVSTGLK 416 426 67.7 25.0 53.5 1 0 0 1,107.6409
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% VFSGLVSTGLKVR 416 428 66.7 25.0 58.4 1 2 0 1,362.8104
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% IMGPNYTPGK 429 438 25.3 27.7 14.7 3 0 0 1,077.5399
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% KEDLYLKPIQR 439 449 59.1 25.5 47.9 2 2 0 1,402.8055
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% TGTITTFEHAHNMR 482 495 58.6 25.0 54.6 4 1 0 1,631.7596
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% DLEEDHACIPIK 560 571 43.7 25.9 35.0 2 1 0 1,439.6838
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% DLEEDHACIPIKK 560 572 54.2 27.0 29.9 2 0 0 1,567.7788
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% ARPFPDGLAEDIDK 606 619 38.4 26.8 25.2 0 2 0 1,543.7754
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% GVQYLNEIK 668 676 45.3 27.0 30.3 2 0 0 1,063.5783
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% GGGQIIPTAR 717 726 30.9 25.0 25.3 2 0 0 969.5478
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% RCLYASVLTAQPR 727 739 48.8 28.2 32.2 2 2 0 1,534.8159
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% CLYASVLTAQPR 728 739 58.9 28.0 49.3 2 2 0 1,378.7148
A_21 Elongation factor 2 EF2_HUMAN 95,340 22 31 56 23.90% EGIPALDNFLDK 846 857 42.9 28.1 32.0 1 0 0 1,331.6844
A_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.36% VFSGLVSTGLK 416 426 66.8 25.0 50.6 2 0 0 1,107.6409
A_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.36% ETVSEESNVLCLSK 581 594 69.6 26.6 57.4 2 0 0 1,594.7629
A_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.36% YEWDVAEAR 639 647 36.3 25.0 29.6 2 0 0 1,138.5163
A_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.36% CLYASVLTAQPR 728 739 52.9 27.9 40.6 2 0 0 1,378.7148
A_23 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 3.03% ETVSEESNVLCLSK 581 594 69.6 26.6 51.0 2 0 0 1,594.7629
A_23 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 3.03% CLYASVLTAQPR 728 739 51.1 28.0 47.5 2 0 0 1,378.7148
A_25 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 4.08% VFDAIMNFK 300 308 22.1 25.1 11.9 1 0 0 1,100.5446
A_25 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 4.08% ETVSEESNVLCLSK 581 594 79.5 26.4 68.4 2 0 0 1,594.7629



A_25 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 4.08% CLYASVLTAQPR 728 739 53.6 27.8 39.2 2 0 0 1,378.7148
A_26 Elongation factor 2 EF2_HUMAN 95,340 2 2 2 2.68% VFSGLVSTGLK 416 426 31.3 25.0 21.0 1 0 0 1,107.6409
A_26 Elongation factor 2 EF2_HUMAN 95,340 2 2 2 2.68% CLYASVLTAQPR 728 739 38.9 27.9 35.3 1 0 0 1,378.7148
A_27 Elongation factor 2 EF2_HUMAN 95,340 3 3 4 4.08% VFSGLVSTGLK 416 426 20.4 25.0 14.4 1 0 0 1,107.6409
A_27 Elongation factor 2 EF2_HUMAN 95,340 3 3 4 4.08% ETVSEESNVLCLSK 581 594 47.3 26.6 34.0 2 0 0 1,594.7629
A_27 Elongation factor 2 EF2_HUMAN 95,340 3 3 4 4.08% GGGQIIPTAR 717 726 26.0 25.0 19.0 1 0 0 969.5478
A_28 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 3.03% ETVSEESNVLCLSK 581 594 57.0 26.6 50.3 2 0 0 1,594.7629
A_28 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 3.03% CLYASVLTAQPR 728 739 32.8 27.9 28.6 1 0 0 1,378.7148
A_29 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 3.03% ETVSEESNVLCLSK 581 594 51.5 26.7 37.1 2 0 0 1,594.7629
A_29 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 3.03% CLYASVLTAQPR 728 739 49.0 27.8 42.9 2 0 0 1,378.7148
A_30 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.91% VFSGLVSTGLK 416 426 23.9 25.0 15.2 1 0 0 1,107.6409
A_30 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.91% ETVSEESNVLCLSK 581 594 47.0 26.5 34.2 2 0 0 1,594.7629
A_31 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.91% VFSGLVSTGLK 416 426 34.6 25.0 25.5 1 0 0 1,107.6409
A_31 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.91% ETVSEESNVLCLSK 581 594 56.2 26.6 47.3 2 0 0 1,594.7629
A_32 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 3.03% ETVSEESNVLCLSK 581 594 54.6 26.6 48.3 2 0 0 1,594.7629
A_32 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 3.03% CLYASVLTAQPR 728 739 36.3 28.3 26.6 1 0 0 1,378.7148
B_11 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 2.45% YEWDVAEAR 639 647 24.9 25.0 20.9 2 0 0 1,138.5163
B_11 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 2.45% CLYASVLTAQPR 728 739 55.8 27.9 48.7 2 0 0 1,378.7148
B_20 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 4.78% VFDAIMNFK 300 308 29.0 25.0 22.5 2 0 0 1,100.5446
B_20 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 4.78% VFSGLVSTGLK 416 426 69.8 25.0 58.9 2 0 0 1,107.6409
B_20 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 4.78% YEWDVAEAR 639 647 31.7 25.0 24.2 2 0 0 1,138.5163
B_20 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 4.78% CLYASVLTAQPR 728 739 50.4 27.9 41.5 2 0 0 1,378.7148
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% MVNFTVDQIR 1 10 44.3 27.4 37.3 2 0 0 1,238.6199
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% VNFTVDQIR 2 10 67.5 28.9 54.4 1 0 0 1,091.5844
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% QFAEMYVAK 227 235 23.4 25.0 6.8 1 0 0 1,102.5238
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% FAAKGEGQLGPAER 236 249 28.8 27.9 18.7 0 1 0 1,430.7388
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% VFDAIMNFK 300 308 46.7 25.3 33.9 4 0 0 1,100.5446
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% CELLYEGPPDDEAAMGIK 369 386 43.3 25.0 43.3 1 0 0 2,023.8991
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% GPLMMYISK 392 400 37.2 25.0 32.8 2 0 0 1,071.5215
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% VFSGLVSTGLK 416 426 52.5 25.0 45.4 2 0 0 1,107.6409
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% VFSGLVSTGLKVR 416 428 28.1 25.0 27.7 0 2 0 1,362.8104
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% IMGPNYTPGK 429 438 28.5 27.5 17.7 4 0 0 1,093.5349
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% KEDLYLKPIQR 439 449 55.8 25.9 45.6 2 2 0 1,402.8055
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% EDLYLKPIQR 440 449 22.3 27.0 14.3 1 0 0 1,274.7105
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% TGTITTFEHAHNMR 482 495 24.4 25.0 23.1 1 1 0 1,631.7596
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% VAVEAKNPADLPK 507 519 21.6 25.9 15.0 0 2 0 1,351.7581
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% DLEEDHACIPIK 560 571 62.9 25.9 55.9 2 2 0 1,439.6838
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% DLEEDHACIPIKK 560 572 53.9 26.9 37.8 2 0 0 1,567.7788
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% GVQYLNEIK 668 676 39.4 26.8 26.7 2 0 0 1,063.5783
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% GGGQIIPTAR 717 726 52.5 25.0 42.7 2 0 0 969.5478
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% RCLYASVLTAQPR 727 739 38.6 28.4 31.7 2 2 0 1,534.8159
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% CLYASVLTAQPR 728 739 58.0 27.9 54.7 2 0 0 1,378.7148
B_21 Elongation factor 2 EF2_HUMAN 95,340 21 28 46 21.80% EGIPALDNFLDK 846 857 40.1 28.0 28.3 1 0 0 1,331.6844
B_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 7 5.59% VFSGLVSTGLK 416 426 60.1 25.6 38.7 1 0 0 1,107.6409
B_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 7 5.59% KEDLYLKPIQR 439 449 23.3 25.5 17.9 0 2 0 1,402.8055
B_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 7 5.59% ETVSEESNVLCLSK 581 594 69.0 26.6 50.5 2 0 0 1,594.7629
B_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 7 5.59% CLYASVLTAQPR 728 739 56.2 27.8 51.3 2 0 0 1,378.7148
B_24 Elongation factor 2 EF2_HUMAN 95,340 4 4 5 5.24% ETVSEESNVLCLSK 581 594 79.8 26.6 68.9 2 0 0 1,594.7629
B_24 Elongation factor 2 EF2_HUMAN 95,340 4 4 5 5.24% YEWDVAEAR 639 647 31.7 25.0 26.2 1 0 0 1,138.5163
B_24 Elongation factor 2 EF2_HUMAN 95,340 4 4 5 5.24% GGGQIIPTAR 717 726 35.1 25.0 32.8 1 0 0 969.5478
B_24 Elongation factor 2 EF2_HUMAN 95,340 4 4 5 5.24% CLYASVLTAQPR 728 739 53.6 28.0 50.8 1 0 0 1,378.7148
B_25 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 2.91% VFSGLVSTGLK 416 426 35.7 25.0 29.7 2 0 0 1,107.6409
B_25 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 2.91% ETVSEESNVLCLSK 581 594 54.7 26.7 35.3 2 0 0 1,594.7629
B_27 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 2.91% VFSGLVSTGLK 416 426 38.7 25.6 24.5 2 0 0 1,107.6409
B_27 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 2.91% ETVSEESNVLCLSK 581 594 28.1 26.7 21.0 2 0 0 1,594.7629
B_28 Elongation factor 2 EF2_HUMAN 95,340 2 2 2 2.91% VFSGLVSTGLK 416 426 32.0 25.3 22.9 1 0 0 1,107.6409
B_28 Elongation factor 2 EF2_HUMAN 95,340 2 2 2 2.91% ETVSEESNVLCLSK 581 594 42.4 26.6 37.2 1 0 0 1,594.7629
B_29 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 2.91% VFSGLVSTGLK 416 426 27.7 25.6 24.0 2 0 0 1,107.6409
B_29 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 2.91% ETVSEESNVLCLSK 581 594 50.4 26.8 40.1 2 0 0 1,594.7629
B_30 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.91% VFSGLVSTGLK 416 426 25.8 25.0 10.1 2 0 0 1,107.6409
B_30 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.91% ETVSEESNVLCLSK 581 594 37.3 26.8 27.8 1 0 0 1,594.7629
C_11 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 3.03% ETVSEESNVLCLSK 581 594 73.1 26.6 66.3 2 0 0 1,594.7629
C_11 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 3.03% CLYASVLTAQPR 728 739 51.3 28.3 46.4 2 0 0 1,378.7148
C_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 7.69% VNFTVDQIR 2 10 57.5 28.7 45.6 1 0 0 1,091.5844
C_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 7.69% VFDAIMNFK 300 308 43.0 25.1 33.2 1 0 0 1,100.5446
C_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 7.69% VFSGLVSTGLK 416 426 83.3 25.0 61.3 2 0 0 1,107.6409
C_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 7.69% VFSGLVSTGLKVR 416 428 16.2 25.0 8.7 0 1 0 1,362.8104
C_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 7.69% TGTITTFEHAHNMR 482 495 25.4 25.0 22.2 0 2 0 1,631.7596
C_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 7.69% YEWDVAEAR 639 647 51.5 25.0 37.2 2 0 0 1,138.5163
C_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 7.69% CLYASVLTAQPR 728 739 59.7 28.0 49.2 2 0 0 1,378.7148
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% VNFTVDQIR 2 10 75.5 28.8 54.9 2 0 0 1,091.5844
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% NMSVIAHVDHGKSTLTDSLVCK 21 42 22.8 27.1 14.6 0 0 1 2,428.1961
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% FAAKGEGQLGPAER 236 249 45.9 28.0 33.5 2 2 0 1,430.7388
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% VFSGLVSTGLK 416 426 72.9 25.0 55.7 2 0 0 1,107.6409
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% VFSGLVSTGLKVR 416 428 44.4 25.0 36.6 2 1 0 1,362.8104
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% KEDLYLKPIQR 439 449 46.6 26.5 44.7 2 0 0 1,402.8055
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% EDLYLKPIQR 440 449 24.8 27.0 14.6 2 0 0 1,274.7105
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% VAVEAKNPADLPK 507 519 60.5 26.6 49.2 2 2 0 1,351.7581
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% DLEEDHACIPIK 560 571 56.4 26.1 46.6 2 0 0 1,439.6838
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% DLEEDHACIPIKK 560 572 45.3 27.0 32.8 2 0 0 1,567.7788
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% YEWDVAEAR 639 647 32.6 25.0 14.7 2 0 0 1,138.5163
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% GVQYLNEIK 668 676 27.0 27.3 11.6 1 0 0 1,063.5783
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% GGGQIIPTAR 717 726 45.8 26.1 34.6 2 0 0 969.5478
C_21 Elongation factor 2 EF2_HUMAN 95,340 14 17 31 15.70% CLYASVLTAQPR 728 739 59.8 28.0 54.3 2 0 0 1,378.7148
C_22 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 4.31% VFSGLVSTGLK 416 426 64.7 25.0 52.5 2 0 0 1,107.6409
C_22 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 4.31% ETVSEESNVLCLSK 581 594 79.8 26.6 67.3 2 0 0 1,594.7629
C_22 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 4.31% CLYASVLTAQPR 728 739 42.6 27.9 30.3 2 0 0 1,378.7148
C_23 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.80% ETVSEESNVLCLSK 581 594 39.4 26.8 19.5 2 0 0 1,594.7629
C_23 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.80% GGGQIIPTAR 717 726 21.2 25.0 17.5 1 0 0 969.5478
C_25 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 4.20% ETVSEESNVLCLSK 581 594 60.8 26.6 54.7 2 0 0 1,594.7629
C_25 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 4.20% GGGQIIPTAR 717 726 24.0 25.0 24.0 1 0 0 969.5478
C_25 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 4.20% CLYASVLTAQPR 728 739 47.1 28.3 32.4 2 0 0 1,378.7148
D_22 Elongation factor 2 EF2_HUMAN 95,340 2 2 2 2.33% VNFTVDQIR 2 10 38.3 29.1 27.7 1 0 0 1,091.5844
D_22 Elongation factor 2 EF2_HUMAN 95,340 2 2 2 2.33% VFSGLVSTGLK 416 426 22.0 26.2 14.3 1 0 0 1,107.6409
D_27 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 10.30% STLTDSLVCK 33 42 38.9 26.8 35.9 2 0 0 1,123.5665
D_27 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 10.30% VFDAIMNFK 300 308 38.8 25.0 31.1 2 0 0 1,100.5446
D_27 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 10.30% VFSGLVSTGLK 416 426 57.7 26.2 46.0 2 0 0 1,107.6409
D_27 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 10.30% ETVSEESNVLCLSK 581 594 61.7 26.3 48.6 2 0 0 1,594.7629
D_27 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 10.30% YEWDVAEAR 639 647 38.1 25.0 29.9 2 0 0 1,138.5163
D_27 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 10.30% GVQYLNEIK 668 676 24.6 27.7 18.1 2 0 0 1,063.5783
D_27 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 10.30% GGGQIIPTAR 717 726 24.2 25.8 20.1 2 0 0 969.5478
D_27 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 10.30% AYLPVNESFGFTADLR 786 801 77.1 27.2 65.1 1 0 0 1,799.8963
D_28 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 3.50% VNFTVDQIR 2 10 60.5 28.9 46.5 2 0 0 1,091.5844
D_28 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 3.50% VFSGLVSTGLK 416 426 42.5 26.2 30.4 2 0 0 1,107.6409
D_28 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 3.50% GGGQIIPTAR 717 726 22.0 26.1 18.3 2 0 0 969.5478
D_29 Elongation factor 2 EF2_HUMAN 95,340 4 4 6 4.66% VNFTVDQIR 2 10 55.6 28.7 26.7 2 0 0 1,091.5844
D_29 Elongation factor 2 EF2_HUMAN 95,340 4 4 6 4.66% STLTDSLVCK 33 42 22.2 27.6 13.4 1 0 0 1,123.5665
D_29 Elongation factor 2 EF2_HUMAN 95,340 4 4 6 4.66% VFSGLVSTGLK 416 426 37.4 26.2 26.4 2 0 0 1,107.6409
D_29 Elongation factor 2 EF2_HUMAN 95,340 4 4 6 4.66% GGGQIIPTAR 717 726 22.1 25.8 13.8 1 0 0 969.5478
D_32 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 2.33% VNFTVDQIR 2 10 51.0 28.9 17.0 2 0 0 1,091.5844
D_32 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 2.33% VFSGLVSTGLK 416 426 30.3 26.2 20.7 2 0 0 1,107.6409
E_27 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 3.50% STLTDSLVCK 33 42 39.2 27.3 30.6 2 0 0 1,123.5665



E_27 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 3.50% VFDAIMNFK 300 308 18.3 25.1 11.3 1 0 0 1,100.5446
E_27 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 3.50% VFSGLVSTGLK 416 426 42.8 26.2 32.7 2 0 0 1,107.6409
E_28 Elongation factor 2 EF2_HUMAN 95,340 3 3 3 3.50% VNFTVDQIR 2 10 22.9 28.7 8.2 1 0 0 1,091.5844
E_28 Elongation factor 2 EF2_HUMAN 95,340 3 3 3 3.50% VFSGLVSTGLK 416 426 21.9 25.0 21.9 1 0 0 1,107.6409
E_28 Elongation factor 2 EF2_HUMAN 95,340 3 3 3 3.50% GGGQIIPTAR 717 726 21.4 25.0 18.6 1 0 0 969.5478
G_16 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.33% VNFTVDQIR 2 10 33.8 28.8 24.8 1 0 0 1,091.5844
G_16 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.33% VFSGLVSTGLK 416 426 32.2 25.3 22.9 2 0 0 1,107.6409
H_16 Elongation factor 2 EF2_HUMAN 95,340 3 3 4 4.08% VNFTVDQIR 2 10 46.9 28.9 30.1 2 0 0 1,091.5844
H_16 Elongation factor 2 EF2_HUMAN 95,340 3 3 4 4.08% ETVSEESNVLCLSK 581 594 37.5 26.7 24.5 1 0 0 1,594.7629
H_16 Elongation factor 2 EF2_HUMAN 95,340 3 3 4 4.08% CLYASVLTAQPR 728 739 49.5 27.9 45.7 1 0 0 1,378.7148
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% MVNFTVDQIR 1 10 41.5 28.1 29.3 2 0 0 1,222.6249
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% VNFTVDQIR 2 10 49.5 28.8 33.5 2 0 0 1,091.5844
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% STLTDSLVCK 33 42 52.2 27.6 43.1 2 0 0 1,123.5665
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% QFAEMYVAK 227 235 25.5 25.0 17.5 1 0 0 1,086.5288
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% GPLMMYISK 392 400 39.0 26.9 34.1 2 0 0 1,039.5316
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% VFSGLVSTGLK 416 426 68.4 25.3 48.5 1 0 0 1,107.6409
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% VFSGLVSTGLKVR 416 428 42.9 25.0 40.1 2 0 0 1,362.8104
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% IMGPNYTPGK 429 438 22.7 27.9 11.7 1 0 0 1,077.5399
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% KEDLYLKPIQR 439 449 29.5 25.6 29.5 2 0 0 1,402.8055
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% EDLYLKPIQR 440 449 37.3 27.2 17.3 2 0 0 1,274.7105
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% TGTITTFEHAHNMR 482 495 32.3 25.5 25.3 0 3 0 1,631.7596
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% VAVEAKNPADLPK 507 519 39.5 26.0 27.8 2 2 0 1,351.7581
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% DLEEDHACIPIKK 560 572 27.0 26.9 13.8 1 1 0 1,567.7788
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% YEWDVAEAR 639 647 60.0 25.0 49.0 2 0 0 1,138.5163
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% GVQYLNEIK 668 676 42.8 28.0 29.2 2 0 0 1,063.5783
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% RCLYASVLTAQPR 727 739 39.1 28.0 27.6 0 2 0 1,534.8159
H_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 34 16.70% CLYASVLTAQPR 728 739 73.7 27.9 63.7 2 0 0 1,378.7148
H_19 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 4.31% VFSGLVSTGLK 416 426 50.4 25.6 31.7 2 0 0 1,107.6409
H_19 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 4.31% ETVSEESNVLCLSK 581 594 77.5 26.7 64.1 2 0 0 1,594.7629
H_19 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 4.31% CLYASVLTAQPR 728 739 55.6 27.8 50.8 2 0 0 1,378.7148
H_20 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 7.58% VNFTVDQIR 2 10 44.7 28.8 34.7 1 0 0 1,091.5844
H_20 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 7.58% STLTDSLVCK 33 42 41.6 27.6 34.9 2 0 0 1,123.5665
H_20 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 7.58% VFSGLVSTGLK 416 426 53.1 25.3 33.1 2 0 0 1,107.6409
H_20 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 7.58% ETVSEESNVLCLSK 581 594 59.7 26.6 47.0 2 0 0 1,594.7629
H_20 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 7.58% YEWDVAEAR 639 647 39.8 25.0 32.0 2 0 0 1,138.5163
H_20 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 7.58% CLYASVLTAQPR 728 739 53.4 27.9 45.0 2 0 0 1,378.7148
H_21 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 6.53% STLTDSLVCK 33 42 55.3 27.3 47.5 2 0 0 1,123.5665
H_21 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 6.53% VFSGLVSTGLK 416 426 48.5 25.7 37.5 2 0 0 1,107.6409
H_21 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 6.53% ETVSEESNVLCLSK 581 594 63.1 26.6 52.5 2 0 0 1,594.7629
H_21 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 6.53% YEWDVAEAR 639 647 32.2 25.0 25.4 2 0 0 1,138.5163
H_21 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 6.53% CLYASVLTAQPR 728 739 62.1 28.0 49.0 2 0 0 1,378.7148
H_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 6 4.78% VNFTVDQIR 2 10 62.7 28.8 46.2 1 0 0 1,091.5844
H_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 6 4.78% VFSGLVSTGLK 416 426 54.3 25.0 36.4 2 0 0 1,107.6409
H_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 6 4.78% YEWDVAEAR 639 647 28.4 25.0 11.4 1 0 0 1,138.5163
H_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 6 4.78% CLYASVLTAQPR 728 739 59.4 28.0 51.9 2 0 0 1,378.7148
H_24 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 3.73% VNFTVDQIR 2 10 47.5 28.8 34.8 1 0 0 1,091.5844
H_24 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 3.73% VFSGLVSTGLK 416 426 57.0 25.0 45.3 2 0 0 1,107.6409
H_24 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 3.73% CLYASVLTAQPR 728 739 71.0 27.8 69.1 2 0 0 1,378.7148
I_16 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 4.08% VNFTVDQIR 2 10 56.7 28.4 47.0 2 0 0 1,091.5844
I_16 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 4.08% ETVSEESNVLCLSK 581 594 62.6 26.5 50.0 2 0 0 1,594.7629
I_16 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 4.08% CLYASVLTAQPR 728 739 48.1 28.0 44.2 2 0 0 1,378.7148
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% MVNFTVDQIR 1 10 51.2 28.1 38.4 2 0 0 1,222.6249
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% VNFTVDQIR 2 10 63.8 28.9 48.6 2 0 0 1,091.5844
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% STLTDSLVCK 33 42 54.8 27.6 50.8 2 0 0 1,123.5665
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% QFAEMYVAK 227 235 24.3 25.0 18.9 2 0 0 1,086.5288
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% GPLMMYISK 392 400 38.2 27.0 35.6 2 0 0 1,039.5316
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% VFSGLVSTGLK 416 426 52.6 25.7 40.8 2 0 0 1,107.6409
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% VFSGLVSTGLKVR 416 428 74.4 25.0 70.6 2 1 0 1,362.8104
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% KEDLYLKPIQR 439 449 25.5 25.9 22.7 1 0 0 1,402.8055
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% EDLYLKPIQR 440 449 26.4 27.0 6.4 1 0 0 1,274.7105
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% TGTITTFEHAHNMR 482 495 21.8 25.0 15.6 0 1 0 1,615.7646
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% VAVEAKNPADLPK 507 519 51.7 26.0 39.0 2 2 0 1,351.7581
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% DLEEDHACIPIK 560 571 27.1 26.3 24.0 2 0 0 1,439.6838
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% ARPFPDGLAEDIDKGEVSAR 606 625 54.5 27.7 49.7 0 0 1 2,143.0781
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% YLAEKYEWDVAEAR 634 647 29.5 26.9 19.6 0 2 0 1,742.8384
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% GVQYLNEIK 668 676 39.0 27.9 22.5 2 0 0 1,063.5783
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% RCLYASVLTAQPR 727 739 49.5 27.9 42.9 2 2 0 1,534.8159
I_17 Elongation factor 2 EF2_HUMAN 95,340 17 20 35 18.30% CLYASVLTAQPR 728 739 58.1 27.9 48.0 2 0 0 1,378.7148
I_18 Elongation factor 2 EF2_HUMAN 95,340 4 5 9 5.36% STLTDSLVCK 33 42 60.7 27.4 52.1 2 0 0 1,123.5665
I_18 Elongation factor 2 EF2_HUMAN 95,340 4 5 9 5.36% VFSGLVSTGLK 416 426 67.5 25.0 47.1 2 0 0 1,107.6409
I_18 Elongation factor 2 EF2_HUMAN 95,340 4 5 9 5.36% VAVEAKNPADLPK 507 519 29.6 25.9 25.9 1 2 0 1,351.7581
I_18 Elongation factor 2 EF2_HUMAN 95,340 4 5 9 5.36% CLYASVLTAQPR 728 739 63.1 27.8 55.7 2 0 0 1,378.7148
I_19 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 8.04% VNFTVDQIR 2 10 42.5 28.8 25.2 1 0 0 1,091.5844
I_19 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 8.04% STLTDSLVCK 33 42 49.0 27.3 39.8 2 0 0 1,123.5665
I_19 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 8.04% VFSGLVSTGLK 416 426 46.3 25.0 36.6 2 0 0 1,107.6409
I_19 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 8.04% VAVEAKNPADLPK 507 519 37.5 25.9 33.1 0 2 0 1,351.7581
I_19 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 8.04% ETVSEESNVLCLSK 581 594 72.9 26.6 64.4 2 0 0 1,594.7629
I_19 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 8.04% CLYASVLTAQPR 728 739 67.4 27.9 55.5 2 0 0 1,378.7148
I_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 9.09% VNFTVDQIR 2 10 63.7 28.8 47.7 2 0 0 1,091.5844
I_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 9.09% STLTDSLVCK 33 42 41.4 27.3 35.1 2 0 0 1,123.5665
I_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 9.09% VFSGLVSTGLK 416 426 40.7 25.0 30.9 2 0 0 1,107.6409
I_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 9.09% VAVEAKNPADLPK 507 519 26.0 26.0 24.7 0 1 0 1,351.7581
I_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 9.09% ETVSEESNVLCLSK 581 594 62.5 26.4 44.1 2 0 0 1,594.7629
I_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 9.09% YEWDVAEAR 639 647 22.0 25.0 14.5 1 0 0 1,138.5163
I_20 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 9.09% CLYASVLTAQPR 728 739 63.9 27.9 53.0 2 0 0 1,378.7148
I_21 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 6.88% VNFTVDQIR 2 10 64.7 28.8 51.8 2 0 0 1,091.5844
I_21 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 6.88% VFSGLVSTGLK 416 426 38.1 25.0 14.5 2 0 0 1,107.6409
I_21 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 6.88% VAVEAKNPADLPK 507 519 24.3 26.0 21.2 0 2 0 1,351.7581
I_21 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 6.88% ETVSEESNVLCLSK 581 594 36.2 26.5 24.8 2 0 0 1,594.7629
I_21 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 6.88% CLYASVLTAQPR 728 739 56.6 27.8 49.0 2 0 0 1,378.7148
I_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 7 5.83% VFSGLVSTGLK 416 426 24.3 25.0 13.0 1 0 0 1,107.6409
I_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 7 5.83% VAVEAKNPADLPK 507 519 27.0 25.9 23.2 0 2 0 1,351.7581
I_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 7 5.83% ETVSEESNVLCLSK 581 594 47.5 26.7 35.5 2 0 0 1,594.7629
I_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 7 5.83% CLYASVLTAQPR 728 739 47.6 28.0 44.4 2 0 0 1,378.7148
I_24 Elongation factor 2 EF2_HUMAN 95,340 4 4 5 5.36% VNFTVDQIR 2 10 55.0 28.3 44.0 1 0 0 1,091.5844
I_24 Elongation factor 2 EF2_HUMAN 95,340 4 4 5 5.36% VFSGLVSTGLK 416 426 26.7 25.6 18.9 1 0 0 1,107.6409
I_24 Elongation factor 2 EF2_HUMAN 95,340 4 4 5 5.36% ETVSEESNVLCLSK 581 594 39.8 26.7 26.6 1 0 0 1,594.7629
I_24 Elongation factor 2 EF2_HUMAN 95,340 4 4 5 5.36% CLYASVLTAQPR 728 739 46.7 27.8 38.2 2 0 0 1,378.7148
J_16 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.33% VNFTVDQIR 2 10 26.1 28.2 12.8 1 0 0 1,091.5844
J_16 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.33% VFSGLVSTGLK 416 426 37.7 25.3 25.2 2 0 0 1,107.6409
J_17 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 9.44% VNFTVDQIR 2 10 67.3 28.3 52.5 2 0 0 1,091.5844
J_17 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 9.44% STLTDSLVCK 33 42 46.7 27.4 39.9 2 0 0 1,123.5665
J_17 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 9.44% VFDAIMNFK 300 308 28.3 25.9 20.5 2 0 0 1,100.5446
J_17 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 9.44% VFSGLVSTGLK 416 426 63.4 25.0 49.2 2 0 0 1,107.6409
J_17 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 9.44% DLEEDHACIPIK 560 571 29.6 26.8 29.6 1 0 0 1,439.6838
J_17 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 9.44% YEWDVAEAR 639 647 55.5 25.0 45.7 2 0 0 1,138.5163
J_17 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 9.44% GVQYLNEIK 668 676 45.1 28.0 34.5 2 0 0 1,063.5783
J_17 Elongation factor 2 EF2_HUMAN 95,340 8 8 15 9.44% CLYASVLTAQPR 728 739 64.7 28.0 56.3 2 0 0 1,378.7148
J_18 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.48% STLTDSLVCK 33 42 41.7 27.0 35.5 2 0 0 1,123.5665
J_18 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.48% VFSGLVSTGLK 416 426 51.1 25.3 33.5 2 0 0 1,107.6409
J_18 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.48% ETVSEESNVLCLSK 581 594 65.8 26.6 54.2 2 0 0 1,594.7629
J_18 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.48% CLYASVLTAQPR 728 739 49.6 28.0 41.9 2 0 0 1,378.7148



J_19 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.18% VNFTVDQIR 2 10 25.7 28.2 6.2 1 0 0 1,091.5844
J_19 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.18% STLTDSLVCK 33 42 27.0 27.1 14.5 1 0 0 1,123.5665
J_19 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.18% VFSGLVSTGLK 416 426 56.6 25.0 44.2 2 0 0 1,107.6409
J_19 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.18% ETVSEESNVLCLSK 581 594 71.6 26.9 52.4 2 0 0 1,594.7629
J_19 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.18% YEWDVAEAR 639 647 32.3 25.0 22.5 2 0 0 1,138.5163
J_20 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 3.96% VFSGLVSTGLK 416 426 37.5 25.3 28.6 2 0 0 1,107.6409
J_20 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 3.96% ETVSEESNVLCLSK 581 594 66.0 26.7 50.9 2 0 0 1,594.7629
J_20 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 3.96% YEWDVAEAR 639 647 21.1 25.0 14.9 1 0 0 1,138.5163
J_21 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 3.96% VNFTVDQIR 2 10 35.7 28.2 22.8 1 0 0 1,091.5844
J_21 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 3.96% VFSGLVSTGLK 416 426 53.7 25.3 39.0 2 0 0 1,107.6409
J_21 Elongation factor 2 EF2_HUMAN 95,340 3 3 5 3.96% ETVSEESNVLCLSK 581 594 39.2 26.9 22.0 2 0 0 1,594.7629
K_14 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.91% VFSGLVSTGLK 416 426 22.9 25.6 20.8 1 0 0 1,107.6409
K_14 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.91% ETVSEESNVLCLSK 581 594 47.6 26.9 37.9 2 0 0 1,594.7629
K_16 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 4.78% VNFTVDQIR 2 10 64.8 28.9 49.2 2 0 0 1,091.5844
K_16 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 4.78% VFSGLVSTGLK 416 426 47.5 25.6 38.9 2 0 0 1,107.6409
K_16 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 4.78% YEWDVAEAR 639 647 42.2 25.0 30.0 2 0 0 1,138.5163
K_16 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 4.78% CLYASVLTAQPR 728 739 57.5 27.9 51.8 2 0 0 1,378.7148
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% VNFTVDQIR 2 10 69.8 28.8 55.6 1 0 0 1,091.5844
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% STLTDSLVCK 33 42 55.1 27.1 48.5 2 0 0 1,123.5665
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% VFDAIMNFK 300 308 29.9 25.3 24.0 2 0 0 1,100.5446
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% VFDAIMNFKK 300 309 20.5 27.8 13.0 1 0 0 1,228.6396
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% VFSGLVSTGLK 416 426 57.4 25.3 47.0 3 0 0 1,107.6409
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% VFSGLVSTGLKVR 416 428 65.2 25.0 65.2 2 0 0 1,362.8104
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% KEDLYLKPIQR 439 449 28.1 25.1 24.7 1 0 0 1,402.8055
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% EDLYLKPIQR 440 449 28.0 28.7 17.0 2 0 0 1,274.7105
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% VAVEAKNPADLPK 507 519 19.0 25.3 14.1 0 2 0 1,351.7581
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% DLEEDHACIPIK 560 571 52.2 26.3 49.0 2 0 0 1,439.6838
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% DLEEDHACIPIKK 560 572 38.6 27.1 24.3 2 2 0 1,567.7788
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% YEWDVAEAR 639 647 34.6 25.0 25.3 4 0 0 1,138.5163
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% GVQYLNEIK 668 676 49.0 28.0 30.7 2 0 0 1,063.5783
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% GGGQIIPTAR 717 726 16.7 25.0 5.9 1 0 0 969.5478
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% RCLYASVLTAQPR 727 739 43.4 28.4 38.4 1 2 0 1,534.8159
K_17 Elongation factor 2 EF2_HUMAN 95,340 16 18 34 14.00% CLYASVLTAQPR 728 739 55.2 28.0 50.6 2 0 0 1,378.7148
K_18 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 4.31% VFSGLVSTGLK 416 426 46.0 25.3 38.8 2 0 0 1,107.6409
K_18 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 4.31% ETVSEESNVLCLSK 581 594 70.8 26.7 62.6 2 0 0 1,594.7629
K_18 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 4.31% CLYASVLTAQPR 728 739 46.1 28.4 42.4 2 0 0 1,378.7148
K_19 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.53% STLTDSLVCK 33 42 38.6 27.1 35.6 1 0 0 1,123.5665
K_19 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.53% VFSGLVSTGLK 416 426 33.8 25.6 28.6 1 0 0 1,107.6409
K_19 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.53% ETVSEESNVLCLSK 581 594 73.5 26.8 60.8 2 0 0 1,594.7629
K_19 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.53% YEWDVAEAR 639 647 29.3 25.0 23.0 2 0 0 1,138.5163
K_19 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.53% CLYASVLTAQPR 728 739 57.2 28.0 47.3 2 0 0 1,378.7148
K_20 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 2.91% VFSGLVSTGLK 416 426 40.3 25.3 35.0 2 0 0 1,107.6409
K_20 Elongation factor 2 EF2_HUMAN 95,340 2 2 4 2.91% ETVSEESNVLCLSK 581 594 56.6 26.9 40.2 2 0 0 1,594.7629
K_21 Elongation factor 2 EF2_HUMAN 95,340 6 6 10 7.58% VNFTVDQIR 2 10 50.7 28.8 37.2 1 0 0 1,091.5844
K_21 Elongation factor 2 EF2_HUMAN 95,340 6 6 10 7.58% STLTDSLVCK 33 42 53.4 27.4 49.2 2 0 0 1,123.5665
K_21 Elongation factor 2 EF2_HUMAN 95,340 6 6 10 7.58% VFSGLVSTGLK 416 426 49.6 25.7 36.4 2 0 0 1,107.6409
K_21 Elongation factor 2 EF2_HUMAN 95,340 6 6 10 7.58% ETVSEESNVLCLSK 581 594 71.8 26.8 62.1 2 0 0 1,594.7629
K_21 Elongation factor 2 EF2_HUMAN 95,340 6 6 10 7.58% YEWDVAEAR 639 647 41.3 25.0 31.3 2 0 0 1,138.5163
K_21 Elongation factor 2 EF2_HUMAN 95,340 6 6 10 7.58% CLYASVLTAQPR 728 739 46.5 28.0 42.2 1 0 0 1,378.7148
K_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.36% VNFTVDQIR 2 10 62.4 28.8 49.6 2 0 0 1,091.5844
K_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.36% VFSGLVSTGLK 416 426 43.6 25.3 32.0 2 0 0 1,107.6409
K_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.36% ETVSEESNVLCLSK 581 594 45.5 27.0 35.1 2 0 0 1,594.7629
K_22 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.36% CLYASVLTAQPR 728 739 55.9 27.8 53.0 2 0 0 1,378.7148
K_23 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.41% VNFTVDQIR 2 10 43.4 28.9 30.2 1 0 0 1,091.5844
K_23 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.41% VFSGLVSTGLK 416 426 36.4 25.6 25.5 2 0 0 1,107.6409
K_23 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.41% ETVSEESNVLCLSK 581 594 69.8 26.7 46.0 2 0 0 1,594.7629
K_23 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.41% YEWDVAEAR 639 647 34.8 25.0 19.0 2 0 0 1,138.5163
K_23 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.41% CLYASVLTAQPR 728 739 43.6 28.0 39.1 1 0 0 1,378.7148
K_24 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.36% VNFTVDQIR 2 10 58.8 28.9 45.4 2 0 0 1,091.5844
K_24 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.36% VFSGLVSTGLK 416 426 30.7 25.6 19.8 2 0 0 1,107.6409
K_24 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.36% ETVSEESNVLCLSK 581 594 51.9 26.8 38.3 2 0 0 1,594.7629
K_24 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.36% CLYASVLTAQPR 728 739 53.4 28.0 45.5 2 0 0 1,378.7148
L_12 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 7.58% VNFTVDQIR 2 10 61.2 28.2 42.9 1 0 0 1,091.5844
L_12 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 7.58% STLTDSLVCK 33 42 42.3 27.0 39.4 2 0 0 1,123.5665
L_12 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 7.58% VFSGLVSTGLK 416 426 51.3 25.0 40.0 2 0 0 1,107.6409
L_12 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 7.58% ETVSEESNVLCLSK 581 594 69.6 27.0 54.7 2 0 0 1,594.7629
L_12 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 7.58% YEWDVAEAR 639 647 31.7 25.0 21.6 2 0 0 1,138.5163
L_12 Elongation factor 2 EF2_HUMAN 95,340 6 6 11 7.58% CLYASVLTAQPR 728 739 62.8 28.0 53.9 2 0 0 1,378.7148
L_13 Elongation factor 2 EF2_HUMAN 95,340 12 13 20 15.00% NMSVIAHVDHGK 21 32 28.8 26.4 20.6 1 0 0 1,323.6475
L_13 Elongation factor 2 EF2_HUMAN 95,340 12 13 20 15.00% STLTDSLVCK 33 42 61.0 27.0 52.4 2 0 0 1,123.5665
L_13 Elongation factor 2 EF2_HUMAN 95,340 12 13 20 15.00% FAAKGEGQLGPAER 236 249 32.0 27.7 18.7 0 2 0 1,430.7388
L_13 Elongation factor 2 EF2_HUMAN 95,340 12 13 20 15.00% CELLYEGPPDDEAAMGIK 369 386 49.6 25.0 45.3 1 0 0 2,023.8991
L_13 Elongation factor 2 EF2_HUMAN 95,340 12 13 20 15.00% VFSGLVSTGLK 416 426 66.2 25.7 56.4 2 0 0 1,107.6409
L_13 Elongation factor 2 EF2_HUMAN 95,340 12 13 20 15.00% IMGPNYTPGK 429 438 29.2 27.4 18.6 2 0 0 1,093.5349
L_13 Elongation factor 2 EF2_HUMAN 95,340 12 13 20 15.00% TGTITTFEHAHNMR 482 495 27.5 25.5 24.2 0 1 0 1,631.7596
L_13 Elongation factor 2 EF2_HUMAN 95,340 12 13 20 15.00% VAVEAKNPADLPK 507 519 47.5 25.3 36.2 2 0 0 1,351.7581
L_13 Elongation factor 2 EF2_HUMAN 95,340 12 13 20 15.00% YLAEKYEWDVAEAR 634 647 29.5 27.0 23.7 0 2 0 1,742.8384
L_13 Elongation factor 2 EF2_HUMAN 95,340 12 13 20 15.00% YEWDVAEAR 639 647 49.3 25.0 41.0 2 0 0 1,138.5163
L_13 Elongation factor 2 EF2_HUMAN 95,340 12 13 20 15.00% RCLYASVLTAQPR 727 739 25.9 28.1 17.0 0 1 0 1,534.8159
L_13 Elongation factor 2 EF2_HUMAN 95,340 12 13 20 15.00% CLYASVLTAQPR 728 739 61.7 28.5 54.4 2 0 0 1,378.7148
L_14 Elongation factor 2 EF2_HUMAN 95,340 6 6 8 7.58% STLTDSLVCK 33 42 42.6 27.0 32.3 1 0 0 1,123.5665
L_14 Elongation factor 2 EF2_HUMAN 95,340 6 6 8 7.58% VFSGLVSTGLK 416 426 49.6 25.0 35.2 1 0 0 1,107.6409
L_14 Elongation factor 2 EF2_HUMAN 95,340 6 6 8 7.58% IMGPNYTPGK 429 438 22.8 27.4 16.2 1 0 0 1,093.5349
L_14 Elongation factor 2 EF2_HUMAN 95,340 6 6 8 7.58% VAVEAKNPADLPK 507 519 27.2 25.3 26.3 0 1 0 1,351.7581
L_14 Elongation factor 2 EF2_HUMAN 95,340 6 6 8 7.58% YEWDVAEAR 639 647 36.0 25.0 19.5 2 0 0 1,138.5163
L_14 Elongation factor 2 EF2_HUMAN 95,340 6 6 8 7.58% CLYASVLTAQPR 728 739 46.5 28.5 39.0 2 0 0 1,378.7148
L_15 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.88% FAAKGEGQLGPAER 236 249 40.4 27.7 29.3 0 1 0 1,430.7388
L_15 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.88% VFSGLVSTGLK 416 426 56.8 25.3 48.5 2 0 0 1,107.6409
L_15 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.88% VAVEAKNPADLPK 507 519 21.0 25.3 19.9 0 1 0 1,351.7581
L_15 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.88% YEWDVAEAR 639 647 40.4 25.0 23.4 2 0 0 1,138.5163
L_15 Elongation factor 2 EF2_HUMAN 95,340 5 5 8 6.88% CLYASVLTAQPR 728 739 61.8 28.5 51.1 2 0 0 1,378.7148
L_16 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.53% VNFTVDQIR 2 10 69.1 28.8 49.1 1 0 0 1,091.5844
L_16 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.53% STLTDSLVCK 33 42 55.3 27.1 46.1 2 0 0 1,123.5665
L_16 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.53% FAAKGEGQLGPAER 236 249 35.8 27.6 24.5 0 1 0 1,430.7388
L_16 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.53% VFSGLVSTGLK 416 426 63.4 25.3 55.3 1 0 0 1,107.6409
L_16 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.53% CLYASVLTAQPR 728 739 55.5 28.5 48.9 2 0 0 1,378.7148
M_12 Elongation factor 2 EF2_HUMAN 95,340 9 10 18 10.80% VNFTVDQIR 2 10 61.5 28.8 49.3 2 0 0 1,091.5844
M_12 Elongation factor 2 EF2_HUMAN 95,340 9 10 18 10.80% STLTDSLVCK 33 42 56.0 27.2 49.8 2 0 0 1,123.5665
M_12 Elongation factor 2 EF2_HUMAN 95,340 9 10 18 10.80% QFAEMYVAK 227 235 35.4 25.0 29.7 2 0 0 1,102.5238
M_12 Elongation factor 2 EF2_HUMAN 95,340 9 10 18 10.80% VFDAIMNFK 300 308 34.1 25.4 29.1 2 0 0 1,100.5446
M_12 Elongation factor 2 EF2_HUMAN 95,340 9 10 18 10.80% VFSGLVSTGLK 416 426 57.4 25.3 49.2 2 0 0 1,107.6409
M_12 Elongation factor 2 EF2_HUMAN 95,340 9 10 18 10.80% IMGPNYTPGK 429 438 28.2 27.8 20.3 2 0 0 1,077.5399
M_12 Elongation factor 2 EF2_HUMAN 95,340 9 10 18 10.80% ETVSEESNVLCLSK 581 594 84.3 26.7 71.5 2 0 0 1,594.7629
M_12 Elongation factor 2 EF2_HUMAN 95,340 9 10 18 10.80% YEWDVAEAR 639 647 40.3 25.0 36.4 2 0 0 1,138.5163
M_12 Elongation factor 2 EF2_HUMAN 95,340 9 10 18 10.80% CLYASVLTAQPR 728 739 57.7 27.7 51.3 2 0 0 1,378.7148
M_13 Elongation factor 2 EF2_HUMAN 95,340 11 11 21 14.10% VNFTVDQIR 2 10 75.2 28.8 60.0 2 0 0 1,091.5844
M_13 Elongation factor 2 EF2_HUMAN 95,340 11 11 21 14.10% QFAEMYVAK 227 235 31.3 25.0 23.6 2 0 0 1,102.5238
M_13 Elongation factor 2 EF2_HUMAN 95,340 11 11 21 14.10% VFDAIMNFK 300 308 30.2 25.3 20.7 2 0 0 1,100.5446
M_13 Elongation factor 2 EF2_HUMAN 95,340 11 11 21 14.10% VFSGLVSTGLK 416 426 70.4 25.6 58.3 2 0 0 1,107.6409
M_13 Elongation factor 2 EF2_HUMAN 95,340 11 11 21 14.10% IMGPNYTPGK 429 438 27.1 27.6 14.4 2 0 0 1,093.5349
M_13 Elongation factor 2 EF2_HUMAN 95,340 11 11 21 14.10% KEDLYLKPIQR 439 449 33.9 25.5 33.2 0 2 0 1,402.8055
M_13 Elongation factor 2 EF2_HUMAN 95,340 11 11 21 14.10% TGTITTFEHAHNMR 482 495 17.4 25.0 7.6 0 2 0 1,631.7596



M_13 Elongation factor 2 EF2_HUMAN 95,340 11 11 21 14.10% VAVEAKNPADLPK 507 519 18.9 25.9 15.4 0 1 0 1,351.7581
M_13 Elongation factor 2 EF2_HUMAN 95,340 11 11 21 14.10% ETVSEESNVLCLSK 581 594 81.5 26.8 70.7 2 0 0 1,594.7629
M_13 Elongation factor 2 EF2_HUMAN 95,340 11 11 21 14.10% YEWDVAEAR 639 647 46.9 25.0 38.7 2 0 0 1,138.5163
M_13 Elongation factor 2 EF2_HUMAN 95,340 11 11 21 14.10% CLYASVLTAQPR 728 739 59.0 27.8 50.7 2 0 0 1,378.7148
M_14 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 8.86% VNFTVDQIR 2 10 66.6 28.8 54.2 2 0 0 1,091.5844
M_14 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 8.86% VFSGLVSTGLK 416 426 60.7 25.3 42.9 2 0 0 1,107.6409
M_14 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 8.86% IMGPNYTPGK 429 438 27.2 27.5 21.2 1 0 0 1,093.5349
M_14 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 8.86% KEDLYLKPIQR 439 449 19.3 25.7 19.3 0 1 0 1,402.8055
M_14 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 8.86% ETVSEESNVLCLSK 581 594 71.5 26.8 51.3 1 0 0 1,594.7629
M_14 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 8.86% YEWDVAEAR 639 647 34.4 25.0 27.4 2 0 0 1,138.5163
M_14 Elongation factor 2 EF2_HUMAN 95,340 7 7 11 8.86% CLYASVLTAQPR 728 739 68.0 28.0 59.1 2 0 0 1,378.7148
M_15 Elongation factor 2 EF2_HUMAN 95,340 5 6 10 6.88% VNFTVDQIR 2 10 71.7 28.8 53.2 2 0 0 1,091.5844
M_15 Elongation factor 2 EF2_HUMAN 95,340 5 6 10 6.88% VFSGLVSTGLK 416 426 50.7 25.3 38.3 2 0 0 1,107.6409
M_15 Elongation factor 2 EF2_HUMAN 95,340 5 6 10 6.88% VAVEAKNPADLPK 507 519 31.8 25.9 28.8 1 1 0 1,351.7581
M_15 Elongation factor 2 EF2_HUMAN 95,340 5 6 10 6.88% ETVSEESNVLCLSK 581 594 67.6 26.9 49.8 2 0 0 1,594.7629
M_15 Elongation factor 2 EF2_HUMAN 95,340 5 6 10 6.88% CLYASVLTAQPR 728 739 65.0 28.0 56.3 2 0 0 1,378.7148
N_12 Elongation factor 2 EF2_HUMAN 95,340 3 3 4 3.50% STLTDSLVCK 33 42 24.3 27.1 24.1 1 0 0 1,123.5665
N_12 Elongation factor 2 EF2_HUMAN 95,340 3 3 4 3.50% VFDAIMNFK 300 308 20.9 25.9 12.6 1 0 0 1,100.5446
N_12 Elongation factor 2 EF2_HUMAN 95,340 3 3 4 3.50% VFSGLVSTGLK 416 426 44.1 25.0 35.3 2 0 0 1,107.6409
N_13 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 8.62% STLTDSLVCK 33 42 40.3 27.0 33.8 2 0 0 1,123.5665
N_13 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 8.62% QFAEMYVAK 227 235 23.4 25.2 17.8 1 0 0 1,102.5238
N_13 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 8.62% VFDAIMNFK 300 308 27.2 25.9 22.4 1 0 0 1,100.5446
N_13 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 8.62% VFSGLVSTGLK 416 426 34.4 25.0 25.3 2 0 0 1,107.6409
N_13 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 8.62% ETVSEESNVLCLSK 581 594 81.1 26.9 70.6 2 0 0 1,594.7629
N_13 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 8.62% YEWDVAEAR 639 647 30.1 25.0 23.6 2 0 0 1,138.5163
N_13 Elongation factor 2 EF2_HUMAN 95,340 7 7 12 8.62% CLYASVLTAQPR 728 739 50.5 28.2 41.0 2 0 0 1,378.7148
O_12 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 5.94% VNFTVDQIR 2 10 53.4 28.1 38.8 2 0 0 1,091.5844
O_12 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 5.94% STLTDSLVCK 33 42 33.0 27.0 27.6 2 0 0 1,123.5665
O_12 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 5.94% VFSGLVSTGLK 416 426 53.5 25.3 46.6 2 0 0 1,107.6409
O_12 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 5.94% YEWDVAEAR 639 647 29.9 25.0 29.9 2 0 0 1,138.5163
O_12 Elongation factor 2 EF2_HUMAN 95,340 5 5 10 5.94% CLYASVLTAQPR 728 739 61.0 28.5 50.3 2 0 0 1,378.7148
O_13 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 3.96% VNFTVDQIR 2 10 39.5 28.2 26.5 2 0 0 1,091.5844
O_13 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 3.96% VFSGLVSTGLK 416 426 44.5 25.3 31.6 2 0 0 1,107.6409
O_13 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 3.96% ETVSEESNVLCLSK 581 594 47.2 26.9 40.9 2 0 0 1,594.7629
O_14 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.91% VFSGLVSTGLK 416 426 28.7 25.3 19.1 2 0 0 1,107.6409
O_14 Elongation factor 2 EF2_HUMAN 95,340 2 2 3 2.91% ETVSEESNVLCLSK 581 594 38.0 26.9 30.4 1 0 0 1,594.7629
O_15 Elongation factor 2 EF2_HUMAN 95,340 3 3 3 3.50% VNFTVDQIR 2 10 49.6 28.8 37.7 1 0 0 1,091.5844
O_15 Elongation factor 2 EF2_HUMAN 95,340 3 3 3 3.50% STLTDSLVCK 33 42 26.7 27.0 22.1 1 0 0 1,123.5665
O_15 Elongation factor 2 EF2_HUMAN 95,340 3 3 3 3.50% VFSGLVSTGLK 416 426 32.2 25.0 23.3 1 0 0 1,107.6409
P_12 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.64% QFAEMYVAK 227 235 17.9 25.2 10.7 1 0 0 1,102.5238
P_12 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.64% VFSGLVSTGLK 416 426 66.8 25.0 57.6 2 0 0 1,107.6409
P_12 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.64% KEDLYLKPIQR 439 449 35.9 25.1 31.2 0 1 0 1,402.8055
P_12 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.64% TGTITTFEHAHNMR 482 495 16.8 25.6 14.3 0 1 0 1,631.7596
P_12 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.64% CLYASVLTAQPR 728 739 46.5 28.1 36.2 2 0 0 1,378.7148
P_13 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.53% VFSGLVSTGLK 416 426 35.8 25.0 28.2 2 0 0 1,107.6409
P_13 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.53% IMGPNYTPGK 429 438 23.1 27.2 12.3 1 0 0 1,093.5349
P_13 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.53% ETVSEESNVLCLSK 581 594 54.3 26.9 47.7 1 0 0 1,594.7629
P_13 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.53% YEWDVAEAR 639 647 37.0 25.0 34.2 2 0 0 1,138.5163
P_13 Elongation factor 2 EF2_HUMAN 95,340 5 5 7 6.53% CLYASVLTAQPR 728 739 43.7 28.2 34.6 1 0 0 1,378.7148
P_14 Elongation factor 2 EF2_HUMAN 95,340 2 2 2 2.91% VFSGLVSTGLK 416 426 34.7 25.0 25.6 1 0 0 1,107.6409
P_14 Elongation factor 2 EF2_HUMAN 95,340 2 2 2 2.91% ETVSEESNVLCLSK 581 594 58.9 26.9 40.8 1 0 0 1,594.7629
P_15 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 3.96% VNFTVDQIR 2 10 48.4 28.2 33.2 2 0 0 1,091.5844
P_15 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 3.96% VFSGLVSTGLK 416 426 32.6 25.0 28.8 2 0 0 1,107.6409
P_15 Elongation factor 2 EF2_HUMAN 95,340 3 3 6 3.96% ETVSEESNVLCLSK 581 594 63.2 26.9 51.7 2 0 0 1,594.7629
Q_11 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.13% VNFTVDQIR 2 10 55.1 28.3 36.7 2 0 0 1,091.5844
Q_11 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.13% STLTDSLVCK 33 42 41.0 27.0 37.5 2 0 0 1,123.5665
Q_11 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.13% VFSGLVSTGLK 416 426 46.4 25.3 33.8 2 0 0 1,107.6409
Q_11 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.13% ETVSEESNVLCLSK 581 594 53.9 27.0 38.8 2 0 0 1,594.7629
Q_12 Elongation factor 2 EF2_HUMAN 95,340 8 9 16 9.21% VNFTVDQIR 2 10 66.9 28.2 53.7 2 0 0 1,091.5844
Q_12 Elongation factor 2 EF2_HUMAN 95,340 8 9 16 9.21% VFDAIMNFK 300 308 27.7 25.9 21.2 1 0 0 1,100.5446
Q_12 Elongation factor 2 EF2_HUMAN 95,340 8 9 16 9.21% VFSGLVSTGLK 416 426 57.0 25.0 43.3 2 0 0 1,107.6409
Q_12 Elongation factor 2 EF2_HUMAN 95,340 8 9 16 9.21% IMGPNYTPGK 429 438 33.9 27.8 30.9 3 0 0 1,077.5399
Q_12 Elongation factor 2 EF2_HUMAN 95,340 8 9 16 9.21% YEWDVAEAR 639 647 43.2 25.0 31.1 2 0 0 1,138.5163
Q_12 Elongation factor 2 EF2_HUMAN 95,340 8 9 16 9.21% GVQYLNEIK 668 676 39.5 28.2 27.7 2 0 0 1,063.5783
Q_12 Elongation factor 2 EF2_HUMAN 95,340 8 9 16 9.21% GGGQIIPTAR 717 726 29.9 25.1 23.1 2 0 0 969.5478
Q_12 Elongation factor 2 EF2_HUMAN 95,340 8 9 16 9.21% CLYASVLTAQPR 728 739 67.3 28.2 58.8 2 0 0 1,378.7148
Q_13 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.24% STLTDSLVCK 33 42 51.1 27.0 46.0 2 0 0 1,123.5665
Q_13 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.24% VFSGLVSTGLK 416 426 41.3 25.0 33.3 2 0 0 1,107.6409
Q_13 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.24% ETVSEESNVLCLSK 581 594 58.9 27.0 45.3 2 0 0 1,594.7629
Q_13 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.24% GGGQIIPTAR 717 726 24.8 25.0 21.7 2 0 0 969.5478
Q_14 Elongation factor 2 EF2_HUMAN 95,340 5 5 9 6.41% VFDAIMNFK 300 308 27.6 25.9 20.9 1 0 0 1,100.5446
Q_14 Elongation factor 2 EF2_HUMAN 95,340 5 5 9 6.41% VFSGLVSTGLK 416 426 38.3 25.0 24.8 2 0 0 1,107.6409
Q_14 Elongation factor 2 EF2_HUMAN 95,340 5 5 9 6.41% ETVSEESNVLCLSK 581 594 74.3 26.8 61.3 2 0 0 1,594.7629
Q_14 Elongation factor 2 EF2_HUMAN 95,340 5 5 9 6.41% YEWDVAEAR 639 647 28.2 25.0 20.5 2 0 0 1,138.5163
Q_14 Elongation factor 2 EF2_HUMAN 95,340 5 5 9 6.41% CLYASVLTAQPR 728 739 70.4 28.4 60.9 2 0 0 1,378.7148
Q_15 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.48% VFSGLVSTGLK 416 426 43.5 25.7 36.3 2 0 0 1,107.6409
Q_15 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.48% ETVSEESNVLCLSK 581 594 90.1 26.9 77.4 2 0 0 1,594.7629
Q_15 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.48% GGGQIIPTAR 717 726 32.1 25.0 22.1 2 0 0 969.5478
Q_15 Elongation factor 2 EF2_HUMAN 95,340 4 4 8 5.48% CLYASVLTAQPR 728 739 52.9 28.0 45.4 2 0 0 1,378.7148
A_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 10.40% ADLNQGIGEPQSPSR 63 77 33.2 26.9 25.7 1 0 0 1,568.7665
A_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 10.40% DGFIDLMELK 109 118 23.8 27.1 11.1 2 0 0 1,196.5871
A_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 8 8 15 30.80% RADLNQGIGEPQSPSR 62 77 19.4 28.5 12.1 0 1 0 1,724.8676
A_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 8 8 15 30.80% RADLNQGIGEPQSPSRR 62 78 24.1 28.2 9.6 0 0 2 1,880.9687
A_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 8 8 15 30.80% ADLNQGIGEPQSPSR 63 77 57.8 27.1 54.0 2 0 0 1,568.7665
A_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 8 8 15 30.80% RVFNPYTEFK 78 87 31.7 27.9 21.6 2 0 0 1,300.6684
A_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 8 8 15 30.80% EFLLIFR 152 158 24.8 25.0 14.5 2 0 0 937.5506
A_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 8 8 15 30.80% AAAGELQEDSGLCVLAR 160 176 71.9 27.6 66.5 2 0 0 1,759.8645
A_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 8 8 15 30.80% LSEIDVSSEGVK 177 188 65.6 28.2 52.4 2 0 0 1,262.6475
A_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 8 8 15 30.80% FEEEIKAEQEER 207 218 65.2 26.0 57.9 2 0 0 1,536.7177
B_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 7 7 12 29.60% RADLNQGIGEPQSPSR 62 77 30.9 28.5 8.8 0 2 0 1,724.8676
B_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 7 7 12 29.60% ADLNQGIGEPQSPSR 63 77 63.0 26.9 62.9 2 0 0 1,568.7665
B_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 7 7 12 29.60% RVFNPYTEFK 78 87 31.5 27.7 22.4 2 0 0 1,300.6684
B_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 7 7 12 29.60% DGFIDLMELK 109 118 30.7 26.7 22.2 1 0 0 1,196.5871
B_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 7 7 12 29.60% LGAPQTHLGLK 124 134 46.0 25.0 38.2 2 0 0 1,134.6632
B_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 7 7 12 29.60% LSEIDVSSEGVK 177 188 63.0 28.2 54.5 2 0 0 1,262.6475
B_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 7 7 12 29.60% FEEEIKAEQEER 207 218 26.9 26.1 16.5 0 1 0 1,536.7177
C_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 6 12.10% RADLNQGIGEPQSPSRR 62 78 29.8 28.4 25.1 0 2 0 1,880.9687
C_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 6 12.10% ADLNQGIGEPQSPSR 63 77 45.7 27.0 42.2 2 0 0 1,568.7665
C_09 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 6 12.10% LSEIDVSSEGVK 177 188 55.8 28.3 45.8 2 0 0 1,262.6475
D_15 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 5 11.70% RADLNQGIGEPQSPSR 62 77 21.2 28.5 7.6 0 1 0 1,724.8676
D_15 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 5 11.70% ADLNQGIGEPQSPSR 63 77 50.2 26.7 48.3 2 0 0 1,568.7665
D_15 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 5 11.70% LSEIDVSSEGVK 177 188 71.2 28.3 61.7 2 0 0 1,262.6475
F_10 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 11.70% ADLNQGIGEPQSPSRR 63 78 62.8 28.4 53.2 0 2 0 1,724.8676
F_10 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 11.70% LSEIDVSSEGVK 177 188 54.2 28.2 49.9 1 0 0 1,262.6475
F_11 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 4 5 7 18.80% RADLNQGIGEPQSPSRR 62 78 46.7 28.2 33.7 0 1 2 1,880.9687
F_11 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 4 5 7 18.80% ADLNQGIGEPQSPSR 63 77 53.6 27.2 50.8 2 0 0 1,568.7665
F_11 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 4 5 7 18.80% LGAPQTHLGLK 124 134 25.2 25.0 22.8 1 0 0 1,134.6632
F_11 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 4 5 7 18.80% AAAGELQEDSGLCVLAR 160 176 77.8 28.0 76.8 1 0 0 1,759.8645
G_11 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 5 16.20% ADLNQGIGEPQSPSR 63 77 47.4 27.5 42.0 2 0 0 1,568.7665
G_11 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 5 16.20% LSEIDVSSEGVK 177 188 79.6 28.8 70.5 2 0 0 1,262.6475
G_11 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 5 16.20% FEEEIKAEQEER 207 218 20.7 26.4 9.8 0 1 0 1,536.7177
H_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 6 11.70% RADLNQGIGEPQSPSR 62 77 29.9 28.8 16.0 0 2 0 1,724.8676



H_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 6 11.70% ADLNQGIGEPQSPSR 63 77 48.5 27.3 44.6 2 0 0 1,568.7665
H_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 6 11.70% LSEIDVSSEGVK 177 188 76.9 28.5 66.9 2 0 0 1,262.6475
H_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 5 5 7 22.90% RADLNQGIGEPQSPSR 62 77 43.5 28.8 33.1 1 0 0 1,724.8676
H_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 5 5 7 22.90% ADLNQGIGEPQSPSR 63 77 56.2 27.2 48.3 2 0 0 1,568.7665
H_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 5 5 7 22.90% RVFNPYTEFK 78 87 34.0 27.8 24.7 1 0 0 1,300.6684
H_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 5 5 7 22.90% AAAGELQEDSGLCVLAR 160 176 44.4 27.7 41.8 1 0 0 1,759.8645
H_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 5 5 7 22.90% LSEIDVSSEGVK 177 188 86.6 28.5 75.2 2 0 0 1,262.6475
H_08 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 11.70% RADLNQGIGEPQSPSR 62 77 23.5 28.8 14.9 0 1 0 1,724.8676
H_08 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 11.70% LSEIDVSSEGVK 177 188 65.6 28.4 54.3 2 0 0 1,262.6475
I_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 2 11.70% ADLNQGIGEPQSPSRR 63 78 26.2 28.9 16.0 0 1 0 1,724.8676
I_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 2 11.70% LSEIDVSSEGVK 177 188 28.7 28.5 23.2 1 0 0 1,262.6475
I_08 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 11.70% ADLNQGIGEPQSPSRR 63 78 26.2 28.8 11.1 0 1 0 1,724.8676
I_08 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 11.70% LSEIDVSSEGVK 177 188 53.2 28.4 46.1 2 0 0 1,262.6475
J_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 6 15.40% ADLNQGIGEPQSPSR 63 77 49.4 27.3 49.4 2 0 0 1,568.7665
J_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 6 15.40% DGFIDLMELK 109 118 29.8 27.2 21.6 2 0 0 1,196.5871
J_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 6 15.40% LSEIDVSSEGVK 177 188 57.2 28.8 45.3 2 0 0 1,262.6475
K_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 6 6 9 27.50% RADLNQGIGEPQSPSR 62 77 25.4 28.8 18.6 1 0 0 1,724.8676
K_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 6 6 9 27.50% ADLNQGIGEPQSPSR 63 77 40.6 27.4 32.5 2 0 0 1,568.7665
K_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 6 6 9 27.50% DGFIDLMELK 109 118 27.6 26.8 15.5 2 0 0 1,196.5871
K_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 6 6 9 27.50% LGAPQTHLGLK 124 134 27.2 25.5 20.2 1 0 0 1,134.6632
K_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 6 6 9 27.50% AAAGELQEDSGLCVLAR 160 176 74.6 27.8 69.7 2 0 0 1,759.8645
K_07 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 6 6 9 27.50% LSEIDVSSEGVK 177 188 79.4 28.5 72.2 1 0 0 1,262.6475
L_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 6 7 12 24.20% RADLNQGIGEPQSPSR 62 77 33.7 28.8 18.1 1 0 0 1,724.8676
L_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 6 7 12 24.20% ADLNQGIGEPQSPSR 63 77 46.3 27.1 40.4 2 0 0 1,568.7665
L_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 6 7 12 24.20% ADLNQGIGEPQSPSRR 63 78 67.8 28.9 49.9 0 2 0 1,724.8676
L_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 6 7 12 24.20% AAAGELQEDSGLCVLAR 160 176 65.8 27.9 56.7 2 0 0 1,759.8645
L_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 6 7 12 24.20% LSEIDVSSEGVK 177 188 71.2 28.8 59.7 2 0 0 1,262.6475
L_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 6 7 12 24.20% FEEEIKAEQEER 207 218 41.1 26.3 32.1 1 2 0 1,536.7177
M_05 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 11.70% ADLNQGIGEPQSPSRR 63 78 33.8 28.9 19.1 0 1 0 1,724.8676
M_05 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 11.70% LSEIDVSSEGVK 177 188 48.5 28.4 43.9 2 0 0 1,262.6475
M_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 5 5 8 23.70% ADLNQGIGEPQSPSR 63 77 55.4 27.3 48.2 2 0 0 1,568.7665
M_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 5 5 8 23.70% ADLNQGIGEPQSPSRR 63 78 57.0 28.8 30.3 0 1 0 1,724.8676
M_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 5 5 8 23.70% AAAGELQEDSGLCVLAR 160 176 66.7 27.6 61.4 2 0 0 1,759.8645
M_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 5 5 8 23.70% LSEIDVSSEGVK 177 188 77.6 28.4 69.5 2 0 0 1,262.6475
M_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 5 5 8 23.70% FEEEIKAEQEER 207 218 25.3 25.8 5.7 0 1 0 1,536.7177
O_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 11.20% ADLNQGIGEPQSPSR 63 77 31.6 27.5 31.6 1 0 0 1,568.7665
O_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 11.20% LSEIDVSSEGVK 177 188 49.0 28.4 34.7 2 0 0 1,262.6475
P_05 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 11.70% ADLNQGIGEPQSPSRR 63 78 34.9 28.8 26.4 0 1 0 1,724.8676
P_05 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 11.70% LSEIDVSSEGVK 177 188 37.1 28.5 35.7 2 0 0 1,262.6475
P_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 6 11.70% ADLNQGIGEPQSPSR 63 77 56.0 27.3 56.0 2 0 0 1,568.7665
P_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 6 11.70% ADLNQGIGEPQSPSRR 63 78 59.1 28.7 52.5 0 2 0 1,724.8676
P_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 3 3 6 11.70% LSEIDVSSEGVK 177 188 47.3 28.4 34.5 2 0 0 1,262.6475
Q_05 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 13.30% ADLNQGIGEPQSPSR 63 77 37.9 27.5 34.6 1 0 0 1,568.7665
Q_05 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 2 2 3 13.30% AAAGELQEDSGLCVLAR 160 176 72.9 27.9 68.2 2 0 0 1,759.8645
Q_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 4 4 8 18.80% ADLNQGIGEPQSPSR 63 77 42.5 27.4 38.6 2 0 0 1,568.7665
Q_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 4 4 8 18.80% ADLNQGIGEPQSPSRR 63 78 82.0 28.8 55.5 0 2 0 1,724.8676
Q_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 4 4 8 18.80% AAAGELQEDSGLCVLAR 160 176 73.2 27.9 66.2 2 0 0 1,759.8645
Q_06 EF‐hand domain‐containing protein D2 EFHD2_HUMAN 26,698 4 4 8 18.80% LSEIDVSSEGVK 177 188 47.5 28.3 38.4 2 0 0 1,262.6475
K_09 Ephrin‐B1 EFNB1_HUMAN 38,007 2 2 4 6.94% NLEPVSWSSLNPK 31 43 33.3 27.7 23.0 2 0 0 1,470.7587
K_09 Ephrin‐B1 EFNB1_HUMAN 38,007 2 2 4 6.94% IGDKLDIICPR 56 66 36.2 27.2 25.0 2 0 0 1,299.7093
K_10 Ephrin‐B1 EFNB1_HUMAN 38,007 2 2 4 6.94% NLEPVSWSSLNPK 31 43 47.4 27.8 39.6 2 0 0 1,470.7587
K_10 Ephrin‐B1 EFNB1_HUMAN 38,007 2 2 4 6.94% IGDKLDIICPR 56 66 30.3 27.1 20.6 2 0 0 1,299.7093
A_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 5 5 10 15.30% YEEIDNAPEER 92 102 51.9 25.0 43.7 2 0 0 1,364.5965
A_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 5 5 10 15.30% GITINAAHVEYSTAAR 105 120 70.6 28.4 62.3 2 0 0 1,673.8605
A_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 5 5 10 15.30% LLDAVDTYIPVPAR 239 252 60.3 28.0 55.0 2 0 0 1,542.8528
A_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 5 5 10 15.30% VEAQVYILSK 352 361 46.1 26.8 32.9 2 0 0 1,149.6514
A_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 5 5 10 15.30% TIGTGLVTNTLAMTEEEK 430 447 64.8 27.9 44.4 2 0 0 1,923.9583
B_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 6 6 10 17.70% YEEIDNAPEER 92 102 48.4 25.0 48.4 2 0 0 1,364.5965
B_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 6 6 10 17.70% GITINAAHVEYSTAAR 105 120 75.4 28.4 55.2 1 0 0 1,673.8605
B_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 6 6 10 17.70% QIGVEHVVVYVNK 170 182 15.8 27.0 10.1 0 1 0 1,483.8267
B_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 6 6 10 17.70% AEAGDNLGALVR 316 327 79.6 27.2 46.1 2 0 0 1,185.6223
B_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 6 6 10 17.70% VEAQVYILSK 352 361 41.4 25.6 24.6 2 0 0 1,149.6514
B_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 6 6 10 17.70% TIGTGLVTNTLAMTEEEK 430 447 81.8 28.0 50.2 2 0 0 1,923.9583
C_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 7 7 12 19.00% YEEIDNAPEER 92 102 46.6 25.0 35.6 2 0 0 1,364.5965
C_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 7 7 12 19.00% GITINAAHVEYSTAAR 105 120 59.0 28.5 59.0 2 0 0 1,673.8605
C_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 7 7 12 19.00% QIGVEHVVVYVNK 170 182 19.5 27.0 14.1 0 1 0 1,483.8267
C_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 7 7 12 19.00% LLDAVDTYIPVPAR 239 252 42.7 28.0 42.7 1 0 0 1,542.8528
C_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 7 7 12 19.00% GTVVTGTLER 272 281 40.7 29.1 28.5 2 0 0 1,032.5685
C_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 7 7 12 19.00% AEAGDNLGALVR 316 327 77.5 27.3 60.8 2 0 0 1,185.6223
C_13 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 7 7 12 19.00% VEAQVYILSK 352 361 74.3 26.7 59.6 2 0 0 1,149.6514
H_12 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 2 2 4 4.87% AEAGDNLGALVR 316 327 89.9 26.8 67.7 2 0 0 1,185.6223
H_12 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 2 2 4 4.87% VEAQVYILSK 352 361 56.2 27.0 40.6 2 0 0 1,149.6514
I_12 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 2 2 3 6.19% GITINAAHVEYSTAAR 105 120 30.1 28.5 21.0 1 0 0 1,673.8605
I_12 Elongation factor Tu, mitochondrial EFTU_HUMAN 49,542 2 2 3 6.19% AEAGDNLGALVR 316 327 74.7 27.2 50.8 2 0 0 1,185.6223
A_19 Endoglin EGLN_HUMAN 70,579 3 3 5 6.53% LPDTPQGLLGEAR 292 304 33.6 27.1 25.6 2 0 0 1,366.7328
A_19 Endoglin EGLN_HUMAN 70,579 3 3 5 6.53% GNCVSLLSPSPEGDPR 514 529 32.8 25.1 32.8 1 0 0 1,684.7961
A_19 Endoglin EGLN_HUMAN 70,579 3 3 5 6.53% LNIISPDLSGCTSK 572 585 55.9 28.5 44.3 2 0 0 1,504.7678
A_20 Endoglin EGLN_HUMAN 70,579 2 2 4 4.56% GNCVSLLSPSPEGDPR 514 529 48.2 25.1 45.6 2 0 0 1,684.7961
A_20 Endoglin EGLN_HUMAN 70,579 2 2 4 4.56% LNIISPDLSGCTSK 572 585 64.0 28.4 60.5 2 0 0 1,504.7678
B_19 Endoglin EGLN_HUMAN 70,579 2 2 3 4.10% LPDTPQGLLGEAR 292 304 48.7 27.0 38.3 2 0 0 1,366.7328
B_19 Endoglin EGLN_HUMAN 70,579 2 2 3 4.10% LNIISPDLSGCTSK 572 585 29.9 28.4 25.7 1 0 0 1,504.7678
B_20 Endoglin EGLN_HUMAN 70,579 2 2 3 4.56% GNCVSLLSPSPEGDPR 514 529 36.0 25.1 30.5 1 0 0 1,684.7961
B_20 Endoglin EGLN_HUMAN 70,579 2 2 3 4.56% LNIISPDLSGCTSK 572 585 52.0 28.6 42.8 2 0 0 1,504.7678
C_19 Endoglin EGLN_HUMAN 70,579 2 2 2 3.65% TQILEWAAER 144 153 44.1 28.8 40.7 1 0 0 1,216.6321
C_19 Endoglin EGLN_HUMAN 70,579 2 2 2 3.65% LNIISPDLSGCTSK 572 585 51.2 28.5 44.7 1 0 0 1,504.7678
C_20 Endoglin EGLN_HUMAN 70,579 3 3 6 6.08% TQILEWAAER 144 153 55.7 28.4 42.6 2 0 0 1,216.6321
C_20 Endoglin EGLN_HUMAN 70,579 3 3 6 6.08% GNCVSLLSPSPEGDPR 514 529 53.1 25.1 48.6 2 0 0 1,684.7961
C_20 Endoglin EGLN_HUMAN 70,579 3 3 6 6.08% LNIISPDLSGCTSK 572 585 52.8 28.5 33.6 2 0 0 1,504.7678
H_16 Endoglin EGLN_HUMAN 70,579 3 3 5 5.93% TQILEWAAER 144 153 44.7 28.7 36.9 2 0 0 1,216.6321
H_16 Endoglin EGLN_HUMAN 70,579 3 3 5 5.93% LPDTPQGLLGEAR 292 304 54.5 27.6 49.2 2 0 0 1,366.7328
H_16 Endoglin EGLN_HUMAN 70,579 3 3 5 5.93% GNCVSLLSPSPEGDPR 514 529 28.3 25.1 28.3 1 0 0 1,684.7961
I_16 Endoglin EGLN_HUMAN 70,579 2 2 3 3.95% TQILEWAAER 144 153 36.8 29.0 28.6 2 0 0 1,216.6321
I_16 Endoglin EGLN_HUMAN 70,579 2 2 3 3.95% GNCVSLLSPSPEGDPR 514 529 33.4 25.6 33.4 1 0 0 1,684.7961
J_14 Endoglin EGLN_HUMAN 70,579 2 2 3 3.50% TQILEWAAER 144 153 48.5 29.1 36.5 1 0 0 1,216.6321
J_14 Endoglin EGLN_HUMAN 70,579 2 2 3 3.50% LPDTPQGLLGEAR 292 304 62.1 27.5 53.0 2 0 0 1,366.7328
K_16 Endoglin EGLN_HUMAN 70,579 3 3 5 5.62% TQILEWAAER 144 153 51.1 29.0 44.4 2 0 0 1,216.6321
K_16 Endoglin EGLN_HUMAN 70,579 3 3 5 5.62% LPDTPQGLLGEAR 292 304 43.2 27.6 36.0 2 0 0 1,366.7328
K_16 Endoglin EGLN_HUMAN 70,579 3 3 5 5.62% LNIISPDLSGCTSK 572 585 26.6 28.6 17.2 1 0 0 1,504.7678
A_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 7 7 14 16.90% LLPLEEHYR 33 41 24.9 26.5 22.2 2 0 0 1,169.6314
A_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 7 7 14 16.90% IILLFDAHK 185 193 25.5 25.0 16.3 2 0 0 1,069.6406
A_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 7 7 14 16.90% ADQIETQQLMR 221 231 42.3 27.6 28.1 2 0 0 1,348.6528
A_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 7 7 14 16.90% IINTPEVVR 243 251 45.9 25.0 31.9 2 0 0 1,040.6099
A_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 7 7 14 16.90% EHQISPGDFPSLR 345 357 45.5 26.8 40.6 0 2 0 1,482.7337
A_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 7 7 14 16.90% MQELLQTQDFSK 359 370 51.8 26.2 37.1 2 0 0 1,483.7100
A_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 7 7 14 16.90% LLDTVDDMLANDIAR 378 392 50.6 27.5 46.6 2 0 0 1,690.8320
A_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 7 7 14 16.90% QEESLMPSQVVK 399 410 40.9 27.1 28.3 2 0 0 1,390.6884
B_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 6 6 12 13.90% LLPLEEHYR 33 41 21.8 26.3 16.6 2 0 0 1,169.6314
B_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 6 6 12 13.90% HLIEQDFPGMR 77 87 36.8 26.3 28.2 2 0 0 1,358.6524
B_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 6 6 12 13.90% LNAFGNAFLNR 125 135 40.2 28.3 34.9 2 0 0 1,236.6483
B_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 6 6 12 13.90% IILLFDAHK 185 193 30.9 25.0 21.2 1 0 0 1,069.6406
B_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 6 6 12 13.90% IINTPEVVR 243 251 28.7 25.0 20.2 2 0 0 1,040.6099
B_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 6 6 12 13.90% EHQISPGDFPSLR 345 357 42.0 26.7 40.9 0 2 0 1,482.7337



B_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 6 6 12 13.90% QEESLMPSQVVK 399 410 30.1 27.8 19.4 2 0 0 1,390.6884
C_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 5 5 9 10.50% LLPLEEHYR 33 41 30.1 26.5 15.8 2 0 0 1,169.6314
C_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 5 5 9 10.50% LNAFGNAFLNR 125 135 60.3 28.2 49.4 2 0 0 1,236.6483
C_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 5 5 9 10.50% IINTPEVVR 243 251 24.6 25.0 13.9 1 0 0 1,040.6099
C_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 5 5 9 10.50% LLDTVDDMLANDIAR 378 392 69.4 27.3 61.1 2 0 0 1,690.8320
C_16 EH domain‐containing protein 1 EHD1_HUMAN 60,629 5 5 9 10.50% QEESLMPSQVVK 399 410 41.3 28.0 30.8 2 0 0 1,390.6884
H_14 EH domain‐containing protein 1 EHD1_HUMAN 60,629 2 2 2 3.75% LNAFGNAFLNR 125 135 50.8 28.2 41.6 1 0 0 1,236.6483
H_14 EH domain‐containing protein 1 EHD1_HUMAN 60,629 2 2 2 3.75% IINTPEVVR 243 251 28.9 25.0 23.9 1 0 0 1,040.6099
K_14 EH domain‐containing protein 1 EHD1_HUMAN 60,629 3 3 6 5.99% LNAFGNAFLNR 125 135 52.5 28.1 43.8 2 0 0 1,236.6483
K_14 EH domain‐containing protein 1 EHD1_HUMAN 60,629 3 3 6 5.99% IINTPEVVR 243 251 24.5 25.0 14.3 2 0 0 1,040.6099
K_14 EH domain‐containing protein 1 EHD1_HUMAN 60,629 3 3 6 5.99% ELVNNLGEIYQK 330 341 48.7 28.8 31.7 2 0 0 1,419.7479
L_09 EH domain‐containing protein 1 EHD1_HUMAN 60,629 5 5 7 13.70% EPELFQTVAEGLR 14 26 39.0 28.6 28.6 1 0 0 1,488.7694
L_09 EH domain‐containing protein 1 EHD1_HUMAN 60,629 5 5 7 13.70% VYGALMWSLGK 232 242 57.6 26.7 48.0 2 0 0 1,240.6396
L_09 EH domain‐containing protein 1 EHD1_HUMAN 60,629 5 5 7 13.70% IINTPEVVR 243 251 29.9 25.0 15.6 1 0 0 1,040.6099
L_09 EH domain‐containing protein 1 EHD1_HUMAN 60,629 5 5 7 13.70% EHQISPGDFPSLR 345 357 27.1 27.1 20.5 0 1 0 1,482.7337
L_09 EH domain‐containing protein 1 EHD1_HUMAN 60,629 5 5 7 13.70% MQELLQTQDFSK 359 370 44.7 26.0 32.7 2 0 0 1,483.7100
L_09 EH domain‐containing protein 1 EHD1_HUMAN 60,629 5 5 7 13.70% LLDTVDDMLANDIAR 378 392 98.4 27.7 88.7 2 0 0 1,690.8320
Q_09 EH domain‐containing protein 1 EHD1_HUMAN 60,629 3 3 4 6.55% ADQIETQQLMR 221 231 48.2 28.1 32.1 2 0 0 1,348.6528
Q_09 EH domain‐containing protein 1 EHD1_HUMAN 60,629 3 3 4 6.55% ELVNNLGEIYQK 330 341 68.6 28.4 52.4 1 0 0 1,419.7479
Q_09 EH domain‐containing protein 1 EHD1_HUMAN 60,629 3 3 4 6.55% QEESLMPSQVVK 399 410 24.7 28.1 15.9 1 0 0 1,390.6884
B_17 EH domain‐containing protein 2 EHD2_HUMAN 61,163 2 2 3 4.24% ADMVETQQLMR 221 231 30.7 25.3 29.6 2 0 0 1,353.6139
B_17 EH domain‐containing protein 2 EHD2_HUMAN 61,163 2 2 3 4.24% MQELLMAHDFTK 359 370 37.2 25.4 25.1 1 0 0 1,495.6922
F_16 EH domain‐containing protein 2 EHD2_HUMAN 61,163 2 2 2 3.31% GYDFPAVLR 168 176 31.9 27.3 29.6 1 0 0 1,037.5415
F_16 EH domain‐containing protein 2 EHD2_HUMAN 61,163 2 2 2 3.31% VVGTPEVLR 243 251 22.2 25.0 7.9 1 0 0 969.5728
A_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 18 19.00% AGGADAVQTVTGGLR 15 29 70.7 28.3 60.9 2 0 0 1,372.7181
A_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 18 19.00% YLLEQDFPGMR 80 90 35.9 26.3 17.1 2 0 0 1,384.6568
A_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 18 19.00% FGNAFLNR 131 138 44.6 26.7 20.2 2 0 0 938.4842
A_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 18 19.00% SISVIDSPGILSGEK 151 165 72.8 29.1 64.9 2 0 0 1,501.8110
A_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 18 19.00% IILLFDAHK 188 196 25.5 25.0 16.3 2 0 0 1,069.6406
A_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 18 19.00% VHAYIISYLK 309 318 36.2 26.1 28.6 2 0 0 1,206.6881
A_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 18 19.00% LPEIYIQLQR 338 347 26.9 26.0 22.9 2 0 0 1,272.7312
A_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 18 19.00% AMQEQLENYDFTK 361 373 83.4 25.0 79.5 2 0 0 1,632.7212
A_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 18 19.00% EGADEEEWVVAK 435 446 28.4 25.0 28.4 2 0 0 1,361.6220
B_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 6 6 11 13.30% AGGADAVQTVTGGLR 15 29 75.3 28.3 52.6 2 0 0 1,372.7181
B_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 6 6 11 13.30% FGNAFLNR 131 138 62.9 26.7 41.2 2 0 0 938.4842
B_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 6 6 11 13.30% SISVIDSPGILSGEK 151 165 69.3 27.4 51.8 2 0 0 1,501.8110
B_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 6 6 11 13.30% IILLFDAHK 188 196 30.9 25.0 21.2 1 0 0 1,069.6406
B_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 6 6 11 13.30% AMQEQLENYDFTK 361 373 77.6 25.0 74.2 2 0 0 1,632.7212
B_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 6 6 11 13.30% EGADEEEWVVAK 435 446 32.8 25.0 29.4 2 0 0 1,361.6220
B_17 EH domain‐containing protein 4 EHD4_HUMAN 61,178 2 2 3 5.55% AGGADAVQTVTGGLR 15 29 59.5 28.2 54.4 1 0 0 1,372.7181
B_17 EH domain‐containing protein 4 EHD4_HUMAN 61,178 2 2 3 5.55% SISVIDSPGILSGEK 151 165 54.7 29.1 45.7 2 0 0 1,501.8110
C_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 6 6 12 13.50% AGGADAVQTVTGGLR 15 29 72.0 28.2 60.7 2 0 0 1,372.7181
C_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 6 6 12 13.50% FGNAFLNR 131 138 52.3 26.7 33.7 2 0 0 938.4842
C_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 6 6 12 13.50% SISVIDSPGILSGEK 151 165 65.8 29.1 58.3 2 0 0 1,501.8110
C_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 6 6 12 13.50% LPEIYIQLQR 338 347 30.8 26.0 25.8 2 0 0 1,272.7312
C_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 6 6 12 13.50% AMQEQLENYDFTK 361 373 63.3 25.0 63.3 2 0 0 1,632.7212
C_16 EH domain‐containing protein 4 EHD4_HUMAN 61,178 6 6 12 13.50% EGADEEEWVVAK 435 446 32.8 25.0 32.8 2 0 0 1,361.6220
H_14 EH domain‐containing protein 4 EHD4_HUMAN 61,178 3 3 5 6.10% FGNAFLNR 131 138 34.3 26.7 20.0 2 0 0 938.4842
H_14 EH domain‐containing protein 4 EHD4_HUMAN 61,178 3 3 5 6.10% EYQISAGDFPEVK 348 360 29.1 26.0 22.4 1 0 0 1,482.7112
H_14 EH domain‐containing protein 4 EHD4_HUMAN 61,178 3 3 5 6.10% EGADEEEWVVAK 435 446 45.2 25.0 37.5 2 0 0 1,361.6220
I_14 EH domain‐containing protein 4 EHD4_HUMAN 61,178 3 3 4 7.02% AGGADAVQTVTGGLR 15 29 49.0 28.2 39.0 1 0 0 1,372.7181
I_14 EH domain‐containing protein 4 EHD4_HUMAN 61,178 3 3 4 7.02% FGNAFLNR 131 138 34.9 26.6 25.8 1 0 0 938.4842
I_14 EH domain‐containing protein 4 EHD4_HUMAN 61,178 3 3 4 7.02% SISVIDSPGILSGEK 151 165 50.0 29.2 36.6 2 0 0 1,501.8110
K_14 EH domain‐containing protein 4 EHD4_HUMAN 61,178 3 3 6 7.02% AGGADAVQTVTGGLR 15 29 57.6 28.7 41.9 2 0 0 1,372.7181
K_14 EH domain‐containing protein 4 EHD4_HUMAN 61,178 3 3 6 7.02% FGNAFLNR 131 138 37.3 27.8 23.7 2 0 0 938.4842
K_14 EH domain‐containing protein 4 EHD4_HUMAN 61,178 3 3 6 7.02% SISVIDSPGILSGEK 151 165 63.4 27.5 54.0 2 0 0 1,501.8110
L_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 17 18.70% YLLEQDFPGMR 80 90 56.1 26.2 42.0 2 0 0 1,384.6568
L_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 17 18.70% FGNAFLNR 131 138 48.8 26.6 42.1 2 0 0 938.4842
L_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 17 18.70% VYGALMWSLGK 235 245 57.6 26.7 48.0 2 0 0 1,240.6396
L_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 17 18.70% LFEAEAQDLFR 273 283 77.6 27.4 63.3 2 0 0 1,338.6689
L_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 17 18.70% LPEIYIQLQR 338 347 48.4 25.9 30.0 2 0 0 1,272.7312
L_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 17 18.70% EYQISAGDFPEVK 348 360 51.1 26.4 38.8 1 0 0 1,482.7112
L_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 17 18.70% AMQEQLENYDFTK 361 373 76.7 25.0 76.7 2 0 0 1,632.7212
L_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 17 18.70% LIEAVDNMLSNK 381 392 52.2 28.7 41.3 2 0 0 1,362.6935
L_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 9 9 17 18.70% EGADEEEWVVAK 435 446 41.1 25.0 41.1 2 0 0 1,361.6220
L_10 EH domain‐containing protein 4 EHD4_HUMAN 61,178 10 10 16 22.70% AGGADAVQTVTGGLR 15 29 80.3 28.3 72.8 2 0 0 1,372.7181
L_10 EH domain‐containing protein 4 EHD4_HUMAN 61,178 10 10 16 22.70% YLLEQDFPGMR 80 90 50.8 26.2 36.2 2 0 0 1,384.6568
L_10 EH domain‐containing protein 4 EHD4_HUMAN 61,178 10 10 16 22.70% SISVIDSPGILSGEK 151 165 64.1 27.5 53.9 1 0 0 1,501.8110
L_10 EH domain‐containing protein 4 EHD4_HUMAN 61,178 10 10 16 22.70% VYGALMWSLGK 235 245 37.5 27.2 35.7 1 0 0 1,240.6396
L_10 EH domain‐containing protein 4 EHD4_HUMAN 61,178 10 10 16 22.70% LFEAEAQDLFR 273 283 64.6 27.5 52.8 2 0 0 1,338.6689
L_10 EH domain‐containing protein 4 EHD4_HUMAN 61,178 10 10 16 22.70% LPEIYIQLQR 338 347 37.4 25.8 22.5 2 0 0 1,272.7312
L_10 EH domain‐containing protein 4 EHD4_HUMAN 61,178 10 10 16 22.70% EYQISAGDFPEVK 348 360 62.0 26.5 53.5 2 0 0 1,482.7112
L_10 EH domain‐containing protein 4 EHD4_HUMAN 61,178 10 10 16 22.70% AMQEQLENYDFTK 361 373 44.2 25.0 44.2 1 0 0 1,632.7212
L_10 EH domain‐containing protein 4 EHD4_HUMAN 61,178 10 10 16 22.70% LIEAVDNMLSNK 381 392 61.5 28.6 51.3 2 0 0 1,362.6935
L_10 EH domain‐containing protein 4 EHD4_HUMAN 61,178 10 10 16 22.70% EGADEEEWVVAK 435 446 48.3 25.0 39.3 1 0 0 1,361.6220
M_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 2 2 2 4.25% AGGADAVQTVTGGLR 15 29 39.1 28.1 30.7 1 0 0 1,372.7181
M_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 2 2 2 4.25% FGNAFLNR 131 138 21.1 26.6 13.1 1 0 0 938.4842
Q_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 2 2 3 4.99% AGGADAVQTVTGGLR 15 29 80.0 28.1 70.6 2 0 0 1,372.7181
Q_09 EH domain‐containing protein 4 EHD4_HUMAN 61,178 2 2 3 4.99% EGADEEEWVVAK 435 446 30.7 25.0 30.1 1 0 0 1,361.6220
I_03 Eukaryotic translation initiation factor 1b EIF1B_HUMAN 12,824 2 2 3 14.20% TLTTVQGIADDYDK 43 56 76.2 27.5 69.1 2 0 0 1,539.7540
I_03 Eukaryotic translation initiation factor 1b EIF1B_HUMAN 12,824 2 2 3 14.20% TLTTVQGIADDYDKKK 43 58 25.7 27.1 23.1 0 1 0 1,795.9440
A_05 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 3 3 5 9.57% LHEEEPPQNMKPQSGNDKPLSK 461 482 28.6 26.9 16.7 0 1 0 2,519.2199
A_05 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 3 3 5 9.57% SDKSPDLAPTPAPQSTPR 503 520 25.9 27.8 21.0 0 2 0 1,864.9402
A_05 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 3 3 5 9.57% NTVSQSISGDPEIDKK 521 536 39.2 27.6 31.5 2 0 0 1,717.8605
A_12 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 3 3 5 5.30% APSTPLLTVR 2 11 23.4 25.0 19.3 1 0 0 1,054.6256
A_12 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 3 3 5 5.30% DGTLFAWGNGEK 47 58 31.7 25.7 31.7 2 0 0 1,294.6064
A_12 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 3 3 5 5.30% VNIISVTNK 59 67 31.7 26.8 22.9 2 0 0 987.5833
A_16 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 4 4 7 9.40% DGTLFAWGNGEK 47 58 40.3 25.4 36.6 2 0 0 1,294.6064
A_16 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 4 4 7 9.40% VNIISVTNK 59 67 36.6 27.6 18.9 2 0 0 987.5833
A_16 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 4 4 7 9.40% SDKSPDLAPTPAPQSTPR 503 520 20.9 27.8 13.6 0 2 0 1,864.9402
A_16 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 4 4 7 9.40% NTVSQSISGDPEIDKK 521 536 22.4 27.6 20.4 0 1 0 1,717.8605
B_16 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 3 3 5 6.67% DGTLFAWGNGEK 47 58 46.8 25.7 39.2 2 0 0 1,294.6064
B_16 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 3 3 5 6.67% VNIISVTNK 59 67 37.4 25.9 22.7 2 0 0 987.5833
B_16 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 3 3 5 6.67% SDKSPDLAPTPAPQSTPR 503 520 21.5 27.7 11.1 0 1 0 1,864.9402
C_16 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 2 2 3 4.62% VNIISVTNK 59 67 30.5 27.6 10.9 1 0 0 987.5833
C_16 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 2 2 3 4.62% SDKSPDLAPTPAPQSTPR 503 520 28.5 27.7 19.5 0 2 0 1,864.9402
F_08 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 2 2 3 5.81% SDKSPDLAPTPAPQSTPR 503 520 31.6 27.7 24.0 0 2 0 1,864.9402
F_08 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 2 2 3 5.81% NTVSQSISGDPEIDKK 521 536 23.8 27.6 21.5 0 1 0 1,717.8605
H_05 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 2 2 3 5.81% SDKSPDLAPTPAPQSTPR 503 520 32.4 27.7 29.3 0 2 0 1,864.9402
H_05 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 2 2 3 5.81% NTVSQSISGDPEIDKK 521 536 40.7 27.6 35.8 1 0 0 1,717.8605
H_14 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 2 2 2 4.62% VNIISVTNK 59 67 22.6 26.8 6.0 1 0 0 987.5833
H_14 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 2 2 2 4.62% SDKSPDLAPTPAPQSTPR 503 520 36.7 27.8 27.9 0 1 0 1,864.9402
I_14 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 4 4 6 9.40% DGTLFAWGNGEK 47 58 35.2 25.4 26.7 2 0 0 1,294.6064
I_14 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 4 4 6 9.40% VNIISVTNK 59 67 28.6 25.9 16.0 1 0 0 987.5833
I_14 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 4 4 6 9.40% SDKSPDLAPTPAPQSTPR 503 520 37.1 27.8 25.7 0 2 0 1,864.9402
I_14 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 4 4 6 9.40% NTVSQSISGDPEIDKK 521 536 20.0 27.6 13.9 0 1 0 1,717.8605
K_14 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 2 2 2 4.62% VNIISVTNK 59 67 24.3 27.4 10.0 1 0 0 987.5833
K_14 Eukaryotic translation initiation factor 2A EIF2A_HUMAN 64,991 2 2 2 4.62% SDKSPDLAPTPAPQSTPR 503 520 23.9 27.7 19.2 0 1 0 1,864.9402
A_25 Eukaryotic translation initiation factor 3 subunit A EIF3A_MOUSE 161,942 6 6 9 4.76% PAYFQRPENALK 2 13 19.5 28.4 6.0 0 1 0 1,433.7536
A_25 Eukaryotic translation initiation factor 3 subunit A EIF3A_MOUSE 161,942 6 6 9 4.76% QPALDVLYDVMK 25 36 55.3 28.3 51.1 2 0 0 1,407.7191
A_25 Eukaryotic translation initiation factor 3 subunit A EIF3A_MOUSE 161,942 6 6 9 4.76% LATLLGLQAPPTR 355 367 33.6 25.0 32.6 1 0 0 1,350.8106
A_25 Eukaryotic translation initiation factor 3 subunit A EIF3A_MOUSE 161,942 6 6 9 4.76% NQLTAMSSVLAK 521 532 41.8 28.1 33.7 2 0 0 1,278.6723



A_25 Eukaryotic translation initiation factor 3 subunit A EIF3A_MOUSE 161,942 6 6 9 4.76% KIDYFER 694 700 22.8 25.7 14.5 1 0 0 970.4993
A_25 Eukaryotic translation initiation factor 3 subunit A EIF3A_MOUSE 161,942 6 6 9 4.76% LEEIPLIK 704 711 27.5 25.0 13.4 2 0 0 954.5872
B_25 Eukaryotic translation initiation factor 3 subunit A EIF3A_MOUSE 161,942 4 4 5 3.42% LATLLGLQAPPTR 355 367 20.2 25.0 18.5 1 0 0 1,350.8106
B_25 Eukaryotic translation initiation factor 3 subunit A EIF3A_MOUSE 161,942 4 4 5 3.42% TLSFGSDLNYATR 490 502 70.8 26.8 64.1 1 0 0 1,444.7067
B_25 Eukaryotic translation initiation factor 3 subunit A EIF3A_MOUSE 161,942 4 4 5 3.42% NQLTAMSSVLAK 521 532 29.6 31.6 25.1 1 0 0 1,278.6723
B_25 Eukaryotic translation initiation factor 3 subunit A EIF3A_MOUSE 161,942 4 4 5 3.42% LEEIPLIK 704 711 23.8 25.0 15.0 2 0 0 954.5872
A_21 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 2 2 3 2.21% VNLFTDFDK 263 271 31.8 26.2 28.5 2 0 0 1,098.5467
A_21 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 2 2 3 2.21% ISVSFYHVK 587 595 25.6 27.1 10.8 1 0 0 1,079.5883
A_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 10 10 14 10.40% ITNDFYPEEDGK 217 228 40.0 25.0 35.4 1 0 0 1,427.6327
A_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 10 10 14 10.40% ITNDFYPEEDGKTK 217 230 32.7 25.6 32.7 1 0 0 1,656.7754
A_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 10 10 14 10.40% VNLFTDFDK 263 271 24.0 26.9 18.5 1 0 0 1,098.5467
A_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 10 10 14 10.40% YWLEEAECR 295 303 36.5 25.0 27.1 2 0 0 1,255.5412
A_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 10 10 14 10.40% DPVSIEER 325 332 20.8 25.0 5.7 1 0 0 944.4684
A_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 10 10 14 10.40% GIALWGGEK 356 364 37.7 28.8 25.0 2 0 0 930.5045
A_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 10 10 14 10.40% VTLMQLPTR 493 501 34.1 28.6 16.2 2 0 0 1,074.5978
A_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 10 10 14 10.40% NGDYLCVK 522 529 28.8 25.0 21.9 1 0 0 968.4507
A_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 10 10 14 10.40% FAVLHGEAPR 577 586 53.2 26.7 47.1 2 0 0 1,096.5898
A_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 10 10 14 10.40% ISVSFYHVK 587 595 25.7 27.0 16.1 1 0 0 1,079.5883
B_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 8 8 15 9.21% ITNDFYPEEDGK 217 228 47.8 25.0 47.8 2 0 0 1,427.6327
B_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 8 8 15 9.21% VNLFTDFDK 263 271 40.7 26.9 36.0 2 0 0 1,098.5467
B_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 8 8 15 9.21% YWLEEAECR 295 303 54.3 25.0 53.7 2 0 0 1,255.5412
B_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 8 8 15 9.21% GIALWGGEK 356 364 44.1 28.9 34.0 2 0 0 930.5045
B_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 8 8 15 9.21% VTLMQLPTR 493 501 24.3 28.9 13.3 1 0 0 1,074.5978
B_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 8 8 15 9.21% NGDYLCVK 522 529 25.0 25.0 10.2 2 0 0 968.4507
B_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 8 8 15 9.21% FAVLHGEAPR 577 586 48.9 27.1 44.0 2 0 0 1,096.5898
B_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 8 8 15 9.21% ISVSFYHVK 587 595 30.7 27.1 19.9 2 0 0 1,079.5883
C_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 4 4 7 5.16% ITNDFYPEEDGKTK 217 230 18.2 25.5 17.1 0 2 0 1,656.7754
C_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 4 4 7 5.16% VNLFTDFDK 263 271 27.7 26.9 19.8 1 0 0 1,098.5467
C_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 4 4 7 5.16% GIALWGGEK 356 364 32.8 28.8 24.9 2 0 0 930.5045
C_22 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 4 4 7 5.16% FAVLHGEAPR 577 586 39.0 26.7 36.6 2 0 0 1,096.5898
H_19 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 4 4 6 5.16% ITNDFYPEEDGKTK 217 230 21.8 25.8 18.2 0 1 0 1,656.7754
H_19 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 4 4 6 5.16% GIALWGGEK 356 364 25.4 28.9 14.3 1 0 0 930.5045
H_19 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 4 4 6 5.16% FAVLHGEAPR 577 586 41.7 27.1 31.5 2 0 0 1,096.5898
H_19 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 4 4 6 5.16% ISVSFYHVK 587 595 27.6 26.8 16.6 2 0 0 1,079.5883
I_18 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 2 2 2 2.83% ITNDFYPEEDGKTK 217 230 23.0 25.6 22.5 0 1 0 1,656.7754
I_18 Eukaryotic translation initiation factor 3 subunit B EIF3B_HUMAN 92,483 2 2 2 2.83% VTLMQLPTR 493 501 30.9 28.5 21.1 1 0 0 1,058.6028
A_22 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 3 4 6 3.61% FEELTNLIR 57 65 47.4 27.9 22.9 2 0 0 1,134.6154
A_22 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 3 4 6 3.61% DFESHITSYK 151 160 24.1 25.0 17.3 1 0 0 1,226.5688
A_22 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 3 4 6 3.61% DAHNALLDIQSSGR 628 641 43.2 26.7 33.8 2 1 0 1,496.7453
B_22 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 5 5 8 6.46% FEELTNLIR 57 65 55.7 27.8 32.6 2 0 0 1,134.6154
B_22 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 5 5 8 6.46% RLDEEEEDNEGGEWER 288 303 18.0 25.0 18.0 0 1 0 1,991.8215
B_22 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 5 5 8 6.46% GCILTLVER 442 450 48.9 28.6 36.7 2 0 0 1,060.5821
B_22 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 5 5 8 6.46% TMVQLGICAFR 612 622 44.2 27.1 30.9 2 0 0 1,311.6549
B_22 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 5 5 8 6.46% DAHNALLDIQSSGR 628 641 47.9 26.9 47.9 1 0 0 1,496.7453
C_22 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 3 3 6 3.50% FEELTNLIR 57 65 41.8 27.2 25.1 2 0 0 1,134.6154
C_22 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 3 3 6 3.50% GCILTLVER 442 450 35.0 28.6 22.3 2 0 0 1,060.5821
C_22 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 3 3 6 3.50% DAHNALLDIQSSGR 628 641 39.5 26.7 32.8 0 2 0 1,496.7453
H_19 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 2 2 4 2.52% FEELTNLIR 57 65 55.3 28.1 35.4 2 0 0 1,134.6154
H_19 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 2 2 4 2.52% DAHNALLDIQSSGR 628 641 32.7 26.9 25.0 0 2 0 1,496.7453
L_16 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 4 4 6 4.71% FEELTNLIR 57 65 41.8 28.3 23.1 1 0 0 1,134.6154
L_16 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 4 4 6 4.71% LNEILQAR 333 340 39.0 27.4 18.4 1 0 0 956.5524
L_16 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 4 4 6 4.71% ELLGQGLLLR 644 653 49.0 25.0 30.4 2 0 0 1,111.6836
L_16 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 4 4 6 4.71% TEPTAQQNLALQLAEK 847 862 92.9 27.3 78.9 2 0 0 1,754.9285
M_16 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 3 3 5 3.83% FEELTNLIR 57 65 38.6 27.9 20.1 1 0 0 1,134.6154
M_16 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 3 3 5 3.83% ELLGQGLLLR 644 653 41.2 25.0 32.7 2 0 0 1,111.6836
M_16 Eukaryotic translation initiation factor 3 subunit C EIF3C_HUMAN 105,347 3 3 5 3.83% TEPTAQQNLALQLAEK 847 862 62.1 27.1 53.4 2 0 0 1,754.9285
A_17 Eukaryotic translation initiation factor 3 subunit D EIF3D_HUMAN 63,932 2 2 4 4.01% VADWTGATYQDK 42 53 43.6 26.4 39.4 2 0 0 1,354.6275
A_17 Eukaryotic translation initiation factor 3 subunit D EIF3D_HUMAN 63,932 2 2 4 4.01% LGDDIDLIVR 365 374 82.1 28.2 60.2 2 0 0 1,128.6262
A_13 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 5 6 10 13.50% NLYSDDIPHALR 60 71 52.2 27.1 49.5 1 2 0 1,413.7122
A_13 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 5 6 10 13.50% QLQAETEPIVK 83 93 31.6 26.2 19.1 2 0 0 1,255.6894
A_13 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 5 6 10 13.50% NALSSLWGK 164 172 40.2 29.2 34.5 2 0 0 975.5258
A_13 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 5 6 10 13.50% ETIDNNSVSSPLQSLQQR 194 211 63.5 27.7 62.7 1 0 0 2,015.9993
A_13 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 5 6 10 13.50% YLTTAVITNK 256 265 29.6 25.5 20.4 2 0 0 1,123.6358
B_13 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 4 4 6 8.99% NLYSDDIPHALR 60 71 43.2 27.2 38.8 1 0 0 1,413.7122
B_13 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 4 4 6 8.99% MLFDYLADK 112 120 40.5 25.0 33.3 2 0 0 1,131.5393
B_13 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 4 4 6 8.99% NALSSLWGK 164 172 26.2 29.1 26.2 1 0 0 975.5258
B_13 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 4 4 6 8.99% YLTTAVITNK 256 265 31.0 25.4 23.3 2 0 0 1,123.6358
C_13 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 2 2 4 4.49% QLQAETEPIVK 83 93 29.5 26.2 20.2 2 0 0 1,255.6894
C_13 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 2 2 4 4.49% NALSSLWGK 164 172 33.9 29.3 27.9 2 0 0 975.5258
K_11 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 3 3 6 7.19% NLYSDDIPHALR 60 71 27.3 27.1 21.6 0 2 0 1,413.7122
K_11 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 3 3 6 7.19% QLQAETEPIVK 83 93 34.2 26.4 19.6 2 0 0 1,255.6894
K_11 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 3 3 6 7.19% NALSSLWGK 164 172 53.7 29.1 43.0 2 0 0 975.5258
L_08 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 3 3 5 6.74% QLQAETEPIVK 83 93 34.4 26.2 24.7 2 0 0 1,255.6894
L_08 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 3 3 5 6.74% NALSSLWGK 164 172 28.1 29.0 22.5 1 0 0 975.5258
L_08 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 3 3 5 6.74% YLTTAVITNK 256 265 46.7 25.9 30.5 2 0 0 1,123.6358
M_08 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 2 2 2 4.72% QLQAETEPIVK 83 93 46.0 26.1 35.0 1 0 0 1,255.6894
M_08 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 2 2 2 4.72% YLTTAVITNK 256 265 43.4 25.9 26.8 1 0 0 1,123.6358
Q_08 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 2 2 3 4.72% QLQAETEPIVK 83 93 29.4 26.1 17.9 1 0 0 1,255.6894
Q_08 Eukaryotic translation initiation factor 3 subunit E EIF3E_HUMAN 52,193 2 2 3 4.72% YLTTAVITNK 256 265 40.0 26.1 24.6 2 0 0 1,123.6358
L_08 Eukaryotic translation initiation factor 3 subunit F EIF3F_HUMAN 37,564 4 4 8 16.50% EAPNPIHLTVDTSLQNGR 193 210 31.1 28.2 21.4 0 2 0 1,962.0041
L_08 Eukaryotic translation initiation factor 3 subunit F EIF3F_HUMAN 37,564 4 4 8 16.50% AYVSTLMGVPGR 215 226 37.3 27.7 33.1 2 0 0 1,266.6512
L_08 Eukaryotic translation initiation factor 3 subunit F EIF3F_HUMAN 37,564 4 4 8 16.50% TMGVMFTPLTVK 227 238 45.4 26.8 31.0 2 0 0 1,356.6904
L_08 Eukaryotic translation initiation factor 3 subunit F EIF3F_HUMAN 37,564 4 4 8 16.50% VIGLSSDLQQVGGASAR 262 278 30.5 27.6 27.5 0 2 0 1,657.8869
M_08 Eukaryotic translation initiation factor 3 subunit F EIF3F_HUMAN 37,564 3 3 5 11.80% EAPNPIHLTVDTSLQNGR 193 210 26.0 28.3 19.5 0 2 0 1,962.0041
M_08 Eukaryotic translation initiation factor 3 subunit F EIF3F_HUMAN 37,564 3 3 5 11.80% AYVSTLMGVPGR 215 226 41.6 27.5 40.2 2 0 0 1,266.6512
M_08 Eukaryotic translation initiation factor 3 subunit F EIF3F_HUMAN 37,564 3 3 5 11.80% TMGVMFTPLTVK 227 238 25.8 26.7 21.8 1 0 0 1,356.6904
A_12 Eukaryotic translation initiation factor 3 subunit G EIF3G_HUMAN 35,656 3 3 6 11.90% ELAEQLGLSTGEK 181 193 53.6 28.9 49.2 2 0 0 1,374.7113
A_12 Eukaryotic translation initiation factor 3 subunit G EIF3G_HUMAN 35,656 3 3 6 11.90% EKLPGELEPVQATQNK 194 209 33.2 27.2 26.0 0 2 0 1,780.9442
A_12 Eukaryotic translation initiation factor 3 subunit G EIF3G_HUMAN 35,656 3 3 6 11.90% GFAFISFHR 281 289 25.6 28.0 17.0 2 0 0 1,081.5577
B_12 Eukaryotic translation initiation factor 3 subunit G EIF3G_HUMAN 35,656 2 2 4 9.06% ELAEQLGLSTGEK 181 193 58.3 28.9 54.8 2 0 0 1,374.7113
B_12 Eukaryotic translation initiation factor 3 subunit G EIF3G_HUMAN 35,656 2 2 4 9.06% EKLPGELEPVQATQNK 194 209 48.5 27.2 44.8 0 2 0 1,780.9442
C_12 Eukaryotic translation initiation factor 3 subunit G EIF3G_HUMAN 35,656 2 2 4 5.00% EKLPGELEPVQATQNK 194 209 29.8 27.4 26.6 0 2 0 1,780.9442
C_12 Eukaryotic translation initiation factor 3 subunit G EIF3G_HUMAN 35,656 2 2 4 5.00% LPGELEPVQATQNK 196 209 51.1 27.7 40.0 2 0 0 1,523.8066
A_12 Eukaryotic translation initiation factor 3 subunit H EIF3H_HUMAN 39,931 2 2 3 5.68% NLQLLMDR 242 249 24.7 28.8 15.8 1 0 0 1,018.5352
A_12 Eukaryotic translation initiation factor 3 subunit H EIF3H_HUMAN 39,931 2 2 3 5.68% LFMAQALQEYNN 341 352 63.5 25.0 54.8 2 0 0 1,457.6730
B_12 Eukaryotic translation initiation factor 3 subunit H EIF3H_HUMAN 39,931 2 2 4 9.09% SAVADKHELLSLASSNHLGK 222 241 27.5 27.7 20.0 0 2 0 2,077.1037
B_12 Eukaryotic translation initiation factor 3 subunit H EIF3H_HUMAN 39,931 2 2 4 9.09% LFMAQALQEYNN 341 352 67.9 25.0 62.4 2 0 0 1,457.6730
L_07 Eukaryotic translation initiation factor 3 subunit H EIF3H_HUMAN 39,931 2 2 2 6.53% QVQIDGLVVLK 38 48 23.2 25.0 15.0 1 0 0 1,211.7360
L_07 Eukaryotic translation initiation factor 3 subunit H EIF3H_HUMAN 39,931 2 2 2 6.53% LFMAQALQEYNN 341 352 32.6 25.7 26.5 1 0 0 1,457.6730
A_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 5 6 10 19.10% EGDLLFTVAK 21 30 28.8 26.5 21.7 1 0 0 1,092.5937
A_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 5 6 10 19.10% DPSQIDNNEPYMK 129 141 58.9 25.0 53.8 2 0 0 1,566.6743
A_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 5 6 10 19.10% LFDSTTLEHQK 214 224 46.9 27.7 29.2 2 0 0 1,318.6639
A_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 5 6 10 19.10% GHFGPINSVAFHPDGK 283 298 50.4 27.8 50.4 1 2 0 1,679.8290
A_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 5 6 10 19.10% SYSSGGEDGYVR 299 310 63.8 25.0 63.8 2 0 0 1,276.5440
B_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 4 4 8 15.40% EGDLLFTVAK 21 30 43.8 27.6 40.0 2 0 0 1,092.5937
B_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 4 4 8 15.40% DPSQIDNNEPYMK 129 141 46.0 25.0 38.2 2 0 0 1,566.6743
B_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 4 4 8 15.40% LFDSTTLEHQK 214 224 52.9 27.7 37.6 2 0 0 1,318.6639
B_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 4 4 8 15.40% GHFGPINSVAFHPDGK 283 298 47.7 27.6 40.8 0 2 0 1,679.8290
C_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 5 5 10 17.20% EGDLLFTVAK 21 30 32.3 26.6 26.4 2 0 0 1,092.5937
C_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 5 5 10 17.20% QINDIQLSR 190 198 24.6 27.8 1.9 2 0 0 1,086.5903
C_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 5 5 10 17.20% DMTMFVTASK 199 208 31.1 25.0 29.5 2 0 0 1,162.5120
C_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 5 5 10 17.20% LFDSTTLEHQK 214 224 60.6 27.7 46.6 2 0 0 1,318.6639



C_11 Eukaryotic translation initiation factor 3 subunit I EIF3I_HUMAN 36,502 5 5 10 17.20% GHFGPINSVAFHPDGK 283 298 29.9 27.7 29.2 0 2 0 1,679.8290
A_10 Eukaryotic translation initiation factor 3 subunit J EIF3J_HUMAN 28,952 4 5 7 12.80% VLTPEEQLADK 105 115 28.4 26.6 17.6 1 0 0 1,242.6578
A_10 Eukaryotic translation initiation factor 3 subunit J EIF3J_HUMAN 28,952 4 5 7 12.80% VLTPEEQLADKLR 105 117 23.4 26.2 13.2 1 2 0 1,511.8430
A_10 Eukaryotic translation initiation factor 3 subunit J EIF3J_HUMAN 28,952 4 5 7 12.80% DDFTEFGK 152 159 30.0 25.0 12.8 1 0 0 958.4154
A_10 Eukaryotic translation initiation factor 3 subunit J EIF3J_HUMAN 28,952 4 5 7 12.80% ITNSLTVLCSEK 197 208 70.7 27.7 61.5 2 0 0 1,364.7091
B_11 Eukaryotic translation initiation factor 3 subunit J EIF3J_HUMAN 28,952 2 2 3 9.69% VLTPEEQLADKLR 105 117 31.0 26.1 23.0 1 0 0 1,511.8430
B_11 Eukaryotic translation initiation factor 3 subunit J EIF3J_HUMAN 28,952 2 2 3 9.69% ITNSLTVLCSEK 197 208 81.0 27.9 71.4 2 0 0 1,364.7091
C_10 Eukaryotic translation initiation factor 3 subunit J EIF3J_HUMAN 28,952 2 2 3 8.91% LQEESDLELAK 121 131 23.8 27.9 9.4 1 0 0 1,274.6476
C_10 Eukaryotic translation initiation factor 3 subunit J EIF3J_HUMAN 28,952 2 2 3 8.91% ITNSLTVLCSEK 197 208 47.8 27.6 39.0 2 0 0 1,364.7091
C_11 Eukaryotic translation initiation factor 3 subunit J EIF3J_HUMAN 28,952 2 3 3 9.69% VLTPEEQLADKLR 105 117 29.9 26.2 14.3 1 1 0 1,511.8430
C_11 Eukaryotic translation initiation factor 3 subunit J EIF3J_HUMAN 28,952 2 3 3 9.69% ITNSLTVLCSEK 197 208 37.9 27.6 27.4 1 0 0 1,364.7091
L_07 Eukaryotic translation initiation factor 3 subunit J EIF3J_HUMAN 28,952 2 2 2 7.75% DDFTEFGK 152 159 20.3 25.0 20.3 1 0 0 958.4154
L_07 Eukaryotic translation initiation factor 3 subunit J EIF3J_HUMAN 28,952 2 2 2 7.75% ITNSLTVLCSEK 197 208 51.9 27.9 44.0 1 0 0 1,364.7091
A_16 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 3 3 5 4.43% TVSDLIDQK 62 70 32.2 29.1 22.2 2 0 0 1,018.5417
A_16 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 3 3 5 4.43% VYELQASR 71 78 52.3 27.0 40.1 2 0 0 965.5050
A_16 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 3 3 5 4.43% EPFLQQLK 438 445 25.9 29.7 5.5 1 0 0 1,002.5620
B_16 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 2 2 4 2.84% SEEEIDFLR 208 216 44.0 26.9 35.3 2 0 0 1,137.5423
B_16 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 2 2 4 2.84% YGDFFIR 539 545 43.8 27.5 33.2 2 0 0 917.4516
C_16 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 2 2 3 2.66% EPFLQQLK 438 445 26.5 29.7 10.4 1 0 0 1,002.5620
C_16 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 2 2 3 2.66% YGDFFIR 539 545 33.7 27.2 23.1 2 0 0 917.4516
H_14 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 2 2 3 2.84% SEEEIDFLR 208 216 41.7 26.2 28.5 2 0 0 1,137.5423
H_14 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 2 2 3 2.84% YGDFFIR 539 545 31.7 27.5 25.5 1 0 0 917.4516
I_14 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 2 2 4 2.84% SEEEIDFLR 208 216 47.9 27.0 38.8 2 0 0 1,137.5423
I_14 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 2 2 4 2.84% YGDFFIR 539 545 34.0 27.5 26.1 2 0 0 917.4516
L_10 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 2 2 3 4.08% VFSDEVQQQAQLSTIR 446 461 79.0 27.5 77.1 2 0 0 1,848.9451
L_10 Eukaryotic translation initiation factor 3 subunit L EIF3L_HUMAN 66,729 2 2 3 4.08% YGDFFIR 539 545 22.2 27.0 15.1 1 0 0 917.4516
B_11 Eukaryotic translation initiation factor 3 subunit M EIF3M_HUMAN 42,417 2 2 2 6.68% LQLLSNLFHGMDK 103 115 24.2 27.5 24.2 1 0 0 1,531.7940
B_11 Eukaryotic translation initiation factor 3 subunit M EIF3M_HUMAN 42,417 2 2 2 6.68% LLTFMGMAVENK 278 289 47.7 26.8 36.8 1 0 0 1,385.6805
H_09 Eukaryotic translation initiation factor 3 subunit M EIF3M_HUMAN 42,417 2 2 2 5.35% YTVYCSLIK 121 129 29.6 27.9 21.6 1 0 0 1,146.5864
H_09 Eukaryotic translation initiation factor 3 subunit M EIF3M_HUMAN 42,417 2 2 2 5.35% LLYEALVDCKK 167 177 25.3 27.5 20.2 1 0 0 1,351.7292
A_07 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 7.36% SLFSSIGEVESAK 38 50 44.2 26.9 35.3 2 0 0 1,353.6896
A_07 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 7.36% VLVDQTTGLSR 137 147 40.7 28.6 24.1 2 0 0 1,188.6584
A_10 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 6.13% AINTLNGLR 77 85 51.6 26.0 34.5 2 0 0 971.5633
A_10 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 6.13% VLVDQTTGLSR 137 147 81.1 28.6 61.7 2 0 0 1,188.6584
B_07 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 7.36% SLFSSIGEVESAK 38 50 50.7 26.9 31.1 2 0 0 1,353.6896
B_07 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 7.36% VLVDQTTGLSR 137 147 42.6 28.6 29.2 2 0 0 1,188.6584
B_10 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 6.13% AINTLNGLR 77 85 45.8 26.0 32.6 2 0 0 971.5633
B_10 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 6.13% VLVDQTTGLSR 137 147 65.5 29.0 50.1 2 0 0 1,188.6584
C_06 ELAV‐like protein 1 ELAV1_HUMAN 36,093 3 3 5 10.70% SLFSSIGEVESAK 38 50 41.4 27.0 33.8 2 0 0 1,353.6896
C_06 ELAV‐like protein 1 ELAV1_HUMAN 36,093 3 3 5 10.70% DANLYISGLPR 105 115 49.3 28.5 40.2 1 0 0 1,218.6478
C_06 ELAV‐like protein 1 ELAV1_HUMAN 36,093 3 3 5 10.70% VLVDQTTGLSR 137 147 46.0 28.9 33.7 2 0 0 1,188.6584
C_10 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 7.36% SLFSSIGEVESAK 38 50 55.3 27.0 48.1 2 0 0 1,353.6896
C_10 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 7.36% DANLYISGLPR 105 115 65.1 28.5 49.3 2 0 0 1,218.6478
C_11 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 7.36% SLFSSIGEVESAK 38 50 57.0 27.0 51.1 2 0 0 1,353.6896
C_11 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 7.36% DANLYISGLPR 105 115 39.2 28.5 31.6 2 0 0 1,218.6478
H_09 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 3 7.36% SLFSSIGEVESAK 38 50 64.1 27.2 54.2 1 0 0 1,353.6896
H_09 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 3 7.36% VLVDQTTGLSR 137 147 73.1 27.9 54.3 2 0 0 1,188.6584
I_09 ELAV‐like protein 1 ELAV1_HUMAN 36,093 3 3 4 11.00% DANLYISGLPR 105 115 56.8 28.5 44.6 1 0 0 1,218.6478
I_09 ELAV‐like protein 1 ELAV1_HUMAN 36,093 3 3 4 11.00% VLVDQTTGLSR 137 147 72.6 27.9 58.4 2 0 0 1,188.6584
I_09 ELAV‐like protein 1 ELAV1_HUMAN 36,093 3 3 4 11.00% NVALLSQLYHSPAR 192 205 44.7 27.0 31.4 1 0 0 1,568.8543
K_08 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 7.36% SLFSSIGEVESAK 38 50 68.2 27.2 60.9 2 0 0 1,353.6896
K_08 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 4 7.36% VLVDQTTGLSR 137 147 62.3 27.9 44.3 2 0 0 1,188.6584
L_06 ELAV‐like protein 1 ELAV1_HUMAN 36,093 3 3 4 10.70% SLFSSIGEVESAK 38 50 70.0 27.4 61.9 1 0 0 1,353.6896
L_06 ELAV‐like protein 1 ELAV1_HUMAN 36,093 3 3 4 10.70% DANLYISGLPR 105 115 45.8 29.0 29.6 1 0 0 1,218.6478
L_06 ELAV‐like protein 1 ELAV1_HUMAN 36,093 3 3 4 10.70% VLVDQTTGLSR 137 147 80.0 28.4 58.6 2 0 0 1,188.6584
L_07 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 3 7.36% SLFSSIGEVESAK 38 50 63.2 27.3 49.8 2 0 0 1,353.6896
L_07 ELAV‐like protein 1 ELAV1_HUMAN 36,093 2 2 3 7.36% DANLYISGLPR 105 115 41.9 28.6 30.9 1 0 0 1,218.6478
B_19 Engulfment and cell motility protein 2 ELMO2_BOVIN 82,593 2 2 2 2.22% SIILNHVIR 265 273 31.0 25.0 31.0 1 0 0 1,064.6575
B_19 Engulfment and cell motility protein 2 ELMO2_BOVIN 82,593 2 2 2 2.22% DIIFELR 314 320 21.5 26.7 11.2 1 0 0 905.5092
A_04 Transcription elongation factor B polypeptide 2 ELOB_HUMAN 13,133 3 3 5 18.60% ESSTVFELK 20 28 38.1 27.0 24.0 2 0 0 1,039.5306
A_04 Transcription elongation factor B polypeptide 2 ELOB_HUMAN 13,133 3 3 5 18.60% ESSTVFELKR 20 29 43.0 25.5 29.1 1 0 0 1,195.6317
A_04 Transcription elongation factor B polypeptide 2 ELOB_HUMAN 13,133 3 3 5 18.60% LYKDDQLLDDGK 44 55 51.7 27.9 37.5 2 0 0 1,422.7115
C_03 Transcription elongation factor B polypeptide 2 ELOB_HUMAN 13,133 2 2 2 18.60% ESSTVFELKR 20 29 30.5 26.6 22.2 1 0 0 1,195.6317
C_03 Transcription elongation factor B polypeptide 2 ELOB_HUMAN 13,133 2 2 2 18.60% LYKDDQLLDDGK 44 55 31.1 27.9 20.8 1 0 0 1,422.7115
H_04 Transcription elongation factor B polypeptide 2 ELOB_HUMAN 13,133 2 2 3 18.60% ESSTVFELKR 20 29 23.9 26.6 15.2 1 0 0 1,195.6317
H_04 Transcription elongation factor B polypeptide 2 ELOB_HUMAN 13,133 2 2 3 18.60% LYKDDQLLDDGK 44 55 28.2 27.7 21.1 0 2 0 1,422.7115
L_03 Transcription elongation factor B polypeptide 2 ELOB_HUMAN 13,133 2 3 4 17.80% ESSTVFELK 20 28 26.8 25.6 19.5 1 0 0 1,039.5306
L_03 Transcription elongation factor B polypeptide 2 ELOB_HUMAN 13,133 2 3 4 17.80% LYKDDQLLDDGK 44 55 47.0 27.6 39.7 2 1 0 1,422.7115
A_03 Transcription elongation factor B polypeptide 1 ELOC_HUMAN 12,473 2 2 3 24.10% TYGGCEGPDAMYVK 7 20 60.5 25.0 60.5 2 0 0 1,563.6456
A_03 Transcription elongation factor B polypeptide 1 ELOC_HUMAN 12,473 2 2 3 24.10% LISSDGHEFIVKR 21 33 16.4 27.5 8.5 0 1 0 1,500.8170
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% AAVPSGASTGIYEALELR 33 50 78.6 27.9 69.6 2 0 0 1,804.9440
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% KLNVTEQEKIDK 81 92 39.0 27.3 27.8 0 1 0 1,444.8008
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% IDKLMIEMDGTENK 90 103 53.7 25.8 49.4 3 2 0 1,668.7823
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% LMIEMDGTENK 93 103 51.1 25.0 30.6 4 0 0 1,312.5762
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% LAMQEFMILPVGAANFR 163 179 43.4 27.5 40.4 1 0 0 1,939.9770
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% IGAEVYHNLK 184 193 58.5 27.8 41.3 4 0 0 1,143.6157
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% DATNVGDEGGFAPNILENK 203 221 78.3 26.4 68.8 2 0 0 1,960.9249
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% VVIGMDVAASEFFR 240 253 75.6 27.4 71.3 2 0 0 1,556.7778
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% SGKYDLDFK 254 262 26.5 25.7 11.5 2 0 0 1,072.5311
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% SGKYDLDFKSPDDPSR 254 269 32.0 25.5 28.4 0 2 0 1,826.8558
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% YDLDFKSPDDPSR 257 269 25.4 25.0 16.3 2 0 0 1,554.7073
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% YISPDQLADLYK 270 281 55.1 27.8 44.2 2 0 0 1,425.7262
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% SCNCLLLK 336 343 27.6 26.7 12.4 2 0 0 1,007.5014
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% VNQIGSVTESLQACK 344 358 114.0 27.9 0.0 2 0 0 1,633.8215
A_13 Alpha‐enolase ENOA_HUMAN 47,170 15 19 39 38.20% LAQANGWGVMVSHR 359 372 81.6 27.5 59.1 2 4 0 1,541.7642
A_14 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 20.50% LMIEMDGTENK 93 103 25.9 25.0 15.6 2 0 0 1,312.5762
A_14 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 20.50% IGAEVYHNLK 184 193 30.9 28.1 23.9 2 0 0 1,143.6157
A_14 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 20.50% DATNVGDEGGFAPNILENK 203 221 66.5 26.4 56.4 2 0 0 1,960.9249
A_14 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 20.50% YISPDQLADLYK 270 281 35.0 27.5 28.4 2 0 0 1,425.7262
A_14 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 20.50% SCNCLLLK 336 343 22.2 26.2 8.0 1 0 0 1,007.5014
A_14 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 20.50% VNQIGSVTESLQACK 344 358 115.0 27.9 0.0 2 0 0 1,633.8215
A_14 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 20.50% LAQANGWGVMVSHR 359 372 39.0 27.9 30.7 1 0 0 1,541.7642
B_13 Alpha‐enolase ENOA_HUMAN 47,170 10 14 29 26.30% GNPTVEVDLFTSK 16 28 25.7 28.1 7.5 1 0 0 1,406.7163
B_13 Alpha‐enolase ENOA_HUMAN 47,170 10 14 29 26.30% KLNVTEQEKIDK 81 92 27.9 27.1 22.6 0 1 0 1,444.8008
B_13 Alpha‐enolase ENOA_HUMAN 47,170 10 14 29 26.30% IDKLMIEMDGTENK 90 103 49.7 26.0 44.3 2 2 0 1,668.7823
B_13 Alpha‐enolase ENOA_HUMAN 47,170 10 14 29 26.30% LMIEMDGTENK 93 103 62.7 25.0 49.5 5 0 0 1,280.5863
B_13 Alpha‐enolase ENOA_HUMAN 47,170 10 14 29 26.30% IGAEVYHNLK 184 193 55.5 28.4 41.8 4 0 0 1,143.6157
B_13 Alpha‐enolase ENOA_HUMAN 47,170 10 14 29 26.30% DATNVGDEGGFAPNILENK 203 221 84.9 26.4 70.9 2 0 0 1,960.9249
B_13 Alpha‐enolase ENOA_HUMAN 47,170 10 14 29 26.30% YISPDQLADLYK 270 281 52.6 27.8 34.1 2 0 0 1,425.7262
B_13 Alpha‐enolase ENOA_HUMAN 47,170 10 14 29 26.30% SCNCLLLK 336 343 25.8 26.2 9.5 2 0 0 1,007.5014
B_13 Alpha‐enolase ENOA_HUMAN 47,170 10 14 29 26.30% VNQIGSVTESLQACK 344 358 133.0 27.8 0.0 2 0 0 1,633.8215
B_13 Alpha‐enolase ENOA_HUMAN 47,170 10 14 29 26.30% LAQANGWGVMVSHR 359 372 74.6 27.5 50.5 4 2 0 1,541.7642
B_14 Alpha‐enolase ENOA_HUMAN 47,170 4 5 6 13.40% IGAEVYHNLK 184 193 32.8 28.2 17.5 1 0 0 1,143.6157
B_14 Alpha‐enolase ENOA_HUMAN 47,170 4 5 6 13.40% DATNVGDEGGFAPNILENK 203 221 38.8 26.2 33.3 1 0 0 1,960.9249
B_14 Alpha‐enolase ENOA_HUMAN 47,170 4 5 6 13.40% VNQIGSVTESLQACK 344 358 90.6 27.8 0.0 2 0 0 1,633.8215
B_14 Alpha‐enolase ENOA_HUMAN 47,170 4 5 6 13.40% LAQANGWGVMVSHR 359 372 34.2 27.6 25.4 1 1 0 1,541.7642
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% GNPTVEVDLFTSK 16 28 54.7 28.4 23.0 2 0 0 1,406.7163
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% IDKLMIEMDGTENK 90 103 72.3 25.8 65.1 2 2 0 1,668.7823
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% LMIEMDGTENK 93 103 41.8 25.0 28.9 3 0 0 1,280.5863
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% IGAEVYHNLK 184 193 53.3 28.1 44.0 2 0 0 1,143.6157
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% IGAEVYHNLKNVIKEK 184 199 25.1 25.6 19.7 0 2 0 1,855.0437
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% DATNVGDEGGFAPNILENK 203 221 61.7 26.4 44.5 2 0 0 1,960.9249



C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% DATNVGDEGGFAPNILENKEGLELLK 203 228 51.7 27.7 38.6 0 1 0 2,743.3789
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% SGKYDLDFKSPDDPSR 254 269 56.9 25.5 54.9 2 2 0 1,826.8558
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% YDLDFKSPDDPSR 257 269 23.4 25.0 19.3 2 0 0 1,554.7073
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% YISPDQLADLYK 270 281 39.1 27.7 27.7 2 0 0 1,425.7262
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% SCNCLLLK 336 343 27.8 26.5 9.8 2 0 0 1,007.5014
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% VNQIGSVTESLQACK 344 358 94.1 28.0 0.0 2 0 0 1,633.8215
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% LAQANGWGVMVSHR 359 372 69.7 27.6 45.3 4 4 0 1,541.7642
C_13 Alpha‐enolase ENOA_HUMAN 47,170 14 20 37 32.70% NFRNPLAK 427 434 23.5 27.8 10.0 1 0 0 959.5421
C_14 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 5.76% IGAEVYHNLK 184 193 39.2 28.2 34.8 2 0 0 1,143.6157
C_14 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 5.76% VNQIGSVTESLQACK 344 358 100.0 27.7 0.0 2 0 0 1,633.8215
D_05 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 9.91% FTASAGIQVVGDDLTVTNPK 307 326 30.5 28.4 27.1 0 1 0 2,033.0552
D_05 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 9.91% SCNCLLLK 336 343 34.8 26.5 10.6 2 0 0 1,007.5014
D_05 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 9.91% VNQIGSVTESLQACK 344 358 80.3 28.0 0.0 2 0 0 1,633.8215
D_07 Alpha‐enolase ENOA_HUMAN 47,170 3 3 3 9.22% GNPTVEVDLFTSK 16 28 37.6 27.8 18.7 1 0 0 1,406.7163
D_07 Alpha‐enolase ENOA_HUMAN 47,170 3 3 3 9.22% YISPDQLADLYK 270 281 46.2 27.6 38.5 1 0 0 1,425.7262
D_07 Alpha‐enolase ENOA_HUMAN 47,170 3 3 3 9.22% VNQIGSVTESLQACK 344 358 56.2 27.9 0.0 1 0 0 1,633.8215
D_13 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.60% GNPTVEVDLFTSK 16 28 46.6 28.0 23.0 2 0 0 1,406.7163
D_13 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.60% AAVPSGASTGIYEALELR 33 50 21.8 28.5 16.8 0 1 0 1,804.9440
D_13 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.60% VNQIGSVTESLQACK 344 358 62.9 28.0 0.0 2 0 0 1,633.8215
D_16 Alpha‐enolase ENOA_HUMAN 47,170 4 4 6 12.70% GNPTVEVDLFTSK 16 28 67.2 28.0 26.5 2 0 0 1,406.7163
D_16 Alpha‐enolase ENOA_HUMAN 47,170 4 4 6 12.70% AAVPSGASTGIYEALELR 33 50 31.0 28.5 26.8 0 1 0 1,804.9440
D_16 Alpha‐enolase ENOA_HUMAN 47,170 4 4 6 12.70% IGAEVYHNLK 184 193 33.8 28.1 16.4 2 0 0 1,143.6157
D_16 Alpha‐enolase ENOA_HUMAN 47,170 4 4 6 12.70% VVIGMDVAASEFFR 240 253 96.3 27.2 91.8 1 0 0 1,556.7778
D_17 Alpha‐enolase ENOA_HUMAN 47,170 10 11 17 30.00% GNPTVEVDLFTSK 16 28 66.3 28.0 23.0 2 0 0 1,406.7163
D_17 Alpha‐enolase ENOA_HUMAN 47,170 10 11 17 30.00% AAVPSGASTGIYEALELR 33 50 38.4 28.5 36.7 1 0 0 1,804.9440
D_17 Alpha‐enolase ENOA_HUMAN 47,170 10 11 17 30.00% IGAEVYHNLK 184 193 39.5 28.2 28.8 1 0 0 1,143.6157
D_17 Alpha‐enolase ENOA_HUMAN 47,170 10 11 17 30.00% DATNVGDEGGFAPNILENK 203 221 39.9 25.7 39.9 2 0 0 1,960.9249
D_17 Alpha‐enolase ENOA_HUMAN 47,170 10 11 17 30.00% VVIGMDVAASEFFR 240 253 78.0 27.1 78.0 2 0 0 1,556.7778
D_17 Alpha‐enolase ENOA_HUMAN 47,170 10 11 17 30.00% YISPDQLADLYK 270 281 64.6 27.7 55.6 2 0 0 1,425.7262
D_17 Alpha‐enolase ENOA_HUMAN 47,170 10 11 17 30.00% FTASAGIQVVGDDLTVTNPK 307 326 41.4 28.3 32.6 0 1 0 2,033.0552
D_17 Alpha‐enolase ENOA_HUMAN 47,170 10 11 17 30.00% FTASAGIQVVGDDLTVTNPKR 307 327 36.4 27.6 32.0 0 1 0 2,189.1563
D_17 Alpha‐enolase ENOA_HUMAN 47,170 10 11 17 30.00% SCNCLLLK 336 343 30.0 26.5 17.0 2 0 0 1,007.5014
D_17 Alpha‐enolase ENOA_HUMAN 47,170 10 11 17 30.00% VNQIGSVTESLQACK 344 358 74.9 28.0 0.0 2 1 0 1,633.8215
D_18 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.20% IGAEVYHNLK 184 193 24.1 28.9 13.4 1 0 0 1,143.6157
D_18 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.20% VVIGMDVAASEFFR 240 253 93.1 27.2 89.7 2 0 0 1,556.7778
D_18 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.20% YISPDQLADLYK 270 281 46.1 27.6 38.3 2 0 0 1,425.7262
D_18 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.20% FTASAGIQVVGDDLTVTNPK 307 326 62.6 28.4 58.4 1 0 0 2,033.0552
D_18 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.20% SCNCLLLK 336 343 44.3 26.3 31.3 2 0 0 1,007.5014
D_18 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.20% VNQIGSVTESLQACK 344 358 72.8 27.7 0.0 2 0 0 1,633.8215
D_19 Alpha‐enolase ENOA_HUMAN 47,170 6 7 13 18.40% GNPTVEVDLFTSK 16 28 79.2 27.7 29.0 2 0 0 1,406.7163
D_19 Alpha‐enolase ENOA_HUMAN 47,170 6 7 13 18.40% AAVPSGASTGIYEALELR 33 50 51.0 28.5 46.3 0 2 0 1,804.9440
D_19 Alpha‐enolase ENOA_HUMAN 47,170 6 7 13 18.40% VVIGMDVAASEFFR 240 253 80.5 26.8 79.6 1 0 0 1,556.7778
D_19 Alpha‐enolase ENOA_HUMAN 47,170 6 7 13 18.40% YISPDQLADLYK 270 281 60.7 27.6 53.2 2 0 0 1,425.7262
D_19 Alpha‐enolase ENOA_HUMAN 47,170 6 7 13 18.40% SCNCLLLK 336 343 35.6 26.3 18.3 2 0 0 1,007.5014
D_19 Alpha‐enolase ENOA_HUMAN 47,170 6 7 13 18.40% VNQIGSVTESLQACK 344 358 90.7 28.0 0.0 2 2 0 1,633.8215
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% EIFDSRGNPTVEVDLFTSK 10 28 47.4 27.3 17.2 0 2 0 2,154.0715
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% GNPTVEVDLFTSK 16 28 96.1 27.8 34.7 1 2 0 1,406.7163
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% GNPTVEVDLFTSKGLFR 16 32 28.5 27.4 9.2 0 1 0 1,879.9914
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% AAVPSGASTGIYEALELR 33 50 60.9 28.5 58.2 0 1 0 1,804.9440
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% AAVPSGASTGIYEALELRDNDK 33 54 28.5 27.1 24.3 0 1 0 2,277.1359
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% AVEHINKTIAPALVSK 65 80 23.6 25.0 21.8 0 1 0 1,690.9851
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% TIAPALVSK 72 80 21.8 25.0 17.0 1 0 0 899.5561
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% KLNVTEQEKIDK 81 92 27.2 27.4 17.1 1 0 0 1,444.8008
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% IDKLMIEMDGTENK 90 103 39.2 25.4 35.3 0 2 0 1,668.7823
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% LMIEMDGTENK 93 103 48.0 25.0 35.5 5 0 0 1,296.5813
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% FGANAILGVSLAVCK 106 120 44.6 27.8 38.3 0 1 0 1,519.8302
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% HIADLAGNSEVILPVPAFNVINGGSHAGNK 133 162 73.3 26.3 71.9 0 2 2 3,011.5699
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% LAMQEFMILPVGAANFR 163 179 83.2 27.8 30.2 2 2 0 1,923.9821
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% IGAEVYHNLK 184 193 26.5 28.9 20.1 2 0 0 1,143.6157
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% YGKDATNVGDEGGFAPNILENK 200 221 57.8 26.1 46.9 0 2 0 2,309.1047
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% DATNVGDEGGFAPNILENK 203 221 72.2 25.6 61.0 2 2 0 1,960.9249
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% DATNVGDEGGFAPNILENKEGLELLK 203 228 80.1 27.6 1.5 0 2 0 2,743.3789
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% VVIGMDVAASEFFR 240 253 90.6 26.8 90.0 3 0 0 1,556.7778
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% SGKYDLDFK 254 262 26.4 25.0 12.6 2 0 0 1,072.5311
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% YISPDQLADLYK 270 281 74.7 27.5 66.4 2 0 0 1,425.7262
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% FTASAGIQVVGDDLTVTNPK 307 326 83.2 28.2 75.9 2 2 0 2,033.0552
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% SCNCLLLK 336 343 48.2 26.3 28.1 1 0 0 1,007.5014
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% VNQIGSVTESLQACK 344 358 104.0 28.0 0.0 2 2 0 1,633.8215
D_20 Alpha‐enolase ENOA_HUMAN 47,170 24 33 57 63.80% LAQANGWGVMVSHR 359 372 55.9 27.1 20.6 2 2 0 1,541.7642
D_21 Alpha‐enolase ENOA_HUMAN 47,170 6 8 12 22.40% GNPTVEVDLFTSK 16 28 54.4 27.7 22.6 2 0 0 1,406.7163
D_21 Alpha‐enolase ENOA_HUMAN 47,170 6 8 12 22.40% AAVPSGASTGIYEALELR 33 50 107.0 28.5 103.0 2 2 0 1,804.9440
D_21 Alpha‐enolase ENOA_HUMAN 47,170 6 8 12 22.40% FGANAILGVSLAVCK 106 120 63.1 27.6 58.2 1 0 0 1,519.8302
D_21 Alpha‐enolase ENOA_HUMAN 47,170 6 8 12 22.40% LAMQEFMILPVGAANFR 163 179 26.1 27.2 18.2 0 1 0 1,939.9770
D_21 Alpha‐enolase ENOA_HUMAN 47,170 6 8 12 22.40% VVIGMDVAASEFFR 240 253 75.4 27.1 74.9 1 0 0 1,556.7778
D_21 Alpha‐enolase ENOA_HUMAN 47,170 6 8 12 22.40% FTASAGIQVVGDDLTVTNPK 307 326 61.9 28.3 57.8 1 2 0 2,033.0552
D_22 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% GNPTVEVDLFTSK 16 28 51.9 28.0 23.1 2 0 0 1,406.7163
D_22 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% VNQIGSVTESLQACK 344 358 36.9 27.9 0.0 1 0 0 1,633.8215
D_27 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.40% AAVPSGASTGIYEALELR 33 50 95.3 28.5 92.8 2 0 0 1,804.9440
D_27 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.40% YISPDQLADLYK 270 281 35.7 27.8 28.4 1 0 0 1,425.7262
D_27 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.40% VNQIGSVTESLQACK 344 358 65.8 27.8 0.0 2 0 0 1,633.8215
D_28 Alpha‐enolase ENOA_HUMAN 47,170 3 3 6 10.40% AAVPSGASTGIYEALELR 33 50 69.7 28.4 63.4 2 0 0 1,804.9440
D_28 Alpha‐enolase ENOA_HUMAN 47,170 3 3 6 10.40% YISPDQLADLYK 270 281 63.2 27.3 55.0 2 0 0 1,425.7262
D_28 Alpha‐enolase ENOA_HUMAN 47,170 3 3 6 10.40% VNQIGSVTESLQACK 344 358 49.9 27.9 0.0 2 0 0 1,633.8215
D_29 Alpha‐enolase ENOA_HUMAN 47,170 5 5 8 15.90% AAVPSGASTGIYEALELR 33 50 118.0 28.5 113.0 2 0 0 1,804.9440
D_29 Alpha‐enolase ENOA_HUMAN 47,170 5 5 8 15.90% IGAEVYHNLK 184 193 21.7 28.2 16.1 2 0 0 1,143.6157
D_29 Alpha‐enolase ENOA_HUMAN 47,170 5 5 8 15.90% VVIGMDVAASEFFR 240 253 89.7 26.7 84.9 1 0 0 1,556.7778
D_29 Alpha‐enolase ENOA_HUMAN 47,170 5 5 8 15.90% YISPDQLADLYK 270 281 57.3 27.3 44.2 1 0 0 1,425.7262
D_29 Alpha‐enolase ENOA_HUMAN 47,170 5 5 8 15.90% VNQIGSVTESLQACK 344 358 84.7 28.0 0.0 2 0 0 1,633.8215
D_30 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.40% AAVPSGASTGIYEALELR 33 50 88.8 28.5 81.8 2 0 0 1,804.9440
D_30 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.40% YISPDQLADLYK 270 281 46.6 27.7 40.0 2 0 0 1,425.7262
D_30 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.40% VNQIGSVTESLQACK 344 358 61.1 27.7 0.0 1 0 0 1,633.8215
D_31 Alpha‐enolase ENOA_HUMAN 47,170 7 8 15 22.40% AAVPSGASTGIYEALELR 33 50 104.0 28.5 97.2 2 0 0 1,804.9440
D_31 Alpha‐enolase ENOA_HUMAN 47,170 7 8 15 22.40% IGAEVYHNLK 184 193 32.3 27.8 22.2 2 0 0 1,143.6157
D_31 Alpha‐enolase ENOA_HUMAN 47,170 7 8 15 22.40% VVIGMDVAASEFFR 240 253 84.9 27.1 84.9 2 0 0 1,556.7778
D_31 Alpha‐enolase ENOA_HUMAN 47,170 7 8 15 22.40% YISPDQLADLYK 270 281 50.4 27.3 38.8 2 0 0 1,425.7262
D_31 Alpha‐enolase ENOA_HUMAN 47,170 7 8 15 22.40% FTASAGIQVVGDDLTVTNPK 307 326 43.1 28.2 35.8 0 2 0 2,033.0552
D_31 Alpha‐enolase ENOA_HUMAN 47,170 7 8 15 22.40% SCNCLLLK 336 343 27.8 26.7 14.3 1 0 0 1,007.5014
D_31 Alpha‐enolase ENOA_HUMAN 47,170 7 8 15 22.40% VNQIGSVTESLQACK 344 358 114.0 27.7 0.0 2 2 0 1,633.8215
D_32 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 10.40% IGAEVYHNLK 184 193 23.0 28.2 16.0 2 0 0 1,143.6157
D_32 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 10.40% YISPDQLADLYK 270 281 58.2 27.7 48.9 2 0 0 1,425.7262
D_32 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 10.40% SCNCLLLK 336 343 27.1 26.2 9.7 2 0 0 1,007.5014
D_32 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 10.40% VNQIGSVTESLQACK 344 358 68.3 27.8 0.0 2 0 0 1,633.8215
E_17 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 21.20% GNPTVEVDLFTSK 16 28 43.1 28.0 18.4 1 0 0 1,406.7163
E_17 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 21.20% IGAEVYHNLK 184 193 29.1 27.8 22.7 1 0 0 1,143.6157
E_17 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 21.20% VVIGMDVAASEFFR 240 253 85.1 26.8 85.1 2 0 0 1,556.7778
E_17 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 21.20% YISPDQLADLYK 270 281 42.2 27.8 34.8 1 0 0 1,425.7262
E_17 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 21.20% FTASAGIQVVGDDLTVTNPK 307 326 92.7 28.4 89.7 2 0 0 2,033.0552
E_17 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 21.20% SCNCLLLK 336 343 37.2 26.5 18.3 2 0 0 1,007.5014
E_17 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 21.20% VNQIGSVTESLQACK 344 358 92.8 28.0 0.0 2 2 0 1,633.8215
E_18 Alpha‐enolase ENOA_HUMAN 47,170 2 2 2 5.53% IGAEVYHNLK 184 193 20.6 27.8 15.3 1 0 0 1,143.6157
E_18 Alpha‐enolase ENOA_HUMAN 47,170 2 2 2 5.53% VVIGMDVAASEFFR 240 253 89.3 27.1 89.2 1 0 0 1,556.7778
E_19 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.90% GNPTVEVDLFTSK 16 28 56.8 28.0 25.5 2 0 0 1,406.7163



E_19 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.90% AAVPSGASTGIYEALELR 33 50 24.6 28.5 18.5 1 0 0 1,804.9440
E_19 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.90% IGAEVYHNLK 184 193 34.8 28.2 20.9 2 0 0 1,143.6157
E_19 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.90% VVIGMDVAASEFFR 240 253 72.5 27.2 72.1 1 0 0 1,556.7778
E_19 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.90% YISPDQLADLYK 270 281 51.8 27.3 35.0 2 0 0 1,425.7262
E_19 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.90% VNQIGSVTESLQACK 344 358 76.1 27.9 0.0 2 0 0 1,633.8215
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% GNPTVEVDLFTSK 16 28 75.9 28.0 23.9 2 0 0 1,406.7163
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% AAVPSGASTGIYEALELR 33 50 112.0 28.5 107.0 2 0 0 1,804.9440
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% LNVTEQEKIDK 82 92 32.9 29.0 22.3 2 0 0 1,316.7058
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% IDKLMIEMDGTENK 90 103 33.2 25.8 22.3 0 2 0 1,668.7823
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% LMIEMDGTENK 93 103 26.0 25.0 9.6 1 0 0 1,296.5813
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% FGANAILGVSLAVCK 106 120 103.0 27.6 92.9 2 0 0 1,519.8302
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% LAMQEFMILPVGAANFR 163 179 34.2 27.3 19.4 0 2 0 1,939.9770
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% IGAEVYHNLK 184 193 53.2 28.1 39.7 2 0 0 1,143.6157
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% DATNVGDEGGFAPNILENK 203 221 68.2 25.8 56.4 2 2 0 1,960.9249
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% VVIGMDVAASEFFR 240 253 104.0 27.0 94.9 3 0 0 1,556.7778
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% YISPDQLADLYK 270 281 71.4 27.6 60.9 2 0 0 1,425.7262
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% FTASAGIQVVGDDLTVTNPK 307 326 80.1 28.4 78.4 2 2 0 2,033.0552
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% VNQIGSVTESLQACK 344 358 91.5 27.9 0.0 2 4 0 1,633.8215
E_20 Alpha‐enolase ENOA_HUMAN 47,170 14 18 35 43.50% LAQANGWGVMVSHR 359 372 22.7 27.6 12.9 0 1 0 1,541.7642
E_21 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.60% GNPTVEVDLFTSK 16 28 42.8 27.7 18.3 2 0 0 1,406.7163
E_21 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.60% AAVPSGASTGIYEALELR 33 50 29.7 28.5 25.4 0 1 0 1,804.9440
E_21 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.60% VNQIGSVTESLQACK 344 358 55.9 28.0 0.0 2 0 0 1,633.8215
F_05 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 5.30% SCNCLLLK 336 343 26.5 26.2 13.4 1 0 0 1,007.5014
F_05 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 5.30% VNQIGSVTESLQACK 344 358 80.5 27.7 0.0 2 0 0 1,633.8215
F_07 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 8.76% GNPTVEVDLFTSK 16 28 44.0 28.4 12.6 2 0 0 1,406.7163
F_07 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 8.76% IGAEVYHNLK 184 193 29.6 28.1 20.9 1 0 0 1,143.6157
F_07 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 8.76% VNQIGSVTESLQACK 344 358 100.0 27.8 0.0 2 0 0 1,633.8215
F_08 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 10.60% GNPTVEVDLFTSK 16 28 49.9 28.4 26.5 2 0 0 1,406.7163
F_08 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 10.60% IGAEVYHNLK 184 193 26.3 28.4 15.8 1 0 0 1,143.6157
F_08 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 10.60% SCNCLLLK 336 343 23.8 26.4 12.5 2 0 0 1,007.5014
F_08 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 10.60% VNQIGSVTESLQACK 344 358 94.0 27.8 0.0 2 0 0 1,633.8215
F_09 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 5.30% GNPTVEVDLFTSK 16 28 49.4 28.1 22.4 2 0 0 1,406.7163
F_09 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 5.30% IGAEVYHNLK 184 193 34.3 28.4 27.1 2 0 0 1,143.6157
F_10 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 9.68% GNPTVEVDLFTSK 16 28 81.5 28.1 29.4 2 0 0 1,406.7163
F_10 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 9.68% VNQIGSVTESLQACK 344 358 111.0 27.8 0.0 2 0 0 1,633.8215
F_10 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 9.68% LAQANGWGVMVSHR 359 372 27.8 27.6 18.9 0 1 0 1,541.7642
F_11 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.68% VNQIGSVTESLQACK 344 358 114.0 27.8 0.0 2 0 0 1,633.8215
F_11 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.68% LAQANGWGVMVSHR 359 372 22.2 27.3 15.8 0 2 0 1,541.7642
F_12 Alpha‐enolase ENOA_HUMAN 47,170 6 6 11 16.60% GNPTVEVDLFTSK 16 28 85.9 28.4 33.8 2 0 0 1,406.7163
F_12 Alpha‐enolase ENOA_HUMAN 47,170 6 6 11 16.60% LMIEMDGTENK 93 103 44.3 25.0 30.6 2 0 0 1,280.5863
F_12 Alpha‐enolase ENOA_HUMAN 47,170 6 6 11 16.60% IGAEVYHNLK 184 193 56.2 28.6 44.0 2 0 0 1,143.6157
F_12 Alpha‐enolase ENOA_HUMAN 47,170 6 6 11 16.60% SGKYDLDFK 254 262 36.1 25.7 21.9 1 0 0 1,072.5311
F_12 Alpha‐enolase ENOA_HUMAN 47,170 6 6 11 16.60% VNQIGSVTESLQACK 344 358 111.0 27.8 0.0 2 0 0 1,633.8215
F_12 Alpha‐enolase ENOA_HUMAN 47,170 6 6 11 16.60% LAQANGWGVMVSHR 359 372 33.5 27.3 27.3 0 2 0 1,525.7692
F_13 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 10.80% GNPTVEVDLFTSK 16 28 63.0 28.4 13.0 2 0 0 1,406.7163
F_13 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 10.80% LMIEMDGTENK 93 103 38.6 25.0 32.8 2 0 0 1,280.5863
F_13 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 10.80% SCNCLLLK 336 343 23.2 26.7 11.1 2 0 0 1,007.5014
F_13 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 10.80% VNQIGSVTESLQACK 344 358 109.0 27.8 0.0 2 0 0 1,633.8215
F_14 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 12.70% GNPTVEVDLFTSK 16 28 105.0 28.1 37.6 2 0 0 1,406.7163
F_14 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 12.70% IGAEVYHNLK 184 193 54.4 28.6 41.9 2 0 0 1,143.6157
F_14 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 12.70% SGKYDLDFK 254 262 21.2 25.6 9.5 1 0 0 1,072.5311
F_14 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 12.70% SCNCLLLK 336 343 31.8 26.2 11.3 2 0 0 1,007.5014
F_14 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 12.70% VNQIGSVTESLQACK 344 358 111.0 27.8 0.0 2 0 0 1,633.8215
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% GNPTVEVDLFTSK 16 28 79.6 28.4 30.6 4 2 0 1,406.7163
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% AAVPSGASTGIYEALELR 33 50 93.4 27.9 84.7 2 1 0 1,804.9440
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% LNVTEQEK 82 89 34.5 29.6 24.6 1 0 0 960.4997
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% IDKLMIEMDGTENK 90 103 60.1 26.7 33.3 3 0 0 1,652.7874
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% LMIEMDGTENK 93 103 70.0 25.0 50.0 5 0 0 1,280.5863
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% FGANAILGVSLAVCK 106 120 65.2 26.5 58.8 2 0 0 1,519.8302
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% IGAEVYHNLK 184 193 55.8 28.6 40.1 2 0 0 1,143.6157
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% DATNVGDEGGFAPNILENK 203 221 72.6 26.3 61.8 2 0 0 1,960.9249
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% SGKYDLDFK 254 262 41.7 25.7 28.4 2 0 0 1,072.5311
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% SGKYDLDFKSPDDPSR 254 269 43.0 25.7 36.8 1 0 0 1,826.8558
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% YDLDFKSPDDPSR 257 269 50.8 25.0 46.7 2 2 0 1,554.7073
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% YISPDQLADLYK 270 281 65.4 27.8 50.6 4 0 0 1,425.7262
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% FTASAGIQVVGDDLTVTNPK 307 326 73.8 27.6 73.8 2 0 0 2,033.0552
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% SCNCLLLK 336 343 39.8 26.2 12.4 2 0 0 1,007.5014
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% VNQIGSVTESLQACK 344 358 118.0 27.9 0.0 2 2 0 1,633.8215
F_15 Alpha‐enolase ENOA_HUMAN 47,170 16 22 47 41.90% LAQANGWGVMVSHR 359 372 71.0 27.6 71.0 4 0 0 1,525.7692
F_16 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 11.30% GNPTVEVDLFTSK 16 28 107.0 28.4 36.0 2 0 0 1,406.7163
F_16 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 11.30% LMIEMDGTENK 93 103 32.0 25.0 14.5 2 0 0 1,280.5863
F_16 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 11.30% IGAEVYHNLK 184 193 33.0 28.1 19.8 1 0 0 1,143.6157
F_16 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 11.30% VNQIGSVTESLQACK 344 358 115.0 27.8 0.0 2 0 0 1,633.8215
G_08 Alpha‐enolase ENOA_HUMAN 47,170 3 3 6 7.60% IGAEVYHNLK 184 193 34.3 28.4 24.7 2 0 0 1,143.6157
G_08 Alpha‐enolase ENOA_HUMAN 47,170 3 3 6 7.60% SCNCLLLK 336 343 39.8 25.7 28.5 2 0 0 1,007.5014
G_08 Alpha‐enolase ENOA_HUMAN 47,170 3 3 6 7.60% VNQIGSVTESLQACK 344 358 85.4 27.7 0.0 2 0 0 1,633.8215
G_09 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 5.30% SCNCLLLK 336 343 44.3 26.9 32.2 2 0 0 1,007.5014
G_09 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 5.30% VNQIGSVTESLQACK 344 358 111.0 27.8 0.0 2 0 0 1,633.8215
G_10 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 5.76% IGAEVYHNLK 184 193 36.0 28.4 29.1 2 0 0 1,143.6157
G_10 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 5.76% VNQIGSVTESLQACK 344 358 94.4 27.8 0.0 2 0 0 1,633.8215
G_11 Alpha‐enolase ENOA_HUMAN 47,170 4 4 6 10.60% GNPTVEVDLFTSK 16 28 63.5 27.7 27.1 2 0 0 1,406.7163
G_11 Alpha‐enolase ENOA_HUMAN 47,170 4 4 6 10.60% IGAEVYHNLK 184 193 30.2 28.2 22.7 1 0 0 1,143.6157
G_11 Alpha‐enolase ENOA_HUMAN 47,170 4 4 6 10.60% SCNCLLLK 336 343 23.0 25.7 12.0 1 0 0 1,007.5014
G_11 Alpha‐enolase ENOA_HUMAN 47,170 4 4 6 10.60% VNQIGSVTESLQACK 344 358 88.2 28.0 0.0 2 0 0 1,633.8215
G_12 Alpha‐enolase ENOA_HUMAN 47,170 5 5 10 13.10% GNPTVEVDLFTSK 16 28 78.6 27.8 29.0 2 0 0 1,406.7163
G_12 Alpha‐enolase ENOA_HUMAN 47,170 5 5 10 13.10% LMIEMDGTENK 93 103 36.2 25.0 32.4 2 0 0 1,280.5863
G_12 Alpha‐enolase ENOA_HUMAN 47,170 5 5 10 13.10% IGAEVYHNLK 184 193 45.2 28.4 35.7 2 0 0 1,143.6157
G_12 Alpha‐enolase ENOA_HUMAN 47,170 5 5 10 13.10% SCNCLLLK 336 343 30.1 26.0 20.8 2 0 0 1,007.5014
G_12 Alpha‐enolase ENOA_HUMAN 47,170 5 5 10 13.10% VNQIGSVTESLQACK 344 358 97.8 27.8 0.0 2 0 0 1,633.8215
G_13 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 13.40% GNPTVEVDLFTSK 16 28 26.6 27.8 10.3 2 0 0 1,406.7163
G_13 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 13.40% LMIEMDGTENK 93 103 38.9 25.0 26.7 1 0 0 1,280.5863
G_13 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 13.40% IGAEVYHNLK 184 193 47.8 28.4 36.5 2 0 0 1,143.6157
G_13 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 13.40% SGKYDLDFK 254 262 36.0 26.6 24.0 2 0 0 1,072.5311
G_13 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 13.40% VNQIGSVTESLQACK 344 358 121.0 27.8 0.0 2 0 0 1,633.8215
G_14 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 10.60% GNPTVEVDLFTSK 16 28 67.2 27.8 16.7 2 0 0 1,406.7163
G_14 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 10.60% IGAEVYHNLK 184 193 48.0 28.2 38.8 2 0 0 1,143.6157
G_14 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 10.60% SCNCLLLK 336 343 34.3 25.7 15.3 2 0 0 1,007.5014
G_14 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 10.60% VNQIGSVTESLQACK 344 358 111.0 28.0 0.0 2 0 0 1,633.8215
G_15 Alpha‐enolase ENOA_HUMAN 47,170 10 13 27 26.30% GNPTVEVDLFTSK 16 28 62.8 27.6 27.2 2 0 0 1,406.7163
G_15 Alpha‐enolase ENOA_HUMAN 47,170 10 13 27 26.30% IDKLMIEMDGTENK 90 103 52.1 27.2 21.2 4 2 0 1,652.7874
G_15 Alpha‐enolase ENOA_HUMAN 47,170 10 13 27 26.30% LMIEMDGTENK 93 103 45.7 25.0 20.0 5 0 0 1,296.5813
G_15 Alpha‐enolase ENOA_HUMAN 47,170 10 13 27 26.30% IGAEVYHNLK 184 193 59.9 28.3 47.9 2 0 0 1,143.6157
G_15 Alpha‐enolase ENOA_HUMAN 47,170 10 13 27 26.30% DATNVGDEGGFAPNILENK 203 221 49.4 26.1 42.5 2 0 0 1,960.9249
G_15 Alpha‐enolase ENOA_HUMAN 47,170 10 13 27 26.30% SGKYDLDFK 254 262 32.3 25.9 19.8 1 0 0 1,072.5311
G_15 Alpha‐enolase ENOA_HUMAN 47,170 10 13 27 26.30% YISPDQLADLYK 270 281 37.3 27.7 23.3 1 0 0 1,425.7262
G_15 Alpha‐enolase ENOA_HUMAN 47,170 10 13 27 26.30% SCNCLLLK 336 343 40.0 25.7 23.2 2 0 0 1,007.5014
G_15 Alpha‐enolase ENOA_HUMAN 47,170 10 13 27 26.30% VNQIGSVTESLQACK 344 358 115.0 27.8 0.0 2 0 0 1,633.8215
G_15 Alpha‐enolase ENOA_HUMAN 47,170 10 13 27 26.30% LAQANGWGVMVSHR 359 372 64.0 27.9 43.2 4 0 0 1,541.7642
G_16 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 11.30% GNPTVEVDLFTSK 16 28 66.5 27.8 25.7 2 0 0 1,406.7163
G_16 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 11.30% LMIEMDGTENK 93 103 45.5 25.0 38.8 2 0 0 1,280.5863
G_16 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 11.30% IGAEVYHNLK 184 193 62.5 28.4 54.7 2 0 0 1,143.6157
G_16 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 11.30% VNQIGSVTESLQACK 344 358 111.0 27.8 0.0 2 0 0 1,633.8215



H_12 Alpha‐enolase ENOA_HUMAN 47,170 8 9 17 24.70% GNPTVEVDLFTSK 16 28 84.7 28.4 37.7 2 0 0 1,406.7163
H_12 Alpha‐enolase ENOA_HUMAN 47,170 8 9 17 24.70% LMIEMDGTENK 93 103 58.7 25.0 48.3 2 0 0 1,280.5863
H_12 Alpha‐enolase ENOA_HUMAN 47,170 8 9 17 24.70% IGAEVYHNLK 184 193 55.0 28.4 38.0 2 0 0 1,143.6157
H_12 Alpha‐enolase ENOA_HUMAN 47,170 8 9 17 24.70% DATNVGDEGGFAPNILENK 203 221 87.6 26.4 72.6 2 0 0 1,960.9249
H_12 Alpha‐enolase ENOA_HUMAN 47,170 8 9 17 24.70% YDLDFKSPDDPSR 257 269 25.9 25.0 18.6 2 0 0 1,554.7073
H_12 Alpha‐enolase ENOA_HUMAN 47,170 8 9 17 24.70% YISPDQLADLYK 270 281 69.5 27.6 54.5 2 0 0 1,425.7262
H_12 Alpha‐enolase ENOA_HUMAN 47,170 8 9 17 24.70% VNQIGSVTESLQACK 344 358 109.0 27.8 0.0 2 0 0 1,633.8215
H_12 Alpha‐enolase ENOA_HUMAN 47,170 8 9 17 24.70% LAQANGWGVMVSHR 359 372 53.9 27.5 50.6 3 0 0 1,525.7692
H_13 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 77.3 28.2 30.2 2 0 0 1,406.7163
H_13 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 96.5 27.8 0.0 2 0 0 1,633.8215
H_14 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% GNPTVEVDLFTSK 16 28 88.3 28.1 37.5 2 0 0 1,406.7163
H_14 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% VNQIGSVTESLQACK 344 358 68.2 27.8 0.0 1 0 0 1,633.8215
H_19 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% GNPTVEVDLFTSK 16 28 27.7 28.3 11.6 1 0 0 1,406.7163
H_19 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% VNQIGSVTESLQACK 344 358 58.4 27.9 0.0 2 0 0 1,633.8215
H_20 Alpha‐enolase ENOA_HUMAN 47,170 2 2 2 6.45% GNPTVEVDLFTSK 16 28 38.6 27.9 9.4 1 0 0 1,406.7163
H_20 Alpha‐enolase ENOA_HUMAN 47,170 2 2 2 6.45% VNQIGSVTESLQACK 344 358 68.6 27.8 0.0 1 0 0 1,633.8215
H_21 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% GNPTVEVDLFTSK 16 28 45.8 28.3 21.5 1 0 0 1,406.7163
H_21 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% VNQIGSVTESLQACK 344 358 84.8 27.7 0.0 2 0 0 1,633.8215
H_23 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 53.6 28.2 15.4 2 0 0 1,406.7163
H_23 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 88.7 27.8 0.0 2 0 0 1,633.8215
H_24 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 79.4 28.1 30.6 2 0 0 1,406.7163
H_24 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 101.0 27.8 0.0 2 0 0 1,633.8215
I_11 Alpha‐enolase ENOA_HUMAN 47,170 3 3 4 10.10% GNPTVEVDLFTSK 16 28 67.0 28.4 28.9 2 0 0 1,406.7163
I_11 Alpha‐enolase ENOA_HUMAN 47,170 3 3 4 10.10% SGKYDLDFKSPDDPSR 254 269 23.4 25.8 21.7 0 1 0 1,826.8558
I_11 Alpha‐enolase ENOA_HUMAN 47,170 3 3 4 10.10% VNQIGSVTESLQACK 344 358 114.0 27.9 0.0 1 0 0 1,633.8215
I_12 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 22.80% GNPTVEVDLFTSK 16 28 60.2 28.4 28.8 2 0 0 1,406.7163
I_12 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 22.80% IGAEVYHNLK 184 193 47.4 28.2 38.1 2 0 0 1,143.6157
I_12 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 22.80% DATNVGDEGGFAPNILENK 203 221 61.2 26.2 59.2 2 0 0 1,960.9249
I_12 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 22.80% SGKYDLDFKSPDDPSR 254 269 38.1 25.8 29.6 2 0 0 1,826.8558
I_12 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 22.80% YDLDFKSPDDPSR 257 269 20.1 25.0 20.1 1 0 0 1,554.7073
I_12 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 22.80% YISPDQLADLYK 270 281 51.3 27.8 34.8 2 0 0 1,425.7262
I_12 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 22.80% VNQIGSVTESLQACK 344 358 115.0 27.8 0.0 2 0 0 1,633.8215
I_12 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 22.80% LAQANGWGVMVSHR 359 372 53.6 27.8 39.5 2 0 0 1,541.7642
J_11 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 65.8 27.8 25.0 2 0 0 1,406.7163
J_11 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 100.0 27.8 0.0 2 0 0 1,633.8215
J_12 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 19.80% GNPTVEVDLFTSK 16 28 76.3 28.3 32.1 2 0 0 1,406.7163
J_12 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 19.80% IGAEVYHNLK 184 193 36.8 28.3 27.2 2 0 0 1,143.6157
J_12 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 19.80% DATNVGDEGGFAPNILENK 203 221 89.7 26.6 78.5 2 0 0 1,960.9249
J_12 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 19.80% SGKYDLDFK 254 262 25.3 26.5 15.6 1 0 0 1,072.5311
J_12 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 19.80% YISPDQLADLYK 270 281 52.1 27.3 40.8 2 0 0 1,425.7262
J_12 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 19.80% SCNCLLLK 336 343 22.8 27.6 7.3 1 0 0 1,007.5014
J_12 Alpha‐enolase ENOA_HUMAN 47,170 7 7 12 19.80% VNQIGSVTESLQACK 344 358 105.0 27.7 0.0 2 0 0 1,633.8215
K_11 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 58.6 28.4 26.0 2 0 0 1,406.7163
K_11 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 98.7 27.6 0.0 2 0 0 1,633.8215
K_12 Alpha‐enolase ENOA_HUMAN 47,170 7 9 15 19.60% GNPTVEVDLFTSK 16 28 89.4 27.8 33.1 2 1 0 1,406.7163
K_12 Alpha‐enolase ENOA_HUMAN 47,170 7 9 15 19.60% IGAEVYHNLK 184 193 25.0 28.2 20.4 1 0 0 1,143.6157
K_12 Alpha‐enolase ENOA_HUMAN 47,170 7 9 15 19.60% DATNVGDEGGFAPNILENK 203 221 77.4 26.5 61.8 2 0 0 1,960.9249
K_12 Alpha‐enolase ENOA_HUMAN 47,170 7 9 15 19.60% SGKYDLDFKSPDDPSR 254 269 32.6 25.8 32.6 1 0 0 1,826.8558
K_12 Alpha‐enolase ENOA_HUMAN 47,170 7 9 15 19.60% YDLDFKSPDDPSR 257 269 37.4 25.0 36.3 2 2 0 1,554.7073
K_12 Alpha‐enolase ENOA_HUMAN 47,170 7 9 15 19.60% YISPDQLADLYK 270 281 71.1 27.8 61.8 2 0 0 1,425.7262
K_12 Alpha‐enolase ENOA_HUMAN 47,170 7 9 15 19.60% VNQIGSVTESLQACK 344 358 111.0 27.8 0.0 2 0 0 1,633.8215
K_13 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 48.5 28.3 18.8 2 0 0 1,406.7163
K_13 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 80.6 27.7 0.0 2 0 0 1,633.8215
K_22 Alpha‐enolase ENOA_HUMAN 47,170 2 2 2 6.45% GNPTVEVDLFTSK 16 28 27.1 27.8 8.1 1 0 0 1,406.7163
K_22 Alpha‐enolase ENOA_HUMAN 47,170 2 2 2 6.45% VNQIGSVTESLQACK 344 358 25.0 28.0 0.0 1 0 0 1,633.8215
K_23 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 36.4 28.4 14.6 2 0 0 1,406.7163
K_23 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 46.3 27.8 0.0 2 0 0 1,633.8215
L_02 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 11.50% GNPTVEVDLFTSK 16 28 75.3 27.7 30.5 2 0 0 1,406.7163
L_02 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 11.50% SCNCLLLK 336 343 27.8 26.9 18.2 2 0 0 1,007.5014
L_02 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 11.50% VNQIGSVTESLQACK 344 358 93.9 27.7 0.0 2 0 0 1,633.8215
L_02 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 11.50% LAQANGWGVMVSHR 359 372 30.0 27.7 11.9 0 1 0 1,541.7642
L_05 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% GNPTVEVDLFTSK 16 28 49.9 28.3 15.9 1 0 0 1,406.7163
L_05 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% VNQIGSVTESLQACK 344 358 74.6 27.9 0.0 2 0 0 1,633.8215
L_06 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 51.9 27.9 28.3 2 0 0 1,406.7163
L_06 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 100.0 27.8 0.0 2 0 0 1,633.8215
L_07 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.20% FGANAILGVSLAVCK 106 120 80.8 27.2 71.3 2 0 0 1,519.8302
L_07 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.20% IGAEVYHNLK 184 193 56.0 28.5 46.3 2 0 0 1,143.6157
L_07 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.20% DATNVGDEGGFAPNILENK 203 221 38.9 26.2 32.7 1 0 0 1,960.9249
L_07 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.20% YISPDQLADLYK 270 281 62.4 27.6 52.5 2 0 0 1,425.7262
L_07 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.20% SCNCLLLK 336 343 25.7 25.9 15.5 1 0 0 1,007.5014
L_07 Alpha‐enolase ENOA_HUMAN 47,170 6 6 10 18.20% VNQIGSVTESLQACK 344 358 94.2 27.8 0.0 2 0 0 1,633.8215
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% GNPTVEVDLFTSK 16 28 86.8 27.9 35.5 2 0 0 1,406.7163
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% AAVPSGASTGIYEALELR 33 50 69.2 27.8 63.7 2 0 0 1,804.9440
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% IDKLMIEMDGTENK 90 103 42.6 25.9 41.4 2 0 0 1,668.7823
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% LMIEMDGTENK 93 103 39.0 25.1 26.9 1 0 0 1,280.5863
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% FGANAILGVSLAVCK 106 120 86.6 26.6 74.5 2 0 0 1,519.8302
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% IGAEVYHNLK 184 193 58.2 28.5 47.6 2 0 0 1,143.6157
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% DATNVGDEGGFAPNILENK 203 221 76.4 26.4 66.5 1 0 0 1,960.9249
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% VVIGMDVAASEFFR 240 253 77.8 28.0 75.9 2 0 0 1,556.7778
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% SGKYDLDFK 254 262 38.7 25.9 26.7 1 0 0 1,072.5311
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% SGKYDLDFKSPDDPSR 254 269 54.0 25.8 51.1 2 0 0 1,826.8558
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% YDLDFKSPDDPSR 257 269 44.8 25.0 39.2 2 2 0 1,554.7073
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% YISPDQLADLYK 270 281 72.5 27.5 60.0 2 0 0 1,425.7262
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% FTASAGIQVVGDDLTVTNPK 307 326 91.0 27.7 87.0 2 0 0 2,033.0552
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% SCNCLLLK 336 343 29.3 26.9 10.8 2 0 0 1,007.5014
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% VNQIGSVTESLQACK 344 358 108.0 27.9 0.0 2 0 0 1,633.8215
L_08 Alpha‐enolase ENOA_HUMAN 47,170 16 18 33 43.30% LAQANGWGVMVSHR 359 372 84.4 28.1 57.4 2 2 0 1,541.7642
L_09 Alpha‐enolase ENOA_HUMAN 47,170 8 10 16 25.10% AAVPSGASTGIYEALELR 33 50 88.2 27.8 85.8 2 0 0 1,804.9440
L_09 Alpha‐enolase ENOA_HUMAN 47,170 8 10 16 25.10% FGANAILGVSLAVCK 106 120 107.0 27.2 95.5 2 0 0 1,519.8302
L_09 Alpha‐enolase ENOA_HUMAN 47,170 8 10 16 25.10% DATNVGDEGGFAPNILENK 203 221 63.7 26.2 63.7 1 0 0 1,960.9249
L_09 Alpha‐enolase ENOA_HUMAN 47,170 8 10 16 25.10% FTASAGIQVVGDDLTVTNPK 307 326 54.0 27.8 41.2 1 2 0 2,033.0552
L_09 Alpha‐enolase ENOA_HUMAN 47,170 8 10 16 25.10% FTASAGIQVVGDDLTVTNPKR 307 327 62.5 27.3 52.7 0 2 0 2,189.1563
L_09 Alpha‐enolase ENOA_HUMAN 47,170 8 10 16 25.10% SCNCLLLK 336 343 32.9 26.0 11.9 2 0 0 1,007.5014
L_09 Alpha‐enolase ENOA_HUMAN 47,170 8 10 16 25.10% LAQANGWGVMVSHR 359 372 68.3 27.7 46.8 2 0 0 1,541.7642
L_09 Alpha‐enolase ENOA_HUMAN 47,170 8 10 16 25.10% YNQLLRIEEELGSK 407 420 34.7 28.0 0.0 1 1 0 1,691.8964
L_10 Alpha‐enolase ENOA_HUMAN 47,170 7 7 13 21.40% GNPTVEVDLFTSK 16 28 86.7 27.8 30.7 2 0 0 1,406.7163
L_10 Alpha‐enolase ENOA_HUMAN 47,170 7 7 13 21.40% IDKLMIEMDGTENK 90 103 29.7 25.9 29.7 0 2 0 1,668.7823
L_10 Alpha‐enolase ENOA_HUMAN 47,170 7 7 13 21.40% FGANAILGVSLAVCK 106 120 83.1 27.2 74.9 2 0 0 1,519.8302
L_10 Alpha‐enolase ENOA_HUMAN 47,170 7 7 13 21.40% SGKYDLDFKSPDDPSR 254 269 36.6 25.7 32.7 0 1 0 1,826.8558
L_10 Alpha‐enolase ENOA_HUMAN 47,170 7 7 13 21.40% YISPDQLADLYK 270 281 54.0 27.6 34.5 2 0 0 1,425.7262
L_10 Alpha‐enolase ENOA_HUMAN 47,170 7 7 13 21.40% SCNCLLLK 336 343 36.5 26.9 13.7 2 0 0 1,007.5014
L_10 Alpha‐enolase ENOA_HUMAN 47,170 7 7 13 21.40% VNQIGSVTESLQACK 344 358 107.0 27.8 0.0 2 0 0 1,633.8215
L_11 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 22.40% GNPTVEVDLFTSK 16 28 73.5 27.8 31.5 2 0 0 1,406.7163
L_11 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 22.40% AAVPSGASTGIYEALELR 33 50 84.7 27.8 75.7 1 0 0 1,804.9440
L_11 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 22.40% IDKLMIEMDGTENK 90 103 18.4 25.9 11.9 0 2 0 1,668.7823
L_11 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 22.40% FGANAILGVSLAVCK 106 120 87.8 27.0 79.8 2 0 0 1,519.8302
L_11 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 22.40% SCNCLLLK 336 343 38.2 26.0 14.6 2 0 0 1,007.5014
L_11 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 22.40% VNQIGSVTESLQACK 344 358 122.0 27.9 0.0 2 0 0 1,633.8215
L_11 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 22.40% LAQANGWGVMVSHR 359 372 53.4 27.8 33.2 1 1 0 1,541.7642
L_12 Alpha‐enolase ENOA_HUMAN 47,170 4 4 6 12.20% GNPTVEVDLFTSK 16 28 60.4 28.3 22.4 2 0 0 1,406.7163
L_12 Alpha‐enolase ENOA_HUMAN 47,170 4 4 6 12.20% FGANAILGVSLAVCK 106 120 29.4 26.5 29.4 1 0 0 1,519.8302
L_12 Alpha‐enolase ENOA_HUMAN 47,170 4 4 6 12.20% IGAEVYHNLK 184 193 32.8 28.3 24.0 1 0 0 1,143.6157



L_12 Alpha‐enolase ENOA_HUMAN 47,170 4 4 6 12.20% VNQIGSVTESLQACK 344 358 73.4 27.8 0.0 2 0 0 1,633.8215
L_13 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 21.90% GNPTVEVDLFTSK 16 28 89.3 27.9 34.8 2 0 0 1,406.7163
L_13 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 21.90% AAVPSGASTGIYEALELR 33 50 89.3 27.8 84.4 2 0 0 1,804.9440
L_13 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 21.90% IDKLMIEMDGTENK 90 103 29.7 25.9 21.7 0 2 0 1,668.7823
L_13 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 21.90% LMIEMDGTENK 93 103 31.3 25.0 25.8 1 0 0 1,312.5762
L_13 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 21.90% FGANAILGVSLAVCK 106 120 84.6 27.2 76.9 2 0 0 1,519.8302
L_13 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 21.90% YISPDQLADLYK 270 281 56.5 27.6 45.8 2 0 0 1,425.7262
L_13 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 21.90% SCNCLLLK 336 343 40.4 25.9 26.0 2 0 0 1,007.5014
L_13 Alpha‐enolase ENOA_HUMAN 47,170 8 8 15 21.90% VNQIGSVTESLQACK 344 358 104.0 27.8 0.0 2 0 0 1,633.8215
L_14 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 11.10% GNPTVEVDLFTSK 16 28 64.0 27.9 26.9 2 0 0 1,406.7163
L_14 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 11.10% YISPDQLADLYK 270 281 37.0 27.6 27.9 1 0 0 1,425.7262
L_14 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 11.10% SCNCLLLK 336 343 36.5 26.0 18.8 2 0 0 1,007.5014
L_14 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 11.10% VNQIGSVTESLQACK 344 358 114.0 27.8 0.0 2 0 0 1,633.8215
L_15 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 8.29% GNPTVEVDLFTSK 16 28 72.3 27.6 29.7 2 0 0 1,406.7163
L_15 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 8.29% SCNCLLLK 336 343 42.9 25.9 25.3 1 0 0 1,007.5014
L_15 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 8.29% VNQIGSVTESLQACK 344 358 110.0 27.8 0.0 2 0 0 1,633.8215
L_16 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 20.00% GNPTVEVDLFTSK 16 28 75.3 27.7 33.0 2 0 0 1,406.7163
L_16 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 20.00% AAVPSGASTGIYEALELR 33 50 112.0 27.7 104.0 1 0 0 1,804.9440
L_16 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 20.00% YISPDQLADLYK 270 281 68.3 27.6 58.3 2 0 0 1,425.7262
L_16 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 20.00% FTASAGIQVVGDDLTVTNPK 307 326 85.1 27.8 83.3 2 1 0 2,033.0552
L_16 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 20.00% FTASAGIQVVGDDLTVTNPKR 307 327 62.8 27.2 60.6 0 2 0 2,189.1563
L_16 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 20.00% SCNCLLLK 336 343 25.1 26.0 8.2 1 0 0 1,007.5014
L_16 Alpha‐enolase ENOA_HUMAN 47,170 7 8 13 20.00% VNQIGSVTESLQACK 344 358 114.0 27.9 0.0 2 0 0 1,633.8215
M_02 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 5.30% SCNCLLLK 336 343 27.0 26.0 17.4 1 0 0 1,007.5014
M_02 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 5.30% VNQIGSVTESLQACK 344 358 106.0 27.9 0.0 2 0 0 1,633.8215
M_06 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 5.76% IGAEVYHNLK 184 193 26.8 28.2 21.1 1 0 0 1,143.6157
M_06 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 5.76% VNQIGSVTESLQACK 344 358 107.0 27.9 0.0 2 0 0 1,633.8215
M_07 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 13.40% GNPTVEVDLFTSK 16 28 65.9 28.4 28.1 2 0 0 1,406.7163
M_07 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 13.40% IGAEVYHNLK 184 193 46.6 28.2 35.2 1 0 0 1,143.6157
M_07 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 13.40% YISPDQLADLYK 270 281 59.1 27.7 42.2 2 0 0 1,425.7262
M_07 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 13.40% SCNCLLLK 336 343 40.0 26.9 23.1 2 0 0 1,007.5014
M_07 Alpha‐enolase ENOA_HUMAN 47,170 5 5 9 13.40% VNQIGSVTESLQACK 344 358 93.2 27.9 0.0 2 0 0 1,633.8215
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% GNPTVEVDLFTSK 16 28 83.1 27.8 31.0 2 0 0 1,406.7163
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% AAVPSGASTGIYEALELR 33 50 118.0 27.9 111.0 2 2 0 1,804.9440
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% IDKLMIEMDGTENK 90 103 38.6 25.9 31.4 2 0 0 1,668.7823
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% LMIEMDGTENK 93 103 31.5 25.0 23.9 1 0 0 1,312.5762
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% FGANAILGVSLAVCK 106 120 101.0 27.2 95.2 2 2 0 1,519.8302
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% IGAEVYHNLK 184 193 57.7 28.2 44.6 2 0 0 1,143.6157
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% IGAEVYHNLKNVIK 184 197 17.3 25.7 9.4 0 1 0 1,597.9061
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% YGKDATNVGDEGGFAPNILENK 200 221 33.9 26.6 30.8 0 2 0 2,309.1047
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% DATNVGDEGGFAPNILENK 203 221 98.1 26.4 90.1 1 0 0 1,960.9249
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% VVIGMDVAASEFFR 240 253 89.6 27.5 88.9 2 1 0 1,556.7778
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% SGKYDLDFK 254 262 29.4 25.9 12.3 1 0 0 1,072.5311
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% SGKYDLDFKSPDDPSR 254 269 41.1 25.7 33.1 1 0 0 1,826.8558
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% YDLDFKSPDDPSR 257 269 29.5 25.0 27.5 2 0 0 1,554.7073
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% YISPDQLADLYK 270 281 68.4 27.7 56.7 1 0 0 1,425.7262
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% FTASAGIQVVGDDLTVTNPK 307 326 88.5 27.7 79.2 2 2 0 2,033.0552
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% FTASAGIQVVGDDLTVTNPKR 307 327 101.0 27.3 99.6 2 0 0 2,189.1563
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% SCNCLLLK 336 343 32.1 26.9 14.3 2 0 0 1,007.5014
M_08 Alpha‐enolase ENOA_HUMAN 47,170 18 22 37 41.90% VNQIGSVTESLQACK 344 358 115.0 27.9 0.0 2 0 0 1,633.8215
M_09 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 12.00% SKFGANAILGVSLAVCK 104 120 50.1 25.9 50.1 0 2 0 1,734.9572
M_09 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 12.00% FGANAILGVSLAVCK 106 120 81.8 27.2 72.6 2 0 0 1,519.8302
M_09 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 12.00% FTASAGIQVVGDDLTVTNPK 307 326 45.5 27.7 43.2 2 0 0 2,033.0552
M_09 Alpha‐enolase ENOA_HUMAN 47,170 4 4 8 12.00% VNQIGSVTESLQACK 344 358 34.9 27.8 0.0 2 0 0 1,633.8215
M_10 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 61.6 27.8 24.5 2 0 0 1,406.7163
M_10 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 88.6 27.6 0.0 2 0 0 1,633.8215
M_11 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 62.8 27.7 28.8 2 0 0 1,406.7163
M_11 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 97.7 27.8 0.0 2 0 0 1,633.8215
M_12 Alpha‐enolase ENOA_HUMAN 47,170 3 3 6 8.76% GNPTVEVDLFTSK 16 28 67.5 27.8 28.4 2 0 0 1,406.7163
M_12 Alpha‐enolase ENOA_HUMAN 47,170 3 3 6 8.76% IGAEVYHNLK 184 193 38.4 28.2 28.1 2 0 0 1,143.6157
M_12 Alpha‐enolase ENOA_HUMAN 47,170 3 3 6 8.76% VNQIGSVTESLQACK 344 358 96.3 27.6 0.0 2 0 0 1,633.8215
M_13 Alpha‐enolase ENOA_HUMAN 47,170 6 6 12 20.00% GNPTVEVDLFTSK 16 28 76.2 27.8 31.0 2 0 0 1,406.7163
M_13 Alpha‐enolase ENOA_HUMAN 47,170 6 6 12 20.00% IDKLMIEMDGTENK 90 103 35.7 25.8 17.0 0 2 0 1,668.7823
M_13 Alpha‐enolase ENOA_HUMAN 47,170 6 6 12 20.00% DATNVGDEGGFAPNILENK 203 221 63.1 26.2 53.9 2 0 0 1,960.9249
M_13 Alpha‐enolase ENOA_HUMAN 47,170 6 6 12 20.00% YISPDQLADLYK 270 281 45.8 27.7 36.9 2 0 0 1,425.7262
M_13 Alpha‐enolase ENOA_HUMAN 47,170 6 6 12 20.00% VNQIGSVTESLQACK 344 358 114.0 27.9 0.0 2 0 0 1,633.8215
M_13 Alpha‐enolase ENOA_HUMAN 47,170 6 6 12 20.00% LAQANGWGVMVSHR 359 372 31.7 27.4 19.5 0 2 0 1,541.7642
M_14 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 9.68% GNPTVEVDLFTSK 16 28 84.6 27.8 32.0 2 0 0 1,406.7163
M_14 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 9.68% IDKLMIEMDGTENK 90 103 18.4 25.9 18.4 0 1 0 1,668.7823
M_14 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 9.68% VNQIGSVTESLQACK 344 358 100.0 27.8 0.0 2 0 0 1,633.8215
M_15 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 5.30% SCNCLLLK 336 343 25.1 26.4 14.9 2 0 0 1,007.5014
M_15 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 5.30% VNQIGSVTESLQACK 344 358 96.4 27.9 0.0 1 0 0 1,633.8215
M_16 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 73.9 27.8 30.0 2 0 0 1,406.7163
M_16 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 92.1 27.8 0.0 2 0 0 1,633.8215
N_08 Alpha‐enolase ENOA_HUMAN 47,170 2 2 7 4.38% LMIEMDGTENK 93 103 35.7 25.0 11.0 3 0 0 1,312.5762
N_08 Alpha‐enolase ENOA_HUMAN 47,170 2 2 7 4.38% SCNCLLLK 336 343 31.2 25.7 12.2 4 0 0 1,007.5014
N_13 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 10.60% GNPTVEVDLFTSK 16 28 56.0 27.9 17.2 2 0 0 1,406.7163
N_13 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 10.60% IGAEVYHNLK 184 193 40.4 28.4 29.5 2 0 0 1,143.6157
N_13 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 10.60% SCNCLLLK 336 343 40.4 27.6 29.8 1 0 0 1,007.5014
N_13 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 10.60% VNQIGSVTESLQACK 344 358 70.3 27.9 0.0 2 0 0 1,633.8215
O_07 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 9.22% GNPTVEVDLFTSK 16 28 36.7 27.7 10.2 2 0 0 1,406.7163
O_07 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 9.22% YISPDQLADLYK 270 281 36.6 27.6 25.6 1 0 0 1,425.7262
O_07 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 9.22% VNQIGSVTESLQACK 344 358 44.9 27.8 0.0 2 0 0 1,633.8215
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% GNPTVEVDLFTSK 16 28 95.7 27.8 34.8 2 0 0 1,406.7163
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% AAVPSGASTGIYEALELR 33 50 109.0 27.9 102.0 2 2 0 1,804.9440
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% AAVPSGASTGIYEALELRDNDK 33 54 19.0 27.6 17.0 0 2 0 2,277.1359
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% IDKLMIEMDGTENK 90 103 35.7 26.2 34.6 0 3 0 1,668.7823
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% LMIEMDGTENK 93 103 30.1 25.0 12.7 3 0 0 1,312.5762
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% FGANAILGVSLAVCK 106 120 87.3 27.4 80.2 2 0 0 1,519.8302
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% IGAEVYHNLK 184 193 49.0 28.3 40.2 2 0 0 1,143.6157
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% YGKDATNVGDEGGFAPNILENK 200 221 33.5 26.8 31.2 0 1 0 2,309.1047
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% DATNVGDEGGFAPNILENK 203 221 86.1 26.3 77.2 2 0 0 1,960.9249
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% VVIGMDVAASEFFR 240 253 95.1 27.6 92.6 2 0 0 1,556.7778
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% YISPDQLADLYK 270 281 73.1 27.6 64.2 2 0 0 1,425.7262
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% FTASAGIQVVGDDLTVTNPK 307 326 90.9 27.7 88.3 2 2 0 2,033.0552
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% FTASAGIQVVGDDLTVTNPKR 307 327 67.5 27.1 63.1 0 2 0 2,189.1563
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% SCNCLLLK 336 343 34.0 26.0 18.5 1 0 0 1,007.5014
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% VNQIGSVTESLQACK 344 358 114.0 28.0 0.0 2 1 0 1,633.8215
O_08 Alpha‐enolase ENOA_HUMAN 47,170 16 19 37 41.50% LAQANGWGVMVSHR 359 372 59.6 27.9 39.1 2 0 0 1,541.7642
O_09 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.91% FGANAILGVSLAVCK 106 120 65.5 26.5 61.1 2 0 0 1,519.8302
O_09 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.91% VNQIGSVTESLQACK 344 358 67.9 28.1 0.0 1 0 0 1,633.8215
P_07 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% GNPTVEVDLFTSK 16 28 41.9 28.2 12.2 1 0 0 1,406.7163
P_07 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% VNQIGSVTESLQACK 344 358 70.9 28.1 0.0 2 0 0 1,633.8215
P_08 Alpha‐enolase ENOA_HUMAN 47,170 12 17 30 35.70% GNPTVEVDLFTSK 16 28 78.8 27.9 33.6 2 0 0 1,406.7163
P_08 Alpha‐enolase ENOA_HUMAN 47,170 12 17 30 35.70% AAVPSGASTGIYEALELR 33 50 107.0 27.6 105.0 2 0 0 1,804.9440
P_08 Alpha‐enolase ENOA_HUMAN 47,170 12 17 30 35.70% IDKLMIEMDGTENK 90 103 38.9 26.1 34.1 1 2 0 1,668.7823
P_08 Alpha‐enolase ENOA_HUMAN 47,170 12 17 30 35.70% LMIEMDGTENK 93 103 31.5 25.0 22.9 3 0 0 1,280.5863
P_08 Alpha‐enolase ENOA_HUMAN 47,170 12 17 30 35.70% FGANAILGVSLAVCK 106 120 108.0 26.6 101.0 2 0 0 1,519.8302
P_08 Alpha‐enolase ENOA_HUMAN 47,170 12 17 30 35.70% DATNVGDEGGFAPNILENK 203 221 44.4 26.4 38.1 0 1 0 1,960.9249
P_08 Alpha‐enolase ENOA_HUMAN 47,170 12 17 30 35.70% VVIGMDVAASEFFR 240 253 86.4 27.7 84.5 2 0 0 1,556.7778
P_08 Alpha‐enolase ENOA_HUMAN 47,170 12 17 30 35.70% YISPDQLADLYK 270 281 69.3 27.5 58.0 2 0 0 1,425.7262
P_08 Alpha‐enolase ENOA_HUMAN 47,170 12 17 30 35.70% FTASAGIQVVGDDLTVTNPK 307 326 86.4 27.7 86.4 2 2 0 2,033.0552



P_08 Alpha‐enolase ENOA_HUMAN 47,170 12 17 30 35.70% FTASAGIQVVGDDLTVTNPKR 307 327 80.1 26.7 73.8 2 2 0 2,189.1563
P_08 Alpha‐enolase ENOA_HUMAN 47,170 12 17 30 35.70% VNQIGSVTESLQACK 344 358 114.0 28.1 0.0 2 0 0 1,633.8215
P_08 Alpha‐enolase ENOA_HUMAN 47,170 12 17 30 35.70% LAQANGWGVMVSHR 359 372 75.5 27.9 50.7 2 1 0 1,541.7642
P_09 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% GNPTVEVDLFTSK 16 28 68.5 27.6 29.7 2 0 0 1,406.7163
P_09 Alpha‐enolase ENOA_HUMAN 47,170 2 2 3 6.45% VNQIGSVTESLQACK 344 358 77.3 27.7 0.0 1 0 0 1,633.8215
P_12 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 10.60% GNPTVEVDLFTSK 16 28 64.8 27.6 23.6 2 0 0 1,406.7163
P_12 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 10.60% IGAEVYHNLK 184 193 43.5 28.3 32.5 2 0 0 1,143.6157
P_12 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 10.60% SCNCLLLK 336 343 35.5 27.6 24.0 2 0 0 1,007.5014
P_12 Alpha‐enolase ENOA_HUMAN 47,170 4 4 7 10.60% VNQIGSVTESLQACK 344 358 84.3 27.8 0.0 1 0 0 1,633.8215
P_13 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 81.7 27.5 31.3 2 0 0 1,406.7163
P_13 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 110.0 28.1 0.0 2 0 0 1,633.8215
Q_07 Alpha‐enolase ENOA_HUMAN 47,170 6 6 11 14.30% GNPTVEVDLFTSK 16 28 69.5 27.6 37.6 2 0 0 1,406.7163
Q_07 Alpha‐enolase ENOA_HUMAN 47,170 6 6 11 14.30% IDKLMIEMDGTENK 90 103 22.2 25.9 20.1 0 2 0 1,668.7823
Q_07 Alpha‐enolase ENOA_HUMAN 47,170 6 6 11 14.30% LMIEMDGTENK 93 103 22.4 25.0 15.4 1 0 0 1,312.5762
Q_07 Alpha‐enolase ENOA_HUMAN 47,170 6 6 11 14.30% YISPDQLADLYK 270 281 65.2 27.6 56.4 2 0 0 1,425.7262
Q_07 Alpha‐enolase ENOA_HUMAN 47,170 6 6 11 14.30% SCNCLLLK 336 343 28.2 25.7 15.5 2 0 0 1,007.5014
Q_07 Alpha‐enolase ENOA_HUMAN 47,170 6 6 11 14.30% VNQIGSVTESLQACK 344 358 103.0 27.8 0.0 2 0 0 1,633.8215
Q_08 Alpha‐enolase ENOA_HUMAN 47,170 9 10 21 27.40% GNPTVEVDLFTSK 16 28 87.0 27.9 32.3 2 0 0 1,406.7163
Q_08 Alpha‐enolase ENOA_HUMAN 47,170 9 10 21 27.40% LNVTEQEKIDK 82 92 33.8 28.5 20.3 2 0 0 1,316.7058
Q_08 Alpha‐enolase ENOA_HUMAN 47,170 9 10 21 27.40% LMIEMDGTENK 93 103 24.6 25.0 19.0 2 0 0 1,312.5762
Q_08 Alpha‐enolase ENOA_HUMAN 47,170 9 10 21 27.40% FGANAILGVSLAVCK 106 120 112.0 26.5 106.0 2 0 0 1,519.8302
Q_08 Alpha‐enolase ENOA_HUMAN 47,170 9 10 21 27.40% VVIGMDVAASEFFR 240 253 73.6 27.6 69.4 2 0 0 1,556.7778
Q_08 Alpha‐enolase ENOA_HUMAN 47,170 9 10 21 27.40% YISPDQLADLYK 270 281 68.2 27.6 53.2 2 0 0 1,425.7262
Q_08 Alpha‐enolase ENOA_HUMAN 47,170 9 10 21 27.40% FTASAGIQVVGDDLTVTNPK 307 326 96.5 27.7 88.7 2 2 0 2,033.0552
Q_08 Alpha‐enolase ENOA_HUMAN 47,170 9 10 21 27.40% SCNCLLLK 336 343 40.2 25.9 32.0 2 0 0 1,007.5014
Q_08 Alpha‐enolase ENOA_HUMAN 47,170 9 10 21 27.40% VNQIGSVTESLQACK 344 358 108.0 27.8 0.0 3 0 0 1,633.8215
Q_09 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 65.0 28.2 25.9 2 0 0 1,406.7163
Q_09 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 95.5 27.9 0.0 2 0 0 1,633.8215
Q_10 Alpha‐enolase ENOA_HUMAN 47,170 3 3 4 8.76% GNPTVEVDLFTSK 16 28 44.4 27.8 15.4 1 0 0 1,406.7163
Q_10 Alpha‐enolase ENOA_HUMAN 47,170 3 3 4 8.76% IGAEVYHNLK 184 193 23.1 28.3 9.5 1 0 0 1,143.6157
Q_10 Alpha‐enolase ENOA_HUMAN 47,170 3 3 4 8.76% VNQIGSVTESLQACK 344 358 100.0 28.0 0.0 2 0 0 1,633.8215
Q_11 Alpha‐enolase ENOA_HUMAN 47,170 3 3 4 8.29% GNPTVEVDLFTSK 16 28 54.5 27.9 20.9 1 0 0 1,406.7163
Q_11 Alpha‐enolase ENOA_HUMAN 47,170 3 3 4 8.29% SCNCLLLK 336 343 27.1 27.7 16.5 1 0 0 1,007.5014
Q_11 Alpha‐enolase ENOA_HUMAN 47,170 3 3 4 8.29% VNQIGSVTESLQACK 344 358 96.2 27.9 0.0 2 0 0 1,633.8215
Q_12 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.80% GNPTVEVDLFTSK 16 28 77.4 28.2 29.1 2 0 0 1,406.7163
Q_12 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.80% DATNVGDEGGFAPNILENK 203 221 36.8 26.6 34.6 1 0 0 1,960.9249
Q_12 Alpha‐enolase ENOA_HUMAN 47,170 3 3 5 10.80% VNQIGSVTESLQACK 344 358 86.7 28.1 0.0 2 0 0 1,633.8215
Q_13 Alpha‐enolase ENOA_HUMAN 47,170 5 5 8 13.40% GNPTVEVDLFTSK 16 28 88.7 28.3 30.4 2 0 0 1,406.7163
Q_13 Alpha‐enolase ENOA_HUMAN 47,170 5 5 8 13.40% IGAEVYHNLK 184 193 29.8 28.3 21.1 1 0 0 1,143.6157
Q_13 Alpha‐enolase ENOA_HUMAN 47,170 5 5 8 13.40% YISPDQLADLYK 270 281 28.8 27.3 22.5 1 0 0 1,425.7262
Q_13 Alpha‐enolase ENOA_HUMAN 47,170 5 5 8 13.40% SCNCLLLK 336 343 32.0 27.7 18.3 2 0 0 1,007.5014
Q_13 Alpha‐enolase ENOA_HUMAN 47,170 5 5 8 13.40% VNQIGSVTESLQACK 344 358 104.0 28.1 0.0 2 0 0 1,633.8215
Q_14 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 63.7 28.3 29.9 2 0 0 1,406.7163
Q_14 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 107.0 28.1 0.0 2 0 0 1,633.8215
Q_15 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% GNPTVEVDLFTSK 16 28 50.6 27.9 22.6 2 0 0 1,406.7163
Q_15 Alpha‐enolase ENOA_HUMAN 47,170 2 2 4 6.45% VNQIGSVTESLQACK 344 358 90.4 28.1 0.0 2 0 0 1,633.8215
Q_16 Alpha‐enolase ENOA_HUMAN 47,170 3 3 4 10.60% GNPTVEVDLFTSK 16 28 76.3 27.8 33.4 2 0 0 1,406.7163
Q_16 Alpha‐enolase ENOA_HUMAN 47,170 3 3 4 10.60% AAVPSGASTGIYEALELR 33 50 45.5 27.6 35.6 1 0 0 1,804.9440
Q_16 Alpha‐enolase ENOA_HUMAN 47,170 3 3 4 10.60% VNQIGSVTESLQACK 344 358 87.9 27.8 0.0 1 0 0 1,633.8215
A_04 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.37% SGYLLPDTK 725 733 27.5 26.7 27.5 1 0 0 993.5253
A_04 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.37% LSLNIDPDAK 745 754 50.5 26.3 39.9 2 0 0 1,085.5839
A_14 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.24% ELISNASDALDK 103 114 40.4 27.6 28.6 2 0 0 1,275.6428
A_14 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.24% GVVDSDDLPLNVSR 435 448 44.3 27.7 25.1 2 0 0 1,485.7545
A_17 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.24% ELISNASDALDK 103 114 41.1 27.4 35.0 2 0 0 1,275.6428
A_17 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.24% GVVDSDDLPLNVSR 435 448 75.1 27.6 66.2 2 0 0 1,485.7545
A_18 Endoplasmin ENPL_HUMAN 92,472 3 3 4 5.11% NLLHVTDTGVGMTR 143 156 48.4 27.7 45.2 0 1 0 1,529.7743
A_18 Endoplasmin ENPL_HUMAN 92,472 3 3 4 5.11% EEASDYLELDTIK 253 265 57.0 26.3 46.8 1 0 0 1,525.7270
A_18 Endoplasmin ENPL_HUMAN 92,472 3 3 4 5.11% GVVDSDDLPLNVSR 435 448 77.6 27.7 64.6 2 0 0 1,485.7545
A_19 Endoplasmin ENPL_HUMAN 92,472 4 4 7 5.11% ELISNASDALDK 103 114 76.8 27.1 69.0 2 0 0 1,275.6428
A_19 Endoplasmin ENPL_HUMAN 92,472 4 4 7 5.11% ELISNASDALDKIR 103 116 23.9 28.1 19.6 0 1 0 1,544.8280
A_19 Endoplasmin ENPL_HUMAN 92,472 4 4 7 5.11% EEASDYLELDTIK 253 265 64.1 26.6 60.8 2 0 0 1,525.7270
A_19 Endoplasmin ENPL_HUMAN 92,472 4 4 7 5.11% GVVDSDDLPLNVSR 435 448 73.1 27.6 61.0 2 0 0 1,485.7545
A_20 Endoplasmin ENPL_HUMAN 92,472 4 5 8 4.11% ELISNASDALDK 103 114 28.9 27.6 21.2 1 0 0 1,275.6428
A_20 Endoplasmin ENPL_HUMAN 92,472 4 5 8 4.11% ELISNASDALDKIR 103 116 82.3 27.8 64.2 2 1 0 1,544.8280
A_20 Endoplasmin ENPL_HUMAN 92,472 4 5 8 4.11% SGYLLPDTK 725 733 29.2 27.1 28.5 2 0 0 993.5253
A_20 Endoplasmin ENPL_HUMAN 92,472 4 5 8 4.11% LSLNIDPDAK 745 754 43.3 26.3 34.0 2 0 0 1,085.5839
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% EEEAIQLDGLNASQIR 52 67 91.9 28.1 78.4 3 0 0 1,785.8979
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% FAFQAEVNR 76 84 48.1 27.0 32.0 2 0 0 1,081.5424
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% LIINSLYK 88 95 27.6 25.0 17.4 1 0 0 963.5874
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% ELISNASDALDK 103 114 75.9 27.4 61.0 2 0 0 1,275.6428
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% ELISNASDALDKIR 103 116 75.7 27.8 52.8 1 1 0 1,544.8280
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% NLLHVTDTGVGMTR 143 156 81.6 27.6 81.6 4 2 0 1,529.7743
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% NLLHVTDTGVGMTREELVK 143 161 17.6 27.0 17.6 0 1 0 2,128.1070
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% SGTSEFLNK 169 177 30.3 26.0 16.3 2 0 0 982.4840
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% GTTITLVLK 244 252 48.7 25.0 28.6 2 0 0 945.5981
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% EEASDYLELDTIK 253 265 86.9 26.7 82.1 2 0 0 1,525.7270
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% TETVEEPMEEEEAAK 286 300 62.6 25.0 62.6 4 0 0 1,737.7373
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% TETVEEPMEEEEAAKEEK 286 303 57.3 25.0 57.3 2 2 0 2,123.9175
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% EEKEESDDEAAVEEEEEEK 301 319 67.4 25.0 67.4 0 2 0 2,252.9050
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% EEKEESDDEAAVEEEEEEKKPK 301 322 49.7 25.0 49.7 0 2 0 2,606.1478
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% EESDDEAAVEEEEEEK 304 319 68.3 25.0 68.3 2 0 0 1,866.7248
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% GLFDEYGSK 396 404 31.7 25.0 23.3 1 0 0 1,015.4732
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% GLFDEYGSKK 396 405 38.0 25.6 36.1 2 0 0 1,143.5682
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% RVFITDDFHDMMPK 415 428 14.9 25.0 7.0 0 1 0 1,783.8145
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% VFITDDFHDMMPK 416 428 51.6 25.0 51.6 2 2 0 1,627.7134
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% GVVDSDDLPLNVSR 435 448 72.7 27.7 63.2 4 0 0 1,485.7545
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% IADDKYNDTFWK 475 486 49.7 25.4 45.5 2 0 0 1,515.7116
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% FQSSHHPTDITSLDQYVER 512 530 68.7 25.4 61.1 0 2 0 2,260.0630
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% IYFMAGSSR 538 546 43.5 25.0 31.1 2 0 0 1,047.4928
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% EAESSPFVER 548 557 42.5 25.1 34.7 2 0 0 1,150.5374
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% DISTNYYASQK 672 682 63.5 25.0 49.2 2 0 0 1,289.6008
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% DISTNYYASQKK 672 683 44.7 26.8 39.8 2 0 0 1,417.6958
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% SGYLLPDTK 725 733 35.7 26.9 28.6 3 0 0 993.5253
A_21 Endoplasmin ENPL_HUMAN 92,472 28 34 66 31.50% LSLNIDPDAK 745 754 64.3 26.3 53.1 2 0 0 1,085.5839
B_04 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.62% DISTNYYASQK 672 682 34.6 25.0 30.0 1 0 0 1,289.6008
B_04 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.62% LSLNIDPDAK 745 754 39.8 26.0 25.3 2 0 0 1,085.5839
B_14 Endoplasmin ENPL_HUMAN 92,472 2 2 3 3.24% ELISNASDALDK 103 114 38.8 27.6 31.3 2 0 0 1,275.6428
B_14 Endoplasmin ENPL_HUMAN 92,472 2 2 3 3.24% GVVDSDDLPLNVSR 435 448 64.3 27.6 54.0 1 0 0 1,485.7545
B_18 Endoplasmin ENPL_HUMAN 92,472 4 4 7 5.85% ELISNASDALDK 103 114 55.4 27.6 47.8 2 0 0 1,275.6428
B_18 Endoplasmin ENPL_HUMAN 92,472 4 4 7 5.85% SILFVPTSAPR 385 395 55.0 27.3 43.3 2 0 0 1,187.6783
B_18 Endoplasmin ENPL_HUMAN 92,472 4 4 7 5.85% GVVDSDDLPLNVSR 435 448 82.8 27.6 71.9 2 0 0 1,485.7545
B_18 Endoplasmin ENPL_HUMAN 92,472 4 4 7 5.85% LSLNIDPDAK 745 754 39.0 26.3 22.5 1 0 0 1,085.5839
B_19 Endoplasmin ENPL_HUMAN 92,472 10 10 17 15.30% EEEAIQLDGLNASQIR 52 67 77.1 28.1 69.0 2 0 0 1,785.8979
B_19 Endoplasmin ENPL_HUMAN 92,472 10 10 17 15.30% LIINSLYK 88 95 23.2 25.0 12.5 1 0 0 963.5874
B_19 Endoplasmin ENPL_HUMAN 92,472 10 10 17 15.30% NLLHVTDTGVGMTR 143 156 35.4 28.1 27.4 0 2 0 1,529.7743
B_19 Endoplasmin ENPL_HUMAN 92,472 10 10 17 15.30% EEASDYLELDTIK 253 265 62.3 26.7 56.2 2 0 0 1,525.7270
B_19 Endoplasmin ENPL_HUMAN 92,472 10 10 17 15.30% TETVEEPMEEEEAAK 286 300 40.7 25.0 40.7 2 0 0 1,737.7373
B_19 Endoplasmin ENPL_HUMAN 92,472 10 10 17 15.30% TETVEEPMEEEEAAKEEK 286 303 25.5 25.0 25.5 0 1 0 2,123.9175
B_19 Endoplasmin ENPL_HUMAN 92,472 10 10 17 15.30% EESDDEAAVEEEEEEKKPK 304 322 40.6 25.0 30.0 0 2 0 2,219.9676
B_19 Endoplasmin ENPL_HUMAN 92,472 10 10 17 15.30% SILFVPTSAPR 385 395 44.7 27.3 30.7 2 0 0 1,187.6783
B_19 Endoplasmin ENPL_HUMAN 92,472 10 10 17 15.30% GVVDSDDLPLNVSR 435 448 69.1 27.6 57.5 2 0 0 1,485.7545
B_19 Endoplasmin ENPL_HUMAN 92,472 10 10 17 15.30% LSLNIDPDAK 745 754 33.9 26.3 22.1 1 0 0 1,085.5839



B_20 Endoplasmin ENPL_HUMAN 92,472 5 6 10 6.97% FAFQAEVNR 76 84 40.3 27.0 29.5 1 0 0 1,081.5424
B_20 Endoplasmin ENPL_HUMAN 92,472 5 6 10 6.97% ELISNASDALDKIR 103 116 70.9 27.6 63.6 2 2 0 1,544.8280
B_20 Endoplasmin ENPL_HUMAN 92,472 5 6 10 6.97% GVVDSDDLPLNVSR 435 448 58.3 27.6 49.3 2 0 0 1,485.7545
B_20 Endoplasmin ENPL_HUMAN 92,472 5 6 10 6.97% SGYLLPDTK 725 733 36.6 26.3 33.4 2 0 0 993.5253
B_20 Endoplasmin ENPL_HUMAN 92,472 5 6 10 6.97% LSLNIDPDAK 745 754 42.6 26.3 35.2 1 0 0 1,085.5839
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% EEEAIQLDGLNASQIR 52 67 56.1 28.2 41.7 2 1 0 1,785.8979
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% FAFQAEVNR 76 84 25.6 26.8 15.3 1 0 0 1,081.5424
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% LIINSLYK 88 95 31.4 25.0 17.7 2 0 0 963.5874
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% ELISNASDALDK 103 114 83.7 27.6 74.5 2 0 0 1,275.6428
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% ELISNASDALDKIR 103 116 73.5 27.7 53.0 2 1 0 1,544.8280
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% NLLHVTDTGVGMTR 143 156 68.2 27.8 65.2 4 1 0 1,529.7743
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% SGTSEFLNK 169 177 24.2 25.8 17.8 1 0 0 982.4840
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% EEASDYLELDTIK 253 265 69.0 26.6 65.8 2 0 0 1,525.7270
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% TETVEEPMEEEEAAK 286 300 47.6 25.0 47.6 2 0 0 1,737.7373
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% TETVEEPMEEEEAAKEEK 286 303 30.0 25.0 24.6 2 1 0 2,123.9175
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% EEKEESDDEAAVEEEEEEK 301 319 49.6 25.0 44.4 0 1 0 2,252.9050
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% EEKEESDDEAAVEEEEEEKKPK 301 322 37.6 25.0 34.7 0 1 0 2,606.1478
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% EESDDEAAVEEEEEEK 304 319 116.0 25.0 116.0 2 0 0 1,866.7248
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% EESDDEAAVEEEEEEKKPK 304 322 31.7 25.0 26.5 1 0 0 2,219.9676
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% GLFDEYGSK 396 404 33.1 25.0 29.3 2 0 0 1,015.4732
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% VFITDDFHDMMPK 416 428 51.7 25.0 45.4 2 1 0 1,627.7134
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% GVVDSDDLPLNVSR 435 448 79.7 27.7 65.7 2 2 0 1,485.7545
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% IADDKYNDTFWK 475 486 56.2 25.8 48.8 2 0 0 1,515.7116
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% LGVIEDHSNR 494 503 25.8 26.8 20.1 1 0 0 1,139.5804
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% IYFMAGSSR 538 546 46.1 25.3 32.4 2 0 0 1,031.4978
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% EAESSPFVER 548 557 21.4 25.5 15.2 1 0 0 1,150.5374
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% DISTNYYASQK 672 682 56.3 25.0 50.9 2 0 0 1,289.6008
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% SGYLLPDTK 725 733 39.7 26.7 32.0 3 0 0 993.5253
B_21 Endoplasmin ENPL_HUMAN 92,472 24 32 50 28.30% LSLNIDPDAK 745 754 50.0 26.3 38.8 1 0 0 1,085.5839
B_22 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.74% EEASDYLELDTIK 253 265 64.7 26.6 58.1 2 0 0 1,525.7270
B_22 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.74% SGYLLPDTK 725 733 27.8 26.3 21.5 1 0 0 993.5253
C_03 Endoplasmin ENPL_HUMAN 92,472 3 3 5 3.74% LIINSLYK 88 95 22.5 25.0 11.5 2 0 0 963.5874
C_03 Endoplasmin ENPL_HUMAN 92,472 3 3 5 3.74% ELISNASDALDK 103 114 27.8 27.1 27.8 2 0 0 1,275.6428
C_03 Endoplasmin ENPL_HUMAN 92,472 3 3 5 3.74% LSLNIDPDAK 745 754 33.0 26.3 24.5 1 0 0 1,085.5839
C_04 Endoplasmin ENPL_HUMAN 92,472 4 4 6 4.86% LIINSLYK 88 95 20.5 25.0 8.1 1 0 0 963.5874
C_04 Endoplasmin ENPL_HUMAN 92,472 4 4 6 4.86% ELISNASDALDK 103 114 31.0 27.6 27.1 1 0 0 1,275.6428
C_04 Endoplasmin ENPL_HUMAN 92,472 4 4 6 4.86% SGYLLPDTK 725 733 36.6 27.1 23.7 2 0 0 993.5253
C_04 Endoplasmin ENPL_HUMAN 92,472 4 4 6 4.86% LSLNIDPDAK 745 754 50.9 26.3 35.4 2 0 0 1,085.5839
C_15 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.11% SILFVPTSAPR 385 395 37.4 27.3 26.5 2 0 0 1,187.6783
C_15 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.11% GVVDSDDLPLNVSR 435 448 66.5 27.6 57.1 2 0 0 1,485.7545
C_18 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.11% SILFVPTSAPR 385 395 47.4 26.8 35.8 2 0 0 1,187.6783
C_18 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.11% GVVDSDDLPLNVSR 435 448 63.6 27.6 55.2 2 0 0 1,485.7545
C_19 Endoplasmin ENPL_HUMAN 92,472 4 4 6 5.35% LIINSLYK 88 95 20.7 25.0 13.1 1 0 0 963.5874
C_19 Endoplasmin ENPL_HUMAN 92,472 4 4 6 5.35% SILFVPTSAPR 385 395 46.2 27.3 32.6 2 0 0 1,187.6783
C_19 Endoplasmin ENPL_HUMAN 92,472 4 4 6 5.35% GVVDSDDLPLNVSR 435 448 64.6 27.6 53.7 2 0 0 1,485.7545
C_19 Endoplasmin ENPL_HUMAN 92,472 4 4 6 5.35% EAESSPFVER 548 557 22.8 25.2 18.7 1 0 0 1,150.5374
C_20 Endoplasmin ENPL_HUMAN 92,472 5 6 10 6.48% LIINSLYK 88 95 23.7 25.0 16.6 1 0 0 963.5874
C_20 Endoplasmin ENPL_HUMAN 92,472 5 6 10 6.48% ELISNASDALDKIR 103 116 82.6 27.5 63.0 2 2 0 1,544.8280
C_20 Endoplasmin ENPL_HUMAN 92,472 5 6 10 6.48% SILFVPTSAPR 385 395 48.2 27.3 36.8 2 0 0 1,187.6783
C_20 Endoplasmin ENPL_HUMAN 92,472 5 6 10 6.48% SGYLLPDTK 725 733 31.1 27.1 25.5 1 0 0 993.5253
C_20 Endoplasmin ENPL_HUMAN 92,472 5 6 10 6.48% LSLNIDPDAK 745 754 39.4 26.0 33.4 2 0 0 1,085.5839
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% EEEAIQLDGLNASQIR 52 67 80.2 28.0 72.9 2 0 0 1,785.8979
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% SEKFAFQAEVNR 73 84 43.4 27.7 32.7 1 2 0 1,425.7120
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% FAFQAEVNR 76 84 54.0 27.0 39.5 2 0 0 1,081.5424
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% LIINSLYK 88 95 27.4 25.0 14.4 1 0 0 963.5874
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% ELISNASDALDK 103 114 72.9 27.1 64.7 2 0 0 1,275.6428
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% ELISNASDALDKIR 103 116 46.6 27.8 36.8 2 2 0 1,544.8280
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% NLLHVTDTGVGMTR 143 156 59.4 27.7 57.8 2 2 0 1,529.7743
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% NLLHVTDTGVGMTREELVK 143 161 48.5 27.1 43.4 0 1 0 2,128.1070
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% GTTITLVLK 244 252 39.2 25.0 28.7 1 0 0 945.5981
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% EEASDYLELDTIK 253 265 67.0 26.7 65.1 2 0 0 1,525.7270
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% TETVEEPMEEEEAAK 286 300 40.2 25.0 40.2 2 0 0 1,737.7373
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% TETVEEPMEEEEAAKEEK 286 303 54.8 25.0 53.3 2 1 0 2,123.9175
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% EEKEESDDEAAVEEEEEEK 301 319 27.9 25.0 22.8 0 1 0 2,252.9050
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% EEKEESDDEAAVEEEEEEKKPK 301 322 31.2 25.0 29.5 0 2 2 2,606.1478
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% EESDDEAAVEEEEEEK 304 319 99.9 25.0 99.9 2 0 0 1,866.7248
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% EESDDEAAVEEEEEEKKPK 304 322 42.0 25.0 35.3 1 0 0 2,219.9676
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% EVEEDEYKAFYK 349 360 52.2 25.0 42.9 2 0 0 1,549.7057
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% SILFVPTSAPR 385 395 47.5 26.8 31.5 2 0 0 1,187.6783
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% GLFDEYGSK 396 404 41.3 25.0 34.5 2 0 0 1,015.4732
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% GLFDEYGSKK 396 405 21.3 25.5 21.3 1 0 0 1,143.5682
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% RVFITDDFHDMMPK 415 428 20.6 25.0 20.6 1 0 0 1,783.8145
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% VFITDDFHDMMPK 416 428 60.3 25.0 58.7 2 0 0 1,627.7134
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% GVVDSDDLPLNVSR 435 448 58.3 27.7 51.6 4 2 0 1,485.7545
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% FQSSHHPTDITSLDQYVER 512 530 52.7 25.3 42.5 0 2 0 2,260.0630
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% IYFMAGSSR 538 546 52.0 25.0 36.7 2 0 0 1,031.4978
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% EAESSPFVER 548 557 23.3 25.4 12.1 1 0 0 1,150.5374
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% AQAYQTGKDISTNYYASQKK 664 683 57.4 27.7 53.3 0 2 0 2,265.1147
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% DISTNYYASQK 672 682 21.6 25.0 21.6 1 0 0 1,289.6008
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% DISTNYYASQKK 672 683 28.5 27.0 28.5 1 0 0 1,417.6958
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% SGYLLPDTK 725 733 36.8 26.9 30.7 2 0 0 993.5253
C_21 Endoplasmin ENPL_HUMAN 92,472 31 37 64 33.10% LSLNIDPDAK 745 754 49.5 26.3 28.2 2 0 0 1,085.5839
C_22 Endoplasmin ENPL_HUMAN 92,472 3 3 5 3.49% LIINSLYK 88 95 28.2 25.0 10.2 2 0 0 963.5874
C_22 Endoplasmin ENPL_HUMAN 92,472 3 3 5 3.49% SILFVPTSAPR 385 395 46.8 27.3 32.7 2 0 0 1,187.6783
C_22 Endoplasmin ENPL_HUMAN 92,472 3 3 5 3.49% SGYLLPDTK 725 733 26.8 26.9 23.3 1 0 0 993.5253
D_25 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.62% FAFQAEVNR 76 84 52.3 28.3 35.1 1 0 0 1,081.5424
D_25 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.62% ELISNASDALDK 103 114 33.4 27.3 33.4 2 0 0 1,275.6428
D_26 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.62% FAFQAEVNR 76 84 32.0 27.2 24.3 1 0 0 1,081.5424
D_26 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.62% ELISNASDALDK 103 114 55.1 27.3 49.0 2 0 0 1,275.6428
D_27 Endoplasmin ENPL_HUMAN 92,472 7 7 12 9.84% EEEAIQLDGLNASQIR 52 67 55.8 28.0 44.2 1 0 0 1,785.8979
D_27 Endoplasmin ENPL_HUMAN 92,472 7 7 12 9.84% FAFQAEVNR 76 84 36.7 26.8 25.0 2 0 0 1,081.5424
D_27 Endoplasmin ENPL_HUMAN 92,472 7 7 12 9.84% ELISNASDALDK 103 114 75.3 27.3 68.2 2 0 0 1,275.6428
D_27 Endoplasmin ENPL_HUMAN 92,472 7 7 12 9.84% GTTITLVLK 244 252 30.7 25.0 20.2 1 0 0 945.5981
D_27 Endoplasmin ENPL_HUMAN 92,472 7 7 12 9.84% GVVDSDDLPLNVSR 435 448 52.8 27.0 48.6 2 0 0 1,485.7545
D_27 Endoplasmin ENPL_HUMAN 92,472 7 7 12 9.84% SGYLLPDTK 725 733 38.6 26.9 29.9 2 0 0 993.5253
D_27 Endoplasmin ENPL_HUMAN 92,472 7 7 12 9.84% LSLNIDPDAK 745 754 50.4 26.3 39.8 2 0 0 1,085.5839
D_28 Endoplasmin ENPL_HUMAN 92,472 4 4 7 5.11% FAFQAEVNR 76 84 47.8 27.1 31.1 2 0 0 1,081.5424
D_28 Endoplasmin ENPL_HUMAN 92,472 4 4 7 5.11% ELISNASDALDK 103 114 42.8 27.1 41.3 2 0 0 1,275.6428
D_28 Endoplasmin ENPL_HUMAN 92,472 4 4 7 5.11% GTTITLVLK 244 252 29.7 25.0 21.9 1 0 0 945.5981
D_28 Endoplasmin ENPL_HUMAN 92,472 4 4 7 5.11% SILFVPTSAPR 385 395 49.3 27.9 38.0 2 0 0 1,187.6783
D_29 Endoplasmin ENPL_HUMAN 92,472 2 2 2 2.62% FAFQAEVNR 76 84 48.5 27.3 33.2 1 0 0 1,081.5424
D_29 Endoplasmin ENPL_HUMAN 92,472 2 2 2 2.62% ELISNASDALDK 103 114 25.2 27.2 19.6 1 0 0 1,275.6428
E_27 Endoplasmin ENPL_HUMAN 92,472 6 6 10 7.35% FAFQAEVNR 76 84 63.0 27.1 46.2 2 0 0 1,081.5424
E_27 Endoplasmin ENPL_HUMAN 92,472 6 6 10 7.35% ELISNASDALDK 103 114 71.1 27.0 65.9 2 0 0 1,275.6428
E_27 Endoplasmin ENPL_HUMAN 92,472 6 6 10 7.35% GTTITLVLK 244 252 25.3 25.0 11.1 1 0 0 945.5981
E_27 Endoplasmin ENPL_HUMAN 92,472 6 6 10 7.35% SILFVPTSAPR 385 395 53.7 28.2 43.0 2 0 0 1,187.6783
E_27 Endoplasmin ENPL_HUMAN 92,472 6 6 10 7.35% IYFMAGSSR 538 546 19.0 25.0 10.6 1 0 0 1,047.4928
E_27 Endoplasmin ENPL_HUMAN 92,472 6 6 10 7.35% SGYLLPDTK 725 733 34.0 26.8 25.2 2 0 0 993.5253
H_04 Endoplasmin ENPL_HUMAN 92,472 2 2 4 2.37% SGYLLPDTK 725 733 42.2 26.3 30.8 2 0 0 993.5253
H_04 Endoplasmin ENPL_HUMAN 92,472 2 2 4 2.37% LSLNIDPDAK 745 754 43.0 26.3 32.2 2 0 0 1,085.5839
H_16 Endoplasmin ENPL_HUMAN 92,472 3 3 6 3.11% ELISNASDALDK 103 114 68.3 27.6 66.8 2 0 0 1,275.6428
H_16 Endoplasmin ENPL_HUMAN 92,472 3 3 6 3.11% ELISNASDALDKIR 103 116 74.0 27.8 53.7 2 0 0 1,544.8280



H_16 Endoplasmin ENPL_HUMAN 92,472 3 3 6 3.11% SILFVPTSAPR 385 395 49.6 26.7 38.9 2 0 0 1,187.6783
H_17 Endoplasmin ENPL_HUMAN 92,472 9 9 17 12.30% FAFQAEVNR 76 84 58.0 28.3 37.6 2 0 0 1,081.5424
H_17 Endoplasmin ENPL_HUMAN 92,472 9 9 17 12.30% ELISNASDALDKIR 103 116 71.0 27.6 52.0 2 0 0 1,544.8280
H_17 Endoplasmin ENPL_HUMAN 92,472 9 9 17 12.30% EVEEDEYKAFYK 349 360 39.5 25.0 30.6 2 0 0 1,549.7057
H_17 Endoplasmin ENPL_HUMAN 92,472 9 9 17 12.30% SILFVPTSAPR 385 395 61.8 26.9 47.1 2 0 0 1,187.6783
H_17 Endoplasmin ENPL_HUMAN 92,472 9 9 17 12.30% GLFDEYGSK 396 404 55.9 25.0 52.2 2 0 0 1,015.4732
H_17 Endoplasmin ENPL_HUMAN 92,472 9 9 17 12.30% GLFDEYGSKK 396 405 33.4 26.1 21.2 1 0 0 1,143.5682
H_17 Endoplasmin ENPL_HUMAN 92,472 9 9 17 12.30% GVVDSDDLPLNVSR 435 448 75.6 27.7 63.0 2 0 0 1,485.7545
H_17 Endoplasmin ENPL_HUMAN 92,472 9 9 17 12.30% AQAYQTGKDISTNYYASQK 664 682 37.7 27.2 34.2 0 2 0 2,137.0197
H_17 Endoplasmin ENPL_HUMAN 92,472 9 9 17 12.30% LSLNIDPDAK 745 754 68.1 27.0 31.5 2 0 0 1,085.5839
H_19 Endoplasmin ENPL_HUMAN 92,472 3 3 5 4.48% ELISNASDALDKIR 103 116 33.6 27.6 23.3 1 0 0 1,544.8280
H_19 Endoplasmin ENPL_HUMAN 92,472 3 3 5 4.48% SILFVPTSAPR 385 395 56.0 26.9 42.9 2 0 0 1,187.6783
H_19 Endoplasmin ENPL_HUMAN 92,472 3 3 5 4.48% DISTNYYASQK 672 682 29.6 25.0 18.6 2 0 0 1,289.6008
H_20 Endoplasmin ENPL_HUMAN 92,472 2 2 4 2.62% SILFVPTSAPR 385 395 51.2 27.3 36.6 2 0 0 1,187.6783
H_20 Endoplasmin ENPL_HUMAN 92,472 2 2 4 2.62% LSLNIDPDAK 745 754 34.8 26.3 23.9 2 0 0 1,085.5839
H_21 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.49% SILFVPTSAPR 385 395 47.9 26.7 36.3 2 0 0 1,187.6783
H_21 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.49% SGYLLPDTK 725 733 28.3 26.7 26.5 1 0 0 993.5253
H_23 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.49% FAFQAEVNR 76 84 27.2 28.3 24.1 1 0 0 1,081.5424
H_23 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.49% SILFVPTSAPR 385 395 48.1 27.3 32.5 2 0 0 1,187.6783
I_16 Endoplasmin ENPL_HUMAN 92,472 3 3 4 2.74% LIINSLYK 88 95 16.8 25.0 7.0 1 0 0 963.5874
I_16 Endoplasmin ENPL_HUMAN 92,472 3 3 4 2.74% ELISNASDALDK 103 114 83.3 27.6 76.9 2 0 0 1,275.6428
I_16 Endoplasmin ENPL_HUMAN 92,472 3 3 4 2.74% ELISNASDALDKIR 103 116 65.1 27.8 45.9 1 0 0 1,544.8280
I_17 Endoplasmin ENPL_HUMAN 92,472 12 12 23 16.30% EEEAIQLDGLNASQIR 52 67 61.4 28.2 51.5 2 0 0 1,785.8979
I_17 Endoplasmin ENPL_HUMAN 92,472 12 12 23 16.30% SEKFAFQAEVNR 73 84 25.1 27.7 10.4 0 2 0 1,425.7120
I_17 Endoplasmin ENPL_HUMAN 92,472 12 12 23 16.30% FAFQAEVNR 76 84 47.8 28.3 29.9 2 0 0 1,081.5424
I_17 Endoplasmin ENPL_HUMAN 92,472 12 12 23 16.30% ELISNASDALDKIR 103 116 54.9 27.8 40.5 2 0 0 1,544.8280
I_17 Endoplasmin ENPL_HUMAN 92,472 12 12 23 16.30% NLLHVTDTGVGMTR 143 156 45.6 28.3 25.9 0 1 0 1,513.7793
I_17 Endoplasmin ENPL_HUMAN 92,472 12 12 23 16.30% EVEEDEYKAFYK 349 360 68.6 25.0 58.3 2 0 0 1,549.7057
I_17 Endoplasmin ENPL_HUMAN 92,472 12 12 23 16.30% SILFVPTSAPR 385 395 61.9 27.3 39.6 2 0 0 1,187.6783
I_17 Endoplasmin ENPL_HUMAN 92,472 12 12 23 16.30% GLFDEYGSK 396 404 39.5 25.0 36.5 2 0 0 1,015.4732
I_17 Endoplasmin ENPL_HUMAN 92,472 12 12 23 16.30% GVVDSDDLPLNVSR 435 448 96.8 27.8 82.6 2 0 0 1,485.7545
I_17 Endoplasmin ENPL_HUMAN 92,472 12 12 23 16.30% AQAYQTGKDISTNYYASQK 664 682 54.4 27.2 47.5 0 2 0 2,137.0197
I_17 Endoplasmin ENPL_HUMAN 92,472 12 12 23 16.30% AQAYQTGKDISTNYYASQKK 664 683 33.0 27.9 28.3 0 2 0 2,265.1147
I_17 Endoplasmin ENPL_HUMAN 92,472 12 12 23 16.30% SGYLLPDTK 725 733 53.4 26.3 43.1 2 0 0 993.5253
I_18 Endoplasmin ENPL_HUMAN 92,472 11 12 23 15.30% EEEAIQLDGLNASQIR 52 67 89.8 28.2 79.2 2 0 0 1,785.8979
I_18 Endoplasmin ENPL_HUMAN 92,472 11 12 23 15.30% FAFQAEVNR 76 84 44.7 28.3 25.7 2 0 0 1,081.5424
I_18 Endoplasmin ENPL_HUMAN 92,472 11 12 23 15.30% LIINSLYK 88 95 45.4 25.0 33.5 2 0 0 963.5874
I_18 Endoplasmin ENPL_HUMAN 92,472 11 12 23 15.30% ELISNASDALDKIR 103 116 70.9 27.8 53.4 2 0 0 1,544.8280
I_18 Endoplasmin ENPL_HUMAN 92,472 11 12 23 15.30% EVEEDEYKAFYK 349 360 60.8 25.0 49.5 2 1 0 1,549.7057
I_18 Endoplasmin ENPL_HUMAN 92,472 11 12 23 15.30% SILFVPTSAPR 385 395 61.3 27.3 47.1 2 0 0 1,187.6783
I_18 Endoplasmin ENPL_HUMAN 92,472 11 12 23 15.30% GVVDSDDLPLNVSR 435 448 86.9 27.6 71.5 2 0 0 1,485.7545
I_18 Endoplasmin ENPL_HUMAN 92,472 11 12 23 15.30% AQAYQTGKDISTNYYASQK 664 682 50.4 27.1 45.9 0 2 0 2,137.0197
I_18 Endoplasmin ENPL_HUMAN 92,472 11 12 23 15.30% AQAYQTGKDISTNYYASQKK 664 683 50.4 27.9 46.3 0 2 0 2,265.1147
I_18 Endoplasmin ENPL_HUMAN 92,472 11 12 23 15.30% SGYLLPDTK 725 733 35.2 26.7 26.1 2 0 0 993.5253
I_18 Endoplasmin ENPL_HUMAN 92,472 11 12 23 15.30% LSLNIDPDAK 745 754 54.2 26.3 43.8 2 0 0 1,085.5839
J_17 Endoplasmin ENPL_HUMAN 92,472 8 8 15 10.70% FAFQAEVNR 76 84 37.7 28.3 26.9 2 0 0 1,081.5424
J_17 Endoplasmin ENPL_HUMAN 92,472 8 8 15 10.70% LIINSLYK 88 95 29.3 25.0 8.8 1 0 0 963.5874
J_17 Endoplasmin ENPL_HUMAN 92,472 8 8 15 10.70% EESDDEAAVEEEEEEK 304 319 58.1 25.0 58.1 2 0 0 1,866.7248
J_17 Endoplasmin ENPL_HUMAN 92,472 8 8 15 10.70% SILFVPTSAPR 385 395 43.7 27.2 35.5 2 0 0 1,187.6783
J_17 Endoplasmin ENPL_HUMAN 92,472 8 8 15 10.70% GLFDEYGSK 396 404 27.3 25.0 26.9 2 0 0 1,015.4732
J_17 Endoplasmin ENPL_HUMAN 92,472 8 8 15 10.70% GVVDSDDLPLNVSR 435 448 69.5 28.3 36.4 2 0 0 1,485.7545
J_17 Endoplasmin ENPL_HUMAN 92,472 8 8 15 10.70% SGYLLPDTK 725 733 50.0 28.2 33.8 2 0 0 993.5253
J_17 Endoplasmin ENPL_HUMAN 92,472 8 8 15 10.70% LSLNIDPDAK 745 754 48.2 27.0 37.3 2 0 0 1,085.5839
J_18 Endoplasmin ENPL_HUMAN 92,472 6 6 9 7.97% LIINSLYK 88 95 23.8 25.0 11.1 1 0 0 963.5874
J_18 Endoplasmin ENPL_HUMAN 92,472 6 6 9 7.97% ELISNASDALDK 103 114 58.3 27.7 43.2 1 0 0 1,275.6428
J_18 Endoplasmin ENPL_HUMAN 92,472 6 6 9 7.97% SILFVPTSAPR 385 395 47.7 27.2 36.8 2 0 0 1,187.6783
J_18 Endoplasmin ENPL_HUMAN 92,472 6 6 9 7.97% GLFDEYGSK 396 404 23.2 25.0 22.6 1 0 0 1,015.4732
J_18 Endoplasmin ENPL_HUMAN 92,472 6 6 9 7.97% GVVDSDDLPLNVSR 435 448 63.4 28.3 36.9 2 0 0 1,485.7545
J_18 Endoplasmin ENPL_HUMAN 92,472 6 6 9 7.97% LSLNIDPDAK 745 754 50.2 27.0 40.2 2 0 0 1,085.5839
K_16 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.74% LIINSLYK 88 95 26.4 25.0 11.9 1 0 0 963.5874
K_16 Endoplasmin ENPL_HUMAN 92,472 2 2 3 2.74% GVVDSDDLPLNVSR 435 448 88.9 28.1 79.1 2 0 0 1,485.7545
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% EEEAIQLDGLNASQIR 52 67 103.0 28.2 87.7 2 0 0 1,785.8979
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% FAFQAEVNR 76 84 45.0 28.4 23.8 2 0 0 1,081.5424
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% LIINSLYK 88 95 43.0 25.0 28.5 2 0 0 963.5874
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% ELISNASDALDK 103 114 31.9 27.6 29.6 1 0 0 1,275.6428
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% ELISNASDALDKIR 103 116 77.7 28.1 53.8 2 0 0 1,544.8280
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% NLLHVTDTGVGMTR 143 156 40.1 28.1 35.5 0 2 0 1,529.7743
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% EEASDYLELDTIK 253 265 76.1 26.6 71.2 2 0 0 1,525.7270
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% TETVEEPMEEEEAAKEEK 286 303 20.8 25.0 16.5 0 2 0 2,123.9175
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% EESDDEAAVEEEEEEK 304 319 60.7 25.0 60.7 2 0 0 1,866.7248
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% EESDDEAAVEEEEEEKKPK 304 322 22.8 25.0 21.8 0 1 0 2,219.9676
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% SILFVPTSAPR 385 395 63.2 26.9 46.3 2 0 0 1,187.6783
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% GLFDEYGSK 396 404 28.0 25.0 19.3 2 0 0 1,015.4732
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% GVVDSDDLPLNVSR 435 448 89.2 27.7 76.7 2 0 0 1,485.7545
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% EAESSPFVER 548 557 31.7 26.0 27.1 1 0 0 1,150.5374
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% SGYLLPDTK 725 733 28.4 26.3 18.1 1 0 0 993.5253
K_17 Endoplasmin ENPL_HUMAN 92,472 16 16 27 21.70% LSLNIDPDAK 745 754 42.8 27.0 34.4 1 0 0 1,085.5839
K_18 Endoplasmin ENPL_HUMAN 92,472 4 4 8 5.48% SILFVPTSAPR 385 395 48.8 27.4 36.6 2 0 0 1,187.6783
K_18 Endoplasmin ENPL_HUMAN 92,472 4 4 8 5.48% GVVDSDDLPLNVSR 435 448 82.6 28.0 67.0 2 0 0 1,485.7545
K_18 Endoplasmin ENPL_HUMAN 92,472 4 4 8 5.48% SGYLLPDTK 725 733 26.3 28.3 20.7 2 0 0 993.5253
K_18 Endoplasmin ENPL_HUMAN 92,472 4 4 8 5.48% LSLNIDPDAK 745 754 44.0 27.2 38.4 2 0 0 1,085.5839
K_19 Endoplasmin ENPL_HUMAN 92,472 3 3 4 4.23% SILFVPTSAPR 385 395 44.2 27.3 28.4 1 0 0 1,187.6783
K_19 Endoplasmin ENPL_HUMAN 92,472 3 3 4 4.23% GVVDSDDLPLNVSR 435 448 54.3 27.7 47.5 2 0 0 1,485.7545
K_19 Endoplasmin ENPL_HUMAN 92,472 3 3 4 4.23% SGYLLPDTK 725 733 27.2 26.3 24.2 1 0 0 993.5253
L_13 Endoplasmin ENPL_HUMAN 92,472 8 8 15 11.50% FAFQAEVNR 76 84 37.1 28.0 22.5 1 0 0 1,081.5424
L_13 Endoplasmin ENPL_HUMAN 92,472 8 8 15 11.50% ELISNASDALDK 103 114 67.4 27.7 56.7 2 0 0 1,275.6428
L_13 Endoplasmin ENPL_HUMAN 92,472 8 8 15 11.50% ELISNASDALDKIR 103 116 75.5 27.6 56.5 2 0 0 1,544.8280
L_13 Endoplasmin ENPL_HUMAN 92,472 8 8 15 11.50% NLLHVTDTGVGMTR 143 156 32.6 28.1 32.6 0 2 0 1,529.7743
L_13 Endoplasmin ENPL_HUMAN 92,472 8 8 15 11.50% TETVEEPMEEEEAAK 286 300 50.0 25.0 50.0 2 0 0 1,737.7373
L_13 Endoplasmin ENPL_HUMAN 92,472 8 8 15 11.50% EESDDEAAVEEEEEEK 304 319 67.2 25.0 67.2 2 0 0 1,866.7248
L_13 Endoplasmin ENPL_HUMAN 92,472 8 8 15 11.50% GVVDSDDLPLNVSR 435 448 79.4 28.0 64.9 2 0 0 1,485.7545
L_13 Endoplasmin ENPL_HUMAN 92,472 8 8 15 11.50% LSLNIDPDAK 745 754 63.8 27.2 52.2 2 0 0 1,085.5839
L_14 Endoplasmin ENPL_HUMAN 92,472 2 2 4 2.99% GVVDSDDLPLNVSR 435 448 65.0 28.0 50.8 2 0 0 1,485.7545
L_14 Endoplasmin ENPL_HUMAN 92,472 2 2 4 2.99% LSLNIDPDAK 745 754 46.0 27.2 32.2 2 0 0 1,085.5839
L_15 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.11% GVVDSDDLPLNVSR 435 448 73.5 28.0 62.1 2 0 0 1,485.7545
L_15 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.11% DISTNYYASQK 672 682 49.7 25.0 37.6 2 0 0 1,289.6008
L_16 Endoplasmin ENPL_HUMAN 92,472 2 2 4 2.86% ELISNASDALDK 103 114 62.0 27.7 49.6 2 0 0 1,275.6428
L_16 Endoplasmin ENPL_HUMAN 92,472 2 2 4 2.86% DISTNYYASQK 672 682 40.2 25.0 33.9 2 0 0 1,289.6008
M_11 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.24% ELISNASDALDK 103 114 63.6 27.6 55.9 2 0 0 1,275.6428
M_11 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.24% GVVDSDDLPLNVSR 435 448 56.4 27.7 47.0 2 0 0 1,485.7545
M_12 Endoplasmin ENPL_HUMAN 92,472 3 3 6 4.86% ELISNASDALDKIR 103 116 76.7 27.6 57.6 2 0 0 1,544.8280
M_12 Endoplasmin ENPL_HUMAN 92,472 3 3 6 4.86% GVVDSDDLPLNVSR 435 448 47.9 28.0 41.9 2 0 0 1,485.7545
M_12 Endoplasmin ENPL_HUMAN 92,472 3 3 6 4.86% DISTNYYASQK 672 682 36.4 25.0 24.2 2 0 0 1,289.6008
M_13 Endoplasmin ENPL_HUMAN 92,472 10 10 17 14.80% EEEAIQLDGLNASQIR 52 67 108.0 28.2 88.3 1 0 0 1,785.8979
M_13 Endoplasmin ENPL_HUMAN 92,472 10 10 17 14.80% LIINSLYK 88 95 26.6 25.0 16.0 1 0 0 963.5874
M_13 Endoplasmin ENPL_HUMAN 92,472 10 10 17 14.80% ELISNASDALDKIR 103 116 63.9 27.8 49.1 2 0 0 1,544.8280
M_13 Endoplasmin ENPL_HUMAN 92,472 10 10 17 14.80% NLLHVTDTGVGMTR 143 156 40.4 27.8 40.4 0 2 0 1,529.7743
M_13 Endoplasmin ENPL_HUMAN 92,472 10 10 17 14.80% GTTITLVLK 244 252 34.7 25.0 27.6 1 0 0 945.5981
M_13 Endoplasmin ENPL_HUMAN 92,472 10 10 17 14.80% TETVEEPMEEEEAAK 286 300 41.7 25.0 41.7 2 0 0 1,737.7373
M_13 Endoplasmin ENPL_HUMAN 92,472 10 10 17 14.80% TETVEEPMEEEEAAKEEK 286 303 36.4 25.0 34.3 0 2 0 2,123.9175
M_13 Endoplasmin ENPL_HUMAN 92,472 10 10 17 14.80% EESDDEAAVEEEEEEK 304 319 54.6 25.0 54.6 2 0 0 1,866.7248
M_13 Endoplasmin ENPL_HUMAN 92,472 10 10 17 14.80% GVVDSDDLPLNVSR 435 448 75.5 28.1 62.4 2 0 0 1,485.7545



M_13 Endoplasmin ENPL_HUMAN 92,472 10 10 17 14.80% LSLNIDPDAK 745 754 61.3 27.2 52.1 2 0 0 1,085.5839
M_14 Endoplasmin ENPL_HUMAN 92,472 4 4 5 6.23% FAFQAEVNR 76 84 30.3 28.4 16.2 1 0 0 1,081.5424
M_14 Endoplasmin ENPL_HUMAN 92,472 4 4 5 6.23% ELISNASDALDK 103 114 70.0 27.6 60.1 2 0 0 1,275.6428
M_14 Endoplasmin ENPL_HUMAN 92,472 4 4 5 6.23% TETVEEPMEEEEAAK 286 300 21.4 25.0 21.4 1 0 0 1,737.7373
M_14 Endoplasmin ENPL_HUMAN 92,472 4 4 5 6.23% GVVDSDDLPLNVSR 435 448 70.8 28.0 62.7 1 0 0 1,485.7545
M_15 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.11% GVVDSDDLPLNVSR 435 448 50.7 27.7 38.2 2 0 0 1,485.7545
M_15 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.11% DISTNYYASQK 672 682 43.7 25.0 34.3 2 0 0 1,289.6008
N_12 Endoplasmin ENPL_HUMAN 92,472 2 2 2 1.74% ELISNASDALDK 103 114 36.2 27.5 27.8 1 0 0 1,275.6428
N_12 Endoplasmin ENPL_HUMAN 92,472 2 2 2 1.74% ELISNASDALDKIR 103 116 46.2 27.7 39.0 1 0 0 1,544.8280
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% EEEAIQLDGLNASQIR 52 67 67.4 28.0 57.4 1 0 0 1,785.8979
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% FAFQAEVNR 76 84 49.8 28.3 39.3 2 0 0 1,081.5424
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% LIINSLYK 88 95 20.9 25.0 9.9 1 0 0 963.5874
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% ELISNASDALDK 103 114 54.3 27.7 45.1 2 0 0 1,275.6428
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% ELISNASDALDKIR 103 116 40.7 27.6 27.8 1 0 0 1,544.8280
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% NLLHVTDTGVGMTR 143 156 41.5 28.2 35.9 0 2 0 1,529.7743
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% GTTITLVLK 244 252 18.8 25.0 8.8 1 0 0 945.5981
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% TETVEEPMEEEEAAK 286 300 31.8 25.0 31.8 2 0 0 1,737.7373
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% TETVEEPMEEEEAAKEEK 286 303 33.5 25.0 31.4 0 2 0 2,123.9175
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% EEKEESDDEAAVEEEEEEK 301 319 28.2 25.0 28.2 0 1 0 2,252.9050
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% EESDDEAAVEEEEEEK 304 319 47.7 25.0 47.7 2 0 0 1,866.7248
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% GLFDEYGSK 396 404 31.7 25.0 31.0 2 0 0 1,015.4732
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% GVVDSDDLPLNVSR 435 448 59.2 28.3 34.3 2 0 0 1,485.7545
N_13 Endoplasmin ENPL_HUMAN 92,472 14 14 23 17.10% LSLNIDPDAK 745 754 63.8 27.0 50.0 2 0 0 1,085.5839
N_14 Endoplasmin ENPL_HUMAN 92,472 3 3 5 4.61% ELISNASDALDK 103 114 46.3 27.8 39.9 2 0 0 1,275.6428
N_14 Endoplasmin ENPL_HUMAN 92,472 3 3 5 4.61% GVVDSDDLPLNVSR 435 448 62.5 28.2 49.0 2 0 0 1,485.7545
N_14 Endoplasmin ENPL_HUMAN 92,472 3 3 5 4.61% DISTNYYASQK 672 682 28.1 25.0 24.0 1 0 0 1,289.6008
N_15 Endoplasmin ENPL_HUMAN 92,472 2 2 3 3.61% TETVEEPMEEEEAAK 286 300 29.1 25.0 28.5 1 0 0 1,737.7373
N_15 Endoplasmin ENPL_HUMAN 92,472 2 2 3 3.61% GVVDSDDLPLNVSR 435 448 69.4 28.0 58.2 2 0 0 1,485.7545
N_16 Endoplasmin ENPL_HUMAN 92,472 2 2 2 2.49% SILFVPTSAPR 385 395 23.6 27.1 16.6 1 0 0 1,187.6783
N_16 Endoplasmin ENPL_HUMAN 92,472 2 2 2 2.49% SGYLLPDTK 725 733 33.7 28.3 28.9 1 0 0 993.5253
O_11 Endoplasmin ENPL_HUMAN 92,472 2 2 2 3.24% ELISNASDALDK 103 114 39.7 27.7 33.3 1 0 0 1,275.6428
O_11 Endoplasmin ENPL_HUMAN 92,472 2 2 2 3.24% GVVDSDDLPLNVSR 435 448 42.3 28.2 20.0 1 0 0 1,485.7545
O_12 Endoplasmin ENPL_HUMAN 92,472 5 5 7 6.60% FAFQAEVNR 76 84 33.3 28.3 19.8 1 0 0 1,081.5424
O_12 Endoplasmin ENPL_HUMAN 92,472 5 5 7 6.60% GLFDEYGSK 396 404 28.3 25.0 28.3 1 0 0 1,015.4732
O_12 Endoplasmin ENPL_HUMAN 92,472 5 5 7 6.60% GVVDSDDLPLNVSR 435 448 51.4 28.0 45.7 2 0 0 1,485.7545
O_12 Endoplasmin ENPL_HUMAN 92,472 5 5 7 6.60% DISTNYYASQK 672 682 37.5 25.4 26.3 2 0 0 1,289.6008
O_12 Endoplasmin ENPL_HUMAN 92,472 5 5 7 6.60% LSLNIDPDAK 745 754 30.1 27.2 22.7 1 0 0 1,085.5839
O_13 Endoplasmin ENPL_HUMAN 92,472 4 4 6 5.60% FAFQAEVNR 76 84 46.1 28.0 33.2 2 0 0 1,081.5424
O_13 Endoplasmin ENPL_HUMAN 92,472 4 4 6 5.60% ELISNASDALDK 103 114 50.3 27.6 35.2 1 0 0 1,275.6428
O_13 Endoplasmin ENPL_HUMAN 92,472 4 4 6 5.60% GVVDSDDLPLNVSR 435 448 71.1 28.3 43.3 2 0 0 1,485.7545
O_13 Endoplasmin ENPL_HUMAN 92,472 4 4 6 5.60% LSLNIDPDAK 745 754 28.6 27.2 22.9 1 0 0 1,085.5839
O_14 Endoplasmin ENPL_HUMAN 92,472 2 2 2 2.49% DISTNYYASQK 672 682 24.2 25.0 18.6 1 0 0 1,289.6008
O_14 Endoplasmin ENPL_HUMAN 92,472 2 2 2 2.49% SGYLLPDTK 725 733 24.6 28.0 15.1 1 0 0 993.5253
P_12 Endoplasmin ENPL_HUMAN 92,472 10 11 19 13.90% LIINSLYK 88 95 22.4 25.0 8.6 2 0 0 963.5874
P_12 Endoplasmin ENPL_HUMAN 92,472 10 11 19 13.90% ELISNASDALDKIR 103 116 62.8 27.4 43.2 2 1 0 1,544.8280
P_12 Endoplasmin ENPL_HUMAN 92,472 10 11 19 13.90% NLLHVTDTGVGMTR 143 156 36.2 27.9 35.4 0 1 0 1,529.7743
P_12 Endoplasmin ENPL_HUMAN 92,472 10 11 19 13.90% TETVEEPMEEEEAAK 286 300 46.0 25.0 45.9 2 0 0 1,737.7373
P_12 Endoplasmin ENPL_HUMAN 92,472 10 11 19 13.90% TETVEEPMEEEEAAKEEK 286 303 30.5 25.0 28.7 0 1 0 2,123.9175
P_12 Endoplasmin ENPL_HUMAN 92,472 10 11 19 13.90% EESDDEAAVEEEEEEK 304 319 40.2 25.0 40.2 2 0 0 1,866.7248
P_12 Endoplasmin ENPL_HUMAN 92,472 10 11 19 13.90% GLFDEYGSK 396 404 41.2 25.0 38.4 2 0 0 1,015.4732
P_12 Endoplasmin ENPL_HUMAN 92,472 10 11 19 13.90% GVVDSDDLPLNVSR 435 448 76.5 28.0 65.6 2 0 0 1,485.7545
P_12 Endoplasmin ENPL_HUMAN 92,472 10 11 19 13.90% SGYLLPDTK 725 733 43.1 28.3 35.5 2 0 0 993.5253
P_12 Endoplasmin ENPL_HUMAN 92,472 10 11 19 13.90% LSLNIDPDAK 745 754 50.4 26.9 47.0 2 0 0 1,085.5839
P_13 Endoplasmin ENPL_HUMAN 92,472 3 3 5 4.36% ELISNASDALDK 103 114 63.9 27.7 58.4 2 0 0 1,275.6428
P_13 Endoplasmin ENPL_HUMAN 92,472 3 3 5 4.36% GVVDSDDLPLNVSR 435 448 62.8 28.2 49.9 2 0 0 1,485.7545
P_13 Endoplasmin ENPL_HUMAN 92,472 3 3 5 4.36% SGYLLPDTK 725 733 34.5 27.8 25.9 1 0 0 993.5253
Q_11 Endoplasmin ENPL_HUMAN 92,472 2 2 4 2.86% ELISNASDALDK 103 114 50.9 27.7 40.1 2 0 0 1,275.6428
Q_11 Endoplasmin ENPL_HUMAN 92,472 2 2 4 2.86% DISTNYYASQK 672 682 36.2 25.0 35.0 2 0 0 1,289.6008
Q_12 Endoplasmin ENPL_HUMAN 92,472 11 11 18 14.40% FAFQAEVNR 76 84 32.0 28.1 16.8 1 0 0 1,081.5424
Q_12 Endoplasmin ENPL_HUMAN 92,472 11 11 18 14.40% LIINSLYK 88 95 30.4 25.0 16.5 1 0 0 963.5874
Q_12 Endoplasmin ENPL_HUMAN 92,472 11 11 18 14.40% ELISNASDALDK 103 114 58.4 27.4 51.2 1 0 0 1,275.6428
Q_12 Endoplasmin ENPL_HUMAN 92,472 11 11 18 14.40% TETVEEPMEEEEAAK 286 300 44.3 25.0 44.3 2 0 0 1,737.7373
Q_12 Endoplasmin ENPL_HUMAN 92,472 11 11 18 14.40% TETVEEPMEEEEAAKEEK 286 303 19.3 25.0 17.8 0 1 0 2,123.9175
Q_12 Endoplasmin ENPL_HUMAN 92,472 11 11 18 14.40% EESDDEAAVEEEEEEK 304 319 47.9 25.0 47.9 2 0 0 1,866.7248
Q_12 Endoplasmin ENPL_HUMAN 92,472 11 11 18 14.40% SILFVPTSAPR 385 395 33.2 27.1 22.5 2 0 0 1,187.6783
Q_12 Endoplasmin ENPL_HUMAN 92,472 11 11 18 14.40% GLFDEYGSK 396 404 28.6 25.0 27.9 2 0 0 1,015.4732
Q_12 Endoplasmin ENPL_HUMAN 92,472 11 11 18 14.40% GVVDSDDLPLNVSR 435 448 73.2 28.0 65.5 2 0 0 1,485.7545
Q_12 Endoplasmin ENPL_HUMAN 92,472 11 11 18 14.40% SGYLLPDTK 725 733 30.8 28.3 24.5 2 0 0 993.5253
Q_12 Endoplasmin ENPL_HUMAN 92,472 11 11 18 14.40% LSLNIDPDAK 745 754 59.9 27.0 50.3 2 0 0 1,085.5839
Q_13 Endoplasmin ENPL_HUMAN 92,472 6 6 9 8.97% ELISNASDALDK 103 114 73.8 27.4 58.5 2 0 0 1,275.6428
Q_13 Endoplasmin ENPL_HUMAN 92,472 6 6 9 8.97% TETVEEPMEEEEAAK 286 300 23.5 25.0 23.5 1 0 0 1,737.7373
Q_13 Endoplasmin ENPL_HUMAN 92,472 6 6 9 8.97% SILFVPTSAPR 385 395 37.0 27.3 26.6 1 0 0 1,187.6783
Q_13 Endoplasmin ENPL_HUMAN 92,472 6 6 9 8.97% GVVDSDDLPLNVSR 435 448 71.5 28.3 54.7 2 0 0 1,485.7545
Q_13 Endoplasmin ENPL_HUMAN 92,472 6 6 9 8.97% DISTNYYASQK 672 682 35.7 25.2 24.8 1 0 0 1,289.6008
Q_13 Endoplasmin ENPL_HUMAN 92,472 6 6 9 8.97% SGYLLPDTK 725 733 33.2 27.8 29.2 2 0 0 993.5253
Q_14 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.11% GVVDSDDLPLNVSR 435 448 54.0 28.4 26.8 2 0 0 1,485.7545
Q_14 Endoplasmin ENPL_HUMAN 92,472 2 2 4 3.11% DISTNYYASQK 672 682 47.5 25.2 42.7 2 0 0 1,289.6008
Q_15 Endoplasmin ENPL_HUMAN 92,472 2 2 3 3.11% GVVDSDDLPLNVSR 435 448 38.5 28.0 33.3 1 0 0 1,485.7545
Q_15 Endoplasmin ENPL_HUMAN 92,472 2 2 3 3.11% DISTNYYASQK 672 682 53.4 25.0 46.8 2 0 0 1,289.6008
A_10 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 5 15.10% LHMLQISYFR 28 37 23.4 27.1 22.7 1 0 0 1,323.6879
A_10 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 5 15.10% CFLGCELPPEGSR 114 126 47.6 25.0 45.5 2 0 0 1,521.6827
A_10 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 5 15.10% EFLEDTCVQYVQK 180 192 77.6 25.0 67.2 2 0 0 1,658.7732
A_11 Endothelial protein C receptor EPCR_HUMAN 26,671 4 5 10 18.90% LHMLQISYFR 28 37 59.2 27.5 54.4 4 0 0 1,307.6929
A_11 Endothelial protein C receptor EPCR_HUMAN 26,671 4 5 10 18.90% TLAFPLTIR 105 113 23.9 25.0 23.9 2 0 0 1,031.6249
A_11 Endothelial protein C receptor EPCR_HUMAN 26,671 4 5 10 18.90% CFLGCELPPEGSR 114 126 70.8 25.0 65.2 2 0 0 1,521.6827
A_11 Endothelial protein C receptor EPCR_HUMAN 26,671 4 5 10 18.90% EFLEDTCVQYVQK 180 192 78.2 25.0 68.3 2 0 0 1,658.7732
A_12 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 8 18.90% LHMLQISYFR 28 37 45.0 27.2 40.1 2 0 0 1,323.6879
A_12 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 8 18.90% TLAFPLTIR 105 113 38.5 25.0 38.5 2 0 0 1,031.6249
A_12 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 8 18.90% CFLGCELPPEGSR 114 126 61.1 25.0 56.8 2 0 0 1,521.6827
A_12 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 8 18.90% EFLEDTCVQYVQK 180 192 74.8 25.1 68.1 2 0 0 1,658.7732
A_13 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 7.98% LHMLQISYFR 28 37 26.2 27.2 25.5 2 0 0 1,323.6879
A_13 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 7.98% TLAFPLTIR 105 113 24.1 25.0 19.6 1 0 0 1,031.6249
B_11 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 9 18.90% LHMLQISYFR 28 37 45.2 27.6 38.9 2 0 0 1,323.6879
B_11 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 9 18.90% TLAFPLTIR 105 113 24.6 25.0 20.9 3 0 0 1,031.6249
B_11 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 9 18.90% CFLGCELPPEGSR 114 126 67.1 25.0 61.5 2 0 0 1,521.6827
B_11 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 9 18.90% EFLEDTCVQYVQK 180 192 79.7 25.0 66.4 2 0 0 1,658.7732
B_12 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 8 18.90% LHMLQISYFR 28 37 47.8 27.6 42.8 2 0 0 1,323.6879
B_12 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 8 18.90% TLAFPLTIR 105 113 24.2 25.0 24.0 2 0 0 1,031.6249
B_12 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 8 18.90% CFLGCELPPEGSR 114 126 52.4 25.0 43.5 2 0 0 1,521.6827
B_12 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 8 18.90% EFLEDTCVQYVQK 180 192 79.7 25.0 71.2 2 0 0 1,658.7732
C_10 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 10.90% CFLGCELPPEGSR 114 126 31.1 25.0 30.3 2 0 0 1,521.6827
C_10 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 10.90% EFLEDTCVQYVQK 180 192 45.3 25.0 35.3 2 0 0 1,658.7732
C_11 Endothelial protein C receptor EPCR_HUMAN 26,671 4 5 12 18.90% LHMLQISYFR 28 37 40.8 27.8 36.9 2 0 0 1,323.6879
C_11 Endothelial protein C receptor EPCR_HUMAN 26,671 4 5 12 18.90% TLAFPLTIR 105 113 38.4 25.0 38.1 3 0 0 1,031.6249
C_11 Endothelial protein C receptor EPCR_HUMAN 26,671 4 5 12 18.90% CFLGCELPPEGSR 114 126 70.8 25.0 64.6 4 0 0 1,521.6827
C_11 Endothelial protein C receptor EPCR_HUMAN 26,671 4 5 12 18.90% EFLEDTCVQYVQK 180 192 71.2 25.0 65.6 2 1 0 1,658.7732
C_12 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 12 18.90% LHMLQISYFR 28 37 44.2 27.8 41.1 2 0 0 1,323.6879
C_12 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 12 18.90% TLAFPLTIR 105 113 38.0 25.0 37.5 4 0 0 1,031.6249
C_12 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 12 18.90% CFLGCELPPEGSR 114 126 50.3 25.0 41.5 4 0 0 1,521.6827
C_12 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 12 18.90% EFLEDTCVQYVQK 180 192 80.1 25.0 67.9 2 0 0 1,658.7732
C_13 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 4 13.40% LHMLQISYFR 28 37 24.8 27.8 18.3 2 0 0 1,323.6879
C_13 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 4 13.40% TLAFPLTIR 105 113 22.7 25.0 22.7 1 0 0 1,031.6249



C_13 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 4 13.40% CFLGCELPPEGSR 114 126 21.4 25.0 13.9 1 0 0 1,521.6827
D_09 Endothelial protein C receptor EPCR_HUMAN 26,671 5 6 10 26.10% LHMLQISYFR 28 37 51.2 27.6 44.6 2 0 0 1,323.6879
D_09 Endothelial protein C receptor EPCR_HUMAN 26,671 5 6 10 26.10% TQSGLQSYLLQFHGLVR 82 98 40.1 27.6 33.2 0 1 0 1,947.0448
D_09 Endothelial protein C receptor EPCR_HUMAN 26,671 5 6 10 26.10% TLAFPLTIR 105 113 40.8 25.8 32.1 1 0 0 1,031.6249
D_09 Endothelial protein C receptor EPCR_HUMAN 26,671 5 6 10 26.10% CFLGCELPPEGSR 114 126 26.6 25.0 17.6 1 0 0 1,521.6827
D_09 Endothelial protein C receptor EPCR_HUMAN 26,671 5 6 10 26.10% EFLEDTCVQYVQK 180 192 77.8 25.0 66.4 3 2 0 1,658.7732
D_10 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 10 20.60% LHMLQISYFR 28 37 46.6 27.7 41.8 2 0 0 1,323.6879
D_10 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 10 20.60% TQSGLQSYLLQFHGLVR 82 98 63.2 27.5 56.8 1 2 0 1,947.0448
D_10 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 10 20.60% TLAFPLTIR 105 113 49.0 25.8 42.6 2 0 0 1,031.6249
D_10 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 10 20.60% EFLEDTCVQYVQK 180 192 73.6 25.0 56.1 2 1 0 1,658.7732
D_11 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 33.6 25.8 17.5 2 0 0 1,031.6249
D_11 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% EFLEDTCVQYVQK 180 192 74.2 25.0 64.6 2 0 0 1,658.7732
D_13 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% TLAFPLTIR 105 113 28.6 25.8 26.9 1 0 0 1,031.6249
D_13 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% EFLEDTCVQYVQK 180 192 49.0 25.0 39.7 2 0 0 1,658.7732
E_09 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 9 20.60% LHMLQISYFR 28 37 36.6 27.8 34.6 2 0 0 1,323.6879
E_09 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 9 20.60% TQSGLQSYLLQFHGLVR 82 98 73.4 27.5 64.4 1 2 0 1,947.0448
E_09 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 9 20.60% TLAFPLTIR 105 113 34.3 25.8 25.6 1 0 0 1,031.6249
E_09 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 9 20.60% EFLEDTCVQYVQK 180 192 90.5 25.0 82.5 2 1 0 1,658.7732
E_10 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 8 16.40% TQSGLQSYLLQFHGLVR 82 98 31.9 27.5 26.5 0 2 0 1,947.0448
E_10 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 8 16.40% TLAFPLTIR 105 113 49.8 25.8 41.0 2 0 0 1,031.6249
E_10 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 8 16.40% EFLEDTCVQYVQK 180 192 45.3 25.0 39.3 2 2 0 1,658.7732
E_11 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 41.3 25.8 32.8 2 0 0 1,031.6249
E_11 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% EFLEDTCVQYVQK 180 192 45.3 25.0 40.1 2 0 0 1,658.7732
E_12 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 33.8 25.8 25.6 2 0 0 1,031.6249
E_12 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% EFLEDTCVQYVQK 180 192 53.1 25.0 43.4 2 0 0 1,658.7732
E_18 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 32.3 25.8 24.1 2 0 0 1,031.6249
E_18 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% EFLEDTCVQYVQK 180 192 61.8 25.0 54.9 2 0 0 1,658.7732
F_08 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 8 14.70% TLAFPLTIR 105 113 21.1 25.0 21.1 2 0 0 1,031.6249
F_08 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 8 14.70% CFLGCELPPEGSR 114 126 48.8 25.0 44.6 2 0 0 1,521.6827
F_08 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 8 14.70% EFLEDTCVQYVQK 180 192 41.8 25.0 38.3 2 2 0 1,658.7732
F_09 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 7 14.70% TLAFPLTIR 105 113 21.5 25.0 20.5 1 0 0 1,031.6249
F_09 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 7 14.70% CFLGCELPPEGSR 114 126 52.4 25.0 51.5 2 0 0 1,521.6827
F_09 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 7 14.70% EFLEDTCVQYVQK 180 192 79.9 25.0 66.1 2 2 0 1,658.7732
F_13 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% TLAFPLTIR 105 113 19.9 25.0 19.9 2 0 0 1,031.6249
F_13 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% EFLEDTCVQYVQK 180 192 34.8 25.0 33.6 1 0 0 1,658.7732
F_14 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 24.1 25.0 20.6 2 0 0 1,031.6249
F_14 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% EFLEDTCVQYVQK 180 192 54.0 25.0 46.8 2 0 0 1,658.7732
F_15 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 2 9.24% TLAFPLTIR 105 113 23.1 25.0 23.1 1 0 0 1,031.6249
F_15 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 2 9.24% EFLEDTCVQYVQK 180 192 61.0 25.0 54.4 1 0 0 1,658.7732
G_08 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 8 18.90% LHMLQISYFR 28 37 21.4 27.2 15.3 2 0 0 1,323.6879
G_08 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 8 18.90% TLAFPLTIR 105 113 33.9 25.0 25.0 2 0 0 1,031.6249
G_08 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 8 18.90% CFLGCELPPEGSR 114 126 32.4 25.0 30.4 2 0 0 1,521.6827
G_08 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 8 18.90% EFLEDTCVQYVQK 180 192 78.0 25.0 72.0 2 0 0 1,658.7732
G_10 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 24.1 25.0 18.8 2 0 0 1,031.6249
G_10 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% EFLEDTCVQYVQK 180 192 34.7 25.0 21.5 2 0 0 1,658.7732
H_09 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 44.9 25.0 37.8 2 0 0 1,031.6249
H_09 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% CFLGCELPPEGSR 114 126 32.5 25.0 32.5 2 0 0 1,521.6827
H_10 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% TLAFPLTIR 105 113 44.8 25.0 34.1 2 0 0 1,031.6249
H_10 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% CFLGCELPPEGSR 114 126 46.8 25.0 38.9 2 0 0 1,521.6827
H_10 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% EFLEDTCVQYVQK 180 192 81.4 25.0 67.4 2 0 0 1,658.7732
I_09 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% TLAFPLTIR 105 113 38.5 25.0 31.4 2 0 0 1,031.6249
I_09 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% CFLGCELPPEGSR 114 126 56.0 25.0 54.0 2 0 0 1,521.6827
I_09 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% EFLEDTCVQYVQK 180 192 69.2 25.0 59.4 2 0 0 1,658.7732
I_10 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 7 14.70% TLAFPLTIR 105 113 39.8 25.0 31.4 2 0 0 1,031.6249
I_10 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 7 14.70% CFLGCELPPEGSR 114 126 48.7 25.0 45.8 3 0 0 1,521.6827
I_10 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 7 14.70% EFLEDTCVQYVQK 180 192 91.1 25.0 82.0 2 0 0 1,658.7732
I_11 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 5 14.70% TLAFPLTIR 105 113 54.2 25.0 48.0 1 0 0 1,031.6249
I_11 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 5 14.70% CFLGCELPPEGSR 114 126 32.0 25.0 29.8 2 0 0 1,521.6827
I_11 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 5 14.70% EFLEDTCVQYVQK 180 192 76.0 25.0 69.5 2 0 0 1,658.7732
I_12 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% TLAFPLTIR 105 113 45.5 25.0 32.8 2 0 0 1,031.6249
I_12 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% CFLGCELPPEGSR 114 126 31.0 25.0 30.7 2 0 0 1,521.6827
I_12 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% EFLEDTCVQYVQK 180 192 74.1 25.0 66.0 2 0 0 1,658.7732
J_09 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 7 14.70% TLAFPLTIR 105 113 36.3 25.0 30.0 1 0 0 1,031.6249
J_09 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 7 14.70% CFLGCELPPEGSR 114 126 40.4 25.0 37.3 2 0 0 1,521.6827
J_09 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 7 14.70% EFLEDTCVQYVQK 180 192 80.9 25.0 68.1 2 2 0 1,658.7732
J_10 Endothelial protein C receptor EPCR_HUMAN 26,671 4 5 8 18.90% LHMLQISYFR 28 37 25.3 27.0 19.2 1 0 0 1,323.6879
J_10 Endothelial protein C receptor EPCR_HUMAN 26,671 4 5 8 18.90% TLAFPLTIR 105 113 39.6 25.0 33.3 1 0 0 1,031.6249
J_10 Endothelial protein C receptor EPCR_HUMAN 26,671 4 5 8 18.90% CFLGCELPPEGSR 114 126 24.1 25.0 12.7 2 0 0 1,521.6827
J_10 Endothelial protein C receptor EPCR_HUMAN 26,671 4 5 8 18.90% EFLEDTCVQYVQK 180 192 80.2 25.0 68.4 2 2 0 1,658.7732
J_11 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 5 14.70% TLAFPLTIR 105 113 41.4 25.0 36.7 1 0 0 1,031.6249
J_11 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 5 14.70% CFLGCELPPEGSR 114 126 51.4 25.0 49.5 2 0 0 1,521.6827
J_11 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 5 14.70% EFLEDTCVQYVQK 180 192 81.4 25.0 73.8 2 0 0 1,658.7732
J_12 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 38.1 25.0 33.3 2 0 0 1,031.6249
J_12 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% EFLEDTCVQYVQK 180 192 61.4 25.0 58.9 2 0 0 1,658.7732
K_09 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% TLAFPLTIR 105 113 41.7 25.0 35.0 2 0 0 1,031.6249
K_09 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% CFLGCELPPEGSR 114 126 67.9 25.0 64.1 2 0 0 1,521.6827
K_09 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% EFLEDTCVQYVQK 180 192 72.5 25.0 66.1 2 0 0 1,658.7732
K_10 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 16 18.90% LHMLQISYFR 28 37 44.6 27.6 37.9 2 0 0 1,323.6879
K_10 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 16 18.90% TLAFPLTIR 105 113 33.8 25.0 30.5 6 0 0 1,031.6249
K_10 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 16 18.90% CFLGCELPPEGSR 114 126 52.8 25.0 47.6 6 0 0 1,521.6827
K_10 Endothelial protein C receptor EPCR_HUMAN 26,671 4 4 16 18.90% EFLEDTCVQYVQK 180 192 47.2 25.0 42.0 2 0 0 1,658.7732
K_11 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 10.90% CFLGCELPPEGSR 114 126 46.8 25.0 39.0 2 0 0 1,521.6827
K_11 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 10.90% EFLEDTCVQYVQK 180 192 81.1 25.0 72.3 2 0 0 1,658.7732
K_12 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% TLAFPLTIR 105 113 38.9 25.0 29.0 2 0 0 1,031.6249
K_12 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% CFLGCELPPEGSR 114 126 43.4 25.0 40.1 2 0 0 1,521.6827
K_12 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% EFLEDTCVQYVQK 180 192 57.2 25.0 51.3 2 0 0 1,658.7732
L_07 Endothelial protein C receptor EPCR_HUMAN 26,671 5 6 11 26.10% LHMLQISYFR 28 37 45.4 27.1 34.1 2 0 0 1,307.6929
L_07 Endothelial protein C receptor EPCR_HUMAN 26,671 5 6 11 26.10% TQSGLQSYLLQFHGLVR 82 98 53.3 27.2 46.2 0 1 0 1,947.0448
L_07 Endothelial protein C receptor EPCR_HUMAN 26,671 5 6 11 26.10% TLAFPLTIR 105 113 45.0 25.0 27.1 2 0 0 1,031.6249
L_07 Endothelial protein C receptor EPCR_HUMAN 26,671 5 6 11 26.10% CFLGCELPPEGSR 114 126 57.5 25.0 53.9 2 0 0 1,521.6827
L_07 Endothelial protein C receptor EPCR_HUMAN 26,671 5 6 11 26.10% EFLEDTCVQYVQK 180 192 74.2 25.0 64.9 2 2 0 1,658.7732
M_06 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 6 13.40% LHMLQISYFR 28 37 35.3 27.2 29.1 1 0 0 1,323.6879
M_06 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 6 13.40% TLAFPLTIR 105 113 41.4 25.0 36.2 2 0 0 1,031.6249
M_06 Endothelial protein C receptor EPCR_HUMAN 26,671 3 4 6 13.40% EFLEDTCVQYVQK 180 192 80.3 25.0 73.7 2 1 0 1,658.7732
M_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 12 18.90% LHMLQISYFR 28 37 37.9 27.0 30.5 4 0 0 1,307.6929
M_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 12 18.90% TLAFPLTIR 105 113 41.8 25.0 31.1 2 0 0 1,031.6249
M_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 12 18.90% CFLGCELPPEGSR 114 126 70.1 25.0 68.9 2 0 0 1,521.6827
M_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 12 18.90% EFLEDTCVQYVQK 180 192 66.1 25.0 60.1 2 2 0 1,658.7732
M_08 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% TLAFPLTIR 105 113 37.4 25.0 29.8 1 0 0 1,031.6249
M_08 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% EFLEDTCVQYVQK 180 192 72.2 25.0 68.2 2 0 0 1,658.7732
M_11 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% TLAFPLTIR 105 113 27.9 25.0 19.2 1 0 0 1,031.6249
M_11 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% EFLEDTCVQYVQK 180 192 71.4 25.0 66.4 2 0 0 1,658.7732
N_06 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% TLAFPLTIR 105 113 37.0 25.0 33.2 1 0 0 1,031.6249
N_06 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% EFLEDTCVQYVQK 180 192 67.2 25.0 54.8 2 0 0 1,658.7732
N_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 10 18.90% LHMLQISYFR 28 37 41.4 27.1 41.4 2 0 0 1,323.6879
N_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 10 18.90% TLAFPLTIR 105 113 38.0 25.0 30.0 2 0 0 1,031.6249
N_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 10 18.90% CFLGCELPPEGSR 114 126 70.6 25.0 64.5 2 1 0 1,521.6827
N_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 10 18.90% EFLEDTCVQYVQK 180 192 69.0 25.0 62.1 2 1 0 1,658.7732
N_09 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 2 9.24% TLAFPLTIR 105 113 21.3 25.0 21.3 1 0 0 1,031.6249
N_09 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 2 9.24% EFLEDTCVQYVQK 180 192 40.0 25.0 35.2 1 0 0 1,658.7732
N_10 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 35.6 25.0 30.9 2 0 0 1,031.6249
N_10 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% EFLEDTCVQYVQK 180 192 68.4 25.0 60.2 2 0 0 1,658.7732



N_11 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% TLAFPLTIR 105 113 32.6 25.0 32.0 1 0 0 1,031.6249
N_11 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% EFLEDTCVQYVQK 180 192 72.3 25.0 60.6 2 0 0 1,658.7732
O_06 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% TLAFPLTIR 105 113 39.0 25.0 28.0 1 0 0 1,031.6249
O_06 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.24% EFLEDTCVQYVQK 180 192 74.1 25.0 63.8 2 0 0 1,658.7732
O_07 Endothelial protein C receptor EPCR_HUMAN 26,671 5 7 13 26.10% LHMLQISYFR 28 37 48.0 27.2 40.6 4 0 0 1,323.6879
O_07 Endothelial protein C receptor EPCR_HUMAN 26,671 5 7 13 26.10% TQSGLQSYLLQFHGLVR 82 98 31.2 27.2 27.5 0 2 0 1,947.0448
O_07 Endothelial protein C receptor EPCR_HUMAN 26,671 5 7 13 26.10% TLAFPLTIR 105 113 46.3 25.0 38.5 1 0 0 1,031.6249
O_07 Endothelial protein C receptor EPCR_HUMAN 26,671 5 7 13 26.10% CFLGCELPPEGSR 114 126 40.1 25.0 36.6 2 0 0 1,521.6827
O_07 Endothelial protein C receptor EPCR_HUMAN 26,671 5 7 13 26.10% EFLEDTCVQYVQK 180 192 66.4 25.0 58.0 2 2 0 1,658.7732
O_08 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% TLAFPLTIR 105 113 44.5 25.0 28.6 2 0 0 1,031.6249
O_08 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% CFLGCELPPEGSR 114 126 41.5 25.0 34.7 2 0 0 1,521.6827
O_08 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 6 14.70% EFLEDTCVQYVQK 180 192 72.7 25.0 66.5 2 0 0 1,658.7732
O_10 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 37.5 25.0 29.3 2 0 0 1,031.6249
O_10 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% EFLEDTCVQYVQK 180 192 73.3 25.0 68.1 2 0 0 1,658.7732
P_06 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 36.0 25.0 29.0 2 0 0 1,031.6249
P_06 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% EFLEDTCVQYVQK 180 192 71.6 25.0 59.7 2 0 0 1,658.7732
P_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 11 18.90% LHMLQISYFR 28 37 72.3 27.1 67.0 4 0 0 1,323.6879
P_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 11 18.90% TLAFPLTIR 105 113 45.3 25.0 35.0 1 0 0 1,031.6249
P_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 11 18.90% CFLGCELPPEGSR 114 126 62.7 25.0 58.0 2 0 0 1,521.6827
P_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 11 18.90% EFLEDTCVQYVQK 180 192 74.2 25.0 71.1 2 2 0 1,658.7732
P_08 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 5 13.40% LHMLQISYFR 28 37 33.8 27.0 33.8 2 0 0 1,323.6879
P_08 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 5 13.40% TLAFPLTIR 105 113 35.1 25.0 32.2 1 0 0 1,031.6249
P_08 Endothelial protein C receptor EPCR_HUMAN 26,671 3 3 5 13.40% EFLEDTCVQYVQK 180 192 74.0 25.0 68.6 2 0 0 1,658.7732
Q_06 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.66% LHMLQISYFR 28 37 44.0 27.0 38.9 1 0 0 1,323.6879
Q_06 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 3 9.66% EFLEDTCVQYVQK 180 192 80.4 25.0 72.6 2 0 0 1,658.7732
Q_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 11 18.90% LHMLQISYFR 28 37 54.2 27.2 48.1 4 0 0 1,323.6879
Q_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 11 18.90% TLAFPLTIR 105 113 39.8 25.0 34.5 1 0 0 1,031.6249
Q_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 11 18.90% CFLGCELPPEGSR 114 126 48.9 25.0 44.7 2 0 0 1,521.6827
Q_07 Endothelial protein C receptor EPCR_HUMAN 26,671 4 6 11 18.90% EFLEDTCVQYVQK 180 192 57.3 25.0 46.4 2 2 0 1,658.7732
Q_10 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 36.0 25.0 29.1 2 0 0 1,031.6249
Q_10 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% EFLEDTCVQYVQK 180 192 81.4 25.0 75.6 2 0 0 1,658.7732
Q_11 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% TLAFPLTIR 105 113 32.2 25.0 29.7 2 0 0 1,031.6249
Q_11 Endothelial protein C receptor EPCR_HUMAN 26,671 2 2 4 9.24% EFLEDTCVQYVQK 180 192 79.9 25.0 68.8 2 0 0 1,658.7732
B_18 Ephrin type‐A receptor 4 EPHA4_HUMAN 109,861 2 2 2 3.14% VYPANEVTLLDSR 25 37 30.0 28.6 20.2 1 0 0 1,476.7693
B_18 Ephrin type‐A receptor 4 EPHA4_HUMAN 109,861 2 2 2 3.14% CRPCGSGVHYTPQQNGLK 377 394 27.9 25.7 16.9 0 1 0 2,058.9599
A_16 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 2 2 3 2.13% TYEVCDVQR 57 65 25.9 25.0 24.2 1 0 0 1,169.5256
A_16 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 2 2 3 2.13% APSGAVLDYEVK 459 470 53.2 27.5 46.7 2 0 0 1,248.6471
B_17 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 2 2 4 2.13% TYEVCDVQR 57 65 24.8 25.0 20.0 2 0 0 1,169.5256
B_17 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 2 2 4 2.13% APSGAVLDYEVK 459 470 52.4 28.3 47.1 2 0 0 1,248.6471
C_15 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 2 2 2 1.93% TYEVCDVQR 57 65 40.4 25.0 31.5 1 0 0 1,169.5256
C_15 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 2 2 2 1.93% DLVEPWVVVR 385 394 30.3 26.6 16.7 1 0 0 1,211.6783
C_16 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 6 6 9 6.48% TYEVCDVQR 57 65 33.2 25.0 32.2 2 0 0 1,169.5256
C_16 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 6 6 9 6.48% VDTVAAEHLTR 138 148 45.6 26.6 36.5 1 0 0 1,211.6379
C_16 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 6 6 9 6.48% GAPCTTPPSAPR 317 328 29.7 26.4 24.9 1 0 0 1,211.5839
C_16 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 6 6 9 6.48% DLVEPWVVVR 385 394 34.1 25.8 17.7 1 0 0 1,211.6783
C_16 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 6 6 9 6.48% EVPPAVSDIR 432 441 26.0 26.2 14.5 2 0 0 1,082.5841
C_16 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 6 6 9 6.48% APSGAVLDYEVK 459 470 61.6 28.2 58.1 2 0 0 1,248.6471
C_17 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 4 4 7 4.36% TYEVCDVQR 57 65 35.0 25.0 35.0 1 0 0 1,169.5256
C_17 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 4 4 7 4.36% GAPCTTPPSAPR 317 328 37.6 26.4 36.2 2 0 0 1,211.5839
C_17 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 4 4 7 4.36% DLVEPWVVVR 385 394 42.7 26.3 26.8 2 0 0 1,211.6783
C_17 Ephrin type‐B receptor 4 EPHB4_HUMAN 108,270 4 4 7 4.36% APSGAVLDYEVK 459 470 51.7 27.9 46.2 2 0 0 1,248.6471
A_21 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 6 6 10 6.59% SDGTPFPWNK 42 51 22.3 25.0 6.9 1 0 0 1,148.5372
A_21 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 6 6 10 6.59% ILASTQFEPTAAR 176 188 70.5 28.0 64.4 2 0 0 1,404.7482
A_21 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 6 6 10 6.59% VGDYFFGK 396 403 41.2 26.4 36.3 2 0 0 932.4513
A_21 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 6 6 10 6.59% SGIVQYLQK 459 467 28.8 25.8 13.9 1 0 0 1,035.5834
A_21 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 6 6 10 6.59% GFPLITITVR 529 538 41.4 25.0 37.2 2 0 0 1,116.6777
A_21 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 6 6 10 6.59% QTWTDEGSVSER 714 725 28.2 25.0 23.9 2 0 0 1,394.6183
A_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 4 4 6 4.68% SDGTPFPWNK 42 51 26.3 25.3 19.5 1 0 0 1,148.5372
A_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 4 4 6 4.68% ILASTQFEPTAAR 176 188 66.9 27.9 63.7 2 0 0 1,404.7482
A_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 4 4 6 4.68% HLAISNMPLVK 213 223 29.1 25.5 22.7 1 0 0 1,238.6927
A_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 4 4 6 4.68% YQFSLSSTEK 789 798 32.0 25.6 20.9 2 0 0 1,189.5735
B_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 7 7 12 7.97% ILASTQFEPTAAR 176 188 72.9 27.7 64.4 2 0 0 1,404.7482
B_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 7 7 12 7.97% HLAISNMPLVK 213 223 37.4 25.8 28.6 2 0 0 1,238.6927
B_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 7 7 12 7.97% EYLSADAFK 450 458 24.2 25.0 24.2 1 0 0 1,043.5044
B_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 7 7 12 7.97% GFPLITITVR 529 538 39.2 25.0 26.5 2 0 0 1,116.6777
B_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 7 7 12 7.97% DMNEVETQFK 691 700 35.7 25.0 28.9 2 0 0 1,256.5465
B_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 7 7 12 7.97% QTWTDEGSVSER 714 725 46.5 25.0 38.7 2 0 0 1,394.6183
B_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 7 7 12 7.97% YQFSLSSTEK 789 798 27.5 26.0 19.8 1 0 0 1,189.5735
C_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 6 6 9 6.70% ILASTQFEPTAAR 176 188 77.7 27.9 69.7 2 0 0 1,404.7482
C_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 6 6 9 6.70% HLAISNMPLVK 213 223 27.1 26.0 22.1 1 0 0 1,238.6927
C_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 6 6 9 6.70% ESALLFDAEK 329 338 34.0 27.2 24.4 1 0 0 1,122.5678
C_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 6 6 9 6.70% SGIVQYLQK 459 467 34.2 25.9 19.6 1 0 0 1,035.5834
C_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 6 6 9 6.70% GFPLITITVR 529 538 20.7 25.0 12.5 2 0 0 1,116.6777
C_22 Endoplasmic reticulum aminopeptidase 1 ERAP1_HUMAN 107,238 6 6 9 6.70% DMNEVETQFK 691 700 25.3 25.0 14.0 2 0 0 1,256.5465
A_13 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 6 8.01% FHTEALTALLSDDSK 131 145 32.3 28.0 26.1 0 2 0 1,647.8226
A_13 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 6 8.01% ILYLTPEQEK 343 352 41.5 28.2 33.3 2 0 0 1,233.6727
A_13 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 6 8.01% GFGGIGGILR 405 414 49.2 26.7 34.2 2 0 0 946.5471
A_14 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 2 3 5 5.26% LSVLGAITSVQQR 69 81 57.4 25.6 48.1 2 2 0 1,371.7955
A_14 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 2 3 5 5.26% YCFGVEDTLK 301 310 22.4 25.0 18.4 1 0 0 1,231.5665
B_13 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 6 8.01% FHTEALTALLSDDSK 131 145 17.8 28.0 12.3 0 2 0 1,647.8226
B_13 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 6 8.01% YCFGVEDTLK 301 310 31.1 25.0 26.9 2 0 0 1,231.5665
B_13 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 6 8.01% GFGGIGGILR 405 414 42.7 26.3 29.4 2 0 0 946.5471
B_14 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 2 3 6 5.26% LSVLGAITSVQQR 69 81 46.7 25.7 44.1 2 2 0 1,371.7955
B_14 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 2 3 6 5.26% GFGGIGGILR 405 414 45.7 26.3 25.7 2 0 0 946.5471
C_13 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 5 7.55% LSVLGAITSVQQR 69 81 59.7 25.8 48.3 2 0 0 1,371.7955
C_13 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 5 7.55% ILYLTPEQEK 343 352 30.8 28.1 20.7 1 0 0 1,233.6727
C_13 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 5 7.55% GFGGIGGILR 405 414 47.5 27.6 33.8 2 0 0 946.5471
C_14 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 5 7.78% LSVLGAITSVQQR 69 81 46.4 25.8 35.9 2 0 0 1,371.7955
C_14 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 5 7.78% FGATLEIVTDK 385 395 53.3 26.7 40.0 1 0 0 1,193.6414
C_14 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 5 7.78% GFGGIGGILR 405 414 55.0 27.5 39.1 2 0 0 946.5471
H_12 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 4 7.55% LSVLGAITSVQQR 69 81 36.3 25.6 28.3 0 1 0 1,371.7955
H_12 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 4 7.55% YCFGVEDTLK 301 310 36.5 25.0 32.9 2 0 0 1,231.5665
H_12 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 4 7.55% ILYLTPEQEK 343 352 27.6 28.0 17.9 1 0 0 1,233.6727
J_12 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 6 7.78% LSVLGAITSVQQR 69 81 67.1 25.0 63.5 2 0 0 1,371.7955
J_12 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 6 7.78% FGATLEIVTDK 385 395 38.5 26.4 21.5 2 0 0 1,193.6414
J_12 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 3 6 7.78% GFGGIGGILR 405 414 37.7 26.8 24.0 2 0 0 946.5471
K_12 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 4 8 7.78% LSVLGAITSVQQR 69 81 47.8 25.6 39.6 2 2 0 1,371.7955
K_12 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 4 8 7.78% FGATLEIVTDK 385 395 52.2 27.2 44.5 2 0 0 1,193.6414
K_12 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 3 4 8 7.78% GFGGIGGILR 405 414 38.7 27.2 27.3 2 0 0 946.5471
L_08 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 2 2 4 5.26% LSVLGAITSVQQR 69 81 77.0 25.0 72.3 2 0 0 1,371.7955
L_08 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 2 2 4 5.26% GFGGIGGILR 405 414 29.2 26.8 18.9 2 0 0 946.5471
Q_08 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 2 2 2 5.03% TELSQSDMFDQR 234 245 39.3 25.0 37.1 1 0 0 1,472.6324
Q_08 Eukaryotic peptide chain release factor subunit 1 ERF1_HUMAN 49,033 2 2 2 5.03% GFGGIGGILR 405 414 28.1 26.7 14.1 1 0 0 946.5471
B_18 Eukaryotic peptide chain release factor GTP‐binding subunit ERF3A ERF3A_HUMAN 55,757 2 2 4 4.01% HLIVLINK 214 221 38.8 25.0 22.3 2 0 0 949.6194
B_18 Eukaryotic peptide chain release factor GTP‐binding subunit ERF3A ERF3A_HUMAN 55,757 2 2 4 4.01% MDDPTVNWSNER 222 233 60.7 25.0 56.2 2 0 0 1,479.6170
A_15 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 4 4.70% LLESDYFR 68 75 33.0 26.4 21.9 2 0 0 1,042.5204
A_15 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 4 4.70% LGAVDESLSEETQK 137 150 76.1 27.5 68.5 2 0 0 1,505.7331
B_15 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 4 4.70% LLESDYFR 68 75 39.6 26.4 33.1 2 0 0 1,042.5204
B_15 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 4 4.70% LGAVDESLSEETQK 137 150 94.3 27.5 78.0 2 0 0 1,505.7331
F_15 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 3 4.70% LLESDYFR 68 75 25.7 26.3 17.5 1 0 0 1,042.5204
F_15 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 3 4.70% LGAVDESLSEETQK 137 150 81.4 27.5 63.5 2 0 0 1,505.7331
H_13 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 3 5.34% LGAVDESLSEETQK 137 150 70.1 27.8 62.5 2 0 0 1,505.7331



H_13 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 3 5.34% LQTQGLGTALK 403 413 24.3 28.5 6.1 1 0 0 1,129.6578
H_14 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 2 4.70% LLESDYFR 68 75 23.4 26.3 21.9 1 0 0 1,042.5204
H_14 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 2 4.70% LGAVDESLSEETQK 137 150 66.4 27.6 63.8 1 0 0 1,505.7331
I_13 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 4 4.70% LLESDYFR 68 75 33.8 26.3 24.3 2 0 0 1,042.5204
I_13 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 4 4.70% LGAVDESLSEETQK 137 150 64.9 27.9 48.4 2 0 0 1,505.7331
J_13 ERO1‐like protein alpha ERO1A_HUMAN 54,299 3 3 5 7.26% LLESDYFR 68 75 22.0 25.9 14.3 1 0 0 1,042.5204
J_13 ERO1‐like protein alpha ERO1A_HUMAN 54,299 3 3 5 7.26% LGAVDESLSEETQK 137 150 82.2 27.9 69.9 2 0 0 1,505.7331
J_13 ERO1‐like protein alpha ERO1A_HUMAN 54,299 3 3 5 7.26% FDGILTEGEGPR 288 299 22.6 27.3 17.8 2 0 0 1,290.6327
K_13 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 4 5.56% LGAVDESLSEETQK 137 150 77.9 27.9 62.2 2 0 0 1,505.7331
K_13 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 4 5.56% FDGILTEGEGPR 288 299 23.1 26.3 18.3 2 0 0 1,290.6327
Q_08 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 3 5.56% LGAVDESLSEETQK 137 150 69.6 27.9 57.4 2 0 0 1,505.7331
Q_08 ERO1‐like protein alpha ERO1A_HUMAN 54,299 2 2 3 5.56% FDGILTEGEGPR 288 299 28.7 27.2 25.6 1 0 0 1,290.6327
A_08 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 5 5 10 23.80% GALPLDTVTFYK 37 48 52.4 26.3 32.9 2 0 0 1,324.7149
A_08 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 5 5 10 23.80% FDTQYPYGEK 60 69 36.3 25.0 35.0 2 0 0 1,247.5580
A_08 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 5 5 10 23.80% DGDFENPVPYTGAVK 123 137 83.4 26.5 70.0 2 0 0 1,608.7542
A_08 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 5 5 10 23.80% ILDQGEDFPASEMTR 209 223 64.9 25.0 63.9 2 0 0 1,724.7799
A_08 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 5 5 10 23.80% SLNILTAFQK 244 253 56.6 25.4 45.8 2 0 0 1,134.6518
A_09 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 16.10% GALPLDTVTFYK 37 48 27.4 26.9 19.3 1 0 0 1,324.7149
A_09 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 16.10% DGDFENPVPYTGAVK 123 137 42.0 26.1 36.5 2 0 0 1,608.7542
A_09 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 16.10% ILDQGEDFPASEMTR 209 223 57.4 25.0 57.4 2 0 0 1,724.7799
B_08 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 9 19.90% GALPLDTVTFYK 37 48 51.2 26.3 32.0 2 0 0 1,324.7149
B_08 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 9 19.90% FDTQYPYGEK 60 69 40.2 25.0 38.4 2 0 0 1,247.5580
B_08 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 9 19.90% DGDFENPVPYTGAVK 123 137 79.5 26.0 69.3 3 0 0 1,608.7542
B_08 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 9 19.90% ILDQGEDFPASEMTR 209 223 86.1 25.0 86.1 2 0 0 1,724.7799
B_09 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 2 2 3 11.50% DGDFENPVPYTGAVK 123 137 35.1 26.1 31.2 1 0 0 1,608.7542
B_09 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 2 2 3 11.50% ILDQGEDFPASEMTR 209 223 83.2 25.0 83.2 2 0 0 1,724.7799
C_08 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 4 6 15.30% FDTQYPYGEK 60 69 23.3 25.0 23.3 1 0 0 1,247.5580
C_08 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 4 6 15.30% DGDFENPVPYTGAVK 123 137 59.8 26.1 49.2 2 0 0 1,608.7542
C_08 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 4 6 15.30% ILDQGEDFPASEMTR 209 223 73.6 25.0 72.4 2 1 0 1,724.7799
C_09 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 14.20% GALPLDTVTFYK 37 48 22.5 26.6 11.7 1 0 0 1,324.7149
C_09 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 14.20% ILDQGEDFPASEMTR 209 223 63.4 25.0 63.4 2 0 0 1,724.7799
C_09 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 14.20% SLNILTAFQK 244 253 37.8 25.0 29.4 2 0 0 1,134.6518
D_13 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 7 16.90% GALPLDTVTFYK 37 48 43.0 26.7 30.1 2 0 0 1,324.7149
D_13 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 7 16.90% FDTQYPYGEK 60 69 30.4 25.0 27.9 2 0 0 1,247.5580
D_13 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 7 16.90% DGDFENPVPYTGAVK 123 137 32.5 25.8 23.5 2 0 0 1,608.7542
D_13 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 7 16.90% WAEQYLK 198 204 32.2 26.6 18.6 1 0 0 937.4778
E_12 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 2 2 4 7.28% GALPLDTVTFYK 37 48 26.9 26.5 18.6 2 0 0 1,324.7149
E_12 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 2 2 4 7.28% WAEQYLK 198 204 25.7 26.6 12.0 2 0 0 937.4778
F_10 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 7 18.00% FDTQYPYGEK 60 69 32.6 25.0 23.0 2 0 0 1,247.5580
F_10 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 7 18.00% DGDFENPVPYTGAVK 123 137 38.5 26.0 25.9 2 0 0 1,608.7542
F_10 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 7 18.00% WAEQYLK 198 204 33.1 27.1 16.9 1 0 0 937.4778
F_10 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 7 18.00% ILDQGEDFPASEMTR 209 223 64.3 25.0 61.1 2 0 0 1,724.7799
G_10 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 7 16.10% FDTQYPYGEK 60 69 42.5 25.0 35.9 2 0 0 1,247.5580
G_10 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 7 16.10% WAEQYLK 198 204 29.7 27.2 10.7 1 0 0 937.4778
G_10 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 7 16.10% ILDQGEDFPASEMTR 209 223 63.2 25.0 61.8 2 0 0 1,724.7799
G_10 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 7 16.10% SLNILTAFQK 244 253 39.5 25.3 29.2 2 0 0 1,134.6518
H_06 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 13.40% FDTQYPYGEK 60 69 27.4 25.0 20.4 1 0 0 1,247.5580
H_06 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 13.40% DGDFENPVPYTGAVK 123 137 71.8 26.5 61.4 2 0 0 1,608.7542
H_06 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 13.40% SLNILTAFQK 244 253 59.7 25.4 47.8 2 0 0 1,134.6518
H_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 5 6 9 21.80% FDTQYPYGEK 60 69 32.1 25.0 31.1 2 0 0 1,247.5580
H_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 5 6 9 21.80% DGDFENPVPYTGAVK 123 137 29.1 26.1 21.8 1 0 0 1,608.7542
H_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 5 6 9 21.80% WAEQYLK 198 204 22.6 26.9 13.6 1 0 0 937.4778
H_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 5 6 9 21.80% ILDQGEDFPASEMTR 209 223 71.5 25.0 69.1 4 0 0 1,724.7799
H_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 5 6 9 21.80% SLNILTAFQK 244 253 53.0 25.7 36.4 1 0 0 1,134.6518
I_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 5 10 19.90% GALPLDTVTFYK 37 48 41.3 26.3 17.6 2 0 0 1,324.7149
I_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 5 10 19.90% DGDFENPVPYTGAVK 123 137 55.6 26.5 44.0 2 0 0 1,608.7542
I_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 5 10 19.90% ILDQGEDFPASEMTR 209 223 79.0 26.1 72.6 4 0 0 1,708.7849
I_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 5 10 19.90% SLNILTAFQK 244 253 61.7 25.4 46.7 2 0 0 1,134.6518
J_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 14.20% GALPLDTVTFYK 37 48 31.8 26.6 21.7 1 0 0 1,324.7149
J_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 14.20% DGDFENPVPYTGAVK 123 137 81.5 26.8 64.8 2 0 0 1,608.7542
J_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 14.20% SLNILTAFQK 244 253 62.7 25.6 44.8 2 0 0 1,134.6518
K_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 8 19.20% FDTQYPYGEK 60 69 32.4 25.0 30.4 2 0 0 1,247.5580
K_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 8 19.20% DGDFENPVPYTGAVK 123 137 60.6 26.1 47.5 2 0 0 1,608.7542
K_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 8 19.20% ILDQGEDFPASEMTR 209 223 52.1 25.0 52.1 2 0 0 1,724.7799
K_07 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 4 4 8 19.20% SLNILTAFQK 244 253 62.0 25.4 56.1 2 0 0 1,134.6518
L_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 2 2 3 10.30% GALPLDTVTFYK 37 48 50.2 27.0 40.4 1 0 0 1,324.7149
L_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 2 2 3 10.30% DGDFENPVPYTGAVK 123 137 55.3 26.9 47.3 2 0 0 1,608.7542
M_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 13.40% FDTQYPYGEK 60 69 25.0 25.0 23.4 2 0 0 1,247.5580
M_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 13.40% ILDQGEDFPASEMTR 209 223 74.2 25.0 74.2 2 0 0 1,724.7799
M_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 5 13.40% SLNILTAFQK 244 253 32.7 25.4 21.5 1 0 0 1,134.6518
N_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 2 2 4 11.50% DGDFENPVPYTGAVK 123 137 44.4 26.8 34.1 2 0 0 1,608.7542
N_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 2 2 4 11.50% ILDQGEDFPASEMTR 209 223 60.0 25.0 59.4 2 0 0 1,724.7799
O_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 6 16.10% GALPLDTVTFYK 37 48 51.6 27.0 33.2 2 0 0 1,324.7149
O_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 6 16.10% DGDFENPVPYTGAVK 123 137 41.2 26.8 34.6 2 0 0 1,608.7542
O_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 6 16.10% ILDQGEDFPASEMTR 209 223 56.3 25.0 56.2 2 0 0 1,724.7799
P_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 6 15.30% FDTQYPYGEK 60 69 42.5 25.0 34.3 2 0 0 1,247.5580
P_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 6 15.30% DGDFENPVPYTGAVK 123 137 50.2 27.0 32.0 2 0 0 1,608.7542
P_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 6 15.30% ILDQGEDFPASEMTR 209 223 58.6 25.0 58.5 2 0 0 1,724.7799
Q_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 6 16.10% GALPLDTVTFYK 37 48 74.6 26.3 55.2 2 0 0 1,324.7149
Q_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 6 16.10% DGDFENPVPYTGAVK 123 137 65.5 26.9 57.8 2 0 0 1,608.7542
Q_05 Endoplasmic reticulum resident protein 29 ERP29_HUMAN 28,995 3 3 6 16.10% ILDQGEDFPASEMTR 209 223 70.0 25.0 67.7 2 0 0 1,724.7799
C_12 Endoplasmic reticulum resident protein 44 ERP44_HUMAN 46,973 3 3 5 8.13% DLAEITTLDR 149 158 64.3 28.6 57.3 2 0 0 1,146.6003
C_12 Endoplasmic reticulum resident protein 44 ERP44_HUMAN 46,973 3 3 5 8.13% NIIGYFEQK 162 170 20.9 27.1 18.7 1 0 0 1,111.5783
C_12 Endoplasmic reticulum resident protein 44 ERP44_HUMAN 46,973 3 3 5 8.13% TPADCPVIAIDSFR 314 327 42.7 27.3 40.6 2 0 0 1,561.7681
C_13 Endoplasmic reticulum resident protein 44 ERP44_HUMAN 46,973 2 2 3 4.68% DLAEITTLDR 149 158 61.8 28.7 52.2 2 0 0 1,146.6003
C_13 Endoplasmic reticulum resident protein 44 ERP44_HUMAN 46,973 2 2 3 4.68% NIIGYFEQK 162 170 33.8 27.1 25.8 1 0 0 1,111.5783
B_07 ES1 protein homolog, mitochondrial ES1_HUMAN 28,170 2 2 2 7.84% NLSTFAVDGK 142 151 22.5 27.0 14.9 1 0 0 1,051.5419
B_07 ES1 protein homolog, mitochondrial ES1_HUMAN 28,170 2 2 2 7.84% WPYAGTAEAIK 204 214 24.4 29.1 15.3 1 0 0 1,206.6154
G_13 Endothelial cell‐selective adhesion molecule ESAM_HUMAN 41,176 2 2 3 6.41% DSGPYSCSVNVQDK 120 133 47.3 25.0 33.4 2 0 0 1,555.6694
G_13 Endothelial cell‐selective adhesion molecule ESAM_HUMAN 41,176 2 2 3 6.41% SKPAVQYQWDR 179 189 27.5 28.0 25.3 0 1 0 1,377.6910
N_07 Endothelial cell‐selective adhesion molecule ESAM_HUMAN 41,176 2 2 4 6.41% DSGPYSCSVNVQDK 120 133 49.2 25.0 43.5 2 0 0 1,555.6694
N_07 Endothelial cell‐selective adhesion molecule ESAM_HUMAN 41,176 2 2 4 6.41% SKPAVQYQWDR 179 189 39.2 27.9 25.6 0 2 0 1,377.6910
C_10 Endothelial cell‐specific molecule 1 ESM1_HUMAN 20,094 2 2 3 14.70% DCPYGTFGMDCR 101 112 35.0 25.0 35.0 2 0 0 1,494.5449
C_10 Endothelial cell‐specific molecule 1 ESM1_HUMAN 20,094 2 2 3 14.70% EEVVKENAAGSPVMR 164 178 26.1 27.7 16.9 0 1 0 1,631.8058
C_11 Endothelial cell‐specific molecule 1 ESM1_HUMAN 20,094 2 2 3 14.70% DCPYGTFGMDCR 101 112 40.5 25.0 40.5 2 0 0 1,494.5449
C_11 Endothelial cell‐specific molecule 1 ESM1_HUMAN 20,094 2 2 3 14.70% EEVVKENAAGSPVMR 164 178 27.4 27.7 26.7 1 0 0 1,631.8058
G_09 Endothelial cell‐specific molecule 1 ESM1_HUMAN 20,094 2 2 3 14.70% DCPYGTFGMDCR 101 112 27.5 25.0 27.5 2 0 0 1,494.5449
G_09 Endothelial cell‐specific molecule 1 ESM1_HUMAN 20,094 2 2 3 14.70% EEVVKENAAGSPVMR 164 178 20.5 27.5 20.4 0 1 0 1,615.8108
A_09 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 3 4 7 11.30% VFEHDSVELNCK 18 29 44.4 25.0 39.1 2 1 0 1,476.6788
A_09 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 3 4 7 11.30% FAVYLPPK 32 39 32.4 27.4 14.2 2 0 0 934.5397
A_09 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 3 4 7 11.30% AFSGYLGTDQSK 187 198 38.2 25.2 30.9 2 0 0 1,273.6060
B_09 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 2 2 2 7.09% FAVYLPPK 32 39 24.1 27.4 10.3 1 0 0 934.5397
B_09 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 2 2 2 7.09% AFSGYLGTDQSK 187 198 20.3 25.2 13.2 1 0 0 1,273.6060
D_15 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 4 4 6 14.50% VFEHDSVELNCK 18 29 17.6 25.0 3.4 0 1 0 1,476.6788
D_15 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 4 4 6 14.50% FAVYLPPK 32 39 23.3 26.0 13.7 2 0 0 934.5397
D_15 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 4 4 6 14.50% AFSGYLGTDQSK 187 198 54.8 25.2 49.3 2 0 0 1,273.6060
D_15 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 4 4 6 14.50% AYDATHLVK 201 209 28.5 28.5 15.7 1 0 0 1,017.5364
F_11 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 3 3 4 11.70% VFEHDSVELNCK 18 29 57.0 25.0 46.5 2 0 0 1,476.6788
F_11 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 3 3 4 11.70% FAVYLPPK 32 39 25.1 27.4 9.5 1 0 0 934.5397
F_11 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 3 3 4 11.70% KAFSGYLGTDQSK 186 198 37.6 28.2 32.4 1 0 0 1,401.7010
G_11 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 2 3 6 8.51% VFEHDSVELNCK 18 29 50.2 25.3 44.4 2 2 0 1,476.6788
G_11 S‐formylglutathione hydrolase ESTD_HUMAN 31,464 2 3 6 8.51% AFSGYLGTDQSK 187 198 55.1 25.0 48.4 2 0 0 1,273.6060



H_04 Extended synaptotagmin‐1 ESYT1_HUMAN 122,859 2 2 4 3.17% LTHVDSPLEAPAGPLGQVK 958 976 24.4 26.3 22.2 0 2 0 1,929.0443
H_04 Extended synaptotagmin‐1 ESYT1_HUMAN 122,859 2 2 4 3.17% VQLDLAETDLSQGVAR 1076 1091 97.7 28.3 90.4 2 0 0 1,714.8972
A_10 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 3 3 5 14.10% VLVAQHDVYK 76 85 32.9 28.3 27.4 1 0 0 1,171.6470
A_10 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 3 3 5 14.10% GTSFDAAATSGGSASSEK 170 187 67.6 25.0 67.6 2 0 0 1,630.7191
A_10 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 3 3 5 14.10% AAVDAGFVPNDMQVGQTGK 250 268 40.4 26.2 35.1 2 0 0 1,920.9123
B_10 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 4 4 7 18.60% LGGEVSCLVAGTK 47 59 34.8 29.0 30.6 1 0 0 1,290.6724
B_10 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 4 4 7 18.60% TIYAGNALCTVK 147 158 37.6 27.6 0.0 2 0 0 1,310.6774
B_10 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 4 4 7 18.60% GTSFDAAATSGGSASSEK 170 187 64.8 25.0 64.8 2 0 0 1,630.7191
B_10 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 4 4 7 18.60% AAVDAGFVPNDMQVGQTGK 250 268 61.4 26.2 58.2 2 0 0 1,920.9123
C_09 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 3 3 5 13.20% LGGEVSCLVAGTK 47 59 25.1 28.5 21.5 2 0 0 1,290.6724
C_09 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 3 3 5 13.20% TIYAGNALCTVK 147 158 31.2 27.1 0.0 1 0 0 1,310.6774
C_09 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 3 3 5 13.20% AAVDAGFVPNDMQVGQTGK 250 268 40.1 26.0 39.4 2 0 0 1,920.9123
C_10 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 2 2 3 11.10% GTSFDAAATSGGSASSEK 170 187 68.5 25.0 67.3 2 0 0 1,630.7191
C_10 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 2 2 3 11.10% AAVDAGFVPNDMQVGQTGK 250 268 38.9 26.0 37.0 1 0 0 1,920.9123
K_08 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 2 2 3 7.51% LGGEVSCLVAGTK 47 59 34.3 29.0 31.5 1 0 0 1,290.6724
K_08 Electron transfer flavoprotein subunit alpha, mitochondrial ETFA_HUMAN 35,080 2 2 3 7.51% TIYAGNALCTVK 147 158 31.4 27.4 0.0 2 0 0 1,310.6774
A_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 5 5 9 21.20% EVIAVSCGPAQCQETIR 60 76 62.1 26.5 54.2 2 0 0 1,917.9159
A_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 5 5 9 21.20% GIHVEVPPAEAER 86 98 34.7 28.5 26.8 0 2 0 1,403.7278
A_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 5 5 9 21.20% LKLPAVVTADLR 175 186 26.4 25.0 25.1 1 0 0 1,295.8047
A_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 5 5 9 21.20% LPAVVTADLR 177 186 48.5 25.0 34.8 2 0 0 1,054.6256
A_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 5 5 9 21.20% LSVISVEDPPQR 222 233 48.6 27.0 37.8 2 0 0 1,339.7217
B_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 5 6 10 26.70% EVIAVSCGPAQCQETIR 60 76 67.8 26.1 62.7 2 1 0 1,917.9159
B_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 5 6 10 26.70% GIHVEVPPAEAER 86 98 32.2 28.4 14.2 0 2 0 1,403.7278
B_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 5 6 10 26.70% LPAVVTADLR 177 186 45.3 25.0 37.6 2 0 0 1,054.6256
B_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 5 6 10 26.70% IEVIKPGDLGVDLTSK 206 221 21.4 25.4 15.6 0 1 0 1,683.9531
B_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 5 6 10 26.70% LSVISVEDPPQR 222 233 53.2 27.1 44.5 2 0 0 1,339.7217
C_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 4 4 5 17.30% GIHVEVPPAEAER 86 98 35.8 28.4 27.6 0 1 0 1,403.7278
C_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 4 4 5 17.30% LPAVVTADLR 177 186 25.1 25.0 22.1 1 0 0 1,054.6256
C_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 4 4 5 17.30% YATLPNIMK 192 200 27.4 26.9 17.0 1 0 0 1,066.5603
C_08 Electron transfer flavoprotein subunit beta ETFB_HUMAN 27,844 4 4 5 17.30% LSVISVEDPPQR 222 233 57.8 27.1 48.2 2 0 0 1,339.7217
L_12 RNA‐binding protein EWS EWS_HUMAN 68,478 2 2 3 5.79% QDHPSSMGVYGQESGGFSGPGENR 269 292 38.6 25.0 30.5 0 1 0 2,496.0483
L_12 RNA‐binding protein EWS EWS_HUMAN 68,478 2 2 3 5.79% GDATVSYEDPPTAK 411 424 60.5 25.0 55.1 2 0 0 1,450.6698
M_12 RNA‐binding protein EWS EWS_HUMAN 68,478 2 2 4 5.79% QDHPSSMGVYGQESGGFSGPGENR 269 292 58.5 25.0 54.9 0 2 0 2,496.0483
M_12 RNA‐binding protein EWS EWS_HUMAN 68,478 2 2 4 5.79% GDATVSYEDPPTAK 411 424 46.5 25.0 39.3 2 0 0 1,450.6698
A_21 Exocyst complex component 2 EXOC2_HUMAN 104,070 2 2 2 1.95% GALLPLSIR 519 527 20.9 25.0 0.0 1 0 0 939.5987
A_21 Exocyst complex component 2 EXOC2_HUMAN 104,070 2 2 2 1.95% LFENYIELK 759 767 23.3 26.5 14.8 1 0 0 1,168.6249
A_09 Exosome complex component RRP4 EXOS2_HUMAN 32,789 2 2 4 7.85% LIASVAGSVER 52 62 34.1 27.9 25.4 2 0 0 1,101.6262
A_09 Exosome complex component RRP4 EXOS2_HUMAN 32,789 2 2 4 7.85% YIGEVGDIVVGR 76 87 53.7 28.1 42.6 2 0 0 1,276.6897
A_19 Exostosin‐2 EXT2_HUMAN 82,256 2 2 2 3.20% LPADSPIPER 71 80 50.0 26.1 40.5 1 0 0 1,094.5842
A_19 Exostosin‐2 EXT2_HUMAN 82,256 2 2 2 3.20% IKETAQAMAQLSR 167 179 24.6 28.7 15.2 0 1 0 1,462.7684
B_19 Exostosin‐2 EXT2_HUMAN 82,256 2 2 3 3.48% CTNLSEGVLSVR 286 297 34.1 28.3 18.7 1 0 0 1,334.6733
B_19 Exostosin‐2 EXT2_HUMAN 82,256 2 2 3 3.48% AIALATLQIINDR 405 417 50.1 25.0 39.8 2 0 0 1,411.8269
A_10 Exostosin‐like 2 EXTL2_HUMAN 37,467 2 2 4 5.45% VIVVWNNIGEK 95 105 47.4 27.5 41.2 2 0 0 1,270.7154
A_10 Exostosin‐like 2 EXTL2_HUMAN 37,467 2 2 4 5.45% YLELFQR 222 228 36.1 26.2 26.7 2 0 0 968.5200
C_10 Exostosin‐like 2 EXTL2_HUMAN 37,467 3 3 5 8.79% VIVVWNNIGEK 95 105 36.6 27.1 36.6 2 0 0 1,270.7154
C_10 Exostosin‐like 2 EXTL2_HUMAN 37,467 3 3 5 8.79% YLELFQR 222 228 30.9 26.3 24.1 1 0 0 968.5200
C_10 Exostosin‐like 2 EXTL2_HUMAN 37,467 3 3 5 8.79% LVNIYDSMPLR 300 310 32.0 27.2 25.2 2 0 0 1,336.6931
F_12 Exostosin‐like 2 EXTL2_HUMAN 37,467 2 2 4 5.45% VIVVWNNIGEK 95 105 29.6 27.5 26.7 2 0 0 1,270.7154
F_12 Exostosin‐like 2 EXTL2_HUMAN 37,467 2 2 4 5.45% YLELFQR 222 228 41.0 26.3 22.5 2 0 0 968.5200
G_12 Exostosin‐like 2 EXTL2_HUMAN 37,467 2 2 4 5.45% VIVVWNNIGEK 95 105 32.8 27.4 25.4 2 0 0 1,270.7154
G_12 Exostosin‐like 2 EXTL2_HUMAN 37,467 2 2 4 5.45% YLELFQR 222 228 36.4 26.8 27.1 2 0 0 968.5200
H_09 Exostosin‐like 2 EXTL2_HUMAN 37,467 2 2 4 5.45% VIVVWNNIGEK 95 105 47.8 27.4 38.2 2 0 0 1,270.7154
H_09 Exostosin‐like 2 EXTL2_HUMAN 37,467 2 2 4 5.45% YLELFQR 222 228 32.7 26.2 26.4 2 0 0 968.5200
I_09 Exostosin‐like 2 EXTL2_HUMAN 37,467 2 2 4 5.45% VIVVWNNIGEK 95 105 61.1 27.5 51.6 2 0 0 1,270.7154
I_09 Exostosin‐like 2 EXTL2_HUMAN 37,467 2 2 4 5.45% YLELFQR 222 228 47.8 26.3 28.5 2 0 0 968.5200
K_09 Exostosin‐like 2 EXTL2_HUMAN 37,467 2 2 3 5.45% VIVVWNNIGEK 95 105 49.6 27.5 40.5 2 0 0 1,270.7154
K_09 Exostosin‐like 2 EXTL2_HUMAN 37,467 2 2 3 5.45% YLELFQR 222 228 33.5 26.3 26.7 1 0 0 968.5200
A_18 Ezrin EZRI_HUMAN 69,415 5 5 10 16.70% KENPLQFK 72 79 34.8 28.1 23.3 1 0 0 1,003.5572
A_18 Ezrin EZRI_HUMAN 69,415 5 5 10 16.70% DNAMLEYLK 185 193 36.3 25.0 25.1 2 0 0 1,112.5294
A_18 Ezrin EZRI_HUMAN 69,415 5 5 10 16.70% FVIKPIDK 255 262 33.3 25.0 17.8 2 0 0 959.5926
A_18 Ezrin EZRI_HUMAN 69,415 5 5 10 16.70% KAPDFVFYAPR 263 273 45.0 27.9 41.5 2 0 0 1,310.6892
A_18 Ezrin EZRI_HUMAN 69,415 5 5 10 16.70% APDFVFYAPR 264 273 62.9 27.4 58.4 2 0 0 1,182.5942
A_18 Ezrin EZRI_HUMAN 69,415 5 5 10 16.70% ILQLCMGNHELYMR 280 293 28.8 25.8 20.4 2 0 0 1,809.8446
A_18 Ezrin EZRI_HUMAN 69,415 5 5 10 16.70% RKPDTIEVQQMK 295 306 28.8 28.1 21.6 0 2 0 1,472.7892
A_18 Ezrin EZRI_HUMAN 69,415 5 5 10 16.70% SQEQLAAELAEYTAK 413 427 93.9 27.6 88.7 2 0 0 1,651.8174
A_18 Ezrin EZRI_HUMAN 69,415 5 5 10 16.70% IALLEEAR 428 435 51.8 26.3 0.0 2 0 0 914.5306
A_18 Ezrin EZRI_HUMAN 69,415 5 5 10 16.70% QLLTLSSELSQAR 530 542 95.0 27.7 82.4 2 0 0 1,445.7959
A_19 Ezrin EZRI_HUMAN 69,415 5 6 12 13.80% QLFDQVVK 28 35 30.6 28.6 8.7 2 0 0 976.5463
A_19 Ezrin EZRI_HUMAN 69,415 5 6 12 13.80% DNAMLEYLK 185 193 37.9 25.0 28.9 2 0 0 1,112.5294
A_19 Ezrin EZRI_HUMAN 69,415 5 6 12 13.80% FVIKPIDKK 255 263 30.5 25.0 13.3 1 0 0 1,087.6876
A_19 Ezrin EZRI_HUMAN 69,415 5 6 12 13.80% APDFVFYAPR 264 273 63.5 26.7 57.1 2 0 0 1,182.5942
A_19 Ezrin EZRI_HUMAN 69,415 5 6 12 13.80% SQEQLAAELAEYTAK 413 427 94.0 27.5 94.0 2 2 0 1,651.8174
A_19 Ezrin EZRI_HUMAN 69,415 5 6 12 13.80% IALLEEAR 428 435 51.8 26.3 0.0 2 0 0 914.5306
A_19 Ezrin EZRI_HUMAN 69,415 5 6 12 13.80% QLLTLSSELSQAR 530 542 83.9 27.7 74.7 2 0 0 1,445.7959
A_19 Ezrin EZRI_HUMAN 69,415 5 6 12 13.80% QRIDEFEAL 578 586 36.2 27.5 19.6 2 0 0 1,120.5634
B_18 Ezrin EZRI_HUMAN 69,415 2 2 4 11.40% QLFDQVVK 28 35 40.1 28.0 19.6 1 0 0 976.5463
B_18 Ezrin EZRI_HUMAN 69,415 2 2 4 11.40% FVIKPIDK 255 262 37.6 25.0 19.2 2 0 0 959.5926
B_18 Ezrin EZRI_HUMAN 69,415 2 2 4 11.40% KAPDFVFYAPR 263 273 49.5 27.8 49.1 2 0 0 1,310.6892
B_18 Ezrin EZRI_HUMAN 69,415 2 2 4 11.40% APDFVFYAPR 264 273 54.3 26.7 49.8 2 0 0 1,182.5942
B_18 Ezrin EZRI_HUMAN 69,415 2 2 4 11.40% RKPDTIEVQQMK 295 306 24.9 28.6 8.4 0 2 0 1,488.7842
B_18 Ezrin EZRI_HUMAN 69,415 2 2 4 11.40% SQEQLAAELAEYTAK 413 427 53.1 27.5 53.1 2 0 0 1,651.8174
B_18 Ezrin EZRI_HUMAN 69,415 2 2 4 11.40% QLLTLSSELSQAR 530 542 63.7 27.7 55.4 2 0 0 1,445.7959
B_19 Ezrin EZRI_HUMAN 69,415 6 9 15 15.20% QLFDQVVK 28 35 36.9 28.6 17.0 1 0 0 976.5463
B_19 Ezrin EZRI_HUMAN 69,415 6 9 15 15.20% FVIKPIDK 255 262 27.0 25.0 16.2 2 0 0 959.5926
B_19 Ezrin EZRI_HUMAN 69,415 6 9 15 15.20% FVIKPIDKK 255 263 20.2 25.0 1.7 2 0 0 1,087.6876
B_19 Ezrin EZRI_HUMAN 69,415 6 9 15 15.20% APDFVFYAPR 264 273 56.1 26.7 46.5 2 0 0 1,182.5942
B_19 Ezrin EZRI_HUMAN 69,415 6 9 15 15.20% ILQLCMGNHELYMR 280 293 42.1 25.9 33.8 2 1 0 1,809.8446
B_19 Ezrin EZRI_HUMAN 69,415 6 9 15 15.20% SQEQLAAELAEYTAK 413 427 104.0 27.5 90.8 2 2 0 1,651.8174
B_19 Ezrin EZRI_HUMAN 69,415 6 9 15 15.20% IALLEEAR 428 435 49.8 25.4 0.0 2 0 0 914.5306
B_19 Ezrin EZRI_HUMAN 69,415 6 9 15 15.20% RKEDEVEEWQHR 437 448 19.7 26.1 13.9 0 1 0 1,640.7776
B_19 Ezrin EZRI_HUMAN 69,415 6 9 15 15.20% EDEVEEWQHR 439 448 21.9 25.0 21.9 0 1 0 1,356.5815
B_19 Ezrin EZRI_HUMAN 69,415 6 9 15 15.20% QLLTLSSELSQAR 530 542 82.3 27.7 72.6 2 2 0 1,445.7959
C_18 Ezrin EZRI_HUMAN 69,415 2 2 3 9.39% QLFDQVVK 28 35 40.1 28.7 17.8 2 0 0 976.5463
C_18 Ezrin EZRI_HUMAN 69,415 2 2 3 9.39% FVIKPIDK 255 262 37.4 25.0 14.8 1 0 0 959.5926
C_18 Ezrin EZRI_HUMAN 69,415 2 2 3 9.39% FVIKPIDKK 255 263 21.0 25.0 11.9 1 0 0 1,087.6876
C_18 Ezrin EZRI_HUMAN 69,415 2 2 3 9.39% APDFVFYAPR 264 273 56.0 26.9 52.2 2 0 0 1,182.5942
C_18 Ezrin EZRI_HUMAN 69,415 2 2 3 9.39% SQEQLAAELAEYTAK 413 427 36.2 27.6 33.4 1 0 0 1,651.8174
C_18 Ezrin EZRI_HUMAN 69,415 2 2 3 9.39% QLLTLSSELSQAR 530 542 59.1 27.7 52.4 2 0 0 1,445.7959
C_19 Ezrin EZRI_HUMAN 69,415 3 4 8 7.85% APDFVFYAPR 264 273 54.6 27.4 43.9 2 0 0 1,182.5942
C_19 Ezrin EZRI_HUMAN 69,415 3 4 8 7.85% SQEQLAAELAEYTAK 413 427 93.8 27.6 82.6 2 2 0 1,651.8174
C_19 Ezrin EZRI_HUMAN 69,415 3 4 8 7.85% IALLEEAR 428 435 41.4 26.5 0.0 2 0 0 914.5306
C_19 Ezrin EZRI_HUMAN 69,415 3 4 8 7.85% QLLTLSSELSQAR 530 542 76.6 27.8 65.8 2 0 0 1,445.7959
D_25 Ezrin EZRI_HUMAN 69,415 3 3 4 10.60% VTTMDAELEFAIQPNTTGK 9 27 85.0 27.0 80.4 2 3 0 2,082.0063
D_25 Ezrin EZRI_HUMAN 69,415 3 3 4 10.60% DNAMLEYLK 185 193 20.3 25.0 10.0 1 0 0 1,112.5294
D_25 Ezrin EZRI_HUMAN 69,415 3 3 4 10.60% KAPDFVFYAPR 263 273 41.2 27.7 35.5 2 0 0 1,310.6892
D_25 Ezrin EZRI_HUMAN 69,415 3 3 4 10.60% APDFVFYAPR 264 273 60.3 26.6 57.5 2 0 0 1,182.5942
D_25 Ezrin EZRI_HUMAN 69,415 3 3 4 10.60% SQEQLAAELAEYTAK 413 427 73.8 27.5 72.0 1 0 0 1,651.8174
D_25 Ezrin EZRI_HUMAN 69,415 3 3 4 10.60% IALLEEAR 428 435 36.9 27.9 0.0 2 0 0 914.5306
H_15 Ezrin EZRI_HUMAN 69,415 2 2 4 6.14% FVIKPIDK 255 262 35.2 25.0 14.5 2 0 0 959.5926
H_15 Ezrin EZRI_HUMAN 69,415 2 2 4 6.14% KAPDFVFYAPR 263 273 29.5 27.9 29.5 1 0 0 1,310.6892
H_15 Ezrin EZRI_HUMAN 69,415 2 2 4 6.14% APDFVFYAPR 264 273 64.0 27.4 59.0 2 0 0 1,182.5942
H_15 Ezrin EZRI_HUMAN 69,415 2 2 4 6.14% IALLEEAR 428 435 54.2 25.4 0.0 2 0 0 914.5306



H_15 Ezrin EZRI_HUMAN 69,415 2 2 4 6.14% QRIDEFEAL 578 586 26.9 27.6 15.5 2 0 0 1,120.5634
H_16 Ezrin EZRI_HUMAN 69,415 4 4 8 10.90% IGFPWSEIR 238 246 27.8 28.8 17.8 1 0 0 1,104.5837
H_16 Ezrin EZRI_HUMAN 69,415 4 4 8 10.90% APDFVFYAPR 264 273 53.4 26.7 51.4 2 0 0 1,182.5942
H_16 Ezrin EZRI_HUMAN 69,415 4 4 8 10.90% SQEQLAAELAEYTAK 413 427 94.8 27.6 87.4 2 0 0 1,651.8174
H_16 Ezrin EZRI_HUMAN 69,415 4 4 8 10.90% IALLEEAR 428 435 46.8 25.4 0.0 2 0 0 914.5306
H_16 Ezrin EZRI_HUMAN 69,415 4 4 8 10.90% QLLTLSSELSQAR 530 542 96.8 27.6 82.4 2 0 0 1,445.7959
H_16 Ezrin EZRI_HUMAN 69,415 4 4 8 10.90% QRIDEFEAL 578 586 38.3 27.6 28.5 2 0 0 1,120.5634
I_15 Ezrin EZRI_HUMAN 69,415 2 2 4 9.04% VTTMDAELEFAIQPNTTGK 9 27 61.7 27.2 56.9 2 0 0 2,082.0063
I_15 Ezrin EZRI_HUMAN 69,415 2 2 4 9.04% APDFVFYAPR 264 273 66.8 26.7 59.4 3 0 0 1,182.5942
I_15 Ezrin EZRI_HUMAN 69,415 2 2 4 9.04% SQEQLAAELAEYTAK 413 427 39.9 27.5 31.9 0 2 0 1,651.8174
I_15 Ezrin EZRI_HUMAN 69,415 2 2 4 9.04% QRIDEFEAL 578 586 35.0 27.6 25.1 2 0 0 1,120.5634
I_16 Ezrin EZRI_HUMAN 69,415 4 4 7 9.56% KAPDFVFYAPR 263 273 25.9 27.8 25.3 1 0 0 1,310.6892
I_16 Ezrin EZRI_HUMAN 69,415 4 4 7 9.56% APDFVFYAPR 264 273 62.5 27.4 56.3 2 0 0 1,182.5942
I_16 Ezrin EZRI_HUMAN 69,415 4 4 7 9.56% SQEQLAAELAEYTAK 413 427 56.2 27.5 46.1 2 0 0 1,651.8174
I_16 Ezrin EZRI_HUMAN 69,415 4 4 7 9.56% IALLEEAR 428 435 49.8 25.4 0.0 2 0 0 914.5306
I_16 Ezrin EZRI_HUMAN 69,415 4 4 7 9.56% QLLTLSSELSQAR 530 542 69.0 27.7 61.2 2 0 0 1,445.7959
I_16 Ezrin EZRI_HUMAN 69,415 4 4 7 9.56% QRIDEFEAL 578 586 33.0 28.1 20.1 1 0 0 1,120.5634
J_15 Ezrin EZRI_HUMAN 69,415 2 2 3 8.19% QLFDQVVK 28 35 42.8 28.5 19.7 1 0 0 976.5463
J_15 Ezrin EZRI_HUMAN 69,415 2 2 3 8.19% FVIKPIDK 255 262 25.6 25.0 12.4 2 0 0 959.5926
J_15 Ezrin EZRI_HUMAN 69,415 2 2 3 8.19% KAPDFVFYAPR 263 273 31.0 27.4 26.6 2 0 0 1,310.6892
J_15 Ezrin EZRI_HUMAN 69,415 2 2 3 8.19% APDFVFYAPR 264 273 53.9 26.5 50.2 2 0 0 1,182.5942
J_15 Ezrin EZRI_HUMAN 69,415 2 2 3 8.19% IALLEEAR 428 435 34.0 27.9 0.0 1 0 0 914.5306
J_15 Ezrin EZRI_HUMAN 69,415 2 2 3 8.19% QLLTLSSELSQAR 530 542 67.0 27.6 54.5 2 0 0 1,445.7959
J_16 Ezrin EZRI_HUMAN 69,415 4 4 5 10.90% QLFDQVVK 28 35 49.3 28.5 28.6 2 0 0 976.5463
J_16 Ezrin EZRI_HUMAN 69,415 4 4 5 10.90% DNAMLEYLK 185 193 24.0 26.2 18.9 1 0 0 1,096.5344
J_16 Ezrin EZRI_HUMAN 69,415 4 4 5 10.90% APDFVFYAPR 264 273 60.0 26.4 58.7 2 0 0 1,182.5942
J_16 Ezrin EZRI_HUMAN 69,415 4 4 5 10.90% SQEQLAAELAEYTAK 413 427 72.5 27.9 58.8 1 0 0 1,651.8174
J_16 Ezrin EZRI_HUMAN 69,415 4 4 5 10.90% QLLTLSSELSQAR 530 542 81.4 27.6 64.3 2 0 0 1,445.7959
J_16 Ezrin EZRI_HUMAN 69,415 4 4 5 10.90% QRIDEFEAL 578 586 28.3 27.9 21.0 1 0 0 1,120.5634
K_15 Ezrin EZRI_HUMAN 69,415 2 2 3 7.51% IGFPWSEIR 238 246 56.9 28.8 40.7 2 0 0 1,104.5837
K_15 Ezrin EZRI_HUMAN 69,415 2 2 3 7.51% FVIKPIDK 255 262 37.9 25.0 12.8 2 0 0 959.5926
K_15 Ezrin EZRI_HUMAN 69,415 2 2 3 7.51% APDFVFYAPR 264 273 54.2 26.7 50.5 4 0 0 1,182.5942
K_15 Ezrin EZRI_HUMAN 69,415 2 2 3 7.51% IALLEEAR 428 435 32.8 25.4 0.0 1 0 0 914.5306
K_15 Ezrin EZRI_HUMAN 69,415 2 2 3 7.51% QRIDEFEAL 578 586 31.6 28.0 27.7 2 0 0 1,120.5634
K_16 Ezrin EZRI_HUMAN 69,415 3 3 6 10.80% IGFPWSEIR 238 246 27.8 28.8 14.6 1 0 0 1,104.5837
K_16 Ezrin EZRI_HUMAN 69,415 3 3 6 10.80% FVIKPIDK 255 262 21.8 25.0 16.6 1 0 0 959.5926
K_16 Ezrin EZRI_HUMAN 69,415 3 3 6 10.80% APDFVFYAPR 264 273 62.9 26.7 57.4 2 0 0 1,182.5942
K_16 Ezrin EZRI_HUMAN 69,415 3 3 6 10.80% SQEQLAAELAEYTAK 413 427 93.7 27.8 91.7 2 0 0 1,651.8174
K_16 Ezrin EZRI_HUMAN 69,415 3 3 6 10.80% IALLEEAR 428 435 36.5 25.4 0.0 2 0 0 914.5306
K_16 Ezrin EZRI_HUMAN 69,415 3 3 6 10.80% QLLTLSSELSQAR 530 542 99.8 27.7 80.5 2 0 0 1,445.7959
L_11 Ezrin EZRI_HUMAN 69,415 3 3 4 13.80% VTTMDAELEFAIQPNTTGK 9 27 88.2 27.4 88.2 2 0 0 2,082.0063
L_11 Ezrin EZRI_HUMAN 69,415 3 3 4 13.80% KAPDFVFYAPR 263 273 45.0 27.2 45.0 1 0 0 1,310.6892
L_11 Ezrin EZRI_HUMAN 69,415 3 3 4 13.80% APDFVFYAPR 264 273 55.5 26.8 51.0 2 0 0 1,182.5942
L_11 Ezrin EZRI_HUMAN 69,415 3 3 4 13.80% RKPDTIEVQQMK 295 306 24.3 28.1 9.0 1 3 0 1,488.7842
L_11 Ezrin EZRI_HUMAN 69,415 3 3 4 13.80% AQEEAERLEADRMAALR 382 398 19.7 27.4 14.4 0 1 0 1,974.9663
L_11 Ezrin EZRI_HUMAN 69,415 3 3 4 13.80% QLLTLSSELSQAR 530 542 97.5 28.1 82.3 2 0 0 1,445.7959
L_11 Ezrin EZRI_HUMAN 69,415 3 3 4 13.80% QRIDEFEAL 578 586 28.7 28.4 22.4 1 0 0 1,120.5634
P_11 Ezrin EZRI_HUMAN 69,415 2 2 4 14.80% VTTMDAELEFAIQPNTTGK 9 27 94.2 27.5 94.2 2 0 0 2,082.0063
P_11 Ezrin EZRI_HUMAN 69,415 2 2 4 14.80% QLFDQVVK 28 35 37.1 28.4 21.3 1 0 0 976.5463
P_11 Ezrin EZRI_HUMAN 69,415 2 2 4 14.80% IGFPWSEIR 238 246 36.5 28.8 24.1 1 0 0 1,104.5837
P_11 Ezrin EZRI_HUMAN 69,415 2 2 4 14.80% KAPDFVFYAPR 263 273 46.1 27.2 42.0 2 0 0 1,310.6892
P_11 Ezrin EZRI_HUMAN 69,415 2 2 4 14.80% APDFVFYAPR 264 273 60.0 26.4 53.8 2 0 0 1,182.5942
P_11 Ezrin EZRI_HUMAN 69,415 2 2 4 14.80% RKPDTIEVQQMK 295 306 37.3 28.1 30.0 0 3 0 1,472.7892
P_11 Ezrin EZRI_HUMAN 69,415 2 2 4 14.80% SQEQLAAELAEYTAK 413 427 86.9 27.8 78.2 2 0 0 1,651.8174
P_11 Ezrin EZRI_HUMAN 69,415 2 2 4 14.80% QLLTLSSELSQAR 530 542 79.1 27.3 63.2 2 0 0 1,445.7959
Q_11 Ezrin EZRI_HUMAN 69,415 2 2 3 9.39% VTTMDAELEFAIQPNTTGK 9 27 91.5 27.4 84.8 2 0 0 2,082.0063
Q_11 Ezrin EZRI_HUMAN 69,415 2 2 3 9.39% FVIKPIDK 255 262 27.1 25.0 16.8 2 0 0 959.5926
Q_11 Ezrin EZRI_HUMAN 69,415 2 2 3 9.39% SQEQLAAELAEYTAK 413 427 96.7 27.9 88.7 1 0 0 1,651.8174
Q_11 Ezrin EZRI_HUMAN 69,415 2 2 3 9.39% QLLTLSSELSQAR 530 542 84.7 27.6 67.4 2 0 0 1,445.7959
A_04 Protein FAM107B F107B_HUMAN 15,558 3 3 4 18.30% SDLEIELLK 78 86 31.9 28.3 18.3 1 0 0 1,059.5934
A_04 Protein FAM107B F107B_HUMAN 15,558 3 3 4 18.30% QKLQEEQENAPEFVK 99 113 31.9 28.1 27.7 1 0 0 1,816.9077
A_04 Protein FAM107B F107B_HUMAN 15,558 3 3 4 18.30% LQEEQENAPEFVK 101 113 64.6 26.1 54.2 2 0 0 1,560.7541
A_12 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 4 6.50% VAAIEALNDGELQK 119 132 40.0 28.0 35.7 2 0 0 1,470.7800
A_12 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 4 6.50% AIDLFTDAIK 133 142 39.0 27.2 31.8 2 0 0 1,106.6094
A_13 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 3 6 7.05% VAAIEALNDGELQK 119 132 91.1 28.0 76.8 3 1 0 1,470.7800
A_13 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 3 6 7.05% LDYDEDASAMLK 211 222 56.2 25.0 48.4 2 0 0 1,386.6096
B_10 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 3 6.50% VAAIEALNDGELQK 119 132 41.5 28.0 33.3 1 0 0 1,470.7800
B_10 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 3 6.50% AIDLFTDAIK 133 142 26.5 26.6 19.9 2 0 0 1,106.6094
B_13 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 4 8 9.76% VAAIEALNDGELQK 119 132 89.1 28.0 72.2 2 2 0 1,470.7800
B_13 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 4 8 9.76% AIDLFTDAIK 133 142 49.0 27.2 34.0 2 0 0 1,106.6094
B_13 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 4 8 9.76% LDYDEDASAMLK 211 222 58.7 25.0 53.4 2 0 0 1,386.6096
C_13 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 3 6 6.50% VAAIEALNDGELQK 119 132 106.0 28.0 82.9 2 2 0 1,470.7800
C_13 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 3 6 6.50% AIDLFTDAIK 133 142 38.3 26.6 27.1 2 0 0 1,106.6094
H_09 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 5 10.00% VAAIEALNDGELQK 119 132 100.0 28.0 83.4 2 0 0 1,470.7800
H_09 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 5 10.00% AIDLFTDAIK 133 142 49.9 27.1 35.4 2 0 0 1,106.6094
H_09 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 5 10.00% AIEINPDSAQPYK 174 186 33.5 27.1 24.2 1 0 0 1,445.7272
H_10 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 2 7.32% VAAIEALNDGELQK 119 132 64.8 27.9 51.7 1 0 0 1,470.7800
H_10 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 2 7.32% AIEINPDSAQPYK 174 186 32.7 27.2 26.6 1 0 0 1,445.7272
H_12 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 4 6.50% VAAIEALNDGELQK 119 132 96.5 28.0 82.9 2 0 0 1,470.7800
H_12 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 4 6.50% AIDLFTDAIK 133 142 56.3 27.4 32.2 2 0 0 1,106.6094
I_11 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 4 10.00% VAAIEALNDGELQK 119 132 82.0 27.9 65.0 2 0 0 1,470.7800
I_11 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 4 10.00% AIDLFTDAIK 133 142 23.4 27.1 9.4 1 0 0 1,106.6094
I_11 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 4 10.00% AIEINPDSAQPYK 174 186 27.6 27.2 21.1 1 0 0 1,445.7272
J_12 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 4 6.50% VAAIEALNDGELQK 119 132 73.6 27.7 60.2 2 0 0 1,470.7800
J_12 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 4 6.50% AIDLFTDAIK 133 142 45.8 27.1 25.8 2 0 0 1,106.6094
K_11 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 4 10.00% VAAIEALNDGELQK 119 132 73.6 28.0 64.1 1 0 0 1,470.7800
K_11 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 4 10.00% AIDLFTDAIK 133 142 30.5 27.4 19.3 2 0 0 1,106.6094
K_11 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 4 10.00% AIEINPDSAQPYK 174 186 37.3 27.3 33.0 1 0 0 1,445.7272
K_12 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 3 6.50% VAAIEALNDGELQK 119 132 92.2 28.0 74.4 2 0 0 1,470.7800
K_12 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 3 6.50% AIDLFTDAIK 133 142 39.6 27.1 27.2 1 0 0 1,106.6094
L_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 3 7.05% VAAIEALNDGELQK 119 132 82.4 28.0 71.6 1 0 0 1,470.7800
L_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 3 7.05% LDYDEDASAMLK 211 222 56.9 25.0 51.4 2 0 0 1,386.6096
L_09 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 3 7.32% VAAIEALNDGELQK 119 132 84.1 27.6 71.8 2 0 0 1,470.7800
L_09 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 3 7.32% AIEINPDSAQPYK 174 186 32.6 27.3 28.3 1 0 0 1,445.7272
L_15 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 5 10.00% VAAIEALNDGELQK 119 132 51.0 27.9 37.2 2 0 0 1,470.7800
L_15 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 5 10.00% AIDLFTDAIK 133 142 30.2 27.1 23.1 2 0 0 1,106.6094
L_15 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 5 10.00% AIEINPDSAQPYK 174 186 25.2 27.1 25.2 1 0 0 1,445.7272
M_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 4 7.05% VAAIEALNDGELQK 119 132 79.4 27.9 66.3 2 0 0 1,470.7800
M_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 4 7.05% LDYDEDASAMLK 211 222 64.6 25.0 62.0 2 0 0 1,386.6096
O_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 4 4 7 13.30% VAAIEALNDGELQK 119 132 89.1 28.1 79.6 2 0 0 1,470.7800
O_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 4 4 7 13.30% AIDLFTDAIK 133 142 37.4 27.1 22.1 2 0 0 1,106.6094
O_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 4 4 7 13.30% AIEINPDSAQPYK 174 186 48.2 27.1 42.7 2 0 0 1,445.7272
O_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 4 4 7 13.30% LDYDEDASAMLK 211 222 70.2 25.0 65.6 1 0 0 1,386.6096
P_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 4 6.78% AIEINPDSAQPYK 174 186 43.6 27.4 36.8 2 0 0 1,445.7272
P_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 2 2 4 6.78% LDYDEDASAMLK 211 222 50.3 25.0 46.1 2 0 0 1,386.6096
Q_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 5 9.76% VAAIEALNDGELQK 119 132 78.4 27.6 66.8 1 0 0 1,470.7800
Q_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 5 9.76% AIDLFTDAIK 133 142 41.4 27.1 31.5 2 0 0 1,106.6094
Q_08 Hsc70‐interacting protein F10A1_HUMAN 41,332 3 3 5 9.76% LDYDEDASAMLK 211 222 65.8 25.0 59.9 2 0 0 1,386.6096
J_10 Factor XIIa inhibitor F12AI_BOVIN 51,725 2 2 3 4.49% LYQDFSVLK 127 135 22.4 26.2 17.1 1 0 0 1,112.5987
J_10 Factor XIIa inhibitor F12AI_BOVIN 51,725 2 2 3 4.49% LILLNAVALSAK 261 272 32.3 25.0 32.3 2 0 0 1,225.7879
K_10 Factor XIIa inhibitor F12AI_BOVIN 51,725 2 2 2 4.06% LYQDFSVLK 127 135 24.9 26.0 18.6 1 0 0 1,112.5987
K_10 Factor XIIa inhibitor F12AI_BOVIN 51,725 2 2 2 4.06% LLDSLPEDTR 251 260 26.7 28.4 14.3 1 0 0 1,158.6003



N_11 Factor XIIa inhibitor F12AI_BOVIN 51,725 2 2 4 4.06% LYQDFSVLK 127 135 38.5 26.2 27.6 2 0 0 1,112.5987
N_11 Factor XIIa inhibitor F12AI_BOVIN 51,725 2 2 4 4.06% LLDSLPEDTR 251 260 33.8 28.4 30.0 2 0 0 1,158.6003
P_11 Factor XIIa inhibitor F12AI_BOVIN 51,725 2 2 3 4.06% LYQDFSVLK 127 135 29.9 26.1 22.0 1 0 0 1,112.5987
P_11 Factor XIIa inhibitor F12AI_BOVIN 51,725 2 2 3 4.06% LLDSLPEDTR 251 260 42.6 28.4 35.7 2 0 0 1,158.6003
A_18 Protein FAM198B F198B_HUMAN 57,554 2 2 4 5.78% LLADSAVAGLRPVSSR 226 241 26.9 25.0 21.3 0 2 0 1,611.9177
A_18 Protein FAM198B F198B_HUMAN 57,554 2 2 4 5.78% LLVLEGGAPGAVLR 246 259 51.1 25.0 51.1 2 0 0 1,364.8262
A_19 Protein FAM198B F198B_HUMAN 57,554 3 3 4 7.51% LLADSAVAGLRPVSSR 226 241 13.9 25.0 8.1 0 1 0 1,611.9177
A_19 Protein FAM198B F198B_HUMAN 57,554 3 3 4 7.51% LLVLEGGAPGAVLR 246 259 33.4 25.0 27.2 2 0 0 1,364.8262
A_19 Protein FAM198B F198B_HUMAN 57,554 3 3 4 7.51% LLQSLFLDK 469 477 26.1 25.0 16.0 1 0 0 1,076.6352
B_19 Protein FAM198B F198B_HUMAN 57,554 3 3 6 7.51% LLADSAVAGLRPVSSR 226 241 28.2 25.0 23.9 0 2 0 1,611.9177
B_19 Protein FAM198B F198B_HUMAN 57,554 3 3 6 7.51% LLVLEGGAPGAVLR 246 259 48.9 25.0 48.8 2 0 0 1,364.8262
B_19 Protein FAM198B F198B_HUMAN 57,554 3 3 6 7.51% LLQSLFLDK 469 477 31.3 25.0 0.0 2 0 0 1,076.6352
C_19 Protein FAM198B F198B_HUMAN 57,554 2 3 4 5.78% LLADSAVAGLRPVSSR 226 241 16.4 25.0 12.6 1 1 0 1,611.9177
C_19 Protein FAM198B F198B_HUMAN 57,554 2 3 4 5.78% LLVLEGGAPGAVLR 246 259 60.8 25.0 60.8 2 0 0 1,364.8262
A_10 Protein FAM49A FA49A_HUMAN 37,314 2 2 4 7.74% DAIQNPNDIQLQEK 64 77 78.4 28.1 45.8 2 0 0 1,625.8132
A_10 Protein FAM49A FA49A_HUMAN 37,314 2 2 4 7.74% AWNAVCPLVVR 78 88 58.2 26.5 55.3 2 0 0 1,284.6881
A_09 Coagulation factor V FA5_BOVIN 248,990 2 2 4 1.00% AEVDDVIQVR 1637 1646 72.8 27.3 55.9 2 0 0 1,143.6005
A_09 Coagulation factor V FA5_BOVIN 248,990 2 2 4 1.00% AWAYYSAVNPEK 1714 1725 39.3 26.6 38.7 2 0 0 1,398.6687
A_14 Coagulation factor V FA5_BOVIN 248,990 2 2 2 1.09% LNNGGSYNAWIAEK 1926 1939 25.1 26.6 23.1 1 0 0 1,536.7441
A_14 Coagulation factor V FA5_BOVIN 248,990 2 2 2 1.09% NFFNPPIISR 2177 2186 40.4 28.7 35.9 1 0 0 1,204.6473
B_09 Coagulation factor V FA5_BOVIN 248,990 2 2 3 1.00% AEVDDVIQVR 1637 1646 66.4 28.3 47.0 2 0 0 1,143.6005
B_09 Coagulation factor V FA5_BOVIN 248,990 2 2 3 1.00% AWAYYSAVNPEK 1714 1725 29.3 26.8 27.1 1 0 0 1,398.6687
B_14 Coagulation factor V FA5_BOVIN 248,990 2 2 3 1.18% EVLLTGIQTQGAK 1957 1969 83.8 27.5 0.0 2 0 0 1,357.7688
B_14 Coagulation factor V FA5_BOVIN 248,990 2 2 3 1.18% ISPTGSYNKPALR 2030 2042 23.1 27.7 5.0 0 1 0 1,403.7642
C_09 Coagulation factor V FA5_BOVIN 248,990 2 2 4 1.00% AEVDDVIQVR 1637 1646 70.0 27.5 56.4 2 0 0 1,143.6005
C_09 Coagulation factor V FA5_BOVIN 248,990 2 2 4 1.00% AWAYYSAVNPEK 1714 1725 52.3 26.7 48.0 2 0 0 1,398.6687
C_14 Coagulation factor V FA5_BOVIN 248,990 7 7 14 3.84% MYEQEWVR 1807 1814 30.5 25.0 30.5 2 0 0 1,156.5092
C_14 Coagulation factor V FA5_BOVIN 248,990 7 7 14 3.84% AGMQTPFLIVDR 1881 1892 35.8 28.3 23.4 2 0 0 1,363.7041
C_14 Coagulation factor V FA5_BOVIN 248,990 7 7 14 3.84% LNNGGSYNAWIAEK 1926 1939 61.4 26.2 52.0 2 0 0 1,536.7441
C_14 Coagulation factor V FA5_BOVIN 248,990 7 7 14 3.84% EVLLTGIQTQGAK 1957 1969 84.4 26.9 0.0 2 0 0 1,357.7688
C_14 Coagulation factor V FA5_BOVIN 248,990 7 7 14 3.84% ISPTGSYNKPALR 2030 2042 31.9 28.3 22.0 2 0 0 1,403.7642
C_14 Coagulation factor V FA5_BOVIN 248,990 7 7 14 3.84% SSMVDKIFEGNNNVR 2158 2172 39.3 26.2 31.5 0 2 0 1,725.8225
C_14 Coagulation factor V FA5_BOVIN 248,990 7 7 14 3.84% NFFNPPIISR 2177 2186 50.8 29.5 32.1 2 0 0 1,204.6473
G_15 Coagulation factor V FA5_BOVIN 248,990 2 2 4 1.09% EVLLTGIQTQGAK 1957 1969 64.6 26.4 0.0 2 0 0 1,357.7688
G_15 Coagulation factor V FA5_BOVIN 248,990 2 2 4 1.09% ENQIDPPVVAR 2016 2026 26.2 26.6 19.5 2 0 0 1,237.6536
H_07 Coagulation factor V FA5_BOVIN 248,990 2 2 3 1.00% AEVDDVIQVR 1637 1646 56.0 28.4 38.9 2 0 0 1,143.6005
H_07 Coagulation factor V FA5_BOVIN 248,990 2 2 3 1.00% AWAYYSAVNPEK 1714 1725 44.4 26.6 41.9 1 0 0 1,398.6687
I_12 Coagulation factor V FA5_BOVIN 248,990 2 2 3 1.04% EVLLTGIQTQGAK 1957 1969 54.3 26.6 0.0 2 0 0 1,357.7688
I_12 Coagulation factor V FA5_BOVIN 248,990 2 2 3 1.04% NFFNPPIISR 2177 2186 38.4 28.5 22.7 1 0 0 1,204.6473
A_12 Protein FAM50A FA50A_HUMAN 40,243 2 2 3 7.67% FSAHYDAVEAELK 49 61 19.6 26.4 15.2 0 1 0 1,479.7114
A_12 Protein FAM50A FA50A_HUMAN 40,243 2 2 3 7.67% SSTVGLVTLNDMK 62 74 38.0 28.0 30.3 2 0 0 1,380.7041
B_12 Protein FAM50A FA50A_HUMAN 40,243 2 2 3 7.37% SSTVGLVTLNDMK 62 74 63.5 28.0 52.0 2 0 0 1,380.7041
B_12 Protein FAM50A FA50A_HUMAN 40,243 2 2 3 7.37% NPDVDTSFLPDR 159 170 27.8 25.1 24.2 1 0 0 1,375.6490
A_13 Protein FAM98B FA98B_HUMAN 37,193 3 3 4 11.80% SLCNLEESITSAGR 61 74 84.4 26.0 74.6 2 0 0 1,536.7323
A_13 Protein FAM98B FA98B_HUMAN 37,193 3 3 4 11.80% MDLNSEQAEQLER 197 209 48.3 25.0 32.4 1 0 0 1,578.7066
A_13 Protein FAM98B FA98B_HUMAN 37,193 3 3 4 11.80% INDALSCEYECR 210 221 47.4 25.0 46.5 1 0 0 1,529.6360
G_15 Fumarylacetoacetase FAAA_HUMAN 46,376 2 2 4 4.53% HLFTGPVLSK 48 57 28.6 25.0 27.5 2 0 0 1,098.6307
G_15 Fumarylacetoacetase FAAA_HUMAN 46,376 2 2 4 4.53% LGEPIPISK 212 220 37.5 25.0 30.4 2 0 0 953.5668
G_05 Fatty acid‐binding protein, adipocyte FABP4_HUMAN 14,719 3 3 5 22.00% LVSSENFDDYMK 11 22 38.3 25.0 37.6 2 0 0 1,463.6360
G_05 Fatty acid‐binding protein, adipocyte FABP4_HUMAN 14,719 3 3 5 22.00% EVGVGFATR 23 31 32.7 28.7 23.6 2 0 0 935.4945
G_05 Fatty acid‐binding protein, adipocyte FABP4_HUMAN 14,719 3 3 5 22.00% LVVECVMK 114 121 29.0 27.1 16.2 1 0 0 993.5108
L_03 Fatty acid‐binding protein, adipocyte FABP4_HUMAN 14,719 2 2 3 15.90% LVSSENFDDYMK 11 22 42.4 25.0 42.4 2 0 0 1,463.6360
L_03 Fatty acid‐binding protein, adipocyte FABP4_HUMAN 14,719 2 2 3 15.90% EVGVGFATR 23 31 26.9 28.7 19.7 1 0 0 935.4945
A_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 17 45.90% ELGVGIALR 25 33 36.4 25.0 0.0 2 0 0 927.5623
A_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 17 45.90% ELGVGIALRK 25 34 50.6 25.0 0.0 2 0 0 1,055.6573
A_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 17 45.90% MGAMAKPDCIITCDGK 35 50 43.6 25.0 36.6 2 2 0 1,799.7799
A_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 17 45.90% NLTIKTESTLK 51 61 20.5 25.6 15.0 1 0 0 1,247.7207
A_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 17 45.90% TTQFSCTLGEK 62 72 37.8 25.0 23.4 2 0 0 1,271.5938
A_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 17 45.90% LVVECVMNNVTCTR 116 129 77.5 25.0 69.2 4 2 0 1,710.7972
A_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 5 5 10 37.80% ELGVGIALR 25 33 36.8 25.0 0.0 2 0 0 927.5623
A_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 5 5 10 37.80% ELGVGIALRK 25 34 34.9 25.0 0.0 2 0 0 1,055.6573
A_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 5 5 10 37.80% MGAMAKPDCIITCDGK 35 50 25.5 25.0 25.5 0 2 0 1,799.7799
A_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 5 5 10 37.80% TTQFSCTLGEK 62 72 53.2 25.0 46.0 2 0 0 1,271.5938
A_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 5 5 10 37.80% LVVECVMNNVTCTR 116 129 85.7 25.0 81.2 2 0 0 1,710.7972
A_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 3 14.80% ELGVGIALR 25 33 33.5 25.0 0.0 2 0 0 927.5623
A_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 3 14.80% TTQFSCTLGEK 62 72 22.0 25.0 16.3 1 0 0 1,271.5938
B_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 4 7 25.20% ELGVGIALR 25 33 30.8 25.0 0.0 2 0 0 927.5623
B_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 4 7 25.20% TTQFSCTLGEK 62 72 50.9 25.0 38.2 2 0 0 1,271.5938
B_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 4 7 25.20% LVVECVMNNVTCTR 116 129 68.7 25.0 58.7 1 2 0 1,710.7972
B_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 5 25.20% ELGVGIALR 25 33 30.8 25.0 0.0 2 0 0 927.5623
B_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 5 25.20% TTQFSCTLGEK 62 72 26.1 25.0 15.1 2 0 0 1,271.5938
B_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 5 25.20% LVVECVMNNVTCTR 116 129 39.1 25.0 33.8 1 0 0 1,710.7972
C_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 4 6 12 37.00% ELGVGIALR 25 33 43.6 25.0 0.0 2 0 0 927.5623
C_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 4 6 12 37.00% MGAMAKPDCIITCDGK 35 50 48.1 25.0 42.9 2 2 0 1,799.7799
C_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 4 6 12 37.00% TTQFSCTLGEK 62 72 44.2 25.0 31.7 2 0 0 1,271.5938
C_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 4 6 12 37.00% LVVECVMNNVTCTR 116 129 70.6 25.0 61.6 2 2 0 1,710.7972
C_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 6 28.90% ELGVGIALR 25 33 43.4 25.0 0.0 2 0 0 927.5623
C_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 6 28.90% MGAMAKPDCIITCDGK 35 50 26.6 25.0 26.6 0 2 0 1,799.7799
C_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 6 28.90% LVVECVMNNVTCTR 116 129 67.8 25.0 65.9 2 0 0 1,710.7972
C_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 3 17.00% ELGVGIALR 25 33 38.0 25.0 0.0 2 0 0 927.5623
C_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 3 17.00% LVVECVMNNVTCTR 116 129 42.9 25.0 39.7 1 0 0 1,710.7972
D_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 4 5 9 31.90% ELGVGIALR 25 33 36.7 25.0 0.0 2 0 0 927.5623
D_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 4 5 9 31.90% TTQFSCTLGEK 62 72 27.9 25.0 7.1 1 0 0 1,271.5938
D_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 4 5 9 31.90% TTQFSCTLGEKFEETTADGR 62 81 29.5 25.0 29.5 0 2 0 2,278.0295
D_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 4 5 9 31.90% LVVECVMNNVTCTR 116 129 52.9 25.0 52.5 2 2 0 1,710.7972
D_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 6 25.20% ELGVGIALR 25 33 45.3 25.0 0.0 2 0 0 927.5623
D_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 6 25.20% TTQFSCTLGEK 62 72 33.5 25.0 25.2 2 0 0 1,271.5938
D_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 6 25.20% LVVECVMNNVTCTR 116 129 51.4 25.0 46.0 2 0 0 1,710.7972
E_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 6 25.20% ELGVGIALR 25 33 36.3 25.0 0.0 2 0 0 927.5623
E_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 6 25.20% TTQFSCTLGEK 62 72 41.5 25.0 8.4 2 0 0 1,271.5938
E_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 6 25.20% LVVECVMNNVTCTR 116 129 37.5 25.0 34.5 2 0 0 1,710.7972
F_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 6 25.20% ELGVGIALR 25 33 40.2 25.0 0.0 2 0 0 927.5623
F_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 6 25.20% TTQFSCTLGEK 62 72 42.5 25.0 30.2 2 0 0 1,271.5938
F_05 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 6 25.20% LVVECVMNNVTCTR 116 129 75.2 25.2 75.2 2 0 0 1,710.7972
F_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 17 45.90% ELGVGIALR 25 33 34.1 25.0 0.0 2 0 0 927.5623
F_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 17 45.90% ELGVGIALRK 25 34 46.2 25.0 0.0 2 0 0 1,055.6573
F_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 17 45.90% MGAMAKPDCIITCDGK 35 50 35.0 25.0 35.0 2 1 0 1,799.7799
F_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 17 45.90% NLTIKTESTLK 51 61 31.4 25.6 23.2 2 0 0 1,247.7207
F_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 17 45.90% TTQFSCTLGEK 62 72 54.0 25.0 27.5 2 0 0 1,271.5938
F_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 17 45.90% LVVECVMNNVTCTR 116 129 86.0 25.0 77.6 4 2 0 1,710.7972
G_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 7 13 45.90% ELGVGIALR 25 33 40.0 25.4 0.0 2 0 0 927.5623
G_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 7 13 45.90% ELGVGIALRK 25 34 43.7 25.0 0.0 2 0 0 1,055.6573
G_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 7 13 45.90% MGAMAKPDCIITCDGK 35 50 42.9 25.0 36.6 0 2 0 1,799.7799
G_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 7 13 45.90% NLTIKTESTLK 51 61 23.7 25.0 18.3 1 0 0 1,247.7207
G_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 7 13 45.90% TTQFSCTLGEK 62 72 47.8 25.0 30.0 2 0 0 1,271.5938
G_06 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 7 13 45.90% LVVECVMNNVTCTR 116 129 72.4 26.5 65.7 4 0 0 1,694.8023
H_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 3 6 17.00% ELGVGIALR 25 33 33.8 25.0 0.0 2 0 0 927.5623
H_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 3 6 17.00% LVVECVMNNVTCTR 116 129 91.1 25.3 81.6 4 0 0 1,710.7972
I_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 4 17.00% ELGVGIALR 25 33 33.2 25.0 0.0 2 0 0 927.5623
I_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 4 17.00% LVVECVMNNVTCTR 116 129 59.0 25.2 57.7 2 0 0 1,710.7972
I_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 3 6 17.00% ELGVGIALR 25 33 32.5 25.0 0.0 2 0 0 927.5623
I_04 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 3 6 17.00% LVVECVMNNVTCTR 116 129 72.4 25.6 72.4 4 0 0 1,710.7972



J_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 3 17.00% ELGVGIALR 25 33 30.7 25.1 0.0 2 0 0 927.5623
J_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 3 17.00% LVVECVMNNVTCTR 116 129 35.7 25.9 35.7 1 0 0 1,710.7972
K_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 3 17.00% ELGVGIALR 25 33 33.3 25.0 0.0 2 0 0 927.5623
K_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 3 17.00% LVVECVMNNVTCTR 116 129 48.7 25.0 41.0 1 0 0 1,710.7972
L_02 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 4 18.50% TTQFSCTLGEK 62 72 48.5 25.0 27.9 2 0 0 1,271.5938
L_02 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 4 18.50% LVVECVMNNVTCTR 116 129 55.2 25.4 55.2 2 0 0 1,710.7972
L_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 15 44.40% ELGVGIALR 25 33 30.1 25.1 0.0 2 0 0 927.5623
L_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 15 44.40% MGAMAKPDCIITCDGK 35 50 47.4 25.0 40.1 1 2 0 1,799.7799
L_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 15 44.40% TTQFSCTLGEK 62 72 63.1 25.0 36.0 2 0 0 1,271.5938
L_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 15 44.40% TTQFSCTLGEKFEETTADGR 62 81 26.5 25.0 26.5 0 1 0 2,278.0295
L_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 15 44.40% TTQFSCTLGEKFEETTADGRK 62 82 19.7 25.6 14.4 0 1 0 2,406.1245
L_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 6 9 15 44.40% LVVECVMNNVTCTR 116 129 78.2 26.4 73.9 4 2 0 1,694.8023
M_02 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 4 18.50% TTQFSCTLGEK 62 72 42.9 25.0 34.8 2 0 0 1,271.5938
M_02 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 4 18.50% LVVECVMNNVTCTR 116 129 44.9 25.5 38.6 2 0 0 1,710.7972
M_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 4 8 18.50% TTQFSCTLGEK 62 72 42.4 25.0 17.6 2 0 0 1,271.5938
M_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 4 8 18.50% LVVECVMNNVTCTR 116 129 73.5 25.5 73.5 4 2 0 1,710.7972
N_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 4 6 11 37.00% ELGVGIALR 25 33 29.8 25.1 0.0 1 0 0 927.5623
N_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 4 6 11 37.00% MGAMAKPDCIITCDGK 35 50 30.0 25.0 23.9 0 2 0 1,799.7799
N_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 4 6 11 37.00% TTQFSCTLGEK 62 72 56.5 25.0 37.1 2 0 0 1,271.5938
N_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 4 6 11 37.00% LVVECVMNNVTCTR 116 129 76.9 25.5 70.9 4 2 0 1,710.7972
O_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 5 30.40% MGAMAKPDCIITCDGK 35 50 23.9 25.0 23.8 0 1 0 1,799.7799
O_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 5 30.40% TTQFSCTLGEK 62 72 42.8 25.0 21.9 2 0 0 1,271.5938
O_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 3 3 5 30.40% LVVECVMNNVTCTR 116 129 66.2 26.4 64.2 2 0 0 1,694.8023
P_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 3 5 18.50% TTQFSCTLGEK 62 72 28.6 25.0 18.8 2 0 0 1,271.5938
P_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 3 5 18.50% LVVECVMNNVTCTR 116 129 68.2 25.6 63.8 3 0 0 1,710.7972
Q_02 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 4 18.50% TTQFSCTLGEK 62 72 43.1 25.0 25.5 2 0 0 1,271.5938
Q_02 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 2 2 4 18.50% LVVECVMNNVTCTR 116 129 66.7 25.5 66.7 2 0 0 1,710.7972
Q_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 5 6 11 45.90% ELGVGIALRK 25 34 40.5 25.0 0.0 1 0 0 1,055.6573
Q_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 5 6 11 45.90% MGAMAKPDCIITCDGK 35 50 36.8 25.0 33.8 0 2 0 1,799.7799
Q_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 5 6 11 45.90% NLTIKTESTLK 51 61 20.0 25.0 12.9 2 0 0 1,247.7207
Q_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 5 6 11 45.90% TTQFSCTLGEK 62 72 44.3 25.0 17.4 2 0 0 1,271.5938
Q_03 Fatty acid‐binding protein, epidermal FABP5_HUMAN 15,164 5 6 11 45.90% LVVECVMNNVTCTR 116 129 72.2 25.5 60.0 4 0 0 1,710.7972
A_10 Fumarylacetoacetate hydrolase domain‐containing protein 2A FAH2A_HUMAN 34,595 3 4 7 14.30% ALAAQLPVLPR 83 93 49.4 25.0 30.7 2 0 0 1,148.7151
A_10 Fumarylacetoacetate hydrolase domain‐containing protein 2A FAH2A_HUMAN 34,595 3 4 7 14.30% SEVTFLAPVTRPDK 94 107 42.3 27.7 35.2 2 2 0 1,559.8429
A_10 Fumarylacetoacetate hydrolase domain‐containing protein 2A FAH2A_HUMAN 34,595 3 4 7 14.30% ATDAMAHVAGFTVAHDVSAR 175 194 53.8 25.7 53.8 0 1 0 2,042.9713
B_10 Fumarylacetoacetate hydrolase domain‐containing protein 2A FAH2A_HUMAN 34,595 3 4 8 14.30% ALAAQLPVLPR 83 93 42.8 25.0 27.6 2 0 0 1,148.7151
B_10 Fumarylacetoacetate hydrolase domain‐containing protein 2A FAH2A_HUMAN 34,595 3 4 8 14.30% SEVTFLAPVTRPDK 94 107 28.6 27.5 25.3 2 2 0 1,559.8429
B_10 Fumarylacetoacetate hydrolase domain‐containing protein 2A FAH2A_HUMAN 34,595 3 4 8 14.30% ATDAMAHVAGFTVAHDVSAR 175 194 45.9 25.6 45.9 0 2 0 2,042.9713
F_12 Fumarylacetoacetate hydrolase domain‐containing protein 2A FAH2A_HUMAN 34,595 2 2 3 7.96% ALAAQLPVLPR 83 93 49.9 25.0 33.0 1 0 0 1,148.7151
F_12 Fumarylacetoacetate hydrolase domain‐containing protein 2A FAH2A_HUMAN 34,595 2 2 3 7.96% SEVTFLAPVTRPDK 94 107 27.7 27.7 23.7 0 2 0 1,559.8429
A_07 Acylpyruvase FAHD1, mitochondrial FAHD1_HUMAN 24,843 2 2 4 12.50% NLHHELELGVVMGK 67 80 49.6 27.7 39.7 2 0 0 1,591.8263
A_07 Acylpyruvase FAHD1, mitochondrial FAHD1_HUMAN 24,843 2 2 4 12.50% SFTASCPVSAFVPK 124 137 47.2 26.8 34.6 2 0 0 1,497.7406
B_07 Acylpyruvase FAHD1, mitochondrial FAHD1_HUMAN 24,843 2 2 4 12.50% NLHHELELGVVMGK 67 80 28.0 28.2 15.3 0 2 0 1,591.8263
B_07 Acylpyruvase FAHD1, mitochondrial FAHD1_HUMAN 24,843 2 2 4 12.50% SFTASCPVSAFVPK 124 137 45.9 27.0 34.2 2 0 0 1,497.7406
C_07 Acylpyruvase FAHD1, mitochondrial FAHD1_HUMAN 24,843 3 3 5 12.90% NLHHELELGVVMGK 67 80 30.2 28.1 21.6 0 2 0 1,591.8263
C_07 Acylpyruvase FAHD1, mitochondrial FAHD1_HUMAN 24,843 3 3 5 12.90% NLHHELELGVVMGKR 67 81 28.4 28.1 25.0 0 1 0 1,747.9274
C_07 Acylpyruvase FAHD1, mitochondrial FAHD1_HUMAN 24,843 3 3 5 12.90% SFTASCPVSAFVPK 124 137 44.9 26.7 40.7 2 0 0 1,497.7406
D_12 Acylpyruvase FAHD1, mitochondrial FAHD1_HUMAN 24,843 2 2 2 13.40% SFTASCPVSAFVPK 124 137 51.2 26.8 44.2 1 0 0 1,497.7406
D_12 Acylpyruvase FAHD1, mitochondrial FAHD1_HUMAN 24,843 2 2 2 13.40% IITLEEGDIILTGTPK 179 194 84.6 25.1 0.0 1 0 0 1,712.9685
A_22 Focal adhesion kinase 1 FAK1_HUMAN 119,236 2 2 3 2.09% LLNSDLGELINK 989 1000 39.5 27.5 16.6 1 0 0 1,328.7422
A_22 Focal adhesion kinase 1 FAK1_HUMAN 119,236 2 2 3 2.09% NLLDVIDQAR 1033 1042 59.7 27.1 32.5 2 0 0 1,156.6322
D_09 Protein FAM3C FAM3C_HUMAN 24,681 2 2 3 10.10% ICLEDNVLMSGVK 85 97 30.3 27.7 26.9 1 0 0 1,493.7340
D_09 Protein FAM3C FAM3C_HUMAN 24,681 2 2 3 10.10% GINVALANGK 103 112 74.8 26.8 62.5 2 0 0 956.5524
F_09 Protein FAM3C FAM3C_HUMAN 24,681 2 2 4 9.69% ICLEDNVLMSGVK 85 97 62.9 27.8 55.0 2 0 0 1,493.7340
F_09 Protein FAM3C FAM3C_HUMAN 24,681 2 2 4 9.69% DNWVFCGGK 180 188 33.9 25.0 33.9 2 0 0 1,082.4725
G_08 Protein FAM3C FAM3C_HUMAN 24,681 2 2 4 9.69% ICLEDNVLMSGVK 85 97 61.5 27.8 55.5 2 0 0 1,493.7340
G_08 Protein FAM3C FAM3C_HUMAN 24,681 2 2 4 9.69% DNWVFCGGK 180 188 28.4 25.0 28.4 2 0 0 1,082.4725
A_27 Fatty acid synthase FAS_HUMAN 273,427 2 2 3 0.96% AALQEELQLCK 1132 1142 26.5 27.9 9.7 1 0 0 1,302.6724
A_27 Fatty acid synthase FAS_HUMAN 273,427 2 2 3 0.96% GVDLVLNSLAEEK 1740 1752 39.6 27.8 24.3 2 0 0 1,386.7476
A_28 Fatty acid synthase FAS_HUMAN 273,427 12 12 22 5.46% VGDPQELNGITR 299 310 73.0 27.0 61.0 2 0 0 1,298.6701
A_28 Fatty acid synthase FAS_HUMAN 273,427 12 12 22 5.46% GTPLISPLIK 826 835 34.7 25.0 34.7 2 0 0 1,038.6560
A_28 Fatty acid synthase FAS_HUMAN 273,427 12 12 22 5.46% TGTVSLEVR 928 936 32.4 28.2 19.1 1 0 0 961.5313
A_28 Fatty acid synthase FAS_HUMAN 273,427 12 12 22 5.46% HGLYLPTR 1044 1051 19.9 25.0 19.9 2 0 0 956.5313
A_28 Fatty acid synthase FAS_HUMAN 273,427 12 12 22 5.46% AALQEELQLCK 1132 1142 39.5 27.9 16.6 2 0 0 1,302.6724
A_28 Fatty acid synthase FAS_HUMAN 273,427 12 12 22 5.46% GLVQALQTK 1143 1151 41.5 26.9 29.0 2 0 0 957.5729
A_28 Fatty acid synthase FAS_HUMAN 273,427 12 12 22 5.46% MVVPGLDGAQIPR 1159 1171 40.2 27.1 36.8 2 0 0 1,368.7307
A_28 Fatty acid synthase FAS_HUMAN 273,427 12 12 22 5.46% VLQGDLVMNVYR 1496 1507 56.2 27.5 50.6 2 0 0 1,422.7411
A_28 Fatty acid synthase FAS_HUMAN 273,427 12 12 22 5.46% GVDLVLNSLAEEK 1740 1752 80.7 27.7 62.5 2 0 0 1,386.7476
A_28 Fatty acid synthase FAS_HUMAN 273,427 12 12 22 5.46% ADEASELACPTPK 2194 2206 28.5 25.0 28.5 1 0 0 1,388.6364
A_28 Fatty acid synthase FAS_HUMAN 273,427 12 12 22 5.46% EDGLAQQQTQLNLR 2207 2220 77.1 27.5 61.0 2 0 0 1,613.8244
A_28 Fatty acid synthase FAS_HUMAN 273,427 12 12 22 5.46% SLLVNPEGPTLMR 2221 2233 48.9 27.7 36.0 2 0 0 1,442.7674
A_29 Fatty acid synthase FAS_HUMAN 273,427 11 11 20 5.22% SEGVVAVLLTK 225 235 52.2 25.5 47.6 1 0 0 1,115.6671
A_29 Fatty acid synthase FAS_HUMAN 273,427 11 11 20 5.22% VGDPQELNGITR 299 310 61.4 27.0 58.2 2 0 0 1,298.6701
A_29 Fatty acid synthase FAS_HUMAN 273,427 11 11 20 5.22% LQVVDQPLPVR 374 384 48.7 25.0 45.6 2 0 0 1,263.7421
A_29 Fatty acid synthase FAS_HUMAN 273,427 11 11 20 5.22% MVVPGLDGAQIPR 1159 1171 47.6 26.5 41.1 2 0 0 1,368.7307
A_29 Fatty acid synthase FAS_HUMAN 273,427 11 11 20 5.22% VLQGDLVMNVYR 1496 1507 35.5 27.6 32.9 2 0 0 1,422.7411
A_29 Fatty acid synthase FAS_HUMAN 273,427 11 11 20 5.22% GVDLVLNSLAEEK 1740 1752 66.7 27.9 55.8 2 0 0 1,386.7476
A_29 Fatty acid synthase FAS_HUMAN 273,427 11 11 20 5.22% ADEASELACPTPK 2194 2206 32.0 25.0 27.5 2 0 0 1,388.6364
A_29 Fatty acid synthase FAS_HUMAN 273,427 11 11 20 5.22% EDGLAQQQTQLNLR 2207 2220 54.2 27.5 49.8 2 0 0 1,613.8244
A_29 Fatty acid synthase FAS_HUMAN 273,427 11 11 20 5.22% SLLVNPEGPTLMR 2221 2233 44.9 27.7 40.9 2 0 0 1,442.7674
A_29 Fatty acid synthase FAS_HUMAN 273,427 11 11 20 5.22% VLEALLPLK 2383 2391 40.2 25.0 40.2 2 0 0 995.6501
A_29 Fatty acid synthase FAS_HUMAN 273,427 11 11 20 5.22% VAAAVDLIIK 2397 2406 21.3 25.0 13.6 1 0 0 1,012.6402
A_30 Fatty acid synthase FAS_HUMAN 273,427 5 5 7 2.51% SEGVVAVLLTK 225 235 44.6 25.2 36.4 1 0 0 1,115.6671
A_30 Fatty acid synthase FAS_HUMAN 273,427 5 5 7 2.51% VGDPQELNGITR 299 310 51.8 26.5 45.4 2 0 0 1,298.6701
A_30 Fatty acid synthase FAS_HUMAN 273,427 5 5 7 2.51% MVVPGLDGAQIPR 1159 1171 27.0 27.1 27.0 1 0 0 1,368.7307
A_30 Fatty acid synthase FAS_HUMAN 273,427 5 5 7 2.51% GVDLVLNSLAEEK 1740 1752 63.8 27.6 51.2 1 0 0 1,386.7476
A_30 Fatty acid synthase FAS_HUMAN 273,427 5 5 7 2.51% EDGLAQQQTQLNLR 2207 2220 44.3 27.5 40.1 2 0 0 1,613.8244
A_31 Fatty acid synthase FAS_HUMAN 273,427 4 4 6 1.87% VGDPQELNGITR 299 310 58.5 27.0 55.5 2 0 0 1,298.6701
A_31 Fatty acid synthase FAS_HUMAN 273,427 4 4 6 1.87% MVVPGLDGAQIPR 1159 1171 30.3 26.8 25.7 1 0 0 1,368.7307
A_31 Fatty acid synthase FAS_HUMAN 273,427 4 4 6 1.87% SLLVNPEGPTLMR 2221 2233 29.7 27.7 16.2 1 0 0 1,442.7674
A_31 Fatty acid synthase FAS_HUMAN 273,427 4 4 6 1.87% VLEALLPLK 2383 2391 48.4 25.0 48.4 2 0 0 995.6501
A_32 Fatty acid synthase FAS_HUMAN 273,427 5 5 6 2.31% SEGVVAVLLTK 225 235 25.5 25.2 20.2 1 0 0 1,115.6671
A_32 Fatty acid synthase FAS_HUMAN 273,427 5 5 6 2.31% LQVVDQPLPVR 374 384 34.7 25.0 32.5 1 0 0 1,263.7421
A_32 Fatty acid synthase FAS_HUMAN 273,427 5 5 6 2.31% GVDLVLNSLAEEK 1740 1752 35.4 28.1 26.2 1 0 0 1,386.7476
A_32 Fatty acid synthase FAS_HUMAN 273,427 5 5 6 2.31% EDGLAQQQTQLNLR 2207 2220 52.5 27.5 44.6 1 0 0 1,613.8244
A_32 Fatty acid synthase FAS_HUMAN 273,427 5 5 6 2.31% VLEALLPLK 2383 2391 36.1 25.0 34.8 2 0 0 995.6501
B_27 Fatty acid synthase FAS_HUMAN 273,427 5 5 8 2.39% SEGVVAVLLTK 225 235 43.6 25.5 38.2 2 0 0 1,115.6671
B_27 Fatty acid synthase FAS_HUMAN 273,427 5 5 8 2.39% GVDLVLNSLAEEK 1740 1752 59.2 27.9 44.9 2 0 0 1,386.7476
B_27 Fatty acid synthase FAS_HUMAN 273,427 5 5 8 2.39% EDGLAQQQTQLNLR 2207 2220 58.1 27.5 45.0 1 0 0 1,613.8244
B_27 Fatty acid synthase FAS_HUMAN 273,427 5 5 8 2.39% SLLVNPEGPTLMR 2221 2233 32.1 27.6 25.8 1 0 0 1,442.7674
B_27 Fatty acid synthase FAS_HUMAN 273,427 5 5 8 2.39% VLEALLPLK 2383 2391 38.7 25.0 38.7 2 0 0 995.6501
B_28 Fatty acid synthase FAS_HUMAN 273,427 9 9 14 4.38% SEGVVAVLLTK 225 235 55.6 25.5 51.3 2 0 0 1,115.6671
B_28 Fatty acid synthase FAS_HUMAN 273,427 9 9 14 4.38% AALQEELQLCK 1132 1142 42.2 27.6 20.1 2 0 0 1,302.6724
B_28 Fatty acid synthase FAS_HUMAN 273,427 9 9 14 4.38% VLQGDLVMNVYR 1496 1507 36.8 27.5 33.3 1 0 0 1,422.7411
B_28 Fatty acid synthase FAS_HUMAN 273,427 9 9 14 4.38% FPQLDSTSFANSR 1712 1724 60.7 26.3 45.1 1 0 0 1,469.7019
B_28 Fatty acid synthase FAS_HUMAN 273,427 9 9 14 4.38% GVDLVLNSLAEEK 1740 1752 70.4 27.9 55.6 2 0 0 1,386.7476
B_28 Fatty acid synthase FAS_HUMAN 273,427 9 9 14 4.38% ADEASELACPTPK 2194 2206 32.4 25.0 32.4 1 0 0 1,388.6364
B_28 Fatty acid synthase FAS_HUMAN 273,427 9 9 14 4.38% EDGLAQQQTQLNLR 2207 2220 58.9 27.5 39.2 2 0 0 1,613.8244
B_28 Fatty acid synthase FAS_HUMAN 273,427 9 9 14 4.38% SLLVNPEGPTLMR 2221 2233 38.1 27.4 31.9 2 0 0 1,442.7674
B_28 Fatty acid synthase FAS_HUMAN 273,427 9 9 14 4.38% VAAAVDLIIK 2397 2406 26.6 25.0 23.6 1 0 0 1,012.6402
B_29 Fatty acid synthase FAS_HUMAN 273,427 10 10 16 4.58% LQVVDQPLPVR 374 384 44.1 25.0 44.1 2 0 0 1,263.7421
B_29 Fatty acid synthase FAS_HUMAN 273,427 10 10 16 4.58% HGLYLPTR 1044 1051 30.1 25.0 25.0 1 0 0 956.5313



B_29 Fatty acid synthase FAS_HUMAN 273,427 10 10 16 4.58% AALQEELQLCK 1132 1142 51.3 27.8 32.7 2 0 0 1,302.6724
B_29 Fatty acid synthase FAS_HUMAN 273,427 10 10 16 4.58% MVVPGLDGAQIPR 1159 1171 37.5 26.3 28.7 1 0 0 1,368.7307
B_29 Fatty acid synthase FAS_HUMAN 273,427 10 10 16 4.58% FPQLDSTSFANSR 1712 1724 38.2 26.3 32.1 1 0 0 1,469.7019
B_29 Fatty acid synthase FAS_HUMAN 273,427 10 10 16 4.58% GVDLVLNSLAEEK 1740 1752 59.2 27.8 42.8 2 0 0 1,386.7476
B_29 Fatty acid synthase FAS_HUMAN 273,427 10 10 16 4.58% EDGLAQQQTQLNLR 2207 2220 62.1 27.5 55.2 2 0 0 1,613.8244
B_29 Fatty acid synthase FAS_HUMAN 273,427 10 10 16 4.58% SLLVNPEGPTLMR 2221 2233 44.3 27.8 23.1 2 0 0 1,442.7674
B_29 Fatty acid synthase FAS_HUMAN 273,427 10 10 16 4.58% VLEALLPLK 2383 2391 39.6 25.0 39.6 2 0 0 995.6501
B_29 Fatty acid synthase FAS_HUMAN 273,427 10 10 16 4.58% VAAAVDLIIK 2397 2406 23.4 25.0 22.3 1 0 0 1,012.6402
B_30 Fatty acid synthase FAS_HUMAN 273,427 5 5 9 2.31% VGDPQELNGITR 299 310 32.5 26.5 28.2 2 0 0 1,298.6701
B_30 Fatty acid synthase FAS_HUMAN 273,427 5 5 9 2.31% AALQEELQLCK 1132 1142 52.4 27.5 38.4 2 0 0 1,302.6724
B_30 Fatty acid synthase FAS_HUMAN 273,427 5 5 9 2.31% MVVPGLDGAQIPR 1159 1171 25.5 26.3 22.6 2 0 0 1,368.7307
B_30 Fatty acid synthase FAS_HUMAN 273,427 5 5 9 2.31% SLLVNPEGPTLMR 2221 2233 40.3 27.4 32.0 1 0 0 1,442.7674
B_30 Fatty acid synthase FAS_HUMAN 273,427 5 5 9 2.31% VLEALLPLK 2383 2391 32.0 25.0 32.0 2 0 0 995.6501
B_31 Fatty acid synthase FAS_HUMAN 273,427 2 2 3 0.88% SLLVNPEGPTLMR 2221 2233 27.0 27.9 15.8 1 0 0 1,442.7674
B_31 Fatty acid synthase FAS_HUMAN 273,427 2 2 3 0.88% VLEALLPLK 2383 2391 31.4 25.0 31.4 2 0 0 995.6501
B_32 Fatty acid synthase FAS_HUMAN 273,427 2 2 2 0.88% SLLVNPEGPTLMR 2221 2233 34.4 27.9 19.7 1 0 0 1,442.7674
B_32 Fatty acid synthase FAS_HUMAN 273,427 2 2 2 0.88% VLEALLPLK 2383 2391 26.2 25.0 26.2 1 0 0 995.6501
C_27 Fatty acid synthase FAS_HUMAN 273,427 8 8 13 3.78% FDASFFGVHPK 60 70 32.4 27.1 22.7 2 0 0 1,251.6157
C_27 Fatty acid synthase FAS_HUMAN 273,427 8 8 13 3.78% VGDPQELNGITR 299 310 45.3 26.3 38.2 2 0 0 1,298.6701
C_27 Fatty acid synthase FAS_HUMAN 273,427 8 8 13 3.78% MVVPGLDGAQIPR 1159 1171 20.9 27.0 17.1 1 0 0 1,368.7307
C_27 Fatty acid synthase FAS_HUMAN 273,427 8 8 13 3.78% VVVQVLAEEPEAVLK 1852 1866 91.0 25.0 64.6 2 0 0 1,622.9364
C_27 Fatty acid synthase FAS_HUMAN 273,427 8 8 13 3.78% YSGTLNLDR 1996 2004 21.6 26.9 12.1 1 0 0 1,038.5215
C_27 Fatty acid synthase FAS_HUMAN 273,427 8 8 13 3.78% SLLVNPEGPTLMR 2221 2233 35.5 27.7 29.5 2 0 0 1,442.7674
C_27 Fatty acid synthase FAS_HUMAN 273,427 8 8 13 3.78% LSIPTYGLQCTR 2264 2275 34.7 27.6 27.5 1 0 0 1,408.7255
C_27 Fatty acid synthase FAS_HUMAN 273,427 8 8 13 3.78% VAAAVDLIIK 2397 2406 36.9 25.0 31.7 2 0 0 1,012.6402
H_23 Fatty acid synthase FAS_HUMAN 273,427 2 2 4 0.92% VGDPQELNGITR 299 310 34.3 26.5 31.0 2 0 0 1,298.6701
H_23 Fatty acid synthase FAS_HUMAN 273,427 2 2 4 0.92% LQVVDQPLPVR 374 384 39.0 25.0 39.0 2 0 0 1,263.7421
I_22 Fatty acid synthase FAS_HUMAN 273,427 2 2 3 0.92% VGDPQELNGITR 299 310 24.5 26.5 18.3 1 0 0 1,298.6701
I_22 Fatty acid synthase FAS_HUMAN 273,427 2 2 3 0.92% AALQEELQLCK 1132 1142 41.5 27.6 23.6 2 0 0 1,302.6724
K_24 Fatty acid synthase FAS_HUMAN 273,427 2 2 2 0.92% VGDPQELNGITR 299 310 44.8 26.9 39.1 1 0 0 1,298.6701
K_24 Fatty acid synthase FAS_HUMAN 273,427 2 2 2 0.92% LQVVDQPLPVR 374 384 26.9 25.0 25.4 1 0 0 1,263.7421
L_15 Fatty acid synthase FAS_HUMAN 273,427 4 4 5 1.99% SEGVVAVLLTK 225 235 24.5 25.1 16.3 1 0 0 1,115.6671
L_15 Fatty acid synthase FAS_HUMAN 273,427 4 4 5 1.99% LQVVDQPLPVR 374 384 36.7 25.0 36.7 2 0 0 1,263.7421
L_15 Fatty acid synthase FAS_HUMAN 273,427 4 4 5 1.99% AFEVSENGNLVVSGK 943 957 39.4 28.2 36.4 1 0 0 1,549.7856
L_15 Fatty acid synthase FAS_HUMAN 273,427 4 4 5 1.99% SLLVNPEGPTLMR 2221 2233 26.8 28.1 10.8 1 0 0 1,442.7674
L_16 Fatty acid synthase FAS_HUMAN 273,427 9 9 15 4.42% VGDPQELNGITR 299 310 64.0 26.7 56.8 1 0 0 1,298.6701
L_16 Fatty acid synthase FAS_HUMAN 273,427 9 9 15 4.42% AFEVSENGNLVVSGK 943 957 55.4 27.9 51.0 1 0 0 1,549.7856
L_16 Fatty acid synthase FAS_HUMAN 273,427 9 9 15 4.42% AQVADVVVSR 1073 1082 34.1 28.2 6.7 1 0 0 1,043.5843
L_16 Fatty acid synthase FAS_HUMAN 273,427 9 9 15 4.42% VVVQVLAEEPEAVLK 1852 1866 66.8 25.0 46.3 2 0 0 1,622.9364
L_16 Fatty acid synthase FAS_HUMAN 273,427 9 9 15 4.42% ELNLVLSVR 2169 2177 49.1 26.0 43.6 2 0 0 1,042.6255
L_16 Fatty acid synthase FAS_HUMAN 273,427 9 9 15 4.42% ADEASELACPTPK 2194 2206 52.9 25.0 52.9 2 0 0 1,388.6364
L_16 Fatty acid synthase FAS_HUMAN 273,427 9 9 15 4.42% EDGLAQQQTQLNLR 2207 2220 70.2 27.1 62.5 2 0 0 1,613.8244
L_16 Fatty acid synthase FAS_HUMAN 273,427 9 9 15 4.42% SLLVNPEGPTLMR 2221 2233 58.4 28.1 45.5 2 0 0 1,442.7674
L_16 Fatty acid synthase FAS_HUMAN 273,427 9 9 15 4.42% VAAAVDLIIK 2397 2406 27.3 25.0 18.0 2 0 0 1,012.6402
M_15 Fatty acid synthase FAS_HUMAN 273,427 3 3 5 1.43% VGDPQELNGITR 299 310 44.0 26.5 42.0 2 0 0 1,298.6701
M_15 Fatty acid synthase FAS_HUMAN 273,427 3 3 5 1.43% LQVVDQPLPVR 374 384 31.7 25.0 31.7 2 0 0 1,263.7421
M_15 Fatty acid synthase FAS_HUMAN 273,427 3 3 5 1.43% ADEASELACPTPK 2194 2206 31.5 25.0 23.5 1 0 0 1,388.6364
M_16 Fatty acid synthase FAS_HUMAN 273,427 8 8 10 3.82% VGDPQELNGITR 299 310 49.0 26.5 46.0 1 0 0 1,298.6701
M_16 Fatty acid synthase FAS_HUMAN 273,427 8 8 10 3.82% GTPLISPLIK 826 835 24.4 25.0 24.4 1 0 0 1,038.6560
M_16 Fatty acid synthase FAS_HUMAN 273,427 8 8 10 3.82% AQVADVVVSR 1073 1082 38.4 26.4 22.9 1 0 0 1,043.5843
M_16 Fatty acid synthase FAS_HUMAN 273,427 8 8 10 3.82% AALQEELQLCK 1132 1142 48.1 28.1 28.5 2 0 0 1,302.6724
M_16 Fatty acid synthase FAS_HUMAN 273,427 8 8 10 3.82% FPQLDSTSFANSR 1712 1724 53.3 26.6 43.3 1 0 0 1,469.7019
M_16 Fatty acid synthase FAS_HUMAN 273,427 8 8 10 3.82% ADEASELACPTPK 2194 2206 24.8 25.0 18.3 1 0 0 1,388.6364
M_16 Fatty acid synthase FAS_HUMAN 273,427 8 8 10 3.82% EDGLAQQQTQLNLR 2207 2220 58.8 27.5 47.5 1 0 0 1,613.8244
M_16 Fatty acid synthase FAS_HUMAN 273,427 8 8 10 3.82% SLLVNPEGPTLMR 2221 2233 42.4 27.4 30.6 2 0 0 1,442.7674
Q_16 Fatty acid synthase FAS_HUMAN 273,427 2 2 4 0.92% VGDPQELNGITR 299 310 60.2 26.7 50.9 2 0 0 1,298.6701
Q_16 Fatty acid synthase FAS_HUMAN 273,427 2 2 4 0.92% LQVVDQPLPVR 374 384 51.8 25.0 48.8 2 0 0 1,263.7421
C_18 Fibulin‐1 FBLN1_HUMAN 77,212 2 2 2 3.27% CLAFECPENYRR 551 562 21.3 25.0 17.6 0 1 0 1,614.7152
C_18 Fibulin‐1 FBLN1_HUMAN 77,212 2 2 2 3.27% YMDGMTVGVVR 651 661 20.6 25.0 11.1 1 0 0 1,259.5760
C_19 Fibulin‐1 FBLN1_HUMAN 77,212 4 4 6 6.40% CLAFECPENYRR 551 562 26.0 25.0 22.9 1 0 0 1,614.7152
C_19 Fibulin‐1 FBLN1_HUMAN 77,212 4 4 6 6.40% DSFDIIKR 643 650 45.0 28.0 32.7 2 0 0 993.5365
C_19 Fibulin‐1 FBLN1_HUMAN 77,212 4 4 6 6.40% YMDGMTVGVVR 651 661 26.1 25.0 26.1 1 0 0 1,259.5760
C_19 Fibulin‐1 FBLN1_HUMAN 77,212 4 4 6 6.40% LEMNYVVGGVVSHR 676 689 36.1 27.6 29.4 0 2 0 1,575.7948
A_03 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 2 4.87% SGNENGEFYLR 430 440 22.7 25.0 22.7 1 0 0 1,285.5807
A_03 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 2 4.87% QTSPVSAMLVLVK 441 453 44.7 27.5 34.5 1 0 0 1,388.7819
A_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.10% GSFACQCPPGYQK 195 207 27.4 25.0 15.9 1 0 0 1,499.6408
A_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.10% FSCMCPQGYQVVR 316 328 25.5 25.0 25.0 1 0 0 1,647.7077
A_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.10% SGNENGEFYLR 430 440 51.2 25.0 43.6 2 0 0 1,285.5807
A_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.10% QTSPVSAMLVLVK 441 453 42.8 26.9 35.7 2 0 0 1,388.7819
A_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.30% GSFACQCPPGYQK 195 207 57.8 25.0 57.5 2 0 0 1,499.6408
A_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.30% LNCEDIDECR 290 299 42.0 25.0 38.8 2 0 0 1,323.5306
A_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.30% FSCMCPQGYQVVR 316 328 49.3 25.0 47.7 2 0 0 1,647.7077
A_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 20.70% DIDECDIVPDACK 44 56 45.1 25.0 37.3 2 0 0 1,549.6513
A_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 20.70% GSFACQCPPGYQK 195 207 58.6 25.0 56.2 2 0 0 1,499.6408
A_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 20.70% LNCEDIDECR 290 299 45.3 25.0 45.3 2 0 0 1,323.5306
A_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 20.70% FSCMCPQGYQVVR 316 328 49.0 25.0 45.3 2 0 0 1,647.7077
A_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 20.70% TCQDINECETTNECR 331 345 53.4 25.0 53.4 2 0 0 1,929.7373
A_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 20.70% NPCQDPYILTPENR 363 376 39.7 25.3 39.7 1 0 0 1,716.8012
A_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 20.70% SGNENGEFYLR 430 440 52.8 25.0 47.7 2 0 0 1,285.5807
A_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 20.70% QTSPVSAMLVLVK 441 453 63.6 26.9 56.4 2 0 0 1,388.7819
A_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.70% DIDECDIVPDACK 44 56 41.6 25.0 35.2 2 0 0 1,549.6513
A_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.70% GSFACQCPPGYQK 195 207 59.5 25.0 59.5 2 0 0 1,499.6408
A_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.70% LNCEDIDECR 290 299 28.4 25.0 27.7 1 0 0 1,323.5306
A_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.70% FSCMCPQGYQVVR 316 328 42.4 25.0 36.1 1 0 0 1,647.7077
A_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.70% TCQDINECETTNECR 331 345 44.0 25.0 44.0 2 0 0 1,929.7373
A_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.70% NPCQDPYILTPENR 363 376 60.4 25.5 60.4 2 0 0 1,716.8012
A_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.70% SGNENGEFYLR 430 440 44.0 25.0 43.1 2 0 0 1,285.5807
A_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.70% QTSPVSAMLVLVK 441 453 58.7 27.5 53.4 2 0 0 1,388.7819
A_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 12 18 23.30% CVNHYGGYLCLPK 61 73 54.9 25.1 43.9 2 0 0 1,580.7350
A_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 12 18 23.30% NPADPQRIPSNPSHR 142 156 21.6 27.3 9.9 0 1 0 1,685.8467
A_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 12 18 23.30% GSFACQCPPGYQK 195 207 65.9 25.0 59.9 2 0 0 1,499.6408
A_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 12 18 23.30% LNCEDIDECR 290 299 66.4 25.0 66.2 2 0 0 1,323.5306
A_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 12 18 23.30% FSCMCPQGYQVVR 316 328 55.1 25.0 55.1 2 0 0 1,647.7077
A_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 12 18 23.30% TCQDINECETTNECR 331 345 94.2 25.0 94.2 2 1 0 1,929.7373
A_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 12 18 23.30% NPCQDPYILTPENR 363 376 42.8 25.2 39.0 1 1 0 1,716.8012
A_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 12 18 23.30% ELPQSIVYK 388 396 27.5 27.7 16.9 1 0 0 1,076.5987
A_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 12 18 23.30% QTSPVSAMLVLVK 441 453 86.1 27.5 74.4 3 0 0 1,388.7819
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% DIDECDIVPDACK 44 56 59.8 25.0 55.6 2 0 0 1,549.6513
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% CVNHYGGYLCLPK 61 73 34.9 25.2 23.8 2 0 0 1,580.7350
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% NPADPQRIPSNPSHR 142 156 26.0 27.2 22.6 0 2 0 1,685.8467
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% ADQVCINLR 186 194 49.7 27.5 35.0 2 0 0 1,088.5518
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% GSFACQCPPGYQK 195 207 54.3 25.0 52.4 2 0 0 1,499.6408
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% LNCEDIDECR 290 299 53.3 25.0 51.8 2 0 0 1,323.5306
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% FSCMCPQGYQVVR 316 328 57.8 25.0 51.9 2 2 0 1,647.7077
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% TCQDINECETTNECR 331 345 108.0 25.0 108.0 3 2 0 1,929.7373
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% CVCPVSNAMCR 377 387 39.4 25.0 31.6 3 0 0 1,353.5530
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% ELPQSIVYK 388 396 31.8 27.7 25.4 2 0 0 1,076.5987
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% IKSGNENGEFYLR 428 440 29.6 26.4 24.1 0 2 0 1,526.7598
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% SGNENGEFYLR 430 440 50.8 25.0 45.3 2 0 0 1,285.5807
A_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 32 29.80% QTSPVSAMLVLVK 441 453 41.0 27.4 26.6 0 2 0 1,388.7819
A_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 28 27.00% DIDECDIVPDACK 44 56 57.5 25.0 56.1 2 0 0 1,549.6513
A_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 28 27.00% ADQVCINLR 186 194 47.4 27.9 35.2 2 0 0 1,088.5518



A_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 28 27.00% GSFACQCPPGYQK 195 207 63.8 25.0 57.6 2 0 0 1,499.6408
A_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 28 27.00% LNCEDIDECR 290 299 54.0 25.0 52.5 2 0 0 1,323.5306
A_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 28 27.00% FSCMCPQGYQVVR 316 328 66.6 25.0 60.4 2 0 0 1,647.7077
A_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 28 27.00% TCQDINECETTNECR 331 345 101.0 25.0 101.0 2 2 0 1,929.7373
A_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 28 27.00% NPCQDPYILTPENR 363 376 56.1 25.3 45.6 2 2 0 1,716.8012
A_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 28 27.00% CVCPVSNAMCR 377 387 23.3 25.0 16.1 1 0 0 1,353.5530
A_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 28 27.00% ELPQSIVYK 388 396 30.7 27.7 21.4 1 0 0 1,076.5987
A_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 28 27.00% IKSGNENGEFYLR 428 440 34.8 26.3 32.6 1 1 0 1,526.7598
A_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 28 27.00% SGNENGEFYLR 430 440 57.6 25.0 52.0 2 0 0 1,285.5807
A_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 28 27.00% QTSPVSAMLVLVK 441 453 63.9 27.5 56.1 2 2 0 1,388.7819
A_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.50% DIDECDIVPDACK 44 56 45.2 25.0 38.5 2 0 0 1,549.6513
A_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.50% CVNHYGGYLCLPK 61 73 58.7 25.0 47.3 2 0 0 1,580.7350
A_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.50% ADQVCINLR 186 194 41.1 27.9 25.3 1 0 0 1,088.5518
A_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.50% GSFACQCPPGYQK 195 207 76.6 25.0 75.4 2 0 0 1,499.6408
A_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.50% FSCMCPQGYQVVR 316 328 69.0 25.0 67.9 2 0 0 1,647.7077
A_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.50% TCQDINECETTNECR 331 345 102.0 25.0 102.0 2 0 0 1,929.7373
A_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.50% NPCQDPYILTPENR 363 376 19.3 25.0 16.0 0 1 0 1,716.8012
A_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 20.50% SGNENGEFYLR 430 440 47.0 25.0 44.1 2 0 0 1,285.5807
A_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 16 22.70% DIDECDIVPDACK 44 56 49.4 25.0 45.0 2 0 0 1,549.6513
A_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 16 22.70% NPADPQRIPSNPSHR 142 156 19.3 27.7 11.9 0 1 0 1,685.8467
A_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 16 22.70% ADQVCINLR 186 194 50.6 27.9 27.2 2 0 0 1,088.5518
A_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 16 22.70% GSFACQCPPGYQK 195 207 67.5 25.0 67.5 2 0 0 1,499.6408
A_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 16 22.70% LNCEDIDECR 290 299 47.7 25.0 47.7 2 0 0 1,323.5306
A_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 16 22.70% FSCMCPQGYQVVR 316 328 53.9 25.0 51.7 2 0 0 1,647.7077
A_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 16 22.70% TCQDINECETTNECR 331 345 70.4 25.0 70.4 2 0 0 1,929.7373
A_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 16 22.70% SGNENGEFYLR 430 440 37.8 25.0 37.8 2 0 0 1,285.5807
A_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 16 22.70% QTSPVSAMLVLVK 441 453 29.0 27.4 19.1 0 1 0 1,388.7819
A_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.10% CVNHYGGYLCLPK 61 73 38.7 25.1 36.2 0 1 0 1,580.7350
A_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.10% ADQVCINLR 186 194 36.1 27.9 24.5 2 0 0 1,088.5518
A_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.10% FSCMCPQGYQVVR 316 328 51.6 25.0 46.9 2 0 0 1,647.7077
A_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 2 5.27% DIDECDIVPDACK 44 56 40.8 25.0 32.4 1 0 0 1,549.6513
A_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 2 5.27% GSFACQCPPGYQK 195 207 30.9 25.0 30.9 1 0 0 1,499.6408
A_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 8 12.80% DIDECDIVPDACK 44 56 27.7 25.0 20.4 1 0 0 1,549.6513
A_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 8 12.80% GSFACQCPPGYQK 195 207 26.4 25.0 26.4 1 0 0 1,499.6408
A_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 8 12.80% LNCEDIDECR 290 299 55.6 25.0 51.9 2 0 0 1,323.5306
A_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 8 12.80% NPCQDPYILTPENR 363 376 33.7 25.2 30.9 1 0 0 1,716.8012
A_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 8 12.80% QTSPVSAMLVLVK 441 453 35.1 27.5 32.0 3 0 0 1,388.7819
A_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% DIDECDIVPDACK 44 56 35.7 25.0 35.7 2 0 0 1,549.6513
A_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% GSFACQCPPGYQK 195 207 53.7 25.0 53.7 2 0 0 1,499.6408
A_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% SGNENGEFYLR 430 440 51.5 25.0 45.7 2 0 0 1,285.5807
A_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% QTSPVSAMLVLVK 441 453 49.2 26.7 38.5 2 0 0 1,388.7819
A_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 14.80% DIDECDIVPDACK 44 56 41.8 25.0 41.8 2 0 0 1,549.6513
A_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 14.80% GSFACQCPPGYQK 195 207 32.4 25.0 32.2 1 0 0 1,499.6408
A_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 14.80% LNCEDIDECR 290 299 40.6 25.0 40.6 1 0 0 1,323.5306
A_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 14.80% FSCMCPQGYQVVR 316 328 21.0 25.0 21.0 1 0 0 1,647.7077
A_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 14.80% SGNENGEFYLR 430 440 59.7 25.0 54.2 2 0 0 1,285.5807
A_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 14.80% QTSPVSAMLVLVK 441 453 37.4 26.8 22.3 2 0 0 1,388.7819
A_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.33% ADQVCINLR 186 194 27.8 27.8 17.4 1 0 0 1,088.5518
A_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.33% GSFACQCPPGYQK 195 207 27.0 25.0 24.0 1 0 0 1,499.6408
A_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.33% FSCMCPQGYQVVR 316 328 34.4 25.0 34.4 2 0 0 1,647.7077
A_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.33% SGNENGEFYLR 430 440 22.0 25.0 6.8 2 0 0 1,285.5807
A_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 13.00% DIDECDIVPDACK 44 56 48.7 25.0 48.7 2 0 0 1,549.6513
A_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 13.00% GSFACQCPPGYQK 195 207 48.2 25.0 48.2 2 0 0 1,499.6408
A_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 13.00% LNCEDIDECR 290 299 41.2 25.0 41.2 2 0 0 1,323.5306
A_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 13.00% TCQDINECETTNECR 331 345 34.5 25.0 34.5 1 0 0 1,929.7373
A_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 13.00% QTSPVSAMLVLVK 441 453 49.9 27.5 33.9 2 0 0 1,388.7819
A_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% DIDECDIVPDACK 44 56 48.2 25.0 48.2 2 0 0 1,549.6513
A_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% GSFACQCPPGYQK 195 207 34.1 25.0 34.1 2 0 0 1,499.6408
A_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% LNCEDIDECR 290 299 41.0 25.0 41.0 2 0 0 1,323.5306
A_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% SGNENGEFYLR 430 440 27.5 25.0 27.5 2 0 0 1,285.5807
A_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% QTSPVSAMLVLVK 441 453 40.3 27.5 29.9 2 0 0 1,388.7819
A_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% DIDECDIVPDACK 44 56 48.5 25.0 48.5 2 0 0 1,549.6513
A_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% GSFACQCPPGYQK 195 207 48.8 25.0 48.8 2 0 0 1,499.6408
A_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% LNCEDIDECR 290 299 47.6 25.0 47.6 2 0 0 1,323.5306
A_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% SGNENGEFYLR 430 440 27.6 25.0 10.8 1 0 0 1,285.5807
A_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% QTSPVSAMLVLVK 441 453 38.5 27.5 30.1 2 0 0 1,388.7819
A_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% DIDECDIVPDACK 44 56 48.5 25.0 47.5 2 0 0 1,549.6513
A_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% GSFACQCPPGYQK 195 207 58.7 25.0 58.7 2 0 0 1,499.6408
A_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% LNCEDIDECR 290 299 45.0 25.0 45.0 2 0 0 1,323.5306
A_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% SGNENGEFYLR 430 440 43.1 25.0 36.8 2 0 0 1,285.5807
A_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% DIDECDIVPDACK 44 56 46.6 25.0 45.3 2 0 0 1,549.6513
A_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% GSFACQCPPGYQK 195 207 54.5 25.0 54.5 2 0 0 1,499.6408
A_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% LNCEDIDECR 290 299 48.6 25.0 48.6 2 0 0 1,323.5306
A_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% SGNENGEFYLR 430 440 45.1 25.0 39.6 1 0 0 1,285.5807
A_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% QTSPVSAMLVLVK 441 453 53.6 27.5 47.0 2 0 0 1,388.7819
A_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% DIDECDIVPDACK 44 56 43.5 25.0 36.5 2 0 0 1,549.6513
A_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% GSFACQCPPGYQK 195 207 85.1 25.0 85.1 2 0 0 1,499.6408
A_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% LNCEDIDECR 290 299 55.9 25.0 55.9 1 0 0 1,323.5306
A_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% FSCMCPQGYQVVR 316 328 56.9 25.0 55.0 2 0 0 1,647.7077
A_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% SGNENGEFYLR 430 440 40.6 25.0 27.5 2 0 0 1,285.5807
A_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 17.80% DIDECDIVPDACK 44 56 49.6 25.0 46.2 2 0 0 1,549.6513
A_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 17.80% GSFACQCPPGYQK 195 207 63.4 25.0 63.4 2 0 0 1,499.6408
A_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 17.80% LNCEDIDECR 290 299 48.7 25.0 48.7 2 0 0 1,323.5306
A_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 17.80% FSCMCPQGYQVVR 316 328 61.0 25.0 59.3 2 0 0 1,647.7077
A_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 17.80% TCQDINECETTNECR 331 345 43.4 25.0 43.4 2 0 0 1,929.7373
A_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 17.80% SGNENGEFYLR 430 440 53.4 25.0 45.4 2 0 0 1,285.5807
A_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 17.80% QTSPVSAMLVLVK 441 453 61.8 27.5 55.8 2 0 0 1,388.7819
A_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.40% ADQVCINLR 186 194 41.2 27.9 26.6 1 0 0 1,088.5518
A_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.40% GSFACQCPPGYQK 195 207 54.5 25.0 54.5 1 0 0 1,499.6408
A_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.40% LNCEDIDECR 290 299 48.5 25.0 45.1 2 0 0 1,323.5306
A_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.40% FSCMCPQGYQVVR 316 328 59.4 25.0 54.0 2 0 0 1,647.7077
A_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.40% SGNENGEFYLR 430 440 33.1 25.0 22.0 2 0 0 1,285.5807
B_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.20% GSFACQCPPGYQK 195 207 48.6 25.0 48.6 2 0 0 1,499.6408
B_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.20% LNCEDIDECR 290 299 40.8 25.0 40.8 1 0 0 1,323.5306
B_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.20% FSCMCPQGYQVVR 316 328 32.4 25.0 28.5 1 0 0 1,647.7077
B_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.20% SGNENGEFYLR 430 440 34.2 25.0 30.0 2 0 0 1,285.5807
B_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.20% QTSPVSAMLVLVK 441 453 50.6 27.5 44.2 2 0 0 1,388.7819
B_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 15.60% DIDECDIVPDACK 44 56 46.7 25.0 46.7 2 0 0 1,549.6513
B_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 15.60% GSFACQCPPGYQK 195 207 64.7 25.0 64.7 2 0 0 1,499.6408
B_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 15.60% FSCMCPQGYQVVR 316 328 61.7 25.0 55.0 2 0 0 1,647.7077
B_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 15.60% NPCQDPYILTPENR 363 376 52.9 25.5 46.7 2 0 0 1,716.8012
B_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 15.60% SGNENGEFYLR 430 440 43.3 25.0 40.2 2 0 0 1,285.5807
B_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 15.60% QTSPVSAMLVLVK 441 453 43.7 26.9 28.7 2 0 0 1,388.7819
B_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 15.60% DIDECDIVPDACK 44 56 36.6 25.0 28.1 1 0 0 1,549.6513
B_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 15.60% GSFACQCPPGYQK 195 207 54.2 25.0 49.5 2 0 0 1,499.6408
B_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 15.60% FSCMCPQGYQVVR 316 328 40.2 25.0 37.1 1 0 0 1,647.7077
B_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 15.60% NPCQDPYILTPENR 363 376 53.0 25.1 49.5 2 0 0 1,716.8012
B_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 15.60% SGNENGEFYLR 430 440 28.5 25.0 24.0 1 0 0 1,285.5807
B_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 15.60% QTSPVSAMLVLVK 441 453 52.7 27.5 41.6 2 0 0 1,388.7819
B_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 17 20.70% CVNHYGGYLCLPK 61 73 50.1 25.2 35.8 2 0 0 1,580.7350
B_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 17 20.70% GSFACQCPPGYQK 195 207 73.9 25.0 68.1 2 0 0 1,499.6408
B_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 17 20.70% LNCEDIDECR 290 299 40.0 25.0 40.0 1 0 0 1,323.5306



B_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 17 20.70% FSCMCPQGYQVVR 316 328 69.1 25.0 68.0 2 0 0 1,647.7077
B_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 17 20.70% TCQDINECETTNECR 331 345 81.8 25.0 81.8 2 0 0 1,929.7373
B_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 17 20.70% NPCQDPYILTPENR 363 376 57.7 25.2 54.6 2 0 0 1,716.8012
B_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 17 20.70% SGNENGEFYLR 430 440 48.7 25.0 43.8 2 0 0 1,285.5807
B_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 17 20.70% QTSPVSAMLVLVK 441 453 84.9 26.9 75.7 4 0 0 1,388.7819
B_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 30 29.20% DIDECDIVPDACK 44 56 58.9 25.0 51.2 2 0 0 1,549.6513
B_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 30 29.20% CVNHYGGYLCLPK 61 73 45.1 25.1 41.8 2 2 0 1,580.7350
B_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 30 29.20% ADQVCINLR 186 194 53.1 27.9 37.7 2 0 0 1,088.5518
B_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 30 29.20% GSFACQCPPGYQK 195 207 62.8 25.0 57.9 2 0 0 1,499.6408
B_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 30 29.20% LNCEDIDECR 290 299 57.8 25.0 57.8 2 0 0 1,323.5306
B_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 30 29.20% FSCMCPQGYQVVR 316 328 55.3 25.0 55.2 2 2 0 1,647.7077
B_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 30 29.20% TCQDINECETTNECR 331 345 67.2 25.0 67.2 2 0 0 1,929.7373
B_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 30 29.20% NPCQDPYILTPENR 363 376 53.8 25.0 49.4 2 0 0 1,716.8012
B_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 30 29.20% CVCPVSNAMCR 377 387 32.6 25.0 32.6 3 0 0 1,353.5530
B_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 30 29.20% ELPQSIVYK 388 396 23.7 27.7 14.4 1 0 0 1,076.5987
B_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 30 29.20% SGNENGEFYLR 430 440 53.4 25.0 47.0 2 0 0 1,285.5807
B_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 30 29.20% QTSPVSAMLVLVK 441 453 34.5 27.5 26.6 2 2 0 1,388.7819
B_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 13 26 25.20% DIDECDIVPDACK 44 56 80.6 25.0 77.0 2 0 0 1,549.6513
B_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 13 26 25.20% CVNHYGGYLCLPK 61 73 50.1 25.1 37.3 2 2 0 1,580.7350
B_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 13 26 25.20% ADQVCINLR 186 194 46.2 27.9 36.0 2 0 0 1,088.5518
B_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 13 26 25.20% GSFACQCPPGYQK 195 207 51.2 25.0 49.1 2 0 0 1,499.6408
B_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 13 26 25.20% LNCEDIDECR 290 299 41.8 25.0 37.6 2 0 0 1,323.5306
B_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 13 26 25.20% FSCMCPQGYQVVR 316 328 57.4 25.0 57.4 2 0 0 1,647.7077
B_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 13 26 25.20% TCQDINECETTNECR 331 345 82.4 25.0 82.4 2 2 0 1,929.7373
B_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 13 26 25.20% NPCQDPYILTPENR 363 376 47.8 25.1 43.6 2 0 0 1,716.8012
B_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 13 26 25.20% SGNENGEFYLR 430 440 50.3 25.0 47.8 2 0 0 1,285.5807
B_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 13 26 25.20% QTSPVSAMLVLVK 441 453 78.7 27.5 69.7 4 0 0 1,388.7819
B_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 18 23.10% DIDECDIVPDACK 44 56 76.1 25.0 71.4 2 0 0 1,549.6513
B_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 18 23.10% CVNHYGGYLCLPK 61 73 47.0 25.3 37.5 2 0 0 1,580.7350
B_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 18 23.10% ADQVCINLR 186 194 48.8 27.9 36.9 2 0 0 1,088.5518
B_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 18 23.10% GSFACQCPPGYQK 195 207 71.5 25.0 67.8 2 0 0 1,499.6408
B_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 18 23.10% FSCMCPQGYQVVR 316 328 59.2 25.0 58.7 2 0 0 1,647.7077
B_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 18 23.10% TCQDINECETTNECR 331 345 91.4 25.0 91.4 2 0 0 1,929.7373
B_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 18 23.10% NPCQDPYILTPENR 363 376 50.8 25.6 45.7 2 0 0 1,716.8012
B_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 18 23.10% SGNENGEFYLR 430 440 27.1 25.0 23.1 2 0 0 1,285.5807
B_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 18 23.10% QTSPVSAMLVLVK 441 453 44.5 26.2 13.1 2 0 0 1,372.7869
B_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 25.20% DIDECDIVPDACK 44 56 60.5 25.0 50.5 2 0 0 1,549.6513
B_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 25.20% CVNHYGGYLCLPK 61 73 62.1 25.0 51.1 2 0 0 1,580.7350
B_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 25.20% ADQVCINLR 186 194 44.5 27.5 32.7 1 0 0 1,088.5518
B_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 25.20% GSFACQCPPGYQK 195 207 63.0 25.0 63.0 2 0 0 1,499.6408
B_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 25.20% LNCEDIDECR 290 299 34.5 25.0 34.5 1 0 0 1,323.5306
B_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 25.20% FSCMCPQGYQVVR 316 328 55.5 25.0 55.5 2 1 0 1,647.7077
B_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 25.20% TCQDINECETTNECR 331 345 79.6 25.0 79.6 2 0 0 1,929.7373
B_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 25.20% NPCQDPYILTPENR 363 376 38.4 25.5 32.6 2 0 0 1,716.8012
B_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 25.20% SGNENGEFYLR 430 440 51.7 25.0 48.1 2 0 0 1,285.5807
B_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 25.20% QTSPVSAMLVLVK 441 453 46.7 26.2 37.2 2 0 0 1,372.7869
B_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 7 13.20% DIDECDIVPDACK 44 56 47.5 25.0 47.5 1 0 0 1,549.6513
B_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 7 13.20% CVNHYGGYLCLPK 61 73 45.9 25.0 45.9 0 2 0 1,580.7350
B_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 7 13.20% GSFACQCPPGYQK 195 207 55.9 25.0 53.9 2 0 0 1,499.6408
B_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 7 13.20% FSCMCPQGYQVVR 316 328 47.8 25.0 46.7 1 0 0 1,647.7077
B_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 7 13.20% QTSPVSAMLVLVK 441 453 33.6 26.6 14.0 1 0 0 1,372.7869
B_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.67% DIDECDIVPDACK 44 56 33.5 25.0 33.5 2 0 0 1,549.6513
B_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.67% LNCEDIDECR 290 299 27.0 25.0 27.0 2 0 0 1,323.5306
B_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.33% DIDECDIVPDACK 44 56 34.4 25.0 33.0 2 0 0 1,549.6513
B_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.33% ADQVCINLR 186 194 45.8 27.7 31.2 2 0 0 1,088.5518
B_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.33% SGNENGEFYLR 430 440 24.4 25.0 17.6 1 0 0 1,285.5807
B_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.33% QTSPVSAMLVLVK 441 453 48.1 26.9 40.6 1 0 0 1,388.7819
B_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.30% DIDECDIVPDACK 44 56 33.6 25.0 32.4 2 0 0 1,549.6513
B_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.30% GSFACQCPPGYQK 195 207 32.0 25.0 31.0 1 0 0 1,499.6408
B_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.30% LNCEDIDECR 290 299 30.7 25.0 30.7 2 0 0 1,323.5306
B_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.00% DIDECDIVPDACK 44 56 40.8 25.0 33.7 2 0 0 1,549.6513
B_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.00% ADQVCINLR 186 194 22.2 27.7 12.9 1 0 0 1,088.5518
B_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.00% GSFACQCPPGYQK 195 207 30.5 25.0 28.4 2 0 0 1,499.6408
B_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.00% SGNENGEFYLR 430 440 45.0 25.0 40.7 2 0 0 1,285.5807
B_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.00% QTSPVSAMLVLVK 441 453 71.7 26.9 65.5 1 0 0 1,388.7819
B_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% DIDECDIVPDACK 44 56 48.2 25.0 48.2 2 0 0 1,549.6513
B_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% GSFACQCPPGYQK 195 207 43.2 25.0 38.1 2 0 0 1,499.6408
B_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% LNCEDIDECR 290 299 34.2 25.0 34.2 2 0 0 1,323.5306
B_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% SGNENGEFYLR 430 440 27.7 25.0 21.8 2 0 0 1,285.5807
B_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% DIDECDIVPDACK 44 56 34.3 25.0 34.3 2 0 0 1,549.6513
B_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% GSFACQCPPGYQK 195 207 47.2 25.0 38.8 2 0 0 1,499.6408
B_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% LNCEDIDECR 290 299 39.2 25.0 37.4 2 0 0 1,323.5306
B_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% SGNENGEFYLR 430 440 38.4 25.0 38.4 2 0 0 1,285.5807
B_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% QTSPVSAMLVLVK 441 453 42.5 26.9 37.2 1 0 0 1,388.7819
B_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.53% DIDECDIVPDACK 44 56 47.7 25.0 45.9 2 0 0 1,549.6513
B_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.53% LNCEDIDECR 290 299 28.2 25.0 28.2 1 0 0 1,323.5306
B_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.53% SGNENGEFYLR 430 440 34.6 25.0 32.3 2 0 0 1,285.5807
B_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.53% QTSPVSAMLVLVK 441 453 26.8 26.7 23.5 1 0 0 1,388.7819
B_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% DIDECDIVPDACK 44 56 48.2 25.0 43.8 2 0 0 1,549.6513
B_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% CVNHYGGYLCLPK 61 73 22.1 25.2 19.5 0 1 0 1,580.7350
B_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% GSFACQCPPGYQK 195 207 56.0 25.0 56.0 2 0 0 1,499.6408
B_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% LNCEDIDECR 290 299 41.6 25.0 41.6 2 0 0 1,323.5306
B_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% SGNENGEFYLR 430 440 41.5 25.0 39.4 2 0 0 1,285.5807
B_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% QTSPVSAMLVLVK 441 453 51.7 26.9 43.5 1 0 0 1,388.7819
B_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 16.60% DIDECDIVPDACK 44 56 39.2 25.0 39.2 2 0 0 1,549.6513
B_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 16.60% CVNHYGGYLCLPK 61 73 25.7 25.0 19.8 0 1 0 1,580.7350
B_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 16.60% ADQVCINLR 186 194 27.1 27.7 15.9 1 0 0 1,088.5518
B_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 16.60% GSFACQCPPGYQK 195 207 48.6 25.0 46.7 2 0 0 1,499.6408
B_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 16.60% LNCEDIDECR 290 299 40.4 25.0 40.4 2 0 0 1,323.5306
B_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 16.60% SGNENGEFYLR 430 440 38.9 25.0 36.8 2 0 0 1,285.5807
B_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 16.60% QTSPVSAMLVLVK 441 453 55.1 26.9 41.7 2 0 0 1,388.7819
B_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% DIDECDIVPDACK 44 56 38.0 25.0 38.0 2 0 0 1,549.6513
B_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% GSFACQCPPGYQK 195 207 62.1 25.0 62.1 2 0 0 1,499.6408
B_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% LNCEDIDECR 290 299 39.5 25.0 39.5 1 0 0 1,323.5306
B_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% FSCMCPQGYQVVR 316 328 55.3 25.0 52.3 2 0 0 1,647.7077
B_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% SGNENGEFYLR 430 440 31.1 25.0 25.8 2 0 0 1,285.5807
B_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% QTSPVSAMLVLVK 441 453 60.2 26.9 50.4 1 0 0 1,388.7819
B_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 19.30% DIDECDIVPDACK 44 56 36.7 25.0 36.7 2 0 0 1,549.6513
B_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 19.30% CVNHYGGYLCLPK 61 73 20.0 25.1 15.3 0 2 0 1,580.7350
B_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 19.30% ADQVCINLR 186 194 45.2 27.5 31.3 1 0 0 1,088.5518
B_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 19.30% GSFACQCPPGYQK 195 207 55.6 25.0 55.6 1 0 0 1,499.6408
B_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 19.30% LNCEDIDECR 290 299 46.4 25.0 46.4 2 0 0 1,323.5306
B_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 19.30% FSCMCPQGYQVVR 316 328 42.6 25.0 42.6 2 0 0 1,647.7077
B_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 19.30% SGNENGEFYLR 430 440 36.8 25.0 36.2 2 0 0 1,285.5807
B_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 19.30% QTSPVSAMLVLVK 441 453 65.7 26.9 57.6 2 0 0 1,388.7819
B_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 6.69% ADQVCINLR 186 194 33.0 27.5 19.8 1 0 0 1,088.5518
B_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 6.69% SGNENGEFYLR 430 440 32.1 25.0 31.6 2 0 0 1,285.5807
B_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 6.69% QTSPVSAMLVLVK 441 453 45.0 26.9 36.8 2 0 0 1,388.7819
C_03 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.51% DIDECDIVPDACK 44 56 40.4 25.0 39.8 1 0 0 1,549.6513
C_03 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.51% SGNENGEFYLR 430 440 36.5 25.0 32.2 2 0 0 1,285.5807
C_03 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.51% QTSPVSAMLVLVK 441 453 40.3 26.9 25.2 2 0 0 1,388.7819
C_04 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.51% DIDECDIVPDACK 44 56 47.2 25.0 41.8 2 0 0 1,549.6513



C_04 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.51% SGNENGEFYLR 430 440 28.5 25.0 21.1 2 0 0 1,285.5807
C_04 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.51% QTSPVSAMLVLVK 441 453 34.3 26.9 31.9 1 0 0 1,388.7819
C_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 6.90% LNCEDIDECR 290 299 29.6 25.0 29.6 1 0 0 1,323.5306
C_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 6.90% SGNENGEFYLR 430 440 41.0 25.0 34.2 2 0 0 1,285.5807
C_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 6.90% QTSPVSAMLVLVK 441 453 50.3 27.5 40.4 2 0 0 1,388.7819
C_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.50% DIDECDIVPDACK 44 56 37.4 25.0 32.5 1 0 0 1,549.6513
C_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.50% GSFACQCPPGYQK 195 207 46.7 25.0 45.1 2 0 0 1,499.6408
C_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.50% FSCMCPQGYQVVR 316 328 34.8 25.0 34.8 1 0 0 1,647.7077
C_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.50% QTSPVSAMLVLVK 441 453 49.7 27.6 42.0 2 0 0 1,388.7819
C_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.80% GSFACQCPPGYQK 195 207 59.1 25.0 52.2 2 0 0 1,499.6408
C_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.80% LNCEDIDECR 290 299 48.6 25.0 48.6 2 0 0 1,323.5306
C_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.80% FSCMCPQGYQVVR 316 328 33.0 25.0 31.5 2 0 0 1,647.7077
C_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.80% NPCQDPYILTPENR 363 376 34.9 25.1 30.1 1 0 0 1,716.8012
C_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.80% IKSGNENGEFYLR 428 440 21.5 26.6 20.7 0 1 0 1,526.7598
C_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 17 21.10% DIDECDIVPDACK 44 56 59.2 25.0 57.3 2 0 0 1,549.6513
C_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 17 21.10% GSFACQCPPGYQK 195 207 47.9 25.0 47.9 2 0 0 1,499.6408
C_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 17 21.10% LNCEDIDECR 290 299 57.9 25.0 54.7 2 0 0 1,323.5306
C_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 17 21.10% FSCMCPQGYQVVR 316 328 54.6 25.0 54.6 2 0 0 1,647.7077
C_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 17 21.10% TCQDINECETTNECR 331 345 77.8 25.0 77.8 2 0 0 1,929.7373
C_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 17 21.10% NPCQDPYILTPENR 363 376 39.5 25.2 35.3 1 0 0 1,716.8012
C_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 17 21.10% IKSGNENGEFYLR 428 440 30.4 26.6 24.7 0 2 0 1,526.7598
C_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 17 21.10% SGNENGEFYLR 430 440 45.6 25.0 38.8 2 0 0 1,285.5807
C_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 17 21.10% QTSPVSAMLVLVK 441 453 54.1 27.5 44.1 2 0 0 1,388.7819
C_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 18.50% DIDECDIVPDACK 44 56 41.1 25.0 38.6 2 0 0 1,549.6513
C_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 18.50% GSFACQCPPGYQK 195 207 77.1 25.0 73.9 2 0 0 1,499.6408
C_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 18.50% LNCEDIDECR 290 299 64.8 25.0 64.8 2 0 0 1,323.5306
C_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 18.50% FSCMCPQGYQVVR 316 328 53.1 25.0 50.0 2 0 0 1,647.7077
C_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 18.50% TCQDINECETTNECR 331 345 70.7 25.0 70.7 2 0 0 1,929.7373
C_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 18.50% NPCQDPYILTPENR 363 376 42.4 25.3 38.5 2 0 0 1,716.8012
C_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 14 18.50% QTSPVSAMLVLVK 441 453 65.1 27.2 62.6 2 0 0 1,388.7819
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% QQCKDIDECDIVPDACK 40 56 26.9 25.0 22.1 0 1 0 2,093.8941
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% DIDECDIVPDACK 44 56 69.9 25.0 54.3 2 0 0 1,549.6513
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% CVNHYGGYLCLPK 61 73 27.7 25.0 21.0 1 0 0 1,580.7350
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% NPADPQRIPSNPSHR 142 156 28.0 27.2 21.0 0 1 0 1,685.8467
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% GSFACQCPPGYQK 195 207 75.6 25.0 72.4 2 0 0 1,499.6408
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% LNCEDIDECR 290 299 57.1 25.0 51.9 2 0 0 1,323.5306
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% FSCMCPQGYQVVR 316 328 50.2 25.0 47.6 2 2 0 1,647.7077
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% TCQDINECETTNECR 331 345 52.5 25.0 52.5 2 1 0 1,929.7373
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% NPCQDPYILTPENR 363 376 50.2 25.0 40.8 2 0 0 1,716.8012
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% CVCPVSNAMCR 377 387 25.4 25.0 25.4 2 0 0 1,353.5530
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% IKSGNENGEFYLR 428 440 55.5 26.6 46.4 2 0 0 1,526.7598
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% SGNENGEFYLR 430 440 50.4 25.0 45.1 2 0 0 1,285.5807
C_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 28 29.80% QTSPVSAMLVLVK 441 453 76.6 27.4 67.2 2 2 0 1,388.7819
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% QQCKDIDECDIVPDACK 40 56 41.9 25.0 41.9 2 1 0 2,093.8941
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% QQCKDIDECDIVPDACKGGMK 40 60 17.9 25.0 15.4 0 1 0 2,483.0676
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% DIDECDIVPDACK 44 56 64.1 25.0 63.7 2 0 0 1,549.6513
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% DIDECDIVPDACKGGMK 44 60 48.5 25.0 43.8 2 1 0 1,938.8247
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% CVNHYGGYLCLPK 61 73 70.5 25.1 62.8 2 2 0 1,580.7350
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% RNPADPQRIPSNPSHR 141 156 38.7 27.2 33.8 0 0 1 1,841.9478
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% ADQVCINLR 186 194 49.4 27.9 37.3 2 0 0 1,088.5518
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% GSFACQCPPGYQK 195 207 63.7 25.0 60.8 4 0 0 1,499.6408
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% GSFACQCPPGYQKR 195 208 35.9 25.0 35.8 2 1 0 1,655.7419
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% LNCEDIDECR 290 299 56.5 25.0 56.5 5 0 0 1,323.5306
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% FSCMCPQGYQVVR 316 328 52.5 25.0 50.5 4 2 0 1,647.7077
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% TCQDINECETTNECR 331 345 61.5 25.0 61.5 2 1 0 1,929.7373
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% NPCQDPYILTPENR 363 376 57.8 25.2 53.8 2 2 0 1,716.8012
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% CVCPVSNAMCR 377 387 36.5 25.0 36.2 2 0 0 1,353.5530
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% IKSGNENGEFYLR 428 440 48.4 26.6 45.6 2 2 0 1,526.7598
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% SGNENGEFYLR 430 440 55.4 25.0 50.0 2 0 0 1,285.5807
C_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 27 54 32.90% QTSPVSAMLVLVK 441 453 82.1 27.7 70.0 3 2 0 1,388.7819
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% QQCKDIDECDIVPDACK 40 56 46.1 25.0 46.1 2 1 0 2,093.8941
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% DIDECDIVPDACK 44 56 72.4 25.0 72.4 2 0 0 1,549.6513
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% DIDECDIVPDACKGGMK 44 60 50.5 25.0 44.0 2 0 0 1,938.8247
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% CVNHYGGYLCLPK 61 73 55.9 25.1 42.2 2 0 0 1,580.7350
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% ADQVCINLR 186 194 42.7 27.8 32.9 2 0 0 1,088.5518
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% GSFACQCPPGYQK 195 207 79.1 25.0 72.6 2 0 0 1,499.6408
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% GSFACQCPPGYQKR 195 208 30.9 25.0 30.9 1 1 0 1,655.7419
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% LNCEDIDECR 290 299 48.7 25.0 48.7 3 0 0 1,323.5306
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% FSCMCPQGYQVVR 316 328 51.6 25.0 51.6 4 0 0 1,647.7077
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% TCQDINECETTNECR 331 345 94.4 25.0 94.4 2 2 0 1,929.7373
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% NPCQDPYILTPENR 363 376 50.6 25.3 49.5 2 0 0 1,716.8012
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% CVCPVSNAMCR 377 387 31.8 25.0 16.1 2 0 0 1,353.5530
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% IKSGNENGEFYLR 428 440 55.3 26.6 47.2 2 2 0 1,526.7598
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% SGNENGEFYLR 430 440 48.2 25.0 48.0 2 0 0 1,285.5807
C_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 15 21 40 29.60% QTSPVSAMLVLVK 441 453 93.5 27.5 85.8 2 2 0 1,388.7819
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% QQCKDIDECDIVPDACK 40 56 38.0 25.0 38.0 1 1 0 2,093.8941
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% QQCKDIDECDIVPDACKGGMK 40 60 28.7 25.0 28.7 0 2 1 2,483.0676
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% DIDECDIVPDACK 44 56 68.0 25.0 60.8 2 0 0 1,549.6513
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% DIDECDIVPDACKGGMK 44 60 50.1 25.0 50.1 2 0 0 1,938.8247
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% CVNHYGGYLCLPK 61 73 51.1 25.2 32.0 2 2 0 1,580.7350
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% ADQVCINLR 186 194 22.8 27.9 10.6 2 0 0 1,088.5518
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% GSFACQCPPGYQK 195 207 61.3 25.0 58.7 2 0 0 1,499.6408
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% GSFACQCPPGYQKR 195 208 35.3 25.0 30.9 1 2 0 1,655.7419
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% RGEQCVDIDECTIPPYCHQR 208 227 33.9 25.0 21.7 0 0 2 2,533.1020
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% LNCEDIDECR 290 299 67.5 25.0 66.9 3 0 0 1,323.5306
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% FSCMCPQGYQVVR 316 328 67.4 25.0 67.4 2 1 0 1,647.7077
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% TCQDINECETTNECR 331 345 94.9 25.0 94.9 2 0 0 1,929.7373
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% NPCQDPYILTPENR 363 376 53.6 25.1 49.8 2 0 0 1,716.8012
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% CVCPVSNAMCR 377 387 23.4 25.0 8.5 1 0 0 1,353.5530
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% IKSGNENGEFYLR 428 440 43.9 26.4 39.3 2 0 0 1,526.7598
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% SGNENGEFYLR 430 440 44.4 25.0 36.0 2 0 0 1,285.5807
C_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 17 22 39 33.50% QTSPVSAMLVLVK 441 453 53.1 27.7 43.8 0 2 0 1,388.7819
C_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.30% DIDECDIVPDACK 44 56 68.8 25.0 62.0 2 0 0 1,549.6513
C_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.30% DIDECDIVPDACKGGMK 44 60 32.7 25.0 24.7 1 2 0 1,938.8247
C_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.30% CVNHYGGYLCLPK 61 73 46.5 25.1 38.5 2 2 0 1,580.7350
C_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.30% GSFACQCPPGYQK 195 207 69.8 25.0 66.1 2 0 0 1,499.6408
C_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.30% GSFACQCPPGYQKR 195 208 29.6 25.0 26.9 1 1 0 1,655.7419
C_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.30% LNCEDIDECR 290 299 55.5 25.0 49.2 2 0 0 1,323.5306
C_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.30% FSCMCPQGYQVVR 316 328 49.0 25.0 42.5 2 2 0 1,647.7077
C_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.30% TCQDINECETTNECR 331 345 52.9 25.0 52.9 2 0 0 1,929.7373
C_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.30% NPCQDPYILTPENR 363 376 47.6 25.1 36.5 2 0 0 1,716.8012
C_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.30% SGNENGEFYLR 430 440 36.7 25.0 34.6 2 0 0 1,285.5807
C_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.30% QTSPVSAMLVLVK 441 453 27.4 27.5 14.3 0 1 0 1,388.7819
C_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.00% DIDECDIVPDACK 44 56 54.3 25.0 52.0 2 0 0 1,549.6513
C_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.00% CVNHYGGYLCLPK 61 73 42.8 25.1 42.8 0 2 0 1,580.7350
C_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.00% ADQVCINLR 186 194 36.1 27.9 23.5 2 0 0 1,088.5518
C_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.00% LNCEDIDECR 290 299 49.0 25.0 49.0 2 0 0 1,323.5306
C_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.00% FSCMCPQGYQVVR 316 328 24.8 25.0 23.0 1 0 0 1,647.7077
C_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.00% SGNENGEFYLR 430 440 47.8 25.0 40.3 2 0 0 1,285.5807
C_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 8 10.10% DIDECDIVPDACK 44 56 51.7 25.0 47.3 1 0 0 1,549.6513
C_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 8 10.10% GSFACQCPPGYQK 195 207 45.2 25.0 42.4 2 0 0 1,499.6408
C_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 8 10.10% SGNENGEFYLR 430 440 36.5 25.0 34.2 2 0 0 1,285.5807



C_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 8 10.10% QTSPVSAMLVLVK 441 453 49.3 27.5 41.7 3 0 0 1,388.7819
C_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% DIDECDIVPDACK 44 56 39.2 25.0 39.2 2 0 0 1,549.6513
C_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% GSFACQCPPGYQK 195 207 39.3 25.0 39.3 2 0 0 1,499.6408
C_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% FSCMCPQGYQVVR 316 328 35.1 25.0 30.9 1 0 0 1,647.7077
C_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% SGNENGEFYLR 430 440 33.5 25.0 27.2 2 0 0 1,285.5807
C_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% CVNHYGGYLCLPK 61 73 29.0 25.1 24.5 0 1 0 1,580.7350
C_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% GSFACQCPPGYQK 195 207 32.8 25.0 31.4 2 0 0 1,499.6408
C_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% SGNENGEFYLR 430 440 28.6 25.0 21.0 2 0 0 1,285.5807
C_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% QTSPVSAMLVLVK 441 453 42.1 27.5 30.1 2 0 0 1,388.7819
C_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.80% DIDECDIVPDACK 44 56 31.5 25.0 31.5 2 0 0 1,549.6513
C_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.80% ADQVCINLR 186 194 26.0 27.9 10.8 1 0 0 1,088.5518
C_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.80% GSFACQCPPGYQK 195 207 53.2 25.0 53.2 2 0 0 1,499.6408
C_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.80% LNCEDIDECR 290 299 47.4 25.0 47.4 2 0 0 1,323.5306
C_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.80% QTSPVSAMLVLVK 441 453 41.8 27.5 31.7 2 0 0 1,388.7819
C_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 10 17.00% DIDECDIVPDACK 44 56 36.5 25.0 36.5 1 0 0 1,549.6513
C_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 10 17.00% CVNHYGGYLCLPK 61 73 41.4 25.0 36.8 0 2 0 1,580.7350
C_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 10 17.00% ADQVCINLR 186 194 25.8 27.9 10.7 1 0 0 1,088.5518
C_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 10 17.00% GSFACQCPPGYQK 195 207 32.3 25.0 32.3 1 0 0 1,499.6408
C_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 10 17.00% LNCEDIDECR 290 299 43.3 25.0 43.3 2 0 0 1,323.5306
C_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 10 17.00% FSCMCPQGYQVVR 316 328 35.5 25.0 24.5 1 0 0 1,647.7077
C_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 10 17.00% QTSPVSAMLVLVK 441 453 50.5 26.9 39.7 2 0 0 1,388.7819
C_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 7 12 14.40% DIDECDIVPDACK 44 56 40.6 25.0 40.6 2 0 0 1,549.6513
C_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 7 12 14.40% CVNHYGGYLCLPK 61 73 28.0 25.0 23.2 0 1 0 1,580.7350
C_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 7 12 14.40% ADQVCINLR 186 194 29.0 27.9 15.5 1 0 0 1,088.5518
C_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 7 12 14.40% GSFACQCPPGYQK 195 207 43.3 25.0 40.9 2 0 0 1,499.6408
C_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 7 12 14.40% LNCEDIDECR 290 299 28.8 25.0 28.8 2 0 0 1,323.5306
C_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 7 12 14.40% QTSPVSAMLVLVK 441 453 51.6 27.5 42.6 4 0 0 1,388.7819
C_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 7 11 14.40% DIDECDIVPDACK 44 56 32.5 25.0 32.5 1 0 0 1,549.6513
C_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 7 11 14.40% CVNHYGGYLCLPK 61 73 47.5 25.1 47.5 0 2 0 1,580.7350
C_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 7 11 14.40% ADQVCINLR 186 194 30.8 27.9 19.8 1 0 0 1,088.5518
C_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 7 11 14.40% GSFACQCPPGYQK 195 207 42.2 25.0 42.2 2 0 0 1,499.6408
C_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 7 11 14.40% LNCEDIDECR 290 299 24.1 25.0 20.6 2 0 0 1,323.5306
C_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 7 11 14.40% QTSPVSAMLVLVK 441 453 68.2 27.5 57.2 3 0 0 1,388.7819
C_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% CVNHYGGYLCLPK 61 73 40.0 25.1 35.8 0 2 0 1,580.7350
C_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% LNCEDIDECR 290 299 43.2 25.0 43.2 2 0 0 1,323.5306
C_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% SGNENGEFYLR 430 440 45.7 25.0 45.7 2 0 0 1,285.5807
C_26 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% QTSPVSAMLVLVK 441 453 35.4 26.6 20.9 2 0 0 1,372.7869
C_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.53% CVNHYGGYLCLPK 61 73 29.5 25.0 16.9 0 1 0 1,580.7350
C_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.53% GSFACQCPPGYQK 195 207 29.4 25.0 29.4 1 0 0 1,499.6408
C_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.53% LNCEDIDECR 290 299 24.1 25.0 24.1 2 0 0 1,323.5306
C_27 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.53% SGNENGEFYLR 430 440 28.0 25.0 21.9 2 0 0 1,285.5807
C_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.53% CVNHYGGYLCLPK 61 73 27.9 25.1 27.9 0 2 0 1,580.7350
C_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.53% GSFACQCPPGYQK 195 207 39.0 25.0 39.0 2 0 0 1,499.6408
C_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.53% LNCEDIDECR 290 299 37.2 25.0 37.2 2 0 0 1,323.5306
C_28 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.53% SGNENGEFYLR 430 440 21.3 25.0 15.9 1 0 0 1,285.5807
C_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% DIDECDIVPDACK 44 56 28.0 25.0 28.0 2 0 0 1,549.6513
C_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% CVNHYGGYLCLPK 61 73 23.0 25.1 22.0 0 1 0 1,580.7350
C_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% GSFACQCPPGYQK 195 207 34.3 25.0 32.6 2 0 0 1,499.6408
C_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% LNCEDIDECR 290 299 40.0 25.0 40.0 2 0 0 1,323.5306
C_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% SGNENGEFYLR 430 440 30.9 25.0 27.9 2 0 0 1,285.5807
C_29 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.80% QTSPVSAMLVLVK 441 453 42.6 27.5 34.6 1 0 0 1,388.7819
C_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 6.90% CVNHYGGYLCLPK 61 73 34.1 25.1 33.0 0 2 0 1,580.7350
C_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 6.90% LNCEDIDECR 290 299 33.6 25.0 33.6 2 0 0 1,323.5306
C_30 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 6.90% SGNENGEFYLR 430 440 21.8 25.0 16.4 1 0 0 1,285.5807
C_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.40% CVNHYGGYLCLPK 61 73 33.3 25.0 30.2 0 2 0 1,580.7350
C_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.40% ADQVCINLR 186 194 42.5 27.9 29.6 1 0 0 1,088.5518
C_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.40% GSFACQCPPGYQK 195 207 40.3 25.0 40.3 1 0 0 1,499.6408
C_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.40% LNCEDIDECR 290 299 40.3 25.0 39.0 2 0 0 1,323.5306
C_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.40% SGNENGEFYLR 430 440 27.6 25.0 23.0 2 0 0 1,285.5807
C_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 4.87% SGNENGEFYLR 430 440 29.4 25.0 29.4 1 0 0 1,285.5807
C_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 4.87% QTSPVSAMLVLVK 441 453 28.2 27.5 20.6 2 0 0 1,388.7819
D_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 6.09% ADQVCINLR 186 194 36.4 28.1 28.8 2 0 0 1,088.5518
D_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 6.09% LNCEDIDECR 290 299 44.7 25.0 44.7 2 0 0 1,323.5306
D_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 6.09% SGNENGEFYLR 430 440 32.9 25.0 28.3 2 0 0 1,285.5807
D_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 14 19.10% ADQVCINLR 186 194 40.0 28.1 20.8 1 0 0 1,088.5518
D_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 14 19.10% GSFACQCPPGYQK 195 207 58.2 25.0 56.3 2 0 0 1,499.6408
D_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 14 19.10% LNCEDIDECR 290 299 43.9 25.0 43.9 2 0 0 1,323.5306
D_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 14 19.10% FSCMCPQGYQVVR 316 328 56.0 25.0 56.0 1 0 0 1,647.7077
D_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 14 19.10% NPCQDPYILTPENR 363 376 46.9 25.0 43.5 2 0 0 1,716.8012
D_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 14 19.10% ELPQSIVYK 388 396 27.2 28.3 15.8 1 0 0 1,076.5987
D_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 14 19.10% IKSGNENGEFYLR 428 440 22.2 26.3 22.0 0 1 0 1,526.7598
D_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 14 19.10% SGNENGEFYLR 430 440 44.0 25.0 40.6 2 0 0 1,285.5807
D_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 9 14 19.10% QTSPVSAMLVLVK 441 453 52.7 26.9 40.3 2 0 0 1,388.7819
D_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.40% ADQVCINLR 186 194 32.0 27.4 18.0 2 0 0 1,088.5518
D_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.40% GSFACQCPPGYQK 195 207 41.8 25.0 41.8 2 0 0 1,499.6408
D_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.40% LNCEDIDECR 290 299 44.6 25.0 40.9 2 0 0 1,323.5306
D_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.40% SGNENGEFYLR 430 440 40.1 25.0 37.6 2 0 0 1,285.5807
D_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.40% QTSPVSAMLVLVK 441 453 24.0 27.1 12.1 1 0 0 1,388.7819
D_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.20% ADQVCINLR 186 194 42.3 27.1 36.2 2 0 0 1,088.5518
D_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.20% GSFACQCPPGYQK 195 207 63.2 25.0 61.1 2 0 0 1,499.6408
D_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.20% LNCEDIDECR 290 299 44.1 25.0 44.1 2 0 0 1,323.5306
D_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.20% FSCMCPQGYQVVR 316 328 23.7 25.0 23.7 1 0 0 1,647.7077
D_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.20% NPCQDPYILTPENR 363 376 34.8 25.0 29.4 2 0 0 1,716.8012
D_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.20% SGNENGEFYLR 430 440 41.0 25.0 24.6 2 0 0 1,285.5807
D_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.74% GSFACQCPPGYQK 195 207 51.5 25.0 51.5 2 0 0 1,499.6408
D_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.74% LNCEDIDECR 290 299 43.3 25.0 43.3 2 0 0 1,323.5306
D_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.74% NPCQDPYILTPENR 363 376 43.4 25.0 35.1 1 0 0 1,716.8012
D_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.74% SGNENGEFYLR 430 440 43.6 25.0 37.1 2 0 0 1,285.5807
D_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 6.90% GSFACQCPPGYQK 195 207 42.7 25.0 42.7 2 0 0 1,499.6408
D_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 6.90% LNCEDIDECR 290 299 41.5 25.0 39.6 2 0 0 1,323.5306
D_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 6.90% SGNENGEFYLR 430 440 51.7 25.0 44.1 2 0 0 1,285.5807
D_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 6.09% ADQVCINLR 186 194 35.6 28.1 23.9 2 0 0 1,088.5518
D_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 6.09% LNCEDIDECR 290 299 37.4 25.0 32.5 2 0 0 1,323.5306
D_32 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 6.09% SGNENGEFYLR 430 440 48.5 25.0 48.5 2 0 0 1,285.5807
E_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 3.65% ADQVCINLR 186 194 39.9 27.8 23.4 2 0 0 1,088.5518
E_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 3.65% ELPQSIVYK 388 396 18.4 27.7 9.9 1 0 0 1,076.5987
E_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 3.85% ADQVCINLR 186 194 50.8 28.1 37.5 2 0 0 1,088.5518
E_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 3.85% LNCEDIDECR 290 299 46.5 25.0 44.9 2 0 0 1,323.5306
E_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.06% ADQVCINLR 186 194 48.7 27.8 33.9 2 0 0 1,088.5518
E_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.06% SGNENGEFYLR 430 440 44.1 25.0 42.8 2 0 0 1,285.5807
E_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.06% ADQVCINLR 186 194 36.3 27.9 24.7 2 0 0 1,088.5518
E_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.06% SGNENGEFYLR 430 440 35.2 25.0 35.2 2 0 0 1,285.5807
E_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.40% GSFACQCPPGYQK 195 207 40.9 25.0 40.9 2 0 0 1,499.6408
E_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.40% LNCEDIDECR 290 299 52.3 25.0 48.5 2 0 0 1,323.5306
E_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.40% FSCMCPQGYQVVR 316 328 30.7 25.0 30.7 1 0 0 1,647.7077
E_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.40% NPCQDPYILTPENR 363 376 42.3 25.0 38.4 2 0 0 1,716.8012
E_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.40% SGNENGEFYLR 430 440 48.4 25.0 48.4 2 0 0 1,285.5807
E_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.20% ADQVCINLR 186 194 44.9 27.8 26.7 2 0 0 1,088.5518
E_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.20% GSFACQCPPGYQK 195 207 66.3 25.0 66.3 2 0 0 1,499.6408
E_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.20% LNCEDIDECR 290 299 35.9 25.0 35.9 2 0 0 1,323.5306
E_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.20% NPCQDPYILTPENR 363 376 57.0 25.0 55.1 2 0 0 1,716.8012
E_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.20% SGNENGEFYLR 430 440 41.1 25.0 27.6 2 0 0 1,285.5807



E_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.20% QTSPVSAMLVLVK 441 453 44.2 27.2 32.1 1 0 0 1,388.7819
E_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.60% ADQVCINLR 186 194 53.7 27.9 41.1 2 0 0 1,088.5518
E_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.60% GSFACQCPPGYQK 195 207 58.4 25.0 58.4 2 0 0 1,499.6408
E_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.60% LNCEDIDECR 290 299 52.3 25.0 52.3 2 0 0 1,323.5306
E_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.60% NPCQDPYILTPENR 363 376 43.4 25.1 37.7 1 0 0 1,716.8012
E_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.60% SGNENGEFYLR 430 440 49.2 25.0 42.8 2 0 0 1,285.5807
E_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 8.72% ADQVCINLR 186 194 46.1 27.9 34.8 2 0 0 1,088.5518
E_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 8.72% GSFACQCPPGYQK 195 207 49.3 25.0 49.3 2 0 0 1,499.6408
E_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 8.72% LNCEDIDECR 290 299 43.3 25.0 43.3 2 0 0 1,323.5306
E_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 8.72% SGNENGEFYLR 430 440 52.0 25.0 51.7 2 0 0 1,285.5807
E_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.60% ADQVCINLR 186 194 51.2 27.9 33.5 2 0 0 1,088.5518
E_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.60% GSFACQCPPGYQK 195 207 55.1 25.0 55.1 2 0 0 1,499.6408
E_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.60% LNCEDIDECR 290 299 52.4 25.0 47.0 2 0 0 1,323.5306
E_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.60% NPCQDPYILTPENR 363 376 47.3 25.0 42.9 1 0 0 1,716.8012
E_25 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.60% SGNENGEFYLR 430 440 42.8 25.0 38.0 2 0 0 1,285.5807
E_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 4.06% ADQVCINLR 186 194 50.2 27.9 33.6 2 0 0 1,088.5518
E_31 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 4.06% SGNENGEFYLR 430 440 30.2 25.0 30.2 1 0 0 1,285.5807
F_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.53% GSFACQCPPGYQK 195 207 32.2 25.0 32.2 1 0 0 1,499.6408
F_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.53% LNCEDIDECR 290 299 48.5 25.0 48.5 2 0 0 1,323.5306
F_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.53% SGNENGEFYLR 430 440 38.3 25.0 28.7 2 0 0 1,285.5807
F_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.53% QTSPVSAMLVLVK 441 453 48.4 26.9 37.2 2 0 0 1,388.7819
F_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% GSFACQCPPGYQK 195 207 60.0 25.0 60.0 2 0 0 1,499.6408
F_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% LNCEDIDECR 290 299 50.4 25.0 47.2 2 0 0 1,323.5306
F_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% NPCQDPYILTPENR 363 376 32.4 25.0 32.4 1 0 0 1,716.8012
F_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% QTSPVSAMLVLVK 441 453 53.2 26.7 48.9 2 0 0 1,388.7819
F_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 12.40% DIDECDIVPDACK 44 56 58.0 25.0 48.4 2 0 0 1,549.6513
F_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 12.40% LNCEDIDECR 290 299 55.5 25.0 55.5 2 0 0 1,323.5306
F_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 12.40% NPCQDPYILTPENR 363 376 48.1 25.8 46.4 1 0 0 1,716.8012
F_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 12.40% SGNENGEFYLR 430 440 46.4 25.0 38.6 2 0 0 1,285.5807
F_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 12.40% QTSPVSAMLVLVK 441 453 69.3 27.5 53.8 3 0 0 1,388.7819
F_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.40% GSFACQCPPGYQK 195 207 61.5 25.0 59.0 2 0 0 1,499.6408
F_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.40% LNCEDIDECR 290 299 60.1 25.0 60.1 1 0 0 1,323.5306
F_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.40% NPCQDPYILTPENR 363 376 39.3 25.5 39.3 1 0 0 1,716.8012
F_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.40% SGNENGEFYLR 430 440 47.3 25.0 42.8 2 0 0 1,285.5807
F_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.40% QTSPVSAMLVLVK 441 453 53.7 26.7 42.7 2 0 0 1,388.7819
F_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 11 12.80% GSFACQCPPGYQK 195 207 71.2 25.0 69.1 2 0 0 1,499.6408
F_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 11 12.80% LNCEDIDECR 290 299 62.0 25.0 60.7 2 0 0 1,323.5306
F_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 11 12.80% FSCMCPQGYQVVR 316 328 45.4 25.0 45.4 2 0 0 1,647.7077
F_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 11 12.80% NPCQDPYILTPENR 363 376 51.2 25.0 51.2 2 1 0 1,716.8012
F_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 11 12.80% QTSPVSAMLVLVK 441 453 70.1 27.5 61.3 2 0 0 1,388.7819
F_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 15.60% QQCKDIDECDIVPDACK 40 56 22.0 25.0 17.5 0 1 0 2,093.8941
F_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 15.60% DIDECDIVPDACK 44 56 55.8 25.0 45.8 2 0 0 1,549.6513
F_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 15.60% GSFACQCPPGYQK 195 207 75.4 25.0 75.4 2 0 0 1,499.6408
F_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 15.60% LNCEDIDECR 290 299 62.5 25.0 60.8 2 0 0 1,323.5306
F_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 15.60% FSCMCPQGYQVVR 316 328 58.9 25.0 58.9 2 0 0 1,647.7077
F_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 15.60% CVCPVSNAMCR 377 387 40.3 25.0 34.7 2 0 0 1,353.5530
F_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 15.60% IKSGNENGEFYLR 428 440 34.9 26.4 29.6 0 2 0 1,526.7598
F_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 15 15.60% SGNENGEFYLR 430 440 53.1 25.0 47.1 2 0 0 1,285.5807
G_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.87% SGNENGEFYLR 430 440 39.8 25.0 27.0 2 0 0 1,285.5807
G_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.87% QTSPVSAMLVLVK 441 453 61.1 27.4 53.9 2 0 0 1,388.7819
G_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.00% DIDECDIVPDACK 44 56 48.0 25.0 48.0 2 0 0 1,549.6513
G_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.00% GSFACQCPPGYQK 195 207 40.2 25.0 35.0 2 0 0 1,499.6408
G_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.00% LNCEDIDECR 290 299 52.7 25.0 51.1 2 0 0 1,323.5306
G_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.00% ELPQSIVYK 388 396 20.8 27.3 18.1 1 0 0 1,076.5987
G_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.00% SGNENGEFYLR 430 440 43.4 25.0 36.7 1 0 0 1,285.5807
G_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.00% QTSPVSAMLVLVK 441 453 40.9 26.8 31.6 2 0 0 1,388.7819
G_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% DIDECDIVPDACK 44 56 20.1 25.0 20.1 1 0 0 1,549.6513
G_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% GSFACQCPPGYQK 195 207 43.8 25.0 43.8 2 0 0 1,499.6408
G_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% LNCEDIDECR 290 299 46.8 25.0 46.8 2 0 0 1,323.5306
G_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% SGNENGEFYLR 430 440 48.0 25.0 39.7 2 0 0 1,285.5807
G_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% QTSPVSAMLVLVK 441 453 43.8 26.9 34.6 2 0 0 1,388.7819
G_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% DIDECDIVPDACK 44 56 33.1 25.0 29.5 2 0 0 1,549.6513
G_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% GSFACQCPPGYQK 195 207 58.3 25.0 54.0 2 0 0 1,499.6408
G_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% SGNENGEFYLR 430 440 41.6 25.0 35.9 2 0 0 1,285.5807
G_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% QTSPVSAMLVLVK 441 453 60.0 27.4 48.4 2 0 0 1,388.7819
G_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.20% DIDECDIVPDACK 44 56 37.8 25.0 37.8 1 0 0 1,549.6513
G_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.20% GSFACQCPPGYQK 195 207 75.4 25.0 75.4 2 0 0 1,499.6408
G_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.20% LNCEDIDECR 290 299 67.9 25.0 66.0 2 0 0 1,323.5306
G_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.20% SGNENGEFYLR 430 440 46.3 25.0 41.8 1 0 0 1,285.5807
G_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.20% QTSPVSAMLVLVK 441 453 61.3 26.8 52.0 2 0 0 1,388.7819
G_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.94% DIDECDIVPDACK 44 56 45.0 25.0 44.0 2 0 0 1,549.6513
G_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.94% GSFACQCPPGYQK 195 207 60.7 25.0 60.7 2 0 0 1,499.6408
G_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.94% LNCEDIDECR 290 299 67.8 25.0 66.3 2 0 0 1,323.5306
G_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.94% QTSPVSAMLVLVK 441 453 55.5 27.4 44.0 2 0 0 1,388.7819
G_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.00% DIDECDIVPDACK 44 56 45.5 25.0 39.2 2 0 0 1,549.6513
G_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.00% ADQVCINLR 186 194 50.8 27.7 37.4 2 0 0 1,088.5518
G_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.00% GSFACQCPPGYQK 195 207 79.5 25.0 76.0 2 0 0 1,499.6408
G_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.00% LNCEDIDECR 290 299 48.2 25.0 48.1 2 0 0 1,323.5306
G_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.00% SGNENGEFYLR 430 440 61.7 25.0 54.0 2 0 0 1,285.5807
G_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.00% QTSPVSAMLVLVK 441 453 52.6 27.4 44.5 2 0 0 1,388.7819
G_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% DIDECDIVPDACK 44 56 59.5 25.0 54.9 2 0 0 1,549.6513
G_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% GSFACQCPPGYQK 195 207 70.2 25.0 70.2 2 0 0 1,499.6408
G_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% LNCEDIDECR 290 299 53.2 25.0 53.2 2 0 0 1,323.5306
G_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% FSCMCPQGYQVVR 316 328 41.9 25.0 35.1 1 0 0 1,647.7077
G_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% CVCPVSNAMCR 377 387 33.0 25.0 32.0 2 0 0 1,353.5530
G_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% SGNENGEFYLR 430 440 53.0 25.0 50.2 2 0 0 1,285.5807
G_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% QTSPVSAMLVLVK 441 453 85.3 26.9 73.6 3 0 0 1,388.7819
G_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 19 20.10% QQCKDIDECDIVPDACK 40 56 35.2 25.0 31.0 0 1 0 2,093.8941
G_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 19 20.10% DIDECDIVPDACK 44 56 36.2 25.0 36.2 2 0 0 1,549.6513
G_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 19 20.10% ADQVCINLR 186 194 44.3 27.7 34.6 2 0 0 1,088.5518
G_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 19 20.10% GSFACQCPPGYQK 195 207 70.8 25.0 69.1 2 0 0 1,499.6408
G_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 19 20.10% LNCEDIDECR 290 299 61.5 25.0 59.2 2 0 0 1,323.5306
G_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 19 20.10% FSCMCPQGYQVVR 316 328 49.8 25.0 44.5 2 0 0 1,647.7077
G_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 19 20.10% CVCPVSNAMCR 377 387 38.8 25.0 29.1 2 0 0 1,353.5530
G_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 19 20.10% IKSGNENGEFYLR 428 440 36.5 26.4 28.0 2 0 0 1,526.7598
G_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 19 20.10% SGNENGEFYLR 430 440 41.2 25.0 34.0 2 0 0 1,285.5807
G_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 19 20.10% QTSPVSAMLVLVK 441 453 47.4 27.0 34.0 0 2 0 1,388.7819
H_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 8.11% DIDECDIVPDACK 44 56 33.8 25.0 33.2 2 0 0 1,549.6513
H_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 8.11% GSFACQCPPGYQK 195 207 43.4 25.0 43.4 2 0 0 1,499.6408
H_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 8.11% NPCQDPYILTPENR 363 376 57.8 25.7 57.8 2 0 0 1,716.8012
H_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.94% ADQVCINLR 186 194 20.5 27.7 10.1 1 0 0 1,088.5518
H_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.94% GSFACQCPPGYQK 195 207 45.7 25.0 45.7 2 0 0 1,499.6408
H_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.94% NPCQDPYILTPENR 363 376 55.4 25.8 46.5 2 0 0 1,716.8012
H_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.94% IKSGNENGEFYLR 428 440 20.7 26.6 12.9 0 1 0 1,526.7598
H_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 10 17 18.90% DIDECDIVPDACK 44 56 74.5 25.0 66.8 2 0 0 1,549.6513
H_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 10 17 18.90% ADQVCINLR 186 194 34.2 27.9 21.5 2 0 0 1,088.5518
H_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 10 17 18.90% GSFACQCPPGYQK 195 207 72.8 25.0 72.8 2 0 0 1,499.6408
H_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 10 17 18.90% LNCEDIDECR 290 299 30.4 25.0 30.4 1 0 0 1,323.5306
H_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 10 17 18.90% FSCMCPQGYQVVR 316 328 46.6 25.0 46.6 2 0 0 1,647.7077
H_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 10 17 18.90% ELPQSIVYK 388 396 25.0 27.7 10.6 1 0 0 1,076.5987
H_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 10 17 18.90% IKSGNENGEFYLR 428 440 35.4 26.4 32.6 1 2 0 1,526.7598
H_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 10 17 18.90% QTSPVSAMLVLVK 441 453 67.3 26.7 61.1 4 0 0 1,388.7819



H_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.70% DIDECDIVPDACK 44 56 23.3 25.0 23.3 1 0 0 1,549.6513
H_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.70% CVNHYGGYLCLPK 61 73 47.7 25.1 38.4 2 1 0 1,580.7350
H_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.70% GSFACQCPPGYQK 195 207 65.7 25.0 65.7 3 0 0 1,499.6408
H_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.70% LNCEDIDECR 290 299 21.9 25.0 21.9 1 0 0 1,323.5306
H_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.70% FSCMCPQGYQVVR 316 328 60.6 25.0 60.6 3 0 0 1,647.7077
H_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.70% NPCQDPYILTPENR 363 376 61.1 25.6 57.2 2 1 0 1,716.8012
H_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.70% CVCPVSNAMCR 377 387 46.9 25.0 42.7 1 0 0 1,353.5530
H_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.70% ELPQSIVYK 388 396 21.8 27.7 9.1 1 0 0 1,076.5987
H_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.70% IKSGNENGEFYLR 428 440 65.0 26.8 60.3 2 2 0 1,526.7598
H_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.70% SGNENGEFYLR 430 440 45.7 25.0 41.0 4 0 0 1,285.5807
H_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 15 26 24.70% QTSPVSAMLVLVK 441 453 77.8 26.9 67.6 2 0 0 1,388.7819
H_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 20 19.70% DIDECDIVPDACK 44 56 78.2 25.0 74.5 2 0 0 1,549.6513
H_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 20 19.70% CVNHYGGYLCLPK 61 73 68.4 25.0 60.7 2 2 0 1,580.7350
H_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 20 19.70% ADQVCINLR 186 194 35.3 27.9 26.4 2 0 0 1,088.5518
H_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 20 19.70% GSFACQCPPGYQK 195 207 75.0 25.0 67.9 2 0 0 1,499.6408
H_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 20 19.70% LNCEDIDECR 290 299 32.2 25.0 30.4 2 0 0 1,323.5306
H_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 20 19.70% FSCMCPQGYQVVR 316 328 53.8 25.0 53.8 2 0 0 1,647.7077
H_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 20 19.70% IKSGNENGEFYLR 428 440 55.8 26.7 52.4 2 0 0 1,526.7598
H_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 20 19.70% SGNENGEFYLR 430 440 51.2 25.0 50.1 2 0 0 1,285.5807
H_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 20 19.70% QTSPVSAMLVLVK 441 453 69.1 26.1 45.7 2 0 0 1,372.7869
H_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.50% DIDECDIVPDACK 44 56 70.0 25.0 55.8 2 0 0 1,549.6513
H_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.50% CVNHYGGYLCLPK 61 73 58.8 25.2 58.8 0 2 0 1,580.7350
H_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.50% ADQVCINLR 186 194 46.4 27.9 27.9 2 0 0 1,088.5518
H_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.50% GSFACQCPPGYQK 195 207 73.0 25.0 73.0 2 0 0 1,499.6408
H_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.50% FSCMCPQGYQVVR 316 328 49.9 25.0 48.8 1 0 0 1,647.7077
H_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.50% CVCPVSNAMCR 377 387 24.6 25.0 19.9 1 0 0 1,353.5530
H_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.50% SGNENGEFYLR 430 440 55.4 25.0 47.8 2 0 0 1,285.5807
H_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.50% QTSPVSAMLVLVK 441 453 52.0 26.1 37.5 4 0 0 1,372.7869
H_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 13.20% DIDECDIVPDACK 44 56 64.9 25.0 63.1 2 0 0 1,549.6513
H_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 13.20% CVNHYGGYLCLPK 61 73 20.8 25.0 18.2 0 1 0 1,580.7350
H_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 13.20% GSFACQCPPGYQK 195 207 52.8 25.0 52.8 2 0 0 1,499.6408
H_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 13.20% IKSGNENGEFYLR 428 440 27.8 26.3 16.7 0 1 0 1,526.7598
H_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 13.20% SGNENGEFYLR 430 440 50.0 25.0 44.9 2 0 0 1,285.5807
H_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 13.20% QTSPVSAMLVLVK 441 453 56.5 26.2 38.4 2 0 0 1,372.7869
H_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 10.50% DIDECDIVPDACK 44 56 48.0 25.0 48.0 2 0 0 1,549.6513
H_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 10.50% GSFACQCPPGYQK 195 207 60.2 25.0 60.2 2 0 0 1,499.6408
H_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 10.50% IKSGNENGEFYLR 428 440 29.0 26.8 23.0 0 2 0 1,526.7598
H_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 10.50% SGNENGEFYLR 430 440 51.5 25.0 46.3 2 0 0 1,285.5807
H_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 10.50% QTSPVSAMLVLVK 441 453 27.9 26.2 20.0 2 0 0 1,372.7869
H_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.00% CVNHYGGYLCLPK 61 73 19.1 25.0 19.1 0 1 0 1,580.7350
H_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.00% ADQVCINLR 186 194 34.9 27.7 16.0 2 0 0 1,088.5518
H_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.00% GSFACQCPPGYQK 195 207 39.2 25.0 37.6 2 0 0 1,499.6408
H_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.00% SGNENGEFYLR 430 440 36.2 25.0 32.5 2 0 0 1,285.5807
H_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.00% QTSPVSAMLVLVK 441 453 33.8 26.9 31.5 1 0 0 1,388.7819
H_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 10 10.10% DIDECDIVPDACK 44 56 53.3 25.0 51.7 2 0 0 1,549.6513
H_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 10 10.10% GSFACQCPPGYQK 195 207 54.2 25.0 54.2 2 0 0 1,499.6408
H_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 10 10.10% SGNENGEFYLR 430 440 39.1 25.0 37.2 2 0 0 1,285.5807
H_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 10 10.10% QTSPVSAMLVLVK 441 453 51.1 26.7 40.2 4 0 0 1,388.7819
H_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 17.20% DIDECDIVPDACK 44 56 64.5 25.0 60.1 2 0 0 1,549.6513
H_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 17.20% CVNHYGGYLCLPK 61 73 19.0 25.0 6.0 0 1 0 1,580.7350
H_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 17.20% ADQVCINLR 186 194 40.0 27.5 24.5 2 0 0 1,088.5518
H_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 17.20% GSFACQCPPGYQK 195 207 57.2 25.0 55.9 2 0 0 1,499.6408
H_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 17.20% CVCPVSNAMCR 377 387 30.3 25.0 26.2 1 0 0 1,353.5530
H_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 17.20% IKSGNENGEFYLR 428 440 23.6 26.4 16.9 0 2 0 1,526.7598
H_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 17.20% SGNENGEFYLR 430 440 55.1 25.0 49.9 2 0 0 1,285.5807
H_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 17.20% QTSPVSAMLVLVK 441 453 68.8 26.8 60.2 3 0 0 1,388.7819
H_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 12.40% DIDECDIVPDACK 44 56 46.6 25.0 46.6 2 0 0 1,549.6513
H_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 12.40% ADQVCINLR 186 194 36.0 27.5 23.2 2 0 0 1,088.5518
H_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 12.40% GSFACQCPPGYQK 195 207 50.9 25.0 50.9 2 0 0 1,499.6408
H_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 12.40% IKSGNENGEFYLR 428 440 36.1 26.8 30.1 0 2 0 1,526.7598
H_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 12.40% SGNENGEFYLR 430 440 46.7 25.0 46.5 2 0 0 1,285.5807
H_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 12.40% QTSPVSAMLVLVK 441 453 55.7 26.7 44.1 2 0 0 1,388.7819
H_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 16 15.00% DIDECDIVPDACK 44 56 53.1 25.0 46.2 2 0 0 1,549.6513
H_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 16 15.00% CVNHYGGYLCLPK 61 73 23.6 25.0 18.8 0 2 0 1,580.7350
H_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 16 15.00% ADQVCINLR 186 194 33.1 27.5 21.9 2 0 0 1,088.5518
H_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 16 15.00% GSFACQCPPGYQK 195 207 31.1 25.0 31.1 2 0 0 1,499.6408
H_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 16 15.00% IKSGNENGEFYLR 428 440 36.2 26.7 36.2 0 2 0 1,526.7598
H_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 16 15.00% SGNENGEFYLR 430 440 27.6 25.0 27.6 2 0 0 1,285.5807
H_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 16 15.00% QTSPVSAMLVLVK 441 453 54.9 26.9 43.0 4 0 0 1,388.7819
H_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 15.00% DIDECDIVPDACK 44 56 48.0 25.0 43.2 2 0 0 1,549.6513
H_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 15.00% ADQVCINLR 186 194 33.4 27.5 25.0 2 0 0 1,088.5518
H_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 15.00% GSFACQCPPGYQK 195 207 42.6 25.0 42.6 2 0 0 1,499.6408
H_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 15.00% FSCMCPQGYQVVR 316 328 46.6 25.0 43.8 1 0 0 1,647.7077
H_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 15.00% IKSGNENGEFYLR 428 440 35.1 26.7 29.6 1 0 0 1,526.7598
H_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 15.00% SGNENGEFYLR 430 440 40.0 25.0 34.3 2 0 0 1,285.5807
H_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 15.00% QTSPVSAMLVLVK 441 453 73.4 26.9 61.5 2 0 0 1,388.7819
I_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.71% GSFACQCPPGYQK 195 207 52.2 25.0 44.2 2 0 0 1,499.6408
I_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.71% NPCQDPYILTPENR 363 376 49.4 25.7 46.5 2 0 0 1,716.8012
I_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.71% SGNENGEFYLR 430 440 22.2 25.0 19.7 2 0 0 1,285.5807
I_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 5.27% GSFACQCPPGYQK 195 207 50.9 25.0 50.9 2 0 0 1,499.6408
I_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 5.27% QTSPVSAMLVLVK 441 453 40.4 26.8 31.7 2 0 0 1,388.7819
I_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 12.40% CVNHYGGYLCLPK 61 73 38.0 25.1 33.5 0 1 0 1,580.7350
I_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 12.40% ADQVCINLR 186 194 33.9 27.5 14.4 2 0 0 1,088.5518
I_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 12.40% GSFACQCPPGYQK 195 207 60.5 25.0 57.1 2 0 0 1,499.6408
I_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 12.40% IKSGNENGEFYLR 428 440 33.8 26.7 12.7 0 1 0 1,526.7598
I_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 10 12.40% QTSPVSAMLVLVK 441 453 40.5 26.2 28.9 4 0 0 1,372.7869
I_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.50% CVNHYGGYLCLPK 61 73 45.2 25.4 40.1 0 2 0 1,580.7350
I_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.50% GSFACQCPPGYQK 195 207 76.2 25.0 76.2 2 0 0 1,499.6408
I_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.50% IKSGNENGEFYLR 428 440 21.8 26.8 11.8 0 1 0 1,526.7598
I_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.50% QTSPVSAMLVLVK 441 453 27.2 26.7 17.0 1 0 0 1,388.7819
I_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 11 19 18.70% DIDECDIVPDACK 44 56 79.6 25.0 76.1 2 0 0 1,549.6513
I_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 11 19 18.70% CVNHYGGYLCLPK 61 73 63.4 25.0 63.3 2 2 0 1,580.7350
I_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 11 19 18.70% GSFACQCPPGYQK 195 207 55.1 25.0 55.1 2 0 0 1,499.6408
I_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 11 19 18.70% FSCMCPQGYQVVR 316 328 57.0 25.0 57.0 2 0 0 1,647.7077
I_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 11 19 18.70% NPCQDPYILTPENR 363 376 44.5 25.1 34.2 0 1 0 1,716.8012
I_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 11 19 18.70% IKSGNENGEFYLR 428 440 62.2 26.8 57.3 2 2 0 1,526.7598
I_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 11 19 18.70% SGNENGEFYLR 430 440 36.8 25.0 27.7 1 0 0 1,285.5807
I_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 11 19 18.70% QTSPVSAMLVLVK 441 453 66.7 26.2 40.2 3 0 0 1,372.7869
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% DIDECDIVPDACK 44 56 63.1 25.0 63.1 2 0 0 1,549.6513
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% DIDECDIVPDACKGGMK 44 60 16.1 25.0 11.0 0 1 0 1,922.8298
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% CVNHYGGYLCLPK 61 73 50.5 25.0 39.3 2 1 0 1,580.7350
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% ADQVCINLR 186 194 52.9 27.5 37.8 1 0 0 1,088.5518
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% GSFACQCPPGYQK 195 207 58.7 25.0 52.6 2 0 0 1,499.6408
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% RGEQCVDIDECTIPPYCHQR 208 227 21.4 25.0 21.4 0 1 0 2,533.1020
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% GEQCVDIDECTIPPYCHQR 209 227 46.8 25.0 45.9 0 2 0 2,377.0009
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% LNCEDIDECR 290 299 39.6 25.0 39.6 2 0 0 1,323.5306
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% FSCMCPQGYQVVR 316 328 52.9 25.0 52.5 4 0 0 1,631.7128
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% NPCQDPYILTPENR 363 376 46.7 25.7 33.4 0 2 0 1,716.8012
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% CVCPVSNAMCR 377 387 25.7 25.0 25.7 2 0 0 1,353.5530
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% IKSGNENGEFYLR 428 440 45.7 26.8 41.8 2 1 0 1,526.7598
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% SGNENGEFYLR 430 440 50.3 25.0 49.6 2 0 0 1,285.5807
I_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 14 18 31 29.60% QTSPVSAMLVLVK 441 453 61.1 26.8 51.9 4 0 0 1,388.7819



I_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 18.70% QQCKDIDECDIVPDACK 40 56 16.6 25.0 13.6 0 1 0 2,093.8941
I_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 18.70% DIDECDIVPDACK 44 56 84.0 25.0 79.9 2 0 0 1,549.6513
I_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 18.70% CVNHYGGYLCLPK 61 73 67.1 25.2 53.5 2 2 0 1,580.7350
I_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 18.70% GSFACQCPPGYQK 195 207 69.2 25.0 67.7 2 0 0 1,499.6408
I_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 18.70% LNCEDIDECR 290 299 36.2 25.0 36.2 2 0 0 1,323.5306
I_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 18.70% FSCMCPQGYQVVR 316 328 54.2 25.0 49.6 4 0 0 1,647.7077
I_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 18.70% IKSGNENGEFYLR 428 440 59.1 26.7 58.5 2 0 0 1,526.7598
I_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 18.70% SGNENGEFYLR 430 440 53.1 25.0 49.4 2 0 0 1,285.5807
I_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 18.70% QTSPVSAMLVLVK 441 453 89.3 26.1 67.3 2 0 0 1,372.7869
I_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 7 10.10% CVNHYGGYLCLPK 61 73 35.5 25.1 27.9 0 1 0 1,580.7350
I_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 7 10.10% GSFACQCPPGYQK 195 207 61.2 25.0 59.9 2 0 0 1,499.6408
I_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 7 10.10% SGNENGEFYLR 430 440 31.3 25.0 28.4 1 0 0 1,285.5807
I_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 7 10.10% QTSPVSAMLVLVK 441 453 59.2 26.1 43.9 3 0 0 1,372.7869
I_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.51% DIDECDIVPDACK 44 56 19.1 25.0 19.1 2 0 0 1,549.6513
I_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.51% GSFACQCPPGYQK 195 207 50.3 25.0 48.7 2 0 0 1,499.6408
I_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.51% SGNENGEFYLR 430 440 31.3 25.0 30.9 1 0 0 1,285.5807
I_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 7.91% CVNHYGGYLCLPK 61 73 32.0 25.1 31.5 0 1 0 1,580.7350
I_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 7.91% GSFACQCPPGYQK 195 207 47.5 25.0 46.3 2 0 0 1,499.6408
I_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 7.91% IKSGNENGEFYLR 428 440 25.0 26.3 21.4 0 2 0 1,526.7598
I_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 7.91% SGNENGEFYLR 430 440 36.5 25.0 36.5 2 0 0 1,285.5807
I_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.74% DIDECDIVPDACK 44 56 20.9 25.0 20.9 1 0 0 1,549.6513
I_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.74% CVNHYGGYLCLPK 61 73 26.9 25.2 23.3 0 2 0 1,580.7350
I_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.74% ADQVCINLR 186 194 25.8 27.5 12.6 2 0 0 1,088.5518
I_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 9.74% GSFACQCPPGYQK 195 207 38.9 25.0 35.5 1 0 0 1,499.6408
I_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.10% CVNHYGGYLCLPK 61 73 18.1 25.0 10.8 0 1 0 1,580.7350
I_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.10% GSFACQCPPGYQK 195 207 36.8 25.0 36.8 2 0 0 1,499.6408
I_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.10% SGNENGEFYLR 430 440 44.4 25.0 44.4 2 0 0 1,285.5807
I_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 10.10% QTSPVSAMLVLVK 441 453 34.0 26.2 19.9 1 0 0 1,372.7869
I_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.91% CVNHYGGYLCLPK 61 73 31.8 25.0 26.1 0 2 0 1,580.7350
I_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.91% GSFACQCPPGYQK 195 207 53.7 25.0 53.7 2 0 0 1,499.6408
I_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.91% QTSPVSAMLVLVK 441 453 29.6 26.9 10.9 2 0 0 1,388.7819
I_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.60% DIDECDIVPDACK 44 56 46.3 25.0 46.3 1 0 0 1,549.6513
I_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.60% CVNHYGGYLCLPK 61 73 24.9 25.2 24.9 0 2 0 1,580.7350
I_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.60% ADQVCINLR 186 194 43.5 27.9 28.1 2 0 0 1,088.5518
I_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.60% GSFACQCPPGYQK 195 207 31.4 25.0 31.4 2 0 0 1,499.6408
I_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.60% SGNENGEFYLR 430 440 33.8 25.0 33.8 2 0 0 1,285.5807
I_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 14.60% QTSPVSAMLVLVK 441 453 37.0 26.2 23.3 1 0 0 1,372.7869
I_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 7.10% ADQVCINLR 186 194 45.5 27.9 30.9 2 0 0 1,088.5518
I_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 7.10% GSFACQCPPGYQK 195 207 47.2 25.0 45.4 2 0 0 1,499.6408
I_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 7.10% IKSGNENGEFYLR 428 440 22.0 26.6 22.0 0 1 0 1,526.7598
I_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 6 7.10% SGNENGEFYLR 430 440 28.3 25.0 28.3 1 0 0 1,285.5807
J_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 5.48% GSFACQCPPGYQK 195 207 37.2 25.0 32.9 2 0 0 1,499.6408
J_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 5.48% NPCQDPYILTPENR 363 376 47.9 25.9 45.7 1 0 0 1,716.8012
J_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 2 4.87% GSFACQCPPGYQK 195 207 45.5 25.0 45.5 1 0 0 1,499.6408
J_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 2 4.87% SGNENGEFYLR 430 440 26.9 25.0 20.3 1 0 0 1,285.5807
J_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 4.87% GSFACQCPPGYQK 195 207 25.9 25.0 25.9 2 0 0 1,499.6408
J_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 4.87% SGNENGEFYLR 430 440 36.8 25.0 18.4 1 0 0 1,285.5807
J_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 7 10.10% DIDECDIVPDACK 44 56 34.6 25.0 27.9 2 0 0 1,549.6513
J_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 7 10.10% GSFACQCPPGYQK 195 207 51.7 25.0 51.7 2 0 0 1,499.6408
J_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 7 10.10% SGNENGEFYLR 430 440 31.7 25.0 20.1 1 0 0 1,285.5807
J_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 7 10.10% QTSPVSAMLVLVK 441 453 64.8 26.6 53.6 2 0 0 1,372.7869
J_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.30% DIDECDIVPDACK 44 56 69.1 25.0 61.0 2 0 0 1,549.6513
J_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.30% CVNHYGGYLCLPK 61 73 51.3 25.9 47.3 0 2 0 1,580.7350
J_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.30% ADQVCINLR 186 194 34.2 27.4 18.2 2 0 0 1,088.5518
J_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.30% GSFACQCPPGYQK 195 207 40.3 25.0 40.3 1 0 0 1,499.6408
J_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.30% LNCEDIDECR 290 299 28.7 25.0 28.7 2 0 0 1,323.5306
J_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.30% FSCMCPQGYQVVR 316 328 54.1 25.0 52.0 2 0 0 1,647.7077
J_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.30% SGNENGEFYLR 430 440 37.7 25.0 24.4 1 0 0 1,285.5807
J_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 16 19.30% QTSPVSAMLVLVK 441 453 55.8 27.4 45.2 4 0 0 1,388.7819
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% QQCKDIDECDIVPDACK 40 56 19.1 25.0 17.5 0 1 0 2,093.8941
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% DIDECDIVPDACK 44 56 41.1 25.0 41.1 4 0 0 1,549.6513
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% CVNHYGGYLCLPK 61 73 62.7 25.7 60.4 2 2 0 1,580.7350
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% ADQVCINLR 186 194 50.8 27.4 35.5 4 0 0 1,088.5518
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% GSFACQCPPGYQK 195 207 38.4 25.0 36.8 4 0 0 1,499.6408
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% LNCEDIDECR 290 299 40.7 25.0 40.7 2 0 0 1,323.5306
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% FSCMCPQGYQVVR 316 328 56.7 25.0 52.8 4 0 0 1,647.7077
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% NPCQDPYILTPENR 363 376 57.0 25.7 51.5 3 0 0 1,716.8012
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% CVCPVSNAMCR 377 387 37.5 25.0 37.5 2 0 0 1,353.5530
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% ELPQSIVYK 388 396 22.3 27.8 11.4 1 0 0 1,076.5987
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% IKSGNENGEFYLR 428 440 34.9 26.4 34.1 2 2 0 1,526.7598
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% SGNENGEFYLR 430 440 53.5 25.0 38.2 5 0 0 1,285.5807
J_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 13 16 40 27.40% QTSPVSAMLVLVK 441 453 77.5 27.4 68.4 2 0 0 1,388.7819
J_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 21 22.10% DIDECDIVPDACK 44 56 76.8 25.0 76.8 2 0 0 1,549.6513
J_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 21 22.10% CVNHYGGYLCLPK 61 73 55.6 25.8 53.1 2 2 0 1,580.7350
J_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 21 22.10% ADQVCINLR 186 194 32.8 27.7 20.5 1 0 0 1,088.5518
J_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 21 22.10% GSFACQCPPGYQK 195 207 67.2 25.0 67.2 4 0 0 1,499.6408
J_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 21 22.10% LNCEDIDECR 290 299 35.7 25.0 32.4 1 0 0 1,323.5306
J_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 21 22.10% FSCMCPQGYQVVR 316 328 55.2 25.0 55.2 2 0 0 1,647.7077
J_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 21 22.10% NPCQDPYILTPENR 363 376 45.7 25.8 45.7 1 0 0 1,716.8012
J_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 21 22.10% CVCPVSNAMCR 377 387 23.7 25.0 19.2 2 0 0 1,353.5530
J_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 21 22.10% IKSGNENGEFYLR 428 440 30.0 26.8 22.9 0 1 0 1,526.7598
J_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 21 22.10% SGNENGEFYLR 430 440 49.1 25.0 41.7 3 0 0 1,285.5807
J_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% DIDECDIVPDACK 44 56 62.3 25.0 62.3 2 0 0 1,549.6513
J_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% ADQVCINLR 186 194 35.8 27.4 20.4 2 0 0 1,088.5518
J_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% GSFACQCPPGYQK 195 207 45.1 25.0 41.2 2 0 0 1,499.6408
J_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% LNCEDIDECR 290 299 34.9 25.0 34.9 2 0 0 1,323.5306
J_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% FSCMCPQGYQVVR 316 328 28.9 25.0 28.9 1 0 0 1,647.7077
J_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% SGNENGEFYLR 430 440 55.4 25.0 44.6 2 0 0 1,285.5807
J_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% QTSPVSAMLVLVK 441 453 48.7 25.5 39.8 2 0 0 1,372.7869
J_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 15.00% DIDECDIVPDACK 44 56 65.0 25.0 56.3 2 0 0 1,549.6513
J_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 15.00% GSFACQCPPGYQK 195 207 29.2 25.0 29.2 2 0 0 1,499.6408
J_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 15.00% FSCMCPQGYQVVR 316 328 41.2 25.0 41.2 2 0 0 1,631.7128
J_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 15.00% CVCPVSNAMCR 377 387 19.6 25.0 19.6 1 0 0 1,353.5530
J_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 15.00% SGNENGEFYLR 430 440 41.5 25.0 31.0 2 0 0 1,285.5807
J_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 15.00% QTSPVSAMLVLVK 441 453 64.3 25.4 56.5 2 0 0 1,372.7869
J_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% DIDECDIVPDACK 44 56 59.0 25.0 59.0 2 0 0 1,549.6513
J_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% GSFACQCPPGYQK 195 207 69.4 25.0 69.4 2 0 0 1,499.6408
J_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% SGNENGEFYLR 430 440 39.9 25.0 31.6 2 0 0 1,285.5807
J_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% QTSPVSAMLVLVK 441 453 25.0 27.0 17.0 1 0 0 1,388.7819
J_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% DIDECDIVPDACK 44 56 53.0 25.0 52.3 2 0 0 1,549.6513
J_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% GSFACQCPPGYQK 195 207 43.2 25.0 36.3 2 0 0 1,499.6408
J_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% SGNENGEFYLR 430 440 34.2 25.0 20.9 1 0 0 1,285.5807
J_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% QTSPVSAMLVLVK 441 453 38.0 27.0 31.9 2 0 0 1,388.7819
J_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% DIDECDIVPDACK 44 56 82.3 25.0 78.8 2 0 0 1,549.6513
J_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% GSFACQCPPGYQK 195 207 25.9 25.0 23.3 2 0 0 1,499.6408
J_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% SGNENGEFYLR 430 440 28.2 25.0 17.1 2 0 0 1,285.5807
J_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% QTSPVSAMLVLVK 441 453 40.7 27.4 29.9 2 0 0 1,388.7819
J_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% DIDECDIVPDACK 44 56 57.5 25.0 56.2 2 0 0 1,549.6513
J_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% GSFACQCPPGYQK 195 207 43.7 25.0 38.3 2 0 0 1,499.6408
J_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% SGNENGEFYLR 430 440 48.4 25.0 44.8 2 0 0 1,285.5807
J_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% QTSPVSAMLVLVK 441 453 62.2 27.0 46.4 2 0 0 1,388.7819
J_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.91% DIDECDIVPDACK 44 56 53.8 25.0 53.8 2 0 0 1,549.6513



J_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.91% GSFACQCPPGYQK 195 207 66.9 25.0 64.3 2 0 0 1,499.6408
J_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.91% QTSPVSAMLVLVK 441 453 63.3 27.4 54.3 2 0 0 1,388.7819
J_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.00% DIDECDIVPDACK 44 56 45.6 25.0 43.8 2 0 0 1,549.6513
J_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.00% ADQVCINLR 186 194 45.6 27.4 33.4 2 0 0 1,088.5518
J_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.00% GSFACQCPPGYQK 195 207 32.7 25.0 32.7 2 0 0 1,499.6408
J_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.00% SGNENGEFYLR 430 440 55.8 25.0 51.1 2 0 0 1,285.5807
J_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.00% QTSPVSAMLVLVK 441 453 64.5 27.4 50.2 2 0 0 1,388.7819
J_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 14.40% ADQVCINLR 186 194 52.8 27.7 37.0 1 0 0 1,088.5518
J_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 14.40% GSFACQCPPGYQK 195 207 44.1 25.0 44.1 2 0 0 1,499.6408
J_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 14.40% LNCEDIDECR 290 299 22.3 25.0 22.3 1 0 0 1,323.5306
J_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 14.40% FSCMCPQGYQVVR 316 328 38.3 25.0 29.2 2 0 0 1,647.7077
J_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 14.40% IKSGNENGEFYLR 428 440 26.3 26.8 20.0 0 2 0 1,526.7598
J_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 14.40% SGNENGEFYLR 430 440 45.9 25.0 41.4 2 0 0 1,285.5807
J_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 14.40% QTSPVSAMLVLVK 441 453 45.3 26.9 34.5 2 0 0 1,388.7819
K_05 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 4.67% NPCQDPYILTPENR 363 376 50.0 25.5 43.9 2 0 0 1,716.8012
K_05 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 4.67% ELPQSIVYK 388 396 24.8 27.7 11.6 1 0 0 1,076.5987
K_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 4 8.11% DIDECDIVPDACK 44 56 25.9 25.0 25.9 1 0 0 1,549.6513
K_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 4 8.11% GSFACQCPPGYQK 195 207 56.5 25.0 54.1 2 0 0 1,499.6408
K_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 4 8.11% NPCQDPYILTPENR 363 376 42.7 25.5 39.2 1 0 0 1,716.8012
K_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 5.27% DIDECDIVPDACK 44 56 52.4 25.0 45.5 2 0 0 1,549.6513
K_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 5.27% GSFACQCPPGYQK 195 207 53.1 25.0 53.1 2 0 0 1,499.6408
K_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.74% DIDECDIVPDACK 44 56 57.0 25.0 57.0 2 0 0 1,549.6513
K_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.74% CVNHYGGYLCLPK 61 73 26.4 25.3 18.9 0 2 0 1,580.7350
K_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.74% ADQVCINLR 186 194 23.0 27.7 5.9 2 0 0 1,088.5518
K_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.74% GSFACQCPPGYQK 195 207 68.9 25.0 67.5 2 0 0 1,499.6408
K_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 8 10.80% CVNHYGGYLCLPK 61 73 39.9 25.0 35.8 0 2 0 1,580.7350
K_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 8 10.80% GSFACQCPPGYQK 195 207 52.7 25.0 52.7 2 0 0 1,499.6408
K_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 8 10.80% NPCQDPYILTPENR 363 376 16.4 25.7 16.3 0 1 0 1,716.8012
K_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 5 8 10.80% QTSPVSAMLVLVK 441 453 42.0 26.2 27.9 3 0 0 1,372.7869
K_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 20 22.50% DIDECDIVPDACK 44 56 55.3 25.0 42.7 2 0 0 1,549.6513
K_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 20 22.50% CVNHYGGYLCLPK 61 73 58.1 25.1 53.9 2 2 0 1,580.7350
K_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 20 22.50% ADQVCINLR 186 194 46.3 27.7 35.4 1 0 0 1,088.5518
K_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 20 22.50% GSFACQCPPGYQK 195 207 58.0 25.0 58.0 2 0 0 1,499.6408
K_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 20 22.50% LNCEDIDECR 290 299 40.2 25.0 40.2 2 0 0 1,323.5306
K_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 20 22.50% FSCMCPQGYQVVR 316 328 54.0 25.0 54.0 2 0 0 1,647.7077
K_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 20 22.50% NPCQDPYILTPENR 363 376 30.4 25.0 19.9 0 2 0 1,716.8012
K_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 20 22.50% IKSGNENGEFYLR 428 440 41.2 26.6 35.5 1 2 0 1,526.7598
K_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 20 22.50% QTSPVSAMLVLVK 441 453 73.4 26.7 66.8 2 0 0 1,388.7819
K_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 40 25.60% QQCKDIDECDIVPDACK 40 56 43.7 25.0 40.9 1 1 0 2,093.8941
K_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 40 25.60% DIDECDIVPDACK 44 56 43.9 25.0 43.9 4 0 0 1,549.6513
K_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 40 25.60% CVNHYGGYLCLPK 61 73 64.8 25.4 58.2 2 2 0 1,580.7350
K_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 40 25.60% ADQVCINLR 186 194 53.4 27.7 39.3 6 0 0 1,088.5518
K_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 40 25.60% GSFACQCPPGYQK 195 207 65.3 25.0 65.3 2 0 0 1,499.6408
K_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 40 25.60% LNCEDIDECR 290 299 49.7 25.0 49.7 2 0 0 1,323.5306
K_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 40 25.60% FSCMCPQGYQVVR 316 328 59.2 25.0 54.7 3 0 0 1,647.7077
K_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 40 25.60% NPCQDPYILTPENR 363 376 57.2 25.5 56.3 6 0 0 1,716.8012
K_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 40 25.60% CVCPVSNAMCR 377 387 21.3 25.0 7.3 2 0 0 1,353.5530
K_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 40 25.60% IKSGNENGEFYLR 428 440 55.3 26.7 51.1 2 1 0 1,526.7598
K_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 40 25.60% SGNENGEFYLR 430 440 45.1 25.0 39.7 4 0 0 1,285.5807
K_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 12 16 40 25.60% QTSPVSAMLVLVK 441 453 72.3 26.8 62.0 2 0 0 1,388.7819
K_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 25 23.30% QQCKDIDECDIVPDACK 40 56 27.6 25.0 25.7 0 2 0 2,093.8941
K_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 25 23.30% DIDECDIVPDACK 44 56 50.8 25.0 50.8 2 0 0 1,549.6513
K_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 25 23.30% CVNHYGGYLCLPK 61 73 50.2 25.4 41.5 2 0 0 1,580.7350
K_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 25 23.30% ADQVCINLR 186 194 59.8 27.7 43.8 3 0 0 1,088.5518
K_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 25 23.30% GSFACQCPPGYQK 195 207 48.3 25.0 48.3 2 0 0 1,499.6408
K_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 25 23.30% LNCEDIDECR 290 299 30.4 25.0 30.4 2 0 0 1,323.5306
K_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 25 23.30% FSCMCPQGYQVVR 316 328 46.4 25.0 38.7 2 0 0 1,647.7077
K_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 25 23.30% NPCQDPYILTPENR 363 376 58.5 25.5 54.5 2 0 0 1,716.8012
K_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 25 23.30% IKSGNENGEFYLR 428 440 60.9 26.6 55.2 2 0 0 1,526.7598
K_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 25 23.30% SGNENGEFYLR 430 440 53.0 25.0 45.7 4 0 0 1,285.5807
K_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 25 23.30% QTSPVSAMLVLVK 441 453 55.4 26.9 40.6 2 0 0 1,388.7819
K_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 9 16 15.80% DIDECDIVPDACK 44 56 57.7 25.0 51.2 2 0 0 1,549.6513
K_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 9 16 15.80% CVNHYGGYLCLPK 61 73 45.3 25.1 40.1 2 1 0 1,580.7350
K_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 9 16 15.80% GSFACQCPPGYQK 195 207 72.9 25.0 68.2 2 0 0 1,499.6408
K_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 9 16 15.80% FSCMCPQGYQVVR 316 328 23.6 25.0 22.3 1 0 0 1,647.7077
K_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 9 16 15.80% IKSGNENGEFYLR 428 440 16.2 26.6 4.7 0 2 0 1,526.7598
K_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 9 16 15.80% SGNENGEFYLR 430 440 53.0 25.0 48.1 2 0 0 1,285.5807
K_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 9 16 15.80% QTSPVSAMLVLVK 441 453 49.3 26.9 40.6 4 0 0 1,388.7819
K_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 7 12.00% DIDECDIVPDACK 44 56 49.2 25.0 44.5 2 0 0 1,549.6513
K_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 7 12.00% ADQVCINLR 186 194 29.7 27.7 17.1 1 0 0 1,088.5518
K_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 7 12.00% GSFACQCPPGYQK 195 207 57.2 25.0 53.2 2 0 0 1,499.6408
K_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 7 12.00% SGNENGEFYLR 430 440 40.1 25.0 36.8 1 0 0 1,285.5807
K_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 7 12.00% QTSPVSAMLVLVK 441 453 39.8 26.2 34.5 1 0 0 1,372.7869
K_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.60% DIDECDIVPDACK 44 56 52.6 25.0 44.3 2 0 0 1,549.6513
K_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.60% CVNHYGGYLCLPK 61 73 36.4 25.4 36.1 0 2 0 1,580.7350
K_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.60% ADQVCINLR 186 194 26.3 27.7 9.0 2 0 0 1,088.5518
K_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.60% GSFACQCPPGYQK 195 207 43.1 25.0 39.5 2 0 0 1,499.6408
K_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.60% SGNENGEFYLR 430 440 35.7 25.0 27.7 2 0 0 1,285.5807
K_17 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.60% QTSPVSAMLVLVK 441 453 27.2 25.5 19.8 1 0 0 1,372.7869
K_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.33% DIDECDIVPDACK 44 56 45.4 25.0 38.2 2 0 0 1,549.6513
K_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.33% ADQVCINLR 186 194 33.2 27.7 15.5 2 0 0 1,088.5518
K_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.33% GSFACQCPPGYQK 195 207 51.1 25.0 45.6 2 0 0 1,499.6408
K_18 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.33% SGNENGEFYLR 430 440 51.3 25.0 46.8 1 0 0 1,285.5807
K_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.80% DIDECDIVPDACK 44 56 45.6 25.0 45.0 2 0 0 1,549.6513
K_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.80% CVNHYGGYLCLPK 61 73 60.1 25.1 56.0 0 2 0 1,580.7350
K_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.80% GSFACQCPPGYQK 195 207 43.5 25.0 43.5 2 0 0 1,499.6408
K_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.80% SGNENGEFYLR 430 440 40.3 25.0 34.1 1 0 0 1,285.5807
K_19 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.80% QTSPVSAMLVLVK 441 453 53.0 26.9 44.4 1 0 0 1,388.7819
K_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.74% DIDECDIVPDACK 44 56 46.5 25.0 42.4 2 0 0 1,549.6513
K_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.74% ADQVCINLR 186 194 31.3 27.7 3.5 2 0 0 1,088.5518
K_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.74% GSFACQCPPGYQK 195 207 50.1 25.0 50.1 2 0 0 1,499.6408
K_20 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.74% IKSGNENGEFYLR 428 440 34.4 26.8 29.5 0 1 0 1,526.7598
K_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 12 12.80% DIDECDIVPDACK 44 56 56.3 25.0 56.3 2 0 0 1,549.6513
K_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 12 12.80% CVNHYGGYLCLPK 61 73 18.8 25.1 14.7 0 2 0 1,580.7350
K_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 12 12.80% GSFACQCPPGYQK 195 207 54.2 25.0 54.2 2 0 0 1,499.6408
K_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 12 12.80% SGNENGEFYLR 430 440 51.9 25.0 43.7 2 0 0 1,285.5807
K_21 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 12 12.80% QTSPVSAMLVLVK 441 453 63.5 26.7 53.2 4 0 0 1,388.7819
K_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.50% DIDECDIVPDACK 44 56 38.0 25.0 38.0 2 0 0 1,549.6513
K_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.50% GSFACQCPPGYQK 195 207 60.1 25.0 58.1 2 0 0 1,499.6408
K_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.50% IKSGNENGEFYLR 428 440 23.1 26.7 12.7 0 2 0 1,526.7598
K_22 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.50% QTSPVSAMLVLVK 441 453 41.4 26.8 33.2 2 0 0 1,388.7819
K_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 12 12.40% DIDECDIVPDACK 44 56 58.0 25.0 57.5 2 0 0 1,549.6513
K_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 12 12.40% CVNHYGGYLCLPK 61 73 40.5 25.1 34.0 0 2 0 1,580.7350
K_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 12 12.40% ADQVCINLR 186 194 28.5 27.5 17.6 2 0 0 1,088.5518
K_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 12 12.40% GSFACQCPPGYQK 195 207 47.9 25.0 42.9 2 0 0 1,499.6408
K_23 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 6 12 12.40% QTSPVSAMLVLVK 441 453 64.7 26.7 54.6 4 0 0 1,388.7819
K_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 19.30% DIDECDIVPDACK 44 56 72.9 25.0 69.6 2 0 0 1,549.6513
K_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 19.30% CVNHYGGYLCLPK 61 73 23.9 25.2 17.1 1 0 0 1,580.7350
K_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 19.30% ADQVCINLR 186 194 47.3 27.5 35.1 2 0 0 1,088.5518
K_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 19.30% GSFACQCPPGYQK 195 207 34.5 25.0 34.5 1 0 0 1,499.6408
K_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 19.30% LNCEDIDECR 290 299 43.5 25.0 43.5 1 0 0 1,323.5306
K_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 19.30% FSCMCPQGYQVVR 316 328 45.3 25.0 41.0 2 0 0 1,631.7128



K_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 19.30% SGNENGEFYLR 430 440 42.5 25.0 38.6 2 0 0 1,285.5807
K_24 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 9 15 19.30% QTSPVSAMLVLVK 441 453 72.6 26.8 63.2 4 0 0 1,388.7819
L_05 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.87% GSFACQCPPGYQK 195 207 53.4 25.0 53.4 2 0 0 1,499.6408
L_05 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.87% SGNENGEFYLR 430 440 43.5 25.0 37.8 2 0 0 1,285.5807
L_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.06% ADQVCINLR 186 194 48.6 27.7 33.3 2 0 0 1,088.5518
L_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.06% SGNENGEFYLR 430 440 44.2 25.0 39.3 2 0 0 1,285.5807
L_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 3 6.49% ADQVCINLR 186 194 34.7 27.7 24.3 1 0 0 1,088.5518
L_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 3 6.49% LNCEDIDECR 290 299 40.5 25.0 40.5 1 0 0 1,323.5306
L_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 3 6.49% FSCMCPQGYQVVR 316 328 28.6 25.0 27.0 1 0 0 1,647.7077
L_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 17.60% DIDECDIVPDACK 44 56 36.8 25.0 32.4 1 0 0 1,549.6513
L_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 17.60% GSFACQCPPGYQK 195 207 77.1 25.0 77.1 2 0 0 1,499.6408
L_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 17.60% LNCEDIDECR 290 299 52.7 25.0 52.7 2 0 0 1,323.5306
L_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 17.60% FSCMCPQGYQVVR 316 328 46.4 25.0 46.4 2 0 0 1,647.7077
L_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 17.60% NPCQDPYILTPENR 363 376 62.0 25.8 60.9 1 0 0 1,716.8012
L_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 17.60% SGNENGEFYLR 430 440 52.2 25.0 46.6 2 0 0 1,285.5807
L_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 12 17.60% QTSPVSAMLVLVK 441 453 85.3 26.8 71.7 2 0 0 1,388.7819
L_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 14.40% ADQVCINLR 186 194 37.7 27.7 26.6 2 0 0 1,088.5518
L_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 14.40% GSFACQCPPGYQK 195 207 77.6 25.0 77.6 2 0 0 1,499.6408
L_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 14.40% LNCEDIDECR 290 299 62.0 25.0 58.5 2 0 0 1,323.5306
L_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 14.40% FSCMCPQGYQVVR 316 328 54.0 25.0 54.0 2 0 0 1,647.7077
L_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 14.40% IKSGNENGEFYLR 428 440 33.3 26.7 27.3 0 1 0 1,526.7598
L_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 14.40% SGNENGEFYLR 430 440 52.7 25.0 47.9 2 0 0 1,285.5807
L_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 14.40% QTSPVSAMLVLVK 441 453 92.7 26.9 84.8 2 0 0 1,388.7819
L_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 16.20% ADQVCINLR 186 194 45.4 27.7 34.1 2 0 0 1,088.5518
L_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 16.20% GSFACQCPPGYQK 195 207 79.3 25.0 79.3 2 0 0 1,499.6408
L_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 16.20% LNCEDIDECR 290 299 59.5 25.0 54.9 2 0 0 1,323.5306
L_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 16.20% FSCMCPQGYQVVR 316 328 41.4 25.0 35.3 2 0 0 1,647.7077
L_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 16.20% ELPQSIVYK 388 396 22.6 27.3 14.6 1 0 0 1,076.5987
L_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 16.20% IKSGNENGEFYLR 428 440 26.3 26.6 22.8 0 1 0 1,526.7598
L_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 16.20% SGNENGEFYLR 430 440 52.1 25.0 47.8 2 0 0 1,285.5807
L_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 14 16.20% QTSPVSAMLVLVK 441 453 58.2 26.9 48.2 2 0 0 1,388.7819
L_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 12.40% ADQVCINLR 186 194 48.7 27.7 36.5 2 0 0 1,088.5518
L_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 12.40% GSFACQCPPGYQK 195 207 77.5 25.0 77.5 2 0 0 1,499.6408
L_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 12.40% FSCMCPQGYQVVR 316 328 38.1 25.0 32.1 1 0 0 1,647.7077
L_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 12.40% IKSGNENGEFYLR 428 440 22.0 26.8 16.1 0 2 0 1,526.7598
L_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 12.40% SGNENGEFYLR 430 440 54.5 25.0 52.8 2 0 0 1,285.5807
L_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 12.40% QTSPVSAMLVLVK 441 453 58.4 27.4 52.0 2 0 0 1,388.7819
L_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 8.72% ADQVCINLR 186 194 34.2 27.1 20.8 2 0 0 1,088.5518
L_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 8.72% GSFACQCPPGYQK 195 207 57.3 25.0 57.3 2 0 0 1,499.6408
L_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 8.72% LNCEDIDECR 290 299 52.4 25.0 49.3 1 0 0 1,323.5306
L_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 8.72% SGNENGEFYLR 430 440 39.4 25.0 29.0 2 0 0 1,285.5807
L_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% DIDECDIVPDACK 44 56 21.1 25.0 14.4 1 0 0 1,549.6513
L_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% GSFACQCPPGYQK 195 207 77.5 25.0 77.5 2 0 0 1,499.6408
L_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% LNCEDIDECR 290 299 56.9 25.0 56.2 2 0 0 1,323.5306
L_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% SGNENGEFYLR 430 440 49.9 25.0 43.8 2 0 0 1,285.5807
L_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% QTSPVSAMLVLVK 441 453 73.7 26.9 62.5 2 0 0 1,388.7819
L_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.80% ADQVCINLR 186 194 45.9 27.7 33.9 2 0 0 1,088.5518
L_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.80% GSFACQCPPGYQK 195 207 75.2 25.0 75.2 2 0 0 1,499.6408
L_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.80% LNCEDIDECR 290 299 51.0 25.0 51.0 2 0 0 1,323.5306
L_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.80% FSCMCPQGYQVVR 316 328 31.0 25.0 30.6 1 0 0 1,647.7077
L_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.80% QTSPVSAMLVLVK 441 453 66.4 27.4 58.3 2 0 0 1,388.7819
L_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.13% ADQVCINLR 186 194 43.3 27.3 22.9 2 0 0 1,088.5518
L_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.13% GSFACQCPPGYQK 195 207 74.5 25.0 74.5 2 0 0 1,499.6408
L_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.13% LNCEDIDECR 290 299 45.7 25.0 45.7 2 0 0 1,323.5306
L_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.13% QTSPVSAMLVLVK 441 453 54.4 27.4 47.8 2 0 0 1,388.7819
L_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% GSFACQCPPGYQK 195 207 67.8 25.0 67.6 2 0 0 1,499.6408
L_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% LNCEDIDECR 290 299 61.3 25.0 61.3 2 0 0 1,323.5306
L_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% SGNENGEFYLR 430 440 54.6 25.0 50.5 2 0 0 1,285.5807
L_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% QTSPVSAMLVLVK 441 453 51.6 26.9 44.4 2 0 0 1,388.7819
M_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.51% GSFACQCPPGYQK 195 207 53.3 25.0 53.3 2 0 0 1,499.6408
M_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.51% SGNENGEFYLR 430 440 44.4 25.0 36.3 2 0 0 1,285.5807
M_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.51% QTSPVSAMLVLVK 441 453 62.2 26.9 51.7 2 0 0 1,388.7819
M_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% GSFACQCPPGYQK 195 207 66.8 25.0 61.9 2 0 0 1,499.6408
M_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% LNCEDIDECR 290 299 27.3 25.0 27.3 2 0 0 1,323.5306
M_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% FSCMCPQGYQVVR 316 328 45.5 25.0 38.3 2 0 0 1,647.7077
M_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% SGNENGEFYLR 430 440 44.2 25.0 38.8 2 0 0 1,285.5807
M_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% QTSPVSAMLVLVK 441 453 66.8 26.9 59.4 2 0 0 1,388.7819
M_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.60% DIDECDIVPDACK 44 56 27.9 25.0 25.4 1 0 0 1,549.6513
M_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.60% GSFACQCPPGYQK 195 207 71.5 25.0 71.5 2 0 0 1,499.6408
M_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.60% LNCEDIDECR 290 299 56.6 25.0 55.8 2 0 0 1,323.5306
M_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.60% FSCMCPQGYQVVR 316 328 49.8 25.0 48.5 2 0 0 1,647.7077
M_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.60% QTSPVSAMLVLVK 441 453 70.6 26.9 62.5 2 0 0 1,388.7819
M_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 11.40% ADQVCINLR 186 194 23.1 27.7 16.8 2 0 0 1,088.5518
M_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 11.40% GSFACQCPPGYQK 195 207 52.2 25.0 52.2 2 0 0 1,499.6408
M_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 11.40% LNCEDIDECR 290 299 45.0 25.0 45.0 2 0 0 1,323.5306
M_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 11.40% SGNENGEFYLR 430 440 51.7 25.0 45.2 2 0 0 1,285.5807
M_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 11.40% QTSPVSAMLVLVK 441 453 33.7 27.4 25.8 2 0 0 1,388.7819
M_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% GSFACQCPPGYQK 195 207 44.0 25.0 44.0 2 0 0 1,499.6408
M_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% LNCEDIDECR 290 299 52.3 25.0 52.3 2 0 0 1,323.5306
M_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% FSCMCPQGYQVVR 316 328 40.8 25.0 38.3 1 0 0 1,647.7077
M_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% SGNENGEFYLR 430 440 28.9 25.0 22.5 2 0 0 1,285.5807
M_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% QTSPVSAMLVLVK 441 453 58.9 26.9 50.9 2 0 0 1,388.7819
M_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% GSFACQCPPGYQK 195 207 59.6 25.0 59.6 2 0 0 1,499.6408
M_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% FSCMCPQGYQVVR 316 328 31.4 25.0 31.4 1 0 0 1,647.7077
M_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% SGNENGEFYLR 430 440 44.5 25.0 36.9 2 0 0 1,285.5807
M_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% QTSPVSAMLVLVK 441 453 44.2 26.8 35.4 2 0 0 1,388.7819
M_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.00% ADQVCINLR 186 194 51.2 27.7 35.9 2 0 0 1,088.5518
M_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.00% GSFACQCPPGYQK 195 207 61.5 25.0 61.0 2 0 0 1,499.6408
M_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.00% LNCEDIDECR 290 299 45.3 25.0 45.3 2 0 0 1,323.5306
M_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.00% FSCMCPQGYQVVR 316 328 44.3 25.0 44.3 2 0 0 1,647.7077
M_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.00% SGNENGEFYLR 430 440 41.4 25.0 37.2 2 0 0 1,285.5807
M_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.00% QTSPVSAMLVLVK 441 453 54.7 26.8 47.0 2 0 0 1,388.7819
M_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% GSFACQCPPGYQK 195 207 70.3 25.0 70.3 2 0 0 1,499.6408
M_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% LNCEDIDECR 290 299 52.5 25.0 52.5 2 0 0 1,323.5306
M_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% FSCMCPQGYQVVR 316 328 50.6 25.0 50.6 2 0 0 1,647.7077
M_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% SGNENGEFYLR 430 440 44.7 25.0 38.0 2 0 0 1,285.5807
M_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% QTSPVSAMLVLVK 441 453 70.6 26.9 60.6 2 0 0 1,388.7819
M_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.94% GSFACQCPPGYQK 195 207 65.0 25.0 65.0 2 0 0 1,499.6408
M_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.94% LNCEDIDECR 290 299 35.9 25.0 35.4 1 0 0 1,323.5306
M_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.94% FSCMCPQGYQVVR 316 328 60.5 25.0 59.2 2 0 0 1,647.7077
M_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.94% QTSPVSAMLVLVK 441 453 62.2 26.9 51.0 2 0 0 1,388.7819
M_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.94% GSFACQCPPGYQK 195 207 79.4 25.0 79.4 2 0 0 1,499.6408
M_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.94% LNCEDIDECR 290 299 53.5 25.0 52.7 2 0 0 1,323.5306
M_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.94% FSCMCPQGYQVVR 316 328 45.7 25.0 42.3 1 0 0 1,647.7077
M_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.94% QTSPVSAMLVLVK 441 453 80.8 26.9 69.9 2 0 0 1,388.7819
M_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 18 20.70% DIDECDIVPDACK 44 56 63.2 25.0 55.7 2 0 0 1,549.6513
M_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 18 20.70% ADQVCINLR 186 194 52.6 27.5 38.2 2 0 0 1,088.5518
M_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 18 20.70% GSFACQCPPGYQK 195 207 77.3 25.0 77.3 2 0 0 1,499.6408
M_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 18 20.70% LNCEDIDECR 290 299 71.6 25.0 71.6 2 0 0 1,323.5306
M_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 18 20.70% FSCMCPQGYQVVR 316 328 67.4 25.0 64.1 2 0 0 1,647.7077
M_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 18 20.70% CVCPVSNAMCR 377 387 34.0 25.0 34.0 2 0 0 1,369.5480
M_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 18 20.70% ELPQSIVYK 388 396 36.4 27.2 28.6 2 0 0 1,076.5987



M_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 18 20.70% SGNENGEFYLR 430 440 52.3 25.0 48.7 2 0 0 1,285.5807
M_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 10 18 20.70% QTSPVSAMLVLVK 441 453 62.3 26.8 53.9 2 0 0 1,388.7819
N_01 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.87% GSFACQCPPGYQK 195 207 39.9 25.0 34.4 2 0 0 1,499.6408
N_01 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.87% SGNENGEFYLR 430 440 44.1 25.0 38.2 2 0 0 1,285.5807
N_05 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 4.87% GSFACQCPPGYQK 195 207 31.9 25.0 31.9 2 0 0 1,499.6408
N_05 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 4.87% SGNENGEFYLR 430 440 44.4 25.0 38.6 1 0 0 1,285.5807
N_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 6.49% ADQVCINLR 186 194 41.9 27.4 25.0 2 0 0 1,088.5518
N_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 6.49% GSFACQCPPGYQK 195 207 48.3 25.0 42.9 2 0 0 1,499.6408
N_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 6.49% LNCEDIDECR 290 299 51.7 25.0 51.7 2 0 0 1,323.5306
N_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% DIDECDIVPDACK 44 56 41.3 25.0 35.3 2 0 0 1,549.6513
N_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% GSFACQCPPGYQK 195 207 73.2 25.0 73.2 2 0 0 1,499.6408
N_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% LNCEDIDECR 290 299 53.5 25.0 53.5 2 0 0 1,323.5306
N_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% FSCMCPQGYQVVR 316 328 61.3 25.0 54.9 2 0 0 1,647.7077
N_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% ELPQSIVYK 388 396 22.2 27.8 12.0 1 0 0 1,076.5987
N_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% SGNENGEFYLR 430 440 47.3 25.0 39.5 2 0 0 1,285.5807
N_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 16.60% QTSPVSAMLVLVK 441 453 49.7 27.4 37.1 2 0 0 1,388.7819
N_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 11.80% GSFACQCPPGYQK 195 207 22.5 25.0 19.9 1 0 0 1,499.6408
N_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 11.80% LNCEDIDECR 290 299 62.1 25.0 62.1 4 0 0 1,323.5306
N_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 11.80% TCQDINECETTNECR 331 345 64.6 25.0 64.6 2 0 0 1,929.7373
N_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 11.80% ELPQSIVYK 388 396 22.6 27.8 15.8 1 0 0 1,076.5987
N_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 11.80% SGNENGEFYLR 430 440 22.5 25.0 16.8 2 0 0 1,285.5807
N_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.80% DIDECDIVPDACK 44 56 30.0 25.0 24.0 2 0 0 1,549.6513
N_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.80% GSFACQCPPGYQK 195 207 86.1 25.0 86.1 2 0 0 1,499.6408
N_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.80% LNCEDIDECR 290 299 65.8 25.0 65.8 2 0 0 1,323.5306
N_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.80% FSCMCPQGYQVVR 316 328 50.5 25.0 50.5 2 0 0 1,647.7077
N_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.80% SGNENGEFYLR 430 440 44.7 25.0 38.0 2 0 0 1,285.5807
N_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.80% QTSPVSAMLVLVK 441 453 75.3 27.4 60.2 2 0 0 1,388.7819
N_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% GSFACQCPPGYQK 195 207 61.3 25.0 61.3 2 0 0 1,499.6408
N_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% LNCEDIDECR 290 299 40.0 25.0 37.8 2 0 0 1,323.5306
N_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% FSCMCPQGYQVVR 316 328 37.1 25.0 35.2 2 0 0 1,647.7077
N_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% SGNENGEFYLR 430 440 47.4 25.0 32.6 2 0 0 1,285.5807
N_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% QTSPVSAMLVLVK 441 453 57.9 27.0 46.3 2 0 0 1,388.7819
N_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% GSFACQCPPGYQK 195 207 49.3 25.0 49.3 2 0 0 1,499.6408
N_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% FSCMCPQGYQVVR 316 328 37.4 25.0 35.2 2 0 0 1,647.7077
N_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% SGNENGEFYLR 430 440 52.1 25.0 48.1 2 0 0 1,285.5807
N_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% QTSPVSAMLVLVK 441 453 64.0 27.4 49.5 2 0 0 1,388.7819
N_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% GSFACQCPPGYQK 195 207 52.2 25.0 52.2 2 0 0 1,499.6408
N_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% LNCEDIDECR 290 299 50.5 25.0 50.0 2 0 0 1,323.5306
N_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% FSCMCPQGYQVVR 316 328 53.2 25.0 48.3 2 0 0 1,647.7077
N_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% SGNENGEFYLR 430 440 41.7 25.0 36.6 2 0 0 1,285.5807
N_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% QTSPVSAMLVLVK 441 453 61.8 26.8 52.5 2 0 0 1,388.7819
N_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 15.20% DIDECDIVPDACK 44 56 40.2 25.0 33.3 1 0 0 1,549.6513
N_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 15.20% CVNHYGGYLCLPK 61 73 25.0 25.9 25.0 0 1 0 1,580.7350
N_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 15.20% GSFACQCPPGYQK 195 207 81.5 25.0 81.4 2 0 0 1,499.6408
N_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 15.20% LNCEDIDECR 290 299 55.4 25.0 54.8 2 0 0 1,323.5306
N_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 15.20% FSCMCPQGYQVVR 316 328 50.6 25.0 50.6 2 0 0 1,647.7077
N_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 10 15.20% QTSPVSAMLVLVK 441 453 69.1 27.0 56.5 2 0 0 1,388.7819
N_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.60% DIDECDIVPDACK 44 56 39.4 25.0 32.8 2 0 0 1,549.6513
N_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.60% GSFACQCPPGYQK 195 207 70.9 25.0 70.9 2 0 0 1,499.6408
N_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.60% LNCEDIDECR 290 299 56.2 25.0 56.2 2 0 0 1,323.5306
N_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.60% FSCMCPQGYQVVR 316 328 38.4 25.0 38.4 1 0 0 1,647.7077
N_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.60% QTSPVSAMLVLVK 441 453 65.2 26.7 59.3 2 0 0 1,388.7819
N_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 17.00% DIDECDIVPDACK 44 56 32.0 25.0 24.5 2 0 0 1,549.6513
N_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 17.00% CVNHYGGYLCLPK 61 73 37.3 25.8 34.7 0 2 0 1,580.7350
N_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 17.00% GSFACQCPPGYQK 195 207 65.3 25.0 65.3 2 0 0 1,499.6408
N_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 17.00% LNCEDIDECR 290 299 49.8 25.0 49.8 2 0 0 1,323.5306
N_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 17.00% FSCMCPQGYQVVR 316 328 52.8 25.0 52.8 2 0 0 1,647.7077
N_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 17.00% ELPQSIVYK 388 396 31.4 27.3 19.7 1 0 0 1,076.5987
N_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 7 13 17.00% QTSPVSAMLVLVK 441 453 66.8 27.0 56.6 2 0 0 1,388.7819
N_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 20.70% DIDECDIVPDACK 44 56 41.8 25.0 20.2 2 0 0 1,549.6513
N_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 20.70% ADQVCINLR 186 194 53.0 27.7 41.3 2 0 0 1,088.5518
N_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 20.70% GSFACQCPPGYQK 195 207 69.7 25.0 69.7 2 0 0 1,499.6408
N_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 20.70% LNCEDIDECR 290 299 42.1 25.0 42.1 2 0 0 1,323.5306
N_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 20.70% FSCMCPQGYQVVR 316 328 53.8 25.0 47.7 3 0 0 1,647.7077
N_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 20.70% CVCPVSNAMCR 377 387 33.4 25.0 33.4 2 0 0 1,369.5480
N_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 20.70% ELPQSIVYK 388 396 36.0 27.3 27.3 2 0 0 1,076.5987
N_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 20.70% SGNENGEFYLR 430 440 52.4 25.0 46.1 2 0 0 1,285.5807
N_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 9 11 21 20.70% QTSPVSAMLVLVK 441 453 79.1 27.0 68.3 4 0 0 1,388.7819
O_02 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.87% SGNENGEFYLR 430 440 38.3 25.0 23.6 2 0 0 1,285.5807
O_02 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.87% QTSPVSAMLVLVK 441 453 44.7 27.0 32.6 2 0 0 1,388.7819
O_03 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.51% DIDECDIVPDACK 44 56 44.3 25.0 44.3 2 0 0 1,549.6513
O_03 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.51% SGNENGEFYLR 430 440 39.9 25.0 34.3 2 0 0 1,285.5807
O_03 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.51% QTSPVSAMLVLVK 441 453 43.2 27.4 36.5 1 0 0 1,388.7819
O_04 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 3 7.51% GSFACQCPPGYQK 195 207 26.4 25.0 26.4 1 0 0 1,499.6408
O_04 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 3 7.51% SGNENGEFYLR 430 440 27.6 25.0 21.6 1 0 0 1,285.5807
O_04 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 3 7.51% QTSPVSAMLVLVK 441 453 37.3 27.4 29.2 1 0 0 1,388.7819
O_05 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.87% GSFACQCPPGYQK 195 207 60.6 25.0 60.6 2 0 0 1,499.6408
O_05 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 4 4.87% SGNENGEFYLR 430 440 35.8 25.0 30.3 2 0 0 1,285.5807
O_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.40% GSFACQCPPGYQK 195 207 43.9 25.0 43.9 2 0 0 1,499.6408
O_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.40% LNCEDIDECR 290 299 33.8 25.0 33.8 1 0 0 1,323.5306
O_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.40% NPCQDPYILTPENR 363 376 45.0 25.8 45.0 1 0 0 1,716.8012
O_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.40% SGNENGEFYLR 430 440 52.0 25.0 47.6 2 0 0 1,285.5807
O_06 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 12.40% QTSPVSAMLVLVK 441 453 61.9 26.9 52.1 2 0 0 1,388.7819
O_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.60% GSFACQCPPGYQK 195 207 66.1 25.0 66.1 2 0 0 1,499.6408
O_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.60% LNCEDIDECR 290 299 39.1 25.0 39.1 2 0 0 1,323.5306
O_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.60% FSCMCPQGYQVVR 316 328 58.8 25.0 51.6 2 0 0 1,647.7077
O_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.60% IKSGNENGEFYLR 428 440 28.1 26.8 21.7 0 2 0 1,526.7598
O_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.60% QTSPVSAMLVLVK 441 453 61.5 26.9 53.0 2 0 0 1,388.7819
O_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 17 22.90% DIDECDIVPDACK 44 56 42.8 25.0 40.0 2 0 0 1,549.6513
O_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 17 22.90% ADQVCINLR 186 194 49.2 27.7 36.9 2 0 0 1,088.5518
O_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 17 22.90% GSFACQCPPGYQK 195 207 92.5 25.0 92.5 2 0 0 1,499.6408
O_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 17 22.90% RGEQCVDIDECTIPPYCHQR 208 227 36.5 25.0 34.7 0 0 1 2,533.1020
O_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 17 22.90% GEQCVDIDECTIPPYCHQR 209 227 29.0 25.0 26.9 0 2 0 2,377.0009
O_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 17 22.90% LNCEDIDECR 290 299 49.2 25.0 49.2 2 0 0 1,323.5306
O_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 17 22.90% FSCMCPQGYQVVR 316 328 48.7 25.0 48.7 2 0 0 1,647.7077
O_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 17 22.90% CVCPVSNAMCR 377 387 33.2 25.0 33.2 1 0 0 1,353.5530
O_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 17 22.90% SGNENGEFYLR 430 440 44.5 25.0 28.2 1 0 0 1,285.5807
O_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 10 17 22.90% QTSPVSAMLVLVK 441 453 58.7 26.8 43.4 2 0 0 1,388.7819
O_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.80% DIDECDIVPDACK 44 56 21.9 25.0 21.9 1 0 0 1,549.6513
O_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.80% GSFACQCPPGYQK 195 207 57.6 25.0 57.6 2 0 0 1,499.6408
O_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.80% LNCEDIDECR 290 299 38.2 25.0 35.7 2 0 0 1,323.5306
O_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.80% FSCMCPQGYQVVR 316 328 55.3 25.0 53.3 2 0 0 1,647.7077
O_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.80% SGNENGEFYLR 430 440 52.7 25.0 47.5 2 0 0 1,285.5807
O_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.80% QTSPVSAMLVLVK 441 453 79.2 26.8 67.1 2 0 0 1,388.7819
O_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% GSFACQCPPGYQK 195 207 57.0 25.0 57.0 2 0 0 1,499.6408
O_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% FSCMCPQGYQVVR 316 328 32.3 25.0 32.3 1 0 0 1,647.7077
O_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% SGNENGEFYLR 430 440 47.6 25.0 42.9 2 0 0 1,285.5807
O_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% QTSPVSAMLVLVK 441 453 72.0 26.9 59.2 2 0 0 1,388.7819
O_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% GSFACQCPPGYQK 195 207 46.1 25.0 44.6 2 0 0 1,499.6408
O_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% LNCEDIDECR 290 299 41.9 25.0 41.9 2 0 0 1,323.5306
O_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% FSCMCPQGYQVVR 316 328 29.4 25.0 29.4 2 0 0 1,647.7077
O_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% SGNENGEFYLR 430 440 50.0 25.0 34.6 2 0 0 1,285.5807



O_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% QTSPVSAMLVLVK 441 453 59.9 27.0 46.9 2 0 0 1,388.7819
O_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 12.40% GSFACQCPPGYQK 195 207 29.9 25.0 26.7 1 0 0 1,499.6408
O_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 12.40% FSCMCPQGYQVVR 316 328 36.8 25.0 32.7 2 0 0 1,647.7077
O_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 12.40% ELPQSIVYK 388 396 25.5 27.9 17.1 1 0 0 1,076.5987
O_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 12.40% IKSGNENGEFYLR 428 440 25.3 26.3 15.2 0 1 0 1,526.7598
O_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 12.40% SGNENGEFYLR 430 440 45.8 25.0 42.2 2 0 0 1,285.5807
O_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 12.40% QTSPVSAMLVLVK 441 453 47.8 26.8 36.9 2 0 0 1,388.7819
O_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% GSFACQCPPGYQK 195 207 36.9 25.0 27.4 2 0 0 1,499.6408
O_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% FSCMCPQGYQVVR 316 328 52.5 25.0 52.5 1 0 0 1,647.7077
O_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% SGNENGEFYLR 430 440 43.2 25.0 39.3 2 0 0 1,285.5807
O_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.10% QTSPVSAMLVLVK 441 453 65.8 27.4 57.1 2 0 0 1,388.7819
O_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.91% GSFACQCPPGYQK 195 207 46.6 25.0 46.6 1 0 0 1,499.6408
O_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.91% FSCMCPQGYQVVR 316 328 30.0 25.0 30.0 2 0 0 1,647.7077
O_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 5 7.91% QTSPVSAMLVLVK 441 453 71.3 26.7 56.4 2 0 0 1,388.7819
O_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.94% GSFACQCPPGYQK 195 207 30.0 25.0 30.0 1 0 0 1,499.6408
O_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.94% LNCEDIDECR 290 299 41.4 25.0 40.9 2 0 0 1,323.5306
O_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.94% FSCMCPQGYQVVR 316 328 36.2 25.0 36.2 2 0 0 1,647.7077
O_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.94% QTSPVSAMLVLVK 441 453 76.3 26.9 67.3 2 0 0 1,388.7819
O_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 14.00% GSFACQCPPGYQK 195 207 48.6 25.0 48.6 2 0 0 1,499.6408
O_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 14.00% LNCEDIDECR 290 299 44.8 25.0 44.8 2 0 0 1,323.5306
O_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 14.00% FSCMCPQGYQVVR 316 328 28.2 25.0 28.2 1 0 0 1,647.7077
O_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 14.00% ELPQSIVYK 388 396 27.2 27.3 16.1 1 0 0 1,076.5987
O_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 14.00% SGNENGEFYLR 430 440 44.8 25.0 34.7 2 0 0 1,285.5807
O_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 9 14.00% QTSPVSAMLVLVK 441 453 47.4 26.8 38.5 1 0 0 1,388.7819
P_03 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 2 4.87% DIDECDIVPDACK 44 56 21.5 25.0 21.5 1 0 0 1,549.6513
P_03 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 2 4.87% SGNENGEFYLR 430 440 26.4 25.0 18.5 1 0 0 1,285.5807
P_05 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 2 4.67% GSFACQCPPGYQK 195 207 56.5 25.0 56.5 1 0 0 1,499.6408
P_05 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 2 4.67% LNCEDIDECR 290 299 27.6 25.0 27.6 1 0 0 1,323.5306
P_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.80% CVNHYGGYLCLPK 61 73 19.8 25.9 18.7 0 1 0 1,580.7350
P_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.80% ADQVCINLR 186 194 52.5 27.4 37.8 2 0 0 1,088.5518
P_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.80% GSFACQCPPGYQK 195 207 61.7 25.0 61.7 2 0 0 1,499.6408
P_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.80% LNCEDIDECR 290 299 38.0 25.0 38.0 1 0 0 1,323.5306
P_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 8 11.80% QTSPVSAMLVLVK 441 453 74.2 26.8 64.3 2 0 0 1,388.7819
P_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 16 19.70% DIDECDIVPDACK 44 56 51.8 25.0 41.7 2 0 0 1,549.6513
P_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 16 19.70% CVNHYGGYLCLPK 61 73 32.3 26.2 29.7 2 0 0 1,580.7350
P_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 16 19.70% GSFACQCPPGYQK 195 207 69.8 25.0 69.1 2 0 0 1,499.6408
P_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 16 19.70% LNCEDIDECR 290 299 65.3 25.0 65.3 2 0 0 1,323.5306
P_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 16 19.70% FSCMCPQGYQVVR 316 328 50.6 25.0 50.6 2 0 0 1,647.7077
P_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 16 19.70% CVCPVSNAMCR 377 387 42.8 25.0 42.8 2 0 0 1,353.5530
P_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 16 19.70% SGNENGEFYLR 430 440 51.4 25.0 40.4 2 0 0 1,285.5807
P_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 8 8 16 19.70% QTSPVSAMLVLVK 441 453 70.9 26.7 56.8 2 0 0 1,388.7819
P_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% DIDECDIVPDACK 44 56 31.9 25.0 27.4 2 0 0 1,549.6513
P_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% GSFACQCPPGYQK 195 207 77.1 25.0 77.1 2 0 0 1,499.6408
P_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% LNCEDIDECR 290 299 57.7 25.0 53.7 2 0 0 1,323.5306
P_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% FSCMCPQGYQVVR 316 328 57.2 25.0 51.5 2 0 0 1,647.7077
P_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% CVCPVSNAMCR 377 387 23.7 25.0 20.6 2 0 0 1,369.5480
P_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% SGNENGEFYLR 430 440 49.6 25.0 41.9 2 0 0 1,285.5807
P_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 7 8 14 17.00% QTSPVSAMLVLVK 441 453 76.1 27.0 64.6 2 0 0 1,388.7819
P_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% GSFACQCPPGYQK 195 207 56.3 25.0 55.0 2 0 0 1,499.6408
P_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% FSCMCPQGYQVVR 316 328 34.5 25.0 34.2 2 0 0 1,647.7077
P_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% SGNENGEFYLR 430 440 54.9 25.0 48.2 2 0 0 1,285.5807
P_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 10.10% QTSPVSAMLVLVK 441 453 75.3 26.7 67.3 2 0 0 1,388.7819
P_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.40% ADQVCINLR 186 194 42.3 27.3 31.7 2 0 0 1,088.5518
P_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.40% GSFACQCPPGYQK 195 207 59.8 25.0 59.8 2 0 0 1,499.6408
P_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.40% LNCEDIDECR 290 299 27.3 25.0 27.3 1 0 0 1,323.5306
P_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.40% SGNENGEFYLR 430 440 47.3 25.0 43.6 2 0 0 1,285.5807
P_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 11.40% QTSPVSAMLVLVK 441 453 48.7 27.0 40.7 2 0 0 1,388.7819
P_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% GSFACQCPPGYQK 195 207 51.0 25.0 51.0 2 0 0 1,499.6408
P_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% LNCEDIDECR 290 299 44.0 25.0 44.0 2 0 0 1,323.5306
P_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% FSCMCPQGYQVVR 316 328 37.0 25.0 35.3 2 0 0 1,647.7077
P_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% SGNENGEFYLR 430 440 38.5 25.0 34.3 2 0 0 1,285.5807
P_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% QTSPVSAMLVLVK 441 453 56.7 27.0 48.9 2 0 0 1,388.7819
P_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% GSFACQCPPGYQK 195 207 63.2 25.0 63.2 2 0 0 1,499.6408
P_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% LNCEDIDECR 290 299 37.7 25.0 37.7 2 0 0 1,323.5306
P_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% FSCMCPQGYQVVR 316 328 35.6 25.0 32.9 2 0 0 1,647.7077
P_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% SGNENGEFYLR 430 440 49.5 25.0 33.4 2 0 0 1,285.5807
P_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 10 12.20% QTSPVSAMLVLVK 441 453 61.9 27.0 48.5 2 0 0 1,388.7819
P_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 8.72% ADQVCINLR 186 194 39.8 27.4 26.9 2 0 0 1,088.5518
P_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 8.72% GSFACQCPPGYQK 195 207 49.0 25.0 49.0 2 0 0 1,499.6408
P_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 8.72% LNCEDIDECR 290 299 48.0 25.0 48.0 2 0 0 1,323.5306
P_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 8.72% SGNENGEFYLR 430 440 34.7 25.0 30.4 2 0 0 1,285.5807
P_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 20 27.80% DIDECDIVPDACK 44 56 40.6 25.0 37.3 2 0 0 1,549.6513
P_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 20 27.80% CVNHYGGYLCLPK 61 73 22.4 25.9 16.9 1 0 0 1,580.7350
P_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 20 27.80% NPADPQRIPSNPSHR 142 156 22.3 27.7 11.6 0 2 0 1,685.8467
P_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 20 27.80% ADQVCINLR 186 194 50.0 27.7 37.8 2 0 0 1,088.5518
P_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 20 27.80% GSFACQCPPGYQK 195 207 79.6 25.0 79.6 2 0 0 1,499.6408
P_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 20 27.80% FSCMCPQGYQVVR 316 328 58.5 25.0 58.5 2 0 0 1,647.7077
P_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 20 27.80% SRTCQDINECETTNECR 329 345 52.4 25.0 51.0 0 2 0 2,172.8704
P_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 20 27.80% CVCPVSNAMCR 377 387 27.8 25.0 27.5 1 0 0 1,369.5480
P_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 20 27.80% ELPQSIVYK 388 396 32.5 27.8 24.6 2 0 0 1,076.5987
P_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 20 27.80% SGNENGEFYLR 430 440 52.1 25.0 37.8 2 0 0 1,285.5807
P_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 11 11 20 27.80% QTSPVSAMLVLVK 441 453 66.8 27.4 52.7 2 0 0 1,388.7819
Q_03 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 5.27% DIDECDIVPDACK 44 56 25.3 25.0 20.6 1 0 0 1,549.6513
Q_03 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 5.27% QTSPVSAMLVLVK 441 453 41.2 26.8 33.8 2 0 0 1,388.7819
Q_05 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 4.87% GSFACQCPPGYQK 195 207 47.2 25.0 45.6 2 0 0 1,499.6408
Q_05 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 2 2 3 4.87% SGNENGEFYLR 430 440 40.4 25.0 25.4 1 0 0 1,285.5807
Q_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.53% CVNHYGGYLCLPK 61 73 35.6 25.9 34.9 0 2 0 1,580.7350
Q_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.53% GSFACQCPPGYQK 195 207 76.9 25.0 76.9 2 0 0 1,499.6408
Q_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.53% LNCEDIDECR 290 299 53.4 25.0 53.4 2 0 0 1,323.5306
Q_07 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 9.53% SGNENGEFYLR 430 440 34.5 25.0 26.1 1 0 0 1,285.5807
Q_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.40% DIDECDIVPDACK 44 56 83.5 25.0 76.6 2 0 0 1,549.6513
Q_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.40% GSFACQCPPGYQK 195 207 77.3 25.0 77.3 2 0 0 1,499.6408
Q_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.40% LNCEDIDECR 290 299 54.0 25.0 54.0 2 0 0 1,323.5306
Q_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.40% FSCMCPQGYQVVR 316 328 58.4 25.0 56.3 2 0 0 1,647.7077
Q_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.40% ELPQSIVYK 388 396 27.4 27.8 15.0 1 0 0 1,076.5987
Q_08 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 11 14.40% QTSPVSAMLVLVK 441 453 68.2 27.0 53.5 2 0 0 1,388.7819
Q_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.80% DIDECDIVPDACK 44 56 25.6 25.0 25.6 2 0 0 1,549.6513
Q_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.80% GSFACQCPPGYQK 195 207 60.4 25.0 58.3 2 0 0 1,499.6408
Q_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.80% LNCEDIDECR 290 299 57.8 25.0 57.8 2 0 0 1,323.5306
Q_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.80% FSCMCPQGYQVVR 316 328 52.8 25.0 52.8 2 0 0 1,647.7077
Q_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.80% SGNENGEFYLR 430 440 52.7 25.0 49.2 2 0 0 1,285.5807
Q_09 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 6 6 12 14.80% QTSPVSAMLVLVK 441 453 66.1 27.0 50.3 2 0 0 1,388.7819
Q_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% GSFACQCPPGYQK 195 207 55.1 25.0 54.2 2 0 0 1,499.6408
Q_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% LNCEDIDECR 290 299 51.9 25.0 51.9 2 0 0 1,323.5306
Q_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% FSCMCPQGYQVVR 316 328 45.4 25.0 39.3 2 0 0 1,647.7077
Q_10 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.53% SGNENGEFYLR 430 440 52.6 25.0 39.2 2 0 0 1,285.5807
Q_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.74% ADQVCINLR 186 194 52.6 27.3 39.1 2 0 0 1,088.5518
Q_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.74% GSFACQCPPGYQK 195 207 73.2 25.0 73.2 2 0 0 1,499.6408
Q_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.74% FSCMCPQGYQVVR 316 328 38.0 25.0 38.0 2 0 0 1,647.7077
Q_11 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.74% QTSPVSAMLVLVK 441 453 49.8 27.4 40.1 2 0 0 1,388.7819
Q_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% GSFACQCPPGYQK 195 207 56.4 25.0 53.2 2 0 0 1,499.6408
Q_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% LNCEDIDECR 290 299 52.1 25.0 52.1 2 0 0 1,323.5306



Q_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% FSCMCPQGYQVVR 316 328 49.6 25.0 47.5 2 0 0 1,647.7077
Q_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% SGNENGEFYLR 430 440 41.5 25.0 31.3 2 0 0 1,285.5807
Q_12 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 5 5 9 12.20% QTSPVSAMLVLVK 441 453 45.6 27.0 37.8 1 0 0 1,388.7819
Q_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.94% GSFACQCPPGYQK 195 207 59.2 25.0 59.2 2 0 0 1,499.6408
Q_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.94% LNCEDIDECR 290 299 45.2 25.0 45.2 2 0 0 1,323.5306
Q_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.94% FSCMCPQGYQVVR 316 328 43.3 25.0 40.8 2 0 0 1,647.7077
Q_13 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 8 9.94% QTSPVSAMLVLVK 441 453 61.8 27.0 49.5 2 0 0 1,388.7819
Q_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.50% CVNHYGGYLCLPK 61 73 27.2 25.9 24.6 0 1 0 1,580.7350
Q_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.50% GSFACQCPPGYQK 195 207 70.0 25.0 70.0 2 0 0 1,499.6408
Q_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.50% FSCMCPQGYQVVR 316 328 61.5 25.0 55.8 2 0 0 1,647.7077
Q_14 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 4 4 7 10.50% QTSPVSAMLVLVK 441 453 71.8 26.8 59.3 2 0 0 1,388.7819
Q_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.91% CVNHYGGYLCLPK 61 73 44.3 25.8 40.5 0 2 0 1,580.7350
Q_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.91% GSFACQCPPGYQK 195 207 75.1 25.0 75.1 2 0 0 1,499.6408
Q_15 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 3 3 6 7.91% QTSPVSAMLVLVK 441 453 71.3 27.0 64.5 2 0 0 1,388.7819
Q_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 26.00% CVNHYGGYLCLPK 61 73 39.0 25.8 31.1 2 0 0 1,580.7350
Q_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 26.00% ADQVCINLR 186 194 53.3 27.1 39.4 2 0 0 1,088.5518
Q_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 26.00% GSFACQCPPGYQK 195 207 73.1 25.0 73.1 2 0 0 1,499.6408
Q_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 26.00% GEQCVDIDECTIPPYCHQR 209 227 45.4 25.0 44.2 0 1 0 2,377.0009
Q_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 26.00% FSCMCPQGYQVVR 316 328 46.8 25.0 46.8 1 0 0 1,647.7077
Q_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 26.00% SRTCQDINECETTNECR 329 345 55.6 25.0 54.9 0 2 0 2,172.8704
Q_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 26.00% CVCPVSNAMCR 377 387 32.7 25.0 32.7 3 0 0 1,353.5530
Q_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 26.00% ELPQSIVYK 388 396 37.8 27.9 29.0 2 0 0 1,076.5987
Q_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 26.00% SGNENGEFYLR 430 440 52.7 25.0 44.5 2 0 0 1,285.5807
Q_16 EGF‐containing fibulin‐like extracellular matrix protein 1 FBLN3_HUMAN 54,639 10 11 19 26.00% QTSPVSAMLVLVK 441 453 67.2 27.4 56.4 2 0 0 1,388.7819
C_13 EGF‐containing fibulin‐like extracellular matrix protein 2 FBLN4_HUMAN 49,404 3 3 4 7.90% IGPECVDIDECR 158 169 54.7 25.0 47.9 1 0 0 1,462.6304
C_13 EGF‐containing fibulin‐like extracellular matrix protein 2 FBLN4_HUMAN 49,404 3 3 4 7.90% CVEPYIQVSENR 315 326 65.8 26.2 55.5 2 0 0 1,493.7053
C_13 EGF‐containing fibulin‐like extracellular matrix protein 2 FBLN4_HUMAN 49,404 3 3 4 7.90% AGNSQGDFYIR 380 390 30.0 25.0 24.6 1 0 0 1,227.5753
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% TLPGGNQCIVPICR 73 86 37.2 27.4 32.5 2 0 0 1,584.7988
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% CPPGFYTSPDGTR 315 327 37.6 25.0 37.0 1 0 0 1,454.6371
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% DIDECLQNGR 530 539 30.8 25.0 30.8 2 0 0 1,219.5374
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% CICKPGFQLASDGR 596 609 18.6 26.5 14.1 0 1 0 1,608.7624
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% GQCIKPLFGAVTK 668 680 19.2 27.8 12.4 0 1 0 1,418.7827
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% CICNSGYEVDSTGK 748 761 33.6 25.0 33.6 2 0 0 1,589.6572
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% LETCFLR 955 961 35.0 26.6 21.2 2 0 0 938.4765
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% YEDEECTLPIAGR 962 974 67.8 25.0 61.4 2 0 0 1,552.6950
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% NTPEYEELCPR 1000 1010 25.5 25.0 19.0 1 0 0 1,407.6210
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% TGCTDINECEIGAHNCGK 1318 1335 47.6 25.0 47.6 0 1 0 2,035.8269
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% CECEIGYELDR 1470 1480 71.0 25.0 60.3 2 0 0 1,443.5881
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% GDNGDTACSNEIGVGVSK 1542 1559 67.2 25.0 58.8 2 0 0 1,779.7816
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% CPTGYYLNEDTR 1633 1644 49.8 25.0 42.0 1 0 0 1,488.6425
A_28 Fibrillin‐1 FBN1_HUMAN 312,226 14 14 22 6.69% RPDGEGCVDENECQTKPGICENGR 2283 2306 43.7 25.0 43.7 0 0 2 2,777.1676
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% TLPGGNQCIVPICR 73 86 30.5 27.3 25.2 2 0 0 1,584.7988
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% CPPGFYTSPDGTR 315 327 25.5 25.0 20.3 1 0 0 1,454.6371
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% CICKPGFQLASDGR 596 609 19.5 26.7 16.4 0 1 0 1,608.7624
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% GQCIKPLFGAVTK 668 680 29.7 27.2 25.5 0 2 0 1,418.7827
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% CICNSGYEVDSTGK 748 761 56.6 25.0 56.6 2 0 0 1,589.6572
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% CQCPSGMTLDATGR 935 948 48.6 25.0 48.6 2 0 0 1,569.6457
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% YEDEECTLPIAGR 962 974 34.3 25.0 21.4 1 0 0 1,552.6950
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% NTPEYEELCPR 1000 1010 28.8 25.0 28.8 1 0 0 1,407.6210
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% TGCTDINECEIGAHNCGK 1318 1335 23.6 25.0 23.6 0 2 0 2,035.8269
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% CECEIGYELDR 1470 1480 55.2 25.0 55.2 2 0 0 1,443.5881
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% GDNGDTACSNEIGVGVSK 1542 1559 50.2 25.0 41.3 2 0 0 1,779.7816
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% CPTGYYLNEDTR 1633 1644 26.8 25.0 22.7 1 0 0 1,488.6425
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% CICPPGYSLQNEK 1998 2010 35.7 25.0 26.9 2 0 0 1,565.7089
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% CPVGYVLR 2232 2239 47.5 27.5 36.0 1 0 0 963.5081
B_28 Fibrillin‐1 FBN1_HUMAN 312,226 15 15 24 7.31% RPDGEGCVDENECQTKPGICENGR 2283 2306 45.5 25.0 43.6 0 0 2 2,777.1676
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% YNAYCCPGWK 63 72 37.3 25.0 35.6 2 0 0 1,318.5344
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% GYIGTHCGQPVCESGCLNGGR 139 159 53.7 25.0 45.8 0 2 0 2,278.9753
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% CPPGFYTSPDGTR 315 327 52.5 25.0 52.5 2 0 0 1,454.6371
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% TECRDIDECLQNGR 526 539 25.9 25.0 23.2 1 0 0 1,765.7595
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% CICKPGFQLASDGR 596 609 39.3 26.9 37.1 1 1 0 1,608.7624
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% YCKDINECETPGICMNGR 610 627 43.1 25.0 43.1 0 2 0 2,232.9144
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% CICNSGYEVDSTGK 748 761 71.9 25.0 71.9 2 0 0 1,589.6572
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% CEININGATLK 862 872 31.2 28.0 22.5 2 0 0 1,232.6305
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% CQCPSGMTLDATGR 935 948 40.3 25.0 40.3 2 0 0 1,569.6457
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% YEDEECTLPIAGR 962 974 60.2 25.0 55.1 2 0 0 1,552.6950
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% NTPEYEELCPR 1000 1010 39.3 25.0 37.5 1 0 0 1,407.6210
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% EITNGKPFFKDINECK 1018 1033 17.5 27.3 10.8 0 1 0 1,939.9585
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% NCMDIDECQRDPLLCR 1110 1125 27.5 25.0 0.0 0 1 0 2,110.8777
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% CECEIGYELDR 1470 1480 57.8 25.0 52.8 2 0 0 1,443.5881
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% GDNGDTACSNEIGVGVSK 1542 1559 77.4 25.0 61.0 2 0 0 1,779.7816
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% CPTGYYLNEDTR 1633 1644 33.4 25.0 33.4 2 0 0 1,488.6425
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% TNDDQTMCLDINECER 1882 1897 57.2 25.0 57.2 2 0 0 2,029.7899
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% CICPPGYSLQNEK 1998 2010 43.6 25.0 33.0 2 0 0 1,565.7089
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% CLCPEGFSLSSSGR 2038 2051 59.4 25.0 58.1 2 0 0 1,556.6833
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% CPVGYVLR 2232 2239 43.9 27.5 29.2 2 0 0 963.5081
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% RPDGEGCVDENECQTKPGICENGR 2283 2306 71.0 25.0 71.0 0 2 2 2,777.1676
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% GFMTNGADIDECK 2395 2407 51.2 25.0 51.2 1 0 0 1,473.5987
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% GYILQEDGR 2473 2481 39.3 27.4 30.6 2 0 0 1,050.5216
C_28 Fibrillin‐1 FBN1_HUMAN 312,226 24 26 45 12.00% GFSLDQTGSSCEDVDECEGNHR 2555 2576 62.0 25.0 62.0 0 2 0 2,498.9786
H_23 Fibrillin‐1 FBN1_HUMAN 312,226 8 8 12 3.87% TLPGGNQCIVPICR 73 86 47.2 27.3 37.6 2 0 0 1,584.7988
H_23 Fibrillin‐1 FBN1_HUMAN 312,226 8 8 12 3.87% CEININGATLK 862 872 21.9 28.6 7.7 1 0 0 1,232.6305
H_23 Fibrillin‐1 FBN1_HUMAN 312,226 8 8 12 3.87% NTPEYEELCPR 1000 1010 22.3 25.0 21.2 2 0 0 1,407.6210
H_23 Fibrillin‐1 FBN1_HUMAN 312,226 8 8 12 3.87% CECEIGYELDR 1470 1480 63.8 25.0 57.2 2 0 0 1,443.5881
H_23 Fibrillin‐1 FBN1_HUMAN 312,226 8 8 12 3.87% GDNGDTACSNEIGVGVSK 1542 1559 20.7 25.0 17.7 1 0 0 1,779.7816
H_23 Fibrillin‐1 FBN1_HUMAN 312,226 8 8 12 3.87% CLCPEGFSLSSSGR 2038 2051 50.2 25.0 46.2 2 0 0 1,556.6833
H_23 Fibrillin‐1 FBN1_HUMAN 312,226 8 8 12 3.87% CPVGYVLR 2232 2239 29.5 27.5 20.2 1 0 0 963.5081
H_23 Fibrillin‐1 FBN1_HUMAN 312,226 8 8 12 3.87% RPDGEGCVDENECQTKPGICENGR 2283 2306 48.6 25.0 48.6 0 0 1 2,777.1676
K_23 Fibrillin‐1 FBN1_HUMAN 312,226 3 3 5 1.36% TLPGGNQCIVPICR 73 86 32.2 27.4 23.3 2 0 0 1,584.7988
K_23 Fibrillin‐1 FBN1_HUMAN 312,226 3 3 5 1.36% CECEIGYELDR 1470 1480 54.7 25.0 48.1 1 0 0 1,443.5881
K_23 Fibrillin‐1 FBN1_HUMAN 312,226 3 3 5 1.36% CLCPEGFSLSSSGR 2038 2051 48.0 25.0 43.0 2 0 0 1,556.6833
A_28 Fibrillin‐2 FBN2_HUMAN 314,763 5 5 8 2.88% SATAGSEGGFLAPEYR 49 64 55.9 26.0 52.5 2 0 0 1,612.7602
A_28 Fibrillin‐2 FBN2_HUMAN 314,763 5 5 8 2.88% TLPGGNQCIVPICR 103 116 37.2 27.4 32.5 2 0 0 1,584.7988
A_28 Fibrillin‐2 FBN2_HUMAN 314,763 5 5 8 2.88% CICKPGFVLAPNGR 641 654 29.1 27.8 17.5 0 1 0 1,588.8089
A_28 Fibrillin‐2 FBN2_HUMAN 314,763 5 5 8 2.88% NCIDIDECLVNR 807 818 38.0 25.0 38.0 1 0 0 1,520.6834
A_28 Fibrillin‐2 FBN2_HUMAN 314,763 5 5 8 2.88% WDEDECIHPVPGK 1007 1019 21.4 25.0 5.8 0 2 0 1,581.7005
A_28 Fibrillin‐2 FBN2_HUMAN 314,763 5 5 8 2.88% DLDECAEGLHDCESR 2294 2308 29.3 25.0 29.3 0 2 0 1,805.7068
B_28 Fibrillin‐2 FBN2_HUMAN 314,763 4 4 6 2.47% SATAGSEGGFLAPEYR 49 64 55.1 26.3 50.9 2 0 0 1,612.7602
B_28 Fibrillin‐2 FBN2_HUMAN 314,763 4 4 6 2.47% TLPGGNQCIVPICR 103 116 30.5 27.3 25.2 2 0 0 1,584.7988
B_28 Fibrillin‐2 FBN2_HUMAN 314,763 4 4 6 2.47% CICKPGFVLAPNGR 641 654 23.7 27.9 12.7 0 1 0 1,588.8089
B_28 Fibrillin‐2 FBN2_HUMAN 314,763 4 4 6 2.47% WDEDECIHPVPGK 1007 1019 29.9 25.0 17.8 0 2 0 1,581.7005
B_28 Fibrillin‐2 FBN2_HUMAN 314,763 4 4 6 2.47% DLDECAEGLHDCESR 2294 2308 35.0 25.0 35.0 0 1 0 1,805.7068
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% SATAGSEGGFLAPEYR 49 64 57.5 25.7 52.2 2 0 0 1,612.7602
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% CACVYGFTGPQCER 196 209 43.9 25.0 43.9 2 0 0 1,704.6928
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% AWGHPCEMCPAQPQPCR 246 262 23.2 25.0 23.2 0 1 0 2,097.8513
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% TGMCFSGLVNGR 363 374 59.1 25.0 52.6 4 0 0 1,314.5930
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% CICKPGFVLAPNGR 641 654 24.6 27.8 17.1 1 0 0 1,588.8089
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% CDCPPGLAVGMDGR 682 695 41.1 25.0 33.0 2 0 0 1,520.6294
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% GVCVRPFPGAVTK 713 725 28.0 27.8 20.2 1 0 0 1,387.7516
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% NCIDIDECLVNR 807 818 56.2 25.0 49.3 1 0 0 1,520.6834
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% LSSTGLICIDSLK 883 895 38.6 27.1 29.7 2 0 0 1,406.7562
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% GDVLTGRPFYK 1062 1072 26.0 27.1 13.4 2 0 0 1,252.6686



C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% GDVLTGRPFYKDINECK 1062 1078 20.1 27.5 16.5 0 1 0 2,011.9909
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% NCMDIDECERNPLLCR 1155 1170 27.5 25.0 0.0 0 1 0 2,110.8776
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% GDGSLSCNTEIGVGVSR 1587 1603 83.7 25.7 80.0 2 0 0 1,707.7968
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% CLCNEGYELTPDGK 1999 2012 36.6 25.0 31.8 2 0 0 1,655.7043
C_28 Fibrillin‐2 FBN2_HUMAN 314,763 14 15 25 6.90% QSFCFTNFENGK 2101 2112 28.4 25.0 26.8 2 0 0 1,478.6369
H_23 Fibrillin‐2 FBN2_HUMAN 314,763 2 2 2 1.44% TLPGGNQCIVPICR 103 116 47.2 27.3 37.6 2 0 0 1,584.7988
H_23 Fibrillin‐2 FBN2_HUMAN 314,763 2 2 2 1.44% CACVYGFTGPQCER 196 209 38.2 25.0 38.2 1 0 0 1,704.6928
H_23 Fibrillin‐2 FBN2_HUMAN 314,763 2 2 2 1.44% CLCNEGYELTPDGK 1999 2012 21.0 25.0 19.8 1 0 0 1,655.7043
K_23 Fibrillin‐2 FBN2_HUMAN 314,763 5 5 8 2.95% SATAGSEGGFLAPEYR 49 64 58.9 26.3 53.8 2 0 0 1,612.7602
K_23 Fibrillin‐2 FBN2_HUMAN 314,763 5 5 8 2.95% TLPGGNQCIVPICR 103 116 32.2 27.4 23.3 2 0 0 1,584.7988
K_23 Fibrillin‐2 FBN2_HUMAN 314,763 5 5 8 2.95% CACVYGFTGPQCER 196 209 51.1 25.0 51.1 2 0 0 1,704.6928
K_23 Fibrillin‐2 FBN2_HUMAN 314,763 5 5 8 2.95% GVCVRPFPGAVTK 713 725 21.8 27.9 7.7 1 0 0 1,387.7516
K_23 Fibrillin‐2 FBN2_HUMAN 314,763 5 5 8 2.95% CLCNEGYELTPDGK 1999 2012 55.6 25.0 55.6 2 0 0 1,655.7043
K_23 Fibrillin‐2 FBN2_HUMAN 314,763 5 5 8 2.95% DLDECAEGLHDCESR 2294 2308 27.2 25.0 27.2 1 0 0 1,805.7068
G_13 GDP‐L‐fucose synthase FCL_HUMAN 35,893 2 2 3 5.92% ILVTGGSGLVGK 10 21 54.0 25.0 42.5 2 0 0 1,100.6676
G_13 GDP‐L‐fucose synthase FCL_HUMAN 35,893 2 2 3 5.92% TYLPDFR 291 297 25.5 26.7 25.0 1 0 0 911.4622
A_13 Flap endonuclease 1 FEN1_HUMAN 42,594 3 3 5 10.00% LIADVAPSAIR 9 19 35.9 25.0 26.6 2 0 0 1,125.6627
A_13 Flap endonuclease 1 FEN1_HUMAN 42,594 3 3 5 10.00% QLQQAQAAGAEQEVEK 110 125 50.7 26.8 38.1 0 2 0 1,727.8560
A_13 Flap endonuclease 1 FEN1_HUMAN 42,594 3 3 5 10.00% WSEPNEEELIK 298 308 33.8 25.9 27.8 1 0 0 1,373.6584
I_11 Flap endonuclease 1 FEN1_HUMAN 42,594 2 2 3 7.11% LIADVAPSAIR 9 19 34.6 25.0 29.3 2 0 0 1,125.6627
I_11 Flap endonuclease 1 FEN1_HUMAN 42,594 2 2 3 7.11% QLQQAQAAGAEQEVEK 110 125 29.2 27.1 20.8 0 1 0 1,727.8560
K_11 Flap endonuclease 1 FEN1_HUMAN 42,594 2 3 5 7.11% QLQQAQAAGAEQEVEK 110 125 57.5 27.3 52.0 2 2 0 1,727.8560
K_11 Flap endonuclease 1 FEN1_HUMAN 42,594 2 3 5 7.11% WSEPNEEELIK 298 308 27.9 25.8 23.0 1 0 0 1,373.6584
M_07 Flap endonuclease 1 FEN1_HUMAN 42,594 2 3 5 7.11% LIADVAPSAIR 9 19 23.1 25.0 23.0 2 0 0 1,125.6627
M_07 Flap endonuclease 1 FEN1_HUMAN 42,594 2 3 5 7.11% QLQQAQAAGAEQEVEK 110 125 62.9 27.4 53.2 2 1 0 1,727.8560
M_08 Flap endonuclease 1 FEN1_HUMAN 42,594 2 2 2 7.11% LIADVAPSAIR 9 19 22.5 25.0 16.8 1 0 0 1,125.6627
M_08 Flap endonuclease 1 FEN1_HUMAN 42,594 2 2 2 7.11% QLQQAQAAGAEQEVEK 110 125 24.7 27.3 14.6 0 1 0 1,727.8560
Q_07 Flap endonuclease 1 FEN1_HUMAN 42,594 2 2 2 7.11% LIADVAPSAIR 9 19 27.7 25.0 22.9 1 0 0 1,125.6627
Q_07 Flap endonuclease 1 FEN1_HUMAN 42,594 2 2 2 7.11% QLQQAQAAGAEQEVEK 110 125 32.5 27.3 27.1 0 1 0 1,727.8560
N_09 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 16 18.40% DVLTIIEKPTGSK 69 81 59.3 26.4 52.4 2 0 0 1,400.7998
N_09 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 16 18.40% YIYEIAR 162 168 33.5 27.0 0.0 2 0 0 927.4934
N_09 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 16 18.40% VMSYICSQQDILSR 284 297 75.4 25.8 75.4 2 0 0 1,715.8092
N_09 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 16 18.40% FLGDRDFNQLSSR 334 346 30.8 27.9 13.6 0 2 0 1,554.7660
N_09 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 16 18.40% FTYEYSR 355 361 26.6 25.6 21.5 2 0 0 965.4362
N_09 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 16 18.40% CSQSENPSECQDKGEEELEK 385 404 26.0 25.0 23.1 0 2 0 2,382.9663
N_09 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 16 18.40% YIQESQALAK 405 414 45.5 27.6 26.0 2 0 0 1,150.6103
N_09 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 16 18.40% APQLTSPELMALTR 440 453 40.2 27.8 33.2 2 0 0 1,543.8151
N_09 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 16 18.40% DLCQVQGVPLQTMK 537 550 35.5 27.9 26.6 2 0 0 1,632.8087
N_10 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 11 20.50% DVLTIIEKPTGSK 69 81 59.7 26.4 54.0 1 0 0 1,400.7998
N_10 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 11 20.50% YIYEIAR 162 168 30.8 27.0 0.0 1 0 0 927.4934
N_10 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 11 20.50% VMSYICSQQDILSR 284 297 72.8 25.9 72.4 2 0 0 1,715.8092
N_10 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 11 20.50% FTYEYSR 355 361 29.0 25.6 21.3 1 0 0 965.4362
N_10 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 11 20.50% CSQSENPSECQDKGEEELEK 385 404 18.7 25.0 18.7 0 1 0 2,382.9663
N_10 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 11 20.50% APQLTSPELMALTR 440 453 42.7 28.2 37.0 2 0 0 1,543.8151
N_10 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 11 20.50% MANAGAICCHLSEDK 455 469 31.9 25.0 31.9 0 1 0 1,692.7140
N_10 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 11 20.50% HEENPINPGVDQCCTSSYSNR 489 509 32.8 25.0 32.8 0 1 0 2,464.0253
N_10 Alpha‐fetoprotein FETA_BOVIN 68,588 8 8 11 20.50% DLCQVQGVPLQTMK 537 550 54.3 27.9 39.4 2 0 0 1,632.8087
O_10 Alpha‐fetoprotein FETA_BOVIN 68,588 3 3 4 7.05% VMSYICSQQDILSR 284 297 55.6 25.6 51.8 2 0 0 1,715.8092
O_10 Alpha‐fetoprotein FETA_BOVIN 68,588 3 3 4 7.05% KAPQLTSPELMALTR 439 453 34.5 26.7 31.2 0 1 0 1,671.9101
O_10 Alpha‐fetoprotein FETA_BOVIN 68,588 3 3 4 7.05% DLCQVQGVPLQTMK 537 550 32.0 27.9 31.3 1 0 0 1,632.8087
P_09 Alpha‐fetoprotein FETA_BOVIN 68,588 4 4 7 10.00% YIYEIAR 162 168 27.0 27.0 0.0 1 0 0 927.4934
P_09 Alpha‐fetoprotein FETA_BOVIN 68,588 4 4 7 10.00% FLGDRDFNQLSSR 334 346 30.9 27.7 15.5 0 2 0 1,554.7660
P_09 Alpha‐fetoprotein FETA_BOVIN 68,588 4 4 7 10.00% FTYEYSR 355 361 27.5 25.6 20.6 2 0 0 965.4362
P_09 Alpha‐fetoprotein FETA_BOVIN 68,588 4 4 7 10.00% CSQSENPSECQDKGEEELEK 385 404 34.8 25.0 32.5 0 1 0 2,382.9663
P_09 Alpha‐fetoprotein FETA_BOVIN 68,588 4 4 7 10.00% DLCQVQGVPLQTMK 537 550 29.1 27.9 26.3 2 0 0 1,632.8087
P_10 Alpha‐fetoprotein FETA_BOVIN 68,588 6 7 12 16.10% DVLTIIEKPTGSK 69 81 47.1 26.4 45.8 2 0 0 1,400.7998
P_10 Alpha‐fetoprotein FETA_BOVIN 68,588 6 7 12 16.10% YIYEIAR 162 168 30.0 27.0 0.0 2 0 0 927.4934
P_10 Alpha‐fetoprotein FETA_BOVIN 68,588 6 7 12 16.10% ESSLLNQHICAVMGK 215 229 38.6 26.8 30.0 0 2 0 1,702.8252
P_10 Alpha‐fetoprotein FETA_BOVIN 68,588 6 7 12 16.10% VMSYICSQQDILSR 284 297 74.9 26.0 74.9 3 0 0 1,715.8092
P_10 Alpha‐fetoprotein FETA_BOVIN 68,588 6 7 12 16.10% APQLTSPELMALTR 440 453 51.7 27.8 46.1 2 0 0 1,543.8151
P_10 Alpha‐fetoprotein FETA_BOVIN 68,588 6 7 12 16.10% HEENPINPGVDQCCTSSYSNR 489 509 38.7 25.0 33.4 0 1 0 2,464.0253
P_10 Alpha‐fetoprotein FETA_BOVIN 68,588 6 7 12 16.10% DLCQVQGVPLQTMK 537 550 44.7 27.8 37.6 2 0 0 1,632.8087
A_01 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 4 7 13.10% QDGQFSVLFTK 121 131 30.8 27.0 25.6 2 0 0 1,269.6475
A_01 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 4 7 13.10% HTFSGVASVESSSGEAFHVGK 313 333 42.2 26.3 42.2 0 2 1 2,120.0042
A_01 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 4 7 13.10% TPIVGQPSIPGGPVR 334 348 62.4 26.1 62.4 2 0 0 1,474.8379
A_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 13.10% QDGQFSVLFTK 121 131 31.4 27.0 23.1 1 0 0 1,269.6475
A_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 13.10% HTFSGVASVESSSGEAFHVGK 313 333 39.3 26.0 34.2 0 2 0 2,120.0042
A_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 13.10% TPIVGQPSIPGGPVR 334 348 31.4 26.1 31.4 2 0 0 1,474.8379
A_03 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 8.91% QDGQFSVLFTK 121 131 34.6 27.0 24.1 2 0 0 1,269.6475
A_03 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 8.91% HTFSGVASVESSSGEAFHVGK 313 333 40.5 26.3 33.8 0 2 0 2,120.0042
A_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% QQTQHAVEGDCDIHVLK 104 120 29.9 26.8 18.0 0 2 0 1,977.9450
A_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% QDGQFSVLFTK 121 131 43.5 27.0 28.0 1 0 0 1,269.6475
A_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% TPIVGQPSIPGGPVR 334 348 57.4 26.3 56.0 2 0 0 1,474.8379
A_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 18.70% HTLNQIDSVK 58 67 45.7 27.3 19.3 2 0 0 1,154.6165
A_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 18.70% QQTQHAVEGDCDIHVLK 104 120 44.9 26.9 38.5 1 2 0 1,977.9450
A_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 18.70% QDGQFSVLFTK 121 131 38.0 27.3 27.0 2 0 0 1,269.6475
A_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 18.70% EVVDPTKCNLLAEK 212 225 32.6 28.1 23.0 1 0 0 1,615.8362
A_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 18.70% TPIVGQPSIPGGPVR 334 348 51.8 26.3 51.8 2 0 0 1,474.8379
B_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 12.00% QQTQHAVEGDCDIHVLK 104 120 29.9 26.9 19.6 0 2 0 1,977.9450
B_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 12.00% QDGQFSVLFTK 121 131 50.2 27.0 39.4 2 0 0 1,269.6475
B_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 12.00% TPIVGQPSIPGGPVR 334 348 49.0 26.1 49.0 2 0 0 1,474.8379
B_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 4 7 12.00% QQTQHAVEGDCDIHVLK 104 120 31.6 27.0 19.7 1 2 0 1,977.9450
B_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 4 7 12.00% QDGQFSVLFTK 121 131 58.0 27.3 46.8 2 0 0 1,269.6475
B_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 4 7 12.00% TPIVGQPSIPGGPVR 334 348 50.5 26.1 50.5 2 0 0 1,474.8379
B_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% QDGQFSVLFTK 121 131 58.7 26.9 42.6 2 0 0 1,269.6475
B_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% TPIVGQPSIPGGPVR 334 348 43.0 26.1 43.0 2 0 0 1,474.8379
C_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 2 7.24% QDGQFSVLFTK 121 131 37.7 26.9 16.6 1 0 0 1,269.6475
C_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 2 7.24% TPIVGQPSIPGGPVR 334 348 23.8 26.2 22.2 1 0 0 1,474.8379
C_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 15.90% GYKHTLNQIDSVK 55 67 23.7 28.2 12.8 1 1 0 1,502.7963
C_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 15.90% HTLNQIDSVKVWPR 58 71 35.5 27.1 35.5 0 2 0 1,692.9181
C_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 15.90% QDGQFSVLFTK 121 131 42.2 26.9 30.0 2 0 0 1,269.6475
C_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 15.90% EVVDPTKCNLLAEK 212 225 47.5 28.2 20.3 2 0 0 1,615.8362
C_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 15.90% TPIVGQPSIPGGPVR 334 348 46.0 26.2 45.9 2 0 0 1,474.8379
C_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 20.60% GYKHTLNQIDSVK 55 67 31.7 28.4 26.4 1 0 0 1,502.7963
C_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 20.60% HTLNQIDSVKVWPR 58 71 35.9 27.1 35.5 0 2 0 1,692.9181
C_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 20.60% QQTQHAVEGDCDIHVLK 104 120 40.2 26.9 27.8 0 2 0 1,977.9450
C_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 20.60% QDGQFSVLFTK 121 131 61.3 27.2 50.9 2 0 0 1,269.6475
C_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 20.60% EVVDPTKCNLLAEK 212 225 41.0 28.3 21.9 2 0 0 1,615.8362
C_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 20.60% TPIVGQPSIPGGPVR 334 348 35.2 26.2 35.2 2 0 0 1,474.8379
C_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 8 17 20.60% GYKHTLNQIDSVK 55 67 40.8 28.4 36.0 2 2 0 1,502.7963
C_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 8 17 20.60% HTLNQIDSVKVWPR 58 71 33.7 27.1 24.2 0 1 0 1,692.9181
C_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 8 17 20.60% QQTQHAVEGDCDIHVLK 104 120 39.6 26.8 29.3 2 2 0 1,977.9450
C_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 8 17 20.60% QDGQFSVLFTK 121 131 52.7 26.9 39.9 4 0 0 1,269.6475
C_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 8 17 20.60% EVVDPTKCNLLAEK 212 225 68.8 28.3 45.0 2 0 0 1,615.8362
C_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 8 17 20.60% TPIVGQPSIPGGPVR 334 348 62.2 26.6 62.2 2 0 0 1,474.8379
C_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 19.50% GYKHTLNQIDSVK 55 67 34.5 28.4 29.1 0 2 0 1,502.7963
C_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 19.50% QQTQHAVEGDCDIHVLK 104 120 27.7 26.8 22.5 0 1 0 1,977.9450
C_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 19.50% QDGQFSVLFTK 121 131 28.3 27.0 25.2 1 0 0 1,269.6475
C_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 19.50% EVVDPTKCNLLAEK 212 225 41.8 28.1 27.8 2 0 0 1,615.8362
C_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 19.50% TPIVGQPSIPGGPVR 334 348 37.5 26.2 35.8 2 0 0 1,474.8379
D_22 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 6.96% HTLNQIDSVK 58 67 40.4 27.2 24.2 2 0 0 1,154.6165
D_22 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 6.96% TPIVGQPSIPGGPVR 334 348 30.0 26.7 27.5 1 0 0 1,474.8379



E_22 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 6.96% HTLNQIDSVK 58 67 35.4 26.8 19.9 2 0 0 1,154.6165
E_22 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 6.96% TPIVGQPSIPGGPVR 334 348 46.4 26.6 46.4 1 0 0 1,474.8379
F_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.80% QQTQHAVEGDCDIHVLK 104 120 19.4 27.0 13.8 0 2 0 1,977.9450
F_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.80% QDGQFSVLFTK 121 131 42.0 26.7 22.9 2 0 0 1,269.6475
F_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 8.91% QQTQHAVEGDCDIHVLK 104 120 30.3 26.9 17.4 0 2 0 1,977.9450
F_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 8.91% TPIVGQPSIPGGPVR 334 348 60.4 26.3 60.4 2 0 0 1,474.8379
F_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 12.00% QQTQHAVEGDCDIHVLK 104 120 39.2 26.8 30.9 0 2 0 1,977.9450
F_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 12.00% QDGQFSVLFTK 121 131 46.3 27.3 35.5 2 0 0 1,269.6475
F_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 12.00% TPIVGQPSIPGGPVR 334 348 54.1 26.1 51.1 2 0 0 1,474.8379
G_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 2 7.80% QQTQHAVEGDCDIHVLK 104 120 28.1 27.2 21.6 0 1 0 1,977.9450
G_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 2 7.80% QDGQFSVLFTK 121 131 34.3 26.8 27.5 1 0 0 1,269.6475
G_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 12.00% QQTQHAVEGDCDIHVLK 104 120 31.8 27.0 27.8 0 1 0 1,977.9450
G_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 12.00% QDGQFSVLFTK 121 131 40.3 26.8 27.6 1 0 0 1,269.6475
G_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 12.00% TPIVGQPSIPGGPVR 334 348 58.8 25.0 58.8 2 0 0 1,474.8379
G_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 8 15.90% QQTQHAVEGDCDIHVLK 104 120 35.2 26.9 31.8 0 2 0 1,977.9450
G_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 8 15.90% QDGQFSVLFTK 121 131 41.3 26.8 25.5 2 0 0 1,269.6475
G_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 8 15.90% EVVDPTKCNLLAEK 212 225 62.6 28.1 47.2 2 0 0 1,615.8362
G_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 8 15.90% TPIVGQPSIPGGPVR 334 348 61.8 25.0 61.8 2 0 0 1,474.8379
G_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 8.91% QQTQHAVEGDCDIHVLK 104 120 23.3 26.9 18.2 0 1 0 1,977.9450
G_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 8.91% TPIVGQPSIPGGPVR 334 348 34.6 25.3 27.3 2 0 0 1,474.8379
H_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.50% GYKHTLNQIDSVK 55 67 19.6 28.2 15.5 0 1 0 1,502.7963
H_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.50% QQTQHAVEGDCDIHVLK 104 120 39.0 27.0 31.8 0 2 0 1,977.9450
H_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.50% QDGQFSVLFTK 121 131 65.2 27.0 50.9 2 0 0 1,269.6475
H_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.50% EVVDPTKCNLLAEK 212 225 47.9 28.1 33.7 2 0 0 1,615.8362
H_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.50% TPIVGQPSIPGGPVR 334 348 58.4 26.3 58.4 2 0 0 1,474.8379
H_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 19.50% GYKHTLNQIDSVK 55 67 26.9 28.1 19.2 0 1 0 1,502.7963
H_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 19.50% QQTQHAVEGDCDIHVLK 104 120 35.0 26.9 27.3 0 2 0 1,977.9450
H_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 19.50% QDGQFSVLFTK 121 131 46.5 27.0 36.4 1 0 0 1,269.6475
H_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 19.50% EVVDPTKCNLLAEK 212 225 49.2 28.0 33.1 2 0 0 1,615.8362
H_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 19.50% TPIVGQPSIPGGPVR 334 348 79.5 26.1 76.0 2 0 0 1,474.8379
H_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 8 15.90% QQTQHAVEGDCDIHVLK 104 120 29.1 27.0 20.8 0 2 0 1,977.9450
H_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 8 15.90% QDGQFSVLFTK 121 131 55.0 26.8 43.2 2 0 0 1,269.6475
H_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 8 15.90% EVVDPTKCNLLAEK 212 225 50.1 28.1 33.7 2 0 0 1,615.8362
H_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 8 15.90% TPIVGQPSIPGGPVR 334 348 78.5 26.0 76.5 2 0 0 1,474.8379
I_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% QDGQFSVLFTK 121 131 40.8 26.8 30.4 2 0 0 1,269.6475
I_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% TPIVGQPSIPGGPVR 334 348 50.5 26.0 41.7 2 0 0 1,474.8379
I_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 15.60% GYKHTLNQIDSVK 55 67 22.6 28.1 14.1 0 1 0 1,502.7963
I_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 15.60% QQTQHAVEGDCDIHVLK 104 120 31.5 26.9 31.2 0 1 0 1,977.9450
I_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 15.60% QDGQFSVLFTK 121 131 42.7 27.0 36.2 2 0 0 1,269.6475
I_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 15.60% TPIVGQPSIPGGPVR 334 348 57.1 26.1 52.1 2 0 0 1,474.8379
I_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 19.50% GYKHTLNQIDSVK 55 67 28.5 28.0 22.7 1 1 0 1,502.7963
I_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 19.50% QQTQHAVEGDCDIHVLK 104 120 21.6 26.9 10.9 0 2 0 1,977.9450
I_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 19.50% QDGQFSVLFTK 121 131 53.9 27.0 39.7 2 0 0 1,269.6475
I_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 19.50% EVVDPTKCNLLAEK 212 225 43.1 28.1 29.0 2 0 0 1,615.8362
I_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 10 19.50% TPIVGQPSIPGGPVR 334 348 65.8 26.1 65.8 2 0 0 1,474.8379
I_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 7 10 19.50% GYKHTLNQIDSVK 55 67 30.2 28.0 28.0 0 1 0 1,502.7963
I_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 7 10 19.50% QQTQHAVEGDCDIHVLK 104 120 38.1 27.0 32.9 1 1 0 1,977.9450
I_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 7 10 19.50% QDGQFSVLFTK 121 131 62.2 27.0 48.9 2 0 0 1,269.6475
I_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 7 10 19.50% EVVDPTKCNLLAEK 212 225 57.4 28.1 41.7 2 0 0 1,615.8362
I_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 7 10 19.50% TPIVGQPSIPGGPVR 334 348 66.5 26.1 66.3 2 1 0 1,474.8379
I_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 9 19.50% GYKHTLNQIDSVK 55 67 22.2 28.1 6.3 1 0 0 1,502.7963
I_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 9 19.50% QQTQHAVEGDCDIHVLK 104 120 27.4 27.0 19.2 0 1 1 1,977.9450
I_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 9 19.50% QDGQFSVLFTK 121 131 57.1 27.0 45.0 2 0 0 1,269.6475
I_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 9 19.50% EVVDPTKCNLLAEK 212 225 62.3 28.1 49.8 2 0 0 1,615.8362
I_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 6 9 19.50% TPIVGQPSIPGGPVR 334 348 72.5 26.4 71.8 2 0 0 1,474.8379
J_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 7.80% QQTQHAVEGDCDIHVLK 104 120 30.5 27.3 25.9 0 1 0 1,977.9450
J_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 7.80% QDGQFSVLFTK 121 131 66.0 26.8 52.5 2 0 0 1,269.6475
J_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% QQTQHAVEGDCDIHVLK 104 120 22.1 27.3 21.3 0 1 0 1,977.9450
J_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% QDGQFSVLFTK 121 131 46.8 26.8 37.4 2 0 0 1,269.6475
J_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% TPIVGQPSIPGGPVR 334 348 74.6 25.4 74.6 2 0 0 1,474.8379
J_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 15.90% QQTQHAVEGDCDIHVLK 104 120 48.0 27.3 40.7 0 2 0 1,977.9450
J_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 15.90% QDGQFSVLFTK 121 131 57.6 26.8 42.2 2 0 0 1,269.6475
J_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 15.90% EVVDPTKCNLLAEK 212 225 37.1 27.9 25.2 1 0 0 1,615.8362
J_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 15.90% TPIVGQPSIPGGPVR 334 348 77.4 25.4 77.2 2 0 0 1,474.8379
K_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% QDGQFSVLFTK 121 131 44.5 26.7 42.4 2 0 0 1,269.6475
K_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% TPIVGQPSIPGGPVR 334 348 46.2 25.5 46.2 2 0 0 1,474.8379
K_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 7.80% QQTQHAVEGDCDIHVLK 104 120 27.5 26.9 23.7 0 1 0 1,977.9450
K_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 7.80% QDGQFSVLFTK 121 131 41.6 26.8 28.0 2 0 0 1,269.6475
K_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 6 10 15.60% GYKHTLNQIDSVK 55 67 24.8 28.3 16.6 1 2 0 1,502.7963
K_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 6 10 15.60% QQTQHAVEGDCDIHVLK 104 120 22.1 26.8 8.6 2 1 0 1,977.9450
K_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 6 10 15.60% QDGQFSVLFTK 121 131 56.6 27.0 45.1 2 0 0 1,269.6475
K_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 6 10 15.60% TPIVGQPSIPGGPVR 334 348 63.4 26.1 63.4 2 0 0 1,474.8379
K_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 11 19.50% GYKHTLNQIDSVK 55 67 34.6 28.1 20.6 2 0 0 1,502.7963
K_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 11 19.50% QQTQHAVEGDCDIHVLK 104 120 42.7 27.0 37.1 1 0 0 1,977.9450
K_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 11 19.50% QDGQFSVLFTK 121 131 78.7 27.0 66.2 4 0 0 1,269.6475
K_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 11 19.50% EVVDPTKCNLLAEK 212 225 63.5 28.0 44.2 2 0 0 1,615.8362
K_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 11 19.50% TPIVGQPSIPGGPVR 334 348 72.6 26.0 62.1 2 0 0 1,474.8379
K_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% QQTQHAVEGDCDIHVLK 104 120 26.5 27.0 14.2 0 2 0 1,977.9450
K_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% QDGQFSVLFTK 121 131 32.8 26.8 20.5 1 0 0 1,269.6475
K_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% TPIVGQPSIPGGPVR 334 348 62.2 26.1 62.2 2 0 0 1,474.8379
K_19 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% QQTQHAVEGDCDIHVLK 104 120 19.5 26.9 14.5 0 1 0 1,977.9450
K_19 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% QDGQFSVLFTK 121 131 45.7 26.8 35.8 2 0 0 1,269.6475
K_19 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% TPIVGQPSIPGGPVR 334 348 42.6 26.1 42.6 2 0 0 1,474.8379
L_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 10.00% HTFSGVASVESSSGEAFHVGK 313 333 55.1 26.2 52.0 0 2 0 2,120.0042
L_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 10.00% TPIVGQPSIPGGPVR 334 348 32.8 25.3 32.8 2 0 0 1,474.8379
L_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 21.40% GYKHTLNQIDSVK 55 67 20.5 28.0 6.8 0 1 0 1,502.7963
L_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 21.40% QQTQHAVEGDCDIHVLK 104 120 23.6 26.9 21.5 0 2 0 1,977.9450
L_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 21.40% QDGQFSVLFTK 121 131 51.6 26.6 38.0 2 0 0 1,269.6475
L_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 21.40% HTFSGVASVESSSGEAFHVGK 313 333 56.4 26.2 54.3 0 1 0 2,120.0042
L_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 8 21.40% TPIVGQPSIPGGPVR 334 348 45.1 25.5 45.1 2 0 0 1,474.8379
L_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% QDGQFSVLFTK 121 131 45.7 26.8 36.2 2 0 0 1,269.6475
L_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% TPIVGQPSIPGGPVR 334 348 68.7 25.3 68.5 2 0 0 1,474.8379
M_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 10.00% HTFSGVASVESSSGEAFHVGK 313 333 26.8 26.4 24.6 0 1 0 2,120.0042
M_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 10.00% TPIVGQPSIPGGPVR 334 348 59.0 25.0 58.3 2 0 0 1,474.8379
M_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 2 10.60% QQTQHAVEGDCDIHVLK 104 120 35.6 26.9 20.2 0 1 0 1,977.9450
M_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 2 10.60% HTFSGVASVESSSGEAFHVGK 313 333 66.6 26.3 60.9 0 1 0 2,120.0042
M_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 25.30% GYKHTLNQIDSVK 55 67 16.8 28.1 6.4 0 1 0 1,502.7963
M_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 25.30% HTLNQIDSVK 58 67 25.6 27.2 15.0 2 0 0 1,154.6165
M_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 25.30% QQTQHAVEGDCDIHVLK 104 120 29.2 26.9 22.6 0 2 0 1,977.9450
M_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 25.30% QDGQFSVLFTK 121 131 59.7 26.8 43.4 2 0 0 1,269.6475
M_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 25.30% EVVDPTKCNLLAEK 212 225 56.5 28.2 39.4 2 0 0 1,615.8362
M_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 25.30% HTFSGVASVESSSGEAFHVGK 313 333 89.8 26.2 82.1 0 2 0 2,120.0042
M_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 25.30% TPIVGQPSIPGGPVR 334 348 64.9 26.0 64.9 2 0 0 1,474.8379
M_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 15.90% QQTQHAVEGDCDIHVLK 104 120 20.6 26.9 13.3 0 1 0 1,977.9450
M_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 15.90% QDGQFSVLFTK 121 131 43.6 26.7 33.6 2 0 0 1,269.6475
M_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 15.90% EVVDPTKCNLLAEK 212 225 36.7 27.9 25.4 1 0 0 1,615.8362
M_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 15.90% TPIVGQPSIPGGPVR 334 348 39.9 25.5 39.9 2 0 0 1,474.8379
M_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% QQTQHAVEGDCDIHVLK 104 120 26.1 26.9 16.8 0 1 0 1,977.9450
M_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% QDGQFSVLFTK 121 131 52.8 26.8 43.4 2 0 0 1,269.6475
M_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.00% TPIVGQPSIPGGPVR 334 348 31.3 25.3 31.3 2 0 0 1,474.8379
M_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 13.60% QQTQHAVEGDCDIHVLK 104 120 31.5 26.9 31.0 0 2 0 1,977.9450
M_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 13.60% QDGQFSVLFTK 121 131 62.4 26.7 52.9 2 0 0 1,269.6475



M_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 13.60% HTFSGVASVESSSGEAFHVGK 313 333 78.3 26.3 69.3 0 2 0 2,120.0042
M_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 17.50% QQTQHAVEGDCDIHVLK 104 120 41.9 26.9 37.5 0 2 0 1,977.9450
M_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 17.50% QDGQFSVLFTK 121 131 68.6 26.8 54.5 2 0 0 1,269.6475
M_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 17.50% EVVDPTKCNLLAEK 212 225 30.8 28.1 21.8 1 0 0 1,615.8362
M_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 17.50% HTFSGVASVESSSGEAFHVGK 313 333 86.6 26.2 77.4 0 2 0 2,120.0042
M_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 13.10% QDGQFSVLFTK 121 131 61.0 26.8 51.9 2 0 0 1,269.6475
M_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 13.10% HTFSGVASVESSSGEAFHVGK 313 333 32.9 26.3 29.9 0 1 0 2,120.0042
M_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 13.10% TPIVGQPSIPGGPVR 334 348 39.5 25.8 39.5 1 0 0 1,474.8379
M_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 17.00% QDGQFSVLFTK 121 131 66.7 26.8 56.2 2 0 0 1,269.6475
M_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 17.00% EVVDPTKCNLLAEK 212 225 38.6 28.3 30.2 1 0 0 1,615.8362
M_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 17.00% HTFSGVASVESSSGEAFHVGK 313 333 54.7 26.3 50.9 0 2 0 2,120.0042
M_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 17.00% TPIVGQPSIPGGPVR 334 348 50.4 26.0 50.4 2 0 0 1,474.8379
N_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 10.00% HTFSGVASVESSSGEAFHVGK 313 333 61.8 26.4 46.6 0 2 0 2,120.0042
N_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 10.00% TPIVGQPSIPGGPVR 334 348 71.0 25.0 71.0 2 0 0 1,474.8379
N_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% QDGQFSVLFTK 121 131 33.3 26.7 24.9 2 0 0 1,269.6475
N_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% TPIVGQPSIPGGPVR 334 348 59.6 25.0 59.5 2 0 0 1,474.8379
N_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 5 11 14.50% HTLNQIDSVK 58 67 57.6 27.2 29.4 3 0 0 1,154.6165
N_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 5 11 14.50% QQTQHAVEGDCDIHVLK 104 120 39.1 26.9 34.1 2 2 0 1,977.9450
N_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 5 11 14.50% QDGQFSVLFTK 121 131 53.1 26.6 36.6 2 0 0 1,269.6475
N_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 5 11 14.50% EVVDPTKCNLLAEK 212 225 63.1 28.0 45.1 2 0 0 1,615.8362
N_10 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 10.00% HTLNQIDSVK 58 67 22.9 26.9 11.6 1 0 0 1,154.6165
N_10 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 10.00% QDGQFSVLFTK 121 131 54.9 26.6 41.8 2 0 0 1,269.6475
N_10 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 10.00% TPIVGQPSIPGGPVR 334 348 46.7 25.3 46.7 2 0 0 1,474.8379
N_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 7.24% QDGQFSVLFTK 121 131 28.4 26.6 20.2 1 0 0 1,269.6475
N_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 7.24% TPIVGQPSIPGGPVR 334 348 71.9 25.0 66.8 2 0 0 1,474.8379
N_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 9.75% HTLNQIDSVK 58 67 51.4 26.8 30.0 1 0 0 1,154.6165
N_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 9.75% QDGQFSVLFTK 121 131 40.3 26.7 34.0 2 0 0 1,269.6475
N_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 9.75% EVVDPTKCNLLAEK 212 225 21.9 28.1 14.0 1 0 0 1,615.8362
N_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 10 21.70% QQTQHAVEGDCDIHVLK 104 120 41.9 27.3 37.4 0 2 0 1,977.9450
N_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 10 21.70% QDGQFSVLFTK 121 131 50.5 26.7 36.8 2 0 0 1,269.6475
N_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 10 21.70% EVVDPTKCNLLAEK 212 225 44.3 27.8 34.6 2 0 0 1,615.8362
N_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 10 21.70% HTFSGVASVESSSGEAFHVGK 313 333 60.0 26.3 59.6 0 2 0 2,120.0042
N_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 10 21.70% TPIVGQPSIPGGPVR 334 348 60.3 25.4 58.2 2 0 0 1,474.8379
N_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 13.90% HTLNQIDSVK 58 67 31.9 27.2 14.8 1 0 0 1,154.6165
N_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 13.90% QDGQFSVLFTK 121 131 46.1 26.7 32.5 2 0 0 1,269.6475
N_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 13.90% EVVDPTKCNLLAEK 212 225 47.2 27.9 35.2 2 0 0 1,615.8362
N_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 13.90% TPIVGQPSIPGGPVR 334 348 44.1 25.0 39.8 2 0 0 1,474.8379
N_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.80% HTLNQIDSVK 58 67 25.4 27.3 15.1 1 0 0 1,154.6165
N_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.80% QDGQFSVLFTK 121 131 44.5 26.8 32.7 2 0 0 1,269.6475
N_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.80% EVVDPTKCNLLAEK 212 225 49.9 28.1 37.7 2 0 0 1,615.8362
N_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.80% HTFSGVASVESSSGEAFHVGK 313 333 63.2 26.3 57.3 0 2 0 2,120.0042
N_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.80% TPIVGQPSIPGGPVR 334 348 65.7 25.3 65.4 2 0 0 1,474.8379
N_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 7.52% HTLNQIDSVK 58 67 33.8 27.2 16.9 2 0 0 1,154.6165
N_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 3 7.52% QQTQHAVEGDCDIHVLK 104 120 22.4 26.9 19.1 0 1 0 1,977.9450
O_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 13.10% QDGQFSVLFTK 121 131 23.5 26.6 18.6 1 0 0 1,269.6475
O_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 13.10% HTFSGVASVESSSGEAFHVGK 313 333 43.3 26.3 38.0 0 2 0 2,120.0042
O_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 13.10% TPIVGQPSIPGGPVR 334 348 35.8 25.3 33.7 1 0 0 1,474.8379
O_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 26.50% GYKHTLNQIDSVK 55 67 30.8 28.0 27.5 0 1 0 1,502.7963
O_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 26.50% HTLNQIDSVKVWPR 58 71 28.5 26.6 25.5 0 2 0 1,692.9181
O_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 26.50% QQTQHAVEGDCDIHVLK 104 120 38.1 27.0 24.7 0 2 0 1,977.9450
O_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 26.50% QDGQFSVLFTK 121 131 57.3 26.6 45.7 2 0 0 1,269.6475
O_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 26.50% EVVDPTKCNLLAEK 212 225 39.2 27.9 23.1 2 0 0 1,615.8362
O_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 26.50% HTFSGVASVESSSGEAFHVGK 313 333 42.8 26.4 42.8 0 2 0 2,120.0042
O_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 7 13 26.50% TPIVGQPSIPGGPVR 334 348 61.6 25.3 61.6 2 0 0 1,474.8379
O_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 16.40% GYKHTLNQIDSVK 55 67 25.4 28.1 17.1 0 1 0 1,502.7963
O_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 16.40% QDGQFSVLFTK 121 131 62.3 26.8 47.4 2 0 0 1,269.6475
O_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 16.40% EVVDPTKCNLLAEK 212 225 35.0 28.1 25.9 2 0 0 1,615.8362
O_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 16.40% HTFSGVASVESSSGEAFHVGK 313 333 55.5 26.4 55.5 0 2 0 2,120.0042
O_10 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% QDGQFSVLFTK 121 131 45.2 26.8 32.7 2 0 0 1,269.6475
O_10 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% TPIVGQPSIPGGPVR 334 348 46.5 25.0 46.5 2 0 0 1,474.8379
O_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% QDGQFSVLFTK 121 131 61.3 26.9 49.9 2 0 0 1,269.6475
O_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% TPIVGQPSIPGGPVR 334 348 35.4 25.4 35.4 2 0 0 1,474.8379
O_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 13.10% QDGQFSVLFTK 121 131 55.0 26.6 42.2 2 0 0 1,269.6475
O_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 13.10% HTFSGVASVESSSGEAFHVGK 313 333 69.8 26.4 66.2 0 2 0 2,120.0042
O_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 13.10% TPIVGQPSIPGGPVR 334 348 43.9 25.3 43.9 2 0 0 1,474.8379
O_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 15.90% HTLNQIDSVK 58 67 23.1 26.8 14.3 1 0 0 1,154.6165
O_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 15.90% QDGQFSVLFTK 121 131 40.5 26.8 31.2 2 0 0 1,269.6475
O_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 15.90% HTFSGVASVESSSGEAFHVGK 313 333 28.7 26.4 26.2 0 1 0 2,120.0042
O_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 15.90% TPIVGQPSIPGGPVR 334 348 61.9 25.0 61.9 2 0 0 1,474.8379
O_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 11.70% HTLNQIDSVK 58 67 29.0 26.9 15.4 2 0 0 1,154.6165
O_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 11.70% QDGQFSVLFTK 121 131 35.8 26.6 23.5 2 0 0 1,269.6475
O_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 11.70% HTFSGVASVESSSGEAFHVGK 313 333 30.1 26.4 30.1 0 1 0 2,120.0042
P_01 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 10.00% HTFSGVASVESSSGEAFHVGK 313 333 55.3 26.4 50.6 0 2 0 2,120.0042
P_01 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 10.00% TPIVGQPSIPGGPVR 334 348 58.1 25.0 48.7 2 0 0 1,474.8379
P_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.80% HTLNQIDSVK 58 67 25.0 27.2 13.9 1 0 0 1,154.6165
P_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.80% HTFSGVASVESSSGEAFHVGK 313 333 71.7 26.5 71.7 0 2 0 2,120.0042
P_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 5 12.80% TPIVGQPSIPGGPVR 334 348 65.9 25.0 65.3 2 0 0 1,474.8379
P_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 10 24.50% HTLNQIDSVK 58 67 43.9 27.2 20.4 2 0 0 1,154.6165
P_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 10 24.50% QQTQHAVEGDCDIHVLK 104 120 29.0 27.3 23.4 0 1 0 1,977.9450
P_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 10 24.50% QDGQFSVLFTK 121 131 34.0 26.7 24.0 2 0 0 1,269.6475
P_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 10 24.50% EVVDPTKCNLLAEK 212 225 34.7 28.1 24.7 1 0 0 1,615.8362
P_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 10 24.50% HTFSGVASVESSSGEAFHVGK 313 333 67.7 26.5 60.1 0 2 0 2,120.0042
P_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 10 24.50% TPIVGQPSIPGGPVR 334 348 43.7 25.0 43.7 2 0 0 1,474.8379
P_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 9 16 25.30% GYKHTLNQIDSVK 55 67 32.9 28.1 28.0 0 1 0 1,502.7963
P_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 9 16 25.30% HTLNQIDSVK 58 67 46.3 27.2 32.1 2 0 0 1,154.6165
P_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 9 16 25.30% QQTQHAVEGDCDIHVLK 104 120 36.3 27.2 27.9 1 2 0 1,977.9450
P_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 9 16 25.30% QDGQFSVLFTK 121 131 74.8 26.8 59.4 2 0 0 1,269.6475
P_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 9 16 25.30% EVVDPTKCNLLAEK 212 225 42.3 27.9 22.4 2 0 0 1,615.8362
P_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 9 16 25.30% HTFSGVASVESSSGEAFHVGK 313 333 101.0 26.3 91.8 2 2 0 2,120.0042
P_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 7 9 16 25.30% TPIVGQPSIPGGPVR 334 348 58.2 25.0 58.2 2 0 0 1,474.8379
P_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 21.40% HTLNQIDSVK 58 67 55.8 26.8 31.7 2 0 0 1,154.6165
P_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 21.40% HTLNQIDSVKVWPR 58 71 44.2 26.3 42.4 0 2 0 1,692.9181
P_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 21.40% QQTQHAVEGDCDIHVLK 104 120 50.2 27.3 43.8 2 0 0 1,977.9450
P_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 21.40% QDGQFSVLFTK 121 131 62.4 26.7 48.5 2 0 0 1,269.6475
P_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 21.40% EVVDPTKCNLLAEK 212 225 80.3 28.1 69.0 2 0 0 1,615.8362
P_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 21.40% HTFSGVASVESSSGEAFHVGK 313 333 76.9 26.4 70.8 0 1 0 2,120.0042
P_10 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% QDGQFSVLFTK 121 131 65.2 26.7 52.3 2 0 0 1,269.6475
P_10 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% TPIVGQPSIPGGPVR 334 348 46.0 25.0 46.0 2 0 0 1,474.8379
P_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 13.90% HTLNQIDSVK 58 67 35.5 26.8 23.2 1 0 0 1,154.6165
P_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 13.90% QDGQFSVLFTK 121 131 59.5 26.7 48.8 2 0 0 1,269.6475
P_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 13.90% EVVDPTKCNLLAEK 212 225 57.9 28.1 48.4 1 0 0 1,615.8362
P_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 6 13.90% TPIVGQPSIPGGPVR 334 348 69.1 25.0 69.1 2 0 0 1,474.8379
P_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 20.30% HTLNQIDSVK 58 67 42.4 26.9 32.0 2 0 0 1,154.6165
P_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 20.30% QQTQHAVEGDCDIHVLK 104 120 34.2 27.3 24.2 0 2 0 1,977.9450
P_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 20.30% QDGQFSVLFTK 121 131 61.0 26.8 41.8 2 0 0 1,269.6475
P_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 20.30% EVVDPTKCNLLAEK 212 225 39.7 28.1 21.0 2 0 0 1,615.8362
P_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 20.30% HTFSGVASVESSSGEAFHVGK 313 333 56.2 26.4 50.2 0 1 0 2,120.0042
P_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 24.50% HTLNQIDSVK 58 67 46.0 27.0 19.5 2 0 0 1,154.6165
P_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 24.50% QQTQHAVEGDCDIHVLK 104 120 38.3 27.3 38.3 0 2 0 1,977.9450
P_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 24.50% QDGQFSVLFTK 121 131 61.9 26.9 49.4 2 0 0 1,269.6475
P_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 24.50% EVVDPTKCNLLAEK 212 225 51.5 28.1 29.5 2 0 0 1,615.8362
P_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 24.50% HTFSGVASVESSSGEAFHVGK 313 333 65.1 26.4 55.2 0 1 0 2,120.0042



P_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 6 6 11 24.50% TPIVGQPSIPGGPVR 334 348 77.4 25.0 77.4 2 0 0 1,474.8379
P_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 8 15.00% HTLNQIDSVKVWPR 58 71 27.9 26.3 25.2 0 2 0 1,692.9181
P_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 8 15.00% QDGQFSVLFTK 121 131 57.5 26.7 40.2 2 0 0 1,269.6475
P_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 8 15.00% EVVDPTKCNLLAEK 212 225 47.3 27.8 34.4 2 0 0 1,615.8362
P_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 8 15.00% TPIVGQPSIPGGPVR 334 348 50.9 25.0 43.8 2 0 0 1,474.8379
P_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 10.00% HTLNQIDSVK 58 67 29.1 26.8 14.9 2 0 0 1,154.6165
P_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 10.00% QDGQFSVLFTK 121 131 65.1 26.7 48.6 2 0 0 1,269.6475
P_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 10.00% TPIVGQPSIPGGPVR 334 348 48.7 25.0 48.7 2 0 0 1,474.8379
Q_01 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 10.00% HTFSGVASVESSSGEAFHVGK 313 333 55.0 26.4 44.2 0 2 0 2,120.0042
Q_01 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 10.00% TPIVGQPSIPGGPVR 334 348 61.8 25.0 60.9 2 0 0 1,474.8379
Q_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 10.00% HTFSGVASVESSSGEAFHVGK 313 333 46.5 26.4 46.5 0 2 0 2,120.0042
Q_02 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 10.00% TPIVGQPSIPGGPVR 334 348 50.5 25.0 50.5 2 0 0 1,474.8379
Q_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 17.50% HTLNQIDSVK 58 67 34.6 26.9 15.7 1 0 0 1,154.6165
Q_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 17.50% QQTQHAVEGDCDIHVLK 104 120 40.4 27.1 33.7 0 2 0 1,977.9450
Q_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 17.50% HTFSGVASVESSSGEAFHVGK 313 333 69.9 26.4 67.1 0 2 0 2,120.0042
Q_07 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 17.50% TPIVGQPSIPGGPVR 334 348 57.6 25.0 53.8 2 0 0 1,474.8379
Q_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 13.90% HTLNQIDSVK 58 67 61.0 26.8 27.9 2 0 0 1,154.6165
Q_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 13.90% QDGQFSVLFTK 121 131 49.6 26.7 38.5 2 0 0 1,269.6475
Q_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 13.90% EVVDPTKCNLLAEK 212 225 38.0 28.1 21.4 1 0 0 1,615.8362
Q_08 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 13.90% TPIVGQPSIPGGPVR 334 348 57.1 25.3 51.7 2 0 0 1,474.8379
Q_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.80% HTLNQIDSVK 58 67 30.8 27.3 22.5 1 0 0 1,154.6165
Q_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.80% QDGQFSVLFTK 121 131 40.9 26.7 33.5 2 0 0 1,269.6475
Q_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.80% EVVDPTKCNLLAEK 212 225 61.0 28.1 49.0 2 0 0 1,615.8362
Q_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.80% HTFSGVASVESSSGEAFHVGK 313 333 48.4 26.4 41.6 0 2 0 2,120.0042
Q_09 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 19.80% TPIVGQPSIPGGPVR 334 348 62.0 25.4 62.0 2 0 0 1,474.8379
Q_10 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% QDGQFSVLFTK 121 131 53.6 26.9 42.1 2 0 0 1,269.6475
Q_10 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 4 7.24% TPIVGQPSIPGGPVR 334 348 50.5 25.0 50.5 2 0 0 1,474.8379
Q_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 10.00% HTLNQIDSVK 58 67 54.0 26.8 35.5 2 0 0 1,154.6165
Q_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 10.00% QDGQFSVLFTK 121 131 49.0 26.8 34.9 2 0 0 1,269.6475
Q_11 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 6 10.00% TPIVGQPSIPGGPVR 334 348 47.2 25.0 47.2 2 0 0 1,474.8379
Q_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 11.70% HTLNQIDSVK 58 67 63.1 26.8 40.3 1 0 0 1,154.6165
Q_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 11.70% QDGQFSVLFTK 121 131 49.2 26.7 35.0 2 0 0 1,269.6475
Q_12 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 3 3 4 11.70% HTFSGVASVESSSGEAFHVGK 313 333 46.8 26.2 46.8 0 1 0 2,120.0042
Q_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 7 18.70% HTLNQIDSVK 58 67 61.2 26.8 44.6 1 0 0 1,154.6165
Q_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 7 18.70% QQTQHAVEGDCDIHVLK 104 120 21.2 27.3 14.4 0 1 0 1,977.9450
Q_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 7 18.70% QDGQFSVLFTK 121 131 50.1 26.7 37.4 1 0 0 1,269.6475
Q_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 7 18.70% EVVDPTKCNLLAEK 212 225 31.6 27.9 20.3 2 0 0 1,615.8362
Q_13 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 7 18.70% TPIVGQPSIPGGPVR 334 348 50.2 25.0 50.2 2 0 0 1,474.8379
Q_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 13.90% HTLNQIDSVK 58 67 51.7 26.8 30.5 2 0 0 1,154.6165
Q_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 13.90% QDGQFSVLFTK 121 131 55.0 26.7 39.0 2 0 0 1,269.6475
Q_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 13.90% EVVDPTKCNLLAEK 212 225 39.7 27.9 28.6 1 0 0 1,615.8362
Q_14 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 4 4 7 13.90% TPIVGQPSIPGGPVR 334 348 49.1 25.0 49.1 2 0 0 1,474.8379
Q_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 18.70% HTLNQIDSVK 58 67 37.9 27.2 22.0 2 0 0 1,154.6165
Q_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 18.70% QQTQHAVEGDCDIHVLK 104 120 26.2 27.0 25.0 0 2 0 1,977.9450
Q_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 18.70% QDGQFSVLFTK 121 131 61.2 26.8 46.3 2 0 0 1,269.6475
Q_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 18.70% EVVDPTKCNLLAEK 212 225 28.0 27.9 18.6 1 0 0 1,615.8362
Q_15 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 5 5 9 18.70% TPIVGQPSIPGGPVR 334 348 48.8 25.0 48.8 2 0 0 1,474.8379
Q_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 2 6.96% HTLNQIDSVK 58 67 46.6 27.2 33.9 1 0 0 1,154.6165
Q_16 Alpha‐2‐HS‐glycoprotein FETUA_BOVIN 38,417 2 2 2 6.96% TPIVGQPSIPGGPVR 334 348 42.9 25.3 42.9 1 0 0 1,474.8379
C_15 Fetuin‐B FETUB_BOVIN 42,664 2 2 3 5.17% FMETATESLAK 168 178 30.5 25.0 24.4 1 0 0 1,243.5876
C_15 Fetuin‐B FETUB_BOVIN 42,664 2 2 3 5.17% VVVLPFPSK 358 366 21.4 27.1 12.6 2 0 0 985.6081
H_13 Fetuin‐B FETUB_BOVIN 42,664 2 2 3 5.17% GSVQYLPDWDK 305 315 32.7 26.3 17.5 1 0 0 1,307.6268
H_13 Fetuin‐B FETUB_BOVIN 42,664 2 2 3 5.17% VVVLPFPSK 358 366 49.8 26.9 35.2 2 0 0 985.6081
I_13 Fetuin‐B FETUB_BOVIN 42,664 2 2 4 5.17% GSVQYLPDWDK 305 315 40.6 26.6 32.7 2 0 0 1,307.6268
I_13 Fetuin‐B FETUB_BOVIN 42,664 2 2 4 5.17% VVVLPFPSK 358 366 38.0 26.9 17.5 2 0 0 985.6081
K_13 Fetuin‐B FETUB_BOVIN 42,664 2 2 3 5.17% GSVQYLPDWDK 305 315 24.5 26.6 16.6 1 0 0 1,307.6268
K_13 Fetuin‐B FETUB_BOVIN 42,664 2 2 3 5.17% VVVLPFPSK 358 366 25.6 26.9 14.4 2 0 0 985.6081
M_08 Fetuin‐B FETUB_BOVIN 42,664 4 5 7 10.30% DGYVLSLNR 58 66 29.9 27.4 17.4 1 0 0 1,036.5422
M_08 Fetuin‐B FETUB_BOVIN 42,664 4 5 7 10.30% IFHESVYGQCK 109 119 36.7 25.3 27.6 1 2 0 1,367.6413
M_08 Fetuin‐B FETUB_BOVIN 42,664 4 5 7 10.30% FMETATESLAK 168 178 47.9 25.0 39.1 2 0 0 1,243.5876
M_08 Fetuin‐B FETUB_BOVIN 42,664 4 5 7 10.30% VVVLPFPSK 358 366 31.4 27.1 19.9 1 0 0 985.6081
M_09 Fetuin‐B FETUB_BOVIN 42,664 2 2 3 5.17% FMETATESLAK 168 178 27.2 25.0 21.3 1 0 0 1,243.5876
M_09 Fetuin‐B FETUB_BOVIN 42,664 2 2 3 5.17% VVVLPFPSK 358 366 25.9 27.1 13.4 2 0 0 985.6081
N_07 Fetuin‐B FETUB_BOVIN 42,664 2 2 3 5.17% DGYVLSLNR 58 66 31.5 27.6 21.3 1 0 0 1,036.5422
N_07 Fetuin‐B FETUB_BOVIN 42,664 2 2 3 5.17% FMETATESLAK 168 178 52.2 25.0 43.5 2 0 0 1,243.5876
N_09 Fetuin‐B FETUB_BOVIN 42,664 2 3 6 5.68% FMETATESLAK 168 178 51.5 25.0 38.6 4 0 0 1,243.5876
N_09 Fetuin‐B FETUB_BOVIN 42,664 2 3 6 5.68% GSVQYLPDWDK 305 315 25.9 27.3 21.3 2 0 0 1,307.6268
O_08 Fetuin‐B FETUB_BOVIN 42,664 4 4 7 10.90% IFHESVYGQCK 109 119 19.5 25.4 5.4 0 1 0 1,367.6413
O_08 Fetuin‐B FETUB_BOVIN 42,664 4 4 7 10.90% FMETATESLAK 168 178 32.2 25.0 23.5 2 0 0 1,243.5876
O_08 Fetuin‐B FETUB_BOVIN 42,664 4 4 7 10.90% GSVQYLPDWDK 305 315 32.4 26.6 23.3 2 0 0 1,307.6268
O_08 Fetuin‐B FETUB_BOVIN 42,664 4 4 7 10.90% VVVLPFPSK 358 366 33.1 27.1 19.0 2 0 0 985.6081
O_09 Fetuin‐B FETUB_BOVIN 42,664 4 5 8 10.90% IFHESVYGQCK 109 119 21.1 25.5 13.0 0 1 0 1,367.6413
O_09 Fetuin‐B FETUB_BOVIN 42,664 4 5 8 10.90% FMETATESLAK 168 178 52.0 25.0 45.3 4 0 0 1,243.5876
O_09 Fetuin‐B FETUB_BOVIN 42,664 4 5 8 10.90% GSVQYLPDWDK 305 315 39.9 27.1 30.0 2 0 0 1,307.6268
O_09 Fetuin‐B FETUB_BOVIN 42,664 4 5 8 10.90% VVVLPFPSK 358 366 30.4 27.1 19.4 1 0 0 985.6081
P_07 Fetuin‐B FETUB_BOVIN 42,664 2 2 3 5.68% IFHESVYGQCK 109 119 21.9 25.5 17.6 0 1 0 1,367.6413
P_07 Fetuin‐B FETUB_BOVIN 42,664 2 2 3 5.68% FMETATESLAK 168 178 31.9 25.8 29.2 2 0 0 1,227.5926
P_08 Fetuin‐B FETUB_BOVIN 42,664 5 6 12 10.60% KDGYVLSLNR 57 66 43.3 26.7 28.0 2 0 0 1,164.6372
P_08 Fetuin‐B FETUB_BOVIN 42,664 5 6 12 10.60% DGYVLSLNR 58 66 36.0 27.6 21.8 2 0 0 1,036.5422
P_08 Fetuin‐B FETUB_BOVIN 42,664 5 6 12 10.60% FMETATESLAK 168 178 64.9 25.4 58.2 4 0 0 1,227.5926
P_08 Fetuin‐B FETUB_BOVIN 42,664 5 6 12 10.60% GSVQYLPDWDK 305 315 44.3 27.1 34.1 2 0 0 1,307.6268
P_08 Fetuin‐B FETUB_BOVIN 42,664 5 6 12 10.60% VVVLPFPSK 358 366 38.7 27.0 17.2 2 0 0 985.6081
P_09 Fetuin‐B FETUB_BOVIN 42,664 4 5 9 10.60% KDGYVLSLNR 57 66 24.4 26.7 17.2 1 0 0 1,164.6372
P_09 Fetuin‐B FETUB_BOVIN 42,664 4 5 9 10.60% FMETATESLAK 168 178 56.6 25.4 55.8 4 0 0 1,227.5926
P_09 Fetuin‐B FETUB_BOVIN 42,664 4 5 9 10.60% GSVQYLPDWDK 305 315 41.5 27.3 33.1 2 0 0 1,307.6268
P_09 Fetuin‐B FETUB_BOVIN 42,664 4 5 9 10.60% VVVLPFPSK 358 366 31.0 27.0 17.1 2 0 0 985.6081
Q_08 Fetuin‐B FETUB_BOVIN 42,664 3 3 5 7.49% DGYVLSLNR 58 66 40.7 27.6 29.4 2 0 0 1,036.5422
Q_08 Fetuin‐B FETUB_BOVIN 42,664 3 3 5 7.49% GSVQYLPDWDK 305 315 49.9 27.1 39.1 1 0 0 1,307.6268
Q_08 Fetuin‐B FETUB_BOVIN 42,664 3 3 5 7.49% VVVLPFPSK 358 366 30.7 27.0 19.8 2 0 0 985.6081
A_09 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 4 5 9 14.90% FCANTCVECR 35 44 49.4 25.0 49.4 2 0 0 1,316.5180
A_09 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 4 5 9 14.90% CLHPLANETFVAK 71 83 45.5 27.3 43.1 2 2 0 1,499.7676
A_09 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 4 5 9 14.90% AIVAGDQNVEYK 107 118 54.3 27.9 47.5 1 0 0 1,306.6638
A_09 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 4 5 9 14.90% GEDFYCVTCHETK 145 157 50.8 25.0 50.8 2 0 0 1,645.6623
B_08 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 2 2 4 7.74% AIVAGDQNVEYK 107 118 38.4 27.9 33.8 2 0 0 1,306.6638
B_08 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 2 2 4 7.74% GEDFYCVTCHETK 145 157 25.5 25.0 25.5 2 0 0 1,645.6623
B_09 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 3 4 7 11.10% FCANTCVECR 35 44 60.5 25.0 60.5 2 0 0 1,316.5180
B_09 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 3 4 7 11.10% CLHPLANETFVAK 71 83 30.0 27.7 24.2 2 0 0 1,499.7676
B_09 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 3 4 7 11.10% GEDFYCVTCHETK 145 157 44.4 25.0 44.4 2 1 0 1,645.6623
C_09 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 2 2 3 7.74% CLHPLANETFVAK 71 83 23.2 27.4 23.2 0 1 0 1,499.7676
C_09 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 2 2 3 7.74% AIVAGDQNVEYK 107 118 40.9 27.9 36.1 2 0 0 1,306.6638
F_11 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 2 2 3 7.74% CLHPLANETFVAK 71 83 27.1 27.5 26.1 0 2 0 1,499.7676
F_11 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 2 2 3 7.74% AIVAGDQNVEYK 107 118 55.9 28.1 45.2 1 0 0 1,306.6638
H_08 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 2 2 4 7.12% AIVAGDQNVEYK 107 118 39.1 28.3 33.7 2 0 0 1,306.6638
H_08 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 2 2 4 7.12% QVIGTGSFFPK 134 144 25.9 26.8 23.2 2 0 0 1,180.6362
K_08 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 2 2 2 7.12% AIVAGDQNVEYK 107 118 42.7 27.9 33.8 1 0 0 1,306.6638
K_08 Four and a half LIM domains protein 1 FHL1_HUMAN 36,262 2 2 2 7.12% QVIGTGSFFPK 134 144 25.8 26.8 13.1 1 0 0 1,180.6362
A_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 10 25.80% FDCHHCNESLFGK 5 17 19.6 25.0 19.6 0 1 0 1,650.6789
A_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 10 25.80% NSLVDKPFAAK 73 83 39.6 28.2 26.3 1 0 0 1,189.6576
A_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 10 25.80% DNQNFCVPCYEK 145 156 46.6 25.0 46.6 2 0 0 1,573.6411
A_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 10 25.80% ECFVCTACR 184 192 33.4 25.0 32.2 2 0 0 1,202.4751
A_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 10 25.80% CAGCTNPISGLGGTK 221 235 67.9 25.0 65.6 2 0 0 1,492.6886
A_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 10 25.80% DDILCPDCGK 268 277 21.5 25.0 20.8 1 0 0 1,192.4977



A_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 10 25.80% DDILCPDCGKDI 268 279 35.6 25.0 35.6 1 0 0 1,420.6088
A_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 11 25.10% FDCHHCNESLFGK 5 17 17.2 25.0 17.2 0 1 0 1,650.6789
A_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 11 25.10% FDCHHCNESLFGKK 5 18 17.2 25.0 17.2 0 1 0 1,778.7739
A_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 11 25.10% GSSWHETCFICHR 119 131 37.7 25.0 37.7 0 2 0 1,676.7057
A_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 11 25.10% DNQNFCVPCYEK 145 156 30.7 25.0 30.7 2 0 0 1,573.6411
A_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 11 25.10% ECFVCTACR 184 192 31.0 25.0 31.0 1 0 0 1,202.4751
A_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 11 25.10% CAGCTNPISGLGGTK 221 235 74.7 25.0 69.2 2 0 0 1,492.6886
A_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 7 7 11 25.10% YISFEER 236 242 28.1 25.0 21.8 2 0 0 943.4519
B_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 5 5 9 19.70% DNQNFCVPCYEK 145 156 43.0 25.0 43.0 2 0 0 1,573.6411
B_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 5 5 9 19.70% ECFVCTACR 184 192 45.8 25.0 45.8 2 0 0 1,202.4751
B_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 5 5 9 19.70% CAGCTNPISGLGGTK 221 235 81.2 25.1 63.1 2 0 0 1,492.6886
B_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 5 5 9 19.70% YISFEER 236 242 27.8 25.0 24.3 1 0 0 943.4519
B_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 5 5 9 19.70% DDILCPDCGKDI 268 279 46.9 25.0 46.9 2 0 0 1,420.6088
B_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 4 4 7 19.40% FDCHHCNESLFGKK 5 18 35.5 25.0 35.5 0 2 0 1,778.7739
B_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 4 4 7 19.40% GSSWHETCFICHR 119 131 42.2 25.0 37.7 0 2 0 1,676.7057
B_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 4 4 7 19.40% DNQNFCVPCYEK 145 156 40.5 25.0 40.5 1 0 0 1,573.6411
B_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 4 4 7 19.40% CAGCTNPISGLGGTK 221 235 77.6 25.0 77.6 2 0 0 1,492.6886
C_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 2 2 3 7.89% CAGCTNPISGLGGTK 221 235 48.1 25.0 48.1 2 0 0 1,492.6886
C_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 2 2 3 7.89% YISFEER 236 242 19.8 25.0 18.0 1 0 0 943.4519
C_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 4 4 6 16.80% GSSWHETCFICHR 119 131 15.4 25.0 15.4 0 1 0 1,676.7057
C_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 4 4 6 16.80% DNQNFCVPCYEK 145 156 33.3 25.0 33.3 2 0 0 1,573.6411
C_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 4 4 6 16.80% CAGCTNPISGLGGTK 221 235 55.7 25.0 41.5 2 0 0 1,492.6886
C_09 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 4 4 6 16.80% YISFEER 236 242 24.4 25.0 20.4 1 0 0 943.4519
F_11 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 2 2 4 8.60% DNQNFCVPCYEK 145 156 32.8 25.0 32.8 2 0 0 1,573.6411
F_11 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 2 2 4 8.60% DDILCPDCGKDI 268 279 35.0 25.0 35.0 2 0 0 1,420.6088
H_07 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 4 4 7 19.00% FDCHHCNESLFGK 5 17 22.1 25.0 22.1 0 2 0 1,650.6789
H_07 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 4 4 7 19.00% GSSWHETCFICHR 119 131 19.4 25.0 19.4 0 1 0 1,676.7057
H_07 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 4 4 7 19.00% CAGCTNPISGLGGTK 221 235 81.0 25.0 74.7 2 0 0 1,492.6886
H_07 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 4 4 7 19.00% DDILCPDCGKDI 268 279 34.9 25.0 34.9 2 0 0 1,420.6088
I_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 2 2 3 9.68% DNQNFCVPCYEK 145 156 29.2 25.0 29.2 1 0 0 1,573.6411
I_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 2 2 3 9.68% CAGCTNPISGLGGTK 221 235 81.7 25.2 70.7 2 0 0 1,492.6886
J_07 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 3 3 6 12.20% DNQNFCVPCYEK 145 156 43.7 25.0 42.7 2 0 0 1,573.6411
J_07 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 3 3 6 12.20% CAGCTNPISGLGGTK 221 235 53.0 25.6 43.3 2 0 0 1,492.6886
J_07 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 3 3 6 12.20% YISFEER 236 242 25.3 25.0 16.9 2 0 0 943.4519
K_07 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 5 5 8 21.10% FDCHHCNESLFGK 5 17 19.6 25.0 19.6 0 1 0 1,650.6789
K_07 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 5 5 8 21.10% DNQNFCVPCYEK 145 156 34.4 25.0 34.4 2 0 0 1,573.6411
K_07 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 5 5 8 21.10% CAGCTNPISGLGGTK 221 235 74.6 25.3 54.3 2 0 0 1,492.6886
K_07 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 5 5 8 21.10% YISFEER 236 242 19.6 25.0 16.0 1 0 0 943.4519
K_07 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 5 5 8 21.10% DDILCPDCGKDI 268 279 57.2 25.0 57.2 2 0 0 1,420.6088
K_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 2 2 4 9.68% DNQNFCVPCYEK 145 156 23.4 25.0 23.4 2 0 0 1,573.6411
K_08 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 2 2 4 9.68% CAGCTNPISGLGGTK 221 235 64.3 25.2 54.5 2 0 0 1,492.6886
L_05 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 2 2 3 8.24% NSLVDKPFAAK 73 83 24.6 27.7 14.1 1 0 0 1,189.6576
L_05 Four and a half LIM domains protein 2 FHL2_HUMAN 32,192 2 2 3 8.24% DNQNFCVPCYEK 145 156 28.4 25.0 27.6 2 0 0 1,573.6411
A_25 Fibronectin FINC_BOVIN 272,146 3 3 4 4.88% HYQINQQWER 59 68 21.2 25.0 18.1 1 0 0 1,401.6658
A_25 Fibronectin FINC_BOVIN 272,146 3 3 4 4.88% WCGTTQNYDADQK 446 458 59.3 25.0 52.5 1 0 0 1,586.6542
A_25 Fibronectin FINC_BOVIN 272,146 3 3 4 4.88% VDVIPVNLPGEHGQR 940 954 49.9 27.9 0.0 2 0 0 1,629.8709
A_25 Fibronectin FINC_BOVIN 272,146 3 3 4 4.88% QYNVGPAASQYPLR 1042 1055 38.8 28.7 27.6 1 0 0 1,563.7914
A_25 Fibronectin FINC_BOVIN 272,146 3 3 4 4.88% GDSPASSKPVSINYR 1617 1631 20.5 28.3 16.7 0 1 0 1,577.7918
A_25 Fibronectin FINC_BOVIN 272,146 3 3 4 4.88% GLAFTDVDVDSIK 1729 1741 62.3 28.5 48.8 2 0 0 1,379.7055
A_25 Fibronectin FINC_BOVIN 272,146 3 3 4 4.88% IAWESPQGQVSR 1742 1753 64.7 27.0 57.9 1 0 0 1,357.6859
A_25 Fibronectin FINC_BOVIN 272,146 3 3 4 4.88% SYTITGLQPGTDYK 1959 1972 60.2 26.1 57.8 2 0 0 1,543.7641
A_25 Fibronectin FINC_BOVIN 272,146 3 3 4 4.88% VPGTSASATLTGLTR 2242 2256 49.1 27.9 42.5 2 0 0 1,431.7803
A_26 Fibronectin FINC_BOVIN 272,146 2 2 4 5.25% HYQINQQWER 59 68 25.3 25.1 15.7 1 2 0 1,401.6658
A_26 Fibronectin FINC_BOVIN 272,146 2 2 4 5.25% TFYSCTTEGR 371 380 22.1 25.0 22.1 1 0 0 1,221.5205
A_26 Fibronectin FINC_BOVIN 272,146 2 2 4 5.25% WCGTTQNYDADQK 446 458 24.5 25.0 20.5 1 0 0 1,586.6542
A_26 Fibronectin FINC_BOVIN 272,146 2 2 4 5.25% EATIPGHLNSYTIK 657 670 20.6 28.0 11.7 2 0 0 1,543.8116
A_26 Fibronectin FINC_BOVIN 272,146 2 2 4 5.25% VDVIPVNLPGEHGQR 940 954 37.6 27.8 0.0 2 0 0 1,629.8709
A_26 Fibronectin FINC_BOVIN 272,146 2 2 4 5.25% QYNVGPAASQYPLR 1042 1055 38.2 28.3 26.2 2 0 0 1,563.7914
A_26 Fibronectin FINC_BOVIN 272,146 2 2 4 5.25% GLAFTDVDVDSIK 1729 1741 63.0 28.1 52.4 2 0 0 1,379.7055
A_26 Fibronectin FINC_BOVIN 272,146 2 2 4 5.25% IAWESPQGQVSR 1742 1753 44.2 27.2 35.0 1 0 0 1,357.6859
A_26 Fibronectin FINC_BOVIN 272,146 2 2 4 5.25% SYTITGLQPGTDYK 1959 1972 40.6 26.1 33.5 2 0 0 1,543.7641
A_26 Fibronectin FINC_BOVIN 272,146 2 2 4 5.25% VPGTSASATLTGLTR 2242 2256 65.9 27.9 59.0 2 0 0 1,431.7803
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% HYQINQQWER 59 68 42.4 25.2 28.4 0 2 0 1,401.6658
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% GEWTCKPIAEK 176 186 31.5 26.9 9.4 2 0 0 1,318.6462
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% HTSLQTTSAGSGSFTDVR 274 291 23.3 26.6 20.7 0 1 0 1,851.8832
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% TFYSCTTEGR 371 380 23.8 25.0 23.8 1 0 0 1,221.5205
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% QDGHLWCSTTSNYEQDQK 381 398 42.7 25.0 33.8 0 2 0 2,196.9253
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% YSFCTDHTVLVQTR 399 412 35.8 26.5 32.1 0 2 0 1,726.8218
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% WCGTTQNYDADQK 446 458 30.4 25.0 25.7 2 0 0 1,586.6542
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% EATIPGHLNSYTIK 657 670 27.2 28.0 19.6 2 0 0 1,543.8116
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% DLQFVEVTDVK 913 923 88.1 28.5 73.1 2 0 0 1,292.6734
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% VDVIPVNLPGEHGQR 940 954 41.2 27.8 0.0 2 0 0 1,629.8709
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% QYNVGPAASQYPLR 1042 1055 51.6 28.5 43.5 2 0 0 1,563.7914
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% NLQPGSEYAVSLVAVK 1056 1071 30.4 27.6 22.7 1 0 0 1,674.9061
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% GDSPASSKPVSINYR 1617 1631 31.0 27.9 27.4 0 1 0 1,577.7918
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% GLAFTDVDVDSIK 1729 1741 60.9 27.9 49.6 2 0 0 1,379.7055
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% IAWESPQGQVSR 1742 1753 39.0 26.9 34.0 2 0 0 1,357.6859
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% SYTITGLQPGTDYK 1959 1972 45.8 26.6 37.8 2 0 0 1,543.7641
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% SSPVVIDASTAIDAPSNLR 1984 2002 64.4 27.6 56.5 2 0 0 1,912.9975
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% VPGTSASATLTGLTR 2242 2256 80.8 28.0 77.6 2 0 0 1,431.7803
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% GATYNIIVEAVK 2257 2268 42.7 27.3 28.5 2 0 0 1,277.7100
A_27 Fibronectin FINC_BOVIN 272,146 7 7 11 11.50% RPGAEPGNEGSTAHSYNQYSQR 2427 2448 38.6 25.0 38.6 0 2 0 2,406.0817
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% HYQINQQWER 59 68 48.5 25.0 36.7 2 2 0 1,401.6658
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% TFYSCTTEGR 371 380 23.4 25.0 23.4 1 0 0 1,221.5205
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% QDGHLWCSTTSNYEQDQK 381 398 47.7 25.0 47.5 0 2 0 2,196.9253
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% YSFCTDHTVLVQTR 399 412 20.6 26.2 17.4 0 1 0 1,726.8218
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% WCGTTQNYDADQK 446 458 53.8 25.0 46.8 2 0 0 1,586.6542
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% EATIPGHLNSYTIK 657 670 42.5 27.8 37.1 2 0 0 1,543.8116
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% DLQFVEVTDVK 913 923 73.9 28.1 59.4 2 0 0 1,292.6734
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% VDVIPVNLPGEHGQR 940 954 46.4 27.9 0.0 2 0 0 1,629.8709
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% QYNVGPAASQYPLR 1042 1055 39.0 28.4 34.3 2 0 0 1,563.7914
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% GLAFTDVDVDSIK 1729 1741 73.1 28.3 55.0 2 0 0 1,379.7055
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% IAWESPQGQVSR 1742 1753 71.4 26.7 62.8 2 0 0 1,357.6859
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% YEVSVYALK 1880 1888 27.0 27.1 27.0 1 0 0 1,071.5720
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% SYTITGLQPGTDYK 1959 1972 71.6 26.1 66.3 2 0 0 1,543.7641
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% VPGTSASATLTGLTR 2242 2256 81.7 27.9 76.6 2 0 0 1,431.7803
A_28 Fibronectin FINC_BOVIN 272,146 3 3 5 8.23% RPGAEPGNEGSTAHSYNQYSQR 2427 2448 32.7 25.0 32.2 0 1 0 2,406.0817
B_25 Fibronectin FINC_BOVIN 272,146 2 2 2 4.36% HYQINQQWER 59 68 26.7 25.2 19.0 0 2 0 1,401.6658
B_25 Fibronectin FINC_BOVIN 272,146 2 2 2 4.36% YSFCTDHTVLVQTR 399 412 24.8 26.1 21.2 0 1 0 1,726.8218
B_25 Fibronectin FINC_BOVIN 272,146 2 2 2 4.36% VDVIPVNLPGEHGQR 940 954 45.7 27.7 0.0 2 2 0 1,629.8709
B_25 Fibronectin FINC_BOVIN 272,146 2 2 2 4.36% GDSPASSKPVSINYR 1617 1631 26.6 28.3 14.7 0 1 0 1,577.7918
B_25 Fibronectin FINC_BOVIN 272,146 2 2 2 4.36% GLAFTDVDVDSIK 1729 1741 55.8 28.1 48.0 2 0 0 1,379.7055
B_25 Fibronectin FINC_BOVIN 272,146 2 2 2 4.36% IAWESPQGQVSR 1742 1753 52.6 26.9 44.5 2 0 0 1,357.6859
B_25 Fibronectin FINC_BOVIN 272,146 2 2 2 4.36% SYTITGLQPGTDYK 1959 1972 53.2 26.6 46.3 2 0 0 1,543.7641
B_25 Fibronectin FINC_BOVIN 272,146 2 2 2 4.36% VPGTSASATLTGLTR 2242 2256 66.2 28.0 58.4 1 0 0 1,431.7803
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% HYQINQQWER 59 68 42.0 25.4 35.8 0 2 0 1,401.6658
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% TFYSCTTEGR 371 380 22.4 25.0 22.4 1 0 0 1,221.5205
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% QDGHLWCSTTSNYEQDQK 381 398 55.8 25.0 55.2 0 2 0 2,196.9253
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% YSFCTDHTVLVQTR 399 412 21.8 26.4 15.9 0 2 0 1,726.8218
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% WCGTTQNYDADQK 446 458 35.5 25.0 22.5 1 0 0 1,586.6542
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% EATIPGHLNSYTIK 657 670 38.0 27.5 34.0 2 0 0 1,543.8116
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% VDVIPVNLPGEHGQR 940 954 51.2 27.7 0.0 2 2 0 1,629.8709



B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% QYNVGPAASQYPLR 1042 1055 45.2 28.5 31.7 2 0 0 1,563.7914
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% GDSPASSKPVSINYR 1617 1631 33.7 28.2 29.9 0 2 0 1,577.7918
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% GLAFTDVDVDSIK 1729 1741 71.7 28.5 61.5 2 0 0 1,379.7055
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% IAWESPQGQVSR 1742 1753 31.8 27.0 29.1 1 0 0 1,357.6859
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% SYTITGLQPGTDYK 1959 1972 66.8 26.6 58.1 2 0 0 1,543.7641
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% VPGTSASATLTGLTR 2242 2256 79.9 28.0 74.2 2 0 0 1,431.7803
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% GATYNIIVEAVK 2257 2268 38.8 27.1 28.1 2 0 0 1,277.7100
B_27 Fibronectin FINC_BOVIN 272,146 5 6 12 8.51% RPGAEPGNEGSTAHSYNQYSQR 2427 2448 40.1 25.0 35.5 0 2 2 2,406.0817
C_23 Fibronectin FINC_BOVIN 272,146 2 2 3 5.77% YSFCTDHTVLVQTR 399 412 19.5 26.1 15.9 0 1 0 1,726.8218
C_23 Fibronectin FINC_BOVIN 272,146 2 2 3 5.77% WCGTTQNYDADQK 446 458 46.7 25.0 44.2 2 0 0 1,586.6542
C_23 Fibronectin FINC_BOVIN 272,146 2 2 3 5.77% EATIPGHLNSYTIK 657 670 28.0 28.0 20.0 2 0 0 1,543.8116
C_23 Fibronectin FINC_BOVIN 272,146 2 2 3 5.77% VDVIPVNLPGEHGQR 940 954 30.0 27.8 0.0 1 1 0 1,629.8709
C_23 Fibronectin FINC_BOVIN 272,146 2 2 3 5.77% QYNVGPAASQYPLR 1042 1055 34.6 28.0 28.7 2 0 0 1,563.7914
C_23 Fibronectin FINC_BOVIN 272,146 2 2 3 5.77% GLAFTDVDVDSIK 1729 1741 62.8 28.2 41.2 2 0 0 1,379.7055
C_23 Fibronectin FINC_BOVIN 272,146 2 2 3 5.77% IAWESPQGQVSR 1742 1753 36.6 26.8 30.3 2 0 0 1,357.6859
C_23 Fibronectin FINC_BOVIN 272,146 2 2 3 5.77% SYTITGLQPGTDYK 1959 1972 51.4 26.2 47.5 2 0 0 1,543.7641
C_23 Fibronectin FINC_BOVIN 272,146 2 2 3 5.77% SSPVVIDASTAIDAPSNLR 1984 2002 64.9 27.4 58.9 2 0 0 1,912.9975
C_23 Fibronectin FINC_BOVIN 272,146 2 2 3 5.77% VPGTSASATLTGLTR 2242 2256 26.0 28.1 21.6 1 0 0 1,431.7803
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% HYQINQQWER 59 68 20.0 25.0 18.4 2 0 0 1,401.6658
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% DSMIWDCTCIGAGR 118 131 85.8 25.0 85.8 2 0 0 1,657.6770
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% TFYSCTTEGR 371 380 23.0 25.0 23.0 2 0 0 1,221.5205
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% YSFCTDHTVLVQTR 399 412 39.0 26.1 39.0 1 2 0 1,726.8218
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% WCGTTQNYDADQK 446 458 45.0 25.0 41.8 2 0 0 1,586.6542
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% EATIPGHLNSYTIK 657 670 28.1 27.7 19.5 1 0 0 1,543.8116
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% DLQFVEVTDVK 913 923 73.1 28.1 57.7 2 0 0 1,292.6734
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% NLQPGSEYAVSLVAVK 1056 1071 29.4 28.4 21.2 1 1 0 1,674.9061
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% IGFKLGVRPSQGGEAPR 1114 1130 18.3 26.1 16.7 0 1 0 1,768.9819
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% STTPDITGYR 1199 1208 34.4 25.1 22.7 1 0 0 1,110.5427
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% WLPSSSPVTGYR 1654 1665 29.5 28.0 23.7 1 0 0 1,349.6848
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% GLAFTDVDVDSIK 1729 1741 71.8 28.0 61.8 2 0 0 1,379.7055
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% IAWESPQGQVSR 1742 1753 50.9 27.0 36.3 2 0 0 1,357.6859
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% SYTITGLQPGTDYK 1959 1972 57.7 26.4 54.6 1 0 0 1,543.7641
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% SSPVVIDASTAIDAPSNLR 1984 2002 59.3 27.4 47.9 2 1 0 1,912.9975
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% ITGYIIKYEKPGSPPR 2022 2037 59.2 25.1 57.8 0 2 0 1,819.0115
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% VPGTSASATLTGLTR 2242 2256 87.0 27.9 86.3 2 0 0 1,431.7803
C_25 Fibronectin FINC_BOVIN 272,146 3 5 7 10.20% RPGAEPGNEGSTAHSYNQYSQR 2427 2448 33.7 25.0 26.7 0 1 2 2,406.0817
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% HYQINQQWER 59 68 32.5 25.0 32.5 2 0 0 1,401.6658
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% TYLGSALVCTCYGGSR 69 84 70.6 25.0 62.3 2 0 0 1,764.8045
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% DSMIWDCTCIGAGR 118 131 60.9 25.0 59.1 4 0 0 1,657.6770
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% RPHETGGYMLECVCLGNGK 157 175 39.2 25.0 34.8 0 2 1 2,193.9841
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% GEWTCKPIAEK 176 186 21.5 27.1 7.3 1 0 0 1,318.6462
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% HTSLQTTSAGSGSFTDVR 274 291 36.3 26.9 26.8 2 0 0 1,851.8832
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% TFYSCTTEGR 371 380 38.4 25.0 38.4 2 0 0 1,221.5205
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% QDGHLWCSTTSNYEQDQK 381 398 43.7 25.0 43.7 0 2 0 2,196.9253
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% YSFCTDHTVLVQTR 399 412 66.8 26.2 58.2 2 2 0 1,726.8218
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% DNMKWCGTTQNYDADQK 442 458 37.2 25.0 32.8 0 1 0 2,090.8545
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% WCGTTQNYDADQK 446 458 66.7 25.0 63.6 2 0 0 1,586.6542
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% WKCDPVDQCQDSETR 554 568 34.1 25.0 34.1 0 2 0 1,923.7963
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% TFYQIGDSWEK 569 579 37.0 25.0 17.4 2 0 0 1,373.6373
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% WKEATIPGHLNSYTIK 655 670 25.3 27.9 23.0 0 2 0 1,857.9859
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% VDVIPVNLPGEHGQR 940 954 50.5 27.9 0.0 2 2 0 1,629.8709
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% QYNVGPAASQYPLR 1042 1055 54.2 28.4 48.1 2 0 0 1,563.7914
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% NLQPGSEYAVSLVAVK 1056 1071 80.4 28.2 65.4 2 2 0 1,674.9061
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% IGFKLGVRPSQGGEAPR 1114 1130 29.7 26.5 26.8 0 2 0 1,768.9819
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% EESLPLVGQQSTVSDVPR 1527 1544 51.2 27.8 51.2 2 1 0 1,940.9925
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% GLAFTDVDVDSIK 1729 1741 90.9 28.5 78.5 2 0 0 1,379.7055
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% VTDATETTITISWR 1914 1927 81.1 28.3 48.0 2 1 0 1,593.8120
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% SSPVVIDASTAIDAPSNLR 1984 2002 42.5 27.4 30.7 0 2 0 1,912.9975
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% ITGYIIKYEKPGSPPR 2022 2037 54.0 25.1 50.1 0 2 0 1,819.0115
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% VPGTSASATLTGLTR 2242 2256 80.5 27.8 80.5 2 0 0 1,431.7803
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% GATYNIIVEAVKDQQR 2257 2272 66.4 27.8 49.8 2 0 0 1,804.9553
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% EYLGAICSCTCFGGQR 2403 2418 54.7 25.0 51.0 2 0 0 1,878.7933
C_26 Fibronectin FINC_BOVIN 272,146 10 13 25 16.10% RPGAEPGNEGSTAHSYNQYSQR 2427 2448 33.4 25.0 31.7 0 2 2 2,406.0817
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% HYQINQQWER 59 68 44.2 25.0 44.2 2 2 0 1,401.6658
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% TYLGSALVCTCYGGSR 69 84 67.6 25.0 64.6 2 0 0 1,764.8045
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% GFNCESKPEPEETCFDK 85 101 23.9 25.0 18.9 0 2 0 2,073.8531
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% DSMIWDCTCIGAGR 118 131 64.6 25.0 58.3 4 0 0 1,657.6770
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% RPHETGGYMLECVCLGNGK 157 175 47.5 25.0 45.9 0 2 2 2,193.9841
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% GEWTCKPIAEK 176 186 38.3 26.9 23.1 1 0 0 1,318.6462
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% DNRGNLLQCICTGNGR 251 266 51.5 25.0 44.2 0 2 0 1,847.8602
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% GNLLQCICTGNGR 254 266 55.8 25.0 55.8 2 1 0 1,462.6892
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% HTSLQTTSAGSGSFTDVR 274 291 62.1 26.7 56.3 2 0 0 1,851.8832
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% QDGHLWCSTTSNYEQDQK 381 398 59.9 25.0 55.9 2 2 0 2,196.9253
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% YSFCTDHTVLVQTR 399 412 59.8 26.0 50.7 2 0 0 1,726.8218
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% DNMKWCGTTQNYDADQK 442 458 38.1 25.0 37.2 0 2 0 2,090.8545
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% TFYQIGDSWEK 569 579 42.9 25.0 18.1 2 0 0 1,373.6373
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% WKEATIPGHLNSYTIK 655 670 27.2 27.9 18.1 1 0 0 1,857.9859
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% EATIPGHLNSYTIK 657 670 38.2 27.8 33.6 2 0 0 1,543.8116
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% VDVIPVNLPGEHGQR 940 954 55.4 27.8 0.0 2 0 0 1,629.8709
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% QYNVGPAASQYPLR 1042 1055 46.2 28.2 41.9 1 0 0 1,563.7914
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% NLQPGSEYAVSLVAVK 1056 1071 71.0 28.2 62.8 2 0 0 1,674.9061
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% LGVRPSQGGEAPR 1118 1130 30.2 27.3 17.2 1 0 0 1,323.7129
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% EESLPLVGQQSTVSDVPR 1527 1544 38.0 27.6 34.0 2 2 0 1,940.9925
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% GDSPASSKPVSINYR 1617 1631 35.9 28.1 35.9 2 0 0 1,577.7918
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% TEIDKPSQMQVTDVQDNSISVR 1632 1653 65.0 26.4 60.5 0 2 0 2,506.2093
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% GLAFTDVDVDSIK 1729 1741 85.8 28.4 71.5 2 0 0 1,379.7055
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% IAWESPQGQVSR 1742 1753 47.7 27.0 33.4 1 0 0 1,357.6859
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% VTDATETTITISWR 1914 1927 42.1 28.3 30.6 1 0 0 1,593.8120
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% TKTETITGFQVDAIPANGQTPIQR 1928 1951 37.9 27.0 29.6 0 1 0 2,586.3526
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% SYTITGLQPGTDYK 1959 1972 67.6 26.7 55.1 2 0 0 1,543.7641
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% SSPVVIDASTAIDAPSNLR 1984 2002 69.4 27.5 62.6 2 2 0 1,912.9975
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% FLATTPNSLLVSWQPPR 2003 2019 29.2 26.7 24.6 1 1 0 1,927.0437
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% ITGYIIKYEKPGSPPR 2022 2037 51.0 25.1 49.8 2 2 0 1,819.0115
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% VPGTSASATLTGLTR 2242 2256 79.3 28.3 77.9 2 1 0 1,431.7803
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% GATYNIIVEAVKDQQR 2257 2272 78.4 27.5 60.2 2 0 0 1,804.9553
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% QGENGQMMSCTCLGNGKGEFK 2359 2379 39.5 25.0 39.5 0 2 0 2,364.9679
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% TYHVGEQWQK 2393 2402 22.4 25.9 13.9 1 0 0 1,275.6117
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% EYLGAICSCTCFGGQR 2403 2418 78.4 25.0 78.4 2 1 0 1,878.7933
C_27 Fibronectin FINC_BOVIN 272,146 13 16 29 21.80% RPGAEPGNEGSTAHSYNQYSQR 2427 2448 74.3 25.0 67.9 0 2 2 2,406.0817
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% HYQINQQWER 59 68 46.3 25.0 46.3 2 0 0 1,401.6658
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% DSMIWDCTCIGAGR 118 131 69.6 25.0 69.6 2 0 0 1,657.6770
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% RPHETGGYMLECVCLGNGK 157 175 32.7 25.0 32.6 0 0 1 2,193.9841
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% GNLLQCICTGNGR 254 266 49.7 25.5 45.8 2 1 0 1,462.6892
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% TFYSCTTEGR 371 380 29.8 25.0 27.4 1 0 0 1,221.5205
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% QDGHLWCSTTSNYEQDQK 381 398 47.4 25.0 41.1 0 2 0 2,196.9253
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% YSFCTDHTVLVQTR 399 412 68.0 26.1 62.3 2 2 0 1,726.8218
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% DNMKWCGTTQNYDADQK 442 458 38.5 25.0 38.5 0 2 0 2,090.8545
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% WCGTTQNYDADQK 446 458 57.2 25.0 48.3 2 0 0 1,586.6542
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% WKCDPVDQCQDSETR 554 568 23.8 25.0 23.8 0 1 0 1,923.7963
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% WKEATIPGHLNSYTIK 655 670 20.8 27.9 18.3 0 1 0 1,857.9859
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% EATIPGHLNSYTIK 657 670 28.6 27.5 24.3 1 0 0 1,543.8116
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% VDVIPVNLPGEHGQR 940 954 58.2 27.9 0.0 2 0 0 1,629.8709



C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% QYNVGPAASQYPLR 1042 1055 41.0 28.3 31.4 2 0 0 1,563.7914
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% NLQPGSEYAVSLVAVK 1056 1071 41.7 28.0 29.8 2 0 0 1,674.9061
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% IGFKLGVRPSQGGEAPR 1114 1130 25.3 26.1 21.9 0 2 0 1,768.9819
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% TEIDKPSQMQVTDVQDNSISVR 1632 1653 47.6 26.3 47.6 0 2 0 2,506.2093
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% GLAFTDVDVDSIK 1729 1741 80.8 28.2 69.0 2 0 0 1,379.7055
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% IAWESPQGQVSR 1742 1753 31.5 26.8 25.3 1 0 0 1,357.6859
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% VTDATETTITISWR 1914 1927 54.0 28.2 41.9 2 0 0 1,593.8120
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% SSPVVIDASTAIDAPSNLR 1984 2002 68.8 27.8 66.3 2 0 0 1,912.9975
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% ITGYIIKYEKPGSPPR 2022 2037 56.2 25.0 56.2 2 2 0 1,819.0115
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% VPGTSASATLTGLTR 2242 2256 78.9 27.8 69.8 2 0 0 1,431.7803
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% GATYNIIVEAVKDQQR 2257 2272 64.8 27.6 56.9 2 1 0 1,804.9553
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% QGENGQMMSCTCLGNGKGEFK 2359 2379 29.7 25.0 29.7 0 1 0 2,364.9679
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% EYLGAICSCTCFGGQR 2403 2418 47.3 25.0 47.3 2 0 0 1,878.7933
C_28 Fibronectin FINC_BOVIN 272,146 7 9 15 15.90% RPGAEPGNEGSTAHSYNQYSQR 2427 2448 39.2 25.0 35.7 0 2 1 2,406.0817
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% HYQINQQWER 59 68 30.4 25.0 30.4 2 0 0 1,401.6658
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% DSMIWDCTCIGAGR 118 131 48.2 25.0 48.2 2 0 0 1,657.6770
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% HTSLQTTSAGSGSFTDVR 274 291 29.2 26.5 23.6 1 0 0 1,851.8832
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% TFYSCTTEGR 371 380 27.6 25.0 19.6 1 0 0 1,221.5205
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% WCGTTQNYDADQK 446 458 69.7 25.0 66.8 2 0 0 1,586.6542
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% DLQFVEVTDVK 913 923 68.9 28.1 59.1 2 0 0 1,292.6734
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% VDVIPVNLPGEHGQR 940 954 36.2 27.8 0.0 2 0 0 1,629.8709
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% QYNVGPAASQYPLR 1042 1055 51.0 28.3 42.8 2 0 0 1,563.7914
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% NLQPGSEYAVSLVAVK 1056 1071 21.5 28.1 13.0 1 0 0 1,674.9061
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% GLAFTDVDVDSIK 1729 1741 57.5 28.1 42.0 2 0 0 1,379.7055
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% SYTITGLQPGTDYK 1959 1972 51.6 26.4 46.2 2 0 0 1,543.7641
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% SSPVVIDASTAIDAPSNLR 1984 2002 52.9 27.4 52.9 2 0 0 1,912.9975
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% VPGTSASATLTGLTR 2242 2256 48.0 27.9 47.6 1 0 0 1,431.7803
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% QGENGQMMSCTCLGNGKGEFK 2359 2379 25.3 25.0 24.2 0 1 0 2,364.9679
C_29 Fibronectin FINC_BOVIN 272,146 5 5 7 9.08% RPGAEPGNEGSTAHSYNQYSQR 2427 2448 40.3 25.0 30.1 0 0 2 2,406.0817
C_30 Fibronectin FINC_BOVIN 272,146 4 4 7 6.58% HYQINQQWER 59 68 38.6 25.1 28.9 0 2 0 1,401.6658
C_30 Fibronectin FINC_BOVIN 272,146 4 4 7 6.58% DSMIWDCTCIGAGR 118 131 45.7 25.0 45.7 2 0 0 1,657.6770
C_30 Fibronectin FINC_BOVIN 272,146 4 4 7 6.58% GNLLQCICTGNGR 254 266 51.7 25.3 49.9 1 0 0 1,462.6892
C_30 Fibronectin FINC_BOVIN 272,146 4 4 7 6.58% VDVIPVNLPGEHGQR 940 954 43.8 27.8 0.0 2 0 0 1,629.8709
C_30 Fibronectin FINC_BOVIN 272,146 4 4 7 6.58% QYNVGPAASQYPLR 1042 1055 42.5 28.0 40.9 2 0 0 1,563.7914
C_30 Fibronectin FINC_BOVIN 272,146 4 4 7 6.58% NLQPGSEYAVSLVAVK 1056 1071 63.0 28.2 56.1 2 0 0 1,674.9061
C_30 Fibronectin FINC_BOVIN 272,146 4 4 7 6.58% GLAFTDVDVDSIK 1729 1741 67.4 28.4 56.4 2 0 0 1,379.7055
C_30 Fibronectin FINC_BOVIN 272,146 4 4 7 6.58% IAWESPQGQVSR 1742 1753 40.7 26.9 25.6 2 0 0 1,357.6859
C_30 Fibronectin FINC_BOVIN 272,146 4 4 7 6.58% SSPVVIDASTAIDAPSNLR 1984 2002 64.4 27.3 53.3 2 0 0 1,912.9975
C_30 Fibronectin FINC_BOVIN 272,146 4 4 7 6.58% VPGTSASATLTGLTR 2242 2256 79.8 28.3 79.8 1 0 0 1,431.7803
C_30 Fibronectin FINC_BOVIN 272,146 4 4 7 6.58% RPGAEPGNEGSTAHSYNQYSQR 2427 2448 29.5 25.0 27.4 0 0 2 2,406.0817
C_31 Fibronectin FINC_BOVIN 272,146 3 3 4 4.52% VDVIPVNLPGEHGQR 940 954 37.3 27.8 0.0 1 0 0 1,629.8709
C_31 Fibronectin FINC_BOVIN 272,146 3 3 4 4.52% QYNVGPAASQYPLR 1042 1055 29.3 28.1 22.4 1 0 0 1,563.7914
C_31 Fibronectin FINC_BOVIN 272,146 3 3 4 4.52% GLAFTDVDVDSIK 1729 1741 56.8 28.2 44.2 2 0 0 1,379.7055
C_31 Fibronectin FINC_BOVIN 272,146 3 3 4 4.52% SYTITGLQPGTDYK 1959 1972 60.9 26.6 50.7 2 0 0 1,543.7641
C_31 Fibronectin FINC_BOVIN 272,146 3 3 4 4.52% SSPVVIDASTAIDAPSNLR 1984 2002 53.7 27.6 43.0 2 0 0 1,912.9975
C_31 Fibronectin FINC_BOVIN 272,146 3 3 4 4.52% VPGTSASATLTGLTR 2242 2256 67.0 27.8 61.6 2 0 0 1,431.7803
C_31 Fibronectin FINC_BOVIN 272,146 3 3 4 4.52% RPGAEPGNEGSTAHSYNQYSQR 2427 2448 27.1 25.0 24.0 0 0 1 2,406.0817
C_32 Fibronectin FINC_BOVIN 272,146 5 5 7 6.46% HYQINQQWER 59 68 32.7 25.1 14.7 2 2 0 1,401.6658
C_32 Fibronectin FINC_BOVIN 272,146 5 5 7 6.46% VDVIPVNLPGEHGQR 940 954 33.9 27.9 0.0 2 0 0 1,629.8709
C_32 Fibronectin FINC_BOVIN 272,146 5 5 7 6.46% QYNVGPAASQYPLR 1042 1055 61.5 28.1 55.1 2 0 0 1,563.7914
C_32 Fibronectin FINC_BOVIN 272,146 5 5 7 6.46% NLQPGSEYAVSLVAVK 1056 1071 41.5 28.1 35.8 2 0 0 1,674.9061
C_32 Fibronectin FINC_BOVIN 272,146 5 5 7 6.46% TEIDKPSQMQVTDVQDNSISVR 1632 1653 47.2 26.4 37.5 0 1 0 2,506.2093
C_32 Fibronectin FINC_BOVIN 272,146 5 5 7 6.46% GLAFTDVDVDSIK 1729 1741 78.4 28.4 66.6 2 0 0 1,379.7055
C_32 Fibronectin FINC_BOVIN 272,146 5 5 7 6.46% SYTITGLQPGTDYK 1959 1972 76.4 26.7 67.8 2 0 0 1,543.7641
C_32 Fibronectin FINC_BOVIN 272,146 5 5 7 6.46% SSPVVIDASTAIDAPSNLR 1984 2002 65.9 27.8 61.0 2 0 0 1,912.9975
C_32 Fibronectin FINC_BOVIN 272,146 5 5 7 6.46% VPGTSASATLTGLTR 2242 2256 69.0 27.9 66.0 1 0 0 1,431.7803
C_32 Fibronectin FINC_BOVIN 272,146 5 5 7 6.46% RPGAEPGNEGSTAHSYNQYSQR 2427 2448 20.9 25.0 13.5 0 0 1 2,406.0817
H_20 Fibronectin FINC_BOVIN 272,146 2 2 4 3.19% HYQINQQWER 59 68 21.6 25.3 16.1 0 1 0 1,401.6658
H_20 Fibronectin FINC_BOVIN 272,146 2 2 4 3.19% GDSPASSKPVSINYR 1617 1631 25.3 28.2 15.9 0 2 0 1,577.7918
H_20 Fibronectin FINC_BOVIN 272,146 2 2 4 3.19% WLPSSSPVTGYR 1654 1665 28.7 27.9 27.0 1 0 0 1,349.6848
H_20 Fibronectin FINC_BOVIN 272,146 2 2 4 3.19% GLAFTDVDVDSIK 1729 1741 57.7 28.1 45.1 2 0 0 1,379.7055
H_20 Fibronectin FINC_BOVIN 272,146 2 2 4 3.19% SYTITGLQPGTDYK 1959 1972 52.5 26.5 44.9 1 0 0 1,543.7641
H_20 Fibronectin FINC_BOVIN 272,146 2 2 4 3.19% VPGTSASATLTGLTR 2242 2256 68.5 27.8 63.5 2 0 0 1,431.7803
H_21 Fibronectin FINC_BOVIN 272,146 3 3 5 5.33% HYQINQQWER 59 68 34.0 25.4 27.8 0 2 0 1,401.6658
H_21 Fibronectin FINC_BOVIN 272,146 3 3 5 5.33% GNLLQCICTGNGR 254 266 47.6 25.8 40.2 2 0 0 1,462.6892
H_21 Fibronectin FINC_BOVIN 272,146 3 3 5 5.33% HTSLQTTSAGSGSFTDVR 274 291 54.0 26.5 52.5 0 2 0 1,851.8832
H_21 Fibronectin FINC_BOVIN 272,146 3 3 5 5.33% QDGHLWCSTTSNYEQDQK 381 398 16.3 25.0 12.8 0 1 0 2,196.9253
H_21 Fibronectin FINC_BOVIN 272,146 3 3 5 5.33% EATIPGHLNSYTIK 657 670 29.1 27.6 24.4 1 0 0 1,543.8116
H_21 Fibronectin FINC_BOVIN 272,146 3 3 5 5.33% VDVIPVNLPGEHGQR 940 954 45.7 27.8 0.0 2 2 0 1,629.8709
H_21 Fibronectin FINC_BOVIN 272,146 3 3 5 5.33% NLQPGSEYAVSLVAVK 1056 1071 38.7 27.7 32.0 1 0 0 1,674.9061
H_21 Fibronectin FINC_BOVIN 272,146 3 3 5 5.33% GLAFTDVDVDSIK 1729 1741 69.6 28.1 59.5 2 0 0 1,379.7055
H_21 Fibronectin FINC_BOVIN 272,146 3 3 5 5.33% VPGTSASATLTGLTR 2242 2256 80.2 28.0 71.8 2 0 0 1,431.7803
H_22 Fibronectin FINC_BOVIN 272,146 3 3 6 5.69% HYQINQQWER 59 68 36.3 25.4 28.9 0 2 0 1,401.6658
H_22 Fibronectin FINC_BOVIN 272,146 3 3 6 5.69% GNLLQCICTGNGR 254 266 21.3 25.5 20.5 0 2 0 1,462.6892
H_22 Fibronectin FINC_BOVIN 272,146 3 3 6 5.69% QDGHLWCSTTSNYEQDQK 381 398 47.5 25.0 47.5 0 2 0 2,196.9253
H_22 Fibronectin FINC_BOVIN 272,146 3 3 6 5.69% WKCDPVDQCQDSETR 554 568 35.9 25.0 35.9 0 2 0 1,923.7963
H_22 Fibronectin FINC_BOVIN 272,146 3 3 6 5.69% EATIPGHLNSYTIK 657 670 42.6 27.6 35.0 2 0 0 1,543.8116
H_22 Fibronectin FINC_BOVIN 272,146 3 3 6 5.69% VDVIPVNLPGEHGQR 940 954 45.4 27.8 0.0 2 2 0 1,629.8709
H_22 Fibronectin FINC_BOVIN 272,146 3 3 6 5.69% NLQPGSEYAVSLVAVK 1056 1071 63.5 28.1 52.3 2 0 0 1,674.9061
H_22 Fibronectin FINC_BOVIN 272,146 3 3 6 5.69% WLPSSSPVTGYR 1654 1665 32.0 28.3 29.7 1 0 0 1,349.6848
H_22 Fibronectin FINC_BOVIN 272,146 3 3 6 5.69% GLAFTDVDVDSIK 1729 1741 75.8 28.1 58.9 2 0 0 1,379.7055
H_22 Fibronectin FINC_BOVIN 272,146 3 3 6 5.69% VPGTSASATLTGLTR 2242 2256 78.5 27.7 69.4 2 0 0 1,431.7803
H_23 Fibronectin FINC_BOVIN 272,146 4 6 9 5.73% HYQINQQWER 59 68 41.1 25.4 26.2 2 2 0 1,401.6658
H_23 Fibronectin FINC_BOVIN 272,146 4 6 9 5.73% HTSLQTTSAGSGSFTDVR 274 291 40.5 26.5 37.5 1 2 0 1,851.8832
H_23 Fibronectin FINC_BOVIN 272,146 4 6 9 5.73% QDGHLWCSTTSNYEQDQK 381 398 46.3 25.0 46.3 0 2 0 2,196.9253
H_23 Fibronectin FINC_BOVIN 272,146 4 6 9 5.73% EATIPGHLNSYTIK 657 670 37.2 27.5 34.2 2 0 0 1,543.8116
H_23 Fibronectin FINC_BOVIN 272,146 4 6 9 5.73% VDVIPVNLPGEHGQR 940 954 62.5 27.7 0.0 2 2 0 1,629.8709
H_23 Fibronectin FINC_BOVIN 272,146 4 6 9 5.73% NLQPGSEYAVSLVAVK 1056 1071 42.8 28.0 25.9 1 0 0 1,674.9061
H_23 Fibronectin FINC_BOVIN 272,146 4 6 9 5.73% GDSPASSKPVSINYR 1617 1631 56.0 28.2 55.6 1 2 0 1,577.7918
H_23 Fibronectin FINC_BOVIN 272,146 4 6 9 5.73% WLPSSSPVTGYR 1654 1665 21.9 28.2 15.6 1 0 0 1,349.6848
H_23 Fibronectin FINC_BOVIN 272,146 4 6 9 5.73% YEVSVYALK 1880 1888 21.3 26.9 19.9 1 0 0 1,071.5720
H_23 Fibronectin FINC_BOVIN 272,146 4 6 9 5.73% VPGTSASATLTGLTR 2242 2256 100.0 27.9 91.6 2 0 0 1,431.7803
H_24 Fibronectin FINC_BOVIN 272,146 4 4 5 5.41% HYQINQQWER 59 68 35.8 25.3 27.8 2 2 0 1,401.6658
H_24 Fibronectin FINC_BOVIN 272,146 4 4 5 5.41% GNLLQCICTGNGR 254 266 46.0 25.5 42.8 2 0 0 1,462.6892
H_24 Fibronectin FINC_BOVIN 272,146 4 4 5 5.41% WKCDPVDQCQDSETR 554 568 31.1 25.0 26.6 0 1 0 1,923.7963
H_24 Fibronectin FINC_BOVIN 272,146 4 4 5 5.41% VDVIPVNLPGEHGQR 940 954 30.5 27.8 0.0 0 2 0 1,629.8709
H_24 Fibronectin FINC_BOVIN 272,146 4 4 5 5.41% NLQPGSEYAVSLVAVK 1056 1071 23.5 27.6 14.7 1 0 0 1,674.9061
H_24 Fibronectin FINC_BOVIN 272,146 4 4 5 5.41% STTPDITGYR 1199 1208 45.5 25.1 31.3 1 0 0 1,110.5427
H_24 Fibronectin FINC_BOVIN 272,146 4 4 5 5.41% GDSPASSKPVSINYR 1617 1631 39.7 28.0 34.2 0 1 0 1,577.7918
H_24 Fibronectin FINC_BOVIN 272,146 4 4 5 5.41% WLPSSSPVTGYR 1654 1665 30.8 27.8 29.4 1 0 0 1,349.6848
H_24 Fibronectin FINC_BOVIN 272,146 4 4 5 5.41% GLAFTDVDVDSIK 1729 1741 86.8 28.1 77.8 2 0 0 1,379.7055
H_24 Fibronectin FINC_BOVIN 272,146 4 4 5 5.41% VPGTSASATLTGLTR 2242 2256 93.7 27.9 86.8 2 0 0 1,431.7803
I_16 Fibronectin FINC_BOVIN 272,146 2 2 2 2.87% GNLLQCICTGNGR 254 266 53.2 25.4 53.0 2 0 0 1,462.6892
I_16 Fibronectin FINC_BOVIN 272,146 2 2 2 2.87% HTSLQTTSAGSGSFTDVR 274 291 31.6 26.5 31.3 0 1 0 1,851.8832
I_16 Fibronectin FINC_BOVIN 272,146 2 2 2 2.87% GDSPASSKPVSINYR 1617 1631 19.4 28.0 15.4 0 1 0 1,577.7918
I_16 Fibronectin FINC_BOVIN 272,146 2 2 2 2.87% WLPSSSPVTGYR 1654 1665 23.2 28.0 17.9 1 0 0 1,349.6848
I_16 Fibronectin FINC_BOVIN 272,146 2 2 2 2.87% GLAFTDVDVDSIK 1729 1741 67.8 28.5 56.5 2 0 0 1,379.7055
I_20 Fibronectin FINC_BOVIN 272,146 2 2 3 4.12% HYQINQQWER 59 68 21.7 25.1 15.8 0 2 0 1,401.6658
I_20 Fibronectin FINC_BOVIN 272,146 2 2 3 4.12% GNLLQCICTGNGR 254 266 49.5 25.5 47.1 2 0 0 1,462.6892
I_20 Fibronectin FINC_BOVIN 272,146 2 2 3 4.12% HTSLQTTSAGSGSFTDVR 274 291 51.3 26.6 44.3 0 2 0 1,851.8832
I_20 Fibronectin FINC_BOVIN 272,146 2 2 3 4.12% EATIPGHLNSYTIK 657 670 21.8 28.1 13.8 1 0 0 1,543.8116
I_20 Fibronectin FINC_BOVIN 272,146 2 2 3 4.12% GDSPASSKPVSINYR 1617 1631 22.3 28.0 17.0 0 1 0 1,577.7918



I_20 Fibronectin FINC_BOVIN 272,146 2 2 3 4.12% GLAFTDVDVDSIK 1729 1741 86.9 28.1 72.8 2 0 0 1,379.7055
I_20 Fibronectin FINC_BOVIN 272,146 2 2 3 4.12% SSPVVIDASTAIDAPSNLR 1984 2002 62.0 27.8 51.4 2 0 0 1,912.9975
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% HYQINQQWER 59 68 33.5 25.3 28.0 0 2 0 1,401.6658
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% TYLGSALVCTCYGGSR 69 84 35.2 25.0 35.2 1 0 0 1,764.8045
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% DSMIWDCTCIGAGR 118 131 55.1 25.0 53.8 2 0 0 1,657.6770
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% GNLLQCICTGNGR 254 266 53.3 25.7 53.3 2 0 0 1,462.6892
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% HTSLQTTSAGSGSFTDVR 274 291 49.4 26.8 45.2 1 0 0 1,851.8832
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% QDGHLWCSTTSNYEQDQK 381 398 57.1 25.0 52.6 0 2 0 2,196.9253
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% WKCDPVDQCQDSETR 554 568 39.6 25.0 33.1 0 2 0 1,923.7963
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% TFYQIGDSWEK 569 579 29.9 25.0 9.6 2 0 0 1,373.6373
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% EATIPGHLNSYTIK 657 670 31.0 27.9 27.7 2 0 0 1,543.8116
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% VDVIPVNLPGEHGQR 940 954 41.2 27.8 0.0 2 2 0 1,629.8709
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% NLQPGSEYAVSLVAVK 1056 1071 29.1 28.1 22.6 2 0 0 1,674.9061
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% EESLPLVGQQSTVSDVPR 1527 1544 38.7 27.7 32.9 1 0 0 1,940.9925
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% GDSPASSKPVSINYR 1617 1631 26.7 28.2 14.2 1 1 0 1,577.7918
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% WLPSSSPVTGYR 1654 1665 34.0 28.0 31.3 1 0 0 1,349.6848
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% GLAFTDVDVDSIK 1729 1741 89.2 28.4 72.0 2 0 0 1,379.7055
I_21 Fibronectin FINC_BOVIN 272,146 8 9 13 9.40% VPGTSASATLTGLTR 2242 2256 69.7 27.9 57.8 2 0 0 1,431.7803
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% HYQINQQWER 59 68 39.3 25.3 27.5 0 2 0 1,401.6658
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% TYLGSALVCTCYGGSR 69 84 62.5 25.0 57.9 1 0 0 1,764.8045
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% GFNCESKPEPEETCFDK 85 101 27.6 25.0 26.8 0 1 0 2,073.8531
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% DSMIWDCTCIGAGR 118 131 50.6 25.0 50.6 2 0 0 1,657.6770
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% GNLLQCICTGNGR 254 266 15.6 25.5 7.3 0 1 0 1,462.6892
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% HTSLQTTSAGSGSFTDVR 274 291 57.4 26.7 56.2 2 0 0 1,851.8832
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% QDGHLWCSTTSNYEQDQK 381 398 32.4 25.0 32.4 0 2 0 2,196.9253
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% WKCDPVDQCQDSETR 554 568 27.3 25.0 27.3 0 2 0 1,923.7963
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% EATIPGHLNSYTIK 657 670 31.7 27.6 22.6 2 0 0 1,543.8116
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% VDVIPVNLPGEHGQR 940 954 42.3 27.8 0.0 2 1 0 1,629.8709
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% QYNVGPAASQYPLR 1042 1055 47.5 28.4 37.7 2 0 0 1,563.7914
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% NLQPGSEYAVSLVAVK 1056 1071 34.1 28.2 24.5 2 0 0 1,674.9061
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% GDSPASSKPVSINYR 1617 1631 41.9 28.4 41.7 2 0 0 1,577.7918
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% GLAFTDVDVDSIK 1729 1741 80.1 28.4 69.8 2 0 0 1,379.7055
I_22 Fibronectin FINC_BOVIN 272,146 7 7 12 9.16% SSPVVIDASTAIDAPSNLR 1984 2002 67.0 27.3 61.0 1 0 0 1,912.9975
J_17 Fibronectin FINC_BOVIN 272,146 2 2 4 2.46% GNLLQCICTGNGR 254 266 60.6 26.4 53.9 2 0 0 1,462.6892
J_17 Fibronectin FINC_BOVIN 272,146 2 2 4 2.46% HTSLQTTSAGSGSFTDVR 274 291 53.2 27.0 44.8 0 2 0 1,851.8832
J_17 Fibronectin FINC_BOVIN 272,146 2 2 4 2.46% VDVIPVNLPGEHGQR 940 954 37.4 27.8 0.0 1 0 0 1,629.8709
J_17 Fibronectin FINC_BOVIN 272,146 2 2 4 2.46% GDSPASSKPVSINYR 1617 1631 38.5 27.8 24.1 0 2 0 1,577.7918
J_18 Fibronectin FINC_BOVIN 272,146 2 2 2 1.86% GNLLQCICTGNGR 254 266 50.5 26.4 48.1 2 0 0 1,462.6892
J_18 Fibronectin FINC_BOVIN 272,146 2 2 2 1.86% HTSLQTTSAGSGSFTDVR 274 291 25.0 27.1 19.2 0 1 0 1,851.8832
J_18 Fibronectin FINC_BOVIN 272,146 2 2 2 1.86% VPGTSASATLTGLTR 2242 2256 51.1 27.6 45.0 1 0 0 1,431.7803
J_19 Fibronectin FINC_BOVIN 272,146 2 2 4 3.31% HYQINQQWER 59 68 26.2 25.9 17.0 0 1 0 1,401.6658
J_19 Fibronectin FINC_BOVIN 272,146 2 2 4 3.31% GNLLQCICTGNGR 254 266 58.9 25.9 57.7 2 0 0 1,462.6892
J_19 Fibronectin FINC_BOVIN 272,146 2 2 4 3.31% HTSLQTTSAGSGSFTDVR 274 291 30.2 27.0 26.4 0 2 0 1,851.8832
J_19 Fibronectin FINC_BOVIN 272,146 2 2 4 3.31% DLQFVEVTDVK 913 923 84.1 28.2 61.0 2 0 0 1,292.6734
J_19 Fibronectin FINC_BOVIN 272,146 2 2 4 3.31% VDVIPVNLPGEHGQR 940 954 42.2 27.7 0.0 2 0 0 1,629.8709
J_19 Fibronectin FINC_BOVIN 272,146 2 2 4 3.31% GDSPASSKPVSINYR 1617 1631 24.5 28.0 15.9 0 2 0 1,577.7918
J_20 Fibronectin FINC_BOVIN 272,146 3 3 6 4.12% GNLLQCICTGNGR 254 266 63.6 26.4 63.6 2 0 0 1,462.6892
J_20 Fibronectin FINC_BOVIN 272,146 3 3 6 4.12% HTSLQTTSAGSGSFTDVR 274 291 31.6 27.1 22.2 0 2 0 1,851.8832
J_20 Fibronectin FINC_BOVIN 272,146 3 3 6 4.12% YSFCTDHTVLVQTR 399 412 23.4 26.5 10.0 0 1 0 1,726.8218
J_20 Fibronectin FINC_BOVIN 272,146 3 3 6 4.12% VDVIPVNLPGEHGQR 940 954 34.6 27.8 0.0 2 0 0 1,629.8709
J_20 Fibronectin FINC_BOVIN 272,146 3 3 6 4.12% GDSPASSKPVSINYR 1617 1631 28.3 28.1 23.0 0 2 0 1,577.7918
J_20 Fibronectin FINC_BOVIN 272,146 3 3 6 4.12% WLPSSSPVTGYR 1654 1665 29.6 27.8 27.2 2 0 0 1,349.6848
J_20 Fibronectin FINC_BOVIN 272,146 3 3 6 4.12% VPGTSASATLTGLTR 2242 2256 63.6 27.6 63.6 2 0 0 1,431.7803
J_21 Fibronectin FINC_BOVIN 272,146 5 7 12 5.77% HYQINQQWER 59 68 40.3 25.7 30.9 0 2 0 1,401.6658
J_21 Fibronectin FINC_BOVIN 272,146 5 7 12 5.77% GFNCESKPEPEETCFDK 85 101 28.9 25.0 28.9 0 2 0 2,073.8531
J_21 Fibronectin FINC_BOVIN 272,146 5 7 12 5.77% GNLLQCICTGNGR 254 266 63.7 26.2 59.5 2 0 0 1,462.6892
J_21 Fibronectin FINC_BOVIN 272,146 5 7 12 5.77% HTSLQTTSAGSGSFTDVR 274 291 55.2 26.9 53.4 1 2 0 1,851.8832
J_21 Fibronectin FINC_BOVIN 272,146 5 7 12 5.77% EATIPGHLNSYTIK 657 670 29.2 27.7 25.5 1 0 0 1,543.8116
J_21 Fibronectin FINC_BOVIN 272,146 5 7 12 5.77% DLQFVEVTDVK 913 923 70.3 28.2 57.8 2 0 0 1,292.6734
J_21 Fibronectin FINC_BOVIN 272,146 5 7 12 5.77% VDVIPVNLPGEHGQR 940 954 56.7 27.8 0.0 2 0 0 1,629.8709
J_21 Fibronectin FINC_BOVIN 272,146 5 7 12 5.77% QYNVGPAASQYPLR 1042 1055 62.3 28.4 59.3 2 0 0 1,563.7914
J_21 Fibronectin FINC_BOVIN 272,146 5 7 12 5.77% NLQPGSEYAVSLVAVK 1056 1071 50.4 27.5 41.3 2 0 0 1,674.9061
J_21 Fibronectin FINC_BOVIN 272,146 5 7 12 5.77% GDSPASSKPVSINYR 1617 1631 53.8 28.1 51.4 1 2 0 1,577.7918
J_22 Fibronectin FINC_BOVIN 272,146 4 5 8 6.90% HYQINQQWER 59 68 22.3 25.7 13.0 0 1 0 1,401.6658
J_22 Fibronectin FINC_BOVIN 272,146 4 5 8 6.90% GNLLQCICTGNGR 254 266 56.3 26.4 43.6 2 1 0 1,462.6892
J_22 Fibronectin FINC_BOVIN 272,146 4 5 8 6.90% HTSLQTTSAGSGSFTDVR 274 291 66.0 27.0 54.5 2 0 0 1,851.8832
J_22 Fibronectin FINC_BOVIN 272,146 4 5 8 6.90% QDGHLWCSTTSNYEQDQK 381 398 43.9 25.0 41.6 0 2 0 2,196.9253
J_22 Fibronectin FINC_BOVIN 272,146 4 5 8 6.90% YSFCTDHTVLVQTR 399 412 30.7 26.6 25.8 0 2 0 1,726.8218
J_22 Fibronectin FINC_BOVIN 272,146 4 5 8 6.90% VDVIPVNLPGEHGQR 940 954 54.6 27.8 0.0 2 1 0 1,629.8709
J_22 Fibronectin FINC_BOVIN 272,146 4 5 8 6.90% QYNVGPAASQYPLR 1042 1055 42.0 28.2 35.8 2 0 0 1,563.7914
J_22 Fibronectin FINC_BOVIN 272,146 4 5 8 6.90% GDSPASSKPVSINYR 1617 1631 55.2 28.0 49.2 1 2 0 1,577.7918
J_22 Fibronectin FINC_BOVIN 272,146 4 5 8 6.90% WLPSSSPVTGYR 1654 1665 32.7 27.8 26.5 1 0 0 1,349.6848
J_22 Fibronectin FINC_BOVIN 272,146 4 5 8 6.90% GLAFTDVDVDSIK 1729 1741 87.4 28.0 65.7 2 0 0 1,379.7055
J_22 Fibronectin FINC_BOVIN 272,146 4 5 8 6.90% SYTITGLQPGTDYK 1959 1972 66.0 27.1 60.5 1 0 0 1,543.7641
J_22 Fibronectin FINC_BOVIN 272,146 4 5 8 6.90% VPGTSASATLTGLTR 2242 2256 34.1 28.1 26.8 1 0 0 1,431.7803
J_24 Fibronectin FINC_BOVIN 272,146 4 4 7 4.24% HYQINQQWER 59 68 27.2 25.1 23.5 1 2 0 1,401.6658
J_24 Fibronectin FINC_BOVIN 272,146 4 4 7 4.24% GNLLQCICTGNGR 254 266 42.2 25.8 38.8 2 0 0 1,462.6892
J_24 Fibronectin FINC_BOVIN 272,146 4 4 7 4.24% QYNVGPAASQYPLR 1042 1055 51.9 28.2 38.5 2 0 0 1,563.7914
J_24 Fibronectin FINC_BOVIN 272,146 4 4 7 4.24% GDSPASSKPVSINYR 1617 1631 43.2 27.9 40.2 0 1 0 1,577.7918
J_24 Fibronectin FINC_BOVIN 272,146 4 4 7 4.24% WLPSSSPVTGYR 1654 1665 30.5 27.4 24.0 1 0 0 1,349.6848
J_24 Fibronectin FINC_BOVIN 272,146 4 4 7 4.24% IAWESPQGQVSR 1742 1753 43.4 27.1 37.5 2 0 0 1,357.6859
J_24 Fibronectin FINC_BOVIN 272,146 4 4 7 4.24% VPGTSASATLTGLTR 2242 2256 38.3 28.3 38.0 2 0 0 1,431.7803
J_24 Fibronectin FINC_BOVIN 272,146 4 4 7 4.24% LSCQCLGFGSGHFR 2323 2336 24.2 25.0 21.1 0 2 0 1,625.7313
K_16 Fibronectin FINC_BOVIN 272,146 2 2 3 3.51% GNLLQCICTGNGR 254 266 53.2 25.8 53.2 2 0 0 1,462.6892
K_16 Fibronectin FINC_BOVIN 272,146 2 2 3 3.51% HTSLQTTSAGSGSFTDVR 274 291 18.8 26.7 17.5 0 1 0 1,851.8832
K_16 Fibronectin FINC_BOVIN 272,146 2 2 3 3.51% VDVIPVNLPGEHGQR 940 954 41.1 27.8 0.0 2 0 0 1,629.8709
K_16 Fibronectin FINC_BOVIN 272,146 2 2 3 3.51% IAWESPQGQVSR 1742 1753 49.2 27.4 42.8 2 0 0 1,357.6859
K_16 Fibronectin FINC_BOVIN 272,146 2 2 3 3.51% SYTITGLQPGTDYK 1959 1972 76.2 26.4 69.7 1 0 0 1,543.7641
K_16 Fibronectin FINC_BOVIN 272,146 2 2 3 3.51% VPGTSASATLTGLTR 2242 2256 93.6 28.0 88.7 2 0 0 1,431.7803
K_19 Fibronectin FINC_BOVIN 272,146 4 4 6 3.31% HTSLQTTSAGSGSFTDVR 274 291 58.4 26.7 56.9 0 2 0 1,851.8832
K_19 Fibronectin FINC_BOVIN 272,146 4 4 6 3.31% DLQFVEVTDVK 913 923 67.3 28.2 51.2 2 0 0 1,292.6734
K_19 Fibronectin FINC_BOVIN 272,146 4 4 6 3.31% GDSPASSKPVSINYR 1617 1631 62.0 28.2 54.3 0 1 0 1,577.7918
K_19 Fibronectin FINC_BOVIN 272,146 4 4 6 3.31% WLPSSSPVTGYR 1654 1665 27.0 27.4 23.2 2 0 0 1,349.6848
K_19 Fibronectin FINC_BOVIN 272,146 4 4 6 3.31% IHLYTLNDNAR 1973 1983 27.4 28.0 27.4 1 0 0 1,329.6910
K_19 Fibronectin FINC_BOVIN 272,146 4 4 6 3.31% VPGTSASATLTGLTR 2242 2256 81.7 28.0 77.4 2 0 0 1,431.7803
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% HYQINQQWER 59 68 16.1 25.4 9.7 0 1 0 1,401.6658
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% GNLLQCICTGNGR 254 266 42.7 25.4 42.7 2 0 0 1,462.6892
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% HTSLQTTSAGSGSFTDVR 274 291 50.0 27.0 47.1 2 2 0 1,851.8832
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% QDGHLWCSTTSNYEQDQK 381 398 40.7 25.0 40.7 0 2 0 2,196.9253
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% YSFCTDHTVLVQTR 399 412 30.8 26.5 25.7 0 2 0 1,726.8218
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% EATIPGHLNSYTIK 657 670 29.3 27.5 19.7 1 0 0 1,543.8116
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% DLQFVEVTDVK 913 923 64.5 28.2 50.9 1 0 0 1,292.6734
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% VDVIPVNLPGEHGQR 940 954 32.6 27.7 0.0 0 2 0 1,629.8709
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% QYNVGPAASQYPLR 1042 1055 47.8 28.3 37.2 2 0 0 1,563.7914
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% NLQPGSEYAVSLVAVK 1056 1071 43.6 27.6 41.2 2 0 0 1,674.9061
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% EESLPLVGQQSTVSDVPR 1527 1544 57.0 27.8 57.0 2 0 0 1,940.9925
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% GDSPASSKPVSINYR 1617 1631 35.1 28.2 29.4 1 1 0 1,577.7918
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% IAWESPQGQVSR 1742 1753 35.9 27.1 27.9 1 0 0 1,357.6859
K_21 Fibronectin FINC_BOVIN 272,146 5 7 12 8.35% SSPVVIDASTAIDAPSNLR 1984 2002 70.4 27.4 64.8 1 0 0 1,912.9975
K_22 Fibronectin FINC_BOVIN 272,146 4 5 8 5.85% HYQINQQWER 59 68 33.5 25.2 27.3 0 2 0 1,401.6658
K_22 Fibronectin FINC_BOVIN 272,146 4 5 8 5.85% HTSLQTTSAGSGSFTDVR 274 291 48.8 27.0 46.3 2 0 0 1,851.8832
K_22 Fibronectin FINC_BOVIN 272,146 4 5 8 5.85% QDGHLWCSTTSNYEQDQK 381 398 29.3 25.0 28.4 0 2 0 2,196.9253



K_22 Fibronectin FINC_BOVIN 272,146 4 5 8 5.85% YSFCTDHTVLVQTR 399 412 22.2 26.5 17.2 0 1 0 1,726.8218
K_22 Fibronectin FINC_BOVIN 272,146 4 5 8 5.85% WKCDPVDQCQDSETR 554 568 41.0 25.0 39.9 0 2 0 1,923.7963
K_22 Fibronectin FINC_BOVIN 272,146 4 5 8 5.85% EATIPGHLNSYTIK 657 670 32.5 27.7 30.7 2 0 0 1,543.8116
K_22 Fibronectin FINC_BOVIN 272,146 4 5 8 5.85% VDVIPVNLPGEHGQR 940 954 56.1 27.7 0.0 2 2 0 1,629.8709
K_22 Fibronectin FINC_BOVIN 272,146 4 5 8 5.85% QYNVGPAASQYPLR 1042 1055 34.4 28.1 27.1 1 0 0 1,563.7914
K_22 Fibronectin FINC_BOVIN 272,146 4 5 8 5.85% WLPSSSPVTGYR 1654 1665 24.2 27.4 16.7 1 0 0 1,349.6848
K_22 Fibronectin FINC_BOVIN 272,146 4 5 8 5.85% VPGTSASATLTGLTR 2242 2256 67.7 28.0 67.7 2 1 0 1,431.7803
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% HYQINQQWER 59 68 36.7 25.4 28.4 1 2 0 1,401.6658
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% TYLGSALVCTCYGGSR 69 84 57.8 25.0 57.8 2 0 0 1,764.8045
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% DSMIWDCTCIGAGR 118 131 35.3 25.0 35.3 1 0 0 1,657.6770
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% HTSLQTTSAGSGSFTDVR 274 291 55.5 26.9 50.5 2 2 0 1,851.8832
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% QDGHLWCSTTSNYEQDQK 381 398 69.9 25.0 69.6 1 2 0 2,196.9253
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% YSFCTDHTVLVQTR 399 412 53.4 26.2 44.4 1 2 0 1,726.8218
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% EATIPGHLNSYTIK 657 670 37.9 27.5 30.2 2 0 0 1,543.8116
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% DLQFVEVTDVK 913 923 84.4 28.5 71.8 2 0 0 1,292.6734
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% VDVIPVNLPGEHGQR 940 954 54.0 27.7 0.0 2 2 0 1,629.8709
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% QYNVGPAASQYPLR 1042 1055 61.3 28.3 55.2 2 0 0 1,563.7914
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% NLQPGSEYAVSLVAVK 1056 1071 56.7 27.6 48.2 2 0 0 1,674.9061
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% EESLPLVGQQSTVSDVPR 1527 1544 64.2 27.7 59.8 2 0 0 1,940.9925
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% GDSPASSKPVSINYR 1617 1631 32.6 28.3 28.6 2 0 0 1,577.7918
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% WLPSSSPVTGYR 1654 1665 36.9 27.8 33.8 2 0 0 1,349.6848
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% GLAFTDVDVDSIK 1729 1741 81.0 28.2 65.4 2 0 0 1,379.7055
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% IAWESPQGQVSR 1742 1753 77.8 26.9 72.8 2 0 0 1,357.6859
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% YEVSVYALK 1880 1888 26.5 26.5 25.2 1 0 0 1,071.5720
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% SYTITGLQPGTDYK 1959 1972 48.7 26.6 39.2 2 0 0 1,543.7641
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% SSPVVIDASTAIDAPSNLR 1984 2002 76.4 27.4 68.4 2 0 0 1,912.9975
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% VPGTSASATLTGLTR 2242 2256 47.2 27.7 32.7 0 1 0 1,431.7803
K_23 Fibronectin FINC_BOVIN 272,146 8 9 17 12.10% LSCQCLGFGSGHFR 2323 2336 48.2 25.0 48.2 0 2 0 1,625.7313
K_24 Fibronectin FINC_BOVIN 272,146 4 5 7 6.50% GNLLQCICTGNGR 254 266 47.0 25.5 47.0 2 0 0 1,462.6892
K_24 Fibronectin FINC_BOVIN 272,146 4 5 7 6.50% QDGHLWCSTTSNYEQDQK 381 398 36.2 25.0 36.2 0 2 0 2,196.9253
K_24 Fibronectin FINC_BOVIN 272,146 4 5 7 6.50% WKCDPVDQCQDSETR 554 568 19.8 25.0 18.6 0 1 0 1,923.7963
K_24 Fibronectin FINC_BOVIN 272,146 4 5 7 6.50% EATIPGHLNSYTIK 657 670 34.6 27.6 23.0 2 0 0 1,543.8116
K_24 Fibronectin FINC_BOVIN 272,146 4 5 7 6.50% DLQFVEVTDVK 913 923 55.9 28.5 42.2 2 0 0 1,292.6734
K_24 Fibronectin FINC_BOVIN 272,146 4 5 7 6.50% VDVIPVNLPGEHGQR 940 954 52.7 27.7 0.0 2 0 0 1,629.8709
K_24 Fibronectin FINC_BOVIN 272,146 4 5 7 6.50% NLQPGSEYAVSLVAVK 1056 1071 35.9 28.1 25.1 2 0 0 1,674.9061
K_24 Fibronectin FINC_BOVIN 272,146 4 5 7 6.50% GDSPASSKPVSINYR 1617 1631 33.1 28.3 25.9 1 1 0 1,577.7918
K_24 Fibronectin FINC_BOVIN 272,146 4 5 7 6.50% WLPSSSPVTGYR 1654 1665 25.3 27.8 23.9 1 0 0 1,349.6848
K_24 Fibronectin FINC_BOVIN 272,146 4 5 7 6.50% VPGTSASATLTGLTR 2242 2256 90.0 28.0 85.8 2 0 0 1,431.7803
K_24 Fibronectin FINC_BOVIN 272,146 4 5 7 6.50% QGENGQMMSCTCLGNGK 2359 2375 26.2 25.0 26.2 1 0 0 1,871.7506
L_16 Fibronectin FINC_BOVIN 272,146 2 2 4 2.22% NLQPGSEYAVSLVAVK 1056 1071 59.5 27.5 52.6 2 0 0 1,674.9061
L_16 Fibronectin FINC_BOVIN 272,146 2 2 4 2.22% STTPDITGYR 1199 1208 29.0 25.6 13.3 1 0 0 1,110.5427
L_16 Fibronectin FINC_BOVIN 272,146 2 2 4 2.22% VTDATETTITISWR 1914 1927 58.6 28.0 47.8 2 0 0 1,593.8120
L_16 Fibronectin FINC_BOVIN 272,146 2 2 4 2.22% VPGTSASATLTGLTR 2242 2256 70.5 28.0 64.5 2 0 0 1,431.7803
M_16 Fibronectin FINC_BOVIN 272,146 6 6 8 6.01% GNLLQCICTGNGR 254 266 50.4 25.6 50.4 2 0 0 1,462.6892
M_16 Fibronectin FINC_BOVIN 272,146 6 6 8 6.01% VDVIPVNLPGEHGQR 940 954 28.9 27.7 0.0 0 1 0 1,629.8709
M_16 Fibronectin FINC_BOVIN 272,146 6 6 8 6.01% QYNVGPAASQYPLR 1042 1055 50.2 28.5 49.5 1 0 0 1,563.7914
M_16 Fibronectin FINC_BOVIN 272,146 6 6 8 6.01% NLQPGSEYAVSLVAVK 1056 1071 49.3 27.7 39.8 1 0 0 1,674.9061
M_16 Fibronectin FINC_BOVIN 272,146 6 6 8 6.01% FTNVGPDTMR 1367 1376 21.8 25.0 16.6 1 0 0 1,153.5308
M_16 Fibronectin FINC_BOVIN 272,146 6 6 8 6.01% GDSPASSKPVSINYR 1617 1631 32.6 28.2 21.4 0 1 0 1,577.7918
M_16 Fibronectin FINC_BOVIN 272,146 6 6 8 6.01% WLPSSSPVTGYR 1654 1665 28.9 27.8 24.5 2 0 0 1,349.6848
M_16 Fibronectin FINC_BOVIN 272,146 6 6 8 6.01% GLAFTDVDVDSIK 1729 1741 84.0 28.5 66.5 2 0 0 1,379.7055
M_16 Fibronectin FINC_BOVIN 272,146 6 6 8 6.01% VTDATETTITISWR 1914 1927 61.0 28.1 45.8 2 0 0 1,593.8120
M_16 Fibronectin FINC_BOVIN 272,146 6 6 8 6.01% VPGTSASATLTGLTR 2242 2256 88.6 28.0 80.7 2 0 0 1,431.7803
M_16 Fibronectin FINC_BOVIN 272,146 6 6 8 6.01% GATYNIIVEAVK 2257 2268 40.2 27.1 36.4 2 0 0 1,277.7100
N_15 Fibronectin FINC_BOVIN 272,146 3 3 6 6.26% HYQINQQWER 59 68 21.4 25.7 15.8 0 1 0 1,401.6658
N_15 Fibronectin FINC_BOVIN 272,146 3 3 6 6.26% DSMIWDCTCIGAGR 118 131 69.2 25.0 61.8 1 0 0 1,657.6770
N_15 Fibronectin FINC_BOVIN 272,146 3 3 6 6.26% GNLLQCICTGNGR 254 266 42.2 26.0 41.0 2 0 0 1,462.6892
N_15 Fibronectin FINC_BOVIN 272,146 3 3 6 6.26% QDGHLWCSTTSNYEQDQK 381 398 20.8 25.0 19.2 0 1 0 2,196.9253
N_15 Fibronectin FINC_BOVIN 272,146 3 3 6 6.26% YSFCTDHTVLVQTR 399 412 34.8 26.2 32.0 0 2 0 1,726.8218
N_15 Fibronectin FINC_BOVIN 272,146 3 3 6 6.26% VDVIPVNLPGEHGQR 940 954 34.5 27.7 0.0 0 2 0 1,629.8709
N_15 Fibronectin FINC_BOVIN 272,146 3 3 6 6.26% QYNVGPAASQYPLR 1042 1055 45.1 28.5 38.8 2 0 0 1,563.7914
N_15 Fibronectin FINC_BOVIN 272,146 3 3 6 6.26% NLQPGSEYAVSLVAVK 1056 1071 56.2 27.6 48.0 2 0 0 1,674.9061
N_15 Fibronectin FINC_BOVIN 272,146 3 3 6 6.26% GDSPASSKPVSINYR 1617 1631 27.8 28.1 24.5 0 2 0 1,577.7918
N_15 Fibronectin FINC_BOVIN 272,146 3 3 6 6.26% WLPSSSPVTGYR 1654 1665 33.6 27.8 24.0 2 0 0 1,349.6848
N_15 Fibronectin FINC_BOVIN 272,146 3 3 6 6.26% VTDATETTITISWR 1914 1927 50.9 28.5 35.4 2 0 0 1,593.8120
N_16 Fibronectin FINC_BOVIN 272,146 4 4 7 6.94% HYQINQQWER 59 68 35.0 25.8 23.4 2 2 0 1,401.6658
N_16 Fibronectin FINC_BOVIN 272,146 4 4 7 6.94% GNLLQCICTGNGR 254 266 54.4 25.9 48.1 2 0 0 1,462.6892
N_16 Fibronectin FINC_BOVIN 272,146 4 4 7 6.94% WCGTTQNYDADQK 446 458 32.9 25.0 32.9 2 0 0 1,586.6542
N_16 Fibronectin FINC_BOVIN 272,146 4 4 7 6.94% EATIPGHLNSYTIK 657 670 29.5 27.5 24.6 1 0 0 1,543.8116
N_16 Fibronectin FINC_BOVIN 272,146 4 4 7 6.94% VDVIPVNLPGEHGQR 940 954 32.7 27.7 0.0 1 0 0 1,629.8709
N_16 Fibronectin FINC_BOVIN 272,146 4 4 7 6.94% QYNVGPAASQYPLR 1042 1055 41.4 28.5 32.3 1 0 0 1,563.7914
N_16 Fibronectin FINC_BOVIN 272,146 4 4 7 6.94% WLPSSSPVTGYR 1654 1665 36.0 27.9 25.6 2 0 0 1,349.6848
N_16 Fibronectin FINC_BOVIN 272,146 4 4 7 6.94% GLAFTDVDVDSIK 1729 1741 74.8 28.3 60.4 2 0 0 1,379.7055
N_16 Fibronectin FINC_BOVIN 272,146 4 4 7 6.94% SSPVVIDASTAIDAPSNLR 1984 2002 80.4 27.5 68.9 2 0 0 1,912.9975
N_16 Fibronectin FINC_BOVIN 272,146 4 4 7 6.94% VPGTSASATLTGLTR 2242 2256 86.7 28.1 81.2 2 0 0 1,431.7803
N_16 Fibronectin FINC_BOVIN 272,146 4 4 7 6.94% GATYNIIVEAVK 2257 2268 53.1 27.0 41.6 2 0 0 1,277.7100
N_16 Fibronectin FINC_BOVIN 272,146 4 4 7 6.94% RPGAEPGNEGSTAHSYNQYSQR 2427 2448 53.0 25.0 49.5 0 0 2 2,406.0817
P_15 Fibronectin FINC_BOVIN 272,146 3 3 3 2.62% TFYSCTTEGR 371 380 25.6 25.0 25.6 2 0 0 1,221.5205
P_15 Fibronectin FINC_BOVIN 272,146 3 3 3 2.62% LGVRPSQGGEAPR 1118 1130 26.5 26.6 14.2 1 0 0 1,323.7129
P_15 Fibronectin FINC_BOVIN 272,146 3 3 3 2.62% GDSPASSKPVSINYR 1617 1631 30.8 28.2 29.1 0 1 0 1,577.7918
P_15 Fibronectin FINC_BOVIN 272,146 3 3 3 2.62% VPGTSASATLTGLTR 2242 2256 62.0 27.8 62.0 1 0 0 1,431.7803
P_15 Fibronectin FINC_BOVIN 272,146 3 3 3 2.62% GATYNIIVEAVK 2257 2268 32.1 27.0 24.3 1 0 0 1,277.7100
P_16 Fibronectin FINC_BOVIN 272,146 4 4 6 4.52% GNLLQCICTGNGR 254 266 44.8 25.9 41.1 2 0 0 1,462.6892
P_16 Fibronectin FINC_BOVIN 272,146 4 4 6 4.52% TFYSCTTEGR 371 380 22.5 25.0 22.5 1 0 0 1,221.5205
P_16 Fibronectin FINC_BOVIN 272,146 4 4 6 4.52% YSFCTDHTVLVQTR 399 412 31.1 26.7 31.1 0 2 0 1,726.8218
P_16 Fibronectin FINC_BOVIN 272,146 4 4 6 4.52% QYNVGPAASQYPLR 1042 1055 52.9 28.1 42.8 2 0 0 1,563.7914
P_16 Fibronectin FINC_BOVIN 272,146 4 4 6 4.52% FTNVGPDTMR 1367 1376 27.5 25.2 27.2 1 0 0 1,153.5308
P_16 Fibronectin FINC_BOVIN 272,146 4 4 6 4.52% GDSPASSKPVSINYR 1617 1631 40.6 28.1 40.5 0 2 0 1,577.7918
P_16 Fibronectin FINC_BOVIN 272,146 4 4 6 4.52% TEIDKPSQMQVTDVQDNSISVR 1632 1653 36.7 26.5 36.7 0 1 0 2,506.2093
P_16 Fibronectin FINC_BOVIN 272,146 4 4 6 4.52% SYTITGLQPGTDYK 1959 1972 72.0 26.6 64.5 2 0 0 1,543.7641
Q_15 Fibronectin FINC_BOVIN 272,146 3 3 5 3.79% GNLLQCICTGNGR 254 266 45.8 26.4 45.8 1 0 0 1,462.6892
Q_15 Fibronectin FINC_BOVIN 272,146 3 3 5 3.79% WCGTTQNYDADQK 446 458 29.7 25.0 29.7 1 0 0 1,586.6542
Q_15 Fibronectin FINC_BOVIN 272,146 3 3 5 3.79% NLQPGSEYAVSLVAVK 1056 1071 60.3 27.8 54.4 1 0 0 1,674.9061
Q_15 Fibronectin FINC_BOVIN 272,146 3 3 5 3.79% STTPDITGYR 1199 1208 29.5 26.0 13.5 1 0 0 1,110.5427
Q_15 Fibronectin FINC_BOVIN 272,146 3 3 5 3.79% GDSPASSKPVSINYR 1617 1631 38.0 28.2 35.0 0 2 0 1,577.7918
Q_15 Fibronectin FINC_BOVIN 272,146 3 3 5 3.79% WLPSSSPVTGYR 1654 1665 23.6 27.7 17.2 1 0 0 1,349.6848
Q_15 Fibronectin FINC_BOVIN 272,146 3 3 5 3.79% VPGTSASATLTGLTR 2242 2256 70.4 28.1 63.4 2 0 0 1,431.7803
Q_16 Fibronectin FINC_BOVIN 272,146 5 5 8 6.13% HYQINQQWER 59 68 32.7 26.2 26.8 1 0 0 1,401.6658
Q_16 Fibronectin FINC_BOVIN 272,146 5 5 8 6.13% GNLLQCICTGNGR 254 266 42.4 25.9 37.7 2 0 0 1,462.6892
Q_16 Fibronectin FINC_BOVIN 272,146 5 5 8 6.13% VDVIPVNLPGEHGQR 940 954 24.7 27.7 0.0 0 1 0 1,629.8709
Q_16 Fibronectin FINC_BOVIN 272,146 5 5 8 6.13% QYNVGPAASQYPLR 1042 1055 40.3 28.5 35.1 1 0 0 1,563.7914
Q_16 Fibronectin FINC_BOVIN 272,146 5 5 8 6.13% NLQPGSEYAVSLVAVK 1056 1071 56.8 27.4 48.2 2 0 0 1,674.9061
Q_16 Fibronectin FINC_BOVIN 272,146 5 5 8 6.13% GDSPASSKPVSINYR 1617 1631 41.8 28.4 37.9 0 1 0 1,577.7918
Q_16 Fibronectin FINC_BOVIN 272,146 5 5 8 6.13% WLPSSSPVTGYR 1654 1665 37.7 27.9 30.1 2 0 0 1,349.6848
Q_16 Fibronectin FINC_BOVIN 272,146 5 5 8 6.13% VTDATETTITISWR 1914 1927 64.5 28.1 54.7 2 0 0 1,593.8120
Q_16 Fibronectin FINC_BOVIN 272,146 5 5 8 6.13% VPGTSASATLTGLTR 2242 2256 80.2 28.0 72.7 2 0 0 1,431.7803
Q_16 Fibronectin FINC_BOVIN 272,146 5 5 8 6.13% GATYNIIVEAVK 2257 2268 53.5 27.0 41.3 2 0 0 1,277.7100
Q_16 Fibronectin FINC_BOVIN 272,146 5 5 8 6.13% EYLGAICSCTCFGGQR 2403 2418 65.8 25.0 65.8 1 0 0 1,878.7933
A_19 Fibronectin FINC_HUMAN 262,617 2 2 4 1.05% SYTITGLQPGTDYK 1867 1880 52.1 26.1 46.8 2 0 0 1,543.7641
A_19 Fibronectin FINC_HUMAN 262,617 2 2 4 1.05% IYLYTLNDNAR 1881 1891 52.3 26.9 30.9 2 0 0 1,355.6954
A_20 Fibronectin FINC_HUMAN 262,617 5 5 7 2.64% FTNIGPDTMR 1275 1284 29.1 25.0 25.4 1 0 0 1,167.5465
A_20 Fibronectin FINC_HUMAN 262,617 5 5 7 2.64% GLAFTDVDVDSIK 1637 1649 41.5 28.5 29.0 1 0 0 1,379.7055



A_20 Fibronectin FINC_HUMAN 262,617 5 5 7 2.64% SYTITGLQPGTDYK 1867 1880 24.6 26.6 13.0 1 0 0 1,543.7641
A_20 Fibronectin FINC_HUMAN 262,617 5 5 7 2.64% IYLYTLNDNAR 1881 1891 52.2 27.0 31.5 2 0 0 1,355.6954
A_20 Fibronectin FINC_HUMAN 262,617 5 5 7 2.64% VPGTSTSATLTGLTR 2150 2164 67.0 27.1 62.5 2 0 0 1,461.7909
A_21 Fibronectin FINC_HUMAN 262,617 6 6 10 3.77% HTSVQTTSSGSGPFTDVR 273 290 22.9 26.3 22.9 0 2 0 1,863.8832
A_21 Fibronectin FINC_HUMAN 262,617 6 6 10 3.77% GLAFTDVDVDSIK 1637 1649 63.3 28.5 48.0 2 0 0 1,379.7055
A_21 Fibronectin FINC_HUMAN 262,617 6 6 10 3.77% IAWESPQGQVSR 1650 1661 41.0 26.9 29.1 1 0 0 1,357.6859
A_21 Fibronectin FINC_HUMAN 262,617 6 6 10 3.77% SYTITGLQPGTDYK 1867 1880 44.5 26.4 38.0 2 0 0 1,543.7641
A_21 Fibronectin FINC_HUMAN 262,617 6 6 10 3.77% IYLYTLNDNAR 1881 1891 61.1 27.4 38.8 2 0 0 1,355.6954
A_21 Fibronectin FINC_HUMAN 262,617 6 6 10 3.77% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 49.7 25.0 49.7 0 1 0 2,396.0863
A_22 Fibronectin FINC_HUMAN 262,617 2 2 4 1.09% IYLYTLNDNAR 1881 1891 36.5 27.0 15.3 2 0 0 1,355.6954
A_22 Fibronectin FINC_HUMAN 262,617 2 2 4 1.09% VPGTSTSATLTGLTR 2150 2164 57.0 27.1 44.5 2 0 0 1,461.7909
A_23 Fibronectin FINC_HUMAN 262,617 6 6 10 3.19% DLQFVEVTDVK 912 922 76.7 28.2 58.1 2 0 0 1,292.6734
A_23 Fibronectin FINC_HUMAN 262,617 6 6 10 3.19% VDVIPVNLPGEHGQR 939 953 31.8 27.8 0.0 2 0 0 1,629.8709
A_23 Fibronectin FINC_HUMAN 262,617 6 6 10 3.19% GLAFTDVDVDSIK 1637 1649 40.0 28.1 31.1 1 0 0 1,379.7055
A_23 Fibronectin FINC_HUMAN 262,617 6 6 10 3.19% IAWESPQGQVSR 1650 1661 36.6 27.0 28.7 1 0 0 1,357.6859
A_23 Fibronectin FINC_HUMAN 262,617 6 6 10 3.19% SYTITGLQPGTDYK 1867 1880 43.6 26.4 32.8 2 0 0 1,543.7641
A_23 Fibronectin FINC_HUMAN 262,617 6 6 10 3.19% IYLYTLNDNAR 1881 1891 48.1 27.4 24.4 2 0 0 1,355.6954
A_24 Fibronectin FINC_HUMAN 262,617 6 6 10 3.14% FTNIGPDTMR 1275 1284 21.9 25.0 11.7 1 0 0 1,167.5465
A_24 Fibronectin FINC_HUMAN 262,617 6 6 10 3.14% GLAFTDVDVDSIK 1637 1649 61.9 28.5 51.4 1 0 0 1,379.7055
A_24 Fibronectin FINC_HUMAN 262,617 6 6 10 3.14% IAWESPQGQVSR 1650 1661 45.0 26.7 37.5 2 0 0 1,357.6859
A_24 Fibronectin FINC_HUMAN 262,617 6 6 10 3.14% SYTITGLQPGTDYK 1867 1880 54.8 26.6 52.0 2 0 0 1,543.7641
A_24 Fibronectin FINC_HUMAN 262,617 6 6 10 3.14% IYLYTLNDNAR 1881 1891 48.0 27.6 30.4 2 0 0 1,355.6954
A_24 Fibronectin FINC_HUMAN 262,617 6 6 10 3.14% VPGTSTSATLTGLTR 2150 2164 92.1 27.1 80.7 2 0 0 1,461.7909
A_25 Fibronectin FINC_HUMAN 262,617 11 12 19 6.41% HYQINQQWER 58 67 21.2 25.0 18.1 1 0 0 1,401.6658
A_25 Fibronectin FINC_HUMAN 262,617 11 12 19 6.41% HTSVQTTSSGSGPFTDVR 273 290 47.8 26.2 45.4 0 2 0 1,863.8832
A_25 Fibronectin FINC_HUMAN 262,617 11 12 19 6.41% WCGTTQNYDADQK 445 457 59.3 25.0 52.5 1 0 0 1,586.6542
A_25 Fibronectin FINC_HUMAN 262,617 11 12 19 6.41% VDVIPVNLPGEHGQR 939 953 49.9 27.9 0.0 2 0 0 1,629.8709
A_25 Fibronectin FINC_HUMAN 262,617 11 12 19 6.41% FTNIGPDTMR 1275 1284 28.3 25.0 26.4 2 0 0 1,167.5465
A_25 Fibronectin FINC_HUMAN 262,617 11 12 19 6.41% GDSPASSKPISINYR 1525 1539 36.1 28.5 36.1 1 1 0 1,591.8075
A_25 Fibronectin FINC_HUMAN 262,617 11 12 19 6.41% TEIDKPSQMQVTDVQDNSISVK 1540 1561 39.6 26.5 35.7 0 2 0 2,478.2032
A_25 Fibronectin FINC_HUMAN 262,617 11 12 19 6.41% GLAFTDVDVDSIK 1637 1649 62.3 28.5 48.8 2 0 0 1,379.7055
A_25 Fibronectin FINC_HUMAN 262,617 11 12 19 6.41% IAWESPQGQVSR 1650 1661 64.7 27.0 57.9 1 0 0 1,357.6859
A_25 Fibronectin FINC_HUMAN 262,617 11 12 19 6.41% SYTITGLQPGTDYK 1867 1880 60.2 26.1 57.8 2 0 0 1,543.7641
A_25 Fibronectin FINC_HUMAN 262,617 11 12 19 6.41% IYLYTLNDNAR 1881 1891 58.7 27.1 34.7 2 0 0 1,355.6954
A_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.12% HYQINQQWER 58 67 25.3 25.1 15.7 1 2 0 1,401.6658
A_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.12% HTSVQTTSSGSGPFTDVR 273 290 40.1 26.4 31.3 0 2 0 1,863.8832
A_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.12% TFYSCTTEGR 370 379 22.1 25.0 22.1 1 0 0 1,221.5205
A_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.12% WCGTTQNYDADQK 445 457 24.5 25.0 20.5 1 0 0 1,586.6542
A_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.12% EATIPGHLNSYTIK 656 669 20.6 28.0 11.7 2 0 0 1,543.8116
A_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.12% WSRPQAPITGYR 831 842 25.4 28.5 15.3 0 1 0 1,431.7492
A_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.12% VDVIPVNLPGEHGQR 939 953 37.6 27.8 0.0 2 0 0 1,629.8709
A_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.12% GDSPASSKPISINYR 1525 1539 38.6 28.5 37.8 2 2 0 1,591.8075
A_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.12% GLAFTDVDVDSIK 1637 1649 63.0 28.1 52.4 2 0 0 1,379.7055
A_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.12% IAWESPQGQVSR 1650 1661 44.2 27.2 35.0 1 0 0 1,357.6859
A_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.12% SYTITGLQPGTDYK 1867 1880 40.6 26.1 33.5 2 0 0 1,543.7641
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% HYQINQQWER 58 67 42.4 25.2 28.4 0 2 0 1,401.6658
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% GFNCESKPEAEETCFDK 84 100 28.4 25.0 28.4 0 2 0 2,047.8374
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% GEWTCKPIAEK 175 185 31.5 26.9 9.4 2 0 0 1,318.6462
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% HTSVQTTSSGSGPFTDVR 273 290 71.6 26.4 66.9 2 2 0 1,863.8832
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% TFYSCTTEGR 370 379 23.8 25.0 23.8 1 0 0 1,221.5205
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% QDGHLWCSTTSNYEQDQK 380 397 42.7 25.0 33.8 0 2 0 2,196.9253
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% YSFCTDHTVLVQTR 398 411 35.8 26.5 32.1 0 2 0 1,726.8218
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% WCGTTQNYDADQK 445 457 30.4 25.0 25.7 2 0 0 1,586.6542
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% EATIPGHLNSYTIK 656 669 27.2 28.0 19.6 2 0 0 1,543.8116
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% WSRPQAPITGYR 831 842 47.0 28.3 32.3 0 2 0 1,431.7492
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% DLQFVEVTDVK 912 922 88.1 28.5 73.1 2 0 0 1,292.6734
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% VDVIPVNLPGEHGQR 939 953 41.2 27.8 0.0 2 0 0 1,629.8709
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% FTNIGPDTMR 1275 1284 26.1 25.4 19.2 1 0 0 1,167.5465
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% EESPLLIGQQSTVSDVPR 1435 1452 53.2 27.6 47.1 2 0 0 1,955.0082
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% GDSPASSKPISINYR 1525 1539 26.5 28.3 26.2 1 2 0 1,591.8075
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% TEIDKPSQMQVTDVQDNSISVK 1540 1561 55.8 26.6 45.2 0 2 0 2,478.2032
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% GLAFTDVDVDSIK 1637 1649 60.9 27.9 49.6 2 0 0 1,379.7055
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% IAWESPQGQVSR 1650 1661 39.0 26.9 34.0 2 0 0 1,357.6859
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% SYTITGLQPGTDYK 1867 1880 45.8 26.6 37.8 2 0 0 1,543.7641
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% IYLYTLNDNAR 1881 1891 53.7 26.9 26.4 2 0 0 1,355.6954
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% SSPVVIDASTAIDAPSNLR 1892 1910 64.4 27.6 56.5 2 0 0 1,912.9975
A_27 Fibronectin FINC_HUMAN 262,617 22 24 45 13.40% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 83.1 25.0 80.0 0 2 0 2,396.0863
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% HYQINQQWER 58 67 48.5 25.0 36.7 2 2 0 1,401.6658
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% HTSVQTTSSGSGPFTDVR 273 290 70.9 26.1 68.1 2 1 0 1,863.8832
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% TFYSCTTEGR 370 379 23.4 25.0 23.4 1 0 0 1,221.5205
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% QDGHLWCSTTSNYEQDQK 380 397 47.7 25.0 47.5 0 2 0 2,196.9253
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% YSFCTDHTVLVQTR 398 411 20.6 26.2 17.4 0 1 0 1,726.8218
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% WCGTTQNYDADQK 445 457 53.8 25.0 46.8 2 0 0 1,586.6542
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% EATIPGHLNSYTIK 656 669 42.5 27.8 37.1 2 0 0 1,543.8116
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% DLQFVEVTDVK 912 922 73.9 28.1 59.4 2 0 0 1,292.6734
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% VDVIPVNLPGEHGQR 939 953 46.4 27.9 0.0 2 0 0 1,629.8709
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% FTNIGPDTMR 1275 1284 22.9 25.0 20.5 1 0 0 1,167.5465
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% EESPLLIGQQSTVSDVPR 1435 1452 42.4 27.8 34.8 2 0 0 1,955.0082
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% GDSPASSKPISINYR 1525 1539 42.0 28.5 41.1 2 0 0 1,591.8075
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% TEIDKPSQMQVTDVQDNSISVK 1540 1561 49.7 26.5 47.2 0 2 0 2,478.2032
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% GLAFTDVDVDSIK 1637 1649 73.1 28.3 55.0 2 0 0 1,379.7055
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% IAWESPQGQVSR 1650 1661 71.4 26.7 62.8 2 0 0 1,357.6859
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% YEVSVYALK 1788 1796 27.0 27.1 27.0 1 0 0 1,071.5720
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% SYTITGLQPGTDYK 1867 1880 71.6 26.1 66.3 2 0 0 1,543.7641
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% IYLYTLNDNAR 1881 1891 60.7 26.9 36.9 2 0 0 1,355.6954
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% VPGTSTSATLTGLTR 2150 2164 70.3 27.1 67.2 2 0 0 1,461.7909
A_28 Fibronectin FINC_HUMAN 262,617 20 22 39 11.90% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 71.6 25.0 71.5 0 2 0 2,396.0863
A_29 Fibronectin FINC_HUMAN 262,617 8 9 15 4.23% HYQINQQWER 58 67 29.6 25.0 18.1 1 2 0 1,401.6658
A_29 Fibronectin FINC_HUMAN 262,617 8 9 15 4.23% HTSVQTTSSGSGPFTDVR 273 290 52.4 26.1 47.1 0 2 0 1,863.8832
A_29 Fibronectin FINC_HUMAN 262,617 8 9 15 4.23% WCGTTQNYDADQK 445 457 21.7 25.0 17.8 1 0 0 1,586.6542
A_29 Fibronectin FINC_HUMAN 262,617 8 9 15 4.23% STTPDITGYR 1198 1207 37.0 25.1 20.4 1 0 0 1,110.5427
A_29 Fibronectin FINC_HUMAN 262,617 8 9 15 4.23% GLAFTDVDVDSIK 1637 1649 44.8 28.5 35.8 2 0 0 1,379.7055
A_29 Fibronectin FINC_HUMAN 262,617 8 9 15 4.23% IAWESPQGQVSR 1650 1661 41.3 26.7 30.0 2 0 0 1,357.6859
A_29 Fibronectin FINC_HUMAN 262,617 8 9 15 4.23% SYTITGLQPGTDYK 1867 1880 56.5 26.4 47.9 2 0 0 1,543.7641
A_29 Fibronectin FINC_HUMAN 262,617 8 9 15 4.23% IYLYTLNDNAR 1881 1891 58.0 27.4 35.9 2 0 0 1,355.6954
A_30 Fibronectin FINC_HUMAN 262,617 2 2 3 0.96% WSRPQAPITGYR 831 842 18.0 28.3 13.9 0 1 0 1,431.7492
A_30 Fibronectin FINC_HUMAN 262,617 2 2 3 0.96% IYLYTLNDNAR 1881 1891 47.3 27.4 24.2 2 0 0 1,355.6954
A_31 Fibronectin FINC_HUMAN 262,617 4 4 4 2.10% HYQINQQWER 58 67 17.1 25.0 13.6 0 1 0 1,401.6658
A_31 Fibronectin FINC_HUMAN 262,617 4 4 4 2.10% SYTITGLQPGTDYK 1867 1880 49.1 26.4 39.9 1 0 0 1,543.7641
A_31 Fibronectin FINC_HUMAN 262,617 4 4 4 2.10% IYLYTLNDNAR 1881 1891 30.7 26.9 17.5 1 0 0 1,355.6954
A_31 Fibronectin FINC_HUMAN 262,617 4 4 4 2.10% VPGTSTSATLTGLTR 2150 2164 73.9 27.1 71.2 1 0 0 1,461.7909
A_32 Fibronectin FINC_HUMAN 262,617 3 3 5 1.63% FTNIGPDTMR 1275 1284 36.8 25.0 28.1 1 0 0 1,167.5465
A_32 Fibronectin FINC_HUMAN 262,617 3 3 5 1.63% SYTITGLQPGTDYK 1867 1880 29.3 26.7 23.0 2 0 0 1,543.7641
A_32 Fibronectin FINC_HUMAN 262,617 3 3 5 1.63% VPGTSTSATLTGLTR 2150 2164 75.9 27.1 71.9 2 0 0 1,461.7909
B_19 Fibronectin FINC_HUMAN 262,617 4 4 8 2.22% GLAFTDVDVDSIK 1637 1649 42.2 28.5 30.1 2 0 0 1,379.7055
B_19 Fibronectin FINC_HUMAN 262,617 4 4 8 2.22% SYTITGLQPGTDYK 1867 1880 60.2 26.4 55.1 2 0 0 1,543.7641
B_19 Fibronectin FINC_HUMAN 262,617 4 4 8 2.22% IYLYTLNDNAR 1881 1891 51.8 27.4 35.1 2 0 0 1,355.6954
B_19 Fibronectin FINC_HUMAN 262,617 4 4 8 2.22% VPGTSTSATLTGLTR 2150 2164 60.5 27.1 52.4 2 0 0 1,461.7909
B_20 Fibronectin FINC_HUMAN 262,617 4 4 7 2.22% GLAFTDVDVDSIK 1637 1649 48.2 28.3 39.2 2 0 0 1,379.7055
B_20 Fibronectin FINC_HUMAN 262,617 4 4 7 2.22% SYTITGLQPGTDYK 1867 1880 52.3 26.4 44.7 2 0 0 1,543.7641
B_20 Fibronectin FINC_HUMAN 262,617 4 4 7 2.22% IYLYTLNDNAR 1881 1891 38.6 26.9 7.1 2 0 0 1,355.6954
B_20 Fibronectin FINC_HUMAN 262,617 4 4 7 2.22% VPGTSTSATLTGLTR 2150 2164 68.3 27.6 68.1 1 0 0 1,461.7909



B_21 Fibronectin FINC_HUMAN 262,617 6 6 11 3.48% HTSVQTTSSGSGPFTDVR 273 290 29.2 26.4 22.7 0 1 0 1,863.8832
B_21 Fibronectin FINC_HUMAN 262,617 6 6 11 3.48% GLAFTDVDVDSIK 1637 1649 73.0 28.1 61.6 2 0 0 1,379.7055
B_21 Fibronectin FINC_HUMAN 262,617 6 6 11 3.48% IAWESPQGQVSR 1650 1661 36.8 26.9 26.4 2 0 0 1,357.6859
B_21 Fibronectin FINC_HUMAN 262,617 6 6 11 3.48% SYTITGLQPGTDYK 1867 1880 39.5 26.4 37.3 2 0 0 1,543.7641
B_21 Fibronectin FINC_HUMAN 262,617 6 6 11 3.48% IYLYTLNDNAR 1881 1891 51.4 26.9 26.2 2 0 0 1,355.6954
B_21 Fibronectin FINC_HUMAN 262,617 6 6 11 3.48% VPGTSTSATLTGLTR 2150 2164 63.0 27.4 55.8 2 0 0 1,461.7909
B_22 Fibronectin FINC_HUMAN 262,617 4 4 7 2.26% WSRPQAPITGYR 831 842 28.7 28.6 23.7 0 2 0 1,431.7492
B_22 Fibronectin FINC_HUMAN 262,617 4 4 7 2.26% VDVIPVNLPGEHGQR 939 953 28.7 27.8 0.0 0 2 0 1,629.8709
B_22 Fibronectin FINC_HUMAN 262,617 4 4 7 2.26% GLAFTDVDVDSIK 1637 1649 45.8 28.3 30.2 1 0 0 1,379.7055
B_22 Fibronectin FINC_HUMAN 262,617 4 4 7 2.26% SYTITGLQPGTDYK 1867 1880 41.8 26.3 32.8 2 0 0 1,543.7641
B_23 Fibronectin FINC_HUMAN 262,617 6 6 9 3.48% HTSVQTTSSGSGPFTDVR 273 290 26.7 26.4 20.3 0 2 0 1,863.8832
B_23 Fibronectin FINC_HUMAN 262,617 6 6 9 3.48% WSRPQAPITGYR 831 842 24.8 28.6 16.8 0 1 0 1,431.7492
B_23 Fibronectin FINC_HUMAN 262,617 6 6 9 3.48% VDVIPVNLPGEHGQR 939 953 30.9 27.8 0.0 0 2 0 1,629.8709
B_23 Fibronectin FINC_HUMAN 262,617 6 6 9 3.48% GLAFTDVDVDSIK 1637 1649 46.8 28.5 40.3 1 0 0 1,379.7055
B_23 Fibronectin FINC_HUMAN 262,617 6 6 9 3.48% SYTITGLQPGTDYK 1867 1880 40.9 26.4 37.1 1 0 0 1,543.7641
B_23 Fibronectin FINC_HUMAN 262,617 6 6 9 3.48% IYLYTLNDNAR 1881 1891 43.8 27.4 20.2 2 0 0 1,355.6954
B_24 Fibronectin FINC_HUMAN 262,617 8 8 12 4.40% HTSVQTTSSGSGPFTDVR 273 290 25.8 26.4 21.6 0 1 0 1,863.8832
B_24 Fibronectin FINC_HUMAN 262,617 8 8 12 4.40% WSRPQAPITGYR 831 842 21.9 28.4 20.4 0 1 0 1,431.7492
B_24 Fibronectin FINC_HUMAN 262,617 8 8 12 4.40% FTNIGPDTMR 1275 1284 26.0 25.0 21.4 1 0 0 1,167.5465
B_24 Fibronectin FINC_HUMAN 262,617 8 8 12 4.40% GDSPASSKPISINYR 1525 1539 22.5 28.7 17.0 1 0 0 1,591.8075
B_24 Fibronectin FINC_HUMAN 262,617 8 8 12 4.40% GLAFTDVDVDSIK 1637 1649 54.7 27.9 44.8 2 0 0 1,379.7055
B_24 Fibronectin FINC_HUMAN 262,617 8 8 12 4.40% IAWESPQGQVSR 1650 1661 41.1 27.4 32.8 2 0 0 1,357.6859
B_24 Fibronectin FINC_HUMAN 262,617 8 8 12 4.40% SYTITGLQPGTDYK 1867 1880 47.4 26.6 35.5 2 0 0 1,543.7641
B_24 Fibronectin FINC_HUMAN 262,617 8 8 12 4.40% IYLYTLNDNAR 1881 1891 57.0 27.4 34.4 2 0 0 1,355.6954
B_25 Fibronectin FINC_HUMAN 262,617 12 13 23 7.17% HYQINQQWER 58 67 26.7 25.2 19.0 0 2 0 1,401.6658
B_25 Fibronectin FINC_HUMAN 262,617 12 13 23 7.17% GFNCESKPEAEETCFDK 84 100 28.7 25.0 28.7 0 1 0 2,047.8374
B_25 Fibronectin FINC_HUMAN 262,617 12 13 23 7.17% HTSVQTTSSGSGPFTDVR 273 290 30.0 26.3 27.6 0 2 0 1,863.8832
B_25 Fibronectin FINC_HUMAN 262,617 12 13 23 7.17% YSFCTDHTVLVQTR 398 411 24.8 26.1 21.2 0 1 0 1,726.8218
B_25 Fibronectin FINC_HUMAN 262,617 12 13 23 7.17% VDVIPVNLPGEHGQR 939 953 45.7 27.7 0.0 2 2 0 1,629.8709
B_25 Fibronectin FINC_HUMAN 262,617 12 13 23 7.17% FTNIGPDTMR 1275 1284 22.7 25.1 22.6 2 0 0 1,167.5465
B_25 Fibronectin FINC_HUMAN 262,617 12 13 23 7.17% GDSPASSKPISINYR 1525 1539 24.0 28.5 21.0 1 0 0 1,591.8075
B_25 Fibronectin FINC_HUMAN 262,617 12 13 23 7.17% TEIDKPSQMQVTDVQDNSISVK 1540 1561 37.5 26.6 30.3 0 2 0 2,478.2032
B_25 Fibronectin FINC_HUMAN 262,617 12 13 23 7.17% GLAFTDVDVDSIK 1637 1649 55.8 28.1 48.0 2 0 0 1,379.7055
B_25 Fibronectin FINC_HUMAN 262,617 12 13 23 7.17% IAWESPQGQVSR 1650 1661 52.6 26.9 44.5 2 0 0 1,357.6859
B_25 Fibronectin FINC_HUMAN 262,617 12 13 23 7.17% SYTITGLQPGTDYK 1867 1880 53.2 26.6 46.3 2 0 0 1,543.7641
B_25 Fibronectin FINC_HUMAN 262,617 12 13 23 7.17% IYLYTLNDNAR 1881 1891 48.7 26.9 23.4 2 0 0 1,355.6954
B_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.62% HYQINQQWER 58 67 29.4 25.4 20.9 1 2 0 1,401.6658
B_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.62% HTSVQTTSSGSGPFTDVR 273 290 40.5 26.4 39.8 0 2 0 1,863.8832
B_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.62% EATIPGHLNSYTIK 656 669 34.7 27.8 32.8 1 0 0 1,543.8116
B_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.62% VDVIPVNLPGEHGQR 939 953 28.9 27.8 0.0 0 2 0 1,629.8709
B_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.62% FTNIGPDTMR 1275 1284 27.3 25.1 27.3 2 0 0 1,167.5465
B_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.62% GDSPASSKPISINYR 1525 1539 24.3 28.5 21.8 1 1 0 1,591.8075
B_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.62% GLAFTDVDVDSIK 1637 1649 64.4 28.3 53.8 2 0 0 1,379.7055
B_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.62% IAWESPQGQVSR 1650 1661 39.2 27.1 32.7 2 0 0 1,357.6859
B_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.62% SYTITGLQPGTDYK 1867 1880 47.6 26.3 40.5 2 0 0 1,543.7641
B_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.62% VPGTSTSATLTGLTR 2150 2164 62.1 27.5 60.4 2 0 0 1,461.7909
B_26 Fibronectin FINC_HUMAN 262,617 11 13 21 6.62% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 45.8 25.0 41.0 0 1 0 2,396.0863
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% HYQINQQWER 58 67 42.0 25.4 35.8 0 2 0 1,401.6658
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% GFNCESKPEAEETCFDK 84 100 47.8 25.0 47.8 0 2 0 2,047.8374
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% HTSVQTTSSGSGPFTDVR 273 290 78.8 26.4 73.5 2 2 0 1,863.8832
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% TFYSCTTEGR 370 379 22.4 25.0 22.4 1 0 0 1,221.5205
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% QDGHLWCSTTSNYEQDQK 380 397 55.8 25.0 55.2 0 2 0 2,196.9253
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% YSFCTDHTVLVQTR 398 411 21.8 26.4 15.9 0 2 0 1,726.8218
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% WCGTTQNYDADQK 445 457 35.5 25.0 22.5 1 0 0 1,586.6542
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% EATIPGHLNSYTIK 656 669 38.0 27.5 34.0 2 0 0 1,543.8116
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% WSRPQAPITGYR 831 842 26.6 28.6 21.4 0 2 0 1,431.7492
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% VDVIPVNLPGEHGQR 939 953 51.2 27.7 0.0 2 2 0 1,629.8709
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% FTNIGPDTMR 1275 1284 25.9 25.1 23.0 1 0 0 1,167.5465
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% EESPLLIGQQSTVSDVPR 1435 1452 47.6 27.6 46.1 2 0 0 1,955.0082
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% GDSPASSKPISINYR 1525 1539 46.6 28.5 45.8 2 2 0 1,591.8075
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% TEIDKPSQMQVTDVQDNSISVK 1540 1561 52.5 26.5 41.5 0 2 0 2,478.2032
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% GLAFTDVDVDSIK 1637 1649 71.7 28.5 61.5 2 0 0 1,379.7055
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% IAWESPQGQVSR 1650 1661 31.8 27.0 29.1 1 0 0 1,357.6859
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% SYTITGLQPGTDYK 1867 1880 66.8 26.6 58.1 2 0 0 1,543.7641
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% IYLYTLNDNAR 1881 1891 63.4 27.4 40.4 2 0 0 1,355.6954
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% VPGTSTSATLTGLTR 2150 2164 75.1 27.4 62.2 2 0 0 1,461.7909
B_27 Fibronectin FINC_HUMAN 262,617 20 23 42 12.30% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 71.5 25.0 71.4 0 2 0 2,396.0863
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% HYQINQQWER 58 67 42.0 25.1 31.7 2 2 0 1,401.6658
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% HTSVQTTSSGSGPFTDVR 273 290 64.5 26.4 64.5 2 2 0 1,863.8832
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% TFYSCTTEGR 370 379 18.1 25.0 18.1 1 0 0 1,221.5205
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% QDGHLWCSTTSNYEQDQK 380 397 41.5 25.0 41.4 0 2 0 2,196.9253
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% YSFCTDHTVLVQTR 398 411 33.2 26.1 28.4 0 2 0 1,726.8218
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% WCGTTQNYDADQK 445 457 59.7 25.0 47.3 2 0 0 1,586.6542
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% EATIPGHLNSYTIK 656 669 37.7 27.5 29.8 2 0 0 1,543.8116
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% WSRPQAPITGYR 831 842 26.9 28.2 20.5 0 2 0 1,431.7492
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% VDVIPVNLPGEHGQR 939 953 29.4 27.7 0.0 2 0 0 1,629.8709
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% FTNIGPDTMR 1275 1284 28.2 25.4 26.5 2 0 0 1,167.5465
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% EESPLLIGQQSTVSDVPR 1435 1452 62.7 27.4 56.2 2 0 0 1,955.0082
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% GDSPASSKPISINYR 1525 1539 38.7 28.7 34.2 2 0 0 1,591.8075
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% TEIDKPSQMQVTDVQDNSISVK 1540 1561 49.6 26.5 40.5 0 2 0 2,478.2032
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% GLAFTDVDVDSIK 1637 1649 88.6 28.5 75.6 2 0 0 1,379.7055
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% IAWESPQGQVSR 1650 1661 44.3 27.2 40.4 2 0 0 1,357.6859
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% YEVSVYALK 1788 1796 33.8 26.8 30.3 2 0 0 1,071.5720
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% IYLYTLNDNAR 1881 1891 61.8 27.6 36.9 2 0 0 1,355.6954
B_28 Fibronectin FINC_HUMAN 262,617 18 20 39 10.70% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 66.8 25.0 63.8 0 2 0 2,396.0863
B_29 Fibronectin FINC_HUMAN 262,617 10 10 14 5.91% HTSVQTTSSGSGPFTDVR 273 290 26.6 26.4 22.9 0 2 0 1,863.8832
B_29 Fibronectin FINC_HUMAN 262,617 10 10 14 5.91% YSFCTDHTVLVQTR 398 411 25.5 26.2 23.1 0 1 0 1,726.8218
B_29 Fibronectin FINC_HUMAN 262,617 10 10 14 5.91% WSRPQAPITGYR 831 842 23.4 28.6 17.8 0 1 0 1,431.7492
B_29 Fibronectin FINC_HUMAN 262,617 10 10 14 5.91% FTNIGPDTMR 1275 1284 27.4 25.2 20.5 2 0 0 1,167.5465
B_29 Fibronectin FINC_HUMAN 262,617 10 10 14 5.91% GDSPASSKPISINYR 1525 1539 27.1 28.3 26.0 0 1 0 1,591.8075
B_29 Fibronectin FINC_HUMAN 262,617 10 10 14 5.91% TEIDKPSQMQVTDVQDNSISVK 1540 1561 31.8 26.6 25.9 0 1 0 2,478.2032
B_29 Fibronectin FINC_HUMAN 262,617 10 10 14 5.91% GLAFTDVDVDSIK 1637 1649 59.7 28.0 44.5 1 0 0 1,379.7055
B_29 Fibronectin FINC_HUMAN 262,617 10 10 14 5.91% IAWESPQGQVSR 1650 1661 44.4 27.4 36.0 2 0 0 1,357.6859
B_29 Fibronectin FINC_HUMAN 262,617 10 10 14 5.91% SYTITGLQPGTDYK 1867 1880 52.8 26.6 44.2 2 0 0 1,543.7641
B_29 Fibronectin FINC_HUMAN 262,617 10 10 14 5.91% IYLYTLNDNAR 1881 1891 24.7 26.9 10.5 1 0 0 1,355.6954
B_32 Fibronectin FINC_HUMAN 262,617 3 3 5 1.97% HTSVQTTSSGSGPFTDVR 273 290 23.8 26.4 20.2 0 1 0 1,863.8832
B_32 Fibronectin FINC_HUMAN 262,617 3 3 5 1.97% SYTITGLQPGTDYK 1867 1880 40.0 26.6 31.5 2 0 0 1,543.7641
B_32 Fibronectin FINC_HUMAN 262,617 3 3 5 1.97% VPGTSTSATLTGLTR 2150 2164 52.7 27.5 50.6 2 0 0 1,461.7909
C_09 Fibronectin FINC_HUMAN 262,617 4 4 6 2.72% HYQINQQWER 58 67 27.8 25.0 17.0 1 0 0 1,401.6658
C_09 Fibronectin FINC_HUMAN 262,617 4 4 6 2.72% HTSVQTTSSGSGPFTDVR 273 290 39.6 26.1 36.4 0 2 0 1,863.8832
C_09 Fibronectin FINC_HUMAN 262,617 4 4 6 2.72% VPGTSTSATLTGLTR 2150 2164 81.8 27.6 75.6 2 0 0 1,461.7909
C_09 Fibronectin FINC_HUMAN 262,617 4 4 6 2.72% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 54.3 25.0 45.0 0 1 0 2,396.0863
C_11 Fibronectin FINC_HUMAN 262,617 3 3 6 2.01% IYLYTLNDNAR 1881 1891 64.1 27.1 41.0 2 0 0 1,355.6954
C_11 Fibronectin FINC_HUMAN 262,617 3 3 6 2.01% VPGTSTSATLTGLTR 2150 2164 79.0 27.1 76.5 2 0 0 1,461.7909
C_11 Fibronectin FINC_HUMAN 262,617 3 3 6 2.01% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 57.1 25.0 57.1 0 2 0 2,396.0863
C_12 Fibronectin FINC_HUMAN 262,617 3 3 5 2.31% HTSVQTTSSGSGPFTDVR 273 290 35.0 26.2 33.2 0 2 0 1,863.8832
C_12 Fibronectin FINC_HUMAN 262,617 3 3 5 2.31% VPGTSTSATLTGLTR 2150 2164 63.6 27.6 61.1 2 0 0 1,461.7909
C_12 Fibronectin FINC_HUMAN 262,617 3 3 5 2.31% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 72.2 25.0 70.8 0 1 0 2,396.0863
C_13 Fibronectin FINC_HUMAN 262,617 3 3 6 1.84% HTSVQTTSSGSGPFTDVR 273 290 25.6 26.1 21.5 0 2 0 1,863.8832
C_13 Fibronectin FINC_HUMAN 262,617 3 3 6 1.84% IYLYTLNDNAR 1881 1891 26.1 26.9 5.1 2 0 0 1,355.6954
C_13 Fibronectin FINC_HUMAN 262,617 3 3 6 1.84% VPGTSTSATLTGLTR 2150 2164 52.1 27.6 47.9 2 0 0 1,461.7909
C_14 Fibronectin FINC_HUMAN 262,617 3 3 5 1.63% WCGTTQNYDADQK 445 457 43.8 25.0 42.1 1 0 0 1,586.6542



C_14 Fibronectin FINC_HUMAN 262,617 3 3 5 1.63% IYLYTLNDNAR 1881 1891 47.8 26.8 36.0 2 0 0 1,355.6954
C_14 Fibronectin FINC_HUMAN 262,617 3 3 5 1.63% VPGTSTSATLTGLTR 2150 2164 47.2 27.1 44.5 2 0 0 1,461.7909
C_15 Fibronectin FINC_HUMAN 262,617 5 5 7 2.72% WLPSSSPVTGYR 1562 1573 29.3 28.0 25.4 1 0 0 1,349.6848
C_15 Fibronectin FINC_HUMAN 262,617 5 5 7 2.72% GLAFTDVDVDSIK 1637 1649 54.7 28.5 46.0 2 0 0 1,379.7055
C_15 Fibronectin FINC_HUMAN 262,617 5 5 7 2.72% SYTITGLQPGTDYK 1867 1880 51.1 26.7 44.1 1 0 0 1,543.7641
C_15 Fibronectin FINC_HUMAN 262,617 5 5 7 2.72% IYLYTLNDNAR 1881 1891 49.0 26.9 24.6 2 0 0 1,355.6954
C_15 Fibronectin FINC_HUMAN 262,617 5 5 7 2.72% VPGTSTSATLTGLTR 2150 2164 29.5 27.1 29.0 1 0 0 1,461.7909
C_16 Fibronectin FINC_HUMAN 262,617 3 3 6 1.68% SYTITGLQPGTDYK 1867 1880 56.2 26.1 52.9 2 0 0 1,543.7641
C_16 Fibronectin FINC_HUMAN 262,617 3 3 6 1.68% IYLYTLNDNAR 1881 1891 44.0 27.1 27.2 2 0 0 1,355.6954
C_16 Fibronectin FINC_HUMAN 262,617 3 3 6 1.68% VPGTSTSATLTGLTR 2150 2164 33.8 27.1 31.3 2 0 0 1,461.7909
C_17 Fibronectin FINC_HUMAN 262,617 5 5 8 3.27% HTSVQTTSSGSGPFTDVR 273 290 40.6 26.3 40.6 0 2 0 1,863.8832
C_17 Fibronectin FINC_HUMAN 262,617 5 5 8 3.27% GLAFTDVDVDSIK 1637 1649 29.8 28.2 24.2 1 0 0 1,379.7055
C_17 Fibronectin FINC_HUMAN 262,617 5 5 8 3.27% SYTITGLQPGTDYK 1867 1880 46.6 26.2 36.2 2 0 0 1,543.7641
C_17 Fibronectin FINC_HUMAN 262,617 5 5 8 3.27% IYLYTLNDNAR 1881 1891 46.0 26.9 23.0 2 0 0 1,355.6954
C_17 Fibronectin FINC_HUMAN 262,617 5 5 8 3.27% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 39.3 25.0 36.0 0 1 0 2,396.0863
C_18 Fibronectin FINC_HUMAN 262,617 4 4 6 2.47% TFYSCTTEGR 370 379 22.5 25.0 22.5 1 0 0 1,221.5205
C_18 Fibronectin FINC_HUMAN 262,617 4 4 6 2.47% IAWESPQGQVSR 1650 1661 26.5 27.0 17.1 1 0 0 1,357.6859
C_18 Fibronectin FINC_HUMAN 262,617 4 4 6 2.47% VPGTSTSATLTGLTR 2150 2164 66.1 27.1 65.8 2 0 0 1,461.7909
C_18 Fibronectin FINC_HUMAN 262,617 4 4 6 2.47% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 56.9 25.0 49.7 0 2 0 2,396.0863
C_19 Fibronectin FINC_HUMAN 262,617 7 7 12 3.98% HYQINQQWER 58 67 23.2 25.0 16.8 1 0 0 1,401.6658
C_19 Fibronectin FINC_HUMAN 262,617 7 7 12 3.98% TFYSCTTEGR 370 379 19.9 25.0 19.9 1 0 0 1,221.5205
C_19 Fibronectin FINC_HUMAN 262,617 7 7 12 3.98% GLAFTDVDVDSIK 1637 1649 63.4 28.0 47.0 2 0 0 1,379.7055
C_19 Fibronectin FINC_HUMAN 262,617 7 7 12 3.98% SYTITGLQPGTDYK 1867 1880 67.8 26.7 60.2 2 0 0 1,543.7641
C_19 Fibronectin FINC_HUMAN 262,617 7 7 12 3.98% IYLYTLNDNAR 1881 1891 52.0 26.8 27.7 2 0 0 1,355.6954
C_19 Fibronectin FINC_HUMAN 262,617 7 7 12 3.98% VPGTSTSATLTGLTR 2150 2164 63.2 27.6 63.1 2 0 0 1,461.7909
C_19 Fibronectin FINC_HUMAN 262,617 7 7 12 3.98% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 57.8 25.0 52.2 0 2 0 2,396.0863
C_20 Fibronectin FINC_HUMAN 262,617 6 6 10 3.31% EATIPGHLNSYTIK 656 669 27.6 27.5 21.2 1 0 0 1,543.8116
C_20 Fibronectin FINC_HUMAN 262,617 6 6 10 3.31% GLAFTDVDVDSIK 1637 1649 66.5 28.0 55.1 2 0 0 1,379.7055
C_20 Fibronectin FINC_HUMAN 262,617 6 6 10 3.31% IAWESPQGQVSR 1650 1661 51.3 26.8 44.8 1 0 0 1,357.6859
C_20 Fibronectin FINC_HUMAN 262,617 6 6 10 3.31% SYTITGLQPGTDYK 1867 1880 54.9 26.5 48.0 2 0 0 1,543.7641
C_20 Fibronectin FINC_HUMAN 262,617 6 6 10 3.31% IYLYTLNDNAR 1881 1891 50.6 27.0 25.1 2 0 0 1,355.6954
C_20 Fibronectin FINC_HUMAN 262,617 6 6 10 3.31% VPGTSTSATLTGLTR 2150 2164 88.3 27.1 75.2 2 0 0 1,461.7909
C_21 Fibronectin FINC_HUMAN 262,617 11 11 18 7.12% HTSVQTTSSGSGPFTDVR 273 290 30.9 26.3 22.2 0 2 0 1,863.8832
C_21 Fibronectin FINC_HUMAN 262,617 11 11 18 7.12% QYNVGPSVSKYPLR 1041 1054 21.9 27.4 11.1 0 1 0 1,607.8540
C_21 Fibronectin FINC_HUMAN 262,617 11 11 18 7.12% FTNIGPDTMR 1275 1284 23.5 25.0 21.9 2 0 0 1,167.5465
C_21 Fibronectin FINC_HUMAN 262,617 11 11 18 7.12% TEIDKPSQMQVTDVQDNSISVK 1540 1561 43.0 26.5 41.7 0 2 0 2,478.2032
C_21 Fibronectin FINC_HUMAN 262,617 11 11 18 7.12% GLAFTDVDVDSIK 1637 1649 71.4 28.0 59.7 2 0 0 1,379.7055
C_21 Fibronectin FINC_HUMAN 262,617 11 11 18 7.12% IAWESPQGQVSR 1650 1661 33.2 27.0 23.4 1 0 0 1,357.6859
C_21 Fibronectin FINC_HUMAN 262,617 11 11 18 7.12% SYTITGLQPGTDYK 1867 1880 39.1 26.2 34.7 1 0 0 1,543.7641
C_21 Fibronectin FINC_HUMAN 262,617 11 11 18 7.12% IYLYTLNDNAR 1881 1891 51.1 27.4 30.9 2 0 0 1,355.6954
C_21 Fibronectin FINC_HUMAN 262,617 11 11 18 7.12% SSPVVIDASTAIDAPSNLR 1892 1910 29.8 27.3 26.9 1 0 0 1,912.9975
C_21 Fibronectin FINC_HUMAN 262,617 11 11 18 7.12% VPGTSTSATLTGLTR 2150 2164 66.4 27.1 59.5 2 0 0 1,461.7909
C_21 Fibronectin FINC_HUMAN 262,617 11 11 18 7.12% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 58.2 25.0 55.0 0 2 0 2,396.0863
C_22 Fibronectin FINC_HUMAN 262,617 6 6 12 3.94% HTSVQTTSSGSGPFTDVR 273 290 46.2 26.1 46.2 0 2 0 1,863.8832
C_22 Fibronectin FINC_HUMAN 262,617 6 6 12 3.94% TEIDKPSQMQVTDVQDNSISVK 1540 1561 27.7 26.7 27.7 0 2 0 2,478.2032
C_22 Fibronectin FINC_HUMAN 262,617 6 6 12 3.94% GLAFTDVDVDSIK 1637 1649 46.8 28.2 34.3 2 0 0 1,379.7055
C_22 Fibronectin FINC_HUMAN 262,617 6 6 12 3.94% IAWESPQGQVSR 1650 1661 63.1 27.0 43.8 2 0 0 1,357.6859
C_22 Fibronectin FINC_HUMAN 262,617 6 6 12 3.94% SYTITGLQPGTDYK 1867 1880 42.5 26.4 34.6 2 0 0 1,543.7641
C_22 Fibronectin FINC_HUMAN 262,617 6 6 12 3.94% VPGTSTSATLTGLTR 2150 2164 67.7 27.1 67.1 2 0 0 1,461.7909
C_23 Fibronectin FINC_HUMAN 262,617 12 14 24 7.50% HTSVQTTSSGSGPFTDVR 273 290 45.1 26.3 35.5 0 2 0 1,863.8832
C_23 Fibronectin FINC_HUMAN 262,617 12 14 24 7.50% YSFCTDHTVLVQTR 398 411 19.5 26.1 15.9 0 1 0 1,726.8218
C_23 Fibronectin FINC_HUMAN 262,617 12 14 24 7.50% WCGTTQNYDADQK 445 457 46.7 25.0 44.2 2 0 0 1,586.6542
C_23 Fibronectin FINC_HUMAN 262,617 12 14 24 7.50% EATIPGHLNSYTIK 656 669 28.0 28.0 20.0 2 0 0 1,543.8116
C_23 Fibronectin FINC_HUMAN 262,617 12 14 24 7.50% VDVIPVNLPGEHGQR 939 953 30.0 27.8 0.0 1 1 0 1,629.8709
C_23 Fibronectin FINC_HUMAN 262,617 12 14 24 7.50% QYNVGPSVSKYPLR 1041 1054 29.3 27.4 13.8 2 1 0 1,607.8540
C_23 Fibronectin FINC_HUMAN 262,617 12 14 24 7.50% TEIDKPSQMQVTDVQDNSISVK 1540 1561 45.4 26.5 40.9 0 2 0 2,478.2032
C_23 Fibronectin FINC_HUMAN 262,617 12 14 24 7.50% GLAFTDVDVDSIK 1637 1649 62.8 28.2 41.2 2 0 0 1,379.7055
C_23 Fibronectin FINC_HUMAN 262,617 12 14 24 7.50% IAWESPQGQVSR 1650 1661 36.6 26.8 30.3 2 0 0 1,357.6859
C_23 Fibronectin FINC_HUMAN 262,617 12 14 24 7.50% SYTITGLQPGTDYK 1867 1880 51.4 26.2 47.5 2 0 0 1,543.7641
C_23 Fibronectin FINC_HUMAN 262,617 12 14 24 7.50% IYLYTLNDNAR 1881 1891 57.0 27.0 46.0 2 0 0 1,355.6954
C_23 Fibronectin FINC_HUMAN 262,617 12 14 24 7.50% SSPVVIDASTAIDAPSNLR 1892 1910 64.9 27.4 58.9 2 0 0 1,912.9975
C_24 Fibronectin FINC_HUMAN 262,617 12 12 24 7.54% HTSVQTTSSGSGPFTDVR 273 290 45.2 26.3 42.9 0 2 0 1,863.8832
C_24 Fibronectin FINC_HUMAN 262,617 12 12 24 7.54% YSFCTDHTVLVQTR 398 411 21.8 26.1 20.6 0 2 0 1,726.8218
C_24 Fibronectin FINC_HUMAN 262,617 12 12 24 7.54% DLQFVEVTDVK 912 922 91.9 28.0 79.4 2 0 0 1,292.6734
C_24 Fibronectin FINC_HUMAN 262,617 12 12 24 7.54% VDVIPVNLPGEHGQR 939 953 37.9 27.9 0.0 2 0 0 1,629.8709
C_24 Fibronectin FINC_HUMAN 262,617 12 12 24 7.54% NLQPASEYTVSLVAIK 1055 1070 47.4 27.2 43.1 2 0 0 1,732.9480
C_24 Fibronectin FINC_HUMAN 262,617 12 12 24 7.54% FTNIGPDTMR 1275 1284 35.8 25.0 26.5 2 0 0 1,167.5465
C_24 Fibronectin FINC_HUMAN 262,617 12 12 24 7.54% GLAFTDVDVDSIK 1637 1649 84.0 28.4 72.3 2 0 0 1,379.7055
C_24 Fibronectin FINC_HUMAN 262,617 12 12 24 7.54% IYLYTLNDNAR 1881 1891 47.7 27.0 22.7 2 0 0 1,355.6954
C_24 Fibronectin FINC_HUMAN 262,617 12 12 24 7.54% SSPVVIDASTAIDAPSNLR 1892 1910 61.0 27.5 58.7 2 0 0 1,912.9975
C_24 Fibronectin FINC_HUMAN 262,617 12 12 24 7.54% ITGYIIKYEKPGSPPR 1930 1945 29.5 25.2 26.0 0 2 0 1,819.0115
C_24 Fibronectin FINC_HUMAN 262,617 12 12 24 7.54% VPGTSTSATLTGLTR 2150 2164 100.0 27.1 98.4 2 0 0 1,461.7909
C_24 Fibronectin FINC_HUMAN 262,617 12 12 24 7.54% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 58.7 25.0 55.8 0 2 0 2,396.0863
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% HYQINQQWER 58 67 20.0 25.0 18.4 2 0 0 1,401.6658
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% TYLGNALVCTCYGGSR 68 83 59.0 25.0 53.8 2 0 0 1,791.8154
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% GFNCESKPEAEETCFDK 84 100 22.1 25.0 22.1 0 1 0 2,047.8374
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% DSMIWDCTCIGAGR 117 130 85.8 25.0 85.8 2 0 0 1,657.6770
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% HTSVQTTSSGSGPFTDVR 273 290 59.7 26.4 57.7 2 0 0 1,863.8832
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% TFYSCTTEGR 370 379 23.0 25.0 23.0 2 0 0 1,221.5205
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% YSFCTDHTVLVQTR 398 411 39.0 26.1 39.0 1 2 0 1,726.8218
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% WCGTTQNYDADQK 445 457 45.0 25.0 41.8 2 0 0 1,586.6542
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% EATIPGHLNSYTIK 656 669 28.1 27.7 19.5 1 0 0 1,543.8116
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% DLQFVEVTDVK 912 922 73.1 28.1 57.7 2 0 0 1,292.6734
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% AQITGYRLTVGLTR 1022 1035 32.5 25.0 27.9 0 2 0 1,548.8858
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% QYNVGPSVSKYPLR 1041 1054 57.3 27.2 46.9 2 1 0 1,607.8540
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% NLQPASEYTVSLVAIK 1055 1070 43.0 27.2 27.8 2 0 0 1,732.9480
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% IGFKLGVRPSQGGEAPR 1113 1129 18.3 26.1 16.7 0 1 0 1,768.9819
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% STTPDITGYR 1198 1207 34.4 25.1 22.7 1 0 0 1,110.5427
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% EESPLLIGQQSTVSDVPR 1435 1452 44.8 27.6 38.6 2 0 0 1,955.0082
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% GDSPASSKPISINYR 1525 1539 47.1 28.5 41.0 1 2 0 1,591.8075
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% TEIDKPSQMQVTDVQDNSISVK 1540 1561 47.8 26.6 41.5 0 2 0 2,478.2032
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% WLPSSSPVTGYR 1562 1573 29.5 28.0 23.7 1 0 0 1,349.6848
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% GLAFTDVDVDSIK 1637 1649 71.8 28.0 61.8 2 0 0 1,379.7055
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% IAWESPQGQVSR 1650 1661 50.9 27.0 36.3 2 0 0 1,357.6859
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% TKTETITGFQVDAVPANGQTPIQR 1836 1859 24.2 27.6 20.7 0 1 0 2,572.3369
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% SYTITGLQPGTDYK 1867 1880 57.7 26.4 54.6 1 0 0 1,543.7641
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% IYLYTLNDNAR 1881 1891 61.1 27.0 40.4 2 0 0 1,355.6954
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% SSPVVIDASTAIDAPSNLR 1892 1910 59.3 27.4 47.9 2 1 0 1,912.9975
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% ITGYIIKYEKPGSPPR 1930 1945 59.2 25.1 57.8 0 2 0 1,819.0115
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% VPGTSTSATLTGLTR 2150 2164 47.0 27.4 38.2 2 0 0 1,461.7909
C_25 Fibronectin FINC_HUMAN 262,617 28 32 52 17.30% LLCQCLGFGSGHFR 2231 2244 19.3 25.9 19.3 0 1 0 1,651.7834
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% HYQINQQWER 58 67 32.5 25.0 32.5 2 0 0 1,401.6658
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% TYLGNALVCTCYGGSR 68 83 69.1 25.0 69.1 2 2 0 1,791.8154
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% DSMIWDCTCIGAGR 117 130 60.9 25.0 59.1 4 0 0 1,657.6770
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% RPHETGGYMLECVCLGNGK 156 174 39.2 25.0 34.8 0 2 1 2,193.9841
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% GEWTCKPIAEK 175 185 21.5 27.1 7.3 1 0 0 1,318.6462
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% HTSVQTTSSGSGPFTDVR 273 290 50.8 26.1 47.1 2 2 0 1,863.8832
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% TFYSCTTEGR 370 379 38.4 25.0 38.4 2 0 0 1,221.5205
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% QDGHLWCSTTSNYEQDQK 380 397 43.7 25.0 43.7 0 2 0 2,196.9253
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% YSFCTDHTVLVQTR 398 411 66.8 26.2 58.2 2 2 0 1,726.8218
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% DNMKWCGTTQNYDADQK 441 457 37.2 25.0 32.8 0 1 0 2,090.8545
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% WCGTTQNYDADQK 445 457 66.7 25.0 63.6 2 0 0 1,586.6542



C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% GEWTCIAYSQLR 504 515 47.0 25.0 35.8 2 0 0 1,483.6999
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% WKEATIPGHLNSYTIK 654 669 25.3 27.9 23.0 0 2 0 1,857.9859
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% VDVIPVNLPGEHGQR 939 953 50.5 27.9 0.0 2 2 0 1,629.8709
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% QYNVGPSVSKYPLR 1041 1054 47.6 27.3 36.1 2 1 0 1,607.8540
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% NLQPASEYTVSLVAIK 1055 1070 49.1 27.0 38.2 0 2 0 1,732.9480
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% IGFKLGVRPSQGGEAPR 1113 1129 29.7 26.5 26.8 0 2 0 1,768.9819
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% FTNIGPDTMR 1275 1284 27.2 25.0 16.7 3 0 0 1,167.5465
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% TGLDSPTGIDFSDITANSFTVHWIAPR 1356 1382 82.0 26.9 21.0 0 2 0 2,918.4322
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% EESPLLIGQQSTVSDVPR 1435 1452 61.7 28.0 61.7 2 0 0 1,955.0082
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% ITYGETGGNSPVQEFTVPGSK 1480 1500 43.5 26.7 34.2 2 2 0 2,168.0508
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% GDSPASSKPISINYR 1525 1539 55.9 28.5 50.6 2 1 0 1,591.8075
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% TEIDKPSQMQVTDVQDNSISVK 1540 1561 48.5 26.7 42.8 0 2 0 2,478.2032
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% GLAFTDVDVDSIK 1637 1649 90.9 28.5 78.5 2 0 0 1,379.7055
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% VTDATETTITISWR 1822 1835 81.1 28.3 48.0 2 1 0 1,593.8120
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% TKTETITGFQVDAVPANGQTPIQR 1836 1859 31.1 27.6 16.7 0 2 0 2,572.3369
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% IYLYTLNDNAR 1881 1891 70.1 27.4 40.8 2 0 0 1,355.6954
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% SSPVVIDASTAIDAPSNLR 1892 1910 42.5 27.4 30.7 0 2 0 1,912.9975
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% ITGYIIKYEKPGSPPR 1930 1945 54.0 25.1 50.1 0 2 0 1,819.0115
C_26 Fibronectin FINC_HUMAN 262,617 30 41 75 19.40% EYLGAICSCTCFGGQR 2311 2326 54.7 25.0 51.0 2 0 0 1,878.7933
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% HYQINQQWER 58 67 44.2 25.0 44.2 2 2 0 1,401.6658
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% TYLGNALVCTCYGGSR 68 83 84.6 25.0 79.9 2 0 0 1,791.8154
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% GFNCESKPEAEETCFDK 84 100 42.7 25.0 42.7 2 2 0 2,047.8374
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% DSMIWDCTCIGAGR 117 130 64.6 25.0 58.3 4 0 0 1,657.6770
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% RPHETGGYMLECVCLGNGK 156 174 47.5 25.0 45.9 0 2 2 2,193.9841
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% GEWTCKPIAEK 175 185 38.3 26.9 23.1 1 0 0 1,318.6462
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% DNRGNLLQCICTGNGR 250 265 51.5 25.0 44.2 0 2 0 1,847.8602
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% GNLLQCICTGNGR 253 265 55.8 25.0 55.8 2 1 0 1,462.6892
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% HTSVQTTSSGSGPFTDVR 273 290 87.2 26.1 86.2 2 2 0 1,863.8832
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% QDGHLWCSTTSNYEQDQK 380 397 59.9 25.0 55.9 2 2 0 2,196.9253
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% YSFCTDHTVLVQTR 398 411 59.8 26.0 50.7 2 0 0 1,726.8218
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% DNMKWCGTTQNYDADQK 441 457 38.1 25.0 37.2 0 2 0 2,090.8545
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% GEWTCIAYSQLR 504 515 51.2 25.0 40.0 2 0 0 1,483.6999
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% WKEATIPGHLNSYTIK 654 669 27.2 27.9 18.1 1 0 0 1,857.9859
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% EATIPGHLNSYTIK 656 669 38.2 27.8 33.6 2 0 0 1,543.8116
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% WSRPQAPITGYR 831 842 28.1 28.4 17.3 0 2 0 1,431.7492
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% VDVIPVNLPGEHGQR 939 953 55.4 27.8 0.0 2 0 0 1,629.8709
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% QYNVGPSVSKYPLR 1041 1054 56.0 27.4 47.8 2 0 0 1,607.8540
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% NLQPASEYTVSLVAIK 1055 1070 78.1 27.1 70.9 2 2 0 1,732.9480
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% LGVRPSQGGEAPR 1117 1129 30.2 27.3 17.2 1 0 0 1,323.7129
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% DDKESVPISDTIIPAVPPPTDLR 1252 1274 23.0 26.1 16.2 0 1 0 2,475.2982
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% FTNIGPDTMR 1275 1284 44.6 25.0 34.8 2 0 0 1,167.5465
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% EESPLLIGQQSTVSDVPR 1435 1452 85.0 28.0 81.2 2 0 0 1,955.0082
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% ITYGETGGNSPVQEFTVPGSK 1480 1500 42.9 26.6 40.8 2 2 0 2,168.0508
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% GDSPASSKPISINYR 1525 1539 57.5 28.5 56.8 2 2 0 1,591.8075
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% TEIDKPSQMQVTDVQDNSISVK 1540 1561 45.0 26.5 40.8 0 2 0 2,478.2032
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% GLAFTDVDVDSIK 1637 1649 85.8 28.4 71.5 2 0 0 1,379.7055
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% IAWESPQGQVSR 1650 1661 47.7 27.0 33.4 1 0 0 1,357.6859
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% VTDATETTITISWR 1822 1835 42.1 28.3 30.6 1 0 0 1,593.8120
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% TKTETITGFQVDAVPANGQTPIQR 1836 1859 39.4 27.7 33.6 0 2 0 2,572.3369
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% SYTITGLQPGTDYK 1867 1880 67.6 26.7 55.1 2 0 0 1,543.7641
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% IYLYTLNDNAR 1881 1891 65.1 27.4 40.8 2 2 0 1,355.6954
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% SSPVVIDASTAIDAPSNLR 1892 1910 69.4 27.5 62.6 2 2 0 1,912.9975
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% FLATTPNSLLVSWQPPR 1911 1927 29.2 26.7 24.6 1 1 0 1,927.0437
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% ITGYIIKYEKPGSPPR 1930 1945 51.0 25.1 49.8 2 2 0 1,819.0115
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% VPGTSTSATLTGLTR 2150 2164 73.5 27.8 69.8 2 0 0 1,461.7909
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% QGENGQMMSCTCLGNGKGEFK 2267 2287 39.5 25.0 39.5 0 2 0 2,364.9679
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% TYHVGEQWQK 2301 2310 22.4 25.9 13.9 1 0 0 1,275.6117
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% EYLGAICSCTCFGGQR 2311 2326 78.4 25.0 78.4 2 1 0 1,878.7933
C_27 Fibronectin FINC_HUMAN 262,617 40 56 99 25.20% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 75.2 25.0 73.1 0 2 0 2,396.0863
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% HYQINQQWER 58 67 46.3 25.0 46.3 2 0 0 1,401.6658
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% TYLGNALVCTCYGGSR 68 83 85.5 25.0 84.0 2 2 0 1,791.8154
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% DSMIWDCTCIGAGR 117 130 69.6 25.0 69.6 2 0 0 1,657.6770
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% RPHETGGYMLECVCLGNGK 156 174 32.7 25.0 32.6 0 0 1 2,193.9841
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% GNLLQCICTGNGR 253 265 49.7 25.5 45.8 2 1 0 1,462.6892
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% HTSVQTTSSGSGPFTDVR 273 290 55.7 26.1 51.9 2 2 0 1,863.8832
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% TFYSCTTEGR 370 379 29.8 25.0 27.4 1 0 0 1,221.5205
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% QDGHLWCSTTSNYEQDQK 380 397 47.4 25.0 41.1 0 2 0 2,196.9253
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% YSFCTDHTVLVQTR 398 411 68.0 26.1 62.3 2 2 0 1,726.8218
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% DNMKWCGTTQNYDADQK 441 457 38.5 25.0 38.5 0 2 0 2,090.8545
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% WCGTTQNYDADQK 445 457 57.2 25.0 48.3 2 0 0 1,586.6542
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% GEWTCIAYSQLR 504 515 51.2 25.3 43.8 2 0 0 1,483.6999
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% WKEATIPGHLNSYTIK 654 669 20.8 27.9 18.3 0 1 0 1,857.9859
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% EATIPGHLNSYTIK 656 669 28.6 27.5 24.3 1 0 0 1,543.8116
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% WSRPQAPITGYR 831 842 36.9 28.4 21.3 0 1 0 1,431.7492
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% VDVIPVNLPGEHGQR 939 953 58.2 27.9 0.0 2 0 0 1,629.8709
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% AQITGYRLTVGLTR 1022 1035 19.6 25.0 15.9 1 0 0 1,548.8858
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% QYNVGPSVSKYPLR 1041 1054 58.2 27.2 46.3 2 0 0 1,607.8540
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% NLQPASEYTVSLVAIK 1055 1070 28.5 27.1 19.8 2 0 0 1,732.9480
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% NLQPASEYTVSLVAIKGNQESPK 1055 1077 20.7 27.0 17.2 0 1 0 2,473.2934
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% IGFKLGVRPSQGGEAPR 1113 1129 25.3 26.1 21.9 0 2 0 1,768.9819
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% FTNIGPDTMR 1275 1284 36.8 25.0 28.0 4 0 0 1,167.5465
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% TGLDSPTGIDFSDITANSFTVHWIAPR 1356 1382 34.3 27.0 20.2 0 1 0 2,918.4322
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% EESPLLIGQQSTVSDVPR 1435 1452 61.6 27.6 54.1 2 0 0 1,955.0082
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% ITYGETGGNSPVQEFTVPGSK 1480 1500 48.1 26.7 33.6 1 0 0 2,168.0508
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% GDSPASSKPISINYR 1525 1539 32.8 28.5 28.9 2 0 0 1,591.8075
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% TEIDKPSQMQVTDVQDNSISVK 1540 1561 49.0 26.5 45.6 0 2 0 2,478.2032
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% GLAFTDVDVDSIK 1637 1649 80.8 28.2 69.0 2 0 0 1,379.7055
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% IAWESPQGQVSR 1650 1661 31.5 26.8 25.3 1 0 0 1,357.6859
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% VTDATETTITISWR 1822 1835 54.0 28.2 41.9 2 0 0 1,593.8120
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% TKTETITGFQVDAVPANGQTPIQR 1836 1859 32.0 27.7 29.3 0 2 0 2,572.3369
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% IYLYTLNDNAR 1881 1891 44.3 26.9 25.5 2 0 0 1,355.6954
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% SSPVVIDASTAIDAPSNLR 1892 1910 68.8 27.8 66.3 2 0 0 1,912.9975
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% ITGYIIKYEKPGSPPR 1930 1945 56.2 25.0 56.2 2 2 0 1,819.0115
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% VPGTSTSATLTGLTR 2150 2164 103.0 27.1 99.7 1 0 0 1,461.7909
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% QGENGQMMSCTCLGNGKGEFK 2267 2287 29.7 25.0 29.7 0 1 0 2,364.9679
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% EYLGAICSCTCFGGQR 2311 2326 47.3 25.0 47.3 2 0 0 1,878.7933
C_28 Fibronectin FINC_HUMAN 262,617 38 44 75 23.80% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 65.6 25.0 63.5 0 2 0 2,396.0863
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% HYQINQQWER 58 67 30.4 25.0 30.4 2 0 0 1,401.6658
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% GFNCESKPEAEETCFDK 84 100 16.1 25.0 16.1 0 1 0 2,047.8374
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% DSMIWDCTCIGAGR 117 130 48.2 25.0 48.2 2 0 0 1,657.6770
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% HTSVQTTSSGSGPFTDVR 273 290 65.2 26.4 64.7 2 2 0 1,863.8832
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% TFYSCTTEGR 370 379 27.6 25.0 19.6 1 0 0 1,221.5205
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% WCGTTQNYDADQK 445 457 69.7 25.0 66.8 2 0 0 1,586.6542
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% DLQFVEVTDVK 912 922 68.9 28.1 59.1 2 0 0 1,292.6734
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% VDVIPVNLPGEHGQR 939 953 36.2 27.8 0.0 2 0 0 1,629.8709
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% QYNVGPSVSKYPLR 1041 1054 34.8 27.3 19.6 2 1 0 1,607.8540
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% FTNIGPDTMR 1275 1284 27.5 25.0 27.4 2 0 0 1,167.5465
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% GDSPASSKPISINYR 1525 1539 32.7 28.3 31.3 1 0 0 1,591.8075
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% TEIDKPSQMQVTDVQDNSISVK 1540 1561 57.0 26.6 53.0 0 2 0 2,478.2032
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% GLAFTDVDVDSIK 1637 1649 57.5 28.1 42.0 2 0 0 1,379.7055
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% SYTITGLQPGTDYK 1867 1880 51.6 26.4 46.2 2 0 0 1,543.7641
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% IYLYTLNDNAR 1881 1891 52.7 27.0 27.3 2 0 0 1,355.6954



C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% SSPVVIDASTAIDAPSNLR 1892 1910 52.9 27.4 52.9 2 0 0 1,912.9975
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% VPGTSTSATLTGLTR 2150 2164 52.7 27.1 48.3 2 0 0 1,461.7909
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% QGENGQMMSCTCLGNGKGEFK 2267 2287 25.3 25.0 24.2 0 1 0 2,364.9679
C_29 Fibronectin FINC_HUMAN 262,617 19 21 37 11.90% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 51.5 25.0 46.3 0 2 0 2,396.0863
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% HYQINQQWER 58 67 38.6 25.1 28.9 0 2 0 1,401.6658
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% TYLGNALVCTCYGGSR 68 83 64.8 25.0 64.8 2 0 0 1,791.8154
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% DSMIWDCTCIGAGR 117 130 45.7 25.0 45.7 2 0 0 1,657.6770
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% GNLLQCICTGNGR 253 265 51.7 25.3 49.9 1 0 0 1,462.6892
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% HTSVQTTSSGSGPFTDVR 273 290 40.6 26.3 29.2 0 2 0 1,863.8832
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% VDVIPVNLPGEHGQR 939 953 43.8 27.8 0.0 2 0 0 1,629.8709
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% NLQPASEYTVSLVAIK 1055 1070 44.8 27.2 44.6 2 0 0 1,732.9480
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% EESPLLIGQQSTVSDVPR 1435 1452 38.0 27.7 37.2 1 0 0 1,955.0082
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% TEIDKPSQMQVTDVQDNSISVK 1540 1561 47.0 26.5 42.8 0 2 0 2,478.2032
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% GLAFTDVDVDSIK 1637 1649 67.4 28.4 56.4 2 0 0 1,379.7055
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% IAWESPQGQVSR 1650 1661 40.7 26.9 25.6 2 0 0 1,357.6859
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% IYLYTLNDNAR 1881 1891 47.1 26.8 32.6 2 0 0 1,355.6954
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% SSPVVIDASTAIDAPSNLR 1892 1910 64.4 27.3 53.3 2 0 0 1,912.9975
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% VPGTSTSATLTGLTR 2150 2164 65.6 27.1 53.2 2 0 0 1,461.7909
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% LLCQCLGFGSGHFR 2231 2244 38.0 25.5 36.9 0 2 0 1,651.7834
C_30 Fibronectin FINC_HUMAN 262,617 16 16 30 10.40% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 51.2 25.0 45.9 0 2 0 2,396.0863
C_31 Fibronectin FINC_HUMAN 262,617 11 11 20 7.25% HTSVQTTSSGSGPFTDVR 273 290 34.8 26.1 34.8 0 2 0 1,863.8832
C_31 Fibronectin FINC_HUMAN 262,617 11 11 20 7.25% VDVIPVNLPGEHGQR 939 953 37.3 27.8 0.0 1 0 0 1,629.8709
C_31 Fibronectin FINC_HUMAN 262,617 11 11 20 7.25% QYNVGPSVSKYPLR 1041 1054 23.9 27.5 15.2 0 1 0 1,607.8540
C_31 Fibronectin FINC_HUMAN 262,617 11 11 20 7.25% FTNIGPDTMR 1275 1284 26.6 25.0 24.5 2 0 0 1,167.5465
C_31 Fibronectin FINC_HUMAN 262,617 11 11 20 7.25% TEIDKPSQMQVTDVQDNSISVK 1540 1561 33.0 26.7 29.7 0 2 0 2,478.2032
C_31 Fibronectin FINC_HUMAN 262,617 11 11 20 7.25% GLAFTDVDVDSIK 1637 1649 56.8 28.2 44.2 2 0 0 1,379.7055
C_31 Fibronectin FINC_HUMAN 262,617 11 11 20 7.25% SYTITGLQPGTDYK 1867 1880 60.9 26.6 50.7 2 0 0 1,543.7641
C_31 Fibronectin FINC_HUMAN 262,617 11 11 20 7.25% IYLYTLNDNAR 1881 1891 51.7 27.0 34.1 2 0 0 1,355.6954
C_31 Fibronectin FINC_HUMAN 262,617 11 11 20 7.25% SSPVVIDASTAIDAPSNLR 1892 1910 53.7 27.6 43.0 2 0 0 1,912.9975
C_31 Fibronectin FINC_HUMAN 262,617 11 11 20 7.25% VPGTSTSATLTGLTR 2150 2164 65.7 27.0 61.6 2 0 0 1,461.7909
C_31 Fibronectin FINC_HUMAN 262,617 11 11 20 7.25% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 52.9 25.0 49.4 0 2 0 2,396.0863
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% HYQINQQWER 58 67 32.7 25.1 14.7 2 2 0 1,401.6658
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% HTSVQTTSSGSGPFTDVR 273 290 45.7 26.3 39.4 0 2 0 1,863.8832
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% VDVIPVNLPGEHGQR 939 953 33.9 27.9 0.0 2 0 0 1,629.8709
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% QYNVGPSVSKYPLR 1041 1054 22.2 27.4 17.0 0 1 0 1,607.8540
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% NLQPASEYTVSLVAIK 1055 1070 63.4 27.1 52.0 2 0 0 1,732.9480
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% FTNIGPDTMR 1275 1284 22.3 25.0 18.8 2 0 0 1,167.5465
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% EESPLLIGQQSTVSDVPR 1435 1452 53.6 27.7 51.4 2 1 0 1,955.0082
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% GDSPASSKPISINYR 1525 1539 24.4 28.5 19.0 1 0 0 1,591.8075
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% TEIDKPSQMQVTDVQDNSISVK 1540 1561 44.0 26.4 37.8 0 2 0 2,478.2032
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% GLAFTDVDVDSIK 1637 1649 78.4 28.4 66.6 2 0 0 1,379.7055
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% SYTITGLQPGTDYK 1867 1880 76.4 26.7 67.8 2 0 0 1,543.7641
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% IYLYTLNDNAR 1881 1891 52.8 27.1 39.5 2 0 0 1,355.6954
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% SSPVVIDASTAIDAPSNLR 1892 1910 65.9 27.8 61.0 2 0 0 1,912.9975
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% VPGTSTSATLTGLTR 2150 2164 52.5 27.1 49.0 2 0 0 1,461.7909
C_32 Fibronectin FINC_HUMAN 262,617 15 17 31 9.72% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 54.7 25.0 53.6 0 2 0 2,396.0863
D_29 Fibronectin FINC_HUMAN 262,617 4 4 5 2.31% DLQFVEVTDVK 912 922 31.2 28.0 23.1 1 0 0 1,292.6734
D_29 Fibronectin FINC_HUMAN 262,617 4 4 5 2.31% FTNIGPDTMR 1275 1284 28.3 25.0 11.6 1 0 0 1,167.5465
D_29 Fibronectin FINC_HUMAN 262,617 4 4 5 2.31% SSPVVIDASTAIDAPSNLR 1892 1910 31.9 27.6 27.3 1 0 0 1,912.9975
D_29 Fibronectin FINC_HUMAN 262,617 4 4 5 2.31% VPGTSTSATLTGLTR 2150 2164 44.6 27.6 37.5 2 0 0 1,461.7909
D_30 Fibronectin FINC_HUMAN 262,617 6 6 7 3.52% VDVIPVNLPGEHGQR 939 953 24.7 27.6 0.0 0 1 0 1,629.8709
D_30 Fibronectin FINC_HUMAN 262,617 6 6 7 3.52% FTNIGPDTMR 1275 1284 28.4 25.0 21.8 1 0 0 1,167.5465
D_30 Fibronectin FINC_HUMAN 262,617 6 6 7 3.52% SYTITGLQPGTDYK 1867 1880 38.4 26.6 35.2 1 0 0 1,543.7641
D_30 Fibronectin FINC_HUMAN 262,617 6 6 7 3.52% IYLYTLNDNAR 1881 1891 25.5 27.0 0.0 1 0 0 1,355.6954
D_30 Fibronectin FINC_HUMAN 262,617 6 6 7 3.52% SSPVVIDASTAIDAPSNLR 1892 1910 29.5 27.9 23.7 0 1 0 1,912.9975
D_30 Fibronectin FINC_HUMAN 262,617 6 6 7 3.52% VPGTSTSATLTGLTR 2150 2164 44.4 27.1 37.7 2 0 0 1,461.7909
D_31 Fibronectin FINC_HUMAN 262,617 5 5 8 2.64% DLQFVEVTDVK 912 922 34.2 27.8 28.7 1 0 0 1,292.6734
D_31 Fibronectin FINC_HUMAN 262,617 5 5 8 2.64% NLQPASEYTVSLVAIK 1055 1070 33.1 27.6 25.6 1 0 0 1,732.9480
D_31 Fibronectin FINC_HUMAN 262,617 5 5 8 2.64% FTNIGPDTMR 1275 1284 38.1 25.0 28.1 2 0 0 1,167.5465
D_31 Fibronectin FINC_HUMAN 262,617 5 5 8 2.64% IYLYTLNDNAR 1881 1891 49.2 27.0 26.0 2 0 0 1,355.6954
D_31 Fibronectin FINC_HUMAN 262,617 5 5 8 2.64% VPGTSTSATLTGLTR 2150 2164 55.0 27.6 53.7 2 0 0 1,461.7909
E_27 Fibronectin FINC_HUMAN 262,617 3 3 4 1.84% FTNIGPDTMR 1275 1284 18.0 25.0 9.7 1 0 0 1,167.5465
E_27 Fibronectin FINC_HUMAN 262,617 3 3 4 1.84% SSPVVIDASTAIDAPSNLR 1892 1910 36.2 27.4 36.2 1 0 0 1,912.9975
E_27 Fibronectin FINC_HUMAN 262,617 3 3 4 1.84% VPGTSTSATLTGLTR 2150 2164 65.9 27.6 59.5 2 0 0 1,461.7909
E_28 Fibronectin FINC_HUMAN 262,617 3 3 5 1.51% DLQFVEVTDVK 912 922 48.0 27.9 41.8 2 0 0 1,292.6734
E_28 Fibronectin FINC_HUMAN 262,617 3 3 5 1.51% FTNIGPDTMR 1275 1284 24.0 25.1 22.6 1 0 0 1,167.5465
E_28 Fibronectin FINC_HUMAN 262,617 3 3 5 1.51% VPGTSTSATLTGLTR 2150 2164 60.4 27.1 52.8 2 0 0 1,461.7909
E_29 Fibronectin FINC_HUMAN 262,617 8 8 13 4.36% DLQFVEVTDVK 912 922 51.5 27.9 39.4 2 0 0 1,292.6734
E_29 Fibronectin FINC_HUMAN 262,617 8 8 13 4.36% FTNIGPDTMR 1275 1284 53.5 25.0 36.3 2 0 0 1,167.5465
E_29 Fibronectin FINC_HUMAN 262,617 8 8 13 4.36% WLPSSSPVTGYR 1562 1573 24.1 28.1 21.9 1 0 0 1,349.6848
E_29 Fibronectin FINC_HUMAN 262,617 8 8 13 4.36% IAWESPQGQVSR 1650 1661 26.9 26.7 16.4 1 0 0 1,357.6859
E_29 Fibronectin FINC_HUMAN 262,617 8 8 13 4.36% SYTITGLQPGTDYK 1867 1880 46.3 26.7 41.3 2 0 0 1,543.7641
E_29 Fibronectin FINC_HUMAN 262,617 8 8 13 4.36% IYLYTLNDNAR 1881 1891 36.3 27.4 11.8 1 0 0 1,355.6954
E_29 Fibronectin FINC_HUMAN 262,617 8 8 13 4.36% SSPVVIDASTAIDAPSNLR 1892 1910 58.6 27.5 51.6 2 0 0 1,912.9975
E_29 Fibronectin FINC_HUMAN 262,617 8 8 13 4.36% VPGTSTSATLTGLTR 2150 2164 55.1 27.2 44.8 2 0 0 1,461.7909
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% GNLLQCICTGNGR 253 265 40.2 25.4 32.5 2 0 0 1,462.6892
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% YSFCTDHTVLVQTR 398 411 24.0 26.2 24.0 0 1 0 1,726.8218
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% DLQFVEVTDVK 912 922 50.7 27.9 41.0 1 0 0 1,292.6734
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% NLQPASEYTVSLVAIK 1055 1070 68.9 27.0 63.7 2 0 0 1,732.9480
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% STTPDITGYR 1198 1207 26.7 25.1 13.4 1 0 0 1,110.5427
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% ITYGETGGNSPVQEFTVPGSK 1480 1500 27.8 26.4 23.3 0 2 0 2,168.0508
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% GDSPASSKPISINYR 1525 1539 37.4 28.5 33.4 0 1 0 1,591.8075
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% TEIDKPSQMQVTDVQDNSISVK 1540 1561 36.3 26.6 30.7 0 1 0 2,478.2032
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% WLPSSSPVTGYR 1562 1573 25.0 27.9 23.1 1 0 0 1,349.6848
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% IAWESPQGQVSR 1650 1661 33.1 26.8 27.5 2 0 0 1,357.6859
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% SYTITGLQPGTDYK 1867 1880 57.2 26.2 51.2 2 0 0 1,543.7641
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% IYLYTLNDNAR 1881 1891 57.7 27.1 20.7 2 0 0 1,355.6954
E_30 Fibronectin FINC_HUMAN 262,617 13 13 20 7.80% VPGTSTSATLTGLTR 2150 2164 72.0 27.0 67.9 2 0 0 1,461.7909
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% GNLLQCICTGNGR 253 265 53.2 25.4 53.2 2 0 0 1,462.6892
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% YSFCTDHTVLVQTR 398 411 22.2 26.0 20.4 0 1 0 1,726.8218
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% DLQFVEVTDVK 912 922 61.9 28.0 53.9 2 0 0 1,292.6734
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% NLQPASEYTVSLVAIK 1055 1070 67.0 27.1 63.4 2 0 0 1,732.9480
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% LGVRPSQGGEAPR 1117 1129 20.8 26.9 11.0 1 0 0 1,323.7129
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% FTNIGPDTMR 1275 1284 29.9 25.4 29.0 2 0 0 1,167.5465
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% ITYGETGGNSPVQEFTVPGSK 1480 1500 45.9 26.7 44.9 0 2 0 2,168.0508
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% GDSPASSKPISINYR 1525 1539 41.6 28.5 40.5 0 2 0 1,591.8075
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% TEIDKPSQMQVTDVQDNSISVK 1540 1561 39.2 26.5 34.0 0 2 0 2,478.2032
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% GLAFTDVDVDSIK 1637 1649 83.1 28.3 71.1 2 0 0 1,379.7055
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% IAWESPQGQVSR 1650 1661 41.0 26.9 26.6 2 0 0 1,357.6859
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% YEVSVYALK 1788 1796 30.3 27.0 30.0 2 0 0 1,071.5720
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% SYTITGLQPGTDYK 1867 1880 57.4 26.2 54.3 2 0 0 1,543.7641
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% IYLYTLNDNAR 1881 1891 65.2 26.8 40.8 2 0 0 1,355.6954
E_31 Fibronectin FINC_HUMAN 262,617 15 16 29 8.76% VPGTSTSATLTGLTR 2150 2164 71.8 27.1 63.7 2 1 0 1,461.7909
G_10 Fibronectin FINC_HUMAN 262,617 3 3 5 1.93% GNLLQCICTGNGR 253 265 63.9 25.9 62.5 2 0 0 1,462.6892
G_10 Fibronectin FINC_HUMAN 262,617 3 3 5 1.93% HTSVQTTSSGSGPFTDVR 273 290 34.0 26.6 25.1 0 2 0 1,863.8832
G_10 Fibronectin FINC_HUMAN 262,617 3 3 5 1.93% VPGTSTSATLTGLTR 2150 2164 33.4 27.4 33.4 1 0 0 1,461.7909
G_11 Fibronectin FINC_HUMAN 262,617 3 3 5 1.93% GNLLQCICTGNGR 253 265 49.5 25.8 49.5 2 0 0 1,462.6892
G_11 Fibronectin FINC_HUMAN 262,617 3 3 5 1.93% HTSVQTTSSGSGPFTDVR 273 290 34.4 26.6 26.0 0 1 0 1,863.8832
G_11 Fibronectin FINC_HUMAN 262,617 3 3 5 1.93% VPGTSTSATLTGLTR 2150 2164 52.4 27.4 44.9 2 0 0 1,461.7909
G_14 Fibronectin FINC_HUMAN 262,617 2 2 3 1.30% GNLLQCICTGNGR 253 265 49.3 26.2 45.7 2 0 0 1,462.6892
G_14 Fibronectin FINC_HUMAN 262,617 2 2 3 1.30% HTSVQTTSSGSGPFTDVR 273 290 35.7 26.6 32.3 0 1 0 1,863.8832
G_15 Fibronectin FINC_HUMAN 262,617 2 2 4 1.30% GNLLQCICTGNGR 253 265 53.5 25.9 49.1 2 0 0 1,462.6892



G_15 Fibronectin FINC_HUMAN 262,617 2 2 4 1.30% HTSVQTTSSGSGPFTDVR 273 290 39.8 26.6 36.0 0 2 0 1,863.8832
G_16 Fibronectin FINC_HUMAN 262,617 5 5 8 2.72% HYQINQQWER 58 67 23.3 25.1 21.4 0 1 0 1,401.6658
G_16 Fibronectin FINC_HUMAN 262,617 5 5 8 2.72% GNLLQCICTGNGR 253 265 55.1 25.7 55.1 2 0 0 1,462.6892
G_16 Fibronectin FINC_HUMAN 262,617 5 5 8 2.72% HTSVQTTSSGSGPFTDVR 273 290 39.3 26.6 32.4 0 2 0 1,863.8832
G_16 Fibronectin FINC_HUMAN 262,617 5 5 8 2.72% WCGTTQNYDADQK 445 457 26.8 25.0 26.8 1 0 0 1,586.6542
G_16 Fibronectin FINC_HUMAN 262,617 5 5 8 2.72% IYLYTLNDNAR 1881 1891 42.1 27.1 32.2 2 0 0 1,355.6954
H_07 Fibronectin FINC_HUMAN 262,617 2 2 3 1.30% GNLLQCICTGNGR 253 265 57.8 25.5 56.3 2 0 0 1,462.6892
H_07 Fibronectin FINC_HUMAN 262,617 2 2 3 1.30% HTSVQTTSSGSGPFTDVR 273 290 22.3 26.1 14.8 0 1 0 1,863.8832
H_08 Fibronectin FINC_HUMAN 262,617 3 3 5 2.10% GNLLQCICTGNGR 253 265 50.0 25.4 46.7 2 0 0 1,462.6892
H_08 Fibronectin FINC_HUMAN 262,617 3 3 5 2.10% VPGTSTSATLTGLTR 2150 2164 65.7 27.5 60.8 2 0 0 1,461.7909
H_08 Fibronectin FINC_HUMAN 262,617 3 3 5 2.10% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 28.5 25.0 28.3 0 1 0 2,396.0863
H_09 Fibronectin FINC_HUMAN 262,617 2 2 4 1.55% VPGTSTSATLTGLTR 2150 2164 67.8 27.6 61.0 2 0 0 1,461.7909
H_09 Fibronectin FINC_HUMAN 262,617 2 2 4 1.55% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 52.7 25.0 46.5 0 2 0 2,396.0863
H_12 Fibronectin FINC_HUMAN 262,617 2 2 3 1.01% GNLLQCICTGNGR 253 265 55.1 25.8 55.1 1 0 0 1,462.6892
H_12 Fibronectin FINC_HUMAN 262,617 2 2 3 1.01% IYLYTLNDNAR 1881 1891 37.0 26.9 17.8 2 0 0 1,355.6954
H_13 Fibronectin FINC_HUMAN 262,617 3 3 6 1.76% GNLLQCICTGNGR 253 265 52.1 25.5 52.1 2 0 0 1,462.6892
H_13 Fibronectin FINC_HUMAN 262,617 3 3 6 1.76% HTSVQTTSSGSGPFTDVR 273 290 30.5 26.4 29.8 0 2 0 1,863.8832
H_13 Fibronectin FINC_HUMAN 262,617 3 3 6 1.76% IYLYTLNDNAR 1881 1891 56.5 26.9 32.4 2 0 0 1,355.6954
H_14 Fibronectin FINC_HUMAN 262,617 4 4 5 2.14% GNLLQCICTGNGR 253 265 44.4 25.8 43.9 1 0 0 1,462.6892
H_14 Fibronectin FINC_HUMAN 262,617 4 4 5 2.14% GLAFTDVDVDSIK 1637 1649 69.6 28.5 58.3 2 0 0 1,379.7055
H_14 Fibronectin FINC_HUMAN 262,617 4 4 5 2.14% SYTITGLQPGTDYK 1867 1880 46.1 26.7 38.8 1 0 0 1,543.7641
H_14 Fibronectin FINC_HUMAN 262,617 4 4 5 2.14% IYLYTLNDNAR 1881 1891 46.1 26.9 13.9 1 0 0 1,355.6954
H_15 Fibronectin FINC_HUMAN 262,617 6 6 11 3.52% HYQINQQWER 58 67 24.1 25.0 18.5 0 1 0 1,401.6658
H_15 Fibronectin FINC_HUMAN 262,617 6 6 11 3.52% GNLLQCICTGNGR 253 265 41.2 25.5 39.7 2 0 0 1,462.6892
H_15 Fibronectin FINC_HUMAN 262,617 6 6 11 3.52% GLAFTDVDVDSIK 1637 1649 62.9 28.5 49.8 2 0 0 1,379.7055
H_15 Fibronectin FINC_HUMAN 262,617 6 6 11 3.52% IYLYTLNDNAR 1881 1891 57.4 27.1 25.9 2 0 0 1,355.6954
H_15 Fibronectin FINC_HUMAN 262,617 6 6 11 3.52% VPGTSTSATLTGLTR 2150 2164 68.0 27.1 66.3 2 0 0 1,461.7909
H_15 Fibronectin FINC_HUMAN 262,617 6 6 11 3.52% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 56.7 25.0 52.4 0 2 0 2,396.0863
H_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.28% HYQINQQWER 58 67 17.9 25.3 17.9 1 0 0 1,401.6658
H_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.28% GNLLQCICTGNGR 253 265 60.5 25.5 58.8 2 0 0 1,462.6892
H_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.28% HTSVQTTSSGSGPFTDVR 273 290 39.4 26.1 30.6 0 1 0 1,863.8832
H_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.28% WLPSSSPVTGYR 1562 1573 36.1 27.9 34.1 1 0 0 1,349.6848
H_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.28% GLAFTDVDVDSIK 1637 1649 77.8 28.5 63.5 2 0 0 1,379.7055
H_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.28% IAWESPQGQVSR 1650 1661 39.0 27.2 29.5 2 0 0 1,357.6859
H_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.28% IYLYTLNDNAR 1881 1891 58.7 26.9 35.7 2 0 0 1,355.6954
H_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.28% VPGTSTSATLTGLTR 2150 2164 81.5 27.1 78.4 2 0 0 1,461.7909
H_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.28% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 54.2 25.0 52.7 0 2 0 2,396.0863
H_17 Fibronectin FINC_HUMAN 262,617 5 5 10 3.10% GNLLQCICTGNGR 253 265 58.2 25.5 58.2 2 0 0 1,462.6892
H_17 Fibronectin FINC_HUMAN 262,617 5 5 10 3.10% GLAFTDVDVDSIK 1637 1649 60.5 28.5 50.2 2 0 0 1,379.7055
H_17 Fibronectin FINC_HUMAN 262,617 5 5 10 3.10% IYLYTLNDNAR 1881 1891 52.7 27.6 24.9 2 0 0 1,355.6954
H_17 Fibronectin FINC_HUMAN 262,617 5 5 10 3.10% VPGTSTSATLTGLTR 2150 2164 54.8 27.5 51.7 2 0 0 1,461.7909
H_17 Fibronectin FINC_HUMAN 262,617 5 5 10 3.10% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 39.7 25.0 36.9 0 2 0 2,396.0863
H_19 Fibronectin FINC_HUMAN 262,617 5 5 7 2.60% HTSVQTTSSGSGPFTDVR 273 290 25.8 26.5 24.4 0 1 0 1,863.8832
H_19 Fibronectin FINC_HUMAN 262,617 5 5 7 2.60% STTPDITGYR 1198 1207 21.7 25.7 12.6 1 0 0 1,110.5427
H_19 Fibronectin FINC_HUMAN 262,617 5 5 7 2.60% FTNIGPDTMR 1275 1284 20.9 26.6 12.5 1 0 0 1,151.5515
H_19 Fibronectin FINC_HUMAN 262,617 5 5 7 2.60% GLAFTDVDVDSIK 1637 1649 85.9 28.2 72.9 2 0 0 1,379.7055
H_19 Fibronectin FINC_HUMAN 262,617 5 5 7 2.60% IYLYTLNDNAR 1881 1891 46.9 27.1 23.2 2 0 0 1,355.6954
H_20 Fibronectin FINC_HUMAN 262,617 8 8 13 4.82% HYQINQQWER 58 67 21.6 25.3 16.1 0 1 0 1,401.6658
H_20 Fibronectin FINC_HUMAN 262,617 8 8 13 4.82% HTSVQTTSSGSGPFTDVR 273 290 26.3 26.4 17.9 0 2 0 1,863.8832
H_20 Fibronectin FINC_HUMAN 262,617 8 8 13 4.82% GDSPASSKPISINYR 1525 1539 48.7 28.5 44.8 0 2 0 1,591.8075
H_20 Fibronectin FINC_HUMAN 262,617 8 8 13 4.82% WLPSSSPVTGYR 1562 1573 28.7 27.9 27.0 1 0 0 1,349.6848
H_20 Fibronectin FINC_HUMAN 262,617 8 8 13 4.82% GLAFTDVDVDSIK 1637 1649 57.7 28.1 45.1 2 0 0 1,379.7055
H_20 Fibronectin FINC_HUMAN 262,617 8 8 13 4.82% SYTITGLQPGTDYK 1867 1880 52.5 26.5 44.9 1 0 0 1,543.7641
H_20 Fibronectin FINC_HUMAN 262,617 8 8 13 4.82% IYLYTLNDNAR 1881 1891 61.0 27.0 30.5 2 0 0 1,355.6954
H_20 Fibronectin FINC_HUMAN 262,617 8 8 13 4.82% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 61.7 25.0 58.7 0 2 0 2,396.0863
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% HYQINQQWER 58 67 34.0 25.4 27.8 0 2 0 1,401.6658
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% TYLGNALVCTCYGGSR 68 83 45.5 25.3 34.3 2 0 0 1,791.8154
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% GFNCESKPEAEETCFDK 84 100 25.2 25.0 25.2 0 1 0 2,047.8374
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% GNLLQCICTGNGR 253 265 47.6 25.8 40.2 2 0 0 1,462.6892
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% HTSVQTTSSGSGPFTDVR 273 290 58.6 26.4 51.9 2 2 0 1,863.8832
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% QDGHLWCSTTSNYEQDQK 380 397 16.3 25.0 12.8 0 1 0 2,196.9253
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% EATIPGHLNSYTIK 656 669 29.1 27.6 24.4 1 0 0 1,543.8116
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% WSRPQAPITGYR 831 842 37.0 28.5 19.1 0 2 0 1,431.7492
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% VDVIPVNLPGEHGQR 939 953 45.7 27.8 0.0 2 2 0 1,629.8709
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% QYNVGPSVSKYPLR 1041 1054 39.8 26.8 32.7 2 1 0 1,607.8540
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% FTNIGPDTMR 1275 1284 28.0 26.7 19.6 1 0 0 1,151.5515
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% EESPLLIGQQSTVSDVPR 1435 1452 29.6 27.6 29.6 1 0 0 1,955.0082
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% GDSPASSKPISINYR 1525 1539 53.0 28.5 45.8 2 2 0 1,591.8075
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% GLAFTDVDVDSIK 1637 1649 69.6 28.1 59.5 2 0 0 1,379.7055
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% IYLYTLNDNAR 1881 1891 64.7 27.4 38.5 2 0 0 1,355.6954
H_21 Fibronectin FINC_HUMAN 262,617 16 20 34 9.89% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 51.3 25.0 48.2 0 2 0 2,396.0863
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% HYQINQQWER 58 67 36.3 25.4 28.9 0 2 0 1,401.6658
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% TYLGNALVCTCYGGSR 68 83 50.7 25.2 45.9 1 0 0 1,791.8154
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% GFNCESKPEAEETCFDK 84 100 28.9 25.0 28.9 0 1 0 2,047.8374
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% GNLLQCICTGNGR 253 265 21.3 25.5 20.5 0 2 0 1,462.6892
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% HTSVQTTSSGSGPFTDVR 273 290 55.0 26.3 45.5 1 2 0 1,863.8832
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% QDGHLWCSTTSNYEQDQK 380 397 47.5 25.0 47.5 0 2 0 2,196.9253
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% EATIPGHLNSYTIK 656 669 42.6 27.6 35.0 2 0 0 1,543.8116
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% WSRPQAPITGYR 831 842 36.0 28.6 29.3 0 2 0 1,431.7492
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% VDVIPVNLPGEHGQR 939 953 45.4 27.8 0.0 2 2 0 1,629.8709
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% NLQPASEYTVSLVAIK 1055 1070 25.8 27.1 24.6 1 0 0 1,732.9480
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% GDSPASSKPISINYR 1525 1539 51.4 28.5 49.0 0 2 0 1,591.8075
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% WLPSSSPVTGYR 1562 1573 32.0 28.3 29.7 1 0 0 1,349.6848
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% GLAFTDVDVDSIK 1637 1649 75.8 28.1 58.9 2 0 0 1,379.7055
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% IYLYTLNDNAR 1881 1891 64.6 27.6 38.5 2 0 0 1,355.6954
H_22 Fibronectin FINC_HUMAN 262,617 15 17 29 9.30% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 60.7 25.0 60.7 0 2 0 2,396.0863
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% HYQINQQWER 58 67 41.1 25.4 26.2 2 2 0 1,401.6658
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% TYLGNALVCTCYGGSR 68 83 59.0 25.3 59.0 2 0 0 1,791.8154
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% GFNCESKPEAEETCFDK 84 100 32.2 25.0 32.2 0 2 0 2,047.8374
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% HTSVQTTSSGSGPFTDVR 273 290 83.1 26.6 82.2 2 2 0 1,863.8832
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% QDGHLWCSTTSNYEQDQK 380 397 46.3 25.0 46.3 0 2 0 2,196.9253
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% GEWTCIAYSQLR 504 515 52.2 25.6 43.2 2 0 0 1,483.6999
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% EATIPGHLNSYTIK 656 669 37.2 27.5 34.2 2 0 0 1,543.8116
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% WSRPQAPITGYR 831 842 24.8 28.2 11.6 0 2 0 1,431.7492
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% VDVIPVNLPGEHGQR 939 953 62.5 27.7 0.0 2 2 0 1,629.8709
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% NLQPASEYTVSLVAIK 1055 1070 44.8 26.4 37.3 1 0 0 1,732.9480
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% EESPLLIGQQSTVSDVPR 1435 1452 49.7 27.6 46.3 2 0 0 1,955.0082
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% GDSPASSKPISINYR 1525 1539 46.6 28.5 43.3 2 0 0 1,591.8075
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% WLPSSSPVTGYR 1562 1573 21.9 28.2 15.6 1 0 0 1,349.6848
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% YEVSVYALK 1788 1796 21.3 26.9 19.9 1 0 0 1,071.5720
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% IYLYTLNDNAR 1881 1891 54.7 26.9 33.1 2 0 0 1,355.6954
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% VPGTSTSATLTGLTR 2150 2164 84.5 27.5 82.3 2 0 0 1,461.7909
H_23 Fibronectin FINC_HUMAN 262,617 17 20 37 10.50% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 79.8 25.0 73.7 0 2 0 2,396.0863
H_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.17% HYQINQQWER 58 67 35.8 25.3 27.8 2 2 0 1,401.6658
H_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.17% GFNCESKPEAEETCFDK 84 100 16.9 25.0 16.9 0 2 0 2,047.8374
H_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.17% GNLLQCICTGNGR 253 265 46.0 25.5 42.8 2 0 0 1,462.6892
H_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.17% HTSVQTTSSGSGPFTDVR 273 290 36.2 26.4 32.4 0 2 0 1,863.8832
H_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.17% VDVIPVNLPGEHGQR 939 953 30.5 27.8 0.0 0 2 0 1,629.8709
H_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.17% STTPDITGYR 1198 1207 45.5 25.1 31.3 1 0 0 1,110.5427
H_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.17% GDSPASSKPISINYR 1525 1539 40.0 28.5 31.3 0 2 0 1,591.8075
H_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.17% WLPSSSPVTGYR 1562 1573 30.8 27.8 29.4 1 0 0 1,349.6848
H_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.17% GLAFTDVDVDSIK 1637 1649 86.8 28.1 77.8 2 0 0 1,379.7055



H_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.17% IYLYTLNDNAR 1881 1891 60.0 27.4 24.0 2 0 0 1,355.6954
H_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.17% VPGTSTSATLTGLTR 2150 2164 71.8 27.1 64.4 2 0 0 1,461.7909
H_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.17% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 49.3 25.0 36.9 0 2 0 2,396.0863
I_08 Fibronectin FINC_HUMAN 262,617 3 3 6 1.93% GNLLQCICTGNGR 253 265 57.4 25.5 54.8 2 0 0 1,462.6892
I_08 Fibronectin FINC_HUMAN 262,617 3 3 6 1.93% HTSVQTTSSGSGPFTDVR 273 290 30.2 26.4 30.2 0 2 0 1,863.8832
I_08 Fibronectin FINC_HUMAN 262,617 3 3 6 1.93% VPGTSTSATLTGLTR 2150 2164 56.6 27.5 53.8 2 0 0 1,461.7909
I_09 Fibronectin FINC_HUMAN 262,617 5 5 9 3.14% GNLLQCICTGNGR 253 265 40.1 25.5 40.1 2 0 0 1,462.6892
I_09 Fibronectin FINC_HUMAN 262,617 5 5 9 3.14% SYTITGLQPGTDYK 1867 1880 41.4 26.6 35.3 1 0 0 1,543.7641
I_09 Fibronectin FINC_HUMAN 262,617 5 5 9 3.14% IYLYTLNDNAR 1881 1891 44.0 26.9 17.1 2 0 0 1,355.6954
I_09 Fibronectin FINC_HUMAN 262,617 5 5 9 3.14% VPGTSTSATLTGLTR 2150 2164 60.6 27.5 59.2 2 0 0 1,461.7909
I_09 Fibronectin FINC_HUMAN 262,617 5 5 9 3.14% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 59.5 25.0 53.9 0 2 0 2,396.0863
I_10 Fibronectin FINC_HUMAN 262,617 3 3 6 2.10% GNLLQCICTGNGR 253 265 32.7 25.7 32.7 2 0 0 1,462.6892
I_10 Fibronectin FINC_HUMAN 262,617 3 3 6 2.10% VPGTSTSATLTGLTR 2150 2164 68.7 27.3 61.8 2 0 0 1,461.7909
I_10 Fibronectin FINC_HUMAN 262,617 3 3 6 2.10% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 36.5 25.0 28.6 0 2 0 2,396.0863
I_11 Fibronectin FINC_HUMAN 262,617 4 4 8 2.56% GNLLQCICTGNGR 253 265 35.9 25.4 34.0 2 0 0 1,462.6892
I_11 Fibronectin FINC_HUMAN 262,617 4 4 8 2.56% IYLYTLNDNAR 1881 1891 44.7 27.6 16.7 2 0 0 1,355.6954
I_11 Fibronectin FINC_HUMAN 262,617 4 4 8 2.56% VPGTSTSATLTGLTR 2150 2164 63.9 27.3 57.1 2 0 0 1,461.7909
I_11 Fibronectin FINC_HUMAN 262,617 4 4 8 2.56% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 42.6 25.0 36.2 0 2 0 2,396.0863
I_12 Fibronectin FINC_HUMAN 262,617 3 3 5 1.93% GNLLQCICTGNGR 253 265 53.5 25.6 53.5 2 0 0 1,462.6892
I_12 Fibronectin FINC_HUMAN 262,617 3 3 5 1.93% IYLYTLNDNAR 1881 1891 70.8 27.4 44.8 2 0 0 1,355.6954
I_12 Fibronectin FINC_HUMAN 262,617 3 3 5 1.93% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 30.8 25.0 26.0 0 1 0 2,396.0863
I_13 Fibronectin FINC_HUMAN 262,617 5 5 9 2.77% TYLGNALVCTCYGGSR 68 83 38.5 25.1 38.5 2 0 0 1,791.8154
I_13 Fibronectin FINC_HUMAN 262,617 5 5 9 2.77% GNLLQCICTGNGR 253 265 48.1 25.5 48.1 2 0 0 1,462.6892
I_13 Fibronectin FINC_HUMAN 262,617 5 5 9 2.77% YSFCTDHTVLVQTR 398 411 19.5 26.1 15.5 0 1 0 1,726.8218
I_13 Fibronectin FINC_HUMAN 262,617 5 5 9 2.77% WLPSSSPVTGYR 1562 1573 31.7 28.0 30.8 2 0 0 1,349.6848
I_13 Fibronectin FINC_HUMAN 262,617 5 5 9 2.77% IYLYTLNDNAR 1881 1891 54.8 26.9 34.8 2 0 0 1,355.6954
I_14 Fibronectin FINC_HUMAN 262,617 5 5 9 3.06% GNLLQCICTGNGR 253 265 53.2 25.5 53.2 2 0 0 1,462.6892
I_14 Fibronectin FINC_HUMAN 262,617 5 5 9 3.06% GLAFTDVDVDSIK 1637 1649 72.2 28.5 57.3 2 0 0 1,379.7055
I_14 Fibronectin FINC_HUMAN 262,617 5 5 9 3.06% SYTITGLQPGTDYK 1867 1880 71.7 26.3 62.9 2 0 0 1,543.7641
I_14 Fibronectin FINC_HUMAN 262,617 5 5 9 3.06% IYLYTLNDNAR 1881 1891 64.6 26.9 34.7 2 0 0 1,355.6954
I_14 Fibronectin FINC_HUMAN 262,617 5 5 9 3.06% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 34.5 25.0 29.2 0 1 0 2,396.0863
I_15 Fibronectin FINC_HUMAN 262,617 6 6 12 3.73% TYLGNALVCTCYGGSR 68 83 70.5 25.1 62.4 2 0 0 1,791.8154
I_15 Fibronectin FINC_HUMAN 262,617 6 6 12 3.73% GNLLQCICTGNGR 253 265 49.7 25.5 43.6 2 0 0 1,462.6892
I_15 Fibronectin FINC_HUMAN 262,617 6 6 12 3.73% WLPSSSPVTGYR 1562 1573 30.3 27.9 28.1 2 0 0 1,349.6848
I_15 Fibronectin FINC_HUMAN 262,617 6 6 12 3.73% IYLYTLNDNAR 1881 1891 70.6 27.0 41.2 2 0 0 1,355.6954
I_15 Fibronectin FINC_HUMAN 262,617 6 6 12 3.73% VPGTSTSATLTGLTR 2150 2164 36.3 27.4 30.7 2 0 0 1,461.7909
I_15 Fibronectin FINC_HUMAN 262,617 6 6 12 3.73% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 49.6 25.0 45.3 0 2 0 2,396.0863
I_16 Fibronectin FINC_HUMAN 262,617 8 8 14 4.90% TYLGNALVCTCYGGSR 68 83 52.1 25.3 52.1 1 0 0 1,791.8154
I_16 Fibronectin FINC_HUMAN 262,617 8 8 14 4.90% GNLLQCICTGNGR 253 265 53.2 25.4 53.0 2 0 0 1,462.6892
I_16 Fibronectin FINC_HUMAN 262,617 8 8 14 4.90% GDSPASSKPISINYR 1525 1539 50.1 28.5 40.0 0 2 0 1,591.8075
I_16 Fibronectin FINC_HUMAN 262,617 8 8 14 4.90% WLPSSSPVTGYR 1562 1573 23.2 28.0 17.9 1 0 0 1,349.6848
I_16 Fibronectin FINC_HUMAN 262,617 8 8 14 4.90% GLAFTDVDVDSIK 1637 1649 67.8 28.5 56.5 2 0 0 1,379.7055
I_16 Fibronectin FINC_HUMAN 262,617 8 8 14 4.90% IYLYTLNDNAR 1881 1891 57.2 26.9 32.6 2 0 0 1,355.6954
I_16 Fibronectin FINC_HUMAN 262,617 8 8 14 4.90% VPGTSTSATLTGLTR 2150 2164 88.2 27.1 85.4 2 0 0 1,461.7909
I_16 Fibronectin FINC_HUMAN 262,617 8 8 14 4.90% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 43.8 25.0 31.0 0 2 0 2,396.0863
I_17 Fibronectin FINC_HUMAN 262,617 9 9 17 5.28% TYLGNALVCTCYGGSR 68 83 53.9 25.4 50.9 2 0 0 1,791.8154
I_17 Fibronectin FINC_HUMAN 262,617 9 9 17 5.28% GNLLQCICTGNGR 253 265 49.6 25.5 43.6 2 0 0 1,462.6892
I_17 Fibronectin FINC_HUMAN 262,617 9 9 17 5.28% HTSVQTTSSGSGPFTDVR 273 290 25.9 26.4 16.3 0 2 0 1,863.8832
I_17 Fibronectin FINC_HUMAN 262,617 9 9 17 5.28% YSFCTDHTVLVQTR 398 411 22.1 26.3 19.2 0 2 0 1,726.8218
I_17 Fibronectin FINC_HUMAN 262,617 9 9 17 5.28% QYNVGPSVSKYPLR 1041 1054 30.2 26.7 23.1 0 2 0 1,607.8540
I_17 Fibronectin FINC_HUMAN 262,617 9 9 17 5.28% WLPSSSPVTGYR 1562 1573 26.4 27.4 24.1 1 0 0 1,349.6848
I_17 Fibronectin FINC_HUMAN 262,617 9 9 17 5.28% GLAFTDVDVDSIK 1637 1649 73.3 28.5 65.9 2 0 0 1,379.7055
I_17 Fibronectin FINC_HUMAN 262,617 9 9 17 5.28% IYLYTLNDNAR 1881 1891 72.7 26.9 53.7 2 0 0 1,355.6954
I_17 Fibronectin FINC_HUMAN 262,617 9 9 17 5.28% VPGTSTSATLTGLTR 2150 2164 79.6 27.5 77.3 2 0 0 1,461.7909
I_18 Fibronectin FINC_HUMAN 262,617 7 7 12 4.23% TYLGNALVCTCYGGSR 68 83 37.5 25.3 31.4 1 0 0 1,791.8154
I_18 Fibronectin FINC_HUMAN 262,617 7 7 12 4.23% GNLLQCICTGNGR 253 265 60.6 25.5 60.6 2 0 0 1,462.6892
I_18 Fibronectin FINC_HUMAN 262,617 7 7 12 4.23% HTSVQTTSSGSGPFTDVR 273 290 34.5 26.4 29.4 0 2 0 1,863.8832
I_18 Fibronectin FINC_HUMAN 262,617 7 7 12 4.23% QYNVGPSVSKYPLR 1041 1054 26.2 27.3 20.8 0 2 0 1,607.8540
I_18 Fibronectin FINC_HUMAN 262,617 7 7 12 4.23% WLPSSSPVTGYR 1562 1573 28.2 28.0 25.6 1 0 0 1,349.6848
I_18 Fibronectin FINC_HUMAN 262,617 7 7 12 4.23% GLAFTDVDVDSIK 1637 1649 77.9 28.1 58.7 2 0 0 1,379.7055
I_18 Fibronectin FINC_HUMAN 262,617 7 7 12 4.23% VPGTSTSATLTGLTR 2150 2164 60.1 27.5 58.9 2 0 0 1,461.7909
I_19 Fibronectin FINC_HUMAN 262,617 7 7 10 4.23% TYLGNALVCTCYGGSR 68 83 56.2 25.1 56.2 1 0 0 1,791.8154
I_19 Fibronectin FINC_HUMAN 262,617 7 7 10 4.23% GNLLQCICTGNGR 253 265 61.7 25.5 60.8 2 0 0 1,462.6892
I_19 Fibronectin FINC_HUMAN 262,617 7 7 10 4.23% HTSVQTTSSGSGPFTDVR 273 290 35.1 26.4 30.4 0 2 0 1,863.8832
I_19 Fibronectin FINC_HUMAN 262,617 7 7 10 4.23% EATIPGHLNSYTIK 656 669 23.3 28.0 23.0 1 0 0 1,543.8116
I_19 Fibronectin FINC_HUMAN 262,617 7 7 10 4.23% QYNVGPSVSKYPLR 1041 1054 23.9 27.3 19.5 0 1 0 1,607.8540
I_19 Fibronectin FINC_HUMAN 262,617 7 7 10 4.23% IYLYTLNDNAR 1881 1891 49.9 27.1 12.8 2 0 0 1,355.6954
I_19 Fibronectin FINC_HUMAN 262,617 7 7 10 4.23% VPGTSTSATLTGLTR 2150 2164 32.4 27.5 22.7 1 0 0 1,461.7909
I_20 Fibronectin FINC_HUMAN 262,617 10 10 17 6.33% HYQINQQWER 58 67 21.7 25.1 15.8 0 2 0 1,401.6658
I_20 Fibronectin FINC_HUMAN 262,617 10 10 17 6.33% GNLLQCICTGNGR 253 265 49.5 25.5 47.1 2 0 0 1,462.6892
I_20 Fibronectin FINC_HUMAN 262,617 10 10 17 6.33% EATIPGHLNSYTIK 656 669 21.8 28.1 13.8 1 0 0 1,543.8116
I_20 Fibronectin FINC_HUMAN 262,617 10 10 17 6.33% NLQPASEYTVSLVAIK 1055 1070 33.7 26.9 25.1 1 0 0 1,732.9480
I_20 Fibronectin FINC_HUMAN 262,617 10 10 17 6.33% EESPLLIGQQSTVSDVPR 1435 1452 42.6 27.6 42.6 1 0 0 1,955.0082
I_20 Fibronectin FINC_HUMAN 262,617 10 10 17 6.33% GDSPASSKPISINYR 1525 1539 41.0 28.5 33.5 0 2 0 1,591.8075
I_20 Fibronectin FINC_HUMAN 262,617 10 10 17 6.33% GLAFTDVDVDSIK 1637 1649 86.9 28.1 72.8 2 0 0 1,379.7055
I_20 Fibronectin FINC_HUMAN 262,617 10 10 17 6.33% IYLYTLNDNAR 1881 1891 54.6 26.9 31.6 2 0 0 1,355.6954
I_20 Fibronectin FINC_HUMAN 262,617 10 10 17 6.33% SSPVVIDASTAIDAPSNLR 1892 1910 62.0 27.8 51.4 2 0 0 1,912.9975
I_20 Fibronectin FINC_HUMAN 262,617 10 10 17 6.33% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 75.8 25.0 73.8 0 2 0 2,396.0863
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% HYQINQQWER 58 67 33.5 25.3 28.0 0 2 0 1,401.6658
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% TYLGNALVCTCYGGSR 68 83 76.3 25.1 69.1 2 0 0 1,791.8154
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% GFNCESKPEAEETCFDK 84 100 33.2 25.0 33.2 0 2 0 2,047.8374
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% DSMIWDCTCIGAGR 117 130 55.1 25.0 53.8 2 0 0 1,657.6770
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% GNLLQCICTGNGR 253 265 53.3 25.7 53.3 2 0 0 1,462.6892
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% HTSVQTTSSGSGPFTDVR 273 290 70.3 26.4 70.1 1 2 0 1,863.8832
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% QDGHLWCSTTSNYEQDQK 380 397 57.1 25.0 52.6 0 2 0 2,196.9253
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% GEWTCIAYSQLR 504 515 47.4 25.3 38.3 2 0 0 1,483.6999
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% EATIPGHLNSYTIK 656 669 31.0 27.9 27.7 2 0 0 1,543.8116
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% WSRPQAPITGYR 831 842 40.7 28.6 29.7 0 2 0 1,431.7492
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% VDVIPVNLPGEHGQR 939 953 41.2 27.8 0.0 2 2 0 1,629.8709
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% QYNVGPSVSKYPLR 1041 1054 38.4 27.4 23.3 0 2 0 1,607.8540
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% NLQPASEYTVSLVAIK 1055 1070 69.0 27.1 63.3 2 0 0 1,732.9480
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% FTNIGPDTMR 1275 1284 31.1 26.6 23.1 2 0 0 1,151.5515
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% EESPLLIGQQSTVSDVPR 1435 1452 61.0 27.6 57.0 2 0 0 1,955.0082
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% GDSPASSKPISINYR 1525 1539 48.7 28.5 44.4 1 1 0 1,591.8075
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% WLPSSSPVTGYR 1562 1573 34.0 28.0 31.3 1 0 0 1,349.6848
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% GLAFTDVDVDSIK 1637 1649 89.2 28.4 72.0 2 0 0 1,379.7055
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% IYLYTLNDNAR 1881 1891 50.0 27.0 12.9 2 0 0 1,355.6954
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% VPGTSTSATLTGLTR 2150 2164 72.3 27.0 61.7 2 0 0 1,461.7909
I_21 Fibronectin FINC_HUMAN 262,617 21 24 44 12.80% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 60.8 25.0 58.0 0 2 0 2,396.0863
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% HYQINQQWER 58 67 39.3 25.3 27.5 0 2 0 1,401.6658
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% TYLGNALVCTCYGGSR 68 83 60.0 25.0 59.9 2 0 0 1,791.8154
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% GFNCESKPEAEETCFDK 84 100 29.9 25.0 29.9 0 2 0 2,047.8374
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% DSMIWDCTCIGAGR 117 130 50.6 25.0 50.6 2 0 0 1,657.6770
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% GNLLQCICTGNGR 253 265 15.6 25.5 7.3 0 1 0 1,462.6892
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% HTSVQTTSSGSGPFTDVR 273 290 59.3 26.4 42.9 2 2 0 1,863.8832
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% QDGHLWCSTTSNYEQDQK 380 397 32.4 25.0 32.4 0 2 0 2,196.9253
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% EATIPGHLNSYTIK 656 669 31.7 27.6 22.6 2 0 0 1,543.8116
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% WSRPQAPITGYR 831 842 38.3 28.6 14.4 0 2 0 1,431.7492
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% VDVIPVNLPGEHGQR 939 953 42.3 27.8 0.0 2 1 0 1,629.8709
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% QYNVGPSVSKYPLR 1041 1054 45.4 27.0 42.0 1 2 0 1,607.8540
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% FTNIGPDTMR 1275 1284 24.3 26.7 13.3 2 0 0 1,151.5515
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% GDSPASSKPISINYR 1525 1539 41.7 28.5 35.3 2 2 0 1,591.8075



I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% GLAFTDVDVDSIK 1637 1649 80.1 28.4 69.8 2 0 0 1,379.7055
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% IYLYTLNDNAR 1881 1891 70.8 27.0 50.8 2 0 0 1,355.6954
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% SSPVVIDASTAIDAPSNLR 1892 1910 67.0 27.3 61.0 1 0 0 1,912.9975
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% VPGTSTSATLTGLTR 2150 2164 88.2 27.1 83.2 2 1 0 1,461.7909
I_22 Fibronectin FINC_HUMAN 262,617 18 23 41 11.10% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 58.5 25.0 52.7 0 2 0 2,396.0863
I_23 Fibronectin FINC_HUMAN 262,617 10 10 17 6.12% TYLGNALVCTCYGGSR 68 83 89.9 25.0 81.3 2 0 0 1,791.8154
I_23 Fibronectin FINC_HUMAN 262,617 10 10 17 6.12% GNLLQCICTGNGR 253 265 43.0 25.4 43.0 2 0 0 1,462.6892
I_23 Fibronectin FINC_HUMAN 262,617 10 10 17 6.12% GEWTCIAYSQLR 504 515 50.8 25.3 40.7 2 0 0 1,483.6999
I_23 Fibronectin FINC_HUMAN 262,617 10 10 17 6.12% WSRPQAPITGYR 831 842 25.3 28.4 16.6 0 2 0 1,431.7492
I_23 Fibronectin FINC_HUMAN 262,617 10 10 17 6.12% GDSPASSKPISINYR 1525 1539 39.9 28.5 36.5 0 2 0 1,591.8075
I_23 Fibronectin FINC_HUMAN 262,617 10 10 17 6.12% VTDATETTITISWR 1822 1835 27.8 28.1 22.8 1 0 0 1,593.8120
I_23 Fibronectin FINC_HUMAN 262,617 10 10 17 6.12% SYTITGLQPGTDYK 1867 1880 33.4 26.1 29.0 1 0 0 1,543.7641
I_23 Fibronectin FINC_HUMAN 262,617 10 10 17 6.12% SSPVVIDASTAIDAPSNLR 1892 1910 109.0 27.5 96.9 2 0 0 1,912.9975
I_23 Fibronectin FINC_HUMAN 262,617 10 10 17 6.12% VPGTSTSATLTGLTR 2150 2164 77.9 27.1 72.0 2 0 0 1,461.7909
I_23 Fibronectin FINC_HUMAN 262,617 10 10 17 6.12% EYLGAICSCTCFGGQR 2311 2326 83.2 25.0 83.2 1 0 0 1,878.7933
I_24 Fibronectin FINC_HUMAN 262,617 6 8 14 3.73% HYQINQQWER 58 67 20.6 25.1 18.6 1 1 0 1,401.6658
I_24 Fibronectin FINC_HUMAN 262,617 6 8 14 3.73% GNLLQCICTGNGR 253 265 43.7 25.4 38.6 2 0 0 1,462.6892
I_24 Fibronectin FINC_HUMAN 262,617 6 8 14 3.73% HTSVQTTSSGSGPFTDVR 273 290 34.6 26.5 32.1 2 2 0 1,863.8832
I_24 Fibronectin FINC_HUMAN 262,617 6 8 14 3.73% IYLYTLNDNAR 1881 1891 47.6 26.9 11.4 2 0 0 1,355.6954
I_24 Fibronectin FINC_HUMAN 262,617 6 8 14 3.73% VPGTSTSATLTGLTR 2150 2164 72.4 27.5 68.2 2 0 0 1,461.7909
I_24 Fibronectin FINC_HUMAN 262,617 6 8 14 3.73% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 63.2 25.0 58.4 0 2 0 2,396.0863
J_07 Fibronectin FINC_HUMAN 262,617 5 5 8 3.31% GNLLQCICTGNGR 253 265 57.9 25.8 57.8 2 0 0 1,462.6892
J_07 Fibronectin FINC_HUMAN 262,617 5 5 8 3.31% HTSVQTTSSGSGPFTDVR 273 290 47.8 26.6 42.7 0 1 0 1,863.8832
J_07 Fibronectin FINC_HUMAN 262,617 5 5 8 3.31% IYLYTLNDNAR 1881 1891 23.1 27.0 11.0 1 0 0 1,355.6954
J_07 Fibronectin FINC_HUMAN 262,617 5 5 8 3.31% VPGTSTSATLTGLTR 2150 2164 72.1 27.4 70.4 2 0 0 1,461.7909
J_07 Fibronectin FINC_HUMAN 262,617 5 5 8 3.31% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 45.6 25.0 41.3 0 2 0 2,396.0863
J_08 Fibronectin FINC_HUMAN 262,617 4 4 8 2.85% GNLLQCICTGNGR 253 265 57.4 26.0 57.4 2 0 0 1,462.6892
J_08 Fibronectin FINC_HUMAN 262,617 4 4 8 2.85% HTSVQTTSSGSGPFTDVR 273 290 30.4 26.5 27.3 0 2 0 1,863.8832
J_08 Fibronectin FINC_HUMAN 262,617 4 4 8 2.85% VPGTSTSATLTGLTR 2150 2164 63.7 27.4 59.9 2 0 0 1,461.7909
J_08 Fibronectin FINC_HUMAN 262,617 4 4 8 2.85% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 53.4 25.0 44.4 0 2 0 2,396.0863
J_09 Fibronectin FINC_HUMAN 262,617 5 5 9 3.31% GNLLQCICTGNGR 253 265 33.0 25.9 28.3 2 0 0 1,462.6892
J_09 Fibronectin FINC_HUMAN 262,617 5 5 9 3.31% HTSVQTTSSGSGPFTDVR 273 290 20.4 26.6 19.5 0 1 0 1,863.8832
J_09 Fibronectin FINC_HUMAN 262,617 5 5 9 3.31% IYLYTLNDNAR 1881 1891 51.9 27.0 34.2 2 0 0 1,355.6954
J_09 Fibronectin FINC_HUMAN 262,617 5 5 9 3.31% VPGTSTSATLTGLTR 2150 2164 68.6 27.4 59.3 2 0 0 1,461.7909
J_09 Fibronectin FINC_HUMAN 262,617 5 5 9 3.31% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 57.0 25.0 47.5 0 2 0 2,396.0863
J_11 Fibronectin FINC_HUMAN 262,617 4 4 7 2.56% GNLLQCICTGNGR 253 265 30.6 26.4 29.8 1 0 0 1,462.6892
J_11 Fibronectin FINC_HUMAN 262,617 4 4 7 2.56% IYLYTLNDNAR 1881 1891 48.4 27.0 20.0 2 0 0 1,355.6954
J_11 Fibronectin FINC_HUMAN 262,617 4 4 7 2.56% VPGTSTSATLTGLTR 2150 2164 68.9 26.8 68.9 2 0 0 1,461.7909
J_11 Fibronectin FINC_HUMAN 262,617 4 4 7 2.56% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 49.9 25.0 43.3 0 2 0 2,396.0863
J_12 Fibronectin FINC_HUMAN 262,617 3 3 4 1.76% GNLLQCICTGNGR 253 265 44.7 26.3 38.5 1 0 0 1,462.6892
J_12 Fibronectin FINC_HUMAN 262,617 3 3 4 1.76% HTSVQTTSSGSGPFTDVR 273 290 25.2 26.7 25.1 0 1 0 1,863.8832
J_12 Fibronectin FINC_HUMAN 262,617 3 3 4 1.76% IYLYTLNDNAR 1881 1891 44.8 27.3 14.1 2 0 0 1,355.6954
J_13 Fibronectin FINC_HUMAN 262,617 5 5 8 2.68% GNLLQCICTGNGR 253 265 46.4 26.2 46.4 2 0 0 1,462.6892
J_13 Fibronectin FINC_HUMAN 262,617 5 5 8 2.68% HTSVQTTSSGSGPFTDVR 273 290 41.0 26.6 34.8 0 2 0 1,863.8832
J_13 Fibronectin FINC_HUMAN 262,617 5 5 8 2.68% STTPDITGYR 1198 1207 17.5 25.9 8.1 1 0 0 1,110.5427
J_13 Fibronectin FINC_HUMAN 262,617 5 5 8 2.68% WLPSSSPVTGYR 1562 1573 29.6 27.8 22.8 1 0 0 1,349.6848
J_13 Fibronectin FINC_HUMAN 262,617 5 5 8 2.68% IYLYTLNDNAR 1881 1891 44.8 27.3 25.4 2 0 0 1,355.6954
J_14 Fibronectin FINC_HUMAN 262,617 3 3 4 1.93% GNLLQCICTGNGR 253 265 31.1 26.0 31.1 2 0 0 1,462.6892
J_14 Fibronectin FINC_HUMAN 262,617 3 3 4 1.93% HTSVQTTSSGSGPFTDVR 273 290 20.9 26.7 15.6 0 1 0 1,863.8832
J_14 Fibronectin FINC_HUMAN 262,617 3 3 4 1.93% GDSPASSKPISINYR 1525 1539 36.5 28.4 27.0 0 1 0 1,591.8075
J_15 Fibronectin FINC_HUMAN 262,617 7 7 12 4.44% HYQINQQWER 58 67 15.1 25.5 14.1 0 1 0 1,401.6658
J_15 Fibronectin FINC_HUMAN 262,617 7 7 12 4.44% GFNCESKPEAEETCFDK 84 100 26.3 25.0 26.3 0 2 0 2,047.8374
J_15 Fibronectin FINC_HUMAN 262,617 7 7 12 4.44% GNLLQCICTGNGR 253 265 51.6 26.4 51.6 2 0 0 1,462.6892
J_15 Fibronectin FINC_HUMAN 262,617 7 7 12 4.44% QDGHLWCSTTSNYEQDQK 380 397 21.4 25.0 21.4 0 1 0 2,196.9253
J_15 Fibronectin FINC_HUMAN 262,617 7 7 12 4.44% GDSPASSKPISINYR 1525 1539 41.6 28.2 34.7 0 2 0 1,591.8075
J_15 Fibronectin FINC_HUMAN 262,617 7 7 12 4.44% IYLYTLNDNAR 1881 1891 47.4 27.3 27.8 2 0 0 1,355.6954
J_15 Fibronectin FINC_HUMAN 262,617 7 7 12 4.44% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 60.2 25.0 55.5 0 2 0 2,396.0863
J_16 Fibronectin FINC_HUMAN 262,617 6 6 11 3.69% GNLLQCICTGNGR 253 265 54.5 26.3 51.9 2 0 0 1,462.6892
J_16 Fibronectin FINC_HUMAN 262,617 6 6 11 3.69% VDVIPVNLPGEHGQR 939 953 33.2 27.8 0.0 2 0 0 1,629.8709
J_16 Fibronectin FINC_HUMAN 262,617 6 6 11 3.69% WLPSSSPVTGYR 1562 1573 30.4 27.7 22.9 1 0 0 1,349.6848
J_16 Fibronectin FINC_HUMAN 262,617 6 6 11 3.69% IYLYTLNDNAR 1881 1891 70.7 27.4 40.4 2 0 0 1,355.6954
J_16 Fibronectin FINC_HUMAN 262,617 6 6 11 3.69% VPGTSTSATLTGLTR 2150 2164 72.6 27.4 69.3 2 0 0 1,461.7909
J_16 Fibronectin FINC_HUMAN 262,617 6 6 11 3.69% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 53.1 25.0 46.2 0 2 0 2,396.0863
J_17 Fibronectin FINC_HUMAN 262,617 4 4 7 2.26% GNLLQCICTGNGR 253 265 60.6 26.4 53.9 2 0 0 1,462.6892
J_17 Fibronectin FINC_HUMAN 262,617 4 4 7 2.26% VDVIPVNLPGEHGQR 939 953 37.4 27.8 0.0 1 0 0 1,629.8709
J_17 Fibronectin FINC_HUMAN 262,617 4 4 7 2.26% IYLYTLNDNAR 1881 1891 54.7 27.3 27.3 2 0 0 1,355.6954
J_17 Fibronectin FINC_HUMAN 262,617 4 4 7 2.26% VPGTSTSATLTGLTR 2150 2164 65.1 27.4 61.8 2 0 0 1,461.7909
J_18 Fibronectin FINC_HUMAN 262,617 4 4 7 2.39% GNLLQCICTGNGR 253 265 50.5 26.4 48.1 2 0 0 1,462.6892
J_18 Fibronectin FINC_HUMAN 262,617 4 4 7 2.39% HTSVQTTSSGSGPFTDVR 273 290 31.0 26.6 20.5 0 1 0 1,863.8832
J_18 Fibronectin FINC_HUMAN 262,617 4 4 7 2.39% IYLYTLNDNAR 1881 1891 59.6 27.3 44.0 2 0 0 1,355.6954
J_18 Fibronectin FINC_HUMAN 262,617 4 4 7 2.39% VPGTSTSATLTGLTR 2150 2164 34.9 27.1 34.5 2 0 0 1,461.7909
J_19 Fibronectin FINC_HUMAN 262,617 6 6 10 3.31% HYQINQQWER 58 67 26.2 25.9 17.0 0 1 0 1,401.6658
J_19 Fibronectin FINC_HUMAN 262,617 6 6 10 3.31% GNLLQCICTGNGR 253 265 58.9 25.9 57.7 2 0 0 1,462.6892
J_19 Fibronectin FINC_HUMAN 262,617 6 6 10 3.31% DLQFVEVTDVK 912 922 84.1 28.2 61.0 2 0 0 1,292.6734
J_19 Fibronectin FINC_HUMAN 262,617 6 6 10 3.31% VDVIPVNLPGEHGQR 939 953 42.2 27.7 0.0 2 0 0 1,629.8709
J_19 Fibronectin FINC_HUMAN 262,617 6 6 10 3.31% GDSPASSKPISINYR 1525 1539 28.6 28.4 19.8 0 1 0 1,591.8075
J_19 Fibronectin FINC_HUMAN 262,617 6 6 10 3.31% VPGTSTSATLTGLTR 2150 2164 51.6 26.8 51.6 2 0 0 1,461.7909
J_20 Fibronectin FINC_HUMAN 262,617 8 8 14 4.61% GNLLQCICTGNGR 253 265 63.6 26.4 63.6 2 0 0 1,462.6892
J_20 Fibronectin FINC_HUMAN 262,617 8 8 14 4.61% HTSVQTTSSGSGPFTDVR 273 290 29.9 26.6 19.0 0 2 0 1,863.8832
J_20 Fibronectin FINC_HUMAN 262,617 8 8 14 4.61% YSFCTDHTVLVQTR 398 411 23.4 26.5 10.0 0 1 0 1,726.8218
J_20 Fibronectin FINC_HUMAN 262,617 8 8 14 4.61% WSRPQAPITGYR 831 842 25.1 28.6 14.9 0 1 0 1,431.7492
J_20 Fibronectin FINC_HUMAN 262,617 8 8 14 4.61% VDVIPVNLPGEHGQR 939 953 34.6 27.8 0.0 2 0 0 1,629.8709
J_20 Fibronectin FINC_HUMAN 262,617 8 8 14 4.61% WLPSSSPVTGYR 1562 1573 29.6 27.8 27.2 2 0 0 1,349.6848
J_20 Fibronectin FINC_HUMAN 262,617 8 8 14 4.61% IYLYTLNDNAR 1881 1891 48.2 27.4 27.8 2 0 0 1,355.6954
J_20 Fibronectin FINC_HUMAN 262,617 8 8 14 4.61% VPGTSTSATLTGLTR 2150 2164 61.5 27.1 59.0 2 0 0 1,461.7909
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% HYQINQQWER 58 67 40.3 25.7 30.9 0 2 0 1,401.6658
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% TYLGNALVCTCYGGSR 68 83 58.3 25.9 58.3 2 0 0 1,791.8154
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% GFNCESKPEAEETCFDK 84 100 25.3 25.0 25.3 0 2 0 2,047.8374
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% GNLLQCICTGNGR 253 265 63.7 26.2 59.5 2 0 0 1,462.6892
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% HTSVQTTSSGSGPFTDVR 273 290 37.6 26.6 37.6 1 2 0 1,863.8832
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% EATIPGHLNSYTIK 656 669 29.2 27.7 25.5 1 0 0 1,543.8116
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% WSRPQAPITGYR 831 842 44.3 28.2 32.8 0 2 0 1,431.7492
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% DLQFVEVTDVK 912 922 70.3 28.2 57.8 2 0 0 1,292.6734
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% VDVIPVNLPGEHGQR 939 953 56.7 27.8 0.0 2 0 0 1,629.8709
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% NLQPASEYTVSLVAIK 1055 1070 57.1 26.4 50.5 2 0 0 1,732.9480
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% FTNIGPDTMR 1275 1284 21.5 26.7 13.0 1 0 0 1,151.5515
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% EESPLLIGQQSTVSDVPR 1435 1452 61.0 27.5 53.8 2 1 0 1,955.0082
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% GDSPASSKPISINYR 1525 1539 31.3 28.0 29.8 2 0 0 1,591.8075
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% IYLYTLNDNAR 1881 1891 66.8 27.0 46.7 2 0 0 1,355.6954
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% VPGTSTSATLTGLTR 2150 2164 69.1 27.4 56.7 2 0 0 1,461.7909
J_21 Fibronectin FINC_HUMAN 262,617 16 18 32 9.77% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 78.4 25.0 67.8 0 2 0 2,396.0863
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% HYQINQQWER 58 67 22.3 25.7 13.0 0 1 0 1,401.6658
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% GFNCESKPEAEETCFDK 84 100 24.2 25.0 24.2 0 1 0 2,047.8374
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% GNLLQCICTGNGR 253 265 56.3 26.4 43.6 2 1 0 1,462.6892
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% HTSVQTTSSGSGPFTDVR 273 290 48.2 26.5 39.0 2 2 0 1,863.8832
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% QDGHLWCSTTSNYEQDQK 380 397 43.9 25.0 41.6 0 2 0 2,196.9253
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% YSFCTDHTVLVQTR 398 411 30.7 26.6 25.8 0 2 0 1,726.8218
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% VDVIPVNLPGEHGQR 939 953 54.6 27.8 0.0 2 1 0 1,629.8709
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% EESPLLIGQQSTVSDVPR 1435 1452 35.3 27.5 34.3 1 0 0 1,955.0082
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% GDSPASSKPISINYR 1525 1539 40.8 28.1 34.7 1 2 0 1,591.8075
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% WLPSSSPVTGYR 1562 1573 32.7 27.8 26.5 1 0 0 1,349.6848
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% GLAFTDVDVDSIK 1637 1649 87.4 28.0 65.7 2 0 0 1,379.7055



J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% SYTITGLQPGTDYK 1867 1880 66.0 27.1 60.5 1 0 0 1,543.7641
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% IYLYTLNDNAR 1881 1891 70.4 27.3 49.1 2 0 0 1,355.6954
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% VPGTSTSATLTGLTR 2150 2164 62.2 27.1 55.8 2 0 0 1,461.7909
J_22 Fibronectin FINC_HUMAN 262,617 15 19 30 9.43% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 36.2 25.0 27.9 0 2 0 2,396.0863
J_24 Fibronectin FINC_HUMAN 262,617 9 10 18 5.36% HYQINQQWER 58 67 27.2 25.1 23.5 1 2 0 1,401.6658
J_24 Fibronectin FINC_HUMAN 262,617 9 10 18 5.36% GNLLQCICTGNGR 253 265 42.2 25.8 38.8 2 0 0 1,462.6892
J_24 Fibronectin FINC_HUMAN 262,617 9 10 18 5.36% HTSVQTTSSGSGPFTDVR 273 290 40.9 26.5 36.1 0 2 0 1,863.8832
J_24 Fibronectin FINC_HUMAN 262,617 9 10 18 5.36% GDSPASSKPISINYR 1525 1539 53.7 28.5 43.8 0 2 0 1,591.8075
J_24 Fibronectin FINC_HUMAN 262,617 9 10 18 5.36% WLPSSSPVTGYR 1562 1573 30.5 27.4 24.0 1 0 0 1,349.6848
J_24 Fibronectin FINC_HUMAN 262,617 9 10 18 5.36% IAWESPQGQVSR 1650 1661 43.4 27.1 37.5 2 0 0 1,357.6859
J_24 Fibronectin FINC_HUMAN 262,617 9 10 18 5.36% IYLYTLNDNAR 1881 1891 50.1 27.4 23.8 2 0 0 1,355.6954
J_24 Fibronectin FINC_HUMAN 262,617 9 10 18 5.36% VPGTSTSATLTGLTR 2150 2164 63.7 27.4 52.4 2 0 0 1,461.7909
J_24 Fibronectin FINC_HUMAN 262,617 9 10 18 5.36% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 59.8 25.0 57.1 0 2 0 2,396.0863
K_07 Fibronectin FINC_HUMAN 262,617 2 2 3 1.51% SYTITGLQPGTDYK 1867 1880 25.0 26.6 20.0 1 0 0 1,543.7641
K_07 Fibronectin FINC_HUMAN 262,617 2 2 3 1.51% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 67.8 25.0 59.2 0 2 0 2,396.0863
K_08 Fibronectin FINC_HUMAN 262,617 4 4 7 2.85% GNLLQCICTGNGR 253 265 46.3 25.5 46.3 2 0 0 1,462.6892
K_08 Fibronectin FINC_HUMAN 262,617 4 4 7 2.85% HTSVQTTSSGSGPFTDVR 273 290 18.8 26.4 9.1 0 1 0 1,863.8832
K_08 Fibronectin FINC_HUMAN 262,617 4 4 7 2.85% VPGTSTSATLTGLTR 2150 2164 62.9 27.5 60.1 2 0 0 1,461.7909
K_08 Fibronectin FINC_HUMAN 262,617 4 4 7 2.85% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 53.5 25.0 49.8 0 2 0 2,396.0863
K_09 Fibronectin FINC_HUMAN 262,617 4 4 7 2.56% GNLLQCICTGNGR 253 265 25.3 25.4 25.3 2 0 0 1,462.6892
K_09 Fibronectin FINC_HUMAN 262,617 4 4 7 2.56% IYLYTLNDNAR 1881 1891 42.0 27.1 31.8 1 0 0 1,355.6954
K_09 Fibronectin FINC_HUMAN 262,617 4 4 7 2.56% VPGTSTSATLTGLTR 2150 2164 75.5 27.7 74.1 2 0 0 1,461.7909
K_09 Fibronectin FINC_HUMAN 262,617 4 4 7 2.56% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 56.3 25.0 55.7 0 2 0 2,396.0863
K_10 Fibronectin FINC_HUMAN 262,617 3 3 4 2.14% SYTITGLQPGTDYK 1867 1880 26.3 26.3 16.1 1 0 0 1,543.7641
K_10 Fibronectin FINC_HUMAN 262,617 3 3 4 2.14% VPGTSTSATLTGLTR 2150 2164 81.5 27.5 78.2 2 0 0 1,461.7909
K_10 Fibronectin FINC_HUMAN 262,617 3 3 4 2.14% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 52.2 25.0 43.7 0 1 0 2,396.0863
K_11 Fibronectin FINC_HUMAN 262,617 3 3 5 2.01% IYLYTLNDNAR 1881 1891 33.8 27.6 22.4 1 0 0 1,355.6954
K_11 Fibronectin FINC_HUMAN 262,617 3 3 5 2.01% VPGTSTSATLTGLTR 2150 2164 66.7 27.3 64.9 2 0 0 1,461.7909
K_11 Fibronectin FINC_HUMAN 262,617 3 3 5 2.01% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 56.9 25.0 44.7 0 2 0 2,396.0863
K_12 Fibronectin FINC_HUMAN 262,617 3 3 6 1.76% GNLLQCICTGNGR 253 265 52.9 25.5 52.9 2 0 0 1,462.6892
K_12 Fibronectin FINC_HUMAN 262,617 3 3 6 1.76% HTSVQTTSSGSGPFTDVR 273 290 27.0 26.4 17.8 0 2 0 1,863.8832
K_12 Fibronectin FINC_HUMAN 262,617 3 3 6 1.76% IYLYTLNDNAR 1881 1891 52.6 26.9 30.1 2 0 0 1,355.6954
K_13 Fibronectin FINC_HUMAN 262,617 3 3 5 2.14% HTSVQTTSSGSGPFTDVR 273 290 41.2 26.6 37.0 0 2 0 1,863.8832
K_13 Fibronectin FINC_HUMAN 262,617 3 3 5 2.14% IYLYTLNDNAR 1881 1891 57.9 26.9 33.5 2 0 0 1,355.6954
K_13 Fibronectin FINC_HUMAN 262,617 3 3 5 2.14% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 47.7 25.0 46.9 0 1 0 2,396.0863
K_14 Fibronectin FINC_HUMAN 262,617 5 5 7 3.27% GNLLQCICTGNGR 253 265 27.9 25.4 25.1 1 0 0 1,462.6892
K_14 Fibronectin FINC_HUMAN 262,617 5 5 7 3.27% HTSVQTTSSGSGPFTDVR 273 290 21.1 26.6 15.6 0 1 0 1,863.8832
K_14 Fibronectin FINC_HUMAN 262,617 5 5 7 3.27% SYTITGLQPGTDYK 1867 1880 54.5 26.4 49.4 1 0 0 1,543.7641
K_14 Fibronectin FINC_HUMAN 262,617 5 5 7 3.27% IYLYTLNDNAR 1881 1891 48.7 27.6 26.6 2 0 0 1,355.6954
K_14 Fibronectin FINC_HUMAN 262,617 5 5 7 3.27% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 39.3 25.0 38.1 0 2 0 2,396.0863
K_15 Fibronectin FINC_HUMAN 262,617 6 6 9 3.90% HYQINQQWER 58 67 27.8 25.4 18.1 0 2 0 1,401.6658
K_15 Fibronectin FINC_HUMAN 262,617 6 6 9 3.90% GFNCESKPEAEETCFDK 84 100 15.3 25.0 15.3 0 1 0 2,047.8374
K_15 Fibronectin FINC_HUMAN 262,617 6 6 9 3.90% HTSVQTTSSGSGPFTDVR 273 290 55.0 26.4 48.7 0 1 0 1,863.8832
K_15 Fibronectin FINC_HUMAN 262,617 6 6 9 3.90% VDVIPVNLPGEHGQR 939 953 21.9 27.8 0.0 0 1 0 1,629.8709
K_15 Fibronectin FINC_HUMAN 262,617 6 6 9 3.90% IYLYTLNDNAR 1881 1891 49.7 27.4 27.0 2 0 0 1,355.6954
K_15 Fibronectin FINC_HUMAN 262,617 6 6 9 3.90% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 63.8 25.0 63.5 0 2 0 2,396.0863
K_16 Fibronectin FINC_HUMAN 262,617 9 10 18 5.66% GNLLQCICTGNGR 253 265 53.2 25.8 53.2 2 0 0 1,462.6892
K_16 Fibronectin FINC_HUMAN 262,617 9 10 18 5.66% HTSVQTTSSGSGPFTDVR 273 290 52.6 26.5 51.4 1 2 0 1,863.8832
K_16 Fibronectin FINC_HUMAN 262,617 9 10 18 5.66% VDVIPVNLPGEHGQR 939 953 41.1 27.8 0.0 2 0 0 1,629.8709
K_16 Fibronectin FINC_HUMAN 262,617 9 10 18 5.66% GDSPASSKPISINYR 1525 1539 41.4 28.5 39.5 0 2 0 1,591.8075
K_16 Fibronectin FINC_HUMAN 262,617 9 10 18 5.66% IAWESPQGQVSR 1650 1661 49.2 27.4 42.8 2 0 0 1,357.6859
K_16 Fibronectin FINC_HUMAN 262,617 9 10 18 5.66% SYTITGLQPGTDYK 1867 1880 76.2 26.4 69.7 1 0 0 1,543.7641
K_16 Fibronectin FINC_HUMAN 262,617 9 10 18 5.66% IYLYTLNDNAR 1881 1891 58.2 27.4 32.6 2 0 0 1,355.6954
K_16 Fibronectin FINC_HUMAN 262,617 9 10 18 5.66% VPGTSTSATLTGLTR 2150 2164 90.2 27.5 87.4 2 0 0 1,461.7909
K_16 Fibronectin FINC_HUMAN 262,617 9 10 18 5.66% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 54.6 25.0 54.6 0 2 0 2,396.0863
K_17 Fibronectin FINC_HUMAN 262,617 8 8 14 5.07% GNLLQCICTGNGR 253 265 66.2 25.8 65.8 2 0 0 1,462.6892
K_17 Fibronectin FINC_HUMAN 262,617 8 8 14 5.07% HTSVQTTSSGSGPFTDVR 273 290 23.2 26.6 23.2 0 1 0 1,863.8832
K_17 Fibronectin FINC_HUMAN 262,617 8 8 14 5.07% VDVIPVNLPGEHGQR 939 953 45.3 27.8 0.0 2 0 0 1,629.8709
K_17 Fibronectin FINC_HUMAN 262,617 8 8 14 5.07% GDSPASSKPISINYR 1525 1539 31.4 28.5 24.6 0 2 0 1,591.8075
K_17 Fibronectin FINC_HUMAN 262,617 8 8 14 5.07% WLPSSSPVTGYR 1562 1573 18.5 27.4 16.2 1 0 0 1,349.6848
K_17 Fibronectin FINC_HUMAN 262,617 8 8 14 5.07% IYLYTLNDNAR 1881 1891 52.4 27.6 25.0 2 0 0 1,355.6954
K_17 Fibronectin FINC_HUMAN 262,617 8 8 14 5.07% VPGTSTSATLTGLTR 2150 2164 63.9 27.5 58.4 2 0 0 1,461.7909
K_17 Fibronectin FINC_HUMAN 262,617 8 8 14 5.07% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 73.9 25.0 69.5 0 2 0 2,396.0863
K_18 Fibronectin FINC_HUMAN 262,617 3 3 5 1.63% GNLLQCICTGNGR 253 265 55.3 26.0 51.7 1 0 0 1,462.6892
K_18 Fibronectin FINC_HUMAN 262,617 3 3 5 1.63% IYLYTLNDNAR 1881 1891 51.0 27.0 30.6 2 0 0 1,355.6954
K_18 Fibronectin FINC_HUMAN 262,617 3 3 5 1.63% VPGTSTSATLTGLTR 2150 2164 55.2 27.4 52.4 2 0 0 1,461.7909
K_19 Fibronectin FINC_HUMAN 262,617 7 7 13 4.32% HTSVQTTSSGSGPFTDVR 273 290 36.8 26.6 31.5 0 2 0 1,863.8832
K_19 Fibronectin FINC_HUMAN 262,617 7 7 13 4.32% DLQFVEVTDVK 912 922 67.3 28.2 51.2 2 0 0 1,292.6734
K_19 Fibronectin FINC_HUMAN 262,617 7 7 13 4.32% QYNVGPSVSKYPLR 1041 1054 22.0 26.9 17.7 0 1 0 1,607.8540
K_19 Fibronectin FINC_HUMAN 262,617 7 7 13 4.32% GDSPASSKPISINYR 1525 1539 23.6 28.5 18.8 0 2 0 1,591.8075
K_19 Fibronectin FINC_HUMAN 262,617 7 7 13 4.32% WLPSSSPVTGYR 1562 1573 27.0 27.4 23.2 2 0 0 1,349.6848
K_19 Fibronectin FINC_HUMAN 262,617 7 7 13 4.32% IYLYTLNDNAR 1881 1891 50.7 27.4 19.0 2 0 0 1,355.6954
K_19 Fibronectin FINC_HUMAN 262,617 7 7 13 4.32% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 46.6 25.0 46.6 0 2 0 2,396.0863
K_20 Fibronectin FINC_HUMAN 262,617 9 9 16 5.62% GNLLQCICTGNGR 253 265 63.7 25.7 58.5 2 0 0 1,462.6892
K_20 Fibronectin FINC_HUMAN 262,617 9 9 16 5.62% HTSVQTTSSGSGPFTDVR 273 290 30.9 26.6 23.5 0 2 0 1,863.8832
K_20 Fibronectin FINC_HUMAN 262,617 9 9 16 5.62% DLQFVEVTDVK 912 922 73.2 28.5 59.9 1 0 0 1,292.6734
K_20 Fibronectin FINC_HUMAN 262,617 9 9 16 5.62% VDVIPVNLPGEHGQR 939 953 31.7 27.7 0.0 2 0 0 1,629.8709
K_20 Fibronectin FINC_HUMAN 262,617 9 9 16 5.62% GDSPASSKPISINYR 1525 1539 36.7 28.5 28.2 0 2 0 1,591.8075
K_20 Fibronectin FINC_HUMAN 262,617 9 9 16 5.62% SYTITGLQPGTDYK 1867 1880 69.5 26.9 63.4 2 0 0 1,543.7641
K_20 Fibronectin FINC_HUMAN 262,617 9 9 16 5.62% IYLYTLNDNAR 1881 1891 58.4 27.4 36.3 2 0 0 1,355.6954
K_20 Fibronectin FINC_HUMAN 262,617 9 9 16 5.62% VPGTSTSATLTGLTR 2150 2164 70.2 27.6 62.4 2 0 0 1,461.7909
K_20 Fibronectin FINC_HUMAN 262,617 9 9 16 5.62% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 58.3 25.0 55.5 0 1 0 2,396.0863
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% HYQINQQWER 58 67 16.1 25.4 9.7 0 1 0 1,401.6658
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% TYLGNALVCTCYGGSR 68 83 66.1 25.3 66.1 2 0 0 1,791.8154
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% GNLLQCICTGNGR 253 265 42.7 25.4 42.7 2 0 0 1,462.6892
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% HTSVQTTSSGSGPFTDVR 273 290 50.6 26.4 47.1 2 2 0 1,863.8832
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% QDGHLWCSTTSNYEQDQK 380 397 40.7 25.0 40.7 0 2 0 2,196.9253
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% YSFCTDHTVLVQTR 398 411 30.8 26.5 25.7 0 2 0 1,726.8218
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% EATIPGHLNSYTIK 656 669 29.3 27.5 19.7 1 0 0 1,543.8116
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% WSRPQAPITGYR 831 842 34.1 28.2 24.8 0 2 0 1,431.7492
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% DLQFVEVTDVK 912 922 64.5 28.2 50.9 1 0 0 1,292.6734
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% VDVIPVNLPGEHGQR 939 953 32.6 27.7 0.0 0 2 0 1,629.8709
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% QYNVGPSVSKYPLR 1041 1054 44.4 26.7 38.9 1 1 0 1,607.8540
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% EESPLLIGQQSTVSDVPR 1435 1452 71.6 27.6 57.6 2 0 0 1,955.0082
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% GDSPASSKPISINYR 1525 1539 49.0 28.5 43.7 2 2 0 1,591.8075
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% IAWESPQGQVSR 1650 1661 35.9 27.1 27.9 1 0 0 1,357.6859
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% IYLYTLNDNAR 1881 1891 58.9 26.9 31.8 2 0 0 1,355.6954
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% SSPVVIDASTAIDAPSNLR 1892 1910 70.4 27.4 64.8 1 0 0 1,912.9975
K_21 Fibronectin FINC_HUMAN 262,617 17 20 33 10.60% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 61.2 25.0 57.8 0 2 0 2,396.0863
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% HYQINQQWER 58 67 33.5 25.2 27.3 0 2 0 1,401.6658
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% GFNCESKPEAEETCFDK 84 100 15.7 25.0 15.7 0 1 0 2,047.8374
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% HTSVQTTSSGSGPFTDVR 273 290 55.1 26.7 46.4 2 2 0 1,863.8832
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% QDGHLWCSTTSNYEQDQK 380 397 29.3 25.0 28.4 0 2 0 2,196.9253
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% YSFCTDHTVLVQTR 398 411 22.2 26.5 17.2 0 1 0 1,726.8218
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% EATIPGHLNSYTIK 656 669 32.5 27.7 30.7 2 0 0 1,543.8116
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% VDVIPVNLPGEHGQR 939 953 56.1 27.7 0.0 2 2 0 1,629.8709
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% QYNVGPSVSKYPLR 1041 1054 43.6 27.0 34.9 2 2 0 1,607.8540
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% GDSPASSKPISINYR 1525 1539 33.0 28.3 26.7 1 1 0 1,591.8075
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% WLPSSSPVTGYR 1562 1573 24.2 27.4 16.7 1 0 0 1,349.6848
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% IYLYTLNDNAR 1881 1891 62.5 27.1 44.8 2 0 0 1,355.6954
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% VPGTSTSATLTGLTR 2150 2164 71.9 27.3 65.6 2 0 0 1,461.7909
K_22 Fibronectin FINC_HUMAN 262,617 13 17 29 8.17% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 46.9 25.0 45.8 0 2 0 2,396.0863



K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% HYQINQQWER 58 67 36.7 25.4 28.4 1 2 0 1,401.6658
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% TYLGNALVCTCYGGSR 68 83 65.5 25.2 62.3 2 0 0 1,791.8154
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% GFNCESKPEAEETCFDK 84 100 29.9 25.0 24.7 2 1 0 2,047.8374
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% DSMIWDCTCIGAGR 117 130 35.3 25.0 35.3 1 0 0 1,657.6770
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% HTSVQTTSSGSGPFTDVR 273 290 62.1 26.6 55.2 2 2 0 1,863.8832
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% QDGHLWCSTTSNYEQDQK 380 397 69.9 25.0 69.6 1 2 0 2,196.9253
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% YSFCTDHTVLVQTR 398 411 53.4 26.2 44.4 1 2 0 1,726.8218
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% GEWTCIAYSQLR 504 515 51.0 25.6 40.2 2 0 0 1,483.6999
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% EATIPGHLNSYTIK 656 669 37.9 27.5 30.2 2 0 0 1,543.8116
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% DLQFVEVTDVK 912 922 84.4 28.5 71.8 2 0 0 1,292.6734
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% VDVIPVNLPGEHGQR 939 953 54.0 27.7 0.0 2 2 0 1,629.8709
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% QYNVGPSVSKYPLR 1041 1054 18.9 26.7 14.2 0 1 0 1,607.8540
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% NLQPASEYTVSLVAIK 1055 1070 61.8 26.5 54.7 2 0 0 1,732.9480
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% EESPLLIGQQSTVSDVPR 1435 1452 71.1 27.6 63.9 2 0 0 1,955.0082
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% GDSPASSKPISINYR 1525 1539 60.2 28.4 53.8 2 2 0 1,591.8075
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% WLPSSSPVTGYR 1562 1573 36.9 27.8 33.8 2 0 0 1,349.6848
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% GLAFTDVDVDSIK 1637 1649 81.0 28.2 65.4 2 0 0 1,379.7055
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% IAWESPQGQVSR 1650 1661 77.8 26.9 72.8 2 0 0 1,357.6859
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% YEVSVYALK 1788 1796 26.5 26.5 25.2 1 0 0 1,071.5720
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% SYTITGLQPGTDYK 1867 1880 48.7 26.6 39.2 2 0 0 1,543.7641
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% IYLYTLNDNAR 1881 1891 58.3 27.4 29.4 4 1 0 1,355.6954
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% SSPVVIDASTAIDAPSNLR 1892 1910 76.4 27.4 68.4 2 0 0 1,912.9975
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% VPGTSTSATLTGLTR 2150 2164 86.8 27.5 81.2 2 0 0 1,461.7909
K_23 Fibronectin FINC_HUMAN 262,617 24 32 58 14.60% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 71.0 25.0 66.6 0 2 0 2,396.0863
K_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.42% GNLLQCICTGNGR 253 265 47.0 25.5 47.0 2 0 0 1,462.6892
K_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.42% HTSVQTTSSGSGPFTDVR 273 290 56.1 26.6 50.1 2 2 0 1,863.8832
K_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.42% QDGHLWCSTTSNYEQDQK 380 397 36.2 25.0 36.2 0 2 0 2,196.9253
K_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.42% EATIPGHLNSYTIK 656 669 34.6 27.6 23.0 2 0 0 1,543.8116
K_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.42% WSRPQAPITGYR 831 842 32.1 28.6 17.1 0 2 0 1,431.7492
K_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.42% DLQFVEVTDVK 912 922 55.9 28.5 42.2 2 0 0 1,292.6734
K_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.42% VDVIPVNLPGEHGQR 939 953 52.7 27.7 0.0 2 0 0 1,629.8709
K_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.42% FTNIGPDTMR 1275 1284 25.2 26.6 13.3 2 0 0 1,151.5515
K_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.42% WLPSSSPVTGYR 1562 1573 25.3 27.8 23.9 1 0 0 1,349.6848
K_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.42% VPGTSTSATLTGLTR 2150 2164 79.7 27.4 77.3 2 0 0 1,461.7909
K_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.42% QGENGQMMSCTCLGNGK 2267 2283 26.2 25.0 26.2 1 0 0 1,871.7506
K_24 Fibronectin FINC_HUMAN 262,617 12 13 24 7.42% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 55.5 25.0 51.5 0 2 0 2,396.0863
L_14 Fibronectin FINC_HUMAN 262,617 3 3 4 1.42% STTPDITGYR 1198 1207 22.7 25.6 17.2 1 0 0 1,110.5427
L_14 Fibronectin FINC_HUMAN 262,617 3 3 4 1.42% FTNIGPDTMR 1275 1284 21.6 25.2 4.8 1 0 0 1,167.5465
L_14 Fibronectin FINC_HUMAN 262,617 3 3 4 1.42% SYTITGLQPGTDYK 1867 1880 23.7 27.1 20.5 2 0 0 1,543.7641
L_15 Fibronectin FINC_HUMAN 262,617 3 3 5 1.97% SYTITGLQPGTDYK 1867 1880 48.7 26.7 44.4 2 0 0 1,543.7641
L_15 Fibronectin FINC_HUMAN 262,617 3 3 5 1.97% IYLYTLNDNAR 1881 1891 57.8 27.3 36.3 2 0 0 1,355.6954
L_15 Fibronectin FINC_HUMAN 262,617 3 3 5 1.97% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 29.3 25.0 29.3 0 1 0 2,396.0863
L_16 Fibronectin FINC_HUMAN 262,617 9 9 14 5.74% TYLGNALVCTCYGGSR 68 83 70.8 25.4 70.8 1 0 0 1,791.8154
L_16 Fibronectin FINC_HUMAN 262,617 9 9 14 5.74% NLQPASEYTVSLVAIK 1055 1070 83.7 26.4 79.3 2 0 0 1,732.9480
L_16 Fibronectin FINC_HUMAN 262,617 9 9 14 5.74% STTPDITGYR 1198 1207 29.0 25.6 13.3 1 0 0 1,110.5427
L_16 Fibronectin FINC_HUMAN 262,617 9 9 14 5.74% FTNIGPDTMR 1275 1284 30.8 25.1 25.0 2 0 0 1,167.5465
L_16 Fibronectin FINC_HUMAN 262,617 9 9 14 5.74% ITYGETGGNSPVQEFTVPGSK 1480 1500 60.8 26.7 60.8 1 0 0 2,168.0508
L_16 Fibronectin FINC_HUMAN 262,617 9 9 14 5.74% VTDATETTITISWR 1822 1835 58.6 28.0 47.8 2 0 0 1,593.8120
L_16 Fibronectin FINC_HUMAN 262,617 9 9 14 5.74% TKTETITGFQVDAVPANGQTPIQR 1836 1859 34.5 27.1 32.1 0 1 0 2,572.3369
L_16 Fibronectin FINC_HUMAN 262,617 9 9 14 5.74% IYLYTLNDNAR 1881 1891 69.7 27.1 37.5 2 0 0 1,355.6954
L_16 Fibronectin FINC_HUMAN 262,617 9 9 14 5.74% VPGTSTSATLTGLTR 2150 2164 88.7 27.6 86.4 2 0 0 1,461.7909
M_13 Fibronectin FINC_HUMAN 262,617 2 2 2 1.05% FTNIGPDTMR 1275 1284 26.5 25.0 22.5 1 0 0 1,167.5465
M_13 Fibronectin FINC_HUMAN 262,617 2 2 2 1.05% GDSPASSKPISINYR 1525 1539 38.5 28.5 32.8 0 1 0 1,591.8075
M_14 Fibronectin FINC_HUMAN 262,617 5 5 9 2.64% VDVIPVNLPGEHGQR 939 953 27.4 27.8 0.0 0 1 0 1,629.8709
M_14 Fibronectin FINC_HUMAN 262,617 5 5 9 2.64% FTNIGPDTMR 1275 1284 26.1 25.0 18.9 2 0 0 1,167.5465
M_14 Fibronectin FINC_HUMAN 262,617 5 5 9 2.64% GDSPASSKPISINYR 1525 1539 35.9 28.5 30.6 0 2 0 1,591.8075
M_14 Fibronectin FINC_HUMAN 262,617 5 5 9 2.64% WLPSSSPVTGYR 1562 1573 26.8 27.6 20.0 2 0 0 1,349.6848
M_14 Fibronectin FINC_HUMAN 262,617 5 5 9 2.64% IYLYTLNDNAR 1881 1891 52.5 27.0 34.1 2 0 0 1,355.6954
M_15 Fibronectin FINC_HUMAN 262,617 10 10 17 5.83% GNLLQCICTGNGR 253 265 40.9 25.5 35.3 2 0 0 1,462.6892
M_15 Fibronectin FINC_HUMAN 262,617 10 10 17 5.83% HTSVQTTSSGSGPFTDVR 273 290 45.0 26.4 35.7 0 2 0 1,863.8832
M_15 Fibronectin FINC_HUMAN 262,617 10 10 17 5.83% YSFCTDHTVLVQTR 398 411 27.1 26.2 27.1 0 2 0 1,726.8218
M_15 Fibronectin FINC_HUMAN 262,617 10 10 17 5.83% VDVIPVNLPGEHGQR 939 953 22.9 27.8 0.0 0 1 0 1,629.8709
M_15 Fibronectin FINC_HUMAN 262,617 10 10 17 5.83% STTPDITGYR 1198 1207 36.9 25.7 20.5 2 0 0 1,110.5427
M_15 Fibronectin FINC_HUMAN 262,617 10 10 17 5.83% FTNIGPDTMR 1275 1284 22.4 25.0 22.2 1 0 0 1,167.5465
M_15 Fibronectin FINC_HUMAN 262,617 10 10 17 5.83% WLPSSSPVTGYR 1562 1573 28.7 27.4 25.6 2 0 0 1,349.6848
M_15 Fibronectin FINC_HUMAN 262,617 10 10 17 5.83% VTDATETTITISWR 1822 1835 59.7 28.2 49.6 2 0 0 1,593.8120
M_15 Fibronectin FINC_HUMAN 262,617 10 10 17 5.83% IYLYTLNDNAR 1881 1891 50.6 27.1 36.9 2 0 0 1,355.6954
M_15 Fibronectin FINC_HUMAN 262,617 10 10 17 5.83% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 33.9 25.0 31.9 0 1 0 2,396.0863
M_16 Fibronectin FINC_HUMAN 262,617 10 10 18 5.99% GNLLQCICTGNGR 253 265 50.4 25.6 50.4 2 0 0 1,462.6892
M_16 Fibronectin FINC_HUMAN 262,617 10 10 18 5.99% HTSVQTTSSGSGPFTDVR 273 290 44.0 26.2 44.0 0 2 0 1,863.8832
M_16 Fibronectin FINC_HUMAN 262,617 10 10 18 5.99% VDVIPVNLPGEHGQR 939 953 28.9 27.7 0.0 0 1 0 1,629.8709
M_16 Fibronectin FINC_HUMAN 262,617 10 10 18 5.99% FTNIGPDTMR 1275 1284 21.6 25.0 21.6 1 0 0 1,167.5465
M_16 Fibronectin FINC_HUMAN 262,617 10 10 18 5.99% WLPSSSPVTGYR 1562 1573 28.9 27.8 24.5 2 0 0 1,349.6848
M_16 Fibronectin FINC_HUMAN 262,617 10 10 18 5.99% GLAFTDVDVDSIK 1637 1649 84.0 28.5 66.5 2 0 0 1,379.7055
M_16 Fibronectin FINC_HUMAN 262,617 10 10 18 5.99% VTDATETTITISWR 1822 1835 61.0 28.1 45.8 2 0 0 1,593.8120
M_16 Fibronectin FINC_HUMAN 262,617 10 10 18 5.99% IYLYTLNDNAR 1881 1891 57.2 26.9 32.3 2 0 0 1,355.6954
M_16 Fibronectin FINC_HUMAN 262,617 10 10 18 5.99% VPGTSTSATLTGLTR 2150 2164 78.3 27.6 75.8 2 0 0 1,461.7909
M_16 Fibronectin FINC_HUMAN 262,617 10 10 18 5.99% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 67.8 25.0 66.3 0 2 0 2,396.0863
N_10 Fibronectin FINC_HUMAN 262,617 2 2 2 0.88% FTNIGPDTMR 1275 1284 32.2 25.5 22.1 1 0 0 1,167.5465
N_10 Fibronectin FINC_HUMAN 262,617 2 2 2 0.88% IYLYTLNDNAR 1881 1891 34.9 27.3 18.1 1 0 0 1,355.6954
N_11 Fibronectin FINC_HUMAN 262,617 2 2 2 0.88% FTNIGPDTMR 1275 1284 19.2 25.0 14.4 1 0 0 1,167.5465
N_11 Fibronectin FINC_HUMAN 262,617 2 2 2 0.88% IYLYTLNDNAR 1881 1891 28.4 27.3 16.9 1 0 0 1,355.6954
N_12 Fibronectin FINC_HUMAN 262,617 2 2 3 1.09% VDVIPVNLPGEHGQR 939 953 29.9 27.8 0.0 0 1 0 1,629.8709
N_12 Fibronectin FINC_HUMAN 262,617 2 2 3 1.09% IYLYTLNDNAR 1881 1891 52.8 27.3 34.1 2 0 0 1,355.6954
N_13 Fibronectin FINC_HUMAN 262,617 4 4 6 2.22% STTPDITGYR 1198 1207 36.0 25.4 27.4 1 0 0 1,110.5427
N_13 Fibronectin FINC_HUMAN 262,617 4 4 6 2.22% FTNIGPDTMR 1275 1284 23.3 25.0 21.9 2 0 0 1,167.5465
N_13 Fibronectin FINC_HUMAN 262,617 4 4 6 2.22% TEIDKPSQMQVTDVQDNSISVK 1540 1561 42.9 26.9 41.7 0 1 0 2,478.2032
N_13 Fibronectin FINC_HUMAN 262,617 4 4 6 2.22% IYLYTLNDNAR 1881 1891 60.0 27.3 37.5 2 0 0 1,355.6954
N_14 Fibronectin FINC_HUMAN 262,617 2 2 3 0.88% FTNIGPDTMR 1275 1284 31.9 25.6 9.5 1 0 0 1,167.5465
N_14 Fibronectin FINC_HUMAN 262,617 2 2 3 0.88% IYLYTLNDNAR 1881 1891 60.0 27.1 35.0 2 0 0 1,355.6954
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% HYQINQQWER 58 67 21.4 25.7 15.8 0 1 0 1,401.6658
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% TYLGNALVCTCYGGSR 68 83 65.9 25.9 63.1 2 0 0 1,791.8154
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% DSMIWDCTCIGAGR 117 130 69.2 25.0 61.8 1 0 0 1,657.6770
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% GNLLQCICTGNGR 253 265 42.2 26.0 41.0 2 0 0 1,462.6892
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% HTSVQTTSSGSGPFTDVR 273 290 45.8 26.6 37.5 0 2 0 1,863.8832
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% QDGHLWCSTTSNYEQDQK 380 397 20.8 25.0 19.2 0 1 0 2,196.9253
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% YSFCTDHTVLVQTR 398 411 34.8 26.2 32.0 0 2 0 1,726.8218
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% VDVIPVNLPGEHGQR 939 953 34.5 27.7 0.0 0 2 0 1,629.8709
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% EESPLLIGQQSTVSDVPR 1435 1452 31.7 27.5 31.7 2 0 0 1,955.0082
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% WLPSSSPVTGYR 1562 1573 33.6 27.8 24.0 2 0 0 1,349.6848
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% VTDATETTITISWR 1822 1835 50.9 28.5 35.4 2 0 0 1,593.8120
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% IYLYTLNDNAR 1881 1891 54.9 27.3 23.6 2 0 0 1,355.6954
N_15 Fibronectin FINC_HUMAN 262,617 13 13 23 8.17% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 73.8 25.0 72.4 0 2 0 2,396.0863
N_16 Fibronectin FINC_HUMAN 262,617 12 14 24 7.00% HYQINQQWER 58 67 35.0 25.8 23.4 2 2 0 1,401.6658
N_16 Fibronectin FINC_HUMAN 262,617 12 14 24 7.00% GNLLQCICTGNGR 253 265 54.4 25.9 48.1 2 0 0 1,462.6892
N_16 Fibronectin FINC_HUMAN 262,617 12 14 24 7.00% WCGTTQNYDADQK 445 457 32.9 25.0 32.9 2 0 0 1,586.6542
N_16 Fibronectin FINC_HUMAN 262,617 12 14 24 7.00% EATIPGHLNSYTIK 656 669 29.5 27.5 24.6 1 0 0 1,543.8116
N_16 Fibronectin FINC_HUMAN 262,617 12 14 24 7.00% VDVIPVNLPGEHGQR 939 953 32.7 27.7 0.0 1 0 0 1,629.8709
N_16 Fibronectin FINC_HUMAN 262,617 12 14 24 7.00% FTNIGPDTMR 1275 1284 31.0 25.2 25.6 3 0 0 1,167.5465
N_16 Fibronectin FINC_HUMAN 262,617 12 14 24 7.00% GDSPASSKPISINYR 1525 1539 29.4 28.2 29.4 1 0 0 1,591.8075
N_16 Fibronectin FINC_HUMAN 262,617 12 14 24 7.00% WLPSSSPVTGYR 1562 1573 36.0 27.9 25.6 2 0 0 1,349.6848
N_16 Fibronectin FINC_HUMAN 262,617 12 14 24 7.00% GLAFTDVDVDSIK 1637 1649 74.8 28.3 60.4 2 0 0 1,379.7055



N_16 Fibronectin FINC_HUMAN 262,617 12 14 24 7.00% IYLYTLNDNAR 1881 1891 70.6 27.1 47.1 2 0 0 1,355.6954
N_16 Fibronectin FINC_HUMAN 262,617 12 14 24 7.00% SSPVVIDASTAIDAPSNLR 1892 1910 80.4 27.5 68.9 2 0 0 1,912.9975
N_16 Fibronectin FINC_HUMAN 262,617 12 14 24 7.00% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 59.2 25.0 56.5 0 2 0 2,396.0863
O_16 Fibronectin FINC_HUMAN 262,617 8 8 15 4.53% TYLGNALVCTCYGGSR 68 83 61.6 25.9 58.5 2 0 0 1,791.8154
O_16 Fibronectin FINC_HUMAN 262,617 8 8 15 4.53% GNLLQCICTGNGR 253 265 49.5 25.8 45.0 2 0 0 1,462.6892
O_16 Fibronectin FINC_HUMAN 262,617 8 8 15 4.53% DLQFVEVTDVK 912 922 72.8 28.1 57.5 2 0 0 1,292.6734
O_16 Fibronectin FINC_HUMAN 262,617 8 8 15 4.53% WLPSSSPVTGYR 1562 1573 41.6 27.9 35.1 2 0 0 1,349.6848
O_16 Fibronectin FINC_HUMAN 262,617 8 8 15 4.53% SYTITGLQPGTDYK 1867 1880 69.2 26.6 62.4 2 0 0 1,543.7641
O_16 Fibronectin FINC_HUMAN 262,617 8 8 15 4.53% IYLYTLNDNAR 1881 1891 64.1 27.0 41.2 2 0 0 1,355.6954
O_16 Fibronectin FINC_HUMAN 262,617 8 8 15 4.53% VPGTSTSATLTGLTR 2150 2164 45.6 27.6 44.0 1 0 0 1,461.7909
O_16 Fibronectin FINC_HUMAN 262,617 8 8 15 4.53% EYLGAICSCTCFGGQR 2311 2326 38.3 25.0 38.3 2 0 0 1,878.7933
P_14 Fibronectin FINC_HUMAN 262,617 2 2 3 1.01% STTPDITGYR 1198 1207 30.5 25.6 26.7 1 0 0 1,110.5427
P_14 Fibronectin FINC_HUMAN 262,617 2 2 3 1.01% SYTITGLQPGTDYK 1867 1880 48.5 26.8 41.2 2 0 0 1,543.7641
P_15 Fibronectin FINC_HUMAN 262,617 2 2 3 0.96% TFYSCTTEGR 370 379 25.6 25.0 25.6 2 0 0 1,221.5205
P_15 Fibronectin FINC_HUMAN 262,617 2 2 3 0.96% LGVRPSQGGEAPR 1117 1129 26.5 26.6 14.2 1 0 0 1,323.7129
P_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.36% TYLGNALVCTCYGGSR 68 83 69.9 26.1 69.1 2 0 0 1,791.8154
P_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.36% GNLLQCICTGNGR 253 265 44.8 25.9 41.1 2 0 0 1,462.6892
P_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.36% HTSVQTTSSGSGPFTDVR 273 290 24.8 26.7 19.8 0 1 0 1,863.8832
P_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.36% TFYSCTTEGR 370 379 22.5 25.0 22.5 1 0 0 1,221.5205
P_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.36% YSFCTDHTVLVQTR 398 411 31.1 26.7 31.1 0 2 0 1,726.8218
P_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.36% FTNIGPDTMR 1275 1284 29.5 25.5 28.1 1 0 0 1,167.5465
P_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.36% SYTITGLQPGTDYK 1867 1880 72.0 26.6 64.5 2 0 0 1,543.7641
P_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.36% IYLYTLNDNAR 1881 1891 65.3 27.1 30.1 2 0 0 1,355.6954
P_16 Fibronectin FINC_HUMAN 262,617 9 9 15 5.36% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 66.5 25.0 51.8 0 2 0 2,396.0863
Q_11 Fibronectin FINC_HUMAN 262,617 2 2 2 0.84% STTPDITGYR 1198 1207 31.8 26.0 23.7 1 0 0 1,110.5427
Q_11 Fibronectin FINC_HUMAN 262,617 2 2 2 0.84% FTNIGPDTMR 1275 1284 23.2 25.2 20.5 1 0 0 1,167.5465
Q_12 Fibronectin FINC_HUMAN 262,617 2 2 2 0.84% STTPDITGYR 1198 1207 27.9 26.2 25.4 1 0 0 1,110.5427
Q_12 Fibronectin FINC_HUMAN 262,617 2 2 2 0.84% FTNIGPDTMR 1275 1284 21.6 25.0 20.6 1 0 0 1,167.5465
Q_14 Fibronectin FINC_HUMAN 262,617 2 2 4 0.96% WLPSSSPVTGYR 1562 1573 28.3 27.7 20.1 2 0 0 1,349.6848
Q_14 Fibronectin FINC_HUMAN 262,617 2 2 4 0.96% IYLYTLNDNAR 1881 1891 58.2 27.3 33.1 2 0 0 1,355.6954
Q_15 Fibronectin FINC_HUMAN 262,617 7 7 8 3.73% GNLLQCICTGNGR 253 265 45.8 26.4 45.8 1 0 0 1,462.6892
Q_15 Fibronectin FINC_HUMAN 262,617 7 7 8 3.73% HTSVQTTSSGSGPFTDVR 273 290 27.5 26.6 23.0 0 1 0 1,863.8832
Q_15 Fibronectin FINC_HUMAN 262,617 7 7 8 3.73% WCGTTQNYDADQK 445 457 29.7 25.0 29.7 1 0 0 1,586.6542
Q_15 Fibronectin FINC_HUMAN 262,617 7 7 8 3.73% WSRPQAPITGYR 831 842 25.9 28.5 19.4 0 1 0 1,431.7492
Q_15 Fibronectin FINC_HUMAN 262,617 7 7 8 3.73% STTPDITGYR 1198 1207 29.5 26.0 13.5 1 0 0 1,110.5427
Q_15 Fibronectin FINC_HUMAN 262,617 7 7 8 3.73% WLPSSSPVTGYR 1562 1573 23.6 27.7 17.2 1 0 0 1,349.6848
Q_15 Fibronectin FINC_HUMAN 262,617 7 7 8 3.73% IYLYTLNDNAR 1881 1891 58.2 27.3 36.2 2 0 0 1,355.6954
Q_16 Fibronectin FINC_HUMAN 262,617 11 11 18 6.58% HYQINQQWER 58 67 32.7 26.2 26.8 1 0 0 1,401.6658
Q_16 Fibronectin FINC_HUMAN 262,617 11 11 18 6.58% TYLGNALVCTCYGGSR 68 83 55.5 25.5 55.5 1 0 0 1,791.8154
Q_16 Fibronectin FINC_HUMAN 262,617 11 11 18 6.58% GNLLQCICTGNGR 253 265 42.4 25.9 37.7 2 0 0 1,462.6892
Q_16 Fibronectin FINC_HUMAN 262,617 11 11 18 6.58% HTSVQTTSSGSGPFTDVR 273 290 56.1 26.7 48.0 0 2 0 1,863.8832
Q_16 Fibronectin FINC_HUMAN 262,617 11 11 18 6.58% VDVIPVNLPGEHGQR 939 953 24.7 27.7 0.0 0 1 0 1,629.8709
Q_16 Fibronectin FINC_HUMAN 262,617 11 11 18 6.58% FTNIGPDTMR 1275 1284 29.8 25.5 24.5 2 0 0 1,167.5465
Q_16 Fibronectin FINC_HUMAN 262,617 11 11 18 6.58% WLPSSSPVTGYR 1562 1573 37.7 27.9 30.1 2 0 0 1,349.6848
Q_16 Fibronectin FINC_HUMAN 262,617 11 11 18 6.58% VTDATETTITISWR 1822 1835 64.5 28.1 54.7 2 0 0 1,593.8120
Q_16 Fibronectin FINC_HUMAN 262,617 11 11 18 6.58% IYLYTLNDNAR 1881 1891 70.6 27.3 43.2 2 0 0 1,355.6954
Q_16 Fibronectin FINC_HUMAN 262,617 11 11 18 6.58% EYLGAICSCTCFGGQR 2311 2326 65.8 25.0 65.8 1 0 0 1,878.7933
Q_16 Fibronectin FINC_HUMAN 262,617 11 11 18 6.58% RPGGEPSPEGTTGQSYNQYSQR 2335 2356 72.1 25.0 65.8 0 2 0 2,396.0863
A_18 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 6 6 8 13.70% ASPAGGPLEDVVIER 34 48 46.6 27.8 36.3 1 0 0 1,509.7909
A_18 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 6 6 8 13.70% EVQMGDFVR 58 66 26.7 25.2 18.0 2 0 0 1,096.5093
A_18 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 6 6 8 13.70% GMDQGLLGMCPGER 213 226 34.9 25.0 30.6 2 0 0 1,552.6556
A_18 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 6 6 8 13.70% VIEGLDTGLQGMCVGER 435 451 84.1 26.3 84.1 1 0 0 1,849.8786
A_18 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 6 6 8 13.70% DPPANLFEDMDLNK 500 513 37.7 25.0 37.7 1 0 0 1,634.7370
A_18 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 6 6 8 13.70% TIGDMFQNQDR 546 556 26.6 25.0 26.6 1 0 0 1,340.5902
B_18 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 3 3 5 7.04% ASPAGGPLEDVVIER 34 48 54.3 27.8 44.0 2 0 0 1,509.7909
B_18 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 3 3 5 7.04% EVQMGDFVR 58 66 32.6 25.0 22.5 2 0 0 1,096.5093
B_18 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 3 3 5 7.04% VIEGLDTGLQGMCVGER 435 451 86.2 26.6 81.4 1 0 0 1,849.8786
C_18 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 3 3 5 6.53% ASPAGGPLEDVVIER 34 48 31.3 27.8 22.1 2 0 0 1,509.7909
C_18 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 3 3 5 6.53% EVQMGDFVR 58 66 27.9 25.0 17.1 1 0 0 1,096.5093
C_18 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 3 3 5 6.53% LKSDEDEERVHEEL 569 582 20.5 25.9 12.1 0 2 0 1,727.8084
F_16 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 2 2 3 4.12% ASPAGGPLEDVVIER 34 48 49.7 27.3 48.8 2 0 0 1,509.7909
F_16 Peptidyl‐prolyl cis‐trans isomerase FKBP10 FKB10_HUMAN 64,246 2 2 3 4.12% EVQMGDFVR 58 66 36.7 25.7 25.9 1 0 0 1,080.5143
A_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 6 9 16 41.70% GVQVETISPGDGR 2 14 56.9 27.9 49.1 2 0 0 1,314.6650
A_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 6 9 16 41.70% RGQTCVVHYTGMLEDGK 19 35 64.3 25.0 63.7 2 2 0 1,966.9112
A_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 6 9 16 41.70% RGQTCVVHYTGMLEDGKK 19 36 58.0 26.5 49.7 1 1 0 2,095.0062
A_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 6 9 16 41.70% GQTCVVHYTGMLEDGK 20 35 48.4 25.0 48.4 2 0 0 1,810.8101
A_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 6 9 16 41.70% GQTCVVHYTGMLEDGKK 20 36 32.3 25.4 32.3 0 2 0 1,938.9051
A_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 6 9 16 41.70% GWEEGVAQMSVGQR 59 72 85.2 25.0 76.3 4 0 0 1,549.7065
A_04 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 4 25.00% GVQVETISPGDGR 2 14 44.8 27.6 38.1 2 0 0 1,314.6650
A_04 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 4 25.00% GWEEGVAQMSVGQR 59 72 61.3 25.0 56.8 2 0 0 1,549.7065
B_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 6 7 13 45.40% GVQVETISPGDGR 2 14 52.9 27.8 41.9 2 0 0 1,314.6650
B_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 6 7 13 45.40% GVQVETISPGDGRTFPK 2 18 33.0 28.7 30.9 0 1 0 1,787.9289
B_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 6 7 13 45.40% RGQTCVVHYTGMLEDGK 19 35 55.8 25.0 52.0 2 2 0 1,966.9112
B_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 6 7 13 45.40% RGQTCVVHYTGMLEDGKK 19 36 36.0 26.6 25.7 0 2 0 2,095.0062
B_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 6 7 13 45.40% GQTCVVHYTGMLEDGK 20 35 47.2 25.0 47.2 2 0 0 1,810.8101
B_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 6 7 13 45.40% GWEEGVAQMSVGQR 59 72 81.9 25.0 76.5 2 0 0 1,549.7065
B_04 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 3 3 5 41.70% GVQVETISPGDGR 2 14 35.3 27.6 28.3 2 0 0 1,314.6650
B_04 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 3 3 5 41.70% RGQTCVVHYTGMLEDGKK 19 36 44.4 26.6 42.2 0 0 1 2,095.0062
B_04 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 3 3 5 41.70% GWEEGVAQMSVGQR 59 72 62.4 25.0 54.4 2 0 0 1,549.7065
C_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 5 6 11 41.70% GVQVETISPGDGR 2 14 66.8 27.6 61.2 3 0 0 1,314.6650
C_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 5 6 11 41.70% RGQTCVVHYTGMLEDGK 19 35 42.5 25.0 42.5 0 2 0 1,966.9112
C_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 5 6 11 41.70% RGQTCVVHYTGMLEDGKK 19 36 25.3 27.2 18.2 0 1 1 2,095.0062
C_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 5 6 11 41.70% GQTCVVHYTGMLEDGKK 20 36 22.3 25.1 22.3 0 2 0 1,938.9051
C_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 5 6 11 41.70% GWEEGVAQMSVGQR 59 72 83.4 25.0 74.0 2 0 0 1,549.7065
E_04 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 3 25.00% GVQVETISPGDGR 2 14 49.5 27.3 41.6 1 0 0 1,314.6650
E_04 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 3 25.00% GWEEGVAQMSVGQR 59 72 61.7 25.0 54.8 2 0 0 1,549.7065
F_04 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 5 8 29.60% RGQTCVVHYTGMLEDGK 19 35 27.0 25.1 27.0 0 1 0 1,966.9112
F_04 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 5 8 29.60% GQTCVVHYTGMLEDGK 20 35 33.5 25.0 33.0 2 0 0 1,810.8101
F_04 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 5 8 29.60% GQTCVVHYTGMLEDGKK 20 36 19.8 25.4 15.7 0 1 0 1,938.9051
F_04 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 5 8 29.60% GWEEGVAQMSVGQR 59 72 62.3 25.0 59.1 2 2 0 1,549.7065
F_05 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 3 5 27.80% GQTCVVHYTGMLEDGK 20 35 48.2 25.0 43.3 2 1 0 1,810.8101
F_05 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 3 5 27.80% GWEEGVAQMSVGQR 59 72 87.1 25.0 75.8 2 0 0 1,549.7065
F_06 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 3 25.00% GVQVETISPGDGR 2 14 39.4 27.6 30.0 1 0 0 1,314.6650
F_06 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 3 25.00% GWEEGVAQMSVGQR 59 72 65.2 25.0 65.2 2 0 0 1,549.7065
G_05 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 3 4 28.70% RGQTCVVHYTGMLEDGK 19 35 29.4 25.1 29.4 0 1 0 1,966.9112
G_05 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 3 4 28.70% GWEEGVAQMSVGQR 59 72 73.2 25.0 65.8 2 1 0 1,549.7065
H_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 3 5 25.00% GVQVETISPGDGR 2 14 27.4 27.6 22.2 1 0 0 1,314.6650
H_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 3 5 25.00% GWEEGVAQMSVGQR 59 72 73.0 25.0 65.5 2 2 0 1,549.7065
I_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 6 12 44.40% GVQVETISPGDGR 2 14 48.8 27.9 47.2 2 0 0 1,314.6650
I_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 6 12 44.40% GVQVETISPGDGRTFPK 2 18 24.9 28.6 21.6 0 2 0 1,787.9289
I_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 6 12 44.40% RGQTCVVHYTGMLEDGK 19 35 29.2 25.4 24.8 0 2 0 1,966.9112
I_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 6 12 44.40% GWEEGVAQMSVGQR 59 72 87.2 25.0 82.3 4 2 0 1,533.7115
I_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 3 6 25.00% GVQVETISPGDGR 2 14 57.0 27.7 44.0 2 0 0 1,314.6650
I_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 3 6 25.00% GWEEGVAQMSVGQR 59 72 80.4 25.0 72.5 4 0 0 1,549.7065
J_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 3 25.00% GVQVETISPGDGR 2 14 33.5 27.7 28.0 1 0 0 1,314.6650
J_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 3 25.00% GWEEGVAQMSVGQR 59 72 47.8 25.0 39.7 2 0 0 1,549.7065
J_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 4 25.00% GVQVETISPGDGR 2 14 47.8 27.6 39.7 2 0 0 1,314.6650
J_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 4 25.00% GWEEGVAQMSVGQR 59 72 73.6 25.0 66.2 2 0 0 1,549.7065
K_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 3 3 7 40.70% GVQVETISPGDGR 2 14 71.4 27.9 68.9 4 0 0 1,314.6650
K_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 3 3 7 40.70% RGQTCVVHYTGMLEDGK 19 35 26.7 25.4 9.2 0 1 0 1,966.9112
K_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 3 3 7 40.70% GWEEGVAQMSVGQR 59 72 88.0 25.0 81.0 2 0 0 1,549.7065
L_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 5 9 17 44.40% GVQVETISPGDGR 2 14 54.4 27.6 49.0 2 0 0 1,314.6650



L_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 5 9 17 44.40% GVQVETISPGDGRTFPK 2 18 34.1 28.7 30.1 0 2 0 1,787.9289
L_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 5 9 17 44.40% RGQTCVVHYTGMLEDGK 19 35 38.5 25.1 37.1 1 1 2 1,966.9112
L_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 5 9 17 44.40% GQTCVVHYTGMLEDGK 20 35 53.6 25.0 53.6 2 0 0 1,810.8101
L_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 5 9 17 44.40% GWEEGVAQMSVGQR 59 72 75.2 25.0 67.8 5 2 0 1,533.7115
M_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 6 9 40.70% GVQVETISPGDGR 2 14 70.5 27.6 66.9 2 0 0 1,314.6650
M_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 6 9 40.70% RGQTCVVHYTGMLEDGK 19 35 32.5 25.5 30.3 0 1 1 1,966.9112
M_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 6 9 40.70% GQTCVVHYTGMLEDGK 20 35 28.2 25.0 28.2 1 0 0 1,810.8101
M_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 6 9 40.70% GWEEGVAQMSVGQR 59 72 89.6 25.3 80.2 4 0 0 1,533.7115
M_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 4 25.00% GVQVETISPGDGR 2 14 34.5 27.7 33.0 2 0 0 1,314.6650
M_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 4 25.00% GWEEGVAQMSVGQR 59 72 41.8 25.0 41.1 2 0 0 1,549.7065
N_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 4 28.70% RGQTCVVHYTGMLEDGK 19 35 45.6 25.6 41.2 0 2 0 1,966.9112
N_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 4 28.70% GWEEGVAQMSVGQR 59 72 95.1 25.0 88.3 2 0 0 1,549.7065
P_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 6 10 41.70% GVQVETISPGDGR 2 14 56.0 27.7 51.6 2 0 0 1,314.6650
P_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 6 10 41.70% RGQTCVVHYTGMLEDGK 19 35 27.9 25.6 24.3 0 2 1 1,966.9112
P_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 6 10 41.70% GQTCVVHYTGMLEDGKK 20 36 23.2 25.7 22.4 0 1 0 1,938.9051
P_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 4 6 10 41.70% GWEEGVAQMSVGQR 59 72 82.4 25.0 76.5 4 0 0 1,549.7065
Q_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 4 7 28.70% RGQTCVVHYTGMLEDGK 19 35 26.6 25.6 26.6 0 2 1 1,966.9112
Q_02 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 4 7 28.70% GWEEGVAQMSVGQR 59 72 83.2 25.0 78.4 4 0 0 1,549.7065
Q_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 4 25.00% GVQVETISPGDGR 2 14 44.1 27.7 40.2 2 0 0 1,314.6650
Q_03 Peptidyl‐prolyl cis‐trans isomerase FKBP1A FKB1A_HUMAN 11,910 2 2 4 25.00% GWEEGVAQMSVGQR 59 72 43.0 25.0 37.2 2 0 0 1,549.7065
I_03 Peptidyl‐prolyl cis‐trans isomerase FKBP2 FKBP2_HUMAN 15,404 2 2 3 9.15% KLVIPSELGYGER 101 113 20.7 26.6 18.9 0 1 0 1,460.8109
I_03 Peptidyl‐prolyl cis‐trans isomerase FKBP2 FKBP2_HUMAN 15,404 2 2 3 9.15% LVIPSELGYGER 102 113 51.8 28.5 34.2 2 0 0 1,332.7159
K_03 Peptidyl‐prolyl cis‐trans isomerase FKBP2 FKBP2_HUMAN 15,404 2 2 4 9.15% KLVIPSELGYGER 101 113 36.1 26.6 31.4 0 2 0 1,460.8109
K_03 Peptidyl‐prolyl cis‐trans isomerase FKBP2 FKBP2_HUMAN 15,404 2 2 4 9.15% LVIPSELGYGER 102 113 38.0 28.3 24.3 2 0 0 1,332.7159
A_04 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 2 2 3 9.82% SEETLDEGPPK 100 110 22.0 25.0 22.0 1 0 0 1,201.5585
A_04 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 2 2 3 9.82% GWDEALLTMSK 174 184 66.7 25.9 60.3 2 0 0 1,266.6037
A_05 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 2 2 4 9.82% SEETLDEGPPK 100 110 30.2 25.0 28.1 2 0 0 1,201.5585
A_05 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 2 2 4 9.82% GWDEALLTMSK 174 184 46.5 26.4 29.5 2 0 0 1,266.6037
A_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 3 4 8 16.50% FLQEHGSDSFLAEHK 28 42 48.2 25.4 39.5 2 2 0 1,744.8290
A_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 3 4 8 16.50% SEETLDEGPPK 100 110 65.7 25.0 65.7 2 0 0 1,201.5585
A_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 3 4 8 16.50% GWDEALLTMSK 174 184 69.1 26.4 54.3 2 0 0 1,266.6037
B_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 7 9 14 33.50% AWTVEQLR 9 16 30.3 27.7 9.2 2 0 0 1,002.5367
B_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 7 9 14 33.50% FLQEHGSDSFLAEHK 28 42 62.7 25.4 53.1 2 2 0 1,744.8290
B_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 7 9 14 33.50% TANKDHLVTAYNHLFETK 53 70 19.0 27.7 12.6 0 1 0 2,102.0666
B_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 7 9 14 33.50% DHLVTAYNHLFETK 57 70 51.9 28.0 45.7 1 0 0 1,687.8439
B_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 7 9 14 33.50% SEETLDEGPPK 100 110 64.0 25.0 61.1 2 0 0 1,201.5585
B_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 7 9 14 33.50% GWDEALLTMSK 174 184 80.5 26.4 56.3 3 0 0 1,266.6037
B_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 7 9 14 33.50% LEIEPEWAYGKK 190 201 21.3 28.4 11.9 0 1 0 1,462.7578
C_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 4 4 6 14.70% AWTVEQLR 9 16 31.1 28.0 7.2 2 0 0 1,002.5367
C_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 4 4 6 14.70% SEETLDEGPPK 100 110 40.0 25.0 38.7 1 0 0 1,201.5585
C_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 4 4 6 14.70% SEETLDEGPPKYTK 100 113 27.0 25.8 17.9 0 1 0 1,593.7645
C_08 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 4 4 6 14.70% GWDEALLTMSK 174 184 49.3 26.5 25.1 2 0 0 1,266.6037
H_07 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 3 4 7 16.50% AWTVEQLR 9 16 41.4 27.7 19.1 2 0 0 1,002.5367
H_07 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 3 4 7 16.50% FLQEHGSDSFLAEHK 28 42 34.3 25.9 27.0 0 1 0 1,744.8290
H_07 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 3 4 7 16.50% SEETLDEGPPKYTK 100 113 46.9 26.5 37.4 2 2 0 1,593.7645
K_07 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 3 3 4 15.20% AWTVEQLR 9 16 25.8 27.4 9.2 1 0 0 1,002.5367
K_07 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 3 3 4 15.20% FLQEHGSDSFLAEHK 28 42 50.9 26.1 45.0 0 2 0 1,744.8290
K_07 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 3 3 4 15.20% LEIEPEWAYGK 190 200 29.4 28.1 24.1 1 0 0 1,334.6628
L_05 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 3 4 7 16.10% SEETLDEGPPKYTK 100 113 28.5 27.0 22.1 2 2 0 1,593.7645
L_05 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 3 4 7 16.10% GWDEALLTMSK 174 184 51.1 26.5 39.7 2 0 0 1,266.6037
L_05 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 3 4 7 16.10% LEIEPEWAYGK 190 200 28.6 28.0 26.5 1 0 0 1,334.6628
Q_05 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 2 2 4 11.20% SEETLDEGPPKYTK 100 113 28.4 26.8 18.9 0 2 0 1,593.7645
Q_05 Peptidyl‐prolyl cis‐trans isomerase FKBP3 FKBP3_HUMAN 25,177 2 2 4 11.20% GWDEALLTMSK 174 184 60.0 26.5 41.1 2 0 0 1,266.6037
A_15 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 5 5 10 15.50% ATESGAQSAPLPMEGVDISPK 8 28 63.1 26.2 58.2 2 0 0 2,101.0121
A_15 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 5 5 10 15.50% EGTGTEMPMIGDR 40 52 25.9 25.0 25.9 2 0 0 1,425.5988
A_15 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 5 5 10 15.50% AWDIAIATMK 89 98 50.8 32.4 34.7 2 0 0 1,135.5818
A_15 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 5 5 10 15.50% GEDLTEEEDGGIIR 139 152 81.5 25.0 63.4 2 0 0 1,532.7078
A_15 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 5 5 10 15.50% LQAFSAAIESCNK 332 344 69.5 26.8 60.2 2 0 0 1,438.6995
B_15 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 6 6 10 17.90% ATESGAQSAPLPMEGVDISPK 8 28 80.3 26.3 79.2 2 0 0 2,101.0121
B_15 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 6 6 10 17.90% EGTGTEMPMIGDR 40 52 22.7 25.0 20.9 1 0 0 1,425.5988
B_15 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 6 6 10 17.90% AWDIAIATMK 89 98 64.7 32.3 49.8 2 0 0 1,135.5818
B_15 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 6 6 10 17.90% GEDLTEEEDGGIIR 139 152 83.3 25.0 60.0 2 0 0 1,532.7078
B_15 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 6 6 10 17.90% FQIPPNAELK 235 244 29.2 26.9 1.6 2 0 0 1,156.6362
B_15 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 6 6 10 17.90% GEAHLAVNDFELAR 360 373 32.4 28.0 32.4 1 0 0 1,541.7707
F_16 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 2 2 4 6.10% LQAFSAAIESCNK 332 344 85.8 26.6 84.1 2 0 0 1,438.6995
F_16 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 2 2 4 6.10% RGEAHLAVNDFELAR 359 373 42.5 27.9 34.7 0 2 0 1,697.8718
H_13 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 2 3 4 5.01% AWDIAIATMK 89 98 34.9 32.3 15.4 2 0 0 1,135.5818
H_13 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 2 3 4 5.01% LQAFSAAIESCNK 332 344 74.7 26.7 70.5 2 0 0 1,438.6995
L_09 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 2 2 4 5.88% GEDLTEEEDGGIIR 139 152 59.2 25.1 33.2 2 0 0 1,532.7078
L_09 Peptidyl‐prolyl cis‐trans isomerase FKBP4 FKBP4_HUMAN 51,806 2 2 4 5.88% LQAFSAAIESCNK 332 344 82.8 27.1 76.8 2 0 0 1,438.6995
A_08 Peptidyl‐prolyl cis‐trans isomerase FKBP7 FKBP7_HUMAN 30,010 2 2 3 8.88% GLDIAMTDMCPGEK 95 108 62.6 25.0 61.1 2 0 0 1,569.6597
A_08 Peptidyl‐prolyl cis‐trans isomerase FKBP7 FKBP7_HUMAN 30,010 2 2 3 8.88% AEINLYLQR 205 213 39.8 28.3 28.5 1 0 0 1,119.6157
B_08 Peptidyl‐prolyl cis‐trans isomerase FKBP7 FKBP7_HUMAN 30,010 2 2 4 8.88% GLDIAMTDMCPGEK 95 108 62.5 25.0 62.5 2 0 0 1,569.6597
B_08 Peptidyl‐prolyl cis‐trans isomerase FKBP7 FKBP7_HUMAN 30,010 2 2 4 8.88% AEINLYLQR 205 213 53.9 28.3 40.1 2 0 0 1,119.6157
A_17 Peptidyl‐prolyl cis‐trans isomerase FKBP9 FKBP9_HUMAN 63,085 2 2 3 3.33% DSTFNVFVGK 78 87 32.3 25.8 32.3 2 0 0 1,113.5575
A_17 Peptidyl‐prolyl cis‐trans isomerase FKBP9 FKBP9_HUMAN 63,085 2 2 3 3.33% TIQVSDFVR 162 170 31.0 27.9 28.2 1 0 0 1,064.5735
A_18 Peptidyl‐prolyl cis‐trans isomerase FKBP9 FKBP9_HUMAN 63,085 2 2 3 3.33% DSTFNVFVGK 78 87 45.7 25.6 35.6 2 0 0 1,113.5575
A_18 Peptidyl‐prolyl cis‐trans isomerase FKBP9 FKBP9_HUMAN 63,085 2 2 3 3.33% TIQVSDFVR 162 170 22.5 27.9 21.7 1 0 0 1,064.5735
B_18 Peptidyl‐prolyl cis‐trans isomerase FKBP9 FKBP9_HUMAN 63,085 2 2 3 3.33% DSTFNVFVGK 78 87 47.9 25.7 34.5 2 0 0 1,113.5575
B_18 Peptidyl‐prolyl cis‐trans isomerase FKBP9 FKBP9_HUMAN 63,085 2 2 3 3.33% TIQVSDFVR 162 170 30.1 27.9 18.5 1 0 0 1,064.5735
D_22 Peptidyl‐prolyl cis‐trans isomerase FKBP9 FKBP9_HUMAN 63,085 2 2 4 3.33% DSTFNVFVGK 78 87 33.8 25.7 29.3 2 0 0 1,113.5575
D_22 Peptidyl‐prolyl cis‐trans isomerase FKBP9 FKBP9_HUMAN 63,085 2 2 4 3.33% ISQSGDFLR 274 282 40.7 27.5 16.1 2 0 0 1,022.5266
A_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 4 4 8 3.94% NQLTSLPSAICK 279 290 44.8 27.9 28.6 2 0 0 1,331.6989
A_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 4 4 8 3.94% NAEAVLQSPGLSGK 849 862 58.9 27.5 46.4 2 0 0 1,370.7275
A_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 4 4 8 3.94% ADLTALFLPR 875 884 33.5 27.6 19.1 2 0 0 1,116.6413
A_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 4 4 8 3.94% AVQGAQQPSLYQIR 1047 1060 47.6 28.2 34.6 2 0 0 1,558.8337
B_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 6 6 10 4.73% NQLTSLPSAICK 279 290 51.8 28.0 42.2 2 0 0 1,331.6989
B_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 6 6 10 4.73% FVFLLDR 646 652 21.3 25.7 11.8 1 0 0 909.5193
B_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 6 6 10 4.73% GLDIYVWR 653 660 25.4 27.5 8.7 1 0 0 1,021.5466
B_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 6 6 10 4.73% LLQSLLDTR 765 773 33.3 26.8 20.2 2 0 0 1,058.6206
B_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 6 6 10 4.73% ADLTALFLPR 875 884 50.6 27.0 28.9 2 0 0 1,116.6413
B_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 6 6 10 4.73% AVQGAQQPSLYQIR 1047 1060 74.4 28.2 61.7 2 0 0 1,558.8337
C_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 3 3 4 2.13% GLDIYVWR 653 660 21.1 27.0 7.7 1 0 0 1,021.5466
C_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 3 3 4 2.13% LLQSLLDTR 765 773 26.0 26.9 17.7 1 0 0 1,058.6206
C_24 Protein flightless‐1 homolog FLII_HUMAN 144,755 3 3 4 2.13% ADLTALFLPR 875 884 51.9 27.2 23.8 2 0 0 1,116.6413
A_02 Filamin‐A FLNA_HUMAN 280,729 2 3 3 0.87% AGNNMLLVGVHGPR 2585 2598 41.0 27.9 36.1 1 1 0 1,450.7585
A_02 Filamin‐A FLNA_HUMAN 280,729 2 3 3 0.87% LYSVSYLLK 2613 2621 29.7 27.4 12.4 1 0 0 1,085.6241
A_03 Filamin‐A FLNA_HUMAN 280,729 2 2 2 0.91% AGNNMLLVGVHGPR 2585 2598 42.0 27.9 31.9 0 1 0 1,450.7585
A_03 Filamin‐A FLNA_HUMAN 280,729 2 2 2 0.91% DKGEYTLVVK 2622 2631 26.0 25.9 17.6 1 0 0 1,151.6308
A_19 Filamin‐A FLNA_HUMAN 280,729 6 6 8 3.63% LIALLEVLSQK 77 87 42.3 25.0 37.1 2 0 0 1,226.7720
A_19 Filamin‐A FLNA_HUMAN 280,729 6 6 8 3.63% TGVAVNKPAEFTVDAK 685 700 28.3 28.2 20.9 0 1 0 1,646.8749
A_19 Filamin‐A FLNA_HUMAN 280,729 6 6 8 3.63% VAQPTITDNKDGTVTVR 1815 1831 19.0 27.7 7.7 0 1 0 1,814.9609
A_19 Filamin‐A FLNA_HUMAN 280,729 6 6 8 3.63% YNEQHVPGSPFTAR 1938 1951 33.3 25.9 13.6 0 2 0 1,602.7659
A_19 Filamin‐A FLNA_HUMAN 280,729 6 6 8 3.63% VNQPASFAVSLNGAK 2347 2361 59.5 28.2 53.9 1 0 0 1,502.7961
A_19 Filamin‐A FLNA_HUMAN 280,729 6 6 8 3.63% ENGVYLIDVK 2396 2405 31.5 26.9 18.1 2 0 0 1,149.6151
A_19 Filamin‐A FLNA_HUMAN 280,729 6 6 8 3.63% YGGPYHIGGSPFK 2501 2513 18.1 27.0 17.4 0 1 0 1,379.6744
A_20 Filamin‐A FLNA_HUMAN 280,729 10 10 18 5.02% IANLQTDLSDGLR 64 76 48.4 27.9 37.3 2 0 0 1,415.7491
A_20 Filamin‐A FLNA_HUMAN 280,729 10 10 18 5.02% VTAQGPGLEPSGNIANK 384 400 35.7 27.9 28.5 2 0 0 1,652.8604
A_20 Filamin‐A FLNA_HUMAN 280,729 10 10 18 5.02% VAQPTITDNKDGTVTVR 1815 1831 61.1 27.6 57.1 2 0 0 1,814.9609
A_20 Filamin‐A FLNA_HUMAN 280,729 10 10 18 5.02% DAGEGGLSLAIEGPSK 1892 1907 72.4 27.5 58.6 2 0 0 1,500.7543
A_20 Filamin‐A FLNA_HUMAN 280,729 10 10 18 5.02% YNEQHVPGSPFTAR 1938 1951 21.4 26.0 6.6 0 1 0 1,602.7659
A_20 Filamin‐A FLNA_HUMAN 280,729 10 10 18 5.02% VDINTEDLEDGTCR 2090 2103 65.6 25.0 47.7 2 0 0 1,636.7122



A_20 Filamin‐A FLNA_HUMAN 280,729 10 10 18 5.02% FVPAEMGTHTVSVK 2202 2215 38.0 28.0 25.3 1 0 0 1,518.7622
A_20 Filamin‐A FLNA_HUMAN 280,729 10 10 18 5.02% RLTVSSLQESGLK 2334 2346 31.0 26.6 23.4 2 0 0 1,417.8010
A_20 Filamin‐A FLNA_HUMAN 280,729 10 10 18 5.02% LTVSSLQESGLK 2335 2346 66.9 27.7 50.0 2 0 0 1,261.6999
A_20 Filamin‐A FLNA_HUMAN 280,729 10 10 18 5.02% VNQPASFAVSLNGAK 2347 2361 67.2 28.0 63.1 2 0 0 1,502.7961
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% LIALLEVLSQK 77 87 37.5 25.0 31.8 1 0 0 1,226.7720
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% TGVAVNKPAEFTVDAK 685 700 22.5 28.4 19.4 0 2 0 1,646.8749
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% VQVQDNEGCPVEALVK 709 724 64.3 27.4 60.5 1 0 0 1,784.8849
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% VAQPTITDNKDGTVTVR 1815 1831 54.7 27.6 51.1 2 0 0 1,814.9609
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% DAGEGGLSLAIEGPSK 1892 1907 88.9 27.2 74.3 2 0 0 1,500.7543
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% YNEQHVPGSPFTAR 1938 1951 29.1 26.1 12.1 0 1 0 1,602.7659
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% RAPSVANVGSHCDLSLK 2149 2165 36.5 27.3 29.8 0 1 0 1,810.9229
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% THEAEIVEGENHTYCIR 2185 2201 46.3 25.0 46.3 0 2 1 2,057.9346
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% FVPAEMGTHTVSVK 2202 2215 45.8 27.8 25.9 2 0 0 1,518.7622
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% EAGAGGLAIAVEGPSK 2265 2280 79.4 26.9 77.3 2 0 0 1,426.7538
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% AEISFEDR 2281 2288 34.2 25.1 27.5 1 0 0 966.4527
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% VNQPASFAVSLNGAK 2347 2361 100.0 28.2 96.7 2 0 0 1,502.7961
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% FNGTHIPGSPFK 2406 2417 34.7 27.8 28.3 2 0 0 1,301.6638
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% YGGPYHIGGSPFK 2501 2513 46.0 27.4 43.1 2 0 0 1,379.6744
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% AGNNMLLVGVHGPR 2585 2598 56.6 27.9 39.5 0 2 0 1,434.7635
A_21 Filamin‐A FLNA_HUMAN 280,729 15 16 26 8.61% WGDEHIPGSPYR 2632 2643 23.1 25.0 23.1 1 0 0 1,413.6547
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% IANLQTDLSDGLR 64 76 59.4 27.9 56.5 2 0 0 1,415.7491
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% AYGPGIEPTGNMVK 286 299 27.4 27.2 19.0 2 0 0 1,449.7045
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% VTAQGPGLEPSGNIANK 384 400 50.2 28.1 39.0 2 0 0 1,652.8604
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% SPYTVTVGQACNPSACR 468 484 42.0 25.0 37.0 1 0 0 1,867.8426
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% AWGPGLEGGVVGK 581 593 44.7 27.1 41.8 1 0 0 1,226.6530
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% VQVQDNEGCPVEALVK 709 724 74.5 27.4 66.4 2 0 0 1,784.8849
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% YGGQPVPNFPSK 1235 1246 24.8 27.5 18.0 1 0 0 1,290.6478
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% VANPSGNLTETYVQDR 1297 1312 35.8 27.1 35.6 1 0 0 1,763.8559
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% ANLPQSFQVDTSK 1465 1477 28.4 27.8 24.0 1 0 0 1,434.7224
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% VAQPTITDNKDGTVTVR 1815 1831 32.2 27.5 32.0 1 2 0 1,814.9609
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% DAGEGGLSLAIEGPSK 1892 1907 74.6 27.5 58.7 2 0 0 1,500.7543
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% EAGAGGLAIAVEGPSK 2265 2280 69.2 26.9 62.8 2 0 0 1,426.7538
A_22 Filamin‐A FLNA_HUMAN 280,729 13 14 22 7.37% VNQPASFAVSLNGAK 2347 2361 56.3 28.1 53.9 2 0 0 1,502.7961
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% LIALLEVLSQK 77 87 19.2 25.0 14.8 1 0 0 1,226.7720
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% LLGWIQNK 172 179 23.0 27.9 12.3 1 0 0 971.5674
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% VTAQGPGLEPSGNIANK 384 400 42.0 28.1 35.4 1 0 0 1,652.8604
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% SPYTVTVGQACNPSACR 468 484 62.4 25.0 62.4 1 0 0 1,867.8426
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% AWGPGLEGGVVGK 581 593 50.0 26.8 44.6 2 0 0 1,226.6530
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% TGVAVNKPAEFTVDAK 685 700 33.8 28.3 21.7 0 2 0 1,646.8749
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% VQVQDNEGCPVEALVK 709 724 84.4 27.5 78.6 2 0 0 1,784.8849
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% DVDIIDHHDNTYTVK 922 936 23.8 26.3 17.8 0 1 0 1,784.8452
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% ANLPQSFQVDTSK 1465 1477 43.0 27.7 42.7 1 0 0 1,434.7224
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% VAQPTITDNKDGTVTVR 1815 1831 23.7 27.6 8.0 0 1 0 1,814.9609
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% YNEQHVPGSPFTAR 1938 1951 24.7 26.1 9.0 0 1 0 1,602.7659
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% NGHVGISFVPK 2004 2014 26.2 26.5 18.4 2 0 0 1,154.6317
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% EAGAGGLAIAVEGPSK 2265 2280 69.9 26.9 65.0 2 0 0 1,426.7538
A_23 Filamin‐A FLNA_HUMAN 280,729 12 12 18 7.52% VNQPASFAVSLNGAK 2347 2361 44.2 28.2 41.7 2 0 0 1,502.7961
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% IANLQTDLSDGLR 64 76 60.6 27.9 52.1 2 0 0 1,415.7491
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% LIALLEVLSQK 77 87 35.0 25.0 25.0 1 0 0 1,226.7720
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% VTVLFAGQHIAK 356 367 29.8 25.2 23.1 2 0 0 1,283.7471
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% SPFEVYVDK 368 376 22.4 26.6 18.6 1 0 0 1,083.5357
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% VTAQGPGLEPSGNIANK 384 400 31.4 27.9 24.3 1 0 0 1,652.8604
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% SPYTVTVGQACNPSACR 468 484 55.1 25.0 52.3 2 0 0 1,867.8426
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% AWGPGLEGGVVGK 581 593 27.8 26.8 19.8 1 0 0 1,226.6530
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% TGVAVNKPAEFTVDAK 685 700 37.5 28.1 34.5 0 2 0 1,646.8749
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% VQVQDNEGCPVEALVK 709 724 73.7 27.4 61.1 2 0 0 1,784.8849
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% AFGPGLQGGSAGSPAR 1072 1087 59.1 26.9 45.7 2 0 0 1,429.7184
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% ANLPQSFQVDTSK 1465 1477 60.2 28.0 50.3 2 0 0 1,434.7224
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% VAQPTITDNKDGTVTVR 1815 1831 21.6 27.7 16.1 0 1 0 1,814.9609
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% YNEQHVPGSPFTAR 1938 1951 32.3 26.0 7.8 0 2 0 1,602.7659
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% VNQPASFAVSLNGAK 2347 2361 53.5 28.2 50.9 2 0 0 1,502.7961
A_24 Filamin‐A FLNA_HUMAN 280,729 14 14 23 8.01% YGGPYHIGGSPFK 2501 2513 19.7 27.3 19.7 0 1 0 1,379.6744
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% IANLQTDLSDGLR 64 76 77.4 27.9 71.8 2 0 0 1,415.7491
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% LIALLEVLSQK 77 87 69.8 25.0 63.8 2 0 0 1,226.7720
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% AYGPGIEPTGNMVK 286 299 29.9 27.0 23.2 2 0 0 1,449.7045
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% AEFTVETR 302 309 24.8 26.2 12.4 1 0 0 952.4734
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% SPFEVYVDK 368 376 51.0 26.6 40.9 2 0 0 1,083.5357
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% VTAQGPGLEPSGNIANK 384 400 67.5 28.0 56.6 2 0 0 1,652.8604
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% SPYTVTVGQACNPSACR 468 484 73.2 25.0 72.6 2 0 0 1,867.8426
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% LSPFMADIR 656 664 22.8 27.4 7.5 1 0 0 1,065.5399
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% TGVAVNKPAEFTVDAK 685 700 37.8 28.2 29.1 2 0 0 1,646.8749
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% VQVQDNEGCPVEALVK 709 724 76.9 27.5 73.8 2 0 0 1,784.8849
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% GKLDVQFSGLTK 905 916 45.5 26.5 45.5 1 0 0 1,292.7211
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% DVDIIDHHDNTYTVK 922 936 26.8 26.6 21.6 1 0 0 1,784.8452
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% VEPGLGADNSVVR 1020 1032 50.2 27.7 38.3 2 0 0 1,312.6856
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% AFGPGLQGGSAGSPAR 1072 1087 67.9 26.8 50.0 2 0 0 1,429.7184
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% YGGQPVPNFPSK 1235 1246 46.0 27.4 34.7 2 0 0 1,290.6478
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% VANPSGNLTETYVQDR 1297 1312 87.1 26.7 81.2 2 0 0 1,763.8559
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% GAGTGGLGLAVEGPSEAK 1382 1399 79.2 26.9 65.2 2 0 0 1,570.8074
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% CSGPGLSPGMVR 1453 1464 33.8 25.0 31.9 1 0 0 1,233.5716
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% ANLPQSFQVDTSK 1465 1477 48.6 28.2 44.3 2 0 0 1,434.7224
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% VAQPTITDNKDGTVTVR 1815 1831 30.7 27.7 12.4 0 1 0 1,814.9609
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% NGHVGISFVPK 2004 2014 22.3 25.8 22.3 1 0 0 1,154.6317
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% EAGAGGLAIAVEGPSK 2265 2280 66.2 26.6 59.7 2 0 0 1,426.7538
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% VNQPASFAVSLNGAK 2347 2361 45.9 28.1 34.9 2 0 0 1,502.7961
A_25 Filamin‐A FLNA_HUMAN 280,729 23 23 38 12.30% ENGVYLIDVK 2396 2405 23.5 26.9 17.9 1 0 0 1,149.6151
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% DLAEDAPWK 34 42 32.8 25.0 31.1 2 0 0 1,044.4998
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% DLAEDAPWKK 34 43 23.2 27.1 18.8 1 0 0 1,172.5948
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% IANLQTDLSDGLR 64 76 74.2 27.9 61.7 2 0 0 1,415.7491
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% LIALLEVLSQK 77 87 67.9 25.0 59.5 2 0 0 1,226.7720
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% LIALLEVLSQKK 77 88 38.0 25.0 38.0 2 0 0 1,354.8670
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% LLGWIQNK 172 179 25.9 27.9 15.5 2 0 0 971.5674
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% AYGPGIEPTGNMVK 286 299 43.4 27.2 30.8 4 0 0 1,449.7045
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% VTVLFAGQHIAK 356 367 60.7 25.3 53.5 2 0 0 1,283.7471
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% SPFEVYVDK 368 376 25.5 26.6 21.3 2 0 0 1,083.5357
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% SPFEVYVDKSQGDASK 368 383 35.9 26.2 30.3 0 2 0 1,756.8389
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% VTAQGPGLEPSGNIANK 384 400 77.7 28.0 58.8 2 2 0 1,652.8604
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% GTVEPQLEAR 428 437 32.8 26.4 22.5 1 0 0 1,099.5743
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% SPYTVTVGQACNPSACR 468 484 75.9 25.0 74.8 2 2 0 1,867.8426
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% AWGPGLEGGVVGK 581 593 52.8 26.5 43.8 2 0 0 1,226.6530
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% TGVAVNKPAEFTVDAK 685 700 52.6 28.4 42.9 2 2 0 1,646.8749
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% VQVQDNEGCPVEALVK 709 724 89.4 27.4 78.0 2 1 0 1,784.8849
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% DNGNGTYSCSYVPR 725 738 50.4 25.0 50.4 2 0 0 1,589.6649
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% TGVELGKPTHFTVNAK 885 900 38.4 27.0 30.2 1 0 0 1,698.9175
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% GKLDVQFSGLTK 905 916 64.9 26.4 62.3 2 0 0 1,292.7211
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% DVDIIDHHDNTYTVK 922 936 33.7 26.6 31.8 2 1 0 1,784.8452
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% SPFSVAVSPSLDLSK 959 973 27.9 28.0 16.8 1 0 0 1,533.8159
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% VDVGKDQEFTVK 983 994 42.5 27.6 28.4 2 0 0 1,364.7058
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% AFGPGLQGGSAGSPAR 1072 1087 64.8 26.9 43.4 2 0 0 1,429.7184
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% AHVVPCFDASK 1152 1162 28.3 26.0 28.3 2 0 0 1,230.5936
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% EATTEFSVDAR 1273 1283 49.3 25.0 40.3 2 0 0 1,225.5695
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% VANPSGNLTETYVQDR 1297 1312 77.4 27.1 70.6 2 2 0 1,763.8559



A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% GAGTGGLGLAVEGPSEAK 1382 1399 77.9 27.3 70.7 2 0 0 1,570.8074
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% CSGPGLSPGMVR 1453 1464 51.7 25.0 43.5 2 0 0 1,233.5716
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% DAGEGLLAVQITDPEGKPK 1574 1592 58.9 26.9 53.3 2 0 0 1,938.0183
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% YGGDEIPFSPYR 1622 1633 25.4 25.0 12.9 1 0 0 1,400.6482
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% EAGAGGLAIAVEGPSK 2265 2280 81.6 26.6 80.4 2 0 0 1,426.7538
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% LTVSSLQESGLK 2335 2346 54.9 27.8 43.8 2 0 0 1,261.6999
A_26 Filamin‐A FLNA_HUMAN 280,729 29 36 66 15.70% VNQPASFAVSLNGAK 2347 2361 57.4 28.2 50.7 2 0 0 1,502.7961
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% DLAEDAPWK 34 42 33.9 25.0 28.7 1 0 0 1,044.4998
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% DLAEDAPWKK 34 43 29.8 26.7 24.8 1 0 0 1,172.5948
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% IANLQTDLSDGLR 64 76 64.3 27.9 59.4 2 0 0 1,415.7491
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% LIALLEVLSQK 77 87 56.9 25.0 53.2 2 0 0 1,226.7720
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% VTVLFAGQHIAK 356 367 31.7 25.3 26.7 2 0 0 1,283.7471
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% SPFEVYVDK 368 376 25.5 26.6 21.1 1 0 0 1,083.5357
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% VTAQGPGLEPSGNIANK 384 400 45.8 28.2 37.8 2 0 0 1,652.8604
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% SPYTVTVGQACNPSACR 468 484 44.6 25.0 44.6 2 0 0 1,867.8426
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% AWGPGLEGGVVGK 581 593 50.5 27.1 37.8 2 0 0 1,226.6530
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% TGVAVNKPAEFTVDAK 685 700 22.7 28.4 19.2 0 1 0 1,646.8749
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% VQVQDNEGCPVEALVK 709 724 83.0 27.4 78.3 2 0 0 1,784.8849
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% TGVELGKPTHFTVNAK 885 900 24.0 27.2 10.2 0 1 0 1,698.9175
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% GKLDVQFSGLTK 905 916 34.7 26.4 30.8 2 0 0 1,292.7211
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% AFGPGLQGGSAGSPAR 1072 1087 37.6 26.8 9.1 2 0 0 1,429.7184
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% AHVVPCFDASK 1152 1162 26.9 26.0 26.1 1 0 0 1,230.5936
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% YGGQPVPNFPSK 1235 1246 27.0 27.5 23.3 1 0 0 1,290.6478
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% EATTEFSVDAR 1273 1283 59.6 25.0 52.7 2 0 0 1,225.5695
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% VANPSGNLTETYVQDR 1297 1312 86.4 26.6 82.9 2 0 0 1,763.8559
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% GAGTGGLGLAVEGPSEAK 1382 1399 57.6 27.0 53.3 2 0 0 1,570.8074
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% ANLPQSFQVDTSK 1465 1477 56.1 28.1 46.9 2 0 0 1,434.7224
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% DAGEGGLSLAIEGPSK 1892 1907 75.3 27.5 61.1 2 0 0 1,500.7543
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% YNEQHVPGSPFTAR 1938 1951 22.3 26.0 2.6 0 1 0 1,602.7659
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% NGHVGISFVPK 2004 2014 22.5 25.8 17.7 1 0 0 1,154.6317
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% EAGAGGLAIAVEGPSK 2265 2280 74.9 27.0 73.9 2 0 0 1,426.7538
A_27 Filamin‐A FLNA_HUMAN 280,729 22 22 37 12.50% VNQPASFAVSLNGAK 2347 2361 51.5 28.1 43.4 2 0 0 1,502.7961
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% IANLQTDLSDGLR 64 76 63.1 27.9 52.5 2 0 0 1,415.7491
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% LIALLEVLSQK 77 87 82.0 25.0 67.6 2 0 0 1,226.7720
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% LIALLEVLSQKK 77 88 46.8 25.0 46.8 2 0 0 1,354.8670
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% LLGWIQNK 172 179 59.1 27.9 48.2 2 0 0 971.5674
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% AYGPGIEPTGNMVK 286 299 36.9 27.2 32.7 2 0 0 1,449.7045
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% VTVLFAGQHIAK 356 367 73.5 25.9 63.1 1 0 0 1,283.7471
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% SPFEVYVDK 368 376 48.1 26.6 31.8 2 0 0 1,083.5357
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% SPFEVYVDKSQGDASK 368 383 44.9 26.0 30.2 1 2 0 1,756.8389
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% VTAQGPGLEPSGNIANK 384 400 59.3 27.9 40.4 1 0 0 1,652.8604
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% GTVEPQLEAR 428 437 36.9 26.4 30.2 2 0 0 1,099.5743
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% SPYTVTVGQACNPSACR 468 484 84.2 25.0 78.0 2 2 0 1,867.8426
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% TGVAVNKPAEFTVDAK 685 700 56.4 28.2 41.9 2 2 0 1,646.8749
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% VQVQDNEGCPVEALVK 709 724 78.5 27.5 68.8 2 0 0 1,784.8849
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% DNGNGTYSCSYVPR 725 738 63.9 25.0 62.0 2 0 0 1,589.6649
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% TGVELGKPTHFTVNAK 885 900 37.4 27.1 24.0 2 0 0 1,698.9175
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% GKLDVQFSGLTK 905 916 44.4 26.4 44.4 2 0 0 1,292.7211
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% DVDIIDHHDNTYTVK 922 936 40.9 26.3 36.0 2 1 0 1,784.8452
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% VDVGKDQEFTVK 983 994 41.1 28.1 37.7 2 0 0 1,364.7058
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% VEPGLGADNSVVR 1020 1032 53.2 27.8 43.4 1 0 0 1,312.6856
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% AFGPGLQGGSAGSPAR 1072 1087 74.8 26.8 61.8 2 0 0 1,429.7184
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% AHVVPCFDASK 1152 1162 25.3 26.0 25.3 1 0 0 1,230.5936
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% YGGQPVPNFPSK 1235 1246 44.7 27.5 40.7 2 0 0 1,290.6478
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% EATTEFSVDAR 1273 1283 71.6 25.0 50.9 2 0 0 1,225.5695
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% VANPSGNLTETYVQDR 1297 1312 93.6 26.6 85.6 2 2 0 1,763.8559
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% GAGTGGLGLAVEGPSEAK 1382 1399 91.2 26.9 80.5 2 0 0 1,570.8074
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% CSGPGLSPGMVR 1453 1464 30.1 25.0 26.0 2 0 0 1,233.5716
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% ANLPQSFQVDTSK 1465 1477 58.5 27.8 52.9 2 0 0 1,434.7224
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% DAGEGLLAVQITDPEGKPK 1574 1592 66.6 26.9 59.5 2 2 0 1,938.0183
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% YGGDEIPFSPYR 1622 1633 19.5 25.0 8.1 1 0 0 1,400.6482
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% VAQPTITDNKDGTVTVR 1815 1831 76.7 27.7 62.3 2 2 0 1,814.9609
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% YAPSEAGLHEMDIR 1832 1845 47.8 25.0 40.9 2 0 0 1,604.7375
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% DAGEGGLSLAIEGPSK 1892 1907 84.6 27.2 72.0 2 0 0 1,500.7543
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% YNEQHVPGSPFTAR 1938 1951 41.2 25.9 12.0 0 2 0 1,602.7659
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% NGHVGISFVPK 2004 2014 42.7 25.7 36.8 1 0 0 1,154.6317
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% VDINTEDLEDGTCR 2090 2103 84.2 25.0 70.6 2 0 0 1,636.7122
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% FADQHVPGSPFSVK 2120 2133 26.3 28.0 23.9 1 0 0 1,515.7591
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% FVPAEMGTHTVSVK 2202 2215 66.2 27.5 46.3 2 0 0 1,518.7622
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% EAGAGGLAIAVEGPSK 2265 2280 82.9 26.8 71.2 2 0 0 1,426.7538
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% LTVSSLQESGLK 2335 2346 79.6 27.8 63.4 2 0 0 1,261.6999
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% VNQPASFAVSLNGAK 2347 2361 86.9 28.2 74.6 2 0 0 1,502.7961
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% YGGPYHIGGSPFK 2501 2513 20.0 27.2 15.0 0 1 0 1,379.6744
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% ATCAPQHGAPGPGPADASK 2541 2559 37.0 25.9 28.9 0 2 0 1,789.8289
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% LYSVSYLLK 2613 2621 41.2 27.4 20.6 2 0 0 1,085.6241
A_28 Filamin‐A FLNA_HUMAN 280,729 42 49 88 22.00% WGDEHIPGSPYR 2632 2643 32.0 25.0 21.4 0 2 0 1,413.6547
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% DLAEDAPWK 34 42 33.0 25.0 31.2 1 0 0 1,044.4998
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% IANLQTDLSDGLR 64 76 80.8 27.9 73.0 2 0 0 1,415.7491
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% LIALLEVLSQK 77 87 68.8 25.0 55.9 2 0 0 1,226.7720
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% AYGPGIEPTGNMVK 286 299 27.5 27.0 24.0 1 0 0 1,449.7045
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% AEFTVETR 302 309 24.8 26.2 15.1 1 0 0 952.4734
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% VTVLFAGQHIAK 356 367 34.5 25.6 31.0 1 0 0 1,283.7471
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% SPFEVYVDK 368 376 44.5 26.6 31.3 2 0 0 1,083.5357
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% VTAQGPGLEPSGNIANK 384 400 53.8 27.9 38.6 2 0 0 1,652.8604
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% GTVEPQLEAR 428 437 28.8 26.4 16.5 2 0 0 1,099.5743
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% SPYTVTVGQACNPSACR 468 484 68.6 25.0 64.9 2 1 0 1,867.8426
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% TGVAVNKPAEFTVDAK 685 700 43.6 28.1 37.3 2 1 0 1,646.8749
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% VQVQDNEGCPVEALVK 709 724 69.3 27.5 60.9 2 0 0 1,784.8849
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% GKLDVQFSGLTK 905 916 24.3 26.4 14.5 1 0 0 1,292.7211
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% VDVGKDQEFTVK 983 994 31.9 28.1 26.2 2 0 0 1,364.7058
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% AFGPGLQGGSAGSPAR 1072 1087 64.3 26.8 48.3 2 0 0 1,429.7184
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% YGGQPVPNFPSK 1235 1246 38.0 27.5 31.3 2 0 0 1,290.6478
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% EATTEFSVDAR 1273 1283 44.4 25.0 37.9 1 0 0 1,225.5695
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% VANPSGNLTETYVQDR 1297 1312 86.5 26.6 79.0 2 0 0 1,763.8559
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% GAGTGGLGLAVEGPSEAK 1382 1399 85.4 27.0 72.6 2 0 0 1,570.8074
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% ANLPQSFQVDTSK 1465 1477 56.8 27.8 50.1 2 0 0 1,434.7224
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% VAQPTITDNKDGTVTVR 1815 1831 44.7 27.7 34.2 0 2 0 1,814.9609
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% DAGEGGLSLAIEGPSK 1892 1907 73.0 27.5 61.3 2 0 0 1,500.7543
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% FADQHVPGSPFSVK 2120 2133 21.8 27.6 18.9 0 1 0 1,515.7591
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% THEAEIVEGENHTYCIR 2185 2201 23.3 25.0 20.5 0 2 0 2,057.9346
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% FVPAEMGTHTVSVK 2202 2215 42.3 27.7 27.1 1 0 0 1,518.7622
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% EAGAGGLAIAVEGPSK 2265 2280 81.0 26.9 73.4 2 0 0 1,426.7538
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% LTVSSLQESGLK 2335 2346 66.5 27.8 50.5 2 0 0 1,261.6999
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% VNQPASFAVSLNGAK 2347 2361 68.9 28.3 64.2 2 0 0 1,502.7961
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% LYSVSYLLK 2613 2621 32.8 27.4 11.9 1 0 0 1,085.6241
A_29 Filamin‐A FLNA_HUMAN 280,729 28 30 49 15.20% DKGEYTLVVK 2622 2631 30.4 27.1 20.9 1 0 0 1,151.6308
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% IANLQTDLSDGLR 64 76 83.4 27.9 74.8 2 0 0 1,415.7491
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% LIALLEVLSQK 77 87 43.6 25.0 43.1 2 0 0 1,226.7720
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% VTAQGPGLEPSGNIANK 384 400 35.9 28.0 27.9 2 0 0 1,652.8604
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% VQVQDNEGCPVEALVK 709 724 65.3 27.4 58.3 2 0 0 1,784.8849
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% VEPGLGADNSVVR 1020 1032 25.0 28.0 12.9 2 0 0 1,312.6856
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% AFGPGLQGGSAGSPAR 1072 1087 53.2 26.9 36.8 2 0 0 1,429.7184



A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% YGGQPVPNFPSK 1235 1246 24.1 27.5 14.8 1 0 0 1,290.6478
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% EATTEFSVDAR 1273 1283 37.6 25.0 24.0 2 0 0 1,225.5695
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% VANPSGNLTETYVQDR 1297 1312 86.8 26.6 84.1 2 0 0 1,763.8559
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% GAGTGGLGLAVEGPSEAK 1382 1399 68.1 27.0 56.9 2 0 0 1,570.8074
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% ANLPQSFQVDTSK 1465 1477 53.1 27.9 50.0 2 0 0 1,434.7224
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% DAGEGGLSLAIEGPSK 1892 1907 74.7 27.2 59.1 2 0 0 1,500.7543
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% EAGAGGLAIAVEGPSK 2265 2280 95.6 26.9 91.5 2 0 0 1,426.7538
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% LTVSSLQESGLK 2335 2346 48.4 27.8 40.7 2 0 0 1,261.6999
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% VNQPASFAVSLNGAK 2347 2361 64.7 28.1 59.7 2 0 0 1,502.7961
A_30 Filamin‐A FLNA_HUMAN 280,729 15 15 29 8.50% ENGVYLIDVK 2396 2405 33.6 27.0 15.3 2 0 0 1,149.6151
A_31 Filamin‐A FLNA_HUMAN 280,729 12 12 19 6.65% IANLQTDLSDGLR 64 76 55.5 27.9 47.7 2 0 0 1,415.7491
A_31 Filamin‐A FLNA_HUMAN 280,729 12 12 19 6.65% VQVQDNEGCPVEALVK 709 724 49.2 27.4 45.2 2 0 0 1,784.8849
A_31 Filamin‐A FLNA_HUMAN 280,729 12 12 19 6.65% AFGPGLQGGSAGSPAR 1072 1087 54.1 26.8 40.7 1 0 0 1,429.7184
A_31 Filamin‐A FLNA_HUMAN 280,729 12 12 19 6.65% EATTEFSVDAR 1273 1283 35.5 25.0 26.1 1 0 0 1,225.5695
A_31 Filamin‐A FLNA_HUMAN 280,729 12 12 19 6.65% VANPSGNLTETYVQDR 1297 1312 79.0 26.6 75.3 2 0 0 1,763.8559
A_31 Filamin‐A FLNA_HUMAN 280,729 12 12 19 6.65% GAGTGGLGLAVEGPSEAK 1382 1399 52.8 27.2 45.4 1 0 0 1,570.8074
A_31 Filamin‐A FLNA_HUMAN 280,729 12 12 19 6.65% VAQPTITDNKDGTVTVR 1815 1831 20.0 27.7 15.0 0 1 0 1,814.9609
A_31 Filamin‐A FLNA_HUMAN 280,729 12 12 19 6.65% DAGEGGLSLAIEGPSK 1892 1907 73.9 27.5 54.4 2 0 0 1,500.7543
A_31 Filamin‐A FLNA_HUMAN 280,729 12 12 19 6.65% EAGAGGLAIAVEGPSK 2265 2280 62.6 26.8 59.7 2 0 0 1,426.7538
A_31 Filamin‐A FLNA_HUMAN 280,729 12 12 19 6.65% LTVSSLQESGLK 2335 2346 45.0 27.8 29.3 2 0 0 1,261.6999
A_31 Filamin‐A FLNA_HUMAN 280,729 12 12 19 6.65% VNQPASFAVSLNGAK 2347 2361 45.0 28.1 40.3 2 0 0 1,502.7961
A_31 Filamin‐A FLNA_HUMAN 280,729 12 12 19 6.65% ENGVYLIDVK 2396 2405 29.7 27.0 23.4 1 0 0 1,149.6151
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% IANLQTDLSDGLR 64 76 63.8 27.9 59.2 2 0 0 1,415.7491
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% LIALLEVLSQK 77 87 25.9 25.0 25.9 1 0 0 1,226.7720
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% TGVAVNKPAEFTVDAK 685 700 22.9 28.4 18.2 0 1 0 1,646.8749
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% VQVQDNEGCPVEALVK 709 724 71.3 27.4 58.1 2 0 0 1,784.8849
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% AFGPGLQGGSAGSPAR 1072 1087 50.5 26.8 37.2 1 0 0 1,429.7184
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% YGGQPVPNFPSK 1235 1246 27.5 27.2 27.0 1 0 0 1,290.6478
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% EATTEFSVDAR 1273 1283 28.5 25.0 20.3 1 0 0 1,225.5695
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% VANPSGNLTETYVQDR 1297 1312 64.0 26.5 63.2 2 0 0 1,763.8559
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% GAGTGGLGLAVEGPSEAK 1382 1399 60.1 26.9 49.1 2 0 0 1,570.8074
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% ANLPQSFQVDTSK 1465 1477 51.0 27.9 43.2 2 0 0 1,434.7224
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% DAGEGGLSLAIEGPSK 1892 1907 92.8 27.2 81.1 2 0 0 1,500.7543
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% EAGAGGLAIAVEGPSK 2265 2280 64.4 26.9 58.2 2 0 0 1,426.7538
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% LTVSSLQESGLK 2335 2346 39.5 27.7 28.1 2 0 0 1,261.6999
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% VNQPASFAVSLNGAK 2347 2361 52.4 28.1 47.4 2 0 0 1,502.7961
A_32 Filamin‐A FLNA_HUMAN 280,729 14 14 23 7.93% LYSVSYLLK 2613 2621 23.1 27.6 7.4 1 0 0 1,085.6241
B_03 Filamin‐A FLNA_HUMAN 280,729 2 2 3 0.91% AGNNMLLVGVHGPR 2585 2598 38.9 27.9 35.9 2 0 0 1,450.7585
B_03 Filamin‐A FLNA_HUMAN 280,729 2 2 3 0.91% DKGEYTLVVK 2622 2631 20.2 26.0 12.9 1 0 0 1,151.6308
B_19 Filamin‐A FLNA_HUMAN 280,729 3 3 5 2.12% LIALLEVLSQK 77 87 42.4 25.0 38.3 2 0 0 1,226.7720
B_19 Filamin‐A FLNA_HUMAN 280,729 3 3 5 2.12% TGVAVNKPAEFTVDAK 685 700 19.8 28.2 9.9 0 1 0 1,646.8749
B_19 Filamin‐A FLNA_HUMAN 280,729 3 3 5 2.12% YNEQHVPGSPFTAR 1938 1951 24.5 25.9 5.0 0 2 0 1,602.7659
B_19 Filamin‐A FLNA_HUMAN 280,729 3 3 5 2.12% VNQPASFAVSLNGAK 2347 2361 62.1 28.2 58.2 2 0 0 1,502.7961
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% IANLQTDLSDGLR 64 76 39.6 28.0 37.0 1 0 0 1,415.7491
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% VAQPTITDNKDGTVTVR 1815 1831 71.8 27.5 66.4 2 0 0 1,814.9609
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% DAGEGGLSLAIEGPSK 1892 1907 114.0 27.5 94.1 2 0 0 1,500.7543
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% YNEQHVPGSPFTAR 1938 1951 27.5 26.0 10.1 0 2 0 1,602.7659
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% NGHVGISFVPK 2004 2014 22.3 25.6 22.3 1 0 0 1,154.6317
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% FADQHVPGSPFSVK 2120 2133 22.4 27.5 15.8 0 1 0 1,515.7591
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% RAPSVANVGSHCDLSLK 2149 2165 21.7 27.3 17.2 0 1 0 1,810.9229
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% THEAEIVEGENHTYCIR 2185 2201 22.8 25.0 22.5 0 2 0 2,057.9346
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% FVPAEMGTHTVSVK 2202 2215 35.5 27.6 23.2 2 1 0 1,518.7622
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% EAGAGGLAIAVEGPSK 2265 2280 117.0 26.5 110.0 2 0 0 1,426.7538
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% LTVSSLQESGLK 2335 2346 70.1 27.8 54.5 2 0 0 1,261.6999
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% VNQPASFAVSLNGAK 2347 2361 72.0 28.0 66.3 2 0 0 1,502.7961
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% ENGVYLIDVK 2396 2405 32.1 27.1 23.8 2 0 0 1,149.6151
B_20 Filamin‐A FLNA_HUMAN 280,729 14 15 24 7.52% YGGPYHIGGSPFK 2501 2513 22.8 27.4 16.1 0 1 0 1,379.6744
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% LIALLEVLSQK 77 87 25.6 25.0 24.9 1 0 0 1,226.7720
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% VAQPTITDNKDGTVTVR 1815 1831 70.2 27.2 63.5 2 0 0 1,814.9609
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% YAPSEAGLHEMDIR 1832 1845 39.8 25.0 35.0 1 0 0 1,604.7375
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% DAGEGGLSLAIEGPSK 1892 1907 86.4 27.4 70.9 2 0 0 1,500.7543
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% YNEQHVPGSPFTAR 1938 1951 22.1 25.7 6.6 0 1 0 1,602.7659
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% RAPSVANVGSHCDLSLK 2149 2165 23.2 27.3 23.2 0 1 0 1,810.9229
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% APSVANVGSHCDLSLK 2150 2165 30.5 27.3 30.5 1 0 0 1,654.8218
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% THEAEIVEGENHTYCIR 2185 2201 33.0 25.0 32.1 0 2 0 2,057.9346
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% FVPAEMGTHTVSVK 2202 2215 30.9 27.6 16.0 2 0 0 1,518.7622
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% EAGAGGLAIAVEGPSK 2265 2280 104.0 26.9 94.3 2 0 0 1,426.7538
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% LTVSSLQESGLK 2335 2346 56.0 27.8 41.0 2 0 0 1,261.6999
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% VNQPASFAVSLNGAK 2347 2361 90.0 28.2 85.7 2 0 0 1,502.7961
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% ENGVYLIDVK 2396 2405 42.2 28.4 33.8 2 0 0 1,149.6151
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% YGGPYHIGGSPFK 2501 2513 35.9 27.4 29.5 2 0 0 1,379.6744
B_21 Filamin‐A FLNA_HUMAN 280,729 14 14 24 7.56% AGNNMLLVGVHGPR 2585 2598 43.8 27.7 32.7 0 2 0 1,434.7635
B_22 Filamin‐A FLNA_HUMAN 280,729 11 11 17 6.54% IANLQTDLSDGLR 64 76 52.7 27.9 45.6 2 0 0 1,415.7491
B_22 Filamin‐A FLNA_HUMAN 280,729 11 11 17 6.54% LIALLEVLSQK 77 87 42.0 25.0 36.9 2 0 0 1,226.7720
B_22 Filamin‐A FLNA_HUMAN 280,729 11 11 17 6.54% VTAQGPGLEPSGNIANK 384 400 42.9 28.1 32.0 1 0 0 1,652.8604
B_22 Filamin‐A FLNA_HUMAN 280,729 11 11 17 6.54% SPYTVTVGQACNPSACR 468 484 37.7 25.0 37.7 1 0 0 1,867.8426
B_22 Filamin‐A FLNA_HUMAN 280,729 11 11 17 6.54% AWGPGLEGGVVGK 581 593 52.6 27.1 36.0 1 0 0 1,226.6530
B_22 Filamin‐A FLNA_HUMAN 280,729 11 11 17 6.54% VQVQDNEGCPVEALVK 709 724 71.0 27.4 63.2 2 0 0 1,784.8849
B_22 Filamin‐A FLNA_HUMAN 280,729 11 11 17 6.54% VAQPTITDNKDGTVTVR 1815 1831 21.7 27.7 18.9 0 1 0 1,814.9609
B_22 Filamin‐A FLNA_HUMAN 280,729 11 11 17 6.54% DAGEGGLSLAIEGPSK 1892 1907 74.8 27.5 65.6 2 0 0 1,500.7543
B_22 Filamin‐A FLNA_HUMAN 280,729 11 11 17 6.54% EAGAGGLAIAVEGPSK 2265 2280 63.0 27.1 54.2 2 0 0 1,426.7538
B_22 Filamin‐A FLNA_HUMAN 280,729 11 11 17 6.54% LTVSSLQESGLK 2335 2346 33.9 27.8 26.4 1 0 0 1,261.6999
B_22 Filamin‐A FLNA_HUMAN 280,729 11 11 17 6.54% VNQPASFAVSLNGAK 2347 2361 44.3 28.3 43.6 2 0 0 1,502.7961
B_22 Filamin‐A FLNA_HUMAN 280,729 11 11 17 6.54% ENGVYLIDVK 2396 2405 35.9 28.0 23.0 2 0 0 1,149.6151
B_23 Filamin‐A FLNA_HUMAN 280,729 8 8 14 5.14% LIALLEVLSQK 77 87 35.1 25.0 22.1 2 0 0 1,226.7720
B_23 Filamin‐A FLNA_HUMAN 280,729 8 8 14 5.14% LLGWIQNK 172 179 28.4 27.9 18.1 1 0 0 971.5674
B_23 Filamin‐A FLNA_HUMAN 280,729 8 8 14 5.14% AYGPGIEPTGNMVK 286 299 22.6 27.3 19.2 1 0 0 1,449.7045
B_23 Filamin‐A FLNA_HUMAN 280,729 8 8 14 5.14% VTAQGPGLEPSGNIANK 384 400 38.3 28.0 18.4 2 0 0 1,652.8604
B_23 Filamin‐A FLNA_HUMAN 280,729 8 8 14 5.14% AWGPGLEGGVVGK 581 593 46.5 26.8 44.3 2 0 0 1,226.6530
B_23 Filamin‐A FLNA_HUMAN 280,729 8 8 14 5.14% TGVAVNKPAEFTVDAK 685 700 42.1 28.1 37.2 0 2 0 1,646.8749
B_23 Filamin‐A FLNA_HUMAN 280,729 8 8 14 5.14% VQVQDNEGCPVEALVK 709 724 63.2 27.5 57.9 2 0 0 1,784.8849
B_23 Filamin‐A FLNA_HUMAN 280,729 8 8 14 5.14% EAGAGGLAIAVEGPSK 2265 2280 66.3 26.6 62.5 2 0 0 1,426.7538
B_23 Filamin‐A FLNA_HUMAN 280,729 8 8 14 5.14% VNQPASFAVSLNGAK 2347 2361 65.2 28.1 61.7 2 0 0 1,502.7961
B_23 Filamin‐A FLNA_HUMAN 280,729 8 8 14 5.14% ENGVYLIDVK 2396 2405 25.0 27.8 17.1 1 0 0 1,149.6151
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% IANLQTDLSDGLR 64 76 55.4 28.0 52.0 2 0 0 1,415.7491
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% LIALLEVLSQK 77 87 51.3 25.0 43.1 2 0 0 1,226.7720
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% AYGPGIEPTGNMVK 286 299 21.5 27.3 14.6 1 0 0 1,449.7045
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% SPFEVYVDK 368 376 31.5 26.1 23.3 1 0 0 1,083.5357
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% VTAQGPGLEPSGNIANK 384 400 55.6 27.9 47.2 2 0 0 1,652.8604
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% SPYTVTVGQACNPSACR 468 484 77.1 25.0 69.2 2 0 0 1,867.8426
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% AWGPGLEGGVVGK 581 593 35.3 26.8 25.6 2 0 0 1,226.6530
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% TGVAVNKPAEFTVDAK 685 700 34.4 28.2 29.7 2 2 0 1,646.8749
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% VQVQDNEGCPVEALVK 709 724 79.6 27.4 70.2 2 0 0 1,784.8849
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% VEPGLGADNSVVR 1020 1032 25.2 27.7 0.0 1 0 0 1,312.6856
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% AFGPGLQGGSAGSPAR 1072 1087 53.2 26.9 41.2 2 0 0 1,429.7184
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% VANPSGNLTETYVQDR 1297 1312 72.6 27.1 72.6 2 0 0 1,763.8559
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% YNEQHVPGSPFTAR 1938 1951 24.9 26.0 2.5 0 1 0 1,602.7659
B_24 Filamin‐A FLNA_HUMAN 280,729 13 14 24 7.59% EAGAGGLAIAVEGPSK 2265 2280 82.0 27.1 76.0 2 0 0 1,426.7538
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% DLAEDAPWK 34 42 23.6 25.0 19.5 1 0 0 1,044.4998
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% IANLQTDLSDGLR 64 76 57.2 28.0 52.1 2 0 0 1,415.7491
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% LIALLEVLSQK 77 87 54.3 25.0 44.2 2 0 0 1,226.7720
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% AYGPGIEPTGNMVK 286 299 23.7 27.4 19.8 1 0 0 1,449.7045



B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% VTVLFAGQHIAK 356 367 39.2 25.3 32.7 2 0 0 1,283.7471
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% SPFEVYVDK 368 376 44.7 26.6 40.7 2 0 0 1,083.5357
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% VTAQGPGLEPSGNIANK 384 400 52.3 27.9 42.7 2 0 0 1,652.8604
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% SPYTVTVGQACNPSACR 468 484 71.4 25.0 68.0 2 0 0 1,867.8426
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% TGVAVNKPAEFTVDAK 685 700 35.9 28.1 29.9 2 1 0 1,646.8749
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% VQVQDNEGCPVEALVK 709 724 52.0 27.4 52.0 2 0 0 1,784.8849
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% VEPGLGADNSVVR 1020 1032 23.8 27.5 14.0 1 0 0 1,312.6856
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% AFGPGLQGGSAGSPAR 1072 1087 55.2 26.8 43.5 2 0 0 1,429.7184
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% AHVVPCFDASK 1152 1162 24.6 26.0 20.4 1 0 0 1,230.5936
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% YGGQPVPNFPSK 1235 1246 32.3 27.1 27.1 2 0 0 1,290.6478
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% EATTEFSVDAR 1273 1283 63.8 25.0 56.6 2 0 0 1,225.5695
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% VANPSGNLTETYVQDR 1297 1312 86.0 27.1 80.2 2 0 0 1,763.8559
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% GAGTGGLGLAVEGPSEAK 1382 1399 54.7 27.3 48.8 2 0 0 1,570.8074
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% ANLPQSFQVDTSK 1465 1477 53.7 28.2 46.5 2 0 0 1,434.7224
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% EAGAGGLAIAVEGPSK 2265 2280 68.5 27.1 64.3 2 0 0 1,426.7538
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% LTVSSLQESGLK 2335 2346 29.9 27.8 22.4 1 0 0 1,261.6999
B_25 Filamin‐A FLNA_HUMAN 280,729 19 20 35 10.80% VNQPASFAVSLNGAK 2347 2361 38.8 28.1 28.5 2 0 0 1,502.7961
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% DLAEDAPWK 34 42 32.9 25.0 29.5 2 0 0 1,044.4998
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% IANLQTDLSDGLR 64 76 72.5 27.5 69.4 2 0 0 1,415.7491
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% LIALLEVLSQK 77 87 82.7 25.0 75.2 2 0 0 1,226.7720
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% LIALLEVLSQKK 77 88 27.2 25.0 27.2 2 0 0 1,354.8670
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% LLGWIQNK 172 179 43.6 27.9 26.0 2 0 0 971.5674
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% AYGPGIEPTGNMVK 286 299 42.1 27.3 36.9 2 0 0 1,449.7045
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% AEFTVETR 302 309 33.0 26.2 22.9 2 0 0 952.4734
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% VTVLFAGQHIAK 356 367 72.1 25.3 68.5 2 0 0 1,283.7471
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% SPFEVYVDK 368 376 45.0 26.1 34.6 2 0 0 1,083.5357
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% VTAQGPGLEPSGNIANK 384 400 86.7 27.8 76.2 2 2 0 1,652.8604
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% SPYTVTVGQACNPSACR 468 484 62.5 25.0 62.5 2 2 0 1,867.8426
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% AWGPGLEGGVVGK 581 593 29.4 26.8 20.2 1 0 0 1,226.6530
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% TGVAVNKPAEFTVDAK 685 700 51.5 28.1 42.5 2 0 0 1,646.8749
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% VQVQDNEGCPVEALVK 709 724 65.6 27.4 56.1 2 2 0 1,784.8849
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% DNGNGTYSCSYVPR 725 738 52.9 25.0 52.9 2 0 0 1,589.6649
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% TGVELGKPTHFTVNAK 885 900 32.7 27.0 20.3 2 1 0 1,698.9175
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% GKLDVQFSGLTK 905 916 36.6 26.1 32.4 2 0 0 1,292.7211
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% DVDIIDHHDNTYTVK 922 936 44.3 26.5 43.3 1 0 0 1,784.8452
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% SPFSVAVSPSLDLSK 959 973 57.2 27.9 45.3 2 0 0 1,533.8159
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% VDVGKDQEFTVK 983 994 37.6 27.9 27.2 2 0 0 1,364.7058
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% AFGPGLQGGSAGSPAR 1072 1087 59.6 26.9 39.2 2 0 0 1,429.7184
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% AHVVPCFDASK 1152 1162 20.8 26.0 20.8 1 0 0 1,230.5936
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% YGGQPVPNFPSK 1235 1246 28.4 27.5 20.2 1 0 0 1,290.6478
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% EATTEFSVDAR 1273 1283 73.2 25.0 62.4 2 0 0 1,225.5695
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% VANPSGNLTETYVQDR 1297 1312 72.3 27.1 64.3 2 0 0 1,763.8559
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% GAGTGGLGLAVEGPSEAK 1382 1399 73.3 27.4 70.2 2 0 0 1,570.8074
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% CSGPGLSPGMVR 1453 1464 25.8 25.0 25.8 2 0 0 1,233.5716
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% YGGDEIPFSPYR 1622 1633 29.2 25.0 12.4 2 0 0 1,400.6482
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% VAQPTITDNKDGTVTVR 1815 1831 28.5 27.4 20.9 0 1 0 1,814.9609
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% EAGAGGLAIAVEGPSK 2265 2280 74.0 27.1 69.5 2 0 0 1,426.7538
B_26 Filamin‐A FLNA_HUMAN 280,729 28 32 58 15.30% VNQPASFAVSLNGAK 2347 2361 36.5 28.1 26.2 2 0 0 1,502.7961
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% DLAEDAPWK 34 42 27.3 25.0 22.7 2 0 0 1,044.4998
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% DLAEDAPWKK 34 43 21.0 26.7 15.9 1 0 0 1,172.5948
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% IANLQTDLSDGLR 64 76 64.3 27.9 58.8 2 0 0 1,415.7491
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% LIALLEVLSQK 77 87 61.1 25.0 49.2 2 0 0 1,226.7720
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% SPFEVYVDK 368 376 22.1 26.4 16.5 1 0 0 1,083.5357
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% VTAQGPGLEPSGNIANK 384 400 70.6 28.2 51.9 2 0 0 1,652.8604
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% SPYTVTVGQACNPSACR 468 484 67.0 25.0 61.3 2 0 0 1,867.8426
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% AWGPGLEGGVVGK 581 593 73.0 27.1 59.5 2 0 0 1,226.6530
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% TGVAVNKPAEFTVDAK 685 700 40.7 28.1 35.0 2 2 0 1,646.8749
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% VQVQDNEGCPVEALVK 709 724 66.0 27.5 55.7 2 0 0 1,784.8849
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% TGVELGKPTHFTVNAK 885 900 22.3 26.7 15.7 0 1 0 1,698.9175
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% GKLDVQFSGLTK 905 916 21.6 26.1 21.6 2 0 0 1,292.7211
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% DVDIIDHHDNTYTVK 922 936 16.8 26.6 5.7 0 1 0 1,784.8452
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% VEPGLGADNSVVR 1020 1032 38.9 27.5 32.8 1 0 0 1,312.6856
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% AFGPGLQGGSAGSPAR 1072 1087 66.1 26.8 49.0 2 0 0 1,429.7184
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% AHVVPCFDASK 1152 1162 22.8 26.0 22.8 1 0 0 1,230.5936
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% EATTEFSVDAR 1273 1283 44.7 25.0 29.8 2 0 0 1,225.5695
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% VANPSGNLTETYVQDR 1297 1312 89.1 27.1 83.3 2 0 0 1,763.8559
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% GAGTGGLGLAVEGPSEAK 1382 1399 77.0 27.4 70.4 2 0 0 1,570.8074
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% ANLPQSFQVDTSK 1465 1477 53.2 28.2 51.1 2 0 0 1,434.7224
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% DAGEGGLSLAIEGPSK 1892 1907 60.7 27.5 47.8 2 0 0 1,500.7543
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% YNEQHVPGSPFTAR 1938 1951 32.7 26.4 8.9 0 1 0 1,602.7659
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% EAGAGGLAIAVEGPSK 2265 2280 67.4 27.2 65.4 2 0 0 1,426.7538
B_27 Filamin‐A FLNA_HUMAN 280,729 21 22 38 12.20% VNQPASFAVSLNGAK 2347 2361 47.8 28.0 42.8 2 0 0 1,502.7961
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% DLAEDAPWK 34 42 31.4 25.0 30.5 2 0 0 1,044.4998
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% DLAEDAPWKK 34 43 34.8 27.1 27.5 2 0 0 1,172.5948
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% IANLQTDLSDGLR 64 76 64.2 27.5 64.0 2 0 0 1,415.7491
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% LIALLEVLSQK 77 87 79.3 25.0 68.0 2 0 0 1,226.7720
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% LIALLEVLSQKK 77 88 40.2 25.0 38.5 2 0 0 1,354.8670
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% LLGWIQNK 172 179 41.3 28.4 9.2 2 0 0 971.5674
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% AYGPGIEPTGNMVK 286 299 42.9 27.2 38.2 2 0 0 1,449.7045
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% AEFTVETR 302 309 26.6 26.2 12.5 2 0 0 952.4734
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% SAGQGEVLVYVEDPAGHQEEAK 310 331 43.8 25.9 42.8 0 2 0 2,313.0995
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% VTVLFAGQHIAK 356 367 67.7 25.3 59.8 2 0 0 1,283.7471
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% SPFEVYVDK 368 376 36.8 26.1 29.1 2 0 0 1,083.5357
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% VTAQGPGLEPSGNIANK 384 400 56.2 27.9 46.2 2 0 0 1,652.8604
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% GTVEPQLEAR 428 437 39.3 26.0 29.7 2 0 0 1,099.5743
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% SPYTVTVGQACNPSACR 468 484 79.0 25.0 76.6 2 2 0 1,867.8426
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% TGVAVNKPAEFTVDAK 685 700 63.0 28.1 54.8 2 2 0 1,646.8749
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% VQVQDNEGCPVEALVK 709 724 85.9 27.6 77.2 2 2 0 1,784.8849
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% DNGNGTYSCSYVPR 725 738 47.3 25.0 47.3 2 0 0 1,589.6649
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% TGVELGKPTHFTVNAK 885 900 46.2 26.7 46.2 2 0 0 1,698.9175
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% GKLDVQFSGLTK 905 916 39.3 26.4 38.8 2 0 0 1,292.7211
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% DVDIIDHHDNTYTVK 922 936 45.0 26.3 40.4 2 1 0 1,784.8452
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% VDVGKDQEFTVK 983 994 47.7 27.6 36.0 2 0 0 1,364.7058
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% IVGPSGAAVPCK 1008 1019 36.6 26.5 23.1 2 0 0 1,155.6192
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% VEPGLGADNSVVR 1020 1032 31.4 27.7 21.8 2 0 0 1,312.6856
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% AFGPGLQGGSAGSPAR 1072 1087 57.8 26.9 46.6 2 0 0 1,429.7184
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% AHVVPCFDASK 1152 1162 24.8 26.0 24.8 1 0 0 1,230.5936
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% YGGQPVPNFPSK 1235 1246 50.9 27.6 42.5 2 0 0 1,290.6478
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% EATTEFSVDAR 1273 1283 60.7 25.0 49.1 2 0 0 1,225.5695
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% VANPSGNLTETYVQDR 1297 1312 99.1 27.1 95.3 2 2 0 1,763.8559
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% GAGTGGLGLAVEGPSEAK 1382 1399 82.2 27.3 69.6 2 0 0 1,570.8074
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% CSGPGLSPGMVR 1453 1464 29.9 25.0 23.6 2 0 0 1,233.5716
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% ANLPQSFQVDTSK 1465 1477 77.8 28.0 73.7 2 0 0 1,434.7224
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% DAGEGLLAVQITDPEGKPK 1574 1592 52.4 26.7 50.3 2 1 0 1,938.0183
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% YGGDEIPFSPYR 1622 1633 32.0 25.0 20.2 1 0 0 1,400.6482
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% VAQPTITDNKDGTVTVR 1815 1831 46.3 27.4 45.7 2 0 0 1,814.9609
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% YAPSEAGLHEMDIR 1832 1845 40.7 25.0 35.3 2 0 0 1,604.7375
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% DAGEGGLSLAIEGPSK 1892 1907 78.6 27.3 63.4 2 0 0 1,500.7543
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% YNEQHVPGSPFTAR 1938 1951 45.9 25.7 8.6 1 2 0 1,602.7659
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% DAGYGGLSLSIEGPSK 2074 2089 36.3 27.9 28.0 1 0 0 1,550.7699
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% VDINTEDLEDGTCR 2090 2103 77.0 25.0 67.7 2 0 0 1,636.7122
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% FADQHVPGSPFSVK 2120 2133 31.8 28.0 22.6 1 1 0 1,515.7591



B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% RAPSVANVGSHCDLSLK 2149 2165 56.5 27.2 51.4 0 2 0 1,810.9229
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% APSVANVGSHCDLSLK 2150 2165 57.5 27.4 57.5 2 0 0 1,654.8218
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% IPEISIQDMTAQVTSPSGK 2166 2184 74.8 27.8 59.1 2 0 0 2,018.0114
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% THEAEIVEGENHTYCIR 2185 2201 44.0 25.0 40.7 1 0 0 2,057.9346
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% FVPAEMGTHTVSVK 2202 2215 37.0 27.6 20.0 2 0 0 1,518.7622
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% EAGAGGLAIAVEGPSK 2265 2280 88.7 27.0 86.4 2 0 0 1,426.7538
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% RLTVSSLQESGLK 2334 2346 34.3 26.3 16.5 2 0 0 1,417.8010
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% LTVSSLQESGLK 2335 2346 81.9 27.9 67.2 2 0 0 1,261.6999
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% VNQPASFAVSLNGAK 2347 2361 90.6 28.1 83.5 2 2 0 1,502.7961
B_28 Filamin‐A FLNA_HUMAN 280,729 46 55 100 24.40% YGGPYHIGGSPFK 2501 2513 17.8 27.5 6.6 0 1 0 1,379.6744
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% IANLQTDLSDGLR 64 76 71.4 28.0 65.9 2 0 0 1,415.7491
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% LIALLEVLSQK 77 87 43.2 25.0 37.3 2 0 0 1,226.7720
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% AYGPGIEPTGNMVK 286 299 27.2 27.6 19.8 1 0 0 1,449.7045
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% VTAQGPGLEPSGNIANK 384 400 77.7 28.0 60.9 2 0 0 1,652.8604
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% SPYTVTVGQACNPSACR 468 484 66.1 25.0 66.1 2 0 0 1,867.8426
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% TGVAVNKPAEFTVDAK 685 700 39.9 28.1 31.2 1 2 0 1,646.8749
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% VQVQDNEGCPVEALVK 709 724 71.6 27.4 67.5 2 0 0 1,784.8849
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% GKLDVQFSGLTK 905 916 30.1 26.5 24.6 2 0 0 1,292.7211
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% VEPGLGADNSVVR 1020 1032 29.8 27.8 19.4 1 0 0 1,312.6856
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% AFGPGLQGGSAGSPAR 1072 1087 46.1 26.9 31.3 2 0 0 1,429.7184
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% YGGQPVPNFPSK 1235 1246 21.5 27.1 20.9 1 0 0 1,290.6478
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% EATTEFSVDAR 1273 1283 66.2 25.0 57.4 2 0 0 1,225.5695
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% VANPSGNLTETYVQDR 1297 1312 81.6 27.1 73.4 2 0 0 1,763.8559
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% GAGTGGLGLAVEGPSEAK 1382 1399 66.5 26.9 52.9 2 0 0 1,570.8074
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% ANLPQSFQVDTSK 1465 1477 61.8 28.2 56.8 2 0 0 1,434.7224
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% VAQPTITDNKDGTVTVR 1815 1831 28.9 27.4 23.6 0 1 0 1,814.9609
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% DAGEGGLSLAIEGPSK 1892 1907 89.6 27.5 81.5 2 0 0 1,500.7543
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% THEAEIVEGENHTYCIR 2185 2201 24.5 25.0 23.5 0 2 0 2,057.9346
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% FVPAEMGTHTVSVK 2202 2215 29.1 28.0 19.3 1 0 0 1,518.7622
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% EAGAGGLAIAVEGPSK 2265 2280 62.3 27.2 56.8 1 0 0 1,426.7538
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% LTVSSLQESGLK 2335 2346 48.8 27.8 30.6 2 0 0 1,261.6999
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% VNQPASFAVSLNGAK 2347 2361 88.2 28.1 79.9 2 0 0 1,502.7961
B_29 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.50% ENGVYLIDVK 2396 2405 30.9 28.3 18.9 1 0 0 1,149.6151
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% IANLQTDLSDGLR 64 76 83.4 27.5 78.0 2 0 0 1,415.7491
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% LIALLEVLSQK 77 87 39.3 25.0 34.4 2 0 0 1,226.7720
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% VTAQGPGLEPSGNIANK 384 400 51.5 28.1 45.0 1 0 0 1,652.8604
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% SPYTVTVGQACNPSACR 468 484 46.0 25.0 46.0 1 0 0 1,867.8426
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% TGVAVNKPAEFTVDAK 685 700 29.2 28.1 24.0 0 1 0 1,646.8749
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% VQVQDNEGCPVEALVK 709 724 55.2 27.5 41.6 1 0 0 1,784.8849
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% GKLDVQFSGLTK 905 916 33.9 26.1 30.5 1 0 0 1,292.7211
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% AFGPGLQGGSAGSPAR 1072 1087 33.9 26.8 27.3 1 0 0 1,429.7184
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% YGGQPVPNFPSK 1235 1246 26.3 27.1 21.0 2 0 0 1,290.6478
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% GAGTGGLGLAVEGPSEAK 1382 1399 50.8 27.3 49.2 2 0 0 1,570.8074
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% ANLPQSFQVDTSK 1465 1477 47.0 28.2 41.4 2 0 0 1,434.7224
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% VAQPTITDNKDGTVTVR 1815 1831 25.9 27.5 23.4 0 1 0 1,814.9609
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% DAGEGGLSLAIEGPSK 1892 1907 55.9 27.5 44.3 1 0 0 1,500.7543
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% THEAEIVEGENHTYCIR 2185 2201 20.6 25.0 17.7 0 1 0 2,057.9346
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% EAGAGGLAIAVEGPSK 2265 2280 75.1 27.2 67.1 2 0 0 1,426.7538
B_30 Filamin‐A FLNA_HUMAN 280,729 15 15 21 9.14% VNQPASFAVSLNGAK 2347 2361 55.9 28.1 53.4 2 0 0 1,502.7961
B_31 Filamin‐A FLNA_HUMAN 280,729 8 8 13 4.95% IANLQTDLSDGLR 64 76 69.4 27.9 61.7 2 0 0 1,415.7491
B_31 Filamin‐A FLNA_HUMAN 280,729 8 8 13 4.95% LIALLEVLSQK 77 87 34.6 25.0 26.4 1 0 0 1,226.7720
B_31 Filamin‐A FLNA_HUMAN 280,729 8 8 13 4.95% VTAQGPGLEPSGNIANK 384 400 45.9 28.3 33.0 1 0 0 1,652.8604
B_31 Filamin‐A FLNA_HUMAN 280,729 8 8 13 4.95% TGVAVNKPAEFTVDAK 685 700 20.1 28.3 12.0 0 1 0 1,646.8749
B_31 Filamin‐A FLNA_HUMAN 280,729 8 8 13 4.95% VQVQDNEGCPVEALVK 709 724 71.0 27.4 63.5 2 0 0 1,784.8849
B_31 Filamin‐A FLNA_HUMAN 280,729 8 8 13 4.95% VANPSGNLTETYVQDR 1297 1312 56.5 27.2 44.7 1 0 0 1,763.8559
B_31 Filamin‐A FLNA_HUMAN 280,729 8 8 13 4.95% DAGEGGLSLAIEGPSK 1892 1907 89.0 27.5 74.3 2 0 0 1,500.7543
B_31 Filamin‐A FLNA_HUMAN 280,729 8 8 13 4.95% EAGAGGLAIAVEGPSK 2265 2280 72.9 27.2 61.8 2 0 0 1,426.7538
B_31 Filamin‐A FLNA_HUMAN 280,729 8 8 13 4.95% ENGVYLIDVK 2396 2405 33.0 27.8 23.4 2 0 0 1,149.6151
B_32 Filamin‐A FLNA_HUMAN 280,729 12 12 20 6.57% IANLQTDLSDGLR 64 76 59.0 27.8 47.5 2 0 0 1,415.7491
B_32 Filamin‐A FLNA_HUMAN 280,729 12 12 20 6.57% VTAQGPGLEPSGNIANK 384 400 33.7 28.0 22.2 1 0 0 1,652.8604
B_32 Filamin‐A FLNA_HUMAN 280,729 12 12 20 6.57% TGVAVNKPAEFTVDAK 685 700 33.0 28.2 29.0 0 2 0 1,646.8749
B_32 Filamin‐A FLNA_HUMAN 280,729 12 12 20 6.57% DVDIIDHHDNTYTVK 922 936 17.8 26.4 12.1 0 1 0 1,784.8452
B_32 Filamin‐A FLNA_HUMAN 280,729 12 12 20 6.57% AFGPGLQGGSAGSPAR 1072 1087 60.7 26.8 36.6 2 0 0 1,429.7184
B_32 Filamin‐A FLNA_HUMAN 280,729 12 12 20 6.57% EATTEFSVDAR 1273 1283 37.8 25.0 32.1 2 0 0 1,225.5695
B_32 Filamin‐A FLNA_HUMAN 280,729 12 12 20 6.57% VANPSGNLTETYVQDR 1297 1312 75.8 26.9 70.1 2 0 0 1,763.8559
B_32 Filamin‐A FLNA_HUMAN 280,729 12 12 20 6.57% ANLPQSFQVDTSK 1465 1477 53.4 28.2 45.5 1 0 0 1,434.7224
B_32 Filamin‐A FLNA_HUMAN 280,729 12 12 20 6.57% DAGEGGLSLAIEGPSK 1892 1907 81.5 27.5 72.6 2 0 0 1,500.7543
B_32 Filamin‐A FLNA_HUMAN 280,729 12 12 20 6.57% EAGAGGLAIAVEGPSK 2265 2280 67.6 27.2 62.6 2 0 0 1,426.7538
B_32 Filamin‐A FLNA_HUMAN 280,729 12 12 20 6.57% VNQPASFAVSLNGAK 2347 2361 62.4 28.1 62.4 2 0 0 1,502.7961
B_32 Filamin‐A FLNA_HUMAN 280,729 12 12 20 6.57% ENGVYLIDVK 2396 2405 29.2 28.0 14.2 1 0 0 1,149.6151
C_03 Filamin‐A FLNA_HUMAN 280,729 2 3 5 0.91% AGNNMLLVGVHGPR 2585 2598 34.4 27.9 27.4 2 2 0 1,450.7585
C_03 Filamin‐A FLNA_HUMAN 280,729 2 3 5 0.91% DKGEYTLVVK 2622 2631 34.4 26.0 26.6 1 0 0 1,151.6308
C_06 Filamin‐A FLNA_HUMAN 280,729 2 2 3 1.13% VTAQGPGLEPSGNIANK 384 400 49.2 28.1 41.5 1 0 0 1,652.8604
C_06 Filamin‐A FLNA_HUMAN 280,729 2 2 3 1.13% AWGPGLEGGVVGK 581 593 26.0 26.4 24.5 2 0 0 1,226.6530
C_09 Filamin‐A FLNA_HUMAN 280,729 3 3 5 1.70% AWGPGLEGGVVGK 581 593 29.6 26.6 28.4 2 0 0 1,226.6530
C_09 Filamin‐A FLNA_HUMAN 280,729 3 3 5 1.70% TGVAVNKPAEFTVDAK 685 700 29.7 28.4 24.0 0 1 0 1,646.8749
C_09 Filamin‐A FLNA_HUMAN 280,729 3 3 5 1.70% VQVQDNEGCPVEALVK 709 724 61.3 27.4 55.6 2 0 0 1,784.8849
C_12 Filamin‐A FLNA_HUMAN 280,729 2 2 4 1.10% AWGPGLEGGVVGK 581 593 34.0 26.6 24.7 2 0 0 1,226.6530
C_12 Filamin‐A FLNA_HUMAN 280,729 2 2 4 1.10% TGVAVNKPAEFTVDAK 685 700 27.2 28.2 19.2 0 2 0 1,646.8749
C_20 Filamin‐A FLNA_HUMAN 280,729 5 5 8 2.80% VAQPTITDNKDGTVTVR 1815 1831 47.1 27.7 39.8 1 0 0 1,814.9609
C_20 Filamin‐A FLNA_HUMAN 280,729 5 5 8 2.80% DAGEGGLSLAIEGPSK 1892 1907 55.6 27.2 47.9 2 0 0 1,500.7543
C_20 Filamin‐A FLNA_HUMAN 280,729 5 5 8 2.80% YNEQHVPGSPFTAR 1938 1951 36.4 26.1 7.9 0 2 0 1,602.7659
C_20 Filamin‐A FLNA_HUMAN 280,729 5 5 8 2.80% LTVSSLQESGLK 2335 2346 28.5 27.7 23.5 1 0 0 1,261.6999
C_20 Filamin‐A FLNA_HUMAN 280,729 5 5 8 2.80% VNQPASFAVSLNGAK 2347 2361 54.8 28.1 41.6 2 0 0 1,502.7961
C_21 Filamin‐A FLNA_HUMAN 280,729 7 8 14 4.00% VAQPTITDNKDGTVTVR 1815 1831 44.7 27.7 36.9 2 1 0 1,814.9609
C_21 Filamin‐A FLNA_HUMAN 280,729 7 8 14 4.00% DAGEGGLSLAIEGPSK 1892 1907 68.3 27.2 58.4 2 0 0 1,500.7543
C_21 Filamin‐A FLNA_HUMAN 280,729 7 8 14 4.00% YNEQHVPGSPFTAR 1938 1951 40.6 26.1 15.7 0 2 0 1,602.7659
C_21 Filamin‐A FLNA_HUMAN 280,729 7 8 14 4.00% FVPAEMGTHTVSVK 2202 2215 27.9 27.7 15.6 1 0 0 1,518.7622
C_21 Filamin‐A FLNA_HUMAN 280,729 7 8 14 4.00% EAGAGGLAIAVEGPSK 2265 2280 64.3 26.9 60.4 2 0 0 1,426.7538
C_21 Filamin‐A FLNA_HUMAN 280,729 7 8 14 4.00% VNQPASFAVSLNGAK 2347 2361 74.6 28.2 72.7 2 0 0 1,502.7961
C_21 Filamin‐A FLNA_HUMAN 280,729 7 8 14 4.00% AGNNMLLVGVHGPR 2585 2598 38.3 28.2 30.7 0 2 0 1,450.7585
C_22 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.36% IANLQTDLSDGLR 64 76 69.3 27.5 55.6 2 0 0 1,415.7491
C_22 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.36% VTAQGPGLEPSGNIANK 384 400 44.1 28.0 39.5 2 0 0 1,652.8604
C_22 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.36% AWGPGLEGGVVGK 581 593 24.6 27.1 18.7 1 0 0 1,226.6530
C_22 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.36% TGVAVNKPAEFTVDAK 685 700 27.8 28.1 19.3 0 2 0 1,646.8749
C_22 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.36% VQVQDNEGCPVEALVK 709 724 50.2 27.4 43.4 2 0 0 1,784.8849
C_22 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.36% YNEQHVPGSPFTAR 1938 1951 19.9 26.1 0.9 0 1 0 1,602.7659
C_23 Filamin‐A FLNA_HUMAN 280,729 4 4 7 2.19% IANLQTDLSDGLR 64 76 37.8 27.8 28.4 2 0 0 1,415.7491
C_23 Filamin‐A FLNA_HUMAN 280,729 4 4 7 2.19% AWGPGLEGGVVGK 581 593 44.1 26.4 42.0 2 0 0 1,226.6530
C_23 Filamin‐A FLNA_HUMAN 280,729 4 4 7 2.19% TGVAVNKPAEFTVDAK 685 700 29.2 28.2 21.4 0 1 0 1,646.8749
C_23 Filamin‐A FLNA_HUMAN 280,729 4 4 7 2.19% VQVQDNEGCPVEALVK 709 724 48.7 27.4 42.7 2 0 0 1,784.8849
C_24 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.89% IANLQTDLSDGLR 64 76 53.8 27.9 42.3 2 0 0 1,415.7491
C_24 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.89% LIALLEVLSQK 77 87 26.6 25.0 21.1 2 0 0 1,226.7720
C_24 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.89% VTAQGPGLEPSGNIANK 384 400 36.2 28.0 36.2 1 0 0 1,652.8604
C_24 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.89% AWGPGLEGGVVGK 581 593 50.1 26.6 50.1 2 0 0 1,226.6530
C_24 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.89% TGVAVNKPAEFTVDAK 685 700 22.2 28.2 6.5 0 2 0 1,646.8749
C_24 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.89% VQVQDNEGCPVEALVK 709 724 89.2 27.4 81.5 2 0 0 1,784.8849
C_24 Filamin‐A FLNA_HUMAN 280,729 6 6 10 3.89% VAQPTITDNKDGTVTVR 1815 1831 22.6 27.7 12.0 0 1 0 1,814.9609
C_25 Filamin‐A FLNA_HUMAN 280,729 11 13 21 6.88% IANLQTDLSDGLR 64 76 54.9 27.9 46.4 2 0 0 1,415.7491
C_25 Filamin‐A FLNA_HUMAN 280,729 11 13 21 6.88% LIALLEVLSQK 77 87 56.7 25.0 52.0 2 0 0 1,226.7720
C_25 Filamin‐A FLNA_HUMAN 280,729 11 13 21 6.88% AYGPGIEPTGNMVK 286 299 31.0 27.2 27.4 1 0 0 1,449.7045
C_25 Filamin‐A FLNA_HUMAN 280,729 11 13 21 6.88% SAGQGEVLVYVEDPAGHQEEAK 310 331 18.9 25.7 18.2 0 1 0 2,313.0995



C_25 Filamin‐A FLNA_HUMAN 280,729 11 13 21 6.88% VTVLFAGQHIAK 356 367 46.0 25.9 40.5 1 0 0 1,283.7471
C_25 Filamin‐A FLNA_HUMAN 280,729 11 13 21 6.88% SPFEVYVDKSQGDASK 368 383 25.9 26.0 19.9 0 1 0 1,756.8389
C_25 Filamin‐A FLNA_HUMAN 280,729 11 13 21 6.88% VTAQGPGLEPSGNIANK 384 400 48.6 27.9 36.6 2 0 0 1,652.8604
C_25 Filamin‐A FLNA_HUMAN 280,729 11 13 21 6.88% SPYTVTVGQACNPSACR 468 484 55.1 25.0 54.0 2 2 0 1,867.8426
C_25 Filamin‐A FLNA_HUMAN 280,729 11 13 21 6.88% TGVAVNKPAEFTVDAK 685 700 46.6 28.1 41.2 2 2 0 1,646.8749
C_25 Filamin‐A FLNA_HUMAN 280,729 11 13 21 6.88% VQVQDNEGCPVEALVK 709 724 83.1 27.5 79.1 2 0 0 1,784.8849
C_25 Filamin‐A FLNA_HUMAN 280,729 11 13 21 6.88% GKLDVQFSGLTK 905 916 22.4 27.1 18.3 1 0 0 1,292.7211
C_25 Filamin‐A FLNA_HUMAN 280,729 11 13 21 6.88% AFGPGLQGGSAGSPAR 1072 1087 49.4 26.8 40.5 2 0 0 1,429.7184
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% IANLQTDLSDGLR 64 76 53.6 27.9 44.4 2 0 0 1,415.7491
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% LIALLEVLSQK 77 87 76.3 25.0 74.1 2 0 0 1,226.7720
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% LIALLEVLSQKK 77 88 35.9 25.0 35.9 2 0 0 1,354.8670
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% AYGPGIEPTGNMVK 286 299 37.5 27.2 27.2 1 0 0 1,449.7045
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% VTVLFAGQHIAK 356 367 45.7 25.9 35.2 1 0 0 1,283.7471
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% SPFEVYVDK 368 376 27.6 26.5 19.5 1 0 0 1,083.5357
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% SPFEVYVDKSQGDASK 368 383 50.3 26.1 37.8 0 2 0 1,756.8389
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% VTAQGPGLEPSGNIANK 384 400 73.5 28.0 57.1 2 1 0 1,652.8604
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% GTVEPQLEAR 428 437 28.3 26.4 9.4 2 0 0 1,099.5743
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% SPYTVTVGQACNPSACR 468 484 85.6 25.0 80.0 2 2 0 1,867.8426
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% TGVAVNKPAEFTVDAK 685 700 45.2 28.3 31.6 2 0 0 1,646.8749
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% VQVQDNEGCPVEALVK 709 724 65.8 27.0 53.3 2 0 0 1,784.8849
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% GKLDVQFSGLTK 905 916 60.0 26.4 60.0 1 0 0 1,292.7211
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% VDVGKDQEFTVK 983 994 40.6 28.1 35.3 2 1 0 1,364.7058
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% IVGPSGAAVPCKVEPGLGADNSVVR 1008 1032 68.3 26.6 68.3 0 2 0 2,449.2870
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% AHVVPCFDASK 1152 1162 28.0 25.9 19.6 2 0 0 1,230.5936
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% YGGQPVPNFPSK 1235 1246 38.3 27.2 29.8 2 0 0 1,290.6478
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% EATTEFSVDAR 1273 1283 55.0 25.0 47.9 2 0 0 1,225.5695
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% CSGPGLSPGMVR 1453 1464 39.1 25.0 36.7 2 0 0 1,233.5716
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% DAGEGLLAVQITDPEGKPK 1574 1592 85.1 27.4 73.3 2 2 0 1,938.0183
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% YGGDEIPFSPYR 1622 1633 60.3 25.0 28.9 2 0 0 1,400.6482
C_26 Filamin‐A FLNA_HUMAN 280,729 21 25 43 10.80% DAGEGGLSLAIEGPSK 1892 1907 45.6 27.3 37.1 1 0 0 1,500.7543
C_27 Filamin‐A FLNA_HUMAN 280,729 5 5 6 3.14% IANLQTDLSDGLR 64 76 22.6 27.9 19.9 1 0 0 1,415.7491
C_27 Filamin‐A FLNA_HUMAN 280,729 5 5 6 3.14% LIALLEVLSQK 77 87 52.2 25.0 47.1 2 0 0 1,226.7720
C_27 Filamin‐A FLNA_HUMAN 280,729 5 5 6 3.14% SPYTVTVGQACNPSACR 468 484 44.5 25.0 44.5 1 0 0 1,867.8426
C_27 Filamin‐A FLNA_HUMAN 280,729 5 5 6 3.14% LSPFMADIR 656 664 23.1 27.4 2.9 1 0 0 1,065.5399
C_27 Filamin‐A FLNA_HUMAN 280,729 5 5 6 3.14% VQVQDNEGCPVEALVK 709 724 67.6 27.0 58.6 2 0 0 1,784.8849
C_27 Filamin‐A FLNA_HUMAN 280,729 5 5 6 3.14% VAQPTITDNKDGTVTVR 1815 1831 20.6 27.7 15.7 0 1 0 1,814.9609
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% DLAEDAPWKK 34 43 25.1 26.8 21.9 1 0 0 1,172.5948
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% IANLQTDLSDGLR 64 76 55.7 27.9 47.4 2 0 0 1,415.7491
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% LIALLEVLSQK 77 87 70.5 25.0 62.9 2 0 0 1,226.7720
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% LIALLEVLSQKK 77 88 55.9 25.0 53.0 2 0 0 1,354.8670
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% LLGWIQNK 172 179 36.0 27.9 17.6 2 0 0 971.5674
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% LPQLPITNFSR 180 190 21.5 27.2 16.8 1 0 0 1,285.7264
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% AYGPGIEPTGNMVK 286 299 32.5 27.2 31.7 2 0 0 1,449.7045
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% VTVLFAGQHIAK 356 367 62.8 25.1 54.9 2 0 0 1,283.7471
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% SPFEVYVDKSQGDASK 368 383 59.2 26.1 46.0 1 2 0 1,756.8389
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% VTAQGPGLEPSGNIANK 384 400 47.8 27.9 46.0 2 0 0 1,652.8604
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% GTVEPQLEAR 428 437 30.7 26.4 24.2 2 0 0 1,099.5743
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% SPYTVTVGQACNPSACR 468 484 89.7 25.0 85.1 2 0 0 1,867.8426
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% VRAWGPGLEGGVVGK 579 593 24.4 26.4 16.2 0 2 0 1,481.8225
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% AWGPGLEGGVVGK 581 593 71.5 26.5 67.3 2 0 0 1,226.6530
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% TGVAVNKPAEFTVDAK 685 700 54.7 28.1 45.1 2 0 0 1,646.8749
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% VQVQDNEGCPVEALVK 709 724 77.2 27.5 66.9 2 0 0 1,784.8849
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% DNGNGTYSCSYVPR 725 738 24.3 25.0 24.3 2 0 0 1,589.6649
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% AFGPGLQGGSAGSPAR 1072 1087 59.9 26.9 40.8 2 0 0 1,429.7184
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% AHVVPCFDASK 1152 1162 27.0 25.8 27.0 1 0 0 1,230.5936
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% YGGQPVPNFPSK 1235 1246 51.6 27.5 47.8 2 0 0 1,290.6478
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% EATTEFSVDAR 1273 1283 55.7 25.0 40.7 2 0 0 1,225.5695
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% VANPSGNLTETYVQDR 1297 1312 100.0 26.6 91.3 2 1 0 1,763.8559
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% GAGTGGLGLAVEGPSEAK 1382 1399 83.0 26.8 78.0 2 0 0 1,570.8074
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% DAGEGLLAVQITDPEGKPK 1574 1592 54.8 26.8 44.7 2 0 0 1,938.0183
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% VAQPTITDNKDGTVTVR 1815 1831 62.3 27.7 51.1 2 1 0 1,814.9609
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% YAPSEAGLHEMDIR 1832 1845 39.1 25.0 31.5 2 0 0 1,604.7375
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% DAGEGGLSLAIEGPSK 1892 1907 78.5 27.2 64.1 2 0 0 1,500.7543
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% YNEQHVPGSPFTAR 1938 1951 29.8 26.0 6.9 0 2 0 1,602.7659
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% NGHVGISFVPK 2004 2014 21.9 26.1 16.8 1 0 0 1,154.6317
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% FVPAEMGTHTVSVK 2202 2215 37.7 27.7 23.4 2 0 0 1,518.7622
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% EAGAGGLAIAVEGPSK 2265 2280 64.9 26.8 55.1 1 0 0 1,426.7538
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% LTVSSLQESGLK 2335 2346 45.7 27.7 30.8 2 0 0 1,261.6999
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% VNQPASFAVSLNGAK 2347 2361 42.9 28.2 41.5 1 0 0 1,502.7961
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% YGGPYHIGGSPFK 2501 2513 35.2 27.0 29.4 1 2 0 1,379.6744
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% LVSNHSLHETSSVFVDSLTK 2521 2540 27.2 28.1 25.0 0 1 0 2,200.1244
C_28 Filamin‐A FLNA_HUMAN 280,729 33 38 65 18.10% AGNNMLLVGVHGPR 2585 2598 56.7 28.1 49.3 0 3 0 1,450.7585
C_29 Filamin‐A FLNA_HUMAN 280,729 9 10 16 5.40% IANLQTDLSDGLR 64 76 51.7 27.9 38.8 2 0 0 1,415.7491
C_29 Filamin‐A FLNA_HUMAN 280,729 9 10 16 5.40% AYGPGIEPTGNMVK 286 299 22.8 27.2 15.0 1 0 0 1,449.7045
C_29 Filamin‐A FLNA_HUMAN 280,729 9 10 16 5.40% SPYTVTVGQACNPSACR 468 484 72.3 25.0 72.3 2 0 0 1,867.8426
C_29 Filamin‐A FLNA_HUMAN 280,729 9 10 16 5.40% TGVAVNKPAEFTVDAK 685 700 33.2 28.3 32.8 1 2 0 1,646.8749
C_29 Filamin‐A FLNA_HUMAN 280,729 9 10 16 5.40% VQVQDNEGCPVEALVK 709 724 55.6 27.4 47.3 2 0 0 1,784.8849
C_29 Filamin‐A FLNA_HUMAN 280,729 9 10 16 5.40% AFGPGLQGGSAGSPAR 1072 1087 40.1 26.9 32.3 2 0 0 1,429.7184
C_29 Filamin‐A FLNA_HUMAN 280,729 9 10 16 5.40% GAGTGGLGLAVEGPSEAK 1382 1399 63.1 27.3 51.0 2 0 0 1,570.8074
C_29 Filamin‐A FLNA_HUMAN 280,729 9 10 16 5.40% VAQPTITDNKDGTVTVR 1815 1831 29.5 27.7 23.6 0 1 0 1,814.9609
C_29 Filamin‐A FLNA_HUMAN 280,729 9 10 16 5.40% DAGEGGLSLAIEGPSK 1892 1907 52.2 27.5 41.9 1 0 0 1,500.7543
C_32 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.89% DAGEGLLAVQITDPEGKPK 1574 1592 35.8 27.4 27.4 0 2 0 1,938.0183
C_32 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.89% DAGEGGLSLAIEGPSK 1892 1907 45.0 27.3 32.6 1 0 0 1,500.7543
C_32 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.89% VNQPASFAVSLNGAK 2347 2361 23.3 28.2 15.3 1 0 0 1,502.7961
D_27 Filamin‐A FLNA_HUMAN 280,729 5 5 6 2.57% AFGPGLQGGSAGSPAR 1072 1087 25.4 26.6 13.2 1 0 0 1,429.7184
D_27 Filamin‐A FLNA_HUMAN 280,729 5 5 6 2.57% EAGAGGLAIAVEGPSK 2265 2280 69.1 26.8 64.8 1 0 0 1,426.7538
D_27 Filamin‐A FLNA_HUMAN 280,729 5 5 6 2.57% LTVSSLQESGLK 2335 2346 35.6 27.7 28.2 1 0 0 1,261.6999
D_27 Filamin‐A FLNA_HUMAN 280,729 5 5 6 2.57% VNQPASFAVSLNGAK 2347 2361 46.5 27.7 40.8 2 0 0 1,502.7961
D_27 Filamin‐A FLNA_HUMAN 280,729 5 5 6 2.57% TPCEEILVK 2599 2607 34.2 28.2 23.8 1 0 0 1,088.5658
D_28 Filamin‐A FLNA_HUMAN 280,729 6 6 8 2.91% AWGPGLEGGVVGK 581 593 24.6 27.0 18.4 1 0 0 1,226.6530
D_28 Filamin‐A FLNA_HUMAN 280,729 6 6 8 2.91% IVGPSGAAVPCK 1008 1019 21.3 26.9 12.0 1 0 0 1,155.6192
D_28 Filamin‐A FLNA_HUMAN 280,729 6 6 8 2.91% AFGPGLQGGSAGSPAR 1072 1087 48.4 26.7 37.0 2 0 0 1,429.7184
D_28 Filamin‐A FLNA_HUMAN 280,729 6 6 8 2.91% YGGQPVPNFPSK 1235 1246 38.8 27.2 27.5 1 0 0 1,290.6478
D_28 Filamin‐A FLNA_HUMAN 280,729 6 6 8 2.91% EATTEFSVDAR 1273 1283 24.6 25.0 16.2 1 0 0 1,225.5695
D_28 Filamin‐A FLNA_HUMAN 280,729 6 6 8 2.91% ANLPQSFQVDTSK 1465 1477 26.2 27.8 17.9 2 0 0 1,434.7224
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% IANLQTDLSDGLR 64 76 59.0 27.9 53.2 2 0 0 1,415.7491
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% LPQLPITNFSR 180 190 31.1 27.3 20.6 1 0 0 1,285.7264
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% AYGPGIEPTGNMVK 286 299 26.6 27.2 18.9 1 0 0 1,449.7045
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% VTAQGPGLEPSGNIANK 384 400 31.2 28.0 28.2 2 0 0 1,652.8604
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% AWGPGLEGGVVGK 581 593 26.7 27.0 21.0 2 0 0 1,226.6530
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% TGVAVNKPAEFTVDAK 685 700 34.2 28.4 33.6 0 1 0 1,646.8749
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% VQVQDNEGCPVEALVK 709 724 47.0 27.4 40.3 2 0 0 1,784.8849
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% IVGPSGAAVPCK 1008 1019 25.4 26.9 9.0 1 0 0 1,155.6192
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% VEPGLGADNSVVR 1020 1032 31.5 27.6 24.4 1 0 0 1,312.6856
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% AFGPGLQGGSAGSPAR 1072 1087 56.7 26.1 37.8 2 0 0 1,429.7184
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% YGGQPVPNFPSK 1235 1246 28.9 27.2 20.6 2 0 0 1,290.6478
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% EATTEFSVDAR 1273 1283 67.0 25.0 56.0 2 0 0 1,225.5695
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% VANPSGNLTETYVQDR 1297 1312 76.7 26.5 70.7 2 0 0 1,763.8559
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% GAGTGGLGLAVEGPSEAK 1382 1399 61.7 27.1 59.3 2 0 0 1,570.8074
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% ANLPQSFQVDTSK 1465 1477 39.4 27.8 39.3 2 0 0 1,434.7224
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% YGGDEIPFSPYR 1622 1633 22.9 25.0 11.8 1 0 0 1,400.6482
D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% ENGVYLIDVK 2396 2405 24.2 28.0 7.0 1 0 0 1,149.6151



D_29 Filamin‐A FLNA_HUMAN 280,729 18 18 28 9.14% TPCEEILVK 2599 2607 22.3 28.2 15.1 1 0 0 1,088.5658
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% DLAEDAPWKK 34 43 28.8 27.0 16.3 1 0 0 1,172.5948
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% IANLQTDLSDGLR 64 76 68.4 27.4 58.9 2 0 0 1,415.7491
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% LLGWIQNK 172 179 28.9 26.0 18.6 1 0 0 971.5674
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% LPQLPITNFSR 180 190 48.2 27.9 22.4 2 0 0 1,285.7264
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% AYGPGIEPTGNMVK 286 299 38.1 27.0 32.7 1 0 0 1,449.7045
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% SPFEVYVDK 368 376 46.0 26.5 35.9 2 0 0 1,083.5357
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% VTAQGPGLEPSGNIANK 384 400 44.4 28.0 36.0 2 2 0 1,652.8604
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% AWGPGLEGGVVGK 581 593 64.3 26.6 55.7 2 0 0 1,226.6530
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% VQVQDNEGCPVEALVK 709 724 60.8 27.3 57.5 2 0 0 1,784.8849
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% GKLDVQFSGLTK 905 916 27.1 26.2 27.1 1 0 0 1,292.7211
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% LDVQFSGLTK 907 916 54.0 27.7 45.3 2 0 0 1,107.6046
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% SPFSVAVSPSLDLSK 959 973 44.0 28.4 32.2 2 0 0 1,533.8159
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% VDVGKDQEFTVK 983 994 25.8 27.6 15.9 1 0 0 1,364.7058
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% IVGPSGAAVPCK 1008 1019 37.0 26.3 27.1 1 0 0 1,155.6192
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% VEPGLGADNSVVR 1020 1032 23.6 27.6 9.5 1 0 0 1,312.6856
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% AFGPGLQGGSAGSPAR 1072 1087 85.9 26.6 57.2 2 0 0 1,429.7184
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% EATTEFSVDAR 1273 1283 51.4 25.0 30.1 2 0 0 1,225.5695
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% VANPSGNLTETYVQDR 1297 1312 82.5 26.5 81.9 2 0 0 1,763.8559
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% GAGTGGLGLAVEGPSEAK 1382 1399 63.8 26.9 62.3 2 0 0 1,570.8074
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% ANLPQSFQVDTSK 1465 1477 54.1 27.4 45.0 2 0 0 1,434.7224
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% GLVEPVDVVDNADGTQTVNYVPSR 1492 1515 43.8 27.3 42.7 0 1 0 2,544.2578
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% EGPYSISVLYGDEEVPR 1516 1532 47.1 26.9 46.1 1 0 0 1,909.9179
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% DAGEGLLAVQITDPEGKPK 1574 1592 28.2 27.2 24.8 0 1 0 1,938.0183
D_30 Filamin‐A FLNA_HUMAN 280,729 22 23 38 12.10% YGGDEIPFSPYR 1622 1633 39.0 25.0 20.2 2 0 0 1,400.6482
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% IANLQTDLSDGLR 64 76 57.8 27.7 50.4 2 0 0 1,415.7491
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% LIALLEVLSQK 77 87 45.0 25.0 41.7 1 0 0 1,226.7720
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% LLGWIQNK 172 179 31.5 25.8 18.1 1 0 0 971.5674
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% LPQLPITNFSR 180 190 27.5 27.3 9.0 1 0 0 1,285.7264
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% AYGPGIEPTGNMVK 286 299 30.2 27.2 27.0 2 0 0 1,449.7045
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% SPFEVYVDK 368 376 38.7 26.1 28.4 2 0 0 1,083.5357
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% VTAQGPGLEPSGNIANK 384 400 64.8 28.0 54.5 2 1 0 1,652.8604
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% AWGPGLEGGVVGK 581 593 59.1 26.9 48.2 2 0 0 1,226.6530
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% VQVQDNEGCPVEALVK 709 724 47.6 27.4 43.7 1 0 0 1,784.8849
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% AFGPGLQGGSAGSPAR 1072 1087 56.4 26.9 44.0 2 0 0 1,429.7184
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% EATTEFSVDAR 1273 1283 35.9 25.0 29.1 2 0 0 1,225.5695
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% VANPSGNLTETYVQDR 1297 1312 72.4 26.6 66.2 2 0 0 1,763.8559
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% GAGTGGLGLAVEGPSEAK 1382 1399 69.4 27.1 67.8 2 0 0 1,570.8074
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% ANLPQSFQVDTSK 1465 1477 69.6 27.9 64.1 2 0 0 1,434.7224
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% YGGDEIPFSPYR 1622 1633 28.4 25.0 14.1 2 0 0 1,400.6482
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% VAQPTITDNKDGTVTVR 1815 1831 35.2 27.7 21.5 0 2 0 1,814.9609
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% EAGAGGLAIAVEGPSK 2265 2280 53.4 26.9 46.5 1 0 0 1,426.7538
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% LTVSSLQESGLK 2335 2346 43.7 27.7 22.6 2 0 0 1,261.6999
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% VNQPASFAVSLNGAK 2347 2361 47.2 27.8 41.9 2 0 0 1,502.7961
D_31 Filamin‐A FLNA_HUMAN 280,729 18 19 33 10.10% ENGVYLIDVK 2396 2405 60.4 28.0 48.9 1 0 0 1,149.6151
E_29 Filamin‐A FLNA_HUMAN 280,729 3 3 3 1.40% IVGPSGAAVPCK 1008 1019 18.5 26.1 10.6 1 0 0 1,155.6192
E_29 Filamin‐A FLNA_HUMAN 280,729 3 3 3 1.40% VEPGLGADNSVVR 1020 1032 26.8 28.0 21.4 1 0 0 1,312.6856
E_29 Filamin‐A FLNA_HUMAN 280,729 3 3 3 1.40% YGGQPVPNFPSK 1235 1246 29.1 27.4 26.4 1 0 0 1,290.6478
E_30 Filamin‐A FLNA_HUMAN 280,729 5 5 9 2.95% LLGWIQNK 172 179 24.5 25.8 16.6 1 0 0 971.5674
E_30 Filamin‐A FLNA_HUMAN 280,729 5 5 9 2.95% IVGPSGAAVPCK 1008 1019 23.8 26.6 8.2 1 0 0 1,155.6192
E_30 Filamin‐A FLNA_HUMAN 280,729 5 5 9 2.95% AFGPGLQGGSAGSPAR 1072 1087 45.2 26.7 36.8 2 0 0 1,429.7184
E_30 Filamin‐A FLNA_HUMAN 280,729 5 5 9 2.95% EATTEFSVDAR 1273 1283 28.7 25.0 17.1 2 0 0 1,225.5695
E_30 Filamin‐A FLNA_HUMAN 280,729 5 5 9 2.95% GAGTGGLGLAVEGPSEAK 1382 1399 63.3 27.3 58.5 2 0 0 1,570.8074
E_30 Filamin‐A FLNA_HUMAN 280,729 5 5 9 2.95% ANLPQSFQVDTSK 1465 1477 33.6 27.4 32.6 2 0 0 1,434.7224
F_04 Filamin‐A FLNA_HUMAN 280,729 2 3 5 0.87% AGNNMLLVGVHGPR 2585 2598 49.1 27.8 42.4 2 2 0 1,450.7585
F_04 Filamin‐A FLNA_HUMAN 280,729 2 3 5 0.87% LYSVSYLLK 2613 2621 19.8 27.4 12.1 1 0 0 1,085.6241
F_15 Filamin‐A FLNA_HUMAN 280,729 2 2 3 0.83% SPFEVYVDK 368 376 29.3 26.4 21.2 2 0 0 1,083.5357
F_15 Filamin‐A FLNA_HUMAN 280,729 2 2 3 0.83% ANLPQSFQVDTSK 1465 1477 51.5 27.9 46.0 1 0 0 1,434.7224
H_02 Filamin‐A FLNA_HUMAN 280,729 2 2 4 0.72% LYSVSYLLK 2613 2621 34.7 27.4 15.2 2 0 0 1,085.6241
H_02 Filamin‐A FLNA_HUMAN 280,729 2 2 4 0.72% DKGEYTLVVK 2622 2631 41.1 26.8 21.7 2 0 0 1,151.6308
H_06 Filamin‐A FLNA_HUMAN 280,729 2 2 4 1.13% IANLQTDLSDGLR 64 76 67.4 27.5 54.9 2 0 0 1,415.7491
H_06 Filamin‐A FLNA_HUMAN 280,729 2 2 4 1.13% VTAQGPGLEPSGNIANK 384 400 39.7 28.0 32.8 2 0 0 1,652.8604
H_16 Filamin‐A FLNA_HUMAN 280,729 12 12 16 6.54% IANLQTDLSDGLR 64 76 48.6 27.8 38.9 2 0 0 1,415.7491
H_16 Filamin‐A FLNA_HUMAN 280,729 12 12 16 6.54% VTAQGPGLEPSGNIANK 384 400 37.1 28.1 27.6 2 0 0 1,652.8604
H_16 Filamin‐A FLNA_HUMAN 280,729 12 12 16 6.54% TGVAVNKPAEFTVDAK 685 700 25.7 28.1 10.1 0 1 0 1,646.8749
H_16 Filamin‐A FLNA_HUMAN 280,729 12 12 16 6.54% AFGPGLQGGSAGSPAR 1072 1087 40.1 26.8 29.8 1 0 0 1,429.7184
H_16 Filamin‐A FLNA_HUMAN 280,729 12 12 16 6.54% GAGTGGLGLAVEGPSEAK 1382 1399 42.3 26.9 34.5 1 0 0 1,570.8074
H_16 Filamin‐A FLNA_HUMAN 280,729 12 12 16 6.54% YNEQHVPGSPFTAR 1938 1951 18.3 25.9 10.7 1 0 0 1,602.7659
H_16 Filamin‐A FLNA_HUMAN 280,729 12 12 16 6.54% NGHVGISFVPK 2004 2014 20.2 25.8 12.2 1 0 0 1,154.6317
H_16 Filamin‐A FLNA_HUMAN 280,729 12 12 16 6.54% VDINTEDLEDGTCR 2090 2103 75.4 25.0 68.4 2 0 0 1,636.7122
H_16 Filamin‐A FLNA_HUMAN 280,729 12 12 16 6.54% APSVANVGSHCDLSLK 2150 2165 17.9 27.2 17.9 0 1 0 1,654.8218
H_16 Filamin‐A FLNA_HUMAN 280,729 12 12 16 6.54% RLTVSSLQESGLK 2334 2346 21.4 26.7 8.4 0 1 0 1,417.8010
H_16 Filamin‐A FLNA_HUMAN 280,729 12 12 16 6.54% VNQPASFAVSLNGAK 2347 2361 89.3 28.1 88.8 2 0 0 1,502.7961
H_16 Filamin‐A FLNA_HUMAN 280,729 12 12 16 6.54% ENGVYLIDVK 2396 2405 23.1 28.4 15.5 1 0 0 1,149.6151
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% VTAQGPGLEPSGNIANK 384 400 38.6 28.1 32.1 2 0 0 1,652.8604
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% SPYTVTVGQACNPSACR 468 484 64.3 25.0 63.3 1 0 0 1,867.8426
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% VQVQDNEGCPVEALVK 709 724 56.5 27.4 50.7 2 0 0 1,784.8849
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% VANPSGNLTETYVQDR 1297 1312 25.7 27.1 25.7 1 0 0 1,763.8559
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% VAQPTITDNKDGTVTVR 1815 1831 55.7 27.2 51.3 2 0 0 1,814.9609
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% DAGEGGLSLAIEGPSK 1892 1907 95.3 27.8 78.4 2 0 0 1,500.7543
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% YNEQHVPGSPFTAR 1938 1951 45.3 26.0 18.9 2 2 0 1,602.7659
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% VDINTEDLEDGTCR 2090 2103 70.7 25.0 65.7 2 0 0 1,636.7122
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% FADQHVPGSPFSVK 2120 2133 36.8 28.2 28.4 0 2 0 1,515.7591
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% THEAEIVEGENHTYCIR 2185 2201 20.2 25.0 17.9 0 2 0 2,057.9346
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% FVPAEMGTHTVSVK 2202 2215 32.0 28.1 22.9 1 0 0 1,502.7672
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% EAGAGGLAIAVEGPSK 2265 2280 80.8 27.1 76.6 2 0 0 1,426.7538
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% LTVSSLQESGLK 2335 2346 54.0 27.8 38.4 2 0 0 1,261.6999
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% VNQPASFAVSLNGAK 2347 2361 79.1 28.1 72.5 2 0 0 1,502.7961
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% FNGTHIPGSPFK 2406 2417 31.0 27.6 26.8 2 0 0 1,301.6638
H_17 Filamin‐A FLNA_HUMAN 280,729 16 18 32 9.10% AGNNMLLVGVHGPR 2585 2598 56.7 27.7 44.9 0 3 0 1,434.7635
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% LLGWIQNK 172 179 31.2 28.4 17.6 1 0 0 971.5674
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% LPQLPITNFSR 180 190 26.8 27.2 6.3 1 0 0 1,285.7264
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% VTAQGPGLEPSGNIANK 384 400 37.8 28.1 34.6 1 0 0 1,652.8604
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% SPYTVTVGQACNPSACR 468 484 68.8 25.0 64.8 1 0 0 1,867.8426
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% AWGPGLEGGVVGK 581 593 43.1 26.7 36.2 2 0 0 1,226.6530
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% TGVAVNKPAEFTVDAK 685 700 36.0 28.3 27.0 0 2 0 1,646.8749
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% VQVQDNEGCPVEALVK 709 724 92.5 27.5 83.6 2 0 0 1,784.8849
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% AFGPGLQGGSAGSPAR 1072 1087 54.1 26.9 33.8 1 0 0 1,429.7184
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% YGGQPVPNFPSK 1235 1246 26.5 27.1 20.1 2 0 0 1,290.6478
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% VANPSGNLTETYVQDR 1297 1312 82.6 27.1 78.0 2 0 0 1,763.8559
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% VAQPTITDNKDGTVTVR 1815 1831 27.2 27.2 21.4 1 0 0 1,814.9609
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% YNEQHVPGSPFTAR 1938 1951 37.8 26.0 10.1 0 2 0 1,602.7659
H_19 Filamin‐A FLNA_HUMAN 280,729 12 12 19 7.10% VNQPASFAVSLNGAK 2347 2361 42.3 28.0 41.3 2 0 0 1,502.7961
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% IANLQTDLSDGLR 64 76 66.7 27.8 58.4 2 0 0 1,415.7491
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% LIALLEVLSQK 77 87 38.7 25.0 35.9 1 0 0 1,226.7720
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% LLGWIQNK 172 179 26.6 28.4 7.7 1 0 0 971.5674
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% SPYTVTVGQACNPSACR 468 484 69.3 25.0 69.2 2 1 0 1,867.8426
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% AWGPGLEGGVVGK 581 593 75.3 27.1 65.5 2 0 0 1,226.6530
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% LSPFMADIR 656 664 41.5 28.4 30.6 1 0 0 1,049.5449
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% TGVAVNKPAEFTVDAK 685 700 40.2 28.1 34.9 2 0 0 1,646.8749
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% VQVQDNEGCPVEALVK 709 724 78.8 27.5 73.8 2 0 0 1,784.8849
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% DNGNGTYSCSYVPR 725 738 24.3 25.0 24.3 1 0 0 1,589.6649



H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% AFGPGLQGGSAGSPAR 1072 1087 66.6 26.9 46.4 2 0 0 1,429.7184
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% YGGQPVPNFPSK 1235 1246 30.3 27.5 20.1 2 0 0 1,290.6478
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% EATTEFSVDAR 1273 1283 44.1 25.0 30.3 2 0 0 1,225.5695
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% VANPSGNLTETYVQDR 1297 1312 64.7 27.1 51.5 2 0 0 1,763.8559
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% GAGTGGLGLAVEGPSEAK 1382 1399 66.5 27.3 60.1 2 0 0 1,570.8074
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% ANLPQSFQVDTSK 1465 1477 81.5 28.2 66.2 2 0 0 1,434.7224
H_20 Filamin‐A FLNA_HUMAN 280,729 14 15 27 8.27% EAGAGGLAIAVEGPSK 2265 2280 68.9 27.0 68.8 2 0 0 1,426.7538
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% IANLQTDLSDGLR 64 76 83.1 27.5 79.9 2 0 0 1,415.7491
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% AYGPGIEPTGNMVK 286 299 45.2 27.3 40.4 4 0 0 1,433.7095
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% SPFEVYVDK 368 376 38.1 26.4 31.0 2 0 0 1,083.5357
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% SPFEVYVDKSQGDASK 368 383 79.1 26.5 73.6 2 2 0 1,756.8389
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% VTAQGPGLEPSGNIANK 384 400 25.5 28.0 14.8 0 1 0 1,652.8604
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% SPYTVTVGQACNPSACR 468 484 90.1 25.0 82.4 2 2 0 1,867.8426
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% AWGPGLEGGVVGK 581 593 63.7 27.1 53.1 2 0 0 1,226.6530
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% LSPFMADIR 656 664 62.3 28.4 48.2 2 0 0 1,049.5449
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% TGVAVNKPAEFTVDAK 685 700 45.9 28.1 31.2 2 2 0 1,646.8749
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% VQVQDNEGCPVEALVK 709 724 88.0 27.4 79.0 2 2 0 1,784.8849
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% DNGNGTYSCSYVPR 725 738 45.0 25.0 38.5 1 0 0 1,589.6649
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% TGVELGKPTHFTVNAK 885 900 26.3 27.0 24.7 1 0 0 1,698.9175
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% DVDIIDHHDNTYTVK 922 936 51.3 26.4 42.8 2 0 0 1,784.8452
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% SPFSVAVSPSLDLSK 959 973 60.2 28.0 46.3 2 0 0 1,533.8159
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% VDVGKDQEFTVK 983 994 32.8 27.6 26.8 1 1 0 1,364.7058
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% AFGPGLQGGSAGSPAR 1072 1087 86.1 26.8 69.5 2 0 0 1,429.7184
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% YGGQPVPNFPSK 1235 1246 46.8 27.5 36.8 2 0 0 1,290.6478
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% VANPSGNLTETYVQDR 1297 1312 103.0 27.1 95.3 2 0 0 1,763.8559
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% GAGTGGLGLAVEGPSEAK 1382 1399 88.5 27.4 75.6 2 0 0 1,570.8074
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% CSGPGLSPGMVR 1453 1464 22.0 25.0 21.8 1 0 0 1,217.5767
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% DAGEGLLAVQITDPEGKPK 1574 1592 37.2 26.9 28.5 0 2 0 1,938.0183
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% YGGDEIPFSPYR 1622 1633 32.5 25.0 17.0 2 0 0 1,400.6482
H_21 Filamin‐A FLNA_HUMAN 280,729 23 29 51 12.30% VAQPTITDNKDGTVTVR 1815 1831 42.4 27.2 36.9 1 0 0 1,814.9609
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% RIANLQTDLSDGLR 63 76 34.5 27.9 26.8 0 2 0 1,571.8502
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% IANLQTDLSDGLR 64 76 74.5 28.0 66.0 2 0 0 1,415.7491
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% LIALLEVLSQK 77 87 70.7 25.0 64.3 2 0 0 1,226.7720
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% LLGWIQNK 172 179 26.2 28.4 9.0 1 0 0 971.5674
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% LPQLPITNFSR 180 190 54.3 27.2 29.9 2 0 0 1,285.7264
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% AYGPGIEPTGNMVK 286 299 44.6 27.3 37.7 4 0 0 1,449.7045
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% VTVLFAGQHIAK 356 367 52.7 25.3 50.0 2 0 0 1,283.7471
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% SPFEVYVDKSQGDASK 368 383 74.0 26.5 69.3 2 2 0 1,756.8389
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% VTAQGPGLEPSGNIANK 384 400 80.1 27.9 60.8 2 2 0 1,652.8604
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% SPYTVTVGQACNPSACR 468 484 84.9 25.0 84.1 2 2 0 1,867.8426
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% AWGPGLEGGVVGK 581 593 85.3 27.1 66.6 2 0 0 1,226.6530
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% TGVAVNKPAEFTVDAK 685 700 62.2 28.1 47.8 2 2 0 1,646.8749
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% VQVQDNEGCPVEALVK 709 724 72.1 27.5 63.2 2 2 0 1,784.8849
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% DNGNGTYSCSYVPR 725 738 32.7 25.0 32.7 1 0 0 1,589.6649
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% TGVELGKPTHFTVNAK 885 900 49.4 26.7 47.0 2 0 0 1,698.9175
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% GKLDVQFSGLTK 905 916 33.9 26.4 33.9 2 0 0 1,292.7211
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% DVDIIDHHDNTYTVK 922 936 54.4 26.4 45.8 2 0 0 1,784.8452
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% SPFSVAVSPSLDLSK 959 973 51.9 28.0 40.2 2 0 0 1,533.8159
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% VDVGKDQEFTVK 983 994 24.6 27.6 14.4 1 0 0 1,364.7058
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% IVGPSGAAVPCK 1008 1019 26.0 26.5 13.5 2 0 0 1,155.6192
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% AFGPGLQGGSAGSPAR 1072 1087 71.7 26.9 57.7 2 0 0 1,429.7184
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% AHVVPCFDASK 1152 1162 30.7 26.0 29.8 1 0 0 1,230.5936
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% YGGQPVPNFPSK 1235 1246 60.3 27.1 50.4 2 0 0 1,290.6478
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% VANPSGNLTETYVQDR 1297 1312 89.2 27.1 81.7 2 0 0 1,763.8559
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% GAGTGGLGLAVEGPSEAK 1382 1399 82.1 27.3 73.5 2 0 0 1,570.8074
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% DAGEGLLAVQITDPEGKPK 1574 1592 50.2 27.1 47.2 1 2 0 1,938.0183
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% YGGDEIPFSPYR 1622 1633 71.8 25.0 34.4 2 0 0 1,400.6482
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% YNEQHVPGSPFTAR 1938 1951 45.8 26.0 20.0 0 2 0 1,602.7659
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% FADQHVPGSPFSVK 2120 2133 26.9 27.8 18.1 0 1 0 1,515.7591
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% EAGAGGLAIAVEGPSK 2265 2280 49.8 27.0 43.2 1 0 0 1,426.7538
H_22 Filamin‐A FLNA_HUMAN 280,729 29 36 65 15.90% LTVSSLQESGLK 2335 2346 27.5 27.9 11.4 1 0 0 1,261.6999
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% IANLQTDLSDGLR 64 76 68.4 27.9 57.1 2 0 0 1,415.7491
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% LIALLEVLSQK 77 87 67.2 25.0 57.9 2 0 0 1,226.7720
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% LPQLPITNFSR 180 190 39.4 27.3 23.8 2 0 0 1,285.7264
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% AYGPGIEPTGNMVK 286 299 36.0 27.7 28.6 4 0 0 1,433.7095
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% VTVLFAGQHIAK 356 367 54.8 25.3 45.7 2 0 0 1,283.7471
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% SPFEVYVDKSQGDASK 368 383 70.9 26.5 64.8 2 0 0 1,756.8389
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% VTAQGPGLEPSGNIANK 384 400 61.4 27.9 51.4 2 0 0 1,652.8604
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% SPYTVTVGQACNPSACR 468 484 86.9 25.0 80.9 2 0 0 1,867.8426
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% AWGPGLEGGVVGK 581 593 64.8 27.1 54.3 1 0 0 1,226.6530
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% LSPFMADIR 656 664 47.3 28.2 34.6 2 0 0 1,049.5449
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% TGVAVNKPAEFTVDAK 685 700 47.6 28.1 34.1 2 2 0 1,646.8749
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% VQVQDNEGCPVEALVK 709 724 91.6 27.5 78.8 2 1 0 1,784.8849
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% DNGNGTYSCSYVPR 725 738 49.0 25.0 38.7 2 0 0 1,589.6649
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% DVDIIDHHDNTYTVK 922 936 34.2 26.4 31.4 1 0 0 1,784.8452
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% SPFSVAVSPSLDLSK 959 973 47.8 28.3 31.8 2 0 0 1,533.8159
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% AFGPGLQGGSAGSPAR 1072 1087 84.0 26.8 67.0 2 0 0 1,429.7184
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% AHVVPCFDASK 1152 1162 19.9 25.5 18.5 1 0 0 1,230.5936
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% YGGQPVPNFPSK 1235 1246 54.7 27.1 46.8 2 0 0 1,290.6478
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% VANPSGNLTETYVQDR 1297 1312 81.5 27.1 69.3 2 0 0 1,763.8559
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% GAGTGGLGLAVEGPSEAK 1382 1399 97.7 27.4 87.7 2 0 0 1,570.8074
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% DAGEGLLAVQITDPEGKPK 1574 1592 43.8 26.9 43.8 1 0 0 1,938.0183
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% YGGDEIPFSPYR 1622 1633 69.8 25.0 32.5 2 0 0 1,400.6482
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% VAQPTITDNKDGTVTVR 1815 1831 69.3 27.5 64.1 2 2 0 1,814.9609
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% DAGEGGLSLAIEGPSK 1892 1907 73.6 27.5 63.4 2 0 0 1,500.7543
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% YNEQHVPGSPFTAR 1938 1951 56.7 26.1 23.2 1 2 0 1,602.7659
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% NGHVGISFVPK 2004 2014 24.4 26.2 17.2 1 0 0 1,154.6317
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% VDINTEDLEDGTCR 2090 2103 89.5 25.0 79.1 2 0 0 1,636.7122
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% FADQHVPGSPFSVK 2120 2133 36.2 28.0 25.5 2 2 0 1,515.7591
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% THEAEIVEGENHTYCIR 2185 2201 34.0 25.0 32.5 0 2 0 2,057.9346
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% EAGAGGLAIAVEGPSK 2265 2280 100.0 27.0 90.2 2 0 0 1,426.7538
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% RLTVSSLQESGLK 2334 2346 39.9 26.7 28.8 2 2 0 1,417.8010
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% YGGPYHIGGSPFK 2501 2513 45.5 27.5 33.9 2 1 0 1,379.6744
H_23 Filamin‐A FLNA_HUMAN 280,729 32 40 72 17.80% AGNNMLLVGVHGPR 2585 2598 56.0 27.7 34.9 0 2 0 1,434.7635
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% DLAEDAPWKK 34 43 28.7 26.7 21.0 1 0 0 1,172.5948
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% IANLQTDLSDGLR 64 76 76.6 28.0 67.7 2 0 0 1,415.7491
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% AYGPGIEPTGNMVK 286 299 22.7 27.3 22.7 1 0 0 1,449.7045
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% SPFEVYVDK 368 376 38.1 26.6 34.5 1 0 0 1,083.5357
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% SPYTVTVGQACNPSACR 468 484 79.7 25.0 79.7 2 1 0 1,867.8426
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% TGVAVNKPAEFTVDAK 685 700 38.6 28.3 30.9 1 2 0 1,646.8749
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% VQVQDNEGCPVEALVK 709 724 86.3 27.5 68.6 2 0 0 1,784.8849
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% SPFSVAVSPSLDLSK 959 973 42.2 27.7 34.5 1 0 0 1,533.8159
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% AFGPGLQGGSAGSPAR 1072 1087 61.5 26.9 33.1 2 0 0 1,429.7184
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% YGGQPVPNFPSK 1235 1246 24.7 27.5 18.8 2 0 0 1,290.6478
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% VANPSGNLTETYVQDR 1297 1312 85.4 27.0 80.3 1 0 0 1,763.8559
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% GAGTGGLGLAVEGPSEAK 1382 1399 81.9 26.9 75.9 2 0 0 1,570.8074
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% ANLPQSFQVDTSK 1465 1477 79.3 28.0 71.7 2 0 0 1,434.7224
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% VAQPTITDNKDGTVTVR 1815 1831 25.2 27.5 22.0 1 0 0 1,814.9609
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% YNEQHVPGSPFTAR 1938 1951 38.8 26.1 13.9 0 2 0 1,602.7659
H_24 Filamin‐A FLNA_HUMAN 280,729 15 17 27 8.69% FADQHVPGSPFSVK 2120 2133 23.2 28.0 22.4 0 2 0 1,515.7591
I_02 Filamin‐A FLNA_HUMAN 280,729 2 3 5 0.87% AGNNMLLVGVHGPR 2585 2598 51.4 27.7 47.0 0 3 0 1,450.7585
I_02 Filamin‐A FLNA_HUMAN 280,729 2 3 5 0.87% LYSVSYLLK 2613 2621 31.3 27.5 20.3 2 0 0 1,085.6241



I_16 Filamin‐A FLNA_HUMAN 280,729 11 11 15 6.61% IANLQTDLSDGLR 64 76 26.9 27.5 21.2 1 0 0 1,415.7491
I_16 Filamin‐A FLNA_HUMAN 280,729 11 11 15 6.61% VTAQGPGLEPSGNIANK 384 400 32.2 28.0 22.3 2 0 0 1,652.8604
I_16 Filamin‐A FLNA_HUMAN 280,729 11 11 15 6.61% SPYTVTVGQACNPSACR 468 484 36.2 25.0 36.2 1 0 0 1,867.8426
I_16 Filamin‐A FLNA_HUMAN 280,729 11 11 15 6.61% TGVAVNKPAEFTVDAK 685 700 22.5 28.1 19.3 0 1 0 1,646.8749
I_16 Filamin‐A FLNA_HUMAN 280,729 11 11 15 6.61% VQVQDNEGCPVEALVK 709 724 56.1 27.5 47.9 2 0 0 1,784.8849
I_16 Filamin‐A FLNA_HUMAN 280,729 11 11 15 6.61% AFGPGLQGGSAGSPAR 1072 1087 30.6 26.8 18.6 1 0 0 1,429.7184
I_16 Filamin‐A FLNA_HUMAN 280,729 11 11 15 6.61% VANPSGNLTETYVQDR 1297 1312 39.8 27.1 39.8 1 0 0 1,763.8559
I_16 Filamin‐A FLNA_HUMAN 280,729 11 11 15 6.61% GAGTGGLGLAVEGPSEAK 1382 1399 42.6 26.9 42.6 1 0 0 1,570.8074
I_16 Filamin‐A FLNA_HUMAN 280,729 11 11 15 6.61% VAQPTITDNKDGTVTVR 1815 1831 34.2 27.3 30.6 1 0 0 1,814.9609
I_16 Filamin‐A FLNA_HUMAN 280,729 11 11 15 6.61% YNEQHVPGSPFTAR 1938 1951 36.5 25.7 10.9 0 2 0 1,602.7659
I_16 Filamin‐A FLNA_HUMAN 280,729 11 11 15 6.61% VNQPASFAVSLNGAK 2347 2361 64.0 28.2 60.0 2 0 0 1,502.7961
I_17 Filamin‐A FLNA_HUMAN 280,729 10 10 20 5.33% VAQPTITDNKDGTVTVR 1815 1831 48.2 27.5 45.3 2 0 0 1,814.9609
I_17 Filamin‐A FLNA_HUMAN 280,729 10 10 20 5.33% YNEQHVPGSPFTAR 1938 1951 67.9 26.0 22.2 0 2 0 1,602.7659
I_17 Filamin‐A FLNA_HUMAN 280,729 10 10 20 5.33% FADQHVPGSPFSVK 2120 2133 28.5 27.6 19.8 0 2 0 1,515.7591
I_17 Filamin‐A FLNA_HUMAN 280,729 10 10 20 5.33% THEAEIVEGENHTYCIR 2185 2201 27.4 25.0 27.4 0 2 0 2,057.9346
I_17 Filamin‐A FLNA_HUMAN 280,729 10 10 20 5.33% EAGAGGLAIAVEGPSK 2265 2280 66.2 27.2 62.6 2 0 0 1,426.7538
I_17 Filamin‐A FLNA_HUMAN 280,729 10 10 20 5.33% LTVSSLQESGLK 2335 2346 35.3 27.8 22.9 2 0 0 1,261.6999
I_17 Filamin‐A FLNA_HUMAN 280,729 10 10 20 5.33% VNQPASFAVSLNGAK 2347 2361 68.5 28.1 63.7 2 0 0 1,502.7961
I_17 Filamin‐A FLNA_HUMAN 280,729 10 10 20 5.33% YGGPYHIGGSPFK 2501 2513 29.6 27.5 21.5 2 0 0 1,379.6744
I_17 Filamin‐A FLNA_HUMAN 280,729 10 10 20 5.33% AGNNMLLVGVHGPR 2585 2598 47.9 27.7 45.0 0 2 0 1,434.7635
I_17 Filamin‐A FLNA_HUMAN 280,729 10 10 20 5.33% LYSVSYLLK 2613 2621 30.2 27.4 16.2 2 0 0 1,085.6241
I_18 Filamin‐A FLNA_HUMAN 280,729 5 5 6 2.95% DAGEGGLSLAIEGPSK 1892 1907 61.4 27.2 51.7 2 0 0 1,500.7543
I_18 Filamin‐A FLNA_HUMAN 280,729 5 5 6 2.95% FADQHVPGSPFSVK 2120 2133 23.9 27.6 20.5 0 1 0 1,515.7591
I_18 Filamin‐A FLNA_HUMAN 280,729 5 5 6 2.95% THEAEIVEGENHTYCIR 2185 2201 22.2 25.0 22.2 0 1 0 2,057.9346
I_18 Filamin‐A FLNA_HUMAN 280,729 5 5 6 2.95% EAGAGGLAIAVEGPSK 2265 2280 47.6 27.2 41.2 1 0 0 1,426.7538
I_18 Filamin‐A FLNA_HUMAN 280,729 5 5 6 2.95% VNQPASFAVSLNGAK 2347 2361 31.0 28.0 20.2 1 0 0 1,502.7961
I_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.34% LLGWIQNK 172 179 24.9 27.9 12.1 1 0 0 971.5674
I_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.34% LPQLPITNFSR 180 190 29.7 27.2 12.8 1 0 0 1,285.7264
I_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.34% SPFEVYVDKSQGDASK 368 383 19.4 26.3 17.1 0 1 0 1,756.8389
I_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.34% SPYTVTVGQACNPSACR 468 484 45.1 25.0 42.3 2 0 0 1,867.8426
I_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.34% TGVAVNKPAEFTVDAK 685 700 35.2 28.1 31.4 0 2 0 1,646.8749
I_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.34% VQVQDNEGCPVEALVK 709 724 83.5 27.6 81.2 2 0 0 1,784.8849
I_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.34% SPFSVAVSPSLDLSK 959 973 29.1 28.0 26.9 1 0 0 1,533.8159
I_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.34% AFGPGLQGGSAGSPAR 1072 1087 45.0 26.8 39.2 2 0 0 1,429.7184
I_20 Filamin‐A FLNA_HUMAN 280,729 12 12 21 6.46% IANLQTDLSDGLR 64 76 72.1 27.8 61.6 2 0 0 1,415.7491
I_20 Filamin‐A FLNA_HUMAN 280,729 12 12 21 6.46% LPQLPITNFSR 180 190 26.7 27.2 12.9 2 0 0 1,285.7264
I_20 Filamin‐A FLNA_HUMAN 280,729 12 12 21 6.46% SPFEVYVDK 368 376 36.3 26.6 24.8 2 0 0 1,083.5357
I_20 Filamin‐A FLNA_HUMAN 280,729 12 12 21 6.46% SPYTVTVGQACNPSACR 468 484 83.7 25.0 82.8 2 0 0 1,867.8426
I_20 Filamin‐A FLNA_HUMAN 280,729 12 12 21 6.46% TGVAVNKPAEFTVDAK 685 700 30.0 28.2 25.9 0 2 0 1,646.8749
I_20 Filamin‐A FLNA_HUMAN 280,729 12 12 21 6.46% VQVQDNEGCPVEALVK 709 724 58.7 27.5 51.0 2 0 0 1,784.8849
I_20 Filamin‐A FLNA_HUMAN 280,729 12 12 21 6.46% SPFSVAVSPSLDLSK 959 973 40.6 28.0 34.8 2 0 0 1,533.8159
I_20 Filamin‐A FLNA_HUMAN 280,729 12 12 21 6.46% VDVGKDQEFTVK 983 994 21.5 28.1 14.1 0 1 0 1,364.7058
I_20 Filamin‐A FLNA_HUMAN 280,729 12 12 21 6.46% AFGPGLQGGSAGSPAR 1072 1087 45.3 26.8 28.9 2 0 0 1,429.7184
I_20 Filamin‐A FLNA_HUMAN 280,729 12 12 21 6.46% YGGQPVPNFPSK 1235 1246 27.1 27.5 16.3 1 0 0 1,290.6478
I_20 Filamin‐A FLNA_HUMAN 280,729 12 12 21 6.46% VANPSGNLTETYVQDR 1297 1312 48.3 27.1 40.2 1 0 0 1,763.8559
I_20 Filamin‐A FLNA_HUMAN 280,729 12 12 21 6.46% GAGTGGLGLAVEGPSEAK 1382 1399 72.9 27.3 65.1 2 0 0 1,570.8074
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% DLAEDAPWK 34 42 30.4 25.0 30.4 1 0 0 1,044.4998
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% RIANLQTDLSDGLR 63 76 41.7 27.8 31.6 0 2 0 1,571.8502
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% IANLQTDLSDGLR 64 76 59.7 27.5 53.0 2 0 0 1,415.7491
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% LIALLEVLSQK 77 87 63.6 25.0 61.4 1 0 0 1,226.7720
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% LLGWIQNK 172 179 48.8 27.9 36.4 2 0 0 971.5674
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% AYGPGIEPTGNMVK 286 299 38.7 27.3 28.9 4 0 0 1,433.7095
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% SPFEVYVDK 368 376 37.7 26.1 32.3 2 0 0 1,083.5357
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% SPFEVYVDKSQGDASK 368 383 66.0 26.2 59.0 2 0 0 1,756.8389
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% VTAQGPGLEPSGNIANK 384 400 52.5 28.0 42.4 2 2 0 1,652.8604
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% SPYTVTVGQACNPSACR 468 484 101.0 25.0 92.1 2 2 0 1,867.8426
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% AWGPGLEGGVVGK 581 593 22.8 27.1 21.2 1 0 0 1,226.6530
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% LSPFMADIR 656 664 20.9 27.4 4.3 1 0 0 1,065.5399
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% TGVAVNKPAEFTVDAK 685 700 50.7 28.1 34.7 2 2 0 1,646.8749
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% VQVQDNEGCPVEALVK 709 724 77.3 27.5 71.2 2 2 0 1,784.8849
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% DNGNGTYSCSYVPR 725 738 32.0 25.0 31.5 2 0 0 1,589.6649
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% TGVELGKPTHFTVNAK 885 900 27.6 27.4 22.4 1 1 0 1,698.9175
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% DVDIIDHHDNTYTVK 922 936 33.8 26.6 31.0 1 0 0 1,784.8452
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% SPFSVAVSPSLDLSK 959 973 68.1 28.0 62.1 2 0 0 1,533.8159
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% IVGPSGAAVPCK 1008 1019 17.2 26.5 12.8 1 0 0 1,155.6192
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% IVGPSGAAVPCKVEPGLGADNSVVR 1008 1032 17.2 26.4 15.1 0 1 0 2,449.2870
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% VKAFGPGLQGGSAGSPAR 1070 1087 23.8 28.0 17.3 0 1 0 1,656.8818
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% AFGPGLQGGSAGSPAR 1072 1087 62.2 26.8 46.0 2 0 0 1,429.7184
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% AHVVPCFDASK 1152 1162 25.7 25.7 17.6 1 0 0 1,230.5936
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% YGGQPVPNFPSK 1235 1246 33.0 27.5 23.8 2 0 0 1,290.6478
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% EATTEFSVDAR 1273 1283 59.1 25.0 49.2 2 0 0 1,225.5695
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% VANPSGNLTETYVQDR 1297 1312 87.6 26.6 80.0 2 0 0 1,763.8559
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% GAGTGGLGLAVEGPSEAK 1382 1399 74.2 27.3 64.9 2 0 0 1,570.8074
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% DAGEGLLAVQITDPEGKPK 1574 1592 74.1 27.1 61.9 2 2 0 1,938.0183
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% YGGDEIPFSPYR 1622 1633 43.7 25.0 11.1 2 0 0 1,400.6482
I_21 Filamin‐A FLNA_HUMAN 280,729 27 34 58 14.20% VNQPASFAVSLNGAK 2347 2361 33.6 28.2 30.8 1 0 0 1,502.7961
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% IANLQTDLSDGLR 64 76 69.2 27.5 63.8 2 0 0 1,415.7491
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% AYGPGIEPTGNMVK 286 299 18.8 27.4 11.7 2 0 0 1,449.7045
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% VTVLFAGQHIAK 356 367 23.0 25.3 18.0 1 0 0 1,283.7471
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% SPFEVYVDK 368 376 51.7 26.6 33.1 2 0 0 1,083.5357
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% VTAQGPGLEPSGNIANK 384 400 35.7 27.9 15.4 2 0 0 1,652.8604
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% SPYTVTVGQACNPSACR 468 484 75.3 25.0 75.3 2 0 0 1,867.8426
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% AWGPGLEGGVVGK 581 593 65.1 26.8 43.7 2 0 0 1,226.6530
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% TGVAVNKPAEFTVDAK 685 700 42.3 28.2 29.1 2 2 0 1,646.8749
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% VQVQDNEGCPVEALVK 709 724 65.2 27.5 53.3 2 0 0 1,784.8849
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% DNGNGTYSCSYVPR 725 738 30.5 25.0 30.5 2 0 0 1,589.6649
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% IVGPSGAAVPCK 1008 1019 23.1 26.5 7.7 1 0 0 1,155.6192
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% AFGPGLQGGSAGSPAR 1072 1087 62.0 26.9 43.8 2 0 0 1,429.7184
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% AHVVPCFDASK 1152 1162 19.4 25.5 17.8 1 0 0 1,230.5936
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% YGGQPVPNFPSK 1235 1246 23.3 27.6 17.7 2 0 0 1,290.6478
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% EATTEFSVDAR 1273 1283 54.8 25.0 36.6 2 0 0 1,225.5695
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% VANPSGNLTETYVQDR 1297 1312 68.6 27.1 62.9 2 0 0 1,763.8559
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% GAGTGGLGLAVEGPSEAK 1382 1399 95.5 27.4 82.9 2 0 0 1,570.8074
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% VAQPTITDNKDGTVTVR 1815 1831 33.2 27.5 33.1 2 0 0 1,814.9609
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% DAGEGGLSLAIEGPSK 1892 1907 80.7 27.2 71.1 2 0 0 1,500.7543
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% EAGAGGLAIAVEGPSK 2265 2280 96.2 26.9 93.0 2 0 0 1,426.7538
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% VNQPASFAVSLNGAK 2347 2361 67.1 28.1 67.1 2 0 0 1,502.7961
I_22 Filamin‐A FLNA_HUMAN 280,729 22 23 43 11.70% ENGVYLIDVK 2396 2405 26.3 27.0 14.4 2 0 0 1,149.6151
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% LLGWIQNK 172 179 58.3 28.0 42.8 2 0 0 971.5674
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% VTAQGPGLEPSGNIANK 384 400 42.1 28.0 37.5 1 0 0 1,652.8604
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% TGVAVNKPAEFTVDAK 685 700 38.2 28.1 34.2 0 2 0 1,646.8749
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% VQVQDNEGCPVEALVK 709 724 79.4 27.4 71.9 2 0 0 1,784.8849
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% AFGPGLQGGSAGSPAR 1072 1087 45.8 26.6 33.6 2 0 0 1,429.7184
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% YGGQPVPNFPSK 1235 1246 24.9 27.6 16.0 1 0 0 1,290.6478
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% GAGTGGLGLAVEGPSEAK 1382 1399 95.8 27.3 86.7 2 0 0 1,570.8074
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% YGGDEIPFSPYR 1622 1633 41.2 25.0 19.5 1 0 0 1,400.6482
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% DAGEGGLSLAIEGPSK 1892 1907 74.6 27.3 63.2 1 0 0 1,500.7543
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% YNEQHVPGSPFTAR 1938 1951 33.9 26.1 14.0 0 1 0 1,602.7659
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% NGQHVASSPIPVVISQSEIGDASR 2026 2049 56.1 27.0 52.0 0 1 0 2,448.2478
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% VNQPASFAVSLNGAK 2347 2361 40.3 28.2 40.3 1 0 0 1,502.7961
I_23 Filamin‐A FLNA_HUMAN 280,729 12 12 16 7.71% LVSNHSLHETSSVFVDSLTK 2521 2540 67.4 28.0 67.4 0 1 0 2,200.1244
I_24 Filamin‐A FLNA_HUMAN 280,729 6 6 12 3.74% SPYTVTVGQACNPSACR 468 484 56.0 25.0 54.8 2 0 0 1,867.8426



I_24 Filamin‐A FLNA_HUMAN 280,729 6 6 12 3.74% TGVAVNKPAEFTVDAK 685 700 29.9 28.1 17.6 0 2 0 1,646.8749
I_24 Filamin‐A FLNA_HUMAN 280,729 6 6 12 3.74% VQVQDNEGCPVEALVK 709 724 72.9 27.5 67.9 2 0 0 1,784.8849
I_24 Filamin‐A FLNA_HUMAN 280,729 6 6 12 3.74% AFGPGLQGGSAGSPAR 1072 1087 50.8 26.9 42.0 2 0 0 1,429.7184
I_24 Filamin‐A FLNA_HUMAN 280,729 6 6 12 3.74% VANPSGNLTETYVQDR 1297 1312 45.6 27.1 38.7 2 0 0 1,763.8559
I_24 Filamin‐A FLNA_HUMAN 280,729 6 6 12 3.74% GAGTGGLGLAVEGPSEAK 1382 1399 75.0 27.3 67.5 2 0 0 1,570.8074
J_16 Filamin‐A FLNA_HUMAN 280,729 2 2 2 1.10% YNEQHVPGSPFTAR 1938 1951 34.0 26.4 8.7 0 1 0 1,602.7659
J_16 Filamin‐A FLNA_HUMAN 280,729 2 2 2 1.10% VNQPASFAVSLNGAK 2347 2361 38.7 27.9 34.3 1 0 0 1,502.7961
J_17 Filamin‐A FLNA_HUMAN 280,729 7 7 12 3.66% DAGEGGLSLAIEGPSK 1892 1907 80.6 27.7 69.1 2 0 0 1,500.7543
J_17 Filamin‐A FLNA_HUMAN 280,729 7 7 12 3.66% YNEQHVPGSPFTAR 1938 1951 41.8 26.5 11.6 0 1 0 1,602.7659
J_17 Filamin‐A FLNA_HUMAN 280,729 7 7 12 3.66% VDINTEDLEDGTCR 2090 2103 56.1 25.0 45.1 2 0 0 1,636.7122
J_17 Filamin‐A FLNA_HUMAN 280,729 7 7 12 3.66% EAGAGGLAIAVEGPSK 2265 2280 83.8 27.0 83.8 2 0 0 1,426.7538
J_17 Filamin‐A FLNA_HUMAN 280,729 7 7 12 3.66% LTVSSLQESGLK 2335 2346 63.2 27.3 49.5 2 0 0 1,261.6999
J_17 Filamin‐A FLNA_HUMAN 280,729 7 7 12 3.66% VNQPASFAVSLNGAK 2347 2361 40.2 28.3 36.5 2 0 0 1,502.7961
J_17 Filamin‐A FLNA_HUMAN 280,729 7 7 12 3.66% ENGVYLIDVK 2396 2405 42.2 28.0 36.7 1 0 0 1,149.6151
J_19 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.89% IANLQTDLSDGLR 64 76 39.6 27.8 33.8 1 0 0 1,415.7491
J_19 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.89% LLGWIQNK 172 179 33.5 28.5 14.0 1 0 0 971.5674
J_19 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.89% AWGPGLEGGVVGK 581 593 27.5 26.6 21.4 1 0 0 1,226.6530
J_19 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.89% VQVQDNEGCPVEALVK 709 724 51.3 27.4 42.2 2 0 0 1,784.8849
J_20 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.89% VQVQDNEGCPVEALVK 709 724 62.1 27.4 53.0 2 0 0 1,784.8849
J_20 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.89% AFGPGLQGGSAGSPAR 1072 1087 29.5 26.6 27.5 1 0 0 1,429.7184
J_20 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.89% GAGTGGLGLAVEGPSEAK 1382 1399 52.3 27.1 49.9 1 0 0 1,570.8074
J_21 Filamin‐A FLNA_HUMAN 280,729 10 12 22 6.42% IANLQTDLSDGLR 64 76 62.6 27.8 56.4 2 0 0 1,415.7491
J_21 Filamin‐A FLNA_HUMAN 280,729 10 12 22 6.42% LIALLEVLSQK 77 87 37.6 25.0 34.0 1 0 0 1,226.7720
J_21 Filamin‐A FLNA_HUMAN 280,729 10 12 22 6.42% LLGWIQNK 172 179 33.1 28.5 8.4 2 0 0 971.5674
J_21 Filamin‐A FLNA_HUMAN 280,729 10 12 22 6.42% LPQLPITNFSR 180 190 25.1 27.0 9.1 1 0 0 1,285.7264
J_21 Filamin‐A FLNA_HUMAN 280,729 10 12 22 6.42% VTAQGPGLEPSGNIANK 384 400 31.1 27.9 22.3 2 2 0 1,652.8604
J_21 Filamin‐A FLNA_HUMAN 280,729 10 12 22 6.42% SPYTVTVGQACNPSACR 468 484 72.8 25.0 72.8 2 1 0 1,867.8426
J_21 Filamin‐A FLNA_HUMAN 280,729 10 12 22 6.42% VQVQDNEGCPVEALVK 709 724 79.4 27.3 69.2 2 0 0 1,784.8849
J_21 Filamin‐A FLNA_HUMAN 280,729 10 12 22 6.42% SPFSVAVSPSLDLSK 959 973 36.4 28.2 23.3 2 0 0 1,533.8159
J_21 Filamin‐A FLNA_HUMAN 280,729 10 12 22 6.42% AFGPGLQGGSAGSPAR 1072 1087 40.7 26.9 30.1 2 0 0 1,429.7184
J_21 Filamin‐A FLNA_HUMAN 280,729 10 12 22 6.42% YGGQPVPNFPSK 1235 1246 38.5 27.3 34.3 2 0 0 1,290.6478
J_21 Filamin‐A FLNA_HUMAN 280,729 10 12 22 6.42% VANPSGNLTETYVQDR 1297 1312 74.0 27.5 63.9 2 0 0 1,763.8559
J_21 Filamin‐A FLNA_HUMAN 280,729 10 12 22 6.42% GAGTGGLGLAVEGPSEAK 1382 1399 76.1 26.9 67.9 2 0 0 1,570.8074
J_22 Filamin‐A FLNA_HUMAN 280,729 9 10 17 5.63% IANLQTDLSDGLR 64 76 77.7 27.8 75.7 2 0 0 1,415.7491
J_22 Filamin‐A FLNA_HUMAN 280,729 9 10 17 5.63% LLGWIQNK 172 179 35.2 28.5 22.0 2 0 0 971.5674
J_22 Filamin‐A FLNA_HUMAN 280,729 9 10 17 5.63% VTAQGPGLEPSGNIANK 384 400 40.3 28.0 30.9 2 0 0 1,652.8604
J_22 Filamin‐A FLNA_HUMAN 280,729 9 10 17 5.63% SPYTVTVGQACNPSACR 468 484 61.3 25.0 59.2 2 1 0 1,867.8426
J_22 Filamin‐A FLNA_HUMAN 280,729 9 10 17 5.63% TGVAVNKPAEFTVDAK 685 700 27.8 28.0 18.7 2 0 0 1,646.8749
J_22 Filamin‐A FLNA_HUMAN 280,729 9 10 17 5.63% VQVQDNEGCPVEALVK 709 724 89.1 27.5 80.5 2 0 0 1,784.8849
J_22 Filamin‐A FLNA_HUMAN 280,729 9 10 17 5.63% AFGPGLQGGSAGSPAR 1072 1087 40.5 27.0 27.3 2 0 0 1,429.7184
J_22 Filamin‐A FLNA_HUMAN 280,729 9 10 17 5.63% YGGQPVPNFPSK 1235 1246 27.1 27.4 19.5 1 0 0 1,290.6478
J_22 Filamin‐A FLNA_HUMAN 280,729 9 10 17 5.63% VANPSGNLTETYVQDR 1297 1312 81.8 27.4 80.1 2 0 0 1,763.8559
J_22 Filamin‐A FLNA_HUMAN 280,729 9 10 17 5.63% GAGTGGLGLAVEGPSEAK 1382 1399 85.5 27.4 73.6 1 0 0 1,570.8074
K_16 Filamin‐A FLNA_HUMAN 280,729 4 4 6 2.38% VTAQGPGLEPSGNIANK 384 400 24.3 28.0 17.4 1 0 0 1,652.8604
K_16 Filamin‐A FLNA_HUMAN 280,729 4 4 6 2.38% VAQPTITDNKDGTVTVR 1815 1831 63.4 27.3 55.6 1 0 0 1,814.9609
K_16 Filamin‐A FLNA_HUMAN 280,729 4 4 6 2.38% YNEQHVPGSPFTAR 1938 1951 47.2 26.1 4.8 0 2 0 1,602.7659
K_16 Filamin‐A FLNA_HUMAN 280,729 4 4 6 2.38% VNQPASFAVSLNGAK 2347 2361 74.1 28.1 65.5 2 0 0 1,502.7961
K_17 Filamin‐A FLNA_HUMAN 280,729 12 14 26 6.35% VAQPTITDNKDGTVTVR 1815 1831 42.7 27.2 33.4 2 0 0 1,814.9609
K_17 Filamin‐A FLNA_HUMAN 280,729 12 14 26 6.35% DAGEGGLSLAIEGPSK 1892 1907 93.4 27.9 76.9 2 0 0 1,500.7543
K_17 Filamin‐A FLNA_HUMAN 280,729 12 14 26 6.35% YNEQHVPGSPFTAR 1938 1951 48.8 26.4 17.4 2 2 0 1,602.7659
K_17 Filamin‐A FLNA_HUMAN 280,729 12 14 26 6.35% NGHVGISFVPK 2004 2014 25.7 26.2 18.3 1 0 0 1,154.6317
K_17 Filamin‐A FLNA_HUMAN 280,729 12 14 26 6.35% VDINTEDLEDGTCR 2090 2103 77.2 25.0 63.3 2 0 0 1,636.7122
K_17 Filamin‐A FLNA_HUMAN 280,729 12 14 26 6.35% FADQHVPGSPFSVK 2120 2133 43.2 28.1 34.0 1 2 0 1,515.7591
K_17 Filamin‐A FLNA_HUMAN 280,729 12 14 26 6.35% THEAEIVEGENHTYCIR 2185 2201 25.4 25.0 25.4 0 2 0 2,057.9346
K_17 Filamin‐A FLNA_HUMAN 280,729 12 14 26 6.35% EAGAGGLAIAVEGPSK 2265 2280 97.7 27.2 95.4 2 0 0 1,426.7538
K_17 Filamin‐A FLNA_HUMAN 280,729 12 14 26 6.35% LTVSSLQESGLK 2335 2346 66.1 27.8 50.6 2 0 0 1,261.6999
K_17 Filamin‐A FLNA_HUMAN 280,729 12 14 26 6.35% VNQPASFAVSLNGAK 2347 2361 92.3 28.3 87.2 2 0 0 1,502.7961
K_17 Filamin‐A FLNA_HUMAN 280,729 12 14 26 6.35% ENGVYLIDVK 2396 2405 31.3 27.8 21.2 2 0 0 1,149.6151
K_17 Filamin‐A FLNA_HUMAN 280,729 12 14 26 6.35% FNGTHIPGSPFK 2406 2417 34.5 27.4 27.9 2 0 0 1,301.6638
K_18 Filamin‐A FLNA_HUMAN 280,729 2 2 3 1.13% VTAQGPGLEPSGNIANK 384 400 29.1 28.0 29.1 2 0 0 1,652.8604
K_18 Filamin‐A FLNA_HUMAN 280,729 2 2 3 1.13% AWGPGLEGGVVGK 581 593 25.8 27.2 18.0 1 0 0 1,226.6530
K_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.19% IANLQTDLSDGLR 64 76 52.2 27.8 38.1 2 0 0 1,415.7491
K_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.19% LLGWIQNK 172 179 33.3 28.5 19.1 1 0 0 971.5674
K_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.19% LPQLPITNFSR 180 190 21.6 27.2 5.7 1 0 0 1,285.7264
K_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.19% VTAQGPGLEPSGNIANK 384 400 21.5 28.0 10.0 1 0 0 1,652.8604
K_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.19% SPYTVTVGQACNPSACR 468 484 51.6 25.0 51.6 2 0 0 1,867.8426
K_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.19% AWGPGLEGGVVGK 581 593 41.0 27.1 37.3 2 0 0 1,226.6530
K_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.19% VQVQDNEGCPVEALVK 709 724 92.5 27.4 86.5 2 0 0 1,784.8849
K_19 Filamin‐A FLNA_HUMAN 280,729 7 7 11 4.19% AFGPGLQGGSAGSPAR 1072 1087 24.3 26.9 20.7 1 0 0 1,429.7184
K_20 Filamin‐A FLNA_HUMAN 280,729 11 11 18 6.46% IANLQTDLSDGLR 64 76 51.0 27.5 46.9 2 0 0 1,415.7491
K_20 Filamin‐A FLNA_HUMAN 280,729 11 11 18 6.46% LLGWIQNK 172 179 33.2 28.4 16.0 1 0 0 971.5674
K_20 Filamin‐A FLNA_HUMAN 280,729 11 11 18 6.46% SPFEVYVDK 368 376 29.9 26.1 25.9 1 0 0 1,083.5357
K_20 Filamin‐A FLNA_HUMAN 280,729 11 11 18 6.46% VTAQGPGLEPSGNIANK 384 400 25.3 27.8 17.6 1 0 0 1,652.8604
K_20 Filamin‐A FLNA_HUMAN 280,729 11 11 18 6.46% SPYTVTVGQACNPSACR 468 484 62.8 25.0 59.0 2 0 0 1,867.8426
K_20 Filamin‐A FLNA_HUMAN 280,729 11 11 18 6.46% AWGPGLEGGVVGK 581 593 48.0 27.2 39.7 2 0 0 1,226.6530
K_20 Filamin‐A FLNA_HUMAN 280,729 11 11 18 6.46% TGVAVNKPAEFTVDAK 685 700 21.0 28.1 11.8 0 1 0 1,646.8749
K_20 Filamin‐A FLNA_HUMAN 280,729 11 11 18 6.46% VQVQDNEGCPVEALVK 709 724 77.2 27.6 74.7 2 0 0 1,784.8849
K_20 Filamin‐A FLNA_HUMAN 280,729 11 11 18 6.46% AFGPGLQGGSAGSPAR 1072 1087 44.5 26.9 40.2 2 0 0 1,429.7184
K_20 Filamin‐A FLNA_HUMAN 280,729 11 11 18 6.46% YGGQPVPNFPSK 1235 1246 21.4 27.1 13.9 1 0 0 1,290.6478
K_20 Filamin‐A FLNA_HUMAN 280,729 11 11 18 6.46% VANPSGNLTETYVQDR 1297 1312 50.3 27.3 47.9 2 0 0 1,763.8559
K_20 Filamin‐A FLNA_HUMAN 280,729 11 11 18 6.46% GAGTGGLGLAVEGPSEAK 1382 1399 62.5 27.4 53.6 2 0 0 1,570.8074
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% DLAEDAPWK 34 42 31.4 25.0 23.0 2 0 0 1,044.4998
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% IANLQTDLSDGLR 64 76 59.5 28.0 51.4 2 0 0 1,415.7491
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% LIALLEVLSQK 77 87 33.7 25.0 31.6 2 0 0 1,226.7720
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% LLGWIQNK 172 179 50.7 28.4 29.7 2 0 0 971.5674
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% LPQLPITNFSR 180 190 23.4 27.2 10.9 1 0 0 1,285.7264
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% AYGPGIEPTGNMVK 286 299 27.5 27.3 24.0 2 0 0 1,449.7045
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% SPFEVYVDKSQGDASK 368 383 75.6 26.4 69.0 1 0 0 1,756.8389
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% VTAQGPGLEPSGNIANK 384 400 66.9 28.1 56.5 2 2 0 1,652.8604
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% SPYTVTVGQACNPSACR 468 484 80.6 25.0 75.3 2 2 0 1,867.8426
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% LSPFMADIR 656 664 28.6 28.4 15.9 1 0 0 1,049.5449
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% TGVAVNKPAEFTVDAK 685 700 52.4 28.1 39.0 2 2 0 1,646.8749
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% VQVQDNEGCPVEALVK 709 724 82.4 27.4 70.1 2 1 0 1,784.8849
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% DNGNGTYSCSYVPR 725 738 48.8 25.0 48.8 2 0 0 1,589.6649
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% TGVELGKPTHFTVNAK 885 900 35.3 27.0 32.7 2 0 0 1,698.9175
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% DVDIIDHHDNTYTVK 922 936 39.8 26.6 29.0 2 0 0 1,784.8452
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% SPFSVAVSPSLDLSK 959 973 49.4 28.0 39.0 2 0 0 1,533.8159
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% VDVGKDQEFTVK 983 994 37.5 27.8 30.9 2 0 0 1,364.7058
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% AFGPGLQGGSAGSPAR 1072 1087 65.7 26.9 39.4 2 0 0 1,429.7184
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% YGGQPVPNFPSK 1235 1246 35.9 27.3 29.7 2 0 0 1,290.6478
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% VANPSGNLTETYVQDR 1297 1312 97.4 27.0 92.1 2 0 0 1,763.8559
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% GAGTGGLGLAVEGPSEAK 1382 1399 70.3 27.4 57.5 2 0 0 1,570.8074
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% DAGEGLLAVQITDPEGKPK 1574 1592 60.1 26.9 51.2 1 2 0 1,938.0183
K_21 Filamin‐A FLNA_HUMAN 280,729 20 25 45 12.20% YGGDEIPFSPYR 1622 1633 35.3 25.0 14.5 2 0 0 1,400.6482
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% IANLQTDLSDGLR 64 76 57.6 27.8 53.3 2 0 0 1,415.7491
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% LLGWIQNK 172 179 34.4 28.5 20.1 2 0 0 971.5674
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% LPQLPITNFSR 180 190 31.4 27.2 22.6 1 0 0 1,285.7264
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% SPFEVYVDK 368 376 29.0 26.5 20.4 2 0 0 1,083.5357
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% SPFEVYVDKSQGDASK 368 383 40.1 26.5 30.8 0 2 0 1,756.8389
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% VTAQGPGLEPSGNIANK 384 400 39.4 27.8 34.5 2 0 0 1,652.8604
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% SPYTVTVGQACNPSACR 468 484 68.3 25.0 62.6 2 0 0 1,867.8426
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% TGVAVNKPAEFTVDAK 685 700 40.3 28.0 29.5 1 2 0 1,646.8749



K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% VQVQDNEGCPVEALVK 709 724 84.2 27.6 75.6 2 0 0 1,784.8849
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% AFGPGLQGGSAGSPAR 1072 1087 69.3 26.9 47.9 2 0 0 1,429.7184
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% YGGQPVPNFPSK 1235 1246 30.8 27.1 20.0 2 0 0 1,290.6478
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% VANPSGNLTETYVQDR 1297 1312 87.3 27.3 78.6 2 0 0 1,763.8559
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% GAGTGGLGLAVEGPSEAK 1382 1399 93.4 27.4 87.4 2 0 0 1,570.8074
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% ANLPQSFQVDTSK 1465 1477 65.8 28.4 58.5 2 0 0 1,434.7224
K_22 Filamin‐A FLNA_HUMAN 280,729 14 15 28 7.74% DAGEGGLSLAIEGPSK 1892 1907 82.2 27.7 70.7 2 0 0 1,500.7543
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% IANLQTDLSDGLR 64 76 64.3 28.0 58.5 2 0 0 1,415.7491
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% LIALLEVLSQK 77 87 50.7 25.0 42.8 1 0 0 1,226.7720
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% LIALLEVLSQKK 77 88 28.7 25.0 28.7 2 0 0 1,354.8670
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% LLGWIQNK 172 179 45.8 27.9 28.0 2 0 0 971.5674
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% AYGPGIEPTGNMVK 286 299 37.0 27.3 34.7 2 0 0 1,449.7045
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% VTVLFAGQHIAK 356 367 48.4 25.3 37.4 2 0 0 1,283.7471
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% SPFEVYVDK 368 376 49.3 26.6 39.4 2 0 0 1,083.5357
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% SPFEVYVDKSQGDASK 368 383 32.2 26.3 14.2 0 2 0 1,756.8389
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% VTAQGPGLEPSGNIANK 384 400 65.8 28.0 53.5 2 0 0 1,652.8604
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% SPYTVTVGQACNPSACR 468 484 102.0 25.0 95.1 2 2 0 1,867.8426
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% TGVAVNKPAEFTVDAK 685 700 62.1 28.1 53.5 2 0 0 1,646.8749
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% VQVQDNEGCPVEALVK 709 724 83.8 27.5 71.8 2 0 0 1,784.8849
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% DNGNGTYSCSYVPR 725 738 54.0 25.0 53.5 2 0 0 1,589.6649
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% TGVELGKPTHFTVNAK 885 900 29.0 26.8 21.3 1 0 0 1,698.9175
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% DVDIIDHHDNTYTVK 922 936 63.7 26.3 58.6 2 0 0 1,784.8452
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% SPFSVAVSPSLDLSK 959 973 42.8 28.0 23.2 2 0 0 1,533.8159
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% IVGPSGAAVPCK 1008 1019 39.7 26.3 22.8 2 0 0 1,155.6192
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% VEPGLGADNSVVR 1020 1032 61.3 27.8 49.2 1 0 0 1,312.6856
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% AFGPGLQGGSAGSPAR 1072 1087 58.8 26.9 44.9 2 0 0 1,429.7184
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% YGGQPVPNFPSK 1235 1246 48.9 27.3 45.4 2 0 0 1,290.6478
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% VANPSGNLTETYVQDR 1297 1312 81.8 27.1 74.1 2 0 0 1,763.8559
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% GAGTGGLGLAVEGPSEAK 1382 1399 85.2 26.9 76.7 2 0 0 1,570.8074
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% DAGEGLLAVQITDPEGKPK 1574 1592 55.0 26.9 47.7 0 2 0 1,938.0183
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% YGGDEIPFSPYR 1622 1633 42.6 25.0 22.8 2 0 0 1,400.6482
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% VAQPTITDNKDGTVTVR 1815 1831 53.0 27.5 42.5 2 0 0 1,814.9609
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% DAGEGGLSLAIEGPSK 1892 1907 89.8 27.5 78.4 2 0 0 1,500.7543
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% YNEQHVPGSPFTAR 1938 1951 53.1 26.1 27.7 2 2 0 1,602.7659
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% VDINTEDLEDGTCR 2090 2103 78.7 25.0 64.8 2 0 0 1,636.7122
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% FADQHVPGSPFSVK 2120 2133 40.1 27.8 33.1 0 2 0 1,515.7591
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% RAPSVANVGSHCDLSLK 2149 2165 25.0 27.2 22.3 0 1 0 1,810.9229
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% APSVANVGSHCDLSLK 2150 2165 19.9 27.2 19.9 0 1 0 1,654.8218
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% THEAEIVEGENHTYCIR 2185 2201 35.2 25.0 34.6 0 1 0 2,057.9346
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% EAGAGGLAIAVEGPSK 2265 2280 108.0 26.5 102.0 2 0 0 1,426.7538
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% LTVSSLQESGLK 2335 2346 64.8 27.8 54.2 2 0 0 1,261.6999
K_23 Filamin‐A FLNA_HUMAN 280,729 33 35 65 17.60% LYSVSYLLK 2613 2621 34.9 27.4 13.9 2 0 0 1,085.6241
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% IANLQTDLSDGLR 64 76 63.7 27.9 54.8 2 0 0 1,415.7491
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% AYGPGIEPTGNMVK 286 299 35.2 27.7 29.4 2 0 0 1,433.7095
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% VTAQGPGLEPSGNIANK 384 400 35.6 28.0 28.5 2 0 0 1,652.8604
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% LSPFMADIR 656 664 44.2 28.4 34.3 1 0 0 1,049.5449
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% TGVAVNKPAEFTVDAK 685 700 33.0 28.1 26.5 0 2 0 1,646.8749
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% VQVQDNEGCPVEALVK 709 724 76.2 27.5 62.9 2 0 0 1,784.8849
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% VEPGLGADNSVVR 1020 1032 34.9 27.8 24.5 1 0 0 1,312.6856
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% AFGPGLQGGSAGSPAR 1072 1087 75.9 26.7 58.0 2 0 0 1,429.7184
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% VANPSGNLTETYVQDR 1297 1312 92.6 27.0 88.8 2 0 0 1,763.8559
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% GAGTGGLGLAVEGPSEAK 1382 1399 86.7 26.9 75.8 2 0 0 1,570.8074
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% CSGPGLSPGMVR 1453 1464 32.9 25.0 30.3 1 0 0 1,217.5767
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% EAGAGGLAIAVEGPSK 2265 2280 50.6 27.2 50.6 2 0 0 1,426.7538
K_24 Filamin‐A FLNA_HUMAN 280,729 13 13 23 7.10% LTVSSLQESGLK 2335 2346 38.5 27.8 31.7 2 0 0 1,261.6999
L_13 Filamin‐A FLNA_HUMAN 280,729 5 5 8 2.61% IANLQTDLSDGLR 64 76 66.1 27.8 61.4 1 0 0 1,415.7491
L_13 Filamin‐A FLNA_HUMAN 280,729 5 5 8 2.61% VAQPTITDNKDGTVTVR 1815 1831 34.4 27.2 31.1 0 2 0 1,814.9609
L_13 Filamin‐A FLNA_HUMAN 280,729 5 5 8 2.61% FADQHVPGSPFSVK 2120 2133 23.0 27.8 17.1 0 2 0 1,515.7591
L_13 Filamin‐A FLNA_HUMAN 280,729 5 5 8 2.61% VNQPASFAVSLNGAK 2347 2361 66.2 28.2 63.6 2 0 0 1,502.7961
L_13 Filamin‐A FLNA_HUMAN 280,729 5 5 8 2.61% DKGEYTLVVK 2622 2631 25.0 26.3 16.6 1 0 0 1,151.6308
L_14 Filamin‐A FLNA_HUMAN 280,729 6 6 11 3.51% IANLQTDLSDGLR 64 76 48.6 27.9 44.8 2 0 0 1,415.7491
L_14 Filamin‐A FLNA_HUMAN 280,729 6 6 11 3.51% VTAQGPGLEPSGNIANK 384 400 44.2 27.9 26.4 2 0 0 1,652.8604
L_14 Filamin‐A FLNA_HUMAN 280,729 6 6 11 3.51% AWGPGLEGGVVGK 581 593 24.0 26.6 16.8 2 0 0 1,226.6530
L_14 Filamin‐A FLNA_HUMAN 280,729 6 6 11 3.51% VQVQDNEGCPVEALVK 709 724 81.4 27.3 67.7 2 0 0 1,784.8849
L_14 Filamin‐A FLNA_HUMAN 280,729 6 6 11 3.51% AFGPGLQGGSAGSPAR 1072 1087 53.9 26.9 39.2 2 0 0 1,429.7184
L_14 Filamin‐A FLNA_HUMAN 280,729 6 6 11 3.51% GAGTGGLGLAVEGPSEAK 1382 1399 48.0 27.4 45.2 1 0 0 1,570.8074
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% IANLQTDLSDGLR 64 76 77.8 27.9 71.8 2 0 0 1,415.7491
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% SPFEVYVDK 368 376 47.2 26.5 39.9 1 0 0 1,083.5357
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% VTAQGPGLEPSGNIANK 384 400 63.7 27.9 49.6 2 0 0 1,652.8604
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% SPYTVTVGQACNPSACR 468 484 78.5 25.0 77.1 2 0 0 1,867.8426
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% AWGPGLEGGVVGK 581 593 53.7 26.6 45.3 2 0 0 1,226.6530
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% TGVAVNKPAEFTVDAK 685 700 40.2 28.1 30.1 2 2 0 1,646.8749
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% VQVQDNEGCPVEALVK 709 724 81.9 27.3 72.8 2 0 0 1,784.8849
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% GKLDVQFSGLTK 905 916 34.0 25.9 28.8 2 0 0 1,292.7211
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% VDVGKDQEFTVK 983 994 21.2 27.7 12.6 0 1 0 1,364.7058
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% VEPGLGADNSVVR 1020 1032 50.0 27.6 41.0 2 0 0 1,312.6856
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% AFGPGLQGGSAGSPAR 1072 1087 77.5 26.9 58.9 2 0 0 1,429.7184
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% YGGQPVPNFPSK 1235 1246 35.9 27.1 27.3 2 0 0 1,290.6478
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% EATTEFSVDAR 1273 1283 56.2 25.0 43.7 2 0 0 1,225.5695
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% VANPSGNLTETYVQDR 1297 1312 100.0 27.3 92.2 2 0 0 1,763.8559
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% GAGTGGLGLAVEGPSEAK 1382 1399 83.3 27.2 77.6 2 0 0 1,570.8074
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% DAGEGLLAVQITDPEGKPK 1574 1592 46.5 26.5 39.8 1 0 0 1,938.0183
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% VAQPTITDNKDGTVTVR 1815 1831 46.9 27.3 46.4 2 0 0 1,814.9609
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% DAGEGGLSLAIEGPSK 1892 1907 99.4 27.7 92.8 2 0 0 1,500.7543
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% YNEQHVPGSPFTAR 1938 1951 40.8 26.5 13.7 0 2 0 1,602.7659
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% DAGYGGLSLSIEGPSK 2074 2089 37.7 28.2 31.3 2 0 0 1,550.7699
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% EAGAGGLAIAVEGPSK 2265 2280 76.9 27.0 71.7 2 0 0 1,426.7538
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% RLTVSSLQESGLK 2334 2346 41.2 26.3 26.5 0 2 0 1,417.8010
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% VNQPASFAVSLNGAK 2347 2361 70.1 28.2 63.1 2 0 0 1,502.7961
L_15 Filamin‐A FLNA_HUMAN 280,729 24 25 46 13.10% DKGEYTLVVK 2622 2631 32.2 26.9 18.5 1 0 0 1,151.6308
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% IANLQTDLSDGLR 64 76 81.4 27.5 75.5 2 0 0 1,415.7491
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% VTVLFAGQHIAK 356 367 58.9 25.0 46.4 2 0 0 1,283.7471
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% SPFEVYVDKSQGDASK 368 383 75.3 26.5 65.3 2 0 0 1,756.8389
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% VTAQGPGLEPSGNIANK 384 400 67.3 27.8 56.7 2 0 0 1,652.8604
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% SPYTVTVGQACNPSACR 468 484 82.9 25.0 75.9 2 0 0 1,867.8426
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% TGVAVNKPAEFTVDAK 685 700 58.1 28.1 43.6 2 2 0 1,646.8749
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% VQVQDNEGCPVEALVK 709 724 77.3 27.6 66.1 2 0 0 1,784.8849
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% GKLDVQFSGLTK 905 916 44.8 25.9 44.8 2 0 0 1,292.7211
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% DVDIIDHHDNTYTVK 922 936 25.8 26.6 21.8 1 0 0 1,784.8452
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% SPFSVAVSPSLDLSK 959 973 75.4 27.7 53.2 2 0 0 1,533.8159
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% VEPGLGADNSVVR 1020 1032 61.1 27.8 45.6 2 0 0 1,312.6856
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% AFGPGLQGGSAGSPAR 1072 1087 82.1 26.9 61.4 2 0 0 1,429.7184
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% YGGQPVPNFPSK 1235 1246 49.2 27.3 43.9 2 0 0 1,290.6478
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% VANPSGNLTETYVQDR 1297 1312 103.0 27.3 94.0 2 0 0 1,763.8559
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% GAGTGGLGLAVEGPSEAK 1382 1399 79.3 27.4 73.0 2 0 0 1,570.8074
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% DAGEGLLAVQITDPEGKPK 1574 1592 71.8 26.6 63.2 2 2 0 1,938.0183
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% YGGDEIPFSPYR 1622 1633 66.3 25.3 30.7 2 0 0 1,400.6482
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% VAQPTITDNKDGTVTVR 1815 1831 65.2 27.2 61.8 2 0 0 1,814.9609
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% DAGEGGLSLAIEGPSK 1892 1907 84.7 27.8 74.1 2 0 0 1,500.7543
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% YNEQHVPGSPFTAR 1938 1951 57.8 26.4 18.8 2 2 0 1,602.7659
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% NGHVGISFVPK 2004 2014 28.5 26.2 19.7 1 0 0 1,154.6317
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% NGQHVASSPIPVVISQSEIGDASR 2026 2049 68.1 26.8 64.8 0 2 0 2,448.2478



L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% DAGYGGLSLSIEGPSK 2074 2089 71.4 28.0 52.5 1 0 0 1,550.7699
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% RAPSVANVGSHCDLSLK 2149 2165 49.4 27.3 47.7 0 1 0 1,810.9229
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% IPEISIQDMTAQVTSPSGK 2166 2184 62.7 28.0 55.4 1 0 0 2,018.0114
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% EAGAGGLAIAVEGPSK 2265 2280 97.0 27.2 90.1 1 0 0 1,426.7538
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% RLTVSSLQESGLK 2334 2346 67.9 26.5 56.5 2 0 0 1,417.8010
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% LTVSSLQESGLK 2335 2346 65.8 27.9 52.3 2 0 0 1,261.6999
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% VNQPASFAVSLNGAK 2347 2361 76.1 27.9 69.8 2 0 0 1,502.7961
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% LVSNHSLHETSSVFVDSLTK 2521 2540 63.1 27.8 60.6 0 2 0 2,200.1244
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% AGNNMLLVGVHGPR 2585 2598 48.1 27.6 42.4 0 2 0 1,450.7585
L_16 Filamin‐A FLNA_HUMAN 280,729 32 35 63 18.00% LYSVSYLLK 2613 2621 33.0 27.5 17.8 1 0 0 1,085.6241
M_13 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.62% YNEQHVPGSPFTAR 1938 1951 26.6 26.4 12.6 0 1 0 1,602.7659
M_13 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.62% VNQPASFAVSLNGAK 2347 2361 59.7 28.0 54.1 2 0 0 1,502.7961
M_13 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.62% AGNNMLLVGVHGPR 2585 2598 21.8 27.9 11.6 0 1 0 1,450.7585
M_14 Filamin‐A FLNA_HUMAN 280,729 10 10 16 5.63% IANLQTDLSDGLR 64 76 64.1 27.8 60.3 2 0 0 1,415.7491
M_14 Filamin‐A FLNA_HUMAN 280,729 10 10 16 5.63% AYGPGIEPTGNMVK 286 299 23.7 27.3 14.3 1 0 0 1,449.7045
M_14 Filamin‐A FLNA_HUMAN 280,729 10 10 16 5.63% VTAQGPGLEPSGNIANK 384 400 37.4 27.8 33.8 2 0 0 1,652.8604
M_14 Filamin‐A FLNA_HUMAN 280,729 10 10 16 5.63% AWGPGLEGGVVGK 581 593 32.4 26.7 25.2 2 0 0 1,226.6530
M_14 Filamin‐A FLNA_HUMAN 280,729 10 10 16 5.63% TGVAVNKPAEFTVDAK 685 700 21.1 28.1 16.0 0 2 0 1,646.8749
M_14 Filamin‐A FLNA_HUMAN 280,729 10 10 16 5.63% AFGPGLQGGSAGSPAR 1072 1087 56.1 26.8 39.9 2 0 0 1,429.7184
M_14 Filamin‐A FLNA_HUMAN 280,729 10 10 16 5.63% VAQPTITDNKDGTVTVR 1815 1831 30.0 27.7 25.5 0 2 0 1,814.9609
M_14 Filamin‐A FLNA_HUMAN 280,729 10 10 16 5.63% YNEQHVPGSPFTAR 1938 1951 29.5 26.0 7.7 0 1 0 1,602.7659
M_14 Filamin‐A FLNA_HUMAN 280,729 10 10 16 5.63% FADQHVPGSPFSVK 2120 2133 19.6 28.0 18.5 0 1 0 1,515.7591
M_14 Filamin‐A FLNA_HUMAN 280,729 10 10 16 5.63% VNQPASFAVSLNGAK 2347 2361 44.5 28.3 41.0 1 0 0 1,502.7961
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% IANLQTDLSDGLR 64 76 82.0 27.8 76.7 2 0 0 1,415.7491
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% LIALLEVLSQK 77 87 38.0 25.0 27.6 1 0 0 1,226.7720
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% LLGWIQNK 172 179 26.3 28.4 16.0 1 0 0 971.5674
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% LPQLPITNFSR 180 190 41.0 27.2 23.6 2 0 0 1,285.7264
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% AYGPGIEPTGNMVK 286 299 34.8 27.3 25.8 2 0 0 1,449.7045
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% SAGQGEVLVYVEDPAGHQEEAK 310 331 52.0 25.9 50.6 0 2 0 2,313.0995
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% SPFEVYVDK 368 376 44.9 26.5 36.3 2 0 0 1,083.5357
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% VTAQGPGLEPSGNIANK 384 400 50.8 27.8 39.4 2 0 0 1,652.8604
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% SPYTVTVGQACNPSACR 468 484 75.1 25.0 70.6 2 0 0 1,867.8426
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% AWGPGLEGGVVGK 581 593 57.7 26.7 47.8 2 0 0 1,226.6530
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% TGVAVNKPAEFTVDAK 685 700 43.2 28.1 33.8 0 2 0 1,646.8749
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% VQVQDNEGCPVEALVK 709 724 78.6 27.4 66.3 2 0 0 1,784.8849
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% GKLDVQFSGLTK 905 916 38.0 26.3 31.3 2 0 0 1,292.7211
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% DVDIIDHHDNTYTVK 922 936 18.1 26.6 15.3 0 1 0 1,784.8452
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% SPFSVAVSPSLDLSK 959 973 58.0 27.7 45.5 2 0 0 1,533.8159
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% VDVGKDQEFTVK 983 994 21.5 27.6 14.7 0 2 0 1,364.7058
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% AFGPGLQGGSAGSPAR 1072 1087 73.2 26.7 58.0 1 0 0 1,429.7184
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% YGGQPVPNFPSK 1235 1246 53.8 27.1 46.2 2 0 0 1,290.6478
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% EATTEFSVDAR 1273 1283 62.8 25.0 52.7 2 0 0 1,225.5695
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% VANPSGNLTETYVQDR 1297 1312 111.0 27.0 103.0 2 0 0 1,763.8559
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% GAGTGGLGLAVEGPSEAK 1382 1399 81.8 27.3 75.4 2 0 0 1,570.8074
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% DAGEGLLAVQITDPEGKPK 1574 1592 48.7 26.9 43.5 0 2 0 1,938.0183
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% YGGDEIPFSPYR 1622 1633 40.1 25.0 18.5 2 0 0 1,400.6482
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% VAQPTITDNKDGTVTVR 1815 1831 37.0 27.6 31.8 0 2 0 1,814.9609
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% DAGEGGLSLAIEGPSK 1892 1907 71.9 27.5 61.7 2 0 0 1,500.7543
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% YNEQHVPGSPFTAR 1938 1951 49.4 26.0 17.6 0 2 0 1,602.7659
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% APSVANVGSHCDLSLK 2150 2165 19.0 27.2 17.5 0 1 0 1,654.8218
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% EAGAGGLAIAVEGPSK 2265 2280 84.9 27.2 78.8 1 0 0 1,426.7538
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% RLTVSSLQESGLK 2334 2346 17.3 26.7 0.7 0 1 0 1,417.8010
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% LTVSSLQESGLK 2335 2346 44.5 27.8 34.0 1 0 0 1,261.6999
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% VNQPASFAVSLNGAK 2347 2361 67.7 28.0 61.7 2 0 0 1,502.7961
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% AGNNMLLVGVHGPR 2585 2598 36.5 27.9 27.9 0 1 0 1,450.7585
M_15 Filamin‐A FLNA_HUMAN 280,729 31 31 54 17.20% DKGEYTLVVK 2622 2631 22.2 27.1 8.0 1 0 0 1,151.6308
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% IANLQTDLSDGLR 64 76 77.5 28.0 75.2 2 0 0 1,415.7491
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% LLGWIQNK 172 179 26.3 28.4 15.4 1 0 0 971.5674
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% LPQLPITNFSR 180 190 30.4 27.2 15.8 1 0 0 1,285.7264
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% AYGPGIEPTGNMVK 286 299 49.3 27.3 47.5 2 0 0 1,449.7045
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% SPFEVYVDK 368 376 30.7 26.5 24.6 1 0 0 1,083.5357
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% SPYTVTVGQACNPSACR 468 484 72.9 25.0 72.9 1 0 0 1,867.8426
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% AWGPGLEGGVVGK 581 593 40.7 26.8 29.6 1 0 0 1,226.6530
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% LSPFMADIR 656 664 25.1 27.6 8.3 1 0 0 1,065.5399
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% TGVAVNKPAEFTVDAK 685 700 47.8 28.1 33.8 0 2 0 1,646.8749
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% VQVQDNEGCPVEALVK 709 724 76.6 27.4 70.8 2 0 0 1,784.8849
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% AFGPGLQGGSAGSPAR 1072 1087 86.8 26.8 68.0 2 0 0 1,429.7184
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% EATTEFSVDAR 1273 1283 56.6 25.0 41.2 2 0 0 1,225.5695
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% VANPSGNLTETYVQDR 1297 1312 87.1 27.1 79.6 1 0 0 1,763.8559
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% GAGTGGLGLAVEGPSEAK 1382 1399 79.2 27.4 72.2 2 0 0 1,570.8074
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% DAGEGLLAVQITDPEGKPK 1574 1592 40.9 27.1 32.7 0 1 0 1,938.0183
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% VAQPTITDNKDGTVTVR 1815 1831 63.3 27.5 55.6 2 0 0 1,814.9609
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% DAGEGGLSLAIEGPSK 1892 1907 86.1 27.5 73.5 2 0 0 1,500.7543
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% EAGAGGLAIAVEGPSK 2265 2280 87.2 26.6 69.8 2 0 0 1,426.7538
M_16 Filamin‐A FLNA_HUMAN 280,729 18 18 29 10.20% VNQPASFAVSLNGAK 2347 2361 71.8 28.1 67.9 2 0 0 1,502.7961
N_15 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.78% AWGPGLEGGVVGK 581 593 32.3 27.2 21.6 2 0 0 1,226.6530
N_15 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.78% AFGPGLQGGSAGSPAR 1072 1087 35.9 27.0 30.3 1 0 0 1,429.7184
N_15 Filamin‐A FLNA_HUMAN 280,729 3 3 4 1.78% GAGTGGLGLAVEGPSEAK 1382 1399 63.4 27.3 63.0 1 0 0 1,570.8074
N_16 Filamin‐A FLNA_HUMAN 280,729 8 8 12 4.57% TGVAVNKPAEFTVDAK 685 700 27.9 28.2 21.0 0 2 0 1,646.8749
N_16 Filamin‐A FLNA_HUMAN 280,729 8 8 12 4.57% AFGPGLQGGSAGSPAR 1072 1087 57.2 26.9 47.2 1 0 0 1,429.7184
N_16 Filamin‐A FLNA_HUMAN 280,729 8 8 12 4.57% EATTEFSVDAR 1273 1283 51.6 25.3 49.3 2 0 0 1,225.5695
N_16 Filamin‐A FLNA_HUMAN 280,729 8 8 12 4.57% VANPSGNLTETYVQDR 1297 1312 64.5 27.3 61.4 1 0 0 1,763.8559
N_16 Filamin‐A FLNA_HUMAN 280,729 8 8 12 4.57% GAGTGGLGLAVEGPSEAK 1382 1399 67.4 26.9 58.7 2 0 0 1,570.8074
N_16 Filamin‐A FLNA_HUMAN 280,729 8 8 12 4.57% VAQPTITDNKDGTVTVR 1815 1831 26.3 27.2 22.2 0 2 0 1,814.9609
N_16 Filamin‐A FLNA_HUMAN 280,729 8 8 12 4.57% LTVSSLQESGLK 2335 2346 34.9 27.3 29.0 1 0 0 1,261.6999
N_16 Filamin‐A FLNA_HUMAN 280,729 8 8 12 4.57% VNQPASFAVSLNGAK 2347 2361 68.4 28.1 63.3 1 0 0 1,502.7961
O_15 Filamin‐A FLNA_HUMAN 280,729 5 5 7 2.80% AWGPGLEGGVVGK 581 593 33.5 27.2 27.9 1 0 0 1,226.6530
O_15 Filamin‐A FLNA_HUMAN 280,729 5 5 7 2.80% VQVQDNEGCPVEALVK 709 724 52.3 27.3 40.2 1 0 0 1,784.8849
O_15 Filamin‐A FLNA_HUMAN 280,729 5 5 7 2.80% AFGPGLQGGSAGSPAR 1072 1087 47.8 27.0 34.0 2 0 0 1,429.7184
O_15 Filamin‐A FLNA_HUMAN 280,729 5 5 7 2.80% EATTEFSVDAR 1273 1283 37.8 25.4 33.7 2 0 0 1,225.5695
O_15 Filamin‐A FLNA_HUMAN 280,729 5 5 7 2.80% GAGTGGLGLAVEGPSEAK 1382 1399 52.2 27.4 45.0 1 0 0 1,570.8074
O_16 Filamin‐A FLNA_HUMAN 280,729 7 7 9 3.82% AWGPGLEGGVVGK 581 593 34.8 27.1 30.9 1 0 0 1,226.6530
O_16 Filamin‐A FLNA_HUMAN 280,729 7 7 9 3.82% VQVQDNEGCPVEALVK 709 724 41.7 27.5 41.7 1 0 0 1,784.8849
O_16 Filamin‐A FLNA_HUMAN 280,729 7 7 9 3.82% AFGPGLQGGSAGSPAR 1072 1087 49.0 27.0 30.3 2 0 0 1,429.7184
O_16 Filamin‐A FLNA_HUMAN 280,729 7 7 9 3.82% EATTEFSVDAR 1273 1283 36.6 25.0 36.6 1 0 0 1,225.5695
O_16 Filamin‐A FLNA_HUMAN 280,729 7 7 9 3.82% GAGTGGLGLAVEGPSEAK 1382 1399 55.2 27.4 50.1 2 0 0 1,570.8074
O_16 Filamin‐A FLNA_HUMAN 280,729 7 7 9 3.82% LTVSSLQESGLK 2335 2346 31.9 27.8 27.3 1 0 0 1,261.6999
O_16 Filamin‐A FLNA_HUMAN 280,729 7 7 9 3.82% VNQPASFAVSLNGAK 2347 2361 53.9 28.0 48.2 1 0 0 1,502.7961
P_15 Filamin‐A FLNA_HUMAN 280,729 10 10 15 5.21% IANLQTDLSDGLR 64 76 57.5 27.6 53.0 1 0 0 1,415.7491
P_15 Filamin‐A FLNA_HUMAN 280,729 10 10 15 5.21% AEFTVETR 302 309 26.0 26.5 12.2 2 0 0 952.4734
P_15 Filamin‐A FLNA_HUMAN 280,729 10 10 15 5.21% AWGPGLEGGVVGK 581 593 31.3 26.6 24.2 1 0 0 1,226.6530
P_15 Filamin‐A FLNA_HUMAN 280,729 10 10 15 5.21% VQVQDNEGCPVEALVK 709 724 77.5 27.5 68.7 1 0 0 1,784.8849
P_15 Filamin‐A FLNA_HUMAN 280,729 10 10 15 5.21% VEPGLGADNSVVR 1020 1032 24.0 27.6 13.2 1 0 0 1,312.6856
P_15 Filamin‐A FLNA_HUMAN 280,729 10 10 15 5.21% AFGPGLQGGSAGSPAR 1072 1087 63.2 27.0 52.1 2 0 0 1,429.7184
P_15 Filamin‐A FLNA_HUMAN 280,729 10 10 15 5.21% YGGQPVPNFPSK 1235 1246 29.0 27.3 20.2 1 0 0 1,290.6478
P_15 Filamin‐A FLNA_HUMAN 280,729 10 10 15 5.21% VANPSGNLTETYVQDR 1297 1312 81.8 27.8 72.9 2 0 0 1,763.8559
P_15 Filamin‐A FLNA_HUMAN 280,729 10 10 15 5.21% GAGTGGLGLAVEGPSEAK 1382 1399 64.1 27.2 57.1 2 0 0 1,570.8074
P_15 Filamin‐A FLNA_HUMAN 280,729 10 10 15 5.21% ANLPQSFQVDTSK 1465 1477 38.4 28.2 34.5 2 0 0 1,434.7224
P_16 Filamin‐A FLNA_HUMAN 280,729 8 8 11 4.68% AWGPGLEGGVVGK 581 593 49.2 26.6 39.8 2 0 0 1,226.6530
P_16 Filamin‐A FLNA_HUMAN 280,729 8 8 11 4.68% TGVAVNKPAEFTVDAK 685 700 39.8 28.0 36.5 0 2 0 1,646.8749
P_16 Filamin‐A FLNA_HUMAN 280,729 8 8 11 4.68% VQVQDNEGCPVEALVK 709 724 61.5 27.5 52.7 1 0 0 1,784.8849
P_16 Filamin‐A FLNA_HUMAN 280,729 8 8 11 4.68% VDVGKDQEFTVK 983 994 21.7 27.5 16.6 0 1 0 1,364.7058



P_16 Filamin‐A FLNA_HUMAN 280,729 8 8 11 4.68% AFGPGLQGGSAGSPAR 1072 1087 70.1 26.9 57.1 2 0 0 1,429.7184
P_16 Filamin‐A FLNA_HUMAN 280,729 8 8 11 4.68% VANPSGNLTETYVQDR 1297 1312 81.2 27.8 74.5 1 0 0 1,763.8559
P_16 Filamin‐A FLNA_HUMAN 280,729 8 8 11 4.68% GAGTGGLGLAVEGPSEAK 1382 1399 70.1 27.1 63.0 1 0 0 1,570.8074
P_16 Filamin‐A FLNA_HUMAN 280,729 8 8 11 4.68% VAQPTITDNKDGTVTVR 1815 1831 23.8 27.3 14.7 0 1 0 1,814.9609
Q_14 Filamin‐A FLNA_HUMAN 280,729 2 2 3 1.28% AFGPGLQGGSAGSPAR 1072 1087 72.7 26.6 60.0 2 0 0 1,429.7184
Q_14 Filamin‐A FLNA_HUMAN 280,729 2 2 3 1.28% GAGTGGLGLAVEGPSEAK 1382 1399 50.6 27.4 43.5 1 0 0 1,570.8074
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% IANLQTDLSDGLR 64 76 65.2 27.9 58.6 1 0 0 1,415.7491
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% LLGWIQNK 172 179 28.0 28.5 16.1 1 0 0 971.5674
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% AYGPGIEPTGNMVK 286 299 31.3 28.1 27.2 1 0 0 1,449.7045
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% TGVAVNKPAEFTVDAK 685 700 37.4 28.1 29.0 2 2 0 1,646.8749
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% VQVQDNEGCPVEALVK 709 724 86.4 27.5 83.2 2 0 0 1,784.8849
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% SPFSVAVSPSLDLSK 959 973 50.0 27.9 40.1 2 0 0 1,533.8159
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% IVGPSGAAVPCK 1008 1019 28.5 26.1 12.0 2 0 0 1,155.6192
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% AFGPGLQGGSAGSPAR 1072 1087 69.2 26.9 58.9 2 0 0 1,429.7184
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% YGGQPVPNFPSK 1235 1246 35.0 27.4 29.3 1 0 0 1,290.6478
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% EATTEFSVDAR 1273 1283 51.0 25.2 34.8 2 0 0 1,225.5695
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% VANPSGNLTETYVQDR 1297 1312 83.2 27.6 78.7 2 0 0 1,763.8559
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% GAGTGGLGLAVEGPSEAK 1382 1399 79.7 27.1 74.7 2 0 0 1,570.8074
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% VAQPTITDNKDGTVTVR 1815 1831 32.0 27.3 26.6 0 2 0 1,814.9609
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% FADQHVPGSPFSVK 2120 2133 24.7 27.6 20.2 0 1 0 1,515.7591
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% LTVSSLQESGLK 2335 2346 49.1 27.8 37.1 2 0 0 1,261.6999
Q_15 Filamin‐A FLNA_HUMAN 280,729 15 16 28 8.50% VNQPASFAVSLNGAK 2347 2361 69.0 28.3 62.6 2 0 0 1,502.7961
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% DLAEDAPWKK 34 43 22.5 27.5 11.9 1 0 0 1,172.5948
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% IANLQTDLSDGLR 64 76 60.2 27.9 60.2 2 0 0 1,415.7491
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% AYGPGIEPTGNMVK 286 299 31.4 27.9 24.5 2 0 0 1,449.7045
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% SPYTVTVGQACNPSACR 468 484 52.5 25.0 48.4 1 0 0 1,867.8426
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% AWGPGLEGGVVGK 581 593 60.9 26.6 53.0 2 0 0 1,226.6530
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% TGVAVNKPAEFTVDAK 685 700 31.6 28.0 31.3 1 0 0 1,646.8749
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% VQVQDNEGCPVEALVK 709 724 77.2 27.6 64.8 2 0 0 1,784.8849
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% GKLDVQFSGLTK 905 916 26.8 25.8 20.2 1 0 0 1,292.7211
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% LDVQFSGLTK 907 916 57.2 27.4 50.0 2 0 0 1,107.6046
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% SPFSVAVSPSLDLSK 959 973 62.8 28.2 48.7 2 0 0 1,533.8159
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% AFGPGLQGGSAGSPAR 1072 1087 78.4 26.6 65.6 2 0 0 1,429.7184
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% VANPSGNLTETYVQDR 1297 1312 94.1 27.5 89.1 2 0 0 1,763.8559
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% GAGTGGLGLAVEGPSEAK 1382 1399 76.0 27.4 66.3 2 0 0 1,570.8074
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% DAGEGLLAVQITDPEGKPK 1574 1592 70.8 26.9 68.6 2 1 0 1,938.0183
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% VAQPTITDNKDGTVTVR 1815 1831 42.0 27.3 35.9 1 1 0 1,814.9609
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% FADQHVPGSPFSVK 2120 2133 33.6 27.5 27.5 0 2 0 1,515.7591
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% EAGAGGLAIAVEGPSK 2265 2280 73.2 27.0 69.7 2 0 0 1,426.7538
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% VNQPASFAVSLNGAK 2347 2361 77.9 28.2 74.4 2 0 0 1,502.7961
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% ENGVYLIDVK 2396 2405 28.5 28.0 12.3 1 0 0 1,149.6151
Q_16 Filamin‐A FLNA_HUMAN 280,729 19 21 34 10.50% DKGEYTLVVK 2622 2631 27.4 26.3 18.9 1 0 0 1,151.6308
A_03 Filamin‐B FLNB_HUMAN 278,159 2 3 6 0.88% SSFLVDCSK 2531 2539 22.8 25.0 17.0 2 0 0 1,042.4874
A_03 Filamin‐B FLNB_HUMAN 278,159 2 3 6 0.88% HVGNQQYNVTYVVK 2563 2576 46.4 28.8 40.0 2 2 0 1,648.8441
A_13 Filamin‐B FLNB_HUMAN 278,159 2 2 3 1.00% LIALLEVLSQK 50 60 26.0 25.0 26.0 2 0 0 1,226.7720
A_13 Filamin‐B FLNB_HUMAN 278,159 2 2 3 1.00% AGPGTLSVTIEGPSK 2412 2426 45.1 28.0 40.4 1 0 0 1,413.7586
A_17 Filamin‐B FLNB_HUMAN 278,159 2 2 2 0.92% IFFAGDTIPK 430 439 20.8 27.4 15.0 1 0 0 1,108.6039
A_17 Filamin‐B FLNB_HUMAN 278,159 2 2 2 0.92% VDIQTEDLEDGTCK 2045 2058 19.9 25.0 19.5 1 0 0 1,622.7218
A_19 Filamin‐B FLNB_HUMAN 278,159 6 6 11 3.19% IGNLQTDLSDGLR 37 49 59.1 28.3 54.3 1 0 0 1,401.7335
A_19 Filamin‐B FLNB_HUMAN 278,159 6 6 11 3.19% LIALLEVLSQK 50 60 42.3 25.0 37.1 2 0 0 1,226.7720
A_19 Filamin‐B FLNB_HUMAN 278,159 6 6 11 3.19% VDIQTEDLEDGTCK 2045 2058 62.7 25.0 62.7 2 0 0 1,622.7218
A_19 Filamin‐B FLNB_HUMAN 278,159 6 6 11 3.19% FADEHVPGSPFTVK 2075 2088 24.2 26.7 10.3 0 2 0 1,530.7588
A_19 Filamin‐B FLNB_HUMAN 278,159 6 6 11 3.19% APSVATVGSICDLNLK 2105 2120 91.6 28.2 85.9 2 0 0 1,644.8627
A_19 Filamin‐B FLNB_HUMAN 278,159 6 6 11 3.19% AGPGTLSVTIEGPSK 2412 2426 58.6 28.0 51.8 2 0 0 1,413.7586
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% IGNLQTDLSDGLR 37 49 45.7 28.3 35.4 1 0 0 1,401.7335
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% SPFEVQVGPEAGMQK 537 551 43.0 26.2 43.0 1 0 0 1,619.7736
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% TATPEIVDNKDGTVTVR 1771 1787 50.8 27.7 45.2 2 1 0 1,815.9449
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% YAPTEVGLHEMHIK 1788 1801 28.5 27.5 25.8 1 0 0 1,640.8103
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% YNDKHIPGSPFTAK 1894 1907 22.6 27.8 14.6 0 2 0 1,574.7963
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% TFEMSDFIVDTR 2017 2028 53.6 25.0 53.6 2 0 0 1,476.6677
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% DAGYGGISLAVEGPSK 2029 2044 59.5 28.4 39.9 2 0 0 1,520.7593
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% VDIQTEDLEDGTCK 2045 2058 87.8 25.0 87.8 2 0 0 1,622.7218
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% APSVATVGSICDLNLK 2105 2120 60.5 28.3 57.8 2 0 0 1,644.8627
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% IPEINSSDMSAHVTSPSGR 2121 2139 60.7 25.4 56.9 2 0 0 2,000.9343
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% FVPQEMGVHTVSVK 2157 2170 58.5 28.8 51.1 2 0 0 1,573.8044
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% EAGAGGLSIAVEGPSK 2220 2235 81.6 27.7 65.3 2 0 0 1,442.7487
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% VNQPASFAIR 2302 2311 33.4 29.0 17.8 1 0 0 1,102.6003
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% VHSPSGAVEECHVSELEPDK 2323 2342 29.7 25.0 28.2 0 2 0 2,206.0082
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% FIPHENGVHTIDVK 2347 2360 38.4 28.0 23.2 2 0 0 1,605.8385
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% AGPGTLSVTIEGPSK 2412 2426 73.1 28.0 63.3 2 0 0 1,413.7586
A_20 Filamin‐B FLNB_HUMAN 278,159 17 18 31 9.68% YGGPNHIVGSPFK 2456 2468 60.9 27.4 47.5 2 0 0 1,372.7009
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% IGNLQTDLSDGLR 37 49 65.6 28.3 51.3 2 0 0 1,401.7335
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% LIALLEVLSQK 50 60 37.5 25.0 31.8 1 0 0 1,226.7720
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% SPFEVQVGPEAGMQK 537 551 33.9 26.2 31.4 1 0 0 1,619.7736
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% TATPEIVDNKDGTVTVR 1771 1787 43.7 28.0 36.8 2 0 0 1,815.9449
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% YAPTEVGLHEMHIK 1788 1801 42.0 27.4 29.3 2 0 0 1,640.8103
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% DAGYGGISLAVEGPSK 2029 2044 83.7 28.7 60.4 2 0 0 1,520.7593
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% VDIQTEDLEDGTCK 2045 2058 69.1 25.0 66.1 2 0 0 1,622.7218
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% FADEHVPGSPFTVK 2075 2088 30.3 26.9 26.8 2 2 0 1,530.7588
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% APSVATVGSICDLNLK 2105 2120 96.9 28.0 87.1 2 0 0 1,644.8627
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% VTEAEIVPMGK 2140 2150 39.4 27.5 26.9 3 0 0 1,189.6135
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% FVPQEMGVHTVSVK 2157 2170 56.1 28.8 42.5 2 0 0 1,573.8044
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% LTVMSLQESGLK 2290 2301 41.0 27.5 35.2 2 0 0 1,321.7034
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% VNQPASFAIR 2302 2311 48.9 27.7 35.9 2 0 0 1,102.6003
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% AGPGTLSVTIEGPSK 2412 2426 63.2 28.0 50.9 2 0 0 1,413.7586
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% YGGPNHIVGSPFK 2456 2468 28.7 27.4 23.6 0 2 0 1,372.7009
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% SSTETCYSAIPK 2496 2507 39.6 25.0 20.8 2 0 0 1,343.6148
A_21 Filamin‐B FLNB_HUMAN 278,159 17 19 34 8.69% SSFLVDCSK 2531 2539 24.8 25.0 14.6 1 0 0 1,042.4874
A_22 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.96% IGNLQTDLSDGLR 37 49 70.5 28.4 60.3 2 0 0 1,401.7335
A_22 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.96% VTVLFAGQHISK 329 340 29.0 26.8 23.5 1 0 0 1,299.7420
A_22 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.96% NTVELLVEDK 400 409 40.5 28.1 29.0 2 0 0 1,159.6206
A_22 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.96% SPFEVQVGPEAGMQK 537 551 47.5 26.0 44.6 2 0 0 1,619.7736
A_22 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.96% IEYNDQNDGSCDVK 594 607 45.1 25.0 45.1 2 0 0 1,656.6808
A_22 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.96% LDVTILSPSR 977 986 42.5 27.3 26.8 2 0 0 1,100.6311
A_22 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.96% GAGTGGLGLTVEGPCEAK 1067 1084 43.4 27.2 43.4 1 0 0 1,673.8167
A_22 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.96% ADIEMPFDPSK 1125 1135 24.5 25.0 16.5 1 0 0 1,265.5721
A_22 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.96% GAGIGGLGITVEGPSESK 1355 1372 48.5 27.7 43.3 1 0 0 1,628.8493
A_22 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.96% IAGPGLGSGVR 1426 1436 47.0 25.0 32.3 2 0 0 983.5634
A_22 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.96% VNQPASFAIR 2302 2311 33.5 27.7 23.9 2 0 0 1,102.6003
A_22 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.96% YGGPNHIVGSPFK 2456 2468 21.3 27.2 13.7 0 1 0 1,372.7009
A_23 Filamin‐B FLNB_HUMAN 278,159 12 12 20 5.92% IGNLQTDLSDGLR 37 49 77.9 28.0 66.3 2 0 0 1,401.7335
A_23 Filamin‐B FLNB_HUMAN 278,159 12 12 20 5.92% LIALLEVLSQK 50 60 19.2 25.0 14.8 1 0 0 1,226.7720
A_23 Filamin‐B FLNB_HUMAN 278,159 12 12 20 5.92% LLGWIQNK 145 152 23.0 27.9 12.3 1 0 0 971.5674
A_23 Filamin‐B FLNB_HUMAN 278,159 12 12 20 5.92% IFFAGDTIPK 430 439 27.4 27.4 16.4 2 0 0 1,108.6039
A_23 Filamin‐B FLNB_HUMAN 278,159 12 12 20 5.92% SPFEVQVGPEAGMQK 537 551 64.0 26.2 52.7 2 0 0 1,619.7736
A_23 Filamin‐B FLNB_HUMAN 278,159 12 12 20 5.92% IEYNDQNDGSCDVK 594 607 34.8 25.0 30.8 2 0 0 1,656.6808
A_23 Filamin‐B FLNB_HUMAN 278,159 12 12 20 5.92% MDGTYACSYTPVK 700 712 42.3 25.0 42.3 1 0 0 1,508.6397
A_23 Filamin‐B FLNB_HUMAN 278,159 12 12 20 5.92% VEVGKDQEFTVDTR 956 969 24.5 27.7 19.0 0 1 0 1,622.8022
A_23 Filamin‐B FLNB_HUMAN 278,159 12 12 20 5.92% LDVTILSPSR 977 986 39.7 28.5 39.7 2 0 0 1,100.6311
A_23 Filamin‐B FLNB_HUMAN 278,159 12 12 20 5.92% GAGTGGLGLTVEGPCEAK 1067 1084 70.0 27.2 65.3 2 0 0 1,673.8167
A_23 Filamin‐B FLNB_HUMAN 278,159 12 12 20 5.92% CLATGPGIASTVK 1617 1629 38.9 28.9 23.5 2 0 0 1,274.6775
A_23 Filamin‐B FLNB_HUMAN 278,159 12 12 20 5.92% AGPGTLSVTIEGPSK 2412 2426 52.1 27.6 45.7 2 0 0 1,413.7586



A_24 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.11% IGNLQTDLSDGLR 37 49 50.5 28.0 37.6 2 0 0 1,401.7335
A_24 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.11% LIALLEVLSQK 50 60 35.0 25.0 25.0 1 0 0 1,226.7720
A_24 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.11% IFFAGDTIPK 430 439 43.7 26.7 30.4 2 0 0 1,108.6039
A_24 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.11% SPFEVQVGPEAGMQK 537 551 68.5 26.2 64.0 2 0 0 1,619.7736
A_24 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.11% VEVGKDQEFTVDTR 956 969 19.0 27.7 4.5 0 1 0 1,622.8022
A_24 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.11% LDVTILSPSR 977 986 38.7 29.1 38.7 2 0 0 1,100.6311
A_24 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.11% VVPCLVTPVTGR 988 999 22.7 25.1 16.0 1 0 0 1,297.7298
A_24 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.11% GAGTGGLGLTVEGPCEAK 1067 1084 54.6 27.5 48.4 2 0 0 1,673.8167
A_24 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.11% GAGIGGLGITVEGPSESK 1355 1372 46.3 27.8 38.2 1 0 0 1,628.8493
A_24 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.11% VLQSFTVDSSK 1439 1449 22.4 27.1 15.5 1 0 0 1,210.6314
A_24 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.11% TGEEVGFVVDAK 1630 1641 32.3 27.1 26.4 1 0 0 1,250.6264
A_24 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.11% AGPGTLSVTIEGPSK 2412 2426 53.2 27.8 47.4 2 0 0 1,413.7586
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% IGNLQTDLSDGLR 37 49 64.4 28.3 55.4 2 0 0 1,401.7335
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% LIALLEVLSQK 50 60 69.8 25.0 63.8 2 0 0 1,226.7720
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% NTVELLVEDK 400 409 44.7 29.2 20.8 2 0 0 1,159.6206
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% SPFEVQVGPEAGMQK 537 551 61.4 26.2 58.2 2 0 0 1,619.7736
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% IEYNDQNDGSCDVK 594 607 63.7 25.0 63.7 2 0 0 1,656.6808
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% MDGTYACSYTPVK 700 712 75.7 25.0 75.7 2 0 0 1,508.6397
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% AGVENGKPTHFTVYTK 858 873 28.3 28.4 23.4 0 2 0 1,748.8967
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% SPFTVGVAAPLDLSK 932 946 47.5 27.6 40.4 2 0 0 1,501.8262
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% VEVGKDQEFTVDTR 956 969 38.7 27.7 24.4 0 2 0 1,622.8022
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% GAGTGGLGLTVEGPCEAK 1067 1084 72.1 27.3 65.9 2 0 0 1,673.8167
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% GAGIGGLGITVEGPSESK 1355 1372 57.8 27.8 52.0 2 0 0 1,628.8493
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% VPVKDVVDPSK 1413 1423 31.6 25.0 27.6 2 0 0 1,182.6730
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% IAGPGLGSGVR 1426 1436 75.8 25.0 61.6 2 0 0 983.5634
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% YADEEIPR 1497 1504 30.8 26.1 28.2 2 0 0 992.4684
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% CLATGPGIASTVK 1617 1629 27.0 28.9 8.2 1 0 0 1,274.6775
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% TGEEVGFVVDAK 1630 1641 69.6 27.4 59.0 2 0 0 1,250.6264
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% DAGYGGISLAVEGPSK 2029 2044 56.9 28.6 36.2 2 0 0 1,520.7593
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% VDIQTEDLEDGTCK 2045 2058 73.6 25.0 73.6 2 0 0 1,622.7218
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% APSVATVGSICDLNLK 2105 2120 37.7 28.3 24.3 1 0 0 1,644.8627
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% VNQPASFAIR 2302 2311 38.0 29.0 28.0 2 0 0 1,102.6003
A_25 Filamin‐B FLNB_HUMAN 278,159 21 21 40 10.90% AGPGTLSVTIEGPSK 2412 2426 56.9 27.7 41.7 2 0 0 1,413.7586
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% DLAEDAPWK 7 15 32.8 25.0 31.1 2 0 0 1,044.4998
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% DLAEDAPWKK 7 16 23.2 27.1 18.8 1 0 0 1,172.5948
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% IGNLQTDLSDGLR 37 49 70.2 28.3 54.2 4 0 0 1,401.7335
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% LIALLEVLSQK 50 60 67.9 25.0 59.5 2 0 0 1,226.7720
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% LIALLEVLSQKR 50 61 46.5 25.0 46.5 2 0 0 1,382.8731
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% LLGWIQNK 145 152 25.9 27.9 15.5 2 0 0 971.5674
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% TYSVEYLPK 314 322 28.7 26.3 20.9 2 0 0 1,099.5670
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% VTVLFAGQHISK 329 340 41.8 26.8 28.9 2 0 0 1,299.7420
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% NTVELLVEDKGNQVYR 400 415 51.7 27.6 48.4 2 2 0 1,876.9764
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% IFFAGDTIPK 430 439 54.6 27.6 40.7 2 0 0 1,108.6039
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% SPFVVQVGEACNPNACR 440 456 82.5 25.0 72.3 2 2 0 1,904.8742
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% SPFEVQVGPEAGMQK 537 551 54.5 26.2 54.0 2 2 0 1,619.7736
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% AWGPGLHGGIVGR 554 566 51.5 28.1 43.2 2 0 0 1,276.6911
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% SGCIVNNLAEFTVDPK 658 673 37.3 27.4 34.7 2 0 0 1,763.8634
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% NRMDGTYACSYTPVK 698 712 26.7 25.0 22.1 0 1 0 1,778.7837
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% MDGTYACSYTPVK 700 712 79.5 25.0 79.5 4 0 0 1,508.6397
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% VKVFGPGVER 745 754 27.2 28.3 19.3 2 0 0 1,087.6259
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% AGVENGKPTHFTVYTK 858 873 54.0 28.3 50.6 2 0 0 1,748.8967
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% APLNVQFNSPLPGDAVK 878 894 22.7 26.7 20.3 1 0 0 1,766.9437
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% SPFTVGVAAPLDLSK 932 946 48.4 27.6 30.7 2 0 0 1,501.8262
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% VEVGKDQEFTVDTR 956 969 74.2 27.7 49.4 2 2 0 1,622.8022
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% LDVTILSPSR 977 986 39.8 29.1 30.1 2 0 0 1,100.6311
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% LDVTILSPSRK 977 987 36.5 26.0 31.8 2 0 0 1,228.7261
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% KVVPCLVTPVTGR 987 999 38.3 25.0 38.3 2 0 0 1,425.8248
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% VVPCLVTPVTGR 988 999 39.8 25.1 34.0 2 0 0 1,297.7298
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% GAGTGGLGLTVEGPCEAK 1067 1084 82.1 27.2 82.1 2 0 0 1,673.8167
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% ADIEMPFDPSK 1125 1135 38.8 25.0 36.5 2 0 0 1,265.5721
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% YGGELVPHFPAR 1208 1219 29.0 27.4 24.0 2 0 0 1,342.6903
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% VKVEPAVDTSR 1220 1230 27.1 28.4 17.9 1 0 0 1,200.6583
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% EAFTNKPNVFTVVTR 1340 1354 37.5 28.1 30.8 0 2 0 1,722.9173
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% GAGIGGLGITVEGPSESK 1355 1372 76.8 27.7 64.2 2 0 0 1,628.8493
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% VPVKDVVDPSK 1413 1423 51.4 25.1 42.4 2 0 0 1,182.6730
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% IAGPGLGSGVR 1426 1436 67.7 25.0 49.7 2 0 0 983.5634
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% VLQSFTVDSSK 1439 1449 60.3 27.8 53.2 2 0 0 1,210.6314
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% AGLAPLEVR 1450 1458 36.6 25.0 17.9 2 0 0 925.5466
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% DAGEGLLAVQITDQEGKPK 1546 1564 65.8 27.8 54.9 2 1 0 1,969.0241
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% DGTYAVTYIPDKTGR 1573 1587 33.8 27.6 30.1 0 1 0 1,656.8230
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% TGEEVGFVVDAK 1630 1641 83.9 27.4 71.6 2 0 0 1,250.6264
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% DAGYGGISLAVEGPSK 2029 2044 62.7 28.5 41.2 2 0 0 1,520.7593
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% VDIQTEDLEDGTCK 2045 2058 64.3 25.0 64.3 2 0 0 1,622.7218
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% EAGAGGLSIAVEGPSK 2220 2235 65.9 28.0 65.8 2 0 0 1,442.7487
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% AGPGTLSVTIEGPSK 2412 2426 67.5 27.8 53.8 2 0 0 1,413.7586
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% YGGPNHIVGSPFK 2456 2468 21.0 27.2 13.8 0 1 0 1,372.7009
A_26 Filamin‐B FLNB_HUMAN 278,159 44 50 94 20.00% SSTETCYSAIPK 2496 2507 23.0 25.0 10.8 1 0 0 1,343.6148
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% DLAEDAPWK 7 15 33.9 25.0 28.7 1 0 0 1,044.4998
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% DLAEDAPWKK 7 16 29.8 26.7 24.8 1 0 0 1,172.5948
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% LIALLEVLSQK 50 60 56.9 25.0 53.2 2 0 0 1,226.7720
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% VTVLFAGQHISK 329 340 35.7 26.8 23.2 2 0 0 1,299.7420
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% NTVELLVEDK 400 409 43.7 29.2 28.7 2 0 0 1,159.6206
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% SPFEVQVGPEAGMQK 537 551 59.7 26.1 57.6 2 0 0 1,619.7736
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% IEYNDQNDGSCDVK 594 607 44.7 25.0 44.7 2 0 0 1,656.6808
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% MDGTYACSYTPVK 700 712 40.1 25.0 36.6 2 0 0 1,508.6397
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% AGVENGKPTHFTVYTK 858 873 27.2 28.5 22.0 0 1 0 1,748.8967
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% GAGTGGLGLTVEGPCEAK 1067 1084 60.9 27.5 54.8 2 0 0 1,673.8167
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% ADIEMPFDPSK 1125 1135 36.8 25.0 30.4 2 0 0 1,265.5721
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% EAFTNKPNVFTVVTR 1340 1354 22.2 28.3 9.5 0 1 0 1,722.9173
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% GAGIGGLGITVEGPSESK 1355 1372 57.8 27.6 51.4 2 0 0 1,628.8493
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% IAGPGLGSGVR 1426 1436 46.7 25.0 37.1 2 0 0 983.5634
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% AGLAPLEVR 1450 1458 26.2 25.0 13.8 2 0 0 925.5466
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% YADEEIPR 1497 1504 42.4 25.7 36.9 1 0 0 992.4684
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% DAGEGLLAVQITDQEGKPK 1546 1564 50.2 27.7 37.9 0 2 0 1,969.0241
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% CLATGPGIASTVK 1617 1629 46.0 29.0 28.1 2 0 0 1,274.6775
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% TGEEVGFVVDAK 1630 1641 62.5 27.4 52.3 2 0 0 1,250.6264
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% TATPEIVDNKDGTVTVR 1771 1787 17.3 28.0 13.1 0 1 0 1,815.9449
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% TFEMSDFIVDTR 2017 2028 36.2 25.0 32.7 1 0 0 1,476.6677
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% DAGYGGISLAVEGPSK 2029 2044 59.5 28.4 41.2 2 0 0 1,520.7593
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% VDIQTEDLEDGTCK 2045 2058 68.2 25.0 68.2 2 0 0 1,622.7218
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% APSVATVGSICDLNLK 2105 2120 28.4 28.3 26.2 1 0 0 1,644.8627
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% LTVMSLQESGLK 2290 2301 40.8 27.3 36.3 1 0 0 1,321.7034
A_27 Filamin‐B FLNB_HUMAN 278,159 26 26 43 13.00% AGPGTLSVTIEGPSK 2412 2426 60.3 27.6 47.2 2 0 0 1,413.7586
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% PVTEKDLAEDAPWK 2 15 33.3 28.2 28.8 0 2 0 1,598.8063
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% PVTEKDLAEDAPWKK 2 16 29.7 27.5 26.7 0 2 0 1,726.9013
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% IGNLQTDLSDGLR 37 49 64.0 28.0 55.1 4 0 0 1,401.7335
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% LIALLEVLSQK 50 60 82.0 25.0 67.6 2 0 0 1,226.7720
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% LIALLEVLSQKR 50 61 71.1 25.0 71.1 2 2 0 1,382.8731
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% LLGWIQNK 145 152 59.1 27.9 48.2 2 0 0 971.5674
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% VTGLHKVTVLFAGQHISK 323 340 28.8 25.0 27.4 0 0 1 1,935.1176
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% VTVLFAGQHISK 329 340 74.8 27.3 70.1 2 0 0 1,299.7420
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% SPFEVSVDK 341 349 48.6 26.4 12.4 1 0 0 1,007.5044



A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% NTVELLVEDKGNQVYR 400 415 61.1 27.7 54.8 2 2 0 1,876.9764
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% IFFAGDTIPK 430 439 46.4 27.6 32.2 2 0 0 1,108.6039
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% SPFVVQVGEACNPNACR 440 456 107.0 25.0 101.0 2 2 0 1,904.8742
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% AAGSGELGVTMK 481 492 39.5 27.0 35.7 1 0 0 1,136.5618
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% AAGSGELGVTMKGPK 481 495 36.2 28.5 27.0 1 0 0 1,418.7311
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% SPFEVQVGPEAGMQK 537 551 60.2 26.0 56.2 2 0 0 1,619.7736
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% AWGPGLHGGIVGR 554 566 49.7 28.1 40.3 2 0 0 1,276.6911
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% IEYNDQNDGSCDVK 594 607 65.6 25.0 57.9 2 0 0 1,656.6808
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% SGCIVNNLAEFTVDPK 658 673 64.0 27.7 57.2 2 0 0 1,763.8634
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% NRMDGTYACSYTPVK 698 712 40.6 25.0 39.7 1 2 0 1,778.7837
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% MDGTYACSYTPVK 700 712 81.8 25.0 78.1 2 0 0 1,508.6397
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% VLFASQEIPASPFR 823 836 46.7 28.0 35.5 1 0 0 1,561.8373
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% AGVENGKPTHFTVYTK 858 873 49.0 28.5 42.5 1 1 0 1,748.8967
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% APLNVQFNSPLPGDAVK 878 894 38.5 27.2 29.9 1 0 0 1,766.9437
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% DLDIIDNYDYSHTVK 895 909 30.8 25.6 16.5 1 0 0 1,810.8496
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% SPFTVGVAAPLDLSK 932 946 70.3 27.6 57.6 2 0 0 1,501.8262
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% VEVGKDQEFTVDTR 956 969 75.0 27.7 58.2 2 0 0 1,622.8022
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% LDVTILSPSR 977 986 65.3 27.3 48.2 2 0 0 1,100.6311
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% LDVTILSPSRK 977 987 25.8 26.0 18.9 1 0 0 1,228.7261
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% KVVPCLVTPVTGR 987 999 56.4 25.0 47.4 2 0 0 1,425.8248
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% GAGTGGLGLTVEGPCEAK 1067 1084 97.6 27.1 85.4 2 0 0 1,673.8167
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% YGGELVPHFPAR 1208 1219 19.7 27.1 14.2 1 0 0 1,342.6903
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% VKVEPAVDTSR 1220 1230 29.8 28.3 27.0 1 0 0 1,200.6583
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% EAFTNKPNVFTVVTR 1340 1354 44.0 28.1 38.5 2 2 0 1,722.9173
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% GAGIGGLGITVEGPSESK 1355 1372 61.5 27.7 52.5 2 0 0 1,628.8493
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% VPVKDVVDPSK 1413 1423 50.5 25.1 41.1 2 0 0 1,182.6730
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% VPVKDVVDPSKVK 1413 1425 34.2 25.0 34.2 0 2 0 1,409.8364
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% IAGPGLGSGVR 1426 1436 82.1 25.1 66.2 1 0 0 983.5634
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% AGLAPLEVR 1450 1458 33.6 25.0 16.3 2 0 0 925.5466
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% DAGEGLLAVQITDQEGKPK 1546 1564 93.6 27.8 87.6 2 2 0 1,969.0241
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% RAIVHDNKDGTYAVTYIPDK 1565 1584 36.4 28.5 34.4 0 2 0 2,276.1672
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% DGTYAVTYIPDKTGR 1573 1587 38.9 27.2 32.4 0 1 0 1,656.8230
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% CLATGPGIASTVK 1617 1629 49.2 28.5 33.7 2 0 0 1,274.6775
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% TGEEVGFVVDAK 1630 1641 79.9 27.4 68.5 2 0 0 1,250.6264
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% KGEITGEVHMPSGK 1757 1770 26.2 27.2 19.9 0 1 0 1,485.7369
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% TATPEIVDNK 1771 1780 22.3 26.9 14.2 1 0 0 1,087.5631
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% TATPEIVDNKDGTVTVR 1771 1787 81.8 27.7 73.5 2 1 0 1,815.9449
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% YAPTEVGLHEMHIK 1788 1801 35.5 27.3 24.2 2 0 0 1,640.8103
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% YNDKHIPGSPFTAK 1894 1907 43.8 27.9 38.9 2 2 0 1,574.7963
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% LPNNHIGISFIPR 1957 1969 42.9 26.3 38.0 0 2 0 1,477.8275
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% TFEMSDFIVDTR 2017 2028 65.3 25.0 61.0 2 0 0 1,476.6677
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% VDIQTEDLEDGTCK 2045 2058 77.9 25.0 77.9 3 0 0 1,622.7218
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% FADEHVPGSPFTVK 2075 2088 36.5 26.7 32.6 2 1 0 1,530.7588
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% APSVATVGSICDLNLK 2105 2120 85.7 28.3 79.4 2 0 0 1,644.8627
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% IPEINSSDMSAHVTSPSGR 2121 2139 54.2 25.3 46.3 2 2 0 2,000.9343
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% VTEAEIVPMGK 2140 2150 25.4 28.2 19.6 1 0 0 1,189.6135
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% RLTVMSLQESGLK 2289 2301 30.8 28.2 21.8 0 1 0 1,477.8045
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% LTVMSLQESGLK 2290 2301 61.8 27.5 48.2 2 0 0 1,321.7034
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% VNQPASFAIR 2302 2311 57.2 27.7 46.3 2 0 0 1,102.6003
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% FNGSHVVGSPFK 2361 2372 66.5 27.5 44.6 2 0 0 1,275.6480
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% AGPGTLSVTIEGPSK 2412 2426 57.9 28.0 42.6 2 0 0 1,413.7586
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% YGGPNHIVGSPFK 2456 2468 36.3 27.4 28.7 0 2 0 1,372.7009
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% SSTETCYSAIPK 2496 2507 45.0 25.0 26.9 2 0 0 1,343.6148
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% SSFLVDCSK 2531 2539 45.5 25.0 32.2 2 0 0 1,042.4874
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% HVGNQQYNVTYVVK 2563 2576 56.1 28.8 49.1 2 2 0 1,648.8441
A_28 Filamin‐B FLNB_HUMAN 278,159 65 77 136 29.20% ERGDYVLAVK 2577 2586 27.6 27.6 9.9 2 0 0 1,149.6263
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% DLAEDAPWK 7 15 33.0 25.0 31.2 1 0 0 1,044.4998
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% LIALLEVLSQK 50 60 68.8 25.0 55.9 2 0 0 1,226.7720
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% VTVLFAGQHISK 329 340 54.5 26.8 43.8 2 0 0 1,299.7420
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% SPFEVQVGPEAGMQK 537 551 53.8 26.1 43.2 1 0 0 1,619.7736
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% IEYNDQNDGSCDVK 594 607 29.0 25.0 29.0 2 0 0 1,656.6808
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% MDGTYACSYTPVK 700 712 57.2 25.0 57.2 1 0 0 1,508.6397
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% VEVGKDQEFTVDTR 956 969 27.9 27.7 13.7 0 2 0 1,622.8022
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% LDVTILSPSR 977 986 56.5 27.3 36.2 2 0 0 1,100.6311
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% GAGTGGLGLTVEGPCEAK 1067 1084 62.2 27.2 60.4 2 0 0 1,673.8167
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% GAGIGGLGITVEGPSESK 1355 1372 48.5 27.7 47.0 2 0 0 1,628.8493
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% IAGPGLGSGVR 1426 1436 46.5 25.0 37.4 1 0 0 983.5634
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% DAGEGLLAVQITDQEGKPK 1546 1564 35.7 27.8 29.6 0 2 0 1,969.0241
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% TGEEVGFVVDAK 1630 1641 66.1 27.1 56.6 2 0 0 1,250.6264
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% TATPEIVDNKDGTVTVR 1771 1787 37.9 27.7 32.0 1 1 0 1,815.9449
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% TFEMSDFIVDTR 2017 2028 33.9 25.0 33.9 1 0 0 1,476.6677
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% DAGYGGISLAVEGPSK 2029 2044 66.0 28.6 49.6 2 0 0 1,520.7593
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% VDIQTEDLEDGTCK 2045 2058 82.6 25.0 76.2 2 0 0 1,622.7218
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% APSVATVGSICDLNLK 2105 2120 45.4 28.3 37.3 2 0 0 1,644.8627
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% EAGAGGLSIAVEGPSK 2220 2235 58.8 27.7 44.0 2 0 0 1,442.7487
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% LTVMSLQESGLK 2290 2301 36.7 27.6 30.8 2 0 0 1,321.7034
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% VNQPASFAIR 2302 2311 51.8 27.7 41.4 2 0 0 1,102.6003
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% AGPGTLSVTIEGPSK 2412 2426 58.9 28.0 48.7 2 0 0 1,413.7586
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% YGGPNHIVGSPFK 2456 2468 27.6 27.5 24.7 0 1 0 1,372.7009
A_29 Filamin‐B FLNB_HUMAN 278,159 24 25 42 12.70% HVGNQQYNVTYVVK 2563 2576 35.7 28.7 34.1 0 2 0 1,648.8441
A_30 Filamin‐B FLNB_HUMAN 278,159 6 6 10 3.00% LIALLEVLSQK 50 60 43.6 25.0 43.1 2 0 0 1,226.7720
A_30 Filamin‐B FLNB_HUMAN 278,159 6 6 10 3.00% SPFEVQVGPEAGMQK 537 551 34.1 26.2 29.0 1 0 0 1,619.7736
A_30 Filamin‐B FLNB_HUMAN 278,159 6 6 10 3.00% LDVTILSPSR 977 986 51.1 27.3 29.0 2 0 0 1,100.6311
A_30 Filamin‐B FLNB_HUMAN 278,159 6 6 10 3.00% VLQSFTVDSSK 1439 1449 20.7 27.1 15.9 1 0 0 1,210.6314
A_30 Filamin‐B FLNB_HUMAN 278,159 6 6 10 3.00% EAGAGGLSIAVEGPSK 2220 2235 64.1 27.7 56.4 2 0 0 1,442.7487
A_30 Filamin‐B FLNB_HUMAN 278,159 6 6 10 3.00% AGPGTLSVTIEGPSK 2412 2426 64.1 27.8 49.7 2 0 0 1,413.7586
A_31 Filamin‐B FLNB_HUMAN 278,159 6 6 9 2.84% NTVELLVEDK 400 409 23.1 28.1 22.8 1 0 0 1,159.6206
A_31 Filamin‐B FLNB_HUMAN 278,159 6 6 9 2.84% IFFAGDTIPK 430 439 46.8 27.5 30.6 2 0 0 1,108.6039
A_31 Filamin‐B FLNB_HUMAN 278,159 6 6 9 2.84% LDVTILSPSR 977 986 35.6 27.3 20.2 2 0 0 1,100.6311
A_31 Filamin‐B FLNB_HUMAN 278,159 6 6 9 2.84% CLATGPGIASTVK 1617 1629 22.4 28.9 9.4 1 0 0 1,274.6775
A_31 Filamin‐B FLNB_HUMAN 278,159 6 6 9 2.84% EAGAGGLSIAVEGPSK 2220 2235 41.0 27.6 41.0 1 0 0 1,442.7487
A_31 Filamin‐B FLNB_HUMAN 278,159 6 6 9 2.84% AGPGTLSVTIEGPSK 2412 2426 56.5 28.0 44.0 2 0 0 1,413.7586
A_32 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.27% IGNLQTDLSDGLR 37 49 40.2 28.3 33.3 2 0 0 1,401.7335
A_32 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.27% LIALLEVLSQK 50 60 25.9 25.0 25.9 1 0 0 1,226.7720
A_32 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.27% SPFEVQVGPEAGMQK 537 551 47.8 26.2 42.7 1 0 0 1,619.7736
A_32 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.27% LDVTILSPSR 977 986 52.1 27.3 35.5 2 0 0 1,100.6311
A_32 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.27% GAGTGGLGLTVEGPCEAK 1067 1084 66.0 27.2 66.0 2 0 0 1,673.8167
A_32 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.27% GAGIGGLGITVEGPSESK 1355 1372 29.2 27.7 29.2 1 0 0 1,628.8493
A_32 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.27% IAGPGLGSGVR 1426 1436 24.8 25.1 12.5 1 0 0 983.5634
A_32 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.27% AGPGTLSVTIEGPSK 2412 2426 66.8 27.8 56.0 2 0 0 1,413.7586
B_17 Filamin‐B FLNB_HUMAN 278,159 2 2 2 1.00% APSVATVGSICDLNLK 2105 2120 45.8 28.3 45.8 1 0 0 1,644.8627
B_17 Filamin‐B FLNB_HUMAN 278,159 2 2 2 1.00% VNQPASFAIR 2302 2311 27.5 28.4 21.0 1 0 0 1,102.6003
B_19 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.38% IGNLQTDLSDGLR 37 49 51.8 28.0 45.2 1 0 0 1,401.7335
B_19 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.38% LIALLEVLSQK 50 60 42.4 25.0 38.3 2 0 0 1,226.7720
B_19 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.38% GAGIGGLGITVEGPSESK 1355 1372 31.2 27.6 29.5 1 0 0 1,628.8493
B_19 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.38% LPNNHIGISFIPR 1957 1969 28.3 25.5 28.3 0 2 0 1,477.8275
B_19 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.38% VDIQTEDLEDGTCK 2045 2058 46.9 25.0 36.8 1 0 0 1,622.7218
B_19 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.38% FADEHVPGSPFTVK 2075 2088 24.7 27.1 18.0 0 1 0 1,530.7588
B_19 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.38% APSVATVGSICDLNLK 2105 2120 69.0 28.4 62.1 2 0 0 1,644.8627
B_19 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.38% AGPGTLSVTIEGPSK 2412 2426 57.1 27.6 47.2 2 0 0 1,413.7586
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% TATPEIVDNKDGTVTVR 1771 1787 62.4 27.7 55.8 2 2 0 1,815.9449
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% YAPTEVGLHEMHIK 1788 1801 23.3 27.2 19.9 1 0 0 1,640.8103



B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% YNDKHIPGSPFTAK 1894 1907 15.3 27.9 6.3 0 1 0 1,574.7963
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% LPNNHIGISFIPR 1957 1969 44.2 25.5 40.7 1 2 0 1,477.8275
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% TFEMSDFIVDTR 2017 2028 54.7 25.0 54.7 2 0 0 1,476.6677
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% DAGYGGISLAVEGPSK 2029 2044 90.3 28.4 67.8 2 0 0 1,520.7593
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% VDIQTEDLEDGTCK 2045 2058 84.2 25.0 84.2 2 0 0 1,622.7218
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% FADEHVPGSPFTVK 2075 2088 34.2 27.3 30.3 2 0 0 1,530.7588
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% APSVATVGSICDLNLK 2105 2120 82.8 28.3 77.8 2 0 0 1,644.8627
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% IPEINSSDMSAHVTSPSGR 2121 2139 62.9 26.1 53.7 2 0 0 2,000.9343
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% VTEAEIVPMGK 2140 2150 56.9 28.3 48.3 2 0 0 1,189.6135
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% FVPQEMGVHTVSVK 2157 2170 54.6 28.5 43.0 2 0 0 1,573.8044
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% EAGAGGLSIAVEGPSK 2220 2235 66.6 27.7 60.4 2 0 0 1,442.7487
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% RLTVMSLQESGLK 2289 2301 23.4 27.7 15.4 0 1 0 1,477.8045
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% LTVMSLQESGLK 2290 2301 40.0 27.3 32.4 2 0 0 1,321.7034
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% VNQPASFAIR 2302 2311 45.7 28.4 34.5 2 0 0 1,102.6003
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% VHSPSGAVEECHVSELEPDK 2323 2342 34.6 25.0 33.4 0 1 0 2,206.0082
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% FIPHENGVHTIDVK 2347 2360 34.1 28.0 19.9 1 0 0 1,605.8385
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% FNGSHVVGSPFK 2361 2372 52.4 27.6 40.7 2 0 0 1,275.6480
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% AGPGTLSVTIEGPSK 2412 2426 71.8 27.8 61.0 2 0 0 1,413.7586
B_20 Filamin‐B FLNB_HUMAN 278,159 21 24 41 11.00% YGGPNHIVGSPFK 2456 2468 49.6 27.7 38.6 1 2 0 1,372.7009
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% LIALLEVLSQK 50 60 25.6 25.0 24.9 1 0 0 1,226.7720
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% NTVELLVEDK 400 409 33.2 29.4 23.9 1 0 0 1,159.6206
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% IFFAGDTIPK 430 439 24.9 26.7 8.7 2 0 0 1,108.6039
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% TATPEIVDNKDGTVTVR 1771 1787 60.3 27.7 55.6 1 0 0 1,815.9449
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% LPNNHIGISFIPR 1957 1969 31.6 25.3 28.8 2 0 0 1,477.8275
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% DAGYGGISLAVEGPSK 2029 2044 65.3 28.6 50.4 2 0 0 1,520.7593
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% VDIQTEDLEDGTCK 2045 2058 72.3 25.0 72.3 2 0 0 1,622.7218
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% FADEHVPGSPFTVK 2075 2088 31.7 27.1 26.3 1 2 0 1,530.7588
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% APSVATVGSICDLNLK 2105 2120 71.5 28.2 53.9 2 0 0 1,644.8627
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% IPEINSSDMSAHVTSPSGR 2121 2139 57.9 25.5 53.6 1 0 0 2,000.9343
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% VTEAEIVPMGK 2140 2150 40.5 28.3 29.4 2 0 0 1,189.6135
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% FVPQEMGVHTVSVK 2157 2170 53.0 28.4 42.9 2 0 0 1,573.8044
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% LTVMSLQESGLK 2290 2301 39.0 27.4 30.7 4 0 0 1,305.7084
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% VNQPASFAIR 2302 2311 50.8 29.0 42.1 2 0 0 1,102.6003
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% VHSPSGAVEECHVSELEPDK 2323 2342 20.4 25.0 20.1 0 1 0 2,206.0082
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% AGPGTLSVTIEGPSK 2412 2426 68.9 28.0 58.7 2 0 0 1,413.7586
B_21 Filamin‐B FLNB_HUMAN 278,159 17 19 31 8.99% SSTETCYSAIPK 2496 2507 27.1 25.0 16.1 1 0 0 1,343.6148
B_22 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.23% IGNLQTDLSDGLR 37 49 63.9 28.0 56.6 2 0 0 1,401.7335
B_22 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.23% LIALLEVLSQK 50 60 42.0 25.0 36.9 2 0 0 1,226.7720
B_22 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.23% NTVELLVEDK 400 409 33.6 29.1 16.2 2 0 0 1,159.6206
B_22 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.23% IFFAGDTIPK 430 439 37.0 27.6 20.4 2 0 0 1,108.6039
B_22 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.23% SPFEVQVGPEAGMQK 537 551 67.8 26.1 62.8 1 0 0 1,619.7736
B_22 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.23% IEYNDQNDGSCDVK 594 607 40.1 25.0 40.1 2 0 0 1,656.6808
B_22 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.23% AGVENGKPTHFTVYTK 858 873 28.8 28.2 11.3 0 1 0 1,748.8967
B_22 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.23% VEVGKDQEFTVDTR 956 969 26.4 27.7 17.4 0 1 0 1,622.8022
B_22 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.23% GAGIGGLGITVEGPSESK 1355 1372 60.1 27.6 59.1 1 0 0 1,628.8493
B_22 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.23% APSVATVGSICDLNLK 2105 2120 48.9 28.3 41.9 1 0 0 1,644.8627
B_22 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.23% VNQPASFAIR 2302 2311 34.7 28.5 21.0 1 0 0 1,102.6003
B_22 Filamin‐B FLNB_HUMAN 278,159 12 12 18 6.23% AGPGTLSVTIEGPSK 2412 2426 81.8 27.6 68.6 2 0 0 1,413.7586
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% IGNLQTDLSDGLR 37 49 51.4 28.4 36.9 2 0 0 1,401.7335
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% LIALLEVLSQK 50 60 35.1 25.0 22.1 2 0 0 1,226.7720
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% LLGWIQNK 145 152 28.4 27.9 18.1 1 0 0 971.5674
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% VTVLFAGQHISK 329 340 32.2 26.8 19.4 1 0 0 1,299.7420
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% SPFEVQVGPEAGMQK 537 551 60.2 26.5 53.8 2 0 0 1,619.7736
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% IEYNDQNDGSCDVK 594 607 47.6 25.0 46.9 2 0 0 1,656.6808
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% AGVENGKPTHFTVYTK 858 873 25.4 28.2 17.2 0 1 0 1,748.8967
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% VEVGKDQEFTVDTR 956 969 27.8 27.7 16.1 0 2 0 1,622.8022
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% LDVTILSPSR 977 986 35.4 28.6 35.4 1 0 0 1,100.6311
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% VVPCLVTPVTGR 988 999 22.4 25.1 19.2 1 0 0 1,297.7298
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% GAGTGGLGLTVEGPCEAK 1067 1084 52.9 27.4 52.9 2 0 0 1,673.8167
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% GAGIGGLGITVEGPSESK 1355 1372 44.9 27.7 41.4 2 0 0 1,628.8493
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% DAGEGLLAVQITDQEGKPK 1546 1564 20.6 27.8 14.3 0 1 0 1,969.0241
B_23 Filamin‐B FLNB_HUMAN 278,159 14 14 21 7.30% VNQPASFAIR 2302 2311 37.3 28.7 26.9 1 0 0 1,102.6003
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% LIALLEVLSQK 50 60 51.3 25.0 43.1 2 0 0 1,226.7720
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% TYSVEYLPK 314 322 25.5 26.3 17.9 1 0 0 1,099.5670
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% CVYKPMQPGPHVVK 416 429 20.6 27.5 14.3 0 1 0 1,655.8398
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% IFFAGDTIPK 430 439 34.9 27.6 11.6 2 0 0 1,108.6039
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% SPFEVQVGPEAGMQK 537 551 61.9 26.1 60.1 2 0 0 1,619.7736
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% IEYNDQNDGSCDVK 594 607 47.2 25.0 41.8 2 0 0 1,656.6808
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% AGVENGKPTHFTVYTK 858 873 34.2 28.1 28.2 0 2 0 1,748.8967
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% SPFTVGVAAPLDLSK 932 946 30.7 27.6 26.4 1 0 0 1,501.8262
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% VEVGKDQEFTVDTR 956 969 35.3 27.7 24.5 0 2 0 1,622.8022
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% LDVTILSPSR 977 986 42.4 27.3 28.7 2 0 0 1,100.6311
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% VVPCLVTPVTGR 988 999 27.1 25.0 19.1 1 0 0 1,297.7298
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% GAGTGGLGLTVEGPCEAK 1067 1084 64.5 27.4 59.1 2 0 0 1,673.8167
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% GAGIGGLGITVEGPSESK 1355 1372 63.4 27.6 56.5 2 0 0 1,628.8493
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% CLATGPGIASTVK 1617 1629 48.5 28.8 27.6 2 0 0 1,274.6775
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% TGEEVGFVVDAK 1630 1641 37.7 26.7 28.3 1 0 0 1,250.6264
B_24 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.30% AGPGTLSVTIEGPSK 2412 2426 72.2 27.7 62.4 2 0 0 1,413.7586
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% DLAEDAPWK 7 15 23.6 25.0 19.5 1 0 0 1,044.4998
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% IGNLQTDLSDGLR 37 49 63.9 28.0 58.8 2 0 0 1,401.7335
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% LIALLEVLSQK 50 60 54.3 25.0 44.2 2 0 0 1,226.7720
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% VTVLFAGQHISK 329 340 49.5 26.8 33.5 2 0 0 1,299.7420
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% SPFEVSVDK 341 349 35.3 26.0 4.7 2 0 0 1,007.5044
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% NTVELLVEDK 400 409 59.8 29.4 43.1 2 0 0 1,159.6206
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% IFFAGDTIPK 430 439 49.2 26.6 38.6 2 0 0 1,108.6039
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% SPFEVQVGPEAGMQK 537 551 38.4 26.2 32.0 2 0 0 1,619.7736
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% IEYNDQNDGSCDVK 594 607 29.2 25.0 29.2 1 0 0 1,656.6808
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% MDGTYACSYTPVK 700 712 49.5 25.0 49.5 2 0 0 1,508.6397
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% AGVENGKPTHFTVYTK 858 873 30.4 28.1 27.1 0 1 0 1,748.8967
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% SPFTVGVAAPLDLSK 932 946 26.5 27.3 9.8 1 0 0 1,501.8262
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% VEVGKDQEFTVDTR 956 969 30.6 27.3 13.8 0 2 0 1,622.8022
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% GAGTGGLGLTVEGPCEAK 1067 1084 55.8 27.3 51.4 2 0 0 1,673.8167
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% GAGIGGLGITVEGPSESK 1355 1372 61.3 27.7 54.7 2 0 0 1,628.8493
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% DAGEGLLAVQITDQEGKPK 1546 1564 48.0 27.8 38.8 0 2 0 1,969.0241
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% TGEEVGFVVDAK 1630 1641 49.3 27.4 38.8 2 0 0 1,250.6264
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% DAGYGGISLAVEGPSK 2029 2044 54.5 28.6 32.6 2 0 0 1,520.7593
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% APSVATVGSICDLNLK 2105 2120 52.8 28.4 52.8 2 0 0 1,644.8627
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% VNQPASFAIR 2302 2311 32.8 28.5 14.9 1 0 0 1,102.6003
B_25 Filamin‐B FLNB_HUMAN 278,159 21 21 37 11.00% AGPGTLSVTIEGPSK 2412 2426 56.4 27.6 47.5 2 0 0 1,413.7586
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% PVTEKDLAEDAPWKK 2 16 26.8 27.9 21.8 0 1 0 1,726.9013
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% DLAEDAPWK 7 15 32.9 25.0 29.5 2 0 0 1,044.4998
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% LIALLEVLSQK 50 60 82.7 25.0 75.2 2 0 0 1,226.7720
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% LLGWIQNK 145 152 43.6 27.9 26.0 2 0 0 971.5674
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% TYSVEYLPK 314 322 32.2 26.5 32.1 1 0 0 1,099.5670
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% VTVLFAGQHISK 329 340 31.3 26.9 22.8 1 0 0 1,299.7420
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% NTVELLVEDKGNQVYR 400 415 31.2 27.7 27.9 0 2 0 1,876.9764
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% CVYKPMQPGPHVVK 416 429 27.7 27.2 14.5 0 1 0 1,655.8398
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% IFFAGDTIPK 430 439 36.7 27.6 21.1 2 0 0 1,108.6039
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% SPFVVQVGEACNPNACR 440 456 79.4 25.0 69.3 2 0 0 1,904.8742
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% AAGSGELGVTMK 481 492 34.5 28.6 30.1 2 0 0 1,120.5668
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% SPFEVQVGPEAGMQK 537 551 72.7 26.2 68.3 2 2 0 1,619.7736
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% AWGPGLHGGIVGR 554 566 47.1 28.3 41.5 2 0 0 1,276.6911



B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% NRMDGTYACSYTPVK 698 712 25.2 25.0 22.3 0 2 0 1,778.7837
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% MDGTYACSYTPVK 700 712 82.2 25.0 82.2 2 0 0 1,508.6397
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% AGVENGKPTHFTVYTK 858 873 46.9 28.4 31.5 1 2 0 1,748.8967
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% APLNVQFNSPLPGDAVK 878 894 29.8 26.9 27.1 2 0 0 1,766.9437
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% SPFTVGVAAPLDLSK 932 946 39.2 27.3 35.9 2 0 0 1,501.8262
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% VEVGKDQEFTVDTR 956 969 50.5 27.5 40.0 2 2 0 1,622.8022
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% LDVTILSPSR 977 986 45.8 28.5 37.4 2 0 0 1,100.6311
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% KVVPCLVTPVTGR 987 999 34.9 25.0 34.9 2 0 0 1,425.8248
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% GAGTGGLGLTVEGPCEAK 1067 1084 68.5 27.3 68.3 2 0 0 1,673.8167
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% YGGELVPHFPAR 1208 1219 27.4 27.4 24.5 1 0 0 1,342.6903
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% VKVEPAVDTSR 1220 1230 27.4 28.4 19.3 1 0 0 1,200.6583
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% VAVTEGCQPSR 1320 1330 39.6 26.6 38.6 1 0 0 1,203.5787
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% EAFTNKPNVFTVVTR 1340 1354 52.2 28.2 44.9 0 2 0 1,722.9173
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% GAGIGGLGITVEGPSESK 1355 1372 79.5 27.7 75.7 2 0 0 1,628.8493
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% VPVKDVVDPSK 1413 1423 48.9 25.0 44.2 2 0 0 1,182.6730
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% IAGPGLGSGVR 1426 1436 48.5 25.0 39.5 2 0 0 983.5634
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% VLQSFTVDSSK 1439 1449 61.6 27.9 54.6 2 0 0 1,210.6314
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% AGLAPLEVR 1450 1458 32.6 25.0 19.9 1 0 0 925.5466
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% YADEEIPR 1497 1504 36.6 26.2 31.8 1 0 0 992.4684
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% DAGEGLLAVQITDQEGKPK 1546 1564 43.3 27.7 34.4 2 2 0 1,969.0241
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% AIVHDNKDGTYAVTYIPDK 1566 1584 17.4 27.1 15.2 0 1 0 2,120.0661
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% DGTYAVTYIPDKTGR 1573 1587 23.2 27.4 10.0 0 2 0 1,656.8230
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% CLATGPGIASTVK 1617 1629 63.1 28.9 44.9 2 0 0 1,274.6775
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% TGEEVGFVVDAK 1630 1641 76.7 27.4 65.4 2 0 0 1,250.6264
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% VDIQTEDLEDGTCK 2045 2058 53.0 25.0 47.6 1 0 0 1,622.7218
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% AGPGTLSVTIEGPSK 2412 2426 64.1 27.6 56.4 2 0 0 1,413.7586
B_26 Filamin‐B FLNB_HUMAN 278,159 40 45 76 19.00% YGGPNHIVGSPFK 2456 2468 22.3 27.7 15.5 0 2 0 1,372.7009
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% DLAEDAPWK 7 15 27.3 25.0 22.7 2 0 0 1,044.4998
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% DLAEDAPWKK 7 16 21.0 26.7 15.9 1 0 0 1,172.5948
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% LIALLEVLSQK 50 60 61.1 25.0 49.2 2 0 0 1,226.7720
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% VTVLFAGQHISK 329 340 34.0 26.8 28.6 2 0 0 1,299.7420
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% CVYKPMQPGPHVVK 416 429 25.7 27.2 15.6 0 1 0 1,655.8398
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% SPFEVQVGPEAGMQK 537 551 51.4 26.2 47.1 2 0 0 1,619.7736
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% IEYNDQNDGSCDVK 594 607 50.5 25.0 44.5 2 0 0 1,656.6808
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% MDGTYACSYTPVK 700 712 58.0 25.0 53.5 2 0 0 1,508.6397
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% AGVENGKPTHFTVYTK 858 873 32.8 28.2 27.8 0 2 0 1,748.8967
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% GAGTGGLGLTVEGPCEAK 1067 1084 62.0 27.2 59.7 2 0 0 1,673.8167
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% GAGIGGLGITVEGPSESK 1355 1372 77.5 27.6 66.3 2 0 0 1,628.8493
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% VPVKDVVDPSK 1413 1423 25.7 25.1 14.9 2 0 0 1,182.6730
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% IAGPGLGSGVR 1426 1436 64.0 25.0 54.6 2 0 0 983.5634
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% VLQSFTVDSSK 1439 1449 53.0 28.0 42.2 2 0 0 1,210.6314
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% DAGEGLLAVQITDQEGKPK 1546 1564 26.0 27.7 20.3 0 2 0 1,969.0241
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% CLATGPGIASTVK 1617 1629 36.3 28.8 12.6 1 0 0 1,274.6775
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% TGEEVGFVVDAK 1630 1641 69.7 27.4 61.5 2 0 0 1,250.6264
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% TATPEIVDNKDGTVTVR 1771 1787 55.7 27.7 52.0 1 0 0 1,815.9449
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% LPNNHIGISFIPR 1957 1969 23.1 25.4 18.0 0 1 0 1,477.8275
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% DAGYGGISLAVEGPSK 2029 2044 62.9 28.6 51.2 2 0 0 1,520.7593
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% VDIQTEDLEDGTCK 2045 2058 72.2 25.0 72.2 2 0 0 1,622.7218
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% FADEHVPGSPFTVK 2075 2088 21.1 27.0 6.1 0 2 0 1,530.7588
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% APSVATVGSICDLNLK 2105 2120 43.6 28.3 37.6 2 0 0 1,644.8627
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% AGPGTLSVTIEGPSK 2412 2426 68.3 27.8 54.9 2 0 0 1,413.7586
B_27 Filamin‐B FLNB_HUMAN 278,159 25 25 44 12.90% YGGPNHIVGSPFK 2456 2468 21.8 27.4 16.4 0 1 0 1,372.7009
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% PVTEKDLAEDAPWKK 2 16 26.2 27.2 23.5 0 1 0 1,726.9013
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% DLAEDAPWK 7 15 31.4 25.0 30.5 2 0 0 1,044.4998
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% DLAEDAPWKK 7 16 34.8 27.1 27.5 2 0 0 1,172.5948
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% IGNLQTDLSDGLR 37 49 66.3 28.4 50.8 2 0 0 1,401.7335
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% LIALLEVLSQK 50 60 79.3 25.0 68.0 2 0 0 1,226.7720
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% LIALLEVLSQKR 50 61 50.3 25.0 50.3 2 0 0 1,382.8731
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% LLGWIQNK 145 152 41.3 28.4 9.2 2 0 0 971.5674
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% TYSVEYLPK 314 322 57.0 26.3 53.7 2 0 0 1,099.5670
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% VTVLFAGQHISK 329 340 61.8 26.8 50.6 2 0 0 1,299.7420
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% NTVELLVEDKGNQVYR 400 415 55.5 27.7 48.5 2 2 0 1,876.9764
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% IFFAGDTIPK 430 439 55.4 26.6 46.6 2 0 0 1,108.6039
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% SPFVVQVGEACNPNACR 440 456 85.7 25.0 81.3 2 2 0 1,904.8742
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% AAGSGELGVTMK 481 492 21.0 27.3 14.9 1 0 0 1,136.5618
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% SPFEVQVGPEAGMQK 537 551 64.0 26.2 62.5 2 0 0 1,619.7736
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% AWGPGLHGGIVGR 554 566 69.0 28.1 58.8 2 0 0 1,276.6911
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% NRMDGTYACSYTPVK 698 712 42.6 25.0 42.6 0 2 0 1,778.7837
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% MDGTYACSYTPVK 700 712 75.3 25.0 75.3 2 0 0 1,508.6397
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% AGVENGKPTHFTVYTK 858 873 66.8 28.2 51.8 2 2 0 1,748.8967
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% APLNVQFNSPLPGDAVK 878 894 62.1 27.1 54.9 2 0 0 1,766.9437
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% DLDIIDNYDYSHTVK 895 909 48.1 25.7 44.4 2 0 0 1,810.8496
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% SPFTVGVAAPLDLSK 932 946 61.3 27.8 55.6 2 0 0 1,501.8262
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% VEVGKDQEFTVDTR 956 969 57.0 27.5 46.4 2 2 0 1,622.8022
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% LDVTILSPSR 977 986 56.5 29.1 45.6 2 0 0 1,100.6311
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% LDVTILSPSRK 977 987 24.9 26.0 16.7 2 0 0 1,228.7261
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% KVVPCLVTPVTGR 987 999 30.9 25.0 30.9 2 0 0 1,425.8248
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% GAGTGGLGLTVEGPCEAK 1067 1084 67.6 27.4 62.2 2 2 0 1,673.8167
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% YGGELVPHFPAR 1208 1219 30.4 27.6 30.3 2 0 0 1,342.6903
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% VAVTEGCQPSR 1320 1330 50.3 26.6 41.3 1 0 0 1,203.5787
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% EAFTNKPNVFTVVTR 1340 1354 40.8 27.9 36.8 2 0 0 1,722.9173
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% GAGIGGLGITVEGPSESK 1355 1372 72.0 27.7 63.8 2 0 0 1,628.8493
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% VPVKDVVDPSK 1413 1423 47.3 25.1 36.0 2 0 0 1,182.6730
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% IAGPGLGSGVR 1426 1436 77.2 25.0 67.2 2 0 0 983.5634
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% VLQSFTVDSSK 1439 1449 48.5 28.0 40.9 2 0 0 1,210.6314
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% AGLAPLEVR 1450 1458 36.7 25.0 22.1 2 0 0 925.5466
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% DAGEGLLAVQITDQEGKPK 1546 1564 86.6 27.8 79.9 2 2 0 1,969.0241
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% RAIVHDNKDGTYAVTYIPDK 1565 1584 50.9 28.4 49.6 0 1 0 2,276.1672
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% AIVHDNKDGTYAVTYIPDK 1566 1584 30.5 27.4 30.5 0 2 0 2,120.0661
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% CLATGPGIASTVK 1617 1629 51.8 28.9 34.8 2 0 0 1,274.6775
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% TGEEVGFVVDAK 1630 1641 91.6 27.4 78.7 2 0 0 1,250.6264
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% TATPEIVDNKDGTVTVR 1771 1787 59.3 27.7 52.2 2 0 0 1,815.9449
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% YAPTEVGLHEMHIK 1788 1801 37.1 27.4 28.7 2 0 0 1,640.8103
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% LPNNHIGISFIPR 1957 1969 56.3 25.4 46.1 2 2 0 1,477.8275
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% EVGEHLVSIKK 1970 1980 24.4 25.0 8.4 2 0 0 1,238.7104
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% TFEMSDFIVDTR 2017 2028 62.3 25.0 51.4 2 0 0 1,476.6677
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% VDIQTEDLEDGTCK 2045 2058 81.8 25.0 81.8 2 0 0 1,622.7218
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% FADEHVPGSPFTVK 2075 2088 47.3 27.3 38.7 2 2 0 1,530.7588
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% APSVATVGSICDLNLK 2105 2120 65.1 28.3 60.6 2 0 0 1,644.8627
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% IPEINSSDMSAHVTSPSGR 2121 2139 74.4 25.9 69.2 2 0 0 2,000.9343
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% VTEAEIVPMGK 2140 2150 47.0 28.2 42.3 2 0 0 1,189.6135
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% FVPQEMGVHTVSVK 2157 2170 57.3 28.6 41.9 2 0 0 1,573.8044
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% LTVMSLQESGLK 2290 2301 48.5 27.3 33.5 2 0 0 1,321.7034
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% VNQPASFAIR 2302 2311 73.7 28.7 58.7 2 0 0 1,102.6003
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% VHSPSGAVEECHVSELEPDK 2323 2342 35.4 25.0 30.2 0 0 2 2,206.0082
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% FNGSHVVGSPFK 2361 2372 36.9 27.6 21.6 2 0 0 1,275.6480
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% AGPGTLSVTIEGPSK 2412 2426 79.2 27.8 66.8 2 0 0 1,413.7586
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% YGGPNHIVGSPFK 2456 2468 29.5 27.4 25.4 0 1 0 1,372.7009
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% LVSPGSANETSSILVESVTR 2476 2495 68.8 27.6 30.1 2 1 0 2,046.0713
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% SSTETCYSAIPK 2496 2507 34.3 25.0 13.3 2 0 0 1,343.6148
B_28 Filamin‐B FLNB_HUMAN 278,159 59 69 132 28.10% HVGNQQYNVTYVVK 2563 2576 49.8 28.8 49.8 2 2 0 1,648.8441
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% LIALLEVLSQK 50 60 43.2 25.0 37.3 2 0 0 1,226.7720



B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% VTVLFAGQHISK 329 340 34.8 26.8 34.8 1 0 0 1,299.7420
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% SPFEVQVGPEAGMQK 537 551 58.2 26.5 45.6 2 0 0 1,619.7736
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% IEYNDQNDGSCDVK 594 607 45.9 25.0 45.9 2 0 0 1,656.6808
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% MDGTYACSYTPVK 700 712 28.5 25.0 25.3 1 0 0 1,508.6397
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% LDVTILSPSR 977 986 50.3 28.5 43.4 2 0 0 1,100.6311
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% GAGTGGLGLTVEGPCEAK 1067 1084 48.8 27.3 48.8 2 0 0 1,673.8167
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% GAGIGGLGITVEGPSESK 1355 1372 41.3 27.6 41.3 2 0 0 1,628.8493
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% VLQSFTVDSSK 1439 1449 34.8 28.0 24.0 1 0 0 1,210.6314
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% DAGEGLLAVQITDQEGKPK 1546 1564 34.4 27.7 22.0 0 2 0 1,969.0241
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% TGEEVGFVVDAK 1630 1641 67.7 26.7 61.8 1 0 0 1,250.6264
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% DAGYGGISLAVEGPSK 2029 2044 52.6 28.6 42.8 2 0 0 1,520.7593
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% VDIQTEDLEDGTCK 2045 2058 60.2 25.0 56.8 2 0 0 1,622.7218
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% FADEHVPGSPFTVK 2075 2088 22.2 27.0 16.5 0 1 0 1,530.7588
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% APSVATVGSICDLNLK 2105 2120 64.9 28.6 59.6 2 0 0 1,644.8627
B_29 Filamin‐B FLNB_HUMAN 278,159 16 16 27 8.76% AGPGTLSVTIEGPSK 2412 2426 69.6 27.6 61.5 2 0 0 1,413.7586
B_30 Filamin‐B FLNB_HUMAN 278,159 4 4 6 2.19% LIALLEVLSQK 50 60 39.3 25.0 34.4 2 0 0 1,226.7720
B_30 Filamin‐B FLNB_HUMAN 278,159 4 4 6 2.19% SPFEVQVGPEAGMQK 537 551 40.4 26.5 38.7 1 0 0 1,619.7736
B_30 Filamin‐B FLNB_HUMAN 278,159 4 4 6 2.19% APSVATVGSICDLNLK 2105 2120 36.2 28.3 35.0 1 0 0 1,644.8627
B_30 Filamin‐B FLNB_HUMAN 278,159 4 4 6 2.19% AGPGTLSVTIEGPSK 2412 2426 57.0 27.6 45.9 2 0 0 1,413.7586
B_31 Filamin‐B FLNB_HUMAN 278,159 2 2 2 0.81% LIALLEVLSQK 50 60 34.6 25.0 26.4 1 0 0 1,226.7720
B_31 Filamin‐B FLNB_HUMAN 278,159 2 2 2 0.81% LDVTILSPSR 977 986 27.9 28.6 23.4 1 0 0 1,100.6311
B_32 Filamin‐B FLNB_HUMAN 278,159 5 5 8 2.54% IGNLQTDLSDGLR 37 49 47.0 28.2 42.9 2 0 0 1,401.7335
B_32 Filamin‐B FLNB_HUMAN 278,159 5 5 8 2.54% IFFAGDTIPK 430 439 28.6 26.7 23.0 1 0 0 1,108.6039
B_32 Filamin‐B FLNB_HUMAN 278,159 5 5 8 2.54% LDVTILSPSR 977 986 38.1 28.7 31.2 2 0 0 1,100.6311
B_32 Filamin‐B FLNB_HUMAN 278,159 5 5 8 2.54% GAGIGGLGITVEGPSESK 1355 1372 36.3 27.6 35.0 1 0 0 1,628.8493
B_32 Filamin‐B FLNB_HUMAN 278,159 5 5 8 2.54% AGPGTLSVTIEGPSK 2412 2426 58.1 27.8 48.8 2 0 0 1,413.7586
C_03 Filamin‐B FLNB_HUMAN 278,159 2 3 4 0.88% SSFLVDCSK 2531 2539 22.0 25.0 7.2 1 0 0 1,042.4874
C_03 Filamin‐B FLNB_HUMAN 278,159 2 3 4 0.88% HVGNQQYNVTYVVK 2563 2576 27.3 28.7 19.2 2 1 0 1,648.8441
C_20 Filamin‐B FLNB_HUMAN 278,159 9 9 14 4.84% TATPEIVDNKDGTVTVR 1771 1787 48.9 28.0 36.0 2 0 0 1,815.9449
C_20 Filamin‐B FLNB_HUMAN 278,159 9 9 14 4.84% TFEMSDFIVDTR 2017 2028 41.7 25.0 41.7 1 0 0 1,476.6677
C_20 Filamin‐B FLNB_HUMAN 278,159 9 9 14 4.84% DAGYGGISLAVEGPSK 2029 2044 35.9 28.5 21.2 1 0 0 1,520.7593
C_20 Filamin‐B FLNB_HUMAN 278,159 9 9 14 4.84% VDIQTEDLEDGTCK 2045 2058 61.3 25.0 54.3 2 0 0 1,622.7218
C_20 Filamin‐B FLNB_HUMAN 278,159 9 9 14 4.84% FADEHVPGSPFTVK 2075 2088 22.0 26.7 12.0 0 2 0 1,530.7588
C_20 Filamin‐B FLNB_HUMAN 278,159 9 9 14 4.84% VTEAEIVPMGK 2140 2150 32.6 27.6 17.5 1 0 0 1,189.6135
C_20 Filamin‐B FLNB_HUMAN 278,159 9 9 14 4.84% FVPQEMGVHTVSVK 2157 2170 36.8 28.6 24.5 1 0 0 1,573.8044
C_20 Filamin‐B FLNB_HUMAN 278,159 9 9 14 4.84% AGPGTLSVTIEGPSK 2412 2426 33.8 28.0 27.1 2 0 0 1,413.7586
C_20 Filamin‐B FLNB_HUMAN 278,159 9 9 14 4.84% YGGPNHIVGSPFK 2456 2468 22.7 27.4 18.3 0 2 0 1,372.7009
C_21 Filamin‐B FLNB_HUMAN 278,159 7 7 11 3.38% IFFAGDTIPK 430 439 32.6 27.4 22.4 2 0 0 1,108.6039
C_21 Filamin‐B FLNB_HUMAN 278,159 7 7 11 3.38% DAGYGGISLAVEGPSK 2029 2044 71.4 28.5 50.7 1 0 0 1,520.7593
C_21 Filamin‐B FLNB_HUMAN 278,159 7 7 11 3.38% FADEHVPGSPFTVK 2075 2088 25.7 27.1 18.7 0 1 0 1,530.7588
C_21 Filamin‐B FLNB_HUMAN 278,159 7 7 11 3.38% VTEAEIVPMGK 2140 2150 32.0 27.6 27.0 2 0 0 1,189.6135
C_21 Filamin‐B FLNB_HUMAN 278,159 7 7 11 3.38% VNQPASFAIR 2302 2311 31.5 27.7 22.0 2 0 0 1,102.6003
C_21 Filamin‐B FLNB_HUMAN 278,159 7 7 11 3.38% AGPGTLSVTIEGPSK 2412 2426 67.5 28.0 53.0 2 0 0 1,413.7586
C_21 Filamin‐B FLNB_HUMAN 278,159 7 7 11 3.38% SSTETCYSAIPK 2496 2507 27.2 25.0 15.4 1 0 0 1,343.6148
C_22 Filamin‐B FLNB_HUMAN 278,159 2 2 4 1.08% IGNLQTDLSDGLR 37 49 33.4 28.3 33.4 2 0 0 1,401.7335
C_22 Filamin‐B FLNB_HUMAN 278,159 2 2 4 1.08% AGPGTLSVTIEGPSK 2412 2426 56.5 27.8 50.5 2 0 0 1,413.7586
C_23 Filamin‐B FLNB_HUMAN 278,159 4 4 7 1.84% IFFAGDTIPK 430 439 30.4 27.4 19.2 2 0 0 1,108.6039
C_23 Filamin‐B FLNB_HUMAN 278,159 4 4 7 1.84% IAGPGLGSGVR 1426 1436 27.5 25.0 15.0 1 0 0 983.5634
C_23 Filamin‐B FLNB_HUMAN 278,159 4 4 7 1.84% TGEEVGFVVDAK 1630 1641 29.6 27.2 24.5 2 0 0 1,250.6264
C_23 Filamin‐B FLNB_HUMAN 278,159 4 4 7 1.84% AGPGTLSVTIEGPSK 2412 2426 54.7 28.0 38.5 2 0 0 1,413.7586
C_24 Filamin‐B FLNB_HUMAN 278,159 11 11 17 5.46% IGNLQTDLSDGLR 37 49 53.8 28.3 47.8 1 0 0 1,401.7335
C_24 Filamin‐B FLNB_HUMAN 278,159 11 11 17 5.46% LIALLEVLSQK 50 60 26.6 25.0 21.1 2 0 0 1,226.7720
C_24 Filamin‐B FLNB_HUMAN 278,159 11 11 17 5.46% TYSVEYLPK 314 322 25.3 26.5 15.2 1 0 0 1,099.5670
C_24 Filamin‐B FLNB_HUMAN 278,159 11 11 17 5.46% IFFAGDTIPK 430 439 31.8 27.5 20.0 1 0 0 1,108.6039
C_24 Filamin‐B FLNB_HUMAN 278,159 11 11 17 5.46% SPFTVGVAAPLDLSK 932 946 44.8 27.9 36.2 2 0 0 1,501.8262
C_24 Filamin‐B FLNB_HUMAN 278,159 11 11 17 5.46% LDVTILSPSR 977 986 46.3 27.3 36.2 2 0 0 1,100.6311
C_24 Filamin‐B FLNB_HUMAN 278,159 11 11 17 5.46% VVPCLVTPVTGR 988 999 22.1 25.3 12.3 1 0 0 1,297.7298
C_24 Filamin‐B FLNB_HUMAN 278,159 11 11 17 5.46% GAGTGGLGLTVEGPCEAK 1067 1084 40.7 26.8 36.8 2 0 0 1,673.8167
C_24 Filamin‐B FLNB_HUMAN 278,159 11 11 17 5.46% GAGIGGLGITVEGPSESK 1355 1372 30.0 27.6 25.8 1 0 0 1,628.8493
C_24 Filamin‐B FLNB_HUMAN 278,159 11 11 17 5.46% IAGPGLGSGVR 1426 1436 41.0 25.0 29.7 2 0 0 983.5634
C_24 Filamin‐B FLNB_HUMAN 278,159 11 11 17 5.46% AGPGTLSVTIEGPSK 2412 2426 38.9 28.0 31.9 2 0 0 1,413.7586
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% IGNLQTDLSDGLR 37 49 64.0 28.3 56.7 2 0 0 1,401.7335
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% LIALLEVLSQK 50 60 56.7 25.0 52.0 2 0 0 1,226.7720
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% VTVLFAGQHISK 329 340 23.8 26.8 12.0 1 0 0 1,299.7420
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% NTVELLVEDK 400 409 41.6 28.3 33.6 2 0 0 1,159.6206
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% NTVELLVEDKGNQVYR 400 415 33.7 27.7 26.5 1 0 0 1,876.9764
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% IFFAGDTIPK 430 439 30.2 27.4 12.6 2 0 0 1,108.6039
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% SPFEVQVGPEAGMQK 537 551 59.3 26.0 53.4 2 0 0 1,619.7736
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% IEYNDQNDGSCDVK 594 607 20.6 25.0 13.3 1 0 0 1,656.6808
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% SPFTVGVAAPLDLSK 932 946 44.7 27.6 40.1 2 0 0 1,501.8262
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% LDVTILSPSR 977 986 28.5 27.3 15.6 2 0 0 1,100.6311
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% GAGTGGLGLTVEGPCEAK 1067 1084 53.0 27.0 50.1 2 0 0 1,673.8167
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% IAGPGLGSGVR 1426 1436 66.2 25.0 56.2 2 0 0 983.5634
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% DAGEGLLAVQITDQEGKPK 1546 1564 30.2 27.8 20.5 0 1 0 1,969.0241
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% CLATGPGIASTVK 1617 1629 28.4 28.6 19.4 1 0 0 1,274.6775
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% TGEEVGFVVDAK 1630 1641 45.0 27.2 34.8 1 0 0 1,250.6264
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% TATPEIVDNKDGTVTVR 1771 1787 19.5 28.0 18.0 0 1 0 1,815.9449
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% FADEHVPGSPFTVK 2075 2088 21.6 26.7 11.9 0 2 0 1,530.7588
C_25 Filamin‐B FLNB_HUMAN 278,159 18 18 29 9.03% AGPGTLSVTIEGPSK 2412 2426 56.4 27.8 49.2 2 0 0 1,413.7586
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% IGNLQTDLSDGLR 37 49 70.0 28.3 59.3 2 0 0 1,401.7335
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% LIALLEVLSQK 50 60 76.3 25.0 74.1 2 0 0 1,226.7720
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% LIALLEVLSQKR 50 61 77.0 25.0 77.0 2 2 0 1,382.8731
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% TYSVEYLPK 314 322 26.5 25.6 26.5 1 0 0 1,099.5670
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% VTVLFAGQHISK 329 340 31.3 27.2 23.5 2 0 0 1,299.7420
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% SPFEVSVDK 341 349 31.7 26.9 10.2 1 0 0 1,007.5044
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% NTVELLVEDKGNQVYR 400 415 51.3 27.8 44.9 0 2 0 1,876.9764
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% IFFAGDTIPK 430 439 46.7 27.5 30.6 2 0 0 1,108.6039
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% SPFVVQVGEACNPNACR 440 456 85.6 25.0 75.6 2 0 0 1,904.8742
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% SPFEVQVGPEAGMQK 537 551 84.0 26.1 84.0 2 1 0 1,619.7736
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% AWGPGLHGGIVGR 554 566 32.6 27.7 30.6 2 0 0 1,276.6911
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% IEYNDQNDGSCDVK 594 607 42.5 25.0 42.5 2 0 0 1,656.6808
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% SGCIVNNLAEFTVDPK 658 673 75.3 27.6 55.6 2 0 0 1,763.8634
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% VKVFGPGVER 745 754 34.4 28.3 21.7 2 0 0 1,087.6259
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% GAGKAPLNVQFNSPLPGDAVK 874 894 49.4 26.2 44.2 0 2 0 2,080.1188
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% APLNVQFNSPLPGDAVK 878 894 25.2 27.3 22.7 2 0 0 1,766.9437
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% DLDIIDNYDYSHTVK 895 909 52.5 25.4 35.2 2 0 0 1,810.8496
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% SPFTVGVAAPLDLSK 932 946 62.6 27.6 57.0 2 0 0 1,501.8262
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% VEVGKDQEFTVDTR 956 969 30.4 27.7 10.8 0 2 0 1,622.8022
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% GAGGQGKLDVTILSPSRK 970 987 27.6 25.5 22.5 0 1 0 1,784.0028
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% LDVTILSPSR 977 986 38.4 27.3 21.8 2 0 0 1,100.6311
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% KVVPCLVTPVTGR 987 999 23.4 25.0 18.0 1 0 0 1,425.8248
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% GAGTGGLGLTVEGPCEAK 1067 1084 84.9 26.8 79.1 2 0 0 1,673.8167
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% YGGELVPHFPAR 1208 1219 33.7 27.2 32.6 2 0 0 1,342.6903
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% EATTDFTVDSRPLTQVGGDHIK 1246 1267 57.5 27.5 51.3 0 2 0 2,387.1841
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% GAGIGGLGITVEGPSESK 1355 1372 62.1 27.4 62.1 2 0 0 1,628.8493
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% VPVKDVVDPSKVK 1413 1425 23.5 25.0 23.5 0 2 0 1,409.8364
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% IAGPGLGSGVR 1426 1436 69.7 25.0 56.9 2 0 0 983.5634
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% VLQSFTVDSSK 1439 1449 49.4 27.5 48.8 2 0 0 1,210.6314
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% DAGEGLLAVQITDQEGKPK 1546 1564 86.4 27.9 81.1 2 2 0 1,969.0241
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% DAGEGLLAVQITDQEGKPKR 1546 1565 42.0 26.6 36.6 0 2 0 2,125.1252
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% AIVHDNKDGTYAVTYIPDKTGR 1566 1587 44.4 27.8 44.0 0 0 2 2,434.2364
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% CLATGPGIASTVK 1617 1629 47.7 28.5 26.3 2 0 0 1,274.6775



C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% TGEEVGFVVDAK 1630 1641 55.6 27.2 48.2 2 0 0 1,250.6264
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% FADEHVPGSPFTVK 2075 2088 20.8 27.0 10.1 0 1 0 1,530.7588
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% AGPGTLSVTIEGPSK 2412 2426 46.9 27.8 34.9 2 0 0 1,413.7586
C_26 Filamin‐B FLNB_HUMAN 278,159 37 40 73 18.30% YGGPNHIVGSPFK 2456 2468 21.4 27.3 17.3 0 1 0 1,372.7009
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% IGNLQTDLSDGLR 37 49 49.5 28.3 40.9 2 0 0 1,401.7335
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% LIALLEVLSQK 50 60 52.2 25.0 47.1 2 0 0 1,226.7720
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% LIALLEVLSQKR 50 61 34.2 25.0 34.2 2 0 0 1,382.8731
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% SPFEVQVGPEAGMQK 537 551 59.2 26.0 52.5 2 0 0 1,619.7736
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% AGVENGKPTHFTVYTK 858 873 22.8 28.2 18.7 0 1 0 1,748.8967
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% SPFTVGVAAPLDLSK 932 946 40.7 27.6 27.7 1 0 0 1,501.8262
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% LDVTILSPSR 977 986 33.9 27.3 10.3 2 0 0 1,100.6311
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% VVPCLVTPVTGR 988 999 26.5 25.3 19.8 1 0 0 1,297.7298
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% GAGTGGLGLTVEGPCEAK 1067 1084 62.9 26.8 52.3 2 0 0 1,673.8167
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% GAGIGGLGITVEGPSESK 1355 1372 56.8 27.6 49.7 2 0 0 1,628.8493
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% IAGPGLGSGVR 1426 1436 46.4 25.0 33.7 2 0 0 983.5634
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% DAGEGLLAVQITDQEGKPK 1546 1564 43.9 27.8 36.5 0 2 0 1,969.0241
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% CLATGPGIASTVK 1617 1629 47.4 28.6 26.1 2 0 0 1,274.6775
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% TGEEVGFVVDAK 1630 1641 44.2 27.1 34.3 2 0 0 1,250.6264
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% YNDKHIPGSPFTAK 1894 1907 20.9 27.4 14.6 0 1 0 1,574.7963
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% FADEHVPGSPFTVK 2075 2088 36.7 27.1 30.0 0 2 0 1,530.7588
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% APSVATVGSICDLNLK 2105 2120 32.2 28.3 26.0 1 0 0 1,644.8627
C_27 Filamin‐B FLNB_HUMAN 278,159 18 18 31 9.34% AGPGTLSVTIEGPSK 2412 2426 54.9 28.0 35.3 2 0 0 1,413.7586
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% PVTEKDLAEDAPWKK 2 16 29.8 27.6 25.9 2 0 0 1,726.9013
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% DLAEDAPWKK 7 16 25.1 26.8 21.9 1 0 0 1,172.5948
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% IGNLQTDLSDGLR 37 49 57.1 28.4 49.5 2 0 0 1,401.7335
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% LIALLEVLSQK 50 60 70.5 25.0 62.9 2 0 0 1,226.7720
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% LIALLEVLSQKR 50 61 63.7 25.0 63.7 2 2 0 1,382.8731
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% LLGWIQNK 145 152 36.0 27.9 17.6 2 0 0 971.5674
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% TYSVEYLPK 314 322 24.6 26.3 19.2 1 0 0 1,099.5670
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% VTGLHKVTVLFAGQHISK 323 340 37.4 25.0 30.6 0 2 0 1,935.1176
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% VTVLFAGQHISK 329 340 40.8 26.8 30.6 2 0 0 1,299.7420
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% SPFEVSVDK 341 349 44.8 26.7 21.8 2 0 0 1,007.5044
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% NTVELLVEDK 400 409 57.1 29.3 45.4 2 0 0 1,159.6206
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% NTVELLVEDKGNQVYR 400 415 60.9 27.7 57.7 2 2 0 1,876.9764
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% SPFVVQVGEACNPNACR 440 456 82.5 25.0 76.9 1 2 0 1,904.8742
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% AAGSGELGVTMK 481 492 31.1 28.0 23.9 2 0 0 1,120.5668
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% AAGSGELGVTMKGPK 481 495 18.4 27.8 7.4 0 1 0 1,402.7361
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% SPFEVQVGPEAGMQK 537 551 64.7 26.0 62.0 2 0 0 1,619.7736
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% AWGPGLHGGIVGR 554 566 59.1 28.4 52.9 2 0 0 1,276.6911
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% IEYNDQNDGSCDVK 594 607 55.2 25.0 53.8 2 0 0 1,656.6808
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% SGCIVNNLAEFTVDPK 658 673 37.9 27.6 32.0 2 0 0 1,763.8634
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% IFAQDGEGQRIDIQMK 682 697 24.4 27.6 18.2 0 1 0 1,864.9226
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% MDGTYACSYTPVK 700 712 63.2 25.0 63.2 2 0 0 1,508.6397
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% VKVFGPGVER 745 754 29.8 28.5 16.4 1 0 0 1,087.6259
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% AGVENGKPTHFTVYTK 858 873 29.5 28.4 23.8 0 1 0 1,748.8967
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% APLNVQFNSPLPGDAVK 878 894 37.1 27.2 37.1 2 0 0 1,766.9437
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% DLDIIDNYDYSHTVK 895 909 41.3 25.7 39.4 1 0 0 1,810.8496
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% SPFTVGVAAPLDLSK 932 946 49.4 27.9 37.1 2 0 0 1,501.8262
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% VEVGKDQEFTVDTR 956 969 29.0 27.7 16.6 0 2 0 1,622.8022
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% GAGGQGKLDVTILSPSRK 970 987 34.2 25.2 31.1 0 2 0 1,784.0028
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% LDVTILSPSR 977 986 49.0 27.3 34.2 2 0 0 1,100.6311
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% KVVPCLVTPVTGR 987 999 43.6 25.0 43.6 2 0 0 1,425.8248
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% AHGPGLEGGLVGKPAEFTIDTK 1045 1066 29.5 27.0 13.8 0 0 1 2,194.1507
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% GAGTGGLGLTVEGPCEAK 1067 1084 65.3 27.2 65.3 2 0 0 1,673.8167
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% YGGELVPHFPAR 1208 1219 31.8 27.4 23.0 2 0 0 1,342.6903
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% EATTDFTVDSRPLTQVGGDHIK 1246 1267 39.6 27.6 36.4 0 1 0 2,387.1841
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% EAFTNKPNVFTVVTR 1340 1354 30.6 28.1 24.3 0 2 0 1,722.9173
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% GAGIGGLGITVEGPSESK 1355 1372 54.9 27.7 49.6 1 0 0 1,628.8493
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% IAGPGLGSGVR 1426 1436 65.7 25.1 50.1 2 0 0 983.5634
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% AGLAPLEVR 1450 1458 37.0 25.0 18.7 2 0 0 925.5466
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% YADEEIPR 1497 1504 31.1 26.0 22.7 2 0 0 992.4684
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% YADEEIPRSPFK 1497 1508 28.1 26.7 16.2 1 0 0 1,451.7166
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% VKVLPTYDASK 1509 1519 20.1 25.0 19.7 1 0 0 1,220.6886
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% DAGEGLLAVQITDQEGKPK 1546 1564 66.7 27.8 66.3 2 2 0 1,969.0241
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% DAGEGLLAVQITDQEGKPKR 1546 1565 46.9 26.5 44.7 0 2 0 2,125.1252
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% AIVHDNKDGTYAVTYIPDKTGR 1566 1587 37.9 27.8 32.6 0 1 2 2,434.2364
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% CLATGPGIASTVK 1617 1629 40.8 29.2 27.2 2 0 0 1,274.6775
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% TGEEVGFVVDAK 1630 1641 80.2 27.1 72.8 2 0 0 1,250.6264
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% TATPEIVDNKDGTVTVR 1771 1787 63.3 27.7 56.5 2 2 0 1,815.9449
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% YAPTEVGLHEMHIK 1788 1801 33.4 27.3 33.1 2 0 0 1,640.8103
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% RLPNNHIGISFIPR 1956 1969 43.1 25.0 38.0 0 1 0 1,633.9286
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% LPNNHIGISFIPR 1957 1969 33.9 26.3 31.4 0 2 0 1,477.8275
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% TFEMSDFIVDTR 2017 2028 56.1 25.0 54.6 2 0 0 1,476.6677
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% DAGYGGISLAVEGPSK 2029 2044 87.1 28.5 63.9 2 0 0 1,520.7593
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% VDIQTEDLEDGTCK 2045 2058 57.0 25.0 57.0 2 0 0 1,622.7218
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% FADEHVPGSPFTVK 2075 2088 44.9 26.9 38.1 2 0 0 1,530.7588
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% APSVATVGSICDLNLK 2105 2120 61.9 28.0 54.2 2 0 0 1,644.8627
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% VTEAEIVPMGK 2140 2150 34.0 27.5 32.4 2 0 0 1,189.6135
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% FVPQEMGVHTVSVK 2157 2170 32.6 28.7 21.9 2 0 0 1,573.8044
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% VNQPASFAIR 2302 2311 36.6 27.7 24.9 2 0 0 1,102.6003
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% FNGSHVVGSPFK 2361 2372 42.5 27.6 30.4 1 0 0 1,275.6480
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% AGPGTLSVTIEGPSK 2412 2426 62.9 27.8 53.2 2 0 0 1,413.7586
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% LVSPGSANETSSILVESVTR 2476 2495 56.7 27.5 28.6 2 2 0 2,046.0713
C_28 Filamin‐B FLNB_HUMAN 278,159 62 70 124 29.40% HVGNQQYNVTYVVK 2563 2576 54.6 28.8 48.9 2 2 0 1,648.8441
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% IGNLQTDLSDGLR 37 49 63.4 28.3 53.8 2 0 0 1,401.7335
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% VTVLFAGQHISK 329 340 27.6 26.8 22.5 1 0 0 1,299.7420
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% SPFEVQVGPEAGMQK 537 551 46.8 26.0 35.8 2 0 0 1,619.7736
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% LDVTILSPSR 977 986 44.6 29.1 41.1 2 0 0 1,100.6311
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% GAGTGGLGLTVEGPCEAK 1067 1084 62.5 27.0 50.0 2 0 0 1,673.8167
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% IAGPGLGSGVR 1426 1436 23.4 25.1 12.0 1 0 0 983.5634
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% DAGEGLLAVQITDQEGKPK 1546 1564 28.1 27.7 27.2 0 2 0 1,969.0241
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% DAGEGLLAVQITDQEGKPKR 1546 1565 18.4 26.7 14.1 0 1 0 2,125.1252
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% CLATGPGIASTVK 1617 1629 40.4 28.9 25.8 1 0 0 1,274.6775
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% TGEEVGFVVDAK 1630 1641 40.8 27.1 30.8 2 0 0 1,250.6264
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% TATPEIVDNKDGTVTVR 1771 1787 30.4 27.5 23.5 1 0 0 1,815.9449
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% FADEHVPGSPFTVK 2075 2088 18.7 27.1 6.5 0 1 0 1,530.7588
C_29 Filamin‐B FLNB_HUMAN 278,159 13 13 20 6.53% AGPGTLSVTIEGPSK 2412 2426 33.7 28.0 26.1 2 0 0 1,413.7586
C_30 Filamin‐B FLNB_HUMAN 278,159 5 5 8 2.92% IFFAGDTIPK 430 439 51.6 27.5 39.6 2 0 0 1,108.6039
C_30 Filamin‐B FLNB_HUMAN 278,159 5 5 8 2.92% SPFTVGVAAPLDLSK 932 946 41.9 27.6 33.0 1 0 0 1,501.8262
C_30 Filamin‐B FLNB_HUMAN 278,159 5 5 8 2.92% GAGTGGLGLTVEGPCEAK 1067 1084 53.8 26.8 48.1 2 0 0 1,673.8167
C_30 Filamin‐B FLNB_HUMAN 278,159 5 5 8 2.92% DAGEGLLAVQITDQEGKPK 1546 1564 19.8 27.9 10.9 0 1 0 1,969.0241
C_30 Filamin‐B FLNB_HUMAN 278,159 5 5 8 2.92% FADEHVPGSPFTVK 2075 2088 24.5 27.0 15.4 0 2 0 1,530.7588
C_32 Filamin‐B FLNB_HUMAN 278,159 4 4 4 2.27% SPFTVGVAAPLDLSK 932 946 38.2 27.6 31.2 1 0 0 1,501.8262
C_32 Filamin‐B FLNB_HUMAN 278,159 4 4 4 2.27% GAGTGGLGLTVEGPCEAK 1067 1084 29.4 26.8 25.8 1 0 0 1,673.8167
C_32 Filamin‐B FLNB_HUMAN 278,159 4 4 4 2.27% IAGPGLGSGVR 1426 1436 20.5 25.0 12.9 1 0 0 983.5634
C_32 Filamin‐B FLNB_HUMAN 278,159 4 4 4 2.27% AGPGTLSVTIEGPSK 2412 2426 50.6 27.8 41.8 1 0 0 1,413.7586
D_04 Filamin‐B FLNB_HUMAN 278,159 2 2 4 0.88% SSFLVDCSK 2531 2539 48.3 25.0 35.2 2 0 0 1,042.4874
D_04 Filamin‐B FLNB_HUMAN 278,159 2 2 4 0.88% HVGNQQYNVTYVVK 2563 2576 34.4 28.6 28.8 0 2 0 1,648.8441
D_26 Filamin‐B FLNB_HUMAN 278,159 5 5 9 2.77% IAGPGLGSGVR 1426 1436 44.0 25.0 28.8 2 0 0 983.5634
D_26 Filamin‐B FLNB_HUMAN 278,159 5 5 9 2.77% IPEINSSDMSAHVTSPSGR 2121 2139 26.8 25.2 21.1 0 2 0 2,000.9343
D_26 Filamin‐B FLNB_HUMAN 278,159 5 5 9 2.77% VTEAEIVPMGK 2140 2150 53.4 27.7 42.3 2 0 0 1,189.6135
D_26 Filamin‐B FLNB_HUMAN 278,159 5 5 9 2.77% EAGAGGLSIAVEGPSK 2220 2235 30.3 27.8 15.5 1 0 0 1,442.7487



D_26 Filamin‐B FLNB_HUMAN 278,159 5 5 9 2.77% AGPGTLSVTIEGPSK 2412 2426 71.8 28.2 54.3 2 0 0 1,413.7586
D_27 Filamin‐B FLNB_HUMAN 278,159 8 8 11 4.11% IAGPGLGSGVR 1426 1436 63.5 25.0 50.6 2 0 0 983.5634
D_27 Filamin‐B FLNB_HUMAN 278,159 8 8 11 4.11% AGLAPLEVR 1450 1458 23.7 25.0 13.0 2 0 0 925.5466
D_27 Filamin‐B FLNB_HUMAN 278,159 8 8 11 4.11% LPNNHIGISFIPR 1957 1969 42.8 26.0 39.6 0 1 0 1,477.8275
D_27 Filamin‐B FLNB_HUMAN 278,159 8 8 11 4.11% IPEINSSDMSAHVTSPSGR 2121 2139 35.2 25.2 25.4 0 1 0 2,000.9343
D_27 Filamin‐B FLNB_HUMAN 278,159 8 8 11 4.11% VTEAEIVPMGK 2140 2150 25.9 27.7 12.1 1 0 0 1,189.6135
D_27 Filamin‐B FLNB_HUMAN 278,159 8 8 11 4.11% AGPGTLSVTIEGPSK 2412 2426 70.7 27.9 65.6 2 0 0 1,413.7586
D_27 Filamin‐B FLNB_HUMAN 278,159 8 8 11 4.11% LVSPGSANETSSILVESVTR 2476 2495 56.6 27.9 18.2 0 1 0 2,046.0713
D_27 Filamin‐B FLNB_HUMAN 278,159 8 8 11 4.11% SSFLVDCSK 2531 2539 31.0 25.0 22.1 1 0 0 1,042.4874
D_28 Filamin‐B FLNB_HUMAN 278,159 6 6 8 2.50% TYSVEYLPK 314 322 26.2 26.5 26.0 1 0 0 1,099.5670
D_28 Filamin‐B FLNB_HUMAN 278,159 6 6 8 2.50% LDVTILSPSR 977 986 33.1 28.7 19.1 2 0 0 1,100.6311
D_28 Filamin‐B FLNB_HUMAN 278,159 6 6 8 2.50% AGLAPLEVR 1450 1458 25.2 25.0 10.5 1 0 0 925.5466
D_28 Filamin‐B FLNB_HUMAN 278,159 6 6 8 2.50% TGEEVGFVVDAK 1630 1641 50.8 27.1 41.8 1 0 0 1,250.6264
D_28 Filamin‐B FLNB_HUMAN 278,159 6 6 8 2.50% VNQPASFAIR 2302 2311 34.7 27.8 28.6 1 0 0 1,102.6003
D_28 Filamin‐B FLNB_HUMAN 278,159 6 6 8 2.50% AGPGTLSVTIEGPSK 2412 2426 50.0 27.7 41.6 2 0 0 1,413.7586
D_29 Filamin‐B FLNB_HUMAN 278,159 9 9 13 4.46% IGNLQTDLSDGLR 37 49 57.2 28.2 43.6 1 0 0 1,401.7335
D_29 Filamin‐B FLNB_HUMAN 278,159 9 9 13 4.46% VTVLFAGQHISK 329 340 22.3 27.2 20.7 1 0 0 1,299.7420
D_29 Filamin‐B FLNB_HUMAN 278,159 9 9 13 4.46% LDVTILSPSR 977 986 45.9 28.7 27.2 2 0 0 1,100.6311
D_29 Filamin‐B FLNB_HUMAN 278,159 9 9 13 4.46% GAGIGGLGITVEGPSESK 1355 1372 46.9 27.6 39.1 2 0 0 1,628.8493
D_29 Filamin‐B FLNB_HUMAN 278,159 9 9 13 4.46% IAGPGLGSGVR 1426 1436 50.1 25.0 36.6 1 0 0 983.5634
D_29 Filamin‐B FLNB_HUMAN 278,159 9 9 13 4.46% AGLAPLEVR 1450 1458 27.1 25.0 9.1 2 0 0 925.5466
D_29 Filamin‐B FLNB_HUMAN 278,159 9 9 13 4.46% YADEEIPR 1497 1504 23.4 25.6 23.4 1 0 0 992.4684
D_29 Filamin‐B FLNB_HUMAN 278,159 9 9 13 4.46% AGPGTLSVTIEGPSK 2412 2426 73.6 27.9 61.2 2 0 0 1,413.7586
D_29 Filamin‐B FLNB_HUMAN 278,159 9 9 13 4.46% LVSPGSANETSSILVESVTR 2476 2495 27.0 27.9 1.2 0 1 0 2,046.0713
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% DLAEDAPWKK 7 16 28.8 27.0 16.3 1 0 0 1,172.5948
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% IGNLQTDLSDGLR 37 49 48.9 28.2 46.9 2 0 0 1,401.7335
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% LLGWIQNK 145 152 28.9 26.0 18.6 1 0 0 971.5674
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% TYSVEYLPK 314 322 32.6 25.6 16.0 2 0 0 1,099.5670
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% SPFEVQVGPEAGMQK 537 551 42.2 26.0 39.3 2 0 0 1,619.7736
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% VLFASQEIPASPFR 823 836 47.0 28.3 34.5 1 0 0 1,561.8373
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% APLNVQFNSPLPGDAVK 878 894 61.2 27.2 59.2 1 0 0 1,766.9437
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% VEVGKDQEFTVDTR 956 969 28.9 27.5 17.2 0 1 0 1,622.8022
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% LDVTILSPSR 977 986 64.7 28.7 42.3 2 0 0 1,100.6311
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% VVPCLVTPVTGR 988 999 28.3 25.3 26.2 1 0 0 1,297.7298
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% GAGTGGLGLTVEGPCEAK 1067 1084 62.3 26.7 62.3 2 0 0 1,673.8167
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% ADIEMPFDPSK 1125 1135 34.3 25.0 31.0 2 0 0 1,265.5721
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% VKVEPAVDTSR 1220 1230 35.2 27.6 31.2 1 0 0 1,200.6583
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% EAFTNKPNVFTVVTR 1340 1354 35.5 28.2 32.1 0 1 0 1,722.9173
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% GAGIGGLGITVEGPSESK 1355 1372 57.2 27.6 52.6 2 0 0 1,628.8493
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% IAGPGLGSGVR 1426 1436 70.7 25.0 56.7 2 0 0 983.5634
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% AGLAPLEVR 1450 1458 43.5 25.0 29.4 1 0 0 925.5466
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% YADEEIPR 1497 1504 51.5 25.8 50.7 2 0 0 992.4684
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% DAGEGLLAVQITDQEGKPK 1546 1564 34.4 27.9 30.3 0 2 0 1,969.0241
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% DGTYAVTYIPDK 1573 1584 49.6 25.9 37.9 2 0 0 1,342.6527
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% VTEAEIVPMGK 2140 2150 26.9 28.3 16.6 1 0 0 1,189.6135
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% EAGAGGLSIAVEGPSK 2220 2235 33.8 27.6 27.8 1 0 0 1,442.7487
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% AGPGTLSVTIEGPSK 2412 2426 66.6 27.8 57.7 2 0 0 1,413.7586
D_30 Filamin‐B FLNB_HUMAN 278,159 24 24 36 12.10% LVSPGSANETSSILVESVTR 2476 2495 39.0 27.9 4.9 0 1 0 2,046.0713
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% IGNLQTDLSDGLR 37 49 62.8 28.0 55.4 2 0 0 1,401.7335
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% LIALLEVLSQK 50 60 45.0 25.0 41.7 1 0 0 1,226.7720
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% LLGWIQNK 145 152 31.5 25.8 18.1 1 0 0 971.5674
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% VTVLFAGQHISK 329 340 40.0 27.2 37.2 2 0 0 1,299.7420
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% NTVELLVEDK 400 409 45.2 28.9 35.9 2 0 0 1,159.6206
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% NTVELLVEDKGNQVYR 400 415 24.9 28.0 8.7 0 2 0 1,876.9764
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% IFFAGDTIPK 430 439 40.5 27.1 31.4 2 0 0 1,108.6039
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% SPFEVQVGPEAGMQK 537 551 41.4 25.9 41.4 2 0 0 1,619.7736
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% APLNVQFNSPLPGDAVK 878 894 67.2 27.7 66.8 2 0 0 1,766.9437
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% LDVTILSPSR 977 986 58.0 28.7 42.5 2 0 0 1,100.6311
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% GAGTGGLGLTVEGPCEAK 1067 1084 54.5 26.7 44.8 2 0 0 1,673.8167
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% ADIEMPFDPSK 1125 1135 51.5 25.0 47.0 2 0 0 1,265.5721
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% VKVEPAVDTSR 1220 1230 26.4 27.7 13.5 1 0 0 1,200.6583
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% GAGIGGLGITVEGPSESK 1355 1372 51.2 27.4 48.3 2 0 0 1,628.8493
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% VLQSFTVDSSK 1439 1449 63.8 27.6 56.1 1 0 0 1,210.6314
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% AGLAPLEVR 1450 1458 35.3 25.0 26.9 2 0 0 925.5466
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% YADEEIPR 1497 1504 32.0 25.8 31.4 2 0 0 992.4684
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% DGTYAVTYIPDK 1573 1584 56.2 25.9 47.4 2 0 0 1,342.6527
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% TGEEVGFVVDAK 1630 1641 73.7 27.0 59.5 2 0 0 1,250.6264
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% TATPEIVDNKDGTVTVR 1771 1787 38.1 27.7 34.8 0 1 0 1,815.9449
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% LPNNHIGISFIPR 1957 1969 47.9 26.3 45.7 0 2 0 1,477.8275
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% DAGYGGISLAVEGPSK 2029 2044 57.6 28.2 38.2 2 0 0 1,520.7593
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% VSYFPTVPGVYIVSTK 2059 2074 34.7 27.8 34.7 1 0 0 1,756.9520
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% FADEHVPGSPFTVK 2075 2088 32.9 27.1 25.8 0 1 0 1,530.7588
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% APSVATVGSICDLNLK 2105 2120 72.9 28.1 72.5 2 0 0 1,644.8627
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% IPEINSSDMSAHVTSPSGR 2121 2139 43.4 25.2 39.3 0 2 0 2,000.9343
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% VTEAEIVPMGK 2140 2150 22.6 28.1 22.6 1 0 0 1,189.6135
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% GEAGVPAEFSIWTR 2206 2219 39.6 28.0 29.8 1 0 0 1,519.7540
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% EAGAGGLSIAVEGPSK 2220 2235 107.0 27.3 88.4 2 0 0 1,442.7487
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% LTVMSLQESGLK 2290 2301 26.7 27.4 18.7 1 0 0 1,321.7034
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% AGPGTLSVTIEGPSK 2412 2426 59.7 27.8 41.2 2 0 0 1,413.7586
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% LVSPGSANETSSILVESVTR 2476 2495 37.9 27.9 4.1 0 2 0 2,046.0713
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% SSTETCYSAIPK 2496 2507 26.8 25.0 11.9 2 0 0 1,343.6148
D_31 Filamin‐B FLNB_HUMAN 278,159 34 34 58 17.00% SSFLVDCSK 2531 2539 32.1 25.0 21.4 2 0 0 1,042.4874
D_32 Filamin‐B FLNB_HUMAN 278,159 3 3 3 1.15% LDVTILSPSR 977 986 28.1 28.6 23.2 1 0 0 1,100.6311
D_32 Filamin‐B FLNB_HUMAN 278,159 3 3 3 1.15% VLQSFTVDSSK 1439 1449 31.8 27.4 21.9 1 0 0 1,210.6314
D_32 Filamin‐B FLNB_HUMAN 278,159 3 3 3 1.15% AGLAPLEVR 1450 1458 32.5 25.0 22.4 1 0 0 925.5466
E_29 Filamin‐B FLNB_HUMAN 278,159 4 4 6 1.69% LDVTILSPSR 977 986 57.2 27.3 43.6 1 0 0 1,100.6311
E_29 Filamin‐B FLNB_HUMAN 278,159 4 4 6 1.69% IAGPGLGSGVR 1426 1436 44.4 25.0 32.6 1 0 0 983.5634
E_29 Filamin‐B FLNB_HUMAN 278,159 4 4 6 1.69% VLQSFTVDSSK 1439 1449 34.0 27.7 28.3 2 0 0 1,210.6314
E_29 Filamin‐B FLNB_HUMAN 278,159 4 4 6 1.69% TGEEVGFVVDAK 1630 1641 33.6 27.0 26.4 2 0 0 1,250.6264
E_30 Filamin‐B FLNB_HUMAN 278,159 9 9 14 3.46% LLGWIQNK 145 152 24.5 25.8 16.6 1 0 0 971.5674
E_30 Filamin‐B FLNB_HUMAN 278,159 9 9 14 3.46% SPFEVSVDK 341 349 23.9 26.4 3.3 1 0 0 1,007.5044
E_30 Filamin‐B FLNB_HUMAN 278,159 9 9 14 3.46% NTVELLVEDK 400 409 41.0 28.9 32.2 1 0 0 1,159.6206
E_30 Filamin‐B FLNB_HUMAN 278,159 9 9 14 3.46% IFFAGDTIPK 430 439 21.9 27.5 11.7 1 0 0 1,108.6039
E_30 Filamin‐B FLNB_HUMAN 278,159 9 9 14 3.46% LDVTILSPSR 977 986 48.8 27.2 36.2 2 0 0 1,100.6311
E_30 Filamin‐B FLNB_HUMAN 278,159 9 9 14 3.46% IAGPGLGSGVR 1426 1436 47.7 25.2 35.8 2 0 0 983.5634
E_30 Filamin‐B FLNB_HUMAN 278,159 9 9 14 3.46% VLQSFTVDSSK 1439 1449 55.3 27.7 50.7 2 0 0 1,210.6314
E_30 Filamin‐B FLNB_HUMAN 278,159 9 9 14 3.46% AGLAPLEVR 1450 1458 22.1 25.0 8.7 2 0 0 925.5466
E_30 Filamin‐B FLNB_HUMAN 278,159 9 9 14 3.46% TGEEVGFVVDAK 1630 1641 58.4 27.1 43.5 2 0 0 1,250.6264
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% IGNLQTDLSDGLR 37 49 71.6 27.9 59.6 1 0 0 1,401.7335
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% TYSVEYLPK 314 322 28.0 26.1 11.8 1 0 0 1,099.5670
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% SPFEVSVDK 341 349 20.1 26.4 5.7 1 0 0 1,007.5044
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% IFFAGDTIPK 430 439 38.2 26.5 28.1 2 0 0 1,108.6039
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% LDVTILSPSR 977 986 48.3 27.3 29.9 1 0 0 1,100.6311
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% VFGPGIEGK 1233 1241 26.7 28.6 18.6 1 0 0 903.4936
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% AGLAPLEVR 1450 1458 20.4 25.0 3.6 2 0 0 925.5466
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% YADEEIPR 1497 1504 43.0 26.1 36.7 2 0 0 992.4684
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% TGEEVGFVVDAK 1630 1641 37.6 27.0 29.8 2 0 0 1,250.6264
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% FADEHVPGSPFTVK 2075 2088 22.9 27.0 14.1 0 1 0 1,530.7588
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% VTEAEIVPMGK 2140 2150 25.0 28.3 17.0 1 0 0 1,189.6135
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% VNQPASFAIR 2302 2311 30.2 27.7 21.4 1 0 0 1,102.6003
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% AGPGTLSVTIEGPSK 2412 2426 55.1 27.6 48.8 2 0 0 1,413.7586
E_31 Filamin‐B FLNB_HUMAN 278,159 14 14 19 5.69% SSFLVDCSK 2531 2539 21.6 25.0 10.6 1 0 0 1,042.4874



F_04 Filamin‐B FLNB_HUMAN 278,159 3 3 5 1.27% SSFLVDCSK 2531 2539 43.2 25.0 30.4 2 0 0 1,042.4874
F_04 Filamin‐B FLNB_HUMAN 278,159 3 3 5 1.27% HVGNQQYNVTYVVK 2563 2576 48.5 28.8 43.4 2 0 0 1,648.8441
F_04 Filamin‐B FLNB_HUMAN 278,159 3 3 5 1.27% ERGDYVLAVK 2577 2586 24.1 27.5 8.4 1 0 0 1,149.6263
F_16 Filamin‐B FLNB_HUMAN 278,159 3 3 4 1.27% LLGWIQNK 145 152 29.4 27.9 12.8 2 0 0 971.5674
F_16 Filamin‐B FLNB_HUMAN 278,159 3 3 4 1.27% NTVELLVEDK 400 409 35.4 29.2 11.5 1 0 0 1,159.6206
F_16 Filamin‐B FLNB_HUMAN 278,159 3 3 4 1.27% AGPGTLSVTIEGPSK 2412 2426 52.8 28.0 46.0 1 0 0 1,413.7586
H_02 Filamin‐B FLNB_HUMAN 278,159 2 2 3 0.88% SSFLVDCSK 2531 2539 19.8 25.0 6.3 2 0 0 1,042.4874
H_02 Filamin‐B FLNB_HUMAN 278,159 2 2 3 0.88% HVGNQQYNVTYVVK 2563 2576 29.5 28.8 22.1 0 1 0 1,648.8441
H_16 Filamin‐B FLNB_HUMAN 278,159 6 7 12 3.42% TATPEIVDNKDGTVTVR 1771 1787 34.8 27.7 29.7 2 2 0 1,815.9449
H_16 Filamin‐B FLNB_HUMAN 278,159 6 7 12 3.42% VDIQTEDLEDGTCK 2045 2058 66.6 25.0 62.5 2 0 0 1,622.7218
H_16 Filamin‐B FLNB_HUMAN 278,159 6 7 12 3.42% FADEHVPGSPFTVK 2075 2088 37.7 26.6 35.3 0 2 0 1,530.7588
H_16 Filamin‐B FLNB_HUMAN 278,159 6 7 12 3.42% APSVATVGSICDLNLK 2105 2120 74.2 28.3 67.1 1 0 0 1,644.8627
H_16 Filamin‐B FLNB_HUMAN 278,159 6 7 12 3.42% AGPGTLSVTIEGPSK 2412 2426 52.7 27.6 43.9 2 0 0 1,413.7586
H_16 Filamin‐B FLNB_HUMAN 278,159 6 7 12 3.42% YGGPNHIVGSPFK 2456 2468 30.5 27.3 23.8 0 1 0 1,372.7009
H_17 Filamin‐B FLNB_HUMAN 278,159 7 7 10 3.92% TATPEIVDNKDGTVTVR 1771 1787 22.5 27.6 21.1 0 1 0 1,815.9449
H_17 Filamin‐B FLNB_HUMAN 278,159 7 7 10 3.92% YNDKHIPGSPFTAK 1894 1907 16.8 27.9 5.2 0 1 0 1,574.7963
H_17 Filamin‐B FLNB_HUMAN 278,159 7 7 10 3.92% DAGYGGISLAVEGPSK 2029 2044 38.5 28.5 27.1 1 0 0 1,520.7593
H_17 Filamin‐B FLNB_HUMAN 278,159 7 7 10 3.92% VDIQTEDLEDGTCK 2045 2058 64.7 25.0 64.7 2 0 0 1,622.7218
H_17 Filamin‐B FLNB_HUMAN 278,159 7 7 10 3.92% APSVATVGSICDLNLK 2105 2120 55.8 28.3 43.7 2 0 0 1,644.8627
H_17 Filamin‐B FLNB_HUMAN 278,159 7 7 10 3.92% VNQPASFAIR 2302 2311 34.9 28.5 17.5 1 0 0 1,102.6003
H_17 Filamin‐B FLNB_HUMAN 278,159 7 7 10 3.92% AGPGTLSVTIEGPSK 2412 2426 78.2 27.8 64.0 2 0 0 1,413.7586
H_19 Filamin‐B FLNB_HUMAN 278,159 11 11 15 5.61% IGNLQTDLSDGLR 37 49 47.9 28.4 32.8 2 0 0 1,401.7335
H_19 Filamin‐B FLNB_HUMAN 278,159 11 11 15 5.61% LLGWIQNK 145 152 31.2 28.4 17.6 1 0 0 971.5674
H_19 Filamin‐B FLNB_HUMAN 278,159 11 11 15 5.61% TYSVEYLPK 314 322 27.5 26.3 21.9 1 0 0 1,099.5670
H_19 Filamin‐B FLNB_HUMAN 278,159 11 11 15 5.61% AGVENGKPTHFTVYTK 858 873 23.8 28.3 13.5 0 2 0 1,748.8967
H_19 Filamin‐B FLNB_HUMAN 278,159 11 11 15 5.61% LDVTILSPSR 977 986 54.4 29.1 53.0 2 0 0 1,100.6311
H_19 Filamin‐B FLNB_HUMAN 278,159 11 11 15 5.61% GAGTGGLGLTVEGPCEAK 1067 1084 38.7 27.4 38.7 1 0 0 1,673.8167
H_19 Filamin‐B FLNB_HUMAN 278,159 11 11 15 5.61% GAGIGGLGITVEGPSESK 1355 1372 69.2 27.7 63.6 2 0 0 1,628.8493
H_19 Filamin‐B FLNB_HUMAN 278,159 11 11 15 5.61% TGEEVGFVVDAK 1630 1641 30.3 27.4 11.3 1 0 0 1,250.6264
H_19 Filamin‐B FLNB_HUMAN 278,159 11 11 15 5.61% APSVATVGSICDLNLK 2105 2120 49.5 28.3 46.9 1 0 0 1,644.8627
H_19 Filamin‐B FLNB_HUMAN 278,159 11 11 15 5.61% EAGAGGLSIAVEGPSK 2220 2235 49.1 28.0 34.0 1 0 0 1,442.7487
H_19 Filamin‐B FLNB_HUMAN 278,159 11 11 15 5.61% VNQPASFAIR 2302 2311 27.0 28.5 22.9 1 0 0 1,102.6003
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% LIALLEVLSQK 50 60 38.7 25.0 35.9 1 0 0 1,226.7720
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% LLGWIQNK 145 152 26.6 28.4 7.7 1 0 0 971.5674
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% IFFAGDTIPK 430 439 37.1 27.4 27.8 1 0 0 1,108.6039
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% MDGTYACSYTPVK 700 712 54.9 25.0 54.9 2 0 0 1,492.6448
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% AGVENGKPTHFTVYTK 858 873 24.7 28.4 12.0 0 1 0 1,748.8967
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% SPFTVGVAAPLDLSK 932 946 59.8 27.6 51.3 2 0 0 1,501.8262
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% LDVTILSPSR 977 986 42.6 29.1 28.8 1 0 0 1,100.6311
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% GAGIGGLGITVEGPSESK 1355 1372 56.4 27.7 50.6 2 0 0 1,628.8493
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% IAGPGLGSGVR 1426 1436 58.3 25.0 38.0 2 0 0 983.5634
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% VLQSFTVDSSK 1439 1449 38.2 27.8 34.2 2 0 0 1,210.6314
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% EAGAGGLSIAVEGPSK 2220 2235 34.2 28.0 31.1 1 0 0 1,442.7487
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% VNQPASFAIR 2302 2311 25.7 28.5 20.9 1 0 0 1,102.6003
H_20 Filamin‐B FLNB_HUMAN 278,159 13 13 19 6.30% AGPGTLSVTIEGPSK 2412 2426 61.8 27.6 53.7 2 0 0 1,413.7586
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% TYSVEYLPK 314 322 42.5 26.3 38.4 2 0 0 1,099.5670
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% SPFEVSVDKAQGDASK 341 356 88.3 27.2 80.9 2 0 0 1,664.8127
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% IFFAGDTIPK 430 439 32.8 27.4 21.7 1 0 0 1,108.6039
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% SPFVVQVGEACNPNACR 440 456 71.6 25.0 60.7 2 0 0 1,904.8742
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% SPFEVQVGPEAGMQK 537 551 49.5 26.3 45.8 2 0 0 1,619.7736
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% MDGTYACSYTPVK 700 712 69.3 25.0 59.9 2 0 0 1,492.6448
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% AGVENGKPTHFTVYTK 858 873 27.9 28.1 26.1 0 1 0 1,748.8967
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% SPFTVGVAAPLDLSK 932 946 69.2 27.1 64.1 2 0 0 1,501.8262
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% VEVGKDQEFTVDTR 956 969 34.4 27.6 18.1 1 0 0 1,622.8022
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% LDVTILSPSR 977 986 69.7 29.1 62.4 2 0 0 1,100.6311
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% KVVPCLVTPVTGR 987 999 28.4 25.0 28.2 2 0 0 1,425.8248
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% VVPCLVTPVTGR 988 999 49.4 25.1 39.3 1 0 0 1,297.7298
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% GAGTGGLGLTVEGPCEAK 1067 1084 80.4 27.4 80.4 2 0 0 1,673.8167
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% YGGELVPHFPAR 1208 1219 22.8 27.2 22.8 2 0 0 1,342.6903
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% GAGIGGLGITVEGPSESK 1355 1372 53.3 27.7 46.3 2 0 0 1,628.8493
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% VPVKDVVDPSKVK 1413 1425 34.5 25.0 34.5 0 2 0 1,409.8364
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% IAGPGLGSGVR 1426 1436 36.3 25.0 35.1 2 0 0 983.5634
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% DAGEGLLAVQITDQEGKPK 1546 1564 29.6 27.8 22.4 0 2 0 1,969.0241
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% TATPEIVDNKDGTVTVR 1771 1787 54.5 27.6 50.9 1 1 0 1,815.9449
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% FADEHVPGSPFTVK 2075 2088 19.1 26.8 13.3 0 2 0 1,530.7588
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% AGPGTLSVTIEGPSK 2412 2426 54.5 27.8 38.5 2 0 0 1,413.7586
H_21 Filamin‐B FLNB_HUMAN 278,159 22 23 39 11.40% SSTETCYSAIPK 2496 2507 26.4 25.0 20.1 1 0 0 1,343.6148
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% PVTEKDLAEDAPWKK 2 16 37.2 27.3 36.6 0 2 0 1,726.9013
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% IGNLQTDLSDGLR 37 49 36.5 28.3 28.0 2 0 0 1,401.7335
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% LIALLEVLSQK 50 60 70.7 25.0 64.3 2 0 0 1,226.7720
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% LLGWIQNK 145 152 26.2 28.4 9.0 1 0 0 971.5674
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% TYSVEYLPK 314 322 42.7 26.5 37.5 2 0 0 1,099.5670
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% SPFEVSVDK 341 349 34.2 25.7 17.1 1 0 0 1,007.5044
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% SPFEVSVDKAQGDASK 341 356 72.2 27.2 63.6 2 0 0 1,664.8127
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% NTVELLVEDK 400 409 28.9 28.1 9.7 1 0 0 1,159.6206
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% NTVELLVEDKGNQVYR 400 415 41.7 27.9 36.0 0 2 0 1,876.9764
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% SPFVVQVGEACNPNACR 440 456 81.1 25.0 70.5 2 2 0 1,904.8742
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% SPFEVQVGPEAGMQK 537 551 55.9 26.2 55.9 2 0 0 1,619.7736
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% SGCIVNNLAEFTVDPK 658 673 50.7 27.4 39.5 2 0 0 1,763.8634
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% MDGTYACSYTPVK 700 712 48.4 25.0 46.4 2 0 0 1,508.6397
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% AGVENGKPTHFTVYTK 858 873 37.0 28.2 19.8 0 2 0 1,748.8967
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% SPFTVGVAAPLDLSK 932 946 64.8 27.6 54.3 2 0 0 1,501.8262
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% VEVGKDQEFTVDTR 956 969 33.0 27.5 19.5 1 2 0 1,622.8022
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% GAGGQGKLDVTILSPSR 970 986 27.1 27.3 21.0 0 2 0 1,655.9078
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% LDVTILSPSRK 977 987 37.8 26.0 31.7 1 0 0 1,228.7261
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% KVVPCLVTPVTGR 987 999 41.5 25.0 41.5 2 0 0 1,425.8248
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% GAGTGGLGLTVEGPCEAK 1067 1084 75.8 27.4 73.4 2 0 0 1,673.8167
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% YGGELVPHFPAR 1208 1219 40.3 27.4 38.5 2 0 0 1,342.6903
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% VFGPGIEGKDVFR 1233 1245 18.7 27.5 9.5 0 1 0 1,420.7585
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% EAFTNKPNVFTVVTR 1340 1354 40.1 27.7 25.5 1 0 0 1,722.9173
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% GAGIGGLGITVEGPSESK 1355 1372 61.1 27.7 54.6 2 0 0 1,628.8493
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% VPVKDVVDPSKVK 1413 1425 35.4 25.0 23.5 0 2 0 1,409.8364
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% IAGPGLGSGVR 1426 1436 75.2 25.0 60.2 2 0 0 983.5634
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% YADEEIPRSPFK 1497 1508 19.7 26.6 17.9 0 2 0 1,451.7166
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% DAGEGLLAVQITDQEGKPK 1546 1564 83.7 27.8 75.7 2 2 0 1,969.0241
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% CLATGPGIASTVK 1617 1629 58.7 28.9 33.2 2 0 0 1,274.6775
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% TATPEIVDNKDGTVTVR 1771 1787 33.8 27.7 31.3 0 2 0 1,815.9449
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% DAGYGGISLAVEGPSK 2029 2044 63.5 28.7 47.1 2 0 0 1,520.7593
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% VDIQTEDLEDGTCK 2045 2058 75.1 25.0 75.1 2 0 0 1,622.7218
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% FADEHVPGSPFTVK 2075 2088 32.5 27.1 25.8 0 2 0 1,530.7588
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% APSVATVGSICDLNLK 2105 2120 58.5 28.2 57.3 2 0 0 1,644.8627
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% EAGAGGLSIAVEGPSK 2220 2235 84.5 27.7 70.4 2 0 0 1,442.7487
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% VNQPASFAIR 2302 2311 37.4 28.5 31.9 1 0 0 1,102.6003
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% AGPGTLSVTIEGPSK 2412 2426 71.7 27.8 63.1 2 0 0 1,413.7586
H_22 Filamin‐B FLNB_HUMAN 278,159 38 41 73 19.10% SSTETCYSAIPK 2496 2507 19.4 25.0 16.0 1 0 0 1,343.6148
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% PVTEKDLAEDAPWKK 2 16 54.6 27.3 41.5 0 2 0 1,726.9013
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% IGNLQTDLSDGLR 37 49 55.6 28.0 46.1 2 0 0 1,401.7335
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% LIALLEVLSQK 50 60 67.2 25.0 57.9 2 0 0 1,226.7720
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% LIALLEVLSQKR 50 61 31.9 25.0 31.9 0 2 0 1,382.8731
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% TYSVEYLPK 314 322 44.9 26.6 36.0 1 0 0 1,099.5670
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% VTVLFAGQHISK 329 340 26.0 26.8 14.8 1 0 0 1,299.7420
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% SPFEVSVDK 341 349 37.1 26.0 19.8 2 0 0 1,007.5044



H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% SPFEVSVDKAQGDASK 341 356 99.7 27.0 95.1 2 0 0 1,664.8127
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% SPFVVQVGEACNPNACR 440 456 98.2 25.0 92.1 2 2 0 1,904.8742
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% SPFEVQVGPEAGMQK 537 551 73.2 26.2 65.8 2 0 0 1,619.7736
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% SGCIVNNLAEFTVDPK 658 673 76.0 27.8 65.6 2 0 0 1,763.8634
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% MDGTYACSYTPVK 700 712 84.2 25.0 76.5 4 0 0 1,492.6448
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% VLFASQEIPASPFR 823 836 34.6 28.0 26.2 1 0 0 1,561.8373
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% AGVENGKPTHFTVYTK 858 873 33.7 28.3 25.9 2 2 0 1,748.8967
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% SPFTVGVAAPLDLSK 932 946 77.7 27.8 66.9 2 0 0 1,501.8262
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% VEVGKDQEFTVDTR 956 969 74.9 27.7 55.7 2 0 0 1,622.8022
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% GAGGQGKLDVTILSPSR 970 986 21.1 27.2 17.8 0 1 0 1,655.9078
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% LDVTILSPSR 977 986 64.7 28.5 55.7 1 0 0 1,100.6311
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% LDVTILSPSRK 977 987 29.6 25.7 21.6 2 0 0 1,228.7261
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% KVVPCLVTPVTGR 987 999 41.0 25.0 37.6 2 1 0 1,425.8248
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% VVPCLVTPVTGR 988 999 58.0 25.1 48.6 2 0 0 1,297.7298
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% GAGTGGLGLTVEGPCEAK 1067 1084 97.6 27.5 94.8 2 0 0 1,673.8167
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% YGGELVPHFPAR 1208 1219 46.6 27.1 42.2 2 0 0 1,342.6903
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% VFGPGIEGK 1233 1241 25.7 28.6 15.0 1 0 0 903.4936
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% EAFTNKPNVFTVVTR 1340 1354 50.7 27.7 44.7 2 0 0 1,722.9173
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% GAGIGGLGITVEGPSESK 1355 1372 56.0 27.7 50.3 2 0 0 1,628.8493
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% VPVKDVVDPSKVK 1413 1425 62.8 25.0 54.2 0 2 0 1,409.8364
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% IAGPGLGSGVR 1426 1436 34.8 25.0 25.7 2 0 0 983.5634
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% YADEEIPRSPFK 1497 1508 47.8 27.0 40.0 2 0 0 1,451.7166
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% DAGEGLLAVQITDQEGKPK 1546 1564 82.8 27.8 74.9 2 2 0 1,969.0241
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% RAIVHDNKDGTYAVTYIPDK 1565 1584 24.1 28.4 21.1 0 1 0 2,276.1672
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% AIVHDNKDGTYAVTYIPDK 1566 1584 49.9 27.4 46.9 0 2 0 2,120.0661
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% DGTYAVTYIPDKTGR 1573 1587 54.9 27.3 50.8 2 0 0 1,656.8230
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% CLATGPGIASTVK 1617 1629 70.0 28.8 44.1 2 0 0 1,274.6775
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% TATPEIVDNKDGTVTVR 1771 1787 59.5 27.7 53.9 2 2 0 1,815.9449
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% YNDKHIPGSPFTAK 1894 1907 32.7 27.7 18.5 0 2 0 1,574.7963
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% DAGYGGISLAVEGPSK 2029 2044 67.0 28.7 45.2 2 0 0 1,520.7593
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% VDIQTEDLEDGTCK 2045 2058 92.9 25.0 92.9 2 0 0 1,622.7218
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% FADEHVPGSPFTVK 2075 2088 53.2 27.0 46.7 2 0 0 1,530.7588
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% APSVATVGSICDLNLK 2105 2120 82.7 28.3 79.3 2 0 0 1,644.8627
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% IPEINSSDMSAHVTSPSGR 2121 2139 46.5 26.9 39.3 0 2 0 1,984.9393
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% RLTVMSLQESGLK 2289 2301 30.8 26.8 24.1 0 2 0 1,461.8095
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% VNQPASFAIR 2302 2311 39.8 28.9 27.7 2 0 0 1,102.6003
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% FIPHENGVHTIDVK 2347 2360 36.9 28.1 20.8 1 0 0 1,605.8385
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% AGPGTLSVTIEGPSK 2412 2426 76.9 27.8 62.4 2 0 0 1,413.7586
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% YGGPNHIVGSPFK 2456 2468 60.4 27.7 47.3 2 0 0 1,372.7009
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% SSFLVDCSK 2531 2539 26.6 25.0 13.7 2 0 0 1,042.4874
H_23 Filamin‐B FLNB_HUMAN 278,159 48 56 101 22.60% HVGNQQYNVTYVVK 2563 2576 60.3 28.8 53.1 2 2 0 1,648.8441
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% DLAEDAPWKK 7 16 28.7 26.7 21.0 1 0 0 1,172.5948
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% IGNLQTDLSDGLR 37 49 64.5 28.4 51.8 2 0 0 1,401.7335
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% VTVLFAGQHISK 329 340 39.6 26.8 33.2 1 0 0 1,299.7420
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% SPFVVQVGEACNPNACR 440 456 65.9 25.0 60.3 2 0 0 1,904.8742
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% SPFEVQVGPEAGMQK 537 551 59.1 26.1 53.6 2 0 0 1,619.7736
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% SPFTVGVAAPLDLSK 932 946 62.0 27.6 55.8 2 0 0 1,501.8262
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% LDVTILSPSR 977 986 52.7 28.5 46.4 2 0 0 1,100.6311
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% VVPCLVTPVTGR 988 999 22.8 25.1 15.0 2 0 0 1,297.7298
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% GAGTGGLGLTVEGPCEAK 1067 1084 94.2 27.1 90.6 2 0 0 1,673.8167
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% GAGIGGLGITVEGPSESK 1355 1372 64.0 27.8 57.9 2 0 0 1,628.8493
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% IAGPGLGSGVR 1426 1436 27.4 25.0 23.2 1 0 0 983.5634
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% AGLAPLEVR 1450 1458 25.2 25.0 16.0 2 0 0 925.5466
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% TGEEVGFVVDAK 1630 1641 59.9 27.4 50.5 2 0 0 1,250.6264
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% TATPEIVDNKDGTVTVR 1771 1787 61.3 27.7 45.8 1 1 0 1,815.9449
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% FADEHVPGSPFTVK 2075 2088 22.2 27.1 8.8 0 1 0 1,530.7588
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% APSVATVGSICDLNLK 2105 2120 54.2 28.4 48.0 2 0 0 1,644.8627
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% VNQPASFAIR 2302 2311 37.2 29.0 22.4 1 0 0 1,102.6003
H_24 Filamin‐B FLNB_HUMAN 278,159 18 19 31 9.38% AGPGTLSVTIEGPSK 2412 2426 62.3 28.0 51.7 2 0 0 1,413.7586
I_16 Filamin‐B FLNB_HUMAN 278,159 6 6 9 3.57% GAGTGGLGLTVEGPCEAK 1067 1084 33.5 26.8 30.5 1 0 0 1,673.8167
I_16 Filamin‐B FLNB_HUMAN 278,159 6 6 9 3.57% TATPEIVDNKDGTVTVR 1771 1787 28.9 27.6 26.8 0 2 0 1,815.9449
I_16 Filamin‐B FLNB_HUMAN 278,159 6 6 9 3.57% VDIQTEDLEDGTCK 2045 2058 40.3 25.0 40.3 2 0 0 1,622.7218
I_16 Filamin‐B FLNB_HUMAN 278,159 6 6 9 3.57% APSVATVGSICDLNLK 2105 2120 65.2 28.0 61.2 1 0 0 1,644.8627
I_16 Filamin‐B FLNB_HUMAN 278,159 6 6 9 3.57% AGPGTLSVTIEGPSK 2412 2426 70.2 27.6 64.0 2 0 0 1,413.7586
I_16 Filamin‐B FLNB_HUMAN 278,159 6 6 9 3.57% YGGPNHIVGSPFK 2456 2468 18.6 27.3 4.3 0 1 0 1,372.7009
I_17 Filamin‐B FLNB_HUMAN 278,159 4 4 5 2.27% TATPEIVDNKDGTVTVR 1771 1787 28.1 27.7 27.1 0 1 0 1,815.9449
I_17 Filamin‐B FLNB_HUMAN 278,159 4 4 5 2.27% LPNNHIGISFIPR 1957 1969 23.4 25.4 20.5 0 1 0 1,477.8275
I_17 Filamin‐B FLNB_HUMAN 278,159 4 4 5 2.27% FADEHVPGSPFTVK 2075 2088 22.0 26.8 11.8 0 1 0 1,530.7588
I_17 Filamin‐B FLNB_HUMAN 278,159 4 4 5 2.27% AGPGTLSVTIEGPSK 2412 2426 56.6 28.0 39.6 2 0 0 1,413.7586
I_18 Filamin‐B FLNB_HUMAN 278,159 2 2 4 1.23% TATPEIVDNKDGTVTVR 1771 1787 31.0 27.7 26.0 0 2 0 1,815.9449
I_18 Filamin‐B FLNB_HUMAN 278,159 2 2 4 1.23% AGPGTLSVTIEGPSK 2412 2426 76.2 28.0 65.5 2 0 0 1,413.7586
I_19 Filamin‐B FLNB_HUMAN 278,159 4 4 4 2.00% IGNLQTDLSDGLR 37 49 43.3 28.3 36.7 1 0 0 1,401.7335
I_19 Filamin‐B FLNB_HUMAN 278,159 4 4 4 2.00% LLGWIQNK 145 152 24.9 27.9 12.1 1 0 0 971.5674
I_19 Filamin‐B FLNB_HUMAN 278,159 4 4 4 2.00% EAGAGGLSIAVEGPSK 2220 2235 45.2 27.7 33.5 1 0 0 1,442.7487
I_19 Filamin‐B FLNB_HUMAN 278,159 4 4 4 2.00% AGPGTLSVTIEGPSK 2412 2426 50.5 28.0 44.5 1 0 0 1,413.7586
I_20 Filamin‐B FLNB_HUMAN 278,159 8 8 14 3.77% TYSVEYLPK 314 322 32.3 26.3 22.3 2 0 0 1,099.5670
I_20 Filamin‐B FLNB_HUMAN 278,159 8 8 14 3.77% NTVELLVEDK 400 409 45.3 29.1 27.9 2 0 0 1,159.6206
I_20 Filamin‐B FLNB_HUMAN 278,159 8 8 14 3.77% AGVENGKPTHFTVYTK 858 873 22.6 28.4 13.5 0 1 0 1,748.8967
I_20 Filamin‐B FLNB_HUMAN 278,159 8 8 14 3.77% SPFTVGVAAPLDLSK 932 946 71.5 27.9 63.7 2 0 0 1,501.8262
I_20 Filamin‐B FLNB_HUMAN 278,159 8 8 14 3.77% LDVTILSPSR 977 986 39.5 27.3 20.1 2 0 0 1,100.6311
I_20 Filamin‐B FLNB_HUMAN 278,159 8 8 14 3.77% VVPCLVTPVTGR 988 999 35.4 25.1 27.5 1 0 0 1,297.7298
I_20 Filamin‐B FLNB_HUMAN 278,159 8 8 14 3.77% IAGPGLGSGVR 1426 1436 25.4 25.0 17.9 2 0 0 983.5634
I_20 Filamin‐B FLNB_HUMAN 278,159 8 8 14 3.77% AGPGTLSVTIEGPSK 2412 2426 59.6 27.8 50.3 2 0 0 1,413.7586
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% DLAEDAPWK 7 15 30.4 25.0 30.4 1 0 0 1,044.4998
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% LIALLEVLSQK 50 60 63.6 25.0 61.4 1 0 0 1,226.7720
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% LLGWIQNK 145 152 48.8 27.9 36.4 2 0 0 971.5674
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% TYSVEYLPK 314 322 27.5 26.3 18.6 1 0 0 1,099.5670
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% VTVLFAGQHISK 329 340 50.6 26.8 45.3 1 0 0 1,299.7420
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% SPFEVSVDKAQGDASK 341 356 55.8 27.1 42.2 2 0 0 1,664.8127
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% NTVELLVEDK 400 409 33.0 28.1 24.7 2 0 0 1,159.6206
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% IFFAGDTIPK 430 439 29.2 26.7 22.6 2 0 0 1,108.6039
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% SPFVVQVGEACNPNACR 440 456 73.5 25.0 69.4 2 1 0 1,904.8742
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% AWGPGLHGGIVGR 554 566 44.0 28.1 36.0 2 0 0 1,276.6911
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% SGCIVNNLAEFTVDPK 658 673 46.2 27.5 37.5 2 0 0 1,763.8634
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% APLKIFAQDGEGQR 678 691 23.0 27.9 17.0 0 2 0 1,529.8073
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% MDGTYACSYTPVK 700 712 68.6 25.0 65.2 2 0 0 1,492.6448
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% SPFTVGVAAPLDLSK 932 946 74.5 27.9 68.0 2 0 0 1,501.8262
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% LDVTILSPSR 977 986 56.5 29.1 50.3 2 0 0 1,100.6311
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% LDVTILSPSRK 977 987 31.1 25.7 23.5 1 0 0 1,228.7261
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% KVVPCLVTPVTGR 987 999 26.8 25.0 26.8 2 0 0 1,425.8248
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% GAGTGGLGLTVEGPCEAK 1067 1084 91.6 27.0 81.9 2 0 0 1,673.8167
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% YGGELVPHFPAR 1208 1219 23.7 27.1 22.1 1 0 0 1,342.6903
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% GAGIGGLGITVEGPSESK 1355 1372 70.6 27.7 67.0 2 0 0 1,628.8493
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% VPVKDVVDPSKVK 1413 1425 27.3 25.0 22.3 0 2 0 1,409.8364
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% DAGEGLLAVQITDQEGKPK 1546 1564 71.5 27.7 60.3 2 1 0 1,969.0241
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% DAGEGLLAVQITDQEGKPKR 1546 1565 37.2 26.7 31.2 0 1 0 2,125.1252
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% DGTYAVTYIPDKTGR 1573 1587 31.8 27.1 29.7 0 2 0 1,656.8230
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% TGEEVGFVVDAK 1630 1641 76.3 27.4 61.7 2 0 0 1,250.6264
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% DAGYGGISLAVEGPSK 2029 2044 63.3 28.5 45.4 2 0 0 1,520.7593
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% FADEHVPGSPFTVK 2075 2088 25.9 26.7 22.1 0 2 0 1,530.7588
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% APSVATVGSICDLNLK 2105 2120 35.0 28.2 21.5 1 0 0 1,644.8627
I_21 Filamin‐B FLNB_HUMAN 278,159 29 31 52 14.00% AGPGTLSVTIEGPSK 2412 2426 83.7 27.6 75.5 2 0 0 1,413.7586



I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% IGNLQTDLSDGLR 37 49 70.3 28.3 65.2 2 0 0 1,401.7335
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% TYSVEYLPK 314 322 32.2 26.3 20.5 2 0 0 1,099.5670
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% SPFEVSVDK 341 349 20.7 25.7 2.2 1 0 0 1,007.5044
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% SPFEVSVDKAQGDASK 341 356 30.9 27.2 28.7 1 0 0 1,664.8127
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% IFFAGDTIPK 430 439 47.8 27.5 25.3 2 0 0 1,108.6039
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% SPFVVQVGEACNPNACR 440 456 70.7 25.0 63.7 2 2 0 1,904.8742
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% AWGPGLHGGIVGR 554 566 41.0 28.3 34.6 2 0 0 1,276.6911
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% MDGTYACSYTPVK 700 712 62.6 25.0 62.2 2 0 0 1,492.6448
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% AGVENGKPTHFTVYTK 858 873 28.6 28.4 25.6 0 1 0 1,748.8967
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% SPFTVGVAAPLDLSK 932 946 58.9 27.6 51.1 1 0 0 1,501.8262
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% GAGGQGKLDVTILSPSR 970 986 17.5 27.3 14.4 0 1 0 1,655.9078
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% LDVTILSPSR 977 986 43.1 27.1 31.1 2 0 0 1,100.6311
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% LDVTILSPSRK 977 987 23.1 26.0 17.2 1 0 0 1,228.7261
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% KVVPCLVTPVTGR 987 999 32.0 25.0 30.2 2 2 0 1,425.8248
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% VVPCLVTPVTGR 988 999 31.3 25.1 24.7 2 0 0 1,297.7298
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% GAGTGGLGLTVEGPCEAK 1067 1084 64.7 27.0 55.4 2 0 0 1,673.8167
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% GAGIGGLGITVEGPSESK 1355 1372 70.9 27.7 69.1 2 0 0 1,628.8493
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% VPVKDVVDPSKVK 1413 1425 27.8 25.0 20.7 0 1 0 1,409.8364
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% IAGPGLGSGVR 1426 1436 23.0 25.0 18.0 2 0 0 983.5634
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% AGLAPLEVR 1450 1458 45.0 25.0 27.8 2 0 0 925.5466
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% YADEEIPRSPFK 1497 1508 18.1 26.9 15.7 0 1 0 1,451.7166
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% TGEEVGFVVDAK 1630 1641 71.3 27.4 56.7 2 0 0 1,250.6264
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% TATPEIVDNKDGTVTVR 1771 1787 38.6 27.7 34.1 0 2 0 1,815.9449
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% DAGYGGISLAVEGPSK 2029 2044 60.6 28.0 42.4 2 0 0 1,520.7593
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% VDIQTEDLEDGTCK 2045 2058 45.1 25.0 45.1 2 0 0 1,622.7218
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% VTEAEIVPMGK 2140 2150 28.3 28.1 24.1 1 0 0 1,173.6185
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% EAGAGGLSIAVEGPSK 2220 2235 65.3 27.7 56.7 2 0 0 1,442.7487
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% VNQPASFAIR 2302 2311 43.8 29.0 39.9 2 0 0 1,102.6003
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% AGPGTLSVTIEGPSK 2412 2426 72.4 27.6 57.2 2 0 0 1,413.7586
I_22 Filamin‐B FLNB_HUMAN 278,159 30 32 55 13.70% SSTETCYSAIPK 2496 2507 39.6 25.0 31.7 2 0 0 1,343.6148
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% IGNLQTDLSDGLR 37 49 64.4 28.3 57.2 1 0 0 1,401.7335
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% LIALLEVLSQKR 50 61 23.1 25.0 23.1 0 1 0 1,382.8731
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% LLGWIQNK 145 152 58.3 28.0 42.8 2 0 0 971.5674
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% VTVLFAGQHISK 329 340 45.0 27.6 35.7 2 0 0 1,299.7420
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% SPFVVQVGEACNPNACR 440 456 89.6 25.0 84.0 2 0 0 1,904.8742
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% SGCIVNNLAEFTVDPK 658 673 74.5 27.5 65.8 2 0 0 1,763.8634
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% APLNVQFNSPLPGDAVK 878 894 61.0 27.0 56.3 2 0 0 1,766.9437
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% DLDIIDNYDYSHTVK 895 909 25.0 25.4 1.2 0 1 0 1,810.8496
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% SPFTVGVAAPLDLSK 932 946 80.7 27.6 73.1 2 0 0 1,501.8262
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% LDVTILSPSR 977 986 43.2 27.3 27.6 1 0 0 1,100.6311
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% VVPCLVTPVTGR 988 999 38.0 25.3 32.4 1 0 0 1,297.7298
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% GAGTGGLGLTVEGPCEAK 1067 1084 68.4 27.0 64.6 2 0 0 1,673.8167
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% EATTDFTVDSRPLTQVGGDHIK 1246 1267 55.5 27.5 53.4 0 2 0 2,387.1841
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% EAFTNKPNVFTVVTR 1340 1354 44.8 28.3 39.9 0 2 0 1,722.9173
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% GAGIGGLGITVEGPSESK 1355 1372 64.0 27.6 55.5 2 0 0 1,628.8493
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% DAGEGLLAVQITDQEGKPKR 1546 1565 57.7 26.7 46.0 0 2 0 2,125.1252
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% AIVHDNKDGTYAVTYIPDKTGR 1566 1587 40.7 27.8 37.5 0 0 2 2,434.2364
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% CLATGPGIASTVK 1617 1629 59.7 28.6 43.6 2 0 0 1,274.6775
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% TATPEIVDNKDGTVTVR 1771 1787 60.0 28.0 53.5 1 0 0 1,815.9449
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% RLPNNHIGISFIPR 1956 1969 19.6 25.0 1.9 0 2 0 1,633.9286
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% LPNNHIGISFIPR 1957 1969 48.2 26.4 46.1 0 2 0 1,477.8275
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% FADEHVPGSPFTVK 2075 2088 26.9 26.9 21.4 0 1 0 1,530.7588
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% GEAGVPAEFSIWTR 2206 2219 35.7 28.3 24.0 1 0 0 1,519.7540
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% EAGAGGLSIAVEGPSK 2220 2235 98.5 27.3 75.4 1 0 0 1,442.7487
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% VHSPSGAVEECHVSELEPDKYAVR 2323 2346 53.9 25.6 44.8 0 0 2 2,695.2781
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% AGPGTLSVTIEGPSK 2412 2426 68.7 28.0 56.1 2 0 0 1,413.7586
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% YGGPNHIVGSPFK 2456 2468 34.5 27.1 24.6 1 2 0 1,372.7009
I_23 Filamin‐B FLNB_HUMAN 278,159 28 30 50 16.20% LVSPGSANETSSILVESVTR 2476 2495 94.9 27.6 39.4 2 2 0 2,046.0713
I_24 Filamin‐B FLNB_HUMAN 278,159 4 4 5 2.34% LDVTILSPSR 977 986 31.2 27.1 21.1 1 0 0 1,100.6311
I_24 Filamin‐B FLNB_HUMAN 278,159 4 4 5 2.34% GAGTGGLGLTVEGPCEAK 1067 1084 46.9 27.3 40.5 1 0 0 1,673.8167
I_24 Filamin‐B FLNB_HUMAN 278,159 4 4 5 2.34% GAGIGGLGITVEGPSESK 1355 1372 45.2 27.7 41.0 1 0 0 1,628.8493
I_24 Filamin‐B FLNB_HUMAN 278,159 4 4 5 2.34% AGPGTLSVTIEGPSK 2412 2426 45.8 27.8 40.4 2 0 0 1,413.7586
J_18 Filamin‐B FLNB_HUMAN 278,159 3 3 4 1.50% NTVELLVEDK 400 409 23.9 28.9 17.9 1 0 0 1,159.6206
J_18 Filamin‐B FLNB_HUMAN 278,159 3 3 4 1.50% VDIQTEDLEDGTCK 2045 2058 43.4 25.0 43.4 1 0 0 1,622.7218
J_18 Filamin‐B FLNB_HUMAN 278,159 3 3 4 1.50% AGPGTLSVTIEGPSK 2412 2426 61.3 27.6 55.8 2 0 0 1,413.7586
J_19 Filamin‐B FLNB_HUMAN 278,159 2 2 3 0.69% LLGWIQNK 145 152 33.5 28.5 14.0 1 0 0 971.5674
J_19 Filamin‐B FLNB_HUMAN 278,159 2 2 3 0.69% LDVTILSPSR 977 986 43.5 28.7 38.4 2 0 0 1,100.6311
J_20 Filamin‐B FLNB_HUMAN 278,159 2 2 3 0.81% LDVTILSPSR 977 986 28.9 28.7 24.2 2 0 0 1,100.6311
J_20 Filamin‐B FLNB_HUMAN 278,159 2 2 3 0.81% IAGPGLGSGVR 1426 1436 30.9 25.0 27.2 1 0 0 983.5634
J_21 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.73% IGNLQTDLSDGLR 37 49 56.4 28.1 53.0 2 0 0 1,401.7335
J_21 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.73% LIALLEVLSQK 50 60 37.6 25.0 34.0 1 0 0 1,226.7720
J_21 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.73% LLGWIQNK 145 152 33.1 28.5 8.4 2 0 0 971.5674
J_21 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.73% VTVLFAGQHISK 329 340 55.9 26.7 42.5 2 0 0 1,299.7420
J_21 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.73% NTVELLVEDK 400 409 35.7 29.3 24.8 2 0 0 1,159.6206
J_21 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.73% IFFAGDTIPK 430 439 20.9 26.7 11.0 1 0 0 1,108.6039
J_21 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.73% SPFVVQVGEACNPNACR 440 456 46.9 25.0 40.9 1 0 0 1,904.8742
J_21 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.73% GAGTGGLGLTVEGPCEAK 1067 1084 102.0 27.3 102.0 2 0 0 1,673.8167
J_21 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.73% GAGIGGLGITVEGPSESK 1355 1372 62.8 27.5 55.2 2 0 0 1,628.8493
J_21 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.73% IAGPGLGSGVR 1426 1436 22.0 25.0 21.2 1 0 0 983.5634
J_21 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.73% AGLAPLEVR 1450 1458 24.2 25.0 7.9 1 0 0 925.5466
J_21 Filamin‐B FLNB_HUMAN 278,159 12 12 19 5.73% TGEEVGFVVDAK 1630 1641 36.9 27.6 31.3 2 0 0 1,250.6264
J_22 Filamin‐B FLNB_HUMAN 278,159 12 12 23 5.46% IGNLQTDLSDGLR 37 49 55.5 28.1 52.7 2 0 0 1,401.7335
J_22 Filamin‐B FLNB_HUMAN 278,159 12 12 23 5.46% LLGWIQNK 145 152 35.2 28.5 22.0 2 0 0 971.5674
J_22 Filamin‐B FLNB_HUMAN 278,159 12 12 23 5.46% TYSVEYLPK 314 322 35.9 26.4 30.7 2 0 0 1,099.5670
J_22 Filamin‐B FLNB_HUMAN 278,159 12 12 23 5.46% VTVLFAGQHISK 329 340 35.0 26.7 25.4 2 0 0 1,299.7420
J_22 Filamin‐B FLNB_HUMAN 278,159 12 12 23 5.46% NTVELLVEDK 400 409 40.6 29.3 29.8 2 0 0 1,159.6206
J_22 Filamin‐B FLNB_HUMAN 278,159 12 12 23 5.46% IFFAGDTIPK 430 439 47.4 26.7 33.3 2 0 0 1,108.6039
J_22 Filamin‐B FLNB_HUMAN 278,159 12 12 23 5.46% VVPCLVTPVTGR 988 999 46.8 25.0 42.6 2 0 0 1,297.7298
J_22 Filamin‐B FLNB_HUMAN 278,159 12 12 23 5.46% GAGTGGLGLTVEGPCEAK 1067 1084 70.6 27.3 68.8 2 0 0 1,673.8167
J_22 Filamin‐B FLNB_HUMAN 278,159 12 12 23 5.46% GAGIGGLGITVEGPSESK 1355 1372 58.0 27.8 51.4 2 0 0 1,628.8493
J_22 Filamin‐B FLNB_HUMAN 278,159 12 12 23 5.46% IAGPGLGSGVR 1426 1436 36.1 25.0 26.6 2 0 0 983.5634
J_22 Filamin‐B FLNB_HUMAN 278,159 12 12 23 5.46% AGLAPLEVR 1450 1458 22.2 25.0 10.2 1 0 0 925.5466
J_22 Filamin‐B FLNB_HUMAN 278,159 12 12 23 5.46% TGEEVGFVVDAK 1630 1641 45.7 27.3 31.3 2 0 0 1,250.6264
J_24 Filamin‐B FLNB_HUMAN 278,159 3 3 5 1.19% LDVTILSPSR 977 986 39.4 28.6 35.8 2 0 0 1,100.6311
J_24 Filamin‐B FLNB_HUMAN 278,159 3 3 5 1.19% IAGPGLGSGVR 1426 1436 41.5 25.0 31.3 2 0 0 983.5634
J_24 Filamin‐B FLNB_HUMAN 278,159 3 3 5 1.19% VNQPASFAIR 2302 2311 27.2 28.5 12.6 1 0 0 1,102.6003
K_16 Filamin‐B FLNB_HUMAN 278,159 3 3 5 1.65% VDIQTEDLEDGTCK 2045 2058 45.8 25.0 42.7 1 0 0 1,622.7218
K_16 Filamin‐B FLNB_HUMAN 278,159 3 3 5 1.65% FADEHVPGSPFTVK 2075 2088 28.2 26.8 19.0 0 2 0 1,530.7588
K_16 Filamin‐B FLNB_HUMAN 278,159 3 3 5 1.65% AGPGTLSVTIEGPSK 2412 2426 67.7 27.9 60.1 2 0 0 1,413.7586
K_17 Filamin‐B FLNB_HUMAN 278,159 3 3 5 1.73% VDIQTEDLEDGTCK 2045 2058 66.2 25.0 60.3 2 0 0 1,622.7218
K_17 Filamin‐B FLNB_HUMAN 278,159 3 3 5 1.73% APSVATVGSICDLNLK 2105 2120 41.1 28.3 32.3 1 0 0 1,644.8627
K_17 Filamin‐B FLNB_HUMAN 278,159 3 3 5 1.73% AGPGTLSVTIEGPSK 2412 2426 62.6 27.9 53.6 2 0 0 1,413.7586
K_19 Filamin‐B FLNB_HUMAN 278,159 4 4 6 1.88% IGNLQTDLSDGLR 37 49 51.5 28.2 45.5 2 0 0 1,401.7335
K_19 Filamin‐B FLNB_HUMAN 278,159 4 4 6 1.88% LLGWIQNK 145 152 33.3 28.5 19.1 1 0 0 971.5674
K_19 Filamin‐B FLNB_HUMAN 278,159 4 4 6 1.88% VTVLFAGQHISK 329 340 34.9 26.8 30.4 2 0 0 1,299.7420
K_19 Filamin‐B FLNB_HUMAN 278,159 4 4 6 1.88% AGVENGKPTHFTVYTK 858 873 22.5 28.3 16.3 0 1 0 1,748.8967
K_20 Filamin‐B FLNB_HUMAN 278,159 4 4 6 1.77% LLGWIQNK 145 152 33.2 28.4 16.0 1 0 0 971.5674
K_20 Filamin‐B FLNB_HUMAN 278,159 4 4 6 1.77% VVPCLVTPVTGR 988 999 20.4 25.0 17.1 1 0 0 1,297.7298
K_20 Filamin‐B FLNB_HUMAN 278,159 4 4 6 1.77% IAGPGLGSGVR 1426 1436 31.4 25.0 21.5 2 0 0 983.5634
K_20 Filamin‐B FLNB_HUMAN 278,159 4 4 6 1.77% AGPGTLSVTIEGPSK 2412 2426 35.8 27.9 26.9 2 0 0 1,413.7586
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% DLAEDAPWK 7 15 31.4 25.0 23.0 2 0 0 1,044.4998
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% IGNLQTDLSDGLR 37 49 72.2 28.4 69.1 2 0 0 1,401.7335



K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% LIALLEVLSQK 50 60 33.7 25.0 31.6 2 0 0 1,226.7720
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% LLGWIQNK 145 152 50.7 28.4 29.7 2 0 0 971.5674
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% TYSVEYLPK 314 322 32.2 26.3 23.7 1 0 0 1,099.5670
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% VTVLFAGQHISK 329 340 51.7 26.8 44.2 2 0 0 1,299.7420
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% SPFEVSVDK 341 349 29.7 27.5 7.5 1 0 0 1,007.5044
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% SPFEVSVDKAQGDASK 341 356 45.7 27.4 43.7 2 0 0 1,664.8127
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% NTVELLVEDK 400 409 57.5 29.2 40.7 2 0 0 1,159.6206
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% SPFVVQVGEACNPNACR 440 456 89.2 25.0 80.6 2 2 0 1,904.8742
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% SPFEVQVGPEAGMQK 537 551 52.5 26.1 48.2 2 0 0 1,619.7736
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% AWGPGLHGGIVGR 554 566 40.0 28.4 40.0 2 0 0 1,276.6911
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% AGVENGKPTHFTVYTK 858 873 36.5 28.1 24.7 1 1 0 1,748.8967
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% SPFTVGVAAPLDLSK 932 946 78.3 27.7 66.4 2 0 0 1,501.8262
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% VEVGKDQEFTVDTR 956 969 57.8 27.5 45.0 2 0 0 1,622.8022
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% KVVPCLVTPVTGR 987 999 31.0 25.0 25.8 2 0 0 1,425.8248
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% VVPCLVTPVTGR 988 999 33.7 25.1 30.8 2 0 0 1,297.7298
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% GAGTGGLGLTVEGPCEAK 1067 1084 67.3 27.3 62.5 2 0 0 1,673.8167
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% GAGIGGLGITVEGPSESK 1355 1372 60.5 27.6 41.1 2 0 0 1,628.8493
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% VPVKDVVDPSKVK 1413 1425 18.1 25.0 18.1 0 1 0 1,409.8364
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% DAGEGLLAVQITDQEGKPK 1546 1564 45.2 27.8 41.5 0 2 0 1,969.0241
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% TGEEVGFVVDAK 1630 1641 66.7 27.4 52.8 2 0 0 1,250.6264
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% VDIQTEDLEDGTCK 2045 2058 48.3 25.0 37.7 1 0 0 1,622.7218
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% EAGAGGLSIAVEGPSK 2220 2235 57.6 28.0 45.2 1 0 0 1,442.7487
K_21 Filamin‐B FLNB_HUMAN 278,159 25 27 47 12.10% AGPGTLSVTIEGPSK 2412 2426 64.1 27.8 50.5 2 0 0 1,413.7586
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% IGNLQTDLSDGLR 37 49 59.5 28.4 55.1 2 0 0 1,401.7335
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% LLGWIQNK 145 152 34.4 28.5 20.1 2 0 0 971.5674
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% TYSVEYLPK 314 322 27.9 26.5 22.7 1 0 0 1,099.5670
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% VTVLFAGQHISK 329 340 41.6 26.7 32.8 2 0 0 1,299.7420
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% IFFAGDTIPK 430 439 30.5 26.6 24.2 2 0 0 1,108.6039
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% AWGPGLHGGIVGR 554 566 34.9 27.8 32.1 1 0 0 1,276.6911
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% AGVENGKPTHFTVYTK 858 873 32.1 28.1 23.8 0 2 0 1,748.8967
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% VEVGKDQEFTVDTR 956 969 22.3 27.5 12.7 0 2 0 1,622.8022
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% GAGGQGKLDVTILSPSR 970 986 21.3 27.0 9.6 0 1 0 1,655.9078
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% LDVTILSPSR 977 986 38.1 28.6 38.1 1 0 0 1,100.6311
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% KVVPCLVTPVTGR 987 999 30.5 25.0 25.9 1 0 0 1,425.8248
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% GAGTGGLGLTVEGPCEAK 1067 1084 59.4 27.2 59.4 2 0 0 1,673.8167
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% GAGIGGLGITVEGPSESK 1355 1372 52.2 27.7 42.2 2 0 0 1,628.8493
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% VPVKDVVDPSKVK 1413 1425 22.0 25.0 21.7 0 1 0 1,409.8364
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% IAGPGLGSGVR 1426 1436 46.0 25.0 41.1 2 0 0 983.5634
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% AGLAPLEVR 1450 1458 32.5 25.0 18.4 1 0 0 925.5466
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% DAGEGLLAVQITDQEGKPK 1546 1564 28.6 27.8 18.1 0 1 0 1,969.0241
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% TGEEVGFVVDAK 1630 1641 68.3 27.5 44.8 2 0 0 1,250.6264
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% TATPEIVDNKDGTVTVR 1771 1787 52.3 27.7 50.2 2 2 0 1,815.9449
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% EAGAGGLSIAVEGPSK 2220 2235 55.8 27.8 46.2 2 0 0 1,442.7487
K_22 Filamin‐B FLNB_HUMAN 278,159 21 22 36 10.50% AGPGTLSVTIEGPSK 2412 2426 71.7 27.9 57.4 2 0 0 1,413.7586
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% PVTEKDLAEDAPWKK 2 16 32.9 27.3 29.3 0 2 0 1,726.9013
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% IGNLQTDLSDGLR 37 49 62.2 28.4 50.8 2 0 0 1,401.7335
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% LIALLEVLSQK 50 60 50.7 25.0 42.8 1 0 0 1,226.7720
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% LLGWIQNK 145 152 45.8 27.9 28.0 2 0 0 971.5674
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% TYSVEYLPK 314 322 45.1 26.3 40.7 2 0 0 1,099.5670
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% VTVLFAGQHISK 329 340 49.8 26.8 40.7 2 0 0 1,299.7420
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% SPFEVSVDKAQGDASK 341 356 81.9 27.2 76.4 2 0 0 1,664.8127
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% IFFAGDTIPK 430 439 33.5 26.7 19.5 2 0 0 1,108.6039
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% SPFVVQVGEACNPNACR 440 456 86.6 25.0 77.9 2 2 0 1,904.8742
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% SPFEVQVGPEAGMQK 537 551 55.5 26.5 52.0 2 0 0 1,619.7736
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% SGCIVNNLAEFTVDPK 658 673 76.2 27.8 70.0 2 0 0 1,763.8634
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% MDGTYACSYTPVK 700 712 68.1 25.0 61.9 3 0 0 1,492.6448
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% DLDIIDNYDYSHTVK 895 909 47.8 25.9 31.5 2 0 0 1,810.8496
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% SPFTVGVAAPLDLSK 932 946 80.1 27.6 69.6 2 0 0 1,501.8262
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% VEVGKDQEFTVDTR 956 969 68.4 27.7 55.1 2 2 0 1,622.8022
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% LDVTILSPSR 977 986 47.0 28.6 43.6 2 0 0 1,100.6311
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% KVVPCLVTPVTGR 987 999 39.6 25.0 32.5 2 2 0 1,425.8248
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% VVPCLVTPVTGR 988 999 61.0 25.1 53.3 2 0 0 1,297.7298
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% GAGTGGLGLTVEGPCEAK 1067 1084 91.7 27.5 88.0 2 0 0 1,673.8167
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% YGGELVPHFPAR 1208 1219 41.7 27.4 37.0 2 0 0 1,342.6903
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% EAFTNKPNVFTVVTR 1340 1354 58.2 27.7 44.8 2 0 0 1,722.9173
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% GAGIGGLGITVEGPSESK 1355 1372 57.6 27.7 50.4 2 0 0 1,628.8493
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% IAGPGLGSGVR 1426 1436 54.6 25.0 44.2 2 0 0 983.5634
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% VLQSFTVDSSK 1439 1449 38.1 27.8 36.1 2 0 0 1,210.6314
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% AGLAPLEVR 1450 1458 37.8 25.0 21.3 2 0 0 925.5466
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% DAGEGLLAVQITDQEGKPK 1546 1564 95.8 27.8 83.8 2 2 0 1,969.0241
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% AIVHDNKDGTYAVTYIPDK 1566 1584 36.3 27.3 33.2 0 2 0 2,120.0661
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% CLATGPGIASTVK 1617 1629 69.8 28.8 52.5 2 0 0 1,274.6775
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% TGEEVGFVVDAK 1630 1641 67.8 27.4 52.6 2 0 0 1,250.6264
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% TATPEIVDNKDGTVTVR 1771 1787 63.1 27.6 55.1 2 0 0 1,815.9449
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% YNDKHIPGSPFTAK 1894 1907 27.9 28.2 26.9 1 0 0 1,574.7963
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% LPNNHIGISFIPR 1957 1969 54.3 25.3 47.2 2 2 0 1,477.8275
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% TFEMSDFIVDTR 2017 2028 58.6 25.0 58.6 2 0 0 1,476.6677
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% DAGYGGISLAVEGPSK 2029 2044 98.7 28.6 73.4 2 0 0 1,520.7593
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% VDIQTEDLEDGTCK 2045 2058 64.0 25.0 64.0 2 0 0 1,622.7218
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% FADEHVPGSPFTVK 2075 2088 48.0 27.3 43.1 2 2 0 1,530.7588
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% APSVATVGSICDLNLK 2105 2120 77.0 28.3 63.8 2 0 0 1,644.8627
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% IPEINSSDMSAHVTSPSGR 2121 2139 41.5 25.5 39.1 0 2 0 2,000.9343
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% EAGAGGLSIAVEGPSK 2220 2235 102.0 28.0 75.7 2 0 0 1,442.7487
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% LTVMSLQESGLK 2290 2301 26.4 27.2 15.7 2 0 0 1,321.7034
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% FIPHENGVHTIDVK 2347 2360 44.8 28.1 30.3 2 1 0 1,605.8385
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% AGPGTLSVTIEGPSK 2412 2426 68.7 27.9 47.9 2 0 0 1,413.7586
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% YGGPNHIVGSPFK 2456 2468 60.9 27.2 46.0 2 0 0 1,372.7009
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% LVSPGSANETSSILVESVTR 2476 2495 46.3 27.5 18.5 1 0 0 2,046.0713
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% SSTETCYSAIPK 2496 2507 27.2 25.0 21.8 1 0 0 1,343.6148
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% SSFLVDCSK 2531 2539 31.4 25.0 15.2 1 0 0 1,042.4874
K_23 Filamin‐B FLNB_HUMAN 278,159 47 55 103 24.60% HVGNQQYNVTYVVK 2563 2576 47.6 28.8 43.2 2 0 0 1,648.8441
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% IGNLQTDLSDGLR 37 49 69.3 28.4 54.3 1 0 0 1,401.7335
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% TYSVEYLPK 314 322 26.1 26.9 13.9 1 0 0 1,099.5670
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% SPFEVQVGPEAGMQK 537 551 67.8 26.9 52.7 2 0 0 1,603.7786
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% MDGTYACSYTPVK 700 712 77.7 25.0 71.8 2 0 0 1,492.6448
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% SPFTVGVAAPLDLSK 932 946 47.0 27.6 35.5 1 0 0 1,501.8262
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% LDVTILSPSR 977 986 34.8 29.1 26.4 2 0 0 1,100.6311
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% VVPCLVTPVTGR 988 999 22.0 25.1 20.8 1 0 0 1,297.7298
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% GAGTGGLGLTVEGPCEAK 1067 1084 88.6 27.2 82.1 2 0 0 1,673.8167
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% GAGIGGLGITVEGPSESK 1355 1372 66.6 27.7 61.2 2 0 0 1,628.8493
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% IAGPGLGSGVR 1426 1436 58.1 25.0 47.8 2 0 0 983.5634
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% CLATGPGIASTVK 1617 1629 53.4 28.9 30.3 2 0 0 1,274.6775
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% FADEHVPGSPFTVK 2075 2088 27.6 27.0 26.5 0 1 0 1,530.7588
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% VTEAEIVPMGK 2140 2150 39.9 28.4 22.5 2 0 0 1,173.6185
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% EAGAGGLSIAVEGPSK 2220 2235 52.0 28.0 44.4 1 0 0 1,442.7487
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% AGPGTLSVTIEGPSK 2412 2426 47.5 27.5 37.4 1 0 0 1,413.7586
K_24 Filamin‐B FLNB_HUMAN 278,159 16 16 24 8.26% SSTETCYSAIPK 2496 2507 27.1 25.0 17.2 1 0 0 1,343.6148
L_02 Filamin‐B FLNB_HUMAN 278,159 2 2 3 0.88% SSFLVDCSK 2531 2539 41.2 25.0 32.7 2 0 0 1,042.4874
L_02 Filamin‐B FLNB_HUMAN 278,159 2 2 3 0.88% HVGNQQYNVTYVVK 2563 2576 40.1 28.7 34.8 1 0 0 1,648.8441
L_10 Filamin‐B FLNB_HUMAN 278,159 2 2 2 1.15% VNQPASFAIR 2302 2311 26.7 28.5 18.2 1 0 0 1,102.6003
L_10 Filamin‐B FLNB_HUMAN 278,159 2 2 2 1.15% LVSPGSANETSSILVESVTR 2476 2495 53.4 27.4 34.8 1 0 0 2,046.0713
L_13 Filamin‐B FLNB_HUMAN 278,159 5 6 10 2.77% APSVATVGSICDLNLK 2105 2120 57.9 28.5 52.0 1 0 0 1,644.8627



L_13 Filamin‐B FLNB_HUMAN 278,159 5 6 10 2.77% VTEAEIVPMGK 2140 2150 27.6 28.0 20.3 1 0 0 1,189.6135
L_13 Filamin‐B FLNB_HUMAN 278,159 5 6 10 2.77% VNQPASFAIR 2302 2311 37.0 28.2 29.1 2 0 0 1,102.6003
L_13 Filamin‐B FLNB_HUMAN 278,159 5 6 10 2.77% AGPGTLSVTIEGPSK 2412 2426 61.4 27.6 55.9 2 0 0 1,413.7586
L_13 Filamin‐B FLNB_HUMAN 278,159 5 6 10 2.77% LVSPGSANETSSILVESVTR 2476 2495 99.1 27.4 49.6 2 2 0 2,046.0713
L_14 Filamin‐B FLNB_HUMAN 278,159 3 3 4 1.88% GAGTGGLGLTVEGPCEAK 1067 1084 64.4 27.3 58.9 1 0 0 1,673.8167
L_14 Filamin‐B FLNB_HUMAN 278,159 3 3 4 1.88% EAGAGGLSIAVEGPSK 2220 2235 85.2 27.8 83.7 1 0 0 1,442.7487
L_14 Filamin‐B FLNB_HUMAN 278,159 3 3 4 1.88% AGPGTLSVTIEGPSK 2412 2426 61.6 27.6 55.2 2 0 0 1,413.7586
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% NTVELLVEDKGNQVYR 400 415 50.0 27.5 49.2 2 0 0 1,876.9764
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% IFFAGDTIPK 430 439 24.9 26.7 13.1 1 0 0 1,108.6039
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% SPFVVQVGEACNPNACR 440 456 63.4 25.0 56.9 1 0 0 1,904.8742
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% SPFEVQVGPEAGMQK 537 551 71.2 26.8 67.8 2 0 0 1,619.7736
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% MDGTYACSYTPVK 700 712 39.6 25.0 39.6 2 0 0 1,508.6397
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% APLNVQFNSPLPGDAVK 878 894 27.5 27.3 22.3 1 0 0 1,766.9437
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% SPFTVGVAAPLDLSK 932 946 50.9 27.5 34.1 2 0 0 1,501.8262
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% VEVGKDQEFTVDTR 956 969 46.4 27.6 31.9 1 0 0 1,622.8022
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% LDVTILSPSR 977 986 55.0 28.7 43.6 2 0 0 1,100.6311
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% VVPCLVTPVTGR 988 999 35.7 25.0 28.3 2 0 0 1,297.7298
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% GAGTGGLGLTVEGPCEAK 1067 1084 80.5 27.3 76.1 2 0 0 1,673.8167
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% GAGIGGLGITVEGPSESK 1355 1372 73.3 27.8 64.4 2 0 0 1,628.8493
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% DAGEGLLAVQITDQEGKPK 1546 1564 76.8 27.7 70.3 2 2 0 1,969.0241
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% CLATGPGIASTVK 1617 1629 59.0 29.1 48.7 2 0 0 1,274.6775
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% TGEEVGFVVDAK 1630 1641 69.2 27.6 50.1 2 0 0 1,250.6264
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% TATPEIVDNKDGTVTVR 1771 1787 35.7 27.8 33.1 0 1 0 1,815.9449
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% TFEMSDFIVDTR 2017 2028 58.1 25.0 58.1 2 0 0 1,476.6677
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% DAGYGGISLAVEGPSK 2029 2044 67.1 28.4 54.3 2 0 0 1,520.7593
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% APSVATVGSICDLNLK 2105 2120 53.3 28.5 46.2 2 0 0 1,644.8627
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% EAGAGGLSIAVEGPSK 2220 2235 64.4 27.8 62.8 1 0 0 1,442.7487
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% VNQPASFAIR 2302 2311 69.2 28.5 56.2 2 0 0 1,102.6003
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% AGPGTLSVTIEGPSK 2412 2426 77.9 27.6 70.7 2 0 0 1,413.7586
L_15 Filamin‐B FLNB_HUMAN 278,159 23 25 42 13.10% LVSPGSANETSSILVESVTR 2476 2495 69.8 27.3 32.5 1 1 0 2,046.0713
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% IGNLQTDLSDGLR 37 49 75.4 28.3 65.2 2 0 0 1,401.7335
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% LIALLEVLSQKR 50 61 85.1 25.0 85.1 2 0 0 1,382.8731
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% GIEPTGNMVK 263 272 25.6 27.2 16.1 1 0 0 1,061.5298
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% NTVELLVEDK 400 409 50.1 28.8 34.1 1 0 0 1,159.6206
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% NTVELLVEDKGNQVYR 400 415 101.0 27.5 87.9 2 0 0 1,876.9764
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% SPFVVQVGEACNPNACR 440 456 94.9 25.0 94.8 2 0 0 1,904.8742
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% IRETTDFKVDTK 469 480 29.9 27.2 23.0 1 0 0 1,452.7695
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% SPFEVQVGPEAGMQK 537 551 63.2 26.5 56.8 2 0 0 1,619.7736
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% DAGKAPLKIFAQDGEGQR 674 691 45.4 27.2 43.0 0 1 0 1,900.9879
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% MDGTYACSYTPVK 700 712 56.9 25.0 56.9 2 0 0 1,508.6397
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% VLFASQEIPASPFR 823 836 52.0 28.2 44.2 2 0 0 1,561.8373
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% APLNVQFNSPLPGDAVK 878 894 70.6 27.0 66.0 2 0 0 1,766.9437
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% DLDIIDNYDYSHTVK 895 909 81.2 25.9 72.0 2 0 0 1,810.8496
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% VEVGKDQEFTVDTR 956 969 64.6 27.5 49.1 2 0 0 1,622.8022
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% LDVTILSPSR 977 986 62.2 28.6 55.5 2 0 0 1,100.6311
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% LDVTILSPSRK 977 987 29.6 25.1 20.5 1 0 0 1,228.7261
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% AHGPGLEGGLVGKPAEFTIDTK 1045 1066 41.3 26.7 40.0 0 2 0 2,194.1507
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% EAFTNKPNVFTVVTR 1340 1354 64.2 27.7 61.0 2 2 0 1,722.9173
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% GAGIGGLGITVEGPSESK 1355 1372 68.9 27.9 60.0 2 0 0 1,628.8493
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% VPVKDVVDPSK 1413 1423 46.5 25.0 38.2 2 0 0 1,182.6730
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% YADEEIPRSPFK 1497 1508 32.5 27.1 26.0 2 0 0 1,451.7166
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% DAGEGLLAVQITDQEGKPK 1546 1564 95.1 27.7 84.3 2 0 0 1,969.0241
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% DAGEGLLAVQITDQEGKPKR 1546 1565 69.1 26.5 66.6 0 1 0 2,125.1252
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% TGEEVGFVVDAK 1630 1641 69.6 27.4 50.3 2 0 0 1,250.6264
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% KGEITGEVHMPSGK 1757 1770 25.1 27.4 24.8 0 1 0 1,485.7369
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% TATPEIVDNKDGTVTVR 1771 1787 36.8 27.7 33.8 0 2 0 1,815.9449
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% DAGYGGISLAVEGPSK 2029 2044 72.3 28.4 51.7 2 0 0 1,520.7593
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% FADEHVPGSPFTVK 2075 2088 35.3 27.5 27.6 2 1 0 1,530.7588
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% APSVATVGSICDLNLK 2105 2120 96.4 28.3 89.2 2 0 0 1,644.8627
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% GEAGVPAEFSIWTR 2206 2219 59.3 27.9 51.8 2 0 0 1,519.7540
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% EAGAGGLSIAVEGPSK 2220 2235 85.6 27.9 71.6 2 0 0 1,442.7487
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% VNQPASFAIR 2302 2311 59.3 28.5 48.3 1 0 0 1,102.6003
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% AGPGTLSVTIEGPSK 2412 2426 87.3 27.9 78.8 2 0 0 1,413.7586
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% LVSPGSANETSSILVESVTR 2476 2495 106.0 27.6 51.6 2 2 0 2,046.0713
L_16 Filamin‐B FLNB_HUMAN 278,159 35 38 67 18.20% HVGNQQYNVTYVVK 2563 2576 57.2 28.7 57.2 2 0 0 1,648.8441
M_14 Filamin‐B FLNB_HUMAN 278,159 6 6 8 2.92% LDVTILSPSR 977 986 39.8 28.6 35.4 1 0 0 1,100.6311
M_14 Filamin‐B FLNB_HUMAN 278,159 6 6 8 2.92% GAGTGGLGLTVEGPCEAK 1067 1084 49.1 27.2 49.1 1 0 0 1,673.8167
M_14 Filamin‐B FLNB_HUMAN 278,159 6 6 8 2.92% VLQSFTVDSSK 1439 1449 43.6 28.0 43.6 2 0 0 1,210.6314
M_14 Filamin‐B FLNB_HUMAN 278,159 6 6 8 2.92% VNQPASFAIR 2302 2311 34.9 28.5 22.8 2 0 0 1,102.6003
M_14 Filamin‐B FLNB_HUMAN 278,159 6 6 8 2.92% AGPGTLSVTIEGPSK 2412 2426 61.3 27.9 45.7 1 0 0 1,413.7586
M_14 Filamin‐B FLNB_HUMAN 278,159 6 6 8 2.92% SSTETCYSAIPK 2496 2507 22.4 25.0 16.0 1 0 0 1,343.6148
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% IGNLQTDLSDGLR 37 49 64.9 28.0 57.2 2 0 0 1,401.7335
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% LIALLEVLSQK 50 60 38.0 25.0 27.6 1 0 0 1,226.7720
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% LLGWIQNK 145 152 26.3 28.4 16.0 1 0 0 971.5674
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% GIEPTGNMVK 263 272 35.8 27.4 32.6 1 0 0 1,061.5298
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% VTVLFAGQHISK 329 340 26.4 26.8 19.4 1 0 0 1,299.7420
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% NTVELLVEDKGNQVYR 400 415 40.6 27.5 36.9 1 0 0 1,876.9764
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% AAGSGELGVTMK 481 492 43.2 27.3 38.7 1 0 0 1,136.5618
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% SPFEVQVGPEAGMQK 537 551 75.9 26.5 72.3 2 0 0 1,619.7736
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% MDGTYACSYTPVK 700 712 51.9 25.0 51.9 2 0 0 1,508.6397
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% APLNVQFNSPLPGDAVK 878 894 77.4 27.1 74.3 2 0 0 1,766.9437
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% SPFTVGVAAPLDLSK 932 946 73.9 27.8 66.8 2 0 0 1,501.8262
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% GAGTGGLGLTVEGPCEAK 1067 1084 85.1 27.6 78.5 2 0 0 1,673.8167
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% GAGIGGLGITVEGPSESK 1355 1372 72.8 27.7 65.0 2 0 0 1,628.8493
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% IAGPGLGSGVR 1426 1436 26.9 25.0 26.9 1 0 0 983.5634
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% VLQSFTVDSSK 1439 1449 78.4 28.0 71.6 2 0 0 1,210.6314
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% DAGEGLLAVQITDQEGKPK 1546 1564 90.4 27.7 83.9 2 2 0 1,969.0241
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% CLATGPGIASTVK 1617 1629 52.8 28.9 30.4 1 0 0 1,274.6775
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% TGEEVGFVVDAK 1630 1641 73.9 27.4 59.9 2 0 0 1,250.6264
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% TATPEIVDNKDGTVTVR 1771 1787 50.6 27.6 45.6 1 0 0 1,815.9449
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% TFEMSDFIVDTR 2017 2028 53.5 25.0 47.3 2 0 0 1,476.6677
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% FADEHVPGSPFTVK 2075 2088 23.5 26.8 10.9 0 1 0 1,530.7588
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% EAGAGGLSIAVEGPSK 2220 2235 91.3 28.0 77.5 2 0 0 1,442.7487
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% VNQPASFAIR 2302 2311 55.0 28.5 45.0 1 0 0 1,102.6003
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% LVSPGSANETSSILVESVTR 2476 2495 101.0 27.6 46.0 2 2 0 2,046.0713
M_15 Filamin‐B FLNB_HUMAN 278,159 25 27 43 13.10% SSFLVDCSK 2531 2539 28.7 25.0 14.7 2 0 0 1,042.4874
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% IGNLQTDLSDGLR 37 49 57.1 28.2 47.0 2 0 0 1,401.7335
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% LLGWIQNK 145 152 26.3 28.4 15.4 1 0 0 971.5674
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% TYSVEYLPK 314 322 37.2 26.5 37.2 2 0 0 1,099.5670
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% SPFEVSVDK 341 349 29.0 25.7 10.8 2 0 0 1,007.5044
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% SPFEVQVGPEAGMQK 537 551 65.9 26.5 60.7 2 0 0 1,619.7736
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% MDGTYACSYTPVK 700 712 42.0 25.0 42.0 1 0 0 1,508.6397
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% APLNVQFNSPLPGDAVK 878 894 48.4 27.1 42.3 2 0 0 1,766.9437
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% LDVTILSPSR 977 986 45.3 29.1 32.7 2 0 0 1,100.6311
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% GAGTGGLGLTVEGPCEAK 1067 1084 71.9 27.4 70.4 2 0 0 1,673.8167
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% GAGIGGLGITVEGPSESK 1355 1372 72.9 27.7 56.9 2 0 0 1,628.8493
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% DAGEGLLAVQITDQEGKPK 1546 1564 64.2 27.8 63.6 1 2 0 1,969.0241
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% TGEEVGFVVDAK 1630 1641 71.0 27.4 61.9 1 0 0 1,250.6264
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% TFEMSDFIVDTR 2017 2028 23.9 25.0 4.4 1 0 0 1,476.6677
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% DAGYGGISLAVEGPSK 2029 2044 58.8 28.4 47.3 2 0 0 1,520.7593
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% APSVATVGSICDLNLK 2105 2120 80.4 28.3 74.1 2 0 0 1,644.8627
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% VTEAEIVPMGK 2140 2150 28.5 28.5 21.0 2 0 0 1,189.6135



M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% LTVMSLQESGLK 2290 2301 40.7 27.2 34.5 2 0 0 1,321.7034
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% VNQPASFAIR 2302 2311 52.4 28.5 39.4 2 0 0 1,102.6003
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% AGPGTLSVTIEGPSK 2412 2426 77.1 27.8 66.8 2 0 0 1,413.7586
M_16 Filamin‐B FLNB_HUMAN 278,159 20 21 37 10.50% LVSPGSANETSSILVESVTR 2476 2495 85.6 27.3 45.0 2 0 0 2,046.0713
N_15 Filamin‐B FLNB_HUMAN 278,159 7 7 12 3.54% LDVTILSPSR 977 986 33.3 28.7 28.0 2 0 0 1,100.6311
N_15 Filamin‐B FLNB_HUMAN 278,159 7 7 12 3.54% GAGTGGLGLTVEGPCEAK 1067 1084 61.9 27.6 57.9 1 0 0 1,673.8167
N_15 Filamin‐B FLNB_HUMAN 278,159 7 7 12 3.54% GAGIGGLGITVEGPSESK 1355 1372 53.5 27.8 48.9 2 0 0 1,628.8493
N_15 Filamin‐B FLNB_HUMAN 278,159 7 7 12 3.54% VLQSFTVDSSK 1439 1449 36.7 27.9 32.3 2 0 0 1,210.6314
N_15 Filamin‐B FLNB_HUMAN 278,159 7 7 12 3.54% CLATGPGIASTVK 1617 1629 52.5 28.5 44.8 1 0 0 1,274.6775
N_15 Filamin‐B FLNB_HUMAN 278,159 7 7 12 3.54% TGEEVGFVVDAK 1630 1641 70.3 27.6 49.0 2 0 0 1,250.6264
N_15 Filamin‐B FLNB_HUMAN 278,159 7 7 12 3.54% VNQPASFAIR 2302 2311 51.4 28.5 35.4 2 0 0 1,102.6003
N_16 Filamin‐B FLNB_HUMAN 278,159 5 5 10 2.50% LDVTILSPSR 977 986 44.6 28.7 39.5 2 0 0 1,100.6311
N_16 Filamin‐B FLNB_HUMAN 278,159 5 5 10 2.50% GAGIGGLGITVEGPSESK 1355 1372 49.8 27.8 42.6 2 0 0 1,628.8493
N_16 Filamin‐B FLNB_HUMAN 278,159 5 5 10 2.50% IAGPGLGSGVR 1426 1436 60.9 25.0 48.3 2 0 0 983.5634
N_16 Filamin‐B FLNB_HUMAN 278,159 5 5 10 2.50% VLQSFTVDSSK 1439 1449 48.6 27.9 40.7 2 0 0 1,210.6314
N_16 Filamin‐B FLNB_HUMAN 278,159 5 5 10 2.50% AGPGTLSVTIEGPSK 2412 2426 65.2 27.5 59.0 2 0 0 1,413.7586
O_15 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.42% SPFEVQVGPEAGMQK 537 551 35.9 27.3 27.2 1 0 0 1,619.7736
O_15 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.42% LDVTILSPSR 977 986 48.0 28.6 39.1 1 0 0 1,100.6311
O_15 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.42% GAGTGGLGLTVEGPCEAK 1067 1084 29.8 27.3 29.8 2 0 0 1,673.8167
O_15 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.42% GAGIGGLGITVEGPSESK 1355 1372 51.1 27.8 51.1 1 0 0 1,628.8493
O_15 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.42% IAGPGLGSGVR 1426 1436 29.1 25.0 18.1 2 0 0 983.5634
O_15 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.42% VLQSFTVDSSK 1439 1449 45.3 27.9 42.7 2 0 0 1,210.6314
O_15 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.42% TGEEVGFVVDAK 1630 1641 27.6 27.6 9.6 1 0 0 1,250.6264
O_15 Filamin‐B FLNB_HUMAN 278,159 8 8 12 4.42% LVSPGSANETSSILVESVTR 2476 2495 76.5 27.3 24.0 2 0 0 2,046.0713
O_16 Filamin‐B FLNB_HUMAN 278,159 6 6 7 3.46% SPFTVGVAAPLDLSK 932 946 40.2 27.2 31.6 2 0 0 1,501.8262
O_16 Filamin‐B FLNB_HUMAN 278,159 6 6 7 3.46% GAGTGGLGLTVEGPCEAK 1067 1084 52.7 27.5 47.5 1 0 0 1,673.8167
O_16 Filamin‐B FLNB_HUMAN 278,159 6 6 7 3.46% GAGIGGLGITVEGPSESK 1355 1372 46.5 27.9 39.5 1 0 0 1,628.8493
O_16 Filamin‐B FLNB_HUMAN 278,159 6 6 7 3.46% VLQSFTVDSSK 1439 1449 45.8 27.6 39.2 1 0 0 1,210.6314
O_16 Filamin‐B FLNB_HUMAN 278,159 6 6 7 3.46% CLATGPGIASTVK 1617 1629 44.8 28.5 39.3 1 0 0 1,274.6775
O_16 Filamin‐B FLNB_HUMAN 278,159 6 6 7 3.46% AGPGTLSVTIEGPSK 2412 2426 45.6 27.2 38.8 1 0 0 1,413.7586
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% SPFEVSVDK 341 349 26.5 28.8 7.4 1 0 0 1,007.5044
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% AAGSGELGVTMK 481 492 35.4 27.2 32.5 1 0 0 1,136.5618
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% SPFEVQVGPEAGMQK 537 551 34.0 27.1 29.4 1 0 0 1,619.7736
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% LDVTILSPSR 977 986 39.4 28.7 39.0 2 0 0 1,100.6311
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% GAGTGGLGLTVEGPCEAK 1067 1084 58.2 27.6 58.2 2 0 0 1,673.8167
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% VKVEPAVDTSR 1220 1230 26.0 28.5 8.9 2 0 0 1,200.6583
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% GAGIGGLGITVEGPSESK 1355 1372 50.1 27.8 50.1 2 0 0 1,628.8493
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% IAGPGLGSGVR 1426 1436 58.1 25.0 51.9 2 0 0 983.5634
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% YADEEIPR 1497 1504 23.6 25.9 17.1 2 0 0 992.4684
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% CLATGPGIASTVK 1617 1629 47.8 28.8 40.3 2 0 0 1,274.6775
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% TGEEVGFVVDAK 1630 1641 69.8 27.4 54.0 2 0 0 1,250.6264
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% VTEAEIVPMGK 2140 2150 29.2 28.0 25.0 1 0 0 1,189.6135
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% AGPGTLSVTIEGPSK 2412 2426 63.1 27.6 54.2 2 0 0 1,413.7586
P_15 Filamin‐B FLNB_HUMAN 278,159 14 14 24 6.73% SSTETCYSAIPK 2496 2507 33.2 25.0 22.6 2 0 0 1,343.6148
P_16 Filamin‐B FLNB_HUMAN 278,159 10 10 16 4.42% IFFAGDTIPK 430 439 35.2 26.7 29.2 2 0 0 1,108.6039
P_16 Filamin‐B FLNB_HUMAN 278,159 10 10 16 4.42% LDVTILSPSR 977 986 30.8 28.7 28.9 2 0 0 1,100.6311
P_16 Filamin‐B FLNB_HUMAN 278,159 10 10 16 4.42% VLQSFTVDSSK 1439 1449 62.2 27.9 56.6 2 0 0 1,210.6314
P_16 Filamin‐B FLNB_HUMAN 278,159 10 10 16 4.42% YADEEIPR 1497 1504 27.1 26.2 26.4 1 0 0 992.4684
P_16 Filamin‐B FLNB_HUMAN 278,159 10 10 16 4.42% CLATGPGIASTVK 1617 1629 59.5 28.7 52.1 1 0 0 1,274.6775
P_16 Filamin‐B FLNB_HUMAN 278,159 10 10 16 4.42% TGEEVGFVVDAK 1630 1641 63.6 27.1 51.7 2 0 0 1,250.6264
P_16 Filamin‐B FLNB_HUMAN 278,159 10 10 16 4.42% KGEITGEVHMPSGK 1757 1770 21.0 27.3 17.5 0 1 0 1,485.7369
P_16 Filamin‐B FLNB_HUMAN 278,159 10 10 16 4.42% VNQPASFAIR 2302 2311 44.4 28.2 34.9 2 0 0 1,102.6003
P_16 Filamin‐B FLNB_HUMAN 278,159 10 10 16 4.42% AGPGTLSVTIEGPSK 2412 2426 59.9 27.6 52.9 2 0 0 1,413.7586
P_16 Filamin‐B FLNB_HUMAN 278,159 10 10 16 4.42% SSTETCYSAIPK 2496 2507 35.8 25.0 30.5 1 0 0 1,343.6148
Q_12 Filamin‐B FLNB_HUMAN 278,159 2 2 3 0.96% VNQPASFAIR 2302 2311 43.2 28.5 37.8 2 0 0 1,102.6003
Q_12 Filamin‐B FLNB_HUMAN 278,159 2 2 3 0.96% AGPGTLSVTIEGPSK 2412 2426 38.7 27.2 34.8 1 0 0 1,413.7586
Q_13 Filamin‐B FLNB_HUMAN 278,159 2 2 2 0.96% VNQPASFAIR 2302 2311 45.3 28.4 36.3 1 0 0 1,102.6003
Q_13 Filamin‐B FLNB_HUMAN 278,159 2 2 2 0.96% AGPGTLSVTIEGPSK 2412 2426 36.6 27.6 35.6 1 0 0 1,413.7586
Q_14 Filamin‐B FLNB_HUMAN 278,159 6 6 9 3.00% GAGIGGLGITVEGPSESK 1355 1372 50.6 27.8 43.5 1 0 0 1,628.8493
Q_14 Filamin‐B FLNB_HUMAN 278,159 6 6 9 3.00% VLQSFTVDSSK 1439 1449 46.5 27.3 44.3 1 0 0 1,210.6314
Q_14 Filamin‐B FLNB_HUMAN 278,159 6 6 9 3.00% CLATGPGIASTVK 1617 1629 52.5 28.5 42.1 2 0 0 1,274.6775
Q_14 Filamin‐B FLNB_HUMAN 278,159 6 6 9 3.00% VTEAEIVPMGK 2140 2150 27.7 28.0 23.0 1 0 0 1,189.6135
Q_14 Filamin‐B FLNB_HUMAN 278,159 6 6 9 3.00% VNQPASFAIR 2302 2311 44.1 28.5 32.3 2 0 0 1,102.6003
Q_14 Filamin‐B FLNB_HUMAN 278,159 6 6 9 3.00% AGPGTLSVTIEGPSK 2412 2426 59.1 27.2 51.7 2 0 0 1,413.7586
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% IGNLQTDLSDGLR 37 49 69.5 28.3 52.1 2 0 0 1,401.7335
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% LLGWIQNK 145 152 28.0 28.5 16.1 1 0 0 971.5674
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% VTVLFAGQHISK 329 340 42.1 26.7 37.0 2 0 0 1,299.7420
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% SPFEVQVGPEAGMQK 537 551 58.4 26.8 56.9 2 0 0 1,619.7736
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% AWGPGLHGGIVGR 554 566 32.2 27.6 32.2 2 0 0 1,276.6911
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% GAGTGGLGLTVEGPCEAK 1067 1084 87.4 27.7 85.2 2 0 0 1,673.8167
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% GAGIGGLGITVEGPSESK 1355 1372 83.5 27.8 72.4 2 0 0 1,628.8493
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% VLQSFTVDSSK 1439 1449 49.8 27.0 43.6 1 0 0 1,210.6314
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% YADEEIPR 1497 1504 31.8 25.9 24.5 2 0 0 992.4684
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% DAGEGLLAVQITDQEGKPK 1546 1564 48.5 27.5 39.9 1 2 0 1,969.0241
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% CLATGPGIASTVK 1617 1629 54.8 28.5 45.5 2 0 0 1,274.6775
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% FADEHVPGSPFTVK 2075 2088 27.0 27.7 23.6 0 2 0 1,530.7588
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% APSVATVGSICDLNLK 2105 2120 65.4 28.3 62.8 1 0 0 1,644.8627
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% VTEAEIVPMGK 2140 2150 38.3 28.0 28.3 2 0 0 1,189.6135
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% EAGAGGLSIAVEGPSK 2220 2235 92.0 27.8 73.8 2 0 0 1,442.7487
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% AGPGTLSVTIEGPSK 2412 2426 63.4 27.6 49.7 2 0 0 1,413.7586
Q_15 Filamin‐B FLNB_HUMAN 278,159 17 18 32 8.95% YGGPNHIVGSPFK 2456 2468 23.4 27.7 20.4 0 2 0 1,372.7009
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% DLAEDAPWKK 7 16 22.5 27.5 11.9 1 0 0 1,172.5948
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% TYSVEYLPK 314 322 24.3 26.4 24.3 1 0 0 1,099.5670
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% SPFEVSVDK 341 349 34.9 28.4 14.7 1 0 0 1,007.5044
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% NTVELLVEDKGNQVYR 400 415 27.3 27.7 15.0 0 1 0 1,876.9764
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% SPFEVQVGPEAGMQK 537 551 71.5 27.1 65.6 2 0 0 1,619.7736
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% APLNVQFNSPLPGDAVK 878 894 77.2 27.3 75.1 2 0 0 1,766.9437
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% LDVTILSPSR 977 986 64.8 28.7 58.0 2 0 0 1,100.6311
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% GAGTGGLGLTVEGPCEAK 1067 1084 64.3 27.7 62.5 2 0 0 1,673.8167
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% GAGIGGLGITVEGPSESK 1355 1372 74.7 27.5 69.3 2 0 0 1,628.8493
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% VLQSFTVDSSK 1439 1449 60.2 27.9 57.1 2 0 0 1,210.6314
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% YADEEIPR 1497 1504 37.0 25.9 28.6 2 0 0 992.4684
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% DAGEGLLAVQITDQEGKPK 1546 1564 92.9 27.5 88.6 2 2 0 1,969.0241
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% CLATGPGIASTVK 1617 1629 52.7 28.9 44.6 2 0 0 1,274.6775
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% KGEITGEVHMPSGK 1757 1770 28.0 27.4 19.7 0 2 0 1,485.7369
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% DAGYGGISLAVEGPSK 2029 2044 50.6 28.3 40.7 2 0 0 1,520.7593
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% FADEHVPGSPFTVK 2075 2088 23.6 27.5 18.5 0 1 0 1,530.7588
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% APSVATVGSICDLNLK 2105 2120 83.3 28.5 78.0 2 0 0 1,644.8627
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% EAGAGGLSIAVEGPSK 2220 2235 62.9 27.8 55.8 1 0 0 1,442.7487
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% VNQPASFAIR 2302 2311 63.6 28.7 51.8 1 0 0 1,102.6003
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% AGPGTLSVTIEGPSK 2412 2426 65.8 27.6 56.2 2 0 0 1,413.7586
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% YGGPNHIVGSPFK 2456 2468 23.6 27.7 21.0 0 1 0 1,372.7009
Q_16 Filamin‐B FLNB_HUMAN 278,159 22 24 39 11.80% LVSPGSANETSSILVESVTR 2476 2495 107.0 27.4 43.2 2 1 0 2,046.0713
A_13 Filamin‐C FLNC_HUMAN 291,015 2 2 3 1.06% LIALLEVLSQK 70 80 26.0 25.0 26.0 2 0 0 1,226.7720
A_13 Filamin‐C FLNC_HUMAN 291,015 2 2 3 1.06% HIGISFTPK 2000 2008 26.7 26.8 25.5 2 0 0 999.5623
A_13 Filamin‐C FLNC_HUMAN 291,015 2 2 3 1.06% LGSFGSITR 2231 2239 27.4 25.3 19.0 1 0 0 937.5102
A_21 Filamin‐C FLNC_HUMAN 291,015 2 2 2 1.43% LIALLEVLSQK 70 80 37.5 25.0 31.8 1 0 0 1,226.7720
A_21 Filamin‐C FLNC_HUMAN 291,015 2 2 2 1.43% ILVGPSEIGDASK 2031 2043 30.3 27.1 29.9 1 0 0 1,285.7000
A_21 Filamin‐C FLNC_HUMAN 291,015 2 2 2 1.43% VNQPASFAVQLNGAR 2423 2437 65.3 27.8 53.1 1 0 0 1,571.8288
A_22 Filamin‐C FLNC_HUMAN 291,015 2 2 4 1.98% GAGTGGLGLTVEGPCEAK 1089 1106 43.4 27.2 43.4 1 0 0 1,673.8167
A_22 Filamin‐C FLNC_HUMAN 291,015 2 2 4 1.98% QQEGEASSQDMTAQVTSPSGK 2240 2260 30.8 25.0 26.9 0 2 0 2,181.9567
A_22 Filamin‐C FLNC_HUMAN 291,015 2 2 4 1.98% VNQPASFAVQLNGAR 2423 2437 75.1 27.6 66.3 2 0 0 1,571.8288



A_24 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.13% LIALLEVLSQK 70 80 35.0 25.0 25.0 1 0 0 1,226.7720
A_24 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.13% SPFEVQVSPEAGVQK 559 573 61.5 27.8 41.2 2 0 0 1,601.8170
A_24 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.13% VAVGQEQAFSVNTR 978 991 67.3 28.3 52.0 1 0 0 1,505.7706
A_24 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.13% GAGTGGLGLTVEGPCEAK 1089 1106 54.6 27.5 48.4 2 0 0 1,673.8167
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% LIALLEVLSQK 70 80 69.8 25.0 63.8 2 0 0 1,226.7720
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% TYAVSYVPK 335 343 27.1 26.3 25.4 1 0 0 1,027.5458
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% SPFEVNVGMALGDANK 362 377 53.7 26.5 46.5 2 0 0 1,664.7950
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% DTVEVALEDK 422 431 28.3 27.3 25.8 1 0 0 1,118.5577
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% SPFPVHVSEACNPNACR 462 478 19.5 25.0 18.2 0 1 0 1,941.8694
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% SPFEVQVSPEAGVQK 559 573 70.2 28.0 54.6 2 0 0 1,601.8170
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% AWGPGLETGQVGK 576 588 47.1 27.6 41.3 1 0 0 1,299.6694
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% LDVQFAGTAK 902 911 35.6 27.6 19.7 1 0 0 1,049.5627
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% VAVGQEQAFSVNTR 978 991 92.8 28.3 70.5 2 0 0 1,505.7706
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% GGLVGTPAPFSIDTK 1074 1088 36.0 27.6 27.3 2 0 0 1,459.7794
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% GAGTGGLGLTVEGPCEAK 1089 1106 72.1 27.3 65.9 2 0 0 1,673.8167
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% VHVQPAVDTSGVK 1242 1254 28.3 27.2 19.3 2 0 0 1,336.7220
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% VSGPGVEPHGVLR 1255 1267 26.7 27.9 10.3 2 0 0 1,303.7118
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% VGVTEGCDPTR 1342 1352 25.3 25.0 16.1 2 0 0 1,190.5472
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% AFGPGLEGGLVNK 1355 1367 59.6 28.6 42.7 2 0 0 1,258.6792
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% GAGTGGLGLAIEGPSEAK 1377 1394 44.2 27.5 33.2 2 0 0 1,584.8231
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% CSGPGLGAGVR 1448 1458 38.7 25.0 36.3 2 0 0 1,030.5100
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% ARVPQTFTVDCSQAGR 1459 1474 37.3 27.1 31.9 0 1 0 1,792.8760
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% VPQTFTVDCSQAGR 1461 1474 61.4 26.0 60.4 2 0 0 1,565.7378
A_25 Filamin‐C FLNC_HUMAN 291,015 18 18 30 9.36% LTVTSLQETGLK 2411 2422 25.3 26.1 25.3 2 0 0 1,289.7313
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% DLAEDAPWK 27 35 32.8 25.0 31.1 2 0 0 1,044.4998
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% DLAEDAPWKK 27 36 23.2 27.1 18.8 1 0 0 1,172.5948
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% LIALLEVLSQK 70 80 67.9 25.0 59.5 2 0 0 1,226.7720
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% LIALLEVLSQKR 70 81 46.5 25.0 46.5 2 0 0 1,382.8731
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% LLGWIQNK 165 172 25.9 27.9 15.5 2 0 0 971.5674
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% VTVLFAGQNIER 350 361 59.7 28.6 41.8 2 0 0 1,346.7427
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% SPFEVNVGMALGDANK 362 377 40.0 26.4 38.4 2 0 0 1,664.7950
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% DTVEVALEDK 422 431 36.5 27.7 23.7 2 0 0 1,118.5577
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% SPFPVHVSEACNPNACR 462 478 26.3 25.0 15.6 0 1 0 1,941.8694
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% SPFEVQVSPEAGVQK 559 573 68.8 28.2 48.7 2 0 0 1,601.8170
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% AWGPGLETGQVGK 576 588 59.5 27.5 52.9 2 0 0 1,299.6694
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% TGVEVGKPTHFTVLTK 880 895 40.1 26.7 31.8 2 2 0 1,713.9536
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% AKLDVQFAGTAK 900 911 52.7 27.8 48.4 2 0 0 1,248.6948
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% LDVQFAGTAK 902 911 42.2 27.0 25.3 1 0 0 1,049.5627
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% VAVGQEQAFSVNTR 978 991 99.7 28.4 72.7 2 0 0 1,505.7706
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% GGLVGTPAPFSIDTK 1074 1088 31.4 27.6 25.1 2 0 0 1,459.7794
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% GAGTGGLGLTVEGPCEAK 1089 1106 82.1 27.2 82.1 2 0 0 1,673.8167
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% VHVQPAVDTSGVK 1242 1254 31.2 27.2 19.3 2 0 0 1,336.7220
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% VSGPGVEPHGVLR 1255 1267 44.6 27.9 19.8 2 0 0 1,303.7118
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% VGVTEGCDPTR 1342 1352 23.1 25.0 23.1 1 0 0 1,190.5472
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% AFGPGLEGGLVNK 1355 1367 60.6 28.6 45.0 2 0 0 1,258.6792
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% GAGTGGLGLAIEGPSEAK 1377 1394 55.5 27.5 52.5 2 0 0 1,584.8231
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% ARVPQTFTVDCSQAGR 1459 1474 50.5 27.2 35.3 0 2 0 1,792.8760
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% VPQTFTVDCSQAGR 1461 1474 46.0 26.1 39.8 2 0 0 1,565.7378
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% EAGAGGLSIAVEGPSK 2341 2356 65.9 28.0 65.8 2 0 0 1,442.7487
A_26 Filamin‐C FLNC_HUMAN 291,015 19 20 36 11.00% LTVTSLQETGLK 2411 2422 31.9 25.6 26.5 1 0 0 1,289.7313
A_27 Filamin‐C FLNC_HUMAN 291,015 6 6 11 4.51% DLAEDAPWK 27 35 33.9 25.0 28.7 1 0 0 1,044.4998
A_27 Filamin‐C FLNC_HUMAN 291,015 6 6 11 4.51% DLAEDAPWKK 27 36 29.8 26.7 24.8 1 0 0 1,172.5948
A_27 Filamin‐C FLNC_HUMAN 291,015 6 6 11 4.51% LIALLEVLSQK 70 80 56.9 25.0 53.2 2 0 0 1,226.7720
A_27 Filamin‐C FLNC_HUMAN 291,015 6 6 11 4.51% VTVLFAGQNIER 350 361 33.0 29.0 11.9 2 0 0 1,346.7427
A_27 Filamin‐C FLNC_HUMAN 291,015 6 6 11 4.51% SPFEVQVSPEAGVQK 559 573 68.4 28.2 53.4 2 0 0 1,601.8170
A_27 Filamin‐C FLNC_HUMAN 291,015 6 6 11 4.51% VAVGQEQAFSVNTR 978 991 68.0 28.3 49.0 2 0 0 1,505.7706
A_27 Filamin‐C FLNC_HUMAN 291,015 6 6 11 4.51% GAGTGGLGLTVEGPCEAK 1089 1106 60.9 27.5 54.8 2 0 0 1,673.8167
A_27 Filamin‐C FLNC_HUMAN 291,015 6 6 11 4.51% GAGTGGLGLAIEGPSEAK 1377 1394 93.2 27.4 91.5 2 0 0 1,584.8231
A_27 Filamin‐C FLNC_HUMAN 291,015 6 6 11 4.51% ILVGPSEIGDASK 2031 2043 40.5 27.1 30.8 2 0 0 1,285.7000
A_27 Filamin‐C FLNC_HUMAN 291,015 6 6 11 4.51% LTVTSLQETGLK 2411 2422 28.4 26.0 21.5 1 0 0 1,289.7313
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% LIALLEVLSQK 70 80 82.0 25.0 67.6 2 0 0 1,226.7720
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% LIALLEVLSQKR 70 81 71.1 25.0 71.1 2 2 0 1,382.8731
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% LLGWIQNK 165 172 59.1 27.9 48.2 2 0 0 971.5674
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% TYAVSYVPK 335 343 35.6 26.3 32.6 1 0 0 1,027.5458
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% VTVLFAGQNIER 350 361 53.7 28.7 39.2 2 0 0 1,346.7427
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% SPFEVNVGMALGDANK 362 377 68.9 26.4 61.8 2 0 0 1,664.7950
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% DTVEVALEDK 422 431 29.0 27.9 20.6 1 0 0 1,118.5577
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% SPFPVHVSEACNPNACR 462 478 49.4 25.0 48.0 0 2 0 1,941.8694
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% SPFEVQVSPEAGVQK 559 573 94.2 28.2 74.0 2 0 0 1,601.8170
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% AWGPGLETGQVGK 576 588 67.7 27.5 56.4 2 0 0 1,299.6694
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% LDVQFAGTAK 902 911 33.3 27.6 18.6 1 0 0 1,049.5627
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% VAVGQEQAFSVNTR 978 991 96.3 28.4 74.6 2 0 0 1,505.7706
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% RPIPCKLEPGGGAEAQAVR 1009 1027 22.0 27.5 20.9 0 1 0 2,006.0603
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% GGLVGTPAPFSIDTK 1074 1088 40.0 27.6 34.2 2 0 0 1,459.7794
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% GAGTGGLGLTVEGPCEAK 1089 1106 97.6 27.1 85.4 2 0 0 1,673.8167
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% VHVQPAVDTSGVK 1242 1254 31.6 27.1 26.5 1 0 0 1,336.7220
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% VSGPGVEPHGVLR 1255 1267 44.5 28.0 29.4 2 0 0 1,303.7118
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% AFGPGLEGGLVNK 1355 1367 60.8 28.1 49.7 2 0 0 1,258.6792
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% CSGPGLGAGVR 1448 1458 45.6 25.5 44.3 2 0 0 1,030.5100
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% VPQTFTVDCSQAGR 1461 1474 65.7 25.9 65.7 2 0 0 1,565.7378
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% TARPNITDNKDGTITVR 1809 1825 48.8 27.4 48.7 0 2 0 1,871.9936
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% DAGEGGLSLAVEGPSK 1886 1901 89.4 27.8 81.4 2 0 0 1,486.7386
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% ITESDLSQLTASIR 1969 1982 47.0 28.0 34.3 2 0 0 1,533.8120
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% APSGNEEPCLLK 1983 1994 52.9 25.6 48.0 2 0 0 1,314.6360
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% APSGNEEPCLLKR 1983 1995 22.1 27.2 11.9 0 1 0 1,470.7371
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% HIGISFTPK 2000 2008 33.2 26.8 31.4 1 0 0 999.5623
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% ILVGPSEIGDASK 2031 2043 39.1 27.8 29.4 1 0 0 1,285.7000
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% NAGYGGLGLSIEGPSK 2068 2083 50.0 27.7 39.9 2 0 0 1,519.7753
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% VDINCEDMEDGTCK 2084 2097 44.2 25.0 44.2 2 0 0 1,701.6404
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% QQEGEASSQDMTAQVTSPSGK 2240 2260 49.8 25.0 45.5 0 1 0 2,181.9567
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% FVPQEMGPHTVAVK 2278 2291 54.1 27.8 43.3 2 0 0 1,555.7939
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% RLTVTSLQETGLK 2410 2422 38.0 25.0 34.0 0 2 0 1,445.8324
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% LTVTSLQETGLK 2411 2422 63.2 25.6 58.6 2 0 0 1,289.7313
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% VNQPASFAVQLNGAR 2423 2437 79.9 27.8 63.8 2 1 0 1,571.8288
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% YGGPQHIVGSPFK 2577 2589 53.0 27.5 47.2 2 0 0 1,386.7166
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% GPGLSQAFVGQK 2642 2653 64.9 29.2 58.3 2 0 0 1,188.6373
A_28 Filamin‐C FLNC_HUMAN 291,015 33 34 58 16.90% TPCEEVYVK 2677 2685 28.4 25.4 26.2 2 0 0 1,124.5293
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% DLAEDAPWK 27 35 33.0 25.0 31.2 1 0 0 1,044.4998
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% LIALLEVLSQK 70 80 68.8 25.0 55.9 2 0 0 1,226.7720
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% SPFEVQVSPEAGVQK 559 573 79.5 28.2 66.3 2 0 0 1,601.8170
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% VAVGQEQAFSVNTR 978 991 79.3 28.1 60.0 2 0 0 1,505.7706
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% VCAYGPGLK 1065 1073 23.4 27.8 15.6 1 0 0 964.4922
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% GGLVGTPAPFSIDTK 1074 1088 38.3 27.6 30.7 1 0 0 1,459.7794
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% GAGTGGLGLTVEGPCEAK 1089 1106 62.2 27.2 60.4 2 0 0 1,673.8167
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% VSGPGVEPHGVLR 1255 1267 23.5 27.9 9.6 1 0 0 1,303.7118
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% VPQTFTVDCSQAGR 1461 1474 48.3 26.2 41.8 1 0 0 1,565.7378
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% ILVGPSEIGDASK 2031 2043 48.8 27.1 30.9 2 0 0 1,285.7000
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% EAGAGGLSIAVEGPSK 2341 2356 58.8 27.7 44.0 2 0 0 1,442.7487
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% LTVTSLQETGLK 2411 2422 50.2 25.9 47.3 2 0 0 1,289.7313
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% VNQPASFAVQLNGAR 2423 2437 29.1 27.5 17.6 1 0 0 1,571.8288
A_29 Filamin‐C FLNC_HUMAN 291,015 10 10 15 6.83% GPGLSQAFVGQK 2642 2653 38.9 28.5 35.1 2 0 0 1,188.6373
A_30 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.52% LIALLEVLSQK 70 80 43.6 25.0 43.1 2 0 0 1,226.7720



A_30 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.52% VTVLFAGQNIER 350 361 47.3 28.7 35.1 1 0 0 1,346.7427
A_30 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.52% SPFEVQVSPEAGVQK 559 573 87.4 28.1 61.5 2 0 0 1,601.8170
A_30 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.52% VAVGQEQAFSVNTR 978 991 58.6 28.2 38.5 1 0 0 1,505.7706
A_30 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.52% GGLVGTPAPFSIDTK 1074 1088 26.1 27.6 26.1 1 0 0 1,459.7794
A_30 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.52% ILVGPSEIGDASK 2031 2043 41.3 27.1 37.3 2 0 0 1,285.7000
A_30 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.52% EAGAGGLSIAVEGPSK 2341 2356 64.1 27.7 56.4 2 0 0 1,442.7487
A_32 Filamin‐C FLNC_HUMAN 291,015 4 4 4 3.12% LIALLEVLSQK 70 80 25.9 25.0 25.9 1 0 0 1,226.7720
A_32 Filamin‐C FLNC_HUMAN 291,015 4 4 4 3.12% VTVLFAGQNIER 350 361 28.5 28.7 20.3 1 0 0 1,346.7427
A_32 Filamin‐C FLNC_HUMAN 291,015 4 4 4 3.12% SPFEVQVSPEAGVQK 559 573 46.0 28.2 22.9 1 0 0 1,601.8170
A_32 Filamin‐C FLNC_HUMAN 291,015 4 4 4 3.12% LYAQDADGCPIDIK 704 717 35.6 25.8 30.3 1 0 0 1,578.7472
A_32 Filamin‐C FLNC_HUMAN 291,015 4 4 4 3.12% GAGTGGLGLTVEGPCEAK 1089 1106 66.0 27.2 66.0 2 0 0 1,673.8167
A_32 Filamin‐C FLNC_HUMAN 291,015 4 4 4 3.12% VNQPASFAVQLNGAR 2423 2437 28.2 27.7 23.9 1 0 0 1,571.8288
B_21 Filamin‐C FLNC_HUMAN 291,015 2 2 2 1.28% LIALLEVLSQK 70 80 25.6 25.0 24.9 1 0 0 1,226.7720
B_21 Filamin‐C FLNC_HUMAN 291,015 2 2 2 1.28% HIGISFTPK 2000 2008 24.1 26.3 15.2 1 0 0 999.5623
B_21 Filamin‐C FLNC_HUMAN 291,015 2 2 2 1.28% VNQPASFAVQLNGAR 2423 2437 68.4 27.4 49.8 1 0 0 1,571.8288
B_22 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.16% LIALLEVLSQK 70 80 42.0 25.0 36.9 2 0 0 1,226.7720
B_22 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.16% DAGEGGLSLAVEGPSK 1886 1901 69.9 27.9 59.8 2 0 0 1,486.7386
B_22 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.16% ITESDLSQLTASIR 1969 1982 60.6 28.3 47.4 1 0 0 1,533.8120
B_22 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.16% ILVGPSEIGDASK 2031 2043 53.6 27.3 47.5 1 0 0 1,285.7000
B_22 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.16% VEAAEIVEGEDSAYSVR 2261 2277 46.2 26.5 38.8 1 0 0 1,823.8657
B_22 Filamin‐C FLNC_HUMAN 291,015 5 5 7 3.16% VNQPASFAVQLNGAR 2423 2437 64.4 27.7 50.9 2 0 0 1,571.8288
B_23 Filamin‐C FLNC_HUMAN 291,015 2 2 2 2.35% LIALLEVLSQK 70 80 35.1 25.0 22.1 2 0 0 1,226.7720
B_23 Filamin‐C FLNC_HUMAN 291,015 2 2 2 2.35% LLGWIQNK 165 172 28.4 27.9 18.1 1 0 0 971.5674
B_23 Filamin‐C FLNC_HUMAN 291,015 2 2 2 2.35% GAGTGGLGLTVEGPCEAK 1089 1106 52.9 27.4 52.9 2 0 0 1,673.8167
B_23 Filamin‐C FLNC_HUMAN 291,015 2 2 2 2.35% LTVTSLQETGLK 2411 2422 24.7 26.1 13.5 1 0 0 1,289.7313
B_23 Filamin‐C FLNC_HUMAN 291,015 2 2 2 2.35% VNQPASFAVQLNGAR 2423 2437 28.9 27.7 28.9 1 0 0 1,571.8288
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% DLAEDAPWK 27 35 23.6 25.0 19.5 1 0 0 1,044.4998
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% LIALLEVLSQK 70 80 54.3 25.0 44.2 2 0 0 1,226.7720
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% VPQLPITNFNR 173 183 24.5 27.2 24.5 1 0 0 1,298.7216
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% TYAVSYVPK 335 343 23.5 25.5 17.2 2 0 0 1,027.5458
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% SPFPVHVSEACNPNACR 462 478 19.4 25.0 19.4 0 1 0 1,941.8694
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% SPFEVQVSPEAGVQK 559 573 79.6 27.8 55.5 2 0 0 1,601.8170
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% AWGPGLETGQVGK 576 588 42.0 27.6 35.9 1 0 0 1,299.6694
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% LDVQFAGTAK 902 911 32.6 27.0 29.2 1 0 0 1,049.5627
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% GGLVGTPAPFSIDTK 1074 1088 35.5 27.4 27.2 2 0 0 1,459.7794
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% GAGTGGLGLTVEGPCEAK 1089 1106 55.8 27.3 51.4 2 0 0 1,673.8167
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% VHVQPAVDTSGVK 1242 1254 31.5 26.9 31.5 2 0 0 1,336.7220
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% GAGTGGLGLAIEGPSEAK 1377 1394 73.1 27.5 66.3 2 0 0 1,584.8231
B_25 Filamin‐C FLNC_HUMAN 291,015 10 10 16 6.35% VPQTFTVDCSQAGR 1461 1474 63.5 26.4 63.5 2 0 0 1,565.7378
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% DLAEDAPWK 27 35 32.9 25.0 29.5 2 0 0 1,044.4998
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% LIALLEVLSQK 70 80 82.7 25.0 75.2 2 0 0 1,226.7720
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% LLGWIQNK 165 172 43.6 27.9 26.0 2 0 0 971.5674
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% VPQLPITNFNR 173 183 27.6 26.7 24.1 2 0 0 1,298.7216
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% VTVLFAGQNIER 350 361 58.2 28.6 40.2 2 0 0 1,346.7427
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% RDTVEVALEDK 421 431 33.8 28.7 20.5 1 0 0 1,274.6588
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% DTVEVALEDK 422 431 33.5 28.0 23.1 1 0 0 1,118.5577
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% SPFEVQVSPEAGVQK 559 573 91.0 28.0 75.2 2 0 0 1,601.8170
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% LYAQDADGCPIDIK 704 717 62.8 25.8 49.1 2 0 0 1,578.7472
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% TGVEVGKPTHFTVLTK 880 895 27.0 25.7 23.9 2 0 0 1,713.9536
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% GGLVGTPAPFSIDTK 1074 1088 46.5 27.4 40.9 2 0 0 1,459.7794
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% GAGTGGLGLTVEGPCEAK 1089 1106 68.5 27.3 68.3 2 0 0 1,673.8167
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% VHVQPAVDTSGVK 1242 1254 36.1 26.7 36.1 2 0 0 1,336.7220
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% VSGPGVEPHGVLR 1255 1267 54.8 27.9 33.2 2 0 0 1,303.7118
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% AFGPGLEGGLVNK 1355 1367 70.7 28.6 60.9 2 0 0 1,258.6792
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% GAGTGGLGLAIEGPSEAK 1377 1394 53.4 27.5 50.7 2 0 0 1,584.8231
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% ARVPQTFTVDCSQAGR 1459 1474 41.3 27.4 34.9 0 2 0 1,792.8760
B_26 Filamin‐C FLNC_HUMAN 291,015 14 14 26 7.82% VPQTFTVDCSQAGR 1461 1474 80.2 26.0 76.3 2 0 0 1,565.7378
B_27 Filamin‐C FLNC_HUMAN 291,015 6 6 9 4.33% DLAEDAPWK 27 35 27.3 25.0 22.7 2 0 0 1,044.4998
B_27 Filamin‐C FLNC_HUMAN 291,015 6 6 9 4.33% DLAEDAPWKK 27 36 21.0 26.7 15.9 1 0 0 1,172.5948
B_27 Filamin‐C FLNC_HUMAN 291,015 6 6 9 4.33% LIALLEVLSQK 70 80 61.1 25.0 49.2 2 0 0 1,226.7720
B_27 Filamin‐C FLNC_HUMAN 291,015 6 6 9 4.33% TYAVSYVPK 335 343 21.7 25.5 21.7 1 0 0 1,027.5458
B_27 Filamin‐C FLNC_HUMAN 291,015 6 6 9 4.33% SPFEVQVSPEAGVQK 559 573 91.7 28.0 62.4 2 0 0 1,601.8170
B_27 Filamin‐C FLNC_HUMAN 291,015 6 6 9 4.33% TGVEVGKPTHFTVLTK 880 895 17.2 25.9 11.6 0 1 0 1,713.9536
B_27 Filamin‐C FLNC_HUMAN 291,015 6 6 9 4.33% VAVGQEQAFSVNTR 978 991 74.7 28.3 58.5 2 0 0 1,505.7706
B_27 Filamin‐C FLNC_HUMAN 291,015 6 6 9 4.33% GAGTGGLGLTVEGPCEAK 1089 1106 62.0 27.2 59.7 2 0 0 1,673.8167
B_27 Filamin‐C FLNC_HUMAN 291,015 6 6 9 4.33% ILVGPSEIGDASK 2031 2043 42.7 27.2 28.2 2 0 0 1,285.7000
B_27 Filamin‐C FLNC_HUMAN 291,015 6 6 9 4.33% LTVTSLQETGLK 2411 2422 36.9 26.0 29.1 1 0 0 1,289.7313
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% DLAEDAPWK 27 35 31.4 25.0 30.5 2 0 0 1,044.4998
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% DLAEDAPWKK 27 36 34.8 27.1 27.5 2 0 0 1,172.5948
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% LIALLEVLSQK 70 80 79.3 25.0 68.0 2 0 0 1,226.7720
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% LIALLEVLSQKR 70 81 50.3 25.0 50.3 2 0 0 1,382.8731
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% LLGWIQNK 165 172 41.3 28.4 9.2 2 0 0 971.5674
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% TYAVSYVPK 335 343 26.9 26.4 26.9 2 0 0 1,027.5458
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% SPFEVNVGMALGDANK 362 377 66.2 26.5 52.5 2 0 0 1,664.7950
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% RDTVEVALEDKGDSTFR 421 437 26.9 27.4 21.9 0 1 0 1,937.9565
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% DTVEVALEDK 422 431 23.4 27.9 15.4 1 0 0 1,118.5577
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% SPFPVHVSEACNPNACR 462 478 32.7 25.0 32.7 0 2 0 1,941.8694
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% SPFEVQVSPEAGVQK 559 573 101.0 27.8 85.3 2 0 0 1,601.8170
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% AKLDVQFAGTAK 900 911 22.5 27.8 17.2 1 0 0 1,248.6948
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% LDVQFAGTAK 902 911 39.5 27.1 24.5 2 0 0 1,049.5627
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% VAVGQEQAFSVNTR 978 991 90.8 28.3 72.8 2 0 0 1,505.7706
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% VCAYGPGLK 1065 1073 40.0 28.0 21.2 2 0 0 964.4922
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% GGLVGTPAPFSIDTK 1074 1088 57.1 27.6 48.6 2 0 0 1,459.7794
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% GAGTGGLGLTVEGPCEAK 1089 1106 67.6 27.4 62.2 2 2 0 1,673.8167
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% VHVQPAVDTSGVK 1242 1254 36.3 26.9 36.3 2 0 0 1,336.7220
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% AFGPGLEGGLVNK 1355 1367 46.5 28.6 36.5 1 0 0 1,258.6792
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% ARVPQTFTVDCSQAGR 1459 1474 53.0 27.4 36.0 0 2 0 1,792.8760
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% TARPNITDNKDGTITVR 1809 1825 37.0 27.4 28.2 0 0 1 1,871.9936
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% DAGEGGLSLAVEGPSK 1886 1901 77.8 27.9 64.6 2 0 0 1,486.7386
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% ITESDLSQLTASIR 1969 1982 77.2 28.1 53.2 2 0 0 1,533.8120
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% APSGNEEPCLLK 1983 1994 38.9 25.4 31.0 2 0 0 1,314.6360
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% HIGISFTPK 2000 2008 29.5 26.3 22.5 2 0 0 999.5623
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% ILVGPSEIGDASK 2031 2043 72.2 26.9 57.5 2 0 0 1,285.7000
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% NAGYGGLGLSIEGPSK 2068 2083 73.1 27.7 66.4 2 0 0 1,519.7753
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% VDINCEDMEDGTCK 2084 2097 40.2 25.0 40.2 1 0 0 1,701.6404
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% QAPSIATIGSTCDLNLK 2143 2159 52.3 28.0 52.3 2 0 0 1,788.9163
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% QQEGEASSQDMTAQVTSPSGK 2240 2260 47.1 25.0 43.8 0 2 0 2,181.9567
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% VEAAEIVEGEDSAYSVR 2261 2277 75.1 26.6 65.4 2 0 0 1,823.8657
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% FVPQEMGPHTVAVK 2278 2291 27.5 27.7 16.6 1 0 0 1,555.7939
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% AEIAFEDR 2357 2364 32.4 26.4 27.1 2 0 0 950.4578
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% LTVTSLQETGLK 2411 2422 65.9 26.0 57.7 2 0 0 1,289.7313
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% VNQPASFAVQLNGAR 2423 2437 94.7 27.5 80.9 2 0 0 1,571.8288
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% FNGAHIPGSPFK 2482 2493 21.1 26.9 15.3 1 0 0 1,271.6532
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% YGGPQHIVGSPFK 2577 2589 46.5 27.2 36.5 2 2 0 1,386.7166
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% GPGLSQAFVGQK 2642 2653 58.2 29.0 47.0 2 0 0 1,188.6373
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% TPCEEVYVK 2677 2685 23.4 25.9 15.4 2 0 0 1,124.5293
B_28 Filamin‐C FLNC_HUMAN 291,015 34 35 61 17.90% WGDESVPGSPFK 2710 2721 24.5 25.0 16.8 1 0 0 1,305.6111
B_29 Filamin‐C FLNC_HUMAN 291,015 6 6 9 3.96% LIALLEVLSQK 70 80 43.2 25.0 37.3 2 0 0 1,226.7720
B_29 Filamin‐C FLNC_HUMAN 291,015 6 6 9 3.96% TYAVSYVPK 335 343 32.1 25.6 30.9 1 0 0 1,027.5458
B_29 Filamin‐C FLNC_HUMAN 291,015 6 6 9 3.96% SPFEVQVSPEAGVQK 559 573 71.7 28.0 56.2 2 0 0 1,601.8170
B_29 Filamin‐C FLNC_HUMAN 291,015 6 6 9 3.96% GGLVGTPAPFSIDTK 1074 1088 42.6 27.3 40.2 2 0 0 1,459.7794
B_29 Filamin‐C FLNC_HUMAN 291,015 6 6 9 3.96% GAGTGGLGLTVEGPCEAK 1089 1106 48.8 27.3 48.8 2 0 0 1,673.8167



B_29 Filamin‐C FLNC_HUMAN 291,015 6 6 9 3.96% ILVGPSEIGDASK 2031 2043 42.2 27.8 20.1 1 0 0 1,285.7000
B_29 Filamin‐C FLNC_HUMAN 291,015 6 6 9 3.96% VNQPASFAVQLNGAR 2423 2437 45.7 27.6 39.0 2 0 0 1,571.8288
B_29 Filamin‐C FLNC_HUMAN 291,015 6 6 9 3.96% GPGLSQAFVGQK 2642 2653 33.2 28.7 27.3 1 0 0 1,188.6373
B_30 Filamin‐C FLNC_HUMAN 291,015 2 2 3 1.50% LIALLEVLSQK 70 80 39.3 25.0 34.4 2 0 0 1,226.7720
B_30 Filamin‐C FLNC_HUMAN 291,015 2 2 3 1.50% SPFEVQVSPEAGVQK 559 573 54.2 28.1 38.8 1 0 0 1,601.8170
B_30 Filamin‐C FLNC_HUMAN 291,015 2 2 3 1.50% GGLVGTPAPFSIDTK 1074 1088 39.7 27.3 39.6 2 0 0 1,459.7794
B_32 Filamin‐C FLNC_HUMAN 291,015 3 3 4 1.54% VPQLPITNFNR 173 183 25.6 26.7 15.1 1 0 0 1,298.7216
B_32 Filamin‐C FLNC_HUMAN 291,015 3 3 4 1.54% SPFEVQVSPEAGVQK 559 573 50.3 28.0 34.4 2 0 0 1,601.8170
B_32 Filamin‐C FLNC_HUMAN 291,015 3 3 4 1.54% DAGEGGLSLAVEGPSK 1886 1901 51.8 27.8 45.0 1 0 0 1,486.7386
C_10 Filamin‐C FLNC_HUMAN 291,015 2 2 4 0.99% AWGPGLETGQVGK 576 588 38.1 27.3 28.7 2 0 0 1,299.6694
C_10 Filamin‐C FLNC_HUMAN 291,015 2 2 4 0.99% LYAQDADGCPIDIK 704 717 47.2 25.7 38.0 2 0 0 1,578.7472
C_22 Filamin‐C FLNC_HUMAN 291,015 3 3 3 1.25% HIGISFTPK 2000 2008 24.6 26.8 16.5 1 0 0 999.5623
C_22 Filamin‐C FLNC_HUMAN 291,015 3 3 3 1.25% ILVGPSEIGDASK 2031 2043 25.0 26.9 19.5 1 0 0 1,285.7000
C_22 Filamin‐C FLNC_HUMAN 291,015 3 3 3 1.25% GPGLSQAFVGQK 2642 2653 49.5 28.2 44.3 1 0 0 1,188.6373
C_25 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.24% LIALLEVLSQK 70 80 56.7 25.0 52.0 2 0 0 1,226.7720
C_25 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.24% SPFPVHVSEACNPNACR 462 478 16.9 25.0 16.9 0 1 0 1,941.8694
C_25 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.24% SPFEVQVSPEAGVQK 559 573 75.7 28.0 52.2 2 0 0 1,601.8170
C_25 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.24% GAGTGGLGLTVEGPCEAK 1089 1106 53.0 27.0 50.1 2 0 0 1,673.8167
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% LIALLEVLSQK 70 80 76.3 25.0 74.1 2 0 0 1,226.7720
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% LIALLEVLSQKR 70 81 77.0 25.0 77.0 2 2 0 1,382.8731
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% VTVLFAGQNIER 350 361 59.1 29.0 43.9 2 0 0 1,346.7427
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% SPFEVNVGMALGDANK 362 377 75.8 26.3 70.3 2 0 0 1,664.7950
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% RDTVEVALEDKGDSTFR 421 437 22.7 27.3 22.7 0 1 0 1,937.9565
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% DTVEVALEDKGDSTFR 422 437 29.1 26.3 23.5 0 2 0 1,781.8554
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% SPFPVHVSEACNPNACR 462 478 34.5 25.0 30.1 0 2 0 1,941.8694
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% SPFEVQVSPEAGVQK 559 573 89.0 28.1 75.7 2 0 0 1,601.8170
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% LYAQDADGCPIDIK 704 717 69.7 25.8 57.4 1 0 0 1,578.7472
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% TGVEVGKPTHFTVLTK 880 895 22.0 27.3 17.5 0 2 0 1,713.9536
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% SPFVVNVAPPLDLSK 954 968 54.9 25.6 45.0 2 0 0 1,582.8840
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% RPIPCKLEPGGGAEAQAVR 1009 1027 33.6 27.6 29.9 0 2 0 2,006.0603
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% GGLVGTPAPFSIDTK 1074 1088 63.6 27.5 51.8 2 0 0 1,459.7794
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% GAGTGGLGLTVEGPCEAK 1089 1106 84.9 26.8 79.1 2 0 0 1,673.8167
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% VSGPGVEPHGVLR 1255 1267 45.4 28.1 29.0 1 0 0 1,303.7118
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% AFGPGLEGGLVNK 1355 1367 34.1 28.5 22.0 2 0 0 1,258.6792
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% ARVPQTFTVDCSQAGR 1459 1474 52.1 27.1 42.1 0 1 0 1,792.8760
C_26 Filamin‐C FLNC_HUMAN 291,015 15 15 25 9.06% DAGEGLLTVQILDPEGKPK 1568 1586 20.8 26.7 19.5 0 1 0 1,980.0653
C_27 Filamin‐C FLNC_HUMAN 291,015 3 3 3 2.72% LIALLEVLSQK 70 80 52.2 25.0 47.1 2 0 0 1,226.7720
C_27 Filamin‐C FLNC_HUMAN 291,015 3 3 3 2.72% LIALLEVLSQKR 70 81 34.2 25.0 34.2 2 0 0 1,382.8731
C_27 Filamin‐C FLNC_HUMAN 291,015 3 3 3 2.72% SPFEVQVSPEAGVQK 559 573 45.8 28.1 37.9 1 0 0 1,601.8170
C_27 Filamin‐C FLNC_HUMAN 291,015 3 3 3 2.72% VAVGQEQAFSVNTR 978 991 60.3 28.5 48.0 1 0 0 1,505.7706
C_27 Filamin‐C FLNC_HUMAN 291,015 3 3 3 2.72% GGLVGTPAPFSIDTK 1074 1088 30.7 28.0 28.3 1 0 0 1,459.7794
C_27 Filamin‐C FLNC_HUMAN 291,015 3 3 3 2.72% GAGTGGLGLTVEGPCEAK 1089 1106 62.9 26.8 52.3 2 0 0 1,673.8167
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% DLAEDAPWKK 27 36 25.1 26.8 21.9 1 0 0 1,172.5948
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% LIALLEVLSQK 70 80 70.5 25.0 62.9 2 0 0 1,226.7720
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% LIALLEVLSQKR 70 81 63.7 25.0 63.7 2 2 0 1,382.8731
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% LLGWIQNK 165 172 36.0 27.9 17.6 2 0 0 971.5674
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% VTVLFAGQNIER 350 361 48.2 28.9 35.5 2 0 0 1,346.7427
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% SPFEVNVGMALGDANK 362 377 69.0 26.2 64.4 2 0 0 1,664.7950
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% SPFPVHVSEACNPNACR 462 478 40.1 25.0 40.1 0 2 0 1,941.8694
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% SPFEVQVSPEAGVQK 559 573 62.2 28.2 52.2 2 0 0 1,601.8170
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% AWGPGLETGQVGK 576 588 40.9 27.3 31.8 1 0 0 1,299.6694
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% TGVEVGKPTHFTVLTK 880 895 22.9 26.7 12.1 0 1 0 1,713.9536
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% SPFVVNVAPPLDLSK 954 968 23.6 25.1 23.6 1 0 0 1,582.8840
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% VCAYGPGLK 1065 1073 38.3 27.9 32.2 1 0 0 964.4922
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% GGLVGTPAPFSIDTK 1074 1088 30.3 27.6 20.0 1 0 0 1,459.7794
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% GAGTGGLGLTVEGPCEAK 1089 1106 65.3 27.2 65.3 2 0 0 1,673.8167
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% VHVQPAVDTSGVK 1242 1254 26.7 27.5 14.4 2 0 0 1,336.7220
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% VSGPGVEPHGVLR 1255 1267 27.9 28.0 18.6 2 0 0 1,303.7118
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% AFGPGLEGGLVNK 1355 1367 40.2 28.6 24.3 2 0 0 1,258.6792
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% TARPNITDNKDGTITVR 1809 1825 36.1 27.4 36.1 0 2 0 1,871.9936
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% DAGEGGLSLAVEGPSK 1886 1901 59.9 27.6 51.5 2 0 0 1,486.7386
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% HIGISFTPK 2000 2008 24.8 26.8 22.2 1 0 0 999.5623
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% ILVGPSEIGDASK 2031 2043 57.4 27.2 42.3 2 0 0 1,285.7000
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% NAGYGGLGLSIEGPSK 2068 2083 35.0 27.7 23.2 1 0 0 1,519.7753
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% LGSFGSITR 2231 2239 45.3 26.5 33.8 2 0 0 937.5102
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% VEAAEIVEGEDSAYSVR 2261 2277 64.7 26.3 58.0 2 0 0 1,823.8657
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% FVPQEMGPHTVAVK 2278 2291 22.6 27.6 20.3 1 0 0 1,555.7939
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% VNQPASFAVQLNGAR 2423 2437 54.0 27.8 45.4 2 0 0 1,571.8288
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% YGGPQHIVGSPFK 2577 2589 37.9 27.5 26.2 2 0 0 1,386.7166
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% LSGGHSLHETSTVLVETVTK 2597 2616 32.6 26.8 31.6 0 2 0 2,095.1031
C_28 Filamin‐C FLNC_HUMAN 291,015 24 24 40 14.20% GPGLSQAFVGQK 2642 2653 49.1 28.0 44.0 2 0 0 1,188.6373
C_29 Filamin‐C FLNC_HUMAN 291,015 3 3 4 2.13% VTVLFAGQNIER 350 361 37.5 29.0 28.6 1 0 0 1,346.7427
C_29 Filamin‐C FLNC_HUMAN 291,015 3 3 4 2.13% SPFEVQVSPEAGVQK 559 573 54.9 28.2 40.9 2 0 0 1,601.8170
C_29 Filamin‐C FLNC_HUMAN 291,015 3 3 4 2.13% GAGTGGLGLTVEGPCEAK 1089 1106 62.5 27.0 50.0 2 0 0 1,673.8167
C_29 Filamin‐C FLNC_HUMAN 291,015 3 3 4 2.13% ILVGPSEIGDASK 2031 2043 22.9 27.1 11.1 1 0 0 1,285.7000
D_04 Filamin‐C FLNC_HUMAN 291,015 2 2 3 0.77% GPGLSQAFVGQK 2642 2653 43.5 29.1 41.0 2 0 0 1,188.6373
D_04 Filamin‐C FLNC_HUMAN 291,015 2 2 3 0.77% VYNVTYTVK 2691 2699 34.2 28.7 22.6 1 0 0 1,086.5829
D_29 Filamin‐C FLNC_HUMAN 291,015 4 4 6 1.83% VTVLFAGQNIER 350 361 40.2 28.8 34.8 1 0 0 1,346.7427
D_29 Filamin‐C FLNC_HUMAN 291,015 4 4 6 1.83% VAVGQEQAFSVNTR 978 991 68.8 28.3 58.8 2 0 0 1,505.7706
D_29 Filamin‐C FLNC_HUMAN 291,015 4 4 6 1.83% EVTTEFTVDAR 1268 1278 42.5 26.9 27.3 2 0 0 1,267.6165
D_29 Filamin‐C FLNC_HUMAN 291,015 4 4 6 1.83% AFGPGLEGGLVNK 1355 1367 36.4 28.5 26.9 1 0 0 1,258.6792
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% DLAEDAPWKK 27 36 28.8 27.0 16.3 1 0 0 1,172.5948
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% LLGWIQNK 165 172 28.9 26.0 18.6 1 0 0 971.5674
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% VPQLPITNFNR 173 183 27.8 27.1 27.8 1 0 0 1,298.7216
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% TYAVSYVPK 335 343 26.9 26.2 15.9 2 0 0 1,027.5458
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% VTVLFAGQNIER 350 361 60.3 29.1 37.4 2 0 0 1,346.7427
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% SPFEVQVSPEAGVQK 559 573 48.8 28.0 48.3 2 0 0 1,601.8170
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% AWGPGLETGQVGK 576 588 32.3 27.1 30.8 2 0 0 1,299.6694
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% LYAQDADGCPIDIK 704 717 40.7 25.7 40.7 1 0 0 1,578.7472
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% LDVQFAGTAK 902 911 26.5 27.9 19.0 2 0 0 1,049.5627
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% SPFVVNVAPPLDLSK 954 968 58.0 26.0 55.1 2 0 0 1,582.8840
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% VAVGQEQAFSVNTR 978 991 71.1 28.2 54.4 2 0 0 1,505.7706
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% LEPGGGAEAQAVR 1015 1027 32.1 27.3 27.1 1 0 0 1,254.6438
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% GGLVGTPAPFSIDTK 1074 1088 53.6 27.5 52.6 1 0 0 1,459.7794
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% GAGTGGLGLTVEGPCEAK 1089 1106 62.3 26.7 62.3 2 0 0 1,673.8167
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% VHVQPAVDTSGVK 1242 1254 29.6 26.8 24.5 1 0 0 1,336.7220
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% AFGPGLEGGLVNK 1355 1367 34.6 28.5 24.0 2 0 0 1,258.6792
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% GAGTGGLGLAIEGPSEAK 1377 1394 63.4 27.5 59.2 2 0 0 1,584.8231
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% VPQTFTVDCSQAGR 1461 1474 42.9 25.6 42.9 2 0 0 1,565.7378
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% APLQVAVLGPTGVAEPVEVR 1475 1494 37.8 25.0 37.8 1 0 0 2,002.1333
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% IQIGQETVITVDAK 1658 1671 69.7 27.1 63.8 2 0 0 1,514.8427
D_30 Filamin‐C FLNC_HUMAN 291,015 17 17 28 10.50% EAGAGGLSIAVEGPSK 2341 2356 33.8 27.6 27.8 1 0 0 1,442.7487
D_31 Filamin‐C FLNC_HUMAN 291,015 6 6 6 4.37% LIALLEVLSQK 70 80 45.0 25.0 41.7 1 0 0 1,226.7720
D_31 Filamin‐C FLNC_HUMAN 291,015 6 6 6 4.37% LLGWIQNK 165 172 31.5 25.8 18.1 1 0 0 971.5674
D_31 Filamin‐C FLNC_HUMAN 291,015 6 6 6 4.37% TYAVSYVPK 335 343 40.7 26.3 40.7 1 0 0 1,027.5458
D_31 Filamin‐C FLNC_HUMAN 291,015 6 6 6 4.37% VTVLFAGQNIER 350 361 37.5 28.9 29.3 1 0 0 1,346.7427
D_31 Filamin‐C FLNC_HUMAN 291,015 6 6 6 4.37% LDVQFAGTAK 902 911 24.3 27.9 19.4 1 0 0 1,049.5627
D_31 Filamin‐C FLNC_HUMAN 291,015 6 6 6 4.37% VAVGQEQAFSVNTR 978 991 73.5 28.5 60.3 1 0 0 1,505.7706
D_31 Filamin‐C FLNC_HUMAN 291,015 6 6 6 4.37% GAGTGGLGLTVEGPCEAK 1089 1106 54.5 26.7 44.8 2 0 0 1,673.8167
D_31 Filamin‐C FLNC_HUMAN 291,015 6 6 6 4.37% LGSFGSITR 2231 2239 23.6 26.5 12.4 1 0 0 937.5102
D_31 Filamin‐C FLNC_HUMAN 291,015 6 6 6 4.37% EAGAGGLSIAVEGPSK 2341 2356 107.0 27.3 88.4 2 0 0 1,442.7487
D_31 Filamin‐C FLNC_HUMAN 291,015 6 6 6 4.37% GPGLSQAFVGQK 2642 2653 35.6 29.2 27.3 1 0 0 1,188.6373



G_10 Filamin‐C FLNC_HUMAN 291,015 2 2 3 0.99% AWGPGLETGQVGK 576 588 36.1 27.4 36.0 1 0 0 1,299.6694
G_10 Filamin‐C FLNC_HUMAN 291,015 2 2 3 0.99% LYAQDADGCPIDIK 704 717 47.0 26.2 42.2 2 0 0 1,578.7472
G_11 Filamin‐C FLNC_HUMAN 291,015 2 2 2 0.99% AWGPGLETGQVGK 576 588 42.9 27.2 29.7 1 0 0 1,299.6694
G_11 Filamin‐C FLNC_HUMAN 291,015 2 2 2 0.99% LYAQDADGCPIDIK 704 717 38.9 26.4 31.5 1 0 0 1,578.7472
H_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 3.41% LLGWIQNK 165 172 31.2 28.4 17.6 1 0 0 971.5674
H_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 3.41% GAGTGGLGLTVEGPCEAK 1089 1106 38.7 27.4 38.7 1 0 0 1,673.8167
H_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 3.41% ITESDLSQLTASIR 1969 1982 71.8 27.9 49.2 2 0 0 1,533.8120
H_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 3.41% APSGNEEPCLLK 1983 1994 20.1 25.5 16.5 1 0 0 1,314.6360
H_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 3.41% ILVGPSEIGDASK 2031 2043 53.4 27.2 40.8 2 0 0 1,285.7000
H_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 3.41% EAGAGGLSIAVEGPSK 2341 2356 49.1 28.0 34.0 1 0 0 1,442.7487
H_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 3.41% GPGLSQAFVGQK 2642 2653 53.2 28.7 48.0 2 0 0 1,188.6373
H_20 Filamin‐C FLNC_HUMAN 291,015 3 3 4 2.83% LIALLEVLSQK 70 80 38.7 25.0 35.9 1 0 0 1,226.7720
H_20 Filamin‐C FLNC_HUMAN 291,015 3 3 4 2.83% LLGWIQNK 165 172 26.6 28.4 7.7 1 0 0 971.5674
H_20 Filamin‐C FLNC_HUMAN 291,015 3 3 4 2.83% LYAQDADGCPIDIK 704 717 59.1 25.8 46.2 2 0 0 1,578.7472
H_20 Filamin‐C FLNC_HUMAN 291,015 3 3 4 2.83% GGLVGTPAPFSIDTK 1074 1088 29.6 27.3 17.3 1 0 0 1,459.7794
H_20 Filamin‐C FLNC_HUMAN 291,015 3 3 4 2.83% ILVGPSEIGDASK 2031 2043 43.1 26.9 34.5 1 0 0 1,285.7000
H_20 Filamin‐C FLNC_HUMAN 291,015 3 3 4 2.83% EAGAGGLSIAVEGPSK 2341 2356 34.2 28.0 31.1 1 0 0 1,442.7487
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% VPQLPITNFNR 173 183 31.0 26.7 27.2 1 0 0 1,298.7216
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% VTVLFAGQNIER 350 361 67.8 28.9 53.0 2 0 0 1,346.7427
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% SPFPVHVSEACNPNACR 462 478 43.9 25.0 43.9 0 2 0 1,941.8694
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% SPFEVQVSPEAGVQK 559 573 88.4 27.8 66.1 2 0 0 1,601.8170
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% LYAQDADGCPIDIK 704 717 81.8 25.7 74.4 2 0 0 1,578.7472
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% LDVQFAGTAK 902 911 38.2 27.1 34.6 1 0 0 1,049.5627
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% VAVGQEQAFSVNTR 978 991 92.8 28.3 72.0 2 0 0 1,505.7706
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% RPIPCKLEPGGGAEAQAVR 1009 1027 17.7 27.5 13.9 0 1 0 2,006.0603
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% GAGTGGLGLTVEGPCEAK 1089 1106 80.4 27.4 80.4 2 0 0 1,673.8167
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% VSGPGVEPHGVLR 1255 1267 34.9 28.2 17.4 2 0 0 1,303.7118
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% EVTTEFTVDAR 1268 1278 61.4 26.9 45.2 2 0 0 1,267.6165
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% TDTYVTDNGDGTYR 1300 1313 63.4 25.0 63.4 2 0 0 1,577.6716
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% AFGPGLEGGLVNK 1355 1367 65.1 28.6 53.8 2 0 0 1,258.6792
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% GAGTGGLGLAIEGPSEAK 1377 1394 85.5 27.4 84.8 2 0 0 1,584.8231
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% ARVPQTFTVDCSQAGR 1459 1474 59.9 27.0 51.3 0 2 0 1,792.8760
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% VPQTFTVDCSQAGR 1461 1474 58.3 26.1 57.5 2 0 0 1,565.7378
H_21 Filamin‐C FLNC_HUMAN 291,015 16 16 29 8.37% ILVGPSEIGDASK 2031 2043 30.0 27.2 22.1 2 0 0 1,285.7000
H_22 Filamin‐C FLNC_HUMAN 291,015 6 6 12 5.21% LIALLEVLSQK 70 80 70.7 25.0 64.3 2 0 0 1,226.7720
H_22 Filamin‐C FLNC_HUMAN 291,015 6 6 12 5.21% LLGWIQNK 165 172 26.2 28.4 9.0 1 0 0 971.5674
H_22 Filamin‐C FLNC_HUMAN 291,015 6 6 12 5.21% SPFPVHVSEACNPNACR 462 478 33.8 25.0 33.1 0 2 0 1,941.8694
H_22 Filamin‐C FLNC_HUMAN 291,015 6 6 12 5.21% SPFEVQVSPEAGVQK 559 573 92.4 28.2 60.3 2 0 0 1,601.8170
H_22 Filamin‐C FLNC_HUMAN 291,015 6 6 12 5.21% LYAQDADGCPIDIK 704 717 66.7 25.7 57.5 2 0 0 1,578.7472
H_22 Filamin‐C FLNC_HUMAN 291,015 6 6 12 5.21% VAVGQEQAFSVNTR 978 991 80.1 28.3 59.5 2 0 0 1,505.7706
H_22 Filamin‐C FLNC_HUMAN 291,015 6 6 12 5.21% GAGTGGLGLTVEGPCEAK 1089 1106 75.8 27.4 73.4 2 0 0 1,673.8167
H_22 Filamin‐C FLNC_HUMAN 291,015 6 6 12 5.21% EVTTEFTVDAR 1268 1278 37.2 26.9 31.8 2 0 0 1,267.6165
H_22 Filamin‐C FLNC_HUMAN 291,015 6 6 12 5.21% GAGTGGLGLAIEGPSEAK 1377 1394 67.6 27.5 51.8 2 0 0 1,584.8231
H_22 Filamin‐C FLNC_HUMAN 291,015 6 6 12 5.21% EAGAGGLSIAVEGPSK 2341 2356 84.5 27.7 70.4 2 0 0 1,442.7487
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% LIALLEVLSQK 70 80 67.2 25.0 57.9 2 0 0 1,226.7720
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% LIALLEVLSQKR 70 81 31.9 25.0 31.9 0 2 0 1,382.8731
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% VTVLFAGQNIER 350 361 50.1 28.6 27.1 2 0 0 1,346.7427
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% SPFPVHVSEACNPNACR 462 478 33.8 25.0 33.8 0 2 0 1,941.8694
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% SPFEVQVSPEAGVQK 559 573 86.1 28.2 65.1 2 0 0 1,601.8170
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% LYAQDADGCPIDIK 704 717 63.4 25.8 54.5 2 0 0 1,578.7472
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% LDVQFAGTAK 902 911 25.8 27.9 16.8 2 0 0 1,049.5627
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% VAVGQEQAFSVNTR 978 991 86.1 28.4 65.8 2 0 0 1,505.7706
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% GAGTGGLGLTVEGPCEAK 1089 1106 97.6 27.5 94.8 2 0 0 1,673.8167
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% ARVPQTFTVDCSQAGR 1459 1474 40.5 27.4 28.4 0 2 0 1,792.8760
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% VPQTFTVDCSQAGR 1461 1474 61.3 26.2 61.3 2 0 0 1,565.7378
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% TARPNITDNKDGTITVR 1809 1825 21.0 27.5 17.0 0 2 0 1,871.9936
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% APSGNEEPCLLK 1983 1994 29.2 25.5 29.2 2 0 0 1,314.6360
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% LGSFGSITR 2231 2239 34.4 25.1 23.8 2 0 0 937.5102
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% LTVTSLQETGLK 2411 2422 48.3 26.0 42.1 2 0 0 1,289.7313
H_23 Filamin‐C FLNC_HUMAN 291,015 13 13 25 6.97% GPGLSQAFVGQK 2642 2653 37.0 28.7 29.4 1 0 0 1,188.6373
H_24 Filamin‐C FLNC_HUMAN 291,015 8 8 15 5.14% DLAEDAPWKK 27 36 28.7 26.7 21.0 1 0 0 1,172.5948
H_24 Filamin‐C FLNC_HUMAN 291,015 8 8 15 5.14% VTVLFAGQNIER 350 361 46.5 28.9 34.2 2 0 0 1,346.7427
H_24 Filamin‐C FLNC_HUMAN 291,015 8 8 15 5.14% SPFPVHVSEACNPNACR 462 478 28.2 25.0 28.2 0 1 0 1,941.8694
H_24 Filamin‐C FLNC_HUMAN 291,015 8 8 15 5.14% SPFEVQVSPEAGVQK 559 573 81.2 28.1 64.1 2 0 0 1,601.8170
H_24 Filamin‐C FLNC_HUMAN 291,015 8 8 15 5.14% LYAQDADGCPIDIK 704 717 76.9 25.8 68.6 2 0 0 1,578.7472
H_24 Filamin‐C FLNC_HUMAN 291,015 8 8 15 5.14% GAGTGGLGLTVEGPCEAK 1089 1106 94.2 27.1 90.6 2 0 0 1,673.8167
H_24 Filamin‐C FLNC_HUMAN 291,015 8 8 15 5.14% GAGTGGLGLAIEGPSEAK 1377 1394 65.7 27.4 64.0 2 0 0 1,584.8231
H_24 Filamin‐C FLNC_HUMAN 291,015 8 8 15 5.14% VPQTFTVDCSQAGR 1461 1474 66.0 26.0 66.0 2 0 0 1,565.7378
H_24 Filamin‐C FLNC_HUMAN 291,015 8 8 15 5.14% ILVGPSEIGDASK 2031 2043 65.7 27.2 53.5 2 0 0 1,285.7000
H_24 Filamin‐C FLNC_HUMAN 291,015 8 8 15 5.14% LGSFGSITR 2231 2239 30.9 25.1 17.6 2 0 0 937.5102
I_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 2.57% LLGWIQNK 165 172 24.9 27.9 12.1 1 0 0 971.5674
I_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 2.57% ILVGPSEIGDASK 2031 2043 39.1 26.9 33.9 2 0 0 1,285.7000
I_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 2.57% LGSFGSITR 2231 2239 35.2 25.3 23.2 2 0 0 937.5102
I_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 2.57% EAGAGGLSIAVEGPSK 2341 2356 45.2 27.7 33.5 1 0 0 1,442.7487
I_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 2.57% LTVTSLQETGLK 2411 2422 21.5 26.0 19.1 1 0 0 1,289.7313
I_19 Filamin‐C FLNC_HUMAN 291,015 4 4 7 2.57% GPGLSQAFVGQK 2642 2653 37.8 29.2 34.5 2 0 0 1,188.6373
I_20 Filamin‐C FLNC_HUMAN 291,015 2 2 4 1.21% SPFEVQVSPEAGVQK 559 573 70.4 28.1 55.6 2 0 0 1,601.8170
I_20 Filamin‐C FLNC_HUMAN 291,015 2 2 4 1.21% GAGTGGLGLAIEGPSEAK 1377 1394 54.1 27.3 50.9 2 0 0 1,584.8231
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% DLAEDAPWK 27 35 30.4 25.0 30.4 1 0 0 1,044.4998
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% LIALLEVLSQK 70 80 63.6 25.0 61.4 1 0 0 1,226.7720
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% LLGWIQNK 165 172 48.8 27.9 36.4 2 0 0 971.5674
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% VPQLPITNFNR 173 183 25.2 27.2 25.2 1 0 0 1,298.7216
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% VTVLFAGQNIER 350 361 56.5 29.0 42.0 2 0 0 1,346.7427
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% SPFPVHVSEACNPNACR 462 478 33.3 25.0 29.0 0 2 0 1,941.8694
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% SPFEVQVSPEAGVQK 559 573 76.5 28.2 55.7 2 0 0 1,601.8170
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% LYAQDADGCPIDIK 704 717 89.8 25.8 76.9 2 0 0 1,578.7472
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% VAVGQEQAFSVNTR 978 991 88.2 28.1 64.0 2 0 0 1,505.7706
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% GGLVGTPAPFSIDTK 1074 1088 44.7 27.9 34.7 2 0 0 1,459.7794
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% GAGTGGLGLTVEGPCEAK 1089 1106 91.6 27.0 81.9 2 0 0 1,673.8167
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% EVTTEFTVDAR 1268 1278 43.2 26.9 34.8 2 0 0 1,267.6165
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% AFGPGLEGGLVNK 1355 1367 65.2 28.6 54.9 2 0 0 1,258.6792
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% GAGTGGLGLAIEGPSEAK 1377 1394 67.9 27.4 57.7 2 0 0 1,584.8231
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% ARVPQTFTVDCSQAGR 1459 1474 64.9 27.0 43.7 0 2 0 1,792.8760
I_21 Filamin‐C FLNC_HUMAN 291,015 12 12 23 7.41% VPQTFTVDCSQAGR 1461 1474 45.9 26.2 44.6 2 0 0 1,565.7378
I_22 Filamin‐C FLNC_HUMAN 291,015 5 5 9 3.96% SPFEVQVSPEAGVQK 559 573 65.1 28.2 47.1 2 0 0 1,601.8170
I_22 Filamin‐C FLNC_HUMAN 291,015 5 5 9 3.96% LYAQDADGCPIDIK 704 717 41.8 25.8 36.4 2 0 0 1,578.7472
I_22 Filamin‐C FLNC_HUMAN 291,015 5 5 9 3.96% VAVGQEQAFSVNTR 978 991 82.4 28.3 60.2 2 0 0 1,505.7706
I_22 Filamin‐C FLNC_HUMAN 291,015 5 5 9 3.96% GAGTGGLGLTVEGPCEAK 1089 1106 64.7 27.0 55.4 2 0 0 1,673.8167
I_22 Filamin‐C FLNC_HUMAN 291,015 5 5 9 3.96% AFGPGLEGGLVNK 1355 1367 42.3 28.6 30.7 2 0 0 1,258.6792
I_22 Filamin‐C FLNC_HUMAN 291,015 5 5 9 3.96% GAGTGGLGLAIEGPSEAK 1377 1394 50.0 27.4 48.5 1 0 0 1,584.8231
I_22 Filamin‐C FLNC_HUMAN 291,015 5 5 9 3.96% EAGAGGLSIAVEGPSK 2341 2356 65.3 27.7 56.7 2 0 0 1,442.7487
I_23 Filamin‐C FLNC_HUMAN 291,015 3 3 3 3.71% LIALLEVLSQKR 70 81 23.1 25.0 23.1 0 1 0 1,382.8731
I_23 Filamin‐C FLNC_HUMAN 291,015 3 3 3 3.71% LLGWIQNK 165 172 58.3 28.0 42.8 2 0 0 971.5674
I_23 Filamin‐C FLNC_HUMAN 291,015 3 3 3 3.71% VAVGQEQAFSVNTR 978 991 53.8 28.2 35.4 1 0 0 1,505.7706
I_23 Filamin‐C FLNC_HUMAN 291,015 3 3 3 3.71% GGLVGTPAPFSIDTK 1074 1088 30.1 27.7 21.5 1 0 0 1,459.7794
I_23 Filamin‐C FLNC_HUMAN 291,015 3 3 3 3.71% GAGTGGLGLTVEGPCEAK 1089 1106 68.4 27.0 64.6 2 0 0 1,673.8167
I_23 Filamin‐C FLNC_HUMAN 291,015 3 3 3 3.71% GAGTGGLGLAIEGPSEAK 1377 1394 52.4 27.6 48.8 1 0 0 1,584.8231
I_23 Filamin‐C FLNC_HUMAN 291,015 3 3 3 3.71% EAGAGGLSIAVEGPSK 2341 2356 98.5 27.3 75.4 1 0 0 1,442.7487
I_24 Filamin‐C FLNC_HUMAN 291,015 2 2 3 1.72% SPFEVQVSPEAGVQK 559 573 59.8 28.1 45.7 2 0 0 1,601.8170
I_24 Filamin‐C FLNC_HUMAN 291,015 2 2 3 1.72% LYAQDADGCPIDIK 704 717 38.0 25.7 31.4 1 0 0 1,578.7472
I_24 Filamin‐C FLNC_HUMAN 291,015 2 2 3 1.72% GAGTGGLGLTVEGPCEAK 1089 1106 46.9 27.3 40.5 1 0 0 1,673.8167
J_21 Filamin‐C FLNC_HUMAN 291,015 5 5 8 4.07% LIALLEVLSQK 70 80 37.6 25.0 34.0 1 0 0 1,226.7720



J_21 Filamin‐C FLNC_HUMAN 291,015 5 5 8 4.07% LLGWIQNK 165 172 33.1 28.5 8.4 2 0 0 971.5674
J_21 Filamin‐C FLNC_HUMAN 291,015 5 5 8 4.07% SPFEVQVSPEAGVQK 559 573 54.6 28.0 35.7 2 0 0 1,601.8170
J_21 Filamin‐C FLNC_HUMAN 291,015 5 5 8 4.07% LYAQDADGCPIDIK 704 717 46.2 25.8 40.4 1 0 0 1,578.7472
J_21 Filamin‐C FLNC_HUMAN 291,015 5 5 8 4.07% GAGTGGLGLTVEGPCEAK 1089 1106 102.0 27.3 102.0 2 0 0 1,673.8167
J_21 Filamin‐C FLNC_HUMAN 291,015 5 5 8 4.07% AFGPGLEGGLVNK 1355 1367 31.2 28.5 23.0 2 0 0 1,258.6792
J_21 Filamin‐C FLNC_HUMAN 291,015 5 5 8 4.07% GAGTGGLGLAIEGPSEAK 1377 1394 55.8 26.9 50.2 2 0 0 1,584.8231
J_21 Filamin‐C FLNC_HUMAN 291,015 5 5 8 4.07% VPQTFTVDCSQAGR 1461 1474 56.9 26.5 55.6 1 0 0 1,565.7378
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% DLAEDAPWK 27 35 31.4 25.0 23.0 2 0 0 1,044.4998
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% LIALLEVLSQK 70 80 33.7 25.0 31.6 2 0 0 1,226.7720
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% LLGWIQNK 165 172 50.7 28.4 29.7 2 0 0 971.5674
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% SPFPVHVSEACNPNACR 462 478 39.7 25.0 39.7 0 2 0 1,941.8694
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% SPFEVQVSPEAGVQK 559 573 79.8 28.2 55.0 2 0 0 1,601.8170
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% LYAQDADGCPIDIK 704 717 71.4 25.8 61.7 2 0 0 1,578.7472
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% VAVGQEQAFSVNTR 978 991 73.2 28.4 52.3 1 0 0 1,505.7706
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% GGLVGTPAPFSIDTK 1074 1088 66.8 27.6 58.5 2 0 0 1,459.7794
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% GAGTGGLGLTVEGPCEAK 1089 1106 67.3 27.3 62.5 2 0 0 1,673.8167
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% VSGPGVEPHGVLR 1255 1267 38.5 27.9 27.8 2 0 0 1,303.7118
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% AFGPGLEGGLVNK 1355 1367 61.1 28.6 47.2 2 0 0 1,258.6792
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% GAGTGGLGLAIEGPSEAK 1377 1394 69.1 27.4 51.8 1 0 0 1,584.8231
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% ARVPQTFTVDCSQAGR 1459 1474 54.4 27.2 40.9 0 2 0 1,792.8760
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% VPQTFTVDCSQAGR 1461 1474 50.0 26.0 44.0 2 0 0 1,565.7378
K_21 Filamin‐C FLNC_HUMAN 291,015 10 10 18 7.23% EAGAGGLSIAVEGPSK 2341 2356 57.6 28.0 45.2 1 0 0 1,442.7487
K_22 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.50% LLGWIQNK 165 172 34.4 28.5 20.1 2 0 0 971.5674
K_22 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.50% VPQLPITNFNR 173 183 25.6 26.6 25.6 1 0 0 1,298.7216
K_22 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.50% SPFEVQVSPEAGVQK 559 573 52.7 27.8 44.2 2 0 0 1,601.8170
K_22 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.50% GAGTGGLGLTVEGPCEAK 1089 1106 59.4 27.2 59.4 2 0 0 1,673.8167
K_22 Filamin‐C FLNC_HUMAN 291,015 2 2 3 2.50% EAGAGGLSIAVEGPSK 2341 2356 55.8 27.8 46.2 2 0 0 1,442.7487
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% LIALLEVLSQK 70 80 50.7 25.0 42.8 1 0 0 1,226.7720
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% LLGWIQNK 165 172 45.8 27.9 28.0 2 0 0 971.5674
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% VPQLPITNFNR 173 183 29.1 27.2 29.1 1 0 0 1,298.7216
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% VTVLFAGQNIER 350 361 59.4 28.9 43.7 2 0 0 1,346.7427
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% SPFPVHVSEACNPNACR 462 478 41.6 25.0 41.6 0 2 0 1,941.8694
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% SPFEVQVSPEAGVQK 559 573 65.4 28.0 51.2 2 0 0 1,601.8170
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% LYAQDADGCPIDIK 704 717 82.7 26.0 65.6 2 0 0 1,578.7472
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% VAVGQEQAFSVNTR 978 991 73.1 28.3 53.6 2 0 0 1,505.7706
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% GGLVGTPAPFSIDTK 1074 1088 63.4 27.6 54.8 2 0 0 1,459.7794
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% GAGTGGLGLTVEGPCEAK 1089 1106 91.7 27.5 88.0 2 0 0 1,673.8167
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% VSGPGVEPHGVLR 1255 1267 30.7 27.9 22.0 2 0 0 1,303.7118
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% VPQTFTVDCSQAGR 1461 1474 55.5 26.2 55.5 2 0 0 1,565.7378
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% APSGNEEPCLLK 1983 1994 46.2 25.7 46.2 2 0 0 1,314.6360
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% NAGYGGLGLSIEGPSK 2068 2083 38.7 27.7 30.6 1 0 0 1,519.7753
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% LGSFGSITR 2231 2239 34.2 25.1 19.4 2 0 0 937.5102
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% VEAAEIVEGEDSAYSVR 2261 2277 89.3 26.5 84.7 2 0 0 1,823.8657
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% EAGAGGLSIAVEGPSK 2341 2356 102.0 28.0 75.7 2 0 0 1,442.7487
K_23 Filamin‐C FLNC_HUMAN 291,015 14 14 25 8.95% FNGAHIPGSPFK 2482 2493 30.3 27.1 22.6 1 0 0 1,271.6532
K_24 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.88% VPQLPITNFNR 173 183 23.7 26.7 20.3 2 0 0 1,298.7216
K_24 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.88% VTVLFAGQNIER 350 361 36.8 28.6 25.0 1 0 0 1,346.7427
K_24 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.88% LYAQDADGCPIDIK 704 717 75.6 25.7 63.2 2 0 0 1,578.7472
K_24 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.88% VAVGQEQAFSVNTR 978 991 45.1 28.4 27.6 2 0 0 1,505.7706
K_24 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.88% GAGTGGLGLTVEGPCEAK 1089 1106 88.6 27.2 82.1 2 0 0 1,673.8167
K_24 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.88% VSGPGVEPHGVLR 1255 1267 32.8 27.9 24.7 2 0 0 1,303.7118
K_24 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.88% AFGPGLEGGLVNK 1355 1367 52.7 28.6 43.5 2 0 0 1,258.6792
K_24 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.88% ILVGPSEIGDASK 2031 2043 41.6 27.2 34.3 1 0 0 1,285.7000
K_24 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.88% LGSFGSITR 2231 2239 37.1 25.1 22.8 2 0 0 937.5102
K_24 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.88% EAGAGGLSIAVEGPSK 2341 2356 52.0 28.0 44.4 1 0 0 1,442.7487
L_06 Filamin‐C FLNC_HUMAN 291,015 2 2 3 0.99% AWGPGLETGQVGK 576 588 52.1 27.7 46.9 2 0 0 1,299.6694
L_06 Filamin‐C FLNC_HUMAN 291,015 2 2 3 0.99% LYAQDADGCPIDIK 704 717 44.9 25.8 34.8 1 0 0 1,578.7472
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% VPQLPITNFNR 173 183 26.3 26.1 26.3 1 0 0 1,298.7216
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% DTVEVALEDKGDSTFR 422 437 25.2 26.9 23.6 0 1 0 1,781.8554
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% AWGPGLETGQVGK 576 588 52.2 27.4 38.5 1 0 0 1,299.6694
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% LYAQDADGCPIDIK 704 717 71.2 26.4 59.8 2 0 0 1,578.7472
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% VAVGQEQAFSVNTR 978 991 99.4 28.2 75.7 2 0 0 1,505.7706
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% GGLVGTPAPFSIDTK 1074 1088 54.5 27.3 45.0 2 0 0 1,459.7794
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% GAGTGGLGLTVEGPCEAK 1089 1106 80.5 27.3 76.1 2 0 0 1,673.8167
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% VHVQPAVDTSGVK 1242 1254 24.1 27.0 24.1 1 0 0 1,336.7220
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% TDTYVTDNGDGTYR 1300 1313 26.5 25.0 26.5 1 0 0 1,577.6716
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% AFGPGLEGGLVNK 1355 1367 32.7 28.7 24.1 1 0 0 1,258.6792
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% GAGTGGLGLAIEGPSEAK 1377 1394 81.6 27.1 81.4 2 0 0 1,584.8231
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% VPQTFTVDCSQAGR 1461 1474 76.9 26.8 76.9 2 0 0 1,565.7378
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% TSQLNVGTSTDVSLK 1954 1968 58.7 28.2 50.9 2 0 0 1,549.8069
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% ITESDLSQLTASIR 1969 1982 86.9 27.9 60.0 2 0 0 1,533.8120
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% APSGNEEPCLLK 1983 1994 53.2 26.1 53.2 2 0 0 1,314.6360
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% LGSFGSITR 2231 2239 40.7 26.1 31.4 2 0 0 937.5102
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% EAGAGGLSIAVEGPSK 2341 2356 64.4 27.8 62.8 1 0 0 1,442.7487
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% LTVTSLQETGLK 2411 2422 52.5 25.6 46.6 2 0 0 1,289.7313
L_15 Filamin‐C FLNC_HUMAN 291,015 17 17 28 9.65% GPGLSQAFVGQK 2642 2653 45.5 29.1 45.5 2 0 0 1,188.6373
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% LIALLEVLSQKR 70 81 85.1 25.0 85.1 2 0 0 1,382.8731
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% VPQLPITNFNR 173 183 33.6 26.6 32.8 2 0 0 1,298.7216
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% VTVLFAGQNIER 350 361 63.5 29.1 50.0 2 0 0 1,346.7427
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% DTVEVALEDKGDSTFR 422 437 52.0 26.9 51.1 1 0 0 1,781.8554
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% SPFPVHVSEACNPNACR 462 478 38.3 25.0 38.3 0 2 0 1,941.8694
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% SPFEVQVSPEAGVQK 559 573 101.0 28.0 88.4 2 0 0 1,601.8170
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% AWGPGLETGQVGK 576 588 71.4 27.4 63.6 2 0 0 1,299.6694
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% LYAQDADGCPIDIK 704 717 66.2 26.0 56.3 2 0 0 1,578.7472
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% SPFVVNVAPPLDLSK 954 968 63.4 26.1 63.4 2 0 0 1,582.8840
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% VAVGQEQAFSVNTR 978 991 76.6 28.4 59.7 2 0 0 1,505.7706
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% VHVQPAVDTSGVK 1242 1254 44.2 26.7 44.2 2 0 0 1,336.7220
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% VSGPGVEPHGVLR 1255 1267 59.7 27.2 47.4 2 0 0 1,303.7118
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% EVTTEFTVDAR 1268 1278 32.1 26.9 25.6 1 0 0 1,267.6165
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% AFGPGLEGGLVNK 1355 1367 59.8 28.5 53.0 2 0 0 1,258.6792
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% APLQVAVLGPTGVAEPVEVR 1475 1494 76.2 25.0 69.7 1 0 0 2,002.1333
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% DNGDGTHTVHYTPATDGPYTVAVK 1495 1518 27.5 25.8 27.5 0 1 0 2,516.1691
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% DAGEGLLTVQILDPEGKPK 1568 1586 64.6 26.7 56.8 1 1 0 1,980.0653
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% IQIGQETVITVDAK 1658 1671 80.8 26.8 71.8 1 0 0 1,514.8427
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% TARPNITDNKDGTITVR 1809 1825 40.2 27.5 31.9 0 2 0 1,871.9936
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% TSQLNVGTSTDVSLK 1954 1968 62.7 28.2 54.5 2 0 0 1,549.8069
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% APSGNEEPCLLK 1983 1994 51.1 25.5 51.1 2 0 0 1,314.6360
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% QAPSIATIGSTCDLNLK 2143 2159 81.9 28.0 77.6 2 0 0 1,788.9163
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% EAGAGGLSIAVEGPSK 2341 2356 85.6 27.9 71.6 2 0 0 1,442.7487
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% RLTVTSLQETGLK 2410 2422 49.6 25.0 40.1 1 0 0 1,445.8324
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% LTVTSLQETGLK 2411 2422 69.4 25.5 58.8 2 0 0 1,289.7313
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% FNGAHIPGSPFK 2482 2493 32.2 27.5 27.0 1 0 0 1,271.6532
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% LSGGHSLHETSTVLVETVTK 2597 2616 44.5 27.2 44.5 0 2 0 2,095.1031
L_16 Filamin‐C FLNC_HUMAN 291,015 26 27 45 14.70% GPGLSQAFVGQK 2642 2653 52.1 28.7 50.1 2 0 0 1,188.6373
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% LIALLEVLSQK 70 80 38.0 25.0 27.6 1 0 0 1,226.7720
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% LLGWIQNK 165 172 26.3 28.4 16.0 1 0 0 971.5674
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% VTVLFAGQNIER 350 361 55.8 29.1 36.2 2 0 0 1,346.7427
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% SPFEVNVGMALGDANK 362 377 69.1 27.1 61.3 1 0 0 1,664.7950
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% AWGPGLETGQVGK 576 588 46.0 27.4 42.2 1 0 0 1,299.6694
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% LYAQDADGCPIDIK 704 717 69.0 26.0 59.8 2 0 0 1,578.7472
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% VAVGQEQAFSVNTR 978 991 85.6 28.5 66.7 2 0 0 1,505.7706
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% GGLVGTPAPFSIDTK 1074 1088 51.2 27.3 39.2 1 0 0 1,459.7794



M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% GAGTGGLGLTVEGPCEAK 1089 1106 85.1 27.6 78.5 2 0 0 1,673.8167
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% VHVQPAVDTSGVK 1242 1254 36.3 26.9 36.3 2 0 0 1,336.7220
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% TDTYVTDNGDGTYR 1300 1313 45.6 25.0 45.6 2 0 0 1,577.6716
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% AFGPGLEGGLVNK 1355 1367 57.5 28.7 48.3 2 0 0 1,258.6792
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% GAGTGGLGLAIEGPSEAK 1377 1394 60.6 27.3 60.5 2 0 0 1,584.8231
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% VPQTFTVDCSQAGR 1461 1474 40.2 26.4 35.8 1 0 0 1,565.7378
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% TSQLNVGTSTDVSLK 1954 1968 58.3 28.2 53.7 2 0 0 1,549.8069
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% APSGNEEPCLLK 1983 1994 54.7 25.7 52.0 2 0 0 1,314.6360
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% ILVGPSEIGDASK 2031 2043 57.8 27.2 43.5 2 0 0 1,285.7000
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% VEAAEIVEGEDSAYSVR 2261 2277 53.7 26.8 50.0 1 0 0 1,823.8657
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% EAGAGGLSIAVEGPSK 2341 2356 91.3 28.0 77.5 2 0 0 1,442.7487
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% LTVTSLQETGLK 2411 2422 39.5 25.5 33.4 2 0 0 1,289.7313
M_15 Filamin‐C FLNC_HUMAN 291,015 17 17 29 10.60% GPGLSQAFVGQK 2642 2653 32.5 28.7 32.5 2 0 0 1,188.6373
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% LLGWIQNK 165 172 26.3 28.4 15.4 1 0 0 971.5674
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% VPQLPITNFNR 173 183 32.4 27.2 23.7 2 0 0 1,298.7216
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% VTVLFAGQNIER 350 361 48.0 29.1 33.8 2 0 0 1,346.7427
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% SPFEVNVGMALGDANK 362 377 65.3 26.5 50.8 1 0 0 1,664.7950
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% SPFEVQVSPEAGVQK 559 573 87.3 28.0 72.0 2 0 0 1,601.8170
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% AWGPGLETGQVGK 576 588 46.3 27.4 42.0 2 0 0 1,299.6694
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% LYAQDADGCPIDIK 704 717 44.5 25.5 40.5 2 0 0 1,578.7472
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% GGLVGTPAPFSIDTK 1074 1088 59.1 27.6 51.1 2 0 0 1,459.7794
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% GAGTGGLGLTVEGPCEAK 1089 1106 71.9 27.4 70.4 2 0 0 1,673.8167
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% VHVQPAVDTSGVK 1242 1254 37.2 27.0 36.3 2 0 0 1,336.7220
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% AFGPGLEGGLVNK 1355 1367 51.8 28.6 39.2 1 0 0 1,258.6792
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% TSQLNVGTSTDVSLK 1954 1968 72.7 28.2 65.5 2 0 0 1,549.8069
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% ITESDLSQLTASIR 1969 1982 83.1 28.3 62.4 2 0 0 1,533.8120
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% APSGNEEPCLLK 1983 1994 37.0 25.4 37.0 2 0 0 1,314.6360
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% ILVGPSEIGDASK 2031 2043 59.2 27.2 44.7 2 0 0 1,285.7000
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% LTVTSLQETGLK 2411 2422 57.1 26.5 51.8 2 0 0 1,289.7313
M_16 Filamin‐C FLNC_HUMAN 291,015 15 15 28 8.29% GPGLSQAFVGQK 2642 2653 56.3 29.2 56.3 2 0 0 1,188.6373
O_15 Filamin‐C FLNC_HUMAN 291,015 4 4 5 2.79% VAVGQEQAFSVNTR 978 991 54.2 28.0 54.2 1 0 0 1,505.7706
O_15 Filamin‐C FLNC_HUMAN 291,015 4 4 5 2.79% GAGTGGLGLTVEGPCEAK 1089 1106 29.8 27.3 29.8 2 0 0 1,673.8167
O_15 Filamin‐C FLNC_HUMAN 291,015 4 4 5 2.79% AFGPGLEGGLVNK 1355 1367 33.0 28.5 21.6 1 0 0 1,258.6792
O_15 Filamin‐C FLNC_HUMAN 291,015 4 4 5 2.79% GAGTGGLGLAIEGPSEAK 1377 1394 46.6 26.9 41.0 2 0 0 1,584.8231
O_15 Filamin‐C FLNC_HUMAN 291,015 4 4 5 2.79% ILVGPSEIGDASK 2031 2043 26.6 27.4 14.3 1 0 0 1,285.7000
O_16 Filamin‐C FLNC_HUMAN 291,015 5 5 6 3.30% SPFEVQVSPEAGVQK 559 573 27.7 28.2 22.9 1 0 0 1,601.8170
O_16 Filamin‐C FLNC_HUMAN 291,015 5 5 6 3.30% VAVGQEQAFSVNTR 978 991 42.1 28.3 29.2 1 0 0 1,505.7706
O_16 Filamin‐C FLNC_HUMAN 291,015 5 5 6 3.30% GAGTGGLGLTVEGPCEAK 1089 1106 52.7 27.5 47.5 1 0 0 1,673.8167
O_16 Filamin‐C FLNC_HUMAN 291,015 5 5 6 3.30% GAGTGGLGLAIEGPSEAK 1377 1394 51.9 27.3 51.1 2 0 0 1,584.8231
O_16 Filamin‐C FLNC_HUMAN 291,015 5 5 6 3.30% ILVGPSEIGDASK 2031 2043 24.9 27.0 5.8 1 0 0 1,285.7000
O_16 Filamin‐C FLNC_HUMAN 291,015 5 5 6 3.30% LTVTSLQETGLK 2411 2422 24.1 25.0 22.3 1 0 0 1,289.7313
P_15 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.59% SPFEVQVSPEAGVQK 559 573 72.4 28.1 55.9 2 0 0 1,601.8170
P_15 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.59% AWGPGLETGQVGK 576 588 36.2 27.5 33.4 1 0 0 1,299.6694
P_15 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.59% LYAQDADGCPIDIK 704 717 38.4 26.3 32.5 2 0 0 1,578.7472
P_15 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.59% VAVGQEQAFSVNTR 978 991 77.3 27.7 60.0 2 0 0 1,505.7706
P_15 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.59% LEPGGGAEAQAVR 1015 1027 23.2 27.6 19.6 1 0 0 1,254.6438
P_15 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.59% GAGTGGLGLTVEGPCEAK 1089 1106 58.2 27.6 58.2 2 0 0 1,673.8167
P_15 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.59% AFGPGLEGGLVNK 1355 1367 40.2 28.5 31.1 2 0 0 1,258.6792
P_15 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.59% ILVGPSEIGDASK 2031 2043 53.0 27.0 41.9 2 0 0 1,285.7000
P_15 Filamin‐C FLNC_HUMAN 291,015 8 8 14 4.59% GPGLSQAFVGQK 2642 2653 38.3 28.9 29.9 2 0 0 1,188.6373
P_16 Filamin‐C FLNC_HUMAN 291,015 2 2 3 0.99% VAVGQEQAFSVNTR 978 991 80.3 28.3 65.3 2 0 0 1,505.7706
P_16 Filamin‐C FLNC_HUMAN 291,015 2 2 3 0.99% ILVGPSEIGDASK 2031 2043 23.0 27.1 10.1 1 0 0 1,285.7000
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% LLGWIQNK 165 172 28.0 28.5 16.1 1 0 0 971.5674
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% VPQLPITNFNR 173 183 22.7 26.1 16.2 1 0 0 1,298.7216
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% VTVLFAGQNIER 350 361 48.8 29.0 35.8 2 0 0 1,346.7427
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% SPFEVQVSPEAGVQK 559 573 78.1 28.2 70.4 2 0 0 1,601.8170
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% LYAQDADGCPIDIK 704 717 56.6 26.3 46.3 2 0 0 1,578.7472
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% VAVGQEQAFSVNTR 978 991 93.8 28.1 68.2 2 0 0 1,505.7706
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% GAGTGGLGLTVEGPCEAK 1089 1106 87.4 27.7 85.2 2 0 0 1,673.8167
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% VHVQPAVDTSGVK 1242 1254 24.9 27.4 24.5 1 0 0 1,336.7220
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% VSGPGVEPHGVLR 1255 1267 27.6 27.0 20.9 1 0 0 1,303.7118
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% EVTTEFTVDAR 1268 1278 43.6 27.0 27.2 2 0 0 1,267.6165
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% TDTYVTDNGDGTYR 1300 1313 29.1 25.0 29.1 2 0 0 1,577.6716
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% GAGTGGLGLAIEGPSEAK 1377 1394 98.0 27.1 96.1 2 0 0 1,584.8231
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% VPQTFTVDCSQAGR 1461 1474 41.8 26.7 39.2 1 0 0 1,565.7378
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% TSQLNVGTSTDVSLK 1954 1968 57.8 28.4 55.1 2 0 0 1,549.8069
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% APSGNEEPCLLK 1983 1994 51.3 25.8 44.5 1 0 0 1,314.6360
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% ILVGPSEIGDASK 2031 2043 70.1 27.1 53.6 2 0 0 1,285.7000
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% EAGAGGLSIAVEGPSK 2341 2356 92.0 27.8 73.8 2 0 0 1,442.7487
Q_15 Filamin‐C FLNC_HUMAN 291,015 15 15 25 8.92% GPGLSQAFVGQK 2642 2653 48.1 29.0 44.0 2 0 0 1,188.6373
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% DLAEDAPWKK 27 36 22.5 27.5 11.9 1 0 0 1,172.5948
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% VPQLPITNFNR 173 183 29.5 26.3 27.5 2 0 0 1,298.7216
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% VTVLFAGQNIER 350 361 60.2 28.5 50.1 1 0 0 1,346.7427
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% SPFEVQVSPEAGVQK 559 573 81.7 28.0 67.9 2 0 0 1,601.8170
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% LYAQDADGCPIDIK 704 717 44.8 26.4 37.4 1 0 0 1,578.7472
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% GGLVGTPAPFSIDTK 1074 1088 44.1 27.3 37.0 2 0 0 1,459.7794
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% GAGTGGLGLTVEGPCEAK 1089 1106 64.3 27.7 62.5 2 0 0 1,673.8167
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% VHVQPAVDTSGVK 1242 1254 40.7 26.7 40.7 2 0 0 1,336.7220
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% GAGTGGLGLAIEGPSEAK 1377 1394 59.2 27.2 59.2 1 0 0 1,584.8231
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% IQIGQETVITVDAK 1658 1671 51.9 26.5 46.0 1 0 0 1,514.8427
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% TSQLNVGTSTDVSLK 1954 1968 58.7 28.2 46.4 1 0 0 1,549.8069
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% APSGNEEPCLLK 1983 1994 42.5 25.5 37.2 1 0 0 1,314.6360
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% ILVGPSEIGDASK 2031 2043 71.4 27.1 58.5 2 0 0 1,285.7000
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% LGSFGSITR 2231 2239 24.5 26.1 12.6 2 0 0 937.5102
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% EAGAGGLSIAVEGPSK 2341 2356 62.9 27.8 55.8 1 0 0 1,442.7487
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% LTVTSLQETGLK 2411 2422 57.5 25.6 47.9 2 0 0 1,289.7313
Q_16 Filamin‐C FLNC_HUMAN 291,015 14 14 22 8.40% GPGLSQAFVGQK 2642 2653 54.3 29.1 52.3 2 0 0 1,188.6373
A_18 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 4 5.61% LIVDGNLLTNK 209 219 42.2 27.1 35.7 2 0 0 1,199.6996
A_18 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 4 5.61% GIAEGTFSHLTK 220 231 41.5 28.3 36.5 1 0 0 1,260.6584
A_18 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 4 5.61% MLTQGVFDNLSNLK 290 303 53.5 27.1 37.2 1 0 0 1,595.8100
A_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 4 4 7 6.82% LIVDGNLLTNK 209 219 48.6 27.4 42.0 2 0 0 1,199.6996
A_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 4 4 7 6.82% GIAEGTFSHLTK 220 231 46.1 28.7 33.6 2 0 0 1,260.6584
A_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 4 4 7 6.82% LKEFSIVR 232 239 25.3 25.0 10.1 1 0 0 991.5935
A_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 4 4 7 6.82% MLTQGVFDNLSNLK 290 303 94.8 27.2 77.8 2 0 0 1,595.8100
B_18 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 5.00% LIVDGNLLTNK 209 219 60.5 27.1 53.7 2 0 0 1,199.6996
B_18 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 5.00% LKEFSIVR 232 239 23.1 25.0 16.1 1 0 0 991.5935
B_18 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 5.00% MLTQGVFDNLSNLK 290 303 37.8 27.4 27.0 2 0 0 1,595.8100
B_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 8 8 14 14.50% VLHLQENNIQTISR 113 126 45.2 26.5 26.5 0 2 0 1,664.9079
B_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 8 8 14 14.50% LIVDGNLLTNK 209 219 55.7 27.4 45.4 2 0 0 1,199.6996
B_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 8 8 14 14.50% GIAEGTFSHLTK 220 231 43.6 28.7 35.6 2 0 0 1,260.6584
B_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 8 8 14 14.50% LKEFSIVR 232 239 30.5 25.0 19.8 2 0 0 991.5935
B_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 8 8 14 14.50% NSLSHPPPDLPGTHLIR 240 256 52.6 27.0 52.1 0 2 0 1,850.9874
B_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 8 8 14 14.50% MLTQGVFDNLSNLK 290 303 80.8 27.5 63.7 2 0 0 1,595.8100
B_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 8 8 14 14.50% NNPWFCDCSIK 309 319 19.1 25.0 19.1 1 0 0 1,440.6036
B_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 8 8 14 14.50% YIPSSLNVR 327 335 22.1 27.3 14.0 1 0 0 1,048.5785
C_18 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 6 6 10 10.90% LKEFSIVR 232 239 21.2 25.0 20.7 1 0 0 991.5935
C_18 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 6 6 10 10.90% NSLSHPPPDLPGTHLIR 240 256 24.5 26.9 22.2 0 1 0 1,850.9874
C_18 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 6 6 10 10.90% LDISNNQLR 281 289 28.4 30.3 8.9 2 0 0 1,072.5746
C_18 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 6 6 10 10.90% MLTQGVFDNLSNLK 290 303 30.7 27.4 20.1 2 0 0 1,595.8100
C_18 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 6 6 10 10.90% GFMCQGPEQVR 336 346 36.3 25.0 31.9 2 0 0 1,324.5774
C_18 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 6 6 10 10.90% MGHSLVGGIVQER 457 469 33.7 27.2 26.4 0 2 0 1,398.7160
C_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 7 8 15 11.80% LIVDGNLLTNK 209 219 49.2 27.0 39.7 2 0 0 1,199.6996



C_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 7 8 15 11.80% GIAEGTFSHLTK 220 231 38.1 28.7 26.5 2 0 0 1,260.6584
C_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 7 8 15 11.80% LKEFSIVR 232 239 37.2 25.0 21.2 2 0 0 991.5935
C_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 7 8 15 11.80% LDISNNQLR 281 289 48.8 30.3 20.8 2 0 0 1,072.5746
C_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 7 8 15 11.80% MLTQGVFDNLSNLK 290 303 88.8 27.3 67.6 2 0 0 1,595.8100
C_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 7 8 15 11.80% GFMCQGPEQVR 336 346 26.5 25.0 26.5 2 0 0 1,324.5774
C_19 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 7 8 15 11.80% MGHSLVGGIVQER 457 469 34.7 27.2 26.2 1 2 0 1,398.7160
C_20 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 2 2 3 3.48% LIVDGNLLTNK 209 219 44.2 25.6 34.5 2 0 0 1,199.6996
C_20 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 2 2 3 3.48% GIAEGTFSHLTK 220 231 42.1 28.3 30.4 1 0 0 1,260.6584
D_23 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 2 2 4 3.03% LIVDGNLLTNK 209 219 41.7 27.0 37.7 2 0 0 1,199.6996
D_23 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 2 2 4 3.03% LDISNNQLR 281 289 51.2 30.2 15.4 2 0 0 1,072.5746
D_24 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 2 2 3 3.79% VLHLQENNIQTISR 113 126 34.1 26.9 18.7 0 1 0 1,664.9079
D_24 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 2 2 3 3.79% LIVDGNLLTNK 209 219 47.4 27.0 46.4 2 0 0 1,199.6996
E_24 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 2 2 3 3.03% LIVDGNLLTNK 209 219 34.1 27.1 32.5 1 0 0 1,199.6996
E_24 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 2 2 3 3.03% LDISNNQLR 281 289 35.9 30.3 11.3 2 0 0 1,072.5746
F_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 5 5 7 8.79% VLHLQENNIQTISR 113 126 53.8 26.6 48.5 1 0 0 1,664.9079
F_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 5 5 7 8.79% LIVDGNLLTNK 209 219 51.4 27.4 41.3 2 0 0 1,199.6996
F_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 5 5 7 8.79% LDISNNQLR 281 289 55.8 29.8 20.5 2 0 0 1,072.5746
F_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 5 5 7 8.79% GFMCQGPEQVR 336 346 22.3 25.0 22.3 1 0 0 1,324.5774
F_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 5 5 7 8.79% MGHSLVGGIVQER 457 469 32.4 28.0 23.3 0 1 0 1,382.7210
G_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 5.45% VLHLQENNIQTISR 113 126 37.2 26.5 32.8 1 0 0 1,664.9079
G_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 5.45% LIVDGNLLTNK 209 219 55.9 26.9 44.1 2 0 0 1,199.6996
G_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 5.45% GFMCQGPEQVR 336 346 24.2 25.0 24.2 2 0 0 1,324.5774
H_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 4 4.24% LIVDGNLLTNK 209 219 47.8 27.4 44.2 2 0 0 1,199.6996
H_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 4 4.24% LKEFSIVR 232 239 20.3 25.0 13.8 1 0 0 991.5935
H_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 4 4.24% LDISNNQLR 281 289 29.8 30.2 13.2 1 0 0 1,072.5746
I_15 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 4.70% LIVDGNLLTNK 209 219 59.2 25.6 48.7 2 0 0 1,199.6996
I_15 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 4.70% LDISNNQLR 281 289 43.3 30.2 15.4 2 0 0 1,072.5746
I_15 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 4.70% NNPWFCDCSIK 309 319 31.3 25.0 27.5 1 0 0 1,440.6036
I_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 2 2 4 3.03% LIVDGNLLTNK 209 219 67.8 27.4 57.4 2 0 0 1,199.6996
I_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 2 2 4 3.03% LDISNNQLR 281 289 52.7 30.2 26.4 2 0 0 1,072.5746
J_15 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 2 2 4 3.03% LIVDGNLLTNK 209 219 48.3 26.5 45.5 2 0 0 1,199.6996
J_15 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 2 2 4 3.03% LDISNNQLR 281 289 33.4 30.5 12.0 2 0 0 1,072.5746
J_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 6 6 9 9.85% VLHLQENNIQTISR 113 126 53.2 25.8 53.2 1 0 0 1,664.9079
J_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 6 6 9 9.85% LIVDGNLLTNK 209 219 65.2 26.9 53.4 2 0 0 1,199.6996
J_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 6 6 9 9.85% GIAEGTFSHLTK 220 231 63.8 29.1 56.0 2 0 0 1,260.6584
J_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 6 6 9 9.85% LKEFSIVR 232 239 20.2 25.0 10.4 1 0 0 991.5935
J_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 6 6 9 9.85% LDISNNQLR 281 289 28.3 30.3 19.8 1 0 0 1,072.5746
J_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 6 6 9 9.85% GFMCQGPEQVR 336 346 32.8 25.0 25.8 2 0 0 1,308.5825
K_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 4.24% LIVDGNLLTNK 209 219 57.3 26.7 49.7 2 0 0 1,199.6996
K_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 4.24% LKEFSIVR 232 239 20.8 25.0 14.2 1 0 0 991.5935
K_16 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 4.24% LDISNNQLR 281 289 31.9 30.3 12.6 2 0 0 1,072.5746
N_11 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 4.70% LIVDGNLLTNK 209 219 45.1 26.5 36.6 2 0 0 1,199.6996
N_11 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 4.70% LDISNNQLR 281 289 48.0 30.2 23.7 2 0 0 1,072.5746
N_11 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 4.70% GFMCQGPEQVR 336 346 29.2 25.0 29.2 1 0 0 1,324.5774
O_11 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 5.15% LIVDGNLLTNK 209 219 46.9 26.9 43.9 2 0 0 1,199.6996
O_11 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 5.15% LDISNNQLR 281 289 43.0 30.3 17.1 2 0 0 1,072.5746
O_11 Leucine‐rich repeat transmembrane protein FLRT2 FLRT2_HUMAN 74,050 3 3 5 5.15% MLTQGVFDNLSNLK 290 303 35.7 27.4 23.6 1 0 0 1,595.8100
A_13 Protein farnesyltransferase/geranylgeranyltransferase type‐1 subunit alpha FNTA_HUMAN 44,409 2 2 4 5.28% VLVEWLR 174 180 35.1 27.7 14.8 2 0 0 914.5458
A_13 Protein farnesyltransferase/geranylgeranyltransferase type‐1 subunit alpha FNTA_HUMAN 44,409 2 2 4 5.28% YFVISNTTGYNDR 241 253 76.0 25.6 73.0 2 0 0 1,549.7281
B_13 Protein farnesyltransferase/geranylgeranyltransferase type‐1 subunit alpha FNTA_HUMAN 44,409 3 3 4 7.92% VLVEWLR 174 180 27.4 27.6 16.8 1 0 0 914.5458
B_13 Protein farnesyltransferase/geranylgeranyltransferase type‐1 subunit alpha FNTA_HUMAN 44,409 3 3 4 7.92% YFVISNTTGYNDR 241 253 55.9 26.2 55.9 2 0 0 1,549.7281
B_13 Protein farnesyltransferase/geranylgeranyltransferase type‐1 subunit alpha FNTA_HUMAN 44,409 3 3 4 7.92% EVQYTLEMIK 259 268 22.1 26.9 17.6 1 0 0 1,253.6447
F_15 Protein farnesyltransferase/geranylgeranyltransferase type‐1 subunit alpha FNTA_HUMAN 44,409 2 2 3 5.28% EVQYTLEMIK 259 268 38.0 27.0 32.8 1 0 0 1,253.6447
F_15 Protein farnesyltransferase/geranylgeranyltransferase type‐1 subunit alpha FNTA_HUMAN 44,409 2 2 3 5.28% ALELCEILAK 337 346 59.5 28.9 39.9 2 0 0 1,159.6393
I_11 Protein farnesyltransferase/geranylgeranyltransferase type‐1 subunit alpha FNTA_HUMAN 44,409 3 4 7 8.71% YFVISNTTGYNDR 241 253 59.4 25.8 57.8 2 0 0 1,549.7281
I_11 Protein farnesyltransferase/geranylgeranyltransferase type‐1 subunit alpha FNTA_HUMAN 44,409 3 4 7 8.71% EVQYTLEMIK 259 268 33.9 27.1 26.2 3 0 0 1,253.6447
I_11 Protein farnesyltransferase/geranylgeranyltransferase type‐1 subunit alpha FNTA_HUMAN 44,409 3 4 7 8.71% ALELCEILAK 337 346 79.1 28.5 56.8 2 0 0 1,159.6393
L_08 Protein farnesyltransferase/geranylgeranyltransferase type‐1 subunit alpha FNTA_HUMAN 44,409 2 2 3 6.07% YFVISNTTGYNDR 241 253 40.8 25.8 38.6 1 0 0 1,549.7281
L_08 Protein farnesyltransferase/geranylgeranyltransferase type‐1 subunit alpha FNTA_HUMAN 44,409 2 2 3 6.07% ALELCEILAK 337 346 45.5 27.7 31.6 2 0 0 1,159.6393
A_12 Protein farnesyltransferase subunit beta FNTB_HUMAN 48,768 2 2 3 5.72% LQDDSVETVTSIEQAK 35 50 64.1 27.8 59.6 1 0 0 1,762.8707
A_12 Protein farnesyltransferase subunit beta FNTB_HUMAN 48,768 2 2 3 5.72% SLLQWVTSR 272 280 45.7 28.1 35.2 2 0 0 1,089.6051
B_12 Protein farnesyltransferase subunit beta FNTB_HUMAN 48,768 2 2 3 5.72% LQDDSVETVTSIEQAK 35 50 70.4 27.9 55.8 2 0 0 1,762.8707
B_12 Protein farnesyltransferase subunit beta FNTB_HUMAN 48,768 2 2 3 5.72% LLQYLYSLK 177 185 27.3 25.0 17.8 1 0 0 1,140.6664
K_11 Protein farnesyltransferase subunit beta FNTB_HUMAN 48,768 2 2 3 5.72% LQDDSVETVTSIEQAK 35 50 67.7 28.2 65.9 2 0 0 1,762.8707
K_11 Protein farnesyltransferase subunit beta FNTB_HUMAN 48,768 2 2 3 5.72% LLQYLYSLK 177 185 27.5 25.0 16.0 1 0 0 1,140.6664
A_11 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 4 5 9 12.40% QDFVQHFSQIVR 81 92 34.9 28.5 21.5 2 2 0 1,503.7703
A_11 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 4 5 9 12.40% VLTEDEMGHPEIGDAIAR 93 110 70.5 26.0 59.8 1 0 0 1,968.9335
A_11 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 4 5 9 12.40% LKEVLEYNAIGGK 111 123 38.0 27.1 0.0 2 0 0 1,433.8000
A_11 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 4 5 9 12.40% GLTVVVAFR 127 135 41.5 25.0 24.8 2 0 0 961.5829
B_11 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 5 6 10 14.80% QDFVQHFSQIVR 81 92 47.4 28.3 30.2 2 2 0 1,503.7703
B_11 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 5 6 10 14.80% VLTEDEMGHPEIGDAIAR 93 110 53.7 26.0 53.0 2 0 0 1,968.9335
B_11 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 5 6 10 14.80% LKEVLEYNAIGGK 111 123 36.2 27.1 0.0 2 0 0 1,433.8000
B_11 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 5 6 10 14.80% GLTVVVAFR 127 135 36.8 25.0 35.7 1 0 0 961.5829
B_11 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 5 6 10 14.80% ATPEQYQILK 344 353 29.8 28.4 22.0 1 0 0 1,190.6417
C_11 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 2 2 4 5.25% LKEVLEYNAIGGK 111 123 44.5 26.6 0.0 2 0 0 1,433.8000
C_11 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 2 2 4 5.25% GLTVVVAFR 127 135 32.5 25.0 27.5 2 0 0 961.5829
D_17 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 2 2 3 6.44% VLTEDEMGHPEIGDAIAR 93 110 43.3 25.8 36.8 0 1 0 1,968.9335
D_17 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 2 2 3 6.44% GLTVVVAFR 127 135 61.3 25.7 54.4 2 0 0 961.5829
D_18 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 2 2 3 4.77% EVLEYNAIGGK 113 123 34.0 27.9 0.0 1 0 0 1,192.6209
D_18 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 2 2 3 4.77% GLTVVVAFR 127 135 64.5 25.7 58.1 2 0 0 961.5829
F_13 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 2 3 4 6.68% VLTEDEMGHPEIGDAIAR 93 110 42.2 26.0 41.2 1 1 0 1,968.9335
F_13 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 2 3 4 6.68% ATPEQYQILK 344 353 35.5 28.4 22.7 2 0 0 1,190.6417
G_13 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 3 3 4 9.55% VLTEDEMGHPEIGDAIAR 93 110 24.6 26.2 23.1 0 1 0 1,968.9335
G_13 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 3 3 4 9.55% LKEVLEYNAIGGK 111 123 43.5 25.7 0.0 2 0 0 1,433.8000
G_13 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 3 3 4 9.55% GLTVVVAFR 127 135 56.3 25.0 52.2 1 0 0 961.5829
L_07 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 2 2 3 4.53% GLTVVVAFR 127 135 26.8 25.0 24.0 2 0 0 961.5829
L_07 Farnesyl pyrophosphate synthase FPPS_HUMAN 48,277 2 2 3 4.53% ATPEQYQILK 344 353 28.0 28.5 18.1 1 0 0 1,190.6417
A_13 Fascin FSCN1_HUMAN 54,530 4 4 7 9.53% YLTAEAFGFK 23 32 31.4 28.7 18.6 1 0 0 1,146.5830
A_13 Fascin FSCN1_HUMAN 54,530 4 4 7 9.53% YLAADKDGNVTCER 69 82 58.5 25.0 51.5 2 0 0 1,611.7433
A_13 Fascin FSCN1_HUMAN 54,530 4 4 7 9.53% FLIVAHDDGR 91 100 41.7 27.1 34.9 2 0 0 1,142.5954
A_13 Fascin FSCN1_HUMAN 54,530 4 4 7 9.53% LSCFAQTVSPAEK 119 131 55.0 26.7 45.2 2 0 0 1,437.7043
A_14 Fascin FSCN1_HUMAN 54,530 5 6 10 11.60% YLAADKDGNVTCER 69 82 47.3 25.0 42.4 2 2 0 1,611.7433
A_14 Fascin FSCN1_HUMAN 54,530 5 6 10 11.60% FLIVAHDDGR 91 100 57.1 27.4 50.4 2 0 0 1,142.5954
A_14 Fascin FSCN1_HUMAN 54,530 5 6 10 11.60% WSLQSEAHR 101 109 23.2 26.1 3.4 1 0 0 1,113.5435
A_14 Fascin FSCN1_HUMAN 54,530 5 6 10 11.60% LSCFAQTVSPAEK 119 131 83.8 26.5 71.2 2 0 0 1,437.7043
A_14 Fascin FSCN1_HUMAN 54,530 5 6 10 11.60% YLKGDHAGVLK 469 479 26.4 28.1 12.2 1 0 0 1,200.6737
A_15 Fascin FSCN1_HUMAN 54,530 8 10 18 20.10% YLAADKDGNVTCER 69 82 30.0 25.0 25.4 3 2 0 1,611.7433
A_15 Fascin FSCN1_HUMAN 54,530 8 10 18 20.10% FLIVAHDDGR 91 100 63.2 27.1 53.7 2 0 0 1,142.5954
A_15 Fascin FSCN1_HUMAN 54,530 8 10 18 20.10% WSLQSEAHR 101 109 49.6 25.5 28.6 1 0 0 1,113.5435
A_15 Fascin FSCN1_HUMAN 54,530 8 10 18 20.10% LSCFAQTVSPAEK 119 131 86.9 26.6 72.8 1 0 0 1,437.7043
A_15 Fascin FSCN1_HUMAN 54,530 8 10 18 20.10% YAHLSARPADEIAVDR 152 167 54.6 27.0 50.4 2 0 0 1,783.9086
A_15 Fascin FSCN1_HUMAN 54,530 8 10 18 20.10% LVARPEPATGYTLEFR 202 217 57.1 27.9 56.2 2 2 0 1,819.9702
A_15 Fascin FSCN1_HUMAN 54,530 8 10 18 20.10% LINRPIIVFR 380 389 26.8 25.0 23.8 1 0 0 1,240.7889
A_15 Fascin FSCN1_HUMAN 54,530 8 10 18 20.10% YLKGDHAGVLK 469 479 41.0 28.2 32.3 2 0 0 1,200.6737
A_16 Fascin FSCN1_HUMAN 54,530 3 3 6 6.49% FLIVAHDDGR 91 100 37.8 27.1 22.4 2 0 0 1,142.5954
A_16 Fascin FSCN1_HUMAN 54,530 3 3 6 6.49% WSLQSEAHR 101 109 27.3 26.1 13.5 2 0 0 1,113.5435
A_16 Fascin FSCN1_HUMAN 54,530 3 3 6 6.49% LSCFAQTVSPAEK 119 131 45.5 26.4 27.1 2 0 0 1,437.7043
A_25 Fascin FSCN1_HUMAN 54,530 2 2 4 5.48% YLAADKDGNVTCER 69 82 32.7 25.1 27.1 2 0 0 1,611.7433
A_25 Fascin FSCN1_HUMAN 54,530 2 2 4 5.48% LSCFAQTVSPAEK 119 131 50.4 26.6 42.1 2 0 0 1,437.7043
A_26 Fascin FSCN1_HUMAN 54,530 3 4 7 7.51% YLAADKDGNVTCER 69 82 42.5 25.0 42.5 2 2 0 1,611.7433
A_26 Fascin FSCN1_HUMAN 54,530 3 4 7 7.51% FLIVAHDDGR 91 100 22.8 26.8 10.4 1 0 0 1,142.5954
A_26 Fascin FSCN1_HUMAN 54,530 3 4 7 7.51% LSCFAQTVSPAEK 119 131 52.2 26.5 39.2 2 0 0 1,437.7043



A_27 Fascin FSCN1_HUMAN 54,530 2 2 3 5.48% YLAADKDGNVTCER 69 82 26.4 25.0 20.6 0 1 0 1,611.7433
A_27 Fascin FSCN1_HUMAN 54,530 2 2 3 5.48% LSCFAQTVSPAEK 119 131 56.7 26.6 46.8 2 0 0 1,437.7043
A_28 Fascin FSCN1_HUMAN 54,530 3 4 7 7.51% YLTAEAFGFK 23 32 25.0 28.5 14.0 1 0 0 1,146.5830
A_28 Fascin FSCN1_HUMAN 54,530 3 4 7 7.51% YLAADKDGNVTCER 69 82 64.0 25.0 53.6 2 2 0 1,611.7433
A_28 Fascin FSCN1_HUMAN 54,530 3 4 7 7.51% LSCFAQTVSPAEK 119 131 72.2 26.7 60.3 2 0 0 1,437.7043
A_29 Fascin FSCN1_HUMAN 54,530 4 5 9 9.94% YLAADKDGNVTCER 69 82 53.3 25.0 49.2 2 2 0 1,611.7433
A_29 Fascin FSCN1_HUMAN 54,530 4 5 9 9.94% FLIVAHDDGR 91 100 38.5 26.6 22.4 2 0 0 1,142.5954
A_29 Fascin FSCN1_HUMAN 54,530 4 5 9 9.94% LSCFAQTVSPAEK 119 131 49.2 26.7 41.2 2 0 0 1,437.7043
A_29 Fascin FSCN1_HUMAN 54,530 4 5 9 9.94% YLAPSGPSGTLK 230 241 29.7 28.4 18.5 1 0 0 1,190.6417
A_30 Fascin FSCN1_HUMAN 54,530 3 4 7 7.51% YLAADKDGNVTCER 69 82 57.6 25.0 57.6 2 2 0 1,611.7433
A_30 Fascin FSCN1_HUMAN 54,530 3 4 7 7.51% FLIVAHDDGR 91 100 36.2 27.1 29.0 2 0 0 1,142.5954
A_30 Fascin FSCN1_HUMAN 54,530 3 4 7 7.51% LSCFAQTVSPAEK 119 131 46.2 26.7 37.9 1 0 0 1,437.7043
A_31 Fascin FSCN1_HUMAN 54,530 4 5 9 9.33% YLAADKDGNVTCER 69 82 50.3 25.0 49.9 2 2 0 1,611.7433
A_31 Fascin FSCN1_HUMAN 54,530 4 5 9 9.33% FLIVAHDDGR 91 100 42.4 27.1 36.3 2 0 0 1,142.5954
A_31 Fascin FSCN1_HUMAN 54,530 4 5 9 9.33% WSLQSEAHR 101 109 37.1 25.3 31.9 1 0 0 1,113.5435
A_31 Fascin FSCN1_HUMAN 54,530 4 5 9 9.33% LSCFAQTVSPAEK 119 131 61.2 26.7 47.7 2 0 0 1,437.7043
A_32 Fascin FSCN1_HUMAN 54,530 5 6 10 11.40% YLAADKDGNVTCER 69 82 39.9 25.0 39.8 2 2 0 1,611.7433
A_32 Fascin FSCN1_HUMAN 54,530 5 6 10 11.40% FLIVAHDDGR 91 100 38.6 27.1 29.3 2 0 0 1,142.5954
A_32 Fascin FSCN1_HUMAN 54,530 5 6 10 11.40% WSLQSEAHR 101 109 36.5 25.3 23.4 1 0 0 1,113.5435
A_32 Fascin FSCN1_HUMAN 54,530 5 6 10 11.40% LSCFAQTVSPAEK 119 131 57.5 26.7 42.9 2 0 0 1,437.7043
A_32 Fascin FSCN1_HUMAN 54,530 5 6 10 11.40% LINRPIIVFR 380 389 26.9 25.0 23.1 1 0 0 1,240.7889
B_13 Fascin FSCN1_HUMAN 54,530 4 5 6 9.53% YLTAEAFGFK 23 32 23.0 28.5 12.7 1 0 0 1,146.5830
B_13 Fascin FSCN1_HUMAN 54,530 4 5 6 9.53% YLAADKDGNVTCER 69 82 39.6 25.1 37.0 2 1 0 1,611.7433
B_13 Fascin FSCN1_HUMAN 54,530 4 5 6 9.53% FLIVAHDDGR 91 100 35.2 26.8 28.1 1 0 0 1,142.5954
B_13 Fascin FSCN1_HUMAN 54,530 4 5 6 9.53% LSCFAQTVSPAEK 119 131 60.4 26.6 45.0 1 0 0 1,437.7043
B_14 Fascin FSCN1_HUMAN 54,530 4 5 10 9.33% YLAADKDGNVTCER 69 82 38.6 25.0 33.6 2 2 0 1,611.7433
B_14 Fascin FSCN1_HUMAN 54,530 4 5 10 9.33% FLIVAHDDGR 91 100 58.1 27.1 46.0 2 0 0 1,142.5954
B_14 Fascin FSCN1_HUMAN 54,530 4 5 10 9.33% WSLQSEAHR 101 109 41.5 25.4 32.5 2 0 0 1,113.5435
B_14 Fascin FSCN1_HUMAN 54,530 4 5 10 9.33% LSCFAQTVSPAEK 119 131 87.3 26.6 75.5 2 0 0 1,437.7043
B_15 Fascin FSCN1_HUMAN 54,530 10 11 20 24.50% YLTAEAFGFK 23 32 36.1 28.5 27.7 2 0 0 1,146.5830
B_15 Fascin FSCN1_HUMAN 54,530 10 11 20 24.50% YLAADKDGNVTCER 69 82 49.1 25.1 42.7 2 2 0 1,611.7433
B_15 Fascin FSCN1_HUMAN 54,530 10 11 20 24.50% FLIVAHDDGR 91 100 39.5 27.1 27.5 2 0 0 1,142.5954
B_15 Fascin FSCN1_HUMAN 54,530 10 11 20 24.50% WSLQSEAHR 101 109 43.2 25.4 35.9 2 0 0 1,113.5435
B_15 Fascin FSCN1_HUMAN 54,530 10 11 20 24.50% LSCFAQTVSPAEK 119 131 82.2 26.4 74.3 2 0 0 1,437.7043
B_15 Fascin FSCN1_HUMAN 54,530 10 11 20 24.50% YAHLSARPADEIAVDR 152 167 59.1 27.0 51.5 2 0 0 1,783.9086
B_15 Fascin FSCN1_HUMAN 54,530 10 11 20 24.50% LVARPEPATGYTLEFR 202 217 38.6 27.6 37.6 2 0 0 1,819.9702
B_15 Fascin FSCN1_HUMAN 54,530 10 11 20 24.50% YLAPSGPSGTLK 230 241 23.4 28.4 14.6 1 0 0 1,190.6417
B_15 Fascin FSCN1_HUMAN 54,530 10 11 20 24.50% LINRPIIVFR 380 389 19.6 25.0 19.6 1 0 0 1,240.7889
B_15 Fascin FSCN1_HUMAN 54,530 10 11 20 24.50% YLKGDHAGVLK 469 479 31.5 28.1 19.2 2 0 0 1,200.6737
B_16 Fascin FSCN1_HUMAN 54,530 5 5 9 11.40% YLTAEAFGFK 23 32 28.0 28.5 18.7 1 0 0 1,146.5830
B_16 Fascin FSCN1_HUMAN 54,530 5 5 9 11.40% YLAADKDGNVTCER 69 82 32.4 25.1 27.0 2 0 0 1,611.7433
B_16 Fascin FSCN1_HUMAN 54,530 5 5 9 11.40% FLIVAHDDGR 91 100 58.9 26.8 50.8 2 0 0 1,142.5954
B_16 Fascin FSCN1_HUMAN 54,530 5 5 9 11.40% WSLQSEAHR 101 109 37.4 25.5 30.6 2 0 0 1,113.5435
B_16 Fascin FSCN1_HUMAN 54,530 5 5 9 11.40% LSCFAQTVSPAEK 119 131 56.7 26.6 45.9 2 0 0 1,437.7043
B_26 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% FLIVAHDDGR 91 100 30.6 26.7 24.4 1 0 0 1,142.5954
B_26 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% LSCFAQTVSPAEK 119 131 55.1 26.6 45.7 2 0 0 1,437.7043
B_27 Fascin FSCN1_HUMAN 54,530 3 3 5 7.51% YLAADKDGNVTCER 69 82 33.2 25.2 32.0 1 0 0 1,611.7433
B_27 Fascin FSCN1_HUMAN 54,530 3 3 5 7.51% FLIVAHDDGR 91 100 44.2 27.1 29.5 2 0 0 1,142.5954
B_27 Fascin FSCN1_HUMAN 54,530 3 3 5 7.51% LSCFAQTVSPAEK 119 131 55.4 26.6 41.3 2 0 0 1,437.7043
B_28 Fascin FSCN1_HUMAN 54,530 2 3 6 5.48% YLAADKDGNVTCER 69 82 45.9 25.5 39.4 2 2 0 1,611.7433
B_28 Fascin FSCN1_HUMAN 54,530 2 3 6 5.48% LSCFAQTVSPAEK 119 131 63.8 26.6 55.9 2 0 0 1,437.7043
B_29 Fascin FSCN1_HUMAN 54,530 3 4 8 7.51% YLAADKDGNVTCER 69 82 47.9 25.0 40.6 2 2 0 1,611.7433
B_29 Fascin FSCN1_HUMAN 54,530 3 4 8 7.51% FLIVAHDDGR 91 100 51.4 26.6 41.1 2 0 0 1,142.5954
B_29 Fascin FSCN1_HUMAN 54,530 3 4 8 7.51% LSCFAQTVSPAEK 119 131 58.9 26.7 45.5 2 0 0 1,437.7043
B_30 Fascin FSCN1_HUMAN 54,530 2 3 6 4.87% YLTAEAFGFK 23 32 30.7 28.5 19.3 2 0 0 1,146.5830
B_30 Fascin FSCN1_HUMAN 54,530 2 3 6 4.87% YLAADKDGNVTCER 69 82 49.3 25.0 44.2 2 2 0 1,611.7433
B_31 Fascin FSCN1_HUMAN 54,530 3 4 7 7.51% YLTAEAFGFK 23 32 32.0 28.4 24.6 1 0 0 1,146.5830
B_31 Fascin FSCN1_HUMAN 54,530 3 4 7 7.51% YLAADKDGNVTCER 69 82 26.9 25.1 21.6 2 2 0 1,611.7433
B_31 Fascin FSCN1_HUMAN 54,530 3 4 7 7.51% LSCFAQTVSPAEK 119 131 72.1 26.7 59.1 2 0 0 1,437.7043
B_32 Fascin FSCN1_HUMAN 54,530 3 3 5 7.51% YLAADKDGNVTCER 69 82 31.7 25.5 27.0 1 0 0 1,611.7433
B_32 Fascin FSCN1_HUMAN 54,530 3 3 5 7.51% FLIVAHDDGR 91 100 39.5 26.6 34.3 2 0 0 1,142.5954
B_32 Fascin FSCN1_HUMAN 54,530 3 3 5 7.51% LSCFAQTVSPAEK 119 131 46.0 26.6 28.7 2 0 0 1,437.7043
C_14 Fascin FSCN1_HUMAN 54,530 6 7 11 14.60% YLAADKDGNVTCER 69 82 39.3 25.0 39.3 2 1 0 1,611.7433
C_14 Fascin FSCN1_HUMAN 54,530 6 7 11 14.60% FLIVAHDDGR 91 100 39.2 26.6 32.2 2 0 0 1,142.5954
C_14 Fascin FSCN1_HUMAN 54,530 6 7 11 14.60% WSLQSEAHR 101 109 23.5 25.3 3.0 1 0 0 1,113.5435
C_14 Fascin FSCN1_HUMAN 54,530 6 7 11 14.60% LSCFAQTVSPAEK 119 131 82.3 26.7 70.4 2 0 0 1,437.7043
C_14 Fascin FSCN1_HUMAN 54,530 6 7 11 14.60% YAHLSARPADEIAVDR 152 167 64.8 27.0 59.4 1 0 0 1,783.9086
C_14 Fascin FSCN1_HUMAN 54,530 6 7 11 14.60% LINRPIIVFR 380 389 29.2 25.0 29.0 2 0 0 1,240.7889
C_15 Fascin FSCN1_HUMAN 54,530 9 11 21 24.50% YLTAEAFGFK 23 32 34.1 28.5 21.4 2 0 0 1,146.5830
C_15 Fascin FSCN1_HUMAN 54,530 9 11 21 24.50% YLAADKDGNVTCER 69 82 33.2 25.0 27.0 2 2 0 1,611.7433
C_15 Fascin FSCN1_HUMAN 54,530 9 11 21 24.50% FLIVAHDDGR 91 100 59.8 26.6 51.7 2 0 0 1,142.5954
C_15 Fascin FSCN1_HUMAN 54,530 9 11 21 24.50% WSLQSEAHR 101 109 43.5 25.3 32.5 2 0 0 1,113.5435
C_15 Fascin FSCN1_HUMAN 54,530 9 11 21 24.50% LSCFAQTVSPAEK 119 131 83.6 26.3 69.8 2 0 0 1,437.7043
C_15 Fascin FSCN1_HUMAN 54,530 9 11 21 24.50% YAHLSARPADEIAVDR 152 167 87.4 26.8 77.8 2 0 0 1,783.9086
C_15 Fascin FSCN1_HUMAN 54,530 9 11 21 24.50% LVARPEPATGYTLEFR 202 217 42.4 27.9 40.9 2 1 0 1,819.9702
C_15 Fascin FSCN1_HUMAN 54,530 9 11 21 24.50% THTGKYWTLTATGGVQSTASSK 309 330 68.7 27.0 64.2 0 2 0 2,282.1413
C_15 Fascin FSCN1_HUMAN 54,530 9 11 21 24.50% YLKGDHAGVLK 469 479 33.1 28.1 22.2 2 0 0 1,200.6737
D_21 Fascin FSCN1_HUMAN 54,530 10 11 20 25.80% YLTAEAFGFK 23 32 42.8 27.5 33.2 2 0 0 1,146.5830
D_21 Fascin FSCN1_HUMAN 54,530 10 11 20 25.80% YLAADKDGNVTCER 69 82 47.3 25.0 42.9 2 2 0 1,611.7433
D_21 Fascin FSCN1_HUMAN 54,530 10 11 20 25.80% FLIVAHDDGR 91 100 39.2 27.0 34.6 1 0 0 1,142.5954
D_21 Fascin FSCN1_HUMAN 54,530 10 11 20 25.80% LSCFAQTVSPAEK 119 131 79.3 26.7 70.7 2 0 0 1,437.7043
D_21 Fascin FSCN1_HUMAN 54,530 10 11 20 25.80% LVARPEPATGYTLEFR 202 217 34.8 27.9 31.8 0 2 0 1,819.9702
D_21 Fascin FSCN1_HUMAN 54,530 10 11 20 25.80% YLAPSGPSGTLK 230 241 29.0 28.5 19.2 1 0 0 1,190.6417
D_21 Fascin FSCN1_HUMAN 54,530 10 11 20 25.80% YWTLTATGGVQSTASSK 314 330 93.2 27.0 92.4 2 0 0 1,757.8705
D_21 Fascin FSCN1_HUMAN 54,530 10 11 20 25.80% NASCYFDIEWR 331 341 53.3 25.0 42.1 2 0 0 1,460.6263
D_21 Fascin FSCN1_HUMAN 54,530 10 11 20 25.80% LINRPIIVFR 380 389 31.1 25.0 30.9 2 0 0 1,240.7889
D_21 Fascin FSCN1_HUMAN 54,530 10 11 20 25.80% ASAETVDPASLWEY 480 493 57.6 25.0 57.6 2 0 0 1,538.7009
D_22 Fascin FSCN1_HUMAN 54,530 2 2 3 5.88% LSCFAQTVSPAEK 119 131 39.4 26.6 29.6 2 0 0 1,437.7043
D_22 Fascin FSCN1_HUMAN 54,530 2 2 3 5.88% LVARPEPATGYTLEFR 202 217 46.7 27.8 43.7 0 1 0 1,819.9702
D_32 Fascin FSCN1_HUMAN 54,530 2 2 4 5.88% LSCFAQTVSPAEK 119 131 58.1 26.6 54.2 2 0 0 1,437.7043
D_32 Fascin FSCN1_HUMAN 54,530 2 2 4 5.88% LVARPEPATGYTLEFR 202 217 33.8 27.9 30.3 0 2 0 1,819.9702
E_21 Fascin FSCN1_HUMAN 54,530 6 7 11 16.80% YLAADKDGNVTCER 69 82 29.3 25.0 24.6 0 2 0 1,611.7433
E_21 Fascin FSCN1_HUMAN 54,530 6 7 11 16.80% WSLQSEAHR 101 109 52.1 25.3 41.5 2 0 0 1,113.5435
E_21 Fascin FSCN1_HUMAN 54,530 6 7 11 16.80% LSCFAQTVSPAEK 119 131 81.7 26.7 65.2 2 0 0 1,437.7043
E_21 Fascin FSCN1_HUMAN 54,530 6 7 11 16.80% LVARPEPATGYTLEFR 202 217 38.0 27.8 30.1 1 1 0 1,819.9702
E_21 Fascin FSCN1_HUMAN 54,530 6 7 11 16.80% YWTLTATGGVQSTASSK 314 330 83.2 27.5 79.0 2 0 0 1,757.8705
E_21 Fascin FSCN1_HUMAN 54,530 6 7 11 16.80% ASAETVDPASLWEY 480 493 57.2 25.0 56.7 1 0 0 1,538.7009
F_10 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% FLIVAHDDGR 91 100 42.5 27.4 38.1 1 0 0 1,142.5954
F_10 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% LSCFAQTVSPAEK 119 131 41.9 26.5 37.8 2 0 0 1,437.7043
F_15 Fascin FSCN1_HUMAN 54,530 4 4 6 8.52% YLTAEAFGFK 23 32 32.6 28.7 25.2 1 0 0 1,146.5830
F_15 Fascin FSCN1_HUMAN 54,530 4 4 6 8.52% FLIVAHDDGR 91 100 36.9 27.4 33.0 1 0 0 1,142.5954
F_15 Fascin FSCN1_HUMAN 54,530 4 4 6 8.52% WSLQSEAHR 101 109 49.7 25.4 44.6 2 0 0 1,113.5435
F_15 Fascin FSCN1_HUMAN 54,530 4 4 6 8.52% LSCFAQTVSPAEK 119 131 79.6 26.7 67.0 2 0 0 1,437.7043
F_16 Fascin FSCN1_HUMAN 54,530 8 8 15 19.10% YLTAEAFGFK 23 32 44.8 28.7 31.2 2 0 0 1,146.5830
F_16 Fascin FSCN1_HUMAN 54,530 8 8 15 19.10% YLAADKDGNVTCER 69 82 30.8 25.1 29.2 1 0 0 1,611.7433
F_16 Fascin FSCN1_HUMAN 54,530 8 8 15 19.10% WSLQSEAHR 101 109 52.0 26.1 38.6 2 0 0 1,113.5435
F_16 Fascin FSCN1_HUMAN 54,530 8 8 15 19.10% LSCFAQTVSPAEK 119 131 71.5 26.5 61.5 2 0 0 1,437.7043
F_16 Fascin FSCN1_HUMAN 54,530 8 8 15 19.10% YAHLSARPADEIAVDR 152 167 67.9 26.9 54.6 2 0 0 1,783.9086
F_16 Fascin FSCN1_HUMAN 54,530 8 8 15 19.10% THTGKYWTLTATGGVQSTASSK 309 330 96.6 26.9 92.5 0 2 0 2,282.1413
F_16 Fascin FSCN1_HUMAN 54,530 8 8 15 19.10% YWTLTATGGVQSTASSK 314 330 113.0 27.3 111.0 2 0 0 1,757.8705
F_16 Fascin FSCN1_HUMAN 54,530 8 8 15 19.10% LINRPIIVFR 380 389 32.7 25.0 28.6 2 0 0 1,240.7889
G_16 Fascin FSCN1_HUMAN 54,530 2 2 4 4.46% WSLQSEAHR 101 109 45.5 25.8 32.5 2 0 0 1,113.5435



G_16 Fascin FSCN1_HUMAN 54,530 2 2 4 4.46% LSCFAQTVSPAEK 119 131 87.1 27.0 72.3 2 0 0 1,437.7043
H_13 Fascin FSCN1_HUMAN 54,530 3 3 5 6.69% YLTAEAFGFK 23 32 29.9 28.5 21.3 1 0 0 1,146.5830
H_13 Fascin FSCN1_HUMAN 54,530 3 3 5 6.69% FLIVAHDDGR 91 100 51.6 26.6 45.1 2 0 0 1,142.5954
H_13 Fascin FSCN1_HUMAN 54,530 3 3 5 6.69% LSCFAQTVSPAEK 119 131 57.0 26.6 45.6 2 0 0 1,437.7043
H_14 Fascin FSCN1_HUMAN 54,530 4 4 6 8.72% YLTAEAFGFK 23 32 28.8 27.8 20.5 1 0 0 1,146.5830
H_14 Fascin FSCN1_HUMAN 54,530 4 4 6 8.72% FLIVAHDDGR 91 100 54.0 27.1 46.0 2 0 0 1,142.5954
H_14 Fascin FSCN1_HUMAN 54,530 4 4 6 8.72% LSCFAQTVSPAEK 119 131 68.0 26.5 57.6 2 0 0 1,437.7043
H_14 Fascin FSCN1_HUMAN 54,530 4 4 6 8.72% LINRPIIVFR 380 389 32.7 25.0 28.9 1 0 0 1,240.7889
H_16 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% YLTAEAFGFK 23 32 32.3 28.5 23.3 1 0 0 1,146.5830
H_16 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% LSCFAQTVSPAEK 119 131 67.2 26.5 56.2 2 0 0 1,437.7043
H_17 Fascin FSCN1_HUMAN 54,530 2 2 3 5.07% LSCFAQTVSPAEK 119 131 37.9 27.1 32.4 2 0 0 1,437.7043
H_17 Fascin FSCN1_HUMAN 54,530 2 2 3 5.07% YLAPSGPSGTLK 230 241 26.1 28.3 3.6 1 0 0 1,190.6417
H_19 Fascin FSCN1_HUMAN 54,530 2 2 2 5.07% LSCFAQTVSPAEK 119 131 21.9 26.7 14.5 1 0 0 1,437.7043
H_19 Fascin FSCN1_HUMAN 54,530 2 2 2 5.07% YLAPSGPSGTLK 230 241 29.2 28.4 11.3 1 0 0 1,190.6417
H_21 Fascin FSCN1_HUMAN 54,530 3 3 6 7.10% FLIVAHDDGR 91 100 43.1 26.6 33.9 2 0 0 1,142.5954
H_21 Fascin FSCN1_HUMAN 54,530 3 3 6 7.10% LSCFAQTVSPAEK 119 131 71.9 26.6 57.0 2 0 0 1,437.7043
H_21 Fascin FSCN1_HUMAN 54,530 3 3 6 7.10% YLAPSGPSGTLK 230 241 24.6 27.7 6.1 2 0 0 1,190.6417
H_22 Fascin FSCN1_HUMAN 54,530 5 5 8 12.00% YLTAEAFGFK 23 32 22.9 28.5 5.2 1 0 0 1,146.5830
H_22 Fascin FSCN1_HUMAN 54,530 5 5 8 12.00% FLIVAHDDGR 91 100 40.1 26.6 32.1 2 0 0 1,142.5954
H_22 Fascin FSCN1_HUMAN 54,530 5 5 8 12.00% LSCFAQTVSPAEK 119 131 61.2 26.7 50.5 2 0 0 1,437.7043
H_22 Fascin FSCN1_HUMAN 54,530 5 5 8 12.00% YAHLSARPADEIAVDR 152 167 26.2 26.9 23.5 0 2 0 1,783.9086
H_22 Fascin FSCN1_HUMAN 54,530 5 5 8 12.00% LINRPIIVFR 380 389 26.2 25.0 26.2 1 0 0 1,240.7889
H_23 Fascin FSCN1_HUMAN 54,530 5 5 10 11.20% YLTAEAFGFK 23 32 34.1 28.7 22.4 2 0 0 1,146.5830
H_23 Fascin FSCN1_HUMAN 54,530 5 5 10 11.20% FLIVAHDDGR 91 100 66.1 26.7 50.6 2 0 0 1,142.5954
H_23 Fascin FSCN1_HUMAN 54,530 5 5 10 11.20% LSCFAQTVSPAEK 119 131 59.9 26.7 50.3 2 0 0 1,437.7043
H_23 Fascin FSCN1_HUMAN 54,530 5 5 10 11.20% YLAPSGPSGTLK 230 241 35.7 27.7 26.5 2 0 0 1,190.6417
H_23 Fascin FSCN1_HUMAN 54,530 5 5 10 11.20% LINRPIIVFR 380 389 22.5 25.0 21.3 2 0 0 1,240.7889
H_24 Fascin FSCN1_HUMAN 54,530 3 3 5 7.91% YLTAEAFGFK 23 32 23.6 28.5 15.1 1 0 0 1,146.5830
H_24 Fascin FSCN1_HUMAN 54,530 3 3 5 7.91% LSCFAQTVSPAEK 119 131 57.7 26.4 45.8 2 0 0 1,437.7043
H_24 Fascin FSCN1_HUMAN 54,530 3 3 5 7.91% YAHLSARPADEIAVDR 152 167 27.2 26.9 22.1 0 2 0 1,783.9086
I_13 Fascin FSCN1_HUMAN 54,530 6 6 11 17.60% YLTAEAFGFK 23 32 46.5 28.5 27.8 2 0 0 1,146.5830
I_13 Fascin FSCN1_HUMAN 54,530 6 6 11 17.60% YLAADKDGNVTCEREVPGPDCR 69 90 35.4 25.0 34.4 0 2 0 2,522.1402
I_13 Fascin FSCN1_HUMAN 54,530 6 6 11 17.60% LSCFAQTVSPAEK 119 131 71.2 26.7 60.5 2 0 0 1,437.7043
I_13 Fascin FSCN1_HUMAN 54,530 6 6 11 17.60% YAHLSARPADEIAVDR 152 167 35.9 26.8 33.0 2 0 0 1,783.9086
I_13 Fascin FSCN1_HUMAN 54,530 6 6 11 17.60% LVARPEPATGYTLEFR 202 217 29.6 27.3 27.8 2 0 0 1,819.9702
I_13 Fascin FSCN1_HUMAN 54,530 6 6 11 17.60% LINRPIIVFR 380 389 19.9 25.0 15.6 1 0 0 1,240.7889
I_14 Fascin FSCN1_HUMAN 54,530 3 3 5 6.69% YLTAEAFGFK 23 32 27.8 28.7 19.5 1 0 0 1,146.5830
I_14 Fascin FSCN1_HUMAN 54,530 3 3 5 6.69% FLIVAHDDGR 91 100 45.9 27.4 40.3 2 0 0 1,142.5954
I_14 Fascin FSCN1_HUMAN 54,530 3 3 5 6.69% LSCFAQTVSPAEK 119 131 61.5 26.5 51.9 2 0 0 1,437.7043
I_22 Fascin FSCN1_HUMAN 54,530 2 2 4 5.07% LSCFAQTVSPAEK 119 131 64.1 26.6 57.8 2 0 0 1,437.7043
I_22 Fascin FSCN1_HUMAN 54,530 2 2 4 5.07% YLAPSGPSGTLK 230 241 36.4 27.7 25.3 2 0 0 1,190.6417
J_13 Fascin FSCN1_HUMAN 54,530 3 3 6 6.69% YLTAEAFGFK 23 32 42.6 27.8 28.0 2 0 0 1,146.5830
J_13 Fascin FSCN1_HUMAN 54,530 3 3 6 6.69% FLIVAHDDGR 91 100 50.8 27.0 46.7 2 0 0 1,142.5954
J_13 Fascin FSCN1_HUMAN 54,530 3 3 6 6.69% LSCFAQTVSPAEK 119 131 66.1 26.8 54.7 2 0 0 1,437.7043
J_22 Fascin FSCN1_HUMAN 54,530 3 3 4 7.10% FLIVAHDDGR 91 100 26.7 27.0 14.2 1 0 0 1,142.5954
J_22 Fascin FSCN1_HUMAN 54,530 3 3 4 7.10% LSCFAQTVSPAEK 119 131 40.2 27.2 32.2 2 0 0 1,437.7043
J_22 Fascin FSCN1_HUMAN 54,530 3 3 4 7.10% YLAPSGPSGTLK 230 241 24.3 28.3 13.2 1 0 0 1,190.6417
J_24 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% FLIVAHDDGR 91 100 50.4 27.4 44.1 2 0 0 1,142.5954
J_24 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% LSCFAQTVSPAEK 119 131 48.0 27.0 43.4 1 0 0 1,437.7043
K_13 Fascin FSCN1_HUMAN 54,530 5 5 9 12.00% YLTAEAFGFK 23 32 26.2 28.7 15.0 1 0 0 1,146.5830
K_13 Fascin FSCN1_HUMAN 54,530 5 5 9 12.00% FLIVAHDDGR 91 100 56.0 26.6 48.6 2 0 0 1,142.5954
K_13 Fascin FSCN1_HUMAN 54,530 5 5 9 12.00% LSCFAQTVSPAEK 119 131 72.5 26.7 58.8 2 0 0 1,437.7043
K_13 Fascin FSCN1_HUMAN 54,530 5 5 9 12.00% YAHLSARPADEIAVDR 152 167 59.0 27.0 48.1 2 0 0 1,783.9086
K_13 Fascin FSCN1_HUMAN 54,530 5 5 9 12.00% LINRPIIVFR 380 389 31.2 25.0 31.2 2 0 0 1,240.7889
K_14 Fascin FSCN1_HUMAN 54,530 4 4 6 8.72% YLTAEAFGFK 23 32 25.3 28.7 16.5 1 0 0 1,146.5830
K_14 Fascin FSCN1_HUMAN 54,530 4 4 6 8.72% FLIVAHDDGR 91 100 35.7 26.6 28.2 2 0 0 1,142.5954
K_14 Fascin FSCN1_HUMAN 54,530 4 4 6 8.72% LSCFAQTVSPAEK 119 131 56.8 27.1 43.1 2 0 0 1,437.7043
K_14 Fascin FSCN1_HUMAN 54,530 4 4 6 8.72% LINRPIIVFR 380 389 24.6 25.0 21.2 1 0 0 1,240.7889
K_19 Fascin FSCN1_HUMAN 54,530 2 2 2 5.07% LSCFAQTVSPAEK 119 131 30.4 26.7 23.6 1 0 0 1,437.7043
K_19 Fascin FSCN1_HUMAN 54,530 2 2 2 5.07% YLAPSGPSGTLK 230 241 23.4 28.3 15.2 1 0 0 1,190.6417
K_21 Fascin FSCN1_HUMAN 54,530 2 2 3 5.07% LSCFAQTVSPAEK 119 131 68.3 26.7 59.9 2 0 0 1,437.7043
K_21 Fascin FSCN1_HUMAN 54,530 2 2 3 5.07% YLAPSGPSGTLK 230 241 22.9 27.4 9.6 1 0 0 1,190.6417
K_23 Fascin FSCN1_HUMAN 54,530 4 4 7 9.13% YLTAEAFGFK 23 32 24.0 28.5 12.1 1 0 0 1,146.5830
K_23 Fascin FSCN1_HUMAN 54,530 4 4 7 9.13% FLIVAHDDGR 91 100 50.1 26.6 44.7 2 0 0 1,142.5954
K_23 Fascin FSCN1_HUMAN 54,530 4 4 7 9.13% LSCFAQTVSPAEK 119 131 52.3 26.6 36.2 2 0 0 1,437.7043
K_23 Fascin FSCN1_HUMAN 54,530 4 4 7 9.13% YLAPSGPSGTLK 230 241 32.0 27.4 18.2 2 0 0 1,190.6417
K_24 Fascin FSCN1_HUMAN 54,530 2 2 4 4.67% FLIVAHDDGR 91 100 52.0 26.6 47.3 2 0 0 1,142.5954
K_24 Fascin FSCN1_HUMAN 54,530 2 2 4 4.67% LSCFAQTVSPAEK 119 131 72.7 26.7 59.8 2 0 0 1,437.7043
L_08 Fascin FSCN1_HUMAN 54,530 2 2 4 6.09% LSCFAQTVSPAEK 119 131 57.8 26.7 46.4 2 0 0 1,437.7043
L_08 Fascin FSCN1_HUMAN 54,530 2 2 4 6.09% YWTLTATGGVQSTASSK 314 330 106.0 27.5 106.0 2 0 0 1,757.8705
L_09 Fascin FSCN1_HUMAN 54,530 4 4 7 11.40% FLIVAHDDGR 91 100 53.1 26.6 50.4 2 0 0 1,142.5954
L_09 Fascin FSCN1_HUMAN 54,530 4 4 7 11.40% LSCFAQTVSPAEK 119 131 68.1 27.1 55.8 2 0 0 1,437.7043
L_09 Fascin FSCN1_HUMAN 54,530 4 4 7 11.40% LVARPEPATGYTLEFR 202 217 40.6 27.3 32.6 1 0 0 1,819.9702
L_09 Fascin FSCN1_HUMAN 54,530 4 4 7 11.40% YWTLTATGGVQSTASSK 314 330 122.0 27.6 122.0 2 0 0 1,757.8705
L_10 Fascin FSCN1_HUMAN 54,530 2 2 3 6.09% LSCFAQTVSPAEK 119 131 67.7 27.0 55.3 2 0 0 1,437.7043
L_10 Fascin FSCN1_HUMAN 54,530 2 2 3 6.09% YWTLTATGGVQSTASSK 314 330 106.0 27.2 98.3 1 0 0 1,757.8705
L_14 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% FLIVAHDDGR 91 100 35.7 27.1 31.8 2 0 0 1,142.5954
L_14 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% LSCFAQTVSPAEK 119 131 53.4 27.0 46.9 1 0 0 1,437.7043
L_16 Fascin FSCN1_HUMAN 54,530 5 5 8 13.80% FLIVAHDDGR 91 100 59.9 26.7 54.4 2 0 0 1,142.5954
L_16 Fascin FSCN1_HUMAN 54,530 5 5 8 13.80% LSCFAQTVSPAEK 119 131 81.5 26.7 73.2 2 0 0 1,437.7043
L_16 Fascin FSCN1_HUMAN 54,530 5 5 8 13.80% LVARPEPATGYTLEFR 202 217 46.3 27.1 42.2 2 0 0 1,819.9702
L_16 Fascin FSCN1_HUMAN 54,530 5 5 8 13.80% YLAPSGPSGTLK 230 241 32.3 28.3 19.9 1 0 0 1,190.6417
L_16 Fascin FSCN1_HUMAN 54,530 5 5 8 13.80% YWTLTATGGVQSTASSK 314 330 70.2 27.4 65.1 1 0 0 1,757.8705
M_08 Fascin FSCN1_HUMAN 54,530 3 3 6 8.11% FLIVAHDDGR 91 100 28.1 26.6 25.5 2 0 0 1,142.5954
M_08 Fascin FSCN1_HUMAN 54,530 3 3 6 8.11% LSCFAQTVSPAEK 119 131 75.5 26.7 66.1 2 0 0 1,437.7043
M_08 Fascin FSCN1_HUMAN 54,530 3 3 6 8.11% YWTLTATGGVQSTASSK 314 330 111.0 27.2 108.0 2 0 0 1,757.8705
N_09 Fascin FSCN1_HUMAN 54,530 2 2 3 6.09% LSCFAQTVSPAEK 119 131 47.3 26.9 39.3 2 0 0 1,437.7043
N_09 Fascin FSCN1_HUMAN 54,530 2 2 3 6.09% YWTLTATGGVQSTASSK 314 330 66.1 27.5 61.9 1 0 0 1,757.8705
O_08 Fascin FSCN1_HUMAN 54,530 2 2 3 5.07% LSCFAQTVSPAEK 119 131 44.1 27.1 34.5 2 0 0 1,437.7043
O_08 Fascin FSCN1_HUMAN 54,530 2 2 3 5.07% YLAPSGPSGTLK 230 241 31.9 28.3 21.3 1 0 0 1,190.6417
O_09 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% FLIVAHDDGR 91 100 35.8 27.0 27.8 1 0 0 1,142.5954
O_09 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% LSCFAQTVSPAEK 119 131 78.2 26.9 62.7 2 0 0 1,437.7043
P_08 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% FLIVAHDDGR 91 100 41.1 27.0 37.0 1 0 0 1,142.5954
P_08 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% LSCFAQTVSPAEK 119 131 78.0 26.6 68.0 2 0 0 1,437.7043
P_09 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% FLIVAHDDGR 91 100 24.7 27.0 18.4 1 0 0 1,142.5954
P_09 Fascin FSCN1_HUMAN 54,530 2 2 3 4.67% LSCFAQTVSPAEK 119 131 60.6 27.0 46.0 2 0 0 1,437.7043
Q_08 Fascin FSCN1_HUMAN 54,530 3 3 5 8.11% YLTAEAFGFK 23 32 22.9 28.4 11.4 1 0 0 1,146.5830
Q_08 Fascin FSCN1_HUMAN 54,530 3 3 5 8.11% LSCFAQTVSPAEK 119 131 65.0 26.9 51.0 2 0 0 1,437.7043
Q_08 Fascin FSCN1_HUMAN 54,530 3 3 5 8.11% YWTLTATGGVQSTASSK 314 330 88.8 27.2 85.0 2 0 0 1,757.8705
Q_09 Fascin FSCN1_HUMAN 54,530 2 2 3 6.09% LSCFAQTVSPAEK 119 131 47.6 27.2 36.3 2 0 0 1,437.7043
Q_09 Fascin FSCN1_HUMAN 54,530 2 2 3 6.09% YWTLTATGGVQSTASSK 314 330 83.3 27.5 79.8 1 0 0 1,757.8705
Q_16 Fascin FSCN1_HUMAN 54,530 3 3 5 7.51% YLAADKDGNVTCER 69 82 26.9 25.1 19.1 0 2 0 1,611.7433
Q_16 Fascin FSCN1_HUMAN 54,530 3 3 5 7.51% FLIVAHDDGR 91 100 48.6 27.1 45.1 1 0 0 1,142.5954
Q_16 Fascin FSCN1_HUMAN 54,530 3 3 5 7.51% LSCFAQTVSPAEK 119 131 47.8 26.9 35.9 2 0 0 1,437.7043
A_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 3 9.09% SVSPSASPVVCYQSNR 103 118 28.2 25.7 25.9 1 0 0 1,737.8223
A_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 3 9.09% CLNPSFNPPEKK 221 232 44.3 27.1 36.4 0 2 0 1,430.7098
A_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 6 13.30% ICANVFCGAGR 30 40 46.2 25.0 39.5 2 0 0 1,224.5613
A_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 6 13.30% TYLNHCELHR 72 81 19.5 25.3 13.0 1 0 0 1,342.6321
A_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 6 13.30% LDSSEFLK 163 170 25.8 26.7 2.5 1 0 0 938.4830
A_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 6 13.30% CLNPSFNPPEKK 221 232 30.6 27.1 23.5 2 0 0 1,430.7098
B_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 3 5 11.70% SVSPSASPVVCYQSNR 103 118 34.5 26.1 34.5 1 0 0 1,737.8223
B_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 3 5 11.70% LDSSEFLK 163 170 36.2 26.6 24.3 2 0 0 938.4830



B_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 3 5 11.70% CLNPSFNPPEKK 221 232 37.4 27.1 29.3 0 2 0 1,430.7098
B_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 4 6.49% LDSSEFLK 163 170 35.2 27.1 24.0 2 0 0 938.4830
B_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 4 6.49% CLNPSFNPPEKK 221 232 36.0 27.2 25.1 0 2 0 1,430.7098
C_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 5 7 14.30% SVSPSASPVVCYQSNR 103 118 62.0 25.7 62.0 2 0 0 1,737.8223
C_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 5 7 14.30% LDSSEFLK 163 170 27.4 26.7 13.9 1 0 0 938.4830
C_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 5 7 14.30% LSFQEFLK 213 220 23.4 25.9 12.9 1 0 0 1,011.5510
C_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 5 7 14.30% CLNPSFNPPEKK 221 232 31.0 26.9 17.5 1 2 0 1,430.7098
C_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 11 15.90% SKICANVFCGAGR 28 40 62.6 26.4 58.1 2 0 0 1,439.6883
C_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 11 15.90% ICANVFCGAGR 30 40 60.7 25.0 50.0 2 0 0 1,224.5613
C_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 11 15.90% NFDNGDSRLDSSEFLK 155 170 36.7 25.5 27.6 1 0 0 1,843.8458
C_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 11 15.90% LDSSEFLK 163 170 27.2 26.7 11.6 2 0 0 938.4830
C_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 11 15.90% LSFQEFLK 213 220 48.0 25.9 28.4 1 0 0 1,011.5510
C_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 11 15.90% CLNPSFNPPEKK 221 232 34.5 27.1 29.1 1 2 0 1,430.7098
C_14 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 4 6.17% ICANVFCGAGR 30 40 47.9 25.0 47.9 2 0 0 1,224.5613
C_14 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 4 6.17% LSFQEFLK 213 220 36.0 26.3 24.9 2 0 0 1,011.5510
F_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 4 7 10.10% ICANVFCGAGR 30 40 54.7 25.1 51.3 2 0 0 1,224.5613
F_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 4 7 10.10% LSFQEFLK 213 220 30.0 25.8 16.6 2 0 0 1,011.5510
F_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 4 7 10.10% CLNPSFNPPEKK 221 232 57.7 27.1 50.8 1 2 0 1,430.7098
G_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 3 6 11.40% SVSPSASPVVCYQSNR 103 118 53.5 26.0 49.6 2 0 0 1,737.8223
G_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 3 6 11.40% LDSSEFLK 163 170 43.2 26.6 32.3 2 0 0 938.4830
G_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 3 6 11.40% CLNPSFNPPEK 221 231 28.9 25.2 24.1 2 0 0 1,302.6148
G_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 5 9 12.70% ICANVFCGAGR 30 40 51.2 25.0 49.7 2 0 0 1,224.5613
G_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 5 9 12.70% SVSPSASPVVCYQSNR 103 118 43.0 26.0 38.3 1 0 0 1,737.8223
G_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 5 9 12.70% CLNPSFNPPEK 221 231 31.5 25.3 21.9 2 0 0 1,302.6148
G_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 5 9 12.70% CLNPSFNPPEKK 221 232 45.3 26.9 38.5 2 2 0 1,430.7098
G_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 4 7.14% ICANVFCGAGR 30 40 43.8 25.2 37.2 2 0 0 1,224.5613
G_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 4 7.14% CLNPSFNPPEK 221 231 26.3 25.0 22.6 2 0 0 1,302.6148
H_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 4 9.09% LDSSEFLK 163 170 20.8 26.6 1.6 1 0 0 938.4830
H_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 4 9.09% LSFQEFLK 213 220 22.8 26.2 11.7 1 0 0 1,011.5510
H_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 4 9.09% CLNPSFNPPEK 221 231 22.6 25.1 13.0 1 0 0 1,302.6148
H_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 4 9.09% CLNPSFNPPEKK 221 232 19.5 27.2 17.0 0 1 0 1,430.7098
H_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 7 12.70% ICANVFCGAGR 30 40 64.0 25.4 54.1 2 0 0 1,224.5613
H_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 7 12.70% LDSSEFLK 163 170 49.0 27.0 28.0 2 0 0 938.4830
H_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 7 12.70% LSFQEFLK 213 220 44.1 26.2 24.4 2 0 0 1,011.5510
H_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 7 12.70% CLNPSFNPPEKK 221 232 23.1 27.3 13.2 1 0 0 1,430.7098
H_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 4 6.49% LSFQEFLK 213 220 41.7 25.9 28.0 2 0 0 1,011.5510
H_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 4 6.49% CLNPSFNPPEKK 221 232 32.0 27.1 25.6 0 2 0 1,430.7098
I_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 5 13.30% SKICANVFCGAGR 28 40 28.5 26.5 24.1 0 1 0 1,439.6883
I_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 5 13.30% LDSSEFLK 163 170 22.7 26.6 14.3 1 0 0 938.4830
I_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 5 13.30% LSFQEFLK 213 220 28.0 26.2 19.2 1 0 0 1,011.5510
I_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 5 13.30% CLNPSFNPPEKK 221 232 23.1 27.1 18.0 0 2 0 1,430.7098
I_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 6 9 13.30% SKICANVFCGAGR 28 40 31.8 26.6 18.2 2 2 0 1,439.6883
I_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 6 9 13.30% LDSSEFLK 163 170 30.1 26.6 15.8 1 0 0 938.4830
I_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 6 9 13.30% LSFQEFLK 213 220 42.0 26.3 29.6 2 0 0 1,011.5510
I_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 6 9 13.30% CLNPSFNPPEKK 221 232 22.2 27.2 14.1 1 1 0 1,430.7098
I_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 7 10 16 22.40% SKICANVFCGAGR 28 40 57.3 26.6 57.3 2 2 0 1,439.6883
I_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 7 10 16 22.40% ICANVFCGAGR 30 40 60.5 25.1 53.8 2 0 0 1,224.5613
I_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 7 10 16 22.40% NFDNGDSRLDSSEFLK 155 170 22.3 25.1 19.2 2 1 0 1,843.8458
I_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 7 10 16 22.40% LDSSEFLK 163 170 31.5 26.7 14.0 1 0 0 938.4830
I_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 7 10 16 22.40% LSFQEFLK 213 220 58.4 25.8 36.2 2 0 0 1,011.5510
I_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 7 10 16 22.40% CLNPSFNPPEKK 221 232 37.0 26.7 28.6 1 2 0 1,430.7098
I_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 7 10 16 22.40% CALEDETYADGAETEVDCNR 233 252 98.8 25.0 98.8 1 0 0 2,317.9186
I_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 3 5 10.10% ICANVFCGAGR 30 40 66.3 25.4 60.2 2 0 0 1,224.5613
I_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 3 5 10.10% LSFQEFLK 213 220 38.0 26.3 18.3 1 0 0 1,011.5510
I_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 3 5 10.10% CLNPSFNPPEKK 221 232 34.2 27.1 28.7 0 2 0 1,430.7098
J_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 4 6.17% ICANVFCGAGR 30 40 23.4 25.3 23.4 2 0 0 1,224.5613
J_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 4 6.17% LSFQEFLK 213 220 22.0 26.3 9.1 2 0 0 1,011.5510
J_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 11 18.20% ICANVFCGAGR 30 40 51.1 25.0 51.1 2 0 0 1,224.5613
J_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 11 18.20% KSVSPSASPVVCYQSNR 102 118 32.4 27.4 26.7 0 2 0 1,865.9173
J_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 11 18.20% SVSPSASPVVCYQSNR 103 118 62.2 26.5 57.9 1 0 0 1,737.8223
J_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 11 18.20% LDSSEFLK 163 170 34.5 26.6 22.6 2 0 0 938.4830
J_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 11 18.20% LSFQEFLK 213 220 54.6 26.3 34.1 2 0 0 1,011.5510
J_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 11 18.20% CLNPSFNPPEKK 221 232 25.8 27.2 19.2 1 1 0 1,430.7098
J_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 5 8 15.60% LDSSEFLK 163 170 28.6 26.6 13.6 1 0 0 938.4830
J_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 5 8 15.60% LSFQEFLK 213 220 46.3 26.1 25.1 2 0 0 1,011.5510
J_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 5 8 15.60% CLNPSFNPPEKK 221 232 33.5 27.3 26.0 2 1 0 1,430.7098
J_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 5 8 15.60% CALEDETYADGAETEVDCNR 233 252 96.1 25.0 96.1 2 0 0 2,317.9186
J_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 7 12.70% ICANVFCGAGR 30 40 54.8 25.2 51.5 2 0 0 1,224.5613
J_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 7 12.70% LDSSEFLK 163 170 31.9 26.6 20.9 1 0 0 938.4830
J_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 7 12.70% LSFQEFLK 213 220 31.3 26.3 16.5 2 0 0 1,011.5510
J_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 7 12.70% CLNPSFNPPEKK 221 232 25.9 27.2 18.0 0 2 0 1,430.7098
K_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 3 3 9.09% LDSSEFLK 163 170 26.5 27.8 16.3 1 0 0 938.4830
K_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 3 3 9.09% LSFQEFLK 213 220 29.3 26.2 19.5 1 0 0 1,011.5510
K_10 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 3 3 3 9.09% CLNPSFNPPEKK 221 232 16.8 27.2 14.0 0 1 0 1,430.7098
K_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 14 15.60% ICANVFCGAGR 30 40 40.5 25.4 36.9 2 0 0 1,224.5613
K_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 14 15.60% KSVSPSASPVVCYQSNR 102 118 30.4 27.6 24.5 0 2 0 1,865.9173
K_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 14 15.60% SVSPSASPVVCYQSNR 103 118 66.5 25.8 59.1 2 0 0 1,737.8223
K_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 14 15.60% LSFQEFLK 213 220 46.8 26.3 31.4 2 0 0 1,011.5510
K_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 14 15.60% CLNPSFNPPEK 221 231 24.1 25.0 15.3 2 0 0 1,302.6148
K_11 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 6 7 14 15.60% CLNPSFNPPEKK 221 232 29.3 27.2 19.1 2 2 0 1,430.7098
K_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 5 6 11 19.80% SKICANVFCGAGR 28 40 42.9 26.7 38.0 0 2 0 1,439.6883
K_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 5 6 11 19.80% LDSSEFLK 163 170 47.0 26.6 33.6 2 0 0 938.4830
K_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 5 6 11 19.80% LSFQEFLK 213 220 41.8 26.2 29.6 2 0 0 1,011.5510
K_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 5 6 11 19.80% CLNPSFNPPEKK 221 232 45.2 27.2 42.3 2 2 0 1,430.7098
K_12 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 5 6 11 19.80% CALEDETYADGAETEVDCNR 233 252 117.0 25.0 117.0 1 0 0 2,317.9186
K_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 4 6.49% LSFQEFLK 213 220 48.7 26.3 32.3 2 0 0 1,011.5510
K_13 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 4 6.49% CLNPSFNPPEKK 221 232 41.1 27.1 33.4 0 2 0 1,430.7098
M_07 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 2 7.47% ICANVFCGAGR 30 40 38.2 25.2 37.8 1 0 0 1,224.5613
M_07 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 2 7.47% CLNPSFNPPEKK 221 232 25.3 27.2 25.3 0 1 0 1,430.7098
M_08 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 3 6.17% ICANVFCGAGR 30 40 54.8 25.4 54.2 2 0 0 1,224.5613
M_08 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 2 2 3 6.17% LSFQEFLK 213 220 26.1 26.3 14.1 1 0 0 1,011.5510
O_08 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 5 16.60% ICANVFCGAGR 30 40 35.1 25.2 35.1 2 0 0 1,224.5613
O_08 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 5 16.60% LSFQEFLK 213 220 28.2 26.0 16.6 1 0 0 1,011.5510
O_08 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 5 16.60% CLNPSFNPPEKK 221 232 21.9 27.3 19.9 0 1 0 1,430.7098
O_08 Follistatin‐related protein 1 FSTL1_HUMAN 34,985 4 4 5 16.60% CALEDETYADGAETEVDCNR 233 252 110.0 25.0 110.0 1 0 0 2,317.9186
H_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 4 4 8 6.68% IQIAPDSGGLPER 134 146 55.2 26.4 47.1 2 0 0 1,352.7171
H_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 4 4 8 6.68% LLDQIVEK 163 170 40.8 27.1 19.5 2 0 0 957.5617
H_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 4 4 8 6.68% IGGNEGIDVPIPR 272 284 69.6 27.2 58.0 2 0 0 1,336.7222
H_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 4 4 8 6.68% FAVGIVIGR 285 293 32.7 25.0 24.3 2 0 0 931.5724
I_15 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 3 3 5 6.52% IGGDAGTSLNSNDYGYGGQK 45 64 53.0 25.0 53.0 1 0 0 1,973.8838
I_15 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 3 3 5 6.52% IQIAPDSGGLPER 134 146 36.2 26.4 26.8 2 0 0 1,352.7171
I_15 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 3 3 5 6.52% FAVGIVIGR 285 293 40.9 25.0 35.6 2 0 0 931.5724
I_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 4 4 7 8.54% IGGDAGTSLNSNDYGYGGQK 45 64 74.5 25.0 68.9 2 0 0 1,973.8838
I_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 4 4 7 8.54% IQIAPDSGGLPER 134 146 48.5 26.9 41.1 2 0 0 1,352.7171
I_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 4 4 7 8.54% IGGNEGIDVPIPR 272 284 57.8 27.1 51.6 2 0 0 1,336.7222
I_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 4 4 7 8.54% FAVGIVIGR 285 293 23.7 25.0 20.2 1 0 0 931.5724
J_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 2 2 4 4.04% IQIAPDSGGLPER 134 146 27.6 26.8 17.4 2 0 0 1,352.7171
J_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 2 2 4 4.04% IGGNEGIDVPIPR 272 284 60.8 26.7 40.7 2 0 0 1,336.7222
K_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 4 4 7 8.54% IGGDAGTSLNSNDYGYGGQK 45 64 90.0 25.0 80.5 2 0 0 1,973.8838
K_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 4 4 7 8.54% IQIAPDSGGLPER 134 146 33.0 26.4 27.1 1 0 0 1,352.7171
K_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 4 4 7 8.54% IGGNEGIDVPIPR 272 284 60.5 27.2 41.5 2 0 0 1,336.7222
K_16 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 4 4 7 8.54% FAVGIVIGR 285 293 42.2 25.0 33.9 2 0 0 931.5724



L_10 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 3 3 5 5.59% IGGNEGIDVPIPR 272 284 63.2 26.7 50.2 2 0 0 1,336.7222
L_10 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 3 3 5 5.59% IQFKPDDGTTPER 309 321 29.3 28.0 14.1 0 1 0 1,503.7441
L_10 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 3 3 5 5.59% IAQITGPPDR 322 331 28.8 25.6 22.5 2 0 0 1,067.5846
L_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 8 8 14 17.10% IGGDAGTSLNSNDYGYGGQK 45 64 80.3 25.0 80.3 2 0 0 1,973.8838
L_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 8 8 14 17.10% IQQESGCKIQIAPDSGGLPER 126 146 31.6 27.8 17.1 0 1 0 2,283.1402
L_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 8 8 14 17.10% IQIAPDSGGLPER 134 146 47.9 26.3 31.5 2 0 0 1,352.7171
L_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 8 8 14 17.10% SCMLTGTPESVQSAK 147 161 82.2 25.0 74.7 2 0 0 1,611.7354
L_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 8 8 14 17.10% MVMIQDGPQNTGADKPLR 219 236 39.6 27.5 32.6 0 2 0 2,002.9689
L_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 8 8 14 17.10% IGGNEGIDVPIPR 272 284 72.6 26.7 59.5 2 0 0 1,336.7222
L_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 8 8 14 17.10% IQFKPDDGTTPER 309 321 56.0 27.5 45.7 2 0 0 1,503.7441
L_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 8 8 14 17.10% IAQITGPPDR 322 331 36.0 25.6 26.1 1 0 0 1,067.5846
M_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 7 7 13 15.20% IGGDAGTSLNSNDYGYGGQK 45 64 98.5 25.0 94.1 1 0 0 1,973.8838
M_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 7 7 13 15.20% IQIAPDSGGLPER 134 146 36.7 26.5 21.4 2 0 0 1,352.7171
M_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 7 7 13 15.20% SCMLTGTPESVQSAK 147 161 60.3 25.0 51.4 2 0 0 1,611.7354
M_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 7 7 13 15.20% MVMIQDGPQNTGADKPLR 219 236 32.3 27.3 26.4 0 2 0 2,002.9689
M_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 7 7 13 15.20% IGGNEGIDVPIPR 272 284 51.5 27.0 40.8 2 0 0 1,336.7222
M_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 7 7 13 15.20% FAVGIVIGR 285 293 40.3 25.0 28.9 2 0 0 931.5724
M_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 7 7 13 15.20% IAQITGPPDR 322 331 46.5 25.6 30.5 2 0 0 1,067.5846
N_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 2 2 3 4.04% IGGNEGIDVPIPR 272 284 61.2 27.0 46.6 2 0 0 1,336.7222
N_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 2 2 3 4.04% IQFKPDDGTTPER 309 321 23.5 28.1 15.8 0 1 0 1,503.7441
P_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 5 5 8 10.90% IGGDAGTSLNSNDYGYGGQK 45 64 94.8 25.0 93.3 1 0 0 1,973.8838
P_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 5 5 8 10.90% IQIAPDSGGLPER 134 146 49.0 26.4 46.9 2 0 0 1,352.7171
P_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 5 5 8 10.90% MVMIQDGPQNTGADKPLR 219 236 31.9 27.5 26.1 0 1 0 2,002.9689
P_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 5 5 8 10.90% FAVGIVIGR 285 293 29.1 25.0 17.9 2 0 0 931.5724
P_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 5 5 8 10.90% IAQITGPPDR 322 331 28.6 25.7 22.0 2 0 0 1,067.5846
Q_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 6 6 10 16.00% IGGDAGTSLNSNDYGYGGQK 45 64 75.0 25.0 75.0 2 0 0 1,973.8838
Q_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 6 6 10 16.00% SCMLTGTPESVQSAK 147 161 63.4 25.0 59.3 2 0 0 1,611.7354
Q_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 6 6 10 16.00% MVMIQDGPQNTGADKPLR 219 236 51.1 27.5 42.9 0 2 0 2,002.9689
Q_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 6 6 10 16.00% IGGNEGIDVPIPR 272 284 74.8 27.4 60.1 2 0 0 1,336.7222
Q_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 6 6 10 16.00% IQFKPDDGTTPER 309 321 29.4 28.0 25.2 1 0 0 1,503.7441
Q_11 Far upstream element‐binding protein 1 FUBP1_HUMAN 67,561 6 6 10 16.00% QQAAYYAQTSPQGMPQHPPAPQGQ 621 644 39.3 25.0 31.9 0 1 0 2,597.1841
D_26 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 4 4 7 6.19% DAFADAVQR 72 80 49.9 26.9 25.6 2 0 0 992.4796
D_26 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 4 4 7 6.19% VQISPDSGGLPER 178 190 30.8 27.5 30.8 1 0 0 1,354.6963
D_26 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 4 4 7 6.19% SVSLTGAPESVQK 191 203 28.3 28.5 19.9 2 0 0 1,302.6900
D_26 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 4 4 7 6.19% HSVGVVIGR 332 340 34.2 26.1 24.7 2 0 0 923.5421
H_19 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 6 5.20% VQISPDSGGLPER 178 190 33.4 27.6 33.4 2 0 0 1,354.6963
H_19 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 6 5.20% SVSLTGAPESVQK 191 203 42.2 28.7 26.9 2 0 0 1,302.6900
H_19 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 6 5.20% IGGGIDVPVPR 321 331 67.2 25.0 52.8 2 0 0 1,079.6210
I_16 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 5 4.50% DAFADAVQR 72 80 27.7 26.5 14.0 1 0 0 992.4796
I_16 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 5 4.50% VQISPDSGGLPER 178 190 35.0 27.1 30.0 2 0 0 1,354.6963
I_16 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 5 4.50% IINDLLQSLR 385 394 66.2 25.7 50.7 2 0 0 1,184.6999
I_17 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 6 10 8.72% DAFADAVQR 72 80 45.7 27.6 27.8 2 0 0 992.4796
I_17 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 6 10 8.72% IQQDSGCKVQISPDSGGLPER 170 190 43.3 26.9 34.7 0 2 0 2,271.1038
I_17 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 6 10 8.72% VQISPDSGGLPER 178 190 45.8 27.6 45.0 2 0 0 1,354.6963
I_17 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 6 10 8.72% AINQQTGAFVEISR 449 462 75.0 28.6 61.4 2 0 0 1,533.8020
I_17 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 6 10 8.72% IGQQPQQPGAPPQQDYTK 629 646 38.2 27.7 35.6 1 1 0 1,980.9778
I_18 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 2 2 3 3.23% VQISPDSGGLPER 178 190 22.5 27.6 18.8 1 0 0 1,354.6963
I_18 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 2 2 3 3.23% IINDLLQSLR 385 394 66.2 25.7 40.7 2 0 0 1,184.6999
J_17 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 5 5.20% VQISPDSGGLPER 178 190 30.0 27.5 24.6 2 0 0 1,354.6963
J_17 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 5 5.20% SVSLTGAPESVQK 191 203 40.0 29.2 26.6 1 0 0 1,302.6900
J_17 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 5 5.20% IGGGIDVPVPR 321 331 63.8 25.0 41.9 2 0 0 1,079.6210
J_18 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 2 2 3 3.38% VQISPDSGGLPER 178 190 24.0 27.0 23.5 1 0 0 1,354.6963
J_18 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 2 2 3 3.38% IGGGIDVPVPR 321 331 47.7 25.0 38.3 2 0 0 1,079.6210
K_17 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 2 2 4 3.66% VQISPDSGGLPER 178 190 47.6 27.1 43.3 2 0 0 1,354.6963
K_17 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 2 2 4 3.66% SVSLTGAPESVQK 191 203 41.8 29.0 19.6 2 0 0 1,302.6900
K_18 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 4 5.20% VQISPDSGGLPER 178 190 25.7 27.5 23.3 1 0 0 1,354.6963
K_18 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 4 5.20% SVSLTGAPESVQK 191 203 22.9 28.8 22.9 1 0 0 1,302.6900
K_18 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 4 5.20% IGGGIDVPVPR 321 331 35.5 25.0 23.4 2 0 0 1,079.6210
L_11 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 2 2 4 3.52% IGGGIDVPVPR 321 331 88.3 25.0 76.9 2 0 0 1,079.6210
L_11 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 2 2 4 3.52% AINQQTGAFVEISR 449 462 78.6 28.4 64.9 2 0 0 1,533.8020
L_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 7 8 13 15.90% GGGGPGGGGPGGGSAGGPSQPPGGGGPGIR 41 70 40.0 26.0 40.0 1 2 0 2,270.0665
L_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 7 8 13 15.90% SVSLTGAPESVQK 191 203 37.6 28.8 23.3 1 0 0 1,302.6900
L_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 7 8 13 15.90% IGGGIDVPVPR 321 331 55.9 25.0 44.6 2 0 0 1,079.6210
L_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 7 8 13 15.90% IINDLLQSLR 385 394 69.3 25.5 48.2 2 0 0 1,184.6999
L_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 7 8 13 15.90% SGPPGPPGGPGMPPGGR 395 411 31.2 26.0 27.0 1 0 0 1,487.7065
L_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 7 8 13 15.90% AINQQTGAFVEISR 449 462 70.8 28.0 55.6 2 0 0 1,533.8020
L_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 7 8 13 15.90% IGQQPQQPGAPPQQDYTK 629 646 34.9 28.0 34.9 2 0 0 1,980.9778
L_13 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 6 10 11.70% GGGGPGGGGPGGGSAGGPSQPPGGGGPGIR 41 70 36.3 25.8 35.1 0 1 0 2,270.0665
L_13 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 6 10 11.70% IGGGIDVPVPR 321 331 69.2 25.0 57.8 2 0 0 1,079.6210
L_13 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 6 10 11.70% IINDLLQSLR 385 394 60.3 25.2 45.9 2 0 0 1,184.6999
L_13 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 6 10 11.70% AINQQTGAFVEISR 449 462 79.8 28.2 64.2 2 0 0 1,533.8020
L_13 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 6 10 11.70% IGQQPQQPGAPPQQDYTK 629 646 70.1 27.8 69.1 2 1 0 1,980.9778
L_15 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 2 2 2 3.52% IGGGIDVPVPR 321 331 41.2 25.0 35.9 1 0 0 1,079.6210
L_15 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 2 2 2 3.52% AINQQTGAFVEISR 449 462 31.5 28.0 28.0 1 0 0 1,533.8020
M_11 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 2 2 4 3.52% IGGGIDVPVPR 321 331 51.5 25.0 37.9 2 0 0 1,079.6210
M_11 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 2 2 4 3.52% AINQQTGAFVEISR 449 462 59.4 28.3 50.8 2 0 0 1,533.8020
M_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 17 17.30% GGGGPGGGGPGGGSAGGPSQPPGGGGPGIR 41 70 39.1 25.8 37.0 0 2 0 2,270.0665
M_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 17 17.30% DAFADAVQR 72 80 39.9 26.7 20.3 2 0 0 992.4796
M_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 17 17.30% VQISPDSGGLPER 178 190 51.7 27.4 50.9 2 0 0 1,354.6963
M_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 17 17.30% IGGGIDVPVPR 321 331 69.2 25.0 59.8 2 0 0 1,079.6210
M_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 17 17.30% IINDLLQSLR 385 394 53.0 25.2 40.7 1 0 0 1,184.6999
M_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 17 17.30% SGPPGPPGGPGMPPGGR 395 411 37.3 26.1 37.3 2 0 0 1,487.7065
M_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 17 17.30% AINQQTGAFVEISR 449 462 74.4 28.2 57.1 2 0 0 1,533.8020
M_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 17 17.30% KIGQQPQQPGAPPQQDYTK 628 646 29.8 27.2 15.1 0 1 0 2,109.0728
M_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 17 17.30% IGQQPQQPGAPPQQDYTK 629 646 33.4 27.7 33.4 1 2 0 1,980.9778
N_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 4 4 7 7.17% VQISPDSGGLPER 178 190 39.2 27.5 35.0 2 0 0 1,354.6963
N_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 4 4 7 7.17% SVSLTGAPESVQK 191 203 50.4 28.8 42.0 1 0 0 1,302.6900
N_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 4 4 7 7.17% IGGGIDVPVPR 321 331 68.2 25.0 58.0 2 0 0 1,079.6210
N_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 4 4 7 7.17% AINQQTGAFVEISR 449 462 75.5 28.4 63.4 2 0 0 1,533.8020
O_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 4 5.06% DAFADAVQR 72 80 42.0 27.3 17.8 1 0 0 992.4796
O_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 4 5.06% VQISPDSGGLPER 178 190 23.5 27.6 15.3 1 0 0 1,354.6963
O_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 3 3 4 5.06% AINQQTGAFVEISR 449 462 64.7 28.2 56.5 2 0 0 1,533.8020
P_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 4 5 8 8.44% IGGGIDVPVPR 321 331 57.5 25.0 49.3 1 0 0 1,079.6210
P_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 4 5 8 8.44% SGPPGPPGGPGMPPGGR 395 411 35.2 26.0 28.4 2 0 0 1,487.7065
P_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 4 5 8 8.44% AINQQTGAFVEISR 449 462 63.2 27.9 49.0 2 0 0 1,533.8020
P_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 4 5 8 8.44% IGQQPQQPGAPPQQDYTK 629 646 34.0 28.0 29.5 2 1 0 1,980.9778
Q_11 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 5 8 8.44% DAFADAVQR 72 80 46.0 26.5 31.9 1 0 0 992.4796
Q_11 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 5 8 8.44% VQISPDSGGLPER 178 190 44.6 27.5 34.0 2 0 0 1,354.6963
Q_11 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 5 8 8.44% SVSLTGAPESVQK 191 203 59.7 28.8 47.4 2 0 0 1,302.6900
Q_11 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 5 8 8.44% IGGGIDVPVPR 321 331 48.4 25.0 33.4 2 0 0 1,079.6210
Q_11 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 5 5 8 8.44% AINQQTGAFVEISR 449 462 88.1 27.9 71.8 1 0 0 1,533.8020
Q_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 20 19.00% GGGGPGGGGPGGGSAGGPSQPPGGGGPGIR 41 70 49.7 25.8 42.4 0 2 0 2,270.0665
Q_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 20 19.00% DAFADAVQR 72 80 52.2 27.4 36.7 2 0 0 992.4796
Q_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 20 19.00% VQISPDSGGLPER 178 190 56.1 27.1 50.8 2 0 0 1,354.6963
Q_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 20 19.00% SVSLTGAPESVQK 191 203 43.9 28.7 20.5 2 0 0 1,302.6900
Q_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 20 19.00% IGGGIDVPVPR 321 331 57.6 25.0 52.1 2 0 0 1,079.6210
Q_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 20 19.00% IINDLLQSLR 385 394 54.6 25.6 38.2 2 0 0 1,184.6999
Q_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 20 19.00% SGPPGPPGGPGMPPGGR 395 411 39.3 26.0 38.9 2 0 0 1,487.7065
Q_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 20 19.00% AINQQTGAFVEISR 449 462 79.2 27.8 70.6 2 0 0 1,533.8020
Q_12 Far upstream element‐binding protein 2 FUBP2_HUMAN 73,116 9 10 20 19.00% IGQQPQQPGAPPQQDYTK 629 646 45.1 28.0 45.1 2 2 0 1,980.9778
A_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 5 5 9 13.50% IEYDTFGELK 52 61 30.6 25.8 26.5 2 0 0 1,214.5941
A_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 5 5 9 13.50% AAAEVNQDYGLDPK 102 115 67.8 25.9 65.3 2 0 0 1,490.7123



A_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 5 5 9 13.50% AIEMLGGELGSK 161 172 60.1 27.7 38.0 2 0 0 1,220.6194
A_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 5 5 9 13.50% IYELAAGGTAVGTGLNTR 269 286 126.0 27.8 115.0 2 0 0 1,763.9288
A_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 5 5 9 13.50% VAALTGLPFVTAPNK 297 311 81.0 25.4 74.4 1 0 0 1,498.8629
B_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 4 4 8 10.60% IEYDTFGELK 52 61 39.8 26.0 31.2 2 0 0 1,214.5941
B_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 4 4 8 10.60% AAAEVNQDYGLDPK 102 115 82.3 26.4 74.6 2 0 0 1,490.7123
B_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 4 4 8 10.60% AIEMLGGELGSK 161 172 52.1 27.1 29.7 2 0 0 1,220.6194
B_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 4 4 8 10.60% IYELAAGGTAVGTGLNTR 269 286 93.8 27.9 79.5 2 0 0 1,763.9288
C_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 4 4 7 10.60% IEYDTFGELK 52 61 31.3 25.8 22.9 2 0 0 1,214.5941
C_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 4 4 7 10.60% AAAEVNQDYGLDPK 102 115 89.9 25.9 82.7 1 0 0 1,490.7123
C_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 4 4 7 10.60% AIEMLGGELGSK 161 172 49.8 27.7 30.8 2 0 0 1,220.6194
C_13 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 4 4 7 10.60% IYELAAGGTAVGTGLNTR 269 286 109.0 28.3 100.0 2 0 0 1,763.9288
D_19 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 3 3 5 7.65% AIEMLGGELGSK 161 172 45.5 27.2 32.2 2 0 0 1,220.6194
D_19 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 3 3 5 7.65% SKEFAQIIK 222 230 17.0 26.3 13.2 1 0 0 1,063.6147
D_19 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 3 3 5 7.65% IYELAAGGTAVGTGLNTR 269 286 66.7 28.2 61.4 2 0 0 1,763.9288
D_20 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 2 2 4 5.88% AIEMLGGELGSK 161 172 42.4 27.7 27.3 2 0 0 1,220.6194
D_20 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 2 2 4 5.88% IYELAAGGTAVGTGLNTR 269 286 103.0 28.2 87.3 2 0 0 1,763.9288
E_19 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 2 2 3 5.88% AIEMLGGELGSK 161 172 43.3 27.7 21.8 2 0 0 1,220.6194
E_19 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 2 2 3 5.88% IYELAAGGTAVGTGLNTR 269 286 93.8 28.0 84.7 1 0 0 1,763.9288
E_20 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 2 3 5 5.88% AIEMLGGELGSK 161 172 41.2 27.8 21.1 2 0 0 1,220.6194
E_20 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 2 3 5 5.88% IYELAAGGTAVGTGLNTR 269 286 84.8 28.2 73.8 2 1 0 1,763.9288
F_15 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 3 4 7 8.24% SKEFAQIIK 222 230 36.8 25.0 32.0 2 0 0 1,063.6147
F_15 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 3 4 7 8.24% IYELAAGGTAVGTGLNTR 269 286 105.0 28.3 93.7 2 2 0 1,763.9288
F_15 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 3 4 7 8.24% VAALTGLPFVTAPNK 297 311 36.4 25.0 31.8 1 0 0 1,498.8629
M_08 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 2 2 3 5.88% AIEMLGGELGSK 161 172 56.9 28.3 39.2 2 0 0 1,220.6194
M_08 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 2 2 3 5.88% IYELAAGGTAVGTGLNTR 269 286 91.3 27.8 79.4 1 0 0 1,763.9288
O_08 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 2 2 4 5.88% AIEMLGGELGSK 161 172 45.2 28.2 28.2 2 0 0 1,220.6194
O_08 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 2 2 4 5.88% IYELAAGGTAVGTGLNTR 269 286 103.0 27.5 90.6 2 0 0 1,763.9288
Q_08 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 2 2 4 5.88% AIEMLGGELGSK 161 172 44.3 28.1 32.4 2 0 0 1,220.6194
Q_08 Fumarate hydratase, mitochondrial FUMH_HUMAN 54,638 2 2 4 5.88% IYELAAGGTAVGTGLNTR 269 286 82.4 27.7 64.7 2 0 0 1,763.9288
A_19 Furin FURIN_HUMAN 86,677 4 4 5 5.16% DVYQEPTDPK 108 117 23.7 25.0 20.9 1 0 0 1,191.5530
A_19 Furin FURIN_HUMAN 86,677 4 4 5 5.16% MLDGEVTDAVEAR 226 238 62.2 25.0 51.5 1 0 0 1,421.6579
A_19 Furin FURIN_HUMAN 86,677 4 4 5 5.16% LAEEAFFR 269 276 36.8 26.8 33.9 1 0 0 982.4992
A_19 Furin FURIN_HUMAN 86,677 4 4 5 5.16% CIIDILTEPK 450 459 28.2 28.3 16.1 2 0 0 1,201.6500
C_19 Furin FURIN_HUMAN 86,677 2 2 4 3.40% MLDGEVTDAVEAR 226 238 102.0 25.0 92.2 2 0 0 1,421.6579
C_19 Furin FURIN_HUMAN 86,677 2 2 4 3.40% TVTACLGEPNHITR 470 483 51.7 27.4 43.8 2 0 0 1,568.7851
A_16 RNA‐binding protein FUS FUS_HUMAN 52,311 3 3 5 6.65% TGQPMINLYTDR 304 315 34.1 27.0 26.6 2 0 0 1,424.6841
A_16 RNA‐binding protein FUS FUS_HUMAN 52,311 3 3 5 6.65% GEATVSFDDPPSAK 322 335 66.6 25.0 57.7 2 0 0 1,420.6592
A_16 RNA‐binding protein FUS FUS_HUMAN 52,311 3 3 5 6.65% AAIDWFDGK 336 344 23.8 25.6 13.0 1 0 0 1,022.4943
A_17 RNA‐binding protein FUS FUS_HUMAN 52,311 4 4 8 7.03% TGQPMINLYTDR 304 315 41.2 27.1 29.8 2 0 0 1,424.6841
A_17 RNA‐binding protein FUS FUS_HUMAN 52,311 4 4 8 7.03% LKGEATVSFDDPPSAK 320 335 53.6 27.6 43.6 2 0 0 1,661.8383
A_17 RNA‐binding protein FUS FUS_HUMAN 52,311 4 4 8 7.03% GEATVSFDDPPSAK 322 335 52.5 25.0 49.2 2 0 0 1,420.6592
A_17 RNA‐binding protein FUS FUS_HUMAN 52,311 4 4 8 7.03% AAIDWFDGK 336 344 39.9 25.6 14.0 2 0 0 1,022.4943
B_16 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 4 4.94% TGQPMINLYTDR 304 315 29.5 27.2 25.5 2 0 0 1,424.6841
B_16 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 4 4.94% GEATVSFDDPPSAK 322 335 62.8 25.0 59.2 2 0 0 1,420.6592
B_17 RNA‐binding protein FUS FUS_HUMAN 52,311 4 4 7 7.03% TGQPMINLYTDR 304 315 35.8 26.8 25.4 1 0 0 1,424.6841
B_17 RNA‐binding protein FUS FUS_HUMAN 52,311 4 4 7 7.03% LKGEATVSFDDPPSAK 320 335 67.1 27.8 47.1 2 0 0 1,661.8383
B_17 RNA‐binding protein FUS FUS_HUMAN 52,311 4 4 7 7.03% GEATVSFDDPPSAK 322 335 63.6 25.0 53.8 2 0 0 1,420.6592
B_17 RNA‐binding protein FUS FUS_HUMAN 52,311 4 4 7 7.03% AAIDWFDGK 336 344 39.7 25.6 14.5 2 0 0 1,022.4943
B_18 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 4 4.37% GEATVSFDDPPSAK 322 335 59.7 25.0 56.1 2 0 0 1,420.6592
B_18 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 4 4.37% AAIDWFDGK 336 344 47.2 25.6 13.9 2 0 0 1,022.4943
C_17 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 3 3.04% LKGEATVSFDDPPSAK 320 335 39.2 27.6 26.7 1 0 0 1,661.8383
C_17 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 3 3.04% GEATVSFDDPPSAK 322 335 52.7 25.0 52.7 2 0 0 1,420.6592
C_18 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 3 4.37% GEATVSFDDPPSAK 322 335 54.7 25.0 47.6 2 0 0 1,420.6592
C_18 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 3 4.37% AAIDWFDGK 336 344 30.4 25.6 17.1 1 0 0 1,022.4943
F_16 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 4 4.37% GEATVSFDDPPSAK 322 335 56.5 25.0 56.5 2 0 0 1,420.6592
F_16 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 4 4.37% AAIDWFDGK 336 344 44.4 25.7 13.7 2 0 0 1,022.4943
I_14 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 4 4.37% GEATVSFDDPPSAK 322 335 58.0 25.0 52.5 2 0 0 1,420.6592
I_14 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 4 4.37% AAIDWFDGK 336 344 55.4 26.1 17.4 2 0 0 1,022.4943
J_14 RNA‐binding protein FUS FUS_HUMAN 52,311 3 3 6 4.75% LKGEATVSFDDPPSAK 320 335 40.8 28.0 37.1 0 2 0 1,661.8383
J_14 RNA‐binding protein FUS FUS_HUMAN 52,311 3 3 6 4.75% GEATVSFDDPPSAK 322 335 53.6 25.1 50.6 2 0 0 1,420.6592
J_14 RNA‐binding protein FUS FUS_HUMAN 52,311 3 3 6 4.75% AAIDWFDGK 336 344 37.8 26.6 12.6 2 0 0 1,022.4943
K_14 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 4 3.04% LKGEATVSFDDPPSAK 320 335 58.6 27.6 43.5 2 0 0 1,661.8383
K_14 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 4 3.04% GEATVSFDDPPSAK 322 335 67.0 25.0 60.8 2 0 0 1,420.6592
L_10 RNA‐binding protein FUS FUS_HUMAN 52,311 5 7 12 14.30% TGQPMINLYTDR 304 315 24.0 27.9 19.0 1 0 0 1,408.6891
L_10 RNA‐binding protein FUS FUS_HUMAN 52,311 5 7 12 14.30% LKGEATVSFDDPPSAK 320 335 46.5 28.1 31.9 2 2 0 1,661.8383
L_10 RNA‐binding protein FUS FUS_HUMAN 52,311 5 7 12 14.30% AAIDWFDGK 336 344 33.9 26.0 8.9 2 0 0 1,022.4943
L_10 RNA‐binding protein FUS FUS_HUMAN 52,311 5 7 12 14.30% CPNPTCENMNFSWR 415 428 55.6 25.0 55.6 2 0 0 1,828.7200
L_10 RNA‐binding protein FUS FUS_HUMAN 52,311 5 7 12 14.30% APKPDGPGGGPGGSHMGGNYGDDR 436 459 36.3 25.0 32.6 0 2 1 2,268.9693
M_10 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 4 4.94% TGQPMINLYTDR 304 315 26.2 27.2 20.1 2 0 0 1,424.6841
M_10 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 4 4.94% GEATVSFDDPPSAK 322 335 51.8 25.0 51.8 2 0 0 1,420.6592
O_10 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 3 3.04% LKGEATVSFDDPPSAK 320 335 43.7 28.0 41.9 0 1 0 1,661.8383
O_10 RNA‐binding protein FUS FUS_HUMAN 52,311 2 2 3 3.04% GEATVSFDDPPSAK 322 335 30.2 25.2 26.9 2 0 0 1,420.6592
Q_10 RNA‐binding protein FUS FUS_HUMAN 52,311 3 3 5 5.32% TGQPMINLYTDR 304 315 22.2 27.0 18.1 1 0 0 1,424.6841
Q_10 RNA‐binding protein FUS FUS_HUMAN 52,311 3 3 5 5.32% LKGEATVSFDDPPSAK 320 335 37.8 27.9 32.8 0 2 0 1,661.8383
Q_10 RNA‐binding protein FUS FUS_HUMAN 52,311 3 3 5 5.32% GEATVSFDDPPSAK 322 335 60.1 25.2 56.5 2 0 0 1,420.6592
L_10 Fragile X mental retardation syndrome‐related protein 1 FXR1_HUMAN 69,751 3 3 4 4.67% EISEGDEVEVYSR 58 70 63.5 25.0 63.5 2 0 0 1,511.6860
L_10 Fragile X mental retardation syndrome‐related protein 1 FXR1_HUMAN 69,751 3 3 4 4.67% VIQEIVDK 303 310 25.4 29.1 20.6 1 0 0 943.5460
L_10 Fragile X mental retardation syndrome‐related protein 1 FXR1_HUMAN 69,751 3 3 4 4.67% LQIDEQLR 369 376 25.2 27.8 16.4 1 0 0 1,014.5580
A_16 Ras GTPase‐activating protein‐binding protein 1 G3BP1_HUMAN 52,121 2 2 3 4.08% FYVHNDIFR 124 132 31.6 28.0 27.9 2 0 0 1,210.6003
A_16 Ras GTPase‐activating protein‐binding protein 1 G3BP1_HUMAN 52,121 2 2 3 4.08% TFSWASVTSK 247 256 22.1 25.7 12.8 1 0 0 1,113.5574
I_14 Ras GTPase‐activating protein‐binding protein 1 G3BP1_HUMAN 52,121 2 2 4 7.08% NSSYVHGGLDSNGKPADAVYGQK 37 59 34.3 26.3 26.3 0 2 0 2,364.1216
I_14 Ras GTPase‐activating protein‐binding protein 1 G3BP1_HUMAN 52,121 2 2 4 7.08% TFSWASVTSK 247 256 34.8 26.3 34.4 2 0 0 1,113.5574
K_14 Ras GTPase‐activating protein‐binding protein 1 G3BP1_HUMAN 52,121 2 2 3 7.08% NSSYVHGGLDSNGKPADAVYGQK 37 59 36.9 26.6 27.6 0 2 0 2,364.1216
K_14 Ras GTPase‐activating protein‐binding protein 1 G3BP1_HUMAN 52,121 2 2 3 7.08% TFSWASVTSK 247 256 41.6 25.8 34.1 1 0 0 1,113.5574
L_09 Ras GTPase‐activating protein‐binding protein 1 G3BP1_HUMAN 52,121 4 4 5 14.80% NSSYVHGGLDSNGKPADAVYGQK 37 59 33.2 26.8 33.0 0 1 0 2,364.1216
L_09 Ras GTPase‐activating protein‐binding protein 1 G3BP1_HUMAN 52,121 4 4 5 14.80% VMSQNFTNCHTK 65 76 20.3 25.0 15.0 0 1 0 1,482.6464
L_09 Ras GTPase‐activating protein‐binding protein 1 G3BP1_HUMAN 52,121 4 4 5 14.80% FMQTFVLAPEGSVANK 108 123 45.6 28.2 44.3 1 0 0 1,754.8783
L_09 Ras GTPase‐activating protein‐binding protein 1 G3BP1_HUMAN 52,121 4 4 5 14.80% SSSPAPADIAQTVQEDLR 229 246 100.0 27.5 90.7 2 0 0 1,884.9299
A_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 2 9.55% IISNASCTTNCLAPLAK 146 162 31.0 28.0 27.8 1 0 0 1,833.9199
A_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 2 9.55% GALQNIIPASTGAAK 201 215 29.5 26.4 24.8 1 0 0 1,411.7905
A_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 75.9 28.0 66.2 2 0 0 1,833.9199
A_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 41.4 26.4 39.3 2 0 0 1,411.7905
A_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 23.1 28.0 18.7 1 0 0 1,833.9199
A_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 40.2 26.4 37.3 2 0 0 1,411.7905
A_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 72.7 28.0 68.2 2 0 0 1,833.9199
A_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 44.8 26.1 41.3 2 0 0 1,411.7905
A_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 59.8 27.6 56.3 2 0 0 1,530.7945
A_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 8 13.70% IISNASCTTNCLAPLAK 146 162 76.5 28.0 69.2 2 2 0 1,833.9199
A_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 8 13.70% GALQNIIPASTGAAK 201 215 32.8 26.1 26.3 2 0 0 1,411.7905
A_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 8 13.70% VPTANVSVVDLTCR 235 248 39.7 27.6 39.7 0 2 0 1,530.7945
A_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 23 31.00% LVINGNPITIFQER 67 80 88.6 26.1 88.5 2 2 0 1,613.9011
A_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 23 31.00% VIISAPSADAPMFVMGVNHEK 119 139 31.3 27.1 26.8 0 2 0 2,245.0993
A_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 23 31.00% IISNASCTTNCLAPLAK 146 162 95.7 28.0 89.9 1 2 0 1,833.9199
A_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 23 31.00% GALQNIIPASTGAAK 201 215 83.4 26.4 79.2 2 0 0 1,411.7905
A_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 23 31.00% VPTANVSVVDLTCR 235 248 97.3 27.6 94.0 4 2 0 1,530.7945
A_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 23 31.00% LEKPAKYDDIK 249 259 33.3 27.2 17.6 1 0 0 1,319.7208
A_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 23 31.00% VVDLMAHMASK 324 334 66.4 27.4 57.6 3 0 0 1,201.6068
A_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 23 31.00% VVDLMAHMASKE 324 335 52.0 26.6 27.0 2 0 0 1,346.6444
A_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 5 10 13.70% IISNASCTTNCLAPLAK 146 162 91.3 28.0 84.3 2 2 0 1,833.9199
A_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 5 10 13.70% GALQNIIPASTGAAK 201 215 42.5 26.1 35.3 2 0 0 1,411.7905
A_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 5 10 13.70% VPTANVSVVDLTCR 235 248 74.8 27.8 74.8 2 2 0 1,530.7945
A_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 81.9 28.0 71.2 2 0 0 1,833.9199



A_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 42.9 26.3 38.0 2 0 0 1,411.7905
A_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 4 13.70% IISNASCTTNCLAPLAK 146 162 54.5 28.0 54.5 1 0 0 1,833.9199
A_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 4 13.70% GALQNIIPASTGAAK 201 215 23.8 26.4 17.2 1 0 0 1,411.7905
A_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 4 13.70% VPTANVSVVDLTCR 235 248 65.8 27.6 65.4 2 0 0 1,530.7945
A_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 54.8 28.0 46.9 2 0 0 1,833.9199
A_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 23.7 26.4 23.7 1 0 0 1,411.7905
A_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 67.3 27.6 57.5 2 0 0 1,530.7945
A_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 47.5 26.4 47.2 2 0 0 1,411.7905
A_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 64.2 27.6 64.2 1 0 0 1,530.7945
A_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 27.1 26.1 24.6 2 0 0 1,411.7905
A_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 78.4 27.6 78.4 2 0 0 1,530.7945
A_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 49.0 25.9 45.8 2 0 0 1,411.7905
A_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 73.0 27.6 73.0 2 0 0 1,530.7945
A_22 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 31.4 26.4 31.4 2 0 0 1,411.7905
A_22 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 51.7 27.6 51.7 2 0 0 1,530.7945
A_25 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 30.1 26.2 26.0 1 0 0 1,411.7905
A_25 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 51.4 27.6 51.4 2 0 0 1,530.7945
A_26 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 37.3 26.5 37.3 1 0 0 1,411.7905
A_26 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 53.3 27.6 53.1 2 0 0 1,530.7945
A_28 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 41.7 28.0 35.9 2 0 0 1,833.9199
A_28 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 36.7 26.4 31.1 2 0 0 1,411.7905
A_28 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 63.6 27.6 63.6 2 0 0 1,530.7945
A_29 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 55.4 28.0 53.4 2 0 0 1,833.9199
A_29 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 38.8 26.4 36.3 2 0 0 1,411.7905
A_29 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 54.3 27.9 52.3 2 0 0 1,530.7945
A_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 39.7 28.1 39.7 1 0 0 1,833.9199
A_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 29.5 26.4 23.4 2 0 0 1,411.7905
A_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 67.7 27.9 67.7 2 0 0 1,530.7945
A_31 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 39.1 28.0 26.5 2 0 0 1,833.9199
A_31 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 28.6 26.4 24.3 2 0 0 1,411.7905
A_31 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 50.7 28.1 50.7 2 0 0 1,530.7945
A_32 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 6 13.70% IISNASCTTNCLAPLAK 146 162 32.8 28.2 32.0 1 0 0 1,833.9199
A_32 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 6 13.70% GALQNIIPASTGAAK 201 215 41.8 26.4 35.0 2 0 0 1,411.7905
A_32 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 6 13.70% VPTANVSVVDLTCR 235 248 79.9 28.0 78.3 2 1 0 1,530.7945
B_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 58.2 28.0 58.2 2 0 0 1,833.9199
B_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 39.4 26.3 31.2 1 0 0 1,411.7905
B_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 74.1 28.1 68.2 2 0 0 1,833.9199
B_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 40.7 26.4 36.5 2 0 0 1,411.7905
B_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 69.9 27.6 69.9 2 0 0 1,530.7945
B_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 74.7 28.0 68.3 2 0 0 1,833.9199
B_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 47.7 26.2 41.6 2 0 0 1,411.7905
B_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 80.4 27.9 80.4 2 0 0 1,530.7945
B_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 5 10 13.70% IISNASCTTNCLAPLAK 146 162 59.7 28.0 58.5 2 2 0 1,833.9199
B_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 5 10 13.70% GALQNIIPASTGAAK 201 215 67.4 26.4 66.2 2 0 0 1,411.7905
B_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 5 10 13.70% VPTANVSVVDLTCR 235 248 54.2 28.1 54.2 2 2 0 1,530.7945
B_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 24 29.00% LVINGNPITIFQER 67 80 87.7 25.9 84.1 2 2 0 1,613.9011
B_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 24 29.00% LVINGNPITIFQERDPSK 67 84 21.9 25.8 11.6 0 1 0 2,041.1079
B_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 24 29.00% VIISAPSADAPMFVMGVNHEK 119 139 33.6 27.0 31.1 0 2 0 2,245.0993
B_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 24 29.00% IISNASCTTNCLAPLAK 146 162 109.0 28.1 98.4 3 2 0 1,833.9199
B_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 24 29.00% GALQNIIPASTGAAK 201 215 78.6 26.5 72.7 2 2 0 1,411.7905
B_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 24 29.00% VPTANVSVVDLTCR 235 248 94.2 27.6 88.0 4 1 0 1,530.7945
B_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 24 29.00% VVDLMAHMASK 324 334 38.9 27.5 18.4 2 0 0 1,217.6018
B_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 8 12 24 29.00% VVDLMAHMASKE 324 335 27.6 25.9 14.5 0 1 0 1,362.6393
B_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 5 8 13.70% IISNASCTTNCLAPLAK 146 162 80.4 28.1 73.6 2 1 0 1,833.9199
B_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 5 8 13.70% GALQNIIPASTGAAK 201 215 35.6 26.1 30.2 2 0 0 1,411.7905
B_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 5 8 13.70% VPTANVSVVDLTCR 235 248 65.4 27.6 65.4 2 1 0 1,530.7945
B_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 73.6 28.0 71.4 2 0 0 1,833.9199
B_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 35.0 26.4 32.2 1 0 0 1,411.7905
B_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 59.8 28.1 59.8 1 0 0 1,833.9199
B_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 35.2 26.1 33.5 2 0 0 1,411.7905
B_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 2 8.66% GALQNIIPASTGAAK 201 215 46.3 26.4 42.7 1 0 0 1,411.7905
B_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 2 8.66% VPTANVSVVDLTCR 235 248 66.4 28.1 66.4 1 0 0 1,530.7945
B_29 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 51.3 26.5 47.5 1 0 0 1,411.7905
B_29 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 83.4 28.1 83.4 2 0 0 1,530.7945
B_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 32.4 28.0 32.4 1 0 0 1,833.9199
B_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 30.4 26.5 25.8 2 0 0 1,411.7905
B_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 53.7 28.0 51.6 2 0 0 1,530.7945
B_31 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 29.6 28.2 27.0 1 0 0 1,833.9199
B_31 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 44.7 26.5 42.0 2 0 0 1,411.7905
B_31 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 83.5 28.4 82.3 2 0 0 1,530.7945
B_32 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 46.6 26.1 44.1 1 0 0 1,411.7905
B_32 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 50.8 28.2 50.8 2 0 0 1,530.7945
C_03 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 22.9 26.4 21.9 1 0 0 1,411.7905
C_03 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 85.7 27.6 80.7 2 0 0 1,530.7945
C_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 50.6 28.0 44.2 2 0 0 1,833.9199
C_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 34.0 25.9 32.7 2 0 0 1,411.7905
C_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 34.7 28.0 32.5 2 0 0 1,833.9199
C_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 20.5 26.3 14.0 1 0 0 1,411.7905
C_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 63.1 28.0 54.7 2 0 0 1,833.9199
C_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 41.8 26.4 39.6 2 0 0 1,411.7905
C_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 14 22.70% LVINGNPITIFQER 67 80 75.9 25.8 75.9 2 0 0 1,613.9011
C_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 14 22.70% LVINGNPITIFQERDPSK 67 84 27.9 25.8 24.4 0 2 0 2,041.1079
C_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 14 22.70% IISNASCTTNCLAPLAK 146 162 100.0 28.0 96.3 2 0 0 1,833.9199
C_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 14 22.70% GALQNIIPASTGAAK 201 215 47.5 25.9 44.2 3 0 0 1,411.7905
C_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 14 22.70% VPTANVSVVDLTCR 235 248 94.2 27.9 88.1 2 2 0 1,530.7945
C_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 14 22.70% VVDLMAHMASKE 324 335 26.2 25.9 12.6 0 1 0 1,362.6393
C_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% IISNASCTTNCLAPLAK 146 162 84.5 28.0 81.9 2 1 0 1,833.9199
C_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% GALQNIIPASTGAAK 201 215 45.9 26.3 43.5 2 0 0 1,411.7905
C_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% VPTANVSVVDLTCR 235 248 75.5 28.0 75.5 2 0 0 1,530.7945
C_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 41.7 28.1 41.2 1 0 0 1,833.9199
C_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 28.9 26.4 24.4 2 0 0 1,411.7905
C_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 46.7 28.0 39.8 1 0 0 1,833.9199
C_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 29.3 25.9 23.0 2 0 0 1,411.7905
C_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 35.0 28.0 34.6 1 0 0 1,833.9199
C_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 26.2 26.3 26.2 2 0 0 1,411.7905
C_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 2 9.55% IISNASCTTNCLAPLAK 146 162 43.4 28.0 40.6 1 0 0 1,833.9199
C_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 2 9.55% GALQNIIPASTGAAK 201 215 28.4 26.3 19.4 1 0 0 1,411.7905
D_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.36% LVINGNPITIFQER 67 80 66.8 26.5 63.5 2 0 0 1,613.9011
D_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.36% VPTANVSVVDLTCR 235 248 54.8 27.7 54.8 2 0 0 1,530.7945
D_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% LVINGNPITIFQER 67 80 80.2 26.5 66.0 2 0 0 1,613.9011
D_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% GALQNIIPASTGAAK 201 215 35.4 26.4 33.5 2 0 0 1,411.7905
D_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% VPTANVSVVDLTCR 235 248 52.8 27.7 52.6 1 0 0 1,530.7945
D_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 37.4 26.3 29.7 2 0 0 1,411.7905
D_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 49.4 28.1 49.4 2 0 0 1,530.7945
D_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 6 17.90% LVINGNPITIFQER 67 80 73.9 26.5 55.9 1 0 0 1,613.9011
D_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 6 17.90% IISNASCTTNCLAPLAK 146 162 45.0 27.8 35.7 2 0 0 1,833.9199
D_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 6 17.90% GALQNIIPASTGAAK 201 215 53.8 26.4 46.6 1 0 0 1,411.7905
D_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 6 17.90% VPTANVSVVDLTCR 235 248 52.7 27.7 51.4 2 0 0 1,530.7945
D_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 8 17.90% LVINGNPITIFQER 67 80 59.8 26.5 54.5 2 0 0 1,613.9011
D_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 8 17.90% IISNASCTTNCLAPLAK 146 162 68.1 28.0 61.6 2 0 0 1,833.9199
D_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 8 17.90% GALQNIIPASTGAAK 201 215 43.9 26.4 39.0 2 0 0 1,411.7905
D_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 8 17.90% VPTANVSVVDLTCR 235 248 72.1 27.7 72.1 2 0 0 1,530.7945



D_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% LVINGNPITIFQER 67 80 67.9 26.5 59.1 2 0 0 1,613.9011
D_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 61.5 27.6 57.7 2 0 0 1,833.9199
D_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 41.0 26.4 39.0 2 0 0 1,411.7905
D_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.36% LVINGNPITIFQER 67 80 34.7 26.5 34.7 1 0 0 1,613.9011
D_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.36% VPTANVSVVDLTCR 235 248 61.1 27.7 61.1 2 0 0 1,530.7945
D_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 6 13.40% LVINGNPITIFQER 67 80 45.6 26.8 45.3 1 0 0 1,613.9011
D_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 6 13.40% IISNASCTTNCLAPLAK 146 162 53.4 27.8 43.9 2 0 0 1,833.9199
D_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 6 13.40% VPTANVSVVDLTCR 235 248 73.7 27.7 70.9 2 1 0 1,530.7945
D_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% LVINGNPITIFQER 67 80 44.4 26.8 44.4 1 0 0 1,613.9011
D_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% GALQNIIPASTGAAK 201 215 45.0 26.4 42.3 2 0 0 1,411.7905
D_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% VPTANVSVVDLTCR 235 248 82.6 28.1 74.4 2 0 0 1,530.7945
D_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 22.10% LVINGNPITIFQER 67 80 81.6 26.5 77.7 2 0 0 1,613.9011
D_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 22.10% IISNASCTTNCLAPLAK 146 162 52.0 27.8 47.2 2 0 0 1,833.9199
D_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 22.10% GALQNIIPASTGAAK 201 215 36.4 26.5 29.8 2 0 0 1,411.7905
D_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 22.10% VPTANVSVVDLTCR 235 248 73.2 28.1 66.4 2 2 0 1,530.7945
D_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 22.10% LISWYDNEFGYSNR 310 323 57.5 25.0 57.2 1 0 0 1,763.8023
D_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 12 22.10% LVINGNPITIFQER 67 80 81.4 26.5 73.1 2 1 0 1,613.9011
D_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 12 22.10% IISNASCTTNCLAPLAK 146 162 45.2 27.8 39.1 2 0 0 1,833.9199
D_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 12 22.10% GALQNIIPASTGAAK 201 215 43.9 26.4 43.9 2 0 0 1,411.7905
D_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 12 22.10% VPTANVSVVDLTCR 235 248 82.7 28.1 82.7 2 2 0 1,530.7945
D_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 12 22.10% LISWYDNEFGYSNR 310 323 56.2 25.0 56.2 1 0 0 1,763.8023
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% LVINGNPITIFQER 67 80 79.8 26.5 71.7 2 2 0 1,613.9011
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% LVINGNPITIFQERDPSK 67 84 44.1 26.4 35.3 0 2 0 2,041.1079
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% VIISAPSADAPMFVMGVNHEK 119 139 36.8 27.0 32.2 0 2 0 2,245.0993
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% IISNASCTTNCLAPLAK 146 162 82.7 27.6 77.9 2 2 0 1,833.9199
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% VIHDNFGIVEGLMTTVHAITATQK 163 186 83.2 26.6 75.7 0 4 2 2,611.3552
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% GALQNIIPASTGAAK 201 215 70.8 26.4 66.4 2 1 0 1,411.7905
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% LTGMAFRVPTANVSVVDLTCR 228 248 42.4 27.7 34.8 0 1 0 2,323.1898
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% VPTANVSVVDLTCR 235 248 78.3 27.8 78.3 2 2 0 1,530.7945
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% LEKPAKYDDIK 249 259 28.6 27.1 18.9 1 0 0 1,319.7208
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% LEKPAKYDDIKK 249 260 24.1 26.3 11.1 0 1 0 1,447.8158
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% LISWYDNEFGYSNR 310 323 99.7 25.0 95.2 2 0 0 1,763.8023
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% VVDLMAHMASK 324 334 27.5 26.8 4.8 1 0 0 1,217.6018
D_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 13 18 35 46.00% VVDLMAHMASKE 324 335 35.1 25.1 30.1 4 0 0 1,362.6393
D_18 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 14 29.30% LVINGNPITIFQER 67 80 84.8 26.8 79.6 2 0 0 1,613.9011
D_18 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 14 29.30% IISNASCTTNCLAPLAK 146 162 67.1 27.8 59.1 2 2 0 1,833.9199
D_18 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 14 29.30% VIHDNFGIVEGLMTTVHAITATQK 163 186 47.5 26.6 38.7 0 0 3 2,611.3552
D_18 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 14 29.30% GALQNIIPASTGAAK 201 215 67.4 26.4 63.2 2 0 0 1,411.7905
D_18 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 14 29.30% VPTANVSVVDLTCR 235 248 43.6 28.0 39.3 0 1 0 1,530.7945
D_18 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 14 29.30% LISWYDNEFGYSNR 310 323 71.9 25.0 71.9 2 0 0 1,763.8023
D_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 10 17.90% LVINGNPITIFQER 67 80 71.9 26.6 69.8 2 0 0 1,613.9011
D_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 10 17.90% IISNASCTTNCLAPLAK 146 162 61.9 27.8 56.2 2 0 0 1,833.9199
D_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 10 17.90% GALQNIIPASTGAAK 201 215 30.8 26.4 27.8 2 0 0 1,411.7905
D_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 10 17.90% VPTANVSVVDLTCR 235 248 79.1 28.1 75.4 2 2 0 1,530.7945
D_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 33.5 26.4 29.9 2 0 0 1,411.7905
D_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 67.3 28.1 65.9 2 0 0 1,530.7945
D_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% LVINGNPITIFQER 67 80 41.7 26.5 37.2 1 0 0 1,613.9011
D_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% GALQNIIPASTGAAK 201 215 35.5 26.4 35.5 2 0 0 1,411.7905
D_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% VPTANVSVVDLTCR 235 248 77.0 27.7 77.0 2 0 0 1,530.7945
D_22 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 25.7 26.4 25.2 2 0 0 1,411.7905
D_22 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 66.8 27.7 66.8 2 0 0 1,530.7945
D_23 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% LVINGNPITIFQER 67 80 73.2 26.5 66.2 2 0 0 1,613.9011
D_23 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% GALQNIIPASTGAAK 201 215 48.6 26.4 41.7 2 0 0 1,411.7905
D_23 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% VPTANVSVVDLTCR 235 248 82.7 27.7 82.7 2 0 0 1,530.7945
D_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 37.8 25.9 37.8 2 0 0 1,411.7905
D_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 60.4 27.7 60.4 2 0 0 1,530.7945
D_25 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 7 17.90% LVINGNPITIFQER 67 80 51.7 26.5 43.9 1 0 0 1,613.9011
D_25 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 7 17.90% IISNASCTTNCLAPLAK 146 162 41.4 27.9 39.0 1 0 0 1,833.9199
D_25 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 7 17.90% GALQNIIPASTGAAK 201 215 62.1 26.4 55.4 2 0 0 1,411.7905
D_25 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 7 17.90% VPTANVSVVDLTCR 235 248 68.3 28.0 68.0 2 1 0 1,530.7945
D_26 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.90% LVINGNPITIFQER 67 80 73.3 26.6 66.7 2 0 0 1,613.9011
D_26 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.90% IISNASCTTNCLAPLAK 146 162 35.5 27.6 35.5 1 0 0 1,833.9199
D_26 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.90% GALQNIIPASTGAAK 201 215 47.7 26.4 39.0 2 0 0 1,411.7905
D_26 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.90% VPTANVSVVDLTCR 235 248 60.3 28.0 58.1 2 0 0 1,530.7945
D_27 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 9 22.10% LVINGNPITIFQER 67 80 80.3 26.5 73.3 2 0 0 1,613.9011
D_27 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 9 22.10% IISNASCTTNCLAPLAK 146 162 68.4 27.9 63.2 2 0 0 1,833.9199
D_27 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 9 22.10% GALQNIIPASTGAAK 201 215 34.5 27.0 30.4 1 0 0 1,411.7905
D_27 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 9 22.10% VPTANVSVVDLTCR 235 248 82.9 27.7 76.7 2 1 0 1,530.7945
D_27 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 9 22.10% LISWYDNEFGYSNR 310 323 63.0 25.0 52.5 1 0 0 1,763.8023
D_28 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 10 17.90% LVINGNPITIFQER 67 80 84.8 26.5 77.5 2 0 0 1,613.9011
D_28 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 10 17.90% IISNASCTTNCLAPLAK 146 162 66.2 27.8 62.8 2 0 0 1,833.9199
D_28 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 10 17.90% GALQNIIPASTGAAK 201 215 33.8 25.9 33.8 2 0 0 1,411.7905
D_28 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 10 17.90% VPTANVSVVDLTCR 235 248 67.5 27.7 62.2 2 2 0 1,530.7945
D_29 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 6 10 17.90% LVINGNPITIFQER 67 80 83.6 26.5 75.7 2 1 0 1,613.9011
D_29 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 6 10 17.90% IISNASCTTNCLAPLAK 146 162 35.3 27.8 33.2 2 1 0 1,833.9199
D_29 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 6 10 17.90% GALQNIIPASTGAAK 201 215 40.6 26.4 35.6 2 0 0 1,411.7905
D_29 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 6 10 17.90% VPTANVSVVDLTCR 235 248 65.1 27.7 62.3 2 0 0 1,530.7945
D_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 8 17.90% LVINGNPITIFQER 67 80 73.1 26.5 64.2 2 0 0 1,613.9011
D_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 8 17.90% IISNASCTTNCLAPLAK 146 162 44.7 27.8 44.7 1 0 0 1,833.9199
D_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 8 17.90% GALQNIIPASTGAAK 201 215 41.3 26.4 37.8 1 0 0 1,411.7905
D_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 8 17.90% VPTANVSVVDLTCR 235 248 65.2 27.7 59.6 2 2 0 1,530.7945
D_31 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% LVINGNPITIFQER 67 80 70.7 26.5 64.2 2 0 0 1,613.9011
D_31 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% GALQNIIPASTGAAK 201 215 33.8 27.0 28.2 2 0 0 1,411.7905
D_31 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% VPTANVSVVDLTCR 235 248 63.2 27.7 63.2 2 0 0 1,530.7945
D_32 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.90% LVINGNPITIFQER 67 80 77.0 26.8 70.8 1 0 0 1,613.9011
D_32 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.90% IISNASCTTNCLAPLAK 146 162 43.2 27.8 42.0 2 0 0 1,833.9199
D_32 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.90% GALQNIIPASTGAAK 201 215 44.3 26.4 35.4 2 0 0 1,411.7905
D_32 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.90% VPTANVSVVDLTCR 235 248 74.8 27.7 74.8 2 0 0 1,530.7945
E_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% LVINGNPITIFQER 67 80 71.7 26.6 66.9 2 0 0 1,613.9011
E_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 25.4 25.9 25.4 1 0 0 1,411.7905
E_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 32.3 26.4 32.2 2 0 0 1,411.7905
E_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 42.1 27.7 42.1 1 0 0 1,530.7945
E_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 30.8 25.9 28.1 2 0 0 1,411.7905
E_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 64.4 28.0 64.4 2 0 0 1,530.7945
E_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 46.1 26.4 40.8 2 0 0 1,411.7905
E_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 71.2 28.1 69.2 2 0 0 1,530.7945
E_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% LVINGNPITIFQER 67 80 80.1 26.5 70.0 2 0 0 1,613.9011
E_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% GALQNIIPASTGAAK 201 215 39.7 26.4 39.7 2 0 0 1,411.7905
E_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% VPTANVSVVDLTCR 235 248 70.4 28.1 69.8 2 0 0 1,530.7945
E_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 12 16 32 42.70% LVINGNPITIFQER 67 80 87.5 26.5 79.8 2 2 0 1,613.9011
E_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 12 16 32 42.70% LVINGNPITIFQERDPSK 67 84 37.7 26.4 26.7 0 2 0 2,041.1079
E_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 12 16 32 42.70% RVIISAPSADAPMFVMGVNHEK 118 139 33.2 27.6 23.9 0 0 1 2,401.2004
E_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 12 16 32 42.70% VIISAPSADAPMFVMGVNHEK 119 139 29.6 27.1 21.8 0 1 0 2,245.0993
E_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 12 16 32 42.70% IISNASCTTNCLAPLAK 146 162 81.1 27.8 77.3 2 2 0 1,833.9199
E_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 12 16 32 42.70% VIHDNFGIVEGLMTTVHAITATQK 163 186 83.1 26.6 79.2 0 4 3 2,611.3552
E_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 12 16 32 42.70% GALQNIIPASTGAAK 201 215 55.1 25.9 48.8 2 0 0 1,411.7905
E_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 12 16 32 42.70% LTGMAFRVPTANVSVVDLTCR 228 248 53.3 27.9 52.9 0 2 0 2,323.1898
E_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 12 16 32 42.70% VPTANVSVVDLTCR 235 248 65.6 28.1 65.6 2 2 0 1,530.7945
E_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 12 16 32 42.70% LISWYDNEFGYSNR 310 323 86.2 25.0 84.1 2 0 0 1,763.8023
E_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 12 16 32 42.70% VVDLMAHMASK 324 334 31.8 26.4 9.2 2 0 0 1,217.6018
E_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 12 16 32 42.70% VVDLMAHMASKE 324 335 29.4 25.9 0.4 1 0 0 1,346.6444
E_18 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 6 22.10% LVINGNPITIFQER 67 80 79.2 26.5 71.7 2 0 0 1,613.9011



E_18 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 6 22.10% VIISAPSADAPMFVMGVNHEK 119 139 22.4 27.0 18.3 0 1 0 2,245.0993
E_18 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 6 22.10% VIHDNFGIVEGLMTTVHAITATQK 163 186 53.4 26.4 46.8 0 0 1 2,611.3552
E_18 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 6 22.10% GALQNIIPASTGAAK 201 215 41.7 26.4 34.6 2 0 0 1,411.7905
E_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 39.4 26.4 33.1 2 0 0 1,411.7905
E_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 82.3 27.7 82.3 2 0 0 1,530.7945
E_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 24.1 26.4 21.5 1 0 0 1,411.7905
E_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 53.4 28.1 47.5 2 0 0 1,530.7945
E_22 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 41.0 25.9 31.4 2 0 0 1,411.7905
E_22 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 69.1 28.0 69.1 1 0 0 1,530.7945
E_23 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 34.6 26.4 33.3 2 0 0 1,411.7905
E_23 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 53.7 28.0 50.4 2 0 0 1,530.7945
E_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 21.5 26.3 21.5 2 0 0 1,411.7905
E_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 48.0 28.0 44.0 2 0 0 1,530.7945
E_25 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 42.7 26.3 37.9 2 0 0 1,411.7905
E_25 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 62.5 27.9 62.3 2 0 0 1,530.7945
E_27 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% LVINGNPITIFQER 67 80 61.5 26.8 55.0 1 0 0 1,613.9011
E_27 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% GALQNIIPASTGAAK 201 215 38.9 25.9 37.8 2 0 0 1,411.7905
E_27 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% VPTANVSVVDLTCR 235 248 78.2 27.7 76.3 2 0 0 1,530.7945
E_28 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% LVINGNPITIFQER 67 80 79.2 26.6 71.0 2 0 0 1,613.9011
E_28 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% GALQNIIPASTGAAK 201 215 36.2 25.9 35.7 2 0 0 1,411.7905
E_28 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% VPTANVSVVDLTCR 235 248 76.0 27.9 76.0 2 0 0 1,530.7945
E_29 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% LVINGNPITIFQER 67 80 48.2 26.8 41.8 1 0 0 1,613.9011
E_29 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% GALQNIIPASTGAAK 201 215 38.6 25.9 32.3 2 0 0 1,411.7905
E_29 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% VPTANVSVVDLTCR 235 248 85.5 27.6 80.0 2 0 0 1,530.7945
E_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% LVINGNPITIFQER 67 80 75.2 26.7 70.6 2 0 0 1,613.9011
E_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% GALQNIIPASTGAAK 201 215 33.2 26.3 31.8 2 0 0 1,411.7905
E_30 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 12.80% VPTANVSVVDLTCR 235 248 73.8 28.0 73.8 2 0 0 1,530.7945
E_31 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% LVINGNPITIFQER 67 80 66.5 27.1 61.5 1 0 0 1,613.9011
E_31 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% GALQNIIPASTGAAK 201 215 34.4 26.4 32.4 2 0 0 1,411.7905
E_31 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 12.80% VPTANVSVVDLTCR 235 248 48.1 28.0 47.9 2 0 0 1,530.7945
E_32 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 33.7 26.4 28.5 2 0 0 1,411.7905
E_32 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 56.2 27.7 56.2 2 0 0 1,530.7945
F_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 25.1 26.5 25.1 2 0 0 1,411.7905
F_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 67.9 28.1 67.9 2 0 0 1,530.7945
F_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 54.8 26.5 44.8 2 0 0 1,411.7905
F_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 57.2 27.6 55.7 2 0 0 1,530.7945
F_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 3 5 8.66% GALQNIIPASTGAAK 201 215 46.2 26.1 45.2 2 1 0 1,411.7905
F_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 3 5 8.66% VPTANVSVVDLTCR 235 248 76.9 28.1 71.7 2 0 0 1,530.7945
F_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 3 5 9.55% IISNASCTTNCLAPLAK 146 162 28.5 28.0 22.5 0 1 0 1,833.9199
F_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 3 5 9.55% GALQNIIPASTGAAK 201 215 73.3 26.5 70.3 2 2 0 1,411.7905
F_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 71.7 28.1 68.8 2 0 0 1,833.9199
F_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 68.2 26.4 67.3 2 0 0 1,411.7905
F_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% IISNASCTTNCLAPLAK 146 162 71.4 28.2 65.4 2 0 0 1,833.9199
F_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% GALQNIIPASTGAAK 201 215 66.2 26.1 61.0 2 1 0 1,411.7905
F_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% VPTANVSVVDLTCR 235 248 67.3 28.1 64.1 2 0 0 1,530.7945
F_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 80.7 28.0 75.7 2 0 0 1,833.9199
F_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 15.9 26.4 10.3 0 1 0 1,411.7905
F_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 78.1 27.9 74.1 2 0 0 1,530.7945
F_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% IISNASCTTNCLAPLAK 146 162 92.1 28.0 89.6 2 2 0 1,833.9199
F_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% GALQNIIPASTGAAK 201 215 31.8 26.4 27.5 1 0 0 1,411.7905
F_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% VPTANVSVVDLTCR 235 248 94.0 27.6 87.8 2 0 0 1,530.7945
F_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 8 22 17.30% IISNASCTTNCLAPLAK 146 162 103.0 28.0 93.4 2 0 0 1,833.9199
F_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 8 22 17.30% GALQNIIPASTGAAK 201 215 40.8 26.3 35.6 4 2 0 1,411.7905
F_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 8 22 17.30% VPTANVSVVDLTCR 235 248 65.3 27.6 65.3 5 0 0 1,530.7945
F_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 8 22 17.30% VVDLMAHMASK 324 334 69.1 26.3 69.1 4 0 0 1,201.6068
F_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 8 22 17.30% VVDLMAHMASKE 324 335 71.3 26.7 61.7 5 0 0 1,330.6494
F_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 4 8 9.25% IISNASCTTNCLAPLAK 146 162 86.1 28.1 81.6 2 2 0 1,833.9199
F_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 4 8 9.25% VPTANVSVVDLTCR 235 248 97.2 27.6 89.3 2 2 0 1,530.7945
F_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 3 5 9.55% IISNASCTTNCLAPLAK 146 162 80.3 28.0 76.7 2 1 0 1,833.9199
F_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 3 5 9.55% GALQNIIPASTGAAK 201 215 76.3 26.4 67.2 2 0 0 1,411.7905
F_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 80.9 28.1 73.7 2 0 0 1,833.9199
F_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 74.3 26.4 68.8 2 0 0 1,411.7905
G_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 35.7 25.8 30.7 2 0 0 1,411.7905
G_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 64.0 28.2 64.0 2 0 0 1,530.7945
G_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 75.8 28.3 68.6 2 0 0 1,833.9199
G_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 42.8 26.0 39.9 2 0 0 1,411.7905
G_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 84.8 28.2 78.7 2 0 0 1,530.7945
G_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 59.2 28.2 58.3 2 0 0 1,833.9199
G_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 64.1 25.8 60.0 2 0 0 1,411.7905
G_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 58.6 27.9 58.6 2 0 0 1,530.7945
G_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.25% IISNASCTTNCLAPLAK 146 162 59.7 28.3 59.4 2 0 0 1,833.9199
G_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.25% VPTANVSVVDLTCR 235 248 62.6 27.9 62.6 2 0 0 1,530.7945
G_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% IISNASCTTNCLAPLAK 146 162 80.6 28.2 75.6 2 0 0 1,833.9199
G_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% GALQNIIPASTGAAK 201 215 68.6 26.1 61.3 2 1 0 1,411.7905
G_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% VPTANVSVVDLTCR 235 248 91.3 28.2 85.0 2 0 0 1,530.7945
G_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 9 20 18.20% IISNASCTTNCLAPLAK 146 162 79.7 28.4 73.0 2 2 0 1,833.9199
G_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 9 20 18.20% DGRGALQNIIPASTGAAK 198 215 22.3 27.4 11.6 0 1 0 1,739.9401
G_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 9 20 18.20% GALQNIIPASTGAAK 201 215 33.4 25.8 33.4 4 1 0 1,411.7905
G_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 9 20 18.20% VPTANVSVVDLTCR 235 248 40.7 28.1 27.9 4 2 0 1,530.7945
G_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 9 20 18.20% VVDLMAHMASKE 324 335 52.2 27.1 18.0 4 0 0 1,346.6444
G_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 76.9 28.3 71.9 2 0 0 1,833.9199
G_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 49.2 25.8 43.7 2 0 0 1,411.7905
G_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 100.0 28.3 96.6 2 0 0 1,833.9199
G_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 38.7 25.8 35.2 2 0 0 1,411.7905
G_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 79.9 27.9 76.2 1 0 0 1,530.7945
G_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 86.3 28.4 77.1 2 0 0 1,833.9199
G_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 70.8 25.8 67.8 2 0 0 1,411.7905
G_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 70.4 27.9 70.0 2 0 0 1,530.7945
H_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.25% IISNASCTTNCLAPLAK 146 162 55.7 28.0 49.2 1 0 0 1,833.9199
H_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.25% VPTANVSVVDLTCR 235 248 88.4 28.0 83.7 2 0 0 1,530.7945
H_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 17.30% IISNASCTTNCLAPLAK 146 162 77.3 28.2 70.3 2 1 0 1,833.9199
H_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 17.30% GALQNIIPASTGAAK 201 215 26.1 26.4 19.6 0 2 0 1,411.7905
H_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 17.30% VPTANVSVVDLTCR 235 248 81.0 27.6 77.2 2 0 0 1,530.7945
H_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 17.30% VVDLMAHMASK 324 334 46.1 27.2 42.4 2 0 0 1,201.6068
H_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 17.30% VVDLMAHMASKE 324 335 45.6 26.9 32.2 2 0 0 1,330.6494
H_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 91.4 28.1 83.3 2 0 0 1,833.9199
H_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 63.9 26.4 61.7 2 0 0 1,411.7905
H_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 72.1 28.0 66.3 2 0 0 1,833.9199
H_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 68.8 26.4 60.1 2 0 0 1,411.7905
H_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 78.8 28.0 73.1 2 0 0 1,833.9199
H_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 58.3 26.1 49.4 2 0 0 1,411.7905
H_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 97.0 27.6 92.9 2 0 0 1,530.7945
H_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.25% IISNASCTTNCLAPLAK 146 162 101.0 28.2 97.9 2 0 0 1,833.9199
H_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.25% VPTANVSVVDLTCR 235 248 72.9 28.1 72.7 2 0 0 1,530.7945
H_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 57.7 28.0 54.5 1 0 0 1,833.9199
H_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 55.4 26.4 48.2 2 0 0 1,411.7905
H_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 81.7 28.1 76.4 2 0 0 1,833.9199
H_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 76.6 26.4 75.6 2 0 0 1,411.7905
H_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 60.0 27.8 55.2 2 0 0 1,530.7945
H_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 55.9 28.2 55.9 1 0 0 1,833.9199
H_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 31.8 26.4 29.9 2 0 0 1,411.7905
H_17 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 65.5 28.2 61.2 2 0 0 1,530.7945



H_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 56.5 26.1 47.5 1 0 0 1,411.7905
H_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 54.5 28.2 53.4 2 0 0 1,530.7945
H_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% IISNASCTTNCLAPLAK 146 162 69.1 28.0 63.5 2 0 0 1,833.9199
H_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% GALQNIIPASTGAAK 201 215 39.1 26.4 37.3 2 0 0 1,411.7905
H_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% VPTANVSVVDLTCR 235 248 83.0 27.6 78.8 2 1 0 1,530.7945
H_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 70.4 28.2 65.6 2 0 0 1,833.9199
H_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 37.5 26.5 33.2 2 0 0 1,411.7905
H_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 80.6 27.9 77.2 2 0 0 1,530.7945
H_22 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 72.4 28.0 68.3 2 0 0 1,833.9199
H_22 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 47.7 26.4 40.4 2 0 0 1,411.7905
H_23 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 98.3 28.0 93.7 2 0 0 1,833.9199
H_23 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 40.0 26.1 38.4 2 0 0 1,411.7905
H_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 90.9 28.0 85.8 2 0 0 1,833.9199
H_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 61.5 26.5 60.5 2 0 0 1,411.7905
H_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 78.7 27.6 75.1 1 0 0 1,530.7945
I_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 57.5 28.2 53.6 2 0 0 1,833.9199
I_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 43.3 26.5 35.2 1 0 0 1,411.7905
I_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.25% IISNASCTTNCLAPLAK 146 162 67.1 28.0 61.1 2 0 0 1,833.9199
I_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.25% VPTANVSVVDLTCR 235 248 52.8 27.6 52.8 2 0 0 1,530.7945
I_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% IISNASCTTNCLAPLAK 146 162 80.7 28.2 73.1 2 0 0 1,833.9199
I_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% GALQNIIPASTGAAK 201 215 50.6 26.5 47.1 2 1 0 1,411.7905
I_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% VPTANVSVVDLTCR 235 248 94.3 27.8 94.3 2 0 0 1,530.7945
I_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 83.8 28.1 79.1 2 0 0 1,833.9199
I_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 36.9 26.5 29.0 2 0 0 1,411.7905
I_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 83.2 28.0 76.2 2 0 0 1,530.7945
I_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 47.1 28.0 45.8 2 0 0 1,833.9199
I_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 39.0 26.5 34.6 1 0 0 1,411.7905
I_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 73.4 28.0 73.4 2 0 0 1,530.7945
I_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 79.4 28.0 77.5 1 0 0 1,833.9199
I_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 47.0 26.4 40.0 2 0 0 1,411.7905
I_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 48.6 28.0 44.9 1 0 0 1,833.9199
I_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 46.2 26.1 42.1 2 0 0 1,411.7905
I_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 27.3 28.1 27.3 1 0 0 1,833.9199
I_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 41.9 26.4 32.8 2 0 0 1,411.7905
I_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 45.0 28.0 41.5 2 0 0 1,833.9199
I_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 34.8 26.5 29.9 2 0 0 1,411.7905
I_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 80.9 27.6 80.9 2 0 0 1,530.7945
I_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 4 13.70% IISNASCTTNCLAPLAK 146 162 42.0 28.1 42.0 1 0 0 1,833.9199
I_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 4 13.70% GALQNIIPASTGAAK 201 215 32.8 26.4 31.6 1 0 0 1,411.7905
I_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 4 13.70% VPTANVSVVDLTCR 235 248 79.8 27.6 77.3 2 0 0 1,530.7945
I_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 64.6 28.2 57.2 2 0 0 1,833.9199
I_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 26.7 26.1 26.6 1 0 0 1,411.7905
I_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 62.4 27.8 55.3 2 0 0 1,530.7945
J_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 33.8 25.8 32.6 1 0 0 1,411.7905
J_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 62.3 28.1 58.1 2 0 0 1,530.7945
J_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 85.2 28.3 78.1 2 0 0 1,833.9199
J_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 70.1 25.8 65.1 2 0 0 1,411.7905
J_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 77.9 28.2 77.9 2 0 0 1,530.7945
J_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 47.6 28.4 42.8 2 0 0 1,833.9199
J_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 23.5 25.3 23.5 2 0 0 1,411.7905
J_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 69.1 28.1 69.1 2 0 0 1,530.7945
J_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 18.7 25.1 18.7 1 0 0 1,411.7905
J_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 52.3 28.0 46.5 2 0 0 1,530.7945
J_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 2 9.55% IISNASCTTNCLAPLAK 146 162 32.9 28.2 31.7 1 0 0 1,833.9199
J_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 2 9.55% GALQNIIPASTGAAK 201 215 25.9 26.1 24.2 1 0 0 1,411.7905
K_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 35.3 26.5 35.3 2 0 0 1,411.7905
K_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 65.1 27.6 53.4 2 0 0 1,530.7945
K_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 68.6 26.5 61.2 2 0 0 1,411.7905
K_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 97.4 28.1 92.6 2 0 0 1,530.7945
K_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 76.0 28.1 74.0 2 0 0 1,833.9199
K_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 41.3 26.5 40.7 2 0 0 1,411.7905
K_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 88.9 28.1 80.6 2 0 0 1,530.7945
K_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 82.4 28.2 76.9 2 0 0 1,833.9199
K_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 35.7 26.1 34.9 2 0 0 1,411.7905
K_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 74.2 28.3 69.6 2 0 0 1,833.9199
K_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 51.6 26.5 47.2 2 0 0 1,411.7905
K_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 55.4 28.2 55.4 1 0 0 1,833.9199
K_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 51.7 26.5 50.0 2 0 0 1,411.7905
K_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 51.8 27.6 47.2 2 0 0 1,530.7945
K_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 48.1 28.0 47.9 1 0 0 1,833.9199
K_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 40.5 26.5 36.3 2 0 0 1,411.7905
K_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 56.4 28.2 51.8 2 0 0 1,530.7945
K_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 36.7 28.2 33.5 1 0 0 1,833.9199
K_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 34.2 26.0 30.2 2 0 0 1,411.7905
K_19 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 55.6 28.0 49.8 2 0 0 1,530.7945
K_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 4 13.70% IISNASCTTNCLAPLAK 146 162 37.0 28.1 35.6 1 0 0 1,833.9199
K_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 4 13.70% GALQNIIPASTGAAK 201 215 21.6 25.8 16.3 2 0 0 1,411.7905
K_20 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 4 13.70% VPTANVSVVDLTCR 235 248 65.4 27.6 65.4 1 0 0 1,530.7945
K_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 41.1 28.1 35.7 1 0 0 1,833.9199
K_21 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 39.0 26.5 38.3 2 0 0 1,411.7905
K_22 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 58.4 28.1 58.4 2 0 0 1,833.9199
K_22 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 20.5 25.8 14.2 1 0 0 1,411.7905
K_23 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 72.0 28.2 71.2 2 0 0 1,833.9199
K_23 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 56.0 26.5 50.8 2 0 0 1,411.7905
K_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 90.7 28.1 86.4 2 0 0 1,833.9199
K_24 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 46.0 26.5 40.9 2 0 0 1,411.7905
L_02 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 31.5 25.9 30.6 2 0 0 1,411.7905
L_02 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 74.8 28.1 74.8 2 0 0 1,530.7945
L_03 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 57.5 25.8 48.9 2 0 0 1,411.7905
L_03 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 93.6 28.1 93.6 2 0 0 1,530.7945
L_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.10% IISNASCTTNCLAPLAK 146 162 65.6 28.3 59.2 2 0 0 1,833.9199
L_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.10% GALQNIIPASTGAAK 201 215 54.0 25.7 52.6 2 0 0 1,411.7905
L_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.10% VVDLMAHMASKE 324 335 18.9 26.2 0.6 0 1 0 1,362.6393
L_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.25% IISNASCTTNCLAPLAK 146 162 72.1 28.3 66.2 1 0 0 1,833.9199
L_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.25% VPTANVSVVDLTCR 235 248 76.8 27.8 71.3 2 0 0 1,530.7945
L_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% IISNASCTTNCLAPLAK 146 162 82.2 28.2 80.3 2 0 0 1,833.9199
L_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% GALQNIIPASTGAAK 201 215 61.2 25.8 58.6 2 0 0 1,411.7905
L_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% VPTANVSVVDLTCR 235 248 91.6 27.9 91.6 2 0 0 1,530.7945
L_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% VVDLMAHMASKE 324 335 25.3 26.2 9.8 2 1 0 1,362.6393
L_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 11 17 30 34.90% AENGKLVINGNPITIFQER 62 80 38.8 26.1 34.6 0 2 0 2,113.1402
L_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 11 17 30 34.90% LVINGNPITIFQER 67 80 81.7 26.1 79.8 2 2 0 1,613.9011
L_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 11 17 30 34.90% LVINGNPITIFQERDPSK 67 84 42.5 25.0 42.5 2 2 0 2,041.1079
L_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 11 17 30 34.90% RVIISAPSADAPMFVMGVNHEK 118 139 53.8 27.5 53.8 0 2 0 2,401.2004
L_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 11 17 30 34.90% VIISAPSADAPMFVMGVNHEK 119 139 43.6 27.3 40.4 1 1 0 2,245.0993
L_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 11 17 30 34.90% IISNASCTTNCLAPLAK 146 162 99.3 28.2 97.3 2 0 0 1,833.9199
L_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 11 17 30 34.90% GALQNIIPASTGAAK 201 215 63.2 26.0 61.5 2 1 0 1,411.7905
L_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 11 17 30 34.90% VPTANVSVVDLTCR 235 248 53.0 27.9 44.7 1 2 0 1,530.7945
L_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 11 17 30 34.90% LISWYDNEFGYSNR 310 323 98.9 25.7 95.8 2 0 0 1,763.8023
L_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 11 17 30 34.90% VVDLMAHMASK 324 334 27.0 27.4 27.0 1 0 0 1,201.6068
L_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 11 17 30 34.90% VVDLMAHMASKE 324 335 67.0 26.6 25.6 4 1 0 1,346.6444
L_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 90.7 28.3 82.6 2 0 0 1,833.9199
L_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 77.5 25.4 75.6 2 0 0 1,411.7905



L_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 8 17.30% LVINGNPITIFQER 67 80 87.2 26.0 87.2 2 0 0 1,613.9011
L_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 8 17.30% IISNASCTTNCLAPLAK 146 162 91.0 28.2 88.4 2 0 0 1,833.9199
L_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 8 17.30% GALQNIIPASTGAAK 201 215 65.7 26.1 59.5 2 0 0 1,411.7905
L_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 8 17.30% VVDLMAHMASKE 324 335 42.4 26.2 40.3 2 0 0 1,362.6393
L_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% IISNASCTTNCLAPLAK 146 162 92.7 28.3 85.0 2 0 0 1,833.9199
L_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% GALQNIIPASTGAAK 201 215 47.6 25.7 47.3 2 0 0 1,411.7905
L_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% VPTANVSVVDLTCR 235 248 78.2 28.1 73.7 2 0 0 1,530.7945
L_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% VVDLMAHMASKE 324 335 26.2 26.2 26.0 2 1 0 1,362.6393
L_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 10 15 27.80% LVINGNPITIFQER 67 80 89.1 26.1 88.4 1 0 0 1,613.9011
L_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 10 15 27.80% VIISAPSADAPMFVMGVNHEK 119 139 33.7 27.1 28.3 0 2 0 2,245.0993
L_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 10 15 27.80% IISNASCTTNCLAPLAK 146 162 97.6 28.2 95.1 2 1 0 1,833.9199
L_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 10 15 27.80% GALQNIIPASTGAAK 201 215 55.9 25.8 53.7 2 0 0 1,411.7905
L_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 10 15 27.80% VPTANVSVVDLTCR 235 248 70.9 28.2 70.9 2 1 0 1,530.7945
L_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 10 15 27.80% VVDLMAHMASK 324 334 28.8 26.9 22.2 1 0 0 1,233.5967
L_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 10 15 27.80% VVDLMAHMASKE 324 335 43.3 26.3 43.3 2 1 0 1,362.6393
L_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% IISNASCTTNCLAPLAK 146 162 84.1 28.3 82.5 2 1 0 1,833.9199
L_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% GALQNIIPASTGAAK 201 215 41.5 25.8 41.5 2 0 0 1,411.7905
L_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 4 7 13.70% VPTANVSVVDLTCR 235 248 77.5 27.9 69.9 2 0 0 1,530.7945
L_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 10 17.30% IISNASCTTNCLAPLAK 146 162 75.4 28.3 73.8 2 0 0 1,833.9199
L_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 10 17.30% GALQNIIPASTGAAK 201 215 66.2 25.8 64.0 2 0 0 1,411.7905
L_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 10 17.30% VPTANVSVVDLTCR 235 248 93.8 27.9 88.3 2 0 0 1,530.7945
L_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 10 17.30% VVDLMAHMASK 324 334 26.9 26.9 21.3 1 0 0 1,233.5967
L_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 10 17.30% VVDLMAHMASKE 324 335 34.8 26.3 31.5 2 1 0 1,362.6393
L_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% IISNASCTTNCLAPLAK 146 162 86.1 28.3 84.1 2 0 0 1,833.9199
L_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% GALQNIIPASTGAAK 201 215 57.6 25.8 55.6 2 0 0 1,411.7905
L_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% VPTANVSVVDLTCR 235 248 78.7 28.0 78.0 2 0 0 1,530.7945
L_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% VVDLMAHMASKE 324 335 39.6 26.2 37.7 1 2 0 1,362.6393
L_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 87.4 28.3 81.8 2 0 0 1,833.9199
L_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 50.0 25.8 49.6 1 0 0 1,411.7905
L_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 70.5 28.1 70.5 2 0 0 1,530.7945
L_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 5 9 21.50% LVINGNPITIFQER 67 80 83.5 26.1 83.5 2 0 0 1,613.9011
L_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 5 9 21.50% IISNASCTTNCLAPLAK 146 162 81.1 28.2 78.8 2 0 0 1,833.9199
L_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 5 9 21.50% GALQNIIPASTGAAK 201 215 67.7 25.8 60.5 2 0 0 1,411.7905
L_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 5 9 21.50% VPTANVSVVDLTCR 235 248 90.8 28.1 85.3 2 0 0 1,530.7945
L_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 5 9 21.50% VVDLMAHMASKE 324 335 26.7 26.2 19.4 1 0 0 1,362.6393
M_03 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 41.2 26.1 41.2 2 0 0 1,411.7905
M_03 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 79.2 28.1 76.0 2 0 0 1,530.7945
M_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% IISNASCTTNCLAPLAK 146 162 68.3 28.2 61.8 2 0 0 1,833.9199
M_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 9.55% GALQNIIPASTGAAK 201 215 28.4 25.4 25.0 1 0 0 1,411.7905
M_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 66.6 28.4 62.8 2 0 0 1,833.9199
M_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 34.8 25.9 34.8 2 0 0 1,411.7905
M_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 71.4 28.2 65.6 2 0 0 1,530.7945
M_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% IISNASCTTNCLAPLAK 146 162 105.0 28.3 99.1 2 2 0 1,833.9199
M_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% GALQNIIPASTGAAK 201 215 78.8 26.1 70.8 2 0 0 1,411.7905
M_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% VPTANVSVVDLTCR 235 248 90.6 27.9 87.6 2 0 0 1,530.7945
M_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% VVDLMAHMASKE 324 335 19.4 26.1 8.8 0 1 0 1,362.6393
M_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 12 24.80% LVINGNPITIFQER 67 80 88.2 25.9 85.2 2 0 0 1,613.9011
M_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 12 24.80% LVINGNPITIFQERDPSK 67 84 21.6 25.6 16.8 0 1 0 2,041.1079
M_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 12 24.80% VIISAPSADAPMFVMGVNHEK 119 139 41.2 27.2 38.9 0 1 0 2,245.0993
M_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 12 24.80% IISNASCTTNCLAPLAK 146 162 97.3 28.1 86.2 2 0 0 1,833.9199
M_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 12 24.80% GALQNIIPASTGAAK 201 215 40.0 26.0 34.1 2 0 0 1,411.7905
M_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 12 24.80% VVDLMAHMASKE 324 335 31.9 25.8 30.6 3 1 0 1,362.6393
M_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.10% IISNASCTTNCLAPLAK 146 162 65.6 28.2 63.8 2 0 0 1,833.9199
M_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.10% GALQNIIPASTGAAK 201 215 50.5 26.5 44.3 2 0 0 1,411.7905
M_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.10% VVDLMAHMASKE 324 335 24.4 26.2 20.0 0 2 0 1,362.6393
M_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 22.3 25.9 20.4 1 0 0 1,411.7905
M_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 58.9 27.9 54.2 2 0 0 1,530.7945
M_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 69.9 28.1 63.3 2 0 0 1,833.9199
M_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 49.7 26.0 49.7 2 0 0 1,411.7905
M_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 81.2 27.9 76.3 2 0 0 1,530.7945
M_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 23.60% VIISAPSADAPMFVMGVNHEK 119 139 18.7 27.2 14.6 0 1 0 2,245.0993
M_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 23.60% IISNASCTTNCLAPLAK 146 162 79.3 28.2 77.1 2 2 0 1,833.9199
M_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 23.60% GALQNIIPASTGAAK 201 215 68.2 26.0 65.8 2 0 0 1,411.7905
M_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 23.60% VPTANVSVVDLTCR 235 248 77.1 28.0 74.1 2 0 0 1,530.7945
M_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 23.60% VVDLMAHMASKE 324 335 24.7 26.1 14.3 0 2 0 1,362.6393
M_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 10 23.60% VIISAPSADAPMFVMGVNHEK 119 139 28.1 27.2 24.4 0 1 0 2,245.0993
M_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 10 23.60% IISNASCTTNCLAPLAK 146 162 105.0 28.2 101.0 2 1 0 1,833.9199
M_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 10 23.60% GALQNIIPASTGAAK 201 215 52.2 26.1 45.0 2 0 0 1,411.7905
M_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 10 23.60% VPTANVSVVDLTCR 235 248 93.8 28.2 91.3 2 0 0 1,530.7945
M_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 10 23.60% VVDLMAHMASKE 324 335 25.7 25.9 20.6 1 1 0 1,362.6393
M_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% IISNASCTTNCLAPLAK 146 162 91.9 28.1 88.7 2 0 0 1,833.9199
M_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% GALQNIIPASTGAAK 201 215 58.9 26.5 54.1 2 0 0 1,411.7905
M_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VPTANVSVVDLTCR 235 248 77.7 28.2 76.8 2 0 0 1,530.7945
M_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VVDLMAHMASKE 324 335 17.2 26.0 9.2 0 1 0 1,362.6393
M_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 6 10 17.30% IISNASCTTNCLAPLAK 146 162 86.8 28.3 85.0 2 1 0 1,833.9199
M_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 6 10 17.30% GALQNIIPASTGAAK 201 215 59.5 26.5 58.4 2 0 0 1,411.7905
M_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 6 10 17.30% VPTANVSVVDLTCR 235 248 71.6 28.1 68.6 2 0 0 1,530.7945
M_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 6 10 17.30% VVDLMAHMASKE 324 335 27.0 26.1 22.5 2 1 0 1,362.6393
M_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 79.4 28.2 74.3 2 0 0 1,833.9199
M_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 47.6 26.1 45.8 2 0 0 1,411.7905
M_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 87.4 27.6 84.2 2 0 0 1,530.7945
M_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 45.8 26.5 41.0 2 0 0 1,411.7905
M_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 87.3 28.2 85.2 2 0 0 1,530.7945
N_03 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 41.7 25.7 36.3 2 0 0 1,411.7905
N_03 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 68.6 27.8 64.8 2 0 0 1,530.7945
N_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 39.6 25.4 33.5 2 0 0 1,411.7905
N_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 60.1 27.8 58.2 2 0 0 1,530.7945
N_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 70.3 28.5 70.3 2 0 0 1,833.9199
N_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 39.8 25.7 32.7 2 0 0 1,411.7905
N_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 83.5 28.0 72.4 2 0 0 1,530.7945
N_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 51.1 28.3 51.1 2 0 0 1,833.9199
N_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 31.7 25.7 27.0 2 0 0 1,411.7905
N_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 85.6 28.2 80.0 2 0 0 1,530.7945
N_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 13.10% IISNASCTTNCLAPLAK 146 162 86.5 28.3 81.0 2 0 0 1,833.9199
N_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 13.10% GALQNIIPASTGAAK 201 215 83.8 25.8 80.9 2 0 0 1,411.7905
N_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 13.10% VVDLMAHMASK 324 334 22.3 27.5 13.9 1 0 0 1,233.5967
N_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 13.10% VVDLMAHMASKE 324 335 40.7 26.2 35.3 2 0 0 1,362.6393
N_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 49.9 28.4 44.6 1 0 0 1,833.9199
N_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 41.5 25.7 35.0 2 0 0 1,411.7905
N_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 66.4 27.9 66.4 2 0 0 1,530.7945
N_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 33.6 25.8 31.0 2 0 0 1,411.7905
N_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 70.3 28.1 70.3 1 0 0 1,530.7945
N_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% IISNASCTTNCLAPLAK 146 162 67.2 28.4 58.9 2 0 0 1,833.9199
N_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% GALQNIIPASTGAAK 201 215 69.4 25.7 60.6 2 0 0 1,411.7905
N_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VPTANVSVVDLTCR 235 248 87.4 28.1 87.4 2 0 0 1,530.7945
N_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VVDLMAHMASKE 324 335 19.5 26.2 10.7 0 1 0 1,362.6393
N_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 5 17.30% IISNASCTTNCLAPLAK 146 162 78.5 28.5 78.2 2 0 0 1,833.9199
N_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 5 17.30% GALQNIIPASTGAAK 201 215 48.2 25.7 38.3 1 0 0 1,411.7905
N_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 5 17.30% VPTANVSVVDLTCR 235 248 65.0 28.1 65.0 1 0 0 1,530.7945
N_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 5 17.30% VVDLMAHMASKE 324 335 28.8 26.5 17.1 0 1 0 1,362.6393
N_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 72.3 28.1 64.8 2 0 0 1,833.9199
N_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 35.2 25.8 28.6 1 0 0 1,411.7905



N_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 88.5 27.9 88.5 2 0 0 1,530.7945
N_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 75.2 28.4 73.2 2 0 0 1,833.9199
N_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 61.3 25.7 51.0 2 0 0 1,411.7905
N_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 81.2 27.8 79.0 2 0 0 1,530.7945
N_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 8 17.30% IISNASCTTNCLAPLAK 146 162 68.3 28.3 66.0 2 1 0 1,833.9199
N_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 8 17.30% GALQNIIPASTGAAK 201 215 37.9 25.8 32.3 1 0 0 1,411.7905
N_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 8 17.30% VPTANVSVVDLTCR 235 248 77.8 28.1 75.0 2 0 0 1,530.7945
N_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 8 17.30% VVDLMAHMASKE 324 335 31.4 26.2 25.4 0 2 0 1,362.6393
O_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 63.2 28.2 47.5 2 0 0 1,833.9199
O_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 46.2 26.0 39.3 2 0 0 1,411.7905
O_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 78.5 28.4 78.5 2 0 0 1,530.7945
O_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 48.7 28.3 45.7 2 0 0 1,833.9199
O_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 64.7 26.1 62.6 2 0 0 1,411.7905
O_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 85.8 28.2 81.9 1 0 0 1,530.7945
O_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 81.7 28.3 75.2 2 0 0 1,833.9199
O_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 57.3 25.8 48.3 2 0 0 1,411.7905
O_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 96.1 28.2 92.5 2 0 0 1,530.7945
O_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 12 27.80% LVINGNPITIFQER 67 80 81.3 26.0 78.2 2 0 0 1,613.9011
O_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 12 27.80% VIISAPSADAPMFVMGVNHEK 119 139 26.2 27.2 20.8 0 1 0 2,245.0993
O_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 12 27.80% IISNASCTTNCLAPLAK 146 162 86.5 28.3 77.4 2 2 0 1,833.9199
O_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 12 27.80% GALQNIIPASTGAAK 201 215 28.4 25.8 22.6 2 0 0 1,411.7905
O_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 12 27.80% VPTANVSVVDLTCR 235 248 41.4 28.4 35.6 0 2 0 1,530.7945
O_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 7 12 27.80% VVDLMAHMASKE 324 335 30.2 25.9 22.0 1 0 0 1,362.6393
O_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 58.4 28.0 58.4 2 0 0 1,833.9199
O_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 57.0 26.1 49.7 2 0 0 1,411.7905
O_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 99.6 28.1 95.7 2 0 0 1,530.7945
O_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 56.3 28.3 52.8 2 0 0 1,833.9199
O_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 42.1 26.0 41.8 1 0 0 1,411.7905
O_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 80.0 28.2 79.2 2 0 0 1,530.7945
O_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 63.7 28.3 55.4 2 0 0 1,833.9199
O_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 66.8 25.7 64.6 2 0 0 1,411.7905
O_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 82.0 28.1 81.6 2 0 0 1,530.7945
O_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 66.4 28.3 60.8 2 0 0 1,833.9199
O_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 65.2 25.8 62.7 2 0 0 1,411.7905
O_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 103.0 28.2 103.0 2 0 0 1,530.7945
O_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 63.7 28.2 58.8 2 0 0 1,833.9199
O_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 47.9 26.1 39.3 2 0 0 1,411.7905
O_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 83.4 27.9 80.3 2 0 0 1,530.7945
O_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 69.9 28.3 65.3 2 0 0 1,833.9199
O_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 47.7 25.7 44.0 2 0 0 1,411.7905
O_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 75.8 27.9 75.8 2 0 0 1,530.7945
O_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 37.3 28.3 29.3 1 0 0 1,833.9199
O_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 68.8 25.8 60.2 2 0 0 1,411.7905
O_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 87.0 28.1 82.8 2 0 0 1,530.7945
O_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 30.3 28.1 28.3 1 0 0 1,833.9199
O_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 38.4 25.8 38.4 2 0 0 1,411.7905
O_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 75.2 27.9 75.2 2 0 0 1,530.7945
O_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% GALQNIIPASTGAAK 201 215 39.1 25.8 35.8 1 0 0 1,411.7905
O_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 3 8.66% VPTANVSVVDLTCR 235 248 53.2 28.0 53.2 2 0 0 1,530.7945
P_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 77.4 28.3 72.3 2 0 0 1,833.9199
P_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 49.3 25.4 39.7 2 0 0 1,411.7905
P_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 71.9 28.2 60.9 2 0 0 1,833.9199
P_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 61.8 25.4 53.5 2 0 0 1,411.7905
P_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 79.5 28.3 78.9 2 0 0 1,833.9199
P_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 44.6 25.4 37.4 2 0 0 1,411.7905
P_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 76.1 28.0 73.7 2 0 0 1,530.7945
P_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 6 12 19.40% VIISAPSADAPMFVMGVNHEK 119 139 24.6 27.2 19.3 0 2 0 2,245.0993
P_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 6 12 19.40% IISNASCTTNCLAPLAK 146 162 77.1 28.3 74.2 2 1 0 1,833.9199
P_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 6 12 19.40% GALQNIIPASTGAAK 201 215 65.0 25.3 63.4 2 0 0 1,411.7905
P_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 6 12 19.40% VVDLMAHMASKE 324 335 46.7 27.0 14.2 4 1 0 1,346.6444
P_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 57.8 25.4 45.6 2 0 0 1,411.7905
P_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 93.3 27.9 87.4 2 0 0 1,530.7945
P_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 68.2 28.3 62.9 2 0 0 1,833.9199
P_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 68.7 25.8 67.3 2 0 0 1,411.7905
P_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 73.5 25.1 72.1 2 0 0 1,411.7905
P_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 70.7 28.0 70.7 2 0 0 1,530.7945
P_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 12 23.60% VIISAPSADAPMFVMGVNHEK 119 139 26.9 27.3 24.5 0 2 0 2,245.0993
P_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 12 23.60% IISNASCTTNCLAPLAK 146 162 88.1 28.3 80.8 2 2 0 1,833.9199
P_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 12 23.60% GALQNIIPASTGAAK 201 215 72.7 25.7 64.4 2 0 0 1,411.7905
P_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 12 23.60% VPTANVSVVDLTCR 235 248 66.1 27.8 62.9 2 0 0 1,530.7945
P_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 7 12 23.60% VVDLMAHMASKE 324 335 39.5 26.1 31.2 1 1 0 1,362.6393
P_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% IISNASCTTNCLAPLAK 146 162 69.0 28.2 63.8 2 0 0 1,833.9199
P_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% GALQNIIPASTGAAK 201 215 52.3 25.4 38.5 2 0 0 1,411.7905
P_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VPTANVSVVDLTCR 235 248 93.4 28.1 88.2 2 0 0 1,530.7945
P_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VVDLMAHMASKE 324 335 18.4 26.2 10.9 0 1 0 1,362.6393
P_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% IISNASCTTNCLAPLAK 146 162 84.3 28.3 82.8 2 0 0 1,833.9199
P_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% GALQNIIPASTGAAK 201 215 52.7 25.1 49.3 2 0 0 1,411.7905
P_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VPTANVSVVDLTCR 235 248 96.6 27.9 91.9 2 0 0 1,530.7945
P_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VVDLMAHMASKE 324 335 26.8 26.2 10.3 0 1 0 1,362.6393
P_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 95.8 28.3 85.6 2 0 0 1,833.9199
P_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 44.3 25.3 43.2 2 0 0 1,411.7905
P_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 68.8 27.9 68.8 2 0 0 1,530.7945
P_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% IISNASCTTNCLAPLAK 146 162 51.9 28.1 40.0 1 0 0 1,833.9199
P_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% GALQNIIPASTGAAK 201 215 49.2 25.4 42.6 2 0 0 1,411.7905
P_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 5 13.70% VPTANVSVVDLTCR 235 248 76.7 27.9 76.7 2 0 0 1,530.7945
Q_03 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 42.1 25.4 36.4 2 0 0 1,411.7905
Q_03 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 64.5 28.1 64.5 2 0 0 1,530.7945
Q_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% IISNASCTTNCLAPLAK 146 162 84.5 28.3 78.2 2 0 0 1,833.9199
Q_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% GALQNIIPASTGAAK 201 215 62.5 25.8 60.4 2 0 0 1,411.7905
Q_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VPTANVSVVDLTCR 235 248 89.8 27.9 89.5 2 0 0 1,530.7945
Q_04 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VVDLMAHMASKE 324 335 23.4 26.1 10.8 0 1 0 1,362.6393
Q_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% IISNASCTTNCLAPLAK 146 162 72.8 28.1 64.1 2 0 0 1,833.9199
Q_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% GALQNIIPASTGAAK 201 215 51.6 25.8 50.7 2 0 0 1,411.7905
Q_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VPTANVSVVDLTCR 235 248 97.1 28.2 95.2 2 0 0 1,530.7945
Q_05 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VVDLMAHMASKE 324 335 19.3 26.3 9.0 0 1 0 1,362.6393
Q_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 8 13 23.60% VIISAPSADAPMFVMGVNHEK 119 139 29.6 27.2 27.3 0 1 0 2,245.0993
Q_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 8 13 23.60% IISNASCTTNCLAPLAK 146 162 76.9 28.3 72.8 2 2 0 1,833.9199
Q_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 8 13 23.60% GALQNIIPASTGAAK 201 215 66.4 25.4 56.3 2 0 0 1,411.7905
Q_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 8 13 23.60% VPTANVSVVDLTCR 235 248 84.5 28.1 84.5 1 0 0 1,530.7945
Q_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 8 13 23.60% VVDLMAHMASK 324 334 33.9 27.0 26.3 1 0 0 1,233.5967
Q_06 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 6 8 13 23.60% VVDLMAHMASKE 324 335 22.8 26.1 14.7 2 2 0 1,362.6393
Q_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 9 19 28.10% LVINGNPITIFQER 67 80 84.2 26.1 84.2 2 0 0 1,613.9011
Q_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 9 19 28.10% RVIISAPSADAPMFVMGVNHEK 118 139 34.7 27.8 32.0 0 2 0 2,401.2004
Q_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 9 19 28.10% VIISAPSADAPMFVMGVNHEK 119 139 26.2 27.3 23.5 0 2 0 2,245.0993
Q_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 9 19 28.10% IISNASCTTNCLAPLAK 146 162 91.5 28.3 87.3 2 0 0 1,833.9199
Q_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 9 19 28.10% GALQNIIPASTGAAK 201 215 38.1 25.8 33.7 2 0 0 1,411.7905
Q_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 9 19 28.10% VPTANVSVVDLTCR 235 248 93.8 28.2 88.4 2 1 0 1,530.7945
Q_07 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 7 9 19 28.10% VVDLMAHMASKE 324 335 45.5 27.3 15.3 4 2 0 1,346.6444
Q_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% IISNASCTTNCLAPLAK 146 162 87.3 28.4 83.5 2 0 0 1,833.9199
Q_08 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.55% GALQNIIPASTGAAK 201 215 43.6 25.8 40.2 2 0 0 1,411.7905
Q_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 83.6 28.3 77.6 2 0 0 1,833.9199
Q_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 29.7 25.8 29.7 2 0 0 1,411.7905



Q_09 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 77.6 27.9 77.6 2 0 0 1,530.7945
Q_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% IISNASCTTNCLAPLAK 146 162 95.6 28.3 87.8 2 0 0 1,833.9199
Q_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% GALQNIIPASTGAAK 201 215 51.6 25.7 49.3 2 0 0 1,411.7905
Q_10 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 3 3 6 13.70% VPTANVSVVDLTCR 235 248 64.6 28.2 64.5 2 0 0 1,530.7945
Q_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% IISNASCTTNCLAPLAK 146 162 83.0 28.3 79.1 2 2 0 1,833.9199
Q_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% GALQNIIPASTGAAK 201 215 53.7 25.3 53.4 2 0 0 1,411.7905
Q_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% VPTANVSVVDLTCR 235 248 93.4 27.9 89.1 2 0 0 1,530.7945
Q_11 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 5 9 17.30% VVDLMAHMASKE 324 335 41.3 26.5 36.1 1 0 0 1,362.6393
Q_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.25% IISNASCTTNCLAPLAK 146 162 76.1 28.3 69.8 2 0 0 1,833.9199
Q_12 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 9.25% VPTANVSVVDLTCR 235 248 76.1 27.9 72.8 2 0 0 1,530.7945
Q_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 8 17.30% IISNASCTTNCLAPLAK 146 162 111.0 28.1 106.0 2 0 0 1,833.9199
Q_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 8 17.30% GALQNIIPASTGAAK 201 215 52.3 25.4 33.0 2 0 0 1,411.7905
Q_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 8 17.30% VPTANVSVVDLTCR 235 248 99.5 28.0 93.0 2 0 0 1,530.7945
Q_13 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 8 17.30% VVDLMAHMASKE 324 335 18.4 26.1 10.9 0 2 0 1,362.6393
Q_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 17.30% IISNASCTTNCLAPLAK 146 162 76.8 28.3 71.9 2 2 0 1,833.9199
Q_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 17.30% GALQNIIPASTGAAK 201 215 57.5 25.4 45.2 2 0 0 1,411.7905
Q_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 17.30% VPTANVSVVDLTCR 235 248 83.2 27.8 77.6 2 0 0 1,530.7945
Q_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 17.30% VVDLMAHMASK 324 334 29.4 27.5 24.1 1 0 0 1,233.5967
Q_14 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 5 6 11 17.30% VVDLMAHMASKE 324 335 32.4 26.2 28.8 2 0 0 1,362.6393
Q_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% IISNASCTTNCLAPLAK 146 162 73.2 28.3 71.2 2 0 0 1,833.9199
Q_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% GALQNIIPASTGAAK 201 215 59.8 25.1 57.6 2 0 0 1,411.7905
Q_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VPTANVSVVDLTCR 235 248 79.3 27.9 79.3 2 0 0 1,530.7945
Q_15 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 4 4 7 17.30% VVDLMAHMASKE 324 335 28.0 26.1 22.3 0 1 0 1,362.6393
Q_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% GALQNIIPASTGAAK 201 215 53.2 25.8 47.7 2 0 0 1,411.7905
Q_16 Glyceraldehyde‐3‐phosphate dehydrogenase G3P_HUMAN 36,053 2 2 4 8.66% VPTANVSVVDLTCR 235 248 88.7 28.0 84.0 2 0 0 1,530.7945
A_14 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 2 2 3 3.50% IFGPIWNR 220 227 24.6 30.2 9.9 1 0 0 1,002.5520
A_14 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 2 2 3 3.50% GYLDDPTVPR 321 330 28.5 27.6 17.3 2 0 0 1,132.5635
A_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 5 6 11 12.40% NSYVAGQYDDAASYQR 105 120 81.5 25.0 73.9 2 0 0 1,807.7881
A_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 5 6 11 12.40% LNSHMNALHLGSQANR 121 136 56.5 27.4 51.2 2 2 0 1,778.8715
A_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 5 6 11 12.40% NIHESCMSQIGWNR 153 166 37.2 25.0 31.3 0 2 0 1,747.7639
A_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 5 6 11 12.40% IFGPIWNR 220 227 24.9 29.7 9.9 1 0 0 1,002.5520
A_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 5 6 11 12.40% VGFQYEGTYK 499 508 32.1 26.0 23.9 2 0 0 1,191.5681
B_14 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 3 3 4 6.41% LKLEDFFAR 96 104 32.3 25.9 28.1 1 0 0 1,138.6256
B_14 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 3 3 4 6.41% NSYVAGQYDDAASYQR 105 120 73.5 25.0 73.5 2 0 0 1,807.7881
B_14 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 3 3 4 6.41% IFGPIWNR 220 227 28.6 30.2 4.0 1 0 0 1,002.5520
B_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 7 8 13 16.50% NSYVAGQYDDAASYQR 105 120 87.3 25.0 87.3 2 0 0 1,807.7881
B_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 7 8 13 16.50% LNSHMNALHLGSQANR 121 136 33.7 27.3 29.3 2 1 0 1,778.8715
B_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 7 8 13 16.50% NIHESCMSQIGWNR 153 166 26.9 25.0 24.5 0 2 0 1,747.7639
B_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 7 8 13 16.50% EMVQNLMVLR 206 215 31.6 28.2 21.4 1 0 0 1,248.6440
B_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 7 8 13 16.50% IFGPIWNR 220 227 33.9 30.2 21.1 1 0 0 1,002.5520
B_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 7 8 13 16.50% GGYFDEFGIIR 247 257 31.8 25.9 20.6 2 0 0 1,273.6213
B_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 7 8 13 16.50% VGFQYEGTYK 499 508 31.5 26.7 17.8 2 0 0 1,191.5681
C_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 6 6 10 14.40% NSYVAGQYDDAASYQR 105 120 81.6 25.0 81.6 2 0 0 1,807.7881
C_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 6 6 10 14.40% LNSHMNALHLGSQANR 121 136 25.2 27.2 22.1 0 2 0 1,778.8715
C_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 6 6 10 14.40% NIHESCMSQIGWNR 153 166 17.4 25.0 17.4 0 1 0 1,747.7639
C_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 6 6 10 14.40% IFGPIWNR 220 227 49.7 29.8 35.1 1 0 0 1,002.5520
C_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 6 6 10 14.40% GYLDDPTVPR 321 330 35.4 26.7 24.5 2 0 0 1,132.5635
C_15 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 6 6 10 14.40% VGFQYEGTYK 499 508 31.5 26.2 22.7 2 0 0 1,191.5681
D_21 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 3 3 3 6.99% NSYVAGQYDDAASYQR 105 120 75.2 25.0 75.2 1 0 0 1,807.7881
D_21 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 3 3 3 6.99% IIVEKPFGR 167 175 24.3 27.0 18.6 1 0 0 1,058.6358
D_21 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 3 3 3 6.99% GGYFDEFGIIR 247 257 37.0 25.4 33.1 1 0 0 1,273.6213
F_16 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 5 5 9 11.50% LKLEDFFAR 96 104 34.2 25.9 34.2 2 0 0 1,138.6256
F_16 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 5 5 9 11.50% NSYVAGQYDDAASYQR 105 120 91.4 25.0 91.4 2 0 0 1,807.7881
F_16 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 5 5 9 11.50% NIHESCMSQIGWNR 153 166 27.1 25.0 23.6 0 1 0 1,747.7639
F_16 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 5 5 9 11.50% EMVQNLMVLR 206 215 56.5 28.7 37.1 2 0 0 1,232.6490
F_16 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 5 5 9 11.50% VGFQYEGTYK 499 508 41.1 25.9 34.0 2 0 0 1,191.5681
H_13 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 2 3 5 4.85% LKLEDFFAR 96 104 34.1 25.8 26.4 2 0 0 1,138.6256
H_13 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 2 3 5 4.85% NSYVAGQYDDAASYQR 105 120 81.8 25.0 81.8 2 1 0 1,807.7881
H_14 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 4 4 7 8.35% NSYVAGQYDDAASYQR 105 120 103.0 25.0 103.0 2 0 0 1,807.7881
H_14 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 4 4 7 8.35% IIVEKPFGR 167 175 19.8 25.0 14.9 1 0 0 1,058.6358
H_14 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 4 4 7 8.35% IFGPIWNR 220 227 34.2 30.0 21.4 2 0 0 1,002.5520
H_14 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 4 4 7 8.35% VGFQYEGTYK 499 508 32.4 26.5 22.6 2 0 0 1,191.5681
I_13 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 3 4 7 6.41% LKLEDFFAR 96 104 30.0 25.9 26.1 2 0 0 1,138.6256
I_13 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 3 4 7 6.41% NSYVAGQYDDAASYQR 105 120 93.5 25.0 93.5 2 1 0 1,807.7881
I_13 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 3 4 7 6.41% IFGPIWNR 220 227 42.9 30.0 27.0 2 0 0 1,002.5520
J_13 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 4 4 7 8.35% NSYVAGQYDDAASYQR 105 120 77.6 25.0 77.6 2 0 0 1,807.7881
J_13 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 4 4 7 8.35% IIVEKPFGR 167 175 25.2 25.7 17.9 1 0 0 1,058.6358
J_13 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 4 4 7 8.35% IFGPIWNR 220 227 40.8 29.9 19.6 2 0 0 1,002.5520
J_13 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 4 4 7 8.35% VGFQYEGTYK 499 508 32.0 26.9 21.5 2 0 0 1,191.5681
K_13 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 3 3 5 6.41% LKLEDFFAR 96 104 27.4 26.2 22.9 1 0 0 1,138.6256
K_13 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 3 3 5 6.41% NSYVAGQYDDAASYQR 105 120 83.4 25.0 83.4 2 0 0 1,807.7881
K_13 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 3 3 5 6.41% IFGPIWNR 220 227 43.7 30.2 32.1 2 0 0 1,002.5520
L_08 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 2 2 4 5.05% NSYVAGQYDDAASYQR 105 120 83.9 25.0 83.9 2 0 0 1,807.7881
L_08 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 2 2 4 5.05% GYLDDPTVPR 321 330 26.9 27.1 22.5 2 0 0 1,132.5635
L_09 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 4 4 6 9.71% NSYVAGQYDDAASYQR 105 120 106.0 25.0 106.0 2 0 0 1,807.7881
L_09 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 4 4 6 9.71% IFGPIWNR 220 227 32.2 29.9 13.4 1 0 0 1,002.5520
L_09 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 4 4 6 9.71% LQFHDVAGDIFHQQCK 371 386 26.0 26.7 23.8 0 1 0 1,942.9231
L_09 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 4 4 6 9.71% VGFQYEGTYK 499 508 36.1 27.0 25.6 2 0 0 1,191.5681
M_08 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 2 2 3 5.05% NSYVAGQYDDAASYQR 105 120 91.4 25.0 89.0 2 0 0 1,807.7881
M_08 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 2 2 3 5.05% GYLDDPTVPR 321 330 26.3 27.1 14.6 1 0 0 1,132.5635
P_08 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 2 2 3 5.05% NSYVAGQYDDAASYQR 105 120 72.0 25.0 72.0 2 0 0 1,807.7881
P_08 Glucose‐6‐phosphate 1‐dehydrogenase G6PD_HUMAN 59,258 2 2 3 5.05% VGFQYEGTYK 499 508 29.0 27.0 19.7 1 0 0 1,191.5681
A_20 GDH/6PGL endoplasmic bifunctional protein G6PE_HUMAN 88,894 4 5 9 6.32% DIEAQLQHAGLR 123 134 40.5 28.9 36.8 2 1 0 1,350.7126
A_20 GDH/6PGL endoplasmic bifunctional protein G6PE_HUMAN 88,894 4 5 9 6.32% ALDGLWNR 224 231 35.9 27.0 21.6 2 0 0 944.4949
A_20 GDH/6PGL endoplasmic bifunctional protein G6PE_HUMAN 88,894 4 5 9 6.32% GSAVVGQYQSYSEQVR 306 321 73.6 26.0 70.3 2 0 0 1,757.8452
A_20 GDH/6PGL endoplasmic bifunctional protein G6PE_HUMAN 88,894 4 5 9 6.32% LCAEEDQGAQIYAR 662 675 79.8 25.0 67.2 2 0 0 1,623.7433
B_20 GDH/6PGL endoplasmic bifunctional protein G6PE_HUMAN 88,894 3 3 6 4.30% QAVAQILPFR 209 218 42.3 27.0 29.3 2 0 0 1,142.6681
B_20 GDH/6PGL endoplasmic bifunctional protein G6PE_HUMAN 88,894 3 3 6 4.30% ALDGLWNR 224 231 38.9 27.0 22.5 2 0 0 944.4949
B_20 GDH/6PGL endoplasmic bifunctional protein G6PE_HUMAN 88,894 3 3 6 4.30% GSAVVGQYQSYSEQVR 306 321 76.6 26.3 75.6 2 0 0 1,757.8452
H_17 GDH/6PGL endoplasmic bifunctional protein G6PE_HUMAN 88,894 2 2 3 2.65% QAVAQILPFR 209 218 18.9 26.5 15.4 1 0 0 1,142.6681
H_17 GDH/6PGL endoplasmic bifunctional protein G6PE_HUMAN 88,894 2 2 3 2.65% LANDIEATAVR 567 577 60.1 27.5 49.9 2 0 0 1,172.6270
A_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 11 20 16.50% NLVTEDVMR 58 66 42.9 27.1 33.6 2 0 0 1,092.5355
A_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 11 20 16.50% SNTPILVDGK 107 116 32.6 27.0 24.0 3 0 0 1,043.5733
A_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 11 20 16.50% SNTPILVDGKDVMPEVNK 107 124 51.5 28.2 48.6 2 1 0 1,972.0059
A_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 11 20 16.50% TLAQLNPESSLFIIASK 195 211 49.7 25.2 49.7 2 0 0 1,832.0165
A_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 11 20 16.50% TFTTQETITNAETAK 212 226 108.0 27.1 98.0 2 1 0 1,655.8124
A_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 11 20 16.50% DPSAVAKHFVALSTNTTK 235 252 34.9 27.4 28.5 0 1 0 1,886.9971
A_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 11 20 16.50% HFVALSTNTTK 242 252 30.8 28.5 27.4 2 0 0 1,218.6477
A_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 11 20 16.50% FAAYFQQGDMESNGK 348 362 79.0 25.0 79.0 4 0 0 1,692.7323
A_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 7 8.78% TFTTQETITNAETAK 212 226 108.0 27.0 95.5 2 0 0 1,655.8124
A_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 7 8.78% EWFLQAAK 227 234 25.5 27.4 12.3 1 0 0 992.5200
A_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 7 8.78% HFVALSTNTTK 242 252 24.5 28.1 20.9 2 0 0 1,218.6477
A_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 7 8.78% FAAYFQQGDMESNGK 348 362 51.1 25.0 51.1 2 0 0 1,708.7273
B_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 9 12 22 18.60% NLVTEDVMR 58 66 46.8 27.1 36.8 2 0 0 1,092.5355
B_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 9 12 22 18.60% SNTPILVDGK 107 116 42.6 27.0 32.1 2 0 0 1,043.5733
B_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 9 12 22 18.60% SNTPILVDGKDVMPEVNK 107 124 72.5 28.1 71.1 2 1 0 1,972.0059
B_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 9 12 22 18.60% VWYVSNIDGTHIAK 181 194 74.2 28.1 68.4 2 1 0 1,602.8275
B_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 9 12 22 18.60% TFTTQETITNAETAK 212 226 115.0 26.9 107.0 2 0 0 1,655.8124
B_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 9 12 22 18.60% DPSAVAKHFVALSTNTTK 235 252 31.5 27.4 21.6 0 2 0 1,886.9971
B_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 9 12 22 18.60% HFVALSTNTTK 242 252 31.1 28.5 26.5 2 0 0 1,218.6477
B_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 9 12 22 18.60% FAAYFQQGDMESNGK 348 362 88.3 25.0 88.3 4 0 0 1,708.7273
B_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 9 12 22 18.60% VFEGNRPTNSIVFTK 467 481 35.9 28.1 28.6 0 2 0 1,708.9017



B_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 6 11 14.30% NLVTEDVMR 58 66 30.0 27.1 21.4 2 0 0 1,092.5355
B_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 6 11 14.30% SNTPILVDGKDVMPEVNK 107 124 41.5 28.2 39.5 0 2 0 1,972.0059
B_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 6 11 14.30% TFTTQETITNAETAK 212 226 96.6 27.0 88.6 2 0 0 1,655.8124
B_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 6 11 14.30% EWFLQAAK 227 234 28.8 27.2 4.8 2 0 0 992.5200
B_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 6 11 14.30% FAAYFQQGDMESNGK 348 362 73.9 25.0 73.4 2 0 0 1,708.7273
B_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 6 11 14.30% VFEGNRPTNSIVFTK 467 481 28.6 28.0 20.9 0 1 0 1,708.9017
C_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 10 13 22 21.70% NLVTEDVMR 58 66 41.2 27.0 27.2 2 0 0 1,092.5355
C_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 10 13 22 21.70% SNTPILVDGK 107 116 28.1 26.9 23.2 1 0 0 1,043.5733
C_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 10 13 22 21.70% SNTPILVDGKDVMPEVNK 107 124 68.3 28.0 66.7 2 2 0 1,972.0059
C_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 10 13 22 21.70% VWYVSNIDGTHIAK 181 194 18.9 27.8 8.6 0 1 0 1,602.8275
C_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 10 13 22 21.70% TLAQLNPESSLFIIASK 195 211 60.0 25.2 55.0 2 0 0 1,832.0165
C_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 10 13 22 21.70% TFTTQETITNAETAK 212 226 108.0 27.4 99.6 2 2 0 1,655.8124
C_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 10 13 22 21.70% DPSAVAKHFVALSTNTTK 235 252 25.2 27.5 23.8 0 1 0 1,886.9971
C_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 10 13 22 21.70% HFVALSTNTTK 242 252 43.1 28.4 34.4 2 0 0 1,218.6477
C_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 10 13 22 21.70% FAAYFQQGDMESNGK 348 362 80.6 25.0 80.6 4 0 0 1,692.7323
C_15 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 10 13 22 21.70% VFEGNRPTNSIVFTK 467 481 23.2 28.3 13.2 0 1 0 1,708.9017
C_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 6 10.60% SNTPILVDGKDVMPEVNK 107 124 30.0 28.1 26.0 0 1 0 1,972.0059
C_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 6 10.60% HFVALSTNTTK 242 252 33.7 29.0 30.0 2 0 0 1,218.6477
C_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 6 10.60% FAAYFQQGDMESNGK 348 362 66.5 25.0 66.5 2 0 0 1,708.7273
C_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 6 10.60% VFEGNRPTNSIVFTK 467 481 27.1 28.2 19.3 0 1 0 1,708.9017
D_21 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 18 18.60% NLVTEDVMR 58 66 37.4 27.0 34.0 2 0 0 1,092.5355
D_21 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 18 18.60% VWYVSNIDGTHIAK 181 194 41.8 27.9 41.8 2 2 0 1,602.8275
D_21 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 18 18.60% TLAQLNPESSLFIIASK 195 211 93.2 26.2 93.2 2 0 0 1,832.0165
D_21 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 18 18.60% TFTTQETITNAETAK 212 226 93.0 27.5 90.2 2 0 0 1,655.8124
D_21 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 18 18.60% EWFLQAAK 227 234 38.0 28.0 25.1 2 0 0 992.5200
D_21 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 18 18.60% HFVALSTNTTK 242 252 38.3 29.1 32.1 2 0 0 1,218.6477
D_21 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 18 18.60% FAAYFQQGDMESNGK 348 362 45.5 25.0 42.3 2 0 0 1,708.7273
D_21 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 18 18.60% VFEGNRPTNSIVFTK 467 481 33.7 28.0 25.4 2 0 0 1,708.9017
D_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 12 15 24 27.60% NLVTEDVMR 58 66 36.5 27.0 24.0 2 0 0 1,092.5355
D_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 12 15 24 27.60% SNTPILVDGK 107 116 20.7 26.9 8.2 1 0 0 1,043.5733
D_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 12 15 24 27.60% SNTPILVDGKDVMPEVNK 107 124 24.5 28.1 16.5 0 1 0 1,972.0059
D_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 12 15 24 27.60% VWYVSNIDGTHIAK 181 194 39.1 27.6 39.1 2 2 0 1,602.8275
D_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 12 15 24 27.60% TLAQLNPESSLFIIASK 195 211 102.0 26.2 101.0 2 0 0 1,832.0165
D_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 12 15 24 27.60% TFTTQETITNAETAK 212 226 93.8 27.4 85.3 2 0 0 1,655.8124
D_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 12 15 24 27.60% EWFLQAAK 227 234 19.8 28.0 9.8 2 0 0 992.5200
D_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 12 15 24 27.60% HFVALSTNTTK 242 252 42.5 28.8 36.3 2 0 0 1,218.6477
D_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 12 15 24 27.60% FAAYFQQGDMESNGK 348 362 59.3 25.0 59.3 4 0 0 1,692.7323
D_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 12 15 24 27.60% MIPCDFLIPVQTQHPIR 401 417 32.3 27.8 28.5 0 1 0 2,081.0674
D_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 12 15 24 27.60% ILLANFLAQTEALMR 424 438 84.9 26.7 75.3 1 1 0 1,719.9464
D_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 12 15 24 27.60% VFEGNRPTNSIVFTK 467 481 26.3 28.1 19.6 0 1 0 1,708.9017
E_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 15 17.90% NLVTEDVMR 58 66 35.8 27.2 32.7 2 0 0 1,092.5355
E_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 15 17.90% SNTPILVDGK 107 116 27.5 28.1 16.2 2 0 0 1,043.5733
E_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 15 17.90% SNTPILVDGKDVMPEVNK 107 124 31.6 27.9 28.0 0 1 0 1,972.0059
E_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 15 17.90% TLAQLNPESSLFIIASK 195 211 74.4 26.2 74.4 2 0 0 1,832.0165
E_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 15 17.90% TFTTQETITNAETAK 212 226 77.1 27.0 65.9 2 0 0 1,655.8124
E_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 15 17.90% HFVALSTNTTK 242 252 34.8 28.5 33.6 2 0 0 1,218.6477
E_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 15 17.90% FAAYFQQGDMESNGK 348 362 44.4 25.0 44.4 3 0 0 1,708.7273
E_22 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 8 9 15 17.90% VFEGNRPTNSIVFTK 467 481 25.2 28.2 21.9 1 0 0 1,708.9017
F_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 9 15 14.20% NLVTEDVMR 58 66 49.2 26.6 39.2 2 0 0 1,092.5355
F_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 9 15 14.20% SNTPILVDGKDVMPEVNK 107 124 26.8 28.1 23.0 0 1 0 1,972.0059
F_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 9 15 14.20% VWYVSNIDGTHIAK 181 194 59.2 28.1 53.7 1 2 0 1,602.8275
F_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 9 15 14.20% TFTTQETITNAETAK 212 226 96.8 27.0 88.0 2 2 0 1,655.8124
F_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 9 15 14.20% EWFLQAAK 227 234 41.8 27.4 17.2 1 0 0 992.5200
F_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 9 15 14.20% FAAYFQQGDMESNGK 348 362 78.7 25.0 78.7 4 0 0 1,692.7323
G_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 5 7 11 10.20% NLVTEDVMR 58 66 55.0 27.4 46.8 2 0 0 1,092.5355
G_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 5 7 11 10.20% SNTPILVDGK 107 116 27.4 28.3 20.3 1 0 0 1,043.5733
G_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 5 7 11 10.20% TFTTQETITNAETAK 212 226 92.5 27.1 86.2 2 2 0 1,655.8124
G_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 5 7 11 10.20% EWFLQAAK 227 234 26.7 27.6 9.5 1 0 0 992.5200
G_16 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 5 7 11 10.20% FAAYFQQGDMESNGK 348 362 62.3 25.0 62.3 3 0 0 1,708.7273
H_13 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 2 3 5 5.38% TFTTQETITNAETAK 212 226 100.0 27.2 88.9 2 0 0 1,655.8124
H_13 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 2 3 5 5.38% VFEGNRPTNSIVFTK 467 481 42.3 28.0 28.6 2 1 0 1,708.9017
H_14 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 3 3 5 6.81% TFTTQETITNAETAK 212 226 96.9 27.0 91.9 2 0 0 1,655.8124
H_14 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 3 3 5 6.81% EWFLQAAK 227 234 40.0 27.4 22.8 1 0 0 992.5200
H_14 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 3 3 5 6.81% VFEGNRPTNSIVFTK 467 481 48.0 28.0 40.5 2 0 0 1,708.9017
I_13 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 2 2 3 5.38% TFTTQETITNAETAK 212 226 87.1 27.0 83.5 2 0 0 1,655.8124
I_13 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 2 2 3 5.38% FAAYFQQGDMESNGK 348 362 47.7 25.0 47.7 1 0 0 1,692.7323
J_13 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 2 2 3 5.38% TFTTQETITNAETAK 212 226 59.4 27.1 49.5 2 0 0 1,655.8124
J_13 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 2 2 3 5.38% VFEGNRPTNSIVFTK 467 481 35.2 27.6 24.9 1 0 0 1,708.9017
K_13 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 2 2 3 5.38% TFTTQETITNAETAK 212 226 80.4 27.0 72.2 1 0 0 1,655.8124
K_13 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 2 2 3 5.38% VFEGNRPTNSIVFTK 467 481 39.9 28.1 30.3 2 0 0 1,708.9017
L_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 7 8 15 15.80% NLVTEDVMR 58 66 43.4 27.4 31.8 2 0 0 1,092.5355
L_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 7 8 15 15.80% SNTPILVDGK 107 116 40.6 28.2 29.0 2 0 0 1,043.5733
L_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 7 8 15 15.80% VWYVSNIDGTHIAK 181 194 60.5 28.2 58.5 2 2 0 1,602.8275
L_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 7 8 15 15.80% TFTTQETITNAETAK 212 226 95.3 27.0 95.3 2 0 0 1,655.8124
L_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 7 8 15 15.80% HFVALSTNTTK 242 252 42.5 29.0 34.7 2 0 0 1,218.6477
L_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 7 8 15 15.80% FAAYFQQGDMESNGK 348 362 67.6 25.0 67.6 2 0 0 1,708.7273
L_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 7 8 15 15.80% ELQAAGKSPEDLER 448 461 32.0 27.6 27.9 1 0 0 1,542.7760
L_10 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 6 10.00% TFTTQETITNAETAK 212 226 87.4 27.0 76.4 2 0 0 1,655.8124
L_10 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 6 10.00% HFVALSTNTTK 242 252 36.5 28.7 34.4 2 0 0 1,218.6477
L_10 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 6 10.00% FAAYFQQGDMESNGK 348 362 71.1 25.0 71.1 1 0 0 1,708.7273
L_10 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 6 10.00% VFEGNRPTNSIVFTK 467 481 27.9 27.9 19.5 0 1 0 1,708.9017
M_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 3 3 5 6.99% NLVTEDVMR 58 66 26.9 27.6 20.8 2 0 0 1,092.5355
M_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 3 3 5 6.99% TFTTQETITNAETAK 212 226 80.2 27.2 76.7 2 0 0 1,655.8124
M_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 3 3 5 6.99% FAAYFQQGDMESNGK 348 362 23.0 25.0 23.0 1 0 0 1,708.7273
N_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 6 12 13.40% NLVTEDVMR 58 66 31.4 27.6 26.8 2 0 0 1,092.5355
N_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 6 12 13.40% SNTPILVDGK 107 116 41.0 27.8 35.3 2 0 0 1,043.5733
N_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 6 12 13.40% TFTTQETITNAETAK 212 226 78.0 27.1 77.9 2 0 0 1,655.8124
N_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 6 12 13.40% HFVALSTNTTK 242 252 38.5 29.0 31.7 2 0 0 1,218.6477
N_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 6 12 13.40% FAAYFQQGDMESNGK 348 362 51.5 25.0 51.5 2 0 0 1,708.7273
N_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 6 6 12 13.40% VFEGNRPTNSIVFTK 467 481 24.9 27.9 20.5 0 2 0 1,708.9017
O_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 7 8.96% NLVTEDVMR 58 66 36.4 27.4 33.6 2 0 0 1,092.5355
O_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 7 8.96% TFTTQETITNAETAK 212 226 81.7 27.2 74.7 2 0 0 1,655.8124
O_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 7 8.96% HFVALSTNTTK 242 252 29.4 28.7 29.4 1 0 0 1,218.6477
O_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 7 8.96% FAAYFQQGDMESNGK 348 362 53.8 25.0 50.7 2 0 0 1,708.7273
P_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 5 10 9.86% VWYVSNIDGTHIAK 181 194 57.9 28.5 54.9 2 2 0 1,602.8275
P_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 5 10 9.86% TFTTQETITNAETAK 212 226 98.2 27.1 88.7 2 0 0 1,655.8124
P_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 5 10 9.86% HFVALSTNTTK 242 252 30.5 29.0 27.5 2 0 0 1,218.6477
P_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 5 10 9.86% FAAYFQQGDMESNGK 348 362 50.0 25.0 46.0 2 0 0 1,708.7273
Q_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 7 9.68% NLVTEDVMR 58 66 44.2 27.6 34.5 2 0 0 1,092.5355
Q_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 7 9.68% TFTTQETITNAETAK 212 226 96.7 27.1 90.1 2 0 0 1,655.8124
Q_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 7 9.68% FAAYFQQGDMESNGK 348 362 66.9 25.0 64.3 2 0 0 1,708.7273
Q_09 Glucose‐6‐phosphate isomerase G6PI_HUMAN 63,149 4 4 7 9.68% VFEGNRPTNSIVFTK 467 481 28.4 27.7 25.3 0 1 0 1,708.9017
A_11 UDP‐glucose 4‐epimerase GALE_HUMAN 38,282 2 2 4 6.32% AVGESVQKPLDYYR 93 106 29.7 28.0 23.4 0 2 0 1,624.8330
A_11 UDP‐glucose 4‐epimerase GALE_HUMAN 38,282 2 2 4 6.32% TWNAVLLR 177 184 51.1 27.5 16.5 2 0 0 972.5625
B_11 UDP‐glucose 4‐epimerase GALE_HUMAN 38,282 2 2 4 6.90% AVGESVQKPLDYYR 93 106 24.1 27.9 18.4 0 2 0 1,624.8330
B_11 UDP‐glucose 4‐epimerase GALE_HUMAN 38,282 2 2 4 6.90% DYIHVVDLAK 240 249 47.1 27.5 34.6 2 0 0 1,172.6311
A_12 Galactokinase GALK1_HUMAN 42,272 2 2 4 5.87% QPQVAELLAEAR 6 17 46.9 26.7 33.2 2 0 0 1,324.7220
A_12 Galactokinase GALK1_HUMAN 42,272 2 2 4 5.87% EVQLEELEAAR 257 267 67.2 28.0 51.7 2 0 0 1,286.6587
B_12 Galactokinase GALK1_HUMAN 42,272 3 3 6 8.93% SLETSLVPLSDPK 205 217 49.0 27.7 33.6 2 0 0 1,385.7524
B_12 Galactokinase GALK1_HUMAN 42,272 3 3 6 8.93% LAVLITNSNVR 218 228 28.7 26.6 12.9 2 0 0 1,199.7106
B_12 Galactokinase GALK1_HUMAN 42,272 3 3 6 8.93% EVQLEELEAAR 257 267 58.8 27.8 38.5 2 0 0 1,286.6587
C_11 Galactokinase GALK1_HUMAN 42,272 3 3 5 8.93% SLETSLVPLSDPK 205 217 54.3 28.2 45.6 2 0 0 1,385.7524



C_11 Galactokinase GALK1_HUMAN 42,272 3 3 5 8.93% LAVLITNSNVR 218 228 30.9 26.5 10.2 1 0 0 1,199.7106
C_11 Galactokinase GALK1_HUMAN 42,272 3 3 5 8.93% EVQLEELEAAR 257 267 70.1 27.3 64.0 2 0 0 1,286.6587
C_12 Galactokinase GALK1_HUMAN 42,272 3 3 5 9.18% QPQVAELLAEAR 6 17 42.0 26.3 25.1 2 0 0 1,324.7220
C_12 Galactokinase GALK1_HUMAN 42,272 3 3 5 9.18% SLETSLVPLSDPK 205 217 51.4 28.2 44.1 1 0 0 1,385.7524
C_12 Galactokinase GALK1_HUMAN 42,272 3 3 5 9.18% EVQLEELEAAR 257 267 67.4 27.3 59.1 2 0 0 1,286.6587
H_10 Galactokinase GALK1_HUMAN 42,272 3 3 4 9.18% QPQVAELLAEAR 6 17 19.6 26.6 11.0 1 0 0 1,324.7220
H_10 Galactokinase GALK1_HUMAN 42,272 3 3 4 9.18% SLETSLVPLSDPK 205 217 47.7 27.7 34.4 1 0 0 1,385.7524
H_10 Galactokinase GALK1_HUMAN 42,272 3 3 4 9.18% EVQLEELEAAR 257 267 61.6 27.8 49.8 2 0 0 1,286.6587
I_10 Galactokinase GALK1_HUMAN 42,272 2 2 4 6.12% SLETSLVPLSDPK 205 217 49.3 27.7 45.2 2 0 0 1,385.7524
I_10 Galactokinase GALK1_HUMAN 42,272 2 2 4 6.12% EVQLEELEAAR 257 267 45.9 27.8 40.3 2 0 0 1,286.6587
K_10 Galactokinase GALK1_HUMAN 42,272 2 2 3 6.38% QPQVAELLAEAR 6 17 22.7 26.8 16.6 1 0 0 1,324.7220
K_10 Galactokinase GALK1_HUMAN 42,272 2 2 3 6.38% SLETSLVPLSDPK 205 217 43.1 27.8 38.9 2 0 0 1,385.7524
O_07 Galactokinase GALK1_HUMAN 42,272 2 2 2 6.12% SLETSLVPLSDPK 205 217 24.9 27.7 19.0 1 0 0 1,385.7524
O_07 Galactokinase GALK1_HUMAN 42,272 2 2 2 6.12% EVQLEELEAAR 257 267 42.8 27.9 27.4 1 0 0 1,286.6587
F_13 Aldose 1‐epimerase GALM_HUMAN 37,765 3 3 5 10.20% AVFGELPSGGGTVEK 7 21 56.9 28.2 35.6 2 0 0 1,447.7429
F_13 Aldose 1‐epimerase GALM_HUMAN 37,765 3 3 5 10.20% QPYFGAVIGR 69 78 28.0 27.6 11.6 1 0 0 1,107.5946
F_13 Aldose 1‐epimerase GALM_HUMAN 37,765 3 3 5 10.20% VLSNGVQFSR 122 131 36.8 27.9 36.7 2 0 0 1,106.5952
C_17 Polypeptide N‐acetylgalactosaminyltransferase 1 GALT1_HUMAN 64,220 2 2 4 4.65% TPTMAGGLFSIDR 288 300 34.5 27.2 28.5 2 0 0 1,381.6783
C_17 Polypeptide N‐acetylgalactosaminyltransferase 1 GALT1_HUMAN 64,220 2 2 4 4.65% NVETNQCLDNMAR 436 448 56.8 25.0 49.2 2 0 0 1,580.6792
G_16 Polypeptide N‐acetylgalactosaminyltransferase 1 GALT1_HUMAN 64,220 4 4 7 7.51% NVETNQCLDNMAR 436 448 72.8 25.0 66.4 2 0 0 1,564.6843
G_16 Polypeptide N‐acetylgalactosaminyltransferase 1 GALT1_HUMAN 64,220 4 4 7 7.51% TDDLCLDVSK 478 487 61.0 26.3 52.7 2 0 0 1,165.5408
G_16 Polypeptide N‐acetylgalactosaminyltransferase 1 GALT1_HUMAN 64,220 4 4 7 7.51% ATEEDSQVPSIR 527 538 26.0 25.6 16.2 2 0 0 1,331.6438
G_16 Polypeptide N‐acetylgalactosaminyltransferase 1 GALT1_HUMAN 64,220 4 4 7 7.51% SQQWLLR 545 551 35.8 29.4 20.1 1 0 0 930.5156
I_14 Polypeptide N‐acetylgalactosaminyltransferase 1 GALT1_HUMAN 64,220 2 2 2 3.04% TDDLCLDVSK 478 487 37.4 26.3 23.0 1 0 0 1,165.5408
I_14 Polypeptide N‐acetylgalactosaminyltransferase 1 GALT1_HUMAN 64,220 2 2 2 3.04% SQQWLLR 545 551 28.7 27.9 18.1 1 0 0 930.5156
B_16 Polypeptide N‐acetylgalactosaminyltransferase 2 GALT2_HUMAN 64,733 2 2 2 3.15% FYFEELGK 316 323 19.1 26.7 4.6 1 0 0 1,032.5037
B_16 Polypeptide N‐acetylgalactosaminyltransferase 2 GALT2_HUMAN 64,733 2 2 2 3.15% AAEVWMDEYK 384 393 25.5 25.0 25.5 1 0 0 1,257.5457
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% VPDVLVADPPIAR 115 127 61.1 25.0 58.1 2 0 0 1,361.7789
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% DENSVELTMAEGPYK 134 148 98.4 25.0 95.4 4 1 0 1,698.7529
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% GLLEFEHQR 174 182 42.0 27.3 24.9 2 0 0 1,128.5797
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% VSQGSKDPAEGDGAQPEETPR 186 206 60.8 25.0 60.8 2 2 0 2,154.9901
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% DPAEGDGAQPEETPR 192 206 74.5 25.0 73.4 2 0 0 1,568.6826
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% AEKDEPGAWEETFK 218 231 62.5 25.0 59.0 2 2 0 1,636.7491
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% DEPGAWEETFK 221 231 24.2 25.0 22.5 1 0 0 1,308.5744
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% LKVTEGGEPYR 268 278 42.2 27.8 42.2 2 0 0 1,248.6584
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% MMDYLQGSGETPQTDVR 338 354 84.8 25.0 84.8 2 0 0 1,959.8426
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% YFTWDPSR 438 445 30.4 25.0 23.2 2 0 0 1,071.4894
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% KLVAIVDPHIK 462 472 35.3 25.0 16.5 2 0 0 1,232.7727
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% LVAIVDPHIK 463 472 58.0 25.0 54.9 2 0 0 1,104.6777
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% VVIIGAGKPAAVVLQTK 892 908 74.0 25.0 68.7 2 0 0 1,664.0471
A_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 14 18 34 16.00% LSFQHDPETSVLVLR 915 929 43.7 27.5 35.0 0 2 0 1,740.9280
A_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 10 11 20 12.90% VPDVLVADPPIAR 115 127 49.9 25.0 39.4 2 0 0 1,361.7789
A_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 10 11 20 12.90% DENSVELTMAEGPYK 134 148 82.4 25.0 78.8 2 0 0 1,698.7529
A_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 10 11 20 12.90% SLLLSVNAR 165 173 34.2 27.1 17.6 2 0 0 972.5836
A_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 10 11 20 12.90% GLLEFEHQR 174 182 45.0 27.4 24.8 2 0 0 1,128.5797
A_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 10 11 20 12.90% VSQGSKDPAEGDGAQPEETPR 186 206 42.7 25.4 38.0 0 1 0 2,154.9901
A_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 10 11 20 12.90% DPAEGDGAQPEETPR 192 206 30.8 25.0 30.8 1 0 0 1,568.6826
A_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 10 11 20 12.90% LKVTEGGEPYR 268 278 34.3 28.5 25.7 2 0 0 1,248.6584
A_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 10 11 20 12.90% MMDYLQGSGETPQTDVR 338 354 55.2 25.0 55.2 2 2 0 1,959.8426
A_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 10 11 20 12.90% LVAIVDPHIK 463 472 42.9 25.0 42.9 2 0 0 1,104.6777
A_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 10 11 20 12.90% VVIIGAGKPAAVVLQTK 892 908 54.7 25.0 54.7 2 0 0 1,664.0471
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% YRVPDVLVADPPIAR 113 127 24.7 25.1 15.2 0 1 0 1,680.9433
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% VPDVLVADPPIAR 115 127 41.0 25.0 37.3 2 0 0 1,361.7789
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% DENSVELTMAEGPYK 134 148 84.4 25.0 81.4 4 0 0 1,698.7529
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% GLLEFEHQR 174 182 38.7 26.8 29.6 2 0 0 1,128.5797
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% VSQGSKDPAEGDGAQPEETPR 186 206 37.7 25.4 27.0 0 2 0 2,154.9901
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% DPAEGDGAQPEETPR 192 206 45.9 25.0 45.9 2 0 0 1,568.6826
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% AEKDEPGAWEETFK 218 231 65.6 25.0 55.7 2 2 0 1,636.7491
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% MMDYLQGSGETPQTDVR 338 354 71.6 25.0 71.6 2 2 0 1,959.8426
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% YFTWDPSR 438 445 23.7 25.0 17.0 2 0 0 1,071.4894
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% LVAIVDPHIK 463 472 47.1 25.0 47.1 2 0 0 1,104.6777
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% NPEPELLVR 654 662 31.3 25.6 26.2 2 0 0 1,066.5892
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% VVIIGAGKPAAVVLQTK 892 908 49.1 25.0 49.1 2 0 0 1,664.0471
B_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 16 31 15.90% LSFQHDPETSVLVLR 915 929 48.9 27.8 38.5 0 2 0 1,740.9280
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% YRVPDVLVADPPIAR 113 127 20.7 25.0 20.2 0 2 0 1,680.9433
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% VPDVLVADPPIAR 115 127 40.7 25.0 30.9 2 0 0 1,361.7789
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% DENSVELTMAEGPYK 134 148 98.7 25.0 87.8 2 2 0 1,698.7529
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% VSQGSKDPAEGDGAQPEETPR 186 206 46.8 25.4 38.7 0 2 0 2,154.9901
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% AEKDEPGAWEETFK 218 231 51.7 25.0 51.7 2 0 0 1,636.7491
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% LKVTEGGEPYR 268 278 25.0 28.5 22.4 1 0 0 1,248.6584
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% MMDYLQGSGETPQTDVR 338 354 76.6 25.0 76.6 2 2 0 1,959.8426
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% YFTWDPSR 438 445 34.0 25.0 27.1 2 0 0 1,071.4894
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% LVAIVDPHIK 463 472 51.8 25.0 51.8 2 0 0 1,104.6777
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% DAQHYGGWEHR 559 569 17.6 25.0 16.2 0 1 0 1,355.5876
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% NPEPELLVR 654 662 25.9 25.6 16.4 1 0 0 1,066.5892
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% VVIIGAGKPAAVVLQTK 892 908 73.9 25.0 73.9 2 0 0 1,664.0471
B_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 13 15 27 17.30% LSFQHDPETSVLVLR 915 929 64.6 27.4 51.1 0 2 0 1,740.9280
C_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 6 7 10 10.40% VPDVLVADPPIAR 115 127 32.2 25.0 30.7 1 0 0 1,361.7789
C_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 6 7 10 10.40% DENSVELTMAEGPYK 134 148 49.1 25.0 49.1 1 0 0 1,698.7529
C_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 6 7 10 10.40% VSQGSKDPAEGDGAQPEETPR 186 206 34.1 25.0 29.3 0 1 0 2,154.9901
C_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 6 7 10 10.40% MMDYLQGSGETPQTDVR 338 354 55.3 25.0 55.3 1 0 0 1,959.8426
C_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 6 7 10 10.40% VVIIGAGKPAAVVLQTK 892 908 54.1 25.0 54.1 2 2 0 1,664.0471
C_21 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 6 7 10 10.40% LSFQHDPETSVLVLR 915 929 19.1 27.6 13.6 0 2 0 1,740.9280
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% SIRPGLSPYR 52 61 26.7 27.7 19.4 1 0 0 1,145.6426
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% FRIDELEPR 101 109 34.9 28.3 21.9 2 0 0 1,174.6216
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% VPDVLVADPPIAR 115 127 41.7 25.0 38.0 2 0 0 1,361.7789
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% DENSVELTMAEGPYK 134 148 68.2 25.0 65.2 2 0 0 1,698.7529
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% IILTARPFR 149 157 21.6 25.0 15.9 2 0 0 1,086.6783
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% SLLLSVNAR 165 173 52.6 27.1 40.8 2 0 0 972.5836
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% GLLEFEHQR 174 182 35.5 27.3 17.0 2 0 0 1,128.5797
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% VSQGSKDPAEGDGAQPEETPR 186 206 39.6 25.0 37.9 0 2 0 2,154.9901
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% AEKDEPGAWEETFK 218 231 50.8 25.0 44.7 2 1 0 1,636.7491
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% DEPGAWEETFK 221 231 19.9 25.0 16.7 1 0 0 1,308.5744
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% LKVTEGGEPYR 268 278 27.8 28.5 27.8 2 0 0 1,248.6584
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% MMDYLQGSGETPQTDVR 338 354 86.9 25.0 86.9 2 2 0 1,959.8426
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% YFTWDPSR 438 445 24.2 25.0 19.1 1 0 0 1,071.4894
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% KLVAIVDPHIK 462 472 42.8 25.0 41.2 2 0 0 1,232.7727
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% VDSGYRVHEELR 473 484 21.1 27.5 14.3 0 1 0 1,459.7288
C_22 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 16 18 31 19.60% VVIIGAGKPAAVVLQTK 892 908 45.8 25.0 43.1 2 0 0 1,664.0471
D_27 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 3 3 5 3.39% YFTWDPSR 438 445 23.6 25.0 15.7 2 0 0 1,071.4894
D_27 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 3 3 5 3.39% NPEPELLVR 654 662 28.8 26.9 23.3 2 0 0 1,066.5892
D_27 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 3 3 5 3.39% LSFQHDPETSVLVLR 915 929 34.6 27.5 29.4 0 1 0 1,740.9280
H_19 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 13 9.00% VPDVLVADPPIAR 115 127 56.7 25.0 53.1 2 0 0 1,361.7789
H_19 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 13 9.00% SLLLSVNAR 165 173 37.2 26.5 26.8 2 0 0 972.5836
H_19 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 13 9.00% GLLEFEHQR 174 182 44.2 26.8 34.0 2 0 0 1,128.5797
H_19 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 13 9.00% AEKDEPGAWEETFK 218 231 41.4 25.0 41.0 2 0 0 1,636.7491
H_19 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 13 9.00% DEPGAWEETFK 221 231 22.1 25.0 12.4 1 0 0 1,308.5744
H_19 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 13 9.00% YFTWDPSR 438 445 29.9 25.0 25.4 1 0 0 1,071.4894
H_19 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 13 9.00% VVIIGAGKPAAVVLQTK 892 908 43.3 25.0 40.5 2 0 0 1,664.0471
H_19 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 13 9.00% LSFQHDPETSVLVLR 915 929 23.7 27.8 14.8 0 1 0 1,740.9280
I_18 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 14 9.22% FRIDELEPR 101 109 42.5 28.8 27.0 2 0 0 1,174.6216
I_18 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 14 9.22% VPDVLVADPPIAR 115 127 61.0 25.0 50.2 1 0 0 1,361.7789



I_18 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 14 9.22% GLLEFEHQR 174 182 21.6 26.6 15.8 2 0 0 1,128.5797
I_18 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 14 9.22% AEKDEPGAWEETFK 218 231 32.1 25.0 26.3 2 0 0 1,636.7491
I_18 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 14 9.22% DEPGAWEETFK 221 231 31.3 25.0 21.8 2 0 0 1,308.5744
I_18 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 14 9.22% LVAIVDPHIK 463 472 45.9 25.0 45.0 2 0 0 1,104.6777
I_18 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 14 9.22% VVIIGAGKPAAVVLQTK 892 908 38.6 25.0 36.1 1 0 0 1,664.0471
I_18 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 8 8 14 9.22% LSFQHDPETSVLVLR 915 929 32.5 27.8 21.2 0 2 0 1,740.9280
K_18 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 4 4 6 5.19% FRIDELEPR 101 109 29.6 29.1 8.6 1 0 0 1,174.6216
K_18 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 4 4 6 5.19% SLLLSVNAR 165 173 35.5 27.6 23.4 2 0 0 972.5836
K_18 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 4 4 6 5.19% AEKDEPGAWEETFK 218 231 19.9 25.0 19.7 1 0 0 1,636.7491
K_18 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 4 4 6 5.19% VVIIGAGKPAAVVLQTK 892 908 45.4 25.0 45.4 0 2 0 1,664.0471
L_13 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 2 2 2 2.54% YRVPDVLVADPPIAR 113 127 25.8 25.0 24.5 0 1 0 1,680.9433
L_13 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 2 2 2 2.54% SLLLSVNAR 165 173 25.7 27.5 15.5 1 0 0 972.5836
M_13 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 4 4 6 5.30% SLLLSVNAR 165 173 36.0 27.6 24.7 2 0 0 972.5836
M_13 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 4 4 6 5.30% GLLEFEHQR 174 182 29.4 26.6 19.9 1 0 0 1,128.5797
M_13 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 4 4 6 5.30% VVIIGAGKPAAVVLQTK 892 908 43.0 25.0 40.0 1 0 0 1,664.0471
M_13 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 4 4 6 5.30% LSFQHDPETSVLVLR 915 929 32.5 27.3 29.4 0 2 0 1,740.9280
N_13 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 2 2 2 2.75% SLLLSVNAR 165 173 39.6 27.5 18.8 1 0 0 972.5836
N_13 Neutral alpha‐glucosidase AB GANAB_HUMAN 106,876 2 2 2 2.75% VVIIGAGKPAAVVLQTK 892 908 27.3 25.0 27.3 1 0 0 1,664.0471
C_16 Growth arrest‐specific protein 6 GAS6_HUMAN 79,676 2 2 4 2.77% LVAEFDFR 362 369 45.8 26.7 35.2 2 0 0 996.5149
C_16 Growth arrest‐specific protein 6 GAS6_HUMAN 79,676 2 2 4 2.77% IAVAGDLFQPER 446 457 42.6 28.0 40.7 2 0 0 1,315.7006
C_17 Growth arrest‐specific protein 6 GAS6_HUMAN 79,676 4 4 8 5.96% LVAEFDFR 362 369 44.7 26.7 38.3 2 0 0 996.5149
C_17 Growth arrest‐specific protein 6 GAS6_HUMAN 79,676 4 4 8 5.96% IAVAGDLFQPER 446 457 60.7 28.0 51.8 2 0 0 1,315.7006
C_17 Growth arrest‐specific protein 6 GAS6_HUMAN 79,676 4 4 8 5.96% GQSEVSAAQLQER 638 650 60.4 27.0 41.3 2 0 0 1,402.6921
C_17 Growth arrest‐specific protein 6 GAS6_HUMAN 79,676 4 4 8 5.96% LLDLDEAAYK 695 704 39.0 27.8 26.9 2 0 0 1,150.5992
C_18 Growth arrest‐specific protein 6 GAS6_HUMAN 79,676 2 2 3 2.50% LVAEFDFR 362 369 29.6 26.6 18.5 2 0 0 996.5149
C_18 Growth arrest‐specific protein 6 GAS6_HUMAN 79,676 2 2 3 2.50% LLDLDEAAYK 695 704 43.6 27.8 38.1 1 0 0 1,150.5992
N_10 Growth arrest‐specific protein 6 GAS6_HUMAN 79,676 2 2 4 3.47% DGEATLEVDGTR 626 637 51.2 25.6 48.0 2 0 0 1,262.5861
N_10 Growth arrest‐specific protein 6 GAS6_HUMAN 79,676 2 2 4 3.47% GQSEVSAAQLQER 638 650 60.4 26.9 47.2 2 0 0 1,402.6921
A_10 Guanine nucleotide‐binding protein G(I)/G(S)/G(T) subunit beta‐1 GBB1_HUMAN 37,378 3 3 3 10.60% LIIWDSYTTNK 79 89 40.0 27.3 26.3 1 0 0 1,353.7050
A_10 Guanine nucleotide‐binding protein G(I)/G(S)/G(T) subunit beta‐1 GBB1_HUMAN 37,378 3 3 3 10.60% ELAGHTGYLSCCR 138 150 25.0 25.0 19.5 1 0 0 1,523.6731
A_10 Guanine nucleotide‐binding protein G(I)/G(S)/G(T) subunit beta‐1 GBB1_HUMAN 37,378 3 3 3 10.60% LFVSGACDASAK 198 209 22.9 26.4 12.8 1 0 0 1,225.5882
M_06 Guanine nucleotide‐binding protein G(I)/G(S)/G(T) subunit beta‐1 GBB1_HUMAN 37,378 2 2 2 7.06% LIIWDSYTTNK 79 89 52.5 27.0 27.0 1 0 0 1,353.7050
M_06 Guanine nucleotide‐binding protein G(I)/G(S)/G(T) subunit beta‐1 GBB1_HUMAN 37,378 2 2 2 7.06% ELAGHTGYLSCCR 138 150 16.5 25.0 16.5 0 1 0 1,523.6731
A_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 6.62% DVLSVAFSSDNR 107 118 38.3 26.6 36.8 2 0 0 1,309.6382
A_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 6.62% VWQVTIGTR 309 317 35.2 28.7 23.3 1 0 0 1,059.5946
A_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 26.20% LTRDETNYGIPQR 45 57 26.4 28.2 8.4 2 0 0 1,562.7923
A_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 26.20% DETNYGIPQR 48 57 43.1 26.2 33.6 2 0 0 1,192.5594
A_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 26.20% DVLSVAFSSDNR 107 118 65.1 26.4 57.2 2 0 0 1,309.6382
A_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 26.20% LWNTLGVCK 131 139 43.3 28.7 37.2 1 0 0 1,090.5715
A_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 26.20% VWNLANCK 176 183 36.9 28.1 30.6 2 0 0 1,004.4982
A_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 26.20% DGQAMLWDLNEGK 213 225 91.8 25.0 91.8 4 0 0 1,492.6740
A_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 26.20% YWLCAATGPSIK 246 257 64.5 27.2 52.3 2 0 0 1,366.6825
A_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 26.20% IIVDELKQEVISTSSK 265 280 70.1 25.5 67.3 2 0 0 1,788.9955
A_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% LTRDETNYGIPQR 45 57 25.9 28.4 18.7 2 0 0 1,562.7923
A_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% DETNYGIPQR 48 57 43.0 26.4 35.9 2 0 0 1,192.5594
A_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% LWDLTTGTTTR 89 99 35.4 27.9 29.4 2 0 0 1,264.6534
A_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% DVLSVAFSSDNR 107 118 48.2 26.5 44.2 1 0 0 1,309.6382
A_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% DGQAMLWDLNEGK 213 225 90.9 25.0 88.4 3 0 0 1,492.6740
A_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% YWLCAATGPSIK 246 257 65.7 27.1 54.8 2 0 0 1,366.6825
A_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% IIVDELKQEVISTSSK 265 280 90.4 25.2 88.4 2 2 0 1,788.9955
A_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% VWQVTIGTR 309 317 60.1 28.3 51.6 2 0 0 1,059.5946
A_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 7 7 12 25.20% DETNYGIPQR 48 57 27.8 26.0 21.2 1 0 0 1,192.5594
A_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 7 7 12 25.20% DVLSVAFSSDNR 107 118 67.0 26.8 67.0 2 0 0 1,309.6382
A_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 7 7 12 25.20% LWNTLGVCK 131 139 31.6 28.7 27.7 2 0 0 1,090.5715
A_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 7 7 12 25.20% VWNLANCK 176 183 23.3 27.9 17.5 2 0 0 1,004.4982
A_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 7 7 12 25.20% DGQAMLWDLNEGK 213 225 82.5 25.0 74.1 2 0 0 1,492.6740
A_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 7 7 12 25.20% YWLCAATGPSIK 246 257 30.2 27.1 30.2 1 0 0 1,366.6825
A_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 7 7 12 25.20% IIVDELKQEVISTSSK 265 280 81.1 25.5 81.1 2 0 0 1,788.9955
B_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 9 10 18 30.00% LTRDETNYGIPQR 45 57 30.5 28.2 25.6 2 0 0 1,562.7923
B_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 9 10 18 30.00% DETNYGIPQR 48 57 38.8 26.4 28.7 2 0 0 1,192.5594
B_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 9 10 18 30.00% LWDLTTGTTTR 89 99 32.8 27.9 32.2 2 0 0 1,264.6534
B_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 9 10 18 30.00% DVLSVAFSSDNR 107 118 70.2 26.6 64.0 2 0 0 1,309.6382
B_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 9 10 18 30.00% LWNTLGVCK 131 139 52.8 28.7 42.4 2 0 0 1,090.5715
B_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 9 10 18 30.00% DGQAMLWDLNEGK 213 225 75.4 25.0 72.8 3 0 0 1,492.6740
B_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 9 10 18 30.00% YWLCAATGPSIK 246 257 52.6 27.1 45.4 2 0 0 1,366.6825
B_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 9 10 18 30.00% IIVDELKQEVISTSSK 265 280 82.3 25.2 78.5 2 0 0 1,788.9955
B_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 9 10 18 30.00% VWQVTIGTR 309 317 36.4 28.3 31.4 1 0 0 1,059.5946
B_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% LTRDETNYGIPQR 45 57 32.8 28.1 24.2 2 1 0 1,562.7923
B_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% DETNYGIPQR 48 57 39.0 26.2 29.2 1 0 0 1,192.5594
B_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% LWDLTTGTTTR 89 99 47.0 27.9 39.7 2 0 0 1,264.6534
B_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% DVLSVAFSSDNR 107 118 73.7 26.6 65.4 2 0 0 1,309.6382
B_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% LWNTLGVCK 131 139 54.8 29.2 47.9 2 0 0 1,090.5715
B_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% DGQAMLWDLNEGK 213 225 82.4 25.0 81.8 2 0 0 1,492.6740
B_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% YWLCAATGPSIK 246 257 53.8 27.4 46.9 2 0 0 1,366.6825
B_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 10 18 27.10% IIVDELKQEVISTSSK 265 280 96.2 25.2 96.2 2 2 0 1,788.9955
B_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 9 16.70% DVLSVAFSSDNR 107 118 55.2 26.6 43.0 2 0 0 1,309.6382
B_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 9 16.70% DGQAMLWDLNEGK 213 225 82.1 25.0 80.5 2 0 0 1,492.6740
B_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 9 16.70% YWLCAATGPSIK 246 257 48.9 27.4 42.5 2 0 0 1,366.6825
B_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 9 16.70% IIVDELKQEVISTSSK 265 280 68.1 25.2 68.1 1 2 0 1,788.9955
C_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 25.90% DKTIIMWK 37 44 26.2 27.5 1.8 1 0 0 1,050.5655
C_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 25.90% LTRDETNYGIPQR 45 57 40.5 28.2 34.5 2 2 0 1,562.7923
C_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 25.90% DETNYGIPQR 48 57 38.8 26.2 29.0 1 0 0 1,192.5594
C_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 25.90% DVLSVAFSSDNR 107 118 90.8 26.7 85.2 2 0 0 1,309.6382
C_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 25.90% VWNLANCK 176 183 35.4 27.8 31.7 2 0 0 1,004.4982
C_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 25.90% DGQAMLWDLNEGK 213 225 90.6 25.0 87.9 3 0 0 1,492.6740
C_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 25.90% YWLCAATGPSIK 246 257 51.4 27.2 36.0 2 0 0 1,366.6825
C_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 17 25.90% IIVDELKQEVISTSSK 265 280 76.8 25.6 75.9 2 0 0 1,788.9955
C_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 8 15 20.50% LTRDETNYGIPQR 45 57 35.1 28.2 33.9 2 2 0 1,562.7923
C_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 8 15 20.50% DETNYGIPQR 48 57 32.1 26.2 23.3 2 0 0 1,192.5594
C_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 8 15 20.50% LWDLTTGTTTR 89 99 35.1 27.4 35.1 1 0 0 1,264.6534
C_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 8 15 20.50% DVLSVAFSSDNR 107 118 75.6 26.7 72.5 2 0 0 1,309.6382
C_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 8 15 20.50% DGQAMLWDLNEGK 213 225 62.2 25.0 62.2 2 0 0 1,492.6740
C_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 8 15 20.50% IIVDELKQEVISTSSK 265 280 65.7 25.5 64.6 2 2 0 1,788.9955
C_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 18.90% DETNYGIPQR 48 57 39.5 26.1 31.1 2 0 0 1,192.5594
C_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 18.90% DVLSVAFSSDNR 107 118 44.0 26.7 20.6 2 0 0 1,309.6382
C_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 18.90% DGQAMLWDLNEGK 213 225 58.3 25.0 48.2 2 0 0 1,492.6740
C_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 18.90% IIVDELKQEVISTSSK 265 280 87.2 25.5 83.4 2 0 0 1,788.9955
C_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 18.90% VWQVTIGTR 309 317 27.1 28.3 13.2 1 0 0 1,059.5946
D_14 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 9.78% DETNYGIPQR 48 57 18.8 25.9 10.1 1 0 0 1,192.5594
D_14 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 9.78% DVLSVAFSSDNR 107 118 63.9 26.8 56.9 2 0 0 1,309.6382
D_14 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 9.78% VWQVTIGTR 309 317 46.8 28.2 38.5 2 0 0 1,059.5946
D_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 15 31.50% DETNYGIPQR 48 57 47.2 25.9 35.5 1 0 0 1,192.5594
D_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 15 31.50% LWDLTTGTTTR 89 99 43.8 27.6 39.3 1 0 0 1,264.6534
D_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 15 31.50% DVLSVAFSSDNR 107 118 73.1 26.6 70.1 2 0 0 1,309.6382
D_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 15 31.50% FSPNSSNPIIVSCGWDK 156 172 38.7 25.2 34.9 2 0 0 1,907.8957
D_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 15 31.50% DGQAMLWDLNEGK 213 225 37.7 25.0 34.1 1 0 0 1,492.6740
D_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 15 31.50% YWLCAATGPSIK 246 257 45.5 27.9 39.7 2 0 0 1,366.6825
D_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 15 31.50% IIVDELKQEVISTSSK 265 280 66.2 25.6 66.2 2 2 0 1,788.9955
D_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 8 9 15 31.50% VWQVTIGTR 309 317 62.2 28.2 50.6 2 0 0 1,059.5946
D_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 4 6.62% DVLSVAFSSDNR 107 118 60.6 26.8 54.2 2 0 0 1,309.6382
D_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 4 6.62% VWQVTIGTR 309 317 39.9 28.2 31.8 2 0 0 1,059.5946
E_14 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 4 6.62% DVLSVAFSSDNR 107 118 79.5 26.5 67.3 2 0 0 1,309.6382



E_14 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 4 6.62% VWQVTIGTR 309 317 40.3 28.2 32.9 2 0 0 1,059.5946
E_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 8 14.80% DETNYGIPQR 48 57 32.2 26.1 21.5 1 0 0 1,192.5594
E_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 8 14.80% DVLSVAFSSDNR 107 118 69.7 26.6 64.3 2 0 0 1,309.6382
E_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 8 14.80% IIVDELKQEVISTSSK 265 280 31.1 25.6 31.1 1 2 0 1,788.9955
E_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 8 14.80% VWQVTIGTR 309 317 59.8 28.2 44.9 2 0 0 1,059.5946
F_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 4 6 12.00% LWNTLGVCK 131 139 49.7 29.1 39.9 2 0 0 1,090.5715
F_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 4 6 12.00% DGQAMLWDLNEGK 213 225 49.3 25.0 46.1 1 0 0 1,492.6740
F_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 4 6 12.00% IIVDELKQEVISTSSK 265 280 57.7 25.1 57.7 1 2 0 1,788.9955
F_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 19.20% DKTIIMWK 37 44 28.7 28.4 11.9 1 0 0 1,034.5705
F_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 19.20% LTRDETNYGIPQR 45 57 29.4 28.1 22.5 0 2 0 1,562.7923
F_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 19.20% LWDLTTGTTTR 89 99 74.5 27.9 64.0 2 0 0 1,264.6534
F_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 19.20% DGQAMLWDLNEGK 213 225 70.3 25.0 60.2 2 0 0 1,476.6790
F_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 19.20% IIVDELKQEVISTSSK 265 280 90.4 25.2 89.6 2 0 0 1,788.9955
F_13 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 18.00% DETNYGIPQR 48 57 38.0 26.4 30.4 2 0 0 1,192.5594
F_13 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 18.00% LWDLTTGTTTR 89 99 55.0 27.9 46.7 2 0 0 1,264.6534
F_13 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 18.00% DVLSVAFSSDNR 107 118 65.3 26.7 55.7 2 0 0 1,309.6382
F_13 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 18.00% VWNLANCK 176 183 36.3 27.9 28.4 2 0 0 1,004.4982
F_13 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 9 18.00% IIVDELKQEVISTSSK 265 280 31.0 25.2 30.1 1 0 0 1,788.9955
F_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 6 14.20% DVLSVAFSSDNR 107 118 71.2 26.6 61.5 2 0 0 1,309.6382
F_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 6 14.20% LWNTLGVCK 131 139 32.0 29.2 24.0 2 0 0 1,090.5715
F_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 6 14.20% VWNLANCK 176 183 23.0 27.9 5.3 1 0 0 1,004.4982
F_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 6 14.20% IIVDELKQEVISTSSK 265 280 49.1 25.5 46.6 1 0 0 1,788.9955
G_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 5.99% LWDLTTGTTTR 89 99 39.8 28.0 36.1 2 0 0 1,264.6534
G_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 5.99% VWNLANCK 176 183 35.3 27.8 10.9 1 0 0 1,004.4982
G_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 8 16.10% LTRDETNYGIPQR 45 57 31.2 28.4 23.7 0 2 0 1,562.7923
G_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 8 16.10% DGQAMLWDLNEGK 213 225 80.9 25.0 79.9 2 0 0 1,492.6740
G_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 8 16.10% IIVDELKQEVISTSSK 265 280 65.8 25.0 65.8 2 0 0 1,788.9955
G_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 8 16.10% VWQVTIGTR 309 317 71.8 28.3 60.8 2 0 0 1,059.5946
G_13 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 5.36% VWNLANCK 176 183 27.1 27.7 17.7 1 0 0 1,004.4982
G_13 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 5.36% VWQVTIGTR 309 317 55.2 28.4 44.7 2 0 0 1,059.5946
G_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 7.26% LWDLTTGTTTR 89 99 23.8 27.9 17.6 1 0 0 1,264.6534
G_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 7.26% DVLSVAFSSDNR 107 118 61.7 26.8 60.7 2 0 0 1,309.6382
H_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 3 4 8.83% DVLSVAFSSDNR 107 118 62.1 26.7 55.3 2 0 0 1,309.6382
H_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 3 4 8.83% IIVDELKQEVISTSSK 265 280 88.2 25.2 88.2 1 1 0 1,788.9955
H_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 9 14 22.40% LTRDETNYGIPQR 45 57 23.5 28.2 11.5 1 1 0 1,562.7923
H_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 9 14 22.40% LWNTLGVCK 131 139 38.7 29.1 31.1 2 0 0 1,090.5715
H_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 9 14 22.40% VWNLANCK 176 183 29.0 27.6 24.0 1 0 0 1,004.4982
H_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 9 14 22.40% DGQAMLWDLNEGK 213 225 64.2 25.0 64.2 3 0 0 1,492.6740
H_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 9 14 22.40% YWLCAATGPSIK 246 257 45.5 27.5 32.6 2 0 0 1,366.6825
H_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 9 14 22.40% IIVDELKQEVISTSSK 265 280 85.9 25.2 85.9 2 2 0 1,788.9955
H_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 10 14.80% DETNYGIPQR 48 57 30.5 26.4 20.4 2 0 0 1,192.5594
H_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 10 14.80% DVLSVAFSSDNR 107 118 70.0 27.0 55.1 2 0 0 1,309.6382
H_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 10 14.80% LWNTLGVCK 131 139 41.3 28.8 33.1 2 0 0 1,090.5715
H_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 10 14.80% IIVDELKQEVISTSSK 265 280 64.4 25.0 64.4 2 2 0 1,788.9955
H_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 3 11.40% LWDLTTGTTTR 89 99 28.1 27.9 22.8 1 0 0 1,264.6534
H_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 3 11.40% IIVDELKQEVISTSSK 265 280 29.9 25.6 24.2 0 1 0 1,788.9955
H_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 3 11.40% VWQVTIGTR 309 317 35.5 28.7 23.6 1 0 0 1,059.5946
H_23 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 2 8.83% DVLSVAFSSDNR 107 118 42.6 26.6 40.7 1 0 0 1,309.6382
H_23 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 2 8.83% IIVDELKQEVISTSSK 265 280 20.8 25.2 20.8 1 0 0 1,788.9955
H_24 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 8 15.10% LWDLTTGTTTR 89 99 46.3 27.9 40.4 2 0 0 1,264.6534
H_24 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 8 15.10% DVLSVAFSSDNR 107 118 53.7 26.6 45.4 2 0 0 1,309.6382
H_24 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 8 15.10% LWNTLGVCK 131 139 29.0 28.7 19.4 2 0 0 1,090.5715
H_24 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 8 15.10% IIVDELKQEVISTSSK 265 280 61.1 25.5 61.1 2 0 0 1,788.9955
I_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 10 15.80% LWNTLGVCK 131 139 51.8 29.1 42.9 2 0 0 1,090.5715
I_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 10 15.80% DGQAMLWDLNEGK 213 225 43.7 25.0 36.7 2 0 0 1,492.6740
I_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 10 15.80% YWLCAATGPSIK 246 257 47.7 27.5 40.3 2 0 0 1,366.6825
I_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 10 15.80% IIVDELKQEVISTSSK 265 280 91.7 25.2 83.3 2 2 0 1,788.9955
I_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 6 11 18.30% DETNYGIPQR 48 57 22.2 26.4 7.8 1 0 0 1,192.5594
I_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 6 11 18.30% LWDLTTGTTTR 89 99 40.6 27.9 31.3 2 0 0 1,264.6534
I_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 6 11 18.30% DVLSVAFSSDNR 107 118 65.3 26.6 57.2 2 0 0 1,309.6382
I_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 6 11 18.30% LWNTLGVCK 131 139 40.6 28.8 36.2 2 0 0 1,090.5715
I_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 6 11 18.30% IIVDELKQEVISTSSK 265 280 84.3 25.2 80.7 2 2 0 1,788.9955
J_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 9 14.80% LWDLTTGTTTR 89 99 49.8 27.9 46.4 2 0 0 1,264.6534
J_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 9 14.80% DVLSVAFSSDNR 107 118 74.3 26.8 67.3 2 0 0 1,309.6382
J_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 9 14.80% VWNLANCK 176 183 33.3 27.7 22.7 2 0 0 1,004.4982
J_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 9 14.80% IIVDELKQEVISTSSK 265 280 84.7 25.0 84.7 2 1 0 1,788.9955
K_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 3 5 8.83% DVLSVAFSSDNR 107 118 68.0 26.6 64.7 2 0 0 1,309.6382
K_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 3 5 8.83% IIVDELKQEVISTSSK 265 280 66.5 25.1 66.5 2 1 0 1,788.9955
K_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 8 13 22.10% LTRDETNYGIPQR 45 57 28.9 28.2 25.9 1 1 0 1,562.7923
K_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 8 13 22.10% DVLSVAFSSDNR 107 118 53.2 27.0 44.6 2 0 0 1,309.6382
K_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 8 13 22.10% VWNLANCK 176 183 43.0 27.6 37.4 1 0 0 1,004.4982
K_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 8 13 22.10% YWLCAATGPSIK 246 257 54.6 27.2 45.9 2 0 0 1,366.6825
K_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 8 13 22.10% IIVDELKQEVISTSSK 265 280 72.1 25.2 66.0 2 2 0 1,788.9955
K_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 8 13 22.10% VWQVTIGTR 309 317 69.4 28.6 61.5 2 0 0 1,059.5946
K_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 4 8 11.70% DVLSVAFSSDNR 107 118 42.2 26.5 38.8 2 0 0 1,309.6382
K_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 4 8 11.70% IIVDELKQEVISTSSK 265 280 54.3 25.0 53.1 2 2 0 1,788.9955
K_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 4 8 11.70% VWQVTIGTR 309 317 29.0 28.6 24.5 2 0 0 1,059.5946
K_24 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 2 6.62% DVLSVAFSSDNR 107 118 33.5 26.6 33.5 1 0 0 1,309.6382
K_24 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 2 6.62% LWNTLGVCK 131 139 33.3 29.1 21.4 1 0 0 1,090.5715
L_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 8.20% DETNYGIPQR 48 57 22.8 26.9 11.8 1 0 0 1,192.5594
L_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 8.20% IIVDELKQEVISTSSK 265 280 77.3 25.0 77.3 2 0 0 1,788.9955
L_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 11.70% YWLCAATGPSIK 246 257 40.7 27.5 34.5 1 0 0 1,366.6825
L_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 11.70% IIVDELKQEVISTSSK 265 280 26.7 25.0 26.7 0 2 0 1,788.9955
L_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 11.70% VWQVTIGTR 309 317 64.5 28.6 52.6 2 0 0 1,059.5946
L_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 6.31% LWDLTTGTTTR 89 99 53.5 27.9 50.2 2 0 0 1,264.6534
L_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 6.31% VWQVTIGTR 309 317 52.4 28.3 34.8 1 0 0 1,059.5946
L_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 5 16.10% LWDLTTGTTTR 89 99 45.9 27.9 40.0 2 0 0 1,264.6534
L_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 5 16.10% YTVQDESHSEWVSCVR 140 155 36.3 25.0 36.3 0 1 0 1,981.8708
L_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 5 16.10% VWNLANCK 176 183 31.6 27.6 21.5 1 0 0 1,004.4982
L_09 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 5 16.10% IIVDELKQEVISTSSK 265 280 80.7 25.0 80.7 1 0 0 1,788.9955
L_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 8 17.00% DETNYGIPQR 48 57 28.4 26.7 17.6 1 0 0 1,192.5594
L_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 8 17.00% LWDLTTGTTTR 89 99 56.6 27.8 52.7 2 0 0 1,264.6534
L_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 8 17.00% YTVQDESHSEWVSCVR 140 155 24.5 25.0 24.5 0 1 0 1,981.8708
L_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 8 17.00% VWNLANCK 176 183 32.0 27.1 19.9 2 0 0 1,004.4982
L_10 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 5 5 8 17.00% VWQVTIGTR 309 317 54.6 28.3 43.2 2 0 0 1,059.5946
L_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 6 12.30% LWDLTTGTTTR 89 99 52.0 27.9 51.4 2 0 0 1,264.6534
L_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 6 12.30% DVLSVAFSSDNR 107 118 76.8 26.6 70.6 2 0 0 1,309.6382
L_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 6 12.30% YTVQDESHSEWVSCVR 140 155 22.1 25.0 22.1 0 2 0 1,981.8708
L_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 4 7.26% LWDLTTGTTTR 89 99 36.6 28.4 32.6 2 0 0 1,264.6534
L_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 4 7.26% DVLSVAFSSDNR 107 118 61.8 26.9 55.3 2 0 0 1,309.6382
L_13 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 4 7.26% LWDLTTGTTTR 89 99 43.8 27.8 37.7 2 0 0 1,264.6534
L_13 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 4 7.26% DVLSVAFSSDNR 107 118 71.5 26.4 70.2 2 0 0 1,309.6382
L_14 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 2 7.26% LWDLTTGTTTR 89 99 23.7 27.8 22.0 1 0 0 1,264.6534
L_14 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 2 7.26% DVLSVAFSSDNR 107 118 63.1 26.6 56.9 1 0 0 1,309.6382
L_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 5 16.40% LWDLTTGTTTR 89 99 28.6 28.0 21.3 1 0 0 1,264.6534
L_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 5 16.40% YTVQDESHSEWVSCVR 140 155 34.9 25.0 34.9 0 2 0 1,981.8708
L_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 5 16.40% IIVDELKQEVISTSSK 265 280 76.9 25.2 76.3 1 0 0 1,788.9955
L_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 5 16.40% VWQVTIGTR 309 317 32.3 28.6 32.3 1 0 0 1,059.5946
M_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 6 10 22.40% DETNYGIPQR 48 57 29.7 26.1 16.9 1 0 0 1,192.5594
M_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 6 10 22.40% DVLSVAFSSDNR 107 118 76.1 26.8 71.4 2 0 0 1,309.6382
M_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 6 10 22.40% VWNLANCK 176 183 32.7 27.6 32.7 2 0 0 1,004.4982
M_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 6 10 22.40% DGQAMLWDLNEGK 213 225 60.7 25.0 60.7 1 0 0 1,492.6740



M_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 6 10 22.40% YWLCAATGPSIK 246 257 49.9 27.5 39.6 2 0 0 1,366.6825
M_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 6 6 10 22.40% IIVDELKQEVISTSSK 265 280 91.0 25.2 91.0 2 0 0 1,788.9955
M_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 10.10% LWDLTTGTTTR 89 99 27.9 27.9 20.1 1 0 0 1,264.6534
M_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 10.10% DVLSVAFSSDNR 107 118 73.8 27.0 68.0 2 0 0 1,309.6382
M_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 10.10% VWQVTIGTR 309 317 57.8 28.6 45.2 2 0 0 1,059.5946
M_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 6.31% LWDLTTGTTTR 89 99 47.9 27.9 47.9 2 0 0 1,264.6534
M_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 6.31% VWQVTIGTR 309 317 43.4 28.6 27.2 1 0 0 1,059.5946
M_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 10.10% LWDLTTGTTTR 89 99 34.2 27.8 25.7 2 0 0 1,264.6534
M_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 10.10% DVLSVAFSSDNR 107 118 67.7 27.0 63.5 2 0 0 1,309.6382
M_11 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 10.10% VWQVTIGTR 309 317 29.4 28.6 23.3 1 0 0 1,059.5946
M_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 6 10.10% LWDLTTGTTTR 89 99 29.7 27.9 29.7 2 0 0 1,264.6534
M_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 6 10.10% DVLSVAFSSDNR 107 118 64.0 27.0 57.9 2 0 0 1,309.6382
M_12 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 6 10.10% VWQVTIGTR 309 317 42.3 28.6 41.9 2 0 0 1,059.5946
M_13 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 2 7.26% LWDLTTGTTTR 89 99 34.5 27.9 34.5 1 0 0 1,264.6534
M_13 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 2 7.26% DVLSVAFSSDNR 107 118 33.3 26.6 24.2 1 0 0 1,309.6382
M_14 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 10.10% LWDLTTGTTTR 89 99 44.2 27.8 34.8 2 0 0 1,264.6534
M_14 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 10.10% DVLSVAFSSDNR 107 118 56.1 27.0 51.2 1 0 0 1,309.6382
M_14 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 10.10% VWQVTIGTR 309 317 44.8 28.6 37.5 2 0 0 1,059.5946
M_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 6.62% DVLSVAFSSDNR 107 118 51.5 26.7 43.5 1 0 0 1,309.6382
M_15 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 6.62% VWQVTIGTR 309 317 41.5 28.6 36.2 2 0 0 1,059.5946
M_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 4 6.62% DVLSVAFSSDNR 107 118 69.2 26.7 59.8 2 0 0 1,309.6382
M_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 4 6.62% VWQVTIGTR 309 317 39.2 28.6 37.9 2 0 0 1,059.5946
N_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 6.94% DETNYGIPQR 48 57 31.4 26.9 24.1 1 0 0 1,192.5594
N_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 6.94% DVLSVAFSSDNR 107 118 64.8 27.0 60.5 2 0 0 1,309.6382
O_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 6 15.10% LWDLTTGTTTR 89 99 63.7 27.9 57.5 2 0 0 1,264.6534
O_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 6 15.10% DVLSVAFSSDNR 107 118 74.3 26.6 69.7 2 0 0 1,309.6382
O_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 6 15.10% LWNTLGVCK 131 139 32.2 29.4 25.0 1 0 0 1,090.5715
O_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 4 6 15.10% IIVDELKQEVISTSSK 265 280 40.3 25.0 40.3 1 0 0 1,788.9955
O_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 4 7.26% LWDLTTGTTTR 89 99 34.4 27.9 31.3 2 0 0 1,264.6534
O_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 4 7.26% DVLSVAFSSDNR 107 118 56.5 26.4 56.5 2 0 0 1,309.6382
P_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 12.30% LWDLTTGTTTR 89 99 37.0 28.2 37.0 1 0 0 1,264.6534
P_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 12.30% DVLSVAFSSDNR 107 118 63.2 27.1 59.3 2 0 0 1,309.6382
P_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 5 12.30% IIVDELKQEVISTSSK 265 280 20.8 25.0 19.2 0 2 0 1,788.9955
Q_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 10 15.50% DETNYGIPQR 48 57 51.1 26.0 37.7 2 0 0 1,192.5594
Q_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 10 15.50% LWDLTTGTTTR 89 99 52.1 28.2 45.4 2 0 0 1,264.6534
Q_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 10 15.50% DVLSVAFSSDNR 107 118 86.6 26.9 83.3 2 0 0 1,309.6382
Q_06 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 4 5 10 15.50% IIVDELKQEVISTSSK 265 280 71.1 25.0 68.7 2 2 0 1,788.9955
Q_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 2 8.83% DVLSVAFSSDNR 107 118 76.6 26.8 69.9 1 0 0 1,309.6382
Q_07 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 2 8.83% IIVDELKQEVISTSSK 265 280 16.6 25.0 16.6 0 1 0 1,788.9955
Q_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 6.31% LWDLTTGTTTR 89 99 31.9 27.8 22.4 1 0 0 1,264.6534
Q_08 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 2 2 3 6.31% VWQVTIGTR 309 317 37.2 28.3 24.7 2 0 0 1,059.5946
Q_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 4 11.70% DVLSVAFSSDNR 107 118 66.0 26.4 65.4 2 0 0 1,309.6382
Q_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 4 11.70% IIVDELKQEVISTSSK 265 280 67.0 25.1 66.0 1 0 0 1,788.9955
Q_16 Guanine nucleotide‐binding protein subunit beta‐2‐like 1 GBLP_HUMAN 35,077 3 3 4 11.70% VWQVTIGTR 309 317 48.5 28.6 40.6 1 0 0 1,059.5946
A_17 Interferon‐induced guanylate‐binding protein 1 GBP1_PONAB 67,877 3 3 5 4.73% DETFNLPR 216 223 31.2 27.5 21.6 2 0 0 991.4844
A_17 Interferon‐induced guanylate‐binding protein 1 GBP1_PONAB 67,877 3 3 5 4.73% TLSGGIQVNGPR 281 292 68.6 27.6 59.0 2 0 0 1,198.6540
A_17 Interferon‐induced guanylate‐binding protein 1 GBP1_PONAB 67,877 3 3 5 4.73% EAIEVFIR 363 370 29.0 28.6 21.3 1 0 0 976.5462
B_17 Interferon‐induced guanylate‐binding protein 1 GBP1_PONAB 67,877 2 2 2 3.55% LMANPEALK 21 29 21.3 28.6 9.2 1 0 0 1,002.5290
B_17 Interferon‐induced guanylate‐binding protein 1 GBP1_PONAB 67,877 2 2 2 3.55% TLSGGIQVNGPR 281 292 32.9 27.6 26.4 1 0 0 1,198.6540
A_17 Interferon‐induced guanylate‐binding protein 2 GBP2_HUMAN 67,211 2 3 4 3.21% GQLVVNPEALK 19 29 26.9 25.0 26.9 2 0 0 1,167.6733
A_17 Interferon‐induced guanylate‐binding protein 2 GBP2_HUMAN 67,211 2 3 4 3.21% EAIEVFMK 361 368 32.0 26.0 18.9 2 0 0 982.4915
A_28 Translational activator GCN1 GCN1L_HUMAN 292,764 3 3 5 1.20% ALVAVLLSR 568 576 60.1 25.0 44.2 2 0 0 941.6142
A_28 Translational activator GCN1 GCN1L_HUMAN 292,764 3 3 5 1.20% LYRPPPVLDALGR 1209 1221 23.0 25.0 23.0 0 1 0 1,466.8480
A_28 Translational activator GCN1 GCN1L_HUMAN 292,764 3 3 5 1.20% ALCDPLEEVR 2013 2022 22.6 25.0 18.7 2 0 0 1,201.5883
B_27 Translational activator GCN1 GCN1L_HUMAN 292,764 2 2 2 0.71% ALVAVLLSR 568 576 20.0 25.0 19.4 1 0 0 941.6142
B_27 Translational activator GCN1 GCN1L_HUMAN 292,764 2 2 2 0.71% GVTSILPVLR 2260 2269 20.0 25.0 15.7 1 0 0 1,054.6620
B_28 Translational activator GCN1 GCN1L_HUMAN 292,764 2 2 3 0.71% LMDEAVLALR 314 323 39.2 29.1 28.5 1 0 0 1,146.6189
B_28 Translational activator GCN1 GCN1L_HUMAN 292,764 2 2 3 0.71% ALVAVLLSR 568 576 50.4 25.0 32.7 2 0 0 941.6142
H_15 Golgi resident protein GCP60 GCP60_HUMAN 60,593 5 6 8 14.80% GPGASGEQPEPGEAAAGGAAEEAR 50 73 101.0 25.0 101.0 1 1 0 2,165.9696
H_15 Golgi resident protein GCP60 GCP60_HUMAN 60,593 5 6 8 14.80% QQEVVVAGSSLPTSSK 307 322 79.8 27.8 75.9 2 0 0 1,616.8490
H_15 Golgi resident protein GCP60 GCP60_HUMAN 60,593 5 6 8 14.80% ELEPEAAEEALENGPK 348 363 41.4 26.1 32.0 1 0 0 1,725.8179
H_15 Golgi resident protein GCP60 GCP60_HUMAN 60,593 5 6 8 14.80% IQQDADSVITVGR 387 399 74.2 28.4 64.8 2 0 0 1,401.7334
H_15 Golgi resident protein GCP60 GCP60_HUMAN 60,593 5 6 8 14.80% FDNSYSLWR 508 516 37.5 25.0 31.7 1 0 0 1,187.5479
I_15 Golgi resident protein GCP60 GCP60_HUMAN 60,593 2 2 3 4.73% QQEVVVAGSSLPTSSK 307 322 44.6 28.0 37.2 1 0 0 1,616.8490
I_15 Golgi resident protein GCP60 GCP60_HUMAN 60,593 2 2 3 4.73% FDNSYSLWR 508 516 50.6 25.0 48.1 2 0 0 1,187.5479
K_15 Golgi resident protein GCP60 GCP60_HUMAN 60,593 4 4 7 10.20% QQEVVVAGSSLPTSSK 307 322 83.0 28.0 81.9 2 0 0 1,616.8490
K_15 Golgi resident protein GCP60 GCP60_HUMAN 60,593 4 4 7 10.20% ELEPEAAEEALENGPK 348 363 65.3 26.4 60.4 1 0 0 1,725.8179
K_15 Golgi resident protein GCP60 GCP60_HUMAN 60,593 4 4 7 10.20% IQQDADSVITVGR 387 399 59.9 28.4 52.3 2 0 0 1,401.7334
K_15 Golgi resident protein GCP60 GCP60_HUMAN 60,593 4 4 7 10.20% FDNSYSLWR 508 516 46.4 25.0 39.2 2 0 0 1,187.5479
L_10 Golgi resident protein GCP60 GCP60_HUMAN 60,593 4 4 6 11.70% QQEVVVAGSSLPTSSK 307 322 72.4 28.0 72.4 2 0 0 1,616.8490
L_10 Golgi resident protein GCP60 GCP60_HUMAN 60,593 4 4 6 11.70% VNATVPSNMMSVNGQAK 323 339 27.7 26.2 22.8 1 0 0 1,779.8364
L_10 Golgi resident protein GCP60 GCP60_HUMAN 60,593 4 4 6 11.70% IQQDADSVITVGR 387 399 76.7 27.7 65.0 2 0 0 1,401.7334
L_10 Golgi resident protein GCP60 GCP60_HUMAN 60,593 4 4 6 11.70% DCHEEVYAGSHQYPGR 486 501 21.2 25.0 11.2 0 1 0 1,904.7981
M_10 Golgi resident protein GCP60 GCP60_HUMAN 60,593 2 2 3 5.49% QQEVVVAGSSLPTSSK 307 322 23.0 28.0 23.0 1 0 0 1,616.8490
M_10 Golgi resident protein GCP60 GCP60_HUMAN 60,593 2 2 3 5.49% IQQDADSVITVGR 387 399 58.0 28.3 48.0 2 0 0 1,401.7334
Q_10 Golgi resident protein GCP60 GCP60_HUMAN 60,593 2 2 4 5.49% QQEVVVAGSSLPTSSK 307 322 54.2 28.0 52.5 2 0 0 1,616.8490
Q_10 Golgi resident protein GCP60 GCP60_HUMAN 60,593 2 2 4 5.49% IQQDADSVITVGR 387 399 69.0 28.1 58.8 2 0 0 1,401.7334
A_25 Glycogen debranching enzyme GDE_HUMAN 174,768 6 6 8 5.03% LEQGYELQFR 25 34 52.8 27.2 32.7 2 0 0 1,282.6427
A_25 Glycogen debranching enzyme GDE_HUMAN 174,768 6 6 8 5.03% SGGGYIVVDPILR 102 114 24.3 27.0 18.0 1 0 0 1,345.7476
A_25 Glycogen debranching enzyme GDE_HUMAN 174,768 6 6 8 5.03% HSPSIHQSVVAVSR 735 748 20.0 27.8 15.0 0 1 0 1,503.8025
A_25 Glycogen debranching enzyme GDE_HUMAN 174,768 6 6 8 5.03% IEEVVLEAR 772 780 29.3 27.1 22.2 1 0 0 1,057.5888
A_25 Glycogen debranching enzyme GDE_HUMAN 174,768 6 6 8 5.03% KDENSINGTPDITVEIR 791 807 28.1 27.3 21.9 0 1 0 1,900.9613
A_25 Glycogen debranching enzyme GDE_HUMAN 174,768 6 6 8 5.03% SGSLAVDNADPILK 876 889 38.4 27.4 25.1 2 0 0 1,399.7429
B_25 Glycogen debranching enzyme GDE_HUMAN 174,768 7 7 13 5.48% LEQGYELQFR 25 34 36.5 27.5 11.0 2 0 0 1,282.6427
B_25 Glycogen debranching enzyme GDE_HUMAN 174,768 7 7 13 5.48% SGGGYIVVDPILR 102 114 29.4 26.7 23.0 2 0 0 1,345.7476
B_25 Glycogen debranching enzyme GDE_HUMAN 174,768 7 7 13 5.48% NFAEPGSEVYLR 470 481 24.8 27.2 15.9 2 0 0 1,381.6746
B_25 Glycogen debranching enzyme GDE_HUMAN 174,768 7 7 13 5.48% HSPSIHQSVVAVSR 735 748 33.3 28.3 25.4 0 1 0 1,503.8025
B_25 Glycogen debranching enzyme GDE_HUMAN 174,768 7 7 13 5.48% IEEVVLEAR 772 780 44.6 27.1 36.0 2 0 0 1,057.5888
B_25 Glycogen debranching enzyme GDE_HUMAN 174,768 7 7 13 5.48% SGSLAVDNADPILK 876 889 48.8 27.3 38.0 2 0 0 1,399.7429
B_25 Glycogen debranching enzyme GDE_HUMAN 174,768 7 7 13 5.48% DGSAVEIVGLSK 1280 1291 63.2 29.1 38.9 2 0 0 1,174.6315
H_13 Growth/differentiation factor 6 GDF6_HUMAN 50,663 2 2 3 4.84% AAWGELDAGEAEAR 235 248 21.0 25.0 19.9 1 0 0 1,445.6656
H_13 Growth/differentiation factor 6 GDF6_HUMAN 50,663 2 2 3 4.84% ALLVVFTR 276 283 46.5 25.0 40.5 2 0 0 918.5771
A_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 5 18.60% FQLLEGPPESMGR 56 68 52.8 26.8 0.0 2 0 0 1,476.7154
A_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 5 18.60% GRDWNVDLIPK 69 79 28.6 26.9 21.2 2 0 0 1,312.7010
A_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 5 18.60% MLLYTEVTR 90 98 40.7 27.5 22.9 2 0 0 1,125.5973
A_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 5 18.60% TFEGVDPQTTSMR 157 169 50.9 25.0 43.4 2 0 0 1,484.6688
A_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 5 18.60% LYSESLAR 211 218 25.1 26.0 16.3 1 0 0 938.4941
A_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 5 18.60% IICILSHPIK 300 309 27.8 25.0 25.5 1 0 0 1,193.7077
A_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 5 18.60% NTNDANSCQIIIPQNQVNR 310 328 45.7 27.1 42.7 2 1 0 2,199.0572
A_15 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 4 8.28% FQLLEGPPESMGR 56 68 57.3 26.7 0.0 2 0 0 1,476.7154
A_15 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 4 8.28% MLLYTEVTR 90 98 25.4 27.5 19.4 1 0 0 1,125.5973
A_15 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 4 8.28% TDDYLDQPCLETVNR 194 208 66.6 25.0 66.6 2 0 0 1,838.8228
B_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 16.80% DWNVDLIPK 71 79 34.1 26.3 23.0 2 0 0 1,099.5784
B_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 16.80% FLMANGQLVK 80 89 38.8 28.2 29.2 1 0 0 1,136.6134
B_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 16.80% MLLYTEVTR 90 98 45.6 26.9 28.2 4 0 0 1,141.5923
B_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 16.80% TFEGVDPQTTSMR 157 169 53.3 25.0 44.1 2 0 0 1,484.6688
B_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 16.80% TDDYLDQPCLETVNR 194 208 71.3 25.0 68.0 1 0 0 1,838.8228
B_14 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 16.80% NTNDANSCQIIIPQNQVNR 310 328 20.1 27.1 11.0 0 1 0 2,199.0572
D_22 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 5 8.28% FQLLEGPPESMGR 56 68 43.7 26.5 0.0 2 0 0 1,476.7154
D_22 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 5 8.28% TFEGVDPQTTSMR 157 169 17.7 25.0 17.4 1 0 0 1,484.6688
D_22 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 5 8.28% KQNDVFGEAEQ 437 447 39.5 25.0 32.7 2 0 0 1,264.5805
F_15 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 15.20% GRDWNVDLIPK 69 79 43.0 27.1 32.0 2 0 0 1,312.7010



F_15 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 15.20% MLLYTEVTR 90 98 46.2 27.5 28.8 2 0 0 1,125.5973
F_15 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 15.20% TFEGVDPQTTSMR 157 169 36.2 25.0 27.1 1 0 0 1,484.6688
F_15 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 15.20% NTNDANSCQIIIPQNQVNR 310 328 96.6 27.1 93.5 2 1 0 2,199.0572
F_15 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 15.20% YIAIASTTVETTDPEK 349 364 119.0 28.1 103.0 2 0 0 1,738.8747
F_16 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 4 18.30% GRDWNVDLIPK 69 79 23.0 26.9 8.6 1 0 0 1,312.7010
F_16 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 4 18.30% DWNVDLIPK 71 79 27.0 26.3 13.6 1 0 0 1,099.5784
F_16 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 4 18.30% MLLYTEVTR 90 98 30.5 26.4 20.8 2 0 0 1,141.5923
F_16 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 4 18.30% TDDYLDQPCLETVNR 194 208 48.9 25.0 44.1 1 0 0 1,838.8228
F_16 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 4 18.30% QLICDPSYIPDR 279 290 35.7 26.9 21.2 2 0 0 1,476.7154
F_16 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 4 18.30% NTNDANSCQIIIPQNQVNR 310 328 60.2 27.1 56.0 2 0 0 2,199.0572
F_16 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 3 3 4 18.30% YIAIASTTVETTDPEK 349 364 84.2 28.1 76.0 1 0 0 1,738.8747
G_16 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 11.40% FLMANGQLVK 80 89 45.1 28.1 31.9 2 0 0 1,136.6134
G_16 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 11.40% VVEGSFVYK 104 112 29.4 26.5 22.8 1 0 0 1,027.5458
G_16 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 11.40% TFEGVDPQTTSMR 157 169 38.5 25.0 30.0 2 0 0 1,484.6688
G_16 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 11.40% NTNDANSCQIIIPQNQVNR 310 328 60.1 27.3 57.0 1 0 0 2,199.0572
L_08 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 2 17.20% GRDWNVDLIPK 69 79 35.7 26.5 28.2 2 0 0 1,312.7010
L_08 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 2 17.20% MLLYTEVTR 90 98 48.5 26.8 37.7 2 0 0 1,141.5923
L_08 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 2 17.20% TFEGVDPQTTSMR 157 169 56.1 25.0 50.9 1 0 0 1,484.6688
L_08 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 2 17.20% TDDYLDQPCLETVNR 194 208 53.2 25.0 50.8 1 0 0 1,838.8228
L_08 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 2 17.20% IKLYSESLAR 209 218 26.0 25.7 20.5 1 0 0 1,179.6732
L_08 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 2 17.20% NTNDANSCQIIIPQNQVNR 310 328 48.8 27.3 44.7 2 0 0 2,199.0572
M_08 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 12.50% MLLYTEVTR 90 98 42.8 27.8 28.3 3 0 0 1,125.5973
M_08 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 12.50% TFEGVDPQTTSMR 157 169 43.8 25.0 38.5 2 0 0 1,484.6688
M_08 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 12.50% TDDYLDQPCLETVNR 194 208 56.1 25.0 51.6 1 0 0 1,838.8228
M_08 Rab GDP dissociation inhibitor alpha GDIA_HUMAN 50,584 2 2 3 12.50% NTNDANSCQIIIPQNQVNR 310 328 37.5 27.2 22.1 1 2 0 2,199.0572
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% FKIPGSPPESMGR 56 68 36.1 28.2 34.9 2 2 0 1,418.7099
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% GRDWNVDLIPK 69 79 22.8 27.1 11.3 1 0 0 1,312.7010
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% DWNVDLIPK 71 79 36.2 26.3 18.3 1 0 0 1,099.5784
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% MLLYTEVTR 90 98 51.0 26.6 34.4 4 0 0 1,141.5923
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% VTEGSFVYK 104 112 38.7 26.3 28.9 2 0 0 1,029.5251
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% FLVYVANFDEK 143 153 56.3 27.5 53.3 2 0 0 1,344.6834
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% TFEGIDPK 157 164 34.4 27.9 26.0 1 0 0 906.4569
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% TDDYLDQPCYETINR 194 208 79.8 25.0 78.1 2 0 0 1,902.8177
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% IKLYSESLAR 209 218 20.3 25.0 15.0 1 0 0 1,179.6732
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% LYSESLAR 211 218 34.3 26.0 23.5 2 0 0 938.4941
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% QLICDPSYVKDR 279 290 29.1 27.8 14.3 0 2 0 1,493.7419
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% VICILSHPIK 300 309 55.8 25.0 44.4 2 0 0 1,179.6920
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% NTNDANSCQIIIPQNQVNR 310 328 76.5 27.1 71.5 2 2 0 2,199.0572
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% YIAIVSTTVETK 349 360 76.9 26.3 60.6 2 0 0 1,324.7359
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% YIAIVSTTVETKEPEK 349 364 79.0 27.1 64.2 2 2 0 1,807.9689
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% EIRPALELLEPIEQK 365 379 39.8 25.0 31.1 2 0 0 1,778.0061
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% FVSISDLLVPK 380 390 53.7 25.0 44.9 2 0 0 1,217.7141
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% DLGTESQIFISR 391 402 67.8 28.0 49.0 2 0 0 1,365.7010
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% TYDATTHFETTCDDIK 403 418 76.5 25.0 76.5 2 0 0 1,917.8174
A_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 20 25 45 47.20% MTGSEFDFEEMKR 424 436 54.0 25.0 53.4 2 1 0 1,638.6776
A_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 10 11 19 27.20% FKIPGSPPESMGR 56 68 22.7 28.0 10.2 2 0 0 1,418.7099
A_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 10 11 19 27.20% GRDWNVDLIPK 69 79 28.6 26.9 21.2 2 0 0 1,312.7010
A_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 10 11 19 27.20% MLLYTEVTR 90 98 40.7 27.5 22.9 2 0 0 1,125.5973
A_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 10 11 19 27.20% LYSESLAR 211 218 25.1 26.0 16.3 1 0 0 938.4941
A_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 10 11 19 27.20% VICILSHPIK 300 309 54.8 25.0 43.2 2 0 0 1,179.6920
A_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 10 11 19 27.20% NTNDANSCQIIIPQNQVNR 310 328 45.7 27.1 42.7 2 1 0 2,199.0572
A_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 10 11 19 27.20% YIAIVSTTVETK 349 360 47.1 25.8 28.9 2 0 0 1,324.7359
A_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 10 11 19 27.20% FVSISDLLVPK 380 390 48.2 25.0 30.4 2 0 0 1,217.7141
A_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 10 11 19 27.20% DLGTESQIFISR 391 402 58.1 28.0 39.8 2 0 0 1,365.7010
A_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 10 11 19 27.20% TYDATTHFETTCDDIK 403 418 55.5 25.0 54.0 1 0 0 1,917.8174
A_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 3 4.72% MLLYTEVTR 90 98 25.4 27.5 19.4 1 0 0 1,125.5973
A_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 3 4.72% DLGTESQIFISR 391 402 54.7 28.0 28.2 2 0 0 1,365.7010
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% FKIPGSPPESMGR 56 68 40.8 28.1 26.0 2 1 0 1,418.7099
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% GRDWNVDLIPK 69 79 34.0 26.9 27.8 1 0 0 1,312.7010
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% DWNVDLIPK 71 79 44.2 26.3 30.2 2 0 0 1,099.5784
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% MLLYTEVTR 90 98 46.1 27.5 34.8 3 0 0 1,125.5973
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% VTEGSFVYK 104 112 29.4 26.3 19.1 1 0 0 1,029.5251
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% TDDYLDQPCYETINR 194 208 74.9 25.0 73.5 2 0 0 1,902.8177
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% QLICDPSYVKDR 279 290 38.1 27.8 29.7 0 2 0 1,493.7419
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% VICILSHPIK 300 309 39.4 25.0 32.1 2 0 0 1,179.6920
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% NTNDANSCQIIIPQNQVNR 310 328 82.4 27.1 74.3 2 2 0 2,199.0572
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% YIAIVSTTVETK 349 360 63.8 25.7 43.3 2 0 0 1,324.7359
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% YIAIVSTTVETKEPEK 349 364 83.9 27.1 71.3 2 2 0 1,807.9689
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% EIRPALELLEPIEQK 365 379 39.7 25.0 25.7 2 2 0 1,778.0061
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% FVSISDLLVPK 380 390 69.4 25.0 59.9 2 0 0 1,217.7141
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% DLGTESQIFISR 391 402 55.7 27.7 32.4 2 0 0 1,365.7010
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% TYDATTHFETTCDDIK 403 418 60.6 25.0 57.4 2 0 0 1,917.8174
B_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 16 21 38 40.70% MTGSEFDFEEMKR 424 436 37.4 25.0 37.0 2 0 0 1,638.6776
B_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 29.00% FKIPGSPPESMGR 56 68 23.9 28.1 4.9 2 0 0 1,418.7099
B_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 29.00% DWNVDLIPK 71 79 34.1 26.3 23.0 2 0 0 1,099.5784
B_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 29.00% FLMANGQLVK 80 89 38.8 28.2 29.2 1 0 0 1,136.6134
B_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 29.00% MLLYTEVTR 90 98 45.6 26.9 28.2 4 0 0 1,141.5923
B_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 29.00% TFEGIDPK 157 164 30.2 27.9 21.0 2 0 0 906.4569
B_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 29.00% QLICDPSYVK 279 288 37.9 28.3 25.8 1 0 0 1,222.6138
B_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 29.00% NTNDANSCQIIIPQNQVNR 310 328 20.1 27.1 11.0 0 1 0 2,199.0572
B_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 29.00% YIAIVSTTVETK 349 360 51.3 25.7 36.7 2 0 0 1,324.7359
B_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 29.00% FVSISDLLVPK 380 390 52.3 25.0 37.7 2 0 0 1,217.7141
B_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 29.00% DLGTESQIFISR 391 402 61.3 27.7 41.0 2 0 0 1,365.7010
B_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 29.00% TYDATTHFETTCDDIK 403 418 51.8 25.0 47.4 2 0 0 1,917.8174
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% FKIPGSPPESMGR 56 68 33.4 28.2 20.1 2 2 0 1,418.7099
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% GRDWNVDLIPK 69 79 22.3 27.1 8.0 1 0 0 1,312.7010
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% DWNVDLIPK 71 79 23.6 26.7 15.2 2 0 0 1,099.5784
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% MLLYTEVTR 90 98 54.4 26.4 42.3 4 0 0 1,141.5923
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% TDDYLDQPCYETINR 194 208 70.3 25.0 70.3 2 0 0 1,902.8177
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% LYSESLAR 211 218 24.3 26.4 7.2 2 0 0 938.4941
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% QLICDPSYVKDR 279 290 28.1 27.9 19.3 0 2 0 1,493.7419
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% VICILSHPIK 300 309 50.6 25.0 40.4 2 0 0 1,179.6920
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% NTNDANSCQIIIPQNQVNR 310 328 70.0 27.1 57.8 2 2 0 2,199.0572
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% YIAIVSTTVETK 349 360 59.3 26.3 51.5 2 0 0 1,324.7359
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% YIAIVSTTVETKEPEK 349 364 66.6 27.1 53.8 1 0 0 1,807.9689
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% FVSISDLLVPK 380 390 66.8 25.0 58.7 2 0 0 1,217.7141
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% DLGTESQIFISR 391 402 60.5 28.1 45.6 2 1 0 1,365.7010
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% TYDATTHFETTCDDIK 403 418 55.2 25.0 51.1 2 2 0 1,917.8174
C_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 15 20 37 37.10% MTGSEFDFEEMKR 424 436 41.2 25.0 41.2 2 0 0 1,638.6776
C_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 6 7 10 14.20% GRDWNVDLIPK 69 79 23.8 27.4 11.8 1 0 0 1,312.7010
C_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 6 7 10 14.20% YIAIVSTTVETK 349 360 48.2 26.5 43.3 2 0 0 1,324.7359
C_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 6 7 10 14.20% YIAIVSTTVETKEPEK 349 364 30.8 27.0 17.1 1 0 0 1,807.9689
C_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 6 7 10 14.20% FVSISDLLVPK 380 390 29.5 25.0 23.7 2 0 0 1,217.7141
C_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 6 7 10 14.20% DLGTESQIFISR 391 402 67.2 28.2 49.9 2 0 0 1,365.7010
C_14 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 6 7 10 14.20% MTGSEFDFEEMKR 424 436 38.3 25.0 38.3 1 1 0 1,638.6776
D_20 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.90% MLLYTEVTR 90 98 47.9 27.3 30.5 2 0 0 1,125.5973
D_20 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.90% VTEGSFVYK 104 112 32.7 25.5 19.8 2 0 0 1,029.5251
D_20 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.90% TFEGIDPK 157 164 24.8 28.5 16.2 1 0 0 906.4569
D_20 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.90% TDDYLDQPCYETINR 194 208 45.0 25.0 44.8 1 0 0 1,902.8177
D_20 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.90% LYSESLAR 211 218 47.3 26.4 38.3 2 0 0 938.4941
D_20 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.90% LSAIYGGTYMLNKPIEEIIVQNGK 241 264 61.8 26.6 59.4 0 2 0 2,667.4066
D_20 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.90% VICILSHPIK 300 309 35.3 25.0 27.6 2 0 0 1,179.6920



D_20 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.90% YIAIVSTTVETK 349 360 62.0 26.3 40.4 2 0 0 1,324.7359
D_20 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.90% TYDATTHFETTCDDIK 403 418 23.4 25.0 23.4 0 1 0 1,917.8174
E_20 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 3 3 3 6.52% MLLYTEVTR 90 98 27.7 27.2 19.5 1 0 0 1,141.5923
E_20 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 3 3 3 6.52% LYSESLAR 211 218 27.0 26.4 16.5 1 0 0 938.4941
E_20 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 3 3 3 6.52% DLGTESQIFISR 391 402 46.6 27.6 34.8 1 0 0 1,365.7010
F_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 13 23 29.00% FKIPGSPPESMGR 56 68 28.0 28.2 25.8 0 2 0 1,418.7099
F_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 13 23 29.00% GRDWNVDLIPK 69 79 43.0 27.1 32.0 2 0 0 1,312.7010
F_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 13 23 29.00% MLLYTEVTR 90 98 46.2 27.5 28.8 2 0 0 1,125.5973
F_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 13 23 29.00% QLICDPSYVK 279 288 49.3 28.4 33.2 2 0 0 1,222.6138
F_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 13 23 29.00% QLICDPSYVKDR 279 290 22.1 27.8 20.4 0 1 0 1,493.7419
F_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 13 23 29.00% VICILSHPIK 300 309 48.7 25.0 31.6 2 0 0 1,179.6920
F_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 13 23 29.00% NTNDANSCQIIIPQNQVNR 310 328 96.6 27.1 93.5 2 1 0 2,199.0572
F_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 13 23 29.00% YIAIVSTTVETK 349 360 83.6 26.4 67.7 2 0 0 1,324.7359
F_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 13 23 29.00% YIAIVSTTVETKEPEK 349 364 19.5 27.0 6.0 0 1 0 1,807.9689
F_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 13 23 29.00% FVSISDLLVPK 380 390 45.7 25.0 39.9 2 0 0 1,217.7141
F_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 13 23 29.00% DLGTESQIFISR 391 402 64.3 28.0 39.0 2 0 0 1,365.7010
F_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 13 23 29.00% TYDATTHFETTCDDIK 403 418 35.9 25.0 33.2 0 2 0 1,917.8174
F_16 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 8 11 19.60% FKIPGSPPESMGR 56 68 27.1 27.4 24.4 0 1 0 1,402.7149
F_16 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 8 11 19.60% GRDWNVDLIPK 69 79 23.0 26.9 8.6 1 0 0 1,312.7010
F_16 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 8 11 19.60% DWNVDLIPK 71 79 27.0 26.3 13.6 1 0 0 1,099.5784
F_16 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 8 11 19.60% MLLYTEVTR 90 98 30.5 26.4 20.8 2 0 0 1,141.5923
F_16 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 8 11 19.60% VTEGSFVYK 104 112 50.4 26.3 34.8 2 0 0 1,029.5251
F_16 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 8 11 19.60% QLICDPSYVK 279 288 32.5 28.1 17.8 1 0 0 1,222.6138
F_16 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 8 11 19.60% NTNDANSCQIIIPQNQVNR 310 328 60.2 27.1 56.0 2 0 0 2,199.0572
F_16 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 8 11 19.60% TYDATTHFETTCDDIK 403 418 20.5 25.0 13.0 0 1 0 1,917.8174
G_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 6 8.99% FLMANGQLVK 80 89 31.5 28.1 20.0 1 0 0 1,136.6134
G_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 6 8.99% MLLYTEVTR 90 98 37.1 26.8 20.1 2 0 0 1,141.5923
G_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 6 8.99% VTEGSFVYK 104 112 23.6 26.6 13.7 1 0 0 1,029.5251
G_15 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 6 8.99% DLGTESQIFISR 391 402 46.6 28.4 29.4 2 0 0 1,365.7010
G_16 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 3 6.52% FLMANGQLVK 80 89 45.1 28.1 31.9 2 0 0 1,136.6134
G_16 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 3 6.52% NTNDANSCQIIIPQNQVNR 310 328 60.1 27.3 57.0 1 0 0 2,199.0572
H_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 25.60% GRDWNVDLIPK 69 79 25.4 26.9 17.1 1 0 0 1,312.7010
H_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 25.60% DWNVDLIPK 71 79 51.4 26.3 20.4 2 0 0 1,099.5784
H_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 25.60% MLLYTEVTR 90 98 38.4 27.5 27.7 1 0 0 1,125.5973
H_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 25.60% TDDYLDQPCYETINR 194 208 57.3 25.0 54.7 2 0 0 1,902.8177
H_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 25.60% IKLYSESLAR 209 218 22.0 26.0 10.9 1 0 0 1,179.6732
H_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 25.60% VICILSHPIK 300 309 35.5 25.0 25.7 2 0 0 1,179.6920
H_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 25.60% NTNDANSCQIIIPQNQVNR 310 328 79.8 27.1 75.0 2 2 0 2,199.0572
H_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 25.60% NTNDANSCQIIIPQNQVNRK 310 329 43.5 27.5 37.0 0 2 0 2,327.1522
H_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 25.60% YIAIVSTTVETK 349 360 40.9 25.5 31.6 2 0 0 1,324.7359
H_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 25.60% FVSISDLLVPK 380 390 46.0 25.0 35.5 2 0 0 1,217.7141
H_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 12 21 25.60% TYDATTHFETTCDDIK 403 418 39.1 25.0 39.1 0 2 0 1,917.8174
H_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 5 5 5 13.90% GRDWNVDLIPK 69 79 22.9 26.9 19.6 1 0 0 1,312.7010
H_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 5 5 5 13.90% FLMANGQLVK 80 89 23.2 27.8 13.9 1 0 0 1,136.6134
H_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 5 5 5 13.90% QLICDPSYVK 279 288 25.2 28.3 0.0 1 0 0 1,222.6138
H_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 5 5 5 13.90% NTNDANSCQIIIPQNQVNR 310 328 22.6 27.1 1.7 0 1 0 2,199.0572
H_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 5 5 5 13.90% DLGTESQIFISR 391 402 49.3 27.7 27.2 1 0 0 1,365.7010
H_24 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 3 4.94% QLICDPSYVK 279 288 25.0 28.3 12.5 1 0 0 1,222.6138
H_24 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 3 4.94% DLGTESQIFISR 391 402 65.2 27.7 48.8 2 0 0 1,365.7010
I_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 9 15 22.50% MLLYTEVTR 90 98 43.3 27.5 25.4 1 0 0 1,125.5973
I_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 9 15 22.50% TDDYLDQPCYETINR 194 208 71.2 25.0 69.7 2 0 0 1,902.8177
I_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 9 15 22.50% IKLYSESLAR 209 218 35.1 26.0 30.3 2 0 0 1,179.6732
I_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 9 15 22.50% QLICDPSYVKDR 279 290 25.9 27.9 19.3 0 1 0 1,493.7419
I_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 9 15 22.50% NTNDANSCQIIIPQNQVNR 310 328 56.2 27.1 51.0 2 2 0 2,199.0572
I_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 9 15 22.50% YIAIVSTTVETK 349 360 51.4 25.5 41.5 1 0 0 1,324.7359
I_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 9 15 22.50% FVSISDLLVPK 380 390 56.0 25.0 43.9 2 0 0 1,217.7141
I_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 8 9 15 22.50% DLGTESQIFISR 391 402 61.8 27.7 40.5 2 0 0 1,365.7010
J_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 13 21 29.90% DWNVDLIPK 71 79 39.1 26.3 28.5 2 0 0 1,099.5784
J_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 13 21 29.90% FLMANGQLVK 80 89 33.7 27.2 24.2 1 0 0 1,136.6134
J_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 13 21 29.90% MLLYTEVTR 90 98 40.4 26.7 32.2 3 0 0 1,141.5923
J_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 13 21 29.90% TDDYLDQPCYETINR 194 208 62.4 25.0 61.5 2 0 0 1,902.8177
J_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 13 21 29.90% QLICDPSYVK 279 288 24.4 28.4 7.7 1 0 0 1,222.6138
J_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 13 21 29.90% VICILSHPIK 300 309 31.0 25.0 29.2 2 0 0 1,179.6920
J_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 13 21 29.90% NTNDANSCQIIIPQNQVNR 310 328 52.0 27.3 37.1 2 0 0 2,199.0572
J_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 13 21 29.90% YIAIVSTTVETK 349 360 69.1 26.4 60.9 2 0 0 1,324.7359
J_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 13 21 29.90% FVSISDLLVPK 380 390 39.1 25.0 23.7 2 0 0 1,217.7141
J_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 13 21 29.90% DLGTESQIFISR 391 402 62.7 28.4 36.5 2 0 0 1,365.7010
J_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 11 13 21 29.90% TYDATTHFETTCDDIK 403 418 32.6 25.0 29.6 1 1 0 1,917.8174
J_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 3 3 3 6.97% FLMANGQLVK 80 89 26.9 27.2 13.9 1 0 0 1,136.6134
J_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 3 3 3 6.97% MLLYTEVTR 90 98 25.3 27.8 19.1 1 0 0 1,125.5973
J_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 3 3 3 6.97% DLGTESQIFISR 391 402 47.3 27.7 27.4 1 0 0 1,365.7010
K_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 15 30 32.60% MLLYTEVTR 90 98 39.2 27.9 28.2 2 0 0 1,125.5973
K_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 15 30 32.60% TDDYLDQPCYETINR 194 208 70.4 25.0 68.8 2 0 0 1,902.8177
K_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 15 30 32.60% IKLYSESLAR 209 218 24.6 25.3 20.6 2 0 0 1,179.6732
K_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 15 30 32.60% QLICDPSYVK 279 288 34.8 28.2 22.7 2 0 0 1,222.6138
K_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 15 30 32.60% QLICDPSYVKDR 279 290 25.2 27.9 15.8 0 2 0 1,493.7419
K_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 15 30 32.60% VICILSHPIK 300 309 48.1 25.0 36.5 2 0 0 1,179.6920
K_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 15 30 32.60% NTNDANSCQIIIPQNQVNR 310 328 57.8 27.2 45.6 2 2 0 2,199.0572
K_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 15 30 32.60% YIAIVSTTVETKEPEK 349 364 63.0 27.1 51.3 2 1 0 1,807.9689
K_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 15 30 32.60% EIRPALELLEPIEQK 365 379 33.6 25.0 17.8 0 3 0 1,778.0061
K_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 15 30 32.60% FVSISDLLVPK 380 390 59.7 25.0 50.3 2 0 0 1,217.7141
K_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 15 30 32.60% DLGTESQIFISR 391 402 67.5 27.9 46.9 2 0 0 1,365.7010
K_12 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 12 15 30 32.60% TYDATTHFETTCDDIK 403 418 61.2 25.0 58.3 2 2 0 1,917.8174
K_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 7 9.21% DWNVDLIPK 71 79 31.4 26.3 17.2 2 0 0 1,099.5784
K_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 7 9.21% MLLYTEVTR 90 98 35.5 27.4 23.1 2 0 0 1,125.5973
K_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 7 9.21% FVSISDLLVPK 380 390 40.5 25.0 25.2 1 0 0 1,217.7141
K_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 7 9.21% DLGTESQIFISR 391 402 71.3 27.7 48.0 2 0 0 1,365.7010
K_24 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 4 5.62% FKIPGSPPESMGR 56 68 32.5 27.9 28.8 0 2 0 1,402.7149
K_24 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 4 5.62% DLGTESQIFISR 391 402 43.8 27.9 33.3 2 0 0 1,365.7010
L_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.50% GRDWNVDLIPK 69 79 35.7 26.5 28.2 2 0 0 1,312.7010
L_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.50% MLLYTEVTR 90 98 48.5 26.8 37.7 2 0 0 1,141.5923
L_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.50% TDDYLDQPCYETINR 194 208 49.8 25.0 49.8 1 0 0 1,902.8177
L_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.50% IKLYSESLAR 209 218 26.0 25.7 20.5 1 0 0 1,179.6732
L_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.50% VICILSHPIK 300 309 25.2 25.0 21.6 1 0 0 1,179.6920
L_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.50% NTNDANSCQIIIPQNQVNR 310 328 48.8 27.3 44.7 2 0 0 2,199.0572
L_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.50% YIAIVSTTVETK 349 360 69.4 26.6 56.3 2 0 0 1,324.7359
L_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.50% FVSISDLLVPK 380 390 35.8 25.0 20.1 2 0 0 1,217.7141
L_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 9 9 15 24.50% DLGTESQIFISR 391 402 67.5 27.7 43.2 2 0 0 1,365.7010
L_10 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 4 6.07% TDDYLDQPCYETINR 194 208 51.0 25.0 48.3 2 0 0 1,902.8177
L_10 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 4 6.07% DLGTESQIFISR 391 402 53.3 28.5 33.7 2 0 0 1,365.7010
L_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 2 5.17% FVSISDLLVPK 380 390 35.6 25.0 25.9 1 0 0 1,217.7141
L_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 2 5.17% DLGTESQIFISR 391 402 48.0 28.0 37.6 1 0 0 1,365.7010
M_07 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 5 9.66% VTEGSFVYK 104 112 27.7 26.5 15.8 1 0 0 1,029.5251
M_07 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 5 9.66% QLICDPSYVK 279 288 33.5 28.3 27.6 1 0 0 1,222.6138
M_07 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 5 9.66% YIAIVSTTVETK 349 360 29.6 25.5 12.3 1 0 0 1,324.7359
M_07 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 5 9.66% DLGTESQIFISR 391 402 49.3 27.7 30.1 2 0 0 1,365.7010
M_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 6 8 14 17.50% MLLYTEVTR 90 98 42.8 27.8 28.3 3 0 0 1,125.5973
M_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 6 8 14 17.50% TDDYLDQPCYETINR 194 208 79.0 25.0 77.6 2 0 0 1,902.8177
M_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 6 8 14 17.50% NTNDANSCQIIIPQNQVNR 310 328 37.5 27.2 22.1 1 2 0 2,199.0572
M_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 6 8 14 17.50% YIAIVSTTVETK 349 360 88.4 25.5 77.3 2 0 0 1,324.7359
M_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 6 8 14 17.50% FVSISDLLVPK 380 390 42.7 25.0 42.7 2 0 0 1,217.7141
M_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 6 8 14 17.50% DLGTESQIFISR 391 402 69.5 27.7 44.1 2 0 0 1,365.7010



M_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 2 4.72% VTEGSFVYK 104 112 26.9 25.7 19.0 1 0 0 1,029.5251
M_13 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 2 2 2 4.72% DLGTESQIFISR 391 402 39.9 28.4 28.2 1 0 0 1,365.7010
O_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 6 10.80% MLLYTEVTR 90 98 31.8 26.8 19.2 1 0 0 1,141.5923
O_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 6 10.80% TDDYLDQPCYETINR 194 208 59.2 25.0 58.1 1 0 0 1,902.8177
O_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 6 10.80% YIAIVSTTVETK 349 360 60.8 26.4 54.2 2 0 0 1,324.7359
O_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 6 10.80% DLGTESQIFISR 391 402 72.9 28.4 50.5 2 0 0 1,365.7010
P_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 5 5 7 14.60% FLMANGQLVK 80 89 36.1 27.1 25.4 1 0 0 1,136.6134
P_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 5 5 7 14.60% MLLYTEVTR 90 98 40.6 26.9 24.8 2 0 0 1,141.5923
P_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 5 5 7 14.60% TDDYLDQPCYETINR 194 208 66.1 25.0 65.5 1 0 0 1,902.8177
P_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 5 5 7 14.60% NTNDANSCQIIIPQNQVNR 310 328 22.7 27.3 0.0 0 1 0 2,199.0572
P_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 5 5 7 14.60% DLGTESQIFISR 391 402 60.7 28.4 41.2 2 0 0 1,365.7010
Q_07 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 8 11.00% TDDYLDQPCYETINR 194 208 55.7 25.0 43.5 2 0 0 1,902.8177
Q_07 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 8 11.00% QLICDPSYVK 279 288 46.7 27.8 37.0 2 0 0 1,222.6138
Q_07 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 8 11.00% YIAIVSTTVETK 349 360 63.9 26.4 55.8 2 0 0 1,324.7359
Q_07 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 8 11.00% DLGTESQIFISR 391 402 56.1 28.4 37.2 2 0 0 1,365.7010
Q_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 8 10.80% MLLYTEVTR 90 98 42.1 27.5 31.8 2 0 0 1,125.5973
Q_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 8 10.80% TDDYLDQPCYETINR 194 208 66.6 25.0 65.9 2 0 0 1,902.8177
Q_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 8 10.80% YIAIVSTTVETK 349 360 64.9 26.3 54.8 2 0 0 1,324.7359
Q_08 Rab GDP dissociation inhibitor beta GDIB_HUMAN 50,666 4 4 8 10.80% DLGTESQIFISR 391 402 58.0 28.4 37.4 2 0 0 1,365.7010
A_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 7 11 19 26.50% SIQEIQELDK 34 43 25.0 28.7 3.8 2 0 0 1,202.6265
A_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 7 11 19 26.50% SIQEIQELDKDDESLR 34 49 74.2 27.5 69.9 1 2 0 1,917.9403
A_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 7 11 19 26.50% SIQEIQELDKDDESLRK 34 50 50.6 27.7 39.8 2 2 0 2,046.0353
A_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 7 11 19 26.50% YKEALLGR 51 58 26.8 26.6 21.1 1 0 0 949.5466
A_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 7 11 19 26.50% IDKTDYMVGSYGPR 139 152 49.5 26.1 49.1 0 4 0 1,601.7630
A_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 7 11 19 26.50% TDYMVGSYGPR 142 152 61.9 25.0 61.9 4 0 0 1,261.5519
A_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 7 11 19 26.50% AEEYEFLTPVEEAPK 153 167 38.9 26.7 34.8 1 0 0 1,751.8375
B_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 9 18 22.50% SIQEIQELDK 34 43 58.0 27.8 39.1 2 0 0 1,202.6265
B_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 9 18 22.50% SIQEIQELDKDDESLR 34 49 82.7 28.0 73.9 2 2 0 1,917.9403
B_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 9 18 22.50% SIQEIQELDKDDESLRK 34 50 69.6 27.7 66.6 2 2 0 2,046.0353
B_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 9 18 22.50% IDKTDYMVGSYGPR 139 152 36.3 25.6 26.5 0 4 0 1,617.7580
B_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 9 18 22.50% TDYMVGSYGPR 142 152 39.4 25.0 39.4 2 0 0 1,261.5519
B_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 9 18 22.50% AEEYEFLTPVEEAPK 153 167 65.7 27.0 59.7 2 0 0 1,751.8375
B_09 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 3 14.70% SIQEIQELDKDDESLR 34 49 18.6 27.6 15.2 0 1 0 1,917.9403
B_09 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 3 14.70% IDKTDYMVGSYGPR 139 152 42.2 25.4 40.9 0 2 0 1,617.7580
C_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 4 6.86% IDKTDYMVGSYGPR 139 152 42.1 25.6 41.2 0 2 0 1,617.7580
C_08 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 4 6.86% TDYMVGSYGPR 142 152 47.2 25.0 45.3 2 0 0 1,261.5519
C_09 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 4 15.20% SIQEIQELDKDDESLRK 34 50 52.2 27.4 39.0 0 2 0 2,046.0353
C_09 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 4 15.20% IDKTDYMVGSYGPR 139 152 40.0 25.4 35.5 0 2 0 1,617.7580
D_13 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 5 6 11 24.00% SIQEIQELDK 34 43 40.1 28.1 20.9 2 0 0 1,202.6265
D_13 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 5 6 11 24.00% YKEALLGR 51 58 34.1 27.3 25.3 2 0 0 949.5466
D_13 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 5 6 11 24.00% TDYMVGSYGPR 142 152 49.5 25.0 44.2 2 0 0 1,261.5519
D_13 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 5 6 11 24.00% AEEYEFLTPVEEAPK 153 167 65.4 26.0 60.5 2 1 0 1,751.8375
D_13 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 5 6 11 24.00% AEEYEFLTPVEEAPKGMLAR 153 172 25.8 26.1 22.1 0 2 0 2,296.1168
E_12 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 3 9.31% YKEALLGR 51 58 16.0 27.3 5.5 1 0 0 949.5466
E_12 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 3 9.31% TDYMVGSYGPR 142 152 24.8 25.0 24.8 2 0 0 1,261.5519
G_10 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 4 6.86% IDKTDYMVGSYGPR 139 152 36.5 25.9 33.5 0 2 0 1,617.7580
G_10 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 4 6.86% TDYMVGSYGPR 142 152 60.6 25.0 52.4 2 0 0 1,261.5519
H_06 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 8 15 22.50% SIQEIQELDK 34 43 45.8 28.9 28.3 2 0 0 1,202.6265
H_06 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 8 15 22.50% SIQEIQELDKDDESLR 34 49 47.4 27.3 46.5 1 2 0 1,917.9403
H_06 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 8 15 22.50% SIQEIQELDKDDESLRK 34 50 59.9 27.8 43.4 0 2 0 2,046.0353
H_06 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 8 15 22.50% IDKTDYMVGSYGPR 139 152 54.5 26.3 49.9 2 2 0 1,601.7630
H_06 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 8 15 22.50% TDYMVGSYGPR 142 152 51.7 25.0 51.7 2 0 0 1,245.5569
H_06 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 8 15 22.50% AEEYEFLTPVEEAPK 153 167 51.9 26.8 49.5 2 0 0 1,751.8375
H_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 7 14 22.50% SIQEIQELDK 34 43 27.1 28.9 14.0 2 0 0 1,202.6265
H_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 7 14 22.50% SIQEIQELDKDDESLR 34 49 69.0 27.9 60.4 2 0 0 1,917.9403
H_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 7 14 22.50% SIQEIQELDKDDESLRK 34 50 58.3 27.7 43.7 0 2 0 2,046.0353
H_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 7 14 22.50% IDKTDYMVGSYGPR 139 152 79.7 26.3 79.4 2 2 0 1,601.7630
H_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 7 14 22.50% TDYMVGSYGPR 142 152 31.7 25.0 31.7 2 0 0 1,245.5569
H_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 7 14 22.50% AEEYEFLTPVEEAPK 153 167 47.1 26.8 42.9 2 0 0 1,751.8375
I_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 6 11 11.80% SIQEIQELDK 34 43 38.8 28.5 16.6 2 0 0 1,202.6265
I_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 6 11 11.80% IDKTDYMVGSYGPR 139 152 69.0 26.0 61.5 4 3 0 1,601.7630
I_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 6 11 11.80% TDYMVGSYGPR 142 152 62.3 25.0 62.3 2 0 0 1,245.5569
J_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 3 5 15.20% SIQEIQELDKDDESLR 34 49 22.3 27.5 17.5 0 1 0 1,917.9403
J_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 3 5 15.20% SIQEIQELDKDDESLRK 34 50 37.8 27.6 22.8 0 2 0 2,046.0353
J_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 3 5 15.20% IDKTDYMVGSYGPR 139 152 35.3 26.1 33.2 0 2 0 1,617.7580
K_06 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 3 5 15.20% SIQEIQELDK 34 43 21.7 28.5 3.6 1 0 0 1,202.6265
K_06 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 3 5 15.20% SIQEIQELDKDDESLRK 34 50 32.0 27.7 23.0 0 2 0 2,046.0353
K_06 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 3 5 15.20% IDKTDYMVGSYGPR 139 152 27.0 26.0 25.5 0 2 0 1,617.7580
K_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 5 8 15.70% SIQEIQELDK 34 43 23.4 28.9 10.8 1 0 0 1,202.6265
K_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 5 8 15.70% SIQEIQELDKDDESLR 34 49 61.6 27.8 58.5 1 2 0 1,917.9403
K_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 5 8 15.70% SIQEIQELDKDDESLRK 34 50 57.4 27.7 47.0 2 0 0 2,046.0353
K_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 5 8 15.70% AEEYEFLTPVEEAPK 153 167 57.9 26.6 53.3 2 0 0 1,751.8375
L_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 5 10 21.10% SIQEIQELDK 34 43 56.3 28.9 37.0 2 0 0 1,202.6265
L_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 5 10 21.10% SIQEIQELDKDDESLR 34 49 58.8 27.8 47.7 2 2 0 1,917.9403
L_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 5 10 21.10% QSFVLKEGVEYR 100 111 55.5 27.4 51.5 2 0 0 1,454.7638
L_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 5 10 21.10% AEEYEFLTPVEEAPK 153 167 85.9 26.8 80.5 2 0 0 1,751.8375
L_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 3 15.70% SIQEIQELDKDDESLRK 34 50 51.5 27.8 35.0 0 1 0 2,046.0353
L_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 3 15.70% AEEYEFLTPVEEAPK 153 167 74.6 26.8 73.0 2 0 0 1,751.8375
M_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 4 11.80% SIQEIQELDK 34 43 49.1 28.5 31.1 2 0 0 1,202.6265
M_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 2 2 4 11.80% IDKTDYMVGSYGPR 139 152 35.0 25.8 31.1 0 2 0 1,617.7580
N_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 3 6 11.80% SIQEIQELDK 34 43 27.4 28.5 9.1 2 0 0 1,202.6265
N_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 3 6 11.80% IDKTDYMVGSYGPR 139 152 47.2 25.8 45.4 0 2 0 1,617.7580
N_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 3 6 11.80% TDYMVGSYGPR 142 152 42.3 25.0 39.0 2 0 0 1,261.5519
O_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 4 8 19.10% SIQEIQELDK 34 43 30.9 28.8 17.8 2 0 0 1,202.6265
O_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 4 8 19.10% IDKTDYMVGSYGPR 139 152 31.0 26.1 27.9 0 2 0 1,617.7580
O_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 4 8 19.10% TDYMVGSYGPR 142 152 34.3 25.0 34.3 2 0 0 1,261.5519
O_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 4 8 19.10% AEEYEFLTPVEEAPK 153 167 45.9 26.9 39.0 2 0 0 1,751.8375
P_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 4 7 19.10% SIQEIQELDK 34 43 39.8 28.5 25.1 2 0 0 1,202.6265
P_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 4 7 19.10% IDKTDYMVGSYGPR 139 152 34.4 26.2 29.8 1 2 0 1,617.7580
P_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 3 4 7 19.10% AEEYEFLTPVEEAPK 153 167 67.7 27.2 67.1 2 0 0 1,751.8375
Q_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 8 14 26.00% SIQEIQELDK 34 43 44.8 28.5 29.1 2 0 0 1,202.6265
Q_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 8 14 26.00% SIQEIQELDKDDESLR 34 49 72.6 27.6 66.7 2 0 0 1,917.9403
Q_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 8 14 26.00% YKEALLGR 51 58 46.0 27.2 39.6 1 0 0 949.5466
Q_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 8 14 26.00% IDKTDYMVGSYGPR 139 152 56.5 25.8 49.9 0 4 0 1,617.7580
Q_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 8 14 26.00% TDYMVGSYGPR 142 152 59.2 25.0 59.2 3 0 0 1,245.5569
Q_05 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 6 8 14 26.00% AEEYEFLTPVEEAPK 153 167 70.7 27.1 61.6 2 0 0 1,751.8375
Q_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 4 6 21.10% SIQEIQELDKDDESLR 34 49 28.1 27.4 20.2 0 1 0 1,917.9403
Q_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 4 6 21.10% SIQEIQELDKDDESLRK 34 50 53.1 27.8 36.7 0 2 0 2,046.0353
Q_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 4 6 21.10% TDYMVGSYGPR 142 152 38.2 25.0 38.2 1 0 0 1,245.5569
Q_07 Rho GDP‐dissociation inhibitor 1 GDIR1_HUMAN 23,208 4 4 6 21.10% AEEYEFLTPVEEAPK 153 167 67.5 27.2 62.9 2 0 0 1,751.8375
A_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 4 7 21.90% APEPHVEEDDDDELDSK 5 21 74.4 25.0 71.8 1 2 0 1,939.8043
A_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 4 7 21.90% ELQEMDKDDESLIK 34 47 28.7 26.2 22.7 2 0 0 1,708.7950
A_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 4 7 21.90% TLLGDGPVVTDPK 51 63 45.9 26.7 39.2 2 0 0 1,311.7158
A_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 4 8 16 22.40% APEPHVEEDDDDELDSK 5 21 77.3 25.0 77.3 2 3 0 1,939.8043
A_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 4 8 16 22.40% ELQEMDKDDESLIK 34 47 55.6 26.4 36.5 3 2 0 1,708.7950
A_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 4 8 16 22.40% KTLLGDGPVVTDPK 50 63 30.5 26.5 13.4 0 2 0 1,439.8108
A_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 4 8 16 22.40% TLLGDGPVVTDPK 51 63 68.6 26.7 64.3 4 0 0 1,311.7158
B_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 5 8 13 23.90% APEPHVEEDDDDELDSK 5 21 106.0 25.0 103.0 2 0 0 1,939.8043
B_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 5 8 13 23.90% SLKELQEMDKDDESLIK 31 47 38.4 27.3 34.3 0 2 0 2,037.0061
B_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 5 8 13 23.90% ELQEMDKDDESLIK 34 47 55.2 25.9 46.4 4 1 0 1,692.8000
B_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 5 8 13 23.90% KTLLGDGPVVTDPK 50 63 28.2 26.5 20.5 1 1 0 1,439.8108
B_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 5 8 13 23.90% TLLGDGPVVTDPK 51 63 46.8 26.7 42.3 2 0 0 1,311.7158



C_06 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 2 2 4 13.40% ELQEMDKDDESLIK 34 47 38.0 26.2 28.4 2 0 0 1,708.7950
C_06 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 2 2 4 13.40% TLLGDGPVVTDPK 51 63 55.7 27.0 49.5 2 0 0 1,311.7158
C_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 4 6 10 27.90% APEPHVEEDDDDELDSK 5 21 64.4 25.0 64.4 2 2 0 1,939.8043
C_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 4 6 10 27.90% ELQEMDKDDESLIK 34 47 44.3 26.3 36.4 2 1 0 1,708.7950
C_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 4 6 10 27.90% TLLGDGPVVTDPK 51 63 45.8 26.6 36.7 2 0 0 1,311.7158
C_08 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 4 6 10 27.90% ETIVLKEGSEYR 97 108 26.8 27.8 20.8 1 0 0 1,423.7428
D_13 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 3 5 18.90% APEPHVEEDDDDELDSK 5 21 30.0 25.0 30.0 0 2 0 1,939.8043
D_13 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 3 5 18.90% TLLGDGPVVTDPK 51 63 38.0 26.8 33.6 1 0 0 1,311.7158
D_13 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 3 5 18.90% TLLGDGPVVTDPKAPNVVVTR 51 71 52.4 25.0 46.6 0 2 0 2,148.2026
F_10 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 4 7 21.90% APEPHVEEDDDDELDSK 5 21 66.5 25.0 66.5 2 2 0 1,939.8043
F_10 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 4 7 21.90% ELQEMDKDDESLIK 34 47 20.9 26.0 14.1 0 1 0 1,692.8000
F_10 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 4 7 21.90% TLLGDGPVVTDPK 51 63 56.7 26.7 53.4 2 0 0 1,311.7158
F_11 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 2 2 3 14.90% APEPHVEEDDDDELDSK 5 21 35.7 25.0 35.7 0 1 0 1,939.8043
F_11 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 2 2 3 14.90% TLLGDGPVVTDPK 51 63 59.1 26.6 55.2 2 0 0 1,311.7158
H_06 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 2 3 4 15.40% APEPHVEEDDDDELDSK 5 21 59.9 25.0 59.9 2 0 0 1,939.8043
H_06 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 2 3 4 15.40% ELQEMDKDDESLIK 34 47 31.3 26.4 13.9 1 1 0 1,692.8000
H_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 5 8 14 23.90% APEPHVEEDDDDELDSK 5 21 91.7 25.0 91.7 2 2 0 1,939.8043
H_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 5 8 14 23.90% SLKELQEMDKDDESLIK 31 47 32.6 27.4 18.3 0 2 0 2,037.0061
H_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 5 8 14 23.90% ELQEMDKDDESLIK 34 47 75.7 26.4 60.0 2 1 0 1,692.8000
H_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 5 8 14 23.90% KTLLGDGPVVTDPK 50 63 39.1 26.0 15.3 2 1 0 1,439.8108
H_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 5 8 14 23.90% TLLGDGPVVTDPK 51 63 62.2 27.0 53.8 2 0 0 1,311.7158
I_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 2 3 5 13.40% ELQEMDKDDESLIK 34 47 47.5 26.4 32.4 2 1 0 1,692.8000
I_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 2 3 5 13.40% TLLGDGPVVTDPK 51 63 38.9 26.4 25.3 2 0 0 1,311.7158
K_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 4 10 15.40% APEPHVEEDDDDELDSK 5 21 79.2 25.0 79.2 2 2 0 1,939.8043
K_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 4 10 15.40% KTLLGDGPVVTDPK 50 63 26.3 26.1 19.5 2 0 0 1,439.8108
K_07 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 4 10 15.40% TLLGDGPVVTDPK 51 63 74.9 26.7 65.2 4 0 0 1,311.7158
L_05 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 6 9 21.40% APEPHVEEDDDDELDSK 5 21 48.0 25.0 43.5 2 2 0 1,939.8043
L_05 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 6 9 21.40% ELQEMDKDDESLIK 34 47 39.0 26.4 28.4 2 1 0 1,708.7950
L_05 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 3 6 9 21.40% ETIVLKEGSEYR 97 108 23.6 28.0 15.6 1 1 0 1,423.7428
P_05 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 2 2 3 15.40% APEPHVEEDDDDELDSK 5 21 43.6 25.0 43.6 0 2 0 1,939.8043
P_05 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 2 2 3 15.40% ELQEMDKDDESLIK 34 47 16.0 26.4 15.9 0 1 0 1,708.7950
Q_05 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 2 2 4 15.40% APEPHVEEDDDDELDSK 5 21 62.8 25.0 62.8 0 2 0 1,939.8043
Q_05 Rho GDP‐dissociation inhibitor 2 GDIR2_HUMAN 22,988 2 2 4 15.40% ELQEMDKDDESLIK 34 47 27.2 26.6 19.2 2 0 0 1,708.7950
C_13 Glia‐derived nexin GDN_HUMAN 44,003 3 3 5 10.10% VLGITDMFDSSK 310 321 25.3 26.7 22.5 2 0 0 1,328.6405
C_13 Glia‐derived nexin GDN_HUMAN 44,003 3 3 5 10.10% ASAATTAILIAR 354 365 37.8 27.0 15.4 1 0 0 1,158.6841
C_13 Glia‐derived nexin GDN_HUMAN 44,003 3 3 5 10.10% HNPTGAVLFMGQINKP 383 398 36.3 27.2 25.9 0 2 0 1,739.8900
A_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 5 5 8 10.00% DQEVLLQTGR 102 111 33.1 28.9 17.8 1 0 0 1,158.6115
A_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 5 5 8 10.00% HVEDGNVTVQHAALSALR 369 386 42.2 27.4 34.8 0 2 0 1,916.9937
A_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 5 5 8 10.00% NLAIPVINK 387 395 19.3 25.0 13.0 2 0 0 981.6092
A_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 5 5 8 10.00% MLSAGVTEAVLK 398 409 54.5 27.5 49.8 2 0 0 1,234.6713
A_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 5 5 8 10.00% SVAQQASLTEQR 591 602 58.4 28.0 34.1 1 0 0 1,317.6757
B_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 6 6 9 12.50% DQEVLLQTGR 102 111 39.5 27.9 24.8 1 0 0 1,158.6115
B_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 6 6 9 12.50% HVEDGNVTVQHAALSALR 369 386 48.5 27.5 48.5 0 1 0 1,916.9937
B_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 6 6 9 12.50% NLAIPVINK 387 395 30.2 25.0 22.0 2 0 0 981.6092
B_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 6 6 9 12.50% MLSAGVTEAVLK 398 409 44.4 27.7 32.9 2 0 0 1,234.6713
B_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 6 6 9 12.50% MLIDAQAEAAEQLGK 428 442 67.1 27.2 54.8 1 0 0 1,603.7999
B_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 6 6 9 12.50% SVAQQASLTEQR 591 602 53.5 28.2 42.1 2 0 0 1,317.6757
C_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 4 4 7 8.73% EQFASTNIAEELVK 217 230 25.5 27.6 22.8 1 0 0 1,578.8010
C_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 4 4 7 8.73% MLSAGVTEAVLK 398 409 42.8 28.0 35.5 2 0 0 1,234.6713
C_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 4 4 7 8.73% MLIDAQAEAAEQLGK 428 442 58.5 27.1 42.6 2 0 0 1,603.7999
C_16 Rap1 GTPase‐GDP dissociation stimulator 1 GDS1_HUMAN 66,318 4 4 7 8.73% SVAQQASLTEQR 591 602 60.3 28.0 46.9 2 0 0 1,317.6757
A_18 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 3 3 6 5.29% WATHGEPSPVNSHPQR 96 111 41.1 25.8 37.1 0 2 0 1,799.8572
A_18 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 3 3 6 5.29% ESQDTSFTTLVER 164 176 63.2 26.0 50.9 2 0 0 1,512.7177
A_18 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 3 3 6 5.29% GYDVDFPR 683 690 37.7 25.0 35.9 2 0 0 968.4473
B_18 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 6 6 12 10.20% EILETLIK 18 25 27.7 25.1 10.9 2 0 0 958.5821
B_18 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 6 6 12 10.20% WATHGEPSPVNSHPQR 96 111 55.9 25.8 49.7 0 2 0 1,799.8572
B_18 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 6 6 12 10.20% GYDFESETDTETIAK 140 154 70.5 25.0 70.5 2 0 0 1,705.7441
B_18 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 6 6 12 10.20% ESQDTSFTTLVER 164 176 77.1 26.4 73.3 2 0 0 1,512.7177
B_18 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 6 6 12 10.20% CQNALQQVVAR 620 630 46.3 28.1 41.3 2 0 0 1,286.6634
B_18 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 6 6 12 10.20% GYDVDFPR 683 690 37.2 25.0 29.3 2 0 0 968.4473
B_19 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 7 7 13 12.70% EILETLIK 18 25 33.5 25.1 21.0 2 0 0 958.5821
B_19 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 7 7 13 12.70% GYDFESETDTETIAK 140 154 83.2 25.0 83.2 2 0 0 1,705.7441
B_19 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 7 7 13 12.70% ESQDTSFTTLVER 164 176 61.0 26.3 53.3 2 0 0 1,512.7177
B_19 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 7 7 13 12.70% EIFEQPESVVNTMR 346 359 58.1 26.3 52.3 2 0 0 1,694.8055
B_19 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 7 7 13 12.70% ETDCGVHINAGPEIGVASTK 475 494 23.6 26.3 18.5 0 1 0 2,054.9814
B_19 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 7 7 13 12.70% CQNALQQVVAR 620 630 58.0 28.1 39.8 2 0 0 1,286.6634
B_19 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 7 7 13 12.70% GYDVDFPR 683 690 31.4 25.0 25.3 2 0 0 968.4473
C_18 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 3 3 5 4.58% ESQDTSFTTLVER 164 176 46.0 26.0 42.5 2 0 0 1,512.7177
C_18 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 3 3 5 4.58% CQNALQQVVAR 620 630 50.9 28.4 40.3 1 0 0 1,286.6634
C_18 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 3 3 5 4.58% GYDVDFPR 683 690 37.9 25.0 35.4 2 0 0 968.4473
H_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 5 5 8 8.73% ESQDTSFTTLVER 164 176 61.8 26.0 54.5 2 0 0 1,512.7177
H_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 5 5 8 8.73% GSPLLIGVR 204 212 47.3 25.0 37.5 2 0 0 911.5674
H_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 5 5 8 8.73% ETDCGVHINAGPEIGVASTK 475 494 32.4 26.3 32.4 0 1 0 2,054.9814
H_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 5 5 8 8.73% CQNALQQVVAR 620 630 56.3 28.1 43.7 1 0 0 1,286.6634
H_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 5 5 8 8.73% GYDVDFPR 683 690 40.2 25.0 32.8 2 0 0 968.4473
I_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 5 5 10 9.59% GYDFESETDTETIAK 140 154 50.7 25.0 50.7 2 0 0 1,705.7441
I_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 5 5 10 9.59% ESQDTSFTTLVER 164 176 49.3 26.3 41.1 2 0 0 1,512.7177
I_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 5 5 10 9.59% ETDCGVHINAGPEIGVASTK 475 494 34.8 26.7 34.8 0 2 0 2,054.9814
I_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 5 5 10 9.59% CQNALQQVVAR 620 630 47.3 28.1 34.7 2 0 0 1,286.6634
I_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 5 5 10 9.59% GYDVDFPR 683 690 37.2 25.0 35.0 2 0 0 968.4473
K_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 3 3 5 6.29% ESQDTSFTTLVER 164 176 45.3 26.1 39.5 2 0 0 1,512.7177
K_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 3 3 5 6.29% ETDCGVHINAGPEIGVASTK 475 494 47.4 26.5 42.6 0 2 0 2,054.9814
K_15 Glucosamine‐‐fructose‐6‐phosphate aminotransferase [isomerizing] 1 GFPT1_HUMAN 78,808 3 3 5 6.29% CQNALQQVVAR 620 630 41.4 28.0 35.1 1 0 0 1,286.6634
A_05 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 6 18.60% NPSAAFFCVAR 35 45 48.8 25.9 42.5 2 0 0 1,239.5938
A_05 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 6 18.60% SNLNSLDEQEGVK 89 101 36.4 26.7 27.6 2 0 0 1,432.6915
A_05 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 6 18.60% ENGLPLEYQEK 149 159 28.0 27.0 22.1 2 0 0 1,319.6479
B_06 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 5 18.60% NPSAAFFCVAR 35 45 39.3 25.8 32.4 2 0 0 1,239.5938
B_06 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 5 18.60% SNLNSLDEQEGVK 89 101 59.0 26.6 40.9 2 0 0 1,432.6915
B_06 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 5 18.60% ENGLPLEYQEK 149 159 22.2 27.1 14.3 1 0 0 1,319.6479
C_05 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 4 18.10% SNLNSLDEQEGVK 89 101 45.3 26.3 35.7 1 0 0 1,432.6915
C_05 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 4 18.10% SGMYVVIEVK 102 111 34.9 26.6 27.2 2 0 0 1,140.5970
C_05 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 4 18.10% ENGLPLEYQEK 149 159 21.6 27.1 11.5 1 0 0 1,319.6479
D_09 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 6 18.10% SNLNSLDEQEGVK 89 101 42.1 26.3 31.4 2 0 0 1,432.6915
D_09 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 6 18.10% SGMYVVIEVK 102 111 32.5 26.3 24.0 2 0 0 1,140.5970
D_09 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 6 18.10% ENGLPLEYQEK 149 159 34.3 26.8 28.0 2 0 0 1,319.6479
F_08 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 5 18.60% SNLNSLDEQEGVK 89 101 52.5 26.2 35.9 2 0 0 1,432.6915
F_08 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 5 18.60% SGMYVVIEVK 102 111 43.3 27.3 19.0 2 0 0 1,140.5970
F_08 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 5 18.60% LKAIEPNDYTGK 160 171 16.8 28.6 12.6 0 1 0 1,348.7109
F_09 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 2 2 3 12.80% SNLNSLDEQEGVK 89 101 50.8 26.3 36.2 2 0 0 1,432.6915
F_09 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 2 2 3 12.80% ENGLPLEYQEK 149 159 25.0 27.0 15.0 1 0 0 1,319.6479
G_08 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 4 18.10% SNLNSLDEQEGVK 89 101 36.9 26.9 29.3 1 0 0 1,432.6915
G_08 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 4 18.10% ENGLPLEYQEK 149 159 34.4 27.7 32.8 1 0 0 1,319.6479
G_08 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 4 18.10% VSEEIEDIIK 172 181 52.8 28.4 35.3 2 0 0 1,174.6203
I_05 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 2 2 3 11.20% NPSAAFFCVAR 35 45 41.4 26.1 33.8 1 0 0 1,239.5938
I_05 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 2 2 3 11.20% VSEEIEDIIK 172 181 53.5 28.7 33.9 2 0 0 1,174.6203
L_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 2 2 2 11.70% NPSAAFFCVAR 35 45 35.2 26.0 27.5 1 0 0 1,239.5938
L_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 2 2 2 11.70% ENGLPLEYQEK 149 159 39.0 27.7 32.8 1 0 0 1,319.6479
M_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 4 4 8 23.40% NPSAAFFCVAR 35 45 36.9 26.2 24.5 2 0 0 1,239.5938
M_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 4 4 8 23.40% SNLNSLDEQEGVK 89 101 33.0 26.7 26.4 2 0 0 1,432.6915
M_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 4 4 8 23.40% SGMYVVIEVK 102 111 34.0 27.6 26.0 2 0 0 1,140.5970
M_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 4 4 8 23.40% VSEEIEDIIK 172 181 26.5 28.5 8.3 2 0 0 1,174.6203
N_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 4 4 8 23.40% NPSAAFFCVAR 35 45 40.7 26.1 39.5 2 0 0 1,239.5938



N_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 4 4 8 23.40% SNLNSLDEQEGVK 89 101 58.9 26.9 49.3 2 0 0 1,432.6915
N_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 4 4 8 23.40% SGMYVVIEVK 102 111 33.2 27.1 22.3 2 0 0 1,140.5970
N_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 4 4 8 23.40% VSEEIEDIIK 172 181 39.6 28.7 27.9 2 0 0 1,174.6203
O_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 2 2 4 12.80% NPSAAFFCVAR 35 45 34.0 26.0 33.4 2 0 0 1,239.5938
O_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 2 2 4 12.80% SNLNSLDEQEGVK 89 101 33.6 26.8 26.6 2 0 0 1,432.6915
P_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 5 18.60% NPSAAFFCVAR 35 45 32.6 26.0 26.3 2 0 0 1,239.5938
P_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 5 18.60% SNLNSLDEQEGVK 89 101 48.7 26.9 36.2 2 0 0 1,432.6915
P_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 5 18.60% ENGLPLEYQEK 149 159 33.6 27.7 24.6 1 0 0 1,319.6479
Q_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 4 18.60% NPSAAFFCVAR 35 45 47.5 26.3 43.7 2 0 0 1,239.5938
Q_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 4 18.60% SNLNSLDEQEGVK 89 101 42.6 27.0 26.8 1 0 0 1,432.6915
Q_04 Gamma‐glutamylcyclotransferase GGCT_HUMAN 21,008 3 3 4 18.60% ENGLPLEYQEK 149 159 26.8 27.7 24.6 1 0 0 1,319.6479
F_13 Gamma‐glutamyl hydrolase GGH_HUMAN 35,966 5 5 9 16.00% KPIIGILMQK 33 42 44.4 25.0 43.9 2 0 0 1,140.7176
F_13 Gamma‐glutamyl hydrolase GGH_HUMAN 35,966 5 5 9 16.00% YYIAASYVK 54 62 36.7 27.8 32.0 2 0 0 1,077.5614
F_13 Gamma‐glutamyl hydrolase GGH_HUMAN 35,966 5 5 9 16.00% DYEILFK 82 88 23.5 25.6 4.8 1 0 0 927.4823
F_13 Gamma‐glutamyl hydrolase GGH_HUMAN 35,966 5 5 9 16.00% FFNVLTTNTDGK 213 224 61.9 26.3 53.0 2 0 0 1,356.6795
F_13 Gamma‐glutamyl hydrolase GGH_HUMAN 35,966 5 5 9 16.00% NLDGISHAPNAVK 254 266 53.3 28.0 37.4 2 0 0 1,335.7016
G_13 Gamma‐glutamyl hydrolase GGH_HUMAN 35,966 3 3 5 10.10% DYEILFK 82 88 25.8 26.3 9.8 1 0 0 927.4823
G_13 Gamma‐glutamyl hydrolase GGH_HUMAN 35,966 3 3 5 10.10% FFNVLTTNTDGK 213 224 61.4 26.6 55.6 2 0 0 1,356.6795
G_13 Gamma‐glutamyl hydrolase GGH_HUMAN 35,966 3 3 5 10.10% NLDGISHAPNAVK 254 266 60.6 27.9 46.8 2 0 0 1,335.7016
G_14 Gamma‐glutamyl hydrolase GGH_HUMAN 35,966 2 2 2 6.92% YYIAASYVK 54 62 30.8 28.4 20.4 1 0 0 1,077.5614
G_14 Gamma‐glutamyl hydrolase GGH_HUMAN 35,966 2 2 2 6.92% NLDGISHAPNAVK 254 266 41.9 27.9 33.7 1 0 0 1,335.7016
A_11 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 3 3 5 7.90% KDDLGDTNLHDYLR 156 169 56.2 26.1 37.6 0 1 0 1,674.8085
A_11 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 3 3 5 7.90% KLAEQEAHYAVR 282 293 32.0 27.5 23.6 0 2 0 1,414.7437
A_11 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 3 3 5 7.90% LAEQEAHYAVR 283 293 52.9 26.8 31.5 2 0 0 1,286.6487
A_12 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 4 4 7 10.60% KDDLGDTNLHDYLR 156 169 48.0 26.0 39.3 0 2 0 1,674.8085
A_12 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 4 4 7 10.60% AQLLGLIQR 203 211 45.6 25.0 33.4 2 0 0 1,011.6311
A_12 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 4 4 7 10.60% KLAEQEAHYAVR 282 293 26.2 27.4 14.1 0 2 0 1,414.7437
A_12 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 4 4 7 10.60% LAEQEAHYAVR 283 293 26.9 26.8 16.8 1 0 0 1,286.6487
B_11 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 4 4 6 9.12% SFMILIFTR 147 155 42.1 28.4 40.0 2 0 0 1,143.6232
B_11 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 4 4 6 9.12% AQLLGLIQR 203 211 40.7 25.0 30.5 2 0 0 1,011.6311
B_11 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 4 4 6 9.12% KLAEQEAHYAVR 282 293 18.8 27.4 12.4 0 1 0 1,414.7437
B_11 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 4 4 6 9.12% LAEQEAHYAVR 283 293 29.2 27.2 23.5 1 0 0 1,286.6487
C_11 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 3 6.38% AQLLGLIQR 203 211 42.2 25.0 33.0 2 0 0 1,011.6311
C_11 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 3 6.38% KLAEQEAHYAVR 282 293 30.8 27.5 17.2 0 1 0 1,414.7437
F_13 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 4 6.99% KDDLGDTNLHDYLR 156 169 50.4 26.4 32.8 0 2 0 1,674.8085
F_13 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 4 6.99% AQLLGLIQR 203 211 41.5 25.0 32.6 2 0 0 1,011.6311
F_14 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 4 6.99% KDDLGDTNLHDYLR 156 169 43.4 26.2 35.9 0 2 0 1,674.8085
F_14 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 4 6.99% AQLLGLIQR 203 211 40.1 25.0 25.0 2 0 0 1,011.6311
H_09 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 4 6.99% KDDLGDTNLHDYLR 156 169 44.8 26.2 33.0 0 2 0 1,674.8085
H_09 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 4 6.99% AQLLGLIQR 203 211 39.6 25.0 31.9 2 0 0 1,011.6311
I_09 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 3 6.99% KDDLGDTNLHDYLR 156 169 37.2 26.2 25.3 0 1 0 1,674.8085
I_09 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 3 6.99% AQLLGLIQR 203 211 47.8 25.0 38.3 2 0 0 1,011.6311
J_09 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 4 6.99% KDDLGDTNLHDYLR 156 169 35.1 26.6 18.4 0 2 0 1,674.8085
J_09 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 4 6.99% AQLLGLIQR 203 211 43.9 25.0 33.9 2 0 0 1,011.6311
L_07 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 3 3 6 10.60% SFMILIFTR 147 155 34.2 28.4 30.8 2 0 0 1,143.6232
L_07 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 3 3 6 10.60% AQLLGLIQR 203 211 37.6 25.0 17.0 2 0 0 1,011.6311
L_07 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 3 3 6 10.60% AEEEIQKQTQAMQELHR 229 245 33.5 26.9 21.5 0 2 0 2,085.0032
M_07 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 3 6.99% KDDLGDTNLHDYLR 156 169 20.5 26.2 16.6 0 1 0 1,674.8085
M_07 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 3 6.99% AQLLGLIQR 203 211 24.7 25.0 11.1 2 0 0 1,011.6311
P_07 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 3 6.38% AQLLGLIQR 203 211 25.2 25.0 15.7 2 0 0 1,011.6311
P_07 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 2 2 3 6.38% KLAEQEAHYAVR 282 293 20.2 27.6 14.2 0 1 0 1,414.7437
Q_07 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 3 3 5 10.60% KDDLGDTNLHDYLR 156 169 30.1 26.7 19.8 0 1 0 1,674.8085
Q_07 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 3 3 5 10.60% AQLLGLIQR 203 211 32.8 25.0 17.6 2 0 0 1,011.6311
Q_07 GTPase IMAP family member 4 GIMA4_HUMAN 37,535 3 3 5 10.60% KLAEQEAHYAVR 282 293 32.9 26.6 27.2 0 2 0 1,414.7437
A_11 PDZ domain‐containing protein GIPC1 GIPC1_HUMAN 36,051 4 5 7 15.60% GPATVEDLPSAFEEK 249 263 43.3 27.3 43.3 2 0 0 1,589.7695
A_11 PDZ domain‐containing protein GIPC1 GIPC1_HUMAN 36,051 4 5 7 15.60% VDDLLESYMGIR 268 279 32.1 26.3 30.0 1 0 0 1,426.6885
A_11 PDZ domain‐containing protein GIPC1 GIPC1_HUMAN 36,051 4 5 7 15.60% DTELAATMVELGK 280 292 45.4 27.6 40.6 2 0 0 1,393.6882
A_11 PDZ domain‐containing protein GIPC1 GIPC1_HUMAN 36,051 4 5 7 15.60% NPDELAEALDER 296 307 56.2 25.0 54.2 2 0 0 1,371.6388
B_11 PDZ domain‐containing protein GIPC1 GIPC1_HUMAN 36,051 2 2 2 8.11% GPATVEDLPSAFEEK 249 263 25.6 27.3 25.6 1 0 0 1,589.7695
B_11 PDZ domain‐containing protein GIPC1 GIPC1_HUMAN 36,051 2 2 2 8.11% NPDELAEALDER 296 307 55.0 25.0 46.2 1 0 0 1,371.6388
H_09 PDZ domain‐containing protein GIPC1 GIPC1_HUMAN 36,051 2 2 3 7.81% APPLVENEEAEPGR 11 24 39.1 27.8 33.6 2 0 0 1,507.7388
H_09 PDZ domain‐containing protein GIPC1 GIPC1_HUMAN 36,051 2 2 3 7.81% NPDELAEALDER 296 307 58.3 25.0 57.7 1 0 0 1,371.6388
A_17 Glucosylceramidase GLCM_HUMAN 59,718 2 2 2 3.36% VPMASCDFSIR 160 170 29.3 25.0 27.3 1 0 0 1,298.5868
A_17 Glucosylceramidase GLCM_HUMAN 59,718 2 2 2 3.36% FWEQSVR 386 392 22.4 26.3 14.6 1 0 0 951.4682
N_10 Glucosylceramidase GLCM_HUMAN 59,718 2 2 2 3.36% LLMLDDQR 317 324 23.3 28.4 10.8 1 0 0 1,019.5193
N_10 Glucosylceramidase GLCM_HUMAN 59,718 2 2 2 3.36% VVLTDPEAAK 333 342 21.8 26.7 0.2 1 0 0 1,042.5780
A_18 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 5 5 8 7.69% IYESHVGISSHEGK 199 212 26.4 26.1 13.0 0 1 0 1,542.7547
A_18 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 5 5 8 7.69% HFTCNVLPR 218 226 38.5 26.1 29.5 2 0 0 1,143.5728
A_18 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 5 5 8 7.69% RQFHLTDDDLLR 565 576 32.1 27.7 15.3 0 2 0 1,528.7869
A_18 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 5 5 8 7.69% FLNNFDR 579 585 23.4 26.0 12.9 1 0 0 925.4526
A_18 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 5 5 8 7.69% VALILQNVDLPN 691 702 45.8 25.0 32.7 2 0 0 1,308.7523
B_18 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 3 3 5 5.41% IYESHVGISSHEGK 199 212 19.8 26.5 2.8 0 1 0 1,542.7547
B_18 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 3 3 5 5.41% RQFHLTDDDLLR 565 576 34.0 27.6 28.1 0 2 0 1,528.7869
B_18 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 3 3 5 5.41% VALILQNVDLPN 691 702 54.4 25.0 53.0 2 0 0 1,308.7523
C_18 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 2 2 2 3.28% YKQFSQILK 49 57 22.4 25.0 12.1 1 0 0 1,154.6569
C_18 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 2 2 2 3.28% NIGENEGGIDKFSR 58 71 40.5 26.8 34.3 1 0 0 1,535.7450
D_25 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 2 2 2 3.13% FLNNFDR 579 585 27.2 25.9 15.4 1 0 0 925.4526
D_25 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 2 2 2 3.13% IVLDSDAAEYGGHQR 648 662 22.4 26.2 15.1 0 1 0 1,630.7821
L_11 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 5 7 11 8.12% YKQFSQILK 49 57 26.7 25.0 12.1 2 0 0 1,154.6569
L_11 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 5 7 11 8.12% NIGENEGGIDKFSR 58 71 50.1 27.3 41.0 1 1 0 1,535.7450
L_11 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 5 7 11 8.12% FLNNFDR 579 585 27.3 26.1 13.9 2 0 0 925.4526
L_11 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 5 7 11 8.12% IVLDSDAAEYGGHQR 648 662 77.4 27.0 77.3 2 1 0 1,630.7821
L_11 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 5 7 11 8.12% VALILQNVDLPN 691 702 51.0 25.0 46.3 2 0 0 1,308.7523
M_11 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 2 2 4 3.13% FLNNFDR 579 585 28.6 26.0 16.4 2 0 0 925.4526
M_11 1,4‐alpha‐glucan‐branching enzyme GLGB_HUMAN 80,477 2 2 4 3.13% IVLDSDAAEYGGHQR 648 662 55.7 27.0 53.2 2 0 0 1,630.7821
A_08 Hydroxyacylglutathione hydrolase, mitochondrial GLO2_HUMAN 33,806 3 4 6 14.00% EAAIVDPVQPQK 72 83 44.5 27.5 33.5 2 0 0 1,294.7003
A_08 Hydroxyacylglutathione hydrolase, mitochondrial GLO2_HUMAN 33,806 3 4 6 14.00% ITHLSTLQVGSLNVK 137 151 41.9 25.0 37.0 1 2 0 1,609.9273
A_08 Hydroxyacylglutathione hydrolase, mitochondrial GLO2_HUMAN 33,806 3 4 6 14.00% TVQQHAGETDPVTTMR 279 294 41.2 25.6 41.2 0 1 0 1,786.8391
A_09 Hydroxyacylglutathione hydrolase, mitochondrial GLO2_HUMAN 33,806 2 2 2 10.10% ITHLSTLQVGSLNVK 137 151 30.0 25.0 29.1 0 1 0 1,609.9273
A_09 Hydroxyacylglutathione hydrolase, mitochondrial GLO2_HUMAN 33,806 2 2 2 10.10% TVQQHAGETDPVTTMR 279 294 22.7 25.5 19.4 0 1 0 1,786.8391
B_10 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 2 2 4 7.67% ALLGYADNQCK 188 198 41.3 25.6 41.3 2 0 0 1,252.5992
B_10 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 2 2 4 7.67% ILTPLVSLDTPGK 240 252 57.6 25.0 52.0 2 0 0 1,353.7991
D_15 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 5 5 8 20.40% LGNDFMGITLASSQAVSNAR 97 116 30.5 27.1 0.0 0 1 0 2,068.0129
D_15 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 5 5 8 20.40% SLPQSDPVLK 146 155 25.3 26.7 13.2 1 0 0 1,083.6046
D_15 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 5 5 8 20.40% VTLAVSDLQK 156 165 36.9 28.3 27.8 2 0 0 1,073.6202
D_15 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 5 5 8 20.40% ALLGYADNQCK 188 198 32.9 25.5 28.1 2 0 0 1,252.5992
D_15 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 5 5 8 20.40% ILTPLVSLDTPGK 240 252 61.5 25.0 53.9 2 0 0 1,353.7991
F_12 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 4 4 5 14.10% SLPQSDPVLK 146 155 20.7 25.8 16.4 1 0 0 1,083.6046
F_12 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 4 4 5 14.10% VTLAVSDLQK 156 165 57.0 27.0 38.6 1 0 0 1,073.6202
F_12 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 4 4 5 14.10% ALLGYADNQCK 188 198 57.9 25.6 56.6 2 0 0 1,252.5992
F_12 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 4 4 5 14.10% ILTPLVSLDTPGK 240 252 53.8 25.0 48.8 1 0 0 1,353.7991
G_12 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 2 2 4 7.67% ALLGYADNQCK 188 198 62.9 25.8 54.7 2 0 0 1,252.5992
G_12 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 2 2 4 7.67% ILTPLVSLDTPGK 240 252 30.1 25.0 30.1 2 0 0 1,353.7991
I_08 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 2 2 2 7.67% ALLGYADNQCK 188 198 19.4 25.6 14.9 1 0 0 1,252.5992
I_08 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 2 2 2 7.67% ILTPLVSLDTPGK 240 252 51.2 25.0 43.2 1 0 0 1,353.7991
L_06 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 2 2 3 6.39% SLPQSDPVLK 146 155 28.2 26.2 15.6 1 0 0 1,083.6046
L_06 Glyoxalase domain‐containing protein 4 GLOD4_HUMAN 34,794 2 2 3 6.39% VTLAVSDLQK 156 165 39.2 27.8 25.8 2 0 0 1,073.6202
B_10 Golgi phosphoprotein 3‐like GLP3L_HUMAN 32,816 2 2 4 8.77% GGILIELAMR 77 86 47.6 28.1 36.3 2 0 0 1,088.6135
B_10 Golgi phosphoprotein 3‐like GLP3L_HUMAN 32,816 2 2 4 8.77% SDSPTGDVLLDETLK 110 124 59.1 27.9 53.0 2 0 0 1,589.7908
A_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 3 3 6 9.85% ELEASEELDTICPK 218 231 81.0 25.4 81.0 2 0 0 1,633.7628
A_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 3 3 6 9.85% ASVMLFMK 246 253 33.0 25.0 27.2 2 0 0 958.4737
A_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 3 3 6 9.85% GELVGGLDIVK 309 319 64.6 27.9 48.0 2 0 0 1,099.6360



A_12 Glutaredoxin‐3 GLRX3_HUMAN 37,433 2 2 3 6.57% LEAEGVPEVSEK 68 79 38.0 26.7 30.4 1 0 0 1,286.6475
A_12 Glutaredoxin‐3 GLRX3_HUMAN 37,433 2 2 3 6.57% ENGELLPILR 323 332 28.3 25.0 12.7 2 0 0 1,153.6577
B_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 7 7 14 21.80% LDGAHAPELTK 100 110 29.6 27.9 24.8 2 0 0 1,151.6057
B_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 7 7 14 21.80% HASSGSFLPSANEHLK 115 130 25.4 27.7 16.7 0 2 0 1,681.8292
B_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 7 7 14 21.80% ELEASEELDTICPK 218 231 83.9 25.2 79.2 2 0 0 1,633.7628
B_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 7 7 14 21.80% ASVMLFMK 246 253 23.2 25.0 23.2 2 0 0 958.4737
B_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 7 7 14 21.80% GELVGGLDIVK 309 319 49.9 27.9 30.7 2 0 0 1,099.6360
B_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 7 7 14 21.80% ELKENGELLPILR 320 332 34.0 25.0 23.2 2 0 0 1,523.8794
B_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 7 7 14 21.80% ENGELLPILR 323 332 46.7 25.0 27.3 2 0 0 1,153.6577
B_12 Glutaredoxin‐3 GLRX3_HUMAN 37,433 3 3 5 11.00% HASSGSFLPSANEHLK 115 130 28.8 27.7 24.8 0 2 0 1,681.8292
B_12 Glutaredoxin‐3 GLRX3_HUMAN 37,433 3 3 5 11.00% GELVGGLDIVK 309 319 53.4 27.9 38.6 2 0 0 1,099.6360
B_12 Glutaredoxin‐3 GLRX3_HUMAN 37,433 3 3 5 11.00% ENGELLPILR 323 332 44.1 25.0 17.7 1 0 0 1,153.6577
C_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 4 4 6 11.60% ELPQVSFVK 59 67 30.0 28.5 17.8 1 0 0 1,046.5881
C_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 4 4 6 11.60% LDGAHAPELTK 100 110 31.6 27.6 16.8 2 0 0 1,151.6057
C_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 4 4 6 11.60% ASVMLFMK 246 253 31.2 25.2 25.9 1 0 0 958.4737
C_11 Glutaredoxin‐3 GLRX3_HUMAN 37,433 4 4 6 11.60% GELVGGLDIVK 309 319 56.9 26.5 38.7 2 0 0 1,099.6360
F_13 Glutaredoxin‐3 GLRX3_HUMAN 37,433 3 3 6 11.00% LEAEGVPEVSEK 68 79 35.8 26.7 30.4 2 0 0 1,286.6475
F_13 Glutaredoxin‐3 GLRX3_HUMAN 37,433 3 3 6 11.00% ELEASEELDTICPK 218 231 66.0 25.1 57.8 2 0 0 1,633.7628
F_13 Glutaredoxin‐3 GLRX3_HUMAN 37,433 3 3 6 11.00% GELVGGLDIVK 309 319 48.7 26.5 34.0 2 0 0 1,099.6360
H_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 6 6 11 20.60% ELPQVSFVK 59 67 34.9 27.7 22.5 2 0 0 1,046.5881
H_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 6 6 11 20.60% IDRLDGAHAPELTK 97 110 17.4 27.5 10.9 0 1 0 1,535.8179
H_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 6 6 11 20.60% ELEASEELDTICPK 218 231 76.6 25.3 76.6 2 0 0 1,633.7628
H_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 6 6 11 20.60% ASVMLFMK 246 253 52.1 25.1 45.0 2 0 0 926.4838
H_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 6 6 11 20.60% GELVGGLDIVK 309 319 46.7 27.6 27.6 2 0 0 1,099.6360
H_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 6 6 11 20.60% ELKENGELLPILR 320 332 19.8 25.0 14.6 0 2 0 1,523.8794
I_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 4 4 7 9.85% ELPQVSFVK 59 67 23.3 28.4 14.5 2 0 0 1,046.5881
I_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 4 4 7 9.85% GELVGGLDIVK 309 319 41.8 27.6 28.2 2 0 0 1,099.6360
I_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 4 4 7 9.85% ELKENGELLPILR 320 332 22.7 25.0 10.9 0 2 0 1,523.8794
I_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 4 4 7 9.85% ENGELLPILR 323 332 21.0 25.0 9.7 1 0 0 1,153.6577
J_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 2 2 3 8.06% HASSGSFLPSANEHLK 115 130 18.5 28.3 12.4 0 1 0 1,681.8292
J_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 2 2 3 8.06% GELVGGLDIVK 309 319 32.8 27.5 21.5 2 0 0 1,099.6360
K_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 5 5 7 14.00% ELPQVSFVK 59 67 33.5 27.8 24.1 1 0 0 1,046.5881
K_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 5 5 7 14.00% IDRLDGAHAPELTK 97 110 25.3 27.5 15.0 0 1 0 1,535.8179
K_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 5 5 7 14.00% GELVGGLDIVK 309 319 55.0 27.6 40.9 2 0 0 1,099.6360
K_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 5 5 7 14.00% ELKENGELLPILR 320 332 26.4 25.0 11.6 0 1 0 1,523.8794
K_09 Glutaredoxin‐3 GLRX3_HUMAN 37,433 5 5 7 14.00% ENGELLPILR 323 332 54.8 25.0 32.0 2 0 0 1,153.6577
L_07 Glutaredoxin‐3 GLRX3_HUMAN 37,433 2 2 3 7.16% ELEASEELDTICPK 218 231 84.3 25.5 74.1 2 0 0 1,633.7628
L_07 Glutaredoxin‐3 GLRX3_HUMAN 37,433 2 2 3 7.16% ENGELLPILR 323 332 21.2 25.0 12.2 1 0 0 1,153.6577
A_15 Glutaminase kidney isoform, mitochondrial GLSK_HUMAN 73,462 2 2 4 5.38% GSTHPQPGVSPPAAPAAPGPK 86 106 23.8 28.1 23.4 0 2 0 1,920.9929
A_15 Glutaminase kidney isoform, mitochondrial GLSK_HUMAN 73,462 2 2 4 5.38% DGPGETDAFGNSEGK 107 121 40.8 25.0 40.8 2 0 0 1,480.6189
A_17 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 6.82% SLEDQVEMLR 168 177 44.8 27.1 39.0 2 0 0 1,235.5938
A_17 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 6.82% AQQEQELAADAFK 207 219 81.1 27.1 69.6 2 0 0 1,448.7017
A_17 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 6.82% YEQGTGCWQGPNR 465 477 58.8 25.0 52.1 2 0 0 1,552.6599
A_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 9 10.60% ESLQQMAEVTR 125 135 35.2 26.7 27.9 2 0 0 1,307.6261
A_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 9 10.60% ILIEDWK 143 149 27.8 30.1 18.2 1 0 0 916.5140
A_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 9 10.60% AQQEQELAADAFK 207 219 76.9 27.1 59.2 2 0 0 1,448.7017
A_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 9 10.60% YEQGTGCWQGPNR 465 477 59.1 25.0 55.6 2 0 0 1,552.6599
A_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 9 10.60% ETMVTSTTEPSR 488 499 34.3 25.3 34.3 2 0 0 1,338.6206
A_19 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 5 6.25% SLEDQVEMLR 168 177 27.6 26.6 19.4 1 0 0 1,235.5938
A_19 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 5 6.25% LWEEQLAAAK 197 206 32.5 28.5 22.0 2 0 0 1,158.6154
A_19 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 5 6.25% AQQEQELAADAFK 207 219 70.3 27.3 58.8 2 0 0 1,448.7017
B_17 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 6.82% SLEDQVEMLR 168 177 43.7 27.1 37.6 2 0 0 1,235.5938
B_17 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 6.82% AQQEQELAADAFK 207 219 88.5 27.4 75.3 2 0 0 1,448.7017
B_17 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 6.82% YEQGTGCWQGPNR 465 477 59.0 25.0 58.8 2 0 0 1,552.6599
B_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 7 9.09% LWEEQLAAAK 197 206 52.0 29.2 37.1 2 0 0 1,158.6154
B_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 7 9.09% AQQEQELAADAFK 207 219 85.5 27.4 75.1 2 0 0 1,448.7017
B_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 7 9.09% YEQGTGCWQGPNR 465 477 63.4 25.0 61.8 2 0 0 1,552.6599
B_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 7 9.09% ETMVTSTTEPSR 488 499 46.6 25.8 33.9 1 0 0 1,338.6206
B_19 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 4 6.25% SLEDQVEMLR 168 177 44.0 27.2 38.9 1 0 0 1,235.5938
B_19 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 4 6.25% LWEEQLAAAK 197 206 28.0 29.2 15.6 1 0 0 1,158.6154
B_19 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 4 6.25% AQQEQELAADAFK 207 219 75.6 27.4 61.3 2 0 0 1,448.7017
C_17 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 5 6.82% SLEDQVEMLR 168 177 40.5 26.6 30.5 1 0 0 1,235.5938
C_17 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 5 6.82% AQQEQELAADAFK 207 219 62.0 27.1 40.9 2 0 0 1,448.7017
C_17 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 5 6.82% YEQGTGCWQGPNR 465 477 46.1 25.0 46.1 2 0 0 1,552.6599
C_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 10 9.28% ERESLQQMAEVTR 123 135 41.1 27.3 28.5 0 2 0 1,592.7698
C_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 10 9.28% ESLQQMAEVTR 125 135 44.1 26.6 34.0 2 0 0 1,307.6261
C_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 10 9.28% LWEEQLAAAK 197 206 51.2 28.9 33.1 2 0 0 1,158.6154
C_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 10 9.28% AQQEQELAADAFK 207 219 99.7 26.8 83.6 2 0 0 1,448.7017
C_18 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 10 9.28% YEQGTGCWQGPNR 465 477 50.8 25.0 49.1 2 0 0 1,552.6599
C_19 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 5 6.25% SLEDQVEMLR 168 177 49.1 26.6 43.2 2 0 0 1,235.5938
C_19 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 5 6.25% LWEEQLAAAK 197 206 32.6 28.8 17.2 2 0 0 1,158.6154
C_19 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 5 6.25% AQQEQELAADAFK 207 219 70.8 27.1 57.5 1 0 0 1,448.7017
D_25 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 9 9.66% ESLQQMAEVTR 125 135 48.3 26.5 39.8 2 0 0 1,307.6261
D_25 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 9 9.66% ILIEDWK 143 149 33.5 28.0 22.6 2 0 0 916.5140
D_25 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 9 9.66% SLEDQVEMLR 168 177 26.1 25.9 21.1 1 0 0 1,235.5938
D_25 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 9 9.66% LWEEQLAAAK 197 206 47.2 27.9 36.8 2 0 0 1,158.6154
D_25 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 5 5 9 9.66% AQQEQELAADAFK 207 219 64.2 26.9 48.9 2 0 0 1,448.7017
D_26 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 5 9 8.14% ESLQQMAEVTR 125 135 43.0 26.6 30.0 4 0 0 1,307.6261
D_26 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 5 9 8.14% KLIELQAGK 158 166 25.0 26.5 12.5 1 0 0 999.6199
D_26 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 5 9 8.14% SLEDQVEMLR 168 177 42.2 26.2 35.3 2 0 0 1,235.5938
D_26 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 5 9 8.14% YEQGTGCWQGPNR 465 477 32.5 25.0 32.5 2 0 0 1,552.6599
E_25 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 4 5.30% ESLQQMAEVTR 125 135 24.2 26.7 17.8 1 0 0 1,307.6261
E_25 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 4 5.30% ILIEDWK 143 149 23.4 30.3 12.7 1 0 0 916.5140
E_25 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 4 5.30% LWEEQLAAAK 197 206 43.2 28.5 36.1 2 0 0 1,158.6154
E_26 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 3 5 3.98% ESLQQMAEVTR 125 135 38.4 27.3 28.0 3 0 0 1,291.6311
E_26 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 3 5 3.98% SLEDQVEMLR 168 177 46.4 26.6 35.9 2 0 0 1,235.5938
H_15 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 6 7 13 12.10% ESLQQMAEVTR 125 135 48.7 27.5 37.2 2 0 0 1,291.6311
H_15 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 6 7 13 12.10% ILIEDWK 143 149 31.3 30.1 18.2 1 0 0 916.5140
H_15 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 6 7 13 12.10% SLEDQVEMLR 168 177 49.2 27.2 41.4 4 0 0 1,235.5938
H_15 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 6 7 13 12.10% LWEEQLAAAK 197 206 62.5 28.5 47.4 2 0 0 1,158.6154
H_15 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 6 7 13 12.10% AQQEQELAADAFK 207 219 84.9 27.0 73.7 2 0 0 1,448.7017
H_15 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 6 7 13 12.10% YEQGTGCWQGPNR 465 477 63.7 25.0 58.7 2 0 0 1,552.6599
J_15 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 3 4.36% SLEDQVEMLR 168 177 24.7 27.2 13.5 1 0 0 1,235.5938
J_15 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 3 4.36% AQQEQELAADAFK 207 219 82.6 27.3 70.0 2 0 0 1,448.7017
K_15 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 4 7 6.82% SLEDQVEMLR 168 177 55.4 27.1 49.6 2 0 0 1,235.5938
K_15 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 4 7 6.82% AQQEQELAADAFK 207 219 92.1 27.4 77.5 2 1 0 1,448.7017
K_15 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 4 7 6.82% YEQGTGCWQGPNR 465 477 61.0 25.0 61.0 2 0 0 1,552.6599
L_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 5 9 8.90% ESLQQMAEVTR 125 135 43.5 26.6 33.2 2 0 0 1,307.6261
L_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 5 9 8.90% SLEDQVEMLR 168 177 45.7 27.2 37.6 4 0 0 1,235.5938
L_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 5 9 8.90% AQQEQELAADAFK 207 219 70.7 27.3 59.5 1 0 0 1,448.7017
L_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 5 9 8.90% YEQGTGCWQGPNR 465 477 70.9 25.0 65.4 2 0 0 1,552.6599
L_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 6.82% LWEEQLAAAK 197 206 34.0 29.2 22.2 2 0 0 1,158.6154
L_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 6.82% AQQEQELAADAFK 207 219 79.1 27.3 63.1 2 0 0 1,448.7017
L_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 6.82% YEQGTGCWQGPNR 465 477 57.0 25.0 57.0 2 0 0 1,552.6599
L_13 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 2 4.36% SLEDQVEMLR 168 177 28.6 27.3 21.5 1 0 0 1,235.5938
L_13 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 2 4.36% YEQGTGCWQGPNR 465 477 29.1 25.0 23.8 1 0 0 1,552.6599
M_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 7 8.90% ESLQQMAEVTR 125 135 22.6 26.6 20.8 1 0 0 1,307.6261
M_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 7 8.90% LWEEQLAAAK 197 206 33.6 28.8 25.6 2 0 0 1,158.6154
M_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 7 8.90% AQQEQELAADAFK 207 219 65.7 27.2 47.8 2 0 0 1,448.7017
M_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 7 8.90% YEQGTGCWQGPNR 465 477 43.3 25.0 36.8 2 0 0 1,552.6599
M_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 4 4.92% AQQEQELAADAFK 207 219 66.8 27.3 55.2 2 0 0 1,448.7017
M_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 4 4.92% YEQGTGCWQGPNR 465 477 51.5 25.0 46.7 2 0 0 1,552.6599



N_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 8 8.90% ESLQQMAEVTR 125 135 50.4 26.9 45.0 2 0 0 1,307.6261
N_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 8 8.90% SLEDQVEMLR 168 177 44.2 27.3 34.2 2 0 0 1,235.5938
N_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 8 8.90% AQQEQELAADAFK 207 219 63.1 27.3 49.5 2 0 0 1,448.7017
N_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 8 8.90% YEQGTGCWQGPNR 465 477 42.1 25.0 42.1 2 0 0 1,552.6599
N_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 7.01% ESLQQMAEVTR 125 135 34.2 26.6 28.4 2 0 0 1,307.6261
N_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 7.01% AQQEQELAADAFK 207 219 64.5 27.3 45.4 2 0 0 1,448.7017
N_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 7.01% YEQGTGCWQGPNR 465 477 51.8 25.0 51.2 2 0 0 1,552.6599
N_12 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 5 7.01% ESLQQMAEVTR 125 135 39.9 27.2 29.4 2 0 0 1,307.6261
N_12 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 5 7.01% AQQEQELAADAFK 207 219 50.4 27.3 42.7 2 0 0 1,448.7017
N_12 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 5 7.01% YEQGTGCWQGPNR 465 477 39.5 25.0 39.5 1 0 0 1,552.6599
O_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 4 3.79% SLEDQVEMLR 168 177 59.2 27.3 49.1 2 0 0 1,235.5938
O_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 4 3.79% LWEEQLAAAK 197 206 30.5 28.9 7.9 2 0 0 1,158.6154
O_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 3 4.36% LWEEQLAAAK 197 206 29.9 29.1 16.5 1 0 0 1,158.6154
O_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 3 4.36% YEQGTGCWQGPNR 465 477 41.3 25.0 41.3 2 0 0 1,552.6599
P_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 8 8.90% ESLQQMAEVTR 125 135 36.2 27.1 25.1 2 0 0 1,307.6261
P_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 8 8.90% SLEDQVEMLR 168 177 43.9 27.0 37.2 2 0 0 1,235.5938
P_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 8 8.90% AQQEQELAADAFK 207 219 73.8 27.4 56.2 2 0 0 1,448.7017
P_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 8 8.90% YEQGTGCWQGPNR 465 477 54.8 25.0 54.8 2 0 0 1,552.6599
P_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 7.01% ESLQQMAEVTR 125 135 45.9 27.2 37.4 2 0 0 1,307.6261
P_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 7.01% AQQEQELAADAFK 207 219 74.4 27.3 63.0 2 0 0 1,448.7017
P_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 3 3 6 7.01% YEQGTGCWQGPNR 465 477 42.4 25.0 42.4 2 0 0 1,552.6599
Q_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 4 4.92% AQQEQELAADAFK 207 219 75.0 27.4 64.6 2 0 0 1,448.7017
Q_10 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 4 4.92% YEQGTGCWQGPNR 465 477 63.0 25.0 58.1 2 0 0 1,552.6599
Q_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 7 8.90% ESLQQMAEVTR 125 135 42.7 27.2 32.1 2 0 0 1,307.6261
Q_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 7 8.90% SLEDQVEMLR 168 177 42.0 27.2 33.2 1 0 0 1,235.5938
Q_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 7 8.90% AQQEQELAADAFK 207 219 70.6 27.3 60.0 2 0 0 1,448.7017
Q_11 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 4 4 7 8.90% YEQGTGCWQGPNR 465 477 54.9 25.0 48.1 2 0 0 1,552.6599
Q_14 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 2 4.55% ESLQQMAEVTR 125 135 27.6 27.3 19.4 1 0 0 1,307.6261
Q_14 Glucosidase 2 subunit beta GLU2B_HUMAN 59,426 2 2 2 4.55% YEQGTGCWQGPNR 465 477 44.1 25.0 39.6 1 0 0 1,552.6599
A_14 Serine hydroxymethyltransferase, cytosolic GLYC_HUMAN 53,084 4 4 6 9.73% DSDVEVYNIIK 28 38 35.0 27.7 21.3 1 0 0 1,294.6526
A_14 Serine hydroxymethyltransferase, cytosolic GLYC_HUMAN 53,084 4 4 6 9.73% AVLEALGSCLNNK 60 72 43.2 28.5 31.2 2 0 0 1,388.7203
A_14 Serine hydroxymethyltransferase, cytosolic GLYC_HUMAN 53,084 4 4 6 9.73% LIIAGTSCYSR 197 207 49.0 27.0 41.3 2 0 0 1,240.6355
A_14 Serine hydroxymethyltransferase, cytosolic GLYC_HUMAN 53,084 4 4 6 9.73% ALSEALTELGYK 337 348 77.1 28.4 66.1 1 0 0 1,294.6890
B_14 Serine hydroxymethyltransferase, cytosolic GLYC_HUMAN 53,084 3 3 6 7.45% AVLEALGSCLNNK 60 72 59.9 28.2 49.9 2 0 0 1,388.7203
B_14 Serine hydroxymethyltransferase, cytosolic GLYC_HUMAN 53,084 3 3 6 7.45% LIIAGTSCYSR 197 207 31.1 27.1 20.9 2 0 0 1,240.6355
B_14 Serine hydroxymethyltransferase, cytosolic GLYC_HUMAN 53,084 3 3 6 7.45% ALSEALTELGYK 337 348 72.8 28.4 58.6 2 0 0 1,294.6890
A_14 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 3 4 6 5.56% EYSLQVLK 349 356 26.1 26.1 7.9 1 0 0 979.5459
A_14 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 3 4 6 5.56% AMADALLER 360 368 54.3 27.8 40.9 3 0 0 989.5085
A_14 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 3 4 6 5.56% VLELVSITANK 399 409 86.9 25.0 76.5 2 0 0 1,186.7042
B_14 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 3 4 6 5.95% AMADALLER 360 368 49.2 28.4 26.6 3 0 0 989.5085
B_14 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 3 4 6 5.95% VLELVSITANK 399 409 90.9 25.3 83.6 2 0 0 1,186.7042
B_14 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 3 4 6 5.95% AFPMPGFDEH 495 504 24.8 25.0 23.5 1 0 0 1,163.4828
C_14 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 4 5 8 8.33% AMADALLER 360 368 31.0 27.2 21.1 1 0 0 1,005.5035
C_14 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 4 5 8 8.33% VLELVSITANK 399 409 83.6 25.0 77.0 2 0 0 1,186.7042
C_14 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 4 5 8 8.33% SFLLKDSETSQR 470 481 34.7 27.5 22.9 2 1 0 1,410.7224
C_14 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 4 5 8 8.33% AFPMPGFDEH 495 504 28.1 25.0 24.8 2 0 0 1,163.4828
D_20 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 3 3 5 6.55% AALEALGSCLNNK 83 95 42.8 27.9 37.0 2 0 0 1,360.6890
D_20 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 3 3 5 6.55% LIIAGTSAYAR 220 230 46.1 27.0 44.0 2 0 0 1,135.6470
D_20 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 3 3 5 6.55% AMADALLER 360 368 33.3 27.8 24.3 1 0 0 1,005.5035
E_20 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 2 2 3 3.97% LIIAGTSAYAR 220 230 55.3 26.9 48.8 2 0 0 1,135.6470
E_20 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 2 2 3 3.97% AMADALLER 360 368 27.7 27.1 19.3 1 0 0 1,005.5035
E_21 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 3 3 6 6.55% AALEALGSCLNNK 83 95 75.1 27.9 62.0 2 0 0 1,360.6890
E_21 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 3 3 6 6.55% AMADALLER 360 368 39.0 27.1 26.1 2 0 0 1,005.5035
E_21 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 3 3 6 6.55% VLELVSITANK 399 409 93.9 25.1 83.4 2 0 0 1,186.7042
F_16 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 5 5 9 10.30% GLELIASENFCSR 70 82 79.2 26.6 74.0 2 0 0 1,495.7210
F_16 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 5 5 9 10.30% LIIAGTSAYAR 220 230 52.9 27.1 49.5 2 0 0 1,135.6470
F_16 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 5 5 9 10.30% EYSLQVLK 349 356 37.0 26.1 19.2 1 0 0 979.5459
F_16 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 5 5 9 10.30% AMADALLER 360 368 58.4 28.4 42.8 2 0 0 989.5085
F_16 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 5 5 9 10.30% VLELVSITANK 399 409 94.3 25.4 83.1 2 0 0 1,186.7042
G_16 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 2 3 6 3.57% EIPYTFEDR 306 314 36.8 25.7 27.1 2 0 0 1,169.5474
G_16 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 2 3 6 3.57% AMADALLER 360 368 81.1 27.8 58.8 4 0 0 989.5085
H_12 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 2 2 4 4.76% AALEALGSCLNNK 83 95 48.3 28.1 40.3 2 0 0 1,360.6890
H_12 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 2 2 4 4.76% VLELVSITANK 399 409 69.0 25.4 65.2 2 0 0 1,186.7042
K_12 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 2 2 3 4.76% AALEALGSCLNNK 83 95 35.8 28.6 23.0 1 0 0 1,360.6890
K_12 Serine hydroxymethyltransferase, mitochondrial GLYM_HUMAN 55,995 2 2 3 4.76% VLELVSITANK 399 409 71.5 25.3 61.8 2 0 0 1,186.7042
A_13 Mannose‐1‐phosphate guanyltransferase alpha GMPPA_HUMAN 46,292 2 2 3 5.00% AVILIGGPQK 4 13 26.3 25.0 26.3 2 0 0 995.6250
A_13 Mannose‐1‐phosphate guanyltransferase alpha GMPPA_HUMAN 46,292 2 2 3 5.00% LLPAITILGCR 380 390 27.7 25.0 27.5 1 0 0 1,226.7292
C_12 Mannose‐1‐phosphate guanyltransferase alpha GMPPA_HUMAN 46,292 2 2 3 6.90% VAPSAVLGPNVSIGK 295 309 44.0 25.0 44.0 2 0 0 1,408.8159
C_12 Mannose‐1‐phosphate guanyltransferase alpha GMPPA_HUMAN 46,292 2 2 3 6.90% VEGTPSDPNPNDPR 353 366 35.7 25.0 19.0 1 0 0 1,494.6821
C_11 Mannose‐1‐phosphate guanyltransferase beta GMPPB_HUMAN 39,837 2 2 3 5.83% ALILVGGYGTR 3 13 40.3 26.1 39.3 2 0 0 1,119.6522
C_11 Mannose‐1‐phosphate guanyltransferase beta GMPPB_HUMAN 39,837 2 2 3 5.83% SIGESVPEPR 348 357 37.2 25.6 16.1 1 0 0 1,070.5477
A_11 GMP reductase 1 GMPR1_HUMAN 37,419 3 3 6 9.28% HYSLDDWK 79 86 25.6 25.0 15.1 2 0 0 1,063.4844
A_11 GMP reductase 1 GMPR1_HUMAN 37,419 3 3 6 9.28% MTSILEAVPQVK 113 124 34.6 28.3 23.9 2 0 0 1,331.7241
A_11 GMP reductase 1 GMPR1_HUMAN 37,419 3 3 6 9.28% VGVGPGSVCTTR 178 189 50.9 28.2 44.7 2 0 0 1,189.5995
A_11 GMP reductase 2 GMPR2_HUMAN 37,875 4 4 7 14.70% FSLFTAVHK 70 78 30.0 28.2 20.0 1 0 0 1,049.5778
A_11 GMP reductase 2 GMPR2_HUMAN 37,875 4 4 7 14.70% VGIGPGSVCTTR 178 189 67.5 27.9 58.1 2 0 0 1,203.6152
A_11 GMP reductase 2 GMPR2_HUMAN 37,875 4 4 7 14.70% GHIISDGGCSCPGDVAK 214 230 62.5 25.0 62.5 2 0 0 1,729.7636
A_11 GMP reductase 2 GMPR2_HUMAN 37,875 4 4 7 14.70% VTQQVNPIFSEAC 336 348 49.1 26.3 42.6 2 0 0 1,492.7101
B_11 GMP reductase 2 GMPR2_HUMAN 37,875 3 4 7 10.90% FSLFTAVHK 70 78 22.6 27.7 13.6 1 0 0 1,049.5778
B_11 GMP reductase 2 GMPR2_HUMAN 37,875 3 4 7 10.90% VGIGPGSVCTTR 178 189 55.7 28.5 51.1 2 0 0 1,203.6152
B_11 GMP reductase 2 GMPR2_HUMAN 37,875 3 4 7 10.90% GHIISDGGCSCPGDVAK 214 230 76.1 25.0 73.8 2 2 0 1,729.7636
C_11 GMP reductase 2 GMPR2_HUMAN 37,875 3 4 8 12.10% VGIGPGSVCTTR 178 189 48.4 28.4 45.0 2 0 0 1,203.6152
C_11 GMP reductase 2 GMPR2_HUMAN 37,875 3 4 8 12.10% GHIISDGGCSCPGDVAK 214 230 67.1 25.0 59.7 2 2 0 1,729.7636
C_11 GMP reductase 2 GMPR2_HUMAN 37,875 3 4 8 12.10% VTQQVNPIFSEAC 336 348 26.7 26.3 22.5 2 0 0 1,492.7101
F_13 GMP reductase 2 GMPR2_HUMAN 37,875 4 5 6 14.70% FSLFTAVHK 70 78 26.8 27.6 14.9 1 0 0 1,049.5778
F_13 GMP reductase 2 GMPR2_HUMAN 37,875 4 5 6 14.70% VGIGPGSVCTTR 178 189 51.0 28.6 50.4 1 0 0 1,203.6152
F_13 GMP reductase 2 GMPR2_HUMAN 37,875 4 5 6 14.70% GHIISDGGCSCPGDVAK 214 230 30.4 25.0 25.8 1 2 0 1,729.7636
F_13 GMP reductase 2 GMPR2_HUMAN 37,875 4 5 6 14.70% VTQQVNPIFSEAC 336 348 42.3 26.5 37.8 1 0 0 1,492.7101
A_05 Glucosamine 6‐phosphate N‐acetyltransferase GNA1_HUMAN 20,749 2 2 4 12.00% VEDVVVSDECR 119 129 47.0 25.0 42.4 2 0 0 1,306.5944
A_05 Glucosamine 6‐phosphate N‐acetyltransferase GNA1_HUMAN 20,749 2 2 4 12.00% LLLSTLTLLSK 136 146 62.0 25.0 62.0 2 0 0 1,201.7768
A_06 Glucosamine 6‐phosphate N‐acetyltransferase GNA1_HUMAN 20,749 2 2 4 12.00% VEDVVVSDECR 119 129 45.7 25.0 45.7 2 0 0 1,306.5944
A_06 Glucosamine 6‐phosphate N‐acetyltransferase GNA1_HUMAN 20,749 2 2 4 12.00% LLLSTLTLLSK 136 146 55.4 25.0 52.7 2 0 0 1,201.7768
B_06 Glucosamine 6‐phosphate N‐acetyltransferase GNA1_HUMAN 20,749 2 2 3 12.00% VEDVVVSDECR 119 129 52.0 25.0 49.2 2 0 0 1,306.5944
B_06 Glucosamine 6‐phosphate N‐acetyltransferase GNA1_HUMAN 20,749 2 2 3 12.00% LLLSTLTLLSK 136 146 40.3 25.0 40.3 1 0 0 1,201.7768
C_05 Glucosamine 6‐phosphate N‐acetyltransferase GNA1_HUMAN 20,749 2 2 4 12.00% VEDVVVSDECR 119 129 43.4 25.0 39.6 2 0 0 1,306.5944
C_05 Glucosamine 6‐phosphate N‐acetyltransferase GNA1_HUMAN 20,749 2 2 4 12.00% LLLSTLTLLSK 136 146 42.7 25.0 39.4 2 0 0 1,201.7768
L_04 Glucosamine 6‐phosphate N‐acetyltransferase GNA1_HUMAN 20,749 2 2 3 12.00% VEDVVVSDECR 119 129 52.7 25.0 52.7 2 0 0 1,306.5944
L_04 Glucosamine 6‐phosphate N‐acetyltransferase GNA1_HUMAN 20,749 2 2 3 12.00% LLLSTLTLLSK 136 146 39.2 25.0 38.2 1 0 0 1,201.7768
A_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 6 6 12 20.80% LLLLGAGESGK 36 46 59.6 26.8 0.0 2 0 0 1,057.6254
A_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 6 6 12 20.80% IIHEDGYSEEECR 55 67 79.1 25.0 77.7 2 0 0 1,636.6909
A_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 6 6 12 20.80% AMGNLQIDFADPSR 87 100 66.8 25.8 59.1 2 0 0 1,550.7270
A_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 6 6 12 20.80% IAQSDYIPTQQDVLR 163 177 57.9 28.4 48.1 2 0 0 1,746.9023
A_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 6 6 12 20.80% TTGIVETHFTFK 182 193 38.1 27.7 24.8 2 0 0 1,380.7159
A_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 6 6 12 20.80% LFDSICNNK 250 258 32.7 25.1 26.1 2 0 0 1,110.5249
B_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 6 6 12 20.60% LLLLGAGESGK 36 46 50.2 27.8 0.0 2 0 0 1,057.6254
B_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 6 6 12 20.60% IIHEDGYSEEECR 55 67 44.7 25.0 44.7 2 0 0 1,636.6909
B_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 6 6 12 20.60% IAQSDYIPTQQDVLR 163 177 32.2 28.2 22.4 2 0 0 1,746.9023
B_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 6 6 12 20.60% TTGIVETHFTFK 182 193 38.7 27.6 24.9 2 0 0 1,380.7159
B_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 6 6 12 20.60% LFDSICNNK 250 258 29.0 25.0 17.9 2 0 0 1,110.5249
B_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 6 6 12 20.60% EIYTHFTCATDTK 319 331 41.5 25.0 36.8 2 0 0 1,586.7157
C_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 2 2 3 7.32% LLLLGAGESGK 36 46 43.8 26.8 0.0 2 0 0 1,057.6254
C_11 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 2 2 3 7.32% IAQSDYIPTQQDVLR 163 177 26.1 28.3 17.9 1 0 0 1,746.9023



L_07 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 3 3 6 10.40% LLLLGAGESGK 36 46 62.7 27.8 0.0 2 0 0 1,057.6254
L_07 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 3 3 6 10.40% IAQSDYIPTQQDVLR 163 177 49.3 28.4 45.2 2 0 0 1,746.9023
L_07 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 3 3 6 10.40% YDEAASYIQSK 297 307 55.4 25.0 49.3 2 0 0 1,274.5899
M_07 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 2 2 4 7.32% LLLLGAGESGK 36 46 55.8 27.8 0.0 2 0 0 1,057.6254
M_07 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 2 2 4 7.32% IAQSDYIPTQQDVLR 163 177 35.8 28.0 32.8 2 0 0 1,746.9023
O_07 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 2 2 4 7.32% LLLLGAGESGK 36 46 45.1 27.8 0.0 2 0 0 1,057.6254
O_07 Guanine nucleotide‐binding protein G(i) subunit alpha‐2 GNAI2_HUMAN 40,452 2 2 4 7.32% IAQSDYIPTQQDVLR 163 177 39.2 28.1 29.2 2 0 0 1,746.9023
A_09 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 3 4 8 13.50% IIQFNPGPEK 24 33 42.6 27.5 29.6 2 0 0 1,142.6206
A_09 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 3 4 8 13.50% TFNMDEYVGLPR 68 79 50.1 25.0 46.5 2 0 0 1,457.6731
A_09 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 3 4 8 13.50% VPTMALTVGVGTVMDAR 181 197 69.6 28.3 67.8 2 2 0 1,749.8876
B_09 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 4 5 10 16.60% IIQFNPGPEK 24 33 35.8 27.6 24.1 2 0 0 1,142.6206
B_09 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 4 5 10 16.60% TFNMDEYVGLPR 68 79 49.7 25.0 43.8 2 0 0 1,457.6731
B_09 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 4 5 10 16.60% VPTMALTVGVGTVMDAR 181 197 45.8 28.3 45.8 2 2 0 1,749.8876
B_09 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 4 5 10 16.60% LVDPLYSIK 265 273 25.8 25.4 18.5 2 0 0 1,047.6086
C_09 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 2 2 4 7.61% IIQFNPGPEK 24 33 28.8 27.5 17.4 2 0 0 1,142.6206
C_09 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 2 2 4 7.61% TFNMDEYVGLPR 68 79 22.8 25.0 21.8 2 0 0 1,457.6731
F_11 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 2 2 4 7.27% TLAMDTILANAR 161 172 69.8 28.5 54.5 2 0 0 1,289.6883
F_11 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 2 2 4 7.27% LVDPLYSIK 265 273 32.8 25.0 27.8 2 0 0 1,047.6086
G_11 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 2 2 3 7.96% TLAMDTILANAR 161 172 37.4 28.1 24.0 2 0 0 1,289.6883
G_11 Glucosamine‐6‐phosphate isomerase 1 GNPI1_HUMAN 32,669 2 2 3 7.96% EVMILITGAHK 198 208 24.0 26.1 15.0 1 0 0 1,211.6818
D_20 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 2 2 3 3.80% AFQNVFAPR 247 255 35.8 28.4 19.8 1 0 0 1,049.5526
D_20 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 2 2 3 3.80% SDVLVEYQGEGR 410 421 57.5 26.7 54.8 2 0 0 1,351.6489
D_25 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 2 2 3 3.80% AFQNVFAPR 247 255 38.5 28.0 29.1 1 0 0 1,049.5526
D_25 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 2 2 3 3.80% SDVLVEYQGEGR 410 421 50.1 26.4 42.9 2 0 0 1,351.6489
E_26 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 2 2 3 3.80% IQEPNTFPAILR 126 137 46.8 26.4 34.1 1 0 0 1,398.7741
E_26 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 2 2 3 3.80% AFQNVFAPR 247 255 44.6 28.0 31.2 2 0 0 1,049.5526
G_15 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 3 3 6 5.25% AFQNVFAPR 247 255 50.9 28.6 29.3 2 0 0 1,049.5526
G_15 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 3 3 6 5.25% QLYEFDIK 342 349 26.7 26.1 18.5 2 0 0 1,055.5409
G_15 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 3 3 6 5.25% SDVLVEYQGEGR 410 421 62.7 26.5 62.7 2 0 0 1,351.6489
M_12 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 3 3 4 5.98% IQEPNTFPAILR 126 137 51.5 26.7 42.0 1 0 0 1,398.7741
M_12 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 3 3 4 5.98% AFQNVFAPR 247 255 40.9 28.3 29.2 1 0 0 1,049.5526
M_12 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 3 3 4 5.98% SDVLVEYQGEGR 410 421 64.3 26.4 57.0 2 0 0 1,351.6489
N_12 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 3 3 4 5.43% AFQNVFAPR 247 255 29.0 28.3 22.5 2 0 0 1,049.5526
N_12 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 3 3 4 5.43% SDVLVEYQGEGR 410 421 64.3 26.7 59.5 1 0 0 1,351.6489
N_12 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 3 3 4 5.43% TIDPELLGK 494 502 21.0 26.9 14.9 1 0 0 985.5567
Q_11 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 2 2 4 3.80% AFQNVFAPR 247 255 34.9 28.3 26.3 2 0 0 1,049.5526
Q_11 N‐acetylglucosamine‐6‐sulfatase GNS_HUMAN 62,084 2 2 4 3.80% SDVLVEYQGEGR 410 421 58.4 26.5 55.4 2 0 0 1,351.6489
B_19 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 4 6.98% QVEKEETNEIQVVNEEPQR 249 267 43.0 26.5 34.8 0 2 0 2,298.1209
B_19 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 4 6.98% DTINLLDQR 386 394 55.3 27.5 45.1 2 0 0 1,087.5744
C_19 Golgi membrane protein 1 GOLM1_HUMAN 45,333 4 4 7 13.50% IQSSHNFQLESVNK 84 97 24.4 27.8 13.3 1 0 0 1,630.8183
C_19 Golgi membrane protein 1 GOLM1_HUMAN 45,333 4 4 7 13.50% QVEKEETNEIQVVNEEPQR 249 267 41.1 26.6 32.8 0 2 0 2,298.1209
C_19 Golgi membrane protein 1 GOLM1_HUMAN 45,333 4 4 7 13.50% NIDVFNVEDQKR 374 385 47.0 27.8 37.9 2 0 0 1,476.7442
C_19 Golgi membrane protein 1 GOLM1_HUMAN 45,333 4 4 7 13.50% DTINLLDQR 386 394 61.8 27.5 40.9 2 0 0 1,087.5744
D_23 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 4 4.74% LQQDVLQFQK 134 143 38.0 28.4 26.1 2 0 0 1,246.6792
D_23 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 4 4.74% DTINLLDQR 386 394 41.0 28.1 25.7 2 0 0 1,087.5744
E_23 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 4 4.74% LQQDVLQFQK 134 143 45.9 28.5 35.8 2 0 0 1,246.6792
E_23 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 4 4.74% DTINLLDQR 386 394 35.9 28.2 21.1 2 0 0 1,087.5744
E_24 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 4 4.74% LQQDVLQFQK 134 143 28.3 28.5 22.4 2 0 0 1,246.6792
E_24 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 4 4.74% DTINLLDQR 386 394 43.3 27.5 34.0 2 0 0 1,087.5744
G_16 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 3 6.48% IQSSHNFQLESVNK 84 97 37.2 27.6 22.5 0 2 0 1,630.8183
G_16 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 3 6.48% QQLQALSEPQPR 198 209 51.1 27.6 49.3 1 0 0 1,394.7388
H_15 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 3 7.73% QVEKEETNEIQVVNEEPQR 249 267 39.3 26.6 29.5 0 2 0 2,298.1209
H_15 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 3 7.73% NIDVFNVEDQKR 374 385 41.1 28.0 31.6 1 0 0 1,476.7442
H_16 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 4 6.98% QVEKEETNEIQVVNEEPQR 249 267 27.4 26.6 18.8 0 2 0 2,298.1209
H_16 Golgi membrane protein 1 GOLM1_HUMAN 45,333 2 2 4 6.98% DTINLLDQR 386 394 48.9 27.1 25.5 2 0 0 1,087.5744
J_15 Golgi membrane protein 1 GOLM1_HUMAN 45,333 4 4 6 10.50% IQSSHNFQLESVNK 84 97 38.7 27.8 32.7 1 0 0 1,630.8183
J_15 Golgi membrane protein 1 GOLM1_HUMAN 45,333 4 4 6 10.50% QVEKEETNEIQVVNEEPQR 249 267 36.3 26.7 27.6 0 2 0 2,298.1209
J_15 Golgi membrane protein 1 GOLM1_HUMAN 45,333 4 4 6 10.50% EETNEIQVVNEEPQR 253 267 66.8 26.5 52.5 2 0 0 1,813.8563
J_15 Golgi membrane protein 1 GOLM1_HUMAN 45,333 4 4 6 10.50% DTINLLDQR 386 394 35.2 28.5 22.0 1 0 0 1,087.5744
K_15 Golgi membrane protein 1 GOLM1_HUMAN 45,333 5 5 6 17.50% QVEKEETNEIQVVNEEPQR 249 267 35.9 26.5 18.0 0 2 0 2,298.1209
K_15 Golgi membrane protein 1 GOLM1_HUMAN 45,333 5 5 6 17.50% EETNEIQVVNEEPQR 253 267 41.1 26.6 35.6 1 0 0 1,813.8563
K_15 Golgi membrane protein 1 GOLM1_HUMAN 45,333 5 5 6 17.50% LPQEPGREQVVEDRPVGGR 270 288 18.6 27.6 12.1 0 1 0 2,118.1053
K_15 Golgi membrane protein 1 GOLM1_HUMAN 45,333 5 5 6 17.50% DQLVIPDGQEEEQEAAGEGR 321 340 72.6 25.0 71.5 1 0 0 2,169.9898
K_15 Golgi membrane protein 1 GOLM1_HUMAN 45,333 5 5 6 17.50% NIDVFNVEDQKR 374 385 50.8 27.9 46.6 1 0 0 1,476.7442
A_10 Golgi phosphoprotein 3 GOLP3_HUMAN 33,812 2 2 3 8.39% GCMLIELALR 91 100 24.4 28.3 14.2 1 0 0 1,191.6226
A_10 Golgi phosphoprotein 3 GOLP3_HUMAN 33,812 2 2 3 8.39% SDAPTGDVLLDEALK 124 138 44.2 27.6 34.5 2 0 0 1,543.7853
L_08 Golgi reassembly‐stacking protein 2 GORS2_HUMAN 47,146 3 3 5 9.96% LYVYNTDTDNCR 163 174 43.0 25.0 36.6 2 0 0 1,533.6639
L_08 Golgi reassembly‐stacking protein 2 GORS2_HUMAN 47,146 3 3 5 9.96% ISLPGQMAGTPITPLK 213 228 32.4 25.1 28.3 2 0 0 1,639.9092
L_08 Golgi reassembly‐stacking protein 2 GORS2_HUMAN 47,146 3 3 5 9.96% ADAASSLTVDVTPPTAK 404 420 53.9 27.8 41.9 1 0 0 1,643.8488
L_09 Golgi reassembly‐stacking protein 2 GORS2_HUMAN 47,146 2 2 3 6.42% LYVYNTDTDNCR 163 174 34.3 25.0 32.1 1 0 0 1,533.6639
L_09 Golgi reassembly‐stacking protein 2 GORS2_HUMAN 47,146 2 2 3 6.42% ADAASSLTVDVTPPTAK 404 420 43.6 27.6 35.5 2 0 0 1,643.8488
Q_08 Golgi reassembly‐stacking protein 2 GORS2_HUMAN 47,146 2 2 3 6.42% LYVYNTDTDNCR 163 174 49.2 25.0 39.6 1 0 0 1,533.6639
Q_08 Golgi reassembly‐stacking protein 2 GORS2_HUMAN 47,146 2 2 3 6.42% ADAASSLTVDVTPPTAK 404 420 41.5 27.8 29.3 2 0 0 1,643.8488
A_25 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.84% QAEALRPFGEAPR 195 207 18.4 26.8 16.1 0 1 0 1,441.7547
A_25 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.84% SFVQGLGVASDVVR 222 235 79.4 28.4 75.2 2 0 0 1,433.7747
B_25 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.84% QAEALRPFGEAPR 195 207 19.2 27.3 14.6 0 1 0 1,441.7547
B_25 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.84% SFVQGLGVASDVVR 222 235 60.0 28.0 52.9 2 0 0 1,433.7747
C_22 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.48% VLQAMLATQLR 95 105 34.5 27.3 32.6 1 0 0 1,259.7142
C_22 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.48% SFVQGLGVASDVVR 222 235 50.8 28.4 46.7 2 0 0 1,433.7747
C_23 Glypican‐1 GPC1_HUMAN 61,681 2 2 4 4.48% VLQAMLATQLR 95 105 57.9 26.9 43.4 2 0 0 1,259.7142
C_23 Glypican‐1 GPC1_HUMAN 61,681 2 2 4 4.48% SFVQGLGVASDVVR 222 235 81.5 28.4 75.4 2 0 0 1,433.7747
C_25 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.48% VLQAMLATQLR 95 105 45.0 26.7 33.2 1 0 0 1,243.7192
C_25 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.48% SFVQGLGVASDVVR 222 235 76.5 28.3 67.4 2 0 0 1,433.7747
C_26 Glypican‐1 GPC1_HUMAN 61,681 3 3 5 6.99% VLQAMLATQLR 95 105 53.0 27.3 40.5 2 0 0 1,259.7142
C_26 Glypican‐1 GPC1_HUMAN 61,681 3 3 5 6.99% SFVQGLGVASDVVR 222 235 75.4 28.4 66.2 2 0 0 1,433.7747
C_26 Glypican‐1 GPC1_HUMAN 61,681 3 3 5 6.99% GCLANQADLDAEWR 278 291 63.9 25.0 58.1 1 0 0 1,618.7280
C_27 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.48% VLQAMLATQLR 95 105 28.0 27.3 16.3 1 0 0 1,259.7142
C_27 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.48% SFVQGLGVASDVVR 222 235 67.6 28.4 58.1 2 0 0 1,433.7747
E_31 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.48% VLQAMLATQLR 95 105 47.3 27.3 35.2 2 0 0 1,259.7142
E_31 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.48% SFVQGLGVASDVVR 222 235 59.2 28.2 50.1 1 0 0 1,433.7747
I_19 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.84% QAEALRPFGEAPR 195 207 20.1 27.3 14.2 0 1 0 1,441.7547
I_19 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.84% SFVQGLGVASDVVR 222 235 72.9 28.1 66.9 2 0 0 1,433.7747
I_21 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.48% VLQAMLATQLR 95 105 36.4 27.2 27.7 1 0 0 1,259.7142
I_21 Glypican‐1 GPC1_HUMAN 61,681 2 2 3 4.48% SFVQGLGVASDVVR 222 235 54.5 28.1 47.9 2 0 0 1,433.7747
M_15 Glypican‐1 GPC1_HUMAN 61,681 2 2 2 4.48% VLQAMLATQLR 95 105 29.2 26.8 22.8 1 0 0 1,259.7142
M_15 Glypican‐1 GPC1_HUMAN 61,681 2 2 2 4.48% SFVQGLGVASDVVR 222 235 27.4 28.0 19.1 1 0 0 1,433.7747
A_06 Glutathione peroxidase 1 GPX1_HUMAN 22,089 2 2 3 13.30% NEEILNSLK 89 97 34.8 28.4 21.0 1 0 0 1,059.5681
A_06 Glutathione peroxidase 1 GPX1_HUMAN 22,089 2 2 3 13.30% EALPAPSDDATALMTDPK 131 148 65.4 25.6 58.8 2 0 0 1,858.8743
B_06 Glutathione peroxidase 1 GPX1_HUMAN 22,089 4 4 7 23.60% NEEILNSLK 89 97 31.6 28.4 23.0 2 0 0 1,059.5681
B_06 Glutathione peroxidase 1 GPX1_HUMAN 22,089 4 4 7 23.60% EALPAPSDDATALMTDPK 131 148 51.5 25.6 49.0 2 0 0 1,858.8743
B_06 Glutathione peroxidase 1 GPX1_HUMAN 22,089 4 4 7 23.60% NDVAWNFEK 158 166 37.5 25.0 30.9 2 0 0 1,122.5214
B_06 Glutathione peroxidase 1 GPX1_HUMAN 22,089 4 4 7 23.60% FLVGPDGVPLRR 167 178 19.2 25.0 9.1 1 0 0 1,325.7690
C_05 Glutathione peroxidase 1 GPX1_HUMAN 22,089 2 2 3 13.30% NEEILNSLK 89 97 31.5 28.4 19.5 1 0 0 1,059.5681
C_05 Glutathione peroxidase 1 GPX1_HUMAN 22,089 2 2 3 13.30% EALPAPSDDATALMTDPK 131 148 26.6 25.5 15.1 2 0 0 1,858.8743
C_06 Glutathione peroxidase 1 GPX1_HUMAN 22,089 2 2 3 13.30% NEEILNSLK 89 97 34.8 28.3 32.8 1 0 0 1,059.5681
C_06 Glutathione peroxidase 1 GPX1_HUMAN 22,089 2 2 3 13.30% EALPAPSDDATALMTDPK 131 148 51.7 25.5 49.3 2 0 0 1,858.8743
F_09 Glutathione peroxidase 1 GPX1_HUMAN 22,089 2 2 4 9.85% NEEILNSLK 89 97 39.3 28.4 23.5 2 0 0 1,059.5681
F_09 Glutathione peroxidase 1 GPX1_HUMAN 22,089 2 2 4 9.85% FLVGPDGVPLR 167 177 28.6 25.2 24.1 2 0 0 1,169.6679
B_04 Phospholipid hydroperoxide glutathione peroxidase, mitochondrial GPX4_HUMAN 22,240 2 2 4 12.70% ICVNGDDAHPLWK 133 145 26.3 26.5 26.2 0 2 0 1,524.7266
B_04 Phospholipid hydroperoxide glutathione peroxidase, mitochondrial GPX4_HUMAN 22,240 2 2 4 12.70% YGPMEEPLVIEK 180 191 43.9 27.6 0.0 2 0 0 1,420.7031
A_07 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 3 3 5 12.90% VLNEECDQNWYK 27 38 68.9 25.0 68.9 2 0 0 1,597.6952
A_07 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 3 3 5 12.90% FGNDVQHFK 101 109 37.6 26.7 29.6 2 0 0 1,091.5269



A_07 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 3 3 5 12.90% NQQIFLR 143 149 25.4 27.5 11.6 1 0 0 918.5156
B_07 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 2 2 4 12.00% VLNEECDQNWYK 27 38 68.8 25.0 68.8 2 0 0 1,597.6952
B_07 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 2 2 4 12.00% ESESAPGDFSLSVK 87 100 45.0 25.6 43.9 2 0 0 1,452.6853
H_06 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 2 2 4 12.00% VLNEECDQNWYK 27 38 57.8 25.0 57.8 2 0 0 1,597.6952
H_06 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 2 2 4 12.00% ESESAPGDFSLSVK 87 100 48.0 25.5 46.9 2 0 0 1,452.6853
I_06 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 2 2 3 12.00% VLNEECDQNWYK 27 38 50.7 25.0 50.7 2 0 0 1,597.6952
I_06 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 2 2 3 12.00% ESESAPGDFSLSVK 87 100 43.0 25.7 37.1 1 0 0 1,452.6853
K_06 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 3 3 5 16.60% ATADDELSFK 11 20 21.8 25.7 10.9 1 0 0 1,096.5158
K_06 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 3 3 5 16.60% VLNEECDQNWYK 27 38 52.6 25.0 52.6 2 0 0 1,597.6952
K_06 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 3 3 5 16.60% ESESAPGDFSLSVK 87 100 39.0 25.7 38.7 2 0 0 1,452.6853
L_05 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 2 2 3 12.00% VLNEECDQNWYK 27 38 57.6 25.0 56.3 2 0 0 1,597.6952
L_05 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 2 2 3 12.00% ESESAPGDFSLSVK 87 100 36.5 25.8 29.6 1 0 0 1,452.6853
P_05 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 2 2 4 11.10% ATADDELSFK 11 20 35.5 25.7 16.0 2 0 0 1,096.5158
P_05 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 2 2 4 11.10% ESESAPGDFSLSVK 87 100 30.6 25.9 26.0 2 0 0 1,452.6853
Q_05 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 2 2 3 12.00% VLNEECDQNWYK 27 38 45.4 25.0 45.4 1 0 0 1,597.6952
Q_05 Growth factor receptor‐bound protein 2 GRB2_HUMAN 25,207 2 2 3 12.00% ESESAPGDFSLSVK 87 100 44.1 25.8 40.7 2 0 0 1,452.6853
A_11 Glyoxylate reductase/hydroxypyruvate reductase GRHPR_HUMAN 35,669 2 2 4 8.23% ILDAAGANLK 67 76 36.2 25.5 27.1 2 0 0 985.5678
A_11 Glyoxylate reductase/hydroxypyruvate reductase GRHPR_HUMAN 35,669 2 2 4 8.23% GDVVNQDDLYQALASGK 246 262 57.4 27.3 54.3 2 0 0 1,792.8714
B_11 Glyoxylate reductase/hydroxypyruvate reductase GRHPR_HUMAN 35,669 4 4 7 14.90% ILDAAGANLK 67 76 55.0 25.9 37.5 2 0 0 985.5678
B_11 Glyoxylate reductase/hydroxypyruvate reductase GRHPR_HUMAN 35,669 4 4 7 14.90% RLPEAIEEVK 125 134 32.8 25.6 18.2 2 0 0 1,183.6682
B_11 Glyoxylate reductase/hydroxypyruvate reductase GRHPR_HUMAN 35,669 4 4 7 14.90% MKETAVFINISR 234 245 15.8 27.3 9.6 0 1 0 1,424.7567
B_11 Glyoxylate reductase/hydroxypyruvate reductase GRHPR_HUMAN 35,669 4 4 7 14.90% GDVVNQDDLYQALASGK 246 262 74.9 27.2 73.4 2 0 0 1,792.8714
F_12 Glyoxylate reductase/hydroxypyruvate reductase GRHPR_HUMAN 35,669 2 2 3 5.79% LPEAIEEVK 126 134 38.4 25.0 29.1 1 0 0 1,027.5671
F_12 Glyoxylate reductase/hydroxypyruvate reductase GRHPR_HUMAN 35,669 2 2 3 5.79% ETAVFINISR 236 245 57.8 27.6 47.9 2 0 0 1,149.6262
M_06 Glyoxylate reductase/hydroxypyruvate reductase GRHPR_HUMAN 35,669 2 2 4 8.23% ILDAAGANLK 67 76 35.4 28.3 12.8 2 0 0 985.5678
M_06 Glyoxylate reductase/hydroxypyruvate reductase GRHPR_HUMAN 35,669 2 2 4 8.23% GDVVNQDDLYQALASGK 246 262 97.5 27.4 97.5 2 0 0 1,792.8714
A_02 Granulins GRN_HUMAN 63,540 3 3 6 4.22% SRCPDGSTCCELPSGK 213 228 26.0 25.0 15.7 0 2 0 1,810.7519
A_02 Granulins GRN_HUMAN 63,540 3 3 6 4.22% CPDGSTCCELPSGK 215 228 46.8 25.0 46.8 2 0 0 1,567.6188
A_02 Granulins GRN_HUMAN 63,540 3 3 6 4.22% QGWACCPYR 539 547 29.0 25.0 17.2 2 0 0 1,197.4929
A_16 Granulins GRN_HUMAN 63,540 2 2 4 3.88% GSEIVAGLEK 419 428 31.4 28.5 21.6 2 0 0 1,002.5467
A_16 Granulins GRN_HUMAN 63,540 2 2 4 3.88% EVVSAQPATFLAR 498 510 43.2 27.5 27.4 2 0 0 1,388.7532
A_17 Granulins GRN_HUMAN 63,540 2 2 3 4.55% CPDGSTCCELPSGK 215 228 23.9 25.0 17.9 1 0 0 1,567.6188
A_17 Granulins GRN_HUMAN 63,540 2 2 3 4.55% EVVSAQPATFLAR 498 510 58.9 27.8 52.5 2 0 0 1,388.7532
B_02 Granulins GRN_HUMAN 63,540 2 2 2 3.88% CPDGSTCCELPSGK 215 228 25.1 25.0 18.0 1 0 0 1,567.6188
B_02 Granulins GRN_HUMAN 63,540 2 2 2 3.88% QGWACCPYR 539 547 23.1 25.0 23.1 1 0 0 1,197.4929
B_17 Granulins GRN_HUMAN 63,540 2 2 4 4.55% CPDGSTCCELPSGK 215 228 34.0 25.0 30.0 2 0 0 1,567.6188
B_17 Granulins GRN_HUMAN 63,540 2 2 4 4.55% EVVSAQPATFLAR 498 510 46.1 28.0 37.0 2 0 0 1,388.7532
C_02 Granulins GRN_HUMAN 63,540 3 3 6 4.22% SRCPDGSTCCELPSGK 213 228 28.2 25.0 27.5 0 2 0 1,810.7519
C_02 Granulins GRN_HUMAN 63,540 3 3 6 4.22% CPDGSTCCELPSGK 215 228 36.5 25.0 33.8 2 0 0 1,567.6188
C_02 Granulins GRN_HUMAN 63,540 3 3 6 4.22% QGWACCPYR 539 547 20.6 25.0 20.6 2 0 0 1,197.4929
C_17 Granulins GRN_HUMAN 63,540 2 2 4 4.55% AVALSSSVMCPDAR 199 212 63.1 25.3 63.1 2 0 0 1,479.6930
C_17 Granulins GRN_HUMAN 63,540 2 2 4 4.55% EVVSAQPATFLAR 498 510 51.4 28.3 43.5 2 0 0 1,388.7532
C_18 Granulins GRN_HUMAN 63,540 3 3 4 6.41% SRCPDGSTCCELPSGK 213 228 20.3 25.0 20.3 0 1 0 1,810.7519
C_18 Granulins GRN_HUMAN 63,540 3 3 4 6.41% EVVSAQPATFLAR 498 510 56.0 28.3 46.3 2 0 0 1,388.7532
C_18 Granulins GRN_HUMAN 63,540 3 3 4 6.41% QGWACCPYR 539 547 21.8 25.0 20.8 1 0 0 1,197.4929
D_23 Granulins GRN_HUMAN 63,540 2 2 2 3.88% GSEIVAGLEK 419 428 30.1 28.4 17.3 1 0 0 1,002.5467
D_23 Granulins GRN_HUMAN 63,540 2 2 2 3.88% EVVSAQPATFLAR 498 510 25.4 27.8 14.5 1 0 0 1,388.7532
H_14 Granulins GRN_HUMAN 63,540 2 2 3 3.88% GSEIVAGLEK 419 428 29.5 27.7 10.5 1 0 0 1,002.5467
H_14 Granulins GRN_HUMAN 63,540 2 2 3 3.88% EVVSAQPATFLAR 498 510 43.3 27.5 34.4 2 0 0 1,388.7532
I_14 Granulins GRN_HUMAN 63,540 2 2 4 3.88% GSEIVAGLEK 419 428 35.5 27.7 23.6 2 0 0 1,002.5467
I_14 Granulins GRN_HUMAN 63,540 2 2 4 3.88% EVVSAQPATFLAR 498 510 47.3 28.0 35.8 2 0 0 1,388.7532
J_14 Granulins GRN_HUMAN 63,540 2 2 3 3.88% GSEIVAGLEK 419 428 30.4 29.7 22.7 1 0 0 1,002.5467
J_14 Granulins GRN_HUMAN 63,540 2 2 3 3.88% EVVSAQPATFLAR 498 510 51.1 27.6 45.0 2 0 0 1,388.7532
J_15 Granulins GRN_HUMAN 63,540 2 2 4 3.88% GSEIVAGLEK 419 428 38.6 29.7 23.1 2 0 0 1,002.5467
J_15 Granulins GRN_HUMAN 63,540 2 2 4 3.88% EVVSAQPATFLAR 498 510 54.7 28.0 44.8 2 0 0 1,388.7532
A_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 12 13 22 23.40% TTPSVVAFTADGER 86 99 61.2 27.0 57.2 2 0 0 1,450.7173
A_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 12 13 22 23.40% QAVTNPNNTFYATK 108 121 83.2 26.9 77.5 2 0 0 1,568.7703
A_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 12 13 22 23.40% NAVITVPAYFNDSQR 188 202 41.5 27.9 39.0 2 0 0 1,694.8496
A_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 12 13 22 23.40% VINEPTAAALAYGLDK 219 234 83.7 28.3 70.7 2 1 0 1,645.8797
A_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 12 13 22 23.40% ETGVDLTKDNMALQR 293 307 34.7 27.8 28.9 1 0 0 1,706.8381
A_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 12 13 22 23.40% AQFEGIVTDLIR 349 360 32.3 28.1 24.0 0 1 0 1,361.7425
A_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 12 13 22 23.40% SDIGEVILVGGMTR 378 391 73.5 28.4 68.6 2 0 0 1,462.7573
A_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 12 13 22 23.40% VQQTVQDLFGR 395 405 73.8 29.0 60.2 2 0 0 1,290.6802
A_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 12 13 22 23.40% EQQIVIQSSGGLSK 542 555 95.3 27.7 83.9 2 0 0 1,473.7909
A_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 12 13 22 23.40% ERVEAVNMAEGIIHDTETK 577 595 44.3 27.1 39.3 0 2 0 2,158.0447
A_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 12 13 22 23.40% VEAVNMAEGIIHDTETK 579 595 66.6 26.6 64.5 2 0 0 1,872.9010
A_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 12 13 22 23.40% MEEFKDQLPADECNK 596 610 40.8 25.0 40.8 1 0 0 1,869.7996
B_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 21 21.10% QAVTNPNNTFYATK 108 121 96.8 27.3 84.9 2 0 0 1,568.7703
B_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 21 21.10% NAVITVPAYFNDSQR 188 202 41.3 28.0 33.2 2 0 0 1,694.8496
B_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 21 21.10% DAGQISGLNVLR 207 218 32.0 27.6 19.0 1 0 0 1,242.6802
B_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 21 21.10% VINEPTAAALAYGLDK 219 234 94.3 28.3 83.9 2 2 0 1,645.8797
B_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 21 21.10% ETGVDLTKDNMALQR 293 307 33.5 27.5 33.2 1 0 0 1,706.8381
B_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 21 21.10% SDIGEVILVGGMTR 378 391 73.0 28.4 68.0 4 0 0 1,462.7573
B_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 21 21.10% VQQTVQDLFGR 395 405 65.4 29.1 49.1 2 0 0 1,290.6802
B_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 21 21.10% EQQIVIQSSGGLSK 542 555 73.2 27.8 52.2 2 0 0 1,473.7909
B_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 21 21.10% VEAVNMAEGIIHDTETK 579 595 56.3 27.1 55.9 2 0 0 1,872.9010
B_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 21 21.10% MEEFKDQLPADECNK 596 610 53.4 25.0 50.4 1 0 0 1,869.7996
B_19 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 2 2 3 4.12% TTPSVVAFTADGER 86 99 56.7 27.4 54.9 2 0 0 1,450.7173
B_19 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 2 2 3 4.12% QAVTNPNNTFYATK 108 121 40.7 27.3 32.0 1 0 0 1,568.7703
C_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 20 18.30% QAVTNPNNTFYATK 108 121 85.0 27.0 78.8 2 0 0 1,568.7703
C_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 20 18.30% QAVTNPNNTFYATKR 108 122 28.8 28.6 25.8 0 2 0 1,724.8714
C_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 20 18.30% NAVITVPAYFNDSQR 188 202 32.9 28.0 32.6 2 0 0 1,694.8496
C_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 20 18.30% DAGQISGLNVLR 207 218 60.7 27.6 36.7 2 0 0 1,242.6802
C_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 20 18.30% VINEPTAAALAYGLDK 219 234 72.4 28.3 63.4 2 0 0 1,645.8797
C_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 20 18.30% ETGVDLTKDNMALQR 293 307 36.6 27.8 28.0 2 0 0 1,706.8381
C_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 20 18.30% AQFEGIVTDLIR 349 360 43.6 27.7 34.5 2 0 0 1,361.7425
C_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 20 18.30% SDIGEVILVGGMTR 378 391 73.6 28.3 69.2 2 0 0 1,462.7573
C_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 20 18.30% VQQTVQDLFGR 395 405 78.3 29.2 61.3 2 0 0 1,290.6802
C_18 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 20 18.30% EQQIVIQSSGGLSK 542 555 47.9 27.7 38.9 2 0 0 1,473.7909
D_24 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 3 3 5 5.45% TTPSVVAFTADGER 86 99 65.0 26.9 63.9 2 0 0 1,450.7173
D_24 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 3 3 5 5.45% AQFEGIVTDLIR 349 360 60.8 28.2 56.4 1 0 0 1,361.7425
D_24 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 3 3 5 5.45% VQQTVQDLFGR 395 405 60.0 29.0 43.3 2 0 0 1,290.6802
D_25 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 9 10 17 18.40% TTPSVVAFTADGER 86 99 62.4 26.8 58.1 2 0 0 1,450.7173
D_25 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 9 10 17 18.40% LYSPSQIGAFVLMK 160 173 50.3 27.8 34.4 2 0 0 1,569.8347
D_25 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 9 10 17 18.40% NAVITVPAYFNDSQR 188 202 32.6 28.0 32.5 2 0 0 1,694.8496
D_25 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 9 10 17 18.40% DAGQISGLNVLR 207 218 84.3 28.0 71.6 2 0 0 1,242.6802
D_25 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 9 10 17 18.40% VINEPTAAALAYGLDK 219 234 68.0 28.1 52.0 1 0 0 1,645.8797
D_25 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 9 10 17 18.40% AQFEGIVTDLIR 349 360 80.0 28.2 73.3 2 0 0 1,361.7425
D_25 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 9 10 17 18.40% SDIGEVILVGGMTR 378 391 51.7 28.3 42.4 2 0 0 1,462.7573
D_25 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 9 10 17 18.40% VQQTVQDLFGR 395 405 65.8 29.1 47.0 2 0 0 1,290.6802
D_25 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 9 10 17 18.40% SQVFSTAADGQTQVEIK 469 485 54.0 28.2 47.5 1 1 0 1,808.9026
E_25 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 3 3 5 5.15% DAGQISGLNVLR 207 218 59.7 27.9 47.4 2 0 0 1,242.6802
E_25 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 3 3 5 5.15% AQFEGIVTDLIR 349 360 38.1 28.4 32.8 1 0 0 1,361.7425
E_25 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 3 3 5 5.15% VQQTVQDLFGR 395 405 47.7 29.0 32.3 2 0 0 1,290.6802
H_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 19 18.10% TTPSVVAFTADGER 86 99 106.0 27.2 102.0 2 0 0 1,450.7173
H_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 19 18.10% QAVTNPNNTFYATK 108 121 78.8 27.4 67.8 2 0 0 1,568.7703
H_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 19 18.10% QAVTNPNNTFYATKR 108 122 36.2 28.8 31.9 1 0 0 1,724.8714
H_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 19 18.10% NAVITVPAYFNDSQR 188 202 61.6 28.1 56.7 2 0 0 1,694.8496
H_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 19 18.10% DAGQISGLNVLR 207 218 32.0 28.2 18.5 2 0 0 1,242.6802
H_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 19 18.10% VINEPTAAALAYGLDK 219 234 89.4 28.0 72.2 1 1 0 1,645.8797
H_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 19 18.10% AQFEGIVTDLIR 349 360 64.4 27.7 59.3 2 1 0 1,361.7425
H_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 19 18.10% SDIGEVILVGGMTR 378 391 64.6 28.3 52.6 1 0 0 1,446.7623



H_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 19 18.10% VQQTVQDLFGR 395 405 72.0 29.0 58.6 2 0 0 1,290.6802
H_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 12 19 18.10% EQQIVIQSSGGLSK 542 555 95.0 28.2 76.2 2 0 0 1,473.7909
H_16 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 3 3 4 5.74% TTPSVVAFTADGER 86 99 46.6 27.1 43.0 1 0 0 1,450.7173
H_16 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 3 3 4 5.74% QAVTNPNNTFYATK 108 121 57.0 27.5 41.0 2 0 0 1,568.7703
H_16 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 3 3 4 5.74% VQQTVQDLFGR 395 405 40.6 29.1 23.8 1 0 0 1,290.6802
H_17 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 2 2 4 3.83% TTPSVVAFTADGER 86 99 46.1 27.4 37.3 2 0 0 1,450.7173
H_17 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 2 2 4 3.83% DAGQISGLNVLR 207 218 33.4 27.6 22.9 2 0 0 1,242.6802
H_21 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 2 2 2 3.68% TTPSVVAFTADGER 86 99 41.3 27.4 34.7 1 0 0 1,450.7173
H_21 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 2 2 2 3.68% VQQTVQDLFGR 395 405 29.2 28.8 25.1 1 0 0 1,290.6802
H_24 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 8 7.51% TTPSVVAFTADGER 86 99 72.0 27.5 69.2 2 0 0 1,450.7173
H_24 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 8 7.51% QAVTNPNNTFYATK 108 121 49.0 27.1 43.3 2 0 0 1,568.7703
H_24 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 8 7.51% DAGQISGLNVLR 207 218 60.0 28.2 38.6 2 0 0 1,242.6802
H_24 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 8 7.51% VQQTVQDLFGR 395 405 41.1 29.1 27.5 2 0 0 1,290.6802
I_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 18 14.70% TTPSVVAFTADGER 86 99 95.1 27.1 90.4 2 0 0 1,450.7173
I_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 18 14.70% QAVTNPNNTFYATK 108 121 64.6 26.9 62.4 2 0 0 1,568.7703
I_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 18 14.70% QAVTNPNNTFYATKR 108 122 28.4 28.7 26.1 0 1 0 1,724.8714
I_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 18 14.70% NAVITVPAYFNDSQR 188 202 53.9 28.0 49.3 2 0 0 1,694.8496
I_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 18 14.70% QATKDAGQISGLNVLR 203 218 39.3 27.1 32.8 0 2 0 1,670.9186
I_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 18 14.70% DAGQISGLNVLR 207 218 69.2 28.2 56.2 2 0 0 1,242.6802
I_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 18 14.70% VINEPTAAALAYGLDK 219 234 79.3 28.0 65.9 2 0 0 1,645.8797
I_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 18 14.70% AQFEGIVTDLIR 349 360 74.5 28.0 65.8 2 0 0 1,361.7425
I_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 18 14.70% AQFEGIVTDLIRR 349 361 33.4 26.7 24.4 0 1 0 1,517.8436
I_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 10 10 18 14.70% VQQTVQDLFGR 395 405 60.4 29.1 43.0 2 0 0 1,290.6802
J_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 10 9.57% TTPSVVAFTADGER 86 99 96.9 27.6 86.3 2 0 0 1,450.7173
J_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 10 9.57% QAVTNPNNTFYATK 108 121 54.1 27.5 48.2 2 0 0 1,568.7703
J_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 10 9.57% DAGQISGLNVLR 207 218 72.9 27.5 59.4 2 0 0 1,242.6802
J_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 10 9.57% VQQTVQDLFGR 395 405 66.8 28.2 46.7 2 0 0 1,290.6802
J_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 10 9.57% EQQIVIQSSGGLSK 542 555 50.7 28.0 46.0 2 0 0 1,473.7909
K_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 8 8 15 15.90% TTPSVVAFTADGER 86 99 79.6 27.4 71.4 2 0 0 1,450.7173
K_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 8 8 15 15.90% QAVTNPNNTFYATK 108 121 63.1 27.5 53.5 2 0 0 1,568.7703
K_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 8 8 15 15.90% NAVITVPAYFNDSQR 188 202 51.1 28.0 43.3 2 0 0 1,694.8496
K_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 8 8 15 15.90% DAGQISGLNVLR 207 218 77.9 27.5 53.0 2 0 0 1,242.6802
K_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 8 8 15 15.90% VINEPTAAALAYGLDK 219 234 92.7 28.0 76.1 2 0 0 1,645.8797
K_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 8 8 15 15.90% AQFEGIVTDLIR 349 360 71.7 28.1 62.3 2 0 0 1,361.7425
K_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 8 8 15 15.90% VQQTVQDLFGR 395 405 52.7 28.9 38.2 1 0 0 1,290.6802
K_15 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 8 8 15 15.90% EQQIVIQSSGGLSK 542 555 83.8 27.7 75.6 2 0 0 1,473.7909
L_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 9 10.30% QAVTNPNNTFYATK 108 121 61.3 27.4 55.1 2 0 0 1,568.7703
L_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 9 10.30% NAVITVPAYFNDSQR 188 202 64.4 28.3 61.5 2 0 0 1,694.8496
L_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 9 10.30% DAGQISGLNVLR 207 218 58.7 27.6 36.7 2 0 0 1,242.6802
L_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 9 10.30% AQFEGIVTDLIR 349 360 71.6 27.6 58.7 2 0 0 1,361.7425
L_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 9 10.30% SQVFSTAADGQTQVEIK 469 485 76.2 28.0 66.8 1 0 0 1,808.9026
M_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 7 8.25% TTPSVVAFTADGER 86 99 59.6 27.5 56.2 1 0 0 1,450.7173
M_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 7 8.25% QAVTNPNNTFYATK 108 121 70.9 27.1 62.4 2 0 0 1,568.7703
M_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 7 8.25% VQQTVQDLFGR 395 405 64.6 28.9 48.6 2 0 0 1,290.6802
M_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 7 8.25% SQVFSTAADGQTQVEIK 469 485 80.3 28.3 64.9 2 0 0 1,808.9026
N_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 8 8.25% TTPSVVAFTADGER 86 99 60.9 27.6 48.0 2 0 0 1,450.7173
N_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 8 8.25% QAVTNPNNTFYATK 108 121 73.4 27.6 66.8 2 0 0 1,568.7703
N_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 8 8.25% VQQTVQDLFGR 395 405 64.9 28.5 49.8 2 0 0 1,290.6802
N_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 8 8.25% SQVFSTAADGQTQVEIK 469 485 63.4 28.1 48.0 2 0 0 1,808.9026
O_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 7 8.25% TTPSVVAFTADGER 86 99 74.6 27.5 64.3 2 0 0 1,450.7173
O_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 7 8.25% QAVTNPNNTFYATK 108 121 51.7 27.4 45.5 2 0 0 1,568.7703
O_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 7 8.25% VQQTVQDLFGR 395 405 39.7 28.8 22.0 2 0 0 1,290.6802
O_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 7 8.25% SQVFSTAADGQTQVEIK 469 485 33.8 28.3 23.8 1 0 0 1,808.9026
P_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 6 8.25% QAVTNPNNTFYATK 108 121 41.5 27.2 39.8 2 0 0 1,568.7703
P_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 6 8.25% VQQTVQDLFGR 395 405 67.6 28.5 54.4 2 0 0 1,290.6802
P_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 6 8.25% SQVFSTAADGQTQVEIK 469 485 74.8 28.3 64.7 1 0 0 1,808.9026
P_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 4 4 6 8.25% EQQIVIQSSGGLSK 542 555 35.5 27.9 20.0 1 0 0 1,473.7909
Q_10 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 2 2 3 3.68% QAVTNPNNTFYATK 108 121 32.4 27.4 27.4 1 0 0 1,568.7703
Q_10 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 2 2 3 3.68% VQQTVQDLFGR 395 405 47.9 28.2 39.5 2 0 0 1,290.6802
Q_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 9 10.30% QAVTNPNNTFYATK 108 121 48.1 27.4 34.6 2 0 0 1,568.7703
Q_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 9 10.30% SDIGEVILVGGMTR 378 391 57.5 28.8 50.0 1 0 0 1,462.7573
Q_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 9 10.30% VQQTVQDLFGR 395 405 67.0 28.2 54.2 2 0 0 1,290.6802
Q_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 9 10.30% SQVFSTAADGQTQVEIK 469 485 92.5 28.3 81.3 2 0 0 1,808.9026
Q_11 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 5 5 9 10.30% EQQIVIQSSGGLSK 542 555 57.1 27.9 45.7 2 0 0 1,473.7909
Q_14 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 2 2 3 3.83% QAVTNPNNTFYATK 108 121 56.7 27.3 54.8 2 0 0 1,568.7703
Q_14 Stress‐70 protein, mitochondrial GRP75_HUMAN 73,681 2 2 3 3.83% DAGQISGLNVLR 207 218 28.1 27.5 21.2 1 0 0 1,242.6802
A_06 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 2 3.36% VEIIANDQGNR 50 60 26.5 27.6 0.0 1 0 0 1,228.6281
A_06 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 2 3.36% NELESYAYSLK 563 573 21.1 25.8 15.7 1 0 0 1,316.6368
A_07 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 4 3.52% VEIIANDQGNR 50 60 25.3 27.6 0.0 2 0 0 1,228.6281
A_07 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 4 3.52% ELEEIVQPIISK 622 633 36.8 26.0 26.9 2 0 0 1,397.7888
A_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 2 3.36% VEIIANDQGNR 50 60 30.5 27.5 0.0 1 0 0 1,228.6281
A_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 2 3.36% NELESYAYSLK 563 573 59.7 26.0 52.3 1 0 0 1,316.6368
A_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 2 3.98% SDIDEIVLVGGSTR 354 367 43.2 28.0 43.2 1 0 0 1,460.7593
A_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 2 3.98% ELEEIVQPIISK 622 633 37.5 25.8 27.2 1 0 0 1,397.7888
A_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 7 13 10.10% VEIIANDQGNR 50 60 34.2 27.2 0.0 2 0 0 1,228.6281
A_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 7 13 10.10% KSDIDEIVLVGGSTR 353 367 34.6 28.2 25.7 1 2 0 1,588.8543
A_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 7 13 10.10% SDIDEIVLVGGSTR 354 367 68.4 28.1 59.5 2 0 0 1,460.7593
A_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 7 13 10.10% SQIFSTASDNQPTVTIK 448 464 49.3 27.7 43.1 2 0 0 1,836.9339
A_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 7 13 10.10% NELESYAYSLK 563 573 45.4 25.8 34.7 2 0 0 1,316.6368
A_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 7 13 10.10% ELEEIVQPIISK 622 633 42.1 26.1 32.3 2 0 0 1,397.7888
A_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 9.33% VEIIANDQGNR 50 60 43.7 27.2 0.0 2 0 0 1,228.6281
A_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 9.33% TWNDPSVQQDIK 102 113 32.5 27.1 24.1 2 0 0 1,430.6912
A_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 9.33% KSDIDEIVLVGGSTR 353 367 26.1 28.3 15.5 0 2 0 1,588.8543
A_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 9.33% NELESYAYSLK 563 573 27.1 25.9 25.3 1 0 0 1,316.6368
A_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 9.33% ELEEIVQPIISK 622 633 46.5 26.0 22.2 2 0 0 1,397.7888
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% NGRVEIIANDQGNR 47 60 41.3 27.6 34.8 2 2 0 1,555.7936
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% VEIIANDQGNR 50 60 56.5 27.5 0.0 8 0 0 1,228.6281
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% ITPSYVAFTPEGER 61 74 83.1 26.8 79.8 2 2 0 1,566.7799
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% NQLTSNPENTVFDAK 82 96 82.7 27.0 73.8 2 0 0 1,677.8079
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% NQLTSNPENTVFDAKR 82 97 80.9 28.2 71.9 2 0 0 1,833.9090
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% TWNDPSVQQDIK 102 113 65.8 27.1 55.1 2 1 0 1,430.6912
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% KTKPYIQVDIGGGQTK 123 138 63.8 26.7 54.8 2 2 0 1,732.9596
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% TKPYIQVDIGGGQTK 124 138 75.2 27.8 66.0 2 2 0 1,604.8646
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% TFAPEEISAMVLTK 139 152 71.4 27.8 56.7 4 2 0 1,552.7929
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% MKETAEAYLGK 153 163 54.2 26.1 46.8 4 0 0 1,240.6243
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% MKETAEAYLGKK 153 164 44.5 27.2 33.3 0 1 0 1,368.7193
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% ETAEAYLGK 155 163 47.0 25.9 38.5 2 0 0 981.4888
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% VTHAVVTVPAYFNDAQR 165 181 90.0 27.8 86.4 2 2 0 1,887.9711
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% IINEPTAAAIAYGLDK 198 213 77.5 28.2 68.3 2 0 0 1,659.8954
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% IINEPTAAAIAYGLDKR 198 214 97.3 26.0 90.2 2 2 0 1,815.9965
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% KSDIDEIVLVGGSTR 353 367 108.0 28.4 98.8 2 0 0 1,588.8543
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% SDIDEIVLVGGSTR 354 367 36.9 28.0 30.1 0 2 0 1,460.7593
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% EFFNGKEPSR 377 386 36.6 26.4 22.8 1 0 0 1,210.5851
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% KSQIFSTASDNQPTVTIK 447 464 71.2 27.2 53.5 1 1 0 1,965.0289
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% SQIFSTASDNQPTVTIK 448 464 90.0 27.7 73.7 2 2 0 1,836.9339
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% LTPEEIER 533 540 31.1 26.5 0.0 1 0 0 986.5154
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% NELESYAYSLK 563 573 62.2 26.0 53.1 4 0 0 1,316.6368
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% KKELEEIVQPIISK 620 633 73.3 25.0 67.0 2 2 0 1,653.9788
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% KELEEIVQPIISK 621 633 29.4 25.0 21.5 0 2 0 1,525.8838
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% ELEEIVQPIISK 622 633 57.0 26.2 47.2 1 2 0 1,397.7888
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% LYGSAGPPPTGEEDTAEK 634 651 70.8 25.0 27.9 2 0 0 1,818.8395
A_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 27 41 83 35.00% LYGSAGPPPTGEEDTAEKDEL 634 654 81.8 25.0 53.7 2 0 0 2,175.9932



A_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 12 14 27 23.20% VEIIANDQGNR 50 60 36.7 27.6 0.0 2 0 0 1,228.6281
A_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 12 14 27 23.20% ITPSYVAFTPEGER 61 74 63.3 27.4 54.0 1 0 0 1,566.7799
A_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 12 14 27 23.20% NQLTSNPENTVFDAK 82 96 69.3 26.8 65.1 2 0 0 1,677.8079
A_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 12 14 27 23.20% TWNDPSVQQDIK 102 113 61.4 26.7 50.0 2 0 0 1,430.6912
A_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 12 14 27 23.20% TKPYIQVDIGGGQTK 124 138 47.8 28.0 47.8 2 2 0 1,604.8646
A_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 12 14 27 23.20% TFAPEEISAMVLTK 139 152 51.6 27.7 45.2 2 0 0 1,552.7929
A_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 12 14 27 23.20% IINEPTAAAIAYGLDK 198 213 76.4 27.8 67.1 2 0 0 1,659.8954
A_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 12 14 27 23.20% KSDIDEIVLVGGSTR 353 367 73.4 27.9 59.2 2 2 0 1,588.8543
A_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 12 14 27 23.20% SDIDEIVLVGGSTR 354 367 64.4 28.1 56.9 2 0 0 1,460.7593
A_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 12 14 27 23.20% SQIFSTASDNQPTVTIK 448 464 88.8 27.7 73.6 2 0 0 1,836.9339
A_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 12 14 27 23.20% NELESYAYSLK 563 573 55.5 25.9 44.7 2 0 0 1,316.6368
A_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 12 14 27 23.20% ELEEIVQPIISK 622 633 79.7 26.4 65.7 2 0 0 1,397.7888
A_20 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 5.66% VEIIANDQGNR 50 60 26.9 27.6 0.0 1 0 0 1,228.6281
A_20 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 5.66% SDIDEIVLVGGSTR 354 367 34.8 28.4 29.7 1 0 0 1,460.7593
A_20 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 5.66% ELEEIVQPIISK 622 633 40.6 25.8 37.1 2 0 0 1,397.7888
B_07 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 3.52% VEIIANDQGNR 50 60 30.2 27.3 0.0 1 0 0 1,228.6281
B_07 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 3.52% ELEEIVQPIISK 622 633 40.8 25.9 24.6 2 0 0 1,397.7888
B_08 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 3.52% NELESYAYSLK 563 573 64.2 25.8 48.6 1 0 0 1,316.6368
B_08 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 3.52% ELEEIVQPIISK 622 633 42.5 26.0 37.3 2 0 0 1,397.7888
B_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 3 5.66% VEIIANDQGNR 50 60 29.8 27.5 0.0 1 0 0 1,228.6281
B_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 3 5.66% SDIDEIVLVGGSTR 354 367 35.9 28.1 33.5 1 0 0 1,460.7593
B_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 3 5.66% ELEEIVQPIISK 622 633 35.9 26.0 32.5 1 0 0 1,397.7888
B_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 5.50% VEIIANDQGNR 50 60 26.7 27.6 0.0 2 0 0 1,228.6281
B_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 5.50% SDIDEIVLVGGSTR 354 367 56.4 28.0 48.8 1 0 0 1,460.7593
B_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 5.50% NELESYAYSLK 563 573 25.3 26.1 11.7 1 0 0 1,316.6368
B_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 7.80% VEIIANDQGNR 50 60 26.4 27.6 0.0 2 0 0 1,228.6281
B_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 7.80% SQIFSTASDNQPTVTIK 448 464 70.8 27.8 61.9 2 0 0 1,836.9339
B_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 7.80% NELESYAYSLK 563 573 17.8 25.8 17.8 1 0 0 1,316.6368
B_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 7.80% ELEEIVQPIISK 622 633 55.3 25.8 49.1 2 0 0 1,397.7888
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% VEIIANDQGNR 50 60 46.1 27.3 0.0 2 0 0 1,228.6281
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% ITPSYVAFTPEGER 61 74 92.9 27.4 88.8 2 1 0 1,566.7799
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% NQLTSNPENTVFDAK 82 96 68.7 26.8 64.1 2 0 0 1,677.8079
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% NQLTSNPENTVFDAKR 82 97 59.8 27.9 53.7 2 0 0 1,833.9090
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% TWNDPSVQQDIK 102 113 65.6 26.8 55.1 2 0 0 1,430.6912
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% TKPYIQVDIGGGQTK 124 138 70.8 27.4 64.9 2 2 0 1,604.8646
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% TFAPEEISAMVLTK 139 152 88.8 27.6 80.2 4 2 0 1,536.7979
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% ETAEAYLGK 155 163 22.7 25.8 22.7 1 0 0 981.4888
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% VTHAVVTVPAYFNDAQR 165 181 63.3 27.8 59.5 2 0 0 1,887.9711
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% DAGTIAGLNVMR 186 197 50.1 28.4 47.2 1 0 0 1,233.6258
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% IINEPTAAAIAYGLDK 198 213 44.3 27.7 43.9 2 0 0 1,659.8954
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% IINEPTAAAIAYGLDKR 198 214 37.7 26.3 27.5 0 1 0 1,815.9965
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% IEIESFYEGEDFSETLTR 307 324 94.6 25.1 93.9 2 0 0 2,164.9922
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% AKFEELNMDLFR 325 336 31.1 26.9 29.6 0 2 0 1,512.7516
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% KSDIDEIVLVGGSTR 353 367 110.0 28.2 102.0 2 0 0 1,588.8543
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% SDIDEIVLVGGSTR 354 367 39.3 28.0 30.5 0 2 0 1,460.7593
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% KSQIFSTASDNQPTVTIK 447 464 88.3 27.2 77.6 2 2 0 1,965.0289
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% SQIFSTASDNQPTVTIK 448 464 93.9 27.8 73.8 2 2 0 1,836.9339
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% NELESYAYSLK 563 573 43.5 25.8 32.6 3 0 0 1,316.6368
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% IEWLESHQDADIEDFK 602 617 25.4 25.0 22.0 0 2 0 1,974.9082
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% KKELEEIVQPIISK 620 633 84.9 25.0 71.1 2 2 0 1,653.9788
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% KELEEIVQPIISK 621 633 21.4 25.0 21.4 0 1 0 1,525.8838
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% ELEEIVQPIISK 622 633 70.7 25.9 61.1 2 0 0 1,397.7888
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% LYGSAGPPPTGEEDTAEK 634 651 71.1 25.0 33.5 2 0 0 1,818.8395
B_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 60 40.10% LYGSAGPPPTGEEDTAEKDEL 634 654 96.1 25.0 56.1 2 0 0 2,175.9932
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% ITPSYVAFTPEGER 61 74 54.8 27.3 52.5 2 0 0 1,566.7799
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% NQLTSNPENTVFDAK 82 96 74.1 26.8 68.8 1 0 0 1,677.8079
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% TWNDPSVQQDIK 102 113 52.1 26.8 37.8 2 0 0 1,430.6912
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% KTKPYIQVDIGGGQTK 123 138 28.2 26.4 28.2 0 1 0 1,732.9596
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% TKPYIQVDIGGGQTK 124 138 57.3 27.5 46.8 2 2 0 1,604.8646
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% TFAPEEISAMVLTK 139 152 53.1 27.6 42.6 2 0 0 1,552.7929
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% MKETAEAYLGK 153 163 23.4 26.6 14.5 1 0 0 1,240.6243
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% VTHAVVTVPAYFNDAQR 165 181 38.7 27.8 32.7 0 2 0 1,887.9711
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% IINEPTAAAIAYGLDK 198 213 74.7 27.8 67.4 2 1 0 1,659.8954
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% IINEPTAAAIAYGLDKR 198 214 65.0 26.0 59.2 1 0 0 1,815.9965
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% KSDIDEIVLVGGSTR 353 367 122.0 28.1 115.0 2 0 0 1,588.8543
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% SDIDEIVLVGGSTR 354 367 73.9 28.1 63.5 2 1 0 1,460.7593
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% KSQIFSTASDNQPTVTIK 447 464 19.1 27.2 15.3 0 1 0 1,965.0289
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% SQIFSTASDNQPTVTIK 448 464 89.9 27.8 70.3 2 0 0 1,836.9339
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% NELESYAYSLK 563 573 59.8 25.8 51.2 2 0 0 1,316.6368
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% KKELEEIVQPIISK 620 633 36.6 25.0 26.6 1 2 0 1,653.9788
B_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 21 34 26.60% ELEEIVQPIISK 622 633 63.1 25.8 54.0 2 0 0 1,397.7888
C_07 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 2 3.67% DAGTIAGLNVMR 186 197 27.0 28.4 17.8 1 0 0 1,233.6258
C_07 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 2 3.67% ELEEIVQPIISK 622 633 30.5 25.9 27.6 1 0 0 1,397.7888
C_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 4.43% NQLTSNPENTVFDAK 82 96 60.4 26.8 50.5 1 0 0 1,677.8079
C_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 4.43% SDIDEIVLVGGSTR 354 367 41.5 28.0 33.6 2 0 0 1,460.7593
C_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 6.42% SDIDEIVLVGGSTR 354 367 47.5 28.1 39.2 2 0 0 1,460.7593
C_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 6.42% SQIFSTASDNQPTVTIK 448 464 68.7 28.0 58.5 2 0 0 1,836.9339
C_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 6.42% NELESYAYSLK 563 573 24.0 25.9 9.6 1 0 0 1,316.6368
C_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 8.41% VEIIANDQGNR 50 60 31.3 27.5 0.0 1 0 0 1,228.6281
C_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 8.41% TKPYIQVDIGGGQTK 124 138 28.2 28.0 23.2 0 2 0 1,604.8646
C_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 8.41% SQIFSTASDNQPTVTIK 448 464 69.4 27.7 47.3 1 0 0 1,836.9339
C_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 8.41% ELEEIVQPIISK 622 633 29.0 25.9 21.8 2 0 0 1,397.7888
C_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 7.95% VEIIANDQGNR 50 60 47.2 27.5 0.0 2 0 0 1,228.6281
C_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 7.95% TWNDPSVQQDIK 102 113 38.6 26.9 31.9 1 0 0 1,430.6912
C_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 7.95% SQIFSTASDNQPTVTIK 448 464 63.0 27.8 48.8 2 0 0 1,836.9339
C_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 7.95% ELEEIVQPIISK 622 633 35.8 25.8 26.6 2 0 0 1,397.7888
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% NGRVEIIANDQGNR 47 60 37.4 27.5 32.2 2 2 0 1,555.7936
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% VEIIANDQGNR 50 60 42.7 27.5 0.0 4 0 0 1,228.6281
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% ITPSYVAFTPEGER 61 74 70.0 26.9 64.0 2 2 0 1,566.7799
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% NQLTSNPENTVFDAK 82 96 63.3 26.5 60.7 2 0 0 1,677.8079
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% NQLTSNPENTVFDAKR 82 97 66.9 28.4 54.4 2 0 0 1,833.9090
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% TWNDPSVQQDIK 102 113 58.5 26.7 44.0 1 0 0 1,430.6912
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% KTKPYIQVDIGGGQTK 123 138 71.0 26.7 60.1 2 0 0 1,732.9596
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% TKPYIQVDIGGGQTK 124 138 79.9 28.0 63.2 2 2 0 1,604.8646
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% TFAPEEISAMVLTK 139 152 70.2 27.8 60.8 2 2 0 1,552.7929
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% MKETAEAYLGK 153 163 46.9 25.5 41.8 2 0 0 1,240.6243
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% KVTHAVVTVPAYFNDAQR 164 181 22.8 27.0 11.7 0 1 0 2,016.0661
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% VTHAVVTVPAYFNDAQR 165 181 33.0 28.0 29.9 2 0 0 1,887.9711
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% DAGTIAGLNVMR 186 197 85.0 27.8 76.2 4 0 0 1,233.6258
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% IINEPTAAAIAYGLDK 198 213 75.9 28.2 63.9 2 2 0 1,659.8954
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% IINEPTAAAIAYGLDKR 198 214 65.5 26.0 60.4 2 2 0 1,815.9965
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% KSDIDEIVLVGGSTR 353 367 108.0 28.1 97.5 2 0 0 1,588.8543
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% SDIDEIVLVGGSTR 354 367 68.1 28.0 57.7 2 2 0 1,460.7593
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% EFFNGKEPSR 377 386 40.6 26.4 20.5 2 0 0 1,210.5851
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% KSQIFSTASDNQPTVTIK 447 464 60.0 27.0 28.3 2 0 0 1,965.0289
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% SQIFSTASDNQPTVTIK 448 464 89.9 27.8 72.5 2 2 0 1,836.9339
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% LTPEEIER 533 540 41.0 26.5 0.0 2 0 0 986.5154
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% MVNDAEKFAEEDK 541 553 40.6 25.0 30.1 2 1 0 1,541.6790
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% MVNDAEKFAEEDKK 541 554 31.3 25.0 26.7 1 0 0 1,669.7740
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% NELESYAYSLK 563 573 38.2 25.8 38.1 2 0 0 1,316.6368
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% KKELEEIVQPIISK 620 633 83.3 25.0 80.3 2 2 0 1,653.9788
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% KELEEIVQPIISK 621 633 42.7 25.0 33.7 1 2 0 1,525.8838



C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% ELEEIVQPIISK 622 633 52.8 25.8 41.7 2 2 0 1,397.7888
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% LYGSAGPPPTGEEDTAEK 634 651 61.1 25.0 19.5 2 0 0 1,818.8395
C_18 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 29 42 81 39.00% LYGSAGPPPTGEEDTAEKDEL 634 654 61.9 25.0 34.3 2 0 0 2,175.9932
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% ITPSYVAFTPEGER 61 74 59.3 26.8 52.1 2 0 0 1,566.7799
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% NQLTSNPENTVFDAKR 82 97 43.6 28.4 37.0 2 0 0 1,833.9090
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% TWNDPSVQQDIK 102 113 65.3 26.9 55.1 2 0 0 1,430.6912
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% KTKPYIQVDIGGGQTK 123 138 19.3 26.8 14.9 0 1 0 1,732.9596
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% TKPYIQVDIGGGQTK 124 138 39.3 28.0 29.1 0 2 0 1,604.8646
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% TFAPEEISAMVLTK 139 152 29.0 27.8 23.3 2 0 0 1,552.7929
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% DAGTIAGLNVMR 186 197 37.3 28.4 26.5 1 0 0 1,217.6308
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% IINEPTAAAIAYGLDK 198 213 57.2 27.7 46.6 1 0 0 1,659.8954
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% KSDIDEIVLVGGSTR 353 367 106.0 28.3 97.9 2 2 0 1,588.8543
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% SDIDEIVLVGGSTR 354 367 66.8 28.0 51.9 2 0 0 1,460.7593
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% SQIFSTASDNQPTVTIK 448 464 78.3 27.6 57.6 1 1 0 1,836.9339
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% NELESYAYSLK 563 573 54.0 25.9 45.1 2 0 0 1,316.6368
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% KKELEEIVQPIISK 620 633 64.4 25.0 61.5 2 2 0 1,653.9788
C_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 17 29 24.00% ELEEIVQPIISK 622 633 51.5 26.2 44.6 2 0 0 1,397.7888
D_23 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 6.12% DAGTIAGLNVMR 186 197 36.0 27.7 28.8 2 0 0 1,233.6258
D_23 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 6.12% SQIFSTASDNQPTVTIK 448 464 70.1 28.1 59.5 1 0 0 1,836.9339
D_23 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 6.12% NELESYAYSLK 563 573 37.0 26.0 31.4 2 0 0 1,316.6368
D_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 5 10 7.65% VEIIANDQGNR 50 60 39.7 27.4 0.0 2 0 0 1,228.6281
D_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 5 10 7.65% DAGTIAGLNVMR 186 197 49.5 28.1 43.9 2 0 0 1,233.6258
D_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 5 10 7.65% IINEPTAAAIAYGLDK 198 213 110.0 27.7 108.0 2 2 0 1,659.8954
D_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 5 10 7.65% NELESYAYSLK 563 573 60.3 25.0 53.2 2 0 0 1,316.6368
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% NGRVEIIANDQGNR 47 60 36.0 27.6 36.0 0 2 0 1,555.7936
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% VEIIANDQGNR 50 60 50.0 27.5 0.0 2 0 0 1,228.6281
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% ITPSYVAFTPEGER 61 74 59.8 26.9 59.8 2 0 0 1,566.7799
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% NQLTSNPENTVFDAK 82 96 80.9 26.4 70.9 2 2 0 1,677.8079
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% NQLTSNPENTVFDAKR 82 97 48.8 28.3 46.2 2 2 0 1,833.9090
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% TWNDPSVQQDIK 102 113 67.5 26.7 56.9 2 0 0 1,430.6912
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% TKPYIQVDIGGGQTK 124 138 59.7 28.6 48.4 2 2 0 1,604.8646
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% TFAPEEISAMVLTK 139 152 80.6 27.6 74.3 4 2 0 1,552.7929
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% MKETAEAYLGK 153 163 38.4 25.8 32.7 4 0 0 1,256.6193
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% MKETAEAYLGKK 153 164 27.9 27.4 20.4 0 2 0 1,384.7143
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% VTHAVVTVPAYFNDAQR 165 181 53.6 27.8 41.4 2 2 0 1,887.9711
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% DAGTIAGLNVMR 186 197 87.7 27.7 73.6 4 0 0 1,217.6308
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% IINEPTAAAIAYGLDK 198 213 100.0 27.6 90.2 2 0 0 1,659.8954
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% IINEPTAAAIAYGLDKR 198 214 87.4 27.1 85.0 2 0 0 1,815.9965
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% VMEHFIK 262 268 26.5 28.3 13.2 1 0 0 919.4707
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% AKFEELNMDLFR 325 336 68.2 26.2 63.7 1 4 0 1,528.7466
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% FEELNMDLFR 327 336 42.6 25.0 33.4 1 0 0 1,329.6145
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% KSDIDEIVLVGGSTR 353 367 72.8 28.6 62.3 1 2 0 1,588.8543
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% SDIDEIVLVGGSTR 354 367 66.9 28.2 58.7 2 2 0 1,460.7593
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% EFFNGKEPSR 377 386 23.2 26.3 10.1 1 0 0 1,210.5851
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% SQIFSTASDNQPTVTIK 448 464 83.5 28.2 63.2 2 2 0 1,836.9339
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% DNHLLGTFDLTGIPPAPR 475 492 48.7 27.4 39.3 0 2 0 1,934.0134
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% LTPEEIER 533 540 27.1 26.5 0.0 1 0 0 986.5154
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% MVNDAEKFAEEDKK 541 554 15.8 25.0 13.7 0 1 0 1,669.7740
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% IDTRNELESYAYSLK 559 573 31.5 27.3 25.2 0 2 0 1,801.8967
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% NELESYAYSLK 563 573 66.8 26.0 60.1 2 0 0 1,316.6368
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% KKELEEIVQPIISK 620 633 46.8 25.0 42.0 2 2 0 1,653.9788
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% ELEEIVQPIISK 622 633 61.8 26.4 50.6 2 0 0 1,397.7888
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% LYGSAGPPPTGEEDTAEK 634 651 52.1 25.0 29.5 2 0 0 1,818.8395
D_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 45 81 45.00% LYGSAGPPPTGEEDTAEKDEL 634 654 51.0 25.0 25.7 2 0 0 2,175.9932
D_26 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 8 11.30% ITPSYVAFTPEGER 61 74 53.3 27.3 48.7 2 0 0 1,566.7799
D_26 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 8 11.30% NQLTSNPENTVFDAK 82 96 33.3 26.6 32.4 1 0 0 1,677.8079
D_26 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 8 11.30% IINEPTAAAIAYGLDK 198 213 74.1 27.7 74.1 1 0 0 1,659.8954
D_26 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 8 11.30% IINEPTAAAIAYGLDKR 198 214 25.1 27.1 18.5 0 1 0 1,815.9965
D_26 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 8 11.30% SQIFSTASDNQPTVTIK 448 464 51.7 28.1 36.7 1 0 0 1,836.9339
D_26 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 8 11.30% NELESYAYSLK 563 573 46.7 26.0 43.1 2 0 0 1,316.6368
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% NGRVEIIANDQGNR 47 60 29.8 27.6 16.9 0 2 0 1,555.7936
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% ITPSYVAFTPEGER 61 74 61.7 27.1 57.0 2 2 0 1,566.7799
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% NQLTSNPENTVFDAK 82 96 67.1 26.6 64.2 2 0 0 1,677.8079
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% NQLTSNPENTVFDAKR 82 97 25.8 28.4 18.8 0 1 0 1,833.9090
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% TWNDPSVQQDIK 102 113 55.8 27.1 47.5 2 0 0 1,430.6912
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% TKPYIQVDIGGGQTK 124 138 39.4 28.1 33.2 2 2 0 1,604.8646
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% TFAPEEISAMVLTK 139 152 84.0 27.7 70.3 4 2 0 1,552.7929
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% VTHAVVTVPAYFNDAQR 165 181 46.7 27.7 36.8 0 2 0 1,887.9711
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% DAGTIAGLNVMR 186 197 57.7 28.1 45.2 2 0 0 1,233.6258
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% IINEPTAAAIAYGLDK 198 213 98.1 28.2 83.9 2 2 0 1,659.8954
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% IINEPTAAAIAYGLDKR 198 214 63.5 26.3 63.5 2 0 0 1,815.9965
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% AKFEELNMDLFR 325 336 68.4 26.4 58.3 2 4 0 1,528.7466
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% KSDIDEIVLVGGSTR 353 367 40.8 28.7 34.0 0 2 0 1,588.8543
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% SDIDEIVLVGGSTR 354 367 64.6 28.2 53.8 2 2 0 1,460.7593
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% EFFNGKEPSR 377 386 34.5 26.3 25.3 2 0 0 1,210.5851
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% KSQIFSTASDNQPTVTIK 447 464 21.4 27.4 19.8 0 1 0 1,965.0289
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% SQIFSTASDNQPTVTIK 448 464 71.6 27.7 55.0 2 2 0 1,836.9339
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% DNHLLGTFDLTGIPPAPR 475 492 51.8 27.8 41.3 0 2 0 1,934.0134
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% NELESYAYSLK 563 573 63.2 25.9 51.5 2 0 0 1,316.6368
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% KKELEEIVQPIISK 620 633 25.6 25.0 13.7 0 2 0 1,653.9788
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% ELEEIVQPIISK 622 633 51.6 25.5 43.6 2 0 0 1,397.7888
E_25 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 22 32 61 38.20% LYGSAGPPPTGEEDTAEKDEL 634 654 34.1 25.0 19.3 1 2 0 2,175.9932
F_10 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 4.13% NQLTSNPENTVFDAK 82 96 42.4 27.2 33.4 1 0 0 1,677.8079
F_10 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 4.13% ELEEIVQPIISK 622 633 31.2 26.0 19.9 2 0 0 1,397.7888
F_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 6 5.35% TWNDPSVQQDIK 102 113 53.0 26.7 45.7 2 0 0 1,430.6912
F_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 6 5.35% NELESYAYSLK 563 573 44.7 25.8 41.3 2 0 0 1,316.6368
F_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 6 5.35% ELEEIVQPIISK 622 633 61.5 25.9 51.9 2 0 0 1,397.7888
F_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 2 3.52% TWNDPSVQQDIK 102 113 30.1 26.8 29.1 1 0 0 1,430.6912
F_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 2 3.52% NELESYAYSLK 563 573 30.0 25.8 24.7 1 0 0 1,316.6368
F_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 9 13.00% NQLTSNPENTVFDAK 82 96 50.4 26.8 41.2 1 0 0 1,677.8079
F_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 9 13.00% TKPYIQVDIGGGQTK 124 138 24.9 27.8 19.5 0 1 0 1,604.8646
F_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 9 13.00% DAGTIAGLNVMR 186 197 57.7 28.4 51.2 2 0 0 1,217.6308
F_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 9 13.00% SDIDEIVLVGGSTR 354 367 67.6 28.1 56.5 2 0 0 1,460.7593
F_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 9 13.00% SQIFSTASDNQPTVTIK 448 464 71.1 27.8 54.2 1 0 0 1,836.9339
F_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 9 13.00% ELEEIVQPIISK 622 633 48.1 25.9 39.2 2 0 0 1,397.7888
G_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 5.81% TWNDPSVQQDIK 102 113 36.7 27.0 28.2 2 0 0 1,430.6912
G_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 5.81% DAGTIAGLNVMR 186 197 26.9 28.0 23.4 2 0 0 1,233.6258
G_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 5.81% SDIDEIVLVGGSTR 354 367 49.6 28.5 45.9 1 0 0 1,460.7593
G_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 5.81% DAGTIAGLNVMR 186 197 24.3 28.0 17.4 1 0 0 1,233.6258
G_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 5.81% SDIDEIVLVGGSTR 354 367 67.2 28.5 61.5 2 0 0 1,460.7593
G_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 5.81% ELEEIVQPIISK 622 633 41.2 25.3 32.2 1 0 0 1,397.7888
G_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 4 3.98% SDIDEIVLVGGSTR 354 367 38.2 28.5 25.0 2 0 0 1,460.7593
G_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 4 3.98% ELEEIVQPIISK 622 633 36.6 25.5 28.7 2 0 0 1,397.7888
H_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 4.28% SQIFSTASDNQPTVTIK 448 464 66.2 27.9 59.6 2 0 0 1,836.9339
H_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 4.28% NELESYAYSLK 563 573 35.2 26.1 31.5 1 0 0 1,316.6368
H_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.87% ITPSYVAFTPEGER 61 74 41.8 27.4 37.2 2 0 0 1,566.7799
H_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.87% NQLTSNPENTVFDAK 82 96 67.4 26.8 63.4 2 0 0 1,677.8079
H_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.87% SQIFSTASDNQPTVTIK 448 464 83.6 27.9 69.9 2 0 0 1,836.9339
H_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.87% ELEEIVQPIISK 622 633 35.9 25.9 35.9 2 0 0 1,397.7888
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% VEIIANDQGNR 50 60 52.9 27.3 0.0 2 0 0 1,228.6281
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% ITPSYVAFTPEGER 61 74 71.8 27.3 68.7 1 0 0 1,566.7799
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% NQLTSNPENTVFDAK 82 96 80.1 26.8 77.5 2 0 0 1,677.8079



H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% NQLTSNPENTVFDAKR 82 97 70.7 27.6 59.8 2 0 0 1,833.9090
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% TWNDPSVQQDIK 102 113 68.2 26.8 54.3 3 0 0 1,430.6912
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% TKPYIQVDIGGGQTK 124 138 73.4 27.6 64.7 2 2 0 1,604.8646
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% TFAPEEISAMVLTK 139 152 57.5 28.2 50.3 3 0 0 1,552.7929
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% MKETAEAYLGK 153 163 45.9 26.4 34.7 2 0 0 1,240.6243
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% MKETAEAYLGKK 153 164 41.2 26.6 31.2 0 1 0 1,368.7193
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% KVTHAVVTVPAYFNDAQR 164 181 74.2 26.9 67.1 0 2 0 2,016.0661
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% VTHAVVTVPAYFNDAQR 165 181 67.9 27.9 66.4 2 2 0 1,887.9711
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% DAGTIAGLNVMR 186 197 53.7 28.4 37.6 1 0 0 1,217.6308
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% IINEPTAAAIAYGLDK 198 213 99.7 28.2 87.9 2 2 0 1,659.8954
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% IINEPTAAAIAYGLDKR 198 214 91.8 26.0 84.7 2 0 0 1,815.9965
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% AKFEELNMDLFR 325 336 34.2 26.6 34.2 0 2 0 1,528.7466
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% FEELNMDLFR 327 336 51.6 25.0 35.2 2 0 0 1,329.6145
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% KSDIDEIVLVGGSTR 353 367 111.0 28.1 103.0 2 0 0 1,588.8543
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% SDIDEIVLVGGSTR 354 367 71.3 28.0 65.1 2 2 0 1,460.7593
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% SQIFSTASDNQPTVTIK 448 464 92.4 27.8 72.7 2 0 0 1,836.9339
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% LTPEEIER 533 540 31.8 27.0 0.0 1 0 0 986.5154
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% NELESYAYSLK 563 573 70.7 26.0 61.4 1 0 0 1,316.6368
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% KKELEEIVQPIISK 620 633 81.8 25.0 70.0 2 2 0 1,653.9788
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% ELEEIVQPIISK 622 633 67.7 25.9 56.0 2 0 0 1,397.7888
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% LYGSAGPPPTGEEDTAEK 634 651 69.2 25.0 47.0 2 0 0 1,818.8395
H_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 25 32 57 36.40% LYGSAGPPPTGEEDTAEKDEL 634 654 82.1 25.0 41.9 2 0 0 2,175.9932
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% ITPSYVAFTPEGER 61 74 57.6 27.4 51.5 2 1 0 1,566.7799
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% NQLTSNPENTVFDAK 82 96 76.6 26.8 72.3 2 0 0 1,677.8079
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% NQLTSNPENTVFDAKR 82 97 29.3 28.4 27.0 1 2 0 1,833.9090
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% TWNDPSVQQDIK 102 113 52.8 26.8 47.0 2 0 0 1,430.6912
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% VTHAVVTVPAYFNDAQR 165 181 35.5 27.9 32.0 0 2 0 1,887.9711
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% DAGTIAGLNVMR 186 197 61.8 28.4 53.1 1 0 0 1,233.6258
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% IINEPTAAAIAYGLDK 198 213 71.2 27.9 58.0 1 0 0 1,659.8954
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% KSDIDEIVLVGGSTR 353 367 78.5 28.2 69.4 2 0 0 1,588.8543
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% SDIDEIVLVGGSTR 354 367 68.6 28.1 61.1 2 0 0 1,460.7593
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% KSQIFSTASDNQPTVTIK 447 464 39.6 27.4 27.4 0 2 0 1,965.0289
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% SQIFSTASDNQPTVTIK 448 464 90.9 27.7 74.3 2 0 0 1,836.9339
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% NELESYAYSLK 563 573 61.3 25.8 50.2 2 0 0 1,316.6368
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% KKELEEIVQPIISK 620 633 34.4 25.0 31.3 1 0 0 1,653.9788
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% ELEEIVQPIISK 622 633 75.5 26.1 64.9 2 0 0 1,397.7888
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% LYGSAGPPPTGEEDTAEK 634 651 72.5 25.0 51.3 2 0 0 1,818.8395
H_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 16 18 30 25.40% LYGSAGPPPTGEEDTAEKDEL 634 654 44.9 25.0 28.4 1 0 0 2,175.9932
H_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 8 14 12.70% NQLTSNPENTVFDAK 82 96 66.3 26.9 59.5 2 0 0 1,677.8079
H_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 8 14 12.70% DAGTIAGLNVMR 186 197 60.7 28.0 59.8 3 0 0 1,217.6308
H_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 8 14 12.70% SDIDEIVLVGGSTR 354 367 47.4 28.0 45.0 2 0 0 1,460.7593
H_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 8 14 12.70% SQIFSTASDNQPTVTIK 448 464 69.6 27.9 56.9 2 0 0 1,836.9339
H_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 8 14 12.70% NELESYAYSLK 563 573 48.1 25.8 42.7 2 0 0 1,316.6368
H_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 8 14 12.70% KKELEEIVQPIISK 620 633 18.0 25.0 5.3 0 1 0 1,653.9788
H_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 8 14 12.70% ELEEIVQPIISK 622 633 38.6 25.8 30.7 2 0 0 1,397.7888
H_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 10 12.80% ITPSYVAFTPEGER 61 74 47.0 27.1 44.4 2 0 0 1,566.7799
H_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 10 12.80% NQLTSNPENTVFDAK 82 96 49.5 27.1 41.3 2 0 0 1,677.8079
H_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 10 12.80% KSDIDEIVLVGGSTR 353 367 20.3 28.1 16.1 0 1 0 1,588.8543
H_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 10 12.80% SDIDEIVLVGGSTR 354 367 23.1 28.1 15.4 1 0 0 1,460.7593
H_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 10 12.80% SQIFSTASDNQPTVTIK 448 464 60.0 27.8 42.0 2 0 0 1,836.9339
H_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 10 12.80% NELESYAYSLK 563 573 43.7 25.8 34.1 1 0 0 1,316.6368
H_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 10 12.80% ELEEIVQPIISK 622 633 31.0 26.0 26.9 1 0 0 1,397.7888
H_20 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 11 14.50% ITPSYVAFTPEGER 61 74 38.9 27.3 38.5 1 0 0 1,566.7799
H_20 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 11 14.50% NQLTSNPENTVFDAK 82 96 62.5 26.8 56.7 2 0 0 1,677.8079
H_20 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 11 14.50% DAGTIAGLNVMR 186 197 42.4 27.9 36.5 1 0 0 1,217.6308
H_20 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 11 14.50% SDIDEIVLVGGSTR 354 367 41.6 28.1 30.3 1 0 0 1,460.7593
H_20 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 11 14.50% SQIFSTASDNQPTVTIK 448 464 64.3 27.8 48.6 2 0 0 1,836.9339
H_20 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 11 14.50% NELESYAYSLK 563 573 62.3 25.8 53.6 2 0 0 1,316.6368
H_20 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 7 7 11 14.50% ELEEIVQPIISK 622 633 44.3 25.9 36.7 2 0 0 1,397.7888
H_21 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 12.80% ITPSYVAFTPEGER 61 74 42.7 27.6 42.0 2 0 0 1,566.7799
H_21 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 12.80% NQLTSNPENTVFDAK 82 96 79.2 27.1 69.1 2 0 0 1,677.8079
H_21 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 12.80% DAGTIAGLNVMR 186 197 48.2 28.0 40.0 2 0 0 1,217.6308
H_21 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 12.80% SDIDEIVLVGGSTR 354 367 40.7 28.1 39.7 2 0 0 1,460.7593
H_21 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 12.80% SQIFSTASDNQPTVTIK 448 464 77.6 27.9 60.7 2 0 0 1,836.9339
H_21 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 12.80% ELEEIVQPIISK 622 633 46.1 26.1 40.7 2 0 0 1,397.7888
H_22 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 15 16.40% ITPSYVAFTPEGER 61 74 67.1 27.2 63.8 2 0 0 1,566.7799
H_22 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 15 16.40% NQLTSNPENTVFDAK 82 96 67.7 27.2 63.2 2 0 0 1,677.8079
H_22 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 15 16.40% TWNDPSVQQDIK 102 113 42.5 26.8 36.9 2 0 0 1,430.6912
H_22 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 15 16.40% DAGTIAGLNVMR 186 197 36.8 28.4 30.6 1 0 0 1,233.6258
H_22 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 15 16.40% SDIDEIVLVGGSTR 354 367 52.9 28.1 44.3 2 0 0 1,460.7593
H_22 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 15 16.40% SQIFSTASDNQPTVTIK 448 464 75.2 27.9 65.3 2 0 0 1,836.9339
H_22 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 15 16.40% NELESYAYSLK 563 573 46.6 26.1 41.6 2 0 0 1,316.6368
H_22 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 15 16.40% ELEEIVQPIISK 622 633 38.5 26.0 29.1 2 0 0 1,397.7888
H_23 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 8 11.00% ITPSYVAFTPEGER 61 74 69.2 26.8 61.7 1 0 0 1,566.7799
H_23 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 8 11.00% NQLTSNPENTVFDAK 82 96 72.7 26.8 56.1 2 0 0 1,677.8079
H_23 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 8 11.00% SDIDEIVLVGGSTR 354 367 43.2 28.4 35.3 2 0 0 1,460.7593
H_23 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 8 11.00% SQIFSTASDNQPTVTIK 448 464 64.7 27.8 49.8 1 0 0 1,836.9339
H_23 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 8 11.00% ELEEIVQPIISK 622 633 44.0 25.9 37.9 2 0 0 1,397.7888
H_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 13.00% ITPSYVAFTPEGER 61 74 61.6 27.6 54.2 2 0 0 1,566.7799
H_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 13.00% DAGTIAGLNVMR 186 197 46.5 28.2 39.2 2 0 0 1,233.6258
H_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 13.00% IINEPTAAAIAYGLDK 198 213 63.0 27.7 60.1 2 0 0 1,659.8954
H_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 13.00% SDIDEIVLVGGSTR 354 367 58.4 28.1 53.2 2 0 0 1,460.7593
H_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 13.00% SQIFSTASDNQPTVTIK 448 464 78.2 27.9 65.6 2 0 0 1,836.9339
H_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 13.00% ELEEIVQPIISK 622 633 65.4 26.0 56.8 2 0 0 1,397.7888
I_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.87% ITPSYVAFTPEGER 61 74 46.3 27.1 39.5 2 0 0 1,566.7799
I_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.87% NQLTSNPENTVFDAK 82 96 59.9 26.8 52.5 2 0 0 1,677.8079
I_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.87% SQIFSTASDNQPTVTIK 448 464 70.9 27.8 57.6 2 0 0 1,836.9339
I_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.87% ELEEIVQPIISK 622 633 42.7 25.9 27.8 2 0 0 1,397.7888
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% LIGDAAKNQLTSNPENTVFDAK 75 96 52.7 27.7 47.8 0 2 0 2,346.1938
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% NQLTSNPENTVFDAK 82 96 99.0 26.8 92.2 2 0 0 1,677.8079
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% NQLTSNPENTVFDAKR 82 97 70.7 27.6 55.3 2 0 0 1,833.9090
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% FLPFKVVEK 114 122 23.4 25.0 13.4 1 0 0 1,106.6609
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% KTKPYIQVDIGGGQTK 123 138 46.6 26.3 44.0 2 2 0 1,732.9596
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% TKPYIQVDIGGGQTK 124 138 69.8 27.6 63.3 2 1 0 1,604.8646
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% TFAPEEISAMVLTK 139 152 91.2 27.8 82.4 4 2 0 1,536.7979
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% KVTHAVVTVPAYFNDAQR 164 181 51.7 26.9 44.6 0 2 1 2,016.0661
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% VTHAVVTVPAYFNDAQR 165 181 60.5 27.8 56.8 1 2 0 1,887.9711
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% QATKDAGTIAGLNVMR 182 197 37.3 28.2 26.8 1 2 0 1,661.8642
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% IINEPTAAAIAYGLDK 198 213 91.7 28.2 81.3 2 2 0 1,659.8954
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% IINEPTAAAIAYGLDKR 198 214 86.1 26.3 80.3 2 1 0 1,815.9965
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% AKFEELNMDLFR 325 336 44.4 26.6 39.5 0 4 0 1,528.7466
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% FEELNMDLFR 327 336 40.2 25.0 28.5 1 0 0 1,329.6145
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% VLEDSDLKKSDIDEIVLVGGSTR 345 367 31.1 26.6 23.1 0 1 0 2,488.3145
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% KSDIDEIVLVGGSTR 353 367 115.0 27.9 110.0 1 0 0 1,588.8543
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% KSDIDEIVLVGGSTRIPK 353 370 20.6 25.1 12.1 0 2 0 1,927.0862
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% SDIDEIVLVGGSTR 354 367 75.4 28.0 63.3 2 2 0 1,460.7593
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% IQQLVKEFFNGK 371 382 31.7 27.0 15.3 0 1 0 1,450.8054
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% IQQLVKEFFNGKEPSR 371 386 47.2 26.7 41.5 0 2 0 1,920.0339
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% KSQIFSTASDNQPTVTIK 447 464 59.7 27.1 30.9 2 1 0 1,965.0289
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% SQIFSTASDNQPTVTIK 448 464 95.1 27.8 80.0 2 0 0 1,836.9339
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% NKITITNDQNRLTPEEIER 522 540 33.3 26.6 30.5 0 2 0 2,284.1894
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% ITITNDQNRLTPEEIER 524 540 31.5 27.4 21.5 1 0 0 2,042.0515



I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% IDTRNELESYAYSLK 559 573 32.5 27.3 27.9 2 0 0 1,801.8967
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% NELESYAYSLK 563 573 50.8 25.8 41.3 2 0 0 1,316.6368
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% KKELEEIVQPIISK 620 633 67.0 25.0 53.2 2 2 0 1,653.9788
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% ELEEIVQPIISK 622 633 61.0 25.8 48.5 2 0 0 1,397.7888
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% LYGSAGPPPTGEEDTAEK 634 651 49.5 25.0 30.0 2 0 0 1,818.8395
I_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 30 43 74 38.80% LYGSAGPPPTGEEDTAEKDEL 634 654 94.8 25.0 53.7 2 0 0 2,175.9932
I_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 11 12.70% ITPSYVAFTPEGER 61 74 67.4 27.3 65.3 2 0 0 1,566.7799
I_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 11 12.70% NQLTSNPENTVFDAK 82 96 63.9 27.2 62.5 2 0 0 1,677.8079
I_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 11 12.70% SDIDEIVLVGGSTR 354 367 51.1 28.1 40.9 2 0 0 1,460.7593
I_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 11 12.70% SQIFSTASDNQPTVTIK 448 464 73.3 27.8 64.1 2 0 0 1,836.9339
I_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 11 12.70% NELESYAYSLK 563 573 33.0 26.1 25.6 1 0 0 1,316.6368
I_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 11 12.70% ELEEIVQPIISK 622 633 48.5 25.9 39.3 2 0 0 1,397.7888
I_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 2 4.28% SQIFSTASDNQPTVTIK 448 464 46.8 27.9 37.6 1 0 0 1,836.9339
I_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 2 4.28% NELESYAYSLK 563 573 20.2 25.8 7.6 1 0 0 1,316.6368
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% ITPSYVAFTPEGER 61 74 67.7 27.4 58.5 2 0 0 1,566.7799
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% NQLTSNPENTVFDAK 82 96 78.3 27.3 66.8 2 0 0 1,677.8079
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% TWNDPSVQQDIK 102 113 58.7 27.0 50.9 2 0 0 1,430.6912
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% TKPYIQVDIGGGQTK 124 138 44.3 27.4 33.5 1 2 0 1,604.8646
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% TFAPEEISAMVLTK 139 152 48.8 27.9 40.1 1 0 0 1,552.7929
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% DAGTIAGLNVMR 186 197 65.9 28.0 52.6 2 0 0 1,217.6308
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% IINEPTAAAIAYGLDK 198 213 71.6 28.0 62.0 2 2 0 1,659.8954
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% KSDIDEIVLVGGSTR 353 367 122.0 27.9 113.0 2 0 0 1,588.8543
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% SDIDEIVLVGGSTR 354 367 63.5 28.5 55.0 2 2 0 1,460.7593
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% KSQIFSTASDNQPTVTIK 447 464 47.4 27.1 43.4 0 2 0 1,965.0289
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% SQIFSTASDNQPTVTIK 448 464 72.4 27.9 63.4 2 2 0 1,836.9339
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% ELEEIVQPIISK 622 633 79.9 25.5 65.2 2 0 0 1,397.7888
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% LYGSAGPPPTGEEDTAEK 634 651 36.0 25.2 14.0 2 0 0 1,818.8395
J_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 14 18 34 25.10% LYGSAGPPPTGEEDTAEKDEL 634 654 46.4 25.0 22.7 2 0 0 2,175.9932
J_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 10 12.50% ITPSYVAFTPEGER 61 74 25.5 27.3 23.6 1 0 0 1,566.7799
J_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 10 12.50% NQLTSNPENTVFDAK 82 96 68.5 27.1 64.9 2 0 0 1,677.8079
J_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 10 12.50% TWNDPSVQQDIK 102 113 63.1 27.0 54.5 2 0 0 1,430.6912
J_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 10 12.50% DAGTIAGLNVMR 186 197 35.9 28.0 29.5 1 0 0 1,233.6258
J_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 10 12.50% SQIFSTASDNQPTVTIK 448 464 89.3 27.9 76.3 2 0 0 1,836.9339
J_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 10 12.50% ELEEIVQPIISK 622 633 41.0 25.5 33.8 2 0 0 1,397.7888
K_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 3 7.03% NQLTSNPENTVFDAK 82 96 39.0 26.9 37.8 1 0 0 1,677.8079
K_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 3 7.03% SDIDEIVLVGGSTR 354 367 33.1 28.1 25.9 1 0 0 1,460.7593
K_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 3 7.03% SQIFSTASDNQPTVTIK 448 464 50.1 27.9 39.7 1 0 0 1,836.9339
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% VEIIANDQGNR 50 60 33.5 27.7 0.0 2 0 0 1,228.6281
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% ITPSYVAFTPEGER 61 74 81.3 27.1 76.2 2 0 0 1,566.7799
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% NQLTSNPENTVFDAK 82 96 76.7 27.0 67.7 6 0 0 1,677.8079
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% NQLTSNPENTVFDAKR 82 97 84.0 27.8 79.6 2 0 0 1,833.9090
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% TWNDPSVQQDIK 102 113 59.6 27.1 49.1 3 0 0 1,430.6912
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% KTKPYIQVDIGGGQTK 123 138 28.6 26.2 21.1 0 2 0 1,732.9596
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% TKPYIQVDIGGGQTK 124 138 68.5 27.3 59.9 2 1 0 1,604.8646
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% TFAPEEISAMVLTK 139 152 87.8 27.8 79.9 2 0 0 1,552.7929
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% KVTHAVVTVPAYFNDAQR 164 181 43.7 27.1 35.3 0 2 0 2,016.0661
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% VTHAVVTVPAYFNDAQR 165 181 59.9 28.0 56.5 2 0 0 1,887.9711
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% IINEPTAAAIAYGLDK 198 213 89.5 27.7 77.4 2 2 0 1,659.8954
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% IINEPTAAAIAYGLDKR 198 214 83.2 26.0 80.9 2 0 0 1,815.9965
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% KSDIDEIVLVGGSTR 353 367 115.0 28.0 106.0 1 0 0 1,588.8543
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% SDIDEIVLVGGSTR 354 367 70.4 28.1 61.9 2 2 0 1,460.7593
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% KSQIFSTASDNQPTVTIK 447 464 75.5 27.0 68.4 2 2 0 1,965.0289
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% SQIFSTASDNQPTVTIK 448 464 70.9 27.8 59.7 4 1 0 1,836.9339
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% LTPEEIER 533 540 26.6 26.3 0.0 1 0 0 986.5154
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% NELESYAYSLK 563 573 43.4 26.1 33.3 4 0 0 1,316.6368
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% KKELEEIVQPIISK 620 633 77.0 25.0 68.4 2 2 0 1,653.9788
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% KELEEIVQPIISK 621 633 28.3 25.0 27.5 0 2 0 1,525.8838
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% ELEEIVQPIISK 622 633 60.8 25.8 49.9 3 0 0 1,397.7888
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% LYGSAGPPPTGEEDTAEK 634 651 76.6 25.0 42.2 2 0 0 1,818.8395
K_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 23 29 64 31.30% LYGSAGPPPTGEEDTAEKDEL 634 654 70.0 25.0 46.1 2 0 0 2,175.9932
K_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 13.50% ITPSYVAFTPEGER 61 74 70.5 27.6 61.8 2 0 0 1,566.7799
K_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 13.50% NQLTSNPENTVFDAK 82 96 73.9 26.9 68.0 2 0 0 1,677.8079
K_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 13.50% IINEPTAAAIAYGLDK 198 213 74.5 27.8 66.4 2 0 0 1,659.8954
K_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 13.50% SDIDEIVLVGGSTR 354 367 59.3 28.1 50.6 2 0 0 1,460.7593
K_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 13.50% SQIFSTASDNQPTVTIK 448 464 86.1 27.9 70.8 2 0 0 1,836.9339
K_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 13.50% ELEEIVQPIISK 622 633 51.4 26.0 39.4 2 0 0 1,397.7888
K_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 6 6.73% NQLTSNPENTVFDAK 82 96 50.3 27.2 41.5 2 0 0 1,677.8079
K_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 6 6.73% SQIFSTASDNQPTVTIK 448 464 51.0 27.9 40.6 2 0 0 1,836.9339
K_17 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 6 6.73% ELEEIVQPIISK 622 633 46.7 26.0 39.8 2 0 0 1,397.7888
K_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 3.98% NQLTSNPENTVFDAK 82 96 52.0 27.2 48.4 2 0 0 1,677.8079
K_19 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 3.98% NELESYAYSLK 563 573 24.2 26.1 13.6 1 0 0 1,316.6368
K_21 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 6.73% NQLTSNPENTVFDAK 82 96 44.5 27.1 42.8 1 0 0 1,677.8079
K_21 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 6.73% SQIFSTASDNQPTVTIK 448 464 73.1 27.9 60.2 2 0 0 1,836.9339
K_21 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 6.73% ELEEIVQPIISK 622 633 40.2 26.0 30.5 2 0 0 1,397.7888
K_23 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 7.65% NQLTSNPENTVFDAK 82 96 44.1 27.3 32.4 1 0 0 1,677.8079
K_23 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 7.65% TWNDPSVQQDIK 102 113 29.4 27.1 26.0 1 0 0 1,430.6912
K_23 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 7.65% NELESYAYSLK 563 573 42.5 26.1 32.2 2 0 0 1,316.6368
K_23 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 7.65% ELEEIVQPIISK 622 633 55.2 25.8 43.9 2 0 0 1,397.7888
K_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 8.72% DAGTIAGLNVMR 186 197 74.1 28.0 64.3 2 0 0 1,217.6308
K_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 8.72% IINEPTAAAIAYGLDK 198 213 47.2 27.8 46.1 1 0 0 1,659.8954
K_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 8.72% SQIFSTASDNQPTVTIK 448 464 72.1 27.8 54.2 2 0 0 1,836.9339
K_24 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 8.72% ELEEIVQPIISK 622 633 60.1 25.8 49.4 2 0 0 1,397.7888
L_10 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 6.88% DAGTIAGLNVMR 186 197 28.0 28.0 24.7 1 0 0 1,233.6258
L_10 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 6.88% IINEPTAAAIAYGLDK 198 213 80.8 27.9 67.6 2 0 0 1,659.8954
L_10 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 6.88% SQIFSTASDNQPTVTIK 448 464 50.0 27.9 40.3 1 0 0 1,836.9339
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% VEIIANDQGNR 50 60 25.8 27.5 0.0 1 0 0 1,228.6281
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% ITPSYVAFTPEGER 61 74 39.4 27.2 36.2 2 0 0 1,566.7799
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% NQLTSNPENTVFDAK 82 96 85.8 27.2 77.8 2 1 0 1,677.8079
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% NQLTSNPENTVFDAKR 82 97 82.5 28.1 74.2 2 0 0 1,833.9090
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% TWNDPSVQQDIK 102 113 48.8 27.0 40.1 2 0 0 1,430.6912
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% TKPYIQVDIGGGQTK 124 138 67.2 27.3 63.5 1 0 0 1,604.8646
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% MKETAEAYLGK 153 163 28.8 26.6 20.2 2 0 0 1,256.6193
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% VTHAVVTVPAYFNDAQR 165 181 72.4 28.1 71.6 2 0 0 1,887.9711
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% DAGTIAGLNVMR 186 197 70.6 28.0 59.6 4 0 0 1,233.6258
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% IINEPTAAAIAYGLDK 198 213 85.8 27.9 75.3 2 2 0 1,659.8954
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% IINEPTAAAIAYGLDKR 198 214 88.3 25.8 82.7 2 2 0 1,815.9965
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% AKFEELNMDLFR 325 336 70.8 27.2 63.2 2 1 0 1,528.7466
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% FEELNMDLFR 327 336 42.2 25.0 27.6 2 0 0 1,329.6145
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% SDIDEIVLVGGSTR 354 367 72.3 28.5 61.2 2 0 0 1,460.7593
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% KSQIFSTASDNQPTVTIK 447 464 31.1 26.8 29.3 0 2 0 1,965.0289
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% SQIFSTASDNQPTVTIK 448 464 80.7 27.9 62.2 2 0 0 1,836.9339
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% ITITNDQNRLTPEEIER 524 540 43.7 27.4 36.3 0 2 0 2,042.0515
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% MVNDAEKFAEEDKK 541 554 24.3 25.1 24.3 0 1 0 1,669.7740
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% IDTRNELESYAYSLK 559 573 27.9 27.5 25.0 0 1 0 1,801.8967
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% NELESYAYSLK 563 573 61.9 26.1 53.3 2 0 0 1,316.6368
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% KKELEEIVQPIISK 620 633 29.5 25.0 21.5 0 2 0 1,653.9788
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% ELEEIVQPIISK 622 633 47.8 25.6 38.3 2 0 0 1,397.7888
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% LYGSAGPPPTGEEDTAEK 634 651 52.7 25.0 16.4 2 0 0 1,818.8395
L_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 24 30 52 38.20% LYGSAGPPPTGEEDTAEKDEL 634 654 84.4 25.0 38.0 2 0 0 2,175.9932
L_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 12.40% NQLTSNPENTVFDAK 82 96 52.1 27.3 37.7 2 0 0 1,677.8079
L_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 12.40% DAGTIAGLNVMR 186 197 54.9 27.9 45.6 2 0 0 1,233.6258
L_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 12.40% SDIDEIVLVGGSTR 354 367 57.5 28.1 47.3 2 0 0 1,460.7593



L_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 12.40% SQIFSTASDNQPTVTIK 448 464 59.6 27.9 50.2 2 0 0 1,836.9339
L_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 12.40% NELESYAYSLK 563 573 52.7 26.3 44.4 2 0 0 1,316.6368
L_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 12 12.40% ELEEIVQPIISK 622 633 40.4 26.1 23.0 2 0 0 1,397.7888
L_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 12 19.00% ITPSYVAFTPEGER 61 74 56.7 27.4 56.4 2 0 0 1,566.7799
L_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 12 19.00% NQLTSNPENTVFDAK 82 96 76.7 27.2 72.8 2 0 0 1,677.8079
L_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 12 19.00% TKPYIQVDIGGGQTK 124 138 32.2 27.2 23.5 0 1 0 1,604.8646
L_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 12 19.00% TFAPEEISAMVLTK 139 152 34.5 27.5 17.5 1 0 0 1,552.7929
L_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 12 19.00% DAGTIAGLNVMR 186 197 49.2 27.7 42.8 1 0 0 1,233.6258
L_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 12 19.00% IINEPTAAAIAYGLDK 198 213 74.8 27.9 61.3 2 0 0 1,659.8954
L_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 12 19.00% SQIFSTASDNQPTVTIK 448 464 68.2 27.9 53.0 2 0 0 1,836.9339
L_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 12 19.00% LYGSAGPPPTGEEDTAEKDEL 634 654 55.5 25.0 29.6 1 0 0 2,175.9932
L_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 10 12.40% ITPSYVAFTPEGER 61 74 49.4 27.3 47.9 2 0 0 1,566.7799
L_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 10 12.40% NQLTSNPENTVFDAK 82 96 52.0 27.2 47.0 2 0 0 1,677.8079
L_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 10 12.40% DAGTIAGLNVMR 186 197 51.2 28.0 41.8 2 0 0 1,233.6258
L_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 10 12.40% SQIFSTASDNQPTVTIK 448 464 67.9 28.1 53.4 2 0 0 1,836.9339
L_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 10 12.40% NELESYAYSLK 563 573 52.5 26.6 46.0 1 0 0 1,316.6368
L_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 6 6 10 12.40% ELEEIVQPIISK 622 633 27.5 25.5 17.4 1 0 0 1,397.7888
L_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 10.70% ITPSYVAFTPEGER 61 74 36.4 27.3 36.4 1 0 0 1,566.7799
L_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 10.70% NQLTSNPENTVFDAK 82 96 57.7 27.2 53.6 2 0 0 1,677.8079
L_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 10.70% DAGTIAGLNVMR 186 197 54.8 27.9 42.9 2 0 0 1,233.6258
L_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 10.70% SQIFSTASDNQPTVTIK 448 464 86.0 27.8 71.4 2 0 0 1,836.9339
L_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 10.70% ELEEIVQPIISK 622 633 35.7 25.3 23.9 2 0 0 1,397.7888
L_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 7.34% ITPSYVAFTPEGER 61 74 73.7 27.3 69.2 2 0 0 1,566.7799
L_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 7.34% IINEPTAAAIAYGLDK 198 213 81.5 27.8 70.8 2 0 0 1,659.8954
L_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 7.34% IINEPTAAAIAYGLDKR 198 214 36.7 26.0 29.0 0 2 0 1,815.9965
L_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 7.34% SQIFSTASDNQPTVTIK 448 464 86.3 27.9 74.4 2 0 0 1,836.9339
M_10 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 4 3.52% VEIIANDQGNR 50 60 66.9 27.1 0.0 2 0 0 1,228.6281
M_10 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 4 3.52% DAGTIAGLNVMR 186 197 34.6 28.0 33.9 2 0 0 1,233.6258
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% VEIIANDQGNR 50 60 47.1 27.4 0.0 1 0 0 1,228.6281
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% ITPSYVAFTPEGER 61 74 52.1 27.3 50.2 2 0 0 1,566.7799
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% NQLTSNPENTVFDAK 82 96 72.9 27.0 70.7 2 2 0 1,677.8079
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% NQLTSNPENTVFDAKR 82 97 37.5 27.8 36.0 2 0 0 1,833.9090
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% TWNDPSVQQDIK 102 113 61.3 26.8 60.0 2 0 0 1,430.6912
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% TKPYIQVDIGGGQTK 124 138 55.9 27.3 47.6 1 2 0 1,604.8646
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% TFAPEEISAMVLTK 139 152 60.3 27.7 50.7 2 0 0 1,552.7929
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% DAGTIAGLNVMR 186 197 51.9 28.0 45.7 4 0 0 1,233.6258
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% IINEPTAAAIAYGLDK 198 213 86.5 27.8 75.4 2 2 0 1,659.8954
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% IINEPTAAAIAYGLDKR 198 214 44.5 26.0 41.7 1 0 0 1,815.9965
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% AKFEELNMDLFR 325 336 55.5 27.5 51.3 2 0 0 1,528.7466
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% KSDIDEIVLVGGSTR 353 367 51.5 28.3 47.8 1 0 0 1,588.8543
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% SDIDEIVLVGGSTR 354 367 64.6 28.4 57.4 2 2 0 1,460.7593
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% KSQIFSTASDNQPTVTIK 447 464 25.8 27.0 22.3 0 1 0 1,965.0289
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% SQIFSTASDNQPTVTIK 448 464 80.5 27.9 62.7 2 0 0 1,836.9339
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% LTPEEIER 533 540 32.4 26.3 0.0 2 0 0 986.5154
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% NELESYAYSLK 563 573 70.9 26.1 62.5 2 0 0 1,316.6368
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% KKELEEIVQPIISK 620 633 22.8 25.0 11.1 0 1 0 1,653.9788
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% ELEEIVQPIISK 622 633 54.2 25.6 43.5 2 0 0 1,397.7888
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% LYGSAGPPPTGEEDTAEK 634 651 72.2 25.0 44.2 2 0 0 1,818.8395
M_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 26 46 32.10% LYGSAGPPPTGEEDTAEKDEL 634 654 76.3 25.0 43.6 2 0 0 2,175.9932
M_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 13 17.10% ITPSYVAFTPEGER 61 74 42.9 27.6 35.2 2 0 0 1,566.7799
M_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 13 17.10% NQLTSNPENTVFDAK 82 96 56.2 26.9 47.1 1 0 0 1,677.8079
M_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 13 17.10% TKPYIQVDIGGGQTK 124 138 29.5 27.6 21.8 0 1 0 1,604.8646
M_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 13 17.10% DAGTIAGLNVMR 186 197 46.4 28.0 42.0 2 0 0 1,233.6258
M_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 13 17.10% IINEPTAAAIAYGLDK 198 213 65.3 27.7 53.1 2 0 0 1,659.8954
M_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 13 17.10% SQIFSTASDNQPTVTIK 448 464 57.9 27.9 49.6 2 0 0 1,836.9339
M_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 13 17.10% NELESYAYSLK 563 573 53.0 26.1 42.4 2 0 0 1,316.6368
M_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 8 8 13 17.10% ELEEIVQPIISK 622 633 26.3 25.6 21.2 1 0 0 1,397.7888
M_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 11.20% ITPSYVAFTPEGER 61 74 55.5 27.3 46.5 2 0 0 1,566.7799
M_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 11.20% NQLTSNPENTVFDAK 82 96 61.8 26.9 51.8 2 0 0 1,677.8079
M_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 11.20% IINEPTAAAIAYGLDK 198 213 78.7 27.8 71.2 2 0 0 1,659.8954
M_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 11.20% SQIFSTASDNQPTVTIK 448 464 67.6 27.9 51.1 2 0 0 1,836.9339
M_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 11.20% NELESYAYSLK 563 573 41.9 26.1 30.0 1 0 0 1,316.6368
M_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 6 7.03% ITPSYVAFTPEGER 61 74 59.8 27.5 59.7 2 0 0 1,566.7799
M_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 6 7.03% NQLTSNPENTVFDAK 82 96 72.2 27.2 67.3 2 0 0 1,677.8079
M_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 6 7.03% SQIFSTASDNQPTVTIK 448 464 73.5 27.9 58.2 2 0 0 1,836.9339
M_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 7.19% ITPSYVAFTPEGER 61 74 48.0 27.5 39.5 2 0 0 1,566.7799
M_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 7.19% IINEPTAAAIAYGLDK 198 213 51.5 27.7 40.2 1 0 0 1,659.8954
M_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 7.19% SQIFSTASDNQPTVTIK 448 464 77.2 27.9 65.2 2 0 0 1,836.9339
M_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 6.42% ITPSYVAFTPEGER 61 74 30.3 27.3 30.3 1 0 0 1,566.7799
M_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 6.42% SQIFSTASDNQPTVTIK 448 464 81.2 27.8 65.7 2 0 0 1,836.9339
M_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 5 6.42% NELESYAYSLK 563 573 31.0 25.8 23.9 2 0 0 1,316.6368
N_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 16 32 21.40% ITPSYVAFTPEGER 61 74 63.2 27.3 59.5 2 0 0 1,566.7799
N_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 16 32 21.40% NQLTSNPENTVFDAK 82 96 72.4 27.3 63.3 2 0 0 1,677.8079
N_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 16 32 21.40% TKPYIQVDIGGGQTK 124 138 56.2 27.3 49.5 2 2 0 1,604.8646
N_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 16 32 21.40% TFAPEEISAMVLTK 139 152 46.8 27.7 39.3 2 0 0 1,552.7929
N_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 16 32 21.40% DAGTIAGLNVMR 186 197 83.1 27.7 71.0 4 0 0 1,233.6258
N_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 16 32 21.40% KSDIDEIVLVGGSTR 353 367 90.4 27.4 86.5 2 2 0 1,588.8543
N_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 16 32 21.40% SDIDEIVLVGGSTR 354 367 56.4 27.9 49.0 2 2 0 1,460.7593
N_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 16 32 21.40% SQIFSTASDNQPTVTIK 448 464 93.9 27.9 74.7 2 2 0 1,836.9339
N_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 16 32 21.40% LTPEEIER 533 540 41.0 27.3 0.0 2 0 0 986.5154
N_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 16 32 21.40% ELEEIVQPIISK 622 633 58.4 25.3 46.0 2 0 0 1,397.7888
N_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 16 32 21.40% LYGSAGPPPTGEEDTAEK 634 651 52.0 25.1 32.1 2 0 0 1,818.8395
N_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 10.70% NQLTSNPENTVFDAK 82 96 72.8 27.4 71.9 2 0 0 1,677.8079
N_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 10.70% DAGTIAGLNVMR 186 197 58.5 27.9 52.6 2 0 0 1,233.6258
N_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 10.70% SDIDEIVLVGGSTR 354 367 51.5 28.5 43.8 1 0 0 1,460.7593
N_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 10.70% SQIFSTASDNQPTVTIK 448 464 74.1 27.9 62.7 2 0 0 1,836.9339
N_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 9 10.70% ELEEIVQPIISK 622 633 56.9 25.2 37.7 2 0 0 1,397.7888
N_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 7.95% ITPSYVAFTPEGER 61 74 45.5 27.6 38.5 2 0 0 1,566.7799
N_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 7.95% NQLTSNPENTVFDAK 82 96 54.6 27.2 54.6 2 0 0 1,677.8079
N_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 7.95% DAGTIAGLNVMR 186 197 52.8 27.9 49.6 2 0 0 1,233.6258
N_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 7.95% NELESYAYSLK 563 573 52.0 26.6 42.5 2 0 0 1,316.6368
N_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 9.33% ITPSYVAFTPEGER 61 74 53.8 27.3 53.3 2 0 0 1,566.7799
N_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 9.33% NQLTSNPENTVFDAK 82 96 55.8 27.2 55.8 1 0 0 1,677.8079
N_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 9.33% TKPYIQVDIGGGQTK 124 138 25.6 27.4 19.5 0 1 0 1,604.8646
N_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 9.33% SQIFSTASDNQPTVTIK 448 464 55.3 27.8 45.3 2 0 0 1,836.9339
O_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 13 23 25.50% ITPSYVAFTPEGER 61 74 65.9 27.6 58.3 2 0 0 1,566.7799
O_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 13 23 25.50% NQLTSNPENTVFDAK 82 96 60.8 27.3 53.6 2 0 0 1,677.8079
O_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 13 23 25.50% TKPYIQVDIGGGQTK 124 138 40.5 27.3 30.3 0 1 0 1,604.8646
O_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 13 23 25.50% TFAPEEISAMVLTK 139 152 56.1 27.5 36.8 2 0 0 1,552.7929
O_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 13 23 25.50% VTHAVVTVPAYFNDAQR 165 181 39.6 28.0 33.6 0 1 0 1,887.9711
O_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 13 23 25.50% DAGTIAGLNVMR 186 197 61.0 27.7 53.0 4 0 0 1,233.6258
O_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 13 23 25.50% IINEPTAAAIAYGLDK 198 213 67.2 27.9 57.8 2 0 0 1,659.8954
O_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 13 23 25.50% SDIDEIVLVGGSTR 354 367 63.7 28.3 58.3 2 0 0 1,460.7593
O_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 13 23 25.50% SQIFSTASDNQPTVTIK 448 464 80.4 27.9 66.0 2 1 0 1,836.9339
O_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 13 23 25.50% ELEEIVQPIISK 622 633 67.4 25.4 53.6 2 0 0 1,397.7888
O_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 11 13 23 25.50% LYGSAGPPPTGEEDTAEKDEL 634 654 66.2 25.2 39.7 2 0 0 2,175.9932
O_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 8 11.50% ITPSYVAFTPEGER 61 74 41.0 27.3 38.4 1 0 0 1,566.7799
O_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 8 11.50% NQLTSNPENTVFDAK 82 96 55.6 27.4 51.9 1 0 0 1,677.8079
O_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 8 11.50% DAGTIAGLNVMR 186 197 54.0 27.7 45.2 2 0 0 1,233.6258
O_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 8 11.50% IINEPTAAAIAYGLDKR 198 214 22.3 25.8 17.6 0 2 0 1,815.9965
O_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 8 11.50% SQIFSTASDNQPTVTIK 448 464 70.0 27.9 55.2 2 0 0 1,836.9339
O_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 8.87% ITPSYVAFTPEGER 61 74 32.0 27.6 32.0 1 0 0 1,566.7799



O_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 8.87% NQLTSNPENTVFDAK 82 96 45.1 27.2 45.1 2 0 0 1,677.8079
O_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 8.87% DAGTIAGLNVMR 186 197 47.2 28.0 42.7 2 0 0 1,233.6258
O_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 7 8.87% SQIFSTASDNQPTVTIK 448 464 71.2 27.9 59.9 2 0 0 1,836.9339
O_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 4 4.89% NQLTSNPENTVFDAK 82 96 44.3 27.4 44.3 2 0 0 1,677.8079
O_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 4 4.89% SQIFSTASDNQPTVTIK 448 464 49.7 28.2 36.6 2 0 0 1,836.9339
O_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 4.13% NQLTSNPENTVFDAK 82 96 59.2 27.3 57.0 1 0 0 1,677.8079
O_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 4.13% DAGTIAGLNVMR 186 197 28.8 28.1 21.7 2 0 0 1,233.6258
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% VEIIANDQGNR 50 60 28.4 27.7 0.0 1 0 0 1,228.6281
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% ITPSYVAFTPEGER 61 74 65.0 27.6 57.0 2 0 0 1,566.7799
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% NQLTSNPENTVFDAK 82 96 67.3 27.4 64.9 2 2 0 1,677.8079
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% NQLTSNPENTVFDAKR 82 97 26.3 28.0 18.9 1 2 0 1,833.9090
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% TWNDPSVQQDIK 102 113 56.3 27.2 47.7 2 0 0 1,430.6912
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% TKPYIQVDIGGGQTK 124 138 66.4 27.3 56.9 2 2 0 1,604.8646
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% TFAPEEISAMVLTK 139 152 87.6 27.7 79.1 2 0 0 1,552.7929
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% MKETAEAYLGK 153 163 31.1 26.7 20.6 2 0 0 1,240.6243
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% VTHAVVTVPAYFNDAQR 165 181 64.7 28.2 32.0 2 2 0 1,887.9711
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% DAGTIAGLNVMR 186 197 48.9 28.0 31.1 4 0 0 1,233.6258
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% IINEPTAAAIAYGLDK 198 213 78.2 28.1 69.1 2 1 0 1,659.8954
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% IINEPTAAAIAYGLDKR 198 214 96.1 25.5 96.1 2 0 0 1,815.9965
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% AKFEELNMDLFR 325 336 47.0 27.3 43.4 2 0 0 1,528.7466
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% KSDIDEIVLVGGSTR 353 367 107.0 28.0 101.0 1 2 0 1,588.8543
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% SDIDEIVLVGGSTR 354 367 68.1 28.1 58.3 2 0 0 1,460.7593
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% SQIFSTASDNQPTVTIK 448 464 92.6 27.9 79.3 2 0 0 1,836.9339
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% LTPEEIER 533 540 38.0 27.3 0.0 2 0 0 986.5154
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% KKELEEIVQPIISK 620 633 20.3 25.0 11.9 0 2 0 1,653.9788
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% ELEEIVQPIISK 622 633 71.5 25.5 59.3 2 0 0 1,397.7888
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% LYGSAGPPPTGEEDTAEK 634 651 28.6 25.2 14.7 2 0 0 1,818.8395
P_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 21 28 52 34.60% LYGSAGPPPTGEEDTAEKDEL 634 654 71.0 25.0 34.5 2 0 0 2,175.9932
P_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 9.33% ITPSYVAFTPEGER 61 74 38.2 27.5 35.0 2 0 0 1,566.7799
P_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 9.33% NQLTSNPENTVFDAK 82 96 57.9 27.3 47.6 2 0 0 1,677.8079
P_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 9.33% TKPYIQVDIGGGQTK 124 138 26.0 27.4 21.7 0 2 0 1,604.8646
P_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 9.33% SQIFSTASDNQPTVTIK 448 464 56.0 27.8 44.9 2 0 0 1,836.9339
P_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 4.89% NQLTSNPENTVFDAK 82 96 60.3 27.4 51.1 2 0 0 1,677.8079
P_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 4.89% SQIFSTASDNQPTVTIK 448 464 72.0 27.8 60.8 1 0 0 1,836.9339
P_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 4.28% VEIIANDQGNR 50 60 29.5 27.7 0.0 2 0 0 1,228.6281
P_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 2 2 3 4.28% SQIFSTASDNQPTVTIK 448 464 59.2 27.9 42.6 1 0 0 1,836.9339
Q_10 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 4 7 5.96% VEIIANDQGNR 50 60 49.6 27.7 0.0 2 0 0 1,228.6281
Q_10 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 4 7 5.96% DAGTIAGLNVMR 186 197 58.7 28.2 45.9 2 0 0 1,233.6258
Q_10 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 4 7 5.96% IINEPTAAAIAYGLDK 198 213 90.0 27.9 81.7 2 1 0 1,659.8954
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% NGRVEIIANDQGNR 47 60 36.6 27.1 29.2 0 1 0 1,555.7936
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% VEIIANDQGNR 50 60 27.0 27.5 0.0 1 0 0 1,228.6281
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% ITPSYVAFTPEGER 61 74 59.1 27.6 50.0 2 0 0 1,566.7799
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% NQLTSNPENTVFDAK 82 96 71.1 27.3 65.4 2 1 0 1,677.8079
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% TWNDPSVQQDIK 102 113 48.0 27.1 42.4 2 0 0 1,430.6912
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% TKPYIQVDIGGGQTK 124 138 53.7 27.3 45.5 2 0 0 1,604.8646
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% TFAPEEISAMVLTK 139 152 67.8 28.0 55.4 2 0 0 1,552.7929
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% MKETAEAYLGK 153 163 24.3 26.6 21.1 1 0 0 1,256.6193
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% DAGTIAGLNVMR 186 197 58.9 28.0 55.2 4 0 0 1,233.6258
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% IINEPTAAAIAYGLDK 198 213 83.6 27.8 74.2 2 2 0 1,659.8954
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% KSDIDEIVLVGGSTR 353 367 76.8 28.3 71.8 2 0 0 1,588.8543
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% SDIDEIVLVGGSTR 354 367 72.7 28.5 62.6 2 0 0 1,460.7593
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% SQIFSTASDNQPTVTIK 448 464 88.4 27.9 73.8 2 0 0 1,836.9339
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% NELESYAYSLK 563 573 53.0 26.6 42.5 2 0 0 1,316.6368
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% ELEEIVQPIISK 622 633 67.3 25.2 56.4 2 0 0 1,397.7888
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% LYGSAGPPPTGEEDTAEK 634 651 47.9 25.2 11.5 2 0 0 1,818.8395
Q_11 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 17 20 36 30.40% LYGSAGPPPTGEEDTAEKDEL 634 654 73.2 25.0 45.2 2 0 0 2,175.9932
Q_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 6.57% NQLTSNPENTVFDAK 82 96 66.3 27.3 65.1 2 0 0 1,677.8079
Q_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 6.57% SQIFSTASDNQPTVTIK 448 464 82.5 27.9 67.2 1 0 0 1,836.9339
Q_12 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 3 3 4 6.57% NELESYAYSLK 563 573 47.4 26.3 32.5 1 0 0 1,316.6368
Q_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 10 10.60% ITPSYVAFTPEGER 61 74 43.6 27.3 39.3 2 0 0 1,566.7799
Q_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 10 10.60% NQLTSNPENTVFDAK 82 96 66.2 27.3 64.9 2 0 0 1,677.8079
Q_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 10 10.60% DAGTIAGLNVMR 186 197 54.8 28.0 41.9 2 0 0 1,233.6258
Q_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 10 10.60% SQIFSTASDNQPTVTIK 448 464 54.7 27.9 39.4 2 0 0 1,836.9339
Q_13 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 5 5 10 10.60% NELESYAYSLK 563 573 55.0 26.3 46.7 2 0 0 1,316.6368
Q_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.72% ITPSYVAFTPEGER 61 74 63.2 27.6 63.2 2 0 0 1,566.7799
Q_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.72% NQLTSNPENTVFDAK 82 96 69.6 27.3 63.5 2 0 0 1,677.8079
Q_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.72% SQIFSTASDNQPTVTIK 448 464 89.7 27.9 75.2 2 0 0 1,836.9339
Q_14 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.72% NELESYAYSLK 563 573 48.6 26.3 45.8 2 0 0 1,316.6368
Q_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.41% NQLTSNPENTVFDAK 82 96 73.0 27.3 62.4 2 0 0 1,677.8079
Q_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.41% DAGTIAGLNVMR 186 197 46.1 28.2 38.3 2 0 0 1,233.6258
Q_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.41% SQIFSTASDNQPTVTIK 448 464 78.8 27.9 63.4 2 0 0 1,836.9339
Q_15 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 8 8.41% NELESYAYSLK 563 573 46.1 26.3 35.7 2 0 0 1,316.6368
Q_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 8.26% ITPSYVAFTPEGER 61 74 44.0 27.5 38.2 1 0 0 1,566.7799
Q_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 8.26% DAGTIAGLNVMR 186 197 46.7 28.0 36.7 1 0 0 1,233.6258
Q_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 8.26% SQIFSTASDNQPTVTIK 448 464 77.2 27.9 65.4 2 0 0 1,836.9339
Q_16 78 kDa glucose‐regulated protein GRP78_HUMAN 72,335 4 4 6 8.26% NELESYAYSLK 563 573 51.8 26.1 48.8 2 0 0 1,316.6368
A_07 GrpE protein homolog 1, mitochondrial GRPE1_HUMAN 24,279 5 5 10 29.50% NSGQNLEEDMGQSEQKADPPATEK 35 58 28.1 25.0 28.1 0 2 0 2,619.1479
A_07 GrpE protein homolog 1, mitochondrial GRPE1_HUMAN 24,279 5 5 10 29.50% ALADTENLR 81 89 35.0 28.1 23.5 2 0 0 1,002.5215
A_07 GrpE protein homolog 1, mitochondrial GRPE1_HUMAN 24,279 5 5 10 29.50% LYGIQAFCK 101 109 39.3 26.0 22.5 2 0 0 1,099.5606
A_07 GrpE protein homolog 1, mitochondrial GRPE1_HUMAN 24,279 5 5 10 29.50% DLLEVADVLEK 110 120 61.2 27.7 48.7 2 0 0 1,243.6782
A_07 GrpE protein homolog 1, mitochondrial GRPE1_HUMAN 24,279 5 5 10 29.50% TLRPALVGVVK 205 215 35.0 25.0 25.3 2 0 0 1,152.7464
B_07 GrpE protein homolog 1, mitochondrial GRPE1_HUMAN 24,279 2 2 3 8.29% ALADTENLR 81 89 26.5 28.1 14.4 1 0 0 1,002.5215
B_07 GrpE protein homolog 1, mitochondrial GRPE1_HUMAN 24,279 2 2 3 8.29% LYGIQAFCK 101 109 27.0 26.0 9.7 2 0 0 1,099.5606
C_07 GrpE protein homolog 1, mitochondrial GRPE1_HUMAN 24,279 2 3 5 17.10% NSGQNLEEDMGQSEQKADPPATEK 35 58 43.5 25.0 43.5 0 2 0 2,619.1479
C_07 GrpE protein homolog 1, mitochondrial GRPE1_HUMAN 24,279 2 3 5 17.10% VKLEEQLKETVEK 65 77 37.2 26.4 33.6 2 1 0 1,572.8845
H_06 GrpE protein homolog 1, mitochondrial GRPE1_HUMAN 24,279 3 3 5 14.30% LYGIQAFCK 101 109 23.1 25.3 14.6 1 0 0 1,099.5606
H_06 GrpE protein homolog 1, mitochondrial GRPE1_HUMAN 24,279 3 3 5 14.30% DLLEVADVLEK 110 120 64.5 28.0 52.5 2 0 0 1,243.6782
H_06 GrpE protein homolog 1, mitochondrial GRPE1_HUMAN 24,279 3 3 5 14.30% TLRPALVGVVK 205 215 41.3 25.0 32.6 2 0 0 1,152.7464
A_14 G‐rich sequence factor 1 GRSF1_HUMAN 53,127 2 2 4 5.62% RGDALIEMESEQDVQK 193 208 41.5 26.1 37.3 0 2 0 1,863.8756
A_14 G‐rich sequence factor 1 GRSF1_HUMAN 53,127 2 2 4 5.62% SSPVVNDGVVR 243 253 44.9 26.1 29.2 2 0 0 1,128.6007
B_14 G‐rich sequence factor 1 GRSF1_HUMAN 53,127 2 2 3 5.62% RGDALIEMESEQDVQK 193 208 33.1 26.2 18.7 0 2 0 1,863.8756
B_14 G‐rich sequence factor 1 GRSF1_HUMAN 53,127 2 2 3 5.62% SSPVVNDGVVR 243 253 32.7 27.1 13.8 1 0 0 1,128.6007
C_14 G‐rich sequence factor 1 GRSF1_HUMAN 53,127 2 2 4 5.62% RGDALIEMESEQDVQK 193 208 35.5 26.0 30.8 0 2 0 1,863.8756
C_14 G‐rich sequence factor 1 GRSF1_HUMAN 53,127 2 2 4 5.62% SSPVVNDGVVR 243 253 41.8 26.7 27.3 2 0 0 1,128.6007
B_14 Gasdermin‐D GSDMD_HUMAN 52,801 2 2 3 5.58% DILEPDAAEPDVQR 63 76 44.6 26.9 36.1 2 0 0 1,567.7601
B_14 Gasdermin‐D GSDMD_HUMAN 52,801 2 2 3 5.58% TVTIPSGSTLAFR 205 217 20.8 26.5 16.5 1 0 0 1,349.7424
A_09 Glutamate‐‐cysteine ligase regulatory subunit GSH0_HUMAN 30,727 2 2 2 9.49% CPSTHSEELHDCIQK 35 49 23.3 25.0 23.3 0 1 0 1,840.7955
A_09 Glutamate‐‐cysteine ligase regulatory subunit GSH0_HUMAN 30,727 2 2 2 9.49% IVAIGTSDLDK 159 169 33.9 28.2 21.3 1 0 0 1,131.6258
B_09 Glutamate‐‐cysteine ligase regulatory subunit GSH0_HUMAN 30,727 2 2 3 8.76% LFIVESNSSSSTR 95 107 40.7 27.7 31.4 1 0 0 1,426.7171
B_09 Glutamate‐‐cysteine ligase regulatory subunit GSH0_HUMAN 30,727 2 2 3 8.76% IVAIGTSDLDK 159 169 38.8 28.2 29.4 2 0 0 1,131.6258
C_09 Glutamate‐‐cysteine ligase regulatory subunit GSH0_HUMAN 30,727 2 2 2 8.76% LFIVESNSSSSTR 95 107 42.0 26.8 39.4 1 0 0 1,426.7171
C_09 Glutamate‐‐cysteine ligase regulatory subunit GSH0_HUMAN 30,727 2 2 2 8.76% IVAIGTSDLDK 159 169 41.6 29.0 34.0 1 0 0 1,131.6258
D_20 Glutathione synthetase GSHB_HUMAN 52,386 2 2 3 3.59% ALAEGVLLR 26 34 56.3 25.0 31.7 2 0 0 941.5779
D_20 Glutathione synthetase GSHB_HUMAN 52,386 2 2 3 3.59% ASYILMEK 393 400 30.8 25.1 24.1 1 0 0 970.4915
F_15 Glutathione synthetase GSHB_HUMAN 52,386 5 5 8 9.49% ALAEGVLLR 26 34 53.9 25.0 37.9 2 0 0 941.5779
F_15 Glutathione synthetase GSHB_HUMAN 52,386 5 5 8 9.49% EGIAQTVFLGLNR 113 125 69.1 27.6 56.4 1 0 0 1,417.7799
F_15 Glutathione synthetase GSHB_HUMAN 52,386 5 5 8 9.49% QYSLQNWEAR 274 283 30.2 26.2 18.4 2 0 0 1,294.6174
F_15 Glutathione synthetase GSHB_HUMAN 52,386 5 5 8 9.49% CPDIATQLAGTK 294 305 51.6 27.7 42.9 2 0 0 1,274.6412
F_15 Glutathione synthetase GSHB_HUMAN 52,386 5 5 8 9.49% CPDIATQLAGTKK 294 306 32.0 28.3 21.4 0 1 0 1,402.7362
L_08 Glutathione synthetase GSHB_HUMAN 52,386 3 3 5 6.54% AIENELLAR 222 230 43.7 27.8 26.1 2 0 0 1,028.5735
L_08 Glutathione synthetase GSHB_HUMAN 52,386 3 3 5 6.54% QYSLQNWEAR 274 283 31.4 26.4 24.8 1 0 0 1,294.6174
L_08 Glutathione synthetase GSHB_HUMAN 52,386 3 3 5 6.54% CPDIATQLAGTK 294 305 40.6 27.9 32.8 2 0 0 1,274.6412



Q_08 Glutathione synthetase GSHB_HUMAN 52,386 2 2 3 4.64% QYSLQNWEAR 274 283 25.0 26.6 18.5 1 0 0 1,294.6174
Q_08 Glutathione synthetase GSHB_HUMAN 52,386 2 2 3 4.64% CPDIATQLAGTK 294 305 38.4 27.9 29.1 2 0 0 1,274.6412
A_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 5 6 11 13.60% LNAIYQNNLTK 154 164 50.3 27.5 43.4 2 0 0 1,291.7005
A_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 5 6 11 13.60% GHAAFTSDPKPTIEVSGK 172 189 41.1 27.3 36.8 2 2 0 1,841.9394
A_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 5 6 11 13.60% TLSGLEVSMVTAVPGR 301 316 31.6 28.1 31.6 2 0 0 1,632.8627
A_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 5 6 11 13.60% GHIIVDEFQNTNVK 355 368 45.0 27.1 0.0 1 0 0 1,613.8283
A_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 5 6 11 13.60% ALLTPVAIAAGR 380 391 59.2 25.0 51.7 2 0 0 1,152.7100
A_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 5 6 10 13.40% LGGTCVNVGCVPK 98 110 52.2 27.1 37.5 2 0 0 1,360.6714
A_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 5 6 10 13.40% LNAIYQNNLTK 154 164 51.1 27.5 37.4 2 0 0 1,291.7005
A_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 5 6 10 13.40% GHAAFTSDPKPTIEVSGK 172 189 26.2 27.2 21.7 1 0 1 1,841.9394
A_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 5 6 10 13.40% TLSGLEVSMVTAVPGR 301 316 67.9 28.1 58.9 2 0 0 1,632.8627
A_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 5 6 10 13.40% ALLTPVAIAAGR 380 391 63.0 25.0 56.2 2 0 0 1,152.7100
B_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 6 7 13 15.70% LNAIYQNNLTK 154 164 48.4 27.5 33.5 2 0 0 1,291.7005
B_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 6 7 13 15.70% GHAAFTSDPKPTIEVSGK 172 189 46.5 27.3 45.0 2 2 0 1,841.9394
B_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 6 7 13 15.70% TLSGLEVSMVTAVPGR 301 316 38.2 28.2 36.7 2 0 0 1,632.8627
B_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 6 7 13 15.70% GHIIVDEFQNTNVK 355 368 81.7 27.5 0.0 2 0 0 1,613.8283
B_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 6 7 13 15.70% GIYAVGDVCGK 369 379 39.5 25.5 34.1 1 0 0 1,138.5563
B_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 6 7 13 15.70% ALLTPVAIAAGR 380 391 57.4 25.0 48.0 2 0 0 1,152.7100
B_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 4 4 7 11.30% LGGTCVNVGCVPK 98 110 58.0 27.1 51.2 2 0 0 1,360.6714
B_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 4 4 7 11.30% GHAAFTSDPKPTIEVSGK 172 189 36.8 27.3 25.1 0 0 1 1,841.9394
B_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 4 4 7 11.30% TLSGLEVSMVTAVPGR 301 316 56.2 28.2 56.0 2 0 0 1,632.8627
B_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 4 4 7 11.30% ALLTPVAIAAGR 380 391 70.8 25.0 63.7 2 0 0 1,152.7100
C_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 5 7.47% LNAIYQNNLTK 154 164 50.3 27.5 40.8 2 0 0 1,291.7005
C_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 5 7.47% TLSGLEVSMVTAVPGR 301 316 31.1 28.3 28.4 1 0 0 1,632.8627
C_14 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 5 7.47% ALLTPVAIAAGR 380 391 48.3 25.0 41.8 2 0 0 1,152.7100
C_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 6 6.90% LGGTCVNVGCVPK 98 110 63.9 26.6 58.3 2 0 0 1,360.6714
C_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 6 6.90% LNAIYQNNLTK 154 164 49.5 27.6 35.0 2 0 0 1,291.7005
C_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 6 6.90% ALLTPVAIAAGR 380 391 71.8 25.0 66.2 2 0 0 1,152.7100
D_21 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 4 6.90% LGGTCVNVGCVPK 98 110 30.4 26.8 22.2 1 0 0 1,360.6714
D_21 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 4 6.90% LNAIYQNNLTK 154 164 41.3 27.5 28.3 2 0 0 1,291.7005
D_21 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 4 6.90% ALLTPVAIAAGR 380 391 48.1 25.0 41.5 1 0 0 1,152.7100
E_21 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 2 4.41% GIYAVGDVCGK 369 379 35.5 25.5 33.7 1 0 0 1,138.5563
E_21 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 2 4.41% ALLTPVAIAAGR 380 391 41.9 25.0 37.3 1 0 0 1,152.7100
F_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 5 8.24% LGGTCVNVGCVPK 98 110 46.5 27.3 41.5 2 0 0 1,360.6714
F_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 5 8.24% GHAAFTSDPKPTIEVSGK 172 189 25.8 27.3 23.5 0 1 0 1,841.9394
F_15 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 5 8.24% ALLTPVAIAAGR 380 391 75.4 25.0 64.5 2 0 0 1,152.7100
F_16 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 3 5.56% LNAIYQNNLTK 154 164 58.5 27.6 46.8 2 0 0 1,291.7005
F_16 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 3 5.56% GHAAFTSDPKPTIEVSGK 172 189 30.0 27.3 26.5 0 1 0 1,841.9394
G_16 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 4 5.56% LNAIYQNNLTK 154 164 50.6 26.9 39.4 2 0 0 1,291.7005
G_16 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 4 5.56% GHAAFTSDPKPTIEVSGK 172 189 25.8 27.2 24.8 0 2 0 1,841.9394
H_12 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 6 6.90% LGGTCVNVGCVPK 98 110 43.7 27.3 36.1 2 0 0 1,360.6714
H_12 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 6 6.90% LNAIYQNNLTK 154 164 40.3 27.5 35.5 2 0 0 1,291.7005
H_12 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 6 6.90% ALLTPVAIAAGR 380 391 65.3 25.0 59.3 2 0 0 1,152.7100
H_23 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 4 4.41% LNAIYQNNLTK 154 164 35.0 27.5 25.9 2 0 0 1,291.7005
H_23 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 4 4.41% ALLTPVAIAAGR 380 391 36.0 25.0 32.1 2 0 0 1,152.7100
I_12 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 6 8.24% LGGTCVNVGCVPK 98 110 36.3 27.1 27.7 2 0 0 1,360.6714
I_12 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 6 8.24% GHAAFTSDPKPTIEVSGK 172 189 18.0 27.2 16.8 0 2 0 1,841.9394
I_12 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 3 3 6 8.24% ALLTPVAIAAGR 380 391 60.2 25.0 59.1 2 0 0 1,152.7100
I_13 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 3 5.56% LNAIYQNNLTK 154 164 50.1 27.6 28.6 2 0 0 1,291.7005
I_13 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 3 5.56% GHAAFTSDPKPTIEVSGK 172 189 30.3 27.3 24.1 0 1 0 1,841.9394
J_13 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 3 4.41% LNAIYQNNLTK 154 164 44.6 27.0 31.4 2 0 0 1,291.7005
J_13 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 3 4.41% ALLTPVAIAAGR 380 391 48.5 25.0 39.0 1 0 0 1,152.7100
K_13 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 4 4 7 9.96% LNAIYQNNLTK 154 164 46.8 27.6 34.9 2 0 0 1,291.7005
K_13 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 4 4 7 9.96% GHAAFTSDPKPTIEVSGK 172 189 21.7 27.3 18.0 0 1 0 1,841.9394
K_13 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 4 4 7 9.96% GIYAVGDVCGK 369 379 34.7 26.3 28.8 2 0 0 1,138.5563
K_13 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 4 4 7 9.96% ALLTPVAIAAGR 380 391 57.2 25.0 48.5 2 0 0 1,152.7100
K_24 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 3 4.21% LNAIYQNNLTK 154 164 40.5 27.6 30.0 1 0 0 1,291.7005
K_24 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 3 4.21% GIYAVGDVCGK 369 379 53.3 26.1 47.3 2 0 0 1,138.5563
L_08 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 3 4.41% LNAIYQNNLTK 154 164 40.7 26.9 30.3 1 0 0 1,291.7005
L_08 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 3 4.41% ALLTPVAIAAGR 380 391 55.2 25.0 55.2 2 0 0 1,152.7100
L_16 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 2 4.41% LNAIYQNNLTK 154 164 31.2 26.9 31.2 1 0 0 1,291.7005
L_16 Glutathione reductase, mitochondrial GSHR_HUMAN 56,257 2 2 2 4.41% ALLTPVAIAAGR 380 391 24.8 25.0 24.6 1 0 0 1,152.7100
A_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 4 5 9 4.16% MTAIIFSDYR 223 232 52.0 26.6 42.3 2 0 0 1,232.5981
A_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 4 5 9 4.16% VAELSSDDFHLDR 298 310 39.9 25.0 37.5 0 2 0 1,503.7075
A_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 4 5 9 4.16% ALNEACESVIQTACK 502 516 66.1 25.8 62.0 2 1 0 1,693.7885
A_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 4 5 9 4.16% IIIQESALDYR 990 1000 53.7 27.9 38.5 2 0 0 1,320.7159
A_25 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 4 3.73% VAELSSDDFHLDR 298 310 28.2 25.0 19.6 0 2 0 1,503.7075
A_25 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 4 3.73% ALNEACESVIQTACK 502 516 55.5 25.7 47.4 1 0 0 1,693.7885
A_25 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 4 3.73% AKDDSELEGQVISCLK 957 972 27.5 27.4 15.0 0 1 0 1,791.8796
B_23 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 2 2 3 2.04% VAELSSDDFHLDR 298 310 18.1 25.0 17.8 0 2 0 1,503.7075
B_23 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 2 2 3 2.04% IIIQESALDYR 990 1000 31.9 27.8 16.3 1 0 0 1,320.7159
B_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 5 6 11 5.94% STITEIKECADEPVGK 182 197 23.6 27.5 19.0 0 1 0 1,776.8687
B_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 5 6 11 5.94% MTAIIFSDYR 223 232 49.5 26.3 39.6 2 0 0 1,232.5981
B_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 5 6 11 5.94% VAELSSDDFHLDR 298 310 59.5 25.0 52.7 2 2 0 1,503.7075
B_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 5 6 11 5.94% ALNEACESVIQTACK 502 516 76.1 25.6 67.2 2 0 0 1,693.7885
B_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 5 6 11 5.94% AKDDSELEGQVISCLK 957 972 41.6 27.2 31.1 0 2 0 1,791.8796
C_23 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 4 3.22% MTAIIFSDYR 223 232 35.8 26.5 32.8 1 0 0 1,232.5981
C_23 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 4 3.22% VAELSSDDFHLDR 298 310 36.5 25.0 32.5 0 2 0 1,503.7075
C_23 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 4 3.22% ALNEACESVIQTACK 502 516 42.0 25.3 42.0 1 0 0 1,693.7885
C_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 7 12 20 6.79% STITEIKECADEPVGK 182 197 42.1 27.3 34.9 1 1 0 1,776.8687
C_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 7 12 20 6.79% MTAIIFSDYR 223 232 67.2 25.9 63.5 4 0 0 1,232.5981
C_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 7 12 20 6.79% VAELSSDDFHLDR 298 310 71.4 25.0 67.8 2 2 0 1,503.7075
C_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 7 12 20 6.79% ALNEACESVIQTACK 502 516 54.5 25.3 49.8 1 1 0 1,693.7885
C_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 7 12 20 6.79% LLELQYFISR 546 555 70.6 25.9 59.2 2 0 0 1,281.7202
C_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 7 12 20 6.79% AKDDSELEGQVISCLK 957 972 60.6 27.2 60.6 2 2 0 1,791.8796
C_24 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 7 12 20 6.79% DDSELEGQVISCLK 959 972 50.9 26.1 41.3 2 0 0 1,592.7475
C_25 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 4 4 7 4.58% MTAIIFSDYR 223 232 34.4 26.2 23.2 2 0 0 1,232.5981
C_25 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 4 4 7 4.58% VAELSSDDFHLDR 298 310 32.2 25.1 27.6 0 2 0 1,503.7075
C_25 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 4 4 7 4.58% ALNEACESVIQTACK 502 516 61.9 25.7 56.5 2 0 0 1,693.7885
C_25 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 4 4 7 4.58% AKDDSELEGQVISCLK 957 972 34.9 27.1 34.9 1 0 0 1,791.8796
H_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 5 3.31% VAELSSDDFHLDR 298 310 53.4 25.0 50.0 1 0 0 1,503.7075
H_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 5 3.31% ALNEACESVIQTACK 502 516 82.9 25.8 77.3 2 0 0 1,693.7885
H_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 5 3.31% IIIQESALDYR 990 1000 61.5 27.7 49.8 2 0 0 1,320.7159
H_21 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 2 2 3 2.37% VAELSSDDFHLDR 298 310 28.1 25.1 26.7 0 1 0 1,503.7075
H_21 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 2 2 3 2.37% ALNEACESVIQTACK 502 516 77.5 25.9 72.1 2 0 0 1,693.7885
I_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 6 9 17 6.02% STITEIKECADEPVGK 182 197 44.7 27.6 33.2 2 2 0 1,776.8687
I_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 6 9 17 6.02% VAELSSDDFHLDR 298 310 50.4 25.0 43.7 2 1 0 1,503.7075
I_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 6 9 17 6.02% ALNEACESVIQTACK 502 516 72.6 25.6 67.4 2 0 0 1,693.7885
I_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 6 9 17 6.02% AKDDSELEGQVISCLK 957 972 41.5 27.4 41.5 2 2 0 1,791.8796
I_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 6 9 17 6.02% DDSELEGQVISCLK 959 972 52.1 26.1 43.8 2 0 0 1,592.7475
I_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 6 9 17 6.02% IIIQESALDYR 990 1000 64.8 27.8 44.0 2 0 0 1,320.7159
J_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 6 3.31% VAELSSDDFHLDR 298 310 35.2 25.1 35.2 0 2 0 1,503.7075
J_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 6 3.31% ALNEACESVIQTACK 502 516 67.0 26.2 62.2 2 0 0 1,693.7885
J_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 6 3.31% IIIQESALDYR 990 1000 67.1 27.6 54.1 2 0 0 1,320.7159
J_21 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 5 3.31% VAELSSDDFHLDR 298 310 34.8 25.2 20.3 0 2 0 1,503.7075
J_21 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 5 3.31% ALNEACESVIQTACK 502 516 63.1 26.2 53.1 2 0 0 1,693.7885
J_21 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 3 3 5 3.31% IIIQESALDYR 990 1000 61.1 27.6 46.4 1 0 0 1,320.7159
K_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 4 4 6 4.92% STITEIKECADEPVGK 182 197 23.2 27.6 19.6 1 0 0 1,776.8687
K_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 4 4 6 4.92% ALNEACESVIQTACK 502 516 74.0 25.9 66.5 2 0 0 1,693.7885
K_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 4 4 6 4.92% AKDDSELEGQVISCLK 957 972 21.0 27.2 16.6 0 1 0 1,791.8796
K_20 Golgi apparatus protein 1 GSLG1_HUMAN 134,554 4 4 6 4.92% IIIQESALDYR 990 1000 65.2 27.8 46.7 2 0 0 1,320.7159
B_07 Glutathione S‐transferase kappa 1 GSTK1_HUMAN 25,498 2 2 4 13.30% NEDITEPQSILAAAEK 129 144 56.4 27.6 44.1 2 0 0 1,728.8652



B_07 Glutathione S‐transferase kappa 1 GSTK1_HUMAN 25,498 2 2 4 13.30% AGMSAEQAQGLLEK 145 158 65.8 27.3 57.5 2 0 0 1,448.7052
B_07 Glutathione S‐transferase Mu 3 GSTM3_HUMAN 26,561 2 2 4 7.56% ITQSNAILR 74 82 49.6 28.1 0.0 2 0 0 1,015.5895
B_07 Glutathione S‐transferase Mu 3 GSTM3_HUMAN 26,561 2 2 4 7.56% FSWFAGEK 149 156 25.5 25.0 17.2 2 0 0 971.4621
D_12 Glutathione S‐transferase Mu 3 GSTM3_HUMAN 26,561 2 2 3 11.60% LKPQYLEELPGQLK 127 140 20.7 26.0 7.3 0 1 0 1,655.9370
D_12 Glutathione S‐transferase Mu 3 GSTM3_HUMAN 26,561 2 2 3 11.60% IAAYLQSDQFCK 198 209 47.5 25.0 43.1 2 0 0 1,443.6938
A_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 4 4 8 19.10% GSAPPGPVPEGSIR 12 25 31.7 28.8 21.5 2 0 0 1,320.6908
A_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 4 4 8 19.10% HEVININLK 49 57 42.8 25.0 33.3 2 0 0 1,079.6208
A_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 4 4 8 19.10% VPSLVGSFIR 123 132 39.9 25.1 31.2 2 0 0 1,074.6306
A_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 4 4 8 19.10% EDPTVSALLTSEK 208 220 52.7 28.7 45.4 2 0 0 1,389.7109
A_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 7 8 14 29.50% GSAPPGPVPEGSIR 12 25 29.8 28.5 26.4 2 0 0 1,320.6908
A_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 7 8 14 29.50% GIRHEVININLK 46 57 31.9 25.0 25.6 0 2 0 1,405.8275
A_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 7 8 14 29.50% HEVININLK 49 57 43.1 25.0 38.2 2 0 0 1,079.6208
A_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 7 8 14 29.50% KLLPDDPYEK 101 110 27.8 28.4 7.2 1 0 0 1,217.6415
A_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 7 8 14 29.50% VPSLVGSFIR 123 132 44.0 25.4 38.5 2 0 0 1,074.6306
A_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 7 8 14 29.50% EFTKLEEVLTNK 149 160 29.6 27.7 21.8 1 2 0 1,450.7789
A_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 7 8 14 29.50% EDPTVSALLTSEK 208 220 54.3 28.7 46.1 2 0 0 1,389.7109
A_09 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 3 7.88% HEVININLK 49 57 30.4 25.0 28.8 1 0 0 1,079.6208
A_09 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 3 7.88% VPSLVGSFIR 123 132 48.0 25.4 44.7 2 0 0 1,074.6306
B_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 3 6 13.30% HEVININLK 49 57 37.0 25.0 31.8 2 0 0 1,079.6208
B_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 3 6 13.30% VPSLVGSFIR 123 132 48.6 25.4 43.1 2 0 0 1,074.6306
B_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 3 6 13.30% EDPTVSALLTSEK 208 220 32.0 29.0 24.7 2 0 0 1,389.7109
B_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 8 8 12 32.80% GSAPPGPVPEGSIR 12 25 28.9 28.5 18.1 1 0 0 1,320.6908
B_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 8 8 12 32.80% GIRHEVININLK 46 57 34.0 25.0 25.0 0 1 0 1,405.8275
B_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 8 8 12 32.80% HEVININLK 49 57 48.9 25.0 40.8 2 0 0 1,079.6208
B_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 8 8 12 32.80% KLLPDDPYEK 101 110 28.4 28.5 10.0 1 0 0 1,217.6415
B_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 8 8 12 32.80% MILELFSK 115 122 24.5 25.4 17.8 2 0 0 980.5486
B_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 8 8 12 32.80% VPSLVGSFIR 123 132 39.3 25.1 31.2 2 0 0 1,074.6306
B_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 8 8 12 32.80% EFTKLEEVLTNK 149 160 39.1 27.7 23.6 1 0 0 1,450.7789
B_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 8 8 12 32.80% EDPTVSALLTSEK 208 220 45.0 28.6 39.5 2 0 0 1,389.7109
C_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 7 23.70% GSAPPGPVPEGSIR 12 25 25.1 28.4 14.9 1 0 0 1,320.6908
C_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 7 23.70% GIRHEVININLK 46 57 38.2 25.0 35.2 0 1 0 1,405.8275
C_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 7 23.70% HEVININLK 49 57 29.2 25.0 25.4 1 0 0 1,079.6208
C_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 7 23.70% MILELFSK 115 122 20.7 26.2 11.9 1 0 0 996.5436
C_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 7 23.70% VPSLVGSFIR 123 132 43.0 25.1 40.0 2 0 0 1,074.6306
C_08 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 7 23.70% EDPTVSALLTSEK 208 220 44.8 28.7 39.1 1 0 0 1,389.7109
C_09 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 3 4 11.20% HEVININLK 49 57 32.9 25.0 32.9 1 0 0 1,079.6208
C_09 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 3 4 11.20% MILELFSK 115 122 21.7 25.8 12.6 1 0 0 980.5486
C_09 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 3 4 11.20% VPSLVGSFIR 123 132 39.3 25.4 35.2 2 0 0 1,074.6306
D_13 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 4 4 8 18.70% GSAPPGPVPEGSIR 12 25 52.8 28.4 46.5 2 0 0 1,320.6908
D_13 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 4 4 8 18.70% MILELFSK 115 122 30.9 26.5 20.3 2 0 0 996.5436
D_13 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 4 4 8 18.70% VPSLVGSFIR 123 132 63.3 26.4 54.8 2 0 0 1,074.6306
D_13 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 4 4 8 18.70% EDPTVSALLTSEK 208 220 43.1 28.7 33.4 2 0 0 1,389.7109
D_14 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 3 6 13.70% GSAPPGPVPEGSIR 12 25 27.1 28.4 24.9 2 0 0 1,320.6908
D_14 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 3 6 13.70% HEVININLK 49 57 30.1 25.0 24.5 2 0 0 1,079.6208
D_14 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 3 6 13.70% VPSLVGSFIR 123 132 44.8 26.8 38.4 2 0 0 1,074.6306
E_12 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 3 9.96% GSAPPGPVPEGSIR 12 25 29.5 28.8 15.8 1 0 0 1,320.6908
E_12 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 3 9.96% VPSLVGSFIR 123 132 40.1 26.8 31.1 2 0 0 1,074.6306
E_13 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 3 6 13.70% GSAPPGPVPEGSIR 12 25 22.0 28.4 14.8 2 0 0 1,320.6908
E_13 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 3 6 13.70% HEVININLK 49 57 29.3 25.0 23.1 2 0 0 1,079.6208
E_13 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 3 6 13.70% VPSLVGSFIR 123 132 59.1 26.8 51.2 2 0 0 1,074.6306
F_10 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 8 19.50% FCPFAER 31 37 22.8 25.0 8.5 1 0 0 926.4189
F_10 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 8 19.50% KLLPDDPYEK 101 110 29.4 28.4 14.6 1 0 0 1,217.6415
F_10 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 8 19.50% MILELFSK 115 122 35.8 25.7 22.5 2 0 0 996.5436
F_10 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 8 19.50% VPSLVGSFIR 123 132 43.9 25.0 36.7 2 0 0 1,074.6306
F_10 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 8 19.50% EFTKLEEVLTNK 149 160 61.3 27.8 43.5 2 0 0 1,450.7789
F_11 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 3 7.47% MILELFSK 115 122 32.5 26.2 22.1 1 0 0 996.5436
F_11 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 3 7.47% VPSLVGSFIR 123 132 43.0 25.4 40.2 2 0 0 1,074.6306
G_10 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 9 22.40% GSAPPGPVPEGSIR 12 25 68.6 27.9 58.3 2 0 0 1,320.6908
G_10 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 9 22.40% KLLPDDPYEK 101 110 35.1 28.5 14.2 2 0 0 1,217.6415
G_10 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 9 22.40% MILELFSK 115 122 37.4 25.0 22.9 2 0 0 996.5436
G_10 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 9 22.40% VPSLVGSFIR 123 132 39.7 25.9 37.1 2 0 0 1,074.6306
G_10 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 9 22.40% EDYAGLKEEFRK 137 148 23.6 26.7 13.3 0 1 0 1,484.7381
H_06 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 4 7.88% HEVININLK 49 57 41.7 25.0 41.7 2 0 0 1,079.6208
H_06 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 4 7.88% VPSLVGSFIR 123 132 43.9 25.4 34.9 2 0 0 1,074.6306
H_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 4 6 11.20% HEVININLK 49 57 30.7 25.0 30.7 2 0 0 1,079.6208
H_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 4 6 11.20% MILELFSK 115 122 32.6 26.3 22.0 2 0 0 996.5436
H_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 3 4 6 11.20% VPSLVGSFIR 123 132 40.0 25.4 34.8 2 0 0 1,074.6306
I_06 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 3 9.96% GSAPPGPVPEGSIR 12 25 23.8 28.3 20.6 1 0 0 1,320.6908
I_06 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 3 9.96% VPSLVGSFIR 123 132 39.7 25.4 37.0 2 0 0 1,074.6306
I_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 7 21.60% SLGKGSAPPGPVPEGSIR 8 25 21.7 26.0 14.2 0 1 0 1,705.9234
I_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 7 21.60% GSAPPGPVPEGSIR 12 25 26.2 28.0 23.8 1 0 0 1,320.6908
I_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 7 21.60% FCPFAER 31 37 25.2 25.0 9.7 1 0 0 926.4189
I_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 7 21.60% HEVININLK 49 57 19.5 25.0 19.5 1 0 0 1,079.6208
I_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 7 21.60% MILELFSK 115 122 22.0 26.0 22.0 1 0 0 980.5486
I_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 7 21.60% VPSLVGSFIR 123 132 43.2 25.4 39.7 2 0 0 1,074.6306
J_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 3 7.88% HEVININLK 49 57 17.1 25.0 15.9 1 0 0 1,079.6208
J_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 3 7.88% VPSLVGSFIR 123 132 43.6 25.0 38.5 2 0 0 1,074.6306
K_06 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 3 7.88% HEVININLK 49 57 22.2 25.0 22.2 1 0 0 1,079.6208
K_06 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 3 7.88% VPSLVGSFIR 123 132 39.5 25.4 38.7 2 0 0 1,074.6306
K_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 8 17.80% GIRHEVININLK 46 57 26.7 25.0 22.6 0 1 0 1,405.8275
K_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 8 17.80% HEVININLK 49 57 25.4 25.0 25.4 1 0 0 1,079.6208
K_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 8 17.80% MILELFSK 115 122 24.5 25.6 15.1 2 0 0 980.5486
K_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 8 17.80% VPSLVGSFIR 123 132 40.1 25.4 36.7 2 0 0 1,074.6306
K_07 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 8 17.80% EDPTVSALLTSEK 208 220 47.5 28.5 41.9 2 0 0 1,389.7109
L_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 4 4 7 19.90% KLLPDDPYEK 101 110 31.2 28.5 10.6 2 0 0 1,217.6415
L_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 4 4 7 19.90% VPSLVGSFIR 123 132 39.2 25.4 38.5 2 0 0 1,074.6306
L_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 4 4 7 19.90% SQNKEDYAGLKEEFR 133 147 23.5 26.6 19.6 0 1 0 1,813.8716
L_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 4 4 7 19.90% EDPTVSALLTSEK 208 220 55.2 29.0 55.2 2 0 0 1,389.7109
L_06 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 4 7.88% HEVININLK 49 57 38.7 25.0 38.7 2 0 0 1,079.6208
L_06 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 4 7.88% VPSLVGSFIR 123 132 39.0 25.8 37.0 2 0 0 1,074.6306
M_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 9 22.40% GSAPPGPVPEGSIR 12 25 28.7 28.2 24.3 1 0 0 1,320.6908
M_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 9 22.40% HEVININLK 49 57 38.6 25.0 38.6 2 0 0 1,079.6208
M_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 9 22.40% MILELFSK 115 122 32.2 26.3 23.7 2 0 0 996.5436
M_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 9 22.40% VPSLVGSFIR 123 132 43.3 25.0 43.2 2 0 0 1,074.6306
M_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 5 5 9 22.40% EDPTVSALLTSEK 208 220 42.7 28.8 42.7 2 0 0 1,389.7109
N_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 4 7.88% HEVININLK 49 57 31.6 25.0 25.8 2 0 0 1,079.6208
N_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 4 7.88% VPSLVGSFIR 123 132 39.7 25.8 39.3 2 0 0 1,074.6306
O_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 4 9.96% GSAPPGPVPEGSIR 12 25 35.4 27.6 22.3 2 0 0 1,320.6908
O_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 4 9.96% VPSLVGSFIR 123 132 35.1 25.0 35.1 2 0 0 1,074.6306
P_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 4 7.88% HEVININLK 49 57 39.7 25.0 39.2 2 0 0 1,079.6208
P_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 2 2 4 7.88% VPSLVGSFIR 123 132 35.8 25.8 33.6 2 0 0 1,074.6306
Q_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 11 29.00% HEVININLK 49 57 41.7 25.0 37.8 1 0 0 1,079.6208
Q_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 11 29.00% KLLPDDPYEK 101 110 27.5 28.5 10.0 2 0 0 1,217.6415
Q_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 11 29.00% VPSLVGSFIR 123 132 42.7 25.9 41.9 2 0 0 1,074.6306
Q_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 11 29.00% SQNKEDYAGLKEEFR 133 147 24.6 26.9 24.6 0 2 0 1,813.8716
Q_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 11 29.00% EFTKLEEVLTNKK 149 161 23.4 26.1 15.7 0 2 0 1,578.8739
Q_05 Glutathione S‐transferase omega‐1 GSTO1_HUMAN 27,567 6 6 11 29.00% EDPTVSALLTSEK 208 220 47.8 29.0 40.5 2 0 0 1,389.7109
A_06 Glutathione S‐transferase P GSTP1_HUMAN 23,357 3 3 5 15.20% PPYTVVYFPVR 2 12 54.5 27.4 54.5 2 0 0 1,337.7252
A_06 Glutathione S‐transferase P GSTP1_HUMAN 23,357 3 3 5 15.20% MLLADQGQSWK 20 30 53.4 27.1 42.7 1 0 0 1,292.6306
A_06 Glutathione S‐transferase P GSTP1_HUMAN 23,357 3 3 5 15.20% ASCLYGQLPK 46 55 42.5 27.3 37.3 2 0 0 1,136.5770
B_06 Glutathione S‐transferase P GSTP1_HUMAN 23,357 3 3 6 15.20% PPYTVVYFPVR 2 12 34.4 27.2 31.7 2 0 0 1,337.7252
B_06 Glutathione S‐transferase P GSTP1_HUMAN 23,357 3 3 6 15.20% MLLADQGQSWK 20 30 51.0 26.7 38.0 2 0 0 1,292.6306



B_06 Glutathione S‐transferase P GSTP1_HUMAN 23,357 3 3 6 15.20% ASCLYGQLPK 46 55 54.8 27.3 41.4 2 0 0 1,136.5770
B_07 Glutathione S‐transferase P GSTP1_HUMAN 23,357 2 2 3 10.00% MLLADQGQSWK 20 30 53.0 27.1 40.8 2 0 0 1,292.6306
B_07 Glutathione S‐transferase P GSTP1_HUMAN 23,357 2 2 3 10.00% ASCLYGQLPK 46 55 41.6 27.3 34.0 1 0 0 1,136.5770
C_06 Glutathione S‐transferase P GSTP1_HUMAN 23,357 2 2 4 10.50% PPYTVVYFPVR 2 12 46.8 27.2 43.4 2 0 0 1,337.7252
C_06 Glutathione S‐transferase P GSTP1_HUMAN 23,357 2 2 4 10.50% MLLADQGQSWK 20 30 53.7 27.2 35.3 2 0 0 1,292.6306
D_10 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 4 6 27.10% PPYTVVYFPVR 2 12 47.2 27.6 47.2 1 0 0 1,337.7252
D_10 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 4 6 27.10% ASCLYGQLPK 46 55 43.4 27.3 35.5 2 0 0 1,136.5770
D_10 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 4 6 27.10% FQDGDLTLYQSNTILR 56 71 88.4 27.5 85.8 1 0 0 1,883.9500
D_10 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 4 6 27.10% ALPGQLKPFETLLSQNQGGK 122 141 38.4 25.2 28.3 0 2 0 2,126.1608
D_11 Glutathione S‐transferase P GSTP1_HUMAN 23,357 7 9 12 47.10% PPYTVVYFPVR 2 12 55.0 27.4 55.0 2 0 0 1,337.7252
D_11 Glutathione S‐transferase P GSTP1_HUMAN 23,357 7 9 12 47.10% MLLADQGQSWK 20 30 41.7 26.9 28.8 1 0 0 1,292.6306
D_11 Glutathione S‐transferase P GSTP1_HUMAN 23,357 7 9 12 47.10% ASCLYGQLPK 46 55 37.5 27.6 32.5 1 0 0 1,136.5770
D_11 Glutathione S‐transferase P GSTP1_HUMAN 23,357 7 9 12 47.10% FQDGDLTLYQSNTILR 56 71 132.0 27.7 119.0 2 1 0 1,883.9500
D_11 Glutathione S‐transferase P GSTP1_HUMAN 23,357 7 9 12 47.10% YISLIYTNYEAGK 104 116 45.1 28.1 0.0 1 0 0 1,534.7788
D_11 Glutathione S‐transferase P GSTP1_HUMAN 23,357 7 9 12 47.10% ALPGQLKPFETLLSQNQGGK 122 141 47.1 25.5 27.8 0 2 0 2,126.1608
D_11 Glutathione S‐transferase P GSTP1_HUMAN 23,357 7 9 12 47.10% AFLASPEYVNLPINGNGK 192 209 93.2 28.3 81.0 1 1 0 1,903.9913
E_10 Glutathione S‐transferase P GSTP1_HUMAN 23,357 2 2 4 10.00% PPYTVVYFPVR 2 12 48.3 27.5 48.3 2 0 0 1,337.7252
E_10 Glutathione S‐transferase P GSTP1_HUMAN 23,357 2 2 4 10.00% ASCLYGQLPK 46 55 48.8 27.7 40.6 2 0 0 1,136.5770
L_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 6 10 28.60% PPYTVVYFPVR 2 12 55.1 27.2 50.6 2 0 0 1,337.7252
L_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 6 10 28.60% FQDGDLTLYQSNTILR 56 71 113.0 27.6 99.0 2 1 0 1,883.9500
L_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 6 10 28.60% YISLIYTNYEAGK 104 116 67.6 28.7 0.0 1 0 0 1,534.7788
L_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 6 10 28.60% ALPGQLKPFETLLSQNQGGK 122 141 62.4 25.0 62.4 2 2 0 2,126.1608
L_05 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 4 8 22.40% PPYTVVYFPVR 2 12 45.7 27.2 37.8 2 0 0 1,337.7252
L_05 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 4 8 22.40% MLLADQGQSWK 20 30 59.9 27.6 48.9 2 0 0 1,292.6306
L_05 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 4 8 22.40% EEVVTVETWQEGSLK 31 45 89.0 28.1 82.0 2 0 0 1,733.8593
L_05 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 4 8 22.40% ASCLYGQLPK 46 55 39.2 27.6 33.6 2 0 0 1,136.5770
M_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 2 3 6 10.00% MLLADQGQSWK 20 30 36.6 28.1 24.7 4 0 0 1,276.6356
M_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 2 3 6 10.00% ASCLYGQLPK 46 55 46.0 27.3 40.3 2 0 0 1,136.5770
O_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 4 6 25.20% PPYTVVYFPVR 2 12 54.9 27.1 51.6 2 0 0 1,337.7252
O_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 4 6 25.20% MLLADQGQSWK 20 30 35.7 27.6 25.7 1 0 0 1,292.6306
O_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 4 6 25.20% EEVVTVETWQEGSLK 31 45 79.9 27.7 77.6 2 0 0 1,733.8593
O_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 4 4 6 25.20% FQDGDLTLYQSNTILR 56 71 44.9 27.6 43.3 1 0 0 1,883.9500
P_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 2 3 3 12.40% MLLADQGQSWK 20 30 43.5 27.7 30.2 2 0 0 1,292.6306
P_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 2 3 3 12.40% EEVVTVETWQEGSLK 31 45 79.6 27.9 69.9 1 0 0 1,733.8593
Q_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 3 3 5 17.60% PPYTVVYFPVR 2 12 44.1 27.2 36.5 2 0 0 1,337.7252
Q_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 3 3 5 17.60% MLLADQGQSWK 20 30 38.0 28.1 25.3 1 0 0 1,276.6356
Q_04 Glutathione S‐transferase P GSTP1_HUMAN 23,357 3 3 5 17.60% EEVVTVETWQEGSLK 31 45 74.8 27.9 68.3 2 0 0 1,733.8593
A_18 Procollagen galactosyltransferase 1 GT251_HUMAN 71,638 4 4 7 7.23% WSPESPLQAPR 43 53 43.3 27.8 32.0 2 0 0 1,267.6430
A_18 Procollagen galactosyltransferase 1 GT251_HUMAN 71,638 4 4 7 7.23% ALQAQEIECR 361 370 38.1 26.3 38.1 2 0 0 1,217.5944
A_18 Procollagen galactosyltransferase 1 GT251_HUMAN 71,638 4 4 7 7.23% KLLAAEPLSK 508 517 25.5 25.0 18.6 1 0 0 1,069.6617
A_18 Procollagen galactosyltransferase 1 GT251_HUMAN 71,638 4 4 7 7.23% NSDVLQSPLDSAAR 606 619 71.2 27.1 61.3 2 0 0 1,472.7340
B_18 Procollagen galactosyltransferase 1 GT251_HUMAN 71,638 2 2 4 4.02% WSPESPLQAPR 43 53 42.4 27.8 34.7 2 0 0 1,267.6430
B_18 Procollagen galactosyltransferase 1 GT251_HUMAN 71,638 2 2 4 4.02% NSDVLQSPLDSAAR 606 619 82.5 27.3 61.5 2 0 0 1,472.7340
C_18 Procollagen galactosyltransferase 1 GT251_HUMAN 71,638 2 2 4 3.38% WSPESPLQAPR 43 53 37.9 27.4 19.8 2 0 0 1,267.6430
C_18 Procollagen galactosyltransferase 1 GT251_HUMAN 71,638 2 2 4 3.38% ALQAQEIECR 361 370 39.4 26.5 36.2 2 0 0 1,217.5944
A_18 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 3 3 6 4.91% SGNIVAGIANESK 170 182 47.5 27.9 42.2 2 0 0 1,259.6590
A_18 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 3 3 6 4.91% VICAEEPYICK 447 457 41.8 25.6 33.1 2 0 0 1,381.6492
A_18 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 3 3 6 4.91% VVYIFGPPVK 560 569 27.2 25.3 21.5 2 0 0 1,118.6609
B_18 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 3 3 5 5.05% SGNIVAGIANESK 170 182 58.8 28.3 49.1 2 0 0 1,259.6590
B_18 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 3 3 5 5.05% HPFPGPGLAIR 436 446 23.6 26.2 15.5 1 0 0 1,161.6529
B_18 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 3 3 5 5.05% VICAEEPYICK 447 457 41.7 25.5 37.5 2 0 0 1,381.6492
B_19 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 2 2 2 3.17% ELGLPEELVSR 425 435 27.3 26.4 17.4 1 0 0 1,241.6737
B_19 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 2 2 2 3.17% SYSYVCGISSK 525 535 20.0 25.0 17.1 1 0 0 1,250.5721
H_15 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 2 2 4 3.17% ELGLPEELVSR 425 435 37.8 26.4 30.5 2 0 0 1,241.6737
H_15 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 2 2 4 3.17% VICAEEPYICK 447 457 42.3 25.5 38.3 2 0 0 1,381.6492
H_16 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 3 3 4 5.05% SGNIVAGIANESK 170 182 45.9 28.3 39.6 2 0 0 1,259.6590
H_16 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 3 3 4 5.05% ELGLPEELVSR 425 435 32.2 26.6 28.8 1 0 0 1,241.6737
H_16 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 3 3 4 5.05% VICAEEPYICK 447 457 38.2 25.6 29.6 1 0 0 1,381.6492
K_15 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 2 2 3 3.17% ELGLPEELVSR 425 435 47.2 26.6 41.8 2 0 0 1,241.6737
K_15 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 2 2 3 3.17% VICAEEPYICK 447 457 26.5 25.8 21.3 1 0 0 1,381.6492
L_11 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 2 2 3 3.46% SGNIVAGIANESK 170 182 67.0 28.0 54.8 2 0 0 1,259.6590
L_11 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 2 2 3 3.46% ELGLPEELVSR 425 435 27.1 26.5 24.8 1 0 0 1,241.6737
M_11 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 2 2 3 3.46% SGNIVAGIANESK 170 182 70.3 27.9 55.7 2 0 0 1,259.6590
M_11 GMP synthase [glutamine‐hydrolyzing] GUAA_HUMAN 76,717 2 2 3 3.46% ELGLPEELVSR 425 435 27.8 26.6 24.9 1 0 0 1,241.6737
A_01 Histone H1.4 H14_HUMAN 21,989 4 5 8 17.40% KASGPPVSELITK 34 46 27.3 25.8 19.4 2 0 0 1,326.7629
A_01 Histone H1.4 H14_HUMAN 21,989 4 5 8 17.40% SGVSLAALKK 55 64 23.6 25.0 18.0 1 0 0 973.6041
A_01 Histone H1.4 H14_HUMAN 21,989 4 5 8 17.40% KALAAAGYDVEK 64 75 33.3 27.9 27.7 2 0 0 1,235.6631
A_01 Histone H1.4 H14_HUMAN 21,989 4 5 8 17.40% ALAAAGYDVEKNNSR 65 79 57.0 27.5 55.5 2 1 0 1,578.7870
A_02 Histone H1.4 H14_HUMAN 21,989 4 4 7 18.70% RKASGPPVSELITK 33 46 22.0 25.0 16.5 0 1 0 1,482.8640
A_02 Histone H1.4 H14_HUMAN 21,989 4 4 7 18.70% KASGPPVSELITK 34 46 53.1 26.5 51.3 2 0 0 1,326.7629
A_02 Histone H1.4 H14_HUMAN 21,989 4 4 7 18.70% ALAAAGYDVEKNNSR 65 79 73.9 27.8 73.0 2 0 0 1,578.7870
A_02 Histone H1.4 H14_HUMAN 21,989 4 4 7 18.70% SLVSKGTLVQTK 86 97 37.4 25.0 30.1 2 0 0 1,260.7523
A_03 Histone H1.4 H14_HUMAN 21,867 7 8 18 22.80% KASGPPVSELITK 34 46 64.4 26.0 57.2 2 0 0 1,326.7629
A_03 Histone H1.4 H14_HUMAN 21,867 7 8 18 22.80% ASGPPVSELITK 35 46 57.6 27.1 47.4 3 0 0 1,198.6679
A_03 Histone H1.4 H14_HUMAN 21,867 7 8 18 22.80% SGVSLAALKK 55 64 20.5 25.0 9.1 1 0 0 973.6041
A_03 Histone H1.4 H14_HUMAN 21,867 7 8 18 22.80% KALAAAGYDVEK 64 75 70.0 28.0 62.7 2 0 0 1,235.6631
A_03 Histone H1.4 H14_HUMAN 21,867 7 8 18 22.80% ALAAAGYDVEK 65 75 57.3 27.3 53.0 4 0 0 1,107.5681
A_03 Histone H1.4 H14_HUMAN 21,867 7 8 18 22.80% ALAAAGYDVEKNNSR 65 79 100.0 27.7 100.0 2 2 0 1,578.7870
A_03 Histone H1.4 H14_HUMAN 21,867 7 8 18 22.80% SLVSKGTLVQTK 86 97 38.3 25.0 34.4 2 0 0 1,260.7523
A_04 Histone H1.4 H14_HUMAN 21,989 6 7 14 17.40% KASGPPVSELITK 34 46 28.9 25.4 26.1 2 0 0 1,326.7629
A_04 Histone H1.4 H14_HUMAN 21,989 6 7 14 17.40% ASGPPVSELITK 35 46 53.1 26.4 53.0 2 0 0 1,198.6679
A_04 Histone H1.4 H14_HUMAN 21,989 6 7 14 17.40% SGVSLAALKK 55 64 44.1 25.0 29.9 2 0 0 973.6041
A_04 Histone H1.4 H14_HUMAN 21,989 6 7 14 17.40% KALAAAGYDVEK 64 75 39.6 27.5 30.9 2 0 0 1,235.6631
A_04 Histone H1.4 H14_HUMAN 21,989 6 7 14 17.40% ALAAAGYDVEK 65 75 54.3 27.3 49.7 2 0 0 1,107.5681
A_04 Histone H1.4 H14_HUMAN 21,989 6 7 14 17.40% ALAAAGYDVEKNNSR 65 79 114.0 27.7 114.0 2 2 0 1,578.7870
A_05 Histone H1.4 H14_HUMAN 21,989 3 3 5 12.30% ASGPPVSELITK 35 46 48.3 27.2 41.5 2 0 0 1,198.6679
A_05 Histone H1.4 H14_HUMAN 21,989 3 3 5 12.30% ALAAAGYDVEK 65 75 56.2 27.3 49.3 2 0 0 1,107.5681
A_05 Histone H1.4 H14_HUMAN 21,989 3 3 5 12.30% ALAAAGYDVEKNNSR 65 79 18.4 27.7 13.8 0 1 0 1,578.7870
B_01 Histone H1.4 H14_HUMAN 21,989 5 5 8 22.80% KASGPPVSELITK 34 46 39.0 26.0 33.0 1 0 0 1,326.7629
B_01 Histone H1.4 H14_HUMAN 21,989 5 5 8 22.80% SGVSLAALKK 55 64 25.6 25.0 9.5 2 0 0 973.6041
B_01 Histone H1.4 H14_HUMAN 21,989 5 5 8 22.80% KALAAAGYDVEK 64 75 34.8 28.1 28.3 2 0 0 1,235.6631
B_01 Histone H1.4 H14_HUMAN 21,989 5 5 8 22.80% ALAAAGYDVEKNNSR 65 79 60.7 27.8 51.6 2 0 0 1,578.7870
B_01 Histone H1.4 H14_HUMAN 21,989 5 5 8 22.80% SLVSKGTLVQTK 86 97 18.8 25.0 17.8 1 0 0 1,260.7523
B_02 Histone H1.4 H14_HUMAN 21,989 4 4 6 16.90% KASGPPVSELITK 34 46 36.0 26.0 28.5 2 0 0 1,326.7629
B_02 Histone H1.4 H14_HUMAN 21,989 4 4 6 16.90% KALAAAGYDVEK 64 75 37.8 27.7 35.0 1 0 0 1,235.6631
B_02 Histone H1.4 H14_HUMAN 21,989 4 4 6 16.90% ALAAAGYDVEK 65 75 35.4 27.3 35.4 2 0 0 1,107.5681
B_02 Histone H1.4 H14_HUMAN 21,989 4 4 6 16.90% SLVSKGTLVQTK 86 97 19.0 25.0 13.1 1 0 0 1,260.7523
B_03 Histone H1.4 H14_HUMAN 21,989 6 6 16 17.40% KASGPPVSELITK 34 46 45.4 26.5 37.0 2 0 0 1,326.7629
B_03 Histone H1.4 H14_HUMAN 21,989 6 6 16 17.40% ASGPPVSELITK 35 46 71.8 27.3 61.5 3 0 0 1,198.6679
B_03 Histone H1.4 H14_HUMAN 21,989 6 6 16 17.40% SGVSLAALKK 55 64 41.5 25.0 34.5 3 0 0 973.6041
B_03 Histone H1.4 H14_HUMAN 21,989 6 6 16 17.40% KALAAAGYDVEK 64 75 42.6 28.0 36.3 2 0 0 1,235.6631
B_03 Histone H1.4 H14_HUMAN 21,989 6 6 16 17.40% ALAAAGYDVEK 65 75 53.9 27.3 48.0 4 0 0 1,107.5681
B_03 Histone H1.4 H14_HUMAN 21,989 6 6 16 17.40% ALAAAGYDVEKNNSR 65 79 71.4 27.8 68.7 2 0 0 1,578.7870
B_04 Histone H1.4 H14_HUMAN 21,989 5 5 10 17.40% KASGPPVSELITK 34 46 35.4 26.0 18.0 2 0 0 1,326.7629
B_04 Histone H1.4 H14_HUMAN 21,989 5 5 10 17.40% ASGPPVSELITK 35 46 58.1 27.2 53.5 2 0 0 1,198.6679
B_04 Histone H1.4 H14_HUMAN 21,989 5 5 10 17.40% SGVSLAALKK 55 64 48.3 25.0 32.4 2 0 0 973.6041
B_04 Histone H1.4 H14_HUMAN 21,989 5 5 10 17.40% ALAAAGYDVEK 65 75 46.0 27.3 40.1 2 0 0 1,107.5681
B_04 Histone H1.4 H14_HUMAN 21,989 5 5 10 17.40% ALAAAGYDVEKNNSR 65 79 41.0 27.7 34.8 2 0 0 1,578.7870
B_05 Histone H1.4 H14_HUMAN 21,989 2 2 4 10.50% ASGPPVSELITK 35 46 53.6 27.1 44.1 2 0 0 1,198.6679
B_05 Histone H1.4 H14_HUMAN 21,989 2 2 4 10.50% ALAAAGYDVEK 65 75 42.3 27.2 42.3 2 0 0 1,107.5681
B_06 Histone H1.4 H14_HUMAN 21,989 3 3 4 15.10% ASGPPVSELITK 35 46 44.7 27.2 37.3 2 0 0 1,198.6679
B_06 Histone H1.4 H14_HUMAN 21,989 3 3 4 15.10% SGVSLAALKK 55 64 19.6 25.0 8.4 1 0 0 973.6041



B_06 Histone H1.4 H14_HUMAN 21,989 3 3 4 15.10% ALAAAGYDVEK 65 75 55.6 27.3 51.8 1 0 0 1,107.5681
D_02 Histone H1.4 H14_HUMAN 21,989 2 2 4 10.50% ASGPPVSELITK 35 46 50.4 27.2 40.5 2 0 0 1,198.6679
D_02 Histone H1.4 H14_HUMAN 21,989 2 2 4 10.50% ALAAAGYDVEK 65 75 55.8 27.3 50.3 2 0 0 1,107.5681
D_04 Histone H1.4 H14_HUMAN 21,989 2 2 4 5.94% KASGPPVSELITK 34 46 47.0 25.6 47.0 2 0 0 1,326.7629
D_04 Histone H1.4 H14_HUMAN 21,989 2 2 4 5.94% ASGPPVSELITK 35 46 66.2 27.2 55.3 2 0 0 1,198.6679
D_05 Histone H1.4 H14_HUMAN 21,989 3 3 5 11.00% KASGPPVSELITK 34 46 18.9 25.4 15.3 1 0 0 1,326.7629
D_05 Histone H1.4 H14_HUMAN 21,989 3 3 5 11.00% ASGPPVSELITK 35 46 70.7 27.1 63.2 2 0 0 1,198.6679
D_05 Histone H1.4 H14_HUMAN 21,989 3 3 5 11.00% ALAAAGYDVEK 65 75 49.1 27.7 43.3 2 0 0 1,107.5681
D_12 Histone H1.4 H14_HUMAN 21,989 2 2 3 10.50% ASGPPVSELITK 35 46 28.9 26.9 20.2 1 0 0 1,198.6679
D_12 Histone H1.4 H14_HUMAN 21,989 2 2 3 10.50% ALAAAGYDVEK 65 75 65.0 27.8 56.4 2 0 0 1,107.5681
F_02 Histone H1.4 H14_HUMAN 21,989 2 2 3 9.59% SGVSLAALKK 55 64 19.6 25.0 8.5 1 0 0 973.6041
F_02 Histone H1.4 H14_HUMAN 21,989 2 2 3 9.59% ALAAAGYDVEK 65 75 42.9 28.0 27.7 2 0 0 1,107.5681
F_03 Histone H1.4 H14_HUMAN 21,989 2 2 3 9.59% SGVSLAALKK 55 64 28.9 25.0 21.2 1 0 0 973.6041
F_03 Histone H1.4 H14_HUMAN 21,989 2 2 3 9.59% ALAAAGYDVEK 65 75 62.7 28.4 45.1 2 0 0 1,107.5681
F_04 Histone H1.4 H14_HUMAN 21,989 2 2 3 11.40% SGVSLAALKK 55 64 34.2 25.0 29.4 2 0 0 973.6041
F_04 Histone H1.4 H14_HUMAN 21,989 2 2 3 11.40% ALAAAGYDVEKNNSR 65 79 32.0 27.6 32.0 1 0 0 1,578.7870
F_05 Histone H1.4 H14_HUMAN 21,989 3 3 6 15.10% ASGPPVSELITK 35 46 79.3 27.1 69.0 2 0 0 1,198.6679
F_05 Histone H1.4 H14_HUMAN 21,989 3 3 6 15.10% SGVSLAALKK 55 64 37.4 25.0 24.3 2 0 0 973.6041
F_05 Histone H1.4 H14_HUMAN 21,989 3 3 6 15.10% ALAAAGYDVEK 65 75 40.7 28.1 26.8 2 0 0 1,107.5681
F_06 Histone H1.4 H14_HUMAN 21,989 4 4 7 16.90% ASGPPVSELITK 35 46 56.6 26.5 47.3 2 0 0 1,198.6679
F_06 Histone H1.4 H14_HUMAN 21,989 4 4 7 16.90% SGVSLAALKK 55 64 48.5 25.0 36.5 2 0 0 973.6041
F_06 Histone H1.4 H14_HUMAN 21,989 4 4 7 16.90% ALAAAGYDVEK 65 75 57.1 27.3 49.5 2 0 0 1,107.5681
F_06 Histone H1.4 H14_HUMAN 21,989 4 4 7 16.90% ALAAAGYDVEKNNSR 65 79 53.5 27.8 53.5 1 0 0 1,578.7870
F_07 Histone H1.4 H14_HUMAN 21,989 2 2 3 12.30% ASGPPVSELITK 35 46 61.3 27.1 49.7 2 0 0 1,198.6679
F_07 Histone H1.4 H14_HUMAN 21,989 2 2 3 12.30% ALAAAGYDVEKNNSR 65 79 61.1 27.5 61.1 1 0 0 1,578.7870
G_03 Histone H1.4 H14_HUMAN 21,989 3 3 5 15.10% ASGPPVSELITK 35 46 32.2 26.6 32.2 2 0 0 1,198.6679
G_03 Histone H1.4 H14_HUMAN 21,989 3 3 5 15.10% SGVSLAALKK 55 64 24.3 25.0 16.2 1 0 0 973.6041
G_03 Histone H1.4 H14_HUMAN 21,989 3 3 5 15.10% ALAAAGYDVEK 65 75 45.7 28.1 36.6 2 0 0 1,107.5681
H_01 Histone H1.4 H14_HUMAN 21,989 2 2 3 11.00% KASGPPVSELITK 34 46 35.8 25.5 30.9 2 0 0 1,326.7629
H_01 Histone H1.4 H14_HUMAN 21,989 2 2 3 11.00% ALAAAGYDVEK 65 75 34.3 28.1 29.3 1 0 0 1,107.5681
H_02 Histone H1.4 H14_HUMAN 21,989 3 3 6 11.00% KASGPPVSELITK 34 46 51.5 26.1 42.5 2 0 0 1,326.7629
H_02 Histone H1.4 H14_HUMAN 21,989 3 3 6 11.00% ASGPPVSELITK 35 46 60.0 27.3 50.5 2 0 0 1,198.6679
H_02 Histone H1.4 H14_HUMAN 21,989 3 3 6 11.00% ALAAAGYDVEK 65 75 38.1 28.1 29.8 2 0 0 1,107.5681
H_03 Histone H1.4 H14_HUMAN 21,989 6 7 14 24.70% SETAPAAPAAPAPAEK 2 17 23.9 28.2 3.9 1 0 0 1,478.7486
H_03 Histone H1.4 H14_HUMAN 21,989 6 7 14 24.70% KASGPPVSELITK 34 46 44.5 25.5 36.0 2 0 0 1,326.7629
H_03 Histone H1.4 H14_HUMAN 21,989 6 7 14 24.70% ASGPPVSELITK 35 46 37.8 26.6 31.0 2 0 0 1,198.6679
H_03 Histone H1.4 H14_HUMAN 21,989 6 7 14 24.70% SGVSLAALKK 55 64 49.8 25.0 35.1 2 0 0 973.6041
H_03 Histone H1.4 H14_HUMAN 21,989 6 7 14 24.70% ALAAAGYDVEK 65 75 57.7 28.1 41.5 3 0 0 1,107.5681
H_03 Histone H1.4 H14_HUMAN 21,989 6 7 14 24.70% ALAAAGYDVEKNNSR 65 79 75.2 27.6 68.8 2 2 0 1,578.7870
H_04 Histone H1.4 H14_HUMAN 21,989 2 3 6 12.30% ASGPPVSELITK 35 46 45.2 27.1 40.1 2 0 0 1,198.6679
H_04 Histone H1.4 H14_HUMAN 21,989 2 3 6 12.30% ALAAAGYDVEKNNSR 65 79 48.4 27.9 44.3 2 2 0 1,578.7870
H_05 Histone H1.4 H14_HUMAN 21,989 2 2 4 10.50% ASGPPVSELITK 35 46 42.1 27.1 30.1 2 0 0 1,198.6679
H_05 Histone H1.4 H14_HUMAN 21,989 2 2 4 10.50% ALAAAGYDVEK 65 75 53.1 27.3 45.8 2 0 0 1,107.5681
H_06 Histone H1.4 H14_HUMAN 21,989 2 2 3 10.50% ASGPPVSELITK 35 46 32.9 27.4 22.5 1 0 0 1,198.6679
H_06 Histone H1.4 H14_HUMAN 21,989 2 2 3 10.50% ALAAAGYDVEK 65 75 44.6 27.3 36.1 2 0 0 1,107.5681
H_07 Histone H1.4 H14_HUMAN 21,989 2 2 4 11.00% KASGPPVSELITK 34 46 61.1 25.8 56.4 2 0 0 1,326.7629
H_07 Histone H1.4 H14_HUMAN 21,989 2 2 4 11.00% ALAAAGYDVEK 65 75 45.8 28.1 35.4 2 0 0 1,107.5681
I_01 Histone H1.4 H14_HUMAN 21,989 2 2 4 11.00% KASGPPVSELITK 34 46 40.3 26.1 39.3 2 0 0 1,326.7629
I_01 Histone H1.4 H14_HUMAN 21,989 2 2 4 11.00% ALAAAGYDVEK 65 75 35.9 28.1 19.2 2 0 0 1,107.5681
I_02 Histone H1.4 H14_HUMAN 21,989 5 5 13 16.00% RKASGPPVSELITK 33 46 25.2 25.0 25.2 0 2 0 1,482.8640
I_02 Histone H1.4 H14_HUMAN 21,989 5 5 13 16.00% KASGPPVSELITK 34 46 40.6 25.1 34.8 2 0 0 1,326.7629
I_02 Histone H1.4 H14_HUMAN 21,989 5 5 13 16.00% ASGPPVSELITK 35 46 33.2 27.1 22.3 4 0 0 1,198.6679
I_02 Histone H1.4 H14_HUMAN 21,989 5 5 13 16.00% SGVSLAALKK 55 64 23.2 25.0 18.8 1 0 0 973.6041
I_02 Histone H1.4 H14_HUMAN 21,989 5 5 13 16.00% ALAAAGYDVEK 65 75 47.4 28.1 36.7 4 0 0 1,107.5681
I_03 Histone H1.4 H14_HUMAN 21,989 5 6 15 17.40% KASGPPVSELITK 34 46 32.2 26.0 23.4 4 0 0 1,326.7629
I_03 Histone H1.4 H14_HUMAN 21,989 5 6 15 17.40% ASGPPVSELITK 35 46 73.5 26.6 64.8 4 0 0 1,198.6679
I_03 Histone H1.4 H14_HUMAN 21,989 5 6 15 17.40% SGVSLAALKK 55 64 19.5 25.0 16.2 1 0 0 973.6041
I_03 Histone H1.4 H14_HUMAN 21,989 5 6 15 17.40% ALAAAGYDVEK 65 75 56.2 28.1 42.5 4 0 0 1,107.5681
I_03 Histone H1.4 H14_HUMAN 21,989 5 6 15 17.40% ALAAAGYDVEKNNSR 65 79 37.4 27.6 37.4 1 1 0 1,578.7870
I_04 Histone H1.4 H14_HUMAN 21,989 5 5 9 16.00% RKASGPPVSELITK 33 46 23.8 25.0 23.8 0 1 0 1,482.8640
I_04 Histone H1.4 H14_HUMAN 21,989 5 5 9 16.00% KASGPPVSELITK 34 46 34.2 26.1 30.9 2 0 0 1,326.7629
I_04 Histone H1.4 H14_HUMAN 21,989 5 5 9 16.00% ASGPPVSELITK 35 46 72.8 26.6 62.1 2 0 0 1,198.6679
I_04 Histone H1.4 H14_HUMAN 21,989 5 5 9 16.00% SGVSLAALKK 55 64 40.1 25.0 26.5 1 0 0 973.6041
I_04 Histone H1.4 H14_HUMAN 21,989 5 5 9 16.00% ALAAAGYDVEK 65 75 56.5 28.1 47.3 3 0 0 1,107.5681
I_05 Histone H1.4 H14_HUMAN 21,989 5 5 7 13.20% RKASGPPVSELITK 33 46 30.3 25.0 28.0 0 1 0 1,482.8640
I_05 Histone H1.4 H14_HUMAN 21,989 5 5 7 13.20% KASGPPVSELITK 34 46 53.5 25.5 43.1 2 0 0 1,326.7629
I_05 Histone H1.4 H14_HUMAN 21,989 5 5 7 13.20% ASGPPVSELITK 35 46 47.4 27.1 36.7 2 0 0 1,198.6679
I_05 Histone H1.4 H14_HUMAN 21,989 5 5 7 13.20% ALAAAGYDVEK 65 75 63.0 28.1 44.6 1 0 0 1,107.5681
I_05 Histone H1.4 H14_HUMAN 21,989 5 5 7 13.20% ALAAAGYDVEKNNSR 65 79 18.8 27.6 14.1 0 1 0 1,578.7870
J_01 Histone H1.4 H14_HUMAN 21,989 3 3 5 12.80% KASGPPVSELITK 34 46 39.7 25.1 31.7 2 0 0 1,326.7629
J_01 Histone H1.4 H14_HUMAN 21,989 3 3 5 12.80% ALAAAGYDVEK 65 75 25.6 28.2 15.1 1 0 0 1,107.5681
J_01 Histone H1.4 H14_HUMAN 21,989 3 3 5 12.80% ALAAAGYDVEKNNSR 65 79 54.4 27.8 54.4 2 0 0 1,578.7870
J_02 Histone H1.4 H14_HUMAN 21,989 4 4 8 13.20% KASGPPVSELITK 34 46 37.0 25.1 27.4 2 0 0 1,326.7629
J_02 Histone H1.4 H14_HUMAN 21,989 4 4 8 13.20% ASGPPVSELITK 35 46 60.0 26.5 45.2 4 0 0 1,198.6679
J_02 Histone H1.4 H14_HUMAN 21,989 4 4 8 13.20% KALAAAGYDVEK 64 75 37.0 28.0 37.0 1 0 0 1,235.6631
J_02 Histone H1.4 H14_HUMAN 21,989 4 4 8 13.20% ALAAAGYDVEKNNSR 65 79 25.3 27.6 24.6 1 0 0 1,578.7870
J_03 Histone H1.4 H14_HUMAN 21,989 7 7 29 25.10% SETAPAAPAAPAPAEK 2 17 30.2 28.2 4.7 1 0 0 1,478.7486
J_03 Histone H1.4 H14_HUMAN 21,989 7 7 29 25.10% RKASGPPVSELITK 33 46 31.0 25.0 28.9 0 1 0 1,482.8640
J_03 Histone H1.4 H14_HUMAN 21,989 7 7 29 25.10% KASGPPVSELITK 34 46 39.6 25.4 29.4 3 0 0 1,326.7629
J_03 Histone H1.4 H14_HUMAN 21,989 7 7 29 25.10% ASGPPVSELITK 35 46 62.1 26.8 49.4 9 0 0 1,198.6679
J_03 Histone H1.4 H14_HUMAN 21,989 7 7 29 25.10% SGVSLAALKK 55 64 29.8 25.0 17.3 2 0 0 973.6041
J_03 Histone H1.4 H14_HUMAN 21,989 7 7 29 25.10% ALAAAGYDVEK 65 75 58.9 28.0 45.1 11 0 0 1,107.5681
J_03 Histone H1.4 H14_HUMAN 21,989 7 7 29 25.10% ALAAAGYDVEKNNSR 65 79 63.7 27.6 61.2 2 0 0 1,578.7870
J_04 Histone H1.4 H14_HUMAN 21,989 4 4 8 12.80% KASGPPVSELITK 34 46 57.6 25.1 52.3 2 0 0 1,326.7629
J_04 Histone H1.4 H14_HUMAN 21,989 4 4 8 12.80% ASGPPVSELITK 35 46 61.1 26.6 53.0 2 0 0 1,198.6679
J_04 Histone H1.4 H14_HUMAN 21,989 4 4 8 12.80% ALAAAGYDVEK 65 75 32.2 28.3 27.8 2 0 0 1,107.5681
J_04 Histone H1.4 H14_HUMAN 21,989 4 4 8 12.80% ALAAAGYDVEKNNSR 65 79 42.3 27.5 37.1 2 0 0 1,578.7870
J_05 Histone H1.4 H14_HUMAN 21,989 5 6 9 17.40% KASGPPVSELITK 34 46 53.8 25.1 41.5 2 0 0 1,326.7629
J_05 Histone H1.4 H14_HUMAN 21,989 5 6 9 17.40% ASGPPVSELITK 35 46 55.1 26.7 49.0 2 0 0 1,198.6679
J_05 Histone H1.4 H14_HUMAN 21,989 5 6 9 17.40% SGVSLAALKK 55 64 19.3 25.0 10.1 1 0 0 973.6041
J_05 Histone H1.4 H14_HUMAN 21,989 5 6 9 17.40% ALAAAGYDVEK 65 75 26.6 28.4 21.8 1 0 0 1,107.5681
J_05 Histone H1.4 H14_HUMAN 21,989 5 6 9 17.40% ALAAAGYDVEKNNSR 65 79 40.7 27.5 40.7 2 1 0 1,578.7870
J_06 Histone H1.4 H14_HUMAN 21,989 3 3 5 15.10% ASGPPVSELITK 35 46 46.0 26.6 38.5 2 0 0 1,198.6679
J_06 Histone H1.4 H14_HUMAN 21,989 3 3 5 15.10% SGVSLAALKK 55 64 21.5 25.0 0.0 1 0 0 973.6041
J_06 Histone H1.4 H14_HUMAN 21,989 3 3 5 15.10% ALAAAGYDVEK 65 75 33.6 28.3 30.1 2 0 0 1,107.5681
J_07 Histone H1.4 H14_HUMAN 21,989 2 2 3 11.00% KASGPPVSELITK 34 46 33.0 25.4 16.7 2 0 0 1,326.7629
J_07 Histone H1.4 H14_HUMAN 21,989 2 2 3 11.00% ALAAAGYDVEK 65 75 34.1 28.0 29.3 1 0 0 1,107.5681
J_16 Histone H1.4 H14_HUMAN 21,989 4 4 5 16.90% ASGPPVSELITK 35 46 52.7 26.8 44.7 2 0 0 1,198.6679
J_16 Histone H1.4 H14_HUMAN 21,989 4 4 5 16.90% SGVSLAALKK 55 64 28.4 25.0 21.2 1 0 0 973.6041
J_16 Histone H1.4 H14_HUMAN 21,989 4 4 5 16.90% ALAAAGYDVEK 65 75 37.2 28.4 30.1 1 0 0 1,107.5681
J_16 Histone H1.4 H14_HUMAN 21,989 4 4 5 16.90% ALAAAGYDVEKNNSR 65 79 24.4 27.8 16.7 0 1 0 1,578.7870
K_01 Histone H1.4 H14_HUMAN 21,989 2 2 4 11.00% KASGPPVSELITK 34 46 52.1 26.1 42.6 2 0 0 1,326.7629
K_01 Histone H1.4 H14_HUMAN 21,989 2 2 4 11.00% ALAAAGYDVEK 65 75 36.4 28.1 23.9 2 0 0 1,107.5681
K_02 Histone H1.4 H14_HUMAN 21,989 3 3 10 11.00% KASGPPVSELITK 34 46 44.3 25.5 35.2 2 0 0 1,326.7629
K_02 Histone H1.4 H14_HUMAN 21,989 3 3 10 11.00% ASGPPVSELITK 35 46 44.0 26.6 40.4 5 0 0 1,198.6679
K_02 Histone H1.4 H14_HUMAN 21,989 3 3 10 11.00% ALAAAGYDVEK 65 75 33.3 28.4 18.9 3 0 0 1,107.5681
K_03 Histone H1.4 H14_HUMAN 21,989 6 7 25 17.80% RKASGPPVSELITK 33 46 36.9 25.0 36.9 1 2 0 1,482.8640
K_03 Histone H1.4 H14_HUMAN 21,989 6 7 25 17.80% KASGPPVSELITK 34 46 56.1 26.1 43.2 2 0 0 1,326.7629
K_03 Histone H1.4 H14_HUMAN 21,989 6 7 25 17.80% ASGPPVSELITK 35 46 72.5 27.1 62.2 7 0 0 1,198.6679
K_03 Histone H1.4 H14_HUMAN 21,989 6 7 25 17.80% SGVSLAALKK 55 64 45.5 25.0 30.0 2 0 0 973.6041
K_03 Histone H1.4 H14_HUMAN 21,989 6 7 25 17.80% ALAAAGYDVEK 65 75 59.8 28.1 45.8 9 0 0 1,107.5681
K_03 Histone H1.4 H14_HUMAN 21,989 6 7 25 17.80% ALAAAGYDVEKNNSR 65 79 65.0 27.6 61.2 2 0 0 1,578.7870



K_04 Histone H1.4 H14_HUMAN 21,989 3 3 6 11.00% KASGPPVSELITK 34 46 26.5 26.1 15.2 2 0 0 1,326.7629
K_04 Histone H1.4 H14_HUMAN 21,989 3 3 6 11.00% ASGPPVSELITK 35 46 33.0 27.4 19.8 2 0 0 1,198.6679
K_04 Histone H1.4 H14_HUMAN 21,989 3 3 6 11.00% ALAAAGYDVEK 65 75 36.8 28.1 24.1 2 0 0 1,107.5681
K_05 Histone H1.4 H14_HUMAN 21,989 3 3 3 13.20% RKASGPPVSELITK 33 46 25.0 25.0 21.4 0 1 0 1,482.8640
K_05 Histone H1.4 H14_HUMAN 21,989 3 3 3 13.20% ALAAAGYDVEK 65 75 25.5 28.1 19.1 1 0 0 1,107.5681
K_05 Histone H1.4 H14_HUMAN 21,989 3 3 3 13.20% ALAAAGYDVEKNNSR 65 79 29.8 27.8 28.1 1 0 0 1,578.7870
L_06 Histone H1.4 H14_HUMAN 21,989 2 3 5 6.85% ALAAAGYDVEK 65 75 43.3 28.0 30.4 2 0 0 1,107.5681
L_06 Histone H1.4 H14_HUMAN 21,989 2 3 5 6.85% ALAAAGYDVEKNNSR 65 79 52.2 27.8 49.7 2 1 0 1,578.7870
A_02 Histone H1.5 H15_HUMAN 22,582 2 2 4 15.50% ATGPPVSELITK 38 49 45.3 25.8 34.2 2 0 0 1,212.6836
A_02 Histone H1.5 H15_HUMAN 22,582 2 2 4 15.50% ALAAGGYDVEK 68 78 33.5 26.8 33.5 2 0 0 1,093.5525
A_02 Histone H1.5 H15_HUMAN 22,582 2 2 4 15.50% SLVSKGTLVQTK 89 100 37.4 25.0 30.1 2 0 0 1,260.7523
A_03 Histone H1.5 H15_HUMAN 22,582 2 2 4 15.50% ATGPPVSELITK 38 49 55.2 26.2 35.8 2 0 0 1,212.6836
A_03 Histone H1.5 H15_HUMAN 22,582 2 2 4 15.50% ALAAGGYDVEK 68 78 43.0 26.8 43.0 2 0 0 1,093.5525
A_03 Histone H1.5 H15_HUMAN 22,582 2 2 4 15.50% SLVSKGTLVQTK 89 100 38.3 25.0 34.4 2 0 0 1,260.7523
A_04 Histone H1.5 H15_HUMAN 22,582 2 2 4 9.29% NGLSLAALKK 58 67 25.9 25.6 14.1 2 0 0 1,014.6307
A_04 Histone H1.5 H15_HUMAN 22,582 2 2 4 9.29% ALAAGGYDVEK 68 78 32.6 26.6 31.8 2 0 0 1,093.5525
B_01 Histone H1.5 H15_HUMAN 22,582 2 2 4 15.50% ATGPPVSELITK 38 49 48.7 25.8 36.8 2 0 0 1,212.6836
B_01 Histone H1.5 H15_HUMAN 22,582 2 2 4 15.50% ALAAGGYDVEK 68 78 32.1 26.8 24.5 2 0 0 1,093.5525
B_01 Histone H1.5 H15_HUMAN 22,582 2 2 4 15.50% SLVSKGTLVQTK 89 100 18.8 25.0 17.8 1 0 0 1,260.7523
B_03 Histone H1.5 H15_HUMAN 22,582 3 3 5 14.60% ATGPPVSELITK 38 49 65.4 26.1 48.6 2 0 0 1,212.6836
B_03 Histone H1.5 H15_HUMAN 22,582 3 3 5 14.60% NGLSLAALKK 58 67 24.5 25.0 11.1 1 0 0 1,014.6307
B_03 Histone H1.5 H15_HUMAN 22,582 3 3 5 14.60% ALAAGGYDVEK 68 78 33.2 26.7 32.7 2 0 0 1,093.5525
B_05 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ATGPPVSELITK 38 49 36.4 26.2 29.7 2 0 0 1,212.6836
B_05 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ALAAGGYDVEK 68 78 31.8 26.6 31.8 1 0 0 1,093.5525
D_05 Histone H1.5 H15_HUMAN 22,582 2 2 4 10.20% ATGPPVSELITK 38 49 22.9 26.1 14.1 2 0 0 1,212.6836
D_05 Histone H1.5 H15_HUMAN 22,582 2 2 4 10.20% ALAAGGYDVEK 68 78 41.7 26.8 39.5 2 0 0 1,093.5525
D_06 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ATGPPVSELITK 38 49 30.1 26.1 21.6 1 0 0 1,212.6836
D_06 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ALAAGGYDVEK 68 78 44.6 26.6 33.2 2 0 0 1,093.5525
D_07 Histone H1.5 H15_HUMAN 22,582 2 2 4 10.20% ATGPPVSELITK 38 49 22.6 26.0 21.3 2 0 0 1,212.6836
D_07 Histone H1.5 H15_HUMAN 22,582 2 2 4 10.20% ALAAGGYDVEK 68 78 33.7 27.0 30.0 2 0 0 1,093.5525
H_02 Histone H1.5 H15_HUMAN 22,582 4 4 6 15.00% KATGPPVSELITK 37 49 34.7 25.3 23.0 1 0 0 1,340.7786
H_02 Histone H1.5 H15_HUMAN 22,582 4 4 6 15.00% ATGPPVSELITK 38 49 53.7 26.3 41.7 2 0 0 1,212.6836
H_02 Histone H1.5 H15_HUMAN 22,582 4 4 6 15.00% NGLSLAALKK 58 67 16.9 25.5 7.1 1 0 0 1,014.6307
H_02 Histone H1.5 H15_HUMAN 22,582 4 4 6 15.00% ALAAGGYDVEK 68 78 49.2 27.5 49.1 2 0 0 1,093.5525
H_03 Histone H1.5 H15_HUMAN 22,582 2 2 3 9.73% ATGPPVSELITK 38 49 55.5 26.3 41.3 2 0 0 1,212.6836
H_03 Histone H1.5 H15_HUMAN 22,582 2 2 3 9.73% NGLSLAALKK 58 67 24.7 25.0 16.0 1 0 0 1,014.6307
I_02 Histone H1.5 H15_HUMAN 22,582 2 2 3 9.73% ATGPPVSELITK 38 49 59.2 26.3 43.9 2 0 0 1,212.6836
I_02 Histone H1.5 H15_HUMAN 22,582 2 2 3 9.73% NGLSLAALKK 58 67 18.6 25.5 4.3 1 0 0 1,014.6307
I_03 Histone H1.5 H15_HUMAN 22,582 3 3 5 14.60% ATGPPVSELITK 38 49 53.4 25.6 43.7 2 0 0 1,212.6836
I_03 Histone H1.5 H15_HUMAN 22,582 3 3 5 14.60% NGLSLAALKK 58 67 31.8 25.0 13.8 1 0 0 1,014.6307
I_03 Histone H1.5 H15_HUMAN 22,582 3 3 5 14.60% ALAAGGYDVEK 68 78 26.5 27.5 26.2 2 0 0 1,093.5525
I_04 Histone H1.5 H15_HUMAN 22,582 2 2 4 10.20% ATGPPVSELITK 38 49 58.9 25.6 42.5 2 0 0 1,212.6836
I_04 Histone H1.5 H15_HUMAN 22,582 2 2 4 10.20% ALAAGGYDVEK 68 78 28.5 27.4 28.0 2 0 0 1,093.5525
J_03 Histone H1.5 H15_HUMAN 22,582 3 3 5 14.60% ATGPPVSELITK 38 49 41.5 25.9 31.4 2 0 0 1,212.6836
J_03 Histone H1.5 H15_HUMAN 22,582 3 3 5 14.60% NGLSLAALKK 58 67 28.9 25.5 18.7 1 0 0 1,014.6307
J_03 Histone H1.5 H15_HUMAN 22,582 3 3 5 14.60% ALAAGGYDVEK 68 78 29.8 27.8 27.9 2 0 0 1,093.5525
J_04 Histone H1.5 H15_HUMAN 22,582 3 3 4 14.60% ATGPPVSELITK 38 49 34.5 26.0 23.3 1 0 0 1,212.6836
J_04 Histone H1.5 H15_HUMAN 22,582 3 3 4 14.60% NGLSLAALKK 58 67 18.0 25.3 3.9 1 0 0 1,014.6307
J_04 Histone H1.5 H15_HUMAN 22,582 3 3 4 14.60% ALAAGGYDVEK 68 78 28.1 27.8 27.2 2 0 0 1,093.5525
J_05 Histone H1.5 H15_HUMAN 22,582 2 2 4 10.20% ATGPPVSELITK 38 49 36.2 25.9 29.8 2 0 0 1,212.6836
J_05 Histone H1.5 H15_HUMAN 22,582 2 2 4 10.20% ALAAGGYDVEK 68 78 26.6 27.8 25.6 2 0 0 1,093.5525
K_01 Histone H1.5 H15_HUMAN 22,582 2 2 4 10.20% ATGPPVSELITK 38 49 40.2 25.8 33.5 2 0 0 1,212.6836
K_01 Histone H1.5 H15_HUMAN 22,582 2 2 4 10.20% ALAAGGYDVEK 68 78 25.3 27.5 25.3 2 0 0 1,093.5525
M_07 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ATGPPVSELITK 38 49 19.6 25.6 19.6 1 0 0 1,212.6836
M_07 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ALAAGGYDVEK 68 78 42.6 27.5 38.4 2 0 0 1,093.5525
M_16 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ATGPPVSELITK 38 49 26.9 26.3 19.1 1 0 0 1,212.6836
M_16 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ALAAGGYDVEK 68 78 43.0 27.6 43.0 2 0 0 1,093.5525
N_16 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ATGPPVSELITK 38 49 23.3 26.0 23.3 1 0 0 1,212.6836
N_16 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ALAAGGYDVEK 68 78 44.2 27.5 41.3 2 0 0 1,093.5525
O_09 Histone H1.5 H15_HUMAN 22,582 2 2 2 10.20% ATGPPVSELITK 38 49 23.1 25.9 23.1 1 0 0 1,212.6836
O_09 Histone H1.5 H15_HUMAN 22,582 2 2 2 10.20% ALAAGGYDVEK 68 78 34.8 27.9 31.4 1 0 0 1,093.5525
Q_09 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ATGPPVSELITK 38 49 27.8 26.0 27.8 1 0 0 1,212.6836
Q_09 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ALAAGGYDVEK 68 78 33.3 28.1 29.2 2 0 0 1,093.5525
Q_11 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ATGPPVSELITK 38 49 29.8 26.0 25.6 1 0 0 1,212.6836
Q_11 Histone H1.5 H15_HUMAN 22,582 2 2 3 10.20% ALAAGGYDVEK 68 78 46.4 27.9 40.8 2 0 0 1,093.5525
A_14 HCLS1‐binding protein 3 H1BP3_HUMAN 42,781 2 2 3 4.85% YAAASLPPLPR 85 95 22.3 25.4 14.1 1 0 0 1,155.6521
A_14 HCLS1‐binding protein 3 H1BP3_HUMAN 42,781 2 2 3 4.85% AVFNEILR 110 117 37.8 26.7 22.8 2 0 0 961.5465
H_06 HCLS1‐binding protein 3 H1BP3_HUMAN 42,781 2 2 3 4.85% YAAASLPPLPR 85 95 19.4 25.1 19.4 1 0 0 1,155.6521
H_06 HCLS1‐binding protein 3 H1BP3_HUMAN 42,781 2 2 3 4.85% AVFNEILR 110 117 27.8 26.1 17.0 2 0 0 961.5465
A_03 Histone H2A type 1‐D H2A1D_HUMAN 14,108 2 2 3 15.40% AGLQFPVGR 22 30 42.8 28.3 30.5 2 0 0 944.5313
A_03 Histone H2A type 1‐D H2A1D_HUMAN 14,108 2 2 3 15.40% NDEELNKLLGK 90 100 24.0 28.6 8.2 1 0 0 1,272.6796
B_03 Histone H2A type 1‐D H2A1D_HUMAN 14,108 2 2 4 15.40% AGLQFPVGR 22 30 31.4 28.6 22.3 2 0 0 944.5313
B_03 Histone H2A type 1‐D H2A1D_HUMAN 14,108 2 2 4 15.40% NDEELNKLLGK 90 100 44.5 28.6 30.8 2 0 0 1,272.6796
C_03 Histone H2A type 1‐D H2A1D_HUMAN 14,108 2 2 4 15.40% AGLQFPVGR 22 30 40.7 28.6 29.7 2 0 0 944.5313
C_03 Histone H2A type 1‐D H2A1D_HUMAN 14,108 2 2 4 15.40% NDEELNKLLGK 90 100 30.9 27.7 18.5 2 0 0 1,272.6796
C_04 Histone H2A type 1‐D H2A1D_HUMAN 14,108 2 2 4 15.40% AGLQFPVGR 22 30 59.9 28.5 37.1 2 0 0 944.5313
C_04 Histone H2A type 1‐D H2A1D_HUMAN 14,108 2 2 4 15.40% NDEELNKLLGK 90 100 37.2 28.6 27.0 2 0 0 1,272.6796
I_04 Histone H2A type 1‐D H2A1D_HUMAN 14,108 2 2 3 15.40% AGLQFPVGR 22 30 68.5 29.9 47.5 2 0 0 944.5313
I_04 Histone H2A type 1‐D H2A1D_HUMAN 14,108 2 2 3 15.40% NDEELNKLLGK 90 100 27.8 28.1 21.7 1 0 0 1,272.6796
L_03 Histone H2A type 1‐D H2A1D_HUMAN 14,108 3 3 5 20.80% AGLQFPVGR 22 30 66.2 30.0 53.1 2 0 0 944.5313
L_03 Histone H2A type 1‐D H2A1D_HUMAN 14,108 3 3 5 20.80% HLQLAIRNDEELNK 83 96 25.3 27.5 25.3 0 1 0 1,692.9029
L_03 Histone H2A type 1‐D H2A1D_HUMAN 14,108 3 3 5 20.80% NDEELNKLLGK 90 100 32.9 28.0 23.6 2 0 0 1,272.6796
A_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 2 2 4 15.10% KESYSVYVYK 35 44 30.8 27.8 30.0 2 0 0 1,265.6411
A_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 2 2 4 15.10% LLLPGELAK 101 109 23.0 25.0 1.9 2 0 0 953.6032
B_03 Histone H2B type 1‐D H2B1C_HUMAN 13,953 2 2 2 15.10% KESYSVYVYK 35 44 24.7 27.8 14.6 1 0 0 1,265.6411
B_03 Histone H2B type 1‐D H2B1C_HUMAN 13,953 2 2 2 15.10% LLLPGELAK 101 109 29.7 25.0 0.0 1 0 0 953.6032
C_03 Histone H2B type 1‐D H2B1C_HUMAN 13,953 2 2 3 15.10% KESYSVYVYK 35 44 28.1 27.8 25.8 1 0 0 1,265.6411
C_03 Histone H2B type 1‐D H2B1C_HUMAN 13,953 2 2 3 15.10% LLLPGELAK 101 109 36.8 25.0 6.8 2 0 0 953.6032
C_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 6 6 9 50.00% KESYSVYVYK 35 44 27.6 27.6 21.4 1 0 0 1,265.6411
C_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 6 6 9 50.00% ESYSVYVYK 36 44 26.7 26.7 19.0 1 0 0 1,137.5461
C_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 6 6 9 50.00% VLKQVHPDTGISSK 45 58 19.9 26.2 12.0 0 1 0 1,508.8433
C_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 6 6 9 50.00% STITSREIQTAVR 88 100 25.9 26.8 21.4 1 0 0 1,461.8020
C_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 6 6 9 50.00% LLLPGELAK 101 109 28.3 25.0 6.2 4 0 0 953.6032
C_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 6 6 9 50.00% HAVSEGTKAVTKYTSSK 110 126 25.2 28.2 15.8 0 1 0 1,793.9392
L_03 Histone H2B type 1‐D H2B1C_HUMAN 13,953 2 2 3 18.30% VLKQVHPDTGISSK 45 58 21.0 26.2 16.4 0 2 0 1,508.8433
L_03 Histone H2B type 1‐D H2B1C_HUMAN 13,953 2 2 3 18.30% LLLPGELAK 101 109 29.4 25.0 0.0 1 0 0 953.6032
O_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 3 3 4 27.00% KESYSVYVYK 35 44 38.4 28.2 35.6 2 0 0 1,265.6411
O_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 3 3 4 27.00% AMGIMNSFVNDIFER 59 73 70.2 25.4 67.3 1 0 0 1,775.8092
O_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 3 3 4 27.00% LLLPGELAK 101 109 22.4 25.0 1.4 1 0 0 953.6032
P_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 2 2 2 15.10% KESYSVYVYK 35 44 27.5 27.9 17.7 1 0 0 1,265.6411
P_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 2 2 2 15.10% LLLPGELAK 101 109 28.0 25.0 0.0 1 0 0 953.6032
Q_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 2 2 3 18.30% VLKQVHPDTGISSK 45 58 26.6 26.3 26.4 0 1 0 1,508.8433
Q_04 Histone H2B type 1‐D H2B1C_HUMAN 13,953 2 2 3 18.30% LLLPGELAK 101 109 33.5 25.0 4.3 2 0 0 953.6032
A_02 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% ISGLIYEETR 47 56 26.8 26.7 22.2 2 0 0 1,180.6209
A_02 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% VFLENVIR 61 68 27.1 26.6 18.6 2 0 0 989.5778
A_03 Histone H4 H4_HUMAN 11,368 4 4 7 32.00% DNIQGITKPAIR 25 36 46.0 25.7 29.0 2 0 0 1,325.7538
A_03 Histone H4 H4_HUMAN 11,368 4 4 7 32.00% VFLENVIR 61 68 28.9 26.3 17.4 2 0 0 989.5778
A_03 Histone H4 H4_HUMAN 11,368 4 4 7 32.00% TVTAMDVVYALK 81 92 63.6 27.5 44.2 2 0 0 1,326.6975
A_03 Histone H4 H4_HUMAN 11,368 4 4 7 32.00% TVTAMDVVYALKR 81 93 27.0 26.9 22.5 0 1 0 1,482.7986
B_03 Histone H4 H4_HUMAN 11,368 4 4 8 40.80% DNIQGITKPAIR 25 36 30.9 26.0 23.3 2 0 0 1,325.7538
B_03 Histone H4 H4_HUMAN 11,368 4 4 8 40.80% ISGLIYEETR 47 56 69.0 26.7 59.8 2 0 0 1,180.6209
B_03 Histone H4 H4_HUMAN 11,368 4 4 8 40.80% VFLENVIR 61 68 48.2 26.3 38.3 2 0 0 989.5778



B_03 Histone H4 H4_HUMAN 11,368 4 4 8 40.80% TVTAMDVVYALK 81 92 44.5 26.9 30.9 2 0 0 1,326.6975
C_02 Histone H4 H4_HUMAN 11,368 2 2 3 17.50% ISGLIYEETR 47 56 32.5 26.6 27.9 2 0 0 1,180.6209
C_02 Histone H4 H4_HUMAN 11,368 2 2 3 17.50% VFLENVIR 61 68 31.2 26.6 21.8 1 0 0 989.5778
C_03 Histone H4 H4_HUMAN 11,368 5 5 10 41.70% DNIQGITKPAIR 25 36 55.4 25.7 43.8 2 0 0 1,325.7538
C_03 Histone H4 H4_HUMAN 11,368 5 5 10 41.70% ISGLIYEETR 47 56 54.9 26.7 45.0 2 0 0 1,180.6209
C_03 Histone H4 H4_HUMAN 11,368 5 5 10 41.70% VFLENVIR 61 68 42.0 26.3 27.7 2 0 0 989.5778
C_03 Histone H4 H4_HUMAN 11,368 5 5 10 41.70% TVTAMDVVYALK 81 92 52.3 27.0 41.3 2 0 0 1,326.6975
C_03 Histone H4 H4_HUMAN 11,368 5 5 10 41.70% TVTAMDVVYALKR 81 93 25.6 26.7 21.6 0 2 0 1,482.7986
C_04 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% ISGLIYEETR 47 56 37.3 26.7 23.0 2 0 0 1,180.6209
C_04 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% VFLENVIR 61 68 41.2 26.3 30.4 2 0 0 989.5778
F_06 Histone H4 H4_HUMAN 11,368 2 2 4 19.40% VFLENVIR 61 68 26.6 26.3 17.8 2 0 0 989.5778
F_06 Histone H4 H4_HUMAN 11,368 2 2 4 19.40% TVTAMDVVYALK 81 92 41.0 26.9 30.7 2 0 0 1,326.6975
F_07 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% ISGLIYEETR 47 56 59.3 26.7 50.5 2 0 0 1,180.6209
F_07 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% VFLENVIR 61 68 34.9 26.3 16.9 2 0 0 989.5778
F_08 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% ISGLIYEETR 47 56 66.3 26.7 61.4 2 0 0 1,180.6209
F_08 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% VFLENVIR 61 68 33.3 26.3 13.0 2 0 0 989.5778
G_07 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% ISGLIYEETR 47 56 55.9 27.4 48.7 2 0 0 1,180.6209
G_07 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% VFLENVIR 61 68 33.8 26.7 20.0 2 0 0 989.5778
G_08 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% ISGLIYEETR 47 56 55.4 27.7 42.1 2 0 0 1,180.6209
G_08 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% VFLENVIR 61 68 26.9 26.7 5.8 2 0 0 989.5778
H_03 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% ISGLIYEETR 47 56 45.4 27.3 40.0 2 0 0 1,180.6209
H_03 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% VFLENVIR 61 68 41.9 27.1 29.2 2 0 0 989.5778
K_03 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% ISGLIYEETR 47 56 50.6 27.6 35.9 2 0 0 1,180.6209
K_03 Histone H4 H4_HUMAN 11,368 2 2 4 17.50% VFLENVIR 61 68 38.1 26.6 23.8 2 0 0 989.5778
L_03 Histone H4 H4_HUMAN 11,368 5 9 16 45.60% DNIQGITKPAIR 25 36 49.8 25.9 37.7 2 0 0 1,325.7538
L_03 Histone H4 H4_HUMAN 11,368 5 9 16 45.60% ISGLIYEETRGVLK 47 60 37.2 25.0 29.6 2 1 0 1,577.8899
L_03 Histone H4 H4_HUMAN 11,368 5 9 16 45.60% VFLENVIR 61 68 31.6 26.6 18.6 2 0 0 989.5778
L_03 Histone H4 H4_HUMAN 11,368 5 9 16 45.60% TVTAMDVVYALK 81 92 58.3 26.8 42.6 4 0 0 1,326.6975
L_03 Histone H4 H4_HUMAN 11,368 5 9 16 45.60% TVTAMDVVYALKR 81 93 46.1 26.5 44.0 4 1 0 1,482.7986
M_03 Histone H4 H4_HUMAN 11,368 3 3 6 29.10% ISGLIYEETR 47 56 54.3 27.3 40.7 2 0 0 1,180.6209
M_03 Histone H4 H4_HUMAN 11,368 3 3 6 29.10% VFLENVIR 61 68 42.3 26.7 27.7 2 0 0 989.5778
M_03 Histone H4 H4_HUMAN 11,368 3 3 6 29.10% TVTAMDVVYALK 81 92 52.8 27.3 42.4 2 0 0 1,326.6975
N_03 Histone H4 H4_HUMAN 11,368 3 3 5 20.40% VFLENVIR 61 68 33.8 27.2 19.9 2 0 0 989.5778
N_03 Histone H4 H4_HUMAN 11,368 3 3 5 20.40% TVTAMDVVYALK 81 92 39.6 27.0 27.8 2 0 0 1,326.6975
N_03 Histone H4 H4_HUMAN 11,368 3 3 5 20.40% TVTAMDVVYALKR 81 93 22.7 26.2 12.4 0 1 0 1,466.8036
N_04 Histone H4 H4_HUMAN 11,368 4 4 7 40.80% DNIQGITKPAIR 25 36 53.7 25.0 43.9 2 0 0 1,325.7538
N_04 Histone H4 H4_HUMAN 11,368 4 4 7 40.80% ISGLIYEETR 47 56 25.2 26.8 15.2 2 0 0 1,180.6209
N_04 Histone H4 H4_HUMAN 11,368 4 4 7 40.80% VFLENVIR 61 68 29.3 27.2 12.1 1 0 0 989.5778
N_04 Histone H4 H4_HUMAN 11,368 4 4 7 40.80% TVTAMDVVYALK 81 92 63.7 27.2 53.7 2 0 0 1,326.6975
O_03 Histone H4 H4_HUMAN 11,368 3 4 7 20.40% VFLENVIR 61 68 37.2 26.7 21.2 2 0 0 989.5778
O_03 Histone H4 H4_HUMAN 11,368 3 4 7 20.40% TVTAMDVVYALK 81 92 45.7 26.8 33.6 4 0 0 1,326.6975
O_03 Histone H4 H4_HUMAN 11,368 3 4 7 20.40% TVTAMDVVYALKR 81 93 26.0 26.2 15.3 0 1 0 1,466.8036
P_03 Histone H4 H4_HUMAN 11,368 3 3 6 29.10% DNIQGITKPAIR 25 36 41.5 25.0 30.0 2 0 0 1,325.7538
P_03 Histone H4 H4_HUMAN 11,368 3 3 6 29.10% ISGLIYEETR 47 56 69.2 26.7 61.4 2 0 0 1,180.6209
P_03 Histone H4 H4_HUMAN 11,368 3 3 6 29.10% VFLENVIR 61 68 27.2 26.6 11.1 2 0 0 989.5778
Q_03 Histone H4 H4_HUMAN 11,368 2 2 4 19.40% VFLENVIR 61 68 34.0 26.4 16.2 2 0 0 989.5778
Q_03 Histone H4 H4_HUMAN 11,368 2 2 4 19.40% TVTAMDVVYALK 81 92 58.7 27.2 44.2 2 0 0 1,326.6975
A_07 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 6 12 22.70% QYTSPEEIDAQLQAEK 16 31 56.7 26.5 51.8 2 0 0 1,849.8816
A_07 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 6 12 22.70% KGVEGLIDIENPNR 75 88 82.9 26.9 78.4 2 2 0 1,553.8284
A_07 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 6 12 22.70% GVEGLIDIENPNR 76 88 65.8 27.5 48.8 2 0 0 1,425.7334
A_07 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 6 12 22.70% KVTQLDLDGPK 95 105 44.6 26.0 35.1 2 0 0 1,213.6790
A_07 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 6 12 22.70% VTQLDLDGPK 96 105 42.0 26.3 31.3 2 0 0 1,085.5840
B_07 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 5 9 22.70% QYTSPEEIDAQLQAEK 16 31 69.8 26.5 57.2 2 0 0 1,849.8816
B_07 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 5 9 22.70% KGVEGLIDIENPNR 75 88 82.5 27.0 75.3 1 0 0 1,553.8284
B_07 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 5 9 22.70% GVEGLIDIENPNR 76 88 58.0 27.7 40.1 2 0 0 1,425.7334
B_07 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 5 9 22.70% KVTQLDLDGPK 95 105 39.6 26.8 31.5 2 0 0 1,213.6790
B_07 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 5 9 22.70% VTQLDLDGPK 96 105 33.0 26.3 25.0 2 0 0 1,085.5840
B_08 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 3 3 6 22.10% QYTSPEEIDAQLQAEK 16 31 62.4 26.5 50.0 2 0 0 1,849.8816
B_08 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 3 3 6 22.10% GVEGLIDIENPNR 76 88 78.6 27.7 60.2 2 0 0 1,425.7334
B_08 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 3 3 6 22.10% KVTQLDLDGPK 95 105 43.5 26.0 34.2 2 0 0 1,213.6790
H_07 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 2 2 3 16.00% QYTSPEEIDAQLQAEK 16 31 42.6 26.5 35.1 1 0 0 1,849.8816
H_07 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 2 2 3 16.00% GVEGLIDIENPNR 76 88 55.7 27.7 45.4 2 0 0 1,425.7334
L_05 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 3 3 6 21.50% QYTSPEEIDAQLQAEK 16 31 88.3 27.0 79.2 2 0 0 1,849.8816
L_05 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 3 3 6 21.50% GVEGLIDIENPNR 76 88 60.0 27.7 46.2 2 0 0 1,425.7334
L_05 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 3 3 6 21.50% VTQLDLDGPK 96 105 42.4 27.2 32.7 2 0 0 1,085.5840
Q_05 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 5 8 26.50% QYTSPEEIDAQLQAEK 16 31 73.0 26.9 60.6 2 0 0 1,849.8816
Q_05 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 5 8 26.50% GVEGLIDIENPNR 76 88 63.4 27.7 44.4 2 0 0 1,425.7334
Q_05 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 5 8 26.50% KVTQLDLDGPK 95 105 33.4 27.4 24.8 1 0 0 1,213.6790
Q_05 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 5 8 26.50% VTQLDLDGPK 96 105 44.2 27.2 26.4 1 0 0 1,085.5840
Q_05 28 kDa heat‐ and acid‐stable phosphoprotein HAP28_HUMAN 20,631 5 5 8 26.50% MQSLSLNK 174 181 30.7 27.8 4.8 2 0 0 936.4820
A_01 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 6 25.50% VGGHAAEYGAEALER 17 31 68.7 26.5 25.0 2 0 0 1,529.7343
A_01 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 6 25.50% MFLSFPTTK 32 40 37.8 27.8 36.2 2 0 0 1,087.5494
A_01 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 6 25.50% FLANVSTVLTSK 128 139 45.0 25.4 0.0 2 0 0 1,279.7256
A_02 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 6 19.10% VGGHAAEYGAEALER 17 31 61.3 26.5 18.3 2 2 0 1,529.7343
A_02 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 6 19.10% FLANVSTVLTSK 128 139 72.0 25.4 0.0 2 0 0 1,279.7256
A_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 6 25.50% VGGHAAEYGAEALER 17 31 75.8 26.1 35.1 2 0 0 1,529.7343
A_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 6 25.50% MFLSFPTTK 32 40 28.4 27.0 23.1 2 0 0 1,071.5544
A_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 6 25.50% FLANVSTVLTSK 128 139 77.4 25.4 0.0 2 0 0 1,279.7256
A_09 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% VGGHAAEYGAEALER 17 31 49.4 26.6 8.7 2 1 0 1,529.7343
A_09 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% MFLSFPTTK 32 40 38.1 27.6 30.3 2 0 0 1,087.5494
A_09 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% FLANVSTVLTSK 128 139 57.8 25.4 0.0 2 0 0 1,279.7256
B_09 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 2 19.10% VGGHAAEYGAEALER 17 31 35.1 26.2 0.0 0 1 0 1,529.7343
B_09 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 2 19.10% FLANVSTVLTSK 128 139 34.2 25.9 0.0 1 0 0 1,279.7256
C_01 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 2 19.10% VGGHAAEYGAEALER 17 31 28.7 26.4 0.0 0 1 0 1,529.7343
C_01 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 2 19.10% FLANVSTVLTSK 128 139 27.8 25.4 0.0 1 0 0 1,279.7256
C_02 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 5 25.50% VGGHAAEYGAEALER 17 31 54.9 26.5 15.5 2 0 0 1,529.7343
C_02 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 5 25.50% LRVDPVNFK 91 99 32.3 29.0 0.0 2 0 0 1,087.6259
C_02 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 5 25.50% FLANVSTVLTSK 128 139 27.2 25.4 0.0 1 0 0 1,279.7256
C_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 4 6 11 31.90% VGGHAAEYGAEALER 17 31 82.8 26.2 37.8 2 1 0 1,529.7343
C_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 4 6 11 31.90% MFLSFPTTK 32 40 50.5 27.6 44.4 4 0 0 1,087.5494
C_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 4 6 11 31.90% LRVDPVNFK 91 99 33.7 28.3 0.0 2 0 0 1,087.6259
C_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 4 6 11 31.90% FLANVSTVLTSK 128 139 66.6 25.4 0.0 2 0 0 1,279.7256
C_05 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 4 19.10% VGGHAAEYGAEALER 17 31 55.6 26.0 22.0 2 0 0 1,529.7343
C_05 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 4 19.10% FLANVSTVLTSK 128 139 47.1 25.4 0.0 2 0 0 1,279.7256
C_06 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 4 19.10% VGGHAAEYGAEALER 17 31 66.4 26.2 24.9 2 0 0 1,529.7343
C_06 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 4 19.10% FLANVSTVLTSK 128 139 43.8 25.4 0.0 2 0 0 1,279.7256
C_15 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 4 19.10% VGGHAAEYGAEALER 17 31 45.9 25.8 0.0 0 2 0 1,529.7343
C_15 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 4 19.10% FLANVSTVLTSK 128 139 53.1 25.4 0.0 2 0 0 1,279.7256
F_05 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% VGGHAAEYGAEALER 17 31 45.2 26.4 12.6 2 1 0 1,529.7343
F_05 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% MFLSFPTTK 32 40 42.8 27.6 36.5 2 0 0 1,087.5494
F_05 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% FLANVSTVLTSK 128 139 66.4 25.4 0.0 2 0 0 1,279.7256
F_06 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 4 19.10% VGGHAAEYGAEALER 17 31 56.1 26.6 22.5 2 0 0 1,529.7343
F_06 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 4 19.10% FLANVSTVLTSK 128 139 61.8 25.4 0.0 2 0 0 1,279.7256
G_05 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% VGGHAAEYGAEALER 17 31 40.6 26.6 8.8 2 2 0 1,529.7343
G_05 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% MFLSFPTTK 32 40 27.9 28.0 17.8 2 0 0 1,087.5494
G_05 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% FLANVSTVLTSK 128 139 31.4 25.1 0.0 1 0 0 1,279.7256
G_06 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 5 25.50% VGGHAAEYGAEALER 17 31 48.3 26.6 8.4 2 0 0 1,529.7343
G_06 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 5 25.50% LRVDPVNFK 91 99 25.3 28.8 0.0 1 0 0 1,087.6259
G_06 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 5 25.50% FLANVSTVLTSK 128 139 52.7 25.1 0.0 2 0 0 1,279.7256
G_07 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% VGGHAAEYGAEALER 17 31 50.9 26.8 3.8 0 2 0 1,529.7343
G_07 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% FLANVSTVLTSK 128 139 53.5 25.1 0.0 1 0 0 1,279.7256
H_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 4 6 10 31.90% VGGHAAEYGAEALER 17 31 65.3 26.5 14.6 2 1 0 1,529.7343



H_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 4 6 10 31.90% MFLSFPTTK 32 40 39.3 27.8 33.0 4 0 0 1,087.5494
H_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 4 6 10 31.90% LRVDPVNFK 91 99 28.6 28.8 0.0 1 0 0 1,087.6259
H_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 4 6 10 31.90% FLANVSTVLTSK 128 139 59.7 25.3 0.0 2 0 0 1,279.7256
H_08 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% VGGHAAEYGAEALER 17 31 32.4 26.4 0.2 0 1 0 1,529.7343
H_08 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% FLANVSTVLTSK 128 139 58.5 25.1 0.0 2 0 0 1,279.7256
I_06 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 5 19.10% VGGHAAEYGAEALER 17 31 34.7 26.6 13.8 2 2 0 1,529.7343
I_06 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 5 19.10% FLANVSTVLTSK 128 139 44.2 25.4 0.0 1 0 0 1,279.7256
I_07 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% VGGHAAEYGAEALER 17 31 32.7 26.8 7.5 0 1 0 1,529.7343
I_07 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% FLANVSTVLTSK 128 139 41.8 25.4 0.0 2 0 0 1,279.7256
I_08 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 4 19.10% VGGHAAEYGAEALER 17 31 53.0 26.5 0.0 0 2 0 1,529.7343
I_08 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 4 19.10% FLANVSTVLTSK 128 139 52.2 25.4 0.0 2 0 0 1,279.7256
I_12 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% VGGHAAEYGAEALER 17 31 26.4 26.5 7.9 0 1 0 1,529.7343
I_12 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% FLANVSTVLTSK 128 139 32.5 25.4 0.0 2 0 0 1,279.7256
I_24 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% VGGHAAEYGAEALER 17 31 32.4 26.5 0.0 0 1 0 1,529.7343
I_24 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% FLANVSTVLTSK 128 139 35.0 25.4 0.0 2 0 0 1,279.7256
J_02 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 4 19.10% VGGHAAEYGAEALER 17 31 35.9 26.8 0.0 1 1 0 1,529.7343
J_02 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 4 19.10% FLANVSTVLTSK 128 139 60.0 25.0 0.0 2 0 0 1,279.7256
J_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% VGGHAAEYGAEALER 17 31 67.2 26.8 27.4 2 1 0 1,529.7343
J_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% MFLSFPTTK 32 40 26.9 27.1 19.5 2 0 0 1,071.5544
J_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% FLANVSTVLTSK 128 139 80.2 25.0 0.0 2 0 0 1,279.7256
J_04 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 5 19.10% VGGHAAEYGAEALER 17 31 61.2 26.9 16.8 2 1 0 1,529.7343
J_04 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 5 19.10% FLANVSTVLTSK 128 139 44.9 25.0 0.0 2 0 0 1,279.7256
J_05 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 6 19.10% VGGHAAEYGAEALER 17 31 49.6 26.6 0.0 2 2 0 1,529.7343
J_05 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 6 19.10% FLANVSTVLTSK 128 139 52.5 25.1 0.0 2 0 0 1,279.7256
J_07 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 5 19.10% VGGHAAEYGAEALER 17 31 47.7 26.6 2.1 2 1 0 1,529.7343
J_07 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 5 19.10% FLANVSTVLTSK 128 139 59.6 25.1 0.0 2 0 0 1,279.7256
J_08 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% VGGHAAEYGAEALER 17 31 45.3 26.8 9.1 0 1 0 1,529.7343
J_08 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% FLANVSTVLTSK 128 139 60.5 25.1 0.0 2 0 0 1,279.7256
J_11 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% VGGHAAEYGAEALER 17 31 29.4 26.8 0.0 0 1 0 1,529.7343
J_11 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% FLANVSTVLTSK 128 139 35.2 25.1 0.0 2 0 0 1,279.7256
J_14 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,140 2 2 3 19.10% VGGHAAEYGAEALER 18 32 24.0 26.6 1.8 0 1 0 1,529.7343
J_14 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,140 2 2 3 19.10% FLANVSTVLTSK 129 140 49.2 25.1 0.0 2 0 0 1,279.7256
K_01 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% VGGHAAEYGAEALER 17 31 50.0 26.8 14.7 2 0 0 1,529.7343
K_01 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% FLANVSTVLTSK 128 139 34.7 25.4 0.0 1 0 0 1,279.7256
K_02 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 5 19.10% VGGHAAEYGAEALER 17 31 42.2 26.6 12.0 2 1 0 1,529.7343
K_02 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 5 19.10% FLANVSTVLTSK 128 139 77.1 25.5 0.0 2 0 0 1,279.7256
K_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 5 10 25.50% VGGHAAEYGAEALER 17 31 73.7 26.6 33.5 2 3 0 1,529.7343
K_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 5 10 25.50% MFLSFPTTK 32 40 32.9 26.9 26.9 3 0 0 1,071.5544
K_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 5 10 25.50% FLANVSTVLTSK 128 139 60.5 25.1 0.0 2 0 0 1,279.7256
K_06 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% VGGHAAEYGAEALER 17 31 30.8 26.7 0.5 0 1 0 1,529.7343
K_06 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% FLANVSTVLTSK 128 139 43.6 25.3 0.0 2 0 0 1,279.7256
K_07 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% VGGHAAEYGAEALER 17 31 45.8 26.6 13.1 2 0 0 1,529.7343
K_07 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% FLANVSTVLTSK 128 139 27.4 25.4 0.0 1 0 0 1,279.7256
K_09 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% VGGHAAEYGAEALER 17 31 27.7 26.8 9.2 0 1 0 1,529.7343
K_09 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% FLANVSTVLTSK 128 139 45.7 25.1 0.0 2 0 0 1,279.7256
M_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 8 25.50% VGGHAAEYGAEALER 17 31 40.5 26.8 11.1 2 2 0 1,529.7343
M_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 8 25.50% MFLSFPTTK 32 40 39.8 27.8 32.1 2 0 0 1,087.5494
M_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 8 25.50% FLANVSTVLTSK 128 139 58.9 25.3 0.0 2 0 0 1,279.7256
N_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 5 25.50% VGGHAAEYGAEALER 17 31 44.2 27.0 5.6 0 1 0 1,529.7343
N_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 5 25.50% MFLSFPTTK 32 40 44.4 28.4 32.4 2 0 0 1,087.5494
N_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 5 25.50% FLANVSTVLTSK 128 139 64.4 25.0 0.0 2 0 0 1,279.7256
N_04 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% VGGHAAEYGAEALER 17 31 44.8 26.9 14.4 2 1 0 1,529.7343
N_04 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% MFLSFPTTK 32 40 39.1 28.4 30.2 2 0 0 1,087.5494
N_04 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 7 25.50% FLANVSTVLTSK 128 139 58.8 25.1 0.0 2 0 0 1,279.7256
O_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 5 10 25.50% VGGHAAEYGAEALER 17 31 49.5 26.9 14.2 2 2 0 1,529.7343
O_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 5 10 25.50% MFLSFPTTK 32 40 45.3 28.0 35.8 4 0 0 1,087.5494
O_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 5 10 25.50% FLANVSTVLTSK 128 139 67.2 25.1 0.0 2 0 0 1,279.7256
P_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 8 25.50% VGGHAAEYGAEALER 17 31 56.9 27.1 12.0 2 2 0 1,529.7343
P_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 8 25.50% MFLSFPTTK 32 40 32.7 28.5 25.5 2 0 0 1,087.5494
P_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 4 8 25.50% FLANVSTVLTSK 128 139 59.2 25.0 0.0 2 0 0 1,279.7256
P_04 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 4 19.10% VGGHAAEYGAEALER 17 31 54.5 26.8 8.3 1 1 0 1,529.7343
P_04 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 3 4 19.10% FLANVSTVLTSK 128 139 34.6 25.0 0.0 2 0 0 1,279.7256
Q_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 6 25.50% VGGHAAEYGAEALER 17 31 42.0 27.1 0.0 0 2 0 1,529.7343
Q_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 6 25.50% MFLSFPTTK 32 40 41.1 28.2 35.7 2 0 0 1,087.5494
Q_03 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 3 3 6 25.50% FLANVSTVLTSK 128 139 69.2 25.0 0.0 2 0 0 1,279.7256
Q_04 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% VGGHAAEYGAEALER 17 31 32.7 26.8 1.0 0 2 0 1,529.7343
Q_04 Hemoglobin subunit alpha‐1 HBA_BOVIN 15,044 2 2 3 19.10% FLANVSTVLTSK 128 139 31.3 25.1 0.0 1 0 0 1,279.7256
A_10 Hemoglobin subunit beta HBB_HUMAN 15,998 3 3 4 25.20% VNVDEVGGEALGR 19 31 72.6 27.8 0.0 2 0 0 1,314.6649
A_10 Hemoglobin subunit beta HBB_HUMAN 15,998 3 3 4 25.20% EFTPPVQAAYQK 122 133 25.1 27.8 3.8 1 0 0 1,378.7002
A_10 Hemoglobin subunit beta HBB_HUMAN 15,998 3 3 4 25.20% VVAGVANALAHK 134 145 23.0 26.0 10.3 1 0 0 1,149.6738
A_11 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 17.00% VNVDEVGGEALGR 19 31 50.0 27.9 0.0 2 0 0 1,314.6649
A_11 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 17.00% VVAGVANALAHK 134 145 25.0 26.0 9.7 1 0 0 1,149.6738
A_28 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 4 15.00% SAVTALWGK 10 18 35.0 28.5 22.4 2 0 0 932.5200
A_28 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 4 15.00% VNVDEVGGEALGR 19 31 65.0 27.3 0.0 2 0 0 1,314.6649
B_01 Hemoglobin subunit beta HBB_HUMAN 15,998 4 4 7 24.50% SAVTALWGK 10 18 49.7 28.4 26.6 2 0 0 932.5200
B_01 Hemoglobin subunit beta HBB_HUMAN 15,998 4 4 7 24.50% VNVDEVGGEALGR 19 31 63.8 27.6 0.0 2 0 0 1,314.6649
B_01 Hemoglobin subunit beta HBB_HUMAN 15,998 4 4 7 24.50% VVAGVANALAHK 134 145 44.7 26.5 19.4 2 0 0 1,149.6738
B_01 Hemoglobin subunit beta HBB_HUMAN 15,998 4 4 7 24.50% VVAGVANALAHKYH 134 147 23.1 28.1 15.2 0 1 0 1,449.7960
C_01 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 15.00% SAVTALWGK 10 18 37.3 27.7 27.3 1 0 0 932.5200
C_01 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 15.00% VNVDEVGGEALGR 19 31 63.6 27.6 0.0 2 0 0 1,314.6649
C_09 Hemoglobin subunit beta HBB_HUMAN 15,998 3 3 6 23.10% SAVTALWGK 10 18 42.7 28.0 29.2 2 0 0 932.5200
C_09 Hemoglobin subunit beta HBB_HUMAN 15,998 3 3 6 23.10% VNVDEVGGEALGR 19 31 80.4 27.2 0.0 2 0 0 1,314.6649
C_09 Hemoglobin subunit beta HBB_HUMAN 15,998 3 3 6 23.10% VVAGVANALAHK 134 145 43.1 26.0 10.9 2 0 0 1,149.6738
D_32 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 15.00% SAVTALWGK 10 18 31.4 28.0 7.8 1 0 0 932.5200
D_32 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 15.00% VNVDEVGGEALGR 19 31 46.2 27.6 0.0 2 0 0 1,314.6649
E_31 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 15.00% SAVTALWGK 10 18 26.3 28.0 14.2 1 0 0 932.5200
E_31 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 15.00% VNVDEVGGEALGR 19 31 46.6 27.7 0.0 2 0 0 1,314.6649
J_03 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 21.80% SAVTALWGK 10 18 35.1 27.5 17.7 1 0 0 932.5200
J_03 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 21.80% VNVDEVGGEALGR 19 31 64.2 27.6 0.0 2 0 0 1,314.6649
J_03 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 21.80% LLVVYPWTQR 32 41 42.1 27.9 0.0 2 0 0 1,274.7256
K_03 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 21.10% SAVTALWGK 10 18 23.6 27.7 16.3 2 0 0 932.5200
K_03 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 21.10% LLVVYPWTQR 32 41 47.2 27.8 0.0 2 0 0 1,274.7256
K_03 Hemoglobin subunit beta HBB_HUMAN 15,998 2 2 3 21.10% VVAGVANALAHK 134 145 19.8 25.0 6.6 1 0 0 1,149.6738
A_02 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 3 16.60% LLGNVLVVVLAR 104 115 51.8 25.0 0.0 1 0 0 1,265.8304
A_02 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 3 16.60% VVTGVANALAHR 132 143 24.5 25.7 17.2 2 0 0 1,207.6905
A_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 5 5 8 36.60% AAVTSLFAK 8 16 52.7 25.1 46.1 2 0 0 907.5247
A_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 5 5 8 36.60% KVLDSFCEGLK 65 75 34.9 27.6 32.6 1 0 0 1,295.6666
A_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 5 5 8 36.60% LHVDPENFR 95 103 28.6 27.8 0.0 1 0 0 1,126.5640
A_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 5 5 8 36.60% LLGNVLVVVLAR 104 115 76.3 25.0 0.0 2 0 0 1,265.8304
A_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 5 5 8 36.60% VVTGVANALAHR 132 143 77.2 25.4 69.4 2 0 0 1,207.6905
B_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 4 14.50% AAVTSLFAK 8 16 48.2 25.1 42.8 2 0 0 907.5247
B_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 4 14.50% VVTGVANALAHR 132 143 63.8 25.4 60.9 2 0 0 1,207.6905
C_01 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 3 3 4 23.40% AAVTSLFAK 8 16 40.6 25.0 35.2 1 0 0 907.5247
C_01 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 3 3 4 23.40% VKVDEVGGEALGR 17 29 61.6 27.7 42.3 2 0 0 1,328.7170
C_01 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 3 3 4 23.40% VVTGVANALAHR 132 143 31.8 25.7 31.8 1 0 0 1,207.6905
C_02 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 4 17.20% VKVDEVGGEALGR 17 29 37.6 27.7 26.3 2 0 0 1,328.7170
C_02 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 4 17.20% VVTGVANALAHR 132 143 40.6 25.7 35.5 2 0 0 1,207.6905
C_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 7 7 11 41.40% AAVTSLFAK 8 16 56.8 25.0 49.9 2 0 0 907.5247
C_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 7 7 11 41.40% VKVDEVGGEALGR 17 29 65.8 27.1 25.2 2 0 0 1,328.7170
C_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 7 7 11 41.40% KVLDSFCEGLK 65 75 41.3 26.7 33.7 2 0 0 1,295.6666
C_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 7 7 11 41.40% VLDSFCEGLK 66 75 23.4 26.6 14.2 1 0 0 1,167.5716
C_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 7 7 11 41.40% GAFASLSELHCDK 82 94 20.2 25.6 0.0 0 1 0 1,434.6683



C_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 7 7 11 41.40% VVTGVANALAHR 132 143 95.3 25.5 85.8 2 0 0 1,207.6905
C_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 7 7 11 41.40% VVTGVANALAHRYH 132 145 50.4 27.9 46.6 1 0 0 1,507.8127
F_05 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 4 13.10% AAVTSLFAK 8 16 34.9 25.0 30.7 2 0 0 907.5247
F_05 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 4 13.10% VLDSFCEGLK 66 75 19.1 26.7 15.8 2 0 0 1,167.5716
G_05 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 3 3 6 21.40% AAVTSLFAK 8 16 42.0 27.6 36.7 2 0 0 907.5247
G_05 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 3 3 6 21.40% VLDSFCEGLK 66 75 31.8 26.3 23.8 2 0 0 1,167.5716
G_05 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 3 3 6 21.40% VVTGVANALAHR 132 143 41.4 25.1 39.3 2 0 0 1,207.6905
H_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 8 22.10% AAVTSLFAK 8 16 39.8 25.0 35.4 2 0 0 907.5247
H_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 8 22.10% KVLDSFCEGLK 65 75 26.0 27.9 21.0 2 0 0 1,295.6666
H_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 8 22.10% VLDSFCEGLK 66 75 49.8 26.2 36.2 2 0 0 1,167.5716
H_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 8 22.10% VVTGVANALAHR 132 143 50.6 25.0 43.1 2 0 0 1,207.6905
I_02 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 4 15.90% VKVDEVGGEALGR 17 29 51.8 28.0 32.1 2 0 0 1,328.7170
I_02 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 4 15.90% VLDSFCEGLK 66 75 50.5 26.6 44.7 2 0 0 1,167.5716
I_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 5 5 8 29.00% AAVTSLFAK 8 16 47.4 25.0 42.3 1 0 0 907.5247
I_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 5 5 8 29.00% LLVVYPWTQR 30 39 34.0 27.8 0.0 2 0 0 1,274.7256
I_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 5 5 8 29.00% KVLDSFCEGLK 65 75 29.3 27.8 18.7 1 0 0 1,295.6666
I_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 5 5 8 29.00% VLDSFCEGLK 66 75 51.5 26.7 47.1 2 0 0 1,167.5716
I_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 5 5 8 29.00% VVTGVANALAHR 132 143 64.1 25.0 53.9 2 0 0 1,207.6905
J_01 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 3 15.20% LLVVYPWTQR 30 39 36.7 27.8 0.0 2 0 0 1,274.7256
J_01 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 3 15.20% LLGNVLVVVLAR 104 115 48.6 25.0 0.0 1 0 0 1,265.8304
J_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 6 6 12 37.20% AAVTSLFAK 8 16 43.9 25.0 38.9 2 0 0 907.5247
J_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 6 6 12 37.20% LLVVYPWTQR 30 39 42.1 27.9 0.0 2 0 0 1,274.7256
J_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 6 6 12 37.20% KVLDSFCEGLK 65 75 26.5 27.4 20.2 2 0 0 1,295.6666
J_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 6 6 12 37.20% VLDSFCEGLK 66 75 43.4 26.2 31.9 2 0 0 1,167.5716
J_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 6 6 12 37.20% LLGNVLVVVLAR 104 115 59.1 25.0 0.0 2 0 0 1,265.8304
J_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 6 6 12 37.20% VVTGVANALAHR 132 143 67.4 25.0 54.4 2 0 0 1,207.6905
K_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 6 6 11 37.20% AAVTSLFAK 8 16 33.6 25.0 31.1 1 0 0 907.5247
K_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 6 6 11 37.20% LLVVYPWTQR 30 39 47.2 27.8 0.0 2 0 0 1,274.7256
K_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 6 6 11 37.20% KVLDSFCEGLK 65 75 33.2 27.8 24.5 2 0 0 1,295.6666
K_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 6 6 11 37.20% VLDSFCEGLK 66 75 47.3 25.6 43.7 2 0 0 1,167.5716
K_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 6 6 11 37.20% LLGNVLVVVLAR 104 115 67.8 25.0 0.0 2 0 0 1,265.8304
K_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 6 6 11 37.20% VVTGVANALAHR 132 143 60.9 25.0 52.5 2 0 0 1,207.6905
L_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 7 30.30% AAVTSLFAK 8 16 44.2 27.6 37.9 2 0 0 907.5247
L_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 7 30.30% VKVDEVGGEALGR 17 29 61.1 27.4 40.5 2 0 0 1,328.7170
L_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 7 30.30% VLDSFCEGLK 66 75 27.7 26.5 26.8 1 0 0 1,167.5716
L_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 7 30.30% VVTGVANALAHR 132 143 56.1 25.1 47.8 2 0 0 1,207.6905
M_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 4 15.20% AAVTSLFAK 8 16 30.5 25.0 30.5 2 0 0 907.5247
M_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 4 15.20% VKVDEVGGEALGR 17 29 55.0 27.7 27.7 2 0 0 1,328.7170
N_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 8 30.30% AAVTSLFAK 8 16 38.1 27.6 33.1 2 0 0 907.5247
N_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 8 30.30% VKVDEVGGEALGR 17 29 58.6 27.6 29.0 2 0 0 1,328.7170
N_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 8 30.30% LLVVYPWTQR 30 39 43.3 27.9 0.0 2 0 0 1,274.7256
N_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 8 30.30% VVTGVANALAHR 132 143 57.3 25.0 52.1 2 0 0 1,207.6905
N_04 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 3 3 4 23.40% AAVTSLFAK 8 16 25.6 27.6 22.3 2 0 0 907.5247
N_04 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 3 3 4 23.40% VKVDEVGGEALGR 17 29 47.4 27.3 31.2 1 0 0 1,328.7170
N_04 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 3 3 4 23.40% VVTGVANALAHR 132 143 38.5 25.0 33.8 1 0 0 1,207.6905
O_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 8 30.30% AAVTSLFAK 8 16 46.7 25.0 39.4 2 0 0 907.5247
O_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 8 30.30% VKVDEVGGEALGR 17 29 77.5 27.6 29.6 2 0 0 1,328.7170
O_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 8 30.30% LLVVYPWTQR 30 39 30.0 27.9 0.0 2 0 0 1,274.7256
O_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 4 4 8 30.30% VVTGVANALAHR 132 143 69.0 25.0 56.4 2 0 0 1,207.6905
P_02 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 2 17.20% VKVDEVGGEALGR 17 29 26.3 27.2 26.3 1 0 0 1,328.7170
P_02 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 2 17.20% VVTGVANALAHR 132 143 33.0 25.0 29.3 1 0 0 1,207.6905
P_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 4 15.20% AAVTSLFAK 8 16 34.4 27.6 31.7 2 0 0 907.5247
P_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 2 2 4 15.20% VKVDEVGGEALGR 17 29 54.8 27.5 30.7 2 0 0 1,328.7170
Q_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 3 3 6 22.10% AAVTSLFAK 8 16 53.2 27.6 44.5 2 0 0 907.5247
Q_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 3 3 6 22.10% VKVDEVGGEALGR 17 29 72.0 27.6 25.7 2 0 0 1,328.7170
Q_03 Hemoglobin fetal subunit beta HBBF_BOVIN 15,859 3 3 6 22.10% VLDSFCEGLK 66 75 45.3 26.5 42.7 2 0 0 1,167.5716
A_07 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 4 5 9 21.10% VDVAVNCAGIAVASK 85 99 98.8 27.9 89.8 2 0 0 1,473.7730
A_07 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 4 5 9 21.10% GQTHTLEDFQR 106 116 37.2 25.7 10.3 2 0 0 1,331.6340
A_07 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 4 5 9 21.10% LVAGEMGQNEPDQGGQR 131 147 52.4 25.0 30.3 1 2 0 1,801.8137
A_07 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 4 5 9 21.10% GGIVGMTLPIAR 173 184 69.6 27.9 49.9 2 0 0 1,200.6772
B_07 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 3 3 6 14.60% VDVAVNCAGIAVASK 85 99 90.5 27.9 76.4 2 0 0 1,473.7730
B_07 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 3 3 6 14.60% GQTHTLEDFQR 106 116 37.5 25.7 6.4 2 0 0 1,331.6340
B_07 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 3 3 6 14.60% GGIVGMTLPIAR 173 184 62.4 27.9 41.1 2 0 0 1,200.6772
C_07 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 3 3 5 14.20% DVQTALALAK 70 79 39.8 27.1 30.8 1 0 0 1,029.5940
C_07 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 3 3 5 14.20% VDVAVNCAGIAVASK 85 99 61.2 28.2 61.2 2 0 0 1,473.7730
C_07 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 3 3 5 14.20% GGIVGMTLPIAR 173 184 57.5 27.9 46.0 2 0 0 1,200.6772
D_11 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 2 2 2 9.58% DVQTALALAK 70 79 31.5 28.7 16.3 1 0 0 1,029.5940
D_11 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 2 2 2 9.58% VDVAVNCAGIAVASK 85 99 43.7 28.2 43.7 1 0 0 1,473.7730
D_12 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 2 2 3 8.43% DVQTALALAK 70 79 32.5 29.0 15.8 2 0 0 1,029.5940
D_12 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 2 2 3 8.43% GGIVGMTLPIAR 173 184 22.6 28.2 14.5 1 0 0 1,200.6772
F_10 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 4 4 6 22.20% LGNNCVFAPADVTSEK 54 69 27.0 26.3 19.3 1 0 0 1,721.8164
F_10 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 4 4 6 22.20% DVQTALALAK 70 79 36.7 26.9 28.5 1 0 0 1,029.5940
F_10 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 4 4 6 22.20% VDVAVNCAGIAVASK 85 99 94.4 27.9 84.1 2 0 0 1,473.7730
F_10 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 4 4 6 22.20% LVAGEMGQNEPDQGGQR 131 147 58.9 25.0 55.1 2 0 0 1,785.8187
H_06 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 3 4 7 16.90% VDVAVNCAGIAVASK 85 99 108.0 28.0 101.0 2 0 0 1,473.7730
H_06 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 3 4 7 16.90% LVAGEMGQNEPDQGGQR 131 147 50.4 25.0 50.4 2 1 0 1,785.8187
H_06 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 3 4 7 16.90% GGIVGMTLPIAR 173 184 70.3 25.6 36.2 2 0 0 1,184.6822
I_07 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 2 2 4 12.30% VDVAVNCAGIAVASK 85 99 77.6 28.3 68.9 2 0 0 1,473.7730
I_07 3‐hydroxyacyl‐CoA dehydrogenase type‐2 HCD2_HUMAN 26,923 2 2 4 12.30% LVAGEMGQNEPDQGGQR 131 147 31.3 25.1 27.9 2 0 0 1,785.8187
C_10 Hydroxyacyl‐coenzyme A dehydrogenase, mitochondrial HCDH_HUMAN 34,294 2 2 4 8.60% TFESLVDFSK 193 202 54.6 27.1 48.3 2 0 0 1,172.5834
C_10 Hydroxyacyl‐coenzyme A dehydrogenase, mitochondrial HCDH_HUMAN 34,294 2 2 4 8.60% LYERGDASKEDIDTAMK 233 249 25.0 25.3 19.5 0 2 0 1,957.9175
H_08 Hydroxyacyl‐coenzyme A dehydrogenase, mitochondrial HCDH_HUMAN 34,294 2 2 4 6.05% TFESLVDFSK 193 202 52.7 27.0 46.3 2 0 0 1,172.5834
H_08 Hydroxyacyl‐coenzyme A dehydrogenase, mitochondrial HCDH_HUMAN 34,294 2 2 4 6.05% DTPGFIVNR 213 221 37.2 29.3 24.6 2 0 0 1,018.5317
A_17 Hematopoietic lineage cell‐specific protein HCLS1_HUMAN 54,013 2 3 6 4.73% SAVGHEYVAEVEK 97 109 73.8 26.8 67.6 2 2 0 1,417.6957
A_17 Hematopoietic lineage cell‐specific protein HCLS1_HUMAN 54,013 2 3 6 4.73% GFGGQYGIQK 193 202 53.6 27.0 38.5 2 0 0 1,054.5318
B_18 Hematopoietic lineage cell‐specific protein HCLS1_HUMAN 54,013 2 2 3 5.97% SAVGHEYVAEVEK 97 109 47.5 26.4 41.2 0 1 0 1,417.6957
B_18 Hematopoietic lineage cell‐specific protein HCLS1_HUMAN 54,013 2 2 3 5.97% SAVGFNEMEAPTTAYK 208 223 79.5 25.0 79.5 2 0 0 1,731.7895
H_15 Hematopoietic lineage cell‐specific protein HCLS1_HUMAN 54,013 2 2 2 4.73% SAVGHEYVAEVEK 97 109 25.8 26.9 13.9 0 1 0 1,417.6957
H_15 Hematopoietic lineage cell‐specific protein HCLS1_HUMAN 54,013 2 2 2 4.73% GFGGQYGIQK 193 202 38.0 27.2 33.0 1 0 0 1,054.5318
A_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 14 26 50.80% CGDLVFAK 12 19 48.8 26.7 30.7 2 0 0 909.4500
A_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 14 26 50.80% GYPHWPAR 22 29 28.4 25.5 25.0 2 0 0 983.4846
A_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 14 26 50.80% IDEMPEAAVK 30 39 33.5 25.8 26.2 4 0 0 1,118.5400
A_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 14 26 50.80% DLFPYEESK 62 70 25.0 25.0 15.4 1 0 0 1,127.5256
A_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 14 26 50.80% KSCVEEPEPEPEAAEGDGDKK 106 126 38.5 25.0 32.6 0 2 0 2,301.0191
A_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 14 26 50.80% SCVEEPEPEPEAAEGDGDK 107 125 74.0 25.0 74.0 2 0 0 2,044.8291
A_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 14 26 50.80% SCVEEPEPEPEAAEGDGDKK 107 126 32.3 25.0 24.9 1 2 0 2,172.9241
A_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 14 26 50.80% GNAEGSSDEEGKLVIDEPAK 127 146 33.9 25.1 21.4 0 2 0 2,044.9672
A_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 14 26 50.80% RAGDLLEDSPK 157 167 28.3 26.6 15.1 2 0 0 1,200.6221
A_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 14 26 50.80% EAATLEVERPLPMEVEK 181 197 47.0 27.6 41.2 2 2 0 1,956.9949
A_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 14 26 50.80% GPPQEEEEEEDEEEEATK 209 226 88.7 25.0 88.7 2 0 0 2,103.8363
B_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 12 18 47.10% CGDLVFAK 12 19 43.3 26.7 27.8 2 0 0 909.4500
B_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 12 18 47.10% GYPHWPAR 22 29 22.1 25.5 14.3 1 0 0 983.4846
B_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 12 18 47.10% IDEMPEAAVK 30 39 47.8 26.5 39.6 3 0 0 1,118.5400
B_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 12 18 47.10% DLFPYEESK 62 70 27.0 25.0 15.1 1 0 0 1,127.5256
B_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 12 18 47.10% KSCVEEPEPEPEAAEGDGDKK 106 126 29.3 25.0 26.0 0 2 0 2,301.0191
B_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 12 18 47.10% SCVEEPEPEPEAAEGDGDK 107 125 80.2 25.0 80.2 2 0 0 2,044.8291
B_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 12 18 47.10% SCVEEPEPEPEAAEGDGDKK 107 126 39.4 25.0 32.5 1 0 0 2,172.9241
B_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 12 18 47.10% GNAEGSSDEEGKLVIDEPAK 127 146 45.4 25.4 41.4 0 2 0 2,044.9672
B_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 12 18 47.10% GNAEGSSDEEGKLVIDEPAKEK 127 148 18.5 27.0 18.3 0 1 0 2,302.1048
B_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 12 18 47.10% EAATLEVERPLPMEVEK 181 197 39.8 28.1 37.8 2 0 0 1,956.9949
B_11 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 11 12 18 47.10% GPPQEEEEEEDEEEEATK 209 226 60.7 25.0 60.7 1 0 0 2,103.8363
F_12 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 2 2 3 11.70% GYPHWPAR 22 29 22.2 25.5 18.6 1 0 0 983.4846



F_12 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 2 2 3 11.70% SCVEEPEPEPEAAEGDGDKK 107 126 22.2 25.0 11.9 0 2 0 2,172.9241
H_09 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 5 5 8 24.20% DLFPYEESK 62 70 26.5 25.0 8.1 2 0 0 1,127.5256
H_09 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 5 5 8 24.20% DLFPYEESKEK 62 72 16.1 26.4 10.2 0 1 0 1,384.6632
H_09 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 5 5 8 24.20% SCVEEPEPEPEAAEGDGDK 107 125 63.7 25.0 63.7 1 0 0 2,044.8291
H_09 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 5 5 8 24.20% AGDLLEDSPK 158 167 49.4 25.0 45.4 2 0 0 1,044.5210
H_09 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 5 5 8 24.20% GPPQEEEEEEDEEEEATK 209 226 87.4 25.0 87.4 2 0 0 2,103.8363
L_07 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 3 3 4 15.80% KSCVEEPEPEPEAAEGDGDK 106 125 16.3 25.0 1.5 0 1 0 2,172.9241
L_07 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 3 3 4 15.80% SCVEEPEPEPEAAEGDGDKK 107 126 15.5 25.0 4.1 0 1 0 2,172.9241
L_07 Hepatoma‐derived growth factor HDGF_HUMAN 26,789 3 3 4 15.80% EAATLEVERPLPMEVEK 181 197 28.5 28.0 26.6 0 2 0 1,956.9949
A_06 Heme‐binding protein 1 HEBP1_HUMAN 21,097 2 2 4 12.20% IPNQFQSDPPAPSDK 104 118 39.2 26.6 31.8 2 0 0 1,640.7917
A_06 Heme‐binding protein 1 HEBP1_HUMAN 21,097 2 2 4 12.20% RNEIWLLK 181 188 23.1 26.9 10.1 2 0 0 1,071.6310
D_11 Heme‐binding protein 1 HEBP1_HUMAN 21,097 2 2 2 16.40% FATVEVTDKPVDEALR 41 56 25.0 28.0 20.5 0 1 0 1,789.9332
D_11 Heme‐binding protein 1 HEBP1_HUMAN 21,097 2 2 2 16.40% IPNQFQSDPPAPSDK 104 118 36.3 26.6 25.6 1 0 0 1,640.7917
K_05 Heme‐binding protein 1 HEBP1_HUMAN 21,097 2 2 2 16.40% FATVEVTDKPVDEALR 41 56 21.0 27.9 19.7 0 1 0 1,789.9332
K_05 Heme‐binding protein 1 HEBP1_HUMAN 21,097 2 2 2 16.40% IPNQFQSDPPAPSDK 104 118 40.8 26.5 35.9 1 0 0 1,640.7917
A_08 Heme‐binding protein 2 HEBP2_HUMAN 22,876 3 3 6 18.00% APEDAGPQPGSYEIR 27 41 72.5 25.2 68.9 2 0 0 1,586.7447
A_08 Heme‐binding protein 2 HEBP2_HUMAN 22,876 3 3 6 18.00% SFDGFSSAQK 141 150 24.4 25.0 15.8 2 0 0 1,073.4898
A_08 Heme‐binding protein 2 HEBP2_HUMAN 22,876 3 3 6 18.00% VYYTAGYNSPVK 173 184 51.0 27.0 45.8 2 0 0 1,361.6735
B_08 Heme‐binding protein 2 HEBP2_HUMAN 22,876 3 3 6 18.00% APEDAGPQPGSYEIR 27 41 82.7 25.1 81.1 2 0 0 1,586.7447
B_08 Heme‐binding protein 2 HEBP2_HUMAN 22,876 3 3 6 18.00% SFDGFSSAQK 141 150 35.5 25.0 22.4 2 0 0 1,073.4898
B_08 Heme‐binding protein 2 HEBP2_HUMAN 22,876 3 3 6 18.00% VYYTAGYNSPVK 173 184 51.2 27.0 46.1 2 0 0 1,361.6735
C_08 Heme‐binding protein 2 HEBP2_HUMAN 22,876 2 2 4 13.20% APEDAGPQPGSYEIR 27 41 65.0 25.1 61.8 2 0 0 1,586.7447
C_08 Heme‐binding protein 2 HEBP2_HUMAN 22,876 2 2 4 13.20% VYYTAGYNSPVK 173 184 46.0 27.1 37.3 2 0 0 1,361.6735
D_13 Heme‐binding protein 2 HEBP2_HUMAN 22,876 4 4 8 21.50% APEDAGPQPGSYEIR 27 41 49.7 25.0 46.9 2 0 0 1,586.7447
D_13 Heme‐binding protein 2 HEBP2_HUMAN 22,876 4 4 8 21.50% AEMTVFVR 133 140 39.7 25.9 22.4 2 0 0 968.4870
D_13 Heme‐binding protein 2 HEBP2_HUMAN 22,876 4 4 8 21.50% VYYTAGYNSPVK 173 184 58.8 26.5 49.3 2 0 0 1,361.6735
D_13 Heme‐binding protein 2 HEBP2_HUMAN 22,876 4 4 8 21.50% NNEVWLIQK 189 197 47.4 28.1 19.8 2 0 0 1,143.6157
F_10 Heme‐binding protein 2 HEBP2_HUMAN 22,876 5 5 9 26.30% APEDAGPQPGSYEIR 27 41 93.3 25.0 93.3 2 0 0 1,586.7447
F_10 Heme‐binding protein 2 HEBP2_HUMAN 22,876 5 5 9 26.30% AEMTVFVR 133 140 40.6 26.9 27.8 2 0 0 952.4920
F_10 Heme‐binding protein 2 HEBP2_HUMAN 22,876 5 5 9 26.30% SFDGFSSAQK 141 150 27.1 25.0 3.4 1 0 0 1,073.4898
F_10 Heme‐binding protein 2 HEBP2_HUMAN 22,876 5 5 9 26.30% VYYTAGYNSPVK 173 184 61.1 27.0 54.2 2 0 0 1,361.6735
F_10 Heme‐binding protein 2 HEBP2_HUMAN 22,876 5 5 9 26.30% NNEVWLIQK 189 197 61.6 28.6 44.4 2 0 0 1,143.6157
G_09 Heme‐binding protein 2 HEBP2_HUMAN 22,876 2 2 4 10.20% VYYTAGYNSPVK 173 184 47.8 27.9 38.2 2 0 0 1,361.6735
G_09 Heme‐binding protein 2 HEBP2_HUMAN 22,876 2 2 4 10.20% NNEVWLIQK 189 197 65.5 28.4 50.0 2 0 0 1,143.6157
K_07 Heme‐binding protein 2 HEBP2_HUMAN 22,876 2 2 4 13.20% APEDAGPQPGSYEIR 27 41 46.8 25.3 36.0 2 0 0 1,586.7447
K_07 Heme‐binding protein 2 HEBP2_HUMAN 22,876 2 2 4 13.20% VYYTAGYNSPVK 173 184 42.6 27.3 29.8 2 0 0 1,361.6735
L_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 3 3 6 17.60% APEDAGPQPGSYEIR 27 41 72.3 25.3 61.2 2 0 0 1,586.7447
L_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 3 3 6 17.60% VYYTAGYNSPVK 173 184 68.7 27.8 61.2 2 0 0 1,361.6735
L_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 3 3 6 17.60% NNEVWLIQK 189 197 48.4 28.4 37.8 2 0 0 1,143.6157
M_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 3 3 6 17.60% APEDAGPQPGSYEIR 27 41 29.7 25.2 20.6 2 0 0 1,586.7447
M_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 3 3 6 17.60% VYYTAGYNSPVK 173 184 55.7 27.3 48.5 2 0 0 1,361.6735
M_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 3 3 6 17.60% NNEVWLIQK 189 197 45.6 28.2 35.0 2 0 0 1,143.6157
O_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 2 2 4 10.20% VYYTAGYNSPVK 173 184 35.3 27.5 26.2 2 0 0 1,361.6735
O_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 2 2 4 10.20% NNEVWLIQK 189 197 42.3 28.2 33.3 2 0 0 1,143.6157
P_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 4 4 6 22.40% APEDAGPQPGSYEIR 27 41 35.3 25.3 26.6 1 0 0 1,586.7447
P_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 4 4 6 22.40% SFDGFSSAQK 141 150 29.1 25.0 17.1 2 0 0 1,073.4898
P_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 4 4 6 22.40% VYYTAGYNSPVK 173 184 52.2 27.8 46.6 2 0 0 1,361.6735
P_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 4 4 6 22.40% NNEVWLIQK 189 197 39.2 28.3 26.4 1 0 0 1,143.6157
Q_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 4 4 8 22.40% APEDAGPQPGSYEIR 27 41 57.2 25.4 26.5 2 0 0 1,586.7447
Q_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 4 4 8 22.40% SFDGFSSAQK 141 150 30.3 25.0 20.3 2 0 0 1,073.4898
Q_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 4 4 8 22.40% VYYTAGYNSPVK 173 184 61.5 27.4 56.5 2 0 0 1,361.6735
Q_05 Heme‐binding protein 2 HEBP2_HUMAN 22,876 4 4 8 22.40% NNEVWLIQK 189 197 42.5 28.2 33.9 2 0 0 1,143.6157
A_10 Delta‐aminolevulinic acid dehydratase HEM2_HUMAN 36,295 3 3 6 9.39% CVLIFGVPSR 75 84 50.9 27.8 40.9 2 0 0 1,147.6293
A_10 Delta‐aminolevulinic acid dehydratase HEM2_HUMAN 36,295 3 3 6 9.39% LAEVALAYAK 150 159 42.7 25.0 30.7 2 0 0 1,048.6037
A_10 Delta‐aminolevulinic acid dehydratase HEM2_HUMAN 36,295 3 3 6 9.39% AAVLEAMTAFR 298 308 42.7 26.4 19.2 2 0 0 1,195.6140
B_10 Delta‐aminolevulinic acid dehydratase HEM2_HUMAN 36,295 2 2 3 6.36% CVLIFGVPSR 75 84 39.3 27.8 25.0 2 0 0 1,147.6293
B_10 Delta‐aminolevulinic acid dehydratase HEM2_HUMAN 36,295 2 2 3 6.36% AAVLEAMTAFR 298 308 28.2 28.1 28.2 1 0 0 1,179.6190
F_12 Delta‐aminolevulinic acid dehydratase HEM2_HUMAN 36,295 2 2 3 6.06% CVLIFGVPSR 75 84 40.7 27.8 29.8 1 0 0 1,147.6293
F_12 Delta‐aminolevulinic acid dehydratase HEM2_HUMAN 36,295 2 2 3 6.06% LAEVALAYAK 150 159 66.5 25.0 62.5 2 0 0 1,048.6037
A_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 5 5 9 13.40% ATSLGRPEEEEDELAHR 110 126 24.4 25.7 16.1 0 1 0 1,938.9153
A_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 5 5 9 13.40% EACDQHGPDLYPK 302 314 29.0 25.0 0.0 0 2 0 1,529.6692
A_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 5 5 9 13.40% FGLFTPGSR 405 413 41.0 27.1 32.2 2 0 0 981.5153
A_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 5 5 9 13.40% IESILMSLPLTAR 414 426 58.1 26.4 50.7 2 0 0 1,459.8191
A_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 5 5 9 13.40% EAEILEVLR 439 447 50.1 27.0 42.5 2 0 0 1,071.6045
B_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 7 7 12 18.70% AGVSISVVHGNLSEEAAK 203 220 44.1 27.1 44.1 1 0 0 1,767.9235
B_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 7 7 12 18.70% NPHAPTIHFNYR 251 262 19.2 27.3 11.6 0 1 0 1,466.7287
B_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 7 7 12 18.70% EACDQHGPDLYPK 302 314 19.8 25.0 0.0 0 2 0 1,529.6692
B_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 7 7 12 18.70% AVVPSYIPLVK 360 370 50.8 25.0 34.0 2 0 0 1,185.7242
B_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 7 7 12 18.70% FGLFTPGSR 405 413 49.7 27.1 42.2 2 0 0 981.5153
B_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 7 7 12 18.70% IESILMSLPLTAR 414 426 75.8 26.4 63.9 2 0 0 1,459.8191
B_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 7 7 12 18.70% EAEILEVLR 439 447 52.7 28.4 15.0 2 0 0 1,071.6045
C_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 4 4 8 10.10% ATSLGRPEEEEDELAHR 110 126 24.7 25.6 24.7 0 2 0 1,938.9153
C_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 4 4 8 10.10% AVVPSYIPLVK 360 370 32.6 25.0 22.8 2 0 0 1,185.7242
C_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 4 4 8 10.10% FGLFTPGSR 405 413 31.6 27.4 26.5 2 0 0 981.5153
C_11 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 4 4 8 10.10% EAEILEVLR 439 447 51.8 27.0 30.8 2 0 0 1,071.6045
F_14 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 3 3 5 8.59% ATSLGRPEEEEDELAHR 110 126 34.2 25.7 26.1 0 2 0 1,938.9153
F_14 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 3 3 5 8.59% EACDQHGPDLYPK 302 314 16.3 25.0 0.0 0 1 0 1,529.6692
F_14 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 3 3 5 8.59% EAEILEVLR 439 447 50.0 28.4 13.1 2 0 0 1,071.6045
H_09 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 2 2 4 5.73% ATSLGRPEEEEDELAHR 110 126 36.2 25.7 29.6 0 2 0 1,938.9153
H_09 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 2 2 4 5.73% EAEILEVLR 439 447 57.7 28.6 18.2 2 0 0 1,071.6045
I_09 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 2 2 4 5.73% ATSLGRPEEEEDELAHR 110 126 26.7 25.7 22.1 0 2 0 1,938.9153
I_09 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 2 2 4 5.73% EAEILEVLR 439 447 49.3 28.6 11.4 2 0 0 1,071.6045
K_09 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 2 2 3 6.17% ATSLGRPEEEEDELAHR 110 126 18.9 25.8 18.5 0 2 0 1,938.9153
K_09 Coproporphyrinogen‐III oxidase, mitochondrial HEM6_HUMAN 50,152 2 2 3 6.17% AVVPSYIPLVK 360 370 18.2 25.0 12.0 1 0 0 1,185.7242
P_09 Hemopexin HEMO_BOVIN 52,210 2 2 4 4.79% DYFMSCPNR 227 235 32.4 25.0 28.4 2 0 0 1,205.4714
P_09 Hemopexin HEMO_BOVIN 52,210 2 2 4 4.79% MNSLLGCAPHQHS 447 459 42.2 25.0 27.0 0 2 0 1,467.6468
F_15 Beta‐hexosaminidase subunit alpha HEXA_HUMAN 60,704 2 2 3 4.54% TEIEDFPR 159 166 29.3 26.2 23.2 2 0 0 1,006.4841
F_15 Beta‐hexosaminidase subunit alpha HEXA_HUMAN 60,704 2 2 3 4.54% GSYNPVTHIYTAQDVK 225 240 20.8 27.8 15.6 0 1 0 1,792.8865
A_07 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 3 4.32% TLDAMAFNK 222 230 24.1 25.0 18.6 1 0 0 1,026.4926
A_07 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 3 4.32% GSYSLSHVYTPNDVR 258 272 49.9 26.3 47.6 2 0 0 1,694.8132
A_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 7 7 13 13.10% GSYSLSHVYTPNDVR 258 272 19.6 26.3 11.4 0 1 0 1,694.8132
A_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 7 7 13 13.10% KLESFYIQK 382 390 40.1 26.3 25.8 2 0 0 1,155.6409
A_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 7 7 13 13.10% LESFYIQK 383 390 36.8 26.3 0.0 2 0 0 1,027.5459
A_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 7 7 13 13.10% VLDIIATINK 391 400 68.0 25.0 54.8 2 0 0 1,099.6723
A_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 7 7 13 13.10% LAPGTIVEVWK 415 425 36.1 25.6 31.9 2 0 0 1,212.6988
A_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 7 7 13 13.10% VEPLDFGGTQK 466 476 60.1 27.9 46.5 2 0 0 1,190.6054
A_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 7 7 13 13.10% GIAAQPLYAGYCNHENM 540 556 53.4 25.0 53.4 2 0 0 1,924.8317
B_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 4 5 9 9.35% GSYSLSHVYTPNDVR 258 272 49.6 26.3 43.9 2 2 0 1,694.8132
B_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 4 5 9 9.35% VLDIIATINK 391 400 31.0 25.3 21.8 1 0 0 1,099.6723
B_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 4 5 9 9.35% DSAYPEELSR 426 435 26.6 25.0 21.1 2 0 0 1,166.5324
B_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 4 5 9 9.35% GIAAQPLYAGYCNHENM 540 556 46.3 25.0 46.3 2 0 0 1,924.8317
B_17 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 3 3 5 6.12% GSYSLSHVYTPNDVR 258 272 17.4 26.5 12.3 0 1 0 1,694.8132
B_17 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 3 3 5 6.12% KLESFYIQK 382 390 20.8 26.3 10.0 2 0 0 1,155.6409
B_17 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 3 3 5 6.12% VLDIIATINK 391 400 53.3 25.3 47.5 2 0 0 1,099.6723
C_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 3 3 5 5.40% KLESFYIQK 382 390 20.7 25.7 1.0 1 0 0 1,155.6409
C_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 3 3 5 5.40% VLDIIATINK 391 400 68.0 25.0 58.2 2 0 0 1,099.6723
C_08 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 3 3 5 5.40% VEPLDFGGTQK 466 476 66.8 27.9 51.5 2 0 0 1,190.6054
C_17 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 4 4 6 9.17% GSYSLSHVYTPNDVR 258 272 28.8 26.5 23.7 0 2 0 1,694.8132
C_17 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 4 4 6 9.17% KLESFYIQK 382 390 33.3 25.7 22.6 1 0 0 1,155.6409
C_17 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 4 4 6 9.17% VLDIIATINK 391 400 47.7 25.3 31.6 2 0 0 1,099.6723
C_17 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 4 4 6 9.17% GIAAQPLYAGYCNHENM 540 556 25.7 25.0 25.7 1 0 0 1,924.8317
D_12 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 3 3 4 6.47% GSYSLSHVYTPNDVR 258 272 31.7 26.4 23.7 0 2 0 1,694.8132



D_12 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 3 3 4 6.47% VLDIIATINK 391 400 61.6 25.8 55.2 1 0 0 1,099.6723
D_12 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 3 3 4 6.47% LAPGTIVEVWK 415 425 34.6 25.7 25.7 1 0 0 1,212.6988
E_12 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 3 3.78% VLDIIATINK 391 400 45.3 25.8 36.1 2 0 0 1,099.6723
E_12 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 3 3.78% VEPLDFGGTQK 466 476 27.1 28.0 16.6 1 0 0 1,190.6054
F_10 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 4 3.78% VLDIIATINK 391 400 58.4 25.0 44.8 2 0 0 1,099.6723
F_10 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 4 3.78% VEPLDFGGTQK 466 476 40.4 28.0 25.2 2 0 0 1,190.6054
F_16 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 2 4.50% GSYSLSHVYTPNDVR 258 272 31.0 26.7 25.9 0 1 0 1,694.8132
F_16 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 2 4.50% VLDIIATINK 391 400 32.6 25.0 30.4 1 0 0 1,099.6723
G_16 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 4 3.42% DLLTPCYSR 304 312 31.9 25.9 28.1 2 0 0 1,124.5406
G_16 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 4 3.42% VLDIIATINK 391 400 31.0 25.0 16.0 2 0 0 1,099.6723
H_14 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 3 4.50% GSYSLSHVYTPNDVR 258 272 26.1 26.3 25.8 0 1 0 1,694.8132
H_14 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 3 4.50% VLDIIATINK 391 400 41.6 25.0 37.5 2 0 0 1,099.6723
I_14 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 3 4.68% GSYSLSHVYTPNDVR 258 272 27.3 26.5 22.5 0 1 0 1,694.8132
I_14 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 3 4.68% LAPGTIVEVWK 415 425 29.0 25.3 23.0 2 0 0 1,212.6988
K_07 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 3 3.60% KLESFYIQK 382 390 24.2 25.7 17.4 1 0 0 1,155.6409
K_07 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 3 3.60% LAPGTIVEVWK 415 425 49.2 25.6 38.7 2 0 0 1,212.6988
L_05 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 3 4 7 6.12% GSYSLSHVYTPNDVR 258 272 41.7 26.9 34.1 2 2 0 1,694.8132
L_05 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 3 4 7 6.12% DLLTPCYSR 304 312 29.8 25.9 22.4 1 0 0 1,124.5406
L_05 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 3 4 7 6.12% VLDIIATINK 391 400 44.6 25.0 33.5 2 0 0 1,099.6723
N_05 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 3 3.78% VLDIIATINK 391 400 41.6 25.0 27.1 2 0 0 1,099.6723
N_05 Beta‐hexosaminidase subunit beta HEXB_HUMAN 63,113 2 2 3 3.78% VEPLDFGGTQK 466 476 24.2 28.5 16.0 1 0 0 1,190.6054
A_18 Hedgehog‐interacting protein HHIP_HUMAN 78,853 3 3 5 5.57% LYGSYVFGDR 505 514 27.0 26.3 23.6 2 0 0 1,176.5684
A_18 Hedgehog‐interacting protein HHIP_HUMAN 78,853 3 3 5 5.57% NGNFLTLQQSPVTK 515 528 57.2 27.2 50.4 1 0 0 1,546.8225
A_18 Hedgehog‐interacting protein HHIP_HUMAN 78,853 3 3 5 5.57% ATVQPAQTLTSECSR 596 610 64.2 27.6 60.2 2 0 0 1,648.7960
A_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 9 10 17 15.70% CALCSPHSQSLFHSPER 112 128 34.0 25.0 32.2 0 1 0 2,012.9066
A_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 9 10 17 15.70% DLVLPLLCK 134 142 34.0 26.4 16.8 2 0 0 1,070.6281
A_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 9 10 17 15.70% GLLSLAFHPNYK 283 294 31.2 27.8 26.2 1 1 0 1,359.7420
A_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 9 10 17 15.70% LYVSYTTNQER 299 309 57.0 26.7 51.9 2 0 0 1,373.6695
A_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 9 10 17 15.70% VFLEVAELHR 341 350 67.2 26.7 56.8 2 0 0 1,212.6735
A_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 9 10 17 15.70% LYGSYVFGDR 505 514 64.0 26.3 54.9 2 0 0 1,176.5684
A_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 9 10 17 15.70% NGNFLTLQQSPVTK 515 528 78.9 27.2 68.7 2 0 0 1,546.8225
A_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 9 10 17 15.70% ATVQPAQTLTSECSR 596 610 94.4 27.7 87.0 2 0 0 1,648.7960
A_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 9 10 17 15.70% GYLGPQCEQVDR 660 671 50.0 25.0 39.7 2 0 0 1,421.6480
A_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 4 4 7 7.29% LYGSYVFGDR 505 514 61.3 26.3 50.5 2 0 0 1,176.5684
A_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 4 4 7 7.29% NGNFLTLQQSPVTK 515 528 73.1 27.6 68.3 2 0 0 1,546.8225
A_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 4 4 7 7.29% ATVQPAQTLTSECSR 596 610 93.7 27.7 90.9 2 0 0 1,648.7960
A_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 4 4 7 7.29% GYLGPQCEQVDR 660 671 21.6 25.0 11.9 1 0 0 1,421.6480
B_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 8 8 15 14.10% CALCSPHSQSLFHSPER 112 128 31.6 25.0 27.0 0 2 0 2,012.9066
B_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 8 8 15 14.10% DLVLPLLCK 134 142 34.0 26.1 16.8 2 0 0 1,070.6281
B_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 8 8 15 14.10% GLLSLAFHPNYK 283 294 39.1 27.9 32.6 1 0 0 1,359.7420
B_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 8 8 15 14.10% VFLEVAELHR 341 350 63.0 26.7 52.2 2 0 0 1,212.6735
B_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 8 8 15 14.10% LYGSYVFGDR 505 514 63.0 27.0 59.4 2 0 0 1,176.5684
B_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 8 8 15 14.10% NGNFLTLQQSPVTK 515 528 90.0 27.5 85.5 2 0 0 1,546.8225
B_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 8 8 15 14.10% ATVQPAQTLTSECSR 596 610 75.1 27.6 65.1 2 0 0 1,648.7960
B_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 8 8 15 14.10% GYLGPQCEQVDR 660 671 42.1 25.0 31.8 2 0 0 1,421.6480
B_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 5 5 10 8.71% VFLEVAELHR 341 350 55.3 26.7 38.1 2 0 0 1,212.6735
B_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 5 5 10 8.71% LYGSYVFGDR 505 514 50.9 26.7 41.8 2 0 0 1,176.5684
B_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 5 5 10 8.71% NGNFLTLQQSPVTK 515 528 63.4 27.5 55.3 2 0 0 1,546.8225
B_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 5 5 10 8.71% ATVQPAQTLTSECSR 596 610 74.5 27.7 69.5 2 0 0 1,648.7960
B_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 5 5 10 8.71% GYLGPQCEQVDR 660 671 32.8 25.0 27.6 2 0 0 1,421.6480
C_18 Hedgehog‐interacting protein HHIP_HUMAN 78,853 4 4 8 7.14% LYVSYTTNQER 299 309 27.5 26.1 19.5 2 0 0 1,373.6695
C_18 Hedgehog‐interacting protein HHIP_HUMAN 78,853 4 4 8 7.14% LYGSYVFGDR 505 514 38.5 26.7 31.8 2 0 0 1,176.5684
C_18 Hedgehog‐interacting protein HHIP_HUMAN 78,853 4 4 8 7.14% NGNFLTLQQSPVTK 515 528 50.5 27.2 45.5 2 0 0 1,546.8225
C_18 Hedgehog‐interacting protein HHIP_HUMAN 78,853 4 4 8 7.14% ATVQPAQTLTSECSR 596 610 67.4 27.4 66.6 2 0 0 1,648.7960
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% CALCSPHSQSLFHSPER 112 128 32.3 25.0 27.2 0 2 1 2,012.9066
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% DLVLPLLCK 134 142 34.0 26.4 16.7 2 0 0 1,070.6281
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% EFFYTCR 147 153 22.7 25.0 15.9 1 0 0 1,022.4400
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% DGGLCFPDFPR 175 185 24.8 25.0 10.6 1 0 0 1,280.5731
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% DGGLCFPDFPRK 175 186 21.0 26.0 5.3 0 1 0 1,408.6681
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% GLLSLAFHPNYK 283 294 37.8 27.9 36.7 1 1 0 1,359.7420
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% LYVSYTTNQER 299 309 51.6 26.1 43.4 2 0 0 1,373.6695
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% VFLEVAELHR 341 350 67.3 26.2 57.4 2 0 0 1,212.6735
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% VFLEVAELHRK 341 351 31.9 26.0 22.8 2 0 0 1,340.7685
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% LYGSYVFGDR 505 514 62.9 26.7 53.8 2 0 0 1,176.5684
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% NGNFLTLQQSPVTK 515 528 59.4 27.7 51.1 2 0 0 1,546.8225
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% QWQEKPLCLGTSGSCR 529 544 30.3 25.5 7.7 1 0 0 1,906.8901
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% ATVQPAQTLTSECSR 596 610 90.4 27.4 86.7 2 0 0 1,648.7960
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% KGYLGPQCEQVDR 659 671 47.0 26.8 40.9 2 2 0 1,549.7430
C_19 Hedgehog‐interacting protein HHIP_HUMAN 78,853 15 18 29 21.00% GYLGPQCEQVDR 660 671 52.0 25.0 34.6 2 0 0 1,421.6480
C_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 6 6 10 9.71% EFFYTCR 147 153 24.6 25.0 11.7 1 0 0 1,022.4400
C_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 6 6 10 9.71% VFLEVAELHR 341 350 62.8 26.2 51.1 1 0 0 1,212.6735
C_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 6 6 10 9.71% LYGSYVFGDR 505 514 59.7 26.3 52.3 2 0 0 1,176.5684
C_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 6 6 10 9.71% NGNFLTLQQSPVTK 515 528 61.8 27.7 53.0 2 0 0 1,546.8225
C_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 6 6 10 9.71% ATVQPAQTLTSECSR 596 610 83.4 27.4 83.4 2 0 0 1,648.7960
C_20 Hedgehog‐interacting protein HHIP_HUMAN 78,853 6 6 10 9.71% GYLGPQCEQVDR 660 671 38.7 25.0 35.1 2 0 0 1,421.6480
H_14 Hedgehog‐interacting protein HHIP_HUMAN 78,853 2 2 3 4.14% NGNFLTLQQSPVTK 515 528 49.3 27.7 41.8 2 0 0 1,546.8225
H_14 Hedgehog‐interacting protein HHIP_HUMAN 78,853 2 2 3 4.14% ATVQPAQTLTSECSR 596 610 61.1 27.6 50.8 1 0 0 1,648.7960
H_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 3 3 6 5.14% DLVLPLLCK 134 142 36.9 26.1 19.8 2 0 0 1,070.6281
H_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 3 3 6 5.14% ATVQPAQTLTSECSR 596 610 94.8 27.7 90.6 2 0 0 1,648.7960
H_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 3 3 6 5.14% GYLGPQCEQVDR 660 671 31.7 25.0 24.9 2 0 0 1,421.6480
I_15 Hedgehog‐interacting protein HHIP_HUMAN 78,853 3 3 6 5.57% LYGSYVFGDR 505 514 45.3 26.8 35.9 2 0 0 1,176.5684
I_15 Hedgehog‐interacting protein HHIP_HUMAN 78,853 3 3 6 5.57% NGNFLTLQQSPVTK 515 528 53.6 27.1 53.3 2 0 0 1,546.8225
I_15 Hedgehog‐interacting protein HHIP_HUMAN 78,853 3 3 6 5.57% ATVQPAQTLTSECSR 596 610 69.4 27.6 62.7 2 0 0 1,648.7960
I_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 4 4 5 8.00% LFILEKEGYVK 242 252 21.6 27.5 3.8 1 0 0 1,338.7669
I_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 4 4 5 8.00% NGNFLTLQQSPVTK 515 528 57.6 27.6 48.2 1 0 0 1,546.8225
I_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 4 4 5 8.00% QWQEKPLCLGTSGSCR 529 544 17.7 25.5 12.8 0 1 0 1,906.8901
I_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 4 4 5 8.00% ATVQPAQTLTSECSR 596 610 88.9 27.7 78.9 2 0 0 1,648.7960
J_14 Hedgehog‐interacting protein HHIP_HUMAN 78,853 2 2 3 4.14% NGNFLTLQQSPVTK 515 528 45.5 27.3 38.6 1 0 0 1,546.8225
J_14 Hedgehog‐interacting protein HHIP_HUMAN 78,853 2 2 3 4.14% ATVQPAQTLTSECSR 596 610 63.2 28.0 63.2 2 0 0 1,648.7960
J_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 2 2 4 4.14% NGNFLTLQQSPVTK 515 528 60.0 27.2 52.4 2 0 0 1,546.8225
J_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 2 2 4 4.14% ATVQPAQTLTSECSR 596 610 54.8 27.9 50.0 2 0 0 1,648.7960
J_21 Hedgehog‐interacting protein HHIP_HUMAN 78,853 3 3 6 5.71% LYVSYTTNQER 299 309 38.1 26.9 29.4 2 0 0 1,373.6695
J_21 Hedgehog‐interacting protein HHIP_HUMAN 78,853 3 3 6 5.71% NGNFLTLQQSPVTK 515 528 46.2 27.2 39.6 2 0 0 1,546.8225
J_21 Hedgehog‐interacting protein HHIP_HUMAN 78,853 3 3 6 5.71% ATVQPAQTLTSECSR 596 610 67.9 27.7 58.2 2 0 0 1,648.7960
J_22 Hedgehog‐interacting protein HHIP_HUMAN 78,853 2 2 3 4.14% NGNFLTLQQSPVTK 515 528 50.6 27.2 46.8 1 0 0 1,546.8225
J_22 Hedgehog‐interacting protein HHIP_HUMAN 78,853 2 2 3 4.14% ATVQPAQTLTSECSR 596 610 36.0 28.2 36.0 2 0 0 1,648.7960
K_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 6 6 10 10.70% DLVLPLLCK 134 142 33.5 26.1 16.6 2 0 0 1,070.6281
K_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 6 6 10 10.70% DGGLCFPDFPR 175 185 19.8 25.0 15.3 1 0 0 1,280.5731
K_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 6 6 10 10.70% LYGSYVFGDR 505 514 41.9 26.4 41.9 2 0 0 1,176.5684
K_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 6 6 10 10.70% NGNFLTLQQSPVTK 515 528 64.2 27.3 52.1 2 0 0 1,546.8225
K_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 6 6 10 10.70% QWQEKPLCLGTSGSCR 529 544 20.7 26.0 14.6 0 1 0 1,906.8901
K_16 Hedgehog‐interacting protein HHIP_HUMAN 78,853 6 6 10 10.70% ATVQPAQTLTSECSR 596 610 58.8 27.7 47.2 2 0 0 1,648.7960
A_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 7 7 12 21.50% FLNALTLNMIR 56 66 50.1 26.1 35.5 2 0 0 1,321.7298
A_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 7 7 12 21.50% AGIATHFVDSEK 210 221 34.6 27.3 20.7 1 0 0 1,274.6376
A_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 7 7 12 21.50% LAMLEEDLLALK 222 233 62.9 27.6 46.1 2 0 0 1,374.7552
A_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 7 7 12 21.50% ENIASVLENYHTESK 238 252 21.0 26.0 14.0 0 2 0 1,733.8340
A_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 7 7 12 21.50% SFILEEHMDK 258 267 21.8 25.0 13.8 2 0 0 1,264.5880
A_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 7 7 12 21.50% TLQEVLTMEYR 321 331 52.3 27.6 46.5 1 0 0 1,398.6935
A_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 7 7 12 21.50% EVTEEDLNNHFK 366 377 48.1 25.0 35.9 2 0 0 1,474.6809
B_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 4 4 7 12.20% LAMLEEDLLALK 222 233 43.8 27.4 23.6 1 0 0 1,374.7552
B_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 4 4 7 12.20% ENIASVLENYHTESK 238 252 32.5 26.3 26.5 0 2 0 1,733.8340
B_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 4 4 7 12.20% TLQEVLTMEYR 321 331 55.1 27.2 49.2 2 0 0 1,398.6935



B_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 4 4 7 12.20% SLGSSDLKF 378 386 49.7 26.7 42.9 2 0 0 953.4939
C_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 2 2 3 5.18% TLQEVLTMEYR 321 331 49.0 27.6 43.5 1 0 0 1,398.6935
C_11 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 2 2 3 5.18% SLGSSDLKF 378 386 37.1 26.6 37.1 2 0 0 953.4939
G_13 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 2 2 2 5.44% AGIATHFVDSEK 210 221 30.0 27.7 25.5 1 0 0 1,274.6376
G_13 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 2 2 2 5.44% SLGSSDLKF 378 386 24.8 27.3 16.5 1 0 0 953.4939
H_09 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 2 2 2 5.44% AGIATHFVDSEK 210 221 26.8 27.3 23.0 1 0 0 1,274.6376
H_09 3‐hydroxyisobutyryl‐CoA hydrolase, mitochondrial HIBCH_HUMAN 43,484 2 2 2 5.44% SLGSSDLKF 378 386 28.9 26.2 19.9 1 0 0 953.4939
A_03 Histidine triad nucleotide‐binding protein 1 HINT1_HUMAN 13,802 2 2 4 18.30% AQVARPGGDTIFGK 8 21 32.2 28.3 27.0 2 0 0 1,416.7596
A_03 Histidine triad nucleotide‐binding protein 1 HINT1_HUMAN 13,802 2 2 4 18.30% CAADLGLNK 84 92 44.3 27.8 34.1 2 0 0 961.4773
F_05 Histidine triad nucleotide‐binding protein 1 HINT1_HUMAN 13,802 2 2 4 16.70% AQVARPGGDTIFGK 8 21 51.9 27.8 49.2 2 0 0 1,416.7596
F_05 Histidine triad nucleotide‐binding protein 1 HINT1_HUMAN 13,802 2 2 4 16.70% IIFEDDR 31 37 27.6 27.4 19.5 2 0 0 907.4521
F_06 Histidine triad nucleotide‐binding protein 1 HINT1_HUMAN 13,802 2 2 3 16.70% AQVARPGGDTIFGK 8 21 43.7 28.2 37.0 1 0 0 1,416.7596
F_06 Histidine triad nucleotide‐binding protein 1 HINT1_HUMAN 13,802 2 2 3 16.70% IIFEDDR 31 37 23.6 27.5 16.5 2 0 0 907.4521
H_03 Histidine triad nucleotide‐binding protein 1 HINT1_HUMAN 13,802 2 2 3 16.70% AQVARPGGDTIFGK 8 21 45.4 28.2 28.7 2 0 0 1,416.7596
H_03 Histidine triad nucleotide‐binding protein 1 HINT1_HUMAN 13,802 2 2 3 16.70% IIFEDDR 31 37 23.1 27.4 13.6 1 0 0 907.4521
L_03 Histidine triad nucleotide‐binding protein 1 HINT1_HUMAN 13,802 2 2 4 16.70% AQVARPGGDTIFGK 8 21 39.4 27.5 35.4 2 0 0 1,416.7596
L_03 Histidine triad nucleotide‐binding protein 1 HINT1_HUMAN 13,802 2 2 4 16.70% IIFEDDR 31 37 39.4 28.0 25.4 2 0 0 907.4521
A_19 Huntingtin‐interacting protein 1‐related protein HIP1R_HUMAN 119,390 2 2 4 2.06% EADLLAAQSLVR 567 578 54.0 28.1 31.0 2 0 0 1,285.7111
A_19 Huntingtin‐interacting protein 1‐related protein HIP1R_HUMAN 119,390 2 2 4 2.06% LLDEQFAVLR 616 625 61.8 27.8 45.4 2 0 0 1,203.6733
A_10 HLA class I histocompatibility antigen, alpha chain E HLAE_HUMAN 40,156 2 2 3 10.60% DYLTLNEDLR 143 152 26.6 27.5 0.0 1 0 0 1,251.6217
A_10 HLA class I histocompatibility antigen, alpha chain E HLAE_HUMAN 40,156 2 2 3 10.60% SWTAVDTAAQISEQK 153 167 93.8 27.9 75.7 2 0 0 1,634.8021
A_10 HLA class I histocompatibility antigen, alpha chain E HLAE_HUMAN 40,156 2 2 3 10.60% WAAVVVPSGEEQR 265 277 50.1 27.7 45.4 2 0 0 1,427.7277
J_08 HLA class I histocompatibility antigen, alpha chain E HLAE_HUMAN 40,156 2 2 4 10.60% DYLTLNEDLR 143 152 37.3 27.6 0.0 2 0 0 1,251.6217
J_08 HLA class I histocompatibility antigen, alpha chain E HLAE_HUMAN 40,156 2 2 4 10.60% SWTAVDTAAQISEQK 153 167 95.8 27.7 79.3 2 0 0 1,634.8021
J_08 HLA class I histocompatibility antigen, alpha chain E HLAE_HUMAN 40,156 2 2 4 10.60% WAAVVVPSGEEQR 265 277 53.6 27.8 44.8 2 0 0 1,427.7277
A_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 4 8 32.70% KQPPVSPGTALVGSQK 31 46 59.5 25.1 57.3 2 2 0 1,593.8961
A_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 4 8 32.70% KLEKEEEEGISQESSEEEQ 89 107 90.7 25.0 85.6 2 2 0 2,236.9941
A_05 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 3 4 15.00% KQPPVSPGTALVGSQK 31 46 41.2 25.1 33.1 1 2 0 1,593.8961
A_05 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 3 4 15.00% QPPVSPGTALVGSQK 32 46 26.2 26.8 18.5 1 0 0 1,465.8011
B_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 4 6 11 41.10% KQPPVSPGTALVGSQK 31 46 58.4 25.1 53.8 2 2 0 1,593.8961
B_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 4 6 11 41.10% KQPPVSPGTALVGSQKEPSEVPTPK 31 55 48.6 25.2 39.3 0 0 1 2,558.3828
B_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 4 6 11 41.10% KLEKEEEEGISQESSEEEQ 89 107 68.8 25.0 63.3 2 2 0 2,236.9941
B_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 4 6 11 41.10% EEEEGISQESSEEEQ 93 107 57.4 25.0 56.2 2 0 0 1,738.6774
C_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 4 8 32.70% KQPPVSPGTALVGSQK 31 46 40.3 25.1 38.1 2 2 0 1,593.8961
C_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 4 8 32.70% KLEKEEEEGISQESSEEEQ 89 107 60.5 25.0 55.0 2 2 0 2,236.9941
F_07 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 3 3 5 32.70% KQPPVSPGTALVGSQK 31 46 38.3 25.1 31.6 2 0 0 1,593.8961
F_07 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 3 3 5 32.70% QPPVSPGTALVGSQK 32 46 23.1 26.8 16.6 1 0 0 1,465.8011
F_07 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 3 3 5 32.70% KLEKEEEEGISQESSEEEQ 89 107 68.9 25.0 57.4 0 2 0 2,236.9941
G_07 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 3 6 32.70% KQPPVSPGTALVGSQK 31 46 34.3 25.0 33.2 2 2 0 1,593.8961
G_07 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 3 6 32.70% KLEKEEEEGISQESSEEEQ 89 107 67.4 25.0 59.7 0 2 0 2,236.9941
H_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 3 5 32.70% KQPPVSPGTALVGSQK 31 46 33.7 25.1 25.6 2 1 0 1,593.8961
H_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 3 5 32.70% KLEKEEEEGISQESSEEEQ 89 107 49.1 25.0 43.8 0 2 0 2,236.9941
L_03 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 2 3 31.80% QPPVSPGTALVGSQK 32 46 34.4 26.3 30.0 2 0 0 1,465.8011
L_03 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 2 3 31.80% KLEKEEEEGISQESSEEEQ 89 107 19.1 25.0 16.1 0 1 0 2,236.9941
N_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 3 4 15.00% KQPPVSPGTALVGSQK 31 46 48.5 25.0 47.3 1 2 0 1,593.8961
N_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 3 4 15.00% QPPVSPGTALVGSQK 32 46 26.6 26.3 24.0 1 0 0 1,465.8011
P_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 3 5 15.00% KQPPVSPGTALVGSQK 31 46 27.3 25.0 25.1 1 2 0 1,593.8961
P_04 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 3 5 15.00% QPPVSPGTALVGSQK 32 46 25.4 26.7 15.9 2 0 0 1,465.8011
Q_03 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 2 3 15.00% KQPPVSPGTALVGSQK 31 46 32.7 25.0 29.2 0 2 0 1,593.8961
Q_03 High mobility group protein HMG‐I/HMG‐Y HMGA1_HUMAN 11,676 2 2 3 15.00% QPPVSPGTALVGSQK 32 46 25.1 26.5 24.0 1 0 0 1,465.8011
A_02 High mobility group protein B1 HMGB1_HUMAN 24,909 5 5 10 25.60% KHPDASVNFSEFSK 30 43 33.3 27.6 15.3 2 0 0 1,592.7703
A_02 High mobility group protein B1 HMGB1_HUMAN 24,909 5 5 10 25.60% HPDASVNFSEFSK 31 43 34.2 25.0 15.8 2 0 0 1,464.6753
A_02 High mobility group protein B1 HMGB1_HUMAN 24,909 5 5 10 25.60% GEHPGLSIGDVAK 115 127 40.8 28.1 34.4 2 0 0 1,279.6643
A_02 High mobility group protein B1 HMGB1_HUMAN 24,909 5 5 10 25.60% KLGEMWNNTAADDKQPYEK 128 146 40.3 25.0 38.5 0 2 0 2,254.0448
A_02 High mobility group protein B1 HMGB1_HUMAN 24,909 5 5 10 25.60% YEKDIAAYR 155 163 37.5 26.5 33.5 2 0 0 1,128.5684
A_03 High mobility group protein B1 HMGB1_HUMAN 24,909 4 4 6 13.00% KHPDASVNFSEFSK 30 43 36.8 27.3 33.7 0 1 0 1,592.7703
A_03 High mobility group protein B1 HMGB1_HUMAN 24,909 4 4 6 13.00% HPDASVNFSEFSK 31 43 32.3 25.1 19.9 0 2 0 1,464.6753
A_03 High mobility group protein B1 HMGB1_HUMAN 24,909 4 4 6 13.00% HPDASVNFSEFSKK 31 44 18.3 27.3 3.7 0 1 0 1,592.7703
A_03 High mobility group protein B1 HMGB1_HUMAN 24,909 4 4 6 13.00% GEHPGLSIGDVAK 115 127 31.5 27.7 26.0 2 0 0 1,279.6643
A_04 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 3 13.50% KHPDASVNFSEFSK 30 43 22.9 27.6 17.0 0 1 0 1,592.7703
A_04 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 3 13.50% IKGEHPGLSIGDVAK 113 127 24.2 26.6 13.7 0 2 0 1,520.8434
A_09 High mobility group protein B1 HMGB1_HUMAN 24,909 6 6 12 22.80% KHPDASVNFSEFSKK 30 44 24.0 28.1 12.2 0 2 0 1,720.8653
A_09 High mobility group protein B1 HMGB1_HUMAN 24,909 6 6 12 22.80% HPDASVNFSEFSK 31 43 53.8 25.0 49.1 0 2 0 1,464.6753
A_09 High mobility group protein B1 HMGB1_HUMAN 24,909 6 6 12 22.80% HPDASVNFSEFSKK 31 44 28.4 27.7 12.9 0 2 0 1,592.7703
A_09 High mobility group protein B1 HMGB1_HUMAN 24,909 6 6 12 22.80% IKGEHPGLSIGDVAK 113 127 34.5 26.5 29.7 2 0 0 1,520.8434
A_09 High mobility group protein B1 HMGB1_HUMAN 24,909 6 6 12 22.80% GEHPGLSIGDVAK 115 127 38.8 27.5 36.9 2 0 0 1,279.6643
A_09 High mobility group protein B1 HMGB1_HUMAN 24,909 6 6 12 22.80% KLGEMWNNTAADDKQPYEK 128 146 41.3 25.0 40.3 0 2 0 2,254.0448
B_02 High mobility group protein B1 HMGB1_HUMAN 24,909 6 8 12 22.80% KKHPDASVNFSEFSK 29 43 31.4 28.3 26.8 0 2 0 1,720.8653
B_02 High mobility group protein B1 HMGB1_HUMAN 24,909 6 8 12 22.80% HPDASVNFSEFSK 31 43 26.6 25.1 6.4 1 1 0 1,464.6753
B_02 High mobility group protein B1 HMGB1_HUMAN 24,909 6 8 12 22.80% IKGEHPGLSIGDVAK 113 127 29.8 26.5 25.1 1 1 0 1,520.8434
B_02 High mobility group protein B1 HMGB1_HUMAN 24,909 6 8 12 22.80% GEHPGLSIGDVAK 115 127 27.6 27.9 27.5 2 0 0 1,279.6643
B_02 High mobility group protein B1 HMGB1_HUMAN 24,909 6 8 12 22.80% KLGEMWNNTAADDKQPYEK 128 146 43.8 25.0 43.8 0 2 0 2,254.0448
B_02 High mobility group protein B1 HMGB1_HUMAN 24,909 6 8 12 22.80% LGEMWNNTAADDKQPYEK 129 146 56.1 25.0 55.7 0 2 0 2,125.9498
B_03 High mobility group protein B1 HMGB1_HUMAN 24,909 4 4 7 13.50% KHPDASVNFSEFSK 30 43 32.1 27.3 25.7 0 2 0 1,592.7703
B_03 High mobility group protein B1 HMGB1_HUMAN 24,909 4 4 7 13.50% HPDASVNFSEFSK 31 43 33.6 25.0 7.8 1 0 0 1,464.6753
B_03 High mobility group protein B1 HMGB1_HUMAN 24,909 4 4 7 13.50% IKGEHPGLSIGDVAK 113 127 32.8 26.5 29.7 0 2 0 1,520.8434
B_03 High mobility group protein B1 HMGB1_HUMAN 24,909 4 4 7 13.50% GEHPGLSIGDVAK 115 127 30.2 27.9 24.1 2 0 0 1,279.6643
B_09 High mobility group protein B1 HMGB1_HUMAN 24,909 5 6 10 22.30% KHPDASVNFSEFSK 30 43 39.2 27.3 32.9 0 2 0 1,592.7703
B_09 High mobility group protein B1 HMGB1_HUMAN 24,909 5 6 10 22.30% HPDASVNFSEFSK 31 43 43.1 25.0 35.7 1 2 0 1,464.6753
B_09 High mobility group protein B1 HMGB1_HUMAN 24,909 5 6 10 22.30% IKGEHPGLSIGDVAK 113 127 37.4 26.4 35.1 0 2 0 1,520.8434
B_09 High mobility group protein B1 HMGB1_HUMAN 24,909 5 6 10 22.30% GEHPGLSIGDVAK 115 127 42.2 27.9 37.3 2 0 0 1,279.6643
B_09 High mobility group protein B1 HMGB1_HUMAN 24,909 5 6 10 22.30% KLGEMWNNTAADDKQPYEK 128 146 35.8 25.0 35.5 0 1 0 2,254.0448
C_09 High mobility group protein B1 HMGB1_HUMAN 24,909 3 3 5 12.60% KHPDASVNFSEFSK 30 43 29.4 27.3 23.6 0 2 0 1,592.7703
C_09 High mobility group protein B1 HMGB1_HUMAN 24,909 3 3 5 12.60% HPDASVNFSEFSK 31 43 36.8 25.0 30.0 0 2 0 1,464.6753
C_09 High mobility group protein B1 HMGB1_HUMAN 24,909 3 3 5 12.60% GEHPGLSIGDVAK 115 127 28.7 28.1 24.2 1 0 0 1,279.6643
H_01 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 4 14.40% HPDASVNFSEFSK 31 43 20.9 25.6 7.8 2 0 0 1,464.6753
H_01 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 4 14.40% LGEMWNNTAADDKQPYEK 129 146 40.1 25.0 38.6 0 2 0 2,125.9498
H_02 High mobility group protein B1 HMGB1_HUMAN 24,909 3 3 5 15.30% IKGEHPGLSIGDVAK 113 127 30.1 26.4 20.0 1 0 0 1,520.8434
H_02 High mobility group protein B1 HMGB1_HUMAN 24,909 3 3 5 15.30% GEHPGLSIGDVAK 115 127 20.7 27.8 14.8 2 0 0 1,279.6643
H_02 High mobility group protein B1 HMGB1_HUMAN 24,909 3 3 5 15.30% LGEMWNNTAADDKQPYEK 129 146 51.0 25.0 51.0 0 2 0 2,125.9498
H_04 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 3 14.90% KHPDASVNFSEFSK 30 43 32.0 27.7 26.7 0 2 0 1,592.7703
H_04 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 3 14.90% LGEMWNNTAADDKQPYEK 129 146 15.1 25.0 13.5 0 1 0 2,125.9498
I_01 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 4 14.40% HPDASVNFSEFSK 31 43 32.7 25.6 32.7 0 2 0 1,464.6753
I_01 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 4 14.40% LGEMWNNTAADDKQPYEK 129 146 30.1 25.0 27.3 0 2 0 2,125.9498
I_02 High mobility group protein B1 HMGB1_HUMAN 24,909 5 6 11 21.90% KHPDASVNFSEFSK 30 43 26.4 27.7 19.5 0 2 0 1,592.7703
I_02 High mobility group protein B1 HMGB1_HUMAN 24,909 5 6 11 21.90% HPDASVNFSEFSK 31 43 33.6 25.6 33.6 1 2 0 1,464.6753
I_02 High mobility group protein B1 HMGB1_HUMAN 24,909 5 6 11 21.90% IKGEHPGLSIGDVAK 113 127 20.8 26.6 8.4 2 0 0 1,520.8434
I_02 High mobility group protein B1 HMGB1_HUMAN 24,909 5 6 11 21.90% GEHPGLSIGDVAK 115 127 33.8 27.7 25.5 2 0 0 1,279.6643
I_02 High mobility group protein B1 HMGB1_HUMAN 24,909 5 6 11 21.90% LGEMWNNTAADDKQPYEK 129 146 30.0 25.0 30.0 0 2 0 2,125.9498
I_03 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 3 13.00% HPDASVNFSEFSK 31 43 28.6 25.6 28.0 0 2 0 1,464.6753
I_03 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 3 13.00% IKGEHPGLSIGDVAK 113 127 28.7 26.1 22.5 1 0 0 1,520.8434
K_01 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 3 13.00% HPDASVNFSEFSK 31 43 25.4 25.6 24.7 0 1 0 1,464.6753
K_01 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 3 13.00% IKGEHPGLSIGDVAK 113 127 31.4 26.5 26.8 2 0 0 1,520.8434
K_02 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 4 6.98% IKGEHPGLSIGDVAK 113 127 26.8 25.7 19.1 2 0 0 1,520.8434
K_02 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 4 6.98% GEHPGLSIGDVAK 115 127 33.4 27.6 27.9 2 0 0 1,279.6643
K_03 High mobility group protein B1 HMGB1_HUMAN 24,909 3 3 4 13.00% HPDASVNFSEFSK 31 43 27.1 25.6 23.0 0 1 0 1,464.6753
K_03 High mobility group protein B1 HMGB1_HUMAN 24,909 3 3 4 13.00% IKGEHPGLSIGDVAK 113 127 35.3 26.3 29.0 2 0 0 1,520.8434
K_03 High mobility group protein B1 HMGB1_HUMAN 24,909 3 3 4 13.00% GEHPGLSIGDVAK 115 127 25.9 27.8 25.9 1 0 0 1,279.6643
L_06 High mobility group protein B1 HMGB1_HUMAN 24,909 3 3 5 18.60% MSSYAFFVQTCR 13 24 94.7 25.0 94.7 2 0 0 1,512.6609
L_06 High mobility group protein B1 HMGB1_HUMAN 24,909 3 3 5 18.60% IKGEHPGLSIGDVAK 113 127 34.6 25.7 30.8 2 0 0 1,520.8434
L_06 High mobility group protein B1 HMGB1_HUMAN 24,909 3 3 5 18.60% LGEMWNNTAADDK 129 141 46.3 25.0 36.9 1 0 0 1,480.6375
L_09 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 3 13.50% KHPDASVNFSEFSK 30 43 42.0 27.6 33.9 0 1 0 1,592.7703



L_09 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 3 13.50% IKGEHPGLSIGDVAK 113 127 23.6 26.1 14.2 0 2 0 1,520.8434
M_06 High mobility group protein B1 HMGB1_HUMAN 24,909 5 5 8 25.10% MSSYAFFVQTCR 13 24 83.3 25.0 82.9 2 0 0 1,512.6609
M_06 High mobility group protein B1 HMGB1_HUMAN 24,909 5 5 8 25.10% KHPDASVNFSEFSK 30 43 43.0 27.5 36.5 0 2 0 1,592.7703
M_06 High mobility group protein B1 HMGB1_HUMAN 24,909 5 5 8 25.10% HPDASVNFSEFSK 31 43 27.3 25.6 25.9 0 2 0 1,464.6753
M_06 High mobility group protein B1 HMGB1_HUMAN 24,909 5 5 8 25.10% IKGEHPGLSIGDVAK 113 127 28.2 26.6 24.6 0 1 0 1,520.8434
M_06 High mobility group protein B1 HMGB1_HUMAN 24,909 5 5 8 25.10% LGEMWNNTAADDK 129 141 55.0 25.0 45.9 1 0 0 1,480.6375
O_06 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 4 12.60% MSSYAFFVQTCR 13 24 67.9 25.0 67.9 2 0 0 1,512.6609
O_06 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 4 12.60% IKGEHPGLSIGDVAK 113 127 23.5 26.1 15.9 0 2 0 1,520.8434
Q_06 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 3 12.10% MSSYAFFVQTCR 13 24 75.7 25.0 75.7 2 0 0 1,512.6609
Q_06 High mobility group protein B1 HMGB1_HUMAN 24,909 2 2 3 12.10% KHPDASVNFSEFSK 30 43 33.2 27.7 32.9 0 1 0 1,592.7703
A_02 High mobility group protein B2 HMGB2_HUMAN 24,035 2 2 4 11.00% KHPDSSVNFAEFSK 30 43 24.3 27.7 21.9 0 2 0 1,592.7703
A_02 High mobility group protein B2 HMGB2_HUMAN 24,035 2 2 4 11.00% HPDSSVNFAEFSK 31 43 27.7 25.0 19.3 0 2 0 1,464.6753
A_02 High mobility group protein B2 HMGB2_HUMAN 24,035 2 2 4 11.00% YEKDIAAYR 155 163 37.5 26.5 33.5 2 0 0 1,128.5684
A_08 High mobility group protein B2 HMGB2_HUMAN 24,160 5 6 8 19.60% KHPDSSVNFAEFSK 30 43 25.4 27.6 19.1 0 2 0 1,592.7703
A_08 High mobility group protein B2 HMGB2_HUMAN 24,160 5 6 8 19.60% HPDSSVNFAEFSK 31 43 38.1 25.2 14.4 1 0 0 1,464.6753
A_08 High mobility group protein B2 HMGB2_HUMAN 24,160 5 6 8 19.60% IKSEHPGLSIGDTAK 113 127 39.8 27.2 30.2 1 2 0 1,552.8332
A_08 High mobility group protein B2 HMGB2_HUMAN 24,160 5 6 8 19.60% SEHPGLSIGDTAK 115 127 35.1 27.3 30.9 1 0 0 1,311.6541
A_08 High mobility group protein B2 HMGB2_HUMAN 24,160 5 6 8 19.60% KLGEMWSEQSAK 128 139 24.3 26.5 15.0 1 0 0 1,409.6731
B_02 High mobility group protein B2 HMGB2_HUMAN 24,035 2 2 2 11.50% HPDSSVNFAEFSK 31 43 33.9 25.1 3.8 1 0 0 1,464.6753
B_02 High mobility group protein B2 HMGB2_HUMAN 24,035 2 2 2 11.50% LGEMWSEQSAK 129 139 26.9 25.0 26.9 1 0 0 1,281.5781
B_08 High mobility group protein B2 HMGB2_HUMAN 24,035 4 5 8 13.90% KHPDSSVNFAEFSK 30 43 26.4 27.7 12.9 0 2 0 1,592.7703
B_08 High mobility group protein B2 HMGB2_HUMAN 24,035 4 5 8 13.90% HPDSSVNFAEFSK 31 43 20.4 25.2 4.8 1 0 0 1,464.6753
B_08 High mobility group protein B2 HMGB2_HUMAN 24,035 4 5 8 13.90% IKSEHPGLSIGDTAK 113 127 31.5 26.9 31.5 2 1 0 1,552.8332
B_08 High mobility group protein B2 HMGB2_HUMAN 24,035 4 5 8 13.90% SEHPGLSIGDTAK 115 127 37.3 27.2 36.9 2 0 0 1,311.6541
B_09 High mobility group protein B2 HMGB2_HUMAN 24,035 3 3 4 12.40% IKSEHPGLSIGDTAK 113 127 36.6 27.4 30.5 0 1 0 1,552.8332
B_09 High mobility group protein B2 HMGB2_HUMAN 24,035 3 3 4 12.40% SEHPGLSIGDTAK 115 127 26.1 27.7 23.7 1 0 0 1,311.6541
B_09 High mobility group protein B2 HMGB2_HUMAN 24,035 3 3 4 12.40% LGEMWSEQSAK 129 139 25.0 25.0 24.9 2 0 0 1,281.5781
B_04 Non‐histone chromosomal protein HMG‐14 HMGN1_HUMAN 10,659 2 2 4 34.00% QAEVANQETKEDLPAENGETK 62 82 43.8 25.9 33.3 0 2 0 2,301.0843
B_04 Non‐histone chromosomal protein HMG‐14 HMGN1_HUMAN 10,659 2 2 4 34.00% EDLPAENGETKTEESPASDEAGEK 72 95 62.6 25.0 62.6 0 2 0 2,533.1063
C_04 Non‐histone chromosomal protein HMG‐14 HMGN1_HUMAN 10,659 2 2 3 34.00% QAEVANQETKEDLPAENGETK 62 82 32.6 26.0 18.7 0 2 0 2,301.0843
C_04 Non‐histone chromosomal protein HMG‐14 HMGN1_HUMAN 10,659 2 2 3 34.00% EDLPAENGETKTEESPASDEAGEK 72 95 26.0 25.0 24.4 0 1 0 2,533.1063
A_07 Heme oxygenase 1 HMOX1_HUMAN 32,819 3 4 7 12.80% EVHTQAENAEFMR 23 35 27.0 25.0 23.8 1 2 0 1,577.7013
A_07 Heme oxygenase 1 HMOX1_HUMAN 32,819 3 4 7 12.80% TEPELLVAHAYTR 124 136 56.8 27.6 49.3 2 0 0 1,499.7853
A_07 Heme oxygenase 1 HMOX1_HUMAN 32,819 3 4 7 12.80% MNSLEMTPAVR 186 196 45.1 25.5 30.6 2 0 0 1,280.5974
A_08 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 3 9.03% EVHTQAENAEFMR 23 35 33.7 25.0 33.7 1 0 0 1,577.7013
A_08 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 3 9.03% TEPELLVAHAYTR 124 136 67.2 27.2 59.2 2 0 0 1,499.7853
A_09 Heme oxygenase 1 HMOX1_HUMAN 32,819 4 4 6 17.00% EVHTQAENAEFMR 23 35 22.9 25.0 19.0 0 1 0 1,577.7013
A_09 Heme oxygenase 1 HMOX1_HUMAN 32,819 4 4 6 17.00% TEPELLVAHAYTR 124 136 33.0 27.6 33.0 2 0 0 1,499.7853
A_09 Heme oxygenase 1 HMOX1_HUMAN 32,819 4 4 6 17.00% YLGDLSGGQVLK 137 148 28.6 26.1 20.7 2 0 0 1,249.6789
A_09 Heme oxygenase 1 HMOX1_HUMAN 32,819 4 4 6 17.00% VQDSAPVETPR 244 254 26.9 26.9 21.7 1 0 0 1,198.6063
B_08 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 4 8.33% TEPELLVAHAYTR 124 136 46.8 27.4 44.2 2 0 0 1,499.7853
B_08 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 4 8.33% MNSLEMTPAVR 186 196 31.5 25.5 18.4 2 0 0 1,280.5974
B_09 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 4 7.99% YLGDLSGGQVLK 137 148 31.2 27.3 21.9 2 0 0 1,249.6789
B_09 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 4 7.99% VQDSAPVETPR 244 254 33.2 26.9 19.0 2 0 0 1,198.6063
C_07 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 2 8.33% TEPELLVAHAYTR 124 136 32.5 27.5 24.7 1 0 0 1,499.7853
C_07 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 2 8.33% MNSLEMTPAVR 186 196 18.5 25.5 10.0 1 0 0 1,280.5974
C_09 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 3 7.99% YLGDLSGGQVLK 137 148 25.0 27.0 18.8 1 0 0 1,249.6789
C_09 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 3 7.99% VQDSAPVETPR 244 254 34.2 26.6 28.4 2 0 0 1,198.6063
D_12 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 4 7.99% YLGDLSGGQVLK 137 148 30.2 27.1 21.2 2 0 0 1,249.6789
D_12 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 4 7.99% MNSLEMTPAVR 186 196 44.3 25.1 29.9 2 0 0 1,280.5974
H_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 5 5 8 17.40% EVHTQAENAEFMR 23 35 34.8 25.0 22.7 0 1 0 1,561.7063
H_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 5 5 8 17.40% TEPELLVAHAYTR 124 136 53.2 27.1 46.5 2 0 0 1,499.7853
H_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 5 5 8 17.40% YLGDLSGGQVLK 137 148 42.6 27.3 31.8 2 0 0 1,249.6789
H_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 5 5 8 17.40% YLGDLSGGQVLKK 137 149 28.6 26.0 14.1 1 0 0 1,377.7739
H_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 5 5 8 17.40% MNSLEMTPAVR 186 196 34.8 26.9 20.9 2 0 0 1,248.6075
H_07 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 2 9.03% TEPELLVAHAYTR 124 136 54.6 27.4 53.1 1 0 0 1,499.7853
H_07 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 2 9.03% YLGDLSGGQVLKK 137 149 19.9 26.0 13.7 0 1 0 1,377.7739
I_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 2 8.68% TEPELLVAHAYTR 124 136 25.1 27.1 18.8 1 0 0 1,499.7853
I_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 2 8.68% YLGDLSGGQVLK 137 148 28.4 27.1 22.4 1 0 0 1,249.6789
L_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 3 3 6 12.80% TEPELLVAHAYTR 124 136 67.5 27.1 60.7 2 0 0 1,499.7853
L_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 3 3 6 12.80% YLGDLSGGQVLKK 137 149 42.8 25.5 36.0 2 0 0 1,377.7739
L_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 3 3 6 12.80% MNSLEMTPAVR 186 196 59.0 25.5 36.1 2 0 0 1,280.5974
M_05 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 3 7.99% YLGDLSGGQVLK 137 148 49.6 27.1 38.3 2 0 0 1,249.6789
M_05 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 3 7.99% MNSLEMTPAVR 186 196 39.5 25.6 31.3 1 0 0 1,280.5974
N_05 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 4 7.99% YLGDLSGGQVLK 137 148 36.1 27.2 25.6 2 0 0 1,249.6789
N_05 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 4 7.99% MNSLEMTPAVR 186 196 27.5 25.9 17.8 2 0 0 1,280.5974
N_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 3 3 5 11.80% YLGDLSGGQVLK 137 148 36.0 27.3 25.8 2 0 0 1,249.6789
N_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 3 3 5 11.80% MNSLEMTPAVR 186 196 32.3 25.7 26.9 2 0 0 1,280.5974
N_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 3 3 5 11.80% VQDSAPVETPR 244 254 46.3 26.1 44.8 1 0 0 1,198.6063
O_05 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 4 7.99% YLGDLSGGQVLK 137 148 26.5 27.2 11.8 2 0 0 1,249.6789
O_05 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 4 7.99% MNSLEMTPAVR 186 196 50.5 25.9 33.7 2 0 0 1,280.5974
O_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 4 7.99% YLGDLSGGQVLK 137 148 43.6 27.2 30.2 2 0 0 1,249.6789
O_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 4 7.99% MNSLEMTPAVR 186 196 35.1 25.9 19.1 2 0 0 1,280.5974
P_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 3 7.99% YLGDLSGGQVLK 137 148 26.8 27.3 12.1 1 0 0 1,249.6789
P_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 3 7.99% MNSLEMTPAVR 186 196 44.6 25.9 29.7 2 0 0 1,280.5974
Q_05 Heme oxygenase 1 HMOX1_HUMAN 32,819 4 4 8 17.00% EVHTQAENAEFMR 23 35 22.0 25.0 18.9 0 2 0 1,577.7013
Q_05 Heme oxygenase 1 HMOX1_HUMAN 32,819 4 4 8 17.00% TEPELLVAHAYTR 124 136 61.1 27.9 58.3 2 0 0 1,499.7853
Q_05 Heme oxygenase 1 HMOX1_HUMAN 32,819 4 4 8 17.00% YLGDLSGGQVLK 137 148 61.6 27.2 54.5 2 0 0 1,249.6789
Q_05 Heme oxygenase 1 HMOX1_HUMAN 32,819 4 4 8 17.00% MNSLEMTPAVR 186 196 52.7 25.5 33.0 2 0 0 1,280.5974
Q_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 3 8.68% TEPELLVAHAYTR 124 136 53.5 27.8 49.4 2 0 0 1,499.7853
Q_06 Heme oxygenase 1 HMOX1_HUMAN 32,819 2 2 3 8.68% YLGDLSGGQVLK 137 148 33.1 27.2 17.2 1 0 0 1,249.6789
A_06 Hematological and neurological expressed 1 protein HN1_HUMAN 16,015 2 3 4 18.80% SSGGREDLESSGLQR 70 84 37.6 26.7 25.6 1 1 0 1,577.7515
A_06 Hematological and neurological expressed 1 protein HN1_HUMAN 16,015 2 3 4 18.80% NSSEASSGDFLDLK 86 99 95.8 25.0 84.6 2 0 0 1,469.6755
A_04 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 54.0 27.5 46.8 2 0 0 1,493.7232
A_04 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 60.2 27.0 52.2 2 0 0 1,438.7173
A_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 83.4 27.4 76.6 2 0 0 1,493.7232
A_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 73.9 27.2 62.4 2 0 0 1,438.7173
B_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 63.1 27.4 51.7 2 0 0 1,493.7232
B_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 69.7 27.1 55.7 2 0 0 1,438.7173
C_03 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 64.8 27.4 57.4 2 0 0 1,493.7232
C_03 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 57.8 27.2 50.5 2 0 0 1,438.7173
C_04 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 54.1 27.3 45.5 2 0 0 1,493.7232
C_04 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 57.3 27.2 49.5 2 0 0 1,438.7173
C_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 58.9 27.3 51.9 2 0 0 1,493.7232
C_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 71.7 27.2 63.3 2 0 0 1,438.7173
D_10 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 67.1 26.6 56.8 2 0 0 1,493.7232
D_10 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 53.5 27.1 42.8 2 0 0 1,438.7173
F_10 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 73.2 27.5 63.3 2 0 0 1,493.7232
F_10 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 72.6 27.2 65.0 2 0 0 1,438.7173
G_09 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 39.2 27.7 27.4 2 0 0 1,493.7232
G_09 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 45.0 27.6 39.8 2 0 0 1,438.7173
H_04 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 69.5 27.5 58.5 2 0 0 1,493.7232
H_04 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 82.8 27.2 68.0 2 0 0 1,438.7173
H_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 13.70% GSGIFDESTPVQTR 68 81 63.8 27.5 50.8 2 0 0 1,493.7232
H_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 13.70% DHVFLCEGEEPK 113 124 32.5 25.0 28.6 2 0 0 1,459.6524
I_04 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 41.5 27.4 33.5 2 0 0 1,493.7232
I_04 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 53.3 27.2 43.7 2 0 0 1,438.7173
I_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 13.70% GSGIFDESTPVQTR 68 81 53.1 27.4 41.6 2 0 0 1,493.7232
I_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 13.70% DHVFLCEGEEPK 113 124 31.7 25.0 30.7 0 2 0 1,459.6524
J_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 47.5 27.7 35.3 2 0 0 1,493.7232
J_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 45.2 27.6 40.3 2 0 0 1,438.7173
K_04 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 48.9 27.4 34.8 2 0 0 1,493.7232



K_04 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 61.0 27.2 55.7 2 0 0 1,438.7173
K_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 51.5 27.6 41.9 2 0 0 1,493.7232
K_06 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 46.3 26.9 38.7 2 0 0 1,438.7173
L_05 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% GSGIFDESTPVQTR 68 81 60.4 27.9 51.8 2 0 0 1,493.7232
L_05 Hematological and neurological expressed 1‐like protein HN1L_HUMAN 20,064 2 2 4 14.70% TSDIFGSPVTATSR 91 104 86.0 27.6 77.3 2 0 0 1,438.7173
A_10 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 8.10% DLTEYLSR 163 170 38.7 26.3 26.0 2 0 0 996.4997
A_10 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 8.10% FGEVVDCTIK 171 180 45.1 25.7 0.0 2 0 0 1,167.5716
A_10 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 8.10% VFVGGLSPDTSEEQIK 235 250 61.4 28.0 50.0 2 0 0 1,705.8645
A_11 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 11.00% MFIGGLSWDTSK 150 161 41.3 25.3 35.1 2 0 0 1,357.6459
A_11 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 11.00% FGEVVDCTIK 171 180 47.3 25.6 0.0 2 0 0 1,167.5716
A_11 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 11.00% GFGFVLFK 190 197 34.3 28.0 24.2 2 0 0 914.5135
A_11 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 11.00% VFVGGLSPDTSEEQIK 235 250 77.1 27.8 60.2 2 0 0 1,705.8645
B_10 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 8.10% DLTEYLSR 163 170 43.3 26.3 22.3 2 0 0 996.4997
B_10 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 8.10% FGEVVDCTIK 171 180 43.1 26.7 0.0 2 0 0 1,167.5716
B_10 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 8.10% VFVGGLSPDTSEEQIK 235 250 54.2 27.8 38.1 2 0 0 1,705.8645
B_11 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 9.05% MFIGGLSWDTSK 150 161 45.9 25.8 42.9 2 0 0 1,357.6459
B_11 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 9.05% FGEVVDCTIK 171 180 55.0 26.6 0.0 2 0 0 1,167.5716
B_11 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 9.05% VFVGGLSPDTSEEQIK 235 250 60.4 27.8 48.1 2 0 0 1,705.8645
C_10 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 5.95% DLTEYLSR 163 170 41.3 26.3 24.0 2 0 0 996.4997
C_10 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 5.95% FGEVVDCTIKTDPVTGR 171 187 35.5 28.0 30.8 0 2 0 1,893.9378
C_11 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 3 5.95% DLTEYLSR 163 170 43.2 26.0 28.0 2 0 0 996.4997
C_11 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 3 5.95% FGEVVDCTIK 171 180 51.7 26.3 0.0 2 0 0 1,167.5716
C_11 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 3 5.95% FGEVVDCTIKTDPVTGR 171 187 21.6 27.9 20.8 0 1 0 1,893.9378
D_16 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 2 5.71% DLTEYLSR 163 170 35.6 26.5 25.8 1 0 0 996.4997
D_16 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 2 5.71% VFVGGLSPDTSEEQIK 235 250 28.2 27.5 18.3 1 0 0 1,705.8645
F_13 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 8.10% DLTEYLSR 163 170 45.5 26.3 28.6 2 0 0 996.4997
F_13 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 8.10% FGEVVDCTIK 171 180 56.6 25.7 0.0 2 0 0 1,167.5716
F_13 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 8.10% VFVGGLSPDTSEEQIK 235 250 50.2 27.8 41.2 2 0 0 1,705.8645
H_09 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 6.67% DAASVDKVLELK 198 209 57.1 27.6 35.9 2 0 0 1,287.7156
H_09 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 2 2 4 6.67% VFVGGLSPDTSEEQIK 235 250 46.8 27.8 37.9 2 0 0 1,705.8645
I_09 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 3 4 6 9.76% DLTEYLSR 163 170 44.0 26.8 27.9 1 0 0 996.4997
I_09 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 3 4 6 9.76% FGEVVDCTIKTDPVTGR 171 187 44.4 27.7 43.3 1 2 0 1,893.9378
I_09 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 3 4 6 9.76% VFVGGLSPDTSEEQIK 235 250 42.5 27.8 29.8 2 0 0 1,705.8645
J_09 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 3 3 5 11.00% DLTEYLSR 163 170 37.5 26.0 14.0 2 0 0 996.4997
J_09 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 3 3 5 11.00% FGEVVDCTIK 171 180 30.2 26.5 0.0 1 0 0 1,167.5716
J_09 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 3 3 5 11.00% DAASVDKVLELK 198 209 31.2 27.5 18.2 2 0 0 1,287.7156
J_09 Heterogeneous nuclear ribonucleoprotein D‐like HNRDL_HUMAN 46,439 3 3 5 11.00% VFVGGLSPDTSEEQIK 235 250 53.6 28.2 40.8 1 0 0 1,705.8645
A_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 2 5.79% HTGPNSPDTANDGFVR 99 114 25.4 25.0 25.4 0 1 0 1,684.7675
A_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 2 5.79% VHIEIGPDGR 317 326 24.4 27.4 24.4 1 0 0 1,092.5798
A_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 4 5 10 11.80% GLPWSCSADEVQR 17 29 61.8 25.0 58.6 2 0 0 1,504.6850
A_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 4 5 10 11.80% SNNVEMDWVLK 88 98 46.7 26.6 35.6 4 0 0 1,334.6409
A_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 4 5 10 11.80% YGDGGSTFQSTTGHCVHMR 276 294 53.0 25.0 53.0 0 2 0 2,113.8816
A_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 4 5 10 11.80% VHIEIGPDGR 317 326 44.0 28.2 40.5 2 0 0 1,092.5798
A_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 6 7 13 18.30% GLPWSCSADEVQR 17 29 57.8 25.0 54.4 2 0 0 1,504.6850
A_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 6 7 13 18.30% SNNVEMDWVLK 88 98 31.4 25.1 24.4 2 0 0 1,350.6359
A_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 6 7 13 18.30% HTGPNSPDTANDGFVR 99 114 41.7 25.0 38.7 2 1 0 1,684.7675
A_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 6 7 13 18.30% DLNYCFSGMSDHR 263 275 39.4 25.0 39.4 2 0 0 1,617.6421
A_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 6 7 13 18.30% YGDGGSTFQSTTGHCVHMR 276 294 34.7 25.0 30.6 0 2 0 2,113.8816
A_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 6 7 13 18.30% VHIEIGPDGR 317 326 55.8 28.3 49.3 2 0 0 1,092.5798
B_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 4 5.79% HTGPNSPDTANDGFVR 99 114 28.5 25.0 19.9 0 2 0 1,684.7675
B_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 4 5.79% VHIEIGPDGR 317 326 50.0 28.2 44.8 2 0 0 1,092.5798
B_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 4 5 8 11.80% GLPWSCSADEVQR 17 29 57.3 25.0 53.2 2 0 0 1,504.6850
B_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 4 5 8 11.80% SNNVEMDWVLK 88 98 37.2 25.0 27.6 2 0 0 1,350.6359
B_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 4 5 8 11.80% YGDGGSTFQSTTGHCVHMR 276 294 63.6 25.0 63.6 0 2 0 2,113.8816
B_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 4 5 8 11.80% VHIEIGPDGR 317 326 43.4 27.5 29.4 2 0 0 1,092.5798
B_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 6 7 12 18.30% GLPWSCSADEVQR 17 29 63.7 25.0 62.5 2 0 0 1,504.6850
B_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 6 7 12 18.30% SNNVEMDWVLK 88 98 30.2 26.8 17.5 1 0 0 1,334.6409
B_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 6 7 12 18.30% HTGPNSPDTANDGFVR 99 114 75.7 25.0 74.0 2 1 0 1,684.7675
B_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 6 7 12 18.30% DLNYCFSGMSDHR 263 275 30.8 25.0 30.8 2 0 0 1,617.6421
B_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 6 7 12 18.30% YGDGGSTFQSTTGHCVHMR 276 294 54.4 25.0 54.4 0 2 0 2,113.8816
B_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 6 7 12 18.30% VHIEIGPDGR 317 326 41.0 27.5 35.0 2 0 0 1,092.5798
C_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 3 3 6 7.57% GLPWSCSADEVQR 17 29 54.8 25.0 52.3 2 0 0 1,504.6850
C_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 3 3 6 7.57% SNNVEMDWVLK 88 98 26.8 25.1 19.5 2 0 0 1,350.6359
C_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 3 3 6 7.57% VHIEIGPDGR 317 326 39.4 28.3 37.5 2 0 0 1,092.5798
C_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 4 5 8 13.10% GLPWSCSADEVQR 17 29 54.0 25.0 50.6 2 0 0 1,504.6850
C_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 4 5 8 13.10% SNNVEMDWVLK 88 98 25.4 26.5 15.7 2 0 0 1,334.6409
C_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 4 5 8 13.10% HTGPNSPDTANDGFVR 99 114 36.8 25.0 35.7 1 1 0 1,684.7675
C_14 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 4 5 8 13.10% YGDGGSTFQSTTGHCVHMR 276 294 38.1 25.0 35.0 0 2 0 2,113.8816
F_15 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 3 3 5 8.91% GLPWSCSADEVQR 17 29 60.1 25.0 57.2 2 0 0 1,504.6850
F_15 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 3 3 5 8.91% SNNVEMDWVLK 88 98 28.4 26.6 11.8 1 0 0 1,334.6409
F_15 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 3 3 5 8.91% HTGPNSPDTANDGFVR 99 114 35.0 25.0 33.0 2 0 0 1,684.7675
H_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 3 3 6 8.69% GLPWSCSADEVQR 17 29 73.6 25.0 69.6 2 0 0 1,504.6850
H_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 3 3 6 8.69% HTGPNSPDTANDGFVR 99 114 28.4 25.0 18.8 0 2 0 1,684.7675
H_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 3 3 6 8.69% VHIEIGPDGR 317 326 37.0 27.5 37.0 2 0 0 1,092.5798
I_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 3 6.01% SNNVEMDWVLK 88 98 41.9 25.0 29.6 2 0 0 1,350.6359
I_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 3 6.01% HTGPNSPDTANDGFVR 99 114 19.9 25.0 19.9 0 1 0 1,684.7675
J_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 4 6.46% GLPWSCSADEVQR 17 29 58.2 25.0 54.7 2 0 0 1,504.6850
J_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 4 6.46% HTGPNSPDTANDGFVR 99 114 47.7 25.3 34.0 0 2 0 1,684.7675
K_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 3 3 4 8.69% GLPWSCSADEVQR 17 29 59.9 25.0 56.1 2 0 0 1,504.6850
K_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 3 3 4 8.69% HTGPNSPDTANDGFVR 99 114 15.6 25.0 11.5 0 1 0 1,684.7675
K_12 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 3 3 4 8.69% VHIEIGPDGR 317 326 25.5 27.8 25.4 1 0 0 1,092.5798
L_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 5 7 12 17.80% SNNVEMDWVLK 88 98 30.9 25.7 29.5 3 0 0 1,350.6359
L_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 5 7 12 17.80% HTGPNSPDTANDGFVR 99 114 86.0 25.0 74.9 0 2 0 1,684.7675
L_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 5 7 12 17.80% DLNYCFSGMSDHR 263 275 47.6 25.0 47.6 2 1 0 1,617.6421
L_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 5 7 12 17.80% YGDGGSTFQSTTGHCVHMR 276 294 63.8 25.0 63.6 0 2 0 2,113.8816
L_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 5 7 12 17.80% VTGEADVEFATHEDAVAAMSK 327 347 61.0 25.0 58.4 0 2 0 2,193.9970
L_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 3 6.46% GLPWSCSADEVQR 17 29 40.6 25.0 28.2 1 0 0 1,504.6850
L_13 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 3 6.46% HTGPNSPDTANDGFVR 99 114 47.2 25.0 38.1 0 2 0 1,684.7675
M_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 5 5 8 17.80% GLPWSCSADEVQR 17 29 63.9 25.0 63.2 2 0 0 1,504.6850
M_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 5 5 8 17.80% HTGPNSPDTANDGFVR 99 114 57.4 25.0 47.3 0 2 0 1,684.7675
M_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 5 5 8 17.80% STGEAFVQFASQEIAEK 151 167 80.9 26.6 72.1 2 0 0 1,841.8916
M_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 5 5 8 17.80% DLNYCFSGMSDHR 263 275 26.7 25.0 26.7 1 0 0 1,617.6421
M_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 5 5 8 17.80% VTGEADVEFATHEDAVAAMSK 327 347 49.4 25.0 47.8 0 1 0 2,193.9970
O_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 4 6.46% GLPWSCSADEVQR 17 29 53.0 25.0 43.7 2 0 0 1,504.6850
O_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 4 6.46% HTGPNSPDTANDGFVR 99 114 49.6 25.3 35.6 0 2 0 1,684.7675
P_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 4 6.46% GLPWSCSADEVQR 17 29 52.7 25.0 47.4 2 0 0 1,504.6850
P_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 4 6.46% HTGPNSPDTANDGFVR 99 114 58.6 25.3 45.2 0 2 0 1,684.7675
Q_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 4 5.35% GLPWSCSADEVQR 17 29 70.7 25.0 62.2 2 0 0 1,504.6850
Q_08 Heterogeneous nuclear ribonucleoprotein H HNRH1_MOUSE 49,200 2 2 4 5.35% SNNVEMDWVLK 88 98 56.9 25.7 46.2 2 0 0 1,350.6359
B_11 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 2 2 3 6.36% STGEAFVQFASK 56 67 65.9 26.1 58.1 2 0 0 1,271.6266
B_11 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 2 2 3 6.36% VHIDIGADGR 223 232 22.4 26.6 10.0 1 0 0 1,052.5485
C_11 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 2 2 3 6.36% STGEAFVQFASK 56 67 63.9 25.8 59.2 2 0 0 1,271.6266
C_11 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 2 2 3 6.36% VHIDIGADGR 223 232 22.5 27.8 16.8 1 0 0 1,052.5485
F_13 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 2 2 4 6.36% STGEAFVQFASK 56 67 65.4 25.9 56.5 2 0 0 1,271.6266
F_13 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 2 2 4 6.36% VHIDIGADGR 223 232 41.7 26.6 33.3 2 0 0 1,052.5485
L_07 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 3 3 6 14.70% VHIDIGADGR 223 232 33.9 27.2 20.0 2 0 0 1,052.5485
L_07 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 3 3 6 14.70% ATGEADVEFVTHEDAVAAMSK 233 253 59.6 25.0 51.0 0 2 0 2,193.9970
L_07 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 3 3 6 14.70% GGGGSGGYYGQGGMSGGGWR 324 343 58.0 25.0 58.0 2 0 0 1,820.7409
M_06 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 3 3 5 10.40% STGEAFVQFASK 56 67 51.3 25.8 39.9 2 0 0 1,271.6266
M_06 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 3 3 5 10.40% VHIDIGADGR 223 232 41.4 27.2 33.4 2 0 0 1,052.5485
M_06 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 3 3 5 10.40% DGMDNQGGYGSVGR 288 301 36.7 25.0 29.5 1 0 0 1,428.5811
Q_06 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 4 4 4 16.50% STGEAFVQFASK 56 67 44.8 26.1 37.7 1 0 0 1,271.6266



Q_06 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 4 4 4 16.50% VHIDIGADGR 223 232 29.9 27.5 25.6 1 0 0 1,052.5485
Q_06 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 4 4 4 16.50% ATGEADVEFVTHEDAVAAMSK 233 253 57.9 25.1 51.6 0 1 0 2,193.9970
Q_06 Heterogeneous nuclear ribonucleoprotein H3 HNRH3_HUMAN 36,928 4 4 4 16.50% DGMDNQGGYGSVGR 288 301 45.0 25.0 45.0 1 0 0 1,428.5811
A_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 5 5 9 16.00% VFIGNLNTLVVKK 18 30 16.9 25.0 16.8 0 1 0 1,444.8887
A_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 5 5 9 16.00% KSDVEAIFSK 30 39 41.8 26.6 23.1 2 0 0 1,123.5994
A_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 5 5 9 16.00% SDVEAIFSK 31 39 36.0 26.6 27.8 2 0 0 995.5044
A_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 5 5 9 16.00% GFAFVQYVNER 51 61 53.2 26.7 45.0 2 0 0 1,329.6585
A_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 5 5 9 16.00% MIAGQVLDINLAAEPK 74 89 78.9 27.0 44.7 2 0 0 1,698.9098
B_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 5 5 9 16.00% VFIGNLNTLVVKK 18 30 17.6 25.0 11.9 0 1 0 1,444.8887
B_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 5 5 9 16.00% KSDVEAIFSK 30 39 28.6 26.6 20.0 2 0 0 1,123.5994
B_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 5 5 9 16.00% SDVEAIFSK 31 39 41.0 26.5 31.4 2 0 0 995.5044
B_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 5 5 9 16.00% GFAFVQYVNER 51 61 55.0 26.7 51.6 2 0 0 1,329.6585
B_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 5 5 9 16.00% MIAGQVLDINLAAEPK 74 89 57.3 27.0 44.7 2 0 0 1,698.9098
C_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 3 3 6 8.50% KSDVEAIFSK 30 39 40.8 26.6 29.4 2 0 0 1,123.5994
C_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 3 3 6 8.50% SDVEAIFSK 31 39 35.6 26.3 26.9 2 0 0 995.5044
C_11 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 3 3 6 8.50% MIAGQVLDINLAAEPK 74 89 79.8 27.3 50.5 2 0 0 1,698.9098
K_09 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 2 2 3 7.19% VFIGNLNTLVVK 18 29 83.0 25.0 74.0 2 0 0 1,316.7937
K_09 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 2 2 3 7.19% KSDVEAIFSK 30 39 31.5 27.0 19.2 1 0 0 1,123.5994
L_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 3 3 5 12.10% VFIGNLNTLVVK 18 29 84.1 25.0 72.4 2 0 0 1,316.7937
L_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 3 3 5 12.10% MIAGQVLDINLAAEPK 74 89 114.0 25.9 108.0 2 0 0 1,682.9148
L_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 3 3 5 12.10% VPPPPPIAR 143 151 35.8 27.5 0.0 1 0 0 943.5725
M_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 3 3 6 10.50% VFIGNLNTLVVK 18 29 69.3 25.0 62.1 2 0 0 1,316.7937
M_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 3 3 6 10.50% SDVEAIFSK 31 39 39.5 26.1 31.5 2 0 0 995.5044
M_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 3 3 6 10.50% GFAFVQYVNER 51 61 63.6 26.6 61.5 2 0 0 1,329.6585
O_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 4 4 7 15.00% VFIGNLNTLVVK 18 29 55.4 25.0 46.4 2 0 0 1,316.7937
O_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 4 4 7 15.00% GFAFVQYVNER 51 61 58.0 27.3 50.7 2 0 0 1,329.6585
O_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 4 4 7 15.00% MIAGQVLDINLAAEPK 74 89 101.0 27.0 62.3 2 0 0 1,698.9098
O_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 4 4 7 15.00% MYSYPAR 136 142 18.5 25.0 17.5 1 0 0 903.4029
P_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 2 2 3 7.52% VFIGNLNTLVVK 18 29 51.5 25.0 44.6 2 0 0 1,316.7937
P_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 2 2 3 7.52% GFAFVQYVNER 51 61 51.0 27.1 45.5 1 0 0 1,329.6585
Q_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 4 4 7 15.70% VFIGNLNTLVVK 18 29 84.3 25.0 75.1 2 0 0 1,316.7937
Q_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 4 4 7 15.70% SDVEAIFSK 31 39 46.3 26.6 38.3 2 0 0 995.5044
Q_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 4 4 7 15.70% GFAFVQYVNER 51 61 64.8 27.2 59.0 2 0 0 1,329.6585
Q_07 Heterogeneous nuclear ribonucleoproteins C1/C2 HNRPC_HUMAN 33,671 4 4 7 15.70% MIAGQVLDINLAAEPK 74 89 101.0 26.7 74.4 1 0 0 1,698.9098
A_11 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 3 3 6 7.32% FGEVVDCTLK 120 129 47.3 25.6 0.0 2 0 0 1,167.5716
A_11 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 3 3 6 7.32% GFGFVLFK 139 146 34.3 28.0 24.2 2 0 0 914.5135
A_11 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 3 3 6 7.32% GFCFITFK 224 231 27.0 27.5 17.7 2 0 0 1,019.5020
A_12 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 5 5 10 12.70% MFIGGLSWDTTK 99 110 41.5 25.8 35.2 2 0 0 1,371.6616
A_12 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 5 5 10 12.70% MFIGGLSWDTTKK 99 111 44.2 27.2 32.4 2 0 0 1,499.7566
A_12 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 5 5 10 12.70% FGEVVDCTLK 120 129 43.3 25.7 0.0 2 0 0 1,167.5716
A_12 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 5 5 10 12.70% IFVGGLSPDTPEEK 184 197 79.9 28.0 65.2 2 0 0 1,488.7583
A_12 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 5 5 10 12.70% GFCFITFK 224 231 32.6 26.7 22.8 2 0 0 1,019.5020
B_12 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 4 4 7 10.70% MFIGGLSWDTTK 99 110 43.0 25.4 36.9 2 0 0 1,371.6616
B_12 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 4 4 7 10.70% DLKDYFSK 112 119 20.9 26.7 10.9 1 0 0 1,015.5096
B_12 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 4 4 7 10.70% FGEVVDCTLK 120 129 53.7 25.7 0.0 2 0 0 1,167.5716
B_12 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 4 4 7 10.70% GFCFITFK 224 231 38.7 27.5 30.5 2 0 0 1,019.5020
B_13 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 2 2 4 6.20% MFIGGLSWDTTK 99 110 33.6 25.3 30.0 2 0 0 1,371.6616
B_13 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 2 2 4 6.20% FGEVVDCTLK 120 129 52.8 25.6 0.0 2 0 0 1,167.5716
H_10 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 2 2 3 5.07% DLKDYFSK 112 119 26.0 25.8 15.4 1 0 0 1,015.5096
H_10 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 2 2 3 5.07% FGEVVDCTLK 120 129 47.7 26.5 0.0 2 0 0 1,167.5716
I_10 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 3 3 4 9.58% DLKDYFSK 112 119 19.6 25.8 10.9 1 0 0 1,015.5096
I_10 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 3 3 4 9.58% FGEVVDCTLK 120 129 25.9 26.6 0.0 1 0 0 1,167.5716
I_10 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 3 3 4 9.58% IFVGGLSPDTPEEKIR 184 199 31.3 27.7 24.6 0 2 0 1,757.9435
K_10 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 4 4 7 11.30% DLKDYFSK 112 119 23.7 26.4 3.2 1 0 0 1,015.5096
K_10 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 4 4 7 11.30% FGEVVDCTLK 120 129 43.3 26.1 0.0 3 0 0 1,167.5716
K_10 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 4 4 7 11.30% IFVGGLSPDTPEEK 184 197 45.5 28.3 36.5 1 0 0 1,488.7583
K_10 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 4 4 7 11.30% GFCFITFK 224 231 34.5 26.8 24.7 2 0 0 1,019.5020
K_11 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 2 2 4 5.07% FGEVVDCTLK 120 129 61.6 26.5 0.0 2 0 0 1,167.5716
K_11 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 2 2 4 5.07% GFCFITFK 224 231 27.6 27.5 18.2 2 0 0 1,019.5020
L_07 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 3 3 5 8.45% MFIGGLSWDTTK 99 110 44.3 25.3 31.4 1 0 0 1,371.6616
L_07 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 3 3 5 8.45% FGEVVDCTLK 120 129 33.9 26.8 0.0 2 0 0 1,167.5716
L_07 Heterogeneous nuclear ribonucleoprotein D0 HNRPD_HUMAN 38,435 3 3 5 8.45% GFCFITFK 224 231 27.1 27.2 18.8 2 0 0 1,019.5020
A_13 Heterogeneous nuclear ribonucleoprotein F HNRPF_HUMAN 45,672 3 3 5 14.70% QSGEAFVELGSEDDVK 53 68 84.4 25.1 80.3 2 0 0 1,709.7866
A_13 Heterogeneous nuclear ribonucleoprotein F HNRPF_HUMAN 45,672 3 3 5 14.70% HSGPNSADSANDGFVR 99 114 61.1 25.0 61.1 1 0 0 1,630.7204
A_13 Heterogeneous nuclear ribonucleoprotein F HNRPF_HUMAN 45,672 3 3 5 14.70% YGDSEFTVQSTTGHCVHMR 276 294 52.5 25.0 52.5 0 2 0 2,227.9496
A_13 Heterogeneous nuclear ribonucleoprotein F HNRPF_HUMAN 45,672 3 3 5 14.70% VHIEIGPDGR 317 326 44.0 28.2 40.5 2 0 0 1,092.5798
C_13 Heterogeneous nuclear ribonucleoprotein F HNRPF_HUMAN 45,672 2 2 3 10.10% QSGEAFVELGSEDDVK 53 68 63.6 25.7 63.6 2 0 0 1,709.7866
C_13 Heterogeneous nuclear ribonucleoprotein F HNRPF_HUMAN 45,672 2 2 3 10.10% HSGPNSADSANDGFVR 99 114 25.5 25.0 19.6 0 1 0 1,630.7204
C_13 Heterogeneous nuclear ribonucleoprotein F HNRPF_HUMAN 45,672 2 2 3 10.10% VHIEIGPDGR 317 326 39.4 28.3 37.5 2 0 0 1,092.5798
A_14 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 4 6.05% TDYNASVSVPDSSGPER 70 86 40.2 25.0 40.2 2 0 0 1,780.7984
A_14 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 4 6.05% IDEPLEGSEDR 423 433 36.9 25.0 28.6 2 0 0 1,259.5752
A_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 9 10 18 21.20% RPAEDMEEEQAFK 22 34 31.3 25.0 26.8 0 2 0 1,595.7008
A_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 9 10 18 21.20% RPAEDMEEEQAFKR 22 35 27.3 25.0 22.4 0 2 0 1,751.8019
A_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 9 10 18 21.20% NTDEMVELR 38 46 42.4 25.3 31.9 2 0 0 1,106.5147
A_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 9 10 18 21.20% TDYNASVSVPDSSGPER 70 86 77.4 25.0 74.3 2 1 0 1,780.7984
A_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 9 10 18 21.20% LLIHQSLAGGIIGVK 149 163 59.3 25.0 59.3 2 0 0 1,518.9369
A_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 9 10 18 21.20% LFQECCPHSTDR 180 191 73.2 25.0 66.3 2 0 0 1,549.6524
A_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 9 10 18 21.20% IILDLISESPIK 208 219 83.8 25.0 72.0 2 0 0 1,340.8038
A_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 9 10 18 21.20% HESGASIKIDEPLEGSEDR 415 433 40.9 26.6 40.9 0 1 0 2,068.9784
A_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 9 10 18 21.20% IDEPLEGSEDR 423 433 62.3 25.0 57.0 2 0 0 1,259.5752
A_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 7 11.90% TDYNASVSVPDSSGPER 70 86 38.7 25.0 38.7 2 0 0 1,780.7984
A_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 7 11.90% LLIHQSLAGGIIGVK 149 163 26.0 25.0 26.0 0 2 0 1,518.9369
A_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 7 11.90% LFQECCPHSTDR 180 191 23.2 25.0 23.2 1 0 0 1,549.6524
A_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 7 11.90% IDEPLEGSEDR 423 433 34.3 25.0 23.3 2 0 0 1,259.5752
B_14 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 4 6.05% TDYNASVSVPDSSGPER 70 86 56.1 25.0 50.4 2 0 0 1,780.7984
B_14 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 4 6.05% IDEPLEGSEDR 423 433 38.2 25.0 19.8 2 0 0 1,259.5752
B_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 7 8 12 18.60% RPAEDMEEEQAFKR 22 35 21.2 25.1 2.3 0 1 0 1,751.8019
B_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 7 8 12 18.60% NTDEMVELR 38 46 27.7 25.3 17.3 1 0 0 1,106.5147
B_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 7 8 12 18.60% TDYNASVSVPDSSGPER 70 86 79.5 25.0 76.0 2 0 0 1,780.7984
B_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 7 8 12 18.60% LFQECCPHSTDR 180 191 43.4 25.0 43.4 2 1 0 1,549.6524
B_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 7 8 12 18.60% IILDLISESPIK 208 219 70.9 25.0 61.0 2 0 0 1,340.8038
B_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 7 8 12 18.60% NLPLPPPPPPR 306 316 22.2 25.0 7.7 1 0 0 1,194.6996
B_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 7 8 12 18.60% IDEPLEGSEDR 423 433 60.5 25.0 46.1 2 0 0 1,259.5752
B_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 6 10 13.60% RPAEDMEEEQAFKR 22 35 23.0 25.1 16.2 0 1 0 1,751.8019
B_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 6 10 13.60% TDYNASVSVPDSSGPER 70 86 63.2 25.0 62.8 2 0 0 1,780.7984
B_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 6 10 13.60% GSDFDCELR 140 148 33.0 25.0 21.8 2 0 0 1,098.4522
B_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 6 10 13.60% LFQECCPHSTDR 180 191 36.0 25.0 34.3 2 1 0 1,549.6524
B_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 6 10 13.60% IDEPLEGSEDR 423 433 42.6 25.0 28.0 2 0 0 1,259.5752
C_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 6 6 11 16.60% RPAEDMEEEQAFKR 22 35 31.6 25.0 21.1 0 2 0 1,751.8019
C_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 6 6 11 16.60% TDYNASVSVPDSSGPER 70 86 63.3 25.0 63.3 2 0 0 1,780.7984
C_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 6 6 11 16.60% LFQECCPHSTDR 180 191 27.7 25.0 24.7 2 0 0 1,549.6524
C_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 6 6 11 16.60% IILDLISESPIK 208 219 65.5 25.0 57.1 2 0 0 1,340.8038
C_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 6 6 11 16.60% NLPLPPPPPPR 306 316 20.3 25.0 8.1 1 0 0 1,194.6996
C_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 6 6 11 16.60% IDEPLEGSEDR 423 433 47.8 25.0 35.1 2 0 0 1,259.5752
C_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 6 12.30% RPAEDMEEEQAFKR 22 35 20.5 25.0 20.0 0 1 0 1,751.8019
C_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 6 12.30% TDYNASVSVPDSSGPER 70 86 59.3 25.0 51.9 2 0 0 1,780.7984
C_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 6 12.30% LLIHQSLAGGIIGVK 149 163 23.7 25.0 22.0 0 2 0 1,518.9369
C_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 6 12.30% IDEPLEGSEDR 423 433 27.5 25.0 21.1 1 0 0 1,259.5752
D_22 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 3 4.54% VVLIGGKPDR 192 201 34.0 25.0 13.9 2 0 0 1,053.6417
D_22 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 3 4.54% IDEPLEGSEDR 423 433 22.0 25.0 19.0 1 0 0 1,259.5752
D_23 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 3 3 5 7.99% TDYNASVSVPDSSGPER 70 86 25.8 25.0 22.6 1 0 0 1,780.7984
D_23 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 3 3 5 7.99% GSDFDCELR 140 148 39.4 25.0 28.3 2 0 0 1,098.4522



D_23 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 3 3 5 7.99% IDEPLEGSEDR 423 433 37.8 25.0 34.6 2 0 0 1,259.5752
F_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 6 6 10 15.60% NTDEMVELR 38 46 48.5 25.3 31.5 2 0 0 1,106.5147
F_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 6 6 10 15.60% TDYNASVSVPDSSGPER 70 86 60.8 25.0 60.8 2 0 0 1,780.7984
F_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 6 6 10 15.60% LLIHQSLAGGIIGVK 149 163 59.3 25.0 58.8 2 0 0 1,518.9369
F_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 6 6 10 15.60% IILDLISESPIK 208 219 67.5 25.0 61.3 1 0 0 1,340.8038
F_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 6 6 10 15.60% HESGASIKIDEPLEGSEDR 415 433 24.1 26.3 21.4 0 1 0 2,068.9784
F_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 6 6 10 15.60% IDEPLEGSEDR 423 433 53.5 25.0 44.1 2 0 0 1,259.5752
G_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 4 6.05% TDYNASVSVPDSSGPER 70 86 40.7 25.0 38.3 2 0 0 1,780.7984
G_16 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 4 6.05% IDEPLEGSEDR 423 433 31.5 25.0 21.0 2 0 0 1,259.5752
H_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 7 11.00% TDYNASVSVPDSSGPER 70 86 60.9 25.0 58.3 2 0 0 1,780.7984
H_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 7 11.00% IILDLISESPIK 208 219 75.3 25.0 64.7 1 0 0 1,340.8038
H_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 7 11.00% NLPLPPPPPPR 306 316 26.3 25.0 10.3 2 0 0 1,194.6996
H_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 7 11.00% IDEPLEGSEDR 423 433 33.1 25.0 21.0 2 0 0 1,259.5752
H_14 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 3 3 5 8.64% TDYNASVSVPDSSGPER 70 86 69.9 25.0 66.4 2 0 0 1,780.7984
H_14 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 3 3 5 8.64% IILDLISESPIK 208 219 78.2 25.0 67.9 2 0 0 1,340.8038
H_14 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 3 3 5 8.64% NLPLPPPPPPR 306 316 26.5 25.0 12.1 1 0 0 1,194.6996
I_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 5 9 12.50% ALRTDYNASVSVPDSSGPER 67 86 34.4 27.1 26.8 0 1 0 2,121.0207
I_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 5 9 12.50% TDYNASVSVPDSSGPER 70 86 64.6 25.0 62.1 2 0 0 1,780.7984
I_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 5 9 12.50% LLIHQSLAGGIIGVK 149 163 51.8 25.0 51.8 2 0 0 1,518.9369
I_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 5 9 12.50% IILDLISESPIK 208 219 70.9 25.0 59.6 2 0 0 1,340.8038
I_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 5 9 12.50% NLPLPPPPPPR 306 316 32.3 25.0 16.3 2 0 0 1,194.6996
J_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 5 8 14.30% TDYNASVSVPDSSGPER 70 86 69.8 25.0 59.2 2 0 0 1,780.7984
J_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 5 8 14.30% LLIHQSLAGGIIGVK 149 163 24.6 25.0 24.6 0 2 0 1,518.9369
J_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 5 8 14.30% IILDLISESPIK 208 219 58.5 25.0 44.2 1 0 0 1,340.8038
J_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 5 8 14.30% NLPLPPPPPPR 306 316 24.4 25.0 9.7 2 0 0 1,194.6996
J_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 5 5 8 14.30% IDEPLEGSEDR 423 433 35.0 25.0 32.2 1 0 0 1,259.5752
K_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 6 10 11.90% TDYNASVSVPDSSGPER 70 86 68.4 25.0 61.6 2 1 0 1,780.7984
K_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 6 10 11.90% LLIHQSLAGGIIGVK 149 163 40.5 25.0 40.5 1 2 0 1,518.9369
K_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 6 10 11.90% IILDLISESPIK 208 219 84.3 25.0 74.3 2 0 0 1,340.8038
K_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 6 10 11.90% NLPLPPPPPPR 306 316 42.5 25.0 23.6 2 0 0 1,194.6996
L_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 11 11 18 27.00% NTDEMVELR 38 46 23.6 25.0 20.9 1 0 0 1,122.5097
L_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 11 11 18 27.00% ALRTDYNASVSVPDSSGPER 67 86 41.4 27.4 36.7 0 2 0 2,121.0207
L_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 11 11 18 27.00% TDYNASVSVPDSSGPER 70 86 73.7 25.0 69.8 2 0 0 1,780.7984
L_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 11 11 18 27.00% GSDFDCELR 140 148 31.7 25.0 26.9 1 0 0 1,098.4522
L_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 11 11 18 27.00% LLIHQSLAGGIIGVK 149 163 58.0 25.0 58.0 2 0 0 1,518.9369
L_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 11 11 18 27.00% IILDLISESPIK 208 219 89.8 25.0 78.6 2 0 0 1,340.8038
L_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 11 11 18 27.00% IILDLISESPIKGR 208 221 47.0 25.0 38.5 2 0 0 1,553.9264
L_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 11 11 18 27.00% NLPLPPPPPPR 306 316 26.6 25.0 10.2 1 0 0 1,194.6996
L_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 11 11 18 27.00% GGDLMAYDR 317 325 25.8 25.0 20.6 2 0 0 1,013.4359
L_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 11 11 18 27.00% GSYGDLGGPIITTQVTIPK 378 396 52.6 26.3 44.1 1 0 0 1,917.0332
L_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 11 11 18 27.00% HESGASIKIDEPLEGSEDR 415 433 34.6 26.7 30.9 0 2 0 2,068.9784
L_10 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 7 8.64% ALRTDYNASVSVPDSSGPER 67 86 34.2 27.3 24.4 0 2 0 2,121.0207
L_10 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 7 8.64% TDYNASVSVPDSSGPER 70 86 76.5 25.0 71.1 2 0 0 1,780.7984
L_10 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 7 8.64% GGDLMAYDR 317 325 36.8 25.0 36.8 1 0 0 1,013.4359
L_10 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 7 8.64% IDEPLEGSEDR 423 433 46.1 25.0 42.8 2 0 0 1,259.5752
L_11 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 6 8.64% ALRTDYNASVSVPDSSGPER 67 86 25.6 27.4 15.1 0 1 0 2,121.0207
L_11 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 6 8.64% TDYNASVSVPDSSGPER 70 86 70.7 25.0 62.0 2 0 0 1,780.7984
L_11 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 6 8.64% GSDFDCELR 140 148 31.1 25.0 23.8 2 0 0 1,098.4522
L_11 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 6 8.64% IDEPLEGSEDR 423 433 40.4 25.0 34.1 1 0 0 1,259.5752
L_14 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 3 3 6 8.42% TDYNASVSVPDSSGPER 70 86 64.4 25.0 63.9 2 0 0 1,780.7984
L_14 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 3 3 6 8.42% NLPLPPPPPPR 306 316 20.8 25.0 7.3 2 0 0 1,194.6996
L_14 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 3 3 6 8.42% IDEPLEGSEDR 423 433 36.9 25.0 30.0 2 0 0 1,259.5752
M_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 3 3 5 8.42% TDYNASVSVPDSSGPER 70 86 61.1 25.0 51.7 2 0 0 1,780.7984
M_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 3 3 5 8.42% NLPLPPPPPPR 306 316 22.0 25.0 2.8 1 0 0 1,194.6996
M_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 3 3 5 8.42% IDEPLEGSEDR 423 433 32.5 25.0 21.2 2 0 0 1,259.5752
M_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 3 6.05% TDYNASVSVPDSSGPER 70 86 49.2 25.0 48.7 2 0 0 1,780.7984
M_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 3 6.05% IDEPLEGSEDR 423 433 22.8 25.0 20.0 1 0 0 1,259.5752
M_14 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 3 6.05% TDYNASVSVPDSSGPER 70 86 39.7 25.0 36.2 2 0 0 1,780.7984
M_14 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 3 6.05% IDEPLEGSEDR 423 433 23.2 25.0 23.2 1 0 0 1,259.5752
M_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 3 6.05% TDYNASVSVPDSSGPER 70 86 40.1 25.0 36.2 2 0 0 1,780.7984
M_15 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 3 6.05% IDEPLEGSEDR 423 433 20.5 25.0 13.6 1 0 0 1,259.5752
N_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 3 4.75% NLPLPPPPPPR 306 316 19.7 25.0 11.4 1 0 0 1,194.6996
N_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 3 4.75% IDEPLEGSEDR 423 433 49.1 25.0 48.2 2 0 0 1,259.5752
Q_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 8 9.72% NTDEMVELR 38 46 27.0 26.3 21.4 2 0 0 1,106.5147
Q_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 8 9.72% TDYNASVSVPDSSGPER 70 86 88.1 25.0 83.8 2 0 0 1,780.7984
Q_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 8 9.72% VVLIGGKPDR 192 201 38.0 25.0 26.1 2 0 0 1,053.6417
Q_09 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 4 4 8 9.72% GGDLMAYDR 317 325 25.2 25.0 21.0 2 0 0 1,013.4359
Q_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 3 6.05% TDYNASVSVPDSSGPER 70 86 46.9 25.0 43.4 2 0 0 1,780.7984
Q_13 Heterogeneous nuclear ribonucleoprotein K HNRPK_HUMAN 50,979 2 2 3 6.05% IDEPLEGSEDR 423 433 33.6 25.0 33.2 1 0 0 1,259.5752
A_16 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 2 2 4 5.77% ASLNGADIYSGCCTLK 249 264 56.3 25.0 56.1 2 0 0 1,729.7886
A_16 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 2 2 4 5.77% SKPGAAMVEMADGYAVDR 417 434 43.5 25.0 40.6 0 2 0 1,899.8577
B_16 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 4 4 6 9.85% TPASPVVHIR 98 107 23.7 25.0 19.4 2 0 0 1,076.6211
B_16 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 4 4 6 9.85% ASLNGADIYSGCCTLK 249 264 51.9 25.0 51.9 2 0 0 1,729.7886
B_16 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 4 4 6 9.85% SKPGAAMVEMADGYAVDR 417 434 40.9 25.0 38.2 0 1 0 1,899.8577
B_16 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 4 4 6 9.85% AITHLNNNFMFGQK 435 448 24.5 27.6 20.6 0 1 0 1,650.8058
H_14 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 2 2 3 4.58% ASLNGADIYSGCCTLK 249 264 62.7 25.0 62.0 2 0 0 1,729.7886
H_14 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 2 2 3 4.58% NPNGPYPYTLK 569 579 27.7 28.2 19.5 1 0 0 1,263.6369
K_14 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 2 2 4 4.58% ASLNGADIYSGCCTLK 249 264 62.6 25.0 53.0 2 0 0 1,729.7886
K_14 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 2 2 4 4.58% NPNGPYPYTLK 569 579 32.6 28.0 26.9 2 0 0 1,263.6369
L_09 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 2 2 3 5.60% NGVQAMVEFDSVQSAQR 230 246 91.7 26.0 91.0 2 0 0 1,881.8760
L_09 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 2 2 3 5.60% ASLNGADIYSGCCTLK 249 264 53.5 25.0 53.1 1 0 0 1,729.7886
L_10 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 2 2 2 4.58% ASLNGADIYSGCCTLK 249 264 67.6 25.0 67.1 1 0 0 1,729.7886
L_10 Heterogeneous nuclear ribonucleoprotein L HNRPL_HUMAN 64,133 2 2 2 4.58% SSSGLLEWESK 542 552 36.6 27.9 27.2 1 0 0 1,222.5950
A_18 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 3 3 4 4.93% AFITNIPFDVK 73 83 36.7 26.6 18.6 2 0 0 1,264.6937
A_18 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 3 3 4 4.93% INEILSNALK 372 381 32.8 25.9 26.1 1 0 0 1,114.6467
A_18 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 3 3 4 4.93% MGPAMGPALGAGIER 592 606 63.1 26.4 61.3 1 0 0 1,459.7035
A_19 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 3 3 4 5.21% GCAVVEFK 113 120 29.7 26.7 16.1 1 0 0 909.4499
A_19 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 3 3 4 5.21% MGPAMGPALGAGIER 592 606 57.9 26.4 57.9 2 0 0 1,459.7035
A_19 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 3 3 4 5.21% MGLAMGGGGGASFDR 607 621 36.9 25.0 33.7 1 0 0 1,415.6045
B_19 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 5 5 8 8.22% GCAVVEFK 113 120 30.3 26.7 16.9 1 0 0 909.4499
B_19 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 5 5 8 8.22% LGSTVFVANLDYK 202 214 73.4 27.0 61.8 2 0 0 1,426.7577
B_19 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 5 5 8 8.22% MGPAMGPALGAGIER 592 606 52.4 26.5 48.5 2 0 0 1,459.7035
B_19 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 5 5 8 8.22% MGLAMGGGGGASFDR 607 621 49.9 25.0 49.9 2 0 0 1,415.6045
B_19 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 5 5 8 8.22% FESPEVAER 699 707 28.6 26.1 21.0 1 0 0 1,063.5054
F_06 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 2 2 2 3.29% MGPAMGPALGAGIER 592 606 28.1 26.4 21.7 1 0 0 1,459.7035
F_06 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 2 2 2 3.29% FESPEVAER 699 707 19.6 26.1 11.5 1 0 0 1,063.5054
L_11 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 3 3 5 5.48% INEILSNALK 372 381 30.6 27.6 17.9 1 0 0 1,114.6467
L_11 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 3 3 5 5.48% MGPAMGPALGAGIER 592 606 91.0 26.6 87.4 2 0 0 1,459.7035
L_11 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 3 3 5 5.48% MGLAMGGGGGASFDR 607 621 57.6 25.0 55.0 2 0 0 1,415.6045
M_11 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 2 2 3 4.11% MGPAMGPALGAGIER 592 606 67.0 26.5 64.5 2 0 0 1,459.7035
M_11 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 2 2 3 4.11% MGLAMGGGGGASFDR 607 621 28.4 25.0 28.4 1 0 0 1,415.6045
Q_11 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 3 3 4 4.66% INEILSNALK 372 381 26.6 27.7 14.5 1 0 0 1,114.6467
Q_11 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 3 3 4 4.66% MGPAMGPALGAGIER 592 606 52.9 26.8 44.2 2 0 0 1,459.7035
Q_11 Heterogeneous nuclear ribonucleoprotein M HNRPM_HUMAN 77,517 3 3 4 4.66% FESPEVAER 699 707 34.5 27.0 21.2 1 0 0 1,063.5054
A_11 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 3 3.21% TGYTLDVTTGQR 131 142 55.1 27.7 49.6 2 0 0 1,311.6541
A_11 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 3 3.21% AGPIWDLR 185 192 34.0 26.0 27.3 1 0 0 927.5048
A_16 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 4 4 7 7.22% SAFLCGVMK 92 100 22.7 25.0 22.7 1 0 0 1,028.4904
A_16 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 4 4 7 7.22% TGYTLDVTTGQR 131 142 49.5 27.7 44.2 2 0 0 1,311.6541
A_16 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 4 4 7 7.22% LMMDPLTGLNR 193 203 40.1 27.1 31.5 2 0 0 1,292.6340
A_16 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 4 4 7 7.22% NLANTVTEEILEK 344 356 50.0 28.2 37.6 2 0 0 1,473.7796
A_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 5 6 10 8.67% SAFLCGVMK 92 100 19.6 25.0 16.1 1 0 0 1,028.4904
A_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 5 6 10 8.67% LMMDPLTGLNR 193 203 43.6 27.3 31.5 2 0 0 1,292.6340



A_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 5 6 10 8.67% GYAFVTFCTK 204 213 36.0 25.9 34.6 2 0 0 1,193.5660
A_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 5 6 10 8.67% TKEQILEEFSK 255 265 42.4 26.8 33.7 2 0 0 1,351.7105
A_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 5 6 10 8.67% NLANTVTEEILEK 344 356 69.7 28.3 54.5 2 1 0 1,473.7796
A_18 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 3 6 5.30% TGYTLDVTTGQR 131 142 58.7 27.3 53.1 2 0 0 1,311.6541
A_18 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 3 6 5.30% AGPIWDLR 185 192 37.0 26.4 30.3 2 0 0 927.5048
A_18 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 3 6 5.30% NLANTVTEEILEK 344 356 62.4 28.4 35.7 2 0 0 1,473.7796
B_15 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 3.37% AGPIWDLR 185 192 40.0 26.0 32.7 2 0 0 927.5048
B_15 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 3.37% NLANTVTEEILEK 344 356 68.5 28.2 60.9 2 0 0 1,473.7796
B_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 5 6 11 8.51% AGPIWDLR 185 192 41.3 26.1 25.8 2 0 0 927.5048
B_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 5 6 11 8.51% LMMDPLTGLNR 193 203 40.5 27.3 31.8 2 0 0 1,292.6340
B_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 5 6 11 8.51% GYAFVTFCTK 204 213 55.7 26.1 55.7 2 0 0 1,193.5660
B_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 5 6 11 8.51% TKEQILEEFSK 255 265 46.6 27.1 46.6 2 0 0 1,351.7105
B_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 5 6 11 8.51% NLANTVTEEILEK 344 356 82.3 28.3 68.3 2 1 0 1,473.7796
B_18 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 3 6 5.30% TGYTLDVTTGQR 131 142 50.1 27.2 44.0 2 0 0 1,311.6541
B_18 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 3 6 5.30% AGPIWDLR 185 192 31.9 26.1 23.5 2 0 0 927.5048
B_18 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 3 6 5.30% NLANTVTEEILEK 344 356 60.1 28.2 44.5 2 0 0 1,473.7796
B_19 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 4.01% TGYTLDVTTGQR 131 142 48.1 27.2 39.7 2 0 0 1,311.6541
B_19 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 4.01% NLANTVTEEILEK 344 356 48.8 28.1 39.3 2 0 0 1,473.7796
C_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 4 4 8 7.06% TGYTLDVTTGQR 131 142 60.6 27.3 43.5 2 0 0 1,311.6541
C_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 4 4 8 7.06% AGPIWDLR 185 192 48.6 26.1 34.7 2 0 0 927.5048
C_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 4 4 8 7.06% LMMDPLTGLNR 193 203 37.6 27.1 28.4 2 0 0 1,292.6340
C_17 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 4 4 8 7.06% NLANTVTEEILEK 344 356 58.9 28.4 36.9 2 0 0 1,473.7796
C_18 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 3 6 5.30% TGYTLDVTTGQR 131 142 55.0 27.3 49.5 2 0 0 1,311.6541
C_18 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 3 6 5.30% AGPIWDLR 185 192 53.8 26.0 38.9 2 0 0 927.5048
C_18 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 3 6 5.30% NLANTVTEEILEK 344 356 57.9 28.1 50.3 2 0 0 1,473.7796
D_23 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 3 3.21% TGYTLDVTTGQR 131 142 41.6 27.3 36.6 2 0 0 1,311.6541
D_23 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 3 3.21% AGPIWDLR 185 192 27.4 26.1 18.0 1 0 0 927.5048
F_13 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 2 3.21% TGYTLDVTTGQR 131 142 38.1 27.2 35.9 1 0 0 1,311.6541
F_13 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 2 3.21% AGPIWDLR 185 192 34.6 26.1 19.4 1 0 0 927.5048
F_16 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 3.37% AGPIWDLR 185 192 56.6 26.0 38.9 2 0 0 927.5048
F_16 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 3.37% NLANTVTEEILEK 344 356 70.7 28.2 53.2 2 0 0 1,473.7796
H_14 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 4 6 5.30% TGYTLDVTTGQR 131 142 24.6 27.6 23.0 1 0 0 1,311.6541
H_14 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 4 6 5.30% AGPIWDLR 185 192 43.3 26.1 31.8 2 0 0 927.5048
H_14 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 4 6 5.30% NLANTVTEEILEK 344 356 76.5 28.2 63.6 2 1 0 1,473.7796
H_15 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 3.37% AGPIWDLR 185 192 47.8 26.1 34.4 2 0 0 927.5048
H_15 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 3.37% NLANTVTEEILEK 344 356 74.7 28.3 59.9 2 0 0 1,473.7796
I_14 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 3.37% AGPIWDLR 185 192 52.8 26.1 37.9 2 0 0 927.5048
I_14 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 3.37% NLANTVTEEILEK 344 356 75.2 28.2 64.7 2 0 0 1,473.7796
K_14 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 3 6 5.30% TGYTLDVTTGQR 131 142 56.0 27.2 50.1 2 0 0 1,311.6541
K_14 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 3 6 5.30% AGPIWDLR 185 192 45.7 26.4 26.1 2 0 0 927.5048
K_14 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 3 3 6 5.30% NLANTVTEEILEK 344 356 77.2 28.3 58.2 2 0 0 1,473.7796
K_15 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 2 4.01% TGYTLDVTTGQR 131 142 43.2 27.2 32.7 1 0 0 1,311.6541
K_15 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 2 4.01% NLANTVTEEILEK 344 356 68.7 28.1 60.7 1 0 0 1,473.7796
L_09 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 4.01% TGYTLDVTTGQR 131 142 68.2 27.0 61.9 2 0 0 1,311.6541
L_09 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 4.01% NLANTVTEEILEK 344 356 62.8 28.3 48.4 2 0 0 1,473.7796
L_10 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 4 4 7 8.03% LMMDPLTGLNR 193 203 52.9 27.8 39.6 2 0 0 1,292.6340
L_10 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 4 4 7 8.03% EQILEEFSK 257 265 23.3 28.2 16.4 2 0 0 1,122.5678
L_10 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 4 4 7 8.03% VTEGLTDVILYHQPDDK 266 282 25.4 28.2 25.4 0 1 0 1,942.9760
L_10 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 4 4 7 8.03% NLANTVTEEILEK 344 356 76.2 28.4 62.0 2 0 0 1,473.7796
L_11 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 3.85% LMMDPLTGLNR 193 203 36.9 27.8 27.6 2 0 0 1,292.6340
L_11 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 4 3.85% NLANTVTEEILEK 344 356 68.4 28.2 57.5 2 0 0 1,473.7796
L_16 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 3 4.01% TGYTLDVTTGQR 131 142 50.8 27.2 44.3 1 0 0 1,311.6541
L_16 Heterogeneous nuclear ribonucleoprotein Q HNRPQ_HUMAN 69,604 2 2 3 4.01% NLANTVTEEILEK 344 356 69.0 28.1 61.7 2 0 0 1,473.7796
A_16 Heterogeneous nuclear ribonucleoprotein R HNRPR_HUMAN 70,944 2 2 3 6.79% SAFLCGVMK 95 103 22.7 25.0 22.7 1 0 0 1,028.4904
A_16 Heterogeneous nuclear ribonucleoprotein R HNRPR_HUMAN 70,944 2 2 3 6.79% TGYTLDVTTGQR 134 145 49.5 27.7 44.2 2 0 0 1,311.6541
A_16 Heterogeneous nuclear ribonucleoprotein R HNRPR_HUMAN 70,944 2 2 3 6.79% ENILEEFSK 260 268 22.0 27.1 17.1 1 0 0 1,108.5521
A_16 Heterogeneous nuclear ribonucleoprotein R HNRPR_HUMAN 70,944 2 2 3 6.79% NLATTVTEEILEK 347 359 33.1 28.3 24.9 2 0 0 1,460.7844
A_22 Heterogeneous nuclear ribonucleoprotein U HNRPU_HUMAN 90,585 2 2 3 2.67% GYFEYIEENK 256 265 22.0 25.0 7.1 1 0 0 1,291.5841
A_22 Heterogeneous nuclear ribonucleoprotein U HNRPU_HUMAN 90,585 2 2 3 2.67% YNILGTNTIMDK 525 536 59.1 27.2 43.5 2 0 0 1,398.6936
C_22 Heterogeneous nuclear ribonucleoprotein U HNRPU_HUMAN 90,585 2 2 2 2.79% DIDIHEVR 353 360 25.4 26.7 18.8 1 0 0 996.5110
C_22 Heterogeneous nuclear ribonucleoprotein U HNRPU_HUMAN 90,585 2 2 2 2.79% NFILDQTNVSAAAQR 576 590 24.9 28.7 18.1 0 1 0 1,647.8449
L_16 Heterogeneous nuclear ribonucleoprotein U HNRPU_HUMAN 90,585 2 2 4 3.39% SSGPTSLFAVTVAPPGAR 187 204 52.3 27.9 47.2 2 0 0 1,714.9123
L_16 Heterogeneous nuclear ribonucleoprotein U HNRPU_HUMAN 90,585 2 2 4 3.39% NGQDLGVAFK 424 433 33.1 28.5 20.7 2 0 0 1,048.5423
B_11 Hsp70‐binding protein 1 HPBP1_HUMAN 39,474 2 2 3 5.80% ALFAISCLVR 211 220 45.3 25.6 38.9 1 0 0 1,149.6449
B_11 Hsp70‐binding protein 1 HPBP1_HUMAN 39,474 2 2 3 5.80% EQEAGLLQFLR 221 231 47.0 28.1 31.1 2 0 0 1,303.7006
A_06 Hippocalcin‐like protein 1 HPCL1_HUMAN 22,314 3 3 6 17.10% TFDTNGDGTIDFR 71 83 41.5 25.0 34.5 2 0 0 1,458.6498
A_06 Hippocalcin‐like protein 1 HPCL1_HUMAN 22,314 3 3 6 17.10% LSLEEFIR 164 171 50.7 27.1 39.4 2 0 0 1,006.5568
A_06 Hippocalcin‐like protein 1 HPCL1_HUMAN 22,314 3 3 6 17.10% LLQCDPSSASQF 182 193 69.9 25.0 69.9 2 0 0 1,352.6152
K_05 Hippocalcin‐like protein 1 HPCL1_HUMAN 22,314 2 2 4 10.40% LSLEEFIR 164 171 48.9 26.5 38.0 2 0 0 1,006.5568
K_05 Hippocalcin‐like protein 1 HPCL1_HUMAN 22,314 2 2 4 10.40% LLQCDPSSASQF 182 193 45.9 25.1 45.9 2 0 0 1,352.6152
B_11 Hyaluronan and proteoglycan link protein 3 HPLN3_HUMAN 40,894 2 2 3 4.72% VGQLFAAWK 296 304 44.2 27.9 0.0 2 0 0 1,019.5673
B_11 Hyaluronan and proteoglycan link protein 3 HPLN3_HUMAN 40,894 2 2 3 4.72% LYGVYCYR 351 358 20.9 25.7 16.0 1 0 0 1,093.5135
C_11 Hyaluronan and proteoglycan link protein 3 HPLN3_HUMAN 40,894 3 3 4 8.06% GVVFPYQSPNGR 165 176 30.1 28.2 25.8 2 0 0 1,320.6695
C_11 Hyaluronan and proteoglycan link protein 3 HPLN3_HUMAN 40,894 3 3 4 8.06% VYYLEHPEK 268 276 25.6 27.1 11.8 1 0 0 1,177.5888
C_11 Hyaluronan and proteoglycan link protein 3 HPLN3_HUMAN 40,894 3 3 4 8.06% LYGVYCYR 351 358 23.5 25.4 17.3 1 0 0 1,093.5135
A_06 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 3 3 4 15.10% SIPMTVDFIR 92 101 27.6 27.0 7.6 1 0 0 1,194.6189
A_06 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 3 3 4 15.10% NVLIVEDIIDTGK 129 141 49.5 27.0 49.5 1 0 0 1,428.7947
A_06 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 3 3 4 15.10% TMQTLLSLVR 142 151 62.5 27.3 48.2 2 0 0 1,177.6611
A_07 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 4 5 10 22.50% VIGGDDLSTLTGK 116 128 71.1 27.6 64.3 2 0 0 1,275.6794
A_07 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 4 5 10 22.50% NVLIVEDIIDTGK 129 141 75.5 27.0 69.6 2 0 0 1,428.7947
A_07 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 4 5 10 22.50% TMQTLLSLVR 142 151 53.5 25.1 33.3 2 0 0 1,161.6661
A_07 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 4 5 10 22.50% DLNHVCVISETGK 201 213 36.4 27.0 35.4 2 2 0 1,471.7211
B_07 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 5 6 11 27.50% VFIPHGLIMDR 35 45 24.4 26.4 12.0 2 0 0 1,313.7037
B_07 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 5 6 11 27.50% VIGGDDLSTLTGK 116 128 61.6 27.9 55.2 2 0 0 1,275.6794
B_07 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 5 6 11 27.50% NVLIVEDIIDTGK 129 141 66.7 27.0 63.9 2 0 0 1,428.7947
B_07 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 5 6 11 27.50% TMQTLLSLVR 142 151 53.4 25.1 33.1 2 0 0 1,161.6661
B_07 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 5 6 11 27.50% DLNHVCVISETGK 201 213 36.0 26.9 27.2 2 1 0 1,471.7211
D_12 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 3 3 4 16.50% VIGGDDLSTLTGK 116 128 49.1 27.6 47.3 2 0 0 1,275.6794
D_12 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 3 3 4 16.50% NVLIVEDIIDTGK 129 141 46.7 27.6 42.1 1 0 0 1,428.7947
D_12 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 3 3 4 16.50% TMQTLLSLVR 142 151 26.5 27.1 23.1 1 0 0 1,177.6611
H_06 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 3 3 5 16.50% NVLIVEDIIDTGK 129 141 65.1 26.7 65.1 1 0 0 1,428.7947
H_06 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 3 3 5 16.50% TMQTLLSLVR 142 151 55.0 25.1 34.8 2 0 0 1,161.6661
H_06 Hypoxanthine‐guanine phosphoribosyltransferase HPRT_HUMAN 24,580 3 3 5 16.50% DLNHVCVISETGK 201 213 26.9 27.2 15.8 0 2 0 1,471.7211
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% AGGIETIANEFSDR 20 33 76.1 26.4 76.0 2 0 0 1,479.7075
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% CTPSVISFGSK 34 44 32.2 25.9 26.3 2 0 0 1,182.5824
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% NQQITHANNTVSNFK 54 68 72.1 26.4 62.9 2 0 0 1,715.8459
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% NQQITHANNTVSNFKR 54 69 23.0 27.4 16.7 0 1 0 1,871.9470
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% EKENLSYDLVPLK 83 95 58.1 27.8 51.0 2 0 0 1,547.8317
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% ENLSYDLVPLK 85 95 44.9 27.7 27.4 2 0 0 1,290.6941
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% SVLDAAQIVGLNCLR 155 169 45.1 27.9 41.0 1 0 0 1,628.8790
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% VEDVSAVEIVGGATR 332 346 116.0 29.7 100.0 2 2 0 1,501.7857
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% DISTTLNADEAVAR 361 374 95.2 27.4 87.5 2 2 0 1,475.7337
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% GCALQCAILSPAFK 375 388 53.8 28.1 43.5 2 0 0 1,535.7711
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% DLLNMYIETEGK 609 620 58.9 26.0 48.5 2 0 0 1,441.6882
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% FICEQDHQNFLR 656 667 59.7 25.0 55.2 2 0 0 1,606.7432
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% QAYVDKLEELMK 686 697 46.6 27.0 29.2 2 1 0 1,482.7511
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% SLDQDPVVR 773 781 32.4 26.3 24.3 2 0 0 1,028.5372
A_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 14 17 31 20.40% IKELNNTCEPVVTQPKPK 789 806 37.6 27.1 37.6 0 2 0 2,095.1219
A_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 9 14 14.20% AGGIETIANEFSDR 20 33 52.2 26.4 52.2 2 0 0 1,479.7075
A_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 9 14 14.20% NQQITHANNTVSNFK 54 68 38.4 27.1 38.4 1 1 0 1,715.8459
A_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 9 14 14.20% AFNDPFIQK 74 82 31.4 27.6 14.1 1 0 0 1,079.5521
A_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 9 14 14.20% ENLSYDLVPLK 85 95 32.8 27.8 21.3 2 0 0 1,290.6941



A_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 9 14 14.20% VEDVSAVEIVGGATR 332 346 82.5 29.5 65.0 2 0 0 1,501.7857
A_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 9 14 14.20% DISTTLNADEAVAR 361 374 75.3 27.3 63.3 2 0 0 1,475.7337
A_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 9 14 14.20% GCALQCAILSPAFK 375 388 47.9 28.1 34.4 2 0 0 1,535.7711
A_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 9 14 14.20% DLLNMYIETEGK 609 620 48.5 26.1 48.5 1 0 0 1,441.6882
A_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 9 14 14.20% IKELNNTCEPVVTQPKPK 789 806 29.0 27.0 26.5 0 2 0 2,095.1219
B_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 11 11 19 17.40% AGGIETIANEFSDR 20 33 67.2 26.4 67.0 2 0 0 1,479.7075
B_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 11 11 19 17.40% NQQITHANNTVSNFK 54 68 66.7 26.7 56.7 2 0 0 1,715.8459
B_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 11 11 19 17.40% EKENLSYDLVPLK 83 95 33.3 27.6 14.1 1 0 0 1,547.8317
B_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 11 11 19 17.40% ENLSYDLVPLK 85 95 37.8 28.2 14.3 2 0 0 1,290.6941
B_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 11 11 19 17.40% VLGTAFDPFLGGK 222 234 62.7 26.9 43.9 2 0 0 1,321.7153
B_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 11 11 19 17.40% VEDVSAVEIVGGATR 332 346 99.8 29.6 80.8 2 0 0 1,501.7857
B_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 11 11 19 17.40% DISTTLNADEAVAR 361 374 92.7 27.3 81.6 2 0 0 1,475.7337
B_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 11 11 19 17.40% GCALQCAILSPAFK 375 388 58.2 28.1 39.4 2 0 0 1,535.7711
B_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 11 11 19 17.40% DLLNMYIETEGK 609 620 52.3 26.1 42.8 2 0 0 1,441.6882
B_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 11 11 19 17.40% FICEQDHQNFLR 656 667 47.9 25.0 37.9 1 0 0 1,606.7432
B_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 11 11 19 17.40% SLDQDPVVR 773 781 28.6 25.6 19.4 2 0 0 1,028.5372
B_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 11 11 19 17.40% IKELNNTCEPVVTQPKPK 789 806 25.0 26.8 22.6 0 1 0 2,095.1219
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% AGGIETIANEFSDR 20 33 57.5 26.5 57.5 2 0 0 1,479.7075
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% CTPSVISFGSK 34 44 27.4 26.7 24.1 1 0 0 1,182.5824
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% NQQITHANNTVSNFK 54 68 66.5 26.5 61.6 2 2 0 1,715.8459
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% NQQITHANNTVSNFKR 54 69 22.1 27.3 19.3 0 1 0 1,871.9470
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% AFNDPFIQK 74 82 31.7 28.0 22.6 2 0 0 1,079.5521
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% EKENLSYDLVPLK 83 95 51.1 27.9 38.9 2 1 0 1,547.8317
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% VLGTAFDPFLGGK 222 234 36.2 26.8 27.1 2 0 0 1,321.7153
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% VEDVSAVEIVGGATR 332 346 108.0 29.6 93.3 2 0 0 1,501.7857
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% DISTTLNADEAVAR 361 374 74.3 27.2 65.6 2 0 0 1,475.7337
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% GCALQCAILSPAFK 375 388 35.3 27.7 27.7 1 0 0 1,535.7711
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% FICEQDHQNFLR 656 667 55.7 25.0 49.2 2 0 0 1,606.7432
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% QAYVDKLEELMK 686 697 34.6 27.2 27.1 2 0 0 1,482.7511
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% SLDQDPVVR 773 781 35.4 26.4 23.9 2 0 0 1,028.5372
B_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 13 15 27 19.80% IKELNNTCEPVVTQPKPK 789 806 45.9 26.9 41.7 0 2 0 2,095.1219
C_16 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 2 3.50% AGGIETIANEFSDR 20 33 47.8 26.3 43.2 1 0 0 1,479.7075
C_16 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 2 3.50% NQQITHANNTVSNFKR 54 69 40.0 27.4 35.1 0 1 0 1,871.9470
C_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 3 4.90% AGGIETIANEFSDR 20 33 36.7 26.3 26.8 1 0 0 1,479.7075
C_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 3 4.90% DISTTLNADEAVAR 361 374 67.7 27.2 51.4 2 0 0 1,475.7337
C_21 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 3 4.90% GCALQCAILSPAFK 375 388 61.1 28.0 50.5 2 0 0 1,535.7711
C_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 10 10 16 17.20% AGGIETIANEFSDR 20 33 58.1 26.5 58.1 2 0 0 1,479.7075
C_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 10 10 16 17.20% CTPSVISFGSK 34 44 34.3 25.9 28.7 1 0 0 1,182.5824
C_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 10 10 16 17.20% NQQITHANNTVSNFK 54 68 26.5 27.0 17.8 0 2 0 1,715.8459
C_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 10 10 16 17.20% VEDVSAVEIVGGATR 332 346 83.1 29.5 69.7 2 0 0 1,501.7857
C_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 10 10 16 17.20% DISTTLNADEAVAR 361 374 65.9 27.4 50.1 2 0 0 1,475.7337
C_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 10 10 16 17.20% GCALQCAILSPAFK 375 388 48.6 28.1 36.7 2 0 0 1,535.7711
C_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 10 10 16 17.20% FVVQNVSAQKDGEK 462 475 23.2 28.2 18.3 0 1 0 1,548.8017
C_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 10 10 16 17.20% DLLNMYIETEGK 609 620 35.9 26.1 32.9 2 0 0 1,441.6882
C_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 10 10 16 17.20% FICEQDHQNFLR 656 667 43.4 25.0 34.2 2 0 0 1,606.7432
C_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 10 10 16 17.20% SLDQDPVVR 773 781 28.5 26.4 11.6 1 0 0 1,028.5372
C_22 Heat shock protein 105 kDa HS105_HUMAN 96,866 10 10 16 17.20% IKELNNTCEPVVTQPKPK 789 806 30.4 27.1 30.4 0 1 0 2,095.1219
D_28 Heat shock protein 105 kDa HS105_HUMAN 96,866 4 4 7 6.99% AFNDPFIQK 74 82 26.9 28.0 11.5 2 0 0 1,079.5521
D_28 Heat shock protein 105 kDa HS105_HUMAN 96,866 4 4 7 6.99% VEDVSAVEIVGGATR 332 346 62.1 28.5 57.6 2 0 0 1,501.7857
D_28 Heat shock protein 105 kDa HS105_HUMAN 96,866 4 4 7 6.99% DISTTLNADEAVAR 361 374 68.8 27.3 52.3 2 0 0 1,475.7337
D_28 Heat shock protein 105 kDa HS105_HUMAN 96,866 4 4 7 6.99% GCALQCAILSPAFK 375 388 42.0 28.0 36.1 2 0 0 1,535.7711
D_28 Heat shock protein 105 kDa HS105_HUMAN 96,866 4 4 7 6.99% MFEELGQR 715 722 21.2 25.0 16.9 1 0 0 1,025.4722
F_16 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 2 3.26% AGGIETIANEFSDR 20 33 35.2 26.3 30.3 1 0 0 1,479.7075
F_16 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 2 3.26% DISTTLNADEAVAR 361 374 31.1 27.2 22.3 1 0 0 1,475.7337
H_19 Heat shock protein 105 kDa HS105_HUMAN 96,866 5 5 9 8.86% CTPSVISFGSK 34 44 21.8 26.7 13.1 1 0 0 1,182.5824
H_19 Heat shock protein 105 kDa HS105_HUMAN 96,866 5 5 9 8.86% VEDVSAVEIVGGATR 332 346 75.7 29.5 59.4 2 0 0 1,501.7857
H_19 Heat shock protein 105 kDa HS105_HUMAN 96,866 5 5 9 8.86% DISTTLNADEAVAR 361 374 82.3 27.3 76.0 2 0 0 1,475.7337
H_19 Heat shock protein 105 kDa HS105_HUMAN 96,866 5 5 9 8.86% GCALQCAILSPAFK 375 388 66.7 28.1 59.6 2 0 0 1,535.7711
H_19 Heat shock protein 105 kDa HS105_HUMAN 96,866 5 5 9 8.86% FVVQNVSAQK 462 471 49.6 28.5 42.9 2 0 0 1,119.6156
H_19 Heat shock protein 105 kDa HS105_HUMAN 96,866 5 5 9 8.86% FICEQDHQNFLR 656 667 57.8 25.0 54.3 2 0 0 1,606.7432
I_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 8 15 12.60% AGGIETIANEFSDR 20 33 58.7 26.4 54.1 2 0 0 1,479.7075
I_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 8 15 12.60% CTPSVISFGSK 34 44 62.0 26.8 44.4 2 0 0 1,182.5824
I_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 8 15 12.60% VLGTAFDPFLGGK 222 234 46.0 27.4 35.5 1 0 0 1,321.7153
I_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 8 15 12.60% VEDVSAVEIVGGATR 332 346 93.3 29.5 69.3 2 0 0 1,501.7857
I_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 8 15 12.60% DISTTLNADEAVAR 361 374 86.9 27.3 77.5 2 0 0 1,475.7337
I_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 8 15 12.60% NAVEEYVYEFR 636 646 52.0 25.1 45.2 2 0 0 1,418.6585
I_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 8 15 12.60% FICEQDHQNFLR 656 667 50.5 25.0 43.2 2 0 0 1,606.7432
I_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 8 8 15 12.60% IKELNNTCEPVVTQPKPK 789 806 37.7 27.1 30.5 0 2 0 2,095.1219
I_19 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 3 4.55% CTPSVISFGSK 34 44 25.8 25.9 17.1 1 0 0 1,182.5824
I_19 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 3 4.55% DISTTLNADEAVAR 361 374 73.1 27.2 60.9 2 0 0 1,475.7337
I_19 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 3 4.55% GCALQCAILSPAFK 375 388 61.2 28.1 48.1 2 0 0 1,535.7711
J_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 6 6 10 9.21% AGGIETIANEFSDR 20 33 62.3 26.6 56.1 2 0 0 1,479.7075
J_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 6 6 10 9.21% NQQITHANNTVSNFK 54 68 26.0 27.2 16.1 0 1 0 1,715.8459
J_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 6 6 10 9.21% ENLSYDLVPLK 85 95 37.7 27.0 31.1 2 0 0 1,290.6941
J_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 6 6 10 9.21% VEDVSAVEIVGGATR 332 346 95.7 29.5 81.3 2 0 0 1,501.7857
J_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 6 6 10 9.21% DISTTLNADEAVAR 361 374 65.4 27.4 52.2 2 0 0 1,475.7337
J_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 6 6 10 9.21% FVVQNVSAQK 462 471 21.5 28.0 15.8 1 0 0 1,119.6156
K_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 7 7 12 12.60% AGGIETIANEFSDR 20 33 56.0 26.5 48.8 2 0 0 1,479.7075
K_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 7 7 12 12.60% CTPSVISFGSK 34 44 20.9 27.0 4.3 1 0 0 1,182.5824
K_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 7 7 12 12.60% VEDVSAVEIVGGATR 332 346 87.4 29.8 75.6 2 0 0 1,501.7857
K_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 7 7 12 12.60% DISTTLNADEAVAR 361 374 78.7 27.6 71.3 2 0 0 1,475.7337
K_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 7 7 12 12.60% GCALQCAILSPAFK 375 388 39.2 28.2 25.5 1 0 0 1,535.7711
K_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 7 7 12 12.60% FVVQNVSAQK 462 471 22.2 28.2 9.7 1 0 0 1,119.6156
K_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 7 7 12 12.60% FICEQDHQNFLR 656 667 51.6 25.0 44.0 2 0 0 1,606.7432
K_18 Heat shock protein 105 kDa HS105_HUMAN 96,866 7 7 12 12.60% IKELNNTCEPVVTQPKPK 789 806 38.4 26.8 38.4 0 2 0 2,095.1219
L_13 Heat shock protein 105 kDa HS105_HUMAN 96,866 3 4 6 4.90% AGGIETIANEFSDR 20 33 61.2 26.9 57.3 2 0 0 1,479.7075
L_13 Heat shock protein 105 kDa HS105_HUMAN 96,866 3 4 6 4.90% NQQITHANNTVSNFK 54 68 34.3 26.8 27.8 1 2 0 1,715.8459
L_13 Heat shock protein 105 kDa HS105_HUMAN 96,866 3 4 6 4.90% VLGTAFDPFLGGK 222 234 55.3 27.2 45.3 1 0 0 1,321.7153
L_14 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 3 3.38% NQQITHANNTVSNFK 54 68 19.1 26.8 14.4 0 1 0 1,715.8459
L_14 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 3 3.38% DISTTLNADEAVAR 361 374 82.3 27.6 72.5 2 0 0 1,475.7337
L_15 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 2 3.38% NQQITHANNTVSNFK 54 68 28.1 26.7 22.1 1 0 0 1,715.8459
L_15 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 2 3.38% DISTTLNADEAVAR 361 374 63.4 27.6 50.3 1 0 0 1,475.7337
M_13 Heat shock protein 105 kDa HS105_HUMAN 96,866 3 3 5 5.13% NQQITHANNTVSNFK 54 68 33.3 26.8 24.0 0 2 0 1,715.8459
M_13 Heat shock protein 105 kDa HS105_HUMAN 96,866 3 3 5 5.13% VEDVSAVEIVGGATR 332 346 84.0 29.7 68.7 1 0 0 1,501.7857
M_13 Heat shock protein 105 kDa HS105_HUMAN 96,866 3 3 5 5.13% DISTTLNADEAVAR 361 374 63.0 27.7 51.7 2 0 0 1,475.7337
M_14 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 2 3.38% NQQITHANNTVSNFK 54 68 20.5 26.6 12.6 0 1 0 1,715.8459
M_14 Heat shock protein 105 kDa HS105_HUMAN 96,866 2 2 2 3.38% DISTTLNADEAVAR 361 374 74.5 27.1 68.0 1 0 0 1,475.7337
A_21 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 4 4 8 9.18% SGGIETIANEYSDR 20 33 65.3 25.0 61.7 2 0 0 1,511.6973
A_21 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 4 4 8 9.18% SFDDPIVQTER 74 84 36.7 25.6 30.4 2 0 0 1,306.6275
A_21 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 4 4 8 9.18% EDISSIEIVGGATR 333 346 66.5 28.3 50.3 2 0 0 1,446.7436
A_21 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 4 4 8 9.18% DISTTLNADEAVAR 361 374 95.2 27.4 87.5 2 2 0 1,475.7337
A_21 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 4 4 8 9.18% GCALQCAILSPAFK 375 388 53.8 28.1 43.5 2 0 0 1,535.7711
A_21 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 4 4 8 9.18% LSLTQDPVVK 758 767 40.5 26.4 34.0 2 0 0 1,099.6359
B_21 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 4 4 6 10.10% SGGIETIANEYSDR 20 33 61.8 25.0 56.7 2 0 0 1,511.6973
B_21 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 4 4 6 10.10% EDISSIEIVGGATR 333 346 86.1 28.5 64.4 2 0 0 1,446.7436
B_21 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 4 4 6 10.10% DISTTLNADEAVAR 361 374 92.7 27.3 81.6 2 0 0 1,475.7337
B_21 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 4 4 6 10.10% GCALQCAILSPAFK 375 388 58.2 28.1 39.4 2 0 0 1,535.7711
B_21 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 4 4 6 10.10% QNLEGDHSDAPMETETSFK 501 519 22.6 25.0 22.6 0 1 0 2,151.9138
B_21 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 4 4 6 10.10% LSLTQDPVVK 758 767 23.6 26.5 15.4 1 0 0 1,099.6359
I_17 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 2 2 3 2.74% SFDDPIVQTER 74 84 35.7 25.8 28.7 1 0 0 1,306.6275
I_17 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 2 2 3 2.74% SIDLPIQSSLCR 579 590 40.6 28.5 28.7 2 0 0 1,388.7204
K_17 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 3 3 4 4.41% SFDDPIVQTER 74 84 28.5 26.6 17.5 1 0 0 1,306.6275



K_17 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 3 3 4 4.41% EDISSIEIVGGATR 333 346 56.2 28.7 41.7 1 0 0 1,446.7436
K_17 Heat shock 70 kDa protein 4L HS74L_HUMAN 94,515 3 3 4 4.41% SIDLPIQSSLCR 579 590 24.9 28.7 6.1 2 0 0 1,388.7204
A_19 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 6.15% ELHINLIPNKQDR 75 87 18.9 26.7 0.0 0 1 0 1,589.8760
A_19 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 6.15% TLTIVDTGIGMTK 88 100 69.9 28.0 0.0 2 0 0 1,365.7298
A_19 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 6.15% EDQTEYLEER 192 201 36.0 25.0 32.7 2 0 0 1,311.5700
A_19 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 6.15% APFDLFENR 348 356 33.3 26.4 29.2 2 0 0 1,108.5422
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% ELISNSSDALDK 47 58 44.4 27.6 34.2 2 0 0 1,291.6377
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% IRYESLTDPSK 59 69 34.7 28.0 20.1 1 0 0 1,308.6795
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% IRYESLTDPSKLDSGK 59 74 45.0 28.4 38.7 0 0 1 1,808.9391
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% YESLTDPSK 61 69 23.9 26.0 17.3 1 0 0 1,039.4943
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% YESLTDPSKLDSGK 61 74 64.3 27.3 59.0 2 2 0 1,539.7539
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% ELHINLIPNKQDR 75 87 35.1 27.0 0.0 2 2 0 1,589.8760
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% TLTIVDTGIGMTK 88 100 87.3 27.9 0.0 6 3 0 1,365.7298
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% ADLINNLGTIAK 101 112 66.3 27.5 48.6 4 0 0 1,242.7054
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% EDQTEYLEER 192 201 48.5 25.0 39.4 2 0 0 1,311.5700
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% YIDQEELNK 285 293 37.0 26.7 24.1 2 0 0 1,151.5580
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% NPDDITNEEYGEFYK 301 315 64.9 25.0 64.5 2 0 0 1,833.7815
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% SLTNDWEDHLAVK 316 328 73.6 26.8 63.8 3 2 0 1,527.7439
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% HFSVEGQLEFR 329 339 37.5 28.2 37.4 1 2 0 1,348.6644
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% RAPFDLFENRK 347 357 34.1 27.0 27.6 0 2 0 1,392.7383
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% APFDLFENR 348 356 65.8 26.5 55.4 2 0 0 1,108.5422
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% GVVDSEDLPLNISR 388 401 72.5 28.1 0.0 2 2 0 1,513.7858
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% FYEQFSK 438 444 30.5 25.4 7.3 1 0 0 948.4461
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% YYTSASGDEMVSLK 466 479 75.9 25.0 75.9 4 0 0 1,566.6993
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% HIYYITGETK 491 500 25.3 27.1 24.4 2 0 0 1,224.6260
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% DQVANSAFVER 501 511 52.7 27.5 50.7 4 0 0 1,235.6014
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% EGLELPEDEEEK 548 559 36.8 25.0 36.8 2 0 0 1,416.6379
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% EGLELPEDEEEKK 548 560 37.5 25.7 32.3 2 0 0 1,544.7329
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% EGLELPEDEEEKKK 548 561 44.9 27.8 32.1 2 0 0 1,672.8279
A_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 10 12 24 29.50% DNSTMGYMAAK 622 632 20.9 25.0 20.9 1 0 0 1,188.5024
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% ELISNSSDALDK 47 58 73.4 27.6 59.5 1 0 0 1,291.6377
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% IRYESLTDPSKLDSGK 59 74 56.5 28.4 49.0 0 2 0 1,808.9391
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% YESLTDPSKLDSGK 61 74 61.1 27.4 47.2 2 2 0 1,539.7539
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% ELHINLIPNKQDR 75 87 32.2 26.8 0.0 2 2 0 1,589.8760
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% TLTIVDTGIGMTK 88 100 92.0 26.7 0.0 6 0 0 1,349.7348
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% ADLINNLGTIAK 101 112 35.4 27.5 25.0 2 0 0 1,242.7054
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% VILHLKEDQTEYLEER 186 201 41.8 27.6 39.1 0 2 0 2,015.0446
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% EDQTEYLEER 192 201 52.8 25.0 40.8 2 0 0 1,311.5700
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% YIDQEELNK 285 293 42.9 27.2 31.8 2 0 0 1,151.5580
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% NPDDITNEEYGEFYK 301 315 71.0 25.0 55.6 2 0 0 1,833.7815
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% SLTNDWEDHLAVK 316 328 71.6 26.8 59.5 2 0 0 1,527.7439
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% HFSVEGQLEFR 329 339 56.0 27.9 48.3 1 0 0 1,348.6644
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% APFDLFENR 348 356 65.0 26.5 53.3 2 0 0 1,108.5422
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% GVVDSEDLPLNISR 388 401 89.4 28.1 0.0 2 2 0 1,513.7858
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% FYEQFSK 438 444 24.3 25.4 8.6 1 0 0 948.4461
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% YYTSASGDEMVSLK 466 479 68.1 25.0 62.5 2 0 0 1,566.6993
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% DQVANSAFVER 501 511 55.7 27.7 50.0 2 0 0 1,235.6014
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% EGLELPEDEEEK 548 559 42.5 25.0 40.6 2 0 0 1,416.6379
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% EGLELPEDEEEKK 548 560 26.8 26.0 25.6 2 1 0 1,544.7329
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% EGLELPEDEEEKKK 548 561 40.6 27.8 34.7 2 0 0 1,672.8279
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% KHLEINPDHSIIETLR 633 648 37.6 26.7 31.5 0 2 0 1,915.0398
B_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 9 11 20 29.40% HLEINPDHSIIETLR 634 648 48.8 27.9 48.8 2 2 0 1,786.9448
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% ELISNSSDALDKIR 47 60 87.1 28.3 65.6 2 0 0 1,560.8229
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% YESLTDPSKLDSGK 61 74 56.8 27.5 39.6 2 2 0 1,539.7539
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% ELHINLIPNKQDR 75 87 41.6 27.0 0.0 1 1 0 1,589.8760
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% TLTIVDTGIGMTK 88 100 88.2 28.1 0.0 2 0 0 1,365.7298
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% ADLINNLGTIAK 101 112 75.7 27.3 60.3 2 0 0 1,242.7054
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% EDQTEYLEER 192 201 41.0 25.0 29.4 2 0 0 1,311.5700
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% EKYIDQEELNK 283 293 23.7 27.9 19.5 1 0 0 1,408.6956
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% YIDQEELNK 285 293 36.8 26.7 23.7 3 0 0 1,151.5580
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% SLTNDWEDHLAVK 316 328 71.6 26.7 58.7 2 0 0 1,527.7439
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% RAPFDLFENRK 347 357 37.4 27.8 28.2 0 2 0 1,392.7383
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% APFDLFENR 348 356 41.6 26.4 38.1 1 0 0 1,108.5422
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% GVVDSEDLPLNISR 388 401 64.9 27.9 0.0 2 2 0 1,513.7858
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% DQVANSAFVER 501 511 51.8 27.1 47.7 2 0 0 1,235.6014
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% EGLELPEDEEEK 548 559 37.2 25.0 37.2 2 0 0 1,416.6379
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% EGLELPEDEEEKK 548 560 23.6 25.7 13.1 1 1 0 1,544.7329
C_20 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 5 6 9 20.50% EGLELPEDEEEKKK 548 561 22.2 27.7 13.4 1 0 0 1,672.8279
H_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% ELISNSSDALDK 47 58 48.9 27.7 34.8 2 0 0 1,291.6377
H_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% ELISNSSDALDKIR 47 60 23.8 28.3 16.3 0 2 0 1,560.8229
H_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% IRYESLTDPSKLDSGK 59 74 32.7 28.3 15.3 0 1 0 1,808.9391
H_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% YESLTDPSKLDSGK 61 74 63.2 27.6 55.4 2 2 0 1,539.7539
H_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% TLTIVDTGIGMTK 88 100 81.0 27.2 0.0 4 0 0 1,349.7348
H_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% SLTNDWEDHLAVK 316 328 67.4 26.9 57.1 2 1 0 1,527.7439
H_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% APFDLFENR 348 356 53.1 26.5 38.8 2 0 0 1,108.5422
H_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% GVVDSEDLPLNISR 388 401 70.8 28.1 0.0 2 2 0 1,513.7858
H_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% EGLELPEDEEEK 548 559 32.2 25.0 30.0 2 0 0 1,416.6379
H_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% EGLELPEDEEEKK 548 560 24.5 25.9 23.5 1 0 0 1,544.7329
H_17 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 9.29% ELISNSSDALDK 47 58 34.2 28.0 23.9 2 0 0 1,291.6377
H_17 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 9.29% ELISNSSDALDKIR 47 60 18.8 28.2 10.6 0 1 0 1,560.8229
H_17 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 9.29% YESLTDPSKLDSGK 61 74 63.3 27.3 60.1 2 0 0 1,539.7539
H_17 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 9.29% TLTIVDTGIGMTK 88 100 68.8 26.7 0.0 2 0 0 1,349.7348
H_17 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 9.29% SLTNDWEDHLAVK 316 328 58.5 26.7 44.6 2 1 0 1,527.7439
H_17 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 9.29% GVVDSEDLPLNISR 388 401 65.1 28.0 0.0 2 1 0 1,513.7858
I_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 2 9.43% ELISNSSDALDKIR 47 60 20.6 27.8 19.7 0 1 0 1,560.8229
I_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 2 9.43% TLTIVDTGIGMTK 88 100 90.0 28.1 0.0 4 0 0 1,365.7298
I_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 2 9.43% NPDDITNEEYGEFYK 301 315 62.0 25.0 57.0 1 0 0 1,833.7815
I_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 2 9.43% SLTNDWEDHLAVK 316 328 71.2 26.8 63.1 2 1 0 1,527.7439
I_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 2 9.43% GVVDSEDLPLNISR 388 401 56.5 28.3 0.0 2 0 0 1,513.7858
K_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 2 12.70% ELISNSSDALDKIR 47 60 35.4 28.3 29.0 0 1 0 1,560.8229
K_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 2 12.70% YESLTDPSKLDSGK 61 74 51.8 27.3 42.9 2 1 0 1,539.7539
K_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 2 12.70% ELHINLIPNKQDR 75 87 23.3 26.9 0.0 0 1 0 1,589.8760
K_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 2 12.70% TLTIVDTGIGMTK 88 100 62.7 27.8 0.0 2 0 0 1,365.7298
K_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 2 12.70% ADLINNLGTIAK 101 112 55.2 27.5 41.5 3 0 0 1,242.7054
K_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 2 12.70% SLTNDWEDHLAVK 316 328 59.2 26.9 48.8 2 0 0 1,527.7439
K_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 2 12.70% GVVDSEDLPLNISR 388 401 77.6 28.0 0.0 2 0 0 1,513.7858
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% ELISNSSDALDK 47 58 41.7 27.7 25.7 2 0 0 1,291.6377
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% ELISNSSDALDKIR 47 60 74.9 28.5 53.7 2 0 0 1,560.8229
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% YESLTDPSKLDSGK 61 74 38.0 27.1 36.2 2 1 0 1,539.7539
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% TLTIVDTGIGMTK 88 100 73.5 27.5 0.0 4 0 0 1,365.7298
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% ADLINNLGTIAK 101 112 50.0 27.6 32.4 2 0 0 1,242.7054
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% EDQTEYLEER 192 201 58.5 25.0 53.3 2 0 0 1,311.5700
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% EKYIDQEELNK 283 293 37.2 27.9 25.1 1 0 0 1,408.6956
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% SLTNDWEDHLAVK 316 328 61.1 26.9 50.0 2 0 0 1,527.7439
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% HFSVEGQLEFR 329 339 71.3 27.7 66.3 2 2 0 1,348.6644
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% APFDLFENR 348 356 46.1 26.7 36.6 2 0 0 1,108.5422
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% GVVDSEDLPLNISR 388 401 62.7 27.8 0.0 2 0 0 1,513.7858
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% FYEQFSK 438 444 31.3 26.4 17.1 1 0 0 948.4461
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% YYTSASGDEMVSLK 466 479 67.2 25.0 67.2 2 0 0 1,566.6993
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% DQVANSAFVER 501 511 59.7 27.4 48.7 2 0 0 1,235.6014
L_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 6 6 11 22.50% EGLELPEDEEEK 548 559 51.5 25.0 51.5 2 0 0 1,416.6379
L_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 20.50% YESLTDPSKLDSGK 61 74 62.5 27.3 51.6 2 1 0 1,539.7539



L_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 20.50% TLTIVDTGIGMTK 88 100 91.1 27.1 0.0 3 0 0 1,365.7298
L_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 20.50% ADLINNLGTIAK 101 112 47.3 27.5 34.2 2 0 0 1,242.7054
L_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 20.50% VILHLKEDQTEYLEER 186 201 54.3 27.6 51.9 0 2 0 2,015.0446
L_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 20.50% EKYIDQEELNK 283 293 41.5 27.8 30.3 2 0 0 1,408.6956
L_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 20.50% NPDDITNEEYGEFYK 301 315 73.1 25.0 69.3 2 0 0 1,833.7815
L_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 20.50% SLTNDWEDHLAVK 316 328 63.4 26.7 55.6 2 0 0 1,527.7439
L_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 20.50% APFDLFENR 348 356 56.0 26.7 52.7 2 0 0 1,108.5422
L_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 20.50% GVVDSEDLPLNISR 388 401 90.7 28.0 0.0 2 0 0 1,513.7858
L_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 20.50% FYEQFSK 438 444 27.5 26.5 12.2 1 0 0 948.4461
L_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 20.50% YYTSASGDEMVSLK 466 479 70.0 25.0 66.0 2 0 0 1,566.6993
L_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 20.50% EGLELPEDEEEK 548 559 53.0 25.0 53.0 2 0 0 1,416.6379
L_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 6 13.50% TLTIVDTGIGMTK 88 100 73.2 27.1 0.0 2 0 0 1,365.7298
L_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 6 13.50% ADLINNLGTIAK 101 112 55.4 27.5 42.9 1 0 0 1,242.7054
L_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 6 13.50% SLTNDWEDHLAVK 316 328 23.9 26.9 17.4 1 0 0 1,527.7439
L_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 6 13.50% RAPFDLFENR 347 356 29.9 28.0 21.1 1 0 0 1,264.6433
L_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 6 13.50% APFDLFENR 348 356 43.3 26.8 38.8 2 0 0 1,108.5422
L_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 6 13.50% GVVDSEDLPLNISR 388 401 82.3 28.1 0.0 2 0 0 1,513.7858
L_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 6 13.50% YYTSASGDEMVSLK 466 479 37.0 25.0 37.0 2 0 0 1,566.6993
L_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 6 13.50% DQVANSAFVER 501 511 52.1 27.7 46.5 1 0 0 1,235.6014
L_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 6 13.50% EGLELPEDEEEK 548 559 21.1 25.0 16.0 1 0 0 1,416.6379
L_15 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 13.10% YESLTDPSKLDSGK 61 74 32.6 26.9 32.6 1 0 0 1,539.7539
L_15 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 13.10% TLTIVDTGIGMTK 88 100 91.8 27.1 0.0 2 0 0 1,365.7298
L_15 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 13.10% EKYIDQEELNK 283 293 38.6 27.9 28.6 1 0 0 1,408.6956
L_15 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 13.10% GVVDSEDLPLNISR 388 401 78.5 28.0 0.0 2 0 0 1,513.7858
L_15 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 13.10% FYEQFSK 438 444 29.4 26.5 8.3 1 0 0 948.4461
L_15 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 13.10% YYTSASGDEMVSLK 466 479 54.0 25.0 54.0 1 0 0 1,566.6993
L_15 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 13.10% DQVANSAFVER 501 511 51.3 27.3 44.3 2 0 0 1,235.6014
L_15 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 13.10% EGLELPEDEEEK 548 559 28.6 25.0 28.6 2 0 0 1,416.6379
L_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 5 8.74% TLTIVDTGIGMTK 88 100 86.9 27.1 0.0 2 0 0 1,365.7298
L_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 5 8.74% VILHLKEDQTEYLEER 186 201 57.8 27.6 44.4 0 2 0 2,015.0446
L_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 5 8.74% NPDDITNEEYGEFYK 301 315 94.7 25.0 82.5 2 0 0 1,833.7815
L_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 5 8.74% APFDLFENR 348 356 42.7 26.8 37.4 2 0 0 1,108.5422
L_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 5 8.74% DQVANSAFVER 501 511 42.9 27.6 39.6 1 0 0 1,235.6014
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% ELISNSSDALDKIR 47 60 77.2 28.7 58.4 2 1 0 1,560.8229
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% YESLTDPSKLDSGK 61 74 51.0 27.0 40.5 2 2 0 1,539.7539
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% ELHINLIPNK 75 84 28.3 25.4 0.0 1 0 0 1,190.6893
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% TLTIVDTGIGMTK 88 100 81.1 27.9 0.0 4 0 0 1,365.7298
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% VILHLKEDQTEYLEER 186 201 56.7 27.7 54.3 0 2 0 2,015.0446
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% EDQTEYLEER 192 201 46.3 25.0 41.3 2 0 0 1,311.5700
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% EKYIDQEELNK 283 293 44.2 27.7 34.1 2 1 0 1,408.6956
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% NPDDITNEEYGEFYK 301 315 80.8 25.0 74.9 2 0 0 1,833.7815
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% SLTNDWEDHLAVK 316 328 63.2 26.7 56.2 2 0 0 1,527.7439
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% HFSVEGQLEFR 329 339 43.0 27.7 37.4 2 1 0 1,348.6644
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% APFDLFENR 348 356 56.8 26.5 51.9 2 0 0 1,108.5422
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% GVVDSEDLPLNISR 388 401 77.8 28.0 0.0 2 2 0 1,513.7858
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% FYEQFSK 438 444 44.2 26.8 24.1 2 0 0 948.4461
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% YYTSASGDEMVSLK 466 479 75.1 25.0 75.1 4 0 0 1,566.6993
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% YYTSASGDEMVSLKDYCTR 466 484 44.6 25.0 39.3 0 2 0 2,261.9690
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% DQVANSAFVER 501 511 55.1 27.3 51.3 2 0 0 1,235.6014
M_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 8 10 18 25.80% EGLELPEDEEEK 548 559 42.3 25.0 40.6 2 0 0 1,416.6379
M_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 15.40% ELISNSSDALDK 47 58 44.9 27.9 32.6 2 0 0 1,291.6377
M_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 15.40% TLTIVDTGIGMTK 88 100 69.5 27.9 0.0 2 0 0 1,365.7298
M_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 15.40% ADLINNLGTIAK 101 112 63.0 27.5 45.8 2 0 0 1,242.7054
M_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 15.40% VILHLKEDQTEYLEER 186 201 48.2 27.7 43.6 0 2 0 2,015.0446
M_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 15.40% APFDLFENR 348 356 24.0 26.5 24.0 1 0 0 1,108.5422
M_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 15.40% GVVDSEDLPLNISR 388 401 72.8 28.2 0.0 2 0 0 1,513.7858
M_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 15.40% YYTSASGDEMVSLK 466 479 51.4 25.0 51.4 2 0 0 1,566.6993
M_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 15.40% DQVANSAFVER 501 511 55.1 27.4 48.3 2 0 0 1,235.6014
M_13 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 15.40% EGLELPEDEEEK 548 559 35.4 25.0 35.4 2 0 0 1,416.6379
M_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 12.80% ELISNSSDALDK 47 58 56.0 28.0 50.0 2 0 0 1,291.6377
M_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 12.80% TLTIVDTGIGMTK 88 100 72.4 27.8 0.0 2 0 0 1,365.7298
M_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 12.80% HFSVEGQLEFR 329 339 52.0 27.7 52.0 1 0 0 1,348.6644
M_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 12.80% GVVDSEDLPLNISR 388 401 83.4 28.0 0.0 2 0 0 1,513.7858
M_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 12.80% FYEQFSK 438 444 36.1 25.4 20.1 2 0 0 948.4461
M_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 12.80% YYTSASGDEMVSLK 466 479 44.2 25.0 42.0 1 0 0 1,566.6993
M_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 12.80% DQVANSAFVER 501 511 54.7 27.5 49.1 2 0 0 1,235.6014
M_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 7 12.80% EGLELPEDEEEK 548 559 41.1 25.0 41.1 2 0 0 1,416.6379
M_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 7.79% ELISNSSDALDK 47 58 28.9 28.0 22.4 1 0 0 1,291.6377
M_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 7.79% TLTIVDTGIGMTK 88 100 75.0 27.8 0.0 3 0 0 1,365.7298
M_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 7.79% GVVDSEDLPLNISR 388 401 74.8 28.3 0.0 2 0 0 1,513.7858
M_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 7.79% FYEQFSK 438 444 28.7 25.4 9.7 2 0 0 948.4461
M_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 7.79% DQVANSAFVER 501 511 39.8 27.4 37.2 1 0 0 1,235.6014
N_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% ELISNSSDALDK 47 58 37.2 27.8 26.0 2 0 0 1,291.6377
N_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% YESLTDPSKLDSGK 61 74 31.8 27.0 25.2 0 1 0 1,539.7539
N_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% TLTIVDTGIGMTK 88 100 72.4 27.4 0.0 2 0 0 1,365.7298
N_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% GVVDSEDLPLNISR 388 401 67.1 27.8 0.0 2 0 0 1,513.7858
N_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% YYTSASGDEMVSLK 466 479 73.1 25.0 73.1 2 0 0 1,566.6993
N_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% DQVANSAFVER 501 511 53.4 27.1 35.3 2 0 0 1,235.6014
N_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 6 12.30% EGLELPEDEEEK 548 559 24.8 25.0 23.2 2 0 0 1,416.6379
O_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 15.80% YESLTDPSKLDSGK 61 74 27.9 27.4 19.1 0 1 0 1,539.7539
O_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 15.80% TLTIVDTGIGMTK 88 100 67.7 27.5 0.0 2 0 0 1,365.7298
O_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 15.80% VILHLKEDQTEYLEER 186 201 33.1 27.6 29.1 0 2 0 2,015.0446
O_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 15.80% EDQTEYLEER 192 201 40.4 25.0 33.6 1 0 0 1,311.5700
O_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 15.80% NPDDITNEEYGEFYK 301 315 44.8 25.0 42.4 1 0 0 1,833.7815
O_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 15.80% HFSVEGQLEFR 329 339 27.9 27.9 22.3 2 0 0 1,348.6644
O_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 15.80% GVVDSEDLPLNISR 388 401 73.4 28.3 0.0 2 0 0 1,513.7858
O_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 15.80% FYEQFSK 438 444 35.8 26.1 18.6 1 0 0 948.4461
O_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 15.80% YYTSASGDEMVSLK 466 479 56.5 25.0 56.5 2 0 0 1,566.6993
O_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 3 3 4 15.80% EGLELPEDEEEK 548 559 28.2 25.0 27.9 2 0 0 1,416.6379
P_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 8 19.80% ELISNSSDALDK 47 58 56.7 27.7 50.2 2 0 0 1,291.6377
P_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 8 19.80% YESLTDPSKLDSGK 61 74 47.5 26.9 41.4 1 0 0 1,539.7539
P_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 8 19.80% TLTIVDTGIGMTK 88 100 85.1 27.1 0.0 2 0 0 1,365.7298
P_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 8 19.80% VILHLKEDQTEYLEER 186 201 37.2 27.4 33.8 0 2 0 2,015.0446
P_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 8 19.80% NPDDITNEEYGEFYK 301 315 72.7 25.0 69.8 2 0 0 1,833.7815
P_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 8 19.80% SLTNDWEDHLAVK 316 328 36.3 26.7 32.0 2 0 0 1,527.7439
P_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 8 19.80% HFSVEGQLEFR 329 339 70.8 28.0 64.5 2 1 0 1,348.6644
P_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 8 19.80% GVVDSEDLPLNISR 388 401 84.9 28.0 0.0 2 0 0 1,513.7858
P_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 8 19.80% YYTSASGDEMVSLK 466 479 73.3 25.0 72.7 2 0 0 1,566.6993
P_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 8 19.80% DQVANSAFVER 501 511 55.8 26.9 41.5 2 0 0 1,235.6014
P_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 8 19.80% EGLELPEDEEEK 548 559 25.4 25.0 25.4 2 0 0 1,416.6379
P_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 5.05% ELISNSSDALDK 47 58 31.1 28.3 21.5 1 0 0 1,291.6377
P_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 5.05% GVVDSEDLPLNISR 388 401 71.7 27.8 0.0 2 0 0 1,513.7858
P_14 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 3 5.05% DQVANSAFVER 501 511 44.3 27.7 36.7 2 0 0 1,235.6014
Q_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 5 17.90% ELISNSSDALDK 47 58 45.4 28.0 35.4 1 0 0 1,291.6377
Q_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 5 17.90% ELISNSSDALDKIR 47 60 35.9 28.1 26.5 1 0 0 1,560.8229
Q_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 5 17.90% YESLTDPSKLDSGK 61 74 36.0 26.9 32.7 1 2 0 1,539.7539
Q_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 5 17.90% TLTIVDTGIGMTK 88 100 75.8 27.5 0.0 2 0 0 1,365.7298
Q_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 5 17.90% ADLINNLGTIAK 101 112 58.2 27.5 19.5 2 0 0 1,242.7054
Q_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 5 17.90% EDQTEYLEER 192 201 51.7 25.0 36.7 2 0 0 1,311.5700
Q_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 5 17.90% YIDQEELNK 285 293 26.1 27.2 20.0 1 0 0 1,151.5580
Q_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 5 17.90% SLTNDWEDHLAVK 316 328 48.2 26.7 43.2 2 0 0 1,527.7439
Q_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 5 17.90% HFSVEGQLEFR 329 339 56.4 27.8 53.5 2 0 0 1,348.6644



Q_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 5 17.90% GVVDSEDLPLNISR 388 401 73.4 28.3 0.0 2 0 0 1,513.7858
Q_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 5 17.90% HIYYITGETK 491 500 28.1 27.1 26.6 1 0 0 1,224.6260
Q_12 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 4 4 5 17.90% DQVANSAFVER 501 511 55.7 26.9 48.8 2 0 0 1,235.6014
Q_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 4 6.15% TLTIVDTGIGMTK 88 100 59.7 27.1 0.0 2 0 0 1,365.7298
Q_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 4 6.15% GVVDSEDLPLNISR 388 401 79.8 28.3 0.0 2 0 0 1,513.7858
Q_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 4 6.15% FYEQFSK 438 444 35.3 26.5 13.2 2 0 0 948.4461
Q_16 Heat shock protein HSP 90‐alpha HS90A_HUMAN 84,734 2 2 4 6.15% DQVANSAFVER 501 511 49.0 27.4 41.6 2 0 0 1,235.6014
A_01 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 48.2 27.3 33.6 2 0 0 1,242.7054
A_01 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 38.2 28.1 0.0 2 0 0 1,513.7858
A_03 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.59% ADLINNLGTIAK 96 107 49.4 27.3 33.4 2 0 0 1,242.7054
A_03 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.59% GVVDSEDLPLNISR 379 392 33.4 28.1 0.0 1 0 0 1,513.7858
A_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 41.1 27.3 26.5 2 0 0 1,242.7054
A_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 64.9 27.9 0.0 2 0 0 1,513.7858
A_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 5.39% ELISNASDALDK 42 53 41.1 27.4 35.0 2 0 0 1,275.6428
A_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 5.39% TLTLVDTGIGMTK 83 95 42.5 28.1 0.0 1 0 0 1,365.7298
A_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 5.39% GVVDSEDLPLNISR 379 392 46.6 28.1 0.0 2 0 0 1,513.7858
A_18 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.18% YIDQEELNK 276 284 24.7 26.7 16.3 1 0 0 1,151.5580
A_18 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.18% GVVDSEDLPLNISR 379 392 63.3 28.1 0.0 2 0 0 1,513.7858
A_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 11 10.60% ELISNASDALDK 42 53 76.8 27.1 69.0 2 0 0 1,275.6428
A_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 11 10.60% ELISNASDALDKIR 42 55 23.9 28.1 19.6 0 1 0 1,544.8280
A_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 11 10.60% IDIIPNPQER 73 82 33.6 26.7 24.6 2 0 0 1,194.6479
A_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 11 10.60% TLTLVDTGIGMTK 83 95 69.9 28.0 0.0 2 0 0 1,365.7298
A_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 11 10.60% EDQTEYLEER 187 196 36.0 25.0 32.7 2 0 0 1,311.5700
A_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 11 10.60% APFDLFENK 339 347 28.4 26.5 23.6 2 0 0 1,080.5361
A_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 11 10.60% SIYYITGESK 482 491 44.6 27.5 35.0 2 0 0 1,160.5834
A_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 11 10.60% EQVANSAFVER 492 502 52.1 27.8 47.5 1 0 0 1,249.6170
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% ELISNASDALDK 42 53 28.9 27.6 21.2 1 0 0 1,275.6428
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% ELISNASDALDKIR 42 55 82.3 27.8 64.2 2 1 0 1,544.8280
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% IRYESLTDPSK 54 64 34.7 28.0 20.1 1 0 0 1,308.6795
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% IRYESLTDPSKLDSGK 54 69 45.0 28.4 38.7 0 0 1 1,808.9391
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% YESLTDPSK 56 64 23.9 26.0 17.3 1 0 0 1,039.4943
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% YESLTDPSKLDSGK 56 69 64.3 27.3 59.0 2 2 0 1,539.7539
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% YESLTDPSKLDSGKELK 56 72 29.9 27.9 26.3 0 1 0 1,909.9756
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% ELKIDIIPNPQER 70 82 20.8 26.2 17.8 1 0 0 1,564.8696
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% IDIIPNPQER 73 82 42.9 26.7 34.5 1 0 0 1,194.6479
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% TLTLVDTGIGMTK 83 95 87.3 27.9 0.0 6 3 0 1,365.7298
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% ADLINNLGTIAK 96 107 66.3 27.5 48.6 4 0 0 1,242.7054
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% EDQTEYLEER 187 196 48.5 25.0 39.4 2 0 0 1,311.5700
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% YIDQEELNK 276 284 37.0 26.7 24.1 2 0 0 1,151.5580
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% NPDDITQEEYGEFYK 292 306 75.9 25.0 74.9 2 0 0 1,847.7972
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% SLTNDWEDHLAVK 307 319 73.6 26.8 63.8 3 2 0 1,527.7439
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% HFSVEGQLEFR 320 330 37.5 28.2 37.4 1 2 0 1,348.6644
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% RAPFDLFENK 338 347 22.6 28.2 7.8 1 0 0 1,236.6372
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% RAPFDLFENKK 338 348 33.7 28.2 20.0 1 2 0 1,364.7322
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% APFDLFENKK 339 348 35.8 27.6 23.7 2 0 0 1,208.6311
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% GVVDSEDLPLNISR 379 392 72.5 28.1 0.0 2 2 0 1,513.7858
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% SIYYITGESK 482 491 58.8 27.5 51.2 4 0 0 1,160.5834
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% EQVANSAFVER 492 502 56.3 27.8 50.3 4 0 0 1,249.6170
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% EGLELPEDEEEK 539 550 36.8 25.0 36.8 2 0 0 1,416.6379
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% EGLELPEDEEEKK 539 551 37.5 25.7 32.3 2 0 0 1,544.7329
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% EGLELPEDEEEKKK 539 552 44.9 27.8 32.1 2 0 0 1,672.8279
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% DNSTMGYMMAK 613 623 39.5 25.0 39.5 2 0 0 1,248.5058
A_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 25 35 67 29.00% HLEINPDHPIVETLR 625 639 69.9 27.3 59.9 2 2 0 1,782.9499
A_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.40% ELISNASDALDK 42 53 75.9 27.4 61.0 2 0 0 1,275.6428
A_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.40% ELISNASDALDKIR 42 55 75.7 27.8 52.8 1 1 0 1,544.8280
A_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.40% ADLINNLGTIAK 96 107 49.5 27.3 33.9 2 0 0 1,242.7054
A_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.40% EDQTEYLEER 187 196 37.0 25.0 31.6 2 0 0 1,311.5700
A_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.40% YIDQEELNK 276 284 28.2 26.7 21.8 2 0 0 1,151.5580
A_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.40% SLTNDWEDHLAVK 307 319 41.7 26.9 31.9 1 0 0 1,527.7439
A_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.40% RAPFDLFENK 338 347 21.9 27.9 11.4 1 0 0 1,236.6372
A_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.40% GVVDSEDLPLNISR 379 392 69.7 28.1 0.0 2 0 0 1,513.7858
A_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.40% HLEINPDHPIVETLR 625 639 44.1 27.0 36.9 0 2 0 1,782.9499
A_22 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,241 2 2 3 3.59% ADLINNLGTIAK 96 107 54.7 27.5 44.2 2 0 0 1,242.7054
A_22 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,241 2 2 3 3.59% GVVDSEDLPLNISR 379 392 50.0 28.3 0.0 1 0 0 1,513.7858
A_23 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 48.7 27.5 29.2 2 0 0 1,242.7054
A_23 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 59.6 28.1 0.0 2 0 0 1,513.7858
A_25 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.45% TLTLVDTGIGMTK 83 95 59.9 28.1 0.0 2 0 0 1,365.7298
A_25 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.45% ADLINNLGTIAK 96 107 61.5 27.3 45.4 2 0 0 1,242.7054
A_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 7 8.15% TLTLVDTGIGMTK 83 95 70.4 27.9 0.0 2 0 0 1,365.7298
A_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 7 8.15% ADLINNLGTIAK 96 107 56.5 27.3 34.6 2 0 0 1,242.7054
A_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 7 8.15% YIDQEELNK 276 284 22.3 27.2 10.0 1 0 0 1,151.5580
A_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 7 8.15% GVVDSEDLPLNISR 379 392 44.3 28.0 0.0 1 0 0 1,513.7858
A_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 7 8.15% EQVANSAFVER 492 502 26.9 27.8 21.5 1 0 0 1,249.6170
A_29 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 2 3.59% ADLINNLGTIAK 96 107 40.6 27.3 25.4 1 0 0 1,242.7054
A_29 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 2 3.59% GVVDSEDLPLNISR 379 392 31.1 28.0 0.0 1 0 0 1,513.7858
A_32 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 2 3.73% TLTLVDTGIGMTK 83 95 41.6 28.1 0.0 1 0 0 1,365.7298
A_32 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 2 3.73% GVVDSEDLPLNISR 379 392 59.9 28.2 0.0 1 0 0 1,513.7858
B_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.01% ELISNASDALDK 42 53 38.8 27.6 31.3 2 0 0 1,275.6428
B_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.01% ADLINNLGTIAK 96 107 37.3 27.5 27.0 2 0 0 1,242.7054
B_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.01% APFDLFENK 339 347 21.7 26.2 17.3 1 0 0 1,080.5361
B_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.01% GVVDSEDLPLNISR 379 392 35.9 28.3 0.0 2 0 0 1,513.7858
B_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.01% EQVANSAFVER 492 502 29.4 27.8 19.7 2 0 0 1,249.6170
B_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.59% ADLINNLGTIAK 96 107 25.3 27.3 15.9 2 0 0 1,242.7054
B_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.59% GVVDSEDLPLNISR 379 392 25.1 28.1 0.0 1 0 0 1,513.7858
B_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 5.25% ELISNASDALDK 42 53 28.7 27.6 24.0 2 0 0 1,275.6428
B_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 5.25% ADLINNLGTIAK 96 107 45.7 27.5 34.6 1 0 0 1,242.7054
B_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 5.25% GVVDSEDLPLNISR 379 392 65.5 28.0 0.0 2 0 0 1,513.7858
B_18 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 5 7.60% ELISNASDALDK 42 53 55.4 27.6 47.8 2 0 0 1,275.6428
B_18 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 5 7.60% IDIIPNPQER 73 82 30.3 27.3 20.9 1 0 0 1,194.6479
B_18 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 5 7.60% YIDQEELNK 276 284 23.0 27.2 16.0 1 0 0 1,151.5580
B_18 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 5 7.60% GVVDSEDLPLNISR 379 392 75.6 28.3 0.0 2 0 0 1,513.7858
B_18 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 5 7.60% SIYYITGESK 482 491 28.9 27.6 20.1 1 0 0 1,160.5834
B_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 9.94% IDIIPNPQER 73 82 25.2 26.8 18.8 1 0 0 1,194.6479
B_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 9.94% TLTLVDTGIGMTK 83 95 76.2 28.1 0.0 3 0 0 1,365.7298
B_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 9.94% EDQTEYLEER 187 196 38.0 25.0 33.8 2 0 0 1,311.5700
B_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 9.94% SLTNDWEDHLAVK 307 319 58.2 26.8 47.5 2 0 0 1,527.7439
B_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 9.94% EQVANSAFVER 492 502 49.9 27.8 43.1 1 0 0 1,249.6170
B_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 9.94% HLEINPDHPIVETLR 625 639 25.4 27.2 25.4 0 1 0 1,782.9499
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% ELISNASDALDKIR 42 55 70.9 27.6 63.6 2 2 0 1,544.8280
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% IRYESLTDPSKLDSGK 54 69 56.5 28.4 49.0 0 2 0 1,808.9391
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% YESLTDPSKLDSGK 56 69 61.1 27.4 47.2 2 2 0 1,539.7539
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% TLTLVDTGIGMTK 83 95 92.0 26.7 0.0 6 0 0 1,349.7348
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% ADLINNLGTIAK 96 107 35.4 27.5 25.0 2 0 0 1,242.7054
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% VILHLKEDQTEYLEER 181 196 41.8 27.6 39.1 0 2 0 2,015.0446
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% EDQTEYLEER 187 196 52.8 25.0 40.8 2 0 0 1,311.5700
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% YIDQEELNK 276 284 42.9 27.2 31.8 2 0 0 1,151.5580
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% NPDDITQEEYGEFYK 292 306 77.3 25.0 77.3 2 0 0 1,847.7972
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% SLTNDWEDHLAVK 307 319 71.6 26.8 59.5 2 0 0 1,527.7439
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% HFSVEGQLEFR 320 330 56.0 27.9 48.3 1 0 0 1,348.6644
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% RAPFDLFENK 338 347 40.2 28.2 25.4 2 0 0 1,236.6372
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% RAPFDLFENKK 338 348 39.5 27.4 23.9 0 2 0 1,364.7322
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% APFDLFENK 339 347 25.5 26.7 18.8 1 0 0 1,080.5361



B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% APFDLFENKK 339 348 39.0 27.8 27.1 2 0 0 1,208.6311
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% GVVDSEDLPLNISR 379 392 89.4 28.1 0.0 2 2 0 1,513.7858
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% YHTSQSGDEMTSLSEYVSR 457 475 82.0 25.0 73.1 2 0 0 2,192.9401
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% SIYYITGESK 482 491 58.5 28.0 53.7 2 0 0 1,160.5834
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% EQVANSAFVER 492 502 38.3 27.5 32.9 4 0 0 1,249.6170
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% EGLELPEDEEEK 539 550 42.5 25.0 40.6 2 0 0 1,416.6379
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% EGLELPEDEEEKK 539 551 26.8 26.0 25.6 2 1 0 1,544.7329
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% EGLELPEDEEEKKK 539 552 40.6 27.8 34.7 2 0 0 1,672.8279
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% KHLEINPDHPIVETLR 624 639 26.5 25.7 19.3 2 2 2 1,911.0449
B_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 23 30 61 29.30% HLEINPDHPIVETLR 625 639 68.1 27.2 62.2 2 2 0 1,782.9499
B_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.90% ELISNASDALDK 42 53 83.7 27.6 74.5 2 0 0 1,275.6428
B_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.90% ELISNASDALDKIR 42 55 73.5 27.7 53.0 2 1 0 1,544.8280
B_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.90% TLTLVDTGIGMTK 83 95 64.1 28.1 0.0 2 0 0 1,365.7298
B_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.90% ADLINNLGTIAK 96 107 46.2 27.5 34.2 2 0 0 1,242.7054
B_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.90% EDQTEYLEER 187 196 41.4 25.0 35.4 2 0 0 1,311.5700
B_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.90% GVVDSEDLPLNISR 379 392 68.2 28.1 0.0 2 0 0 1,513.7858
B_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.90% YHTSQSGDEMTSLSEYVSR 457 475 30.2 25.0 23.8 0 2 0 2,192.9401
B_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.90% EQVANSAFVER 492 502 28.1 27.5 25.5 2 0 0 1,249.6170
B_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.90% HLEINPDHPIVETLR 625 639 34.7 27.1 25.9 0 2 0 1,782.9499
B_22 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,241 2 2 4 3.59% ADLINNLGTIAK 96 107 41.9 27.3 31.2 2 0 0 1,242.7054
B_22 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,241 2 2 4 3.59% GVVDSEDLPLNISR 379 392 68.3 28.0 0.0 2 0 0 1,513.7858
B_23 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 52.4 27.3 32.7 2 0 0 1,242.7054
B_23 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 67.0 28.1 0.0 2 0 0 1,513.7858
B_25 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 51.1 27.3 33.8 2 0 0 1,242.7054
B_25 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 41.6 28.0 0.0 2 0 0 1,513.7858
B_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 6.77% IDIIPNPQER 73 82 20.6 26.6 14.8 1 0 0 1,194.6479
B_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 6.77% TLTLVDTGIGMTK 83 95 34.2 27.8 0.0 2 0 0 1,365.7298
B_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 6.77% ADLINNLGTIAK 96 107 42.8 27.3 26.4 2 0 0 1,242.7054
B_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 6.77% GVVDSEDLPLNISR 379 392 45.8 28.0 0.0 2 0 0 1,513.7858
B_27 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 53.9 27.5 41.9 2 0 0 1,242.7054
B_27 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 44.3 28.0 0.0 2 0 0 1,513.7858
B_28 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 39.3 27.3 31.8 2 0 0 1,242.7054
B_28 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 52.8 28.1 0.0 2 0 0 1,513.7858
C_09 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 5.11% ELISNASDALDK 42 53 66.3 27.4 63.3 2 0 0 1,275.6428
C_09 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 5.11% TLTLVDTGIGMTK 83 95 71.3 28.1 0.0 2 0 0 1,365.7298
C_09 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 5.11% ADLINNLGTIAK 96 107 30.4 26.7 25.5 2 0 0 1,242.7054
C_10 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.45% TLTLVDTGIGMTK 83 95 50.2 28.0 0.0 2 0 0 1,365.7298
C_10 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.45% ADLINNLGTIAK 96 107 56.7 27.3 35.5 2 0 0 1,242.7054
C_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.31% RAPFDLFENK 338 347 28.1 28.0 17.7 2 0 0 1,236.6372
C_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.31% GVVDSEDLPLNISR 379 392 67.9 27.9 0.0 2 0 0 1,513.7858
C_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 47.8 27.3 27.9 2 0 0 1,242.7054
C_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 55.3 28.3 0.0 2 0 0 1,513.7858
C_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.73% TLTLVDTGIGMTK 83 95 45.6 28.0 0.0 1 0 0 1,365.7298
C_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.73% GVVDSEDLPLNISR 379 392 76.2 28.1 0.0 2 0 0 1,513.7858
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% ELISNASDALDKIR 42 55 82.6 27.5 63.0 2 2 0 1,544.8280
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% YESLTDPSKLDSGK 56 69 56.8 27.5 39.6 2 2 0 1,539.7539
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% ELKIDIIPNPQER 70 82 21.2 26.2 17.4 1 0 0 1,564.8696
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% TLTLVDTGIGMTK 83 95 88.2 28.1 0.0 2 0 0 1,365.7298
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% ADLINNLGTIAK 96 107 75.7 27.3 60.3 2 0 0 1,242.7054
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% EDQTEYLEER 187 196 41.0 25.0 29.4 2 0 0 1,311.5700
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% EKYIDQEELNK 274 284 23.7 27.9 19.5 1 0 0 1,408.6956
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% YIDQEELNK 276 284 36.8 26.7 23.7 3 0 0 1,151.5580
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% SLTNDWEDHLAVK 307 319 71.6 26.7 58.7 2 0 0 1,527.7439
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% RAPFDLFENK 338 347 37.2 28.0 21.1 2 0 0 1,236.6372
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% RAPFDLFENKK 338 348 23.2 28.0 11.2 0 2 0 1,364.7322
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% APFDLFENKK 339 348 26.0 27.8 20.7 1 0 0 1,208.6311
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% GVVDSEDLPLNISR 379 392 64.9 27.9 0.0 2 2 0 1,513.7858
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% SIYYITGESK 482 491 54.7 27.6 50.0 2 0 0 1,160.5834
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% EQVANSAFVER 492 502 50.3 27.8 38.3 2 0 0 1,249.6170
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% EGLELPEDEEEK 539 550 37.2 25.0 37.2 2 0 0 1,416.6379
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% EGLELPEDEEEKK 539 551 23.6 25.7 13.1 1 1 0 1,544.7329
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% EGLELPEDEEEKKK 539 552 22.2 27.7 13.4 1 0 0 1,672.8279
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% KHLEINPDHPIVETLR 624 639 28.0 25.9 22.0 0 1 0 1,911.0449
C_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 19 22 38 24.30% HLEINPDHPIVETLR 625 639 37.5 27.0 35.5 2 0 0 1,782.9499
C_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 5 6.77% ELISNASDALDK 42 53 72.9 27.1 64.7 2 0 0 1,275.6428
C_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 5 6.77% ELISNASDALDKIR 42 55 46.6 27.8 36.8 2 2 0 1,544.8280
C_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 5 6.77% ADLINNLGTIAK 96 107 62.5 27.3 39.6 2 0 0 1,242.7054
C_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 5 6.77% YIDQEELNK 276 284 22.1 26.8 18.0 1 0 0 1,151.5580
C_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 5 6.77% GVVDSEDLPLNISR 379 392 65.8 27.9 0.0 2 0 0 1,513.7858
D_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 7.73% ELISNASDALDK 42 53 55.1 27.3 49.0 2 0 0 1,275.6428
D_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 7.73% IDIIPNPQER 73 82 30.6 28.0 24.6 1 0 0 1,194.6479
D_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 7.73% EDQTEYLEER 187 196 30.1 25.0 17.5 1 0 0 1,311.5700
D_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 7.73% GVVDSEDLPLNISR 379 392 69.0 27.8 0.0 2 0 0 1,513.7858
D_26 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 7.73% SIYYITGESK 482 491 48.0 27.0 44.8 2 0 0 1,160.5834
D_27 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 4 7.04% ELISNASDALDK 42 53 75.3 27.3 68.2 2 0 0 1,275.6428
D_27 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 4 7.04% TLTLVDTGIGMTK 83 95 31.4 28.2 0.0 1 0 0 1,365.7298
D_27 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 4 7.04% ADLINNLGTIAK 96 107 51.3 26.9 43.6 1 0 0 1,242.7054
D_27 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 4 7.04% GVVDSEDLPLNISR 379 392 54.6 27.8 0.0 2 0 0 1,513.7858
H_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.59% ADLINNLGTIAK 96 107 35.8 27.3 23.3 1 0 0 1,242.7054
H_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.59% GVVDSEDLPLNISR 379 392 69.0 28.2 0.0 2 0 0 1,513.7858
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% ELISNASDALDK 42 53 68.3 27.6 66.8 2 0 0 1,275.6428
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% ELISNASDALDKIR 42 55 74.0 27.8 53.7 2 0 0 1,544.8280
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% IRYESLTDPSKLDSGK 54 69 32.7 28.3 15.3 0 1 0 1,808.9391
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% YESLTDPSKLDSGK 56 69 63.2 27.6 55.4 2 2 0 1,539.7539
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% ELKIDIIPNPQER 70 82 24.8 26.2 19.2 1 0 0 1,564.8696
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% IDIIPNPQER 73 82 48.0 26.8 38.3 2 0 0 1,194.6479
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% TLTLVDTGIGMTK 83 95 81.0 27.2 0.0 4 0 0 1,349.7348
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% NPDDITQEEYGEFYK 292 306 67.0 25.0 57.3 2 0 0 1,847.7972
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% SLTNDWEDHLAVK 307 319 67.4 26.9 57.1 2 1 0 1,527.7439
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% RAPFDLFENKK 338 348 43.8 27.4 28.0 0 2 0 1,364.7322
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% APFDLFENK 339 347 40.9 26.7 25.6 2 0 0 1,080.5361
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% APFDLFENKK 339 348 32.7 27.6 21.2 1 0 0 1,208.6311
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% GVVDSEDLPLNISR 379 392 70.8 28.1 0.0 2 2 0 1,513.7858
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% SIYYITGESK 482 491 57.9 28.0 52.0 2 0 0 1,160.5834
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% EGLELPEDEEEK 539 550 32.2 25.0 30.0 2 0 0 1,416.6379
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% EGLELPEDEEEKK 539 551 24.5 25.9 23.5 1 0 0 1,544.7329
H_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 19 32 20.00% HLEINPDHPIVETLR 625 639 26.5 27.2 20.8 0 1 0 1,782.9499
H_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 8 13 12.30% ELISNASDALDKIR 42 55 71.0 27.6 52.0 2 0 0 1,544.8280
H_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 8 13 12.30% YESLTDPSKLDSGK 56 69 63.3 27.3 60.1 2 0 0 1,539.7539
H_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 8 13 12.30% IDIIPNPQER 73 82 23.6 26.8 16.6 2 0 0 1,194.6479
H_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 8 13 12.30% TLTLVDTGIGMTK 83 95 68.8 26.7 0.0 2 0 0 1,349.7348
H_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 8 13 12.30% SLTNDWEDHLAVK 307 319 58.5 26.7 44.6 2 1 0 1,527.7439
H_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 8 13 12.30% RAPFDLFENKK 338 348 29.0 27.4 15.7 0 1 0 1,364.7322
H_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 8 13 12.30% GVVDSEDLPLNISR 379 392 65.1 28.0 0.0 2 1 0 1,513.7858
H_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 6 6.91% ELISNASDALDKIR 42 55 33.6 27.6 23.3 1 0 0 1,544.8280
H_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 6 6.91% IDIIPNPQER 73 82 25.3 26.8 17.1 2 0 0 1,194.6479
H_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 6 6.91% ADLINNLGTIAK 96 107 53.4 27.5 36.2 2 0 0 1,242.7054
H_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 6 6.91% GVVDSEDLPLNISR 379 392 63.3 28.1 0.0 2 0 0 1,513.7858
H_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.15% IDIIPNPQER 73 82 32.2 26.7 29.3 2 0 0 1,194.6479
H_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.15% TLTLVDTGIGMTK 83 95 77.2 26.8 0.0 1 0 0 1,349.7348
H_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.15% ADLINNLGTIAK 96 107 66.4 27.5 46.1 2 0 0 1,242.7054
H_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.15% GVVDSEDLPLNISR 379 392 73.6 28.2 0.0 2 0 0 1,513.7858



H_20 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.15% SIYYITGESK 482 491 39.7 27.6 39.7 2 0 0 1,160.5834
H_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 4 5 4.83% IDIIPNPQER 73 82 31.8 27.3 21.0 2 0 0 1,194.6479
H_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 4 5 4.83% TLTLVDTGIGMTK 83 95 60.1 27.8 0.0 2 0 0 1,365.7298
H_21 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 4 5 4.83% ADLINNLGTIAK 96 107 34.1 27.2 26.5 1 0 0 1,242.7054
H_22 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.56% IDIIPNPQER 73 82 35.3 26.8 24.6 2 0 0 1,194.6479
H_22 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.56% TLTLVDTGIGMTK 83 95 52.9 28.1 0.0 2 0 0 1,365.7298
H_22 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.56% ADLINNLGTIAK 96 107 48.8 27.3 32.1 2 0 0 1,242.7054
H_22 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.56% SLTNDWEDHLAVK 307 319 23.7 26.7 12.2 0 1 0 1,527.7439
H_22 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.56% GVVDSEDLPLNISR 379 392 72.6 28.2 0.0 2 0 0 1,513.7858
H_23 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 66.6 27.5 48.8 2 0 0 1,242.7054
H_23 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 67.1 28.1 0.0 2 0 0 1,513.7858
H_24 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.18% IDIIPNPQER 73 82 23.6 27.3 10.0 1 0 0 1,194.6479
H_24 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.18% TLTLVDTGIGMTK 83 95 74.0 27.9 0.0 2 0 0 1,365.7298
I_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 9 14 12.70% ELISNASDALDK 42 53 83.3 27.6 76.9 2 0 0 1,275.6428
I_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 9 14 12.70% ELISNASDALDKIR 42 55 65.1 27.8 45.9 1 0 0 1,544.8280
I_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 9 14 12.70% ELKIDIIPNPQER 70 82 34.3 26.2 29.5 1 0 0 1,564.8696
I_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 9 14 12.70% IDIIPNPQER 73 82 39.6 27.3 32.8 1 0 0 1,194.6479
I_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 9 14 12.70% TLTLVDTGIGMTK 83 95 90.0 28.1 0.0 4 0 0 1,365.7298
I_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 9 14 12.70% NPDDITQEEYGEFYK 292 306 59.2 25.0 59.2 2 0 0 1,847.7972
I_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 9 14 12.70% SLTNDWEDHLAVK 307 319 71.2 26.8 63.1 2 1 0 1,527.7439
I_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 9 14 12.70% RAPFDLFENK 338 347 27.6 28.2 8.2 1 0 0 1,236.6372
I_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 9 14 12.70% GVVDSEDLPLNISR 379 392 56.5 28.3 0.0 2 0 0 1,513.7858
I_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.70% ELISNASDALDKIR 42 55 54.9 27.8 40.5 2 0 0 1,544.8280
I_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.70% TLTLVDTGIGMTK 83 95 50.5 26.8 0.0 1 0 0 1,349.7348
I_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.70% ADLINNLGTIAK 96 107 58.3 27.5 40.9 2 0 0 1,242.7054
I_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.70% RAPFDLFENK 338 347 27.0 27.7 10.6 2 0 0 1,236.6372
I_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.70% GVVDSEDLPLNISR 379 392 77.5 27.9 0.0 2 0 0 1,513.7858
I_18 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 5.52% ELISNASDALDKIR 42 55 70.9 27.8 53.4 2 0 0 1,544.8280
I_18 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 5.52% ADLINNLGTIAK 96 107 46.3 27.3 35.2 2 0 0 1,242.7054
I_18 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 5.52% GVVDSEDLPLNISR 379 392 67.4 28.3 0.0 2 0 0 1,513.7858
I_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.59% ADLINNLGTIAK 96 107 44.6 27.3 29.1 2 0 0 1,242.7054
I_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.59% GVVDSEDLPLNISR 379 392 47.1 27.9 0.0 1 0 0 1,513.7858
J_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 6 11 9.94% ELISNASDALDK 42 53 48.5 27.7 40.2 2 0 0 1,275.6428
J_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 6 11 9.94% IDIIPNPQER 73 82 27.9 26.8 19.6 2 0 0 1,194.6479
J_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 6 11 9.94% TLTLVDTGIGMTK 83 95 84.6 26.8 0.0 4 0 0 1,349.7348
J_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 6 11 9.94% ADLINNLGTIAK 96 107 61.6 27.5 32.0 1 0 0 1,242.7054
J_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 6 11 9.94% GVVDSEDLPLNISR 379 392 69.8 28.1 0.0 2 0 0 1,513.7858
J_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 6 11 9.94% EQVANSAFVER 492 502 31.9 27.5 29.2 2 0 0 1,249.6170
J_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.59% ADLINNLGTIAK 96 107 30.8 27.6 10.0 2 0 0 1,242.7054
J_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.59% GVVDSEDLPLNISR 379 392 35.7 28.3 0.0 1 0 0 1,513.7858
K_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 11 17 15.90% YESLTDPSKLDSGK 56 69 51.8 27.3 42.9 2 1 0 1,539.7539
K_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 11 17 15.90% ELKIDIIPNPQER 70 82 27.5 25.5 22.4 1 0 0 1,564.8696
K_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 11 17 15.90% IDIIPNPQER 73 82 31.8 26.8 20.0 1 0 0 1,194.6479
K_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 11 17 15.90% TLTLVDTGIGMTK 83 95 62.7 27.8 0.0 2 0 0 1,365.7298
K_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 11 17 15.90% ADLINNLGTIAK 96 107 55.2 27.5 41.5 3 0 0 1,242.7054
K_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 11 17 15.90% SLTNDWEDHLAVK 307 319 59.2 26.9 48.8 2 0 0 1,527.7439
K_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 11 17 15.90% RAPFDLFENKK 338 348 27.3 27.4 15.1 0 1 0 1,364.7322
K_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 11 17 15.90% GVVDSEDLPLNISR 379 392 77.6 28.0 0.0 2 0 0 1,513.7858
K_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 11 17 15.90% SIYYITGESK 482 491 25.8 27.6 13.0 1 0 0 1,160.5834
K_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 11 17 15.90% HLEINPDHPIVETLR 625 639 29.9 27.2 28.9 0 1 0 1,782.9499
K_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 5 6.91% ELISNASDALDK 42 53 31.9 27.6 29.6 1 0 0 1,275.6428
K_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 5 6.91% ELISNASDALDKIR 42 55 77.7 28.1 53.8 2 0 0 1,544.8280
K_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 5 6.91% IDIIPNPQER 73 82 20.3 26.6 10.9 1 0 0 1,194.6479
K_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 5 6.91% ADLINNLGTIAK 96 107 60.4 27.2 34.2 2 0 0 1,242.7054
K_17 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 5 6.91% GVVDSEDLPLNISR 379 392 62.9 28.2 0.0 2 0 0 1,513.7858
K_18 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 45.5 27.5 32.1 2 0 0 1,242.7054
K_18 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 41.7 28.3 0.0 2 0 0 1,513.7858
K_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 51.7 27.3 39.1 2 0 0 1,242.7054
K_19 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 60.6 28.1 0.0 2 0 0 1,513.7858
K_22 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 48.0 27.3 36.6 2 0 0 1,242.7054
K_22 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 44.2 28.2 0.0 2 0 0 1,513.7858
K_23 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% ADLINNLGTIAK 96 107 51.4 27.3 40.2 2 0 0 1,242.7054
K_23 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.59% GVVDSEDLPLNISR 379 392 54.9 28.1 0.0 2 0 0 1,513.7858
K_24 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 2 3.45% TLTLVDTGIGMTK 83 95 61.9 26.8 0.0 1 0 0 1,349.7348
K_24 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 2 3.45% ADLINNLGTIAK 96 107 37.0 27.5 29.6 1 0 0 1,242.7054
L_06 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.04% ADLINNLGTIAK 96 107 46.0 27.5 36.8 2 0 0 1,242.7054
L_06 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.04% EDQTEYLEER 187 196 27.7 25.0 27.7 1 0 0 1,311.5700
L_08 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.45% GVVDSEDLPLNISR 379 392 73.7 28.0 0.0 2 0 0 1,513.7858
L_08 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 3.45% EQVANSAFVER 492 502 38.2 27.9 28.6 2 0 0 1,249.6170
L_09 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.45% GVVDSEDLPLNISR 379 392 69.3 28.2 0.0 2 0 0 1,513.7858
L_09 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.45% EQVANSAFVER 492 502 50.8 28.0 50.3 1 0 0 1,249.6170
L_10 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 8 9.12% ELISNASDALDK 42 53 38.4 27.8 27.7 1 0 0 1,275.6428
L_10 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 8 9.12% RAPFDLFENK 338 347 24.7 28.2 10.7 2 0 0 1,236.6372
L_10 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 8 9.12% GVVDSEDLPLNISR 379 392 80.3 28.1 0.0 2 0 0 1,513.7858
L_10 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 8 9.12% YHTSQSGDEMTSLSEYVSR 457 475 33.2 25.0 33.2 0 2 0 2,192.9401
L_10 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 8 9.12% EQVANSAFVER 492 502 51.7 28.0 47.6 2 0 0 1,249.6170
L_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.98% ELISNASDALDK 42 53 37.2 27.7 36.7 2 0 0 1,275.6428
L_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.98% TLTLVDTGIGMTK 83 95 69.0 27.0 0.0 2 0 0 1,365.7298
L_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.98% NPDDITQEEYGEFYK 292 306 67.2 25.0 61.9 2 0 0 1,847.7972
L_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.98% GVVDSEDLPLNISR 379 392 95.0 28.0 0.0 2 0 0 1,513.7858
L_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 8.98% EQVANSAFVER 492 502 36.3 28.0 36.3 1 0 0 1,249.6170
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% ELISNASDALDKIR 42 55 83.4 27.6 73.4 2 0 0 1,544.8280
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% YESLTDPSKLDSGK 56 69 38.0 27.1 36.2 2 1 0 1,539.7539
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% TLTLVDTGIGMTK 83 95 73.5 27.5 0.0 4 0 0 1,365.7298
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% ADLINNLGTIAK 96 107 50.0 27.6 32.4 2 0 0 1,242.7054
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% EDQTEYLEER 187 196 58.5 25.0 53.3 2 0 0 1,311.5700
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% EKYIDQEELNK 274 284 37.2 27.9 25.1 1 0 0 1,408.6956
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% SLTNDWEDHLAVK 307 319 61.1 26.9 50.0 2 0 0 1,527.7439
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% HFSVEGQLEFR 320 330 71.3 27.7 66.3 2 2 0 1,348.6644
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% RAPFDLFENK 338 347 41.6 28.0 23.7 2 0 0 1,236.6372
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% GVVDSEDLPLNISR 379 392 62.7 27.8 0.0 2 0 0 1,513.7858
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% YHTSQSGDEMTSLSEYVSR 457 475 56.3 25.0 49.5 1 0 0 2,192.9401
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% EQVANSAFVER 492 502 35.4 27.7 33.3 2 0 0 1,249.6170
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% EGLELPEDEEEK 539 550 51.5 25.0 51.5 2 0 0 1,416.6379
L_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 13 16 29 24.70% HLEINPDHPIVETLR 625 639 34.6 27.2 29.2 0 2 0 1,782.9499
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% ELISNASDALDK 42 53 67.4 27.7 56.7 2 0 0 1,275.6428
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% ELISNASDALDKIR 42 55 75.5 27.6 56.5 2 0 0 1,544.8280
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% YESLTDPSKLDSGK 56 69 62.5 27.3 51.6 2 1 0 1,539.7539
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% ELKIDIIPNPQER 70 82 22.9 25.0 19.0 1 0 0 1,564.8696
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% TLTLVDTGIGMTK 83 95 91.1 27.1 0.0 3 0 0 1,365.7298
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% ADLINNLGTIAK 96 107 47.3 27.5 34.2 2 0 0 1,242.7054
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% VILHLKEDQTEYLEER 181 196 54.3 27.6 51.9 0 2 0 2,015.0446
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% EKYIDQEELNK 274 284 41.5 27.8 30.3 2 0 0 1,408.6956
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% NPDDITQEEYGEFYK 292 306 70.7 25.0 70.7 2 0 0 1,847.7972
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% SLTNDWEDHLAVK 307 319 63.4 26.7 55.6 2 0 0 1,527.7439
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% RAPFDLFENK 338 347 26.3 28.2 15.8 2 0 0 1,236.6372
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% GVVDSEDLPLNISR 379 392 90.7 28.0 0.0 2 0 0 1,513.7858
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% EQVANSAFVER 492 502 36.9 27.5 36.9 2 0 0 1,249.6170
L_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 14 25 23.20% EGLELPEDEEEK 539 550 53.0 25.0 53.0 2 0 0 1,416.6379
L_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 10 12.80% TLTLVDTGIGMTK 83 95 73.2 27.1 0.0 2 0 0 1,365.7298
L_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 10 12.80% ADLINNLGTIAK 96 107 55.4 27.5 42.9 1 0 0 1,242.7054
L_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 10 12.80% SLTNDWEDHLAVK 307 319 23.9 26.9 17.4 1 0 0 1,527.7439



L_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 10 12.80% RAPFDLFENK 338 347 29.5 27.8 16.6 1 0 0 1,236.6372
L_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 10 12.80% GVVDSEDLPLNISR 379 392 82.3 28.1 0.0 2 0 0 1,513.7858
L_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 10 12.80% YHTSQSGDEMTSLSEYVSR 457 475 47.7 25.0 46.0 0 2 0 2,192.9401
L_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 10 12.80% EGLELPEDEEEK 539 550 21.1 25.0 16.0 1 0 0 1,416.6379
L_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.00% YESLTDPSKLDSGK 56 69 32.6 26.9 32.6 1 0 0 1,539.7539
L_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.00% TLTLVDTGIGMTK 83 95 91.8 27.1 0.0 2 0 0 1,365.7298
L_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.00% EKYIDQEELNK 274 284 38.6 27.9 28.6 1 0 0 1,408.6956
L_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.00% GVVDSEDLPLNISR 379 392 78.5 28.0 0.0 2 0 0 1,513.7858
L_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.00% YHTSQSGDEMTSLSEYVSR 457 475 60.1 25.0 60.1 0 2 0 2,192.9401
L_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.00% EQVANSAFVER 492 502 57.8 27.5 52.9 2 0 0 1,249.6170
L_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 13.00% EGLELPEDEEEK 539 550 28.6 25.0 28.6 2 0 0 1,416.6379
L_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 13.10% ELISNASDALDK 42 53 62.0 27.7 49.6 2 0 0 1,275.6428
L_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 13.10% TLTLVDTGIGMTK 83 95 86.9 27.1 0.0 2 0 0 1,365.7298
L_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 13.10% VILHLKEDQTEYLEER 181 196 57.8 27.6 44.4 0 2 0 2,015.0446
L_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 13.10% NPDDITQEEYGEFYK 292 306 85.1 25.0 85.1 2 0 0 1,847.7972
L_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 13.10% RAPFDLFENK 338 347 27.5 28.2 16.4 1 0 0 1,236.6372
L_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 13.10% YHTSQSGDEMTSLSEYVSR 457 475 38.1 25.0 38.1 0 1 0 2,192.9401
L_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 13.10% SIYYITGESK 482 491 59.1 27.5 46.7 2 0 0 1,160.5834
M_10 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 5.25% ELISNASDALDK 42 53 41.8 27.5 31.2 2 0 0 1,275.6428
M_10 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 5.25% ADLINNLGTIAK 96 107 30.7 27.3 22.1 1 0 0 1,242.7054
M_10 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 5.25% GVVDSEDLPLNISR 379 392 70.5 28.0 0.0 2 0 0 1,513.7858
M_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 8.56% ELISNASDALDK 42 53 63.6 27.6 55.9 2 0 0 1,275.6428
M_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 8.56% TLTLVDTGIGMTK 83 95 69.0 27.5 0.0 1 0 0 1,365.7298
M_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 8.56% GVVDSEDLPLNISR 379 392 80.6 28.1 0.0 2 0 0 1,513.7858
M_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 8.56% EQVANSAFVER 492 502 53.0 27.8 53.0 2 0 0 1,249.6170
M_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 8.56% EGLELPEDEEEK 539 550 25.6 25.0 25.6 1 0 0 1,416.6379
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% ELISNASDALDKIR 42 55 76.7 27.6 57.6 2 0 0 1,544.8280
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% YESLTDPSKLDSGK 56 69 51.0 27.0 40.5 2 2 0 1,539.7539
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% TLTLVDTGIGMTK 83 95 81.1 27.9 0.0 4 0 0 1,365.7298
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% VILHLKEDQTEYLEER 181 196 56.7 27.7 54.3 0 2 0 2,015.0446
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% EDQTEYLEER 187 196 46.3 25.0 41.3 2 0 0 1,311.5700
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% EKYIDQEELNK 274 284 44.2 27.7 34.1 2 1 0 1,408.6956
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% NPDDITQEEYGEFYK 292 306 73.2 25.0 73.2 2 0 0 1,847.7972
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% SLTNDWEDHLAVK 307 319 63.2 26.7 56.2 2 0 0 1,527.7439
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% HFSVEGQLEFR 320 330 43.0 27.7 37.4 2 1 0 1,348.6644
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% RAPFDLFENK 338 347 39.7 27.5 26.6 2 0 0 1,236.6372
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% APFDLFENK 339 347 32.3 26.7 25.5 2 0 0 1,080.5361
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% GVVDSEDLPLNISR 379 392 77.8 28.0 0.0 2 2 0 1,513.7858
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% YHTSQSGDEMTSLSEYVSR 457 475 58.2 25.0 54.9 2 2 0 2,192.9401
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% EGLELPEDEEEK 539 550 42.3 25.0 40.6 2 0 0 1,416.6379
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% DNSTMGYMMAK 613 623 25.6 25.0 6.1 3 0 0 1,280.4957
M_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 15 21 41 26.00% HLEINPDHPIVETLR 625 639 37.9 27.0 37.2 0 2 0 1,782.9499
M_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.80% ELISNASDALDKIR 42 55 63.9 27.8 49.1 2 0 0 1,544.8280
M_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.80% TLTLVDTGIGMTK 83 95 69.5 27.9 0.0 2 0 0 1,365.7298
M_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.80% ADLINNLGTIAK 96 107 63.0 27.5 45.8 2 0 0 1,242.7054
M_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.80% VILHLKEDQTEYLEER 181 196 48.2 27.7 43.6 0 2 0 2,015.0446
M_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.80% NPDDITQEEYGEFYK 292 306 73.0 25.0 73.0 2 0 0 1,847.7972
M_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.80% GVVDSEDLPLNISR 379 392 72.8 28.2 0.0 2 0 0 1,513.7858
M_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.80% EQVANSAFVER 492 502 53.1 27.8 47.5 2 0 0 1,249.6170
M_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 14.80% EGLELPEDEEEK 539 550 35.4 25.0 35.4 2 0 0 1,416.6379
M_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 12.60% ELISNASDALDK 42 53 70.0 27.6 60.1 2 0 0 1,275.6428
M_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 12.60% TLTLVDTGIGMTK 83 95 72.4 27.8 0.0 2 0 0 1,365.7298
M_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 12.60% HFSVEGQLEFR 320 330 52.0 27.7 52.0 1 0 0 1,348.6644
M_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 12.60% RAPFDLFENK 338 347 23.3 28.2 7.8 1 0 0 1,236.6372
M_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 12.60% GVVDSEDLPLNISR 379 392 83.4 28.0 0.0 2 0 0 1,513.7858
M_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 12.60% YHTSQSGDEMTSLSEYVSR 457 475 43.1 25.0 43.1 0 2 0 2,192.9401
M_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 6 6 10 12.60% EGLELPEDEEEK 539 550 41.1 25.0 41.1 2 0 0 1,416.6379
M_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 11.70% TLTLVDTGIGMTK 83 95 80.1 27.8 0.0 2 0 0 1,365.7298
M_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 11.70% VILHLKEDQTEYLEER 181 196 46.3 27.7 40.8 0 2 0 2,015.0446
M_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 11.70% EDQTEYLEER 187 196 46.0 25.0 40.6 2 0 0 1,311.5700
M_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 11.70% GVVDSEDLPLNISR 379 392 76.3 28.2 0.0 2 0 0 1,513.7858
M_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 11.70% YHTSQSGDEMTSLSEYVSR 457 475 59.4 25.0 52.1 0 2 0 2,192.9401
M_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 11.70% EQVANSAFVER 492 502 37.2 27.5 29.3 2 0 0 1,249.6170
M_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 14 11.70% EGLELPEDEEEK 539 550 42.8 25.0 42.6 2 0 0 1,416.6379
M_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 5 5.39% ELISNASDALDK 42 53 44.9 27.6 39.1 1 0 0 1,275.6428
M_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 5 5.39% TLTLVDTGIGMTK 83 95 75.0 27.8 0.0 3 0 0 1,365.7298
M_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 5 5.39% GVVDSEDLPLNISR 379 392 74.8 28.3 0.0 2 0 0 1,513.7858
N_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 12.20% ELISNASDALDK 42 53 36.2 27.5 27.8 1 0 0 1,275.6428
N_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 12.20% ELISNASDALDKIR 42 55 46.2 27.7 39.0 1 0 0 1,544.8280
N_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 12.20% YESLTDPSKLDSGK 56 69 31.8 27.0 25.2 0 1 0 1,539.7539
N_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 12.20% TLTLVDTGIGMTK 83 95 72.4 27.4 0.0 2 0 0 1,365.7298
N_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 12.20% RAPFDLFENK 338 347 32.7 27.9 21.1 1 0 0 1,236.6372
N_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 12.20% APFDLFENK 339 347 42.0 27.0 32.5 2 0 0 1,080.5361
N_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 12.20% GVVDSEDLPLNISR 379 392 67.1 27.8 0.0 2 0 0 1,513.7858
N_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 12.20% EQVANSAFVER 492 502 56.2 27.7 56.2 2 0 0 1,249.6170
N_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 7 7 12 12.20% EGLELPEDEEEK 539 550 24.8 25.0 23.2 2 0 0 1,416.6379
N_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.31% EDQTEYLEER 187 196 24.2 25.0 24.2 1 0 0 1,311.5700
N_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.31% GVVDSEDLPLNISR 379 392 56.5 28.0 0.0 2 0 0 1,513.7858
O_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 10 17 17.10% YESLTDPSKLDSGK 56 69 27.9 27.4 19.1 0 1 0 1,539.7539
O_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 10 17 17.10% TLTLVDTGIGMTK 83 95 67.7 27.5 0.0 2 0 0 1,365.7298
O_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 10 17 17.10% VILHLKEDQTEYLEER 181 196 33.1 27.6 29.1 0 2 0 2,015.0446
O_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 10 17 17.10% EDQTEYLEER 187 196 40.4 25.0 33.6 1 0 0 1,311.5700
O_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 10 17 17.10% NPDDITQEEYGEFYK 292 306 87.5 25.0 87.5 2 0 0 1,847.7972
O_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 10 17 17.10% HFSVEGQLEFR 320 330 27.9 27.9 22.3 2 0 0 1,348.6644
O_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 10 17 17.10% RAPFDLFENK 338 347 28.4 27.9 13.6 2 0 0 1,236.6372
O_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 10 17 17.10% GVVDSEDLPLNISR 379 392 73.4 28.3 0.0 2 0 0 1,513.7858
O_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 10 17 17.10% YHTSQSGDEMTSLSEYVSR 457 475 26.4 25.0 23.0 0 1 0 2,192.9401
O_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 10 10 17 17.10% EGLELPEDEEEK 539 550 28.2 25.0 27.9 2 0 0 1,416.6379
P_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 4.97% ELISNASDALDK 42 53 55.8 27.7 48.8 2 0 0 1,275.6428
P_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 4.97% EDQTEYLEER 187 196 35.5 25.0 33.5 2 0 0 1,311.5700
P_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 4 4.97% GVVDSEDLPLNISR 379 392 82.5 28.2 0.0 2 0 0 1,513.7858
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% ELISNASDALDKIR 42 55 62.8 27.4 43.2 2 1 0 1,544.8280
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% YESLTDPSKLDSGK 56 69 47.5 26.9 41.4 1 0 0 1,539.7539
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% TLTLVDTGIGMTK 83 95 85.1 27.1 0.0 2 0 0 1,365.7298
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% VILHLKEDQTEYLEER 181 196 37.2 27.4 33.8 0 2 0 2,015.0446
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% NPDDITQEEYGEFYK 292 306 78.5 25.0 73.2 2 0 0 1,847.7972
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% SLTNDWEDHLAVK 307 319 36.3 26.7 32.0 2 0 0 1,527.7439
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% HFSVEGQLEFR 320 330 70.8 28.0 64.5 2 1 0 1,348.6644
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% RAPFDLFENK 338 347 24.0 27.9 7.8 2 0 0 1,236.6372
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% APFDLFENK 339 347 19.6 27.0 15.7 1 0 0 1,080.5361
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% GVVDSEDLPLNISR 379 392 84.9 28.0 0.0 2 0 0 1,513.7858
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% YHTSQSGDEMTSLSEYVSR 457 475 60.5 25.0 60.5 0 2 0 2,192.9401
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% EGLELPEDEEEK 539 550 25.4 25.0 25.4 2 0 0 1,416.6379
P_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 23 22.90% HLEINPDHPIVETLR 625 639 31.4 26.9 30.2 0 2 0 1,782.9499
P_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 9.53% ELISNASDALDK 42 53 63.9 27.7 58.4 2 0 0 1,275.6428
P_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 9.53% TLTLVDTGIGMTK 83 95 54.1 27.3 0.0 1 0 0 1,365.7298
P_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 9.53% GVVDSEDLPLNISR 379 392 65.4 27.8 0.0 2 0 0 1,513.7858
P_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 9.53% YHTSQSGDEMTSLSEYVSR 457 475 32.9 25.0 29.5 0 2 0 2,192.9401
P_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 7 9.53% EQVANSAFVER 492 502 36.2 27.7 35.2 2 0 0 1,249.6170
P_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 6.08% IDIIPNPQER 73 82 23.6 26.1 14.0 1 0 0 1,194.6479
P_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 6.08% YIDQEELNK 276 284 39.5 27.3 21.7 2 0 0 1,151.5580
P_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 6.08% GVVDSEDLPLNISR 379 392 77.9 27.8 0.0 2 0 0 1,513.7858



P_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 4 4 6 6.08% EQVANSAFVER 492 502 52.7 27.5 52.7 1 0 0 1,249.6170
P_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.45% GVVDSEDLPLNISR 379 392 50.2 28.0 0.0 2 0 0 1,513.7858
P_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.45% EQVANSAFVER 492 502 25.9 27.7 25.9 1 0 0 1,249.6170
Q_05 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 2 3.18% ADLINNLGTIAK 96 107 51.0 27.5 43.1 1 0 0 1,242.7054
Q_05 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 2 3.18% EQVANSAFVER 492 502 23.6 27.7 17.5 1 0 0 1,249.6170
Q_08 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.59% ADLINNLGTIAK 96 107 45.0 27.3 38.2 1 0 0 1,242.7054
Q_08 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 2 2 3 3.59% GVVDSEDLPLNISR 379 392 57.8 28.0 0.0 2 0 0 1,513.7858
Q_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 6 6.63% ELISNASDALDK 42 53 50.9 27.7 40.1 2 0 0 1,275.6428
Q_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 6 6.63% EDQTEYLEER 187 196 40.7 25.0 31.9 2 0 0 1,311.5700
Q_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 6 6.63% GVVDSEDLPLNISR 379 392 57.6 28.1 0.0 2 0 0 1,513.7858
Q_11 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 3 3 6 6.63% EGLELPEDEEEK 539 550 25.4 25.0 24.5 2 0 0 1,416.6379
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% ELISNASDALDK 42 53 58.4 27.4 51.2 1 0 0 1,275.6428
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% YESLTDPSKLDSGK 56 69 36.0 26.9 32.7 1 2 0 1,539.7539
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% TLTLVDTGIGMTK 83 95 75.8 27.5 0.0 2 0 0 1,365.7298
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% ADLINNLGTIAK 96 107 58.2 27.5 19.5 2 0 0 1,242.7054
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% EDQTEYLEER 187 196 51.7 25.0 36.7 2 0 0 1,311.5700
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% YIDQEELNK 276 284 26.1 27.2 20.0 1 0 0 1,151.5580
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% NPDDITQEEYGEFYK 292 306 66.5 25.0 66.5 1 0 0 1,847.7972
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% SLTNDWEDHLAVK 307 319 48.2 26.7 43.2 2 0 0 1,527.7439
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% HFSVEGQLEFR 320 330 56.4 27.8 53.5 2 0 0 1,348.6644
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% GVVDSEDLPLNISR 379 392 73.4 28.3 0.0 2 0 0 1,513.7858
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% YHTSQSGDEMTSLSEYVSR 457 475 56.1 25.0 54.4 0 2 0 2,192.9401
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% EQVANSAFVER 492 502 61.5 27.7 52.7 2 0 0 1,249.6170
Q_12 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 12 13 22 23.20% HLEINPDHPIVETLR 625 639 19.6 27.1 13.8 0 1 0 1,782.9499
Q_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 11 9.94% ELISNASDALDK 42 53 73.8 27.4 58.5 2 0 0 1,275.6428
Q_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 11 9.94% IDIIPNPQER 73 82 36.3 26.1 28.0 2 0 0 1,194.6479
Q_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 11 9.94% TLTLVDTGIGMTK 83 95 64.0 27.1 0.0 3 0 0 1,365.7298
Q_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 11 9.94% ADLINNLGTIAK 96 107 54.9 27.6 38.7 2 0 0 1,242.7054
Q_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 11 9.94% GVVDSEDLPLNISR 379 392 70.7 28.0 0.0 2 0 0 1,513.7858
Q_13 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 11 9.94% EQVANSAFVER 492 502 54.4 27.7 49.2 2 0 0 1,249.6170
Q_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 8 9.67% TLTLVDTGIGMTK 83 95 71.6 27.7 0.0 2 0 0 1,365.7298
Q_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 8 9.67% ADLINNLGTIAK 96 107 51.5 27.6 32.8 1 0 0 1,242.7054
Q_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 8 9.67% GVVDSEDLPLNISR 379 392 69.9 27.8 0.0 2 0 0 1,513.7858
Q_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 8 9.67% YHTSQSGDEMTSLSEYVSR 457 475 46.7 25.0 46.7 0 2 0 2,192.9401
Q_14 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 8 9.67% EGLELPEDEEEK 539 550 23.0 25.0 23.0 1 0 0 1,416.6379
Q_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.43% TLTLVDTGIGMTK 83 95 75.8 27.4 0.0 2 0 0 1,365.7298
Q_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.43% ADLINNLGTIAK 96 107 71.9 27.6 53.7 2 0 0 1,242.7054
Q_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.43% EDQTEYLEER 187 196 49.6 25.0 37.7 2 0 0 1,311.5700
Q_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.43% GVVDSEDLPLNISR 379 392 70.9 28.0 0.0 2 0 0 1,513.7858
Q_15 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 9 8.43% EGLELPEDEEEK 539 550 28.0 25.0 27.5 1 0 0 1,416.6379
Q_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 8 8.70% TLTLVDTGIGMTK 83 95 59.7 27.1 0.0 2 0 0 1,365.7298
Q_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 8 8.70% NPDDITQEEYGEFYK 292 306 73.9 25.0 73.9 2 0 0 1,847.7972
Q_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 8 8.70% RAPFDLFENK 338 347 22.7 27.9 9.5 1 0 0 1,236.6372
Q_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 8 8.70% GVVDSEDLPLNISR 379 392 79.8 28.3 0.0 2 0 0 1,513.7858
Q_16 Heat shock protein HSP 90‐beta HS90B_HUMAN 83,240 5 5 8 8.70% EQVANSAFVER 492 502 35.7 27.5 31.5 1 0 0 1,249.6170
C_15 Heat shock 70 kDa protein 13 HSP13_HUMAN 51,922 2 2 3 4.46% LLQYLYK 263 269 30.9 25.0 16.7 2 0 0 940.5503
C_15 Heat shock 70 kDa protein 13 HSP13_HUMAN 51,922 2 2 3 4.46% TEIDEVVLVGGSTR 397 410 52.3 28.3 43.9 1 0 0 1,474.7749
A_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 11 20 19.00% VEIIANDQGNR 26 36 43.7 27.2 0.0 2 0 0 1,228.6281
A_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 11 20 19.00% TTPSYVAFTDTER 37 49 35.9 26.0 34.8 1 0 0 1,487.7013
A_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 11 20 19.00% NQVALNPQNTVFDAK 57 71 71.2 27.6 65.8 2 0 0 1,658.8497
A_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 11 20 19.00% FGDPVVQSDMK 78 88 41.0 25.1 32.3 2 0 0 1,238.5724
A_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 11 20 19.00% DAGVIAGLNVLR 160 171 72.8 25.6 64.0 2 0 0 1,197.6951
A_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 11 20 19.00% ATAGDTHLGGEDFDNR 221 236 57.6 25.0 57.6 2 2 0 1,675.7309
A_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 11 20 19.00% FEELCSDLFR 302 311 35.7 25.0 31.8 1 0 0 1,315.5988
A_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 11 20 19.00% AQIHDLVLVGGSTR 329 342 48.7 26.4 0.0 2 2 0 1,465.8123
A_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 11 20 19.00% LLQDFFNGR 349 357 61.9 27.7 46.0 2 0 0 1,109.5739
A_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 11 20 19.00% NALESYAFNMK 540 550 48.8 25.0 48.8 3 0 0 1,303.5987
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% VEIIANDQGNR 26 36 56.5 27.5 0.0 8 0 0 1,228.6281
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% TTPSYVAFTDTER 37 49 73.1 25.8 65.5 2 2 0 1,487.7013
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% NQVALNPQNTVFDAK 57 71 89.3 27.6 79.0 2 0 0 1,658.8497
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% KFGDPVVQSDMK 77 88 22.7 27.5 19.1 1 0 0 1,366.6674
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% FGDPVVQSDMK 78 88 49.8 25.0 47.8 2 0 0 1,238.5724
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% AFYPEEISSMVLTK 113 126 40.5 27.3 2.5 2 0 0 1,630.8034
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% DAGVIAGLNVLR 160 171 74.8 25.7 61.1 3 0 0 1,197.6951
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% IINEPTAAAIAYGLDR 172 187 75.3 27.8 70.6 2 2 0 1,687.9015
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% ATAGDTHLGGEDFDNR 221 236 66.9 25.0 64.9 2 2 0 1,675.7309
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% LVNHFVEEFKR 237 247 32.2 28.7 29.4 0 2 0 1,417.7586
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% ARFEELCSDLFR 300 311 25.3 25.8 18.3 0 2 0 1,542.7370
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% AQIHDLVLVGGSTR 329 342 68.8 26.4 0.0 2 2 0 1,465.8123
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% LLQDFFNGR 349 357 57.5 27.2 45.1 2 0 0 1,109.5739
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% NALESYAFNMK 540 550 49.5 25.0 49.5 3 0 0 1,287.6037
A_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 17 33 27.90% GGSGSGPTIEEVD 629 641 54.1 25.0 54.1 2 0 0 1,204.5330
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% VEIIANDQGNR 26 36 46.1 27.3 0.0 2 0 0 1,228.6281
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% TTPSYVAFTDTER 37 49 73.4 25.9 68.7 4 2 0 1,487.7013
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% NQVALNPQNTVFDAK 57 71 86.2 27.6 74.2 2 0 0 1,658.8497
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% NQVALNPQNTVFDAKR 57 72 23.3 27.7 21.7 0 1 0 1,814.9508
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% FGDPVVQSDMK 78 88 57.7 25.1 50.1 2 0 0 1,238.5724
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% AFYPEEISSMVLTK 113 126 49.2 27.6 6.8 2 2 0 1,630.8034
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% DAGVIAGLNVLR 160 171 79.6 25.4 68.1 4 0 0 1,197.6951
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% IINEPTAAAIAYGLDR 172 187 85.2 27.7 74.1 2 2 0 1,687.9015
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% ATAGDTHLGGEDFDNR 221 236 69.5 25.0 69.5 2 2 0 1,675.7309
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% LVNHFVEEFKR 237 247 34.4 29.1 24.4 2 0 0 1,417.7586
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% AQIHDLVLVGGSTR 329 342 75.4 26.9 0.0 2 1 0 1,465.8123
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% LLQDFFNGR 349 357 46.5 27.6 38.3 2 0 0 1,109.5739
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% FELSGIPPAPR 459 469 50.5 26.6 28.1 1 0 0 1,183.6471
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% NALESYAFNMK 540 550 54.3 25.0 49.3 4 0 0 1,303.5987
B_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 13 18 35 27.80% GGSGSGPTIEEVD 629 641 57.9 25.0 45.7 2 0 0 1,204.5330
B_19 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 6.24% TTPSYVAFTDTER 37 49 63.3 25.9 61.4 2 0 0 1,487.7013
B_19 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 6.24% NQVALNPQNTVFDAK 57 71 46.5 27.6 35.2 2 0 0 1,658.8497
B_19 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 6.24% DAGVIAGLNVLR 160 171 59.0 25.4 46.9 2 0 0 1,197.6951
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% VEIIANDQGNR 26 36 47.2 27.5 0.0 2 0 0 1,228.6281
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% TTPSYVAFTDTER 37 49 62.4 25.8 62.4 2 0 0 1,487.7013
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% NQVALNPQNTVFDAK 57 71 70.8 27.6 68.8 2 0 0 1,658.8497
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% NQVALNPQNTVFDAKR 57 72 42.2 27.8 34.0 2 1 0 1,814.9508
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% DAGVIAGLNVLR 160 171 82.2 26.4 73.3 2 0 0 1,197.6951
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% IINEPTAAAIAYGLDR 172 187 69.6 27.7 59.8 2 1 0 1,687.9015
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% ATAGDTHLGGEDFDNR 221 236 56.0 25.0 51.5 2 2 0 1,675.7309
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% LVNHFVEEFKR 237 247 26.9 29.1 24.3 1 0 0 1,417.7586
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% LDKAQIHDLVLVGGSTR 326 342 50.8 25.0 0.0 0 2 0 1,822.0184
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% LLQDFFNGR 349 357 44.2 27.2 33.3 2 0 0 1,109.5739
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% MVQEAEKYKAEDEVQR 518 533 29.4 26.2 16.0 0 1 0 1,968.9333
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% NALESYAFNMK 540 550 48.7 25.0 45.2 4 0 0 1,303.5987
C_17 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 11 15 25 25.10% GGSGSGPTIEEVD 629 641 26.6 25.0 26.6 1 0 0 1,204.5330
C_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 9 10 18 20.30% VEIIANDQGNR 26 36 42.7 27.5 0.0 4 0 0 1,228.6281
C_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 9 10 18 20.30% TTPSYVAFTDTER 37 49 75.4 25.8 74.4 2 2 0 1,487.7013
C_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 9 10 18 20.30% NQVALNPQNTVFDAK 57 71 74.8 27.6 65.2 2 0 0 1,658.8497
C_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 9 10 18 20.30% NQVALNPQNTVFDAKR 57 72 30.2 27.9 26.9 1 0 0 1,814.9508
C_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 9 10 18 20.30% DAGVIAGLNVLR 160 171 75.5 25.6 60.9 2 0 0 1,197.6951
C_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 9 10 18 20.30% IINEPTAAAIAYGLDR 172 187 54.0 27.7 43.9 2 0 0 1,687.9015
C_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 9 10 18 20.30% ATAGDTHLGGEDFDNR 221 236 60.7 25.0 59.6 0 2 0 1,675.7309
C_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 9 10 18 20.30% LDKAQIHDLVLVGGSTR 326 342 18.0 25.0 0.0 0 2 0 1,822.0184
C_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 9 10 18 20.30% AQIHDLVLVGGSTR 329 342 61.3 26.4 0.0 2 2 0 1,465.8123



C_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 9 10 18 20.30% MVQEAEKYKAEDEVQR 518 533 35.6 25.9 35.2 0 1 0 1,968.9333
C_18 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 9 10 18 20.30% GGSGSGPTIEEVD 629 641 43.1 25.0 43.1 2 0 0 1,204.5330
D_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 10 13 24 24.30% VEIIANDQGNR 26 36 39.7 27.4 0.0 2 0 0 1,228.6281
D_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 10 13 24 24.30% TTPSYVAFTDTER 37 49 69.6 25.6 63.6 2 2 0 1,487.7013
D_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 10 13 24 24.30% NQVALNPQNTVFDAK 57 71 75.7 27.6 62.5 2 2 0 1,658.8497
D_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 10 13 24 24.30% FGDPVVQSDMK 78 88 34.1 25.0 29.7 2 0 0 1,238.5724
D_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 10 13 24 24.30% AFYPEEISSMVLTK 113 126 75.7 27.0 13.3 2 0 0 1,630.8034
D_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 10 13 24 24.30% DAGVIAGLNVLR 160 171 73.2 26.3 62.5 2 0 0 1,197.6951
D_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 10 13 24 24.30% IINEPTAAAIAYGLDR 172 187 92.5 28.2 89.5 2 0 0 1,687.9015
D_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 10 13 24 24.30% ATAGDTHLGGEDFDNR 221 236 41.3 25.0 39.4 1 2 0 1,675.7309
D_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 10 13 24 24.30% FEELCSDLFR 302 311 38.1 25.0 36.0 1 0 0 1,315.5988
D_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 10 13 24 24.30% AQIHDLVLVGGSTR 329 342 72.6 26.7 0.0 2 0 0 1,465.8123
D_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 10 13 24 24.30% NALESYAFNMK 540 550 55.6 25.0 55.6 4 0 0 1,303.5987
D_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 10 13 24 24.30% GGSGSGPTIEEVD 629 641 31.8 25.0 31.8 2 0 0 1,204.5330
E_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 6 9.83% TTPSYVAFTDTER 37 49 70.4 25.6 69.0 2 0 0 1,487.7013
E_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 6 9.83% NQVALNPQNTVFDAK 57 71 59.6 27.6 48.6 2 0 0 1,658.8497
E_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 6 9.83% DAGVIAGLNVLR 160 171 78.0 25.7 65.7 2 0 0 1,197.6951
E_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 6 9.83% AQIHDLVLVGGSTR 329 342 24.1 26.4 0.0 0 1 0 1,465.8123
E_24 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 6 9.83% LLQDFFNGR 349 357 45.1 27.5 37.4 1 0 0 1,109.5739
F_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 5.30% TTPSYVAFTDTER 37 49 56.1 25.8 49.2 2 0 0 1,487.7013
F_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 5.30% DAGVIAGLNVLR 160 171 73.9 25.6 62.6 2 0 0 1,197.6951
F_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 5.30% LLQDFFNGR 349 357 47.5 27.6 36.9 2 0 0 1,109.5739
H_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 2 5.93% TTPSYVAFTDTER 37 49 77.7 25.8 74.2 2 0 0 1,487.7013
H_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 2 5.93% NQVALNPQNTVFDAK 57 71 40.2 27.6 32.5 1 0 0 1,658.8497
H_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 2 5.93% FEELCSDLFR 302 311 27.0 25.0 23.6 1 0 0 1,315.5988
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% VEIIANDQGNR 26 36 52.9 27.3 0.0 2 0 0 1,228.6281
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% TTPSYVAFTDTER 37 49 85.5 25.7 79.3 5 2 0 1,487.7013
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% NQVALNPQNTVFDAK 57 71 90.5 27.6 79.1 2 0 0 1,658.8497
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% NQVALNPQNTVFDAKR 57 72 54.1 27.8 52.2 1 0 0 1,814.9508
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% HWPFQVINDGDKPK 89 102 57.7 28.5 52.3 0 2 0 1,680.8495
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% IINEPTAAAIAYGLDR 172 187 74.6 27.9 69.1 2 2 0 1,687.9015
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% ATAGDTHLGGEDFDNR 221 236 61.5 25.0 61.5 2 0 0 1,675.7309
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% FEELCSDLFR 302 311 53.9 25.0 51.7 2 0 0 1,315.5988
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% AQIHDLVLVGGSTR 329 342 80.1 26.8 0.0 2 0 0 1,465.8123
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% LLQDFFNGR 349 357 53.3 27.7 40.3 2 0 0 1,109.5739
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% FELSGIPPAPR 459 469 38.4 26.9 22.8 2 0 0 1,183.6471
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% MVQEAEKYKAEDEVQR 518 533 22.8 26.8 15.7 0 1 0 1,952.9383
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% NALESYAFNMK 540 550 72.6 25.0 70.0 4 0 0 1,287.6037
H_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 14 26 26.50% GGSGSGPTIEEVD 629 641 42.3 25.0 42.3 2 0 0 1,204.5330
H_16 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.64% TTPSYVAFTDTER 37 49 90.8 26.0 88.6 2 0 0 1,487.7013
H_16 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.64% NQVALNPQNTVFDAK 57 71 78.8 27.4 66.5 2 0 0 1,658.8497
H_16 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.64% DAGVIAGLNVLR 160 171 73.2 25.4 60.8 2 0 0 1,197.6951
H_16 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.64% LLQDFFNGR 349 357 43.9 27.6 30.2 2 0 0 1,109.5739
H_20 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 4.21% NQVALNPQNTVFDAK 57 71 43.9 27.4 36.0 2 0 0 1,658.8497
H_20 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 4.21% DAGVIAGLNVLR 160 171 79.3 25.4 70.6 2 0 0 1,197.6951
H_21 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 6.24% TTPSYVAFTDTER 37 49 77.9 25.7 75.5 2 0 0 1,487.7013
H_21 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 6.24% NQVALNPQNTVFDAK 57 71 55.7 27.4 50.6 2 0 0 1,658.8497
H_21 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 6.24% DAGVIAGLNVLR 160 171 53.4 25.4 44.1 2 0 0 1,197.6951
H_22 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 3 6.40% TTPSYVAFTDTER 37 49 86.3 25.9 79.7 2 0 0 1,487.7013
H_22 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 3 6.40% DAGVIAGLNVLR 160 171 63.9 25.6 57.7 2 0 0 1,197.6951
H_22 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 3 6.40% ATAGDTHLGGEDFDNR 221 236 18.4 25.0 18.3 0 1 0 1,675.7309
H_23 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.64% TTPSYVAFTDTER 37 49 71.7 25.9 62.4 2 0 0 1,487.7013
H_23 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.64% NQVALNPQNTVFDAK 57 71 44.7 27.3 38.0 2 0 0 1,658.8497
H_23 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.64% DAGVIAGLNVLR 160 171 82.4 25.6 74.6 2 0 0 1,197.6951
H_23 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.64% LLQDFFNGR 349 357 41.7 27.6 32.4 2 0 0 1,109.5739
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% TTPSYVAFTDTER 37 49 85.4 26.0 80.1 2 0 0 1,487.7013
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% NQVALNPQNTVFDAK 57 71 72.3 27.3 63.5 2 0 0 1,658.8497
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% NQVALNPQNTVFDAKR 57 72 34.9 27.9 24.7 0 2 0 1,814.9508
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% DAGVIAGLNVLR 160 171 66.5 25.4 53.4 2 0 0 1,197.6951
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% IINEPTAAAIAYGLDR 172 187 64.0 27.9 56.5 2 1 0 1,687.9015
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% ATAGDTHLGGEDFDNR 221 236 40.9 25.0 36.2 2 0 0 1,675.7309
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% LVNHFVEEFKR 237 247 30.1 28.7 24.8 0 1 0 1,417.7586
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% FEELCSDLFR 302 311 36.2 25.0 14.2 2 0 0 1,315.5988
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% AQIHDLVLVGGSTR 329 342 22.9 26.4 0.0 0 1 0 1,465.8123
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% LLQDFFNGR 349 357 21.1 27.6 17.2 1 0 0 1,109.5739
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% MVQEAEKYKAEDEVQR 518 533 25.3 26.6 18.1 0 1 0 1,952.9383
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% NALESYAFNMK 540 550 50.0 25.0 50.0 2 0 0 1,287.6037
I_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 20 24.50% GGSGSGPTIEEVD 629 641 20.9 25.0 11.4 1 0 0 1,204.5330
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% TTPSYVAFTDTER 37 49 43.4 25.8 38.3 4 2 0 1,487.7013
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% NQVALNPQNTVFDAK 57 71 42.0 27.6 35.8 2 0 0 1,658.8497
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% NQVALNPQNTVFDAKR 57 72 29.5 27.9 23.7 0 2 0 1,814.9508
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% HWPFQVINDGDKPK 89 102 33.4 28.4 30.6 0 2 0 1,680.8495
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% DAGVIAGLNVLR 160 171 81.4 25.6 71.3 2 0 0 1,197.6951
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% IINEPTAAAIAYGLDR 172 187 77.9 27.7 74.4 2 2 0 1,687.9015
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% ATAGDTHLGGEDFDNR 221 236 29.3 25.0 28.3 0 1 0 1,675.7309
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% LVNHFVEEFKR 237 247 31.9 29.1 29.5 0 2 0 1,417.7586
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% FEELCSDLFR 302 311 32.8 25.0 26.7 2 0 0 1,315.5988
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% LDKAQIHDLVLVGGSTR 326 342 36.4 25.0 0.0 0 1 0 1,822.0184
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% AQIHDLVLVGGSTR 329 342 58.8 26.4 0.0 2 0 0 1,465.8123
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% LLQDFFNGRDLNK 349 361 22.0 27.9 9.0 1 0 0 1,579.8229
I_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 13 23 23.60% GGSGSGPTIEEVD 629 641 26.1 25.0 25.3 2 0 0 1,204.5330
J_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 3 5.30% TTPSYVAFTDTER 37 49 58.2 25.5 49.3 2 0 0 1,487.7013
J_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 3 5.30% DAGVIAGLNVLR 160 171 63.6 25.0 56.0 2 0 0 1,197.6951
J_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 3 5.30% LLQDFFNGR 349 357 32.1 27.3 21.0 1 0 0 1,109.5739
J_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 8 16 12.60% TTPSYVAFTDTER 37 49 72.4 25.9 70.3 5 2 0 1,487.7013
J_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 8 16 12.60% NQVALNPQNTVFDAK 57 71 71.9 27.6 64.8 2 0 0 1,658.8497
J_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 8 16 12.60% DAGVIAGLNVLR 160 171 80.1 25.0 70.6 2 0 0 1,197.6951
J_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 8 16 12.60% ATAGDTHLGGEDFDNR 221 236 45.1 25.0 45.1 2 2 0 1,675.7309
J_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 8 16 12.60% AQIHDLVLVGGSTR 329 342 58.4 26.0 0.0 2 2 0 1,465.8123
J_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 8 16 12.60% NALESYAFNMK 540 550 59.7 25.1 56.4 4 0 0 1,287.6037
K_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.00% TTPSYVAFTDTER 37 49 65.5 25.6 61.0 2 0 0 1,487.7013
K_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.00% NQVALNPQNTVFDAKR 57 72 18.6 27.8 16.1 0 1 0 1,814.9508
K_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.00% DAGVIAGLNVLR 160 171 82.2 25.4 75.1 2 0 0 1,197.6951
K_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.00% ATAGDTHLGGEDFDNR 221 236 60.4 25.0 60.4 2 0 0 1,675.7309
K_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.00% LVNHFVEEFKR 237 247 27.2 29.1 23.7 0 2 0 1,417.7586
K_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.00% LLQDFFNGR 349 357 45.6 27.6 33.3 2 0 0 1,109.5739
K_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 10 19 19.30% VEIIANDQGNR 26 36 33.5 27.7 0.0 2 0 0 1,228.6281
K_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 10 19 19.30% TTPSYVAFTDTER 37 49 78.5 25.7 70.8 9 2 0 1,487.7013
K_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 10 19 19.30% NQVALNPQNTVFDAK 57 71 62.6 27.4 58.6 2 0 0 1,658.8497
K_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 10 19 19.30% NQVALNPQNTVFDAKR 57 72 18.6 27.8 6.6 0 2 0 1,814.9508
K_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 10 19 19.30% HWPFQVINDGDKPK 89 102 31.0 28.4 28.1 0 2 0 1,680.8495
K_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 10 19 19.30% IINEPTAAAIAYGLDR 172 187 79.7 27.7 71.4 2 0 0 1,687.9015
K_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 10 19 19.30% ATAGDTHLGGEDFDNR 221 236 52.5 25.0 52.5 2 2 0 1,675.7309
K_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 10 19 19.30% AQIHDLVLVGGSTR 329 342 69.1 26.8 0.0 2 2 0 1,465.8123
K_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 10 19 19.30% FELSGIPPAPR 459 469 30.0 26.4 21.7 1 0 0 1,183.6471
K_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 8 10 19 19.30% GGSGSGPTIEEVD 629 641 31.2 25.0 31.2 2 0 0 1,204.5330
L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% TTPSYVAFTDTER 37 49 76.3 25.8 71.2 2 0 0 1,487.7013
L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% FGDPVVQSDMK 78 88 28.0 25.5 26.1 1 0 0 1,238.5724
L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% AFYPEEISSMVLTK 113 126 62.9 27.8 11.2 2 0 0 1,630.8034
L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% DAGVIAGLNVLR 160 171 71.7 25.0 62.1 2 0 0 1,197.6951
L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% IINEPTAAAIAYGLDR 172 187 83.5 27.9 83.5 2 2 0 1,687.9015
L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% ATAGDTHLGGEDFDNR 221 236 65.9 25.0 65.9 2 0 0 1,675.7309



L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% LVNHFVEEFK 237 246 29.1 28.2 23.0 2 0 0 1,261.6575
L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% LVNHFVEEFKR 237 247 32.2 28.8 23.9 0 2 0 1,417.7586
L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% LDKAQIHDLVLVGGSTR 326 342 50.9 25.0 0.0 0 2 0 1,822.0184
L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% AQIHDLVLVGGSTR 329 342 60.3 26.2 0.0 2 0 0 1,465.8123
L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% LLQDFFNGR 349 357 56.6 27.6 44.1 2 0 0 1,109.5739
L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% MVQEAEKYKAEDEVQR 518 533 35.4 26.9 27.4 0 4 0 1,952.9383
L_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 12 15 29 22.80% NALESYAFNMK 540 550 78.1 25.0 77.9 4 0 0 1,303.5987
L_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 7 7 14 17.00% VEIIANDQGNR 26 36 25.8 27.5 0.0 1 0 0 1,228.6281
L_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 7 7 14 17.00% TTPSYVAFTDTER 37 49 64.9 25.6 58.0 2 1 0 1,487.7013
L_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 7 7 14 17.00% NQVALNPQNTVFDAK 57 71 86.3 27.6 82.8 2 0 0 1,658.8497
L_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 7 7 14 17.00% NQVALNPQNTVFDAKR 57 72 21.0 27.6 16.2 0 2 0 1,814.9508
L_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 7 7 14 17.00% DAGVIAGLNVLR 160 171 76.8 25.6 68.1 2 0 0 1,197.6951
L_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 7 7 14 17.00% IINEPTAAAIAYGLDR 172 187 86.5 27.6 81.1 2 0 0 1,687.9015
L_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 7 7 14 17.00% ATAGDTHLGGEDFDNR 221 236 42.7 25.0 39.4 0 2 0 1,675.7309
L_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 7 7 14 17.00% LLQDFFNGR 349 357 49.8 27.6 37.3 2 0 0 1,109.5739
L_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 7 7 14 17.00% MVQEAEKYKAEDEVQR 518 533 23.8 26.6 16.9 0 2 0 1,952.9383
L_12 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 7 9.36% TTPSYVAFTDTER 37 49 66.6 25.5 65.2 2 0 0 1,487.7013
L_12 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 7 9.36% NQVALNPQNTVFDAK 57 71 68.6 27.7 68.6 2 0 0 1,658.8497
L_12 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 7 9.36% DAGVIAGLNVLR 160 171 65.5 25.0 58.0 2 0 0 1,197.6951
L_12 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 7 9.36% LLQDFFNGR 349 357 27.8 27.3 19.5 1 0 0 1,109.5739
L_12 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 7 9.36% NALESYAFNMK 540 550 40.3 25.2 31.3 2 0 0 1,303.5987
L_13 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.64% TTPSYVAFTDTER 37 49 72.0 25.5 63.5 2 0 0 1,487.7013
L_13 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.64% NQVALNPQNTVFDAK 57 71 94.0 27.6 88.2 2 0 0 1,658.8497
L_13 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.64% DAGVIAGLNVLR 160 171 71.1 25.0 63.0 2 0 0 1,197.6951
L_13 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.64% LLQDFFNGR 349 357 27.3 27.5 18.4 2 0 0 1,109.5739
L_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 5 8.74% TTPSYVAFTDTER 37 49 85.4 25.5 80.0 2 0 0 1,487.7013
L_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 5 8.74% NQVALNPQNTVFDAK 57 71 52.4 27.6 51.8 2 0 0 1,658.8497
L_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 5 8.74% DAGVIAGLNVLR 160 171 61.9 25.0 48.8 2 0 0 1,197.6951
L_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 5 8.74% ATAGDTHLGGEDFDNR 221 236 15.8 25.0 15.8 0 1 0 1,675.7309
L_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 6.24% TTPSYVAFTDTER 37 49 68.1 25.5 62.8 2 0 0 1,487.7013
L_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 6.24% NQVALNPQNTVFDAK 57 71 42.0 27.6 33.4 2 0 0 1,658.8497
L_15 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 4 6.24% DAGVIAGLNVLR 160 171 65.7 25.0 56.7 2 0 0 1,197.6951
M_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.80% VEIIANDQGNR 26 36 66.9 27.1 0.0 2 0 0 1,228.6281
M_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.80% TTPSYVAFTDTER 37 49 80.1 25.6 72.8 2 0 0 1,487.7013
M_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.80% NQVALNPQNTVFDAK 57 71 89.6 27.3 81.9 1 0 0 1,658.8497
M_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.80% FGDPVVQSDMK 78 88 43.0 25.4 43.0 2 0 0 1,238.5724
M_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.80% DAGVIAGLNVLR 160 171 71.6 25.6 61.0 2 0 0 1,197.6951
M_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.80% LLQDFFNGR 349 357 46.5 27.6 33.7 2 0 0 1,109.5739
M_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 12.80% NALESYAFNMK 540 550 52.1 25.0 52.1 2 0 0 1,303.5987
M_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 6 11.90% VEIIANDQGNR 26 36 47.1 27.4 0.0 1 0 0 1,228.6281
M_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 6 11.90% TTPSYVAFTDTER 37 49 119.0 25.7 112.0 2 0 0 1,487.7013
M_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 6 11.90% NQVALNPQNTVFDAK 57 71 52.4 27.7 52.4 1 0 0 1,658.8497
M_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 6 11.90% DAGVIAGLNVLR 160 171 53.4 25.6 42.8 2 0 0 1,197.6951
M_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 6 11.90% ATAGDTHLGGEDFDNR 221 236 39.8 25.0 39.8 0 2 0 1,675.7309
M_11 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 6 11.90% LLQDFFNGR 349 357 24.3 27.5 16.2 1 0 0 1,109.5739
M_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 3 6.24% TTPSYVAFTDTER 37 49 98.6 25.7 90.1 2 0 0 1,487.7013
M_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 3 6.24% NQVALNPQNTVFDAK 57 71 72.7 27.6 66.2 2 0 0 1,658.8497
M_14 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 2 2 3 6.24% DAGVIAGLNVLR 160 171 60.1 25.6 51.6 1 0 0 1,197.6951
N_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.80% TTPSYVAFTDTER 37 49 80.3 26.0 75.2 2 0 0 1,487.7013
N_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.80% DAGVIAGLNVLR 160 171 67.8 25.0 56.5 2 0 0 1,197.6951
N_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.80% ATAGDTHLGGEDFDNR 221 236 41.8 25.0 37.4 0 2 0 1,675.7309
N_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 3 3 6 7.80% LLQDFFNGR 349 357 37.1 27.3 21.9 2 0 0 1,109.5739
O_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 7 9.52% TTPSYVAFTDTER 37 49 67.5 25.9 66.1 2 0 0 1,487.7013
O_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 7 9.52% DAGVIAGLNVLR 160 171 59.7 25.6 55.5 2 0 0 1,197.6951
O_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 7 9.52% ATAGDTHLGGEDFDNR 221 236 23.3 25.0 23.3 0 1 0 1,675.7309
O_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 7 9.52% LLQDFFNGR 349 357 45.6 27.6 36.5 2 0 0 1,109.5739
O_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 4 4 7 9.52% NALESYAFNMK 540 550 65.2 25.0 60.0 2 0 0 1,303.5987
P_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 11.20% TTPSYVAFTDTER 37 49 76.8 25.5 71.5 2 0 0 1,487.7013
P_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 11.20% FGDPVVQSDMK 78 88 25.1 25.5 25.1 2 0 0 1,238.5724
P_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 11.20% DAGVIAGLNVLR 160 171 63.9 25.0 52.1 2 0 0 1,197.6951
P_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 11.20% ATAGDTHLGGEDFDNR 221 236 41.0 25.0 36.0 0 1 0 1,675.7309
P_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 11.20% LLQDFFNGR 349 357 46.1 27.3 33.7 2 0 0 1,109.5739
P_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 5 9 11.20% NALESYAFNMK 540 550 43.1 25.2 43.1 2 0 0 1,303.5987
Q_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 6 11 12.90% VEIIANDQGNR 26 36 49.6 27.7 0.0 2 0 0 1,228.6281
Q_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 6 11 12.90% TTPSYVAFTDTER 37 49 76.2 25.9 69.7 2 0 0 1,487.7013
Q_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 6 11 12.90% FGDPVVQSDMK 78 88 24.6 25.8 12.1 2 0 0 1,238.5724
Q_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 6 11 12.90% DAGVIAGLNVLR 160 171 77.9 25.5 67.9 2 0 0 1,197.6951
Q_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 6 11 12.90% ATAGDTHLGGEDFDNR 221 236 45.9 25.0 41.7 1 2 0 1,675.7309
Q_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 6 11 12.90% LLQDFFNGR 349 357 33.8 27.3 27.8 2 0 0 1,109.5739
Q_10 Heat shock 70 kDa protein 1A/1B HSP71_HUMAN 70,054 5 6 11 12.90% NALESYAFNMK 540 550 61.0 25.3 61.0 2 0 0 1,303.5987
C_18 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 2 2 4 15.80% VEIIANDQGNR 27 37 42.7 27.5 0.0 4 0 0 1,228.6281
C_18 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 2 2 4 15.80% TTPSYVAFTDTER 38 50 75.4 25.8 74.4 2 2 0 1,487.7013
C_18 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 2 2 4 15.80% DAGTITGLNVLR 161 172 48.2 28.7 35.7 2 0 0 1,229.6850
C_18 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 2 2 4 15.80% IINEPTAAAIAYGLDK 173 188 75.9 28.2 63.9 2 2 0 1,659.8954
C_18 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 2 2 4 15.80% IINEPTAAAIAYGLDKK 173 189 63.9 26.0 58.0 2 1 0 1,787.9904
C_18 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 2 2 4 15.80% STAGDTHLGGEDFDNR 224 239 59.8 25.0 59.6 2 2 0 1,691.7258
C_18 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 2 2 4 15.80% ARFEELNADLFR 303 314 36.2 27.6 24.9 2 2 0 1,480.7543
C_18 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 2 2 4 15.80% FEELNADLFR 305 314 44.8 27.0 37.9 2 0 0 1,253.6161
C_18 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 2 2 4 15.80% LLQDFFNGK 352 360 46.1 27.0 28.5 2 0 0 1,081.5678
C_18 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 2 2 4 15.80% NALESYTYNIK 543 553 52.1 26.5 46.4 2 0 0 1,315.6528
H_15 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 3 3 5 17.40% VEIIANDQGNR 27 37 52.9 27.3 0.0 2 0 0 1,228.6281
H_15 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 3 3 5 17.40% TTPSYVAFTDTER 38 50 85.5 25.7 79.3 5 2 0 1,487.7013
H_15 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 3 3 5 17.40% DAGTITGLNVLR 161 172 62.6 28.8 51.8 2 0 0 1,229.6850
H_15 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 3 3 5 17.40% IINEPTAAAIAYGLDK 173 188 99.7 28.2 87.9 2 2 0 1,659.8954
H_15 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 3 3 5 17.40% IINEPTAAAIAYGLDKK 173 189 36.0 26.0 29.9 0 3 0 1,787.9904
H_15 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 3 3 5 17.40% STAGDTHLGGEDFDNR 224 239 36.5 25.0 36.5 2 2 0 1,691.7258
H_15 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 3 3 5 17.40% ARFEELNADLFR 303 314 40.9 27.4 22.6 2 2 0 1,480.7543
H_15 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 3 3 5 17.40% LLQDFFNGK 352 360 34.8 26.9 24.1 2 0 0 1,081.5678
H_15 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 3 3 5 17.40% NALESYTYNIK 543 553 49.7 26.7 47.5 2 0 0 1,315.6528
H_15 Heat shock‐related 70 kDa protein 2 HSP72_HUMAN 70,023 3 3 5 17.40% CQEVINWLDR 577 586 55.7 26.1 43.0 1 0 0 1,332.6366
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% AGGIETIANEYSDR 20 33 68.6 25.9 61.0 2 0 0 1,495.7024
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% CTPACISFGPK 34 44 38.5 25.0 24.0 2 0 0 1,237.5706
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% AFSDPFVEAEK 74 84 52.9 25.0 41.7 2 0 0 1,239.5892
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% NFTTEQVTAMLLSK 111 124 94.6 27.7 83.3 2 2 0 1,598.8096
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% SVMDATQIAGLNCLR 155 169 114.0 27.1 107.0 2 0 0 1,664.8096
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% FLEMCNDLLAR 306 316 41.6 25.4 27.8 2 0 0 1,397.6553
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% LKKEDIYAVEIVGGATR 330 346 36.2 25.0 29.4 0 2 0 1,862.0384
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% EDIYAVEIVGGATR 333 346 103.0 28.4 78.2 2 0 0 1,492.7643
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% ELSTTLNADEAVTR 361 374 77.1 27.9 69.3 2 0 0 1,519.7599
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% GCALQCAILSPAFK 375 388 53.8 28.1 43.5 2 0 0 1,535.7711
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% WNSPAEEGSSDCEVFSK 406 422 54.7 25.0 54.7 1 0 0 1,928.7967
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% MQVDQEEPHVEEQQQQTPAENK 522 543 58.8 25.0 56.0 0 3 0 2,638.1689
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% EMLNLYIENEGK 592 603 57.1 26.3 45.6 2 0 0 1,452.7040
A_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 17 31 22.40% NKEDQYDHLDAADMTK 718 733 33.8 25.0 33.8 1 2 0 1,909.8236
A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% AGGIETIANEYSDR 20 33 68.4 26.2 64.8 2 0 0 1,495.7024
A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% AFSDPFVEAEK 74 84 45.7 25.1 34.1 2 0 0 1,239.5892
A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% NFTTEQVTAMLLSK 111 124 71.9 27.7 59.1 2 0 0 1,598.8096
A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% LKETAESVLK 125 134 30.2 26.0 18.0 2 0 0 1,117.6464
A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% SVMDATQIAGLNCLR 155 169 74.2 27.1 65.0 2 0 0 1,664.8096
A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% VLATAFDTTLGGR 222 234 87.9 27.5 75.7 2 0 0 1,321.7112
A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% FLEMCNDLLAR 306 316 34.8 25.3 19.4 2 0 0 1,397.6553
A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% EDIYAVEIVGGATR 333 346 68.8 28.6 48.1 2 0 0 1,492.7643



A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% GCALQCAILSPAFK 375 388 47.9 28.1 34.4 2 0 0 1,535.7711
A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% MQVDQEEPHVEEQQQQTPAENK 522 543 47.8 25.0 47.4 0 2 0 2,638.1689
A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% NAVEEYVYEMR 619 629 64.4 25.0 64.4 1 0 0 1,418.6256
A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% FVSEDDRNSFTLK 639 651 32.3 26.0 24.8 2 1 0 1,557.7544
A_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 27 21.20% NKEDQYDHLDAADMTK 718 733 35.6 25.0 35.6 1 2 0 1,909.8236
A_25 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 2.86% AFSDPFVEAEK 74 84 28.9 25.1 20.1 2 0 0 1,239.5892
A_25 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 2.86% VLATAFDTTLGGR 222 234 53.8 27.5 53.8 2 0 0 1,321.7112
A_26 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 5 4.52% AGGIETIANEYSDR 20 33 29.5 26.2 21.9 2 0 0 1,495.7024
A_26 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 5 4.52% AFSDPFVEAEK 74 84 25.0 25.1 17.1 1 0 0 1,239.5892
A_26 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 5 4.52% VLATAFDTTLGGR 222 234 80.7 27.8 71.5 2 0 0 1,321.7112
A_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 3 2.86% AFSDPFVEAEK 74 84 32.2 25.0 23.1 1 0 0 1,239.5892
A_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 3 2.86% VLATAFDTTLGGR 222 234 91.4 27.5 83.3 2 0 0 1,321.7112
A_29 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 3.21% AGGIETIANEYSDR 20 33 50.5 26.0 50.5 2 0 0 1,495.7024
A_29 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 3.21% VLATAFDTTLGGR 222 234 87.6 27.5 81.4 2 0 0 1,321.7112
A_31 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 3 3.21% AGGIETIANEYSDR 20 33 23.0 26.2 23.0 1 0 0 1,495.7024
A_31 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 3 3.21% VLATAFDTTLGGR 222 234 43.7 27.8 43.2 2 0 0 1,321.7112
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% AGGIETIANEYSDR 20 33 63.7 26.2 53.5 2 0 0 1,495.7024
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% CTPACISFGPK 34 44 22.9 25.0 13.1 2 0 0 1,237.5706
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% AFSDPFVEAEK 74 84 34.4 25.1 26.5 2 0 0 1,239.5892
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% NFTTEQVTAMLLSK 111 124 80.1 27.7 69.9 2 2 0 1,598.8096
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% SVMDATQIAGLNCLR 155 169 58.8 27.0 52.1 2 0 0 1,664.8096
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% VLATAFDTTLGGR 222 234 83.0 27.5 76.9 2 0 0 1,321.7112
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% FLEMCNDLLAR 306 316 46.3 25.3 33.0 2 0 0 1,397.6553
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% LKKEDIYAVEIVGGATR 330 346 32.0 25.0 32.0 0 1 0 1,862.0384
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% EDIYAVEIVGGATR 333 346 97.2 28.4 76.8 2 0 0 1,492.7643
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% ELSTTLNADEAVTR 361 374 72.7 28.3 63.0 2 0 0 1,519.7599
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% GCALQCAILSPAFK 375 388 58.2 28.1 39.4 2 0 0 1,535.7711
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% MQVDQEEPHVEEQQQQTPAENK 522 543 39.9 25.0 36.8 0 2 0 2,638.1689
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% EMLNLYIENEGK 592 603 47.5 26.3 34.1 2 0 0 1,452.7040
B_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 15 28 21.30% NAVEEYVYEMR 619 629 47.5 25.0 46.0 1 0 0 1,402.6306
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% AGGIETIANEYSDR 20 33 61.8 26.1 43.6 2 0 0 1,495.7024
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% AFSDPFVEAEK 74 84 50.4 25.1 35.3 2 0 0 1,239.5892
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% NFTTEQVTAMLLSK 111 124 93.5 27.7 80.8 2 2 0 1,598.8096
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% LKETAESVLK 125 134 38.3 25.8 28.6 2 0 0 1,117.6464
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% SVMDATQIAGLNCLR 155 169 90.8 27.0 82.1 2 2 0 1,664.8096
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% VLATAFDTTLGGR 222 234 96.8 27.5 84.6 2 0 0 1,321.7112
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% FLEMCNDLLAR 306 316 49.3 25.4 35.4 3 0 0 1,397.6553
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% LKKEDIYAVEIVGGATR 330 346 46.1 25.0 39.2 0 2 1 1,862.0384
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% EDIYAVEIVGGATR 333 346 90.5 28.6 68.5 2 1 0 1,492.7643
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% ELSTTLNADEAVTR 361 374 73.0 28.3 54.1 2 0 0 1,519.7599
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% GCALQCAILSPAFK 375 388 35.3 27.7 27.7 1 0 0 1,535.7711
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% MQVDQEEPHVEEQQQQTPAENK 522 543 50.9 25.0 50.3 0 4 0 2,638.1689
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% EMLNLYIENEGK 592 603 46.3 26.1 43.9 2 0 0 1,468.6990
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% NAVEEYVYEMR 619 629 59.4 25.0 57.2 2 0 0 1,418.6256
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% FVSEDDRNSFTLK 639 651 39.2 26.0 35.0 2 1 0 1,557.7544
B_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 16 26 45 24.60% NKEDQYDHLDAADMTK 718 733 51.2 25.0 47.0 1 4 1 1,909.8236
B_23 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.43% AGGIETIANEYSDR 20 33 64.4 26.2 59.4 2 0 0 1,495.7024
B_23 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.43% AFSDPFVEAEK 74 84 43.7 25.1 36.8 1 0 0 1,239.5892
B_23 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.43% VLATAFDTTLGGR 222 234 86.1 27.5 84.5 2 0 0 1,321.7112
B_23 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.43% NKEDQYDHLDAADMTK 718 733 18.3 25.0 18.3 0 1 0 1,909.8236
C_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 15.80% AGGIETIANEYSDR 20 33 62.8 25.9 52.6 2 0 0 1,495.7024
C_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 15.80% AFSDPFVEAEK 74 84 36.6 25.0 29.9 2 0 0 1,239.5892
C_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 15.80% NFTTEQVTAMLLSK 111 124 33.6 28.0 24.8 1 0 0 1,598.8096
C_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 15.80% SVMDATQIAGLNCLR 155 169 62.8 27.0 49.0 2 0 0 1,664.8096
C_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 15.80% VLATAFDTTLGGR 222 234 79.9 27.8 68.6 2 0 0 1,321.7112
C_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 15.80% FLEMCNDLLAR 306 316 41.9 25.5 33.8 1 0 0 1,397.6553
C_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 15.80% ELSTTLNADEAVTR 361 374 57.0 28.4 48.8 2 0 0 1,519.7599
C_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 15.80% GCALQCAILSPAFK 375 388 61.1 28.0 50.5 2 0 0 1,535.7711
C_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 15.80% NAVEEYVYEMR 619 629 38.5 25.0 38.5 1 0 0 1,418.6256
C_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 15.80% NKEDQYDHLDAADMTK 718 733 19.8 25.0 19.8 0 1 0 1,909.8236
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% AGGIETIANEYSDR 20 33 66.4 25.9 61.7 2 0 0 1,495.7024
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% CTPACISFGPK 34 44 32.0 25.0 16.6 2 0 0 1,237.5706
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% AFSDPFVEAEK 74 84 55.3 25.1 42.2 2 0 0 1,239.5892
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% NFTTEQVTAMLLSK 111 124 77.3 27.9 70.0 2 0 0 1,598.8096
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% SVMDATQIAGLNCLR 155 169 81.9 27.1 74.6 2 0 0 1,664.8096
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% VLATAFDTTLGGR 222 234 95.2 27.5 83.2 2 0 0 1,321.7112
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% FLEMCNDLLAR 306 316 51.1 25.3 36.8 2 0 0 1,397.6553
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% EDIYAVEIVGGATR 333 346 61.4 28.4 52.0 2 0 0 1,492.7643
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% ELSTTLNADEAVTR 361 374 70.2 27.9 58.5 2 0 0 1,519.7599
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% GCALQCAILSPAFK 375 388 48.6 28.1 36.7 2 0 0 1,535.7711
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% MQVDQEEPHVEEQQQQTPAENK 522 543 38.9 25.0 38.1 0 2 0 2,638.1689
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% NAVEEYVYEMR 619 629 52.8 25.0 52.8 2 0 0 1,418.6256
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% FVSEDDRNSFTLK 639 651 40.9 25.7 35.5 2 0 0 1,557.7544
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% NKEDQYDHLDAADMTK 718 733 22.8 25.0 22.8 0 1 0 1,909.8236
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% STNEAMEWMNNKLNLQNK 737 754 36.6 25.0 33.2 0 2 0 2,197.0013
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% QSLTMDPVVK 755 764 35.2 27.7 24.1 1 0 0 1,133.5873
C_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 17 17 31 28.50% IKELTSTCSPIISKPKPK 772 789 33.1 25.0 19.7 0 1 0 2,027.1573
C_23 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 3.21% AGGIETIANEYSDR 20 33 34.8 26.2 34.8 2 0 0 1,495.7024
C_23 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 3.21% VLATAFDTTLGGR 222 234 49.6 27.8 45.7 2 0 0 1,321.7112
D_27 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.19% AGGIETIANEYSDR 20 33 28.3 25.5 25.9 1 0 0 1,495.7024
D_27 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.19% AFSDPFVEAEK 74 84 29.1 25.0 20.9 2 0 0 1,239.5892
D_27 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.19% VLATAFDTTLGGR 222 234 54.4 27.2 54.1 1 0 0 1,321.7112
D_27 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.19% ELSTTLNADEAVTR 361 374 49.7 28.1 41.4 2 0 0 1,519.7599
D_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 9 9 16 13.80% AGGIETIANEYSDR 20 33 63.4 25.8 58.5 2 0 0 1,495.7024
D_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 9 9 16 13.80% AFSDPFVEAEK 74 84 41.8 25.0 35.3 2 0 0 1,239.5892
D_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 9 9 16 13.80% LKETAESVLK 125 134 29.5 26.7 15.4 1 0 0 1,117.6464
D_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 9 9 16 13.80% SVMDATQIAGLNCLR 155 169 51.2 27.2 47.4 1 0 0 1,664.8096
D_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 9 9 16 13.80% VLATAFDTTLGGR 222 234 86.0 27.1 80.6 2 0 0 1,321.7112
D_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 9 9 16 13.80% EDIYAVEIVGGATR 333 346 88.1 28.5 70.4 2 0 0 1,492.7643
D_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 9 9 16 13.80% ELSTTLNADEAVTR 361 374 67.7 28.2 57.1 2 0 0 1,519.7599
D_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 9 9 16 13.80% GCALQCAILSPAFK 375 388 42.0 28.0 36.1 2 0 0 1,535.7711
D_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 9 9 16 13.80% NAVEEYVYEMR 619 629 40.3 25.0 40.3 2 0 0 1,418.6256
E_27 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.19% AGGIETIANEYSDR 20 33 62.2 26.0 58.1 2 0 0 1,495.7024
E_27 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.19% AFSDPFVEAEK 74 84 26.4 25.0 18.7 1 0 0 1,239.5892
E_27 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.19% VLATAFDTTLGGR 222 234 65.3 27.1 62.3 2 0 0 1,321.7112
E_27 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.19% ELSTTLNADEAVTR 361 374 50.5 28.1 47.0 1 0 0 1,519.7599
E_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 6 4.52% AGGIETIANEYSDR 20 33 43.4 26.0 39.8 2 0 0 1,495.7024
E_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 6 4.52% AFSDPFVEAEK 74 84 28.7 25.0 20.1 2 0 0 1,239.5892
E_28 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 6 4.52% VLATAFDTTLGGR 222 234 90.5 27.0 83.3 2 0 0 1,321.7112
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% CTPACISFGPK 34 44 28.5 25.0 20.0 1 0 0 1,237.5706
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% AFSDPFVEAEK 74 84 39.8 25.1 27.1 2 0 0 1,239.5892
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% NFTTEQVTAMLLSK 111 124 69.7 27.6 58.9 2 0 0 1,598.8096
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% VLATAFDTTLGGR 222 234 72.8 27.5 65.2 1 0 0 1,321.7112
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% FLEMCNDLLAR 306 316 29.3 25.2 16.5 1 0 0 1,397.6553
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% LKKEDIYAVEIVGGATR 330 346 21.0 25.0 5.7 0 2 0 1,862.0384
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% EDIYAVEIVGGATR 333 346 74.2 28.6 57.3 2 0 0 1,492.7643
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% ELSTTLNADEAVTR 361 374 63.3 28.3 51.1 2 0 0 1,519.7599
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% GCALQCAILSPAFK 375 388 66.7 28.1 59.6 2 0 0 1,535.7711
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% WNSPAEEGSSDCEVFSK 406 422 59.2 25.0 59.2 2 0 0 1,928.7967
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% MQVDQEEPHVEEQQQQTPAENK 522 543 39.8 25.0 31.6 0 2 0 2,622.1739
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% NAVEEYVYEMR 619 629 50.9 25.0 50.9 2 0 0 1,418.6256
H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% FVSEDDRNSFTLK 639 651 30.1 26.5 24.8 1 1 0 1,557.7544



H_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 14 16 25 21.90% NKEDQYDHLDAADMTK 718 733 26.4 25.0 26.4 0 1 1 1,893.8286
H_20 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 2.98% AGGIETIANEYSDR 20 33 65.3 26.2 59.7 2 0 0 1,495.7024
H_20 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 2.98% AFSDPFVEAEK 74 84 41.8 25.1 31.5 2 0 0 1,239.5892
H_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 7 6.19% AGGIETIANEYSDR 20 33 54.9 26.1 50.8 2 0 0 1,495.7024
H_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 7 6.19% AFSDPFVEAEK 74 84 30.7 25.1 16.8 2 0 0 1,239.5892
H_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 7 6.19% VLATAFDTTLGGR 222 234 70.0 27.5 69.9 2 0 0 1,321.7112
H_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 7 6.19% ELSTTLNADEAVTR 361 374 35.2 28.3 29.4 1 0 0 1,519.7599
H_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 3 2.98% AGGIETIANEYSDR 20 33 48.5 26.2 45.3 1 0 0 1,495.7024
H_22 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 3 2.98% AFSDPFVEAEK 74 84 35.4 25.1 21.4 2 0 0 1,239.5892
H_23 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 2.98% AGGIETIANEYSDR 20 33 63.8 26.2 56.0 2 0 0 1,495.7024
H_23 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 2.98% AFSDPFVEAEK 74 84 42.4 25.1 29.7 2 0 0 1,239.5892
H_24 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.31% AGGIETIANEYSDR 20 33 66.7 26.0 57.3 2 0 0 1,495.7024
H_24 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.31% AFSDPFVEAEK 74 84 52.0 25.1 38.3 2 0 0 1,239.5892
H_24 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.31% ELSTTLNADEAVTR 361 374 32.3 28.4 28.1 1 0 0 1,519.7599
H_24 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 6.31% GCALQCAILSPAFK 375 388 43.0 27.7 36.0 1 0 0 1,535.7711
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% AGGIETIANEYSDR 20 33 68.7 26.2 64.4 2 0 0 1,495.7024
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% CTPACISFGPK 34 44 36.1 25.0 19.9 1 0 0 1,237.5706
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% AFSDPFVEAEK 74 84 52.0 25.1 39.3 2 0 0 1,239.5892
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% SVMDATQIAGLNCLR 155 169 66.8 28.6 52.9 4 0 0 1,648.8147
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% VLATAFDTTLGGR 222 234 103.0 27.5 93.1 2 0 0 1,321.7112
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% FLEMCNDLLAR 306 316 26.8 25.3 19.1 1 0 0 1,397.6553
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% LKKEDIYAVEIVGGATR 330 346 30.2 25.0 27.9 0 1 0 1,862.0384
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% EDIYAVEIVGGATR 333 346 66.2 28.4 55.3 1 0 0 1,492.7643
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% ELSTTLNADEAVTR 361 374 66.3 28.3 59.5 2 0 0 1,519.7599
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% WNSPAEEGSSDCEVFSK 406 422 30.8 25.0 30.8 1 0 0 1,928.7967
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% MQVDQEEPHVEEQQQQTPAENK 522 543 39.8 25.0 37.1 0 2 0 2,622.1739
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% NAVEEYVYEMR 619 629 47.6 25.0 47.6 4 0 0 1,418.6256
I_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 13 15 25 20.50% NKEDQYDHLDAADMTK 718 733 26.9 25.0 26.9 0 2 0 1,893.8286
I_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 5 5 10 7.86% AGGIETIANEYSDR 20 33 62.0 26.0 51.8 2 0 0 1,495.7024
I_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 5 5 10 7.86% AFSDPFVEAEK 74 84 54.7 25.1 38.4 2 0 0 1,239.5892
I_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 5 5 10 7.86% VLATAFDTTLGGR 222 234 89.6 27.7 84.6 2 0 0 1,321.7112
I_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 5 5 10 7.86% ELSTTLNADEAVTR 361 374 70.8 27.9 64.2 2 0 0 1,519.7599
I_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 5 5 10 7.86% GCALQCAILSPAFK 375 388 61.2 28.1 48.1 2 0 0 1,535.7711
I_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 4 4.52% AGGIETIANEYSDR 20 33 22.0 26.1 15.1 1 0 0 1,495.7024
I_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 4 4.52% AFSDPFVEAEK 74 84 23.5 25.0 19.2 1 0 0 1,239.5892
I_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 4 4.52% VLATAFDTTLGGR 222 234 58.2 27.5 51.2 2 0 0 1,321.7112
I_24 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 2 3.21% AGGIETIANEYSDR 20 33 26.2 25.9 26.2 1 0 0 1,495.7024
I_24 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 2 3.21% VLATAFDTTLGGR 222 234 33.2 27.5 27.1 1 0 0 1,321.7112
J_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 8 6.19% AGGIETIANEYSDR 20 33 48.7 26.7 46.3 2 0 0 1,495.7024
J_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 8 6.19% AFSDPFVEAEK 74 84 35.2 26.1 27.3 2 0 0 1,239.5892
J_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 8 6.19% VLATAFDTTLGGR 222 234 82.8 26.8 76.4 2 0 0 1,321.7112
J_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 8 6.19% ELSTTLNADEAVTR 361 374 51.8 27.6 45.5 2 0 0 1,519.7599
K_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 16.70% AGGIETIANEYSDR 20 33 64.5 26.6 52.5 2 0 0 1,495.7024
K_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 16.70% CTPACISFGPK 34 44 20.6 25.0 7.6 1 0 0 1,237.5706
K_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 16.70% AFSDPFVEAEK 74 84 48.2 25.9 31.4 2 0 0 1,239.5892
K_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 16.70% VLATAFDTTLGGR 222 234 74.6 27.1 62.8 2 0 0 1,321.7112
K_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 16.70% ELSTTLNADEAVTR 361 374 62.1 28.1 49.9 2 0 0 1,519.7599
K_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 16.70% GCALQCAILSPAFK 375 388 39.2 28.2 25.5 1 0 0 1,535.7711
K_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 16.70% WNSPAEEGSSDCEVFSK 406 422 47.9 25.0 46.3 1 0 0 1,928.7967
K_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 16.70% MQVDQEEPHVEEQQQQTPAENK 522 543 33.9 25.0 26.3 0 1 0 2,622.1739
K_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 16.70% NAVEEYVYEMR 619 629 57.3 25.0 57.3 2 0 0 1,418.6256
K_18 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 10 10 16 16.70% FVSEDDRNSFTLK 639 651 26.7 27.0 20.9 2 0 0 1,557.7544
K_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 3.21% AGGIETIANEYSDR 20 33 53.0 26.6 48.6 2 0 0 1,495.7024
K_19 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 3.21% VLATAFDTTLGGR 222 234 79.8 27.4 70.1 2 0 0 1,321.7112
K_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 4 4.64% AGGIETIANEYSDR 20 33 51.4 26.1 48.7 2 0 0 1,495.7024
K_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 4 4.64% AFSDPFVEAEK 74 84 20.0 25.1 16.0 1 0 0 1,239.5892
K_21 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 4 4.64% ELSTTLNADEAVTR 361 374 35.7 28.4 29.4 1 0 0 1,519.7599
K_23 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 4 4.52% AGGIETIANEYSDR 20 33 46.7 26.1 38.7 1 0 0 1,495.7024
K_23 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 4 4.52% AFSDPFVEAEK 74 84 24.3 25.1 18.5 1 0 0 1,239.5892
K_23 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 4 4.52% VLATAFDTTLGGR 222 234 54.2 27.4 53.7 2 0 0 1,321.7112
K_24 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 7 5.48% AGGIETIANEYSDR 20 33 56.5 26.1 51.7 2 0 0 1,495.7024
K_24 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 7 5.48% AFSDPFVEAEK 74 84 38.0 25.1 30.2 2 0 0 1,239.5892
K_24 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 7 5.48% NAVEEYVYEMR 619 629 34.3 25.0 34.3 2 0 0 1,402.6306
K_24 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 7 5.48% QSLTMDPVVK 755 764 44.6 28.9 28.5 1 0 0 1,117.5923
L_13 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 7.38% AGGIETIANEYSDR 20 33 67.5 26.6 57.5 2 0 0 1,495.7024
L_13 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 7.38% AFSDPFVEAEK 74 84 28.1 25.9 20.6 1 0 0 1,239.5892
L_13 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 7.38% SVMDATQIAGLNCLR 155 169 46.2 27.3 41.3 1 0 0 1,664.8096
L_13 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 7.38% MQVDQEEPHVEEQQQQTPAENK 522 543 40.9 25.0 35.1 0 2 0 2,638.1689
L_14 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 2.98% AGGIETIANEYSDR 20 33 65.5 26.6 57.3 2 0 0 1,495.7024
L_14 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 2.98% AFSDPFVEAEK 74 84 39.9 26.0 29.8 2 0 0 1,239.5892
L_15 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 2.98% AGGIETIANEYSDR 20 33 66.6 26.6 58.9 2 0 0 1,495.7024
L_15 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 2.98% AFSDPFVEAEK 74 84 47.0 25.7 33.8 2 0 0 1,239.5892
M_13 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 7.26% AGGIETIANEYSDR 20 33 62.1 26.1 57.8 2 0 0 1,495.7024
M_13 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 7.26% AFSDPFVEAEK 74 84 37.5 25.8 30.1 1 0 0 1,239.5892
M_13 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 7.26% ELSTTLNADEAVTR 361 374 31.0 28.3 27.7 1 0 0 1,519.7599
M_13 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 4 4 6 7.26% MQVDQEEPHVEEQQQQTPAENK 522 543 34.7 25.0 28.0 0 2 0 2,638.1689
M_15 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 5 4.52% AGGIETIANEYSDR 20 33 53.1 26.6 42.5 1 0 0 1,495.7024
M_15 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 5 4.52% AFSDPFVEAEK 74 84 40.0 25.9 28.8 2 0 0 1,239.5892
M_15 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 3 3 5 4.52% VLATAFDTTLGGR 222 234 83.7 27.4 73.2 2 0 0 1,321.7112
Q_13 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 3.21% VLATAFDTTLGGR 222 234 33.2 26.8 33.2 2 0 0 1,321.7112
Q_13 Heat shock 70 kDa protein 4 HSP74_HUMAN 94,332 2 2 4 3.21% ELSTTLNADEAVTR 361 374 78.6 28.0 74.5 2 0 0 1,519.7599
A_02 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 49.0 25.8 47.6 2 0 0 1,487.7013
A_02 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 37.9 28.2 23.8 2 0 0 1,199.6744
A_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 5.57% VEIIANDQGNR 26 36 26.5 27.6 0.0 1 0 0 1,228.6281
A_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 5.57% TTPSYVAFTDTER 37 49 79.6 25.8 78.4 2 0 0 1,487.7013
A_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 5.57% DAGTIAGLNVLR 160 171 56.8 28.2 36.2 2 0 0 1,199.6744
A_07 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 2 5.88% VEIIANDQGNR 26 36 25.3 27.6 0.0 2 0 0 1,228.6281
A_07 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 2 5.88% NQVAMNPTNTVFDAK 57 71 32.2 26.6 32.2 1 0 0 1,665.7902
A_07 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 2 5.88% DAGTIAGLNVLR 160 171 67.6 28.2 49.0 1 0 0 1,199.6744
A_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 4.33% TTPSYVAFTDTER 37 49 54.3 25.8 48.6 2 0 0 1,487.7013
A_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 4.33% NQVAMNPTNTVFDAK 57 71 64.5 26.9 64.5 2 0 0 1,665.7902
A_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.19% TTPSYVAFTDTER 37 49 56.2 25.8 54.9 2 0 0 1,487.7013
A_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.19% NQVAMNPTNTVFDAK 57 71 63.4 26.8 63.4 2 0 0 1,665.7902
A_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.19% DAGTIAGLNVLR 160 171 47.0 27.5 28.5 2 0 0 1,199.6744
A_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 5.57% VEIIANDQGNR 26 36 26.0 27.6 0.0 1 0 0 1,228.6281
A_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 5.57% TTPSYVAFTDTER 37 49 41.3 25.9 41.3 2 0 0 1,487.7013
A_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 5.57% DAGTIAGLNVLR 160 171 65.0 27.5 44.6 2 0 0 1,199.6744
A_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 9.91% VEIIANDQGNR 26 36 30.5 27.5 0.0 1 0 0 1,228.6281
A_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 9.91% TTPSYVAFTDTER 37 49 40.9 25.8 39.2 1 0 0 1,487.7013
A_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 9.91% NQVAMNPTNTVFDAK 57 71 69.6 26.5 67.9 1 0 0 1,665.7902
A_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 9.91% STAGDTHLGGEDFDNR 221 236 20.0 25.0 19.8 0 1 0 1,691.7258
A_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 9.91% LLQDFFNGK 349 357 42.1 27.1 26.3 2 0 0 1,081.5678
A_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 6.97% TTPSYVAFTDTER 37 49 42.0 25.7 37.1 2 0 0 1,487.7013
A_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 6.97% DAGTIAGLNVLR 160 171 63.8 28.2 48.9 2 0 0 1,199.6744
A_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 6.97% LLQDFFNGK 349 357 36.6 27.1 21.7 2 0 0 1,081.5678
A_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 6.97% NSLESYAFNMK 540 550 32.9 25.0 32.9 1 0 0 1,319.5936
A_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 8 9.13% TTPSYVAFTDTER 37 49 63.6 25.8 55.1 2 0 0 1,487.7013
A_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 8 9.13% NQVAMNPTNTVFDAK 57 71 59.4 26.5 59.4 2 0 0 1,665.7902
A_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 8 9.13% MVNHFIAEFK 237 246 30.2 27.3 20.4 1 0 0 1,251.6191
A_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 8 9.13% FEELNADLFR 302 311 26.8 27.0 21.0 1 0 0 1,253.6161
A_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 8 9.13% NSLESYAFNMK 540 550 36.2 25.0 31.6 2 0 0 1,319.5936
A_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 6 10 12.20% VEIIANDQGNR 26 36 34.2 27.2 0.0 2 0 0 1,228.6281



A_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 6 10 12.20% NQVAMNPTNTVFDAK 57 71 61.4 26.5 59.7 2 0 0 1,665.7902
A_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 6 10 12.20% DAGTIAGLNVLR 160 171 45.1 27.5 12.1 2 0 0 1,199.6744
A_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 6 10 12.20% STAGDTHLGGEDFDNR 221 236 30.6 25.0 30.5 1 2 0 1,691.7258
A_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 6 10 12.20% SQIHDIVLVGGSTR 329 342 60.7 26.7 56.5 1 0 0 1,481.8072
A_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 6 10 12.20% NSLESYAFNMK 540 550 51.0 25.0 51.0 2 0 0 1,319.5936
A_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 11 20 18.70% VEIIANDQGNR 26 36 43.7 27.2 0.0 2 0 0 1,228.6281
A_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 11 20 18.70% TTPSYVAFTDTER 37 49 35.9 26.0 34.8 1 0 0 1,487.7013
A_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 11 20 18.70% NQVAMNPTNTVFDAK 57 71 89.9 26.7 85.2 2 0 0 1,665.7902
A_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 11 20 18.70% EIAEAYLGK 129 137 23.1 26.7 16.1 2 0 0 993.5252
A_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 11 20 18.70% DAGTIAGLNVLR 160 171 80.8 27.5 55.2 2 0 0 1,199.6744
A_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 11 20 18.70% STAGDTHLGGEDFDNR 221 236 47.4 25.0 47.4 2 2 0 1,691.7258
A_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 11 20 18.70% MVNHFIAEFK 237 246 26.8 27.3 18.7 2 0 0 1,251.6191
A_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 11 20 18.70% FEELNADLFR 302 311 35.3 27.0 30.2 1 0 0 1,253.6161
A_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 11 20 18.70% SQIHDIVLVGGSTR 329 342 76.9 26.5 76.0 2 2 0 1,481.8072
A_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 11 20 18.70% NSLESYAFNMK 540 550 52.4 25.0 47.7 2 0 0 1,319.5936
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% VEIIANDQGNR 26 36 56.5 27.5 0.0 8 0 0 1,228.6281
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% TTPSYVAFTDTER 37 49 73.1 25.8 65.5 2 2 0 1,487.7013
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% NQVAMNPTNTVFDAK 57 71 92.6 26.5 91.0 4 0 0 1,649.7952
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% NQVAMNPTNTVFDAKR 57 72 58.8 27.5 37.0 2 0 0 1,821.8913
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% RFDDAVVQSDMK 77 88 60.4 26.5 55.7 3 2 0 1,410.6683
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% HWPFMVVNDAGRPK 89 102 20.3 27.7 11.7 0 1 0 1,669.8269
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% SFYPEEVSSMVLTK 113 126 27.1 26.6 18.2 1 0 0 1,616.7876
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% MKEIAEAYLGK 127 137 50.0 27.8 28.8 2 0 0 1,252.6607
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% EIAEAYLGK 129 137 48.1 26.9 40.3 2 0 0 993.5252
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% TVTNAVVTVPAYFNDSQR 138 155 68.7 27.4 64.5 2 0 0 1,981.9977
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% QATKDAGTIAGLNVLR 156 171 23.5 26.3 16.3 0 2 0 1,627.9128
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% DAGTIAGLNVLR 160 171 87.1 28.2 63.1 6 0 0 1,199.6744
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% IINEPTAAAIAYGLDK 172 187 77.5 28.2 68.3 2 0 0 1,659.8954
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% IINEPTAAAIAYGLDKK 172 188 93.8 26.0 82.6 2 0 0 1,787.9904
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% STAGDTHLGGEDFDNR 221 236 52.8 25.0 52.8 2 2 0 1,691.7258
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% MVNHFIAEFK 237 246 48.8 27.4 31.9 2 0 0 1,251.6191
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% MVNHFIAEFKR 237 247 43.7 28.0 36.4 2 2 0 1,407.7202
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% ARFEELNADLFR 300 311 55.6 27.4 44.7 2 0 0 1,480.7543
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% FEELNADLFR 302 311 27.1 27.2 20.3 1 0 0 1,253.6161
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% LDKSQIHDIVLVGGSTR 326 342 64.7 25.3 57.0 2 2 0 1,838.0133
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% SQIHDIVLVGGSTR 329 342 87.8 26.6 82.4 2 2 0 1,481.8072
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% LLQDFFNGK 349 357 51.3 27.1 32.3 3 0 0 1,081.5678
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% FELTGIPPAPR 459 469 46.5 26.0 42.6 2 0 0 1,197.6628
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% NSLESYAFNMK 540 550 71.6 25.0 68.1 3 0 0 1,319.5936
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% CNEIINWLDK 574 583 59.7 26.0 38.2 2 0 0 1,304.6305
A_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 24 32 66 38.20% VCNPIITK 602 609 34.0 29.4 12.1 2 0 0 944.5235
A_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.60% VEIIANDQGNR 26 36 36.7 27.6 0.0 2 0 0 1,228.6281
A_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.60% NQVAMNPTNTVFDAK 57 71 73.0 26.5 69.7 2 0 0 1,665.7902
A_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.60% DAGTIAGLNVLR 160 171 66.9 28.2 43.3 2 0 0 1,199.6744
A_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.60% IINEPTAAAIAYGLDK 172 187 76.4 27.8 67.1 2 0 0 1,659.8954
A_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.60% STAGDTHLGGEDFDNR 221 236 38.1 25.0 38.1 2 0 0 1,691.7258
A_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.60% MVNHFIAEFK 237 246 29.2 27.8 24.4 1 0 0 1,235.6241
A_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.60% SQIHDIVLVGGSTR 329 342 65.1 26.5 60.0 2 2 0 1,481.8072
A_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.60% LLQDFFNGK 349 357 36.0 27.1 17.9 1 0 0 1,081.5678
A_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.60% NSLESYAFNMK 540 550 55.3 25.0 45.4 2 0 0 1,319.5936
A_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 10 13.20% VEIIANDQGNR 26 36 26.9 27.6 0.0 1 0 0 1,228.6281
A_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 10 13.20% TTPSYVAFTDTER 37 49 56.9 26.0 52.5 2 0 0 1,487.7013
A_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 10 13.20% NQVAMNPTNTVFDAK 57 71 42.9 26.6 37.0 2 0 0 1,665.7902
A_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 10 13.20% DAGTIAGLNVLR 160 171 26.1 27.5 4.9 1 0 0 1,199.6744
A_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 10 13.20% SQIHDIVLVGGSTR 329 342 22.0 26.5 18.6 0 1 0 1,481.8072
A_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 10 13.20% LLQDFFNGK 349 357 40.0 27.0 25.7 2 0 0 1,081.5678
A_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 10 13.20% NSLESYAFNMK 540 550 28.3 25.0 28.3 2 0 0 1,319.5936
A_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.26% TTPSYVAFTDTER 37 49 36.4 25.9 36.4 2 0 0 1,487.7013
A_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.26% DAGTIAGLNVLR 160 171 72.0 27.0 51.3 2 0 0 1,199.6744
A_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.26% LLQDFFNGK 349 357 23.8 27.0 15.2 1 0 0 1,081.5678
A_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 6.97% TTPSYVAFTDTER 37 49 27.3 26.0 27.0 1 0 0 1,487.7013
A_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 6.97% DAGTIAGLNVLR 160 171 45.3 27.5 24.5 2 0 0 1,199.6744
A_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 6.97% LLQDFFNGK 349 357 24.5 27.0 14.2 2 0 0 1,081.5678
A_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 6.97% NSLESYAFNMK 540 550 54.2 25.0 54.2 1 0 0 1,319.5936
A_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 4.18% NQVAMNPTNTVFDAK 57 71 29.5 26.5 22.5 1 0 0 1,665.7902
A_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 4.18% DAGTIAGLNVLR 160 171 39.2 27.5 8.6 2 0 0 1,199.6744
B_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 67.6 25.9 65.7 2 0 0 1,487.7013
B_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 50.4 28.2 31.4 2 0 0 1,199.6744
B_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.56% DAGTIAGLNVLR 160 171 45.7 28.2 31.5 2 0 0 1,199.6744
B_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.56% NSLESYAFNMK 540 550 31.1 25.0 29.2 2 0 0 1,319.5936
B_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 4.18% NQVAMNPTNTVFDAK 57 71 64.0 26.5 57.9 2 0 0 1,665.7902
B_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 4.18% DAGTIAGLNVLR 160 171 43.5 28.2 30.1 2 0 0 1,199.6744
B_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 5.26% TTPSYVAFTDTER 37 49 47.1 25.7 46.8 1 0 0 1,487.7013
B_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 5.26% DAGTIAGLNVLR 160 171 53.9 28.2 36.4 2 0 0 1,199.6744
B_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 5.26% LLQDFFNGK 349 357 29.6 27.0 16.5 1 0 0 1,081.5678
B_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.41% TTPSYVAFTDTER 37 49 48.6 25.9 44.0 1 0 0 1,487.7013
B_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.41% LLQDFFNGK 349 357 45.7 27.0 32.2 2 0 0 1,081.5678
B_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 7.74% VEIIANDQGNR 26 36 29.8 27.5 0.0 1 0 0 1,228.6281
B_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 7.74% TTPSYVAFTDTER 37 49 69.2 25.9 63.6 2 0 0 1,487.7013
B_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 7.74% STAGDTHLGGEDFDNR 221 236 17.5 25.0 17.5 0 1 0 1,691.7258
B_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 7.74% FEELNADLFR 302 311 21.0 27.1 18.3 2 0 0 1,253.6161
B_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 10.20% VEIIANDQGNR 26 36 26.7 27.6 0.0 2 0 0 1,228.6281
B_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 10.20% TTPSYVAFTDTER 37 49 52.9 25.9 43.4 2 0 0 1,487.7013
B_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 10.20% NQVAMNPTNTVFDAK 57 71 60.8 26.8 58.0 2 0 0 1,665.7902
B_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 10.20% STAGDTHLGGEDFDNR 221 236 24.6 25.0 17.8 0 1 0 1,691.7258
B_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 10.20% NSLESYAFNMK 540 550 34.9 25.0 30.8 2 0 0 1,319.5936
B_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 7 9.75% VEIIANDQGNR 26 36 26.4 27.6 0.0 2 0 0 1,228.6281
B_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 7 9.75% NQVAMNPTNTVFDAK 57 71 63.5 26.8 57.1 2 0 0 1,665.7902
B_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 7 9.75% STAGDTHLGGEDFDNR 221 236 27.6 25.0 27.6 1 1 0 1,691.7258
B_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 7 9.75% FEELNADLFR 302 311 20.5 26.9 17.9 1 0 0 1,253.6161
B_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 7 9.75% NSLESYAFNMK 540 550 56.6 25.0 53.0 2 0 0 1,319.5936
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% VEIIANDQGNR 26 36 46.1 27.3 0.0 2 0 0 1,228.6281
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% TTPSYVAFTDTER 37 49 73.4 25.9 68.7 4 2 0 1,487.7013
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% NQVAMNPTNTVFDAK 57 71 94.4 26.5 90.0 4 0 0 1,665.7902
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% NQVAMNPTNTVFDAKR 57 72 59.6 27.5 46.6 2 0 0 1,821.8913
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% RFDDAVVQSDMK 77 88 40.7 26.2 36.0 3 2 0 1,426.6633
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% FDDAVVQSDMK 78 88 59.3 25.0 54.1 2 0 0 1,270.5622
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% HWPFMVVNDAGRPK 89 102 21.8 27.5 16.8 0 1 0 1,669.8269
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% SFYPEEVSSMVLTK 113 126 44.5 26.8 16.1 3 0 0 1,616.7876
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% MKEIAEAYLGK 127 137 75.2 27.7 54.1 3 0 0 1,268.6557
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% TVTNAVVTVPAYFNDSQR 138 155 51.8 27.4 51.3 2 0 0 1,981.9977
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% DAGTIAGLNVLR 160 171 89.7 27.0 73.9 5 0 0 1,199.6744
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% IINEPTAAAIAYGLDK 172 187 44.3 27.7 43.9 2 0 0 1,659.8954
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% IINEPTAAAIAYGLDKK 172 188 82.9 25.4 67.3 2 2 0 1,787.9904
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% NVLIFDLGGGTFDVSILTIEDGIFEVK 194 220 67.9 25.1 59.8 0 1 0 2,911.5344
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% STAGDTHLGGEDFDNR 221 236 62.2 25.0 62.2 2 2 0 1,691.7258
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% MVNHFIAEFK 237 246 47.2 27.2 17.0 2 0 0 1,251.6191
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% MVNHFIAEFKR 237 247 39.2 28.3 30.3 2 1 0 1,407.7202
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% ARFEELNADLFR 300 311 43.5 27.5 30.6 2 1 0 1,480.7543
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% FEELNADLFR 302 311 49.7 27.0 39.2 1 0 0 1,253.6161
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% LDKSQIHDIVLVGGSTR 326 342 90.1 25.2 88.0 2 0 0 1,838.0133
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% SQIHDIVLVGGSTR 329 342 85.8 26.7 78.5 2 2 0 1,481.8072



B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% LLQDFFNGK 349 357 51.1 27.1 30.1 2 0 0 1,081.5678
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% FELTGIPPAPR 459 469 45.3 25.8 45.2 2 0 0 1,197.6628
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% NSLESYAFNMK 540 550 68.9 25.0 62.6 3 0 0 1,319.5936
B_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 23 34 66 40.60% CNEIINWLDK 574 583 55.0 26.3 39.7 2 0 0 1,304.6305
B_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 11 13 22 22.10% TTPSYVAFTDTER 37 49 63.3 25.9 61.4 2 0 0 1,487.7013
B_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 11 13 22 22.10% NQVAMNPTNTVFDAK 57 71 67.8 26.7 62.7 2 0 0 1,665.7902
B_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 11 13 22 22.10% RFDDAVVQSDMK 77 88 17.9 26.2 9.8 0 1 0 1,426.6633
B_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 11 13 22 22.10% SFYPEEVSSMVLTK 113 126 64.9 26.5 45.1 2 0 0 1,632.7826
B_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 11 13 22 22.10% IINEPTAAAIAYGLDK 172 187 74.7 27.8 67.4 2 1 0 1,659.8954
B_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 11 13 22 22.10% IINEPTAAAIAYGLDKK 172 188 44.8 26.0 40.1 1 0 0 1,787.9904
B_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 11 13 22 22.10% STAGDTHLGGEDFDNR 221 236 58.0 25.0 58.0 2 2 0 1,691.7258
B_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 11 13 22 22.10% MVNHFIAEFK 237 246 38.8 27.5 27.8 2 0 0 1,251.6191
B_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 11 13 22 22.10% ARFEELNADLFR 300 311 30.2 27.5 19.7 1 0 0 1,480.7543
B_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 11 13 22 22.10% SQIHDIVLVGGSTR 329 342 80.1 27.2 73.7 2 1 0 1,481.8072
B_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 11 13 22 22.10% LLQDFFNGK 349 357 40.1 26.9 22.7 2 0 0 1,081.5678
B_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 11 13 22 22.10% NSLESYAFNMK 540 550 66.1 25.0 65.6 2 0 0 1,319.5936
B_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.73% TTPSYVAFTDTER 37 49 54.2 25.7 51.6 2 0 0 1,487.7013
B_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.73% NQVAMNPTNTVFDAK 57 71 37.1 26.7 34.0 1 0 0 1,665.7902
B_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.73% LLQDFFNGK 349 357 41.9 27.1 27.3 2 0 0 1,081.5678
B_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.41% TTPSYVAFTDTER 37 49 38.0 25.8 31.8 1 0 0 1,487.7013
B_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.41% LLQDFFNGK 349 357 32.0 27.1 22.9 2 0 0 1,081.5678
B_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.41% TTPSYVAFTDTER 37 49 34.5 25.6 34.5 1 0 0 1,487.7013
B_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.41% LLQDFFNGK 349 357 30.7 27.1 21.9 2 0 0 1,081.5678
B_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.41% TTPSYVAFTDTER 37 49 43.0 25.7 40.5 1 0 0 1,487.7013
B_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.41% LLQDFFNGK 349 357 38.1 27.0 27.0 2 0 0 1,081.5678
C_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 33.5 25.8 29.0 2 0 0 1,487.7013
C_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 49.9 28.2 37.1 2 0 0 1,199.6744
C_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.19% TTPSYVAFTDTER 37 49 51.2 25.8 50.5 2 0 0 1,487.7013
C_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.19% NQVAMNPTNTVFDAK 57 71 47.8 26.1 47.8 1 0 0 1,665.7902
C_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.19% DAGTIAGLNVLR 160 171 62.0 28.2 46.6 2 0 0 1,199.6744
C_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 7.59% TTPSYVAFTDTER 37 49 70.9 25.6 70.0 2 0 0 1,487.7013
C_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 7.59% NQVAMNPTNTVFDAK 57 71 23.5 26.1 14.4 1 0 0 1,665.7902
C_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 7.59% DAGTIAGLNVLR 160 171 47.6 27.7 35.8 1 0 0 1,199.6744
C_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 7.59% LLQDFFNGK 349 357 22.1 27.1 10.6 1 0 0 1,081.5678
C_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.74% TTPSYVAFTDTER 37 49 48.8 25.8 42.1 2 0 0 1,487.7013
C_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.74% LDKSQIHDIVLVGGSTR 326 342 34.6 25.7 31.4 0 1 0 1,838.0133
C_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.74% LLQDFFNGK 349 357 26.5 27.1 11.3 2 0 0 1,081.5678
C_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.74% NSLESYAFNMK 540 550 33.8 25.0 30.8 2 0 0 1,319.5936
C_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 5.26% TTPSYVAFTDTER 37 49 47.6 25.8 47.5 2 0 0 1,487.7013
C_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 5.26% DAGTIAGLNVLR 160 171 37.2 27.1 22.5 2 0 0 1,199.6744
C_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 5.26% LLQDFFNGK 349 357 39.3 27.1 29.8 2 0 0 1,081.5678
C_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 11.30% TTPSYVAFTDTER 37 49 70.9 25.8 68.3 2 0 0 1,487.7013
C_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 11.30% NQVAMNPTNTVFDAK 57 71 46.7 26.5 46.7 1 0 0 1,665.7902
C_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 11.30% DAGTIAGLNVLR 160 171 62.5 28.2 47.0 2 0 0 1,199.6744
C_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 11.30% STAGDTHLGGEDFDNR 221 236 17.7 25.0 17.7 0 1 0 1,691.7258
C_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 11.30% LDKSQIHDIVLVGGSTR 326 342 16.1 25.6 16.1 0 1 0 1,838.0133
C_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 14.20% VEIIANDQGNR 26 36 31.3 27.5 0.0 1 0 0 1,228.6281
C_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 14.20% NQVAMNPTNTVFDAK 57 71 34.0 26.5 33.0 1 0 0 1,665.7902
C_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 14.20% DAGTIAGLNVLR 160 171 47.1 28.2 35.7 2 0 0 1,199.6744
C_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 14.20% IINEPTAAAIAYGLDKK 172 188 16.8 26.0 11.5 0 1 0 1,787.9904
C_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 14.20% STAGDTHLGGEDFDNR 221 236 33.6 25.0 33.3 0 2 0 1,691.7258
C_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 14.20% MVNHFIAEFK 237 246 27.8 27.2 22.3 1 0 0 1,251.6191
C_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 14.20% NSLESYAFNMK 540 550 57.6 25.0 57.6 1 0 0 1,319.5936
C_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.10% VEIIANDQGNR 26 36 47.2 27.5 0.0 2 0 0 1,228.6281
C_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.10% TTPSYVAFTDTER 37 49 62.4 25.8 62.4 2 0 0 1,487.7013
C_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.10% NQVAMNPTNTVFDAK 57 71 51.4 26.6 50.6 2 0 0 1,665.7902
C_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.10% DAGTIAGLNVLR 160 171 64.7 27.5 43.4 2 0 0 1,199.6744
C_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.10% STAGDTHLGGEDFDNR 221 236 43.5 25.0 43.5 2 2 0 1,691.7258
C_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.10% LDKSQIHDIVLVGGSTR 326 342 34.2 25.7 25.0 0 2 0 1,838.0133
C_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.10% LLQDFFNGK 349 357 27.2 27.0 12.4 1 0 0 1,081.5678
C_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.10% NSLESYAFNMK 540 550 78.2 25.0 77.3 2 0 0 1,319.5936
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% VEIIANDQGNR 26 36 42.7 27.5 0.0 4 0 0 1,228.6281
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% TTPSYVAFTDTER 37 49 75.4 25.8 74.4 2 2 0 1,487.7013
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% NQVAMNPTNTVFDAK 57 71 96.1 26.5 90.1 4 0 0 1,665.7902
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% NQVAMNPTNTVFDAKR 57 72 78.5 27.5 60.3 2 0 0 1,821.8913
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% RFDDAVVQSDMK 77 88 54.0 26.1 47.9 2 0 0 1,426.6633
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% HWPFMVVNDAGRPK 89 102 25.2 27.6 18.8 0 2 0 1,669.8269
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% MKEIAEAYLGK 127 137 46.7 27.8 35.8 4 0 0 1,252.6607
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% TVTNAVVTVPAYFNDSQR 138 155 50.9 27.4 45.9 2 0 0 1,981.9977
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% DAGTIAGLNVLR 160 171 57.0 27.5 38.4 4 0 0 1,199.6744
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% IINEPTAAAIAYGLDK 172 187 75.9 28.2 63.9 2 2 0 1,659.8954
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% IINEPTAAAIAYGLDKK 172 188 63.9 26.0 58.0 2 1 0 1,787.9904
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% STAGDTHLGGEDFDNR 221 236 59.8 25.0 59.6 2 2 0 1,691.7258
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% MVNHFIAEFK 237 246 35.2 27.2 27.0 2 0 0 1,251.6191
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% MVNHFIAEFKR 237 247 40.8 28.3 35.5 2 0 0 1,407.7202
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% ARFEELNADLFR 300 311 36.2 27.6 24.9 2 2 0 1,480.7543
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% FEELNADLFR 302 311 44.8 27.0 37.9 2 0 0 1,253.6161
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% LDKSQIHDIVLVGGSTR 326 342 71.4 25.2 66.8 2 2 1 1,838.0133
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% SQIHDIVLVGGSTR 329 342 68.7 26.9 65.3 2 2 0 1,481.8072
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% LLQDFFNGK 349 357 46.1 27.0 28.5 2 0 0 1,081.5678
C_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 27 55 31.00% NSLESYAFNMK 540 550 67.0 25.0 59.7 3 0 0 1,319.5936
C_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 15.00% TTPSYVAFTDTER 37 49 75.0 25.8 75.0 2 0 0 1,487.7013
C_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 15.00% NQVAMNPTNTVFDAK 57 71 60.2 26.5 55.4 2 0 0 1,665.7902
C_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 15.00% DAGTIAGLNVLR 160 171 52.9 27.1 41.8 2 0 0 1,199.6744
C_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 15.00% IINEPTAAAIAYGLDK 172 187 57.2 27.7 46.6 1 0 0 1,659.8954
C_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 15.00% STAGDTHLGGEDFDNR 221 236 29.4 25.0 29.4 1 1 0 1,691.7258
C_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 15.00% SQIHDIVLVGGSTR 329 342 27.2 26.9 23.9 0 2 0 1,481.8072
C_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 15.00% NSLESYAFNMK 540 550 60.5 25.0 52.5 2 0 0 1,319.5936
C_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.26% TTPSYVAFTDTER 37 49 44.3 25.8 43.5 2 0 0 1,487.7013
C_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.26% DAGTIAGLNVLR 160 171 61.9 28.2 46.6 2 0 0 1,199.6744
C_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.26% LLQDFFNGK 349 357 21.4 27.1 10.4 1 0 0 1,081.5678
C_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 62.0 25.8 51.9 2 0 0 1,487.7013
C_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 53.5 28.2 38.6 2 0 0 1,199.6744
D_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 4.18% NQVAMNPTNTVFDAK 57 71 46.2 26.3 36.7 1 0 0 1,665.7902
D_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 4.18% DAGTIAGLNVLR 160 171 44.6 28.0 26.5 2 0 0 1,199.6744
D_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.35% TTPSYVAFTDTER 37 49 34.0 25.7 32.4 1 0 0 1,487.7013
D_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.35% DAGTIAGLNVLR 160 171 53.8 28.0 41.8 2 0 0 1,199.6744
D_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.35% STAGDTHLGGEDFDNR 221 236 29.4 25.0 29.4 0 1 0 1,691.7258
D_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 4.64% EIAEAYLGK 129 137 22.5 27.9 9.2 1 0 0 993.5252
D_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 4.64% DAGTIAGLNVLR 160 171 48.3 28.0 27.3 2 0 0 1,199.6744
D_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 4.64% LLQDFFNGK 349 357 40.4 28.2 24.2 2 0 0 1,081.5678
D_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 8.36% TTPSYVAFTDTER 37 49 48.1 25.4 43.4 2 0 0 1,487.7013
D_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 8.36% EIAEAYLGK 129 137 41.9 26.9 34.7 1 0 0 993.5252
D_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 8.36% DAGTIAGLNVLR 160 171 69.9 28.0 53.9 2 0 0 1,199.6744
D_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 8.36% LLQDFFNGK 349 357 49.8 28.3 25.9 2 0 0 1,081.5678
D_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 8.36% NSLESYAFNMK 540 550 56.2 25.0 49.8 2 0 0 1,319.5936
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% GPAVGIDLGTTYSCVGVFQHGK 4 25 66.1 27.1 64.6 0 2 0 2,263.1179
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% VEIIANDQGNR 26 36 39.7 27.4 0.0 2 0 0 1,228.6281
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% TTPSYVAFTDTER 37 49 69.6 25.6 63.6 2 2 0 1,487.7013
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% NQVAMNPTNTVFDAK 57 71 67.3 26.3 67.3 4 2 0 1,649.7952
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% RFDDAVVQSDMK 77 88 72.0 25.9 64.8 3 0 0 1,426.6633
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% FDDAVVQSDMK 78 88 73.7 25.0 67.4 2 0 0 1,270.5622



D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% SFYPEEVSSMVLTK 113 126 86.0 26.5 55.8 4 1 0 1,616.7876
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% MKEIAEAYLGK 127 137 68.4 27.4 49.8 4 0 0 1,268.6557
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% EIAEAYLGK 129 137 22.0 27.8 21.6 2 0 0 993.5252
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% TVTNAVVTVPAYFNDSQR 138 155 74.0 27.7 68.9 2 1 0 1,981.9977
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% DAGTIAGLNVLR 160 171 54.5 28.0 37.2 2 0 0 1,199.6744
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% IINEPTAAAIAYGLDK 172 187 110.0 27.7 108.0 2 2 0 1,659.8954
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% IINEPTAAAIAYGLDKK 172 188 62.5 26.6 54.7 2 1 0 1,787.9904
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% STAGDTHLGGEDFDNR 221 236 43.9 25.0 43.9 2 1 0 1,691.7258
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% MVNHFIAEFK 237 246 35.8 28.0 26.7 3 0 0 1,235.6241
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% ARFEELNADLFR 300 311 40.2 27.2 29.6 2 2 0 1,480.7543
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% FEELNADLFR 302 311 72.7 27.2 56.0 2 0 0 1,253.6161
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% SQIHDIVLVGGSTR 329 342 63.0 26.6 56.9 2 2 0 1,481.8072
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% LLQDFFNGK 349 357 51.3 28.3 34.1 1 0 0 1,081.5678
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% SINPDEAVAYGAAVQAAILSGDK 362 384 78.6 28.0 78.6 1 2 0 2,260.1457
D_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 33 58 37.20% NSLESYAFNMK 540 550 101.0 25.0 101.0 2 0 0 1,319.5936
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% VEIIANDQGNR 26 36 50.0 27.5 0.0 2 0 0 1,228.6281
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% TTPSYVAFTDTER 37 49 31.3 25.4 24.6 0 2 0 1,487.7013
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% NQVAMNPTNTVFDAK 57 71 70.3 26.2 67.6 4 0 0 1,649.7952
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% NQVAMNPTNTVFDAKR 57 72 19.6 27.2 14.0 0 1 0 1,821.8913
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% RFDDAVVQSDMK 77 88 71.7 25.9 63.9 2 2 0 1,426.6633
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% FDDAVVQSDMK 78 88 46.7 25.0 42.2 2 0 0 1,270.5622
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% SFYPEEVSSMVLTK 113 126 60.9 26.2 45.1 2 2 0 1,632.7826
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% MKEIAEAYLGK 127 137 48.8 27.4 29.9 2 0 0 1,268.6557
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% EIAEAYLGK 129 137 34.2 26.9 28.6 2 0 0 993.5252
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% TVTNAVVTVPAYFNDSQR 138 155 75.2 27.7 70.2 2 2 0 1,981.9977
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% IINEPTAAAIAYGLDK 172 187 100.0 27.6 90.2 2 0 0 1,659.8954
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% IINEPTAAAIAYGLDKK 172 188 43.5 26.7 39.5 1 1 0 1,787.9904
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% STAGDTHLGGEDFDNR 221 236 46.7 25.0 46.7 2 0 0 1,691.7258
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% MVNHFIAEFK 237 246 21.6 28.0 13.3 1 0 0 1,235.6241
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% ARFEELNADLFR 300 311 35.7 27.2 19.5 0 2 0 1,480.7543
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% FEELNADLFR 302 311 66.9 27.2 52.2 2 0 0 1,253.6161
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% SQIHDIVLVGGSTR 329 342 58.3 26.7 56.2 2 2 0 1,481.8072
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% SINPDEAVAYGAAVQAAILSGDK 362 384 54.9 28.2 49.5 0 2 0 2,260.1457
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% NSLESYAFNMK 540 550 72.0 25.0 67.7 2 0 0 1,319.5936
D_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 18 24 44 31.90% VCNPIITK 602 609 33.1 29.3 15.0 2 0 0 944.5235
D_26 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 10.40% TTPSYVAFTDTER 37 49 61.5 25.4 61.0 2 0 0 1,487.7013
D_26 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 10.40% NQVAMNPTNTVFDAK 57 71 54.1 26.1 49.2 2 0 0 1,665.7902
D_26 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 10.40% DAGTIAGLNVLR 160 171 59.7 28.0 49.2 2 0 0 1,199.6744
D_26 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 10.40% IINEPTAAAIAYGLDK 172 187 74.1 27.7 74.1 1 0 0 1,659.8954
D_26 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 10.40% NSLESYAFNMK 540 550 59.3 25.0 58.9 2 0 0 1,319.5936
D_27 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 9.29% TTPSYVAFTDTER 37 49 55.0 25.6 48.1 2 0 0 1,487.7013
D_27 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 9.29% NQVAMNPTNTVFDAK 57 71 44.6 26.3 37.4 1 0 0 1,665.7902
D_27 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 9.29% DAGTIAGLNVLR 160 171 45.0 28.0 28.8 2 0 0 1,199.6744
D_27 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 9.29% LLQDFFNGK 349 357 35.8 27.9 30.3 1 0 0 1,081.5678
D_27 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 9.29% NSLESYAFNMK 540 550 33.6 25.0 31.8 1 0 0 1,319.5936
D_28 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.19% TTPSYVAFTDTER 37 49 29.8 25.6 29.8 2 0 0 1,487.7013
D_28 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.19% NQVAMNPTNTVFDAK 57 71 46.8 26.1 34.9 1 0 0 1,665.7902
D_28 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.19% DAGTIAGLNVLR 160 171 46.9 27.6 36.3 2 0 0 1,199.6744
D_29 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.19% TTPSYVAFTDTER 37 49 58.6 25.6 54.0 2 0 0 1,487.7013
D_29 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.19% NQVAMNPTNTVFDAK 57 71 51.0 26.1 48.5 2 0 0 1,665.7902
D_29 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.19% DAGTIAGLNVLR 160 171 56.9 27.7 39.1 2 0 0 1,199.6744
D_30 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 7.89% TTPSYVAFTDTER 37 49 41.6 25.8 41.6 2 0 0 1,487.7013
D_30 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 7.89% NQVAMNPTNTVFDAK 57 71 50.5 26.1 42.3 1 0 0 1,665.7902
D_30 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 7.89% DAGTIAGLNVLR 160 171 59.9 28.0 42.3 2 0 0 1,199.6744
D_30 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 7.89% NSLESYAFNMK 540 550 22.6 25.0 16.9 1 0 0 1,319.5936
D_31 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 2 3.87% TTPSYVAFTDTER 37 49 23.5 25.6 19.8 1 0 0 1,487.7013
D_31 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 2 3.87% DAGTIAGLNVLR 160 171 27.9 28.0 15.8 1 0 0 1,199.6744
E_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 4.95% DAGTIAGLNVLR 160 171 40.3 27.6 26.5 1 0 0 1,199.6744
E_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 4.95% LLQDFFNGK 349 357 49.5 28.2 31.1 2 0 0 1,081.5678
E_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 4.95% NSLESYAFNMK 540 550 54.0 25.0 54.0 2 0 0 1,319.5936
E_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 8.20% TTPSYVAFTDTER 37 49 70.4 25.6 69.0 2 0 0 1,487.7013
E_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 8.20% DAGTIAGLNVLR 160 171 66.5 27.6 52.8 2 0 0 1,199.6744
E_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 8.20% IINEPTAAAIAYGLDKK 172 188 28.6 26.5 16.8 0 1 0 1,787.9904
E_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 8.20% NSLESYAFNMK 540 550 48.8 25.0 47.1 1 0 0 1,319.5936
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% TTPSYVAFTDTER 37 49 71.0 25.6 70.8 2 2 0 1,487.7013
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% NQVAMNPTNTVFDAK 57 71 78.3 26.6 76.7 4 2 0 1,665.7902
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% RFDDAVVQSDMK 77 88 27.8 25.9 21.2 0 2 0 1,426.6633
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% FDDAVVQSDMK 78 88 40.4 25.0 40.4 2 0 0 1,270.5622
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% SFYPEEVSSMVLTK 113 126 55.2 26.1 43.3 2 1 0 1,632.7826
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% MKEIAEAYLGK 127 137 52.0 27.6 38.4 2 0 0 1,268.6557
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% EIAEAYLGK 129 137 31.5 26.9 25.3 2 0 0 993.5252
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% TVTNAVVTVPAYFNDSQR 138 155 73.6 27.6 71.7 2 2 0 1,981.9977
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% DAGTIAGLNVLR 160 171 72.7 27.6 61.2 2 0 0 1,199.6744
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% IINEPTAAAIAYGLDK 172 187 98.1 28.2 83.9 2 2 0 1,659.8954
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% IINEPTAAAIAYGLDKK 172 188 49.5 26.2 42.5 2 2 0 1,787.9904
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% STAGDTHLGGEDFDNR 221 236 25.6 25.0 25.6 1 1 0 1,691.7258
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% ARFEELNADLFR 300 311 37.9 27.1 17.6 0 2 0 1,480.7543
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% FEELNADLFR 302 311 53.9 27.4 40.8 2 0 0 1,253.6161
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% SQIHDIVLVGGSTR 329 342 64.2 26.5 61.1 2 2 0 1,481.8072
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% SINPDEAVAYGAAVQAAILSGDK 362 384 57.5 28.1 51.9 0 1 0 2,260.1457
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% NSLESYAFNMK 540 550 57.2 25.0 53.3 2 0 0 1,319.5936
E_25 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 25 45 30.30% VCNPIITK 602 609 23.4 29.3 11.0 1 0 0 944.5235
F_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 5.57% NQVAMNPTNTVFDAK 57 71 75.5 26.5 67.8 1 0 0 1,665.7902
F_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 5.57% EIAEAYLGK 129 137 20.0 26.7 18.0 1 0 0 993.5252
F_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 5.57% DAGTIAGLNVLR 160 171 61.3 28.2 50.4 2 0 0 1,199.6744
F_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.87% TTPSYVAFTDTER 37 49 37.5 25.9 37.5 1 0 0 1,487.7013
F_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.87% DAGTIAGLNVLR 160 171 63.5 27.5 53.0 2 0 0 1,199.6744
F_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 4.33% TTPSYVAFTDTER 37 49 49.9 25.9 48.8 2 0 0 1,487.7013
F_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 4.33% NQVAMNPTNTVFDAK 57 71 67.7 26.5 61.0 2 0 0 1,665.7902
F_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.50% TTPSYVAFTDTER 37 49 67.9 25.8 57.4 2 0 0 1,487.7013
F_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.50% NQVAMNPTNTVFDAK 57 71 78.3 26.5 73.3 1 0 0 1,665.7902
F_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.50% SQIHDIVLVGGSTR 329 342 75.5 27.0 70.0 1 0 0 1,481.8072
F_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.56% SQIHDIVLVGGSTR 329 342 36.5 26.5 32.9 0 2 0 1,481.8072
F_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.56% LLQDFFNGK 349 357 44.4 27.1 29.5 2 0 0 1,081.5678
F_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.04% TTPSYVAFTDTER 37 49 56.1 25.8 49.2 2 0 0 1,487.7013
F_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.04% DAGTIAGLNVLR 160 171 71.2 28.2 43.8 1 0 0 1,199.6744
F_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.04% SQIHDIVLVGGSTR 329 342 49.0 26.7 49.0 1 0 0 1,481.8072
F_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.50% TTPSYVAFTDTER 37 49 85.2 25.7 76.4 2 0 0 1,487.7013
F_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.50% NQVAMNPTNTVFDAK 57 71 37.1 26.6 31.9 1 0 0 1,665.7902
F_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.50% SQIHDIVLVGGSTR 329 342 68.7 26.7 67.0 2 0 0 1,481.8072
G_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 4.18% NQVAMNPTNTVFDAK 57 71 47.4 27.0 47.4 2 0 0 1,665.7902
G_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 4.18% DAGTIAGLNVLR 160 171 53.7 27.5 27.5 2 0 0 1,199.6744
G_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.66% NQVAMNPTNTVFDAK 57 71 30.9 27.0 30.9 1 0 0 1,665.7902
G_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.66% DAGTIAGLNVLR 160 171 50.1 27.5 25.7 2 0 0 1,199.6744
G_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.66% STAGDTHLGGEDFDNR 221 236 19.8 25.0 18.7 0 1 0 1,691.7258
G_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.19% NQVAMNPTNTVFDAK 57 71 28.4 27.0 21.9 1 0 0 1,665.7902
G_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.19% STAGDTHLGGEDFDNR 221 236 24.1 25.0 23.5 0 1 0 1,691.7258
G_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.19% LLQDFFNGK 349 357 45.3 27.5 36.8 2 0 0 1,081.5678
G_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 10 9.75% TTPSYVAFTDTER 37 49 59.1 26.0 58.2 2 0 0 1,487.7013
G_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 10 9.75% NQVAMNPTNTVFDAK 57 71 35.4 26.7 31.5 2 0 0 1,665.7902
G_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 10 9.75% DAGTIAGLNVLR 160 171 62.0 27.5 36.0 2 0 0 1,199.6744
G_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 10 9.75% SQIHDIVLVGGSTR 329 342 30.0 27.0 25.9 0 2 0 1,481.8072



G_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 10 9.75% LLQDFFNGK 349 357 38.9 27.5 21.4 2 0 0 1,081.5678
G_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.42% DAGTIAGLNVLR 160 171 57.3 27.2 40.2 2 0 0 1,199.6744
G_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.42% SQIHDIVLVGGSTR 329 342 22.2 26.9 18.0 0 1 0 1,481.8072
G_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.42% LLQDFFNGK 349 357 39.0 27.7 22.9 2 0 0 1,081.5678
H_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 77.7 25.9 77.0 2 0 0 1,487.7013
H_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 62.7 27.5 45.0 2 0 0 1,199.6744
H_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 51.9 25.9 50.1 2 0 0 1,487.7013
H_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 66.5 27.5 51.7 2 0 0 1,199.6744
H_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.41% TTPSYVAFTDTER 37 49 68.0 25.6 67.2 2 0 0 1,487.7013
H_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.41% LLQDFFNGK 349 357 41.0 27.1 28.6 2 0 0 1,081.5678
H_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.41% TTPSYVAFTDTER 37 49 58.3 26.0 56.1 2 0 0 1,487.7013
H_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.41% LLQDFFNGK 349 357 27.6 26.9 18.2 2 0 0 1,081.5678
H_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.88% TTPSYVAFTDTER 37 49 58.9 25.9 57.2 1 0 0 1,487.7013
H_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.88% STAGDTHLGGEDFDNR 221 236 28.2 25.0 28.2 0 2 0 1,691.7258
H_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.88% LLQDFFNGK 349 357 42.4 27.0 23.0 2 0 0 1,081.5678
H_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.05% TTPSYVAFTDTER 37 49 71.6 26.0 68.9 2 0 0 1,487.7013
H_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.05% STAGDTHLGGEDFDNR 221 236 19.7 25.0 19.7 0 2 0 1,691.7258
H_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.05% SQIHDIVLVGGSTR 329 342 21.5 26.7 14.0 0 1 0 1,481.8072
H_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.05% LLQDFFNGK 349 357 46.5 27.0 22.5 2 0 0 1,081.5678
H_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 8 8.82% TTPSYVAFTDTER 37 49 77.7 25.8 74.2 2 0 0 1,487.7013
H_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 8 8.82% IINEPTAAAIAYGLDKK 172 188 21.3 25.4 15.0 0 2 0 1,787.9904
H_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 8 8.82% STAGDTHLGGEDFDNR 221 236 56.2 25.0 56.2 2 1 0 1,691.7258
H_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 8 8.82% NSLESYAFNMK 540 550 40.1 25.0 36.1 1 0 0 1,319.5936
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% VEIIANDQGNR 26 36 52.9 27.3 0.0 2 0 0 1,228.6281
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% TTPSYVAFTDTER 37 49 85.5 25.7 79.3 5 2 0 1,487.7013
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% NQVAMNPTNTVFDAK 57 71 89.6 26.9 86.4 4 0 0 1,665.7902
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% NQVAMNPTNTVFDAKR 57 72 62.3 27.6 51.6 4 1 0 1,805.8963
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% RFDDAVVQSDMK 77 88 59.4 26.6 53.2 2 0 0 1,410.6683
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% MKEIAEAYLGK 127 137 53.4 27.6 26.1 2 0 0 1,252.6607
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% EIAEAYLGK 129 137 25.4 26.7 19.5 2 0 0 993.5252
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% TVTNAVVTVPAYFNDSQR 138 155 57.5 27.4 53.6 2 2 0 1,981.9977
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% DAGTIAGLNVLR 160 171 62.4 27.1 46.9 3 0 0 1,199.6744
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% IINEPTAAAIAYGLDK 172 187 99.7 28.2 87.9 2 2 0 1,659.8954
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% IINEPTAAAIAYGLDKK 172 188 36.0 26.0 29.9 0 3 0 1,787.9904
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% STAGDTHLGGEDFDNR 221 236 36.5 25.0 36.5 2 2 0 1,691.7258
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% MVNHFIAEFK 237 246 35.5 27.5 21.0 2 0 0 1,251.6191
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% MVNHFIAEFKR 237 247 31.6 27.6 22.9 0 2 0 1,391.7252
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% ARFEELNADLFR 300 311 40.9 27.4 22.6 2 2 0 1,480.7543
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% LDKSQIHDIVLVGGSTR 326 342 96.8 25.2 91.8 2 2 1 1,838.0133
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% SQIHDIVLVGGSTR 329 342 80.1 27.0 71.6 2 3 0 1,481.8072
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% LLQDFFNGK 349 357 34.8 26.9 24.1 2 0 0 1,081.5678
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% FELTGIPPAPR 459 469 55.4 26.6 53.5 2 0 0 1,197.6628
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% CNEIINWLDK 574 583 59.7 26.3 36.7 2 0 0 1,304.6305
H_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 29 62 31.60% VCNPIITK 602 609 27.6 30.0 9.0 2 0 0 944.5235
H_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 10 12 23 21.80% TTPSYVAFTDTER 37 49 90.8 26.0 88.6 2 0 0 1,487.7013
H_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 10 12 23 21.80% NQVAMNPTNTVFDAK 57 71 95.6 26.7 95.6 4 0 0 1,649.7952
H_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 10 12 23 21.80% RFDDAVVQSDMK 77 88 45.2 26.3 31.6 2 2 0 1,410.6683
H_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 10 12 23 21.80% DAGTIAGLNVLR 160 171 82.3 27.0 59.1 2 0 0 1,199.6744
H_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 10 12 23 21.80% IINEPTAAAIAYGLDK 172 187 71.2 27.9 58.0 1 0 0 1,659.8954
H_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 10 12 23 21.80% STAGDTHLGGEDFDNR 221 236 55.7 25.0 54.2 2 0 0 1,691.7258
H_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 10 12 23 21.80% ARFEELNADLFR 300 311 32.5 27.5 21.5 0 2 0 1,480.7543
H_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 10 12 23 21.80% SQIHDIVLVGGSTR 329 342 65.6 26.5 56.3 2 0 0 1,481.8072
H_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 10 12 23 21.80% LLQDFFNGK 349 357 28.0 27.0 15.1 1 0 0 1,081.5678
H_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 10 12 23 21.80% FELTGIPPAPR 459 469 26.9 26.5 23.1 2 0 0 1,197.6628
H_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 10 12 23 21.80% NSLESYAFNMK 540 550 63.6 25.0 60.8 2 0 0 1,319.5936
H_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 13.90% TTPSYVAFTDTER 37 49 72.3 25.7 69.3 2 0 0 1,487.7013
H_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 13.90% NQVAMNPTNTVFDAK 57 71 38.3 26.8 29.9 2 0 0 1,665.7902
H_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 13.90% EIAEAYLGK 129 137 23.2 26.3 12.6 1 0 0 993.5252
H_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 13.90% DAGTIAGLNVLR 160 171 81.3 27.0 58.7 2 0 0 1,199.6744
H_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 13.90% STAGDTHLGGEDFDNR 221 236 24.1 25.0 24.1 2 2 0 1,691.7258
H_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 13.90% SQIHDIVLVGGSTR 329 342 33.9 27.0 30.1 0 2 0 1,481.8072
H_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 13.90% NSLESYAFNMK 540 550 47.8 25.0 47.8 2 0 0 1,319.5936
H_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 14 12.70% TTPSYVAFTDTER 37 49 90.6 25.6 89.4 2 0 0 1,487.7013
H_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 14 12.70% NQVAMNPTNTVFDAK 57 71 55.8 26.8 55.8 3 0 0 1,649.7952
H_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 14 12.70% EIAEAYLGK 129 137 24.4 28.2 19.0 1 0 0 993.5252
H_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 14 12.70% DAGTIAGLNVLR 160 171 63.7 27.5 32.4 2 0 0 1,199.6744
H_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 14 12.70% STAGDTHLGGEDFDNR 221 236 47.3 25.0 42.1 2 1 0 1,691.7258
H_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 14 12.70% LDKSQIHDIVLVGGSTR 326 342 29.8 25.2 24.5 0 2 0 1,838.0133
H_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 14 12.70% SQIHDIVLVGGSTR 329 342 46.7 27.1 44.8 1 0 0 1,481.8072
H_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 15 10.50% NQVAMNPTNTVFDAK 57 71 65.1 26.5 56.9 4 0 0 1,665.7902
H_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 15 10.50% STAGDTHLGGEDFDNR 221 236 32.5 25.0 32.5 2 0 0 1,691.7258
H_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 15 10.50% LDKSQIHDIVLVGGSTR 326 342 31.9 25.2 23.9 0 1 0 1,838.0133
H_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 15 10.50% SQIHDIVLVGGSTR 329 342 75.4 27.0 69.7 2 2 0 1,481.8072
H_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 15 10.50% LLQDFFNGK 349 357 31.4 27.0 22.5 2 0 0 1,081.5678
H_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 15 10.50% NSLESYAFNMK 540 550 34.2 25.0 34.2 2 0 0 1,319.5936
H_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 16 13.00% TTPSYVAFTDTER 37 49 77.9 25.7 75.5 2 0 0 1,487.7013
H_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 16 13.00% NQVAMNPTNTVFDAK 57 71 54.5 26.7 52.8 2 0 0 1,649.7952
H_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 16 13.00% DAGTIAGLNVLR 160 171 33.3 27.5 18.3 1 0 0 1,199.6744
H_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 16 13.00% STAGDTHLGGEDFDNR 221 236 58.9 25.0 58.9 2 1 0 1,691.7258
H_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 16 13.00% LDKSQIHDIVLVGGSTR 326 342 36.7 25.4 34.2 0 2 0 1,838.0133
H_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 16 13.00% SQIHDIVLVGGSTR 329 342 58.0 26.7 51.4 2 2 0 1,481.8072
H_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 16 13.00% NSLESYAFNMK 540 550 56.0 25.0 56.0 2 0 0 1,319.5936
H_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 13 12.80% TTPSYVAFTDTER 37 49 86.3 25.9 79.7 2 0 0 1,487.7013
H_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 13 12.80% NQVAMNPTNTVFDAK 57 71 46.5 26.7 45.9 1 0 0 1,665.7902
H_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 13 12.80% DAGTIAGLNVLR 160 171 42.6 27.5 12.8 2 0 0 1,199.6744
H_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 13 12.80% STAGDTHLGGEDFDNR 221 236 33.4 25.0 28.2 2 1 0 1,691.7258
H_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 13 12.80% FEELNADLFR 302 311 33.4 26.9 22.1 1 0 0 1,253.6161
H_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 13 12.80% LDKSQIHDIVLVGGSTR 326 342 53.6 25.3 47.0 0 2 0 1,838.0133
H_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 9 13 12.80% SQIHDIVLVGGSTR 329 342 27.2 26.7 24.1 1 1 0 1,481.8072
H_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 16 14.60% TTPSYVAFTDTER 37 49 71.7 25.9 62.4 2 0 0 1,487.7013
H_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 16 14.60% NQVAMNPTNTVFDAK 57 71 53.9 26.5 46.2 3 0 0 1,649.7952
H_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 16 14.60% DAGTIAGLNVLR 160 171 28.8 27.6 15.1 1 0 0 1,199.6744
H_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 16 14.60% STAGDTHLGGEDFDNR 221 236 30.4 25.0 30.4 2 0 0 1,691.7258
H_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 16 14.60% FEELNADLFR 302 311 40.0 27.4 29.1 2 0 0 1,253.6161
H_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 16 14.60% LDKSQIHDIVLVGGSTR 326 342 43.7 25.2 32.9 0 2 0 1,838.0133
H_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 16 14.60% SQIHDIVLVGGSTR 329 342 65.2 27.0 62.4 2 0 0 1,481.8072
H_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 16 14.60% NSLESYAFNMK 540 550 50.1 25.0 50.1 2 0 0 1,319.5936
H_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 17 16.90% TTPSYVAFTDTER 37 49 81.1 25.7 73.8 1 0 0 1,487.7013
H_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 17 16.90% NQVAMNPTNTVFDAK 57 71 95.6 26.5 92.4 2 0 0 1,665.7902
H_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 17 16.90% DAGTIAGLNVLR 160 171 37.2 27.6 23.2 2 0 0 1,199.6744
H_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 17 16.90% IINEPTAAAIAYGLDK 172 187 63.0 27.7 60.1 2 0 0 1,659.8954
H_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 17 16.90% STAGDTHLGGEDFDNR 221 236 40.0 25.0 40.0 2 2 0 1,691.7258
H_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 17 16.90% LDKSQIHDIVLVGGSTR 326 342 30.5 25.3 19.3 0 2 0 1,838.0133
H_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 17 16.90% SQIHDIVLVGGSTR 329 342 58.0 27.2 52.4 2 0 0 1,481.8072
H_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 17 16.90% LLQDFFNGK 349 357 44.2 27.0 26.1 2 0 0 1,081.5678
H_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 17 16.90% NSLESYAFNMK 540 550 66.7 25.0 63.3 2 0 0 1,319.5936
I_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 48.8 25.9 43.9 2 0 0 1,487.7013
I_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 73.7 27.0 50.0 2 0 0 1,199.6744
I_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 57.6 25.6 54.1 2 0 0 1,487.7013
I_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 50.7 27.6 36.2 2 0 0 1,199.6744
I_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 5.88% TTPSYVAFTDTER 37 49 74.8 25.9 73.8 2 0 0 1,487.7013
I_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 5.88% STAGDTHLGGEDFDNR 221 236 21.1 25.0 21.1 0 2 0 1,691.7258



I_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 5.88% LLQDFFNGK 349 357 39.9 27.0 23.1 2 0 0 1,081.5678
I_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.57% TTPSYVAFTDTER 37 49 56.8 25.7 55.8 2 0 0 1,487.7013
I_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.57% SQIHDIVLVGGSTR 329 342 24.3 26.7 22.4 0 1 0 1,481.8072
I_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.57% LLQDFFNGK 349 357 39.6 27.1 27.3 2 0 0 1,081.5678
I_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.04% TTPSYVAFTDTER 37 49 84.8 26.0 83.5 2 0 0 1,487.7013
I_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.04% IINEPTAAAIAYGLDKK 172 188 18.4 25.4 13.8 0 1 0 1,787.9904
I_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.04% LLQDFFNGK 349 357 51.5 27.0 36.0 2 0 0 1,081.5678
I_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 12 13.00% TTPSYVAFTDTER 37 49 85.4 26.0 80.1 2 0 0 1,487.7013
I_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 12 13.00% NQVAMNPTNTVFDAK 57 71 80.0 26.9 80.0 3 0 0 1,665.7902
I_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 12 13.00% DAGTIAGLNVLR 160 171 56.6 27.5 39.6 2 0 0 1,199.6744
I_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 12 13.00% IINEPTAAAIAYGLDKK 172 188 26.3 25.4 19.8 0 1 0 1,787.9904
I_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 12 13.00% STAGDTHLGGEDFDNR 221 236 45.2 25.0 45.2 1 1 0 1,691.7258
I_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 12 13.00% NSLESYAFNMK 540 550 67.0 25.0 55.5 2 0 0 1,319.5936
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% TTPSYVAFTDTER 37 49 43.4 25.8 38.3 4 2 0 1,487.7013
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% LIGDAAKNQVAMNPTNTVFDAK 50 71 39.4 28.2 35.3 0 1 0 2,334.1761
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% NQVAMNPTNTVFDAK 57 71 89.7 26.5 86.4 4 0 0 1,665.7902
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% NQVAMNPTNTVFDAKR 57 72 66.9 27.5 56.1 3 1 0 1,821.8913
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% RFDDAVVQSDMK 77 88 54.5 26.4 44.1 2 2 0 1,410.6683
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% SFYPEEVSSMVLTK 113 126 73.8 26.5 58.4 4 2 0 1,632.7826
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% MKEIAEAYLGK 127 137 45.2 27.6 30.0 2 0 0 1,252.6607
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% TVTNAVVTVPAYFNDSQR 138 155 55.5 27.4 55.5 2 2 0 1,981.9977
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% QATKDAGTIAGLNVLR 156 171 92.2 26.4 81.4 2 2 0 1,627.9128
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% DAGTIAGLNVLR 160 171 78.3 28.2 54.4 3 0 0 1,199.6744
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% IINEPTAAAIAYGLDK 172 187 91.7 28.2 81.3 2 2 0 1,659.8954
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% IINEPTAAAIAYGLDKK 172 188 28.1 26.0 18.9 0 3 0 1,787.9904
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% STAGDTHLGGEDFDNR 221 236 42.0 25.0 42.0 2 2 0 1,691.7258
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% MVNHFIAEFK 237 246 51.6 28.1 38.6 4 0 0 1,235.6241
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% MVNHFIAEFKR 237 247 19.8 28.0 11.2 0 1 0 1,407.7202
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% ARFEELNADLFR 300 311 43.1 27.6 29.2 1 2 0 1,480.7543
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% FEELNADLFR 302 311 72.6 27.0 56.3 2 0 0 1,253.6161
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% GTLDPVEKALR 312 322 38.7 27.0 24.9 2 0 0 1,198.6792
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% LDKSQIHDIVLVGGSTR 326 342 97.6 25.2 93.1 2 0 2 1,838.0133
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% SQIHDIVLVGGSTR 329 342 87.5 27.0 82.3 2 0 0 1,481.8072
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% IQKLLQDFFNGK 346 357 38.6 26.8 18.8 1 2 0 1,450.8055
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% LLQDFFNGKELNK 349 361 67.9 27.6 55.6 1 0 0 1,565.8324
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% FELTGIPPAPR 459 469 42.9 26.6 40.3 2 0 0 1,197.6628
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% NSLESYAFNMK 540 550 31.5 25.0 31.4 1 0 0 1,319.5936
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% CNEIINWLDK 574 583 51.6 26.3 30.9 2 0 0 1,304.6305
I_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 25 40 75 38.90% ELEKVCNPIITK 598 609 36.9 27.9 21.3 2 1 0 1,443.7878
I_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 13 16.10% TTPSYVAFTDTER 37 49 66.2 25.9 60.6 2 0 0 1,487.7013
I_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 13 16.10% DAGTIAGLNVLR 160 171 55.4 27.5 36.8 1 0 0 1,199.6744
I_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 13 16.10% IINEPTAAAIAYGLDKK 172 188 22.8 26.0 9.0 0 1 0 1,787.9904
I_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 13 16.10% STAGDTHLGGEDFDNR 221 236 39.2 25.0 39.2 1 0 0 1,691.7258
I_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 13 16.10% ARFEELNADLFR 300 311 36.3 27.5 26.0 0 2 0 1,480.7543
I_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 13 16.10% SQIHDIVLVGGSTR 329 342 30.3 27.1 30.3 1 2 0 1,481.8072
I_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 13 16.10% LLQDFFNGK 349 357 46.8 27.1 28.8 2 0 0 1,081.5678
I_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 9 13 16.10% NSLESYAFNMK 540 550 33.0 25.0 33.0 1 0 0 1,319.5936
I_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 65.9 26.0 58.9 2 0 0 1,487.7013
I_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 77.2 27.0 57.0 2 0 0 1,199.6744
I_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.50% TTPSYVAFTDTER 37 49 76.5 25.7 74.1 2 0 0 1,487.7013
I_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.50% DAGTIAGLNVLR 160 171 51.1 28.2 26.5 2 0 0 1,199.6744
I_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.50% LDKSQIHDIVLVGGSTR 326 342 27.0 25.3 22.9 0 2 0 1,838.0133
I_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.50% TTPSYVAFTDTER 37 49 70.8 25.9 68.8 2 0 0 1,487.7013
I_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.50% DAGTIAGLNVLR 160 171 46.3 28.2 25.2 1 0 0 1,199.6744
I_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.50% LDKSQIHDIVLVGGSTR 326 342 25.0 25.3 16.9 0 2 0 1,838.0133
I_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.25% DAGTIAGLNVLR 160 171 75.3 28.2 50.9 2 0 0 1,199.6744
I_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.25% LLQDFFNGK 349 357 41.0 27.0 24.0 2 0 0 1,081.5678
I_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 10.40% TTPSYVAFTDTER 37 49 59.2 26.0 55.1 2 0 0 1,487.7013
I_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 10.40% DAGTIAGLNVLR 160 171 51.4 27.1 32.6 2 0 0 1,199.6744
I_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 10.40% STAGDTHLGGEDFDNR 221 236 19.3 25.0 15.1 0 1 0 1,691.7258
I_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 10.40% LDKSQIHDIVLVGGSTR 326 342 21.5 25.3 20.7 0 1 0 1,838.0133
I_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 10.40% SQIHDIVLVGGSTR 329 342 22.6 26.7 18.7 0 1 0 1,481.8072
I_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 8 10.40% LLQDFFNGK 349 357 25.5 27.0 14.3 1 0 0 1,081.5678
I_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 55.6 25.9 54.5 2 0 0 1,487.7013
I_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 73.0 28.2 49.2 2 0 0 1,199.6744
I_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.70% TTPSYVAFTDTER 37 49 83.7 25.6 78.8 2 0 0 1,487.7013
I_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.70% NQVAMNPTNTVFDAK 57 71 81.9 26.7 81.9 2 0 0 1,665.7902
I_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.70% STAGDTHLGGEDFDNR 221 236 23.5 25.0 23.5 0 1 0 1,691.7258
I_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.70% SQIHDIVLVGGSTR 329 342 51.3 27.1 49.3 2 0 0 1,481.8072
I_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.70% NSLESYAFNMK 540 550 52.8 25.0 52.8 2 0 0 1,319.5936
J_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 58.2 25.5 49.3 2 0 0 1,487.7013
J_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 71.4 27.2 41.4 2 0 0 1,199.6744
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% TTPSYVAFTDTER 37 49 72.4 25.9 70.3 5 2 0 1,487.7013
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% NQVAMNPTNTVFDAK 57 71 87.8 27.0 85.2 4 0 0 1,649.7952
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% RFDDAVVQSDMK 77 88 47.4 26.6 41.8 2 0 0 1,410.6683
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% SFYPEEVSSMVLTK 113 126 35.6 27.0 19.7 2 0 0 1,632.7826
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% MKEIAEAYLGK 127 137 58.0 27.2 42.8 2 0 0 1,252.6607
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% TVTNAVVTVPAYFNDSQR 138 155 39.8 27.5 36.6 1 1 0 1,981.9977
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% DAGTIAGLNVLR 160 171 87.3 27.2 64.5 2 0 0 1,199.6744
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% IINEPTAAAIAYGLDK 172 187 71.6 28.0 62.0 2 2 0 1,659.8954
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% IINEPTAAAIAYGLDKK 172 188 71.1 25.0 66.9 2 0 0 1,787.9904
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% STAGDTHLGGEDFDNR 221 236 48.2 25.0 46.5 2 4 0 1,691.7258
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% MVNHFIAEFK 237 246 39.6 27.4 30.2 2 0 0 1,251.6191
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% FEELNADLFR 302 311 72.8 27.2 56.2 2 0 0 1,253.6161
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% LDKSQIHDIVLVGGSTR 326 342 35.3 25.0 24.7 0 2 0 1,838.0133
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% SQIHDIVLVGGSTR 329 342 74.0 26.6 70.7 2 3 0 1,481.8072
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% LLQDFFNGK 349 357 35.3 27.5 22.9 3 0 0 1,081.5678
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% FELTGIPPAPR 459 469 31.6 25.9 26.8 2 0 0 1,197.6628
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% NSLESYAFNMK 540 550 52.1 25.0 52.1 1 0 0 1,319.5936
J_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 22 48 31.90% CNEIINWLDK 574 583 58.0 26.8 40.9 2 0 0 1,304.6305
J_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 8 8.36% TTPSYVAFTDTER 37 49 80.8 25.5 76.9 2 0 0 1,487.7013
J_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 8 8.36% NQVAMNPTNTVFDAK 57 71 69.1 27.0 57.7 3 0 0 1,649.7952
J_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 8 8.36% DAGTIAGLNVLR 160 171 67.1 27.5 45.5 2 0 0 1,199.6744
J_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 8 8.36% SQIHDIVLVGGSTR 329 342 19.3 26.7 16.3 0 1 0 1,481.8072
J_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.04% TTPSYVAFTDTER 37 49 56.3 25.9 54.7 2 0 0 1,487.7013
J_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.04% DAGTIAGLNVLR 160 171 62.0 27.5 44.8 2 0 0 1,199.6744
J_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.04% SQIHDIVLVGGSTR 329 342 19.3 26.6 16.1 0 1 0 1,481.8072
J_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.04% TTPSYVAFTDTER 37 49 38.7 25.9 34.8 2 0 0 1,487.7013
J_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.04% DAGTIAGLNVLR 160 171 59.0 27.6 41.7 2 0 0 1,199.6744
J_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.04% SQIHDIVLVGGSTR 329 342 28.1 26.7 27.6 0 1 0 1,481.8072
J_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.04% TTPSYVAFTDTER 37 49 47.7 26.0 46.3 2 0 0 1,487.7013
J_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.04% DAGTIAGLNVLR 160 171 68.1 27.2 46.5 2 0 0 1,199.6744
J_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.04% SQIHDIVLVGGSTR 329 342 24.0 26.7 21.3 0 1 0 1,481.8072
J_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.87% TTPSYVAFTDTER 37 49 36.1 26.0 36.1 2 0 0 1,487.7013
J_20 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.87% DAGTIAGLNVLR 160 171 41.1 27.5 23.7 1 0 0 1,199.6744
J_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.35% TTPSYVAFTDTER 37 49 71.1 25.7 68.5 2 0 0 1,487.7013
J_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.35% DAGTIAGLNVLR 160 171 61.6 27.6 40.0 2 0 0 1,199.6744
J_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.35% STAGDTHLGGEDFDNR 221 236 19.4 25.0 19.2 0 2 0 1,691.7258
J_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 8.51% TTPSYVAFTDTER 37 49 30.8 25.5 25.1 1 0 0 1,487.7013
J_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 8.51% DAGTIAGLNVLR 160 171 72.6 27.5 42.6 2 0 0 1,199.6744
J_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 8.51% STAGDTHLGGEDFDNR 221 236 24.5 25.0 19.0 0 1 0 1,691.7258
J_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 8.51% SQIHDIVLVGGSTR 329 342 19.6 26.7 13.6 0 1 0 1,481.8072



J_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.19% TTPSYVAFTDTER 37 49 68.2 25.5 65.4 2 0 0 1,487.7013
J_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.19% NQVAMNPTNTVFDAK 57 71 51.3 26.9 46.6 2 0 0 1,665.7902
J_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.19% DAGTIAGLNVLR 160 171 45.7 27.0 30.8 2 0 0 1,199.6744
K_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 42.4 25.6 37.5 2 0 0 1,487.7013
K_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 48.3 27.0 36.6 2 0 0 1,199.6744
K_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.35% TTPSYVAFTDTER 37 49 84.1 25.7 83.6 2 0 0 1,487.7013
K_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.35% DAGTIAGLNVLR 160 171 65.7 27.5 45.9 2 0 0 1,199.6744
K_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.35% STAGDTHLGGEDFDNR 221 236 18.5 25.0 16.2 0 1 0 1,691.7258
K_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 7.12% TTPSYVAFTDTER 37 49 65.5 25.6 61.0 2 0 0 1,487.7013
K_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 7.12% IINEPTAAAIAYGLDKK 172 188 22.3 25.4 16.7 0 2 0 1,787.9904
K_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 7.12% STAGDTHLGGEDFDNR 221 236 34.3 25.0 34.3 1 0 0 1,691.7258
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% VEIIANDQGNR 26 36 33.5 27.7 0.0 2 0 0 1,228.6281
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% TTPSYVAFTDTER 37 49 78.5 25.7 70.8 9 2 0 1,487.7013
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% NQVAMNPTNTVFDAK 57 71 104.0 26.7 100.0 4 0 0 1,665.7902
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% NQVAMNPTNTVFDAKR 57 72 46.2 27.5 39.3 1 2 0 1,821.8913
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% SFYPEEVSSMVLTK 113 126 61.5 26.5 50.3 1 0 0 1,632.7826
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% MKEIAEAYLGK 127 137 53.7 27.6 35.2 2 0 0 1,252.6607
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% EIAEAYLGK 129 137 32.7 28.2 28.8 1 0 0 993.5252
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% TVTNAVVTVPAYFNDSQR 138 155 69.4 27.4 65.0 2 2 0 1,981.9977
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% DAGTIAGLNVLR 160 171 75.4 27.5 55.3 5 0 0 1,199.6744
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% IINEPTAAAIAYGLDK 172 187 89.5 27.7 77.4 2 2 0 1,659.8954
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% IINEPTAAAIAYGLDKK 172 188 94.6 25.3 91.0 2 2 0 1,787.9904
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% STAGDTHLGGEDFDNR 221 236 42.0 25.0 33.5 3 3 0 1,691.7258
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% MVNHFIAEFK 237 246 33.8 27.5 21.3 1 0 0 1,251.6191
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% ARFEELNADLFR 300 311 35.5 27.6 24.0 2 0 0 1,480.7543
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% FEELNADLFR 302 311 43.5 27.0 37.4 2 0 0 1,253.6161
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% LDKSQIHDIVLVGGSTR 326 342 84.6 25.3 79.4 2 0 2 1,838.0133
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% SQIHDIVLVGGSTR 329 342 77.7 27.0 72.7 2 2 0 1,481.8072
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% LLQDFFNGK 349 357 39.8 27.0 25.7 2 0 0 1,081.5678
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% FELTGIPPAPR 459 469 39.1 26.5 39.1 2 0 0 1,197.6628
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% NSLESYAFNMK 540 550 63.9 25.0 58.9 2 0 0 1,319.5936
K_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 19 27 62 32.20% CNEIINWLDK 574 583 63.6 26.3 49.9 2 0 0 1,304.6305
K_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.60% TTPSYVAFTDTER 37 49 84.0 25.7 84.0 2 0 0 1,487.7013
K_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.60% NQVAMNPTNTVFDAK 57 71 31.8 26.8 28.4 2 0 0 1,665.7902
K_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.60% DAGTIAGLNVLR 160 171 69.6 27.5 40.7 2 0 0 1,199.6744
K_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.60% IINEPTAAAIAYGLDK 172 187 74.5 27.8 66.4 2 0 0 1,659.8954
K_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.60% STAGDTHLGGEDFDNR 221 236 37.3 25.0 37.3 2 0 0 1,691.7258
K_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.60% FEELNADLFR 302 311 58.1 27.4 43.6 2 0 0 1,253.6161
K_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.60% SQIHDIVLVGGSTR 329 342 67.3 27.0 65.2 2 2 0 1,481.8072
K_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 16.60% NSLESYAFNMK 540 550 28.1 25.0 22.6 1 0 0 1,319.5936
K_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.51% TTPSYVAFTDTER 37 49 55.9 25.7 54.9 2 0 0 1,487.7013
K_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.51% DAGTIAGLNVLR 160 171 85.4 27.0 62.2 2 0 0 1,199.6744
K_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.51% STAGDTHLGGEDFDNR 221 236 21.0 25.0 20.1 0 2 0 1,691.7258
K_17 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.51% SQIHDIVLVGGSTR 329 342 31.1 27.0 26.8 0 1 0 1,481.8072
K_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 55.5 25.5 53.4 2 0 0 1,487.7013
K_18 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 60.1 27.0 40.2 2 0 0 1,199.6744
K_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 86.0 25.6 81.4 2 0 0 1,487.7013
K_19 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 60.7 27.6 24.7 2 0 0 1,199.6744
K_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 7 8.51% TTPSYVAFTDTER 37 49 78.1 25.6 73.2 2 0 0 1,487.7013
K_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 7 8.51% DAGTIAGLNVLR 160 171 61.0 27.5 40.6 2 0 0 1,199.6744
K_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 7 8.51% STAGDTHLGGEDFDNR 221 236 30.2 25.0 30.2 1 1 0 1,691.7258
K_21 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 7 8.51% SQIHDIVLVGGSTR 329 342 21.9 27.1 18.9 0 1 0 1,481.8072
K_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.36% TTPSYVAFTDTER 37 49 46.5 26.0 44.0 2 0 0 1,487.7013
K_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.36% STAGDTHLGGEDFDNR 221 236 23.9 25.0 23.6 0 2 0 1,691.7258
K_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.36% SQIHDIVLVGGSTR 329 342 27.3 26.9 22.6 0 2 0 1,481.8072
K_22 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.36% NSLESYAFNMK 540 550 23.0 25.0 23.0 1 0 0 1,319.5936
K_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.66% TTPSYVAFTDTER 37 49 67.9 26.0 61.3 2 0 0 1,487.7013
K_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.66% STAGDTHLGGEDFDNR 221 236 19.9 25.0 16.4 0 2 0 1,691.7258
K_23 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.66% SQIHDIVLVGGSTR 329 342 24.1 27.0 22.5 1 0 0 1,481.8072
K_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 10 20 18.60% TTPSYVAFTDTER 37 49 73.7 25.6 70.3 2 0 0 1,487.7013
K_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 10 20 18.60% NQVAMNPTNTVFDAK 57 71 84.8 26.7 77.6 4 0 0 1,649.7952
K_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 10 20 18.60% RFDDAVVQSDMK 77 88 60.3 26.4 46.5 2 0 0 1,410.6683
K_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 10 20 18.60% MKEIAEAYLGK 127 137 25.5 27.6 19.6 2 0 0 1,252.6607
K_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 10 20 18.60% EIAEAYLGK 129 137 39.6 26.7 33.5 2 0 0 993.5252
K_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 10 20 18.60% DAGTIAGLNVLR 160 171 59.1 27.6 45.1 2 0 0 1,199.6744
K_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 10 20 18.60% IINEPTAAAIAYGLDK 172 187 47.2 27.8 46.1 1 0 0 1,659.8954
K_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 10 20 18.60% STAGDTHLGGEDFDNR 221 236 39.5 25.0 39.4 2 0 0 1,691.7258
K_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 10 20 18.60% SQIHDIVLVGGSTR 329 342 64.9 27.0 62.4 2 0 0 1,481.8072
K_24 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 10 20 18.60% NSLESYAFNMK 540 550 53.5 25.0 53.5 2 0 0 1,319.5936
L_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.35% TTPSYVAFTDTER 37 49 54.0 25.6 48.1 2 0 0 1,487.7013
L_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.35% DAGTIAGLNVLR 160 171 25.5 27.5 13.1 1 0 0 1,199.6744
L_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.35% STAGDTHLGGEDFDNR 221 236 19.0 25.0 17.7 0 1 0 1,691.7258
L_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% TTPSYVAFTDTER 37 49 82.7 25.7 74.6 2 0 0 1,487.7013
L_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% NQVAMNPTNTVFDAK 57 71 42.8 27.0 42.8 1 0 0 1,665.7902
L_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% DAGTIAGLNVLR 160 171 44.8 27.2 31.9 2 0 0 1,199.6744
L_06 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% NSLESYAFNMK 540 550 38.5 25.0 38.5 2 0 0 1,319.5936
L_07 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.73% TTPSYVAFTDTER 37 49 78.2 25.8 73.1 2 0 0 1,487.7013
L_07 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.73% NQVAMNPTNTVFDAK 57 71 59.0 27.0 57.8 2 0 0 1,665.7902
L_07 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.73% LLQDFFNGK 349 357 24.6 27.0 14.9 1 0 0 1,081.5678
L_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.88% TTPSYVAFTDTER 37 49 68.9 25.7 65.8 2 0 0 1,487.7013
L_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.88% STAGDTHLGGEDFDNR 221 236 14.7 25.0 14.7 0 1 0 1,691.7258
L_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 5.88% LLQDFFNGK 349 357 29.3 27.0 17.8 2 0 0 1,081.5678
L_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.00% TTPSYVAFTDTER 37 49 80.0 25.6 75.9 2 0 0 1,487.7013
L_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.00% NQVAMNPTNTVFDAK 57 71 76.2 26.9 73.3 2 0 0 1,665.7902
L_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.00% TVTNAVVTVPAYFNDSQR 138 155 44.9 27.4 39.3 1 0 0 1,981.9977
L_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.00% IINEPTAAAIAYGLDK 172 187 72.5 27.9 66.9 2 0 0 1,659.8954
L_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.00% STAGDTHLGGEDFDNR 221 236 41.3 25.0 41.3 2 1 0 1,691.7258
L_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.00% ARFEELNADLFR 300 311 26.6 27.7 16.9 0 2 0 1,480.7543
L_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.00% LLQDFFNGK 349 357 31.2 27.7 11.8 2 0 0 1,081.5678
L_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 17.00% NSLESYAFNMK 540 550 54.4 25.0 54.4 2 0 0 1,319.5936
L_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 12 20 18.30% TTPSYVAFTDTER 37 49 76.3 25.8 71.2 2 0 0 1,487.7013
L_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 12 20 18.30% NQVAMNPTNTVFDAK 57 71 90.4 27.0 90.2 4 0 0 1,665.7902
L_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 12 20 18.30% TVTNAVVTVPAYFNDSQR 138 155 39.1 27.5 34.0 2 1 0 1,981.9977
L_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 12 20 18.30% IINEPTAAAIAYGLDK 172 187 80.8 27.9 67.6 2 0 0 1,659.8954
L_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 12 20 18.30% IINEPTAAAIAYGLDKK 172 188 83.7 25.1 77.4 2 0 0 1,787.9904
L_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 12 20 18.30% STAGDTHLGGEDFDNR 221 236 57.0 25.0 57.0 2 1 0 1,691.7258
L_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 12 20 18.30% ARFEELNADLFR 300 311 36.9 27.6 28.3 0 2 0 1,480.7543
L_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 12 20 18.30% SQIHDIVLVGGSTR 329 342 60.6 26.9 55.9 2 1 0 1,481.8072
L_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 12 20 18.30% LLQDFFNGKELNK 349 361 23.4 27.1 14.9 1 0 0 1,565.8324
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% VEIIANDQGNR 26 36 25.8 27.5 0.0 1 0 0 1,228.6281
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% TTPSYVAFTDTER 37 49 64.9 25.6 58.0 2 1 0 1,487.7013
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% LIGDAAKNQVAMNPTNTVFDAK 50 71 55.3 27.9 47.2 0 2 0 2,334.1761
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% NQVAMNPTNTVFDAK 57 71 92.4 27.1 91.6 4 0 0 1,665.7902
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% NQVAMNPTNTVFDAKR 57 72 70.4 27.5 59.6 2 0 0 1,821.8913
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% RFDDAVVQSDMK 77 88 47.8 26.8 39.6 2 2 0 1,410.6683
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% FDDAVVQSDMK 78 88 59.2 25.0 59.2 2 0 0 1,270.5622
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% SFYPEEVSSMVLTK 113 126 77.7 26.9 59.8 2 2 0 1,632.7826
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% MKEIAEAYLGK 127 137 50.6 27.7 31.8 2 0 0 1,252.6607
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% TVTNAVVTVPAYFNDSQR 138 155 64.9 27.4 64.8 2 2 0 1,981.9977
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% QATKDAGTIAGLNVLR 156 171 55.0 26.6 47.5 2 2 0 1,627.9128
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% DAGTIAGLNVLR 160 171 70.4 27.6 48.9 2 0 0 1,199.6744
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% IINEPTAAAIAYGLDK 172 187 85.8 27.9 75.3 2 2 0 1,659.8954



L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% IINEPTAAAIAYGLDKK 172 188 107.0 25.1 100.0 2 2 0 1,787.9904
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% STAGDTHLGGEDFDNR 221 236 65.3 25.0 65.3 2 2 0 1,691.7258
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% MVNHFIAEFK 237 246 34.7 27.4 26.1 2 0 0 1,251.6191
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% ARFEELNADLFR 300 311 41.7 27.6 29.4 2 2 0 1,480.7543
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% FEELNADLFR 302 311 51.0 27.3 34.0 2 0 0 1,253.6161
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% LDKSQIHDIVLVGGSTR 326 342 53.6 25.2 45.5 0 2 0 1,838.0133
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% SQIHDIVLVGGSTR 329 342 74.7 26.7 69.2 2 0 0 1,481.8072
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% LLQDFFNGKELNK 349 361 69.9 27.4 57.1 2 0 0 1,565.8324
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% NSLESYAFNMK 540 550 69.8 25.0 69.8 2 0 0 1,319.5936
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% CNEIINWLDK 574 583 40.8 26.6 31.4 1 0 0 1,304.6305
L_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 22 32 61 36.50% ELEKVCNPIITK 598 609 43.2 28.4 31.0 2 1 0 1,443.7878
L_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 10.70% TTPSYVAFTDTER 37 49 66.6 25.5 65.2 2 0 0 1,487.7013
L_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 10.70% NQVAMNPTNTVFDAK 57 71 73.8 27.0 69.2 4 0 0 1,665.7902
L_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 10.70% NQVAMNPTNTVFDAKR 57 72 25.7 27.8 17.4 0 1 0 1,821.8913
L_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 10.70% STAGDTHLGGEDFDNR 221 236 42.6 25.0 42.6 2 0 0 1,691.7258
L_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 10.70% MVNHFIAEFK 237 246 28.6 27.5 16.0 1 0 0 1,251.6191
L_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 10.70% SQIHDIVLVGGSTR 329 342 50.1 26.6 42.0 2 0 0 1,481.8072
L_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 12 23 18.90% TTPSYVAFTDTER 37 49 72.0 25.5 63.5 2 0 0 1,487.7013
L_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 12 23 18.90% NQVAMNPTNTVFDAK 57 71 76.2 26.9 76.2 3 0 0 1,665.7902
L_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 12 23 18.90% SFYPEEVSSMVLTK 113 126 59.8 26.9 44.2 2 0 0 1,632.7826
L_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 12 23 18.90% TVTNAVVTVPAYFNDSQR 138 155 57.6 27.5 53.3 2 0 0 1,981.9977
L_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 12 23 18.90% IINEPTAAAIAYGLDK 172 187 74.8 27.9 61.3 2 0 0 1,659.8954
L_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 12 23 18.90% IINEPTAAAIAYGLDKK 172 188 89.2 25.1 76.2 2 2 0 1,787.9904
L_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 12 23 18.90% STAGDTHLGGEDFDNR 221 236 47.7 25.0 47.7 2 2 0 1,691.7258
L_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 12 23 18.90% ARFEELNADLFR 300 311 29.6 27.7 26.1 0 2 0 1,480.7543
L_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 12 23 18.90% LDKSQIHDIVLVGGSTR 326 342 29.0 25.0 29.0 0 2 0 1,838.0133
L_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 9 12 23 18.90% SQIHDIVLVGGSTR 329 342 38.0 26.7 38.0 2 0 0 1,481.8072
L_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 8 8.98% TTPSYVAFTDTER 37 49 85.4 25.5 80.0 2 0 0 1,487.7013
L_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 8 8.98% NQVAMNPTNTVFDAK 57 71 78.1 27.1 73.6 2 0 0 1,665.7902
L_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 8 8.98% STAGDTHLGGEDFDNR 221 236 56.5 25.0 52.8 2 1 0 1,691.7258
L_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 5 8 8.98% SQIHDIVLVGGSTR 329 342 18.3 26.7 14.2 0 1 0 1,481.8072
L_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 11 14.70% TTPSYVAFTDTER 37 49 68.1 25.5 62.8 2 0 0 1,487.7013
L_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 11 14.70% NQVAMNPTNTVFDAK 57 71 79.8 27.0 75.7 1 0 0 1,665.7902
L_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 11 14.70% IINEPTAAAIAYGLDKK 172 188 17.8 25.4 16.2 0 1 0 1,787.9904
L_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 11 14.70% STAGDTHLGGEDFDNR 221 236 56.1 25.0 56.1 2 1 0 1,691.7258
L_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 11 14.70% SQIHDIVLVGGSTR 329 342 34.0 26.7 31.0 1 0 0 1,481.8072
L_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 11 14.70% LLQDFFNGK 349 357 29.5 27.6 15.3 1 0 0 1,081.5678
L_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 11 14.70% NSLESYAFNMK 540 550 69.6 25.0 66.7 2 0 0 1,319.5936
L_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 15.90% TTPSYVAFTDTER 37 49 76.4 25.6 67.0 2 0 0 1,487.7013
L_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 15.90% NQVAMNPTNTVFDAK 57 71 83.7 26.9 78.0 2 0 0 1,665.7902
L_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 15.90% TVTNAVVTVPAYFNDSQR 138 155 73.3 27.4 64.1 2 0 0 1,981.9977
L_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 15.90% DAGTIAGLNVLR 160 171 74.1 27.5 51.2 2 0 0 1,199.6744
L_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 15.90% IINEPTAAAIAYGLDK 172 187 81.5 27.8 70.8 2 0 0 1,659.8954
L_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 15.90% IINEPTAAAIAYGLDKK 172 188 33.0 25.0 29.4 0 2 0 1,787.9904
L_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 15.90% STAGDTHLGGEDFDNR 221 236 41.5 25.0 41.5 1 2 0 1,691.7258
L_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 15.90% ARFEELNADLFR 300 311 32.1 27.7 22.0 0 2 0 1,480.7543
M_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.87% TTPSYVAFTDTER 37 49 22.6 25.5 22.3 1 0 0 1,487.7013
M_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 3.87% DAGTIAGLNVLR 160 171 30.9 27.6 21.4 2 0 0 1,199.6744
M_07 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 4.33% TTPSYVAFTDTER 37 49 58.9 25.7 55.1 1 0 0 1,487.7013
M_07 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 3 4.33% NQVAMNPTNTVFDAK 57 71 55.7 26.7 52.8 2 0 0 1,665.7902
M_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 10.10% TTPSYVAFTDTER 37 49 51.1 25.7 49.9 2 0 0 1,487.7013
M_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 10.10% NQVAMNPTNTVFDAK 57 71 42.6 26.7 42.6 1 0 0 1,665.7902
M_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 10.10% DAGTIAGLNVLR 160 171 45.8 27.0 28.5 2 0 0 1,199.6744
M_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 10.10% STAGDTHLGGEDFDNR 221 236 23.9 25.0 23.9 0 1 0 1,691.7258
M_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 7 10.10% LLQDFFNGK 349 357 23.9 27.0 10.8 1 0 0 1,081.5678
M_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 2 4.33% DAGTIAGLNVLR 160 171 35.2 27.0 18.9 1 0 0 1,199.6744
M_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 2 4.33% STAGDTHLGGEDFDNR 221 236 23.0 25.0 23.0 0 1 0 1,691.7258
M_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.70% VEIIANDQGNR 26 36 66.9 27.1 0.0 2 0 0 1,228.6281
M_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.70% TTPSYVAFTDTER 37 49 80.1 25.6 72.8 2 0 0 1,487.7013
M_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.70% NQVAMNPTNTVFDAK 57 71 71.6 27.0 66.4 2 0 0 1,665.7902
M_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.70% SFYPEEVSSMVLTK 113 126 36.0 26.7 27.6 1 0 0 1,632.7826
M_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.70% DAGTIAGLNVLR 160 171 61.0 27.5 39.3 2 0 0 1,199.6744
M_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.70% FEELNADLFR 302 311 48.7 27.4 39.0 2 0 0 1,253.6161
M_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.70% LLQDFFNGK 349 357 27.3 27.0 18.7 1 0 0 1,081.5678
M_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.70% NSLESYAFNMK 540 550 66.4 25.0 62.0 2 0 0 1,319.5936
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% VEIIANDQGNR 26 36 47.1 27.4 0.0 1 0 0 1,228.6281
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% TTPSYVAFTDTER 37 49 119.0 25.7 112.0 2 0 0 1,487.7013
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% NQVAMNPTNTVFDAK 57 71 95.0 26.7 93.7 4 0 0 1,665.7902
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% RFDDAVVQSDMK 77 88 48.0 26.3 39.4 2 1 0 1,410.6683
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% FDDAVVQSDMK 78 88 64.1 25.0 52.3 3 0 0 1,254.5672
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% SFYPEEVSSMVLTK 113 126 64.4 26.7 49.9 2 2 0 1,632.7826
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% MKEIAEAYLGK 127 137 52.4 27.6 36.8 2 0 0 1,252.6607
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% TVTNAVVTVPAYFNDSQR 138 155 60.7 27.4 57.3 2 2 0 1,981.9977
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% DAGTIAGLNVLR 160 171 69.2 27.0 38.6 2 0 0 1,199.6744
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% IINEPTAAAIAYGLDK 172 187 86.5 27.8 75.4 2 2 0 1,659.8954
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% IINEPTAAAIAYGLDKK 172 188 86.0 25.4 76.3 2 0 0 1,787.9904
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% STAGDTHLGGEDFDNR 221 236 45.2 25.0 45.2 2 2 0 1,691.7258
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% MVNHFIAEFK 237 246 30.9 28.2 23.0 1 0 0 1,235.6241
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% ARFEELNADLFR 300 311 35.2 27.7 22.4 2 0 0 1,480.7543
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% FEELNADLFR 302 311 66.6 27.4 52.2 2 0 0 1,253.6161
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% LDKSQIHDIVLVGGSTR 326 342 45.7 25.2 41.6 0 2 0 1,838.0133
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% SQIHDIVLVGGSTR 329 342 67.8 27.1 61.2 2 0 0 1,481.8072
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% LLQDFFNGKELNK 349 361 29.0 27.2 18.1 1 0 0 1,565.8324
M_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 17 23 42 31.30% NSLESYAFNMK 540 550 79.4 25.0 75.7 2 0 0 1,319.5936
M_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 13 12.50% TTPSYVAFTDTER 37 49 59.8 25.6 59.6 2 0 0 1,487.7013
M_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 13 12.50% NQVAMNPTNTVFDAK 57 71 65.5 26.9 63.4 3 0 0 1,665.7902
M_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 13 12.50% IINEPTAAAIAYGLDK 172 187 65.3 27.7 53.1 2 0 0 1,659.8954
M_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 13 12.50% IINEPTAAAIAYGLDKK 172 188 31.2 25.4 28.0 0 1 0 1,787.9904
M_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 13 12.50% STAGDTHLGGEDFDNR 221 236 39.5 25.0 38.9 2 2 0 1,691.7258
M_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 13 12.50% LLQDFFNGK 349 357 33.4 27.1 24.0 1 0 0 1,081.5678
M_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 8 13 12.50% NSLESYAFNMK 540 550 44.5 25.0 44.5 2 0 0 1,319.5936
M_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 12 15.30% TTPSYVAFTDTER 37 49 66.3 26.0 58.7 1 0 0 1,487.7013
M_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 12 15.30% NQVAMNPTNTVFDAK 57 71 74.8 26.7 70.9 3 0 0 1,665.7902
M_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 12 15.30% EIAEAYLGK 129 137 33.7 28.2 22.5 2 0 0 993.5252
M_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 12 15.30% DAGTIAGLNVLR 160 171 49.8 27.0 30.8 2 0 0 1,199.6744
M_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 12 15.30% IINEPTAAAIAYGLDK 172 187 78.7 27.8 71.2 2 0 0 1,659.8954
M_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 12 15.30% SQIHDIVLVGGSTR 329 342 22.5 27.0 14.2 0 1 0 1,481.8072
M_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 12 15.30% LLQDFFNGK 349 357 32.2 27.1 13.8 1 0 0 1,081.5678
M_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 12 15.30% NSLESYAFNMK 540 550 49.6 25.0 48.3 2 0 0 1,319.5936
M_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 13.00% TTPSYVAFTDTER 37 49 98.6 25.7 90.1 2 0 0 1,487.7013
M_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 13.00% NQVAMNPTNTVFDAK 57 71 70.3 26.8 70.3 3 0 0 1,665.7902
M_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 13.00% SFYPEEVSSMVLTK 113 126 33.2 26.8 25.7 1 0 0 1,632.7826
M_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 13.00% DAGTIAGLNVLR 160 171 72.8 27.6 53.4 2 0 0 1,199.6744
M_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 13.00% STAGDTHLGGEDFDNR 221 236 45.3 25.0 45.3 2 0 0 1,691.7258
M_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 12 13.00% SQIHDIVLVGGSTR 329 342 48.1 26.9 44.6 2 0 0 1,481.8072
M_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 14 14.20% TTPSYVAFTDTER 37 49 73.9 25.6 68.6 2 0 0 1,487.7013
M_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 14 14.20% NQVAMNPTNTVFDAK 57 71 69.7 26.8 69.7 2 0 0 1,665.7902
M_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 14 14.20% DAGTIAGLNVLR 160 171 56.3 27.5 36.6 2 0 0 1,199.6744
M_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 14 14.20% IINEPTAAAIAYGLDK 172 187 51.5 27.7 40.2 1 0 0 1,659.8954
M_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 14 14.20% STAGDTHLGGEDFDNR 221 236 50.6 25.0 42.0 2 2 0 1,691.7258
M_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 14 14.20% LLQDFFNGK 349 357 34.2 27.0 23.3 2 0 0 1,081.5678
M_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 7 14 14.20% NSLESYAFNMK 540 550 57.0 25.0 55.6 2 0 0 1,319.5936



M_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.19% TTPSYVAFTDTER 37 49 50.7 25.6 50.7 2 0 0 1,487.7013
M_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.19% NQVAMNPTNTVFDAK 57 71 61.5 26.9 61.5 2 0 0 1,665.7902
M_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 6 6.19% DAGTIAGLNVLR 160 171 54.5 27.0 39.9 2 0 0 1,199.6744
N_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 12 11.80% TTPSYVAFTDTER 37 49 80.3 26.0 75.2 2 0 0 1,487.7013
N_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 12 11.80% NQVAMNPTNTVFDAK 57 71 68.4 27.2 64.3 2 0 0 1,665.7902
N_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 12 11.80% DAGTIAGLNVLR 160 171 51.9 27.2 30.1 2 0 0 1,199.6744
N_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 12 11.80% STAGDTHLGGEDFDNR 221 236 38.8 25.0 38.8 2 0 0 1,691.7258
N_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 12 11.80% LLQDFFNGK 349 357 33.7 27.5 21.9 2 0 0 1,081.5678
N_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 12 11.80% NSLESYAFNMK 540 550 45.3 25.0 45.3 2 0 0 1,319.5936
N_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 11 20 15.60% TTPSYVAFTDTER 37 49 68.1 25.5 60.0 2 0 0 1,487.7013
N_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 11 20 15.60% NQVAMNPTNTVFDAK 57 71 88.4 27.0 88.4 4 0 0 1,665.7902
N_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 11 20 15.60% FDDAVVQSDMK 78 88 22.0 25.0 15.9 1 0 0 1,270.5622
N_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 11 20 15.60% EIAEAYLGK 129 137 32.5 28.2 29.5 1 0 0 993.5252
N_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 11 20 15.60% DAGTIAGLNVLR 160 171 53.4 27.2 31.7 2 0 0 1,199.6744
N_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 11 20 15.60% STAGDTHLGGEDFDNR 221 236 43.0 25.0 37.7 2 0 0 1,691.7258
N_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 11 20 15.60% SQIHDIVLVGGSTR 329 342 58.6 26.7 58.0 2 2 0 1,481.8072
N_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 11 20 15.60% NSLESYAFNMK 540 550 51.5 25.0 51.5 4 0 0 1,319.5936
N_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 8 10.40% TTPSYVAFTDTER 37 49 62.0 26.0 58.2 2 0 0 1,487.7013
N_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 8 10.40% NQVAMNPTNTVFDAK 57 71 47.1 27.0 40.7 2 0 0 1,665.7902
N_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 8 10.40% DAGTIAGLNVLR 160 171 37.0 27.2 22.6 2 0 0 1,199.6744
N_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 8 10.40% STAGDTHLGGEDFDNR 221 236 33.3 25.0 33.0 0 1 0 1,691.7258
N_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 8 10.40% NSLESYAFNMK 540 550 22.1 25.0 17.4 1 0 0 1,319.5936
N_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.40% TTPSYVAFTDTER 37 49 51.9 25.8 47.4 2 0 0 1,487.7013
N_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.40% NQVAMNPTNTVFDAK 57 71 44.2 26.9 37.4 2 0 0 1,665.7902
N_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.40% DAGTIAGLNVLR 160 171 62.5 27.5 34.9 2 0 0 1,199.6744
N_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.40% STAGDTHLGGEDFDNR 221 236 39.0 25.0 37.8 0 2 0 1,691.7258
N_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.40% NSLESYAFNMK 540 550 30.1 25.0 30.1 1 0 0 1,319.5936
N_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% TTPSYVAFTDTER 37 49 43.0 26.0 35.5 2 0 0 1,487.7013
N_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% NQVAMNPTNTVFDAK 57 71 71.2 27.1 71.2 2 0 0 1,665.7902
N_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% DAGTIAGLNVLR 160 171 64.6 27.5 46.0 2 0 0 1,199.6744
N_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% NSLESYAFNMK 540 550 42.0 25.0 41.6 1 0 0 1,319.5936
N_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% TTPSYVAFTDTER 37 49 98.2 25.5 98.2 2 0 0 1,487.7013
N_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% NQVAMNPTNTVFDAK 57 71 66.3 27.1 61.2 2 0 0 1,665.7902
N_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% DAGTIAGLNVLR 160 171 54.5 27.5 39.4 2 0 0 1,199.6744
N_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% NSLESYAFNMK 540 550 40.4 25.0 37.9 1 0 0 1,319.5936
N_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% TTPSYVAFTDTER 37 49 42.3 25.5 41.6 2 0 0 1,487.7013
N_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 3.87% DAGTIAGLNVLR 160 171 56.6 27.5 39.1 2 0 0 1,199.6744
O_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 16.40% TTPSYVAFTDTER 37 49 67.5 25.9 66.1 2 0 0 1,487.7013
O_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 16.40% NQVAMNPTNTVFDAK 57 71 72.8 26.9 70.1 2 0 0 1,665.7902
O_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 16.40% SFYPEEVSSMVLTK 113 126 41.6 26.9 41.3 1 0 0 1,632.7826
O_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 16.40% DAGTIAGLNVLR 160 171 67.2 27.0 37.0 2 0 0 1,199.6744
O_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 16.40% IINEPTAAAIAYGLDK 172 187 40.7 27.8 30.9 1 0 0 1,659.8954
O_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 16.40% STAGDTHLGGEDFDNR 221 236 29.5 25.0 25.5 0 2 0 1,691.7258
O_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 16.40% LLQDFFNGK 349 357 30.3 27.0 6.9 1 0 0 1,081.5678
O_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 16.40% NSLESYAFNMK 540 550 39.0 25.0 38.4 2 0 0 1,319.5936
O_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 17.20% TTPSYVAFTDTER 37 49 89.2 25.9 81.0 2 0 0 1,487.7013
O_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 17.20% NQVAMNPTNTVFDAK 57 71 66.5 27.1 64.7 4 0 0 1,665.7902
O_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 17.20% SFYPEEVSSMVLTK 113 126 52.2 26.9 40.4 2 0 0 1,632.7826
O_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 17.20% DAGTIAGLNVLR 160 171 64.7 27.0 42.5 2 0 0 1,199.6744
O_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 17.20% IINEPTAAAIAYGLDK 172 187 67.2 27.9 57.8 2 0 0 1,659.8954
O_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 17.20% STAGDTHLGGEDFDNR 221 236 22.4 25.0 22.4 1 0 0 1,691.7258
O_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 17.20% SQIHDIVLVGGSTR 329 342 29.0 26.7 24.1 0 2 0 1,481.8072
O_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 15 17.20% NSLESYAFNMK 540 550 60.8 25.0 60.8 2 0 0 1,319.5936
O_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 7.89% TTPSYVAFTDTER 37 49 54.3 25.5 46.6 2 0 0 1,487.7013
O_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 7.89% NQVAMNPTNTVFDAK 57 71 23.4 27.0 23.4 1 0 0 1,665.7902
O_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 7.89% DAGTIAGLNVLR 160 171 59.7 27.6 44.5 2 0 0 1,199.6744
O_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 7.89% NSLESYAFNMK 540 550 26.4 25.0 26.4 1 0 0 1,319.5936
O_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 7.89% TTPSYVAFTDTER 37 49 50.9 25.7 43.8 2 0 0 1,487.7013
O_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 7.89% NQVAMNPTNTVFDAK 57 71 43.4 27.1 42.4 2 0 0 1,665.7902
O_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 7.89% DAGTIAGLNVLR 160 171 67.5 27.2 46.5 2 0 0 1,199.6744
O_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 7.89% NSLESYAFNMK 540 550 48.2 25.0 45.5 2 0 0 1,319.5936
O_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.19% TTPSYVAFTDTER 37 49 76.5 25.6 76.5 2 0 0 1,487.7013
O_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.19% NQVAMNPTNTVFDAK 57 71 40.4 27.0 39.2 1 0 0 1,665.7902
O_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.19% DAGTIAGLNVLR 160 171 60.0 27.6 36.9 2 0 0 1,199.6744
O_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.19% TTPSYVAFTDTER 37 49 36.4 25.5 36.2 2 0 0 1,487.7013
O_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.19% NQVAMNPTNTVFDAK 57 71 41.8 27.1 37.6 1 0 0 1,665.7902
O_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.19% DAGTIAGLNVLR 160 171 67.3 27.5 47.1 2 0 0 1,199.6744
O_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 7.89% TTPSYVAFTDTER 37 49 33.9 26.0 32.1 1 0 0 1,487.7013
O_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 7.89% NQVAMNPTNTVFDAK 57 71 28.0 27.1 25.1 1 0 0 1,665.7902
O_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 7.89% DAGTIAGLNVLR 160 171 66.6 27.5 42.1 2 0 0 1,199.6744
O_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 5 7.89% NSLESYAFNMK 540 550 31.0 25.0 28.6 1 0 0 1,319.5936
P_07 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 2 4.33% TTPSYVAFTDTER 37 49 21.3 25.9 21.3 1 0 0 1,487.7013
P_07 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 2 4.33% NQVAMNPTNTVFDAK 57 71 34.7 27.2 30.0 1 0 0 1,665.7902
P_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.81% TTPSYVAFTDTER 37 49 20.4 25.6 15.6 1 0 0 1,487.7013
P_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.81% NQVAMNPTNTVFDAK 57 71 62.4 27.0 62.4 2 0 0 1,665.7902
P_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 5 6.81% STAGDTHLGGEDFDNR 221 236 24.1 25.0 22.2 0 2 0 1,691.7258
P_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 10 19 15.50% TTPSYVAFTDTER 37 49 76.8 25.5 71.5 2 0 0 1,487.7013
P_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 10 19 15.50% NQVAMNPTNTVFDAK 57 71 77.8 27.1 73.0 3 0 0 1,665.7902
P_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 10 19 15.50% SFYPEEVSSMVLTK 113 126 45.0 26.9 33.3 2 0 0 1,632.7826
P_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 10 19 15.50% DAGTIAGLNVLR 160 171 70.4 27.2 43.0 2 0 0 1,199.6744
P_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 10 19 15.50% STAGDTHLGGEDFDNR 221 236 40.1 25.0 35.0 2 2 0 1,691.7258
P_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 10 19 15.50% MVNHFIAEFK 237 246 23.4 27.5 20.4 2 0 0 1,251.6191
P_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 10 19 15.50% LLQDFFNGK 349 357 32.2 27.5 22.0 2 0 0 1,081.5678
P_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 8 10 19 15.50% NSLESYAFNMK 540 550 65.0 25.0 62.5 2 0 0 1,319.5936
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% VEIIANDQGNR 26 36 28.4 27.7 0.0 1 0 0 1,228.6281
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% TTPSYVAFTDTER 37 49 81.0 26.0 75.5 2 0 0 1,487.7013
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% NQVAMNPTNTVFDAK 57 71 94.3 27.0 93.5 4 0 0 1,665.7902
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% RFDDAVVQSDMK 77 88 71.4 26.1 61.8 2 0 0 1,426.6633
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% SFYPEEVSSMVLTK 113 126 63.6 27.1 51.3 2 0 0 1,632.7826
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% TVTNAVVTVPAYFNDSQR 138 155 50.4 27.3 46.4 2 2 0 1,981.9977
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% DAGTIAGLNVLR 160 171 73.3 27.2 54.1 2 0 0 1,199.6744
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% IINEPTAAAIAYGLDK 172 187 78.2 28.1 69.1 2 1 0 1,659.8954
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% IINEPTAAAIAYGLDKK 172 188 76.1 25.0 70.6 2 2 0 1,787.9904
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% STAGDTHLGGEDFDNR 221 236 53.5 25.0 51.2 2 0 0 1,691.7258
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% ARFEELNADLFR 300 311 41.2 27.7 31.1 2 2 0 1,480.7543
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% FEELNADLFR 302 311 64.5 27.3 52.4 2 0 0 1,253.6161
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% LDKSQIHDIVLVGGSTR 326 342 40.4 25.1 37.6 0 2 0 1,838.0133
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% SQIHDIVLVGGSTR 329 342 71.1 26.6 67.6 2 1 0 1,481.8072
P_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 18 35 26.00% NSLESYAFNMK 540 550 65.9 25.0 65.9 2 0 0 1,319.5936
P_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 11 13.00% TTPSYVAFTDTER 37 49 80.1 25.8 77.9 2 0 0 1,487.7013
P_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 11 13.00% NQVAMNPTNTVFDAK 57 71 57.9 27.0 51.8 2 0 0 1,665.7902
P_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 11 13.00% DAGTIAGLNVLR 160 171 70.8 27.2 48.7 2 0 0 1,199.6744
P_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 11 13.00% IINEPTAAAIAYGLDKK 172 188 24.7 25.0 17.1 0 1 0 1,787.9904
P_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 11 13.00% STAGDTHLGGEDFDNR 221 236 49.2 25.0 46.3 0 2 0 1,691.7258
P_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 11 13.00% NSLESYAFNMK 540 550 55.5 25.0 55.5 2 0 0 1,319.5936
P_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 7.89% TTPSYVAFTDTER 37 49 80.0 25.9 74.0 2 0 0 1,487.7013
P_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 7.89% NQVAMNPTNTVFDAK 57 71 68.9 27.0 66.3 2 0 0 1,665.7902
P_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 7.89% DAGTIAGLNVLR 160 171 58.3 27.2 35.5 2 0 0 1,199.6744
P_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 7.89% NSLESYAFNMK 540 550 43.5 25.0 42.3 2 0 0 1,319.5936
P_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 7.89% TTPSYVAFTDTER 37 49 61.4 25.9 58.9 2 0 0 1,487.7013
P_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 7.89% NQVAMNPTNTVFDAK 57 71 77.2 27.0 75.3 2 0 0 1,665.7902
P_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 7.89% DAGTIAGLNVLR 160 171 56.7 27.2 45.4 2 0 0 1,199.6744



P_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 8 7.89% NSLESYAFNMK 540 550 51.4 25.0 46.9 2 0 0 1,319.5936
P_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 9.29% VEIIANDQGNR 26 36 29.5 27.7 0.0 2 0 0 1,228.6281
P_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 9.29% TTPSYVAFTDTER 37 49 66.8 25.8 62.4 2 0 0 1,487.7013
P_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 9.29% NQVAMNPTNTVFDAK 57 71 72.2 27.0 68.7 2 0 0 1,665.7902
P_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 9.29% DAGTIAGLNVLR 160 171 51.9 27.6 34.7 2 0 0 1,199.6744
P_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 9.29% LLQDFFNGK 349 357 26.4 26.9 6.6 1 0 0 1,081.5678
P_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.19% TTPSYVAFTDTER 37 49 53.5 25.5 45.7 2 0 0 1,487.7013
P_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.19% NQVAMNPTNTVFDAK 57 71 43.5 27.0 43.5 1 0 0 1,665.7902
P_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 3 3 4 6.19% DAGTIAGLNVLR 160 171 49.3 27.6 40.3 1 0 0 1,199.6744
Q_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 8.67% TTPSYVAFTDTER 37 49 54.5 25.5 53.2 2 0 0 1,487.7013
Q_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 8.67% NQVAMNPTNTVFDAK 57 71 54.5 27.0 54.5 1 0 0 1,665.7902
Q_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 8.67% DAGTIAGLNVLR 160 171 65.0 27.2 46.3 1 0 0 1,199.6744
Q_05 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 6 8.67% STAGDTHLGGEDFDNR 221 236 32.3 25.0 32.3 0 2 0 1,691.7258
Q_07 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 4.33% TTPSYVAFTDTER 37 49 62.9 25.8 53.1 2 0 0 1,487.7013
Q_07 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 2 2 4 4.33% NQVAMNPTNTVFDAK 57 71 67.1 27.0 50.5 2 0 0 1,665.7902
Q_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% TTPSYVAFTDTER 37 49 62.1 25.6 57.2 2 0 0 1,487.7013
Q_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% NQVAMNPTNTVFDAK 57 71 55.9 27.0 55.1 2 0 0 1,665.7902
Q_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% DAGTIAGLNVLR 160 171 59.9 27.5 39.5 2 0 0 1,199.6744
Q_08 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 7.89% NSLESYAFNMK 540 550 33.0 25.0 33.0 1 0 0 1,319.5936
Q_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.10% TTPSYVAFTDTER 37 49 68.0 25.5 67.2 2 0 0 1,487.7013
Q_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.10% NQVAMNPTNTVFDAK 57 71 79.4 27.0 77.5 2 0 0 1,665.7902
Q_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.10% DAGTIAGLNVLR 160 171 47.3 27.2 24.2 2 0 0 1,199.6744
Q_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.10% STAGDTHLGGEDFDNR 221 236 26.1 25.0 26.1 0 1 0 1,691.7258
Q_09 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 5 5 9 10.10% LLQDFFNGK 349 357 26.3 27.6 17.0 2 0 0 1,081.5678
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% VEIIANDQGNR 26 36 49.6 27.7 0.0 2 0 0 1,228.6281
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% TTPSYVAFTDTER 37 49 76.2 25.9 69.7 2 0 0 1,487.7013
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% NQVAMNPTNTVFDAK 57 71 74.2 27.0 74.1 4 0 0 1,665.7902
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% RFDDAVVQSDMK 77 88 45.4 26.3 43.4 2 2 0 1,426.6633
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% FDDAVVQSDMK 78 88 73.5 25.0 70.7 2 0 0 1,270.5622
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% SFYPEEVSSMVLTK 113 126 73.7 27.0 63.0 2 0 0 1,632.7826
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% MKEIAEAYLGK 127 137 50.7 27.7 26.9 2 0 0 1,268.6557
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% EIAEAYLGK 129 137 27.2 27.8 21.1 1 0 0 993.5252
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% TVTNAVVTVPAYFNDSQR 138 155 55.9 27.5 52.7 1 1 0 1,981.9977
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% DAGTIAGLNVLR 160 171 69.4 27.5 47.9 2 0 0 1,199.6744
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% IINEPTAAAIAYGLDK 172 187 90.0 27.9 81.7 2 1 0 1,659.8954
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% STAGDTHLGGEDFDNR 221 236 45.3 25.0 36.8 2 2 0 1,691.7258
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% MVNHFIAEFK 237 246 30.7 27.5 22.0 2 0 0 1,251.6191
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% SQIHDIVLVGGSTR 329 342 49.6 26.4 46.4 1 0 0 1,481.8072
Q_10 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 17 30 26.80% NSLESYAFNMK 540 550 54.8 25.0 45.5 2 0 0 1,319.5936
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% VEIIANDQGNR 26 36 27.0 27.5 0.0 1 0 0 1,228.6281
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% TTPSYVAFTDTER 37 49 85.3 26.0 79.7 2 0 0 1,487.7013
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% NQVAMNPTNTVFDAK 57 71 86.6 27.1 80.7 4 0 0 1,665.7902
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% RFDDAVVQSDMK 77 88 36.7 26.1 30.9 2 0 0 1,426.6633
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% FDDAVVQSDMK 78 88 67.0 25.0 62.0 2 0 0 1,270.5622
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% SFYPEEVSSMVLTK 113 126 59.7 27.0 46.2 2 0 0 1,632.7826
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% MKEIAEAYLGK 127 137 34.8 27.2 18.7 2 0 0 1,252.6607
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% TVTNAVVTVPAYFNDSQR 138 155 53.4 27.3 45.0 2 1 0 1,981.9977
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% DAGTIAGLNVLR 160 171 72.4 27.5 52.4 2 0 0 1,199.6744
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% IINEPTAAAIAYGLDK 172 187 83.6 27.8 74.2 2 2 0 1,659.8954
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% IINEPTAAAIAYGLDKK 172 188 52.6 25.4 43.7 2 1 0 1,787.9904
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% STAGDTHLGGEDFDNR 221 236 40.2 25.0 40.2 2 0 0 1,691.7258
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% FEELNADLFR 302 311 36.3 27.1 26.5 2 0 0 1,253.6161
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% SQIHDIVLVGGSTR 329 342 56.9 26.6 55.7 2 0 0 1,481.8072
Q_11 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 13 16 30 26.90% NSLESYAFNMK 540 550 69.5 25.0 66.6 2 0 0 1,319.5936
Q_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 12 11.80% TTPSYVAFTDTER 37 49 65.2 25.9 63.7 2 0 0 1,487.7013
Q_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 12 11.80% NQVAMNPTNTVFDAK 57 71 54.1 27.0 54.1 2 0 0 1,665.7902
Q_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 12 11.80% DAGTIAGLNVLR 160 171 36.6 27.2 18.5 2 0 0 1,199.6744
Q_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 12 11.80% STAGDTHLGGEDFDNR 221 236 37.2 25.0 35.5 0 2 0 1,691.7258
Q_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 12 11.80% LLQDFFNGK 349 357 25.1 27.5 18.0 2 0 0 1,081.5678
Q_12 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 6 6 12 11.80% NSLESYAFNMK 540 550 39.1 25.0 39.1 2 0 0 1,319.5936
Q_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.10% TTPSYVAFTDTER 37 49 69.0 25.8 66.7 2 0 0 1,487.7013
Q_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.10% NQVAMNPTNTVFDAK 57 71 62.9 27.1 61.4 2 0 0 1,665.7902
Q_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.10% DAGTIAGLNVLR 160 171 72.7 27.2 51.8 2 0 0 1,199.6744
Q_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.10% IINEPTAAAIAYGLDKK 172 188 18.5 25.0 18.5 0 1 0 1,787.9904
Q_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.10% SQIHDIVLVGGSTR 329 342 28.6 26.6 21.9 0 2 0 1,481.8072
Q_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.10% LLQDFFNGK 349 357 24.5 27.5 17.1 1 0 0 1,081.5678
Q_13 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.10% NSLESYAFNMK 540 550 45.2 25.0 45.2 2 0 0 1,319.5936
Q_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 15.20% TTPSYVAFTDTER 37 49 71.6 25.8 64.4 2 0 0 1,487.7013
Q_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 15.20% NQVAMNPTNTVFDAK 57 71 75.1 27.0 75.1 2 0 0 1,665.7902
Q_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 15.20% DAGTIAGLNVLR 160 171 56.8 27.5 38.9 2 0 0 1,199.6744
Q_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 15.20% IINEPTAAAIAYGLDKK 172 188 30.3 25.4 27.6 0 1 0 1,787.9904
Q_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 15.20% STAGDTHLGGEDFDNR 221 236 31.2 25.0 31.2 1 2 0 1,691.7258
Q_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 15.20% SQIHDIVLVGGSTR 329 342 62.5 26.6 56.5 2 0 0 1,481.8072
Q_14 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 8 14 15.20% NSLESYAFNMK 540 550 63.4 25.0 58.2 2 0 0 1,319.5936
Q_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.90% TTPSYVAFTDTER 37 49 79.0 25.9 77.0 2 0 0 1,487.7013
Q_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.90% NQVAMNPTNTVFDAK 57 71 82.8 27.0 80.6 2 0 0 1,665.7902
Q_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.90% RFDDAVVQSDMK 77 88 29.3 26.3 22.9 0 2 0 1,426.6633
Q_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.90% DAGTIAGLNVLR 160 171 61.4 27.2 33.3 2 0 0 1,199.6744
Q_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.90% IINEPTAAAIAYGLDKK 172 188 21.5 25.4 16.5 0 1 0 1,787.9904
Q_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.90% STAGDTHLGGEDFDNR 221 236 29.2 25.0 29.2 0 1 0 1,691.7258
Q_15 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 7 7 12 14.90% NSLESYAFNMK 540 550 59.4 25.0 50.9 2 0 0 1,319.5936
Q_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.82% TTPSYVAFTDTER 37 49 63.3 25.6 58.4 2 0 0 1,487.7013
Q_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.82% NQVAMNPTNTVFDAK 57 71 68.8 27.0 67.9 2 0 0 1,665.7902
Q_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.82% DAGTIAGLNVLR 160 171 54.8 27.5 36.3 2 0 0 1,199.6744
Q_16 Heat shock cognate 71 kDa protein HSP7C_HUMAN 71,242 4 4 7 8.82% IINEPTAAAIAYGLDKK 172 188 30.0 25.1 25.5 0 1 0 1,787.9904
A_02 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 4 8.78% GPSWDPFR 13 20 31.2 25.0 23.9 2 0 0 961.4527
A_02 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 4 8.78% LFDQAFGLPR 28 37 76.0 27.4 69.9 2 0 0 1,163.6209
A_06 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 2 8.78% GPSWDPFR 13 20 25.1 25.0 21.7 1 0 0 961.4527
A_06 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 2 8.78% LFDQAFGLPR 28 37 32.5 27.9 26.9 1 0 0 1,163.6209
A_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 7 8 13 36.10% GPSWDPFR 13 20 38.5 25.0 26.6 1 0 0 961.4527
A_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 7 8 13 36.10% LFDQAFGLPR 28 37 57.2 27.4 44.8 1 0 0 1,163.6209
A_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 7 8 13 36.10% QLSSGVSEIR 80 89 46.7 29.2 29.8 1 0 0 1,075.5742
A_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 7 8 13 36.10% VSLDVNHFAPDELTVK 97 112 40.8 27.1 32.7 2 0 0 1,783.9226
A_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 7 8 13 36.10% DGVVEITGK 115 123 30.4 28.4 20.4 2 0 0 917.4940
A_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 7 8 13 36.10% DGVVEITGKHEER 115 127 43.0 27.0 32.9 2 2 0 1,468.7392
A_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 7 8 13 36.10% LATQSNEITIPVTFESR 172 188 45.2 27.6 45.2 2 0 0 1,905.9917
A_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 7 18.00% GPSWDPFR 13 20 26.6 25.0 26.6 2 0 0 961.4527
A_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 7 18.00% LFDQAFGLPR 28 37 72.2 27.3 62.7 2 0 0 1,163.6209
A_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 7 18.00% QLSSGVSEIR 80 89 49.0 29.2 32.2 2 0 0 1,075.5742
A_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 7 18.00% DGVVEITGK 115 123 33.2 28.4 19.8 1 0 0 917.4940
B_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 3 9.27% QLSSGVSEIR 80 89 33.5 28.7 7.4 2 0 0 1,075.5742
B_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 3 9.27% DGVVEITGK 115 123 28.9 28.4 17.7 1 0 0 917.4940
B_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 6 6 10 34.10% RVPFSLLR 5 12 29.8 25.0 10.3 2 0 0 987.6098
B_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 6 6 10 34.10% LFDQAFGLPR 28 37 48.6 27.6 32.5 2 0 0 1,163.6209
B_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 6 6 10 34.10% QLSSGVSEIR 80 89 60.4 28.8 47.0 2 0 0 1,075.5742
B_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 6 6 10 34.10% VSLDVNHFAPDELTVK 97 112 34.9 27.0 34.9 1 0 0 1,783.9226
B_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 6 6 10 34.10% DGVVEITGK 115 123 37.1 28.0 25.5 1 0 0 917.4940
B_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 6 6 10 34.10% LATQSNEITIPVTFESR 172 188 53.0 27.5 51.3 2 0 0 1,905.9917
C_06 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 3 8.78% RVPFSLLR 5 12 27.8 25.0 1.6 1 0 0 987.6098
C_06 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 3 8.78% LFDQAFGLPR 28 37 34.9 27.5 34.9 2 0 0 1,163.6209
C_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 7 21.50% RVPFSLLR 5 12 30.5 25.0 8.3 2 0 0 987.6098
C_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 7 21.50% LFDQAFGLPR 28 37 36.7 27.4 31.9 2 0 0 1,163.6209



C_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 7 21.50% QLSSGVSEIR 80 89 53.6 29.2 37.8 2 0 0 1,075.5742
C_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 7 21.50% VSLDVNHFAPDELTVK 97 112 19.5 27.1 8.5 0 1 0 1,783.9226
C_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 3 3 6 18.00% LFDQAFGLPR 28 37 33.6 27.9 26.4 2 0 0 1,163.6209
C_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 3 3 6 18.00% QLSSGVSEIR 80 89 63.8 29.2 50.1 2 0 0 1,075.5742
C_08 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 3 3 6 18.00% AQLGGPEAAKSDETAAK 189 205 22.4 27.6 15.5 0 2 0 1,643.8237
D_12 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 5 6 10 31.20% LFDQAFGLPR 28 37 62.9 27.8 53.0 2 0 0 1,163.6209
D_12 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 5 6 10 31.20% QLSSGVSEIR 80 89 46.2 29.2 33.9 2 0 0 1,075.5742
D_12 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 5 6 10 31.20% VSLDVNHFAPDELTVK 97 112 32.7 27.0 32.7 1 0 0 1,783.9226
D_12 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 5 6 10 31.20% TKDGVVEITGK 113 123 26.0 28.6 19.5 2 0 0 1,146.6367
D_12 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 5 6 10 31.20% LATQSNEITIPVTFESR 172 188 62.0 27.5 57.2 2 1 0 1,905.9917
D_13 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 4 22.00% GPSWDPFR 13 20 27.1 25.0 23.0 1 0 0 961.4527
D_13 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 4 22.00% LFDQAFGLPR 28 37 41.2 27.8 34.9 1 0 0 1,163.6209
D_13 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 4 22.00% QLSSGVSEIR 80 89 27.8 29.2 16.1 1 0 0 1,075.5742
D_13 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 4 22.00% LATQSNEITIPVTFESR 172 188 54.9 27.6 53.5 1 0 0 1,905.9917
F_10 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 6 17.60% RVPFSLLR 5 12 29.0 25.0 10.3 1 0 0 987.6098
F_10 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 6 17.60% GPSWDPFR 13 20 24.4 25.0 15.8 1 0 0 961.4527
F_10 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 6 17.60% LFDQAFGLPR 28 37 58.3 28.1 51.6 2 0 0 1,163.6209
F_10 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 6 17.60% QLSSGVSEIR 80 89 75.8 28.7 54.9 2 0 0 1,075.5742
H_04 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 3 16.10% VSLDVNHFAPDELTVK 97 112 22.8 27.0 14.7 0 2 0 1,783.9226
H_04 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 3 16.10% LATQSNEITIPVTFESR 172 188 36.2 27.7 36.2 1 0 0 1,905.9917
H_06 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 3 3 5 17.10% RVPFSLLR 5 12 30.8 25.0 8.5 2 0 0 987.6098
H_06 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 3 3 5 17.10% QLSSGVSEIR 80 89 23.6 28.9 12.3 2 0 0 1,075.5742
H_06 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 3 3 5 17.10% LATQSNEITIPVTFESR 172 188 34.8 27.7 34.8 1 0 0 1,905.9917
H_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 3 7.80% RVPFSLLR 5 12 22.1 25.0 9.1 1 0 0 987.6098
H_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 3 7.80% GPSWDPFR 13 20 23.1 25.0 20.0 2 0 0 961.4527
I_06 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 2 7.80% RVPFSLLR 5 12 28.0 25.0 11.2 1 0 0 987.6098
I_06 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 2 7.80% GPSWDPFR 13 20 20.8 25.5 20.5 1 0 0 961.4527
I_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 3 8.78% RVPFSLLR 5 12 16.4 25.0 7.9 1 0 0 987.6098
I_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 3 8.78% LFDQAFGLPR 28 37 45.5 28.1 39.5 2 0 0 1,163.6209
K_06 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 3 3 5 15.60% RVPFSLLR 5 12 23.3 25.0 6.2 2 0 0 987.6098
K_06 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 3 3 5 15.60% GPSWDPFR 13 20 29.0 25.0 16.7 2 0 0 961.4527
K_06 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 3 3 5 15.60% VSLDVNHFAPDELTVK 97 112 27.3 27.0 19.1 0 1 0 1,783.9226
K_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 3 8.78% GPSWDPFR 13 20 21.5 25.0 17.0 1 0 0 961.4527
K_07 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 3 8.78% LFDQAFGLPR 28 37 48.4 27.6 36.8 2 0 0 1,163.6209
L_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 7 21.50% GPSWDPFR 13 20 23.3 25.3 15.8 1 0 0 961.4527
L_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 7 21.50% LFDQAFGLPR 28 37 55.0 27.9 43.3 2 0 0 1,163.6209
L_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 7 21.50% QLSSGVSEIR 80 89 67.4 28.9 46.5 2 0 0 1,075.5742
L_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 4 4 7 21.50% VSLDVNHFAPDELTVK 97 112 21.9 26.8 15.1 0 2 0 1,783.9226
M_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 4 9.76% LFDQAFGLPR 28 37 46.9 28.0 39.3 2 0 0 1,163.6209
M_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 4 9.76% QLSSGVSEIR 80 89 50.4 28.9 32.7 2 0 0 1,075.5742
O_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 4 13.20% LFDQAFGLPR 28 37 43.8 28.0 38.0 2 0 0 1,163.6209
O_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 2 2 4 13.20% LATQSNEITIPVTFESR 172 188 41.3 27.7 34.9 2 0 0 1,905.9917
P_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 3 3 6 21.00% LFDQAFGLPR 28 37 53.5 27.9 46.7 2 0 0 1,163.6209
P_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 3 3 6 21.00% VSLDVNHFAPDELTVK 97 112 50.6 27.1 46.8 2 0 0 1,783.9226
P_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 3 3 6 21.00% LATQSNEITIPVTFESR 172 188 55.5 27.7 55.5 2 0 0 1,905.9917
Q_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 5 6 9 29.80% GPSWDPFR 13 20 22.9 25.3 15.5 1 0 0 961.4527
Q_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 5 6 9 29.80% LFDQAFGLPR 28 37 65.4 27.9 58.9 2 0 0 1,163.6209
Q_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 5 6 9 29.80% QLSSGVSEIR 80 89 62.2 28.8 46.0 1 0 0 1,075.5742
Q_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 5 6 9 29.80% VSLDVNHFAPDELTVK 97 112 40.6 27.0 40.6 2 2 0 1,783.9226
Q_05 Heat shock protein beta‐1 HSPB1_HUMAN 22,783 5 6 9 29.80% LATQSNEITIPVTFESR 172 188 64.8 27.7 62.5 1 0 0 1,905.9917
A_13 Serine protease HTRA1 HTRA1_HUMAN 51,287 2 2 4 4.79% YNFIADVVEK 169 178 47.5 26.1 38.8 2 0 0 1,197.6150
A_13 Serine protease HTRA1 HTRA1_HUMAN 51,287 2 2 4 4.79% VTAGISFAIPSDK 347 359 52.1 27.6 45.4 2 0 0 1,305.7050
C_13 Serine protease HTRA1 HTRA1_HUMAN 51,287 2 2 4 4.79% YNFIADVVEK 169 178 31.0 25.7 18.8 2 0 0 1,197.6150
C_13 Serine protease HTRA1 HTRA1_HUMAN 51,287 2 2 4 4.79% VTAGISFAIPSDK 347 359 64.6 28.5 48.0 2 0 0 1,305.7050
A_21 Hexokinase‐1 HXK1_HUMAN 102,488 7 7 12 8.18% TTVGVDGSLYK 408 418 26.7 26.5 19.0 1 0 0 1,139.5944
A_21 Hexokinase‐1 HXK1_HUMAN 102,488 7 7 12 8.18% FLLSESGSGK 442 451 32.5 26.4 23.6 2 0 0 1,024.5310
A_21 Hexokinase‐1 HXK1_HUMAN 102,488 7 7 12 8.18% GAAMVTAVAYR 452 462 54.3 27.3 49.2 2 0 0 1,125.5721
A_21 Hexokinase‐1 HXK1_HUMAN 102,488 7 7 12 8.18% ATDCVGHDVVTLLR 625 638 42.2 27.8 41.6 0 2 0 1,555.7899
A_21 Hexokinase‐1 HXK1_HUMAN 102,488 7 7 12 8.18% MISGMYLGEIVR 744 755 46.0 26.7 12.3 2 0 0 1,400.6914
A_21 Hexokinase‐1 HXK1_HUMAN 102,488 7 7 12 8.18% NILIDFTK 756 763 22.9 25.8 16.4 1 0 0 963.5511
A_21 Hexokinase‐1 HXK1_HUMAN 102,488 7 7 12 8.18% FLSQIESDR 786 794 36.0 26.8 12.3 2 0 0 1,094.5477
B_21 Hexokinase‐1 HXK1_HUMAN 102,488 5 5 9 5.78% HIDLVEGDEGR 244 254 31.1 26.0 26.0 1 0 0 1,239.5966
B_21 Hexokinase‐1 HXK1_HUMAN 102,488 5 5 9 5.78% TTVGVDGSLYK 408 418 33.0 27.3 22.9 2 0 0 1,139.5944
B_21 Hexokinase‐1 HXK1_HUMAN 102,488 5 5 9 5.78% GAAMVTAVAYR 452 462 50.6 27.4 42.2 2 0 0 1,125.5721
B_21 Hexokinase‐1 HXK1_HUMAN 102,488 5 5 9 5.78% LVDEYSLNAGK 728 738 49.8 28.4 41.6 2 0 0 1,208.6158
B_21 Hexokinase‐1 HXK1_HUMAN 102,488 5 5 9 5.78% FLSQIESDR 786 794 38.5 26.8 26.8 2 0 0 1,094.5477
C_21 Hexokinase‐1 HXK1_HUMAN 102,488 3 3 3 3.71% HIDLVEGDEGR 244 254 22.4 25.9 15.0 1 0 0 1,239.5966
C_21 Hexokinase‐1 HXK1_HUMAN 102,488 3 3 3 3.71% GAAMVTAVAYR 452 462 33.6 27.3 28.1 1 0 0 1,125.5721
C_21 Hexokinase‐1 HXK1_HUMAN 102,488 3 3 3 3.71% MISGMYLGEIVR 744 755 31.6 27.0 14.4 1 0 0 1,400.6914
L_13 Hexokinase‐1 HXK1_HUMAN 102,488 5 5 7 6.43% IDEAILITWTK 163 173 47.9 26.0 45.8 1 0 0 1,302.7306
L_13 Hexokinase‐1 HXK1_HUMAN 102,488 5 5 7 6.43% HIDLVEGDEGR 244 254 30.1 26.4 25.2 2 0 0 1,239.5966
L_13 Hexokinase‐1 HXK1_HUMAN 102,488 5 5 7 6.43% LVDEYSLNAGK 728 738 50.7 28.7 48.0 1 0 0 1,208.6158
L_13 Hexokinase‐1 HXK1_HUMAN 102,488 5 5 7 6.43% AAQLCGAGMAAVVDK 830 844 48.5 27.8 42.0 1 0 0 1,477.7139
L_13 Hexokinase‐1 HXK1_HUMAN 102,488 5 5 7 6.43% GAALITAVGVR 900 910 49.1 25.7 32.4 2 0 0 1,027.6259
A_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 7 7 11 9.41% VAIVKPGVPMEIVLNK 47 62 20.5 25.0 16.5 0 1 0 1,723.0189
A_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 7 7 11 9.41% YFQHLLGK 99 106 24.8 27.1 13.9 1 0 0 1,005.5517
A_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 7 7 11 9.41% QADNPHVALYQAR 107 119 37.2 27.1 37.2 0 2 0 1,482.7448
A_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 7 7 11 9.41% EAGMQPQLQIR 252 262 27.2 27.0 21.3 1 0 0 1,286.6524
A_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 7 7 11 9.41% LGNTISSLFGGGTTPDAK 577 594 69.2 27.9 58.3 2 0 0 1,735.8864
A_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 7 7 11 9.41% AEAGPEGVAPAPEGEK 670 685 51.0 26.8 41.8 2 0 0 1,508.7229
A_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 7 7 11 9.41% LPATEKPVLLSK 878 889 30.3 25.0 22.1 2 0 0 1,295.7935
B_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 10 7.11% VAIVKPGVPMEIVLNK 47 62 28.0 25.0 27.3 0 2 0 1,723.0189
B_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 10 7.11% QADNPHVALYQAR 107 119 40.9 27.0 40.8 0 2 0 1,482.7448
B_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 10 7.11% LGNTISSLFGGGTTPDAK 577 594 45.6 28.0 45.6 2 0 0 1,735.8864
B_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 10 7.11% AEAGPEGVAPAPEGEK 670 685 62.6 26.9 53.4 2 0 0 1,508.7229
B_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 10 7.11% LCQGLFFR 804 811 35.3 26.4 15.2 2 0 0 1,040.5347
C_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 10 10 16 12.40% YFQHLLGK 99 106 35.9 28.3 28.2 2 0 0 1,005.5517
C_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 10 10 16 12.40% QADNPHVALYQAR 107 119 41.2 26.8 29.4 1 0 0 1,482.7448
C_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 10 10 16 12.40% FPEHELTFDPQR 120 131 34.9 26.3 30.1 0 2 0 1,515.7228
C_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 10 10 16 12.40% TKEAGMQPQLQIR 250 262 29.8 28.3 23.8 0 2 0 1,515.7951
C_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 10 10 16 12.40% LAGLFNEQR 283 291 42.1 28.8 38.8 1 0 0 1,047.5582
C_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 10 10 16 12.40% LGNTISSLFGGGTTPDAK 577 594 54.4 28.3 54.4 2 0 0 1,735.8864
C_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 10 10 16 12.40% AEAGPEGVAPAPEGEK 670 685 33.5 26.6 30.3 1 0 0 1,508.7229
C_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 10 10 16 12.40% LYQPEYQEVSTEEQR 754 768 44.7 25.0 39.1 2 0 0 1,898.8767
C_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 10 10 16 12.40% LCQGLFFR 804 811 26.0 25.9 16.7 1 0 0 1,040.5347
C_24 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 10 10 16 12.40% LPATEKPVLLSK 878 889 49.4 25.0 42.1 2 0 0 1,295.7935
H_20 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 8 5.31% FFGDSAASMAIK 80 91 55.2 25.7 47.7 2 0 0 1,244.5980
H_20 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 8 5.31% YFQHLLGK 99 106 27.4 27.1 20.1 1 0 0 1,005.5517
H_20 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 8 5.31% SLAEDFAEQPIK 159 170 41.0 28.3 29.1 2 0 0 1,347.6792
H_20 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 8 5.31% LAGLFNEQR 283 291 33.4 28.8 12.9 1 0 0 1,047.5582
H_20 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 8 5.31% LPATEKPVLLSK 878 889 20.9 25.0 17.1 2 0 0 1,295.7935
K_20 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 2 2 3 2.10% LAGLFNEQR 283 291 23.6 29.0 12.6 1 0 0 1,047.5582
K_20 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 2 2 3 2.10% LPATEKPVLLSK 878 889 51.9 25.0 41.9 2 0 0 1,295.7935
M_14 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 7 5.81% FFGDSAASMAIK 80 91 21.5 25.5 16.7 1 0 0 1,260.5930
M_14 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 7 5.81% QADNPHVALYQAR 107 119 27.8 26.9 24.1 0 1 0 1,482.7448
M_14 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 7 5.81% LAGLFNEQR 283 291 42.5 29.0 32.6 2 0 0 1,047.5582
M_14 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 7 5.81% AEAGPEGVAPAPEGEK 670 685 29.4 27.0 28.8 2 0 0 1,508.7229
M_14 Hypoxia up‐regulated protein 1 HYOU1_HUMAN 111,337 5 5 7 5.81% EVQYLLNK 901 908 31.3 26.6 16.6 1 0 0 1,006.5568
A_09 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 4 7.69% LEGEACGVYTPR 93 104 48.9 25.9 42.3 2 0 0 1,351.6312
A_09 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 4 7.69% TPCQQELDQVLER 225 237 80.7 26.1 69.1 2 0 0 1,615.7747
A_10 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 4 7 12.60% TPCQQELDQVLER 225 237 83.9 26.1 81.6 2 1 0 1,615.7747
A_10 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 4 7 12.60% GECWCVNPNTGK 281 292 41.9 25.0 41.9 2 0 0 1,421.5938



A_10 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 4 7 12.60% GDPECHLFYNEQQEAR 302 317 39.7 25.0 39.7 0 2 0 1,992.8506
C_09 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 4 5 10 16.30% LEGEACGVYTPR 93 104 57.6 25.0 52.5 2 0 0 1,351.6312
C_09 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 4 5 10 16.30% TPCQQELDQVLER 225 237 68.9 25.8 55.7 2 2 0 1,615.7747
C_09 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 4 5 10 16.30% GECWCVNPNTGK 281 292 29.5 25.0 29.5 2 0 0 1,421.5938
C_09 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 4 5 10 16.30% GDPECHLFYNEQQEAR 302 317 41.7 25.0 38.1 0 2 0 1,992.8506
C_10 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 4 4 6 15.40% TPCQQELDQVLER 225 237 75.1 25.5 71.0 2 0 0 1,615.7747
C_10 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 4 4 6 15.40% GECWCVNPNTGK 281 292 31.4 25.0 31.4 1 0 0 1,421.5938
C_10 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 4 4 6 15.40% LIQGAPTIR 293 301 27.9 25.0 0.3 1 0 0 968.5889
C_10 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 4 4 6 15.40% GDPECHLFYNEQQEAR 302 317 28.3 25.0 23.5 0 2 0 1,992.8506
D_15 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 3 6.46% LEGEACGVYTPR 93 104 32.6 25.0 29.9 1 0 0 1,351.6312
D_15 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 3 6.46% LIQGAPTIR 293 301 29.5 25.0 18.8 2 0 0 968.5889
F_12 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 2 6.46% LEGEACGVYTPR 93 104 39.3 25.3 38.0 1 0 0 1,351.6312
F_12 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 2 6.46% LIQGAPTIR 293 301 23.9 25.0 9.8 1 0 0 968.5889
G_11 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 5 10.20% MPCAELVR 73 80 29.2 27.2 17.3 1 0 0 975.4751
G_11 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 5 10.20% LEGEACGVYTPR 93 104 45.0 26.3 42.0 2 0 0 1,351.6312
G_11 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 5 10.20% TPCQQELDQVLER 225 237 63.8 26.8 58.6 2 0 0 1,615.7747
G_12 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 4 6.46% LEGEACGVYTPR 93 104 48.5 26.0 44.6 2 0 0 1,351.6312
G_12 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 4 6.46% LIQGAPTIR 293 301 34.6 25.0 20.5 2 0 0 968.5889
H_08 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 5 10.50% TPCQQELDQVLER 225 237 54.7 26.6 52.1 2 0 0 1,615.7747
H_08 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 5 10.50% GECWCVNPNTGK 281 292 36.0 25.0 33.9 2 0 0 1,421.5938
H_08 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 5 10.50% LIQGAPTIR 293 301 22.7 25.0 17.2 1 0 0 968.5889
I_08 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 4 7.69% TPCQQELDQVLER 225 237 92.8 26.5 81.1 2 0 0 1,615.7747
I_08 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 4 7.69% GECWCVNPNTGK 281 292 33.2 25.0 32.9 2 0 0 1,421.5938
J_08 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 6 11.40% LEGEACGVYTPR 93 104 42.0 26.6 36.4 2 0 0 1,351.6312
J_08 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 6 11.40% TPCQQELDQVLER 225 237 75.7 26.8 66.6 2 0 0 1,615.7747
J_08 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 6 11.40% GECWCVNPNTGK 281 292 33.9 25.0 33.9 2 0 0 1,421.5938
J_09 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 4 7.69% LEGEACGVYTPR 93 104 54.5 26.6 47.6 2 0 0 1,351.6312
J_09 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 4 7.69% TPCQQELDQVLER 225 237 86.8 26.8 73.1 2 0 0 1,615.7747
K_08 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 6 12.60% TPCQQELDQVLER 225 237 86.0 26.6 77.6 2 0 0 1,615.7747
K_08 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 6 12.60% GECWCVNPNTGK 281 292 66.8 25.0 66.8 2 0 0 1,421.5938
K_08 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 6 12.60% GDPECHLFYNEQQEAR 302 317 23.0 25.0 23.0 0 2 0 1,992.8506
L_06 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 4 6.77% TPCQQELDQVLER 225 237 86.4 26.7 73.6 2 0 0 1,615.7747
L_06 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 4 6.77% LIQGAPTIR 293 301 35.7 25.0 21.5 2 0 0 968.5889
N_06 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 6 10.20% MPCAELVR 73 80 24.5 25.6 14.2 2 0 0 991.4700
N_06 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 6 10.20% TPCQQELDQVLER 225 237 86.5 26.8 75.9 2 0 0 1,615.7747
N_06 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 6 10.20% GECWCVNPNTGK 281 292 48.5 25.0 48.5 2 0 0 1,421.5938
O_03 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 6 12.60% LEGEACGVYTPR 93 104 60.5 26.8 57.5 2 0 0 1,351.6312
O_03 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 6 12.60% TPCQQELDQVLER 225 237 83.8 26.5 75.2 2 0 0 1,615.7747
O_03 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 6 12.60% GDPECHLFYNEQQEAR 302 317 31.6 25.0 30.9 0 2 0 1,992.8506
O_06 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 4 7 13.80% LAACGPPPVAPPAAVAAVAGGAR 50 72 60.5 25.8 54.5 2 2 0 2,041.1013
O_06 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 4 7 13.80% TPCQQELDQVLER 225 237 107.0 26.6 92.8 2 0 0 1,615.7747
O_06 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 4 7 13.80% LIQGAPTIR 293 301 20.9 25.0 9.8 1 0 0 968.5889
P_06 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 3 8.92% TPCQQELDQVLER 225 237 89.7 26.8 79.4 2 0 0 1,615.7747
P_06 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 2 3 8.92% GDPECHLFYNEQQEAR 302 317 30.8 25.0 28.9 0 1 0 1,992.8506
Q_06 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 4 7 11.10% LAACGPPPVAPPAAVAAVAGGAR 50 72 65.7 25.7 57.9 2 2 0 2,041.1013
Q_06 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 2 4 7 11.10% TPCQQELDQVLER 225 237 84.0 26.8 71.3 2 1 0 1,615.7747
Q_16 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 5 14.80% LAACGPPPVAPPAAVAAVAGGAR 50 72 28.8 25.7 21.1 0 1 0 2,041.1013
Q_16 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 5 14.80% LEGEACGVYTPR 93 104 59.9 26.6 58.8 2 0 0 1,351.6312
Q_16 Insulin‐like growth factor‐binding protein 2 IBP2_HUMAN 34,814 3 3 5 14.80% TPCQQELDQVLER 225 237 85.8 26.7 72.7 2 0 0 1,615.7747
A_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 9 10 16 40.40% GYCAPGMECVK 79 89 24.3 25.0 21.4 1 0 0 1,287.5168
A_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 9 10 16 40.40% AGAAAGGPGVSGVCVCK 98 114 36.4 25.2 36.2 0 2 0 1,517.7201
A_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 9 10 16 40.40% SRYPVCGSDGTTYPSGCQLR 115 134 47.0 25.0 44.2 0 2 0 2,261.0076
A_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 9 10 16 40.40% YPVCGSDGTTYPSGCQLR 117 134 45.5 25.0 45.5 1 0 0 2,017.8745
A_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 9 10 16 40.40% GTCEQGPSIVTPPK 154 167 54.5 26.8 42.4 2 0 0 1,470.7260
A_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 9 10 16 40.40% TELLPGDRDNLAIQTR 206 221 56.5 27.2 52.0 2 0 0 1,811.9613
A_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 9 10 16 40.40% EDAGEYECHASNSQGQASASAK 241 262 41.3 25.0 41.3 1 1 0 2,296.9371
A_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 9 10 16 40.40% ITVVDALHEIPVK 263 275 46.1 25.0 33.9 2 0 0 1,433.8364
A_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 9 10 16 40.40% ITVVDALHEIPVKK 263 276 49.7 25.0 43.8 2 0 0 1,561.9314
A_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 15 35.50% GYCAPGMECVK 79 89 49.5 25.0 49.5 2 0 0 1,287.5168
A_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 15 35.50% AGAAAGGPGVSGVCVCK 98 114 68.7 25.2 63.3 2 0 0 1,517.7201
A_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 15 35.50% SRYPVCGSDGTTYPSGCQLR 115 134 21.2 25.0 21.2 0 1 0 2,261.0076
A_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 15 35.50% TELLPGDRDNLAIQTR 206 221 50.5 27.1 39.8 2 1 0 1,811.9613
A_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 15 35.50% DNLAIQTR 214 221 25.6 27.7 7.2 1 0 0 930.5004
A_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 15 35.50% EDAGEYECHASNSQGQASASAK 241 262 58.5 25.0 58.5 0 2 0 2,296.9371
A_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 15 35.50% ITVVDALHEIPVK 263 275 52.8 25.0 41.4 2 0 0 1,433.8364
A_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 15 35.50% ITVVDALHEIPVKK 263 276 54.3 25.0 39.4 2 0 0 1,561.9314
A_11 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 4 10.60% AGAAAGGPGVSGVCVCK 98 114 34.4 25.5 32.2 2 0 0 1,517.7201
A_11 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 4 10.60% ITVVDALHEIPVK 263 275 35.4 25.0 31.2 2 0 0 1,433.8364
B_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 8 13 25.50% SRYPVCGSDGTTYPSGCQLR 115 134 49.0 25.0 46.6 0 2 0 2,261.0076
B_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 8 13 25.50% TELLPGDR 206 213 19.6 25.8 19.2 1 0 0 900.4787
B_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 8 13 25.50% TELLPGDRDNLAIQTR 206 221 46.9 27.1 30.4 2 0 0 1,811.9613
B_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 8 13 25.50% EDAGEYECHASNSQGQASASAK 241 262 34.3 25.0 34.3 0 1 0 2,296.9371
B_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 8 13 25.50% ITVVDALHEIPVK 263 275 50.4 25.0 41.9 2 1 0 1,433.8364
B_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 8 13 25.50% ITVVDALHEIPVKK 263 276 42.6 25.0 37.6 2 2 0 1,561.9314
B_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 5 10 16.70% AGAAAGGPGVSGVCVCK 98 114 77.9 25.2 75.1 2 0 0 1,517.7201
B_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 5 10 16.70% TELLPGDRDNLAIQTR 206 221 47.1 27.1 37.0 2 0 0 1,811.9613
B_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 5 10 16.70% ITVVDALHEIPVK 263 275 75.1 25.0 63.1 2 0 0 1,433.8364
B_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 5 10 16.70% ITVVDALHEIPVKK 263 276 35.4 25.0 27.2 2 2 0 1,561.9314
B_11 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 3 5 11.00% AGAAAGGPGVSGVCVCK 98 114 38.9 25.5 36.6 2 0 0 1,517.7201
B_11 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 3 5 11.00% ITVVDALHEIPVK 263 275 28.7 25.0 20.0 1 0 0 1,433.8364
B_11 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 3 5 11.00% ITVVDALHEIPVKK 263 276 14.7 25.0 11.7 0 2 0 1,561.9314
C_07 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 2 11.70% AGAAAGGPGVSGVCVCK 98 114 47.8 25.2 46.2 1 0 0 1,517.7201
C_07 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 2 11.70% TELLPGDRDNLAIQTR 206 221 17.4 27.1 11.1 0 1 0 1,811.9613
C_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 10 19 35.50% GYCAPGMECVK 79 89 32.9 25.0 32.9 3 0 0 1,271.5219
C_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 10 19 35.50% AGAAAGGPGVSGVCVCK 98 114 89.4 25.1 88.7 2 0 0 1,517.7201
C_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 10 19 35.50% SRYPVCGSDGTTYPSGCQLR 115 134 39.7 25.0 35.3 0 2 0 2,261.0076
C_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 10 19 35.50% YPVCGSDGTTYPSGCQLR 117 134 71.8 25.0 62.5 2 0 0 2,017.8745
C_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 10 19 35.50% TELLPGDRDNLAIQTR 206 221 53.8 27.2 49.4 2 0 0 1,811.9613
C_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 10 19 35.50% EDAGEYECHASNSQGQASASAK 241 262 32.0 25.0 32.0 0 2 0 2,296.9371
C_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 10 19 35.50% ITVVDALHEIPVK 263 275 38.1 25.0 30.6 2 0 0 1,433.8364
C_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 10 19 35.50% ITVVDALHEIPVKK 263 276 40.7 25.0 30.5 2 2 0 1,561.9314
C_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 12 35.50% GYCAPGMECVK 79 89 26.5 25.0 26.5 1 0 0 1,271.5219
C_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 12 35.50% AGAAAGGPGVSGVCVCK 98 114 78.0 25.2 75.9 2 0 0 1,517.7201
C_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 12 35.50% SRYPVCGSDGTTYPSGCQLR 115 134 31.2 25.0 29.6 0 1 0 2,261.0076
C_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 12 35.50% TELLPGDRDNLAIQTR 206 221 34.2 27.0 22.8 2 0 0 1,811.9613
C_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 12 35.50% EDAGEYECHASNSQGQASASAK 241 262 29.3 25.0 29.0 0 2 0 2,296.9371
C_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 12 35.50% ITVVDALHEIPVK 263 275 29.8 25.0 21.7 2 0 0 1,433.8364
C_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 12 35.50% ITVVDALHEIPVKK 263 276 16.2 25.0 11.4 1 1 0 1,561.9314
C_11 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 3 11.00% AGAAAGGPGVSGVCVCK 98 114 53.9 25.1 53.7 2 0 0 1,517.7201
C_11 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 3 11.00% ITVVDALHEIPVKK 263 276 23.7 25.0 16.6 0 1 0 1,561.9314
D_14 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 3 11.00% AGAAAGGPGVSGVCVCK 98 114 65.3 25.0 64.3 2 0 0 1,517.7201
D_14 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 3 11.00% GTCEQGPSIVTPPK 154 167 22.8 26.2 20.0 1 0 0 1,470.7260
E_13 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 3 8.87% AGAAAGGPGVSGVCVCK 98 114 51.7 25.2 49.5 2 0 0 1,517.7201
E_13 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 3 8.87% TELLPGDR 206 213 19.0 26.2 13.2 1 0 0 900.4787
E_14 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 3 5 11.00% AGAAAGGPGVSGVCVCK 98 114 49.9 25.0 47.7 2 1 0 1,517.7201
E_14 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 3 5 11.00% GTCEQGPSIVTPPK 154 167 36.3 26.2 31.6 2 0 0 1,470.7260
F_11 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 4 7 19.90% GYCAPGMECVK 79 89 40.2 25.0 40.2 2 0 0 1,271.5219
F_11 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 4 7 19.90% AGAAAGGPGVSGVCVCK 98 114 80.2 25.2 73.3 2 0 0 1,517.7201
F_11 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 4 7 19.90% GTCEQGPSIVTPPK 154 167 50.4 26.6 40.6 2 0 0 1,470.7260
F_11 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 4 7 19.90% ITVVDALHEIPVKK 263 276 18.6 25.0 7.5 0 1 0 1,561.9314
F_12 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 2 10.30% TELLPGDRDNLAIQTR 206 221 29.7 27.1 22.7 1 0 0 1,811.9613
F_12 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 2 10.30% ITVVDALHEIPVK 263 275 39.7 25.0 33.0 1 0 0 1,433.8364



G_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 4 9.93% GYCAPGMECVK 79 89 29.0 25.0 29.0 2 0 0 1,271.5219
G_10 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 4 9.93% AGAAAGGPGVSGVCVCK 98 114 68.1 25.7 64.0 2 0 0 1,517.7201
G_12 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 2 9.93% GYCAPGMECVK 79 89 29.4 25.0 29.4 1 0 0 1,271.5219
G_12 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 2 9.93% AGAAAGGPGVSGVCVCK 98 114 41.2 25.4 37.7 0 1 0 1,517.7201
H_07 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 5 9 19.10% GYCAPGMECVK 79 89 39.3 25.0 39.3 2 0 0 1,271.5219
H_07 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 5 9 19.10% GTCEQGPSIVTPPK 154 167 49.8 26.7 44.6 2 0 0 1,470.7260
H_07 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 5 9 19.10% TELLPGDRDNLAIQTR 206 221 33.5 27.1 30.5 1 2 0 1,811.9613
H_07 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 5 9 19.10% ITVVDALHEIPVK 263 275 59.8 25.0 49.8 2 0 0 1,433.8364
H_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 6 9 27.30% GYCAPGMECVK 79 89 20.3 25.0 20.3 1 0 0 1,271.5219
H_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 6 9 27.30% AGAAAGGPGVSGVCVCK 98 114 26.9 25.4 26.9 1 0 0 1,517.7201
H_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 6 9 27.30% SRYPVCGSDGTTYPSGCQLR 115 134 35.2 25.0 19.7 0 2 0 2,261.0076
H_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 6 9 27.30% YPVCGSDGTTYPSGCQLR 117 134 62.0 25.0 62.0 1 0 0 2,017.8745
H_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 6 9 27.30% TELLPGDRDNLAIQTR 206 221 38.3 27.0 33.5 2 0 0 1,811.9613
H_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 6 9 27.30% ITVVDALHEIPVK 263 275 56.2 25.0 48.1 2 0 0 1,433.8364
H_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 4 7 15.60% GYCAPGMECVK 79 89 44.0 25.0 41.9 2 0 0 1,271.5219
H_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 4 7 15.60% AGAAAGGPGVSGVCVCK 98 114 57.0 25.4 53.8 2 0 0 1,517.7201
H_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 4 7 15.60% TELLPGDRDNLAIQTR 206 221 38.1 27.0 30.7 2 1 0 1,811.9613
I_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 3 11.70% AGAAAGGPGVSGVCVCK 98 114 26.6 25.4 24.6 2 0 0 1,517.7201
I_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 3 11.70% TELLPGDRDNLAIQTR 206 221 18.7 27.1 10.2 0 1 0 1,811.9613
I_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 10 20 27.70% GYCAPGMECVK 79 89 32.2 25.0 32.2 2 0 0 1,271.5219
I_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 10 20 27.70% AGAAAGGPGVSGVCVCK 98 114 51.2 25.0 51.2 4 2 0 1,517.7201
I_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 10 20 27.70% SRYPVCGSDGTTYPSGCQLR 115 134 48.2 25.0 41.2 0 2 0 2,261.0076
I_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 10 20 27.70% YPVCGSDGTTYPSGCQLR 117 134 103.0 25.0 103.0 2 1 0 2,017.8745
I_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 10 20 27.70% TELLPGDRDNLAIQTR 206 221 49.3 27.0 44.4 2 1 0 1,811.9613
I_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 10 20 27.70% ITVVDALHEIPVK 263 275 49.8 25.0 39.0 2 0 0 1,433.8364
I_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 10 20 27.70% ITVVDALHEIPVKK 263 276 30.8 25.0 26.3 2 0 0 1,561.9314
I_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 5 5 9 23.40% AGAAAGGPGVSGVCVCK 98 114 78.6 25.1 72.1 1 0 0 1,517.7201
I_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 5 5 9 23.40% SRYPVCGSDGTTYPSGCQLR 115 134 46.2 25.0 43.7 0 2 0 2,261.0076
I_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 5 5 9 23.40% YPVCGSDGTTYPSGCQLR 117 134 75.7 25.0 73.9 2 0 0 2,017.8745
I_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 5 5 9 23.40% TELLPGDRDNLAIQTR 206 221 48.5 27.1 40.8 2 0 0 1,811.9613
I_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 5 5 9 23.40% ITVVDALHEIPVK 263 275 67.3 25.0 54.5 2 0 0 1,433.8364
J_07 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 3 6 11.00% AGAAAGGPGVSGVCVCK 98 114 58.0 25.7 54.9 2 0 0 1,517.7201
J_07 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 3 6 11.00% ITVVDALHEIPVK 263 275 66.5 25.0 55.8 2 0 0 1,433.8364
J_07 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 3 6 11.00% ITVVDALHEIPVKK 263 276 27.0 25.0 18.6 0 2 0 1,561.9314
J_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 19 33.70% AGAAAGGPGVSGVCVCK 98 114 38.3 25.5 34.5 4 0 0 1,517.7201
J_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 19 33.70% SRYPVCGSDGTTYPSGCQLR 115 134 42.0 25.0 34.1 0 2 0 2,261.0076
J_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 19 33.70% YPVCGSDGTTYPSGCQLR 117 134 63.6 25.0 59.5 2 0 0 2,017.8745
J_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 19 33.70% GTCEQGPSIVTPPK 154 167 45.7 27.3 34.6 2 0 0 1,470.7260
J_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 19 33.70% TELLPGDRDNLAIQTR 206 221 38.0 26.7 31.5 2 1 0 1,811.9613
J_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 19 33.70% HEVTGWVLVSPLSK 227 240 60.9 25.8 60.9 2 0 0 1,551.8530
J_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 19 33.70% ITVVDALHEIPVK 263 275 76.0 25.0 64.1 2 0 0 1,433.8364
J_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 8 9 19 33.70% ITVVDALHEIPVKK 263 276 52.1 25.0 41.8 2 0 0 1,561.9314
J_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 14 32.60% GYCAPGMECVK 79 89 19.8 25.0 9.1 1 0 0 1,271.5219
J_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 14 32.60% AGAAAGGPGVSGVCVCK 98 114 39.3 25.6 37.5 2 0 0 1,517.7201
J_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 14 32.60% SRYPVCGSDGTTYPSGCQLR 115 134 38.1 25.0 32.4 0 2 0 2,261.0076
J_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 14 32.60% GTCEQGPSIVTPPK 154 167 41.9 26.8 41.9 2 0 0 1,470.7260
J_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 14 32.60% TELLPGDRDNLAIQTR 206 221 30.6 26.7 26.9 2 0 0 1,811.9613
J_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 14 32.60% ITVVDALHEIPVK 263 275 67.2 25.0 55.7 2 0 0 1,433.8364
J_09 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 7 8 14 32.60% ITVVDALHEIPVKK 263 276 34.2 25.0 27.8 1 2 0 1,561.9314
K_07 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 4 7 17.70% AGAAAGGPGVSGVCVCK 98 114 40.9 25.6 40.9 2 0 0 1,517.7201
K_07 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 4 7 17.70% SRYPVCGSDGTTYPSGCQLR 115 134 37.8 25.0 29.3 0 2 0 2,261.0076
K_07 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 4 7 17.70% ITVVDALHEIPVK 263 275 77.4 25.0 66.1 2 1 0 1,433.8364
K_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 5 6 15 23.00% AGAAAGGPGVSGVCVCK 98 114 60.8 25.6 60.8 6 0 0 1,517.7201
K_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 5 6 15 23.00% YPVCGSDGTTYPSGCQLR 117 134 77.4 25.0 76.6 2 1 0 2,017.8745
K_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 5 6 15 23.00% TELLPGDRDNLAIQTR 206 221 24.6 27.0 16.1 0 2 0 1,811.9613
K_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 5 6 15 23.00% ITVVDALHEIPVK 263 275 93.1 25.0 81.7 2 0 0 1,433.8364
K_08 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 5 6 15 23.00% ITVVDALHEIPVKK 263 276 53.7 25.0 44.3 2 0 0 1,561.9314
M_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 3 5 11.30% YPVCGSDGTTYPSGCQLR 117 134 74.8 25.0 74.8 2 0 0 2,017.8745
M_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 3 5 11.30% ITVVDALHEIPVK 263 275 53.4 25.0 45.6 2 0 0 1,433.8364
M_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 3 5 11.30% ITVVDALHEIPVKK 263 276 19.1 25.0 17.0 0 1 0 1,561.9314
N_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 4 7 23.40% GYCAPGMECVK 79 89 32.0 25.0 32.0 2 0 0 1,287.5168
N_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 4 7 23.40% AGAAAGGPGVSGVCVCK 98 114 68.2 25.5 60.4 2 0 0 1,517.7201
N_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 4 7 23.40% TELLPGDRDNLAIQTR 206 221 48.4 26.7 41.1 1 0 0 1,811.9613
N_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 4 4 7 23.40% EDAGEYECHASNSQGQASASAK 241 262 65.5 25.0 65.5 0 2 0 2,296.9371
O_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 4 7.09% SRYPVCGSDGTTYPSGCQLR 115 134 31.3 25.0 26.8 0 2 0 2,261.0076
O_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 4 7.09% YPVCGSDGTTYPSGCQLR 117 134 74.2 25.0 74.2 2 0 0 2,017.8745
P_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 3 5 12.80% SRYPVCGSDGTTYPSGCQLR 115 134 38.3 25.0 29.5 0 1 0 2,261.0076
P_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 3 5 12.80% YPVCGSDGTTYPSGCQLR 117 134 68.9 25.0 68.9 2 0 0 2,017.8745
P_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 3 3 5 12.80% TELLPGDRDNLAIQTR 206 221 29.7 26.7 11.4 0 2 0 1,811.9613
Q_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 7 11 20.90% GYCAPGMECVK 79 89 28.3 25.0 28.3 1 0 0 1,271.5219
Q_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 7 11 20.90% SRYPVCGSDGTTYPSGCQLR 115 134 36.1 25.0 31.8 0 2 0 2,261.0076
Q_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 7 11 20.90% YPVCGSDGTTYPSGCQLR 117 134 73.7 25.0 69.0 2 0 0 2,017.8745
Q_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 7 11 20.90% HEVTGWVLVSPLSK 227 240 44.8 26.2 44.8 1 1 0 1,551.8530
Q_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 7 11 20.90% ITVVDALHEIPVK 263 275 71.6 25.0 60.9 2 0 0 1,433.8364
Q_06 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 6 7 11 20.90% ITVVDALHEIPVKK 263 276 20.3 25.0 14.9 0 2 0 1,561.9314
Q_16 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 3 11.70% AGAAAGGPGVSGVCVCK 98 114 69.3 25.5 69.2 2 0 0 1,517.7201
Q_16 Insulin‐like growth factor‐binding protein 7 IBP7_HUMAN 29,130 2 2 3 11.70% TELLPGDRDNLAIQTR 206 221 34.5 26.6 30.9 1 0 0 1,811.9613
I_06 Calpastatin ICAL_HUMAN 76,575 2 2 2 3.67% CGEDDETIPSEYR 328 340 40.0 25.0 24.9 1 0 0 1,570.6328
I_06 Calpastatin ICAL_HUMAN 76,575 2 2 2 3.67% AAAPAPVSEAVCR 397 409 28.5 26.4 25.1 1 0 0 1,298.6521
I_17 Intercellular adhesion molecule 1 ICAM1_HUMAN 57,825 2 2 2 4.51% LLGIETPLPK 57 66 33.2 25.0 16.3 1 0 0 1,080.6666
I_17 Intercellular adhesion molecule 1 ICAM1_HUMAN 57,825 2 2 2 4.51% VTLNGVPAQPLGPR 340 353 27.6 25.0 27.6 1 0 0 1,418.8116
J_16 Intercellular adhesion molecule 1 ICAM1_HUMAN 57,825 3 3 4 7.33% GGSVLVTCSTSCDQPK 41 56 27.5 25.0 27.5 1 0 0 1,695.7679
J_16 Intercellular adhesion molecule 1 ICAM1_HUMAN 57,825 3 3 4 7.33% VTLNGVPAQPLGPR 340 353 41.2 25.0 41.2 1 0 0 1,418.8116
J_16 Intercellular adhesion molecule 1 ICAM1_HUMAN 57,825 3 3 4 7.33% DLEGTYLCR 450 458 29.4 25.0 22.3 2 0 0 1,126.5199
K_16 Intercellular adhesion molecule 1 ICAM1_HUMAN 57,825 3 3 4 6.20% LLGIETPLPK 57 66 27.5 25.0 18.1 2 0 0 1,080.6666
K_16 Intercellular adhesion molecule 1 ICAM1_HUMAN 57,825 3 3 4 6.20% VTLNGVPAQPLGPR 340 353 29.2 25.3 21.1 1 0 0 1,418.8116
K_16 Intercellular adhesion molecule 1 ICAM1_HUMAN 57,825 3 3 4 6.20% DLEGTYLCR 450 458 37.1 25.0 32.9 1 0 0 1,126.5199
Q_12 Intercellular adhesion molecule 1 ICAM1_HUMAN 57,825 3 3 5 7.33% GGSVLVTCSTSCDQPK 41 56 34.5 25.0 34.5 2 0 0 1,695.7679
Q_12 Intercellular adhesion molecule 1 ICAM1_HUMAN 57,825 3 3 5 7.33% VTLNGVPAQPLGPR 340 353 38.3 25.0 38.3 1 0 0 1,418.8116
Q_12 Intercellular adhesion molecule 1 ICAM1_HUMAN 57,825 3 3 5 7.33% DLEGTYLCR 450 458 41.2 25.0 35.0 2 0 0 1,126.5199
A_13 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% ILLDEQAQWK 67 76 40.4 27.4 16.4 2 0 0 1,243.6683
A_13 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% QVILTLQPTLVAVGK 114 128 49.0 25.0 49.0 2 0 0 1,579.9784
A_15 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 3 3 5 11.30% VFEVHVRPK 26 34 29.4 25.0 26.5 1 0 0 1,110.6418
A_15 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 3 3 5 11.30% QVILTLQPTLVAVGK 114 128 74.3 25.0 74.3 2 0 0 1,579.9784
A_15 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 3 3 5 11.30% SFTIECR 129 135 19.8 25.0 15.6 2 0 0 912.4244
B_16 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 3 9.09% ILLDEQAQWK 67 76 47.0 27.8 26.9 2 0 0 1,243.6683
B_16 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 3 9.09% QVILTLQPTLVAVGK 114 128 28.0 25.0 28.0 1 0 0 1,579.9784
C_13 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% ILLDEQAQWK 67 76 57.5 27.3 40.8 2 0 0 1,243.6683
C_13 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% QVILTLQPTLVAVGK 114 128 34.3 25.0 34.3 2 0 0 1,579.9784
C_16 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% ILLDEQAQWK 67 76 46.2 27.3 17.3 2 0 0 1,243.6683
C_16 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% QVILTLQPTLVAVGK 114 128 62.0 25.0 62.0 2 0 0 1,579.9784
C_17 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% ILLDEQAQWK 67 76 46.6 27.9 27.3 2 0 0 1,243.6683
C_17 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% QVILTLQPTLVAVGK 114 128 42.6 25.0 42.6 2 0 0 1,579.9784
D_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% ILLDEQAQWK 67 76 30.0 27.8 13.1 2 0 0 1,243.6683
D_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% QVILTLQPTLVAVGK 114 128 52.1 25.0 52.1 2 0 0 1,579.9784
D_10 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 2 9.09% ILLDEQAQWK 67 76 36.8 27.8 28.8 1 0 0 1,243.6683
D_10 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 2 9.09% QVILTLQPTLVAVGK 114 128 37.7 25.0 37.7 1 0 0 1,579.9784
D_12 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 3 6.18% ILLDEQAQWK 67 76 36.4 27.3 10.2 2 0 0 1,243.6683
D_12 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 3 6.18% SFTIECR 129 135 17.7 25.0 9.4 1 0 0 912.4244
E_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 3 9.09% ILLDEQAQWK 67 76 34.3 27.8 19.7 2 0 0 1,243.6683
E_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 3 9.09% QVILTLQPTLVAVGK 114 128 28.0 25.0 28.0 1 0 0 1,579.9784
E_10 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 5 9.09% ILLDEQAQWK 67 76 40.6 27.9 19.4 2 0 0 1,243.6683



E_10 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 5 9.09% QVILTLQPTLVAVGK 114 128 56.3 25.0 56.3 2 1 0 1,579.9784
E_11 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 3 4 7 11.60% ILLDEQAQWK 67 76 39.0 27.4 12.5 2 0 0 1,243.6683
E_11 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 3 4 7 11.60% QVILTLQPTLVAVGK 114 128 50.2 25.0 50.2 2 2 0 1,579.9784
E_11 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 3 4 7 11.60% SFTIECR 129 135 23.7 25.0 16.0 1 0 0 912.4244
E_12 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 2 6.18% ILLDEQAQWK 67 76 25.8 27.8 8.8 1 0 0 1,243.6683
E_12 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 2 6.18% SFTIECR 129 135 15.5 25.0 7.4 1 0 0 912.4244
G_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 3 3 6 11.60% ILLDEQAQWK 67 76 59.2 27.8 30.0 2 0 0 1,243.6683
G_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 3 3 6 11.60% QESMNSNVSVYQPPR 99 113 37.7 25.1 37.1 2 0 0 1,751.8017
G_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 3 3 6 11.60% SFTIECR 129 135 27.4 25.0 17.3 2 0 0 912.4244
I_15 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% ILLDEQAQWK 67 76 38.7 27.9 17.6 2 0 0 1,243.6683
I_15 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% QVILTLQPTLVAVGK 114 128 40.2 25.0 40.0 2 0 0 1,579.9784
J_13 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 10 9.09% ILLDEQAQWK 67 76 55.7 27.8 21.9 6 0 0 1,243.6683
J_13 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 10 9.09% QVILTLQPTLVAVGK 114 128 70.1 25.0 70.1 2 2 0 1,579.9784
J_14 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 6 9.09% ILLDEQAQWK 67 76 58.1 27.8 31.8 2 0 0 1,243.6683
J_14 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 6 9.09% QVILTLQPTLVAVGK 114 128 58.1 25.0 58.1 2 2 0 1,579.9784
K_13 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 4 9.09% ILLDEQAQWK 67 76 20.0 27.8 0.4 1 0 0 1,243.6683
K_13 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 4 9.09% QVILTLQPTLVAVGK 114 128 81.1 25.0 81.1 2 1 0 1,579.9784
K_15 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 3 9.09% ILLDEQAQWK 67 76 51.9 27.8 23.6 2 0 0 1,243.6683
K_15 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 3 9.09% QVILTLQPTLVAVGK 114 128 45.0 25.0 45.0 1 0 0 1,579.9784
L_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 6 9.09% ILLDEQAQWK 67 76 46.4 27.8 25.2 2 0 0 1,243.6683
L_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 6 9.09% QVILTLQPTLVAVGK 114 128 69.0 25.0 69.0 2 2 0 1,579.9784
L_10 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% ILLDEQAQWK 67 76 44.3 27.8 16.8 2 0 0 1,243.6683
L_10 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 2 4 9.09% QVILTLQPTLVAVGK 114 128 44.0 25.0 44.0 2 0 0 1,579.9784
M_08 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,667 2 3 4 10.90% QESMNSNVSVYQPPR 99 113 31.3 25.2 31.3 1 0 0 1,751.8017
M_08 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,667 2 3 4 10.90% QVILTLQPTLVAVGK 114 128 65.1 25.0 64.0 2 1 0 1,579.9784
N_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 3 4 7 11.60% ILLDEQAQWK 67 76 61.9 28.2 36.0 1 0 0 1,243.6683
N_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 3 4 7 11.60% QVILTLQPTLVAVGK 114 128 54.7 25.0 54.7 2 2 0 1,579.9784
N_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 3 4 7 11.60% SFTIECR 129 135 25.7 25.0 13.0 2 0 0 912.4244
O_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 6 9.09% ILLDEQAQWK 67 76 60.9 27.8 34.8 2 0 0 1,243.6683
O_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 6 9.09% QVILTLQPTLVAVGK 114 128 70.2 25.0 70.2 2 2 0 1,579.9784
Q_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 5 8.00% QVILTLQPTLVAVGK 114 128 76.1 25.0 76.1 2 1 0 1,579.9784
Q_09 Intercellular adhesion molecule 2 ICAM2_HUMAN 30,578 2 3 5 8.00% SFTIECR 129 135 29.0 25.0 19.8 2 0 0 912.4244
A_22 Insulin‐degrading enzyme IDE_HUMAN 117,974 5 5 8 5.69% YTLETRPNQEGIDVR 224 238 21.2 28.2 16.9 0 1 0 1,790.9033
A_22 Insulin‐degrading enzyme IDE_HUMAN 117,974 5 5 8 5.69% ESLDDLTNLVVK 262 273 24.4 28.5 12.4 1 0 0 1,345.7211
A_22 Insulin‐degrading enzyme IDE_HUMAN 117,974 5 5 8 5.69% AFIPQLLSR 714 722 22.6 26.5 16.1 1 0 0 1,044.6201
A_22 Insulin‐degrading enzyme IDE_HUMAN 117,974 5 5 8 5.69% VEAFLITMEK 863 872 61.9 26.9 56.9 2 0 0 1,196.6233
A_22 Insulin‐degrading enzyme IDE_HUMAN 117,974 5 5 8 5.69% SIEDMTEEAFQK 873 884 46.6 25.0 46.6 3 0 0 1,443.6310
B_22 Insulin‐degrading enzyme IDE_HUMAN 117,974 4 4 5 4.61% YTLETRPNQEGIDVR 224 238 24.6 28.5 19.4 0 1 0 1,790.9033
B_22 Insulin‐degrading enzyme IDE_HUMAN 117,974 4 4 5 4.61% ESLDDLTNLVVK 262 273 54.5 28.7 40.9 2 0 0 1,345.7211
B_22 Insulin‐degrading enzyme IDE_HUMAN 117,974 4 4 5 4.61% GWFVYQQR 775 782 27.7 26.5 20.8 1 0 0 1,083.5370
B_22 Insulin‐degrading enzyme IDE_HUMAN 117,974 4 4 5 4.61% SIEDMTEEAFQK 873 884 44.0 25.0 44.0 1 0 0 1,443.6310
C_22 Insulin‐degrading enzyme IDE_HUMAN 117,974 3 3 4 3.53% YTLETRPNQEGIDVR 224 238 21.9 28.2 19.7 0 1 0 1,790.9033
C_22 Insulin‐degrading enzyme IDE_HUMAN 117,974 3 3 4 3.53% ESLDDLTNLVVK 262 273 31.4 28.7 24.5 2 0 0 1,345.7211
C_22 Insulin‐degrading enzyme IDE_HUMAN 117,974 3 3 4 3.53% AFIPQLLSR 714 722 19.1 26.4 8.9 1 0 0 1,044.6201
A_11 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 5 5 10 14.20% APIQWEER 59 66 39.2 26.1 36.7 2 0 0 1,028.5160
A_11 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 5 5 10 14.20% TPIAAGHPSMNLLLR 101 115 36.5 26.7 30.6 2 0 0 1,606.8736
A_11 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 5 5 10 14.20% MSDGLFLQK 206 214 32.5 25.9 21.2 2 0 0 1,054.5240
A_11 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 5 5 10 14.20% IEAACFATIK 327 336 62.4 26.7 39.5 2 0 0 1,123.5817
A_11 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 5 5 10 14.20% CSDFTEEICR 351 360 61.6 25.0 57.8 2 0 0 1,316.5247
B_11 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 2 2 2 6.28% APIQWEER 59 66 45.2 25.3 37.6 1 0 0 1,028.5160
B_11 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 2 2 2 6.28% TPIAAGHPSMNLLLR 101 115 31.5 26.6 27.0 1 0 0 1,606.8736
C_11 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 4 4 6 12.00% TPIAAGHPSMNLLLR 101 115 35.0 27.2 34.5 1 0 0 1,606.8736
C_11 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 4 4 6 12.00% MSDGLFLQK 206 214 38.9 26.0 19.9 1 0 0 1,054.5240
C_11 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 4 4 6 12.00% IEAACFATIK 327 336 44.8 26.7 26.4 2 0 0 1,123.5817
C_11 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 4 4 6 12.00% CSDFTEEICR 351 360 53.4 25.0 49.7 2 0 0 1,316.5247
H_09 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 2 2 4 6.01% TPYTDVNIVTIR 135 146 67.7 27.3 61.5 2 0 0 1,391.7530
H_09 Isocitrate dehydrogenase [NAD] subunit alpha, mitochondrial IDH3A_HUMAN 39,593 2 2 4 6.01% IEAACFATIK 327 336 42.7 27.3 25.5 2 0 0 1,123.5817
A_11 Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial IDH3B_BOVIN 42,497 3 3 5 9.09% KLDLFANVVHVK 135 146 28.8 25.0 28.8 0 1 0 1,382.8155
A_11 Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial IDH3B_BOVIN 42,497 3 3 5 9.09% HNNLDLVIIR 155 164 42.5 25.8 36.9 2 0 0 1,206.6954
A_11 Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial IDH3B_BOVIN 42,497 3 3 5 9.09% DMGGYSTTTDFIK 362 374 41.1 25.0 34.0 2 0 0 1,451.6362
B_11 Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial IDH3B_BOVIN 42,497 2 2 4 5.97% HNNLDLVIIR 155 164 45.2 26.1 43.5 2 0 0 1,206.6954
B_11 Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial IDH3B_BOVIN 42,497 2 2 4 5.97% DMGGYSTTTDFIK 362 374 44.3 25.0 44.3 2 0 0 1,451.6362
C_11 Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial IDH3B_BOVIN 42,497 2 2 3 5.97% HNNLDLVIIR 155 164 35.1 25.8 27.8 2 0 0 1,206.6954
C_11 Isocitrate dehydrogenase [NAD] subunit beta, mitochondrial IDH3B_BOVIN 42,497 2 2 3 5.97% DMGGYSTTTDFIK 362 374 36.7 25.0 30.0 1 0 0 1,451.6362
A_12 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 3 5.56% VEITYTPSDGTQK 152 164 43.0 27.1 37.2 1 0 0 1,438.7062
A_12 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 3 5.56% SEGGFIWACK 261 270 39.0 25.0 29.0 2 0 0 1,154.5300
A_13 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 4 10.40% NILGGTVFR 101 109 47.9 26.3 37.3 2 0 0 976.5575
A_13 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 4 10.40% VEITYTPSDGTQK 152 164 50.2 27.3 41.9 1 0 0 1,438.7062
A_13 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 4 10.40% FKDIFQEIYDK 223 233 19.2 27.3 10.5 0 1 0 1,445.7313
A_13 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 4 10.40% SEGGFIWACK 261 270 51.4 25.0 44.9 2 0 0 1,154.5300
B_12 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 2 5.31% VEITYTPSDGTQK 152 164 32.9 27.1 30.2 1 0 0 1,438.7062
B_12 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 2 5.31% GWPLYLSTK 204 212 22.9 27.5 6.2 1 0 0 1,064.5776
B_13 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 5 7.73% VEITYTPSDGTQK 152 164 48.7 27.0 45.1 2 0 0 1,438.7062
B_13 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 5 7.73% GWPLYLSTK 204 212 31.3 27.3 22.1 1 0 0 1,064.5776
B_13 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 5 7.73% SEGGFIWACK 261 270 44.0 25.0 42.3 2 0 0 1,154.5300
D_19 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 5 11.80% ISGGSVVEMQGDEMTR 5 20 54.5 25.0 54.5 1 0 0 1,727.7577
D_19 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 5 11.80% NILGGTVFR 101 109 44.6 28.1 31.2 2 0 0 976.5575
D_19 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 5 11.80% VEITYTPSDGTQK 152 164 55.4 26.8 50.9 2 0 0 1,438.7062
D_19 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 5 11.80% LIDDMVAQAMK 250 260 40.8 26.5 38.1 2 0 0 1,266.6071
F_15 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 3 6.04% ISGGSVVEMQGDEMTR 5 20 71.2 25.0 71.2 2 0 0 1,727.7577
F_15 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 3 6.04% GWPLYLSTK 204 212 34.2 27.7 24.3 1 0 0 1,064.5776
G_15 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 4 8 11.80% ISGGSVVEMQGDEMTR 5 20 46.0 25.0 45.9 2 0 0 1,727.7577
G_15 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 4 8 11.80% NILGGTVFR 101 109 47.1 25.9 26.2 2 0 0 976.5575
G_15 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 4 8 11.80% VEITYTPSDGTQK 152 164 40.8 26.8 34.5 2 0 0 1,438.7062
G_15 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 4 8 11.80% LIDDMVAQAMK 250 260 45.0 28.4 35.8 4 0 0 1,234.6172
K_11 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 4 7.73% NILGGTVFR 101 109 46.3 26.2 39.9 2 0 0 976.5575
K_11 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 4 7.73% VEITYTPSDGTQK 152 164 50.5 27.1 43.5 2 0 0 1,438.7062
K_11 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 4 7.73% SEGGFIWACK 261 270 28.1 25.0 28.1 2 0 0 1,154.5300
L_08 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 4 4 6 12.30% ISGGSVVEMQGDEMTR 5 20 69.6 25.0 69.6 2 0 0 1,727.7577
L_08 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 4 4 6 12.30% ATDFVVPGPGK 141 151 29.3 28.7 22.5 1 0 0 1,087.5784
L_08 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 4 4 6 12.30% VEITYTPSDGTQK 152 164 50.8 27.3 43.8 2 0 0 1,438.7062
L_08 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 4 4 6 12.30% LIDDMVAQAMK 250 260 29.5 26.5 23.7 1 0 0 1,266.6071
M_08 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 4 11.80% ISGGSVVEMQGDEMTR 5 20 37.0 25.0 37.0 2 0 0 1,727.7577
M_08 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 4 11.80% NILGGTVFR 101 109 36.6 26.2 29.7 2 0 0 976.5575
M_08 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 4 11.80% ATDFVVPGPGK 141 151 27.2 28.8 18.8 1 0 0 1,087.5784
M_08 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 3 3 4 11.80% VEITYTPSDGTQK 152 164 44.7 27.3 35.8 1 0 0 1,438.7062
M_13 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 2 6.52% ISGGSVVEMQGDEMTR 5 20 28.9 25.0 28.9 1 0 0 1,727.7577
M_13 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 2 6.52% ATDFVVPGPGK 141 151 29.3 28.7 18.2 1 0 0 1,087.5784
P_08 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 3 6.52% ISGGSVVEMQGDEMTR 5 20 36.9 25.0 36.9 2 0 0 1,727.7577
P_08 Isocitrate dehydrogenase [NADP] cytoplasmic IDHC_HUMAN 46,661 2 2 3 6.52% ATDFVVPGPGK 141 151 30.1 29.2 23.5 1 0 0 1,087.5784
A_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 10 11 19 27.00% VAKPVVEMDGDEMTR 46 60 41.2 25.7 36.9 1 2 0 1,708.7883
A_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 10 11 19 27.00% LILPHVDIQLK 70 80 25.3 25.0 12.9 1 0 0 1,288.7990
A_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 10 11 19 27.00% YFDLGLPNR 81 89 45.3 27.1 41.0 2 0 0 1,094.5630
A_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 10 11 19 27.00% DQTDDQVTIDSALATQK 90 106 102.0 26.4 93.5 2 0 0 1,848.8825
A_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 10 11 19 27.00% NILGGTVFR 141 149 47.9 26.3 37.3 2 0 0 976.5575
A_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 10 11 19 27.00% LIDDMVAQVLK 289 299 70.6 28.0 51.1 2 0 0 1,244.6921
A_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 10 11 19 27.00% TIEAEAAHGTVTR 341 353 66.6 26.8 61.6 2 0 0 1,355.6914
A_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 10 11 19 27.00% GKLDGNQDLIR 383 393 29.3 27.7 20.3 1 0 0 1,228.6647
A_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 10 11 19 27.00% VCVETVESGAMTK 401 413 94.6 25.5 89.3 2 0 0 1,426.6553
A_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 10 11 19 27.00% DLAGCIHGLSNVK 414 426 75.2 26.8 56.1 2 0 0 1,383.7051
B_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 6 6 10 16.80% VAKPVVEMDGDEMTR 46 60 24.0 26.0 23.3 0 1 0 1,708.7883
B_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 6 6 10 16.80% YFDLGLPNR 81 89 42.7 27.2 41.2 2 0 0 1,094.5630



B_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 6 6 10 16.80% DQTDDQVTIDSALATQK 90 106 108.0 26.3 94.9 2 0 0 1,848.8825
B_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 6 6 10 16.80% LDGNQDLIR 385 393 26.7 26.8 16.9 1 0 0 1,043.5482
B_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 6 6 10 16.80% VCVETVESGAMTK 401 413 105.0 25.3 100.0 2 0 0 1,426.6553
B_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 6 6 10 16.80% DLAGCIHGLSNVK 414 426 59.8 27.1 50.1 2 0 0 1,383.7051
C_12 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 4 4 7 9.51% NILGGTVFR 141 149 45.3 27.7 30.0 2 0 0 976.5575
C_12 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 4 4 7 9.51% LIDDMVAQVLK 289 299 43.8 28.7 26.5 2 0 0 1,260.6871
C_12 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 4 4 7 9.51% SSGGFVWACK 300 309 22.3 25.0 22.3 2 0 0 1,098.5037
C_12 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 4 4 7 9.51% VCVETVESGAMTK 401 413 60.0 25.2 56.0 1 0 0 1,426.6553
C_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 6 7 13 15.90% YFDLGLPNR 81 89 23.3 27.1 20.2 1 0 0 1,094.5630
C_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 6 7 13 15.90% DQTDDQVTIDSALATQK 90 106 80.5 26.3 74.3 2 0 0 1,848.8825
C_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 6 7 13 15.90% NILGGTVFR 141 149 44.1 26.3 32.9 2 0 0 976.5575
C_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 6 7 13 15.90% LIDDMVAQVLK 289 299 69.3 28.0 50.3 4 0 0 1,244.6921
C_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 6 7 13 15.90% VCVETVESGAMTK 401 413 76.3 25.2 71.8 2 0 0 1,426.6553
C_13 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 6 7 13 15.90% DLAGCIHGLSNVK 414 426 53.6 27.1 42.9 2 0 0 1,383.7051
D_19 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 3 3 5 7.74% NILGGTVFR 141 149 44.6 28.1 31.2 2 0 0 976.5575
D_19 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 3 3 5 7.74% TIEAEAAHGTVTR 341 353 34.2 27.0 31.5 2 0 0 1,355.6914
D_19 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 3 3 5 7.74% VCVETVESGAMTK 401 413 36.5 25.5 33.0 1 0 0 1,426.6553
F_15 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 3 3 3 7.30% LIDDMVAQVLK 289 299 68.7 27.9 53.6 1 0 0 1,244.6921
F_15 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 3 3 3 7.30% LDGNQDLIR 385 393 40.8 27.3 26.9 1 0 0 1,043.5482
F_15 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 3 3 3 7.30% VCVETVESGAMTK 401 413 82.3 25.4 76.8 1 0 0 1,426.6553
G_15 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 4 4 6 11.10% DQTDDQVTIDSALATQK 90 106 65.6 26.4 56.3 1 0 0 1,848.8825
G_15 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 4 4 6 11.10% NILGGTVFR 141 149 47.1 25.9 26.2 2 0 0 976.5575
G_15 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 4 4 6 11.10% LIDDMVAQVLK 289 299 43.1 28.3 31.7 2 0 0 1,260.6871
G_15 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 4 4 6 11.10% VCVETVESGAMTK 401 413 46.6 26.1 42.1 1 0 0 1,426.6553
I_11 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 5 5 9 12.40% YFDLGLPNR 81 89 34.1 27.0 28.4 2 0 0 1,094.5630
I_11 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 5 5 9 12.40% DQTDDQVTIDSALATQK 90 106 84.9 26.3 77.8 2 0 0 1,848.8825
I_11 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 5 5 9 12.40% NILGGTVFR 141 149 34.0 26.2 22.5 2 0 0 976.5575
I_11 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 5 5 9 12.40% LIDDMVAQVLK 289 299 76.3 28.0 55.8 2 0 0 1,244.6921
I_11 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 5 5 9 12.40% SSGGFVWACK 300 309 30.0 25.0 27.4 1 0 0 1,098.5037
J_11 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 2 2 3 3.98% YFDLGLPNR 81 89 23.4 26.8 15.2 1 0 0 1,094.5630
J_11 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 2 2 3 3.98% NILGGTVFR 141 149 35.1 26.1 18.1 2 0 0 976.5575
K_11 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 3 3 4 8.63% DQTDDQVTIDSALATQK 90 106 102.0 26.3 98.2 1 0 0 1,848.8825
K_11 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 3 3 4 8.63% NILGGTVFR 141 149 46.3 26.2 39.9 2 0 0 976.5575
K_11 Isocitrate dehydrogenase [NADP], mitochondrial IDHP_HUMAN 50,910 3 3 4 8.63% DLAGCIHGLSNVK 414 426 25.1 27.0 17.3 1 0 0 1,383.7051
A_07 Isopentenyl‐diphosphate Delta‐isomerase 1 IDI1_HUMAN 26,320 2 2 3 5.73% KNVTLNPDPNEIK 157 169 23.1 26.6 17.7 1 0 0 1,481.7960
A_07 Isopentenyl‐diphosphate Delta‐isomerase 1 IDI1_HUMAN 26,320 2 2 3 5.73% NVTLNPDPNEIK 158 169 49.0 27.4 38.5 2 0 0 1,353.7010
B_07 Isopentenyl‐diphosphate Delta‐isomerase 1 IDI1_HUMAN 26,320 2 2 3 9.25% NVTLNPDPNEIK 158 169 47.9 26.9 30.8 2 0 0 1,353.7010
B_07 Isopentenyl‐diphosphate Delta‐isomerase 1 IDI1_HUMAN 26,320 2 2 3 9.25% IIAATFLFK 199 207 31.1 25.0 13.5 1 0 0 1,023.6238
B_04 Eukaryotic translation initiation factor 1A, Y‐chromosomal IF1AY_HUMAN 16,443 2 3 5 15.30% LEALCFDGVK 47 56 38.8 27.3 29.3 2 0 0 1,151.5767
B_04 Eukaryotic translation initiation factor 1A, Y‐chromosomal IF1AY_HUMAN 16,443 2 3 5 15.30% DYQDNKADVILK 83 94 35.7 27.8 8.9 2 1 0 1,421.7273
F_07 Eukaryotic translation initiation factor 1A, Y‐chromosomal IF1AY_HUMAN 16,443 2 3 5 16.00% EDGQEYAQVIK 30 40 48.0 26.7 36.7 1 0 0 1,279.6166
F_07 Eukaryotic translation initiation factor 1A, Y‐chromosomal IF1AY_HUMAN 16,443 2 3 5 16.00% DYQDNKADVILK 83 94 50.2 27.8 33.0 2 2 0 1,421.7273
H_04 Eukaryotic translation initiation factor 1A, Y‐chromosomal IF1AY_HUMAN 16,443 3 3 5 22.90% EDGQEYAQVIK 30 40 35.8 26.3 30.4 1 0 0 1,279.6166
H_04 Eukaryotic translation initiation factor 1A, Y‐chromosomal IF1AY_HUMAN 16,443 3 3 5 22.90% LEALCFDGVK 47 56 31.6 26.9 21.8 2 0 0 1,151.5767
H_04 Eukaryotic translation initiation factor 1A, Y‐chromosomal IF1AY_HUMAN 16,443 3 3 5 22.90% DYQDNKADVILK 83 94 35.5 27.8 28.0 2 0 0 1,421.7273
I_04 Eukaryotic translation initiation factor 1A, Y‐chromosomal IF1AY_HUMAN 16,443 2 2 4 14.60% EDGQEYAQVIK 30 40 37.4 26.6 32.7 2 0 0 1,279.6166
I_04 Eukaryotic translation initiation factor 1A, Y‐chromosomal IF1AY_HUMAN 16,443 2 2 4 14.60% LEALCFDGVK 47 56 29.5 27.2 21.2 2 0 0 1,151.5767
A_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 6 6 10 21.90% TAWVFDDK 134 141 29.2 26.0 25.6 1 0 0 981.4677
A_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 6 6 10 21.90% EVLINNINR 174 182 50.9 26.8 41.5 2 0 0 1,084.6109
A_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 6 6 10 21.90% AGLNCSTENMPIK 214 226 56.5 25.0 44.1 2 0 0 1,450.6666
A_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 6 6 10 21.90% GVFNVQMEPK 267 276 42.4 27.5 21.5 2 0 0 1,164.5719
A_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 6 6 10 21.90% VVTDTDETELAR 277 288 84.0 28.0 73.7 2 0 0 1,348.6592
A_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 6 6 10 21.90% ENAEVDGDDDAEEMEAK 296 312 53.7 25.0 53.7 1 0 0 1,882.7134
A_11 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 5 5 9 16.50% NECVVVIR 68 75 41.0 29.1 27.9 2 0 0 988.5244
A_11 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 5 5 9 16.50% TAWVFDDK 134 141 27.7 26.0 18.9 2 0 0 981.4677
A_11 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 5 5 9 16.50% EVLINNINR 174 182 36.7 26.8 27.3 2 0 0 1,084.6109
A_11 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 5 5 9 16.50% GVFNVQMEPK 267 276 29.6 27.5 19.2 1 0 0 1,164.5719
A_11 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 5 5 9 16.50% ENAEVDGDDDAEEMEAK 296 312 46.0 25.0 46.0 2 0 0 1,882.7134
B_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 4 4 6 14.60% RPGYGAYDAFK 144 154 23.5 26.3 17.0 1 0 0 1,244.6059
B_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 4 4 6 14.60% AGLNCSTENMPIK 214 226 35.6 25.0 32.1 1 0 0 1,450.6666
B_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 4 4 6 14.60% GVFNVQMEPK 267 276 34.1 27.0 15.7 2 0 0 1,164.5719
B_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 4 4 6 14.60% VVTDTDETELAR 277 288 98.4 28.0 87.5 2 0 0 1,348.6592
B_11 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 5 5 9 14.90% NECVVVIR 68 75 50.2 29.1 25.4 2 0 0 988.5244
B_11 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 5 5 9 14.90% TAWVFDDK 134 141 24.2 25.8 8.5 1 0 0 981.4677
B_11 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 5 5 9 14.90% EVLINNINR 174 182 43.1 26.2 36.1 2 0 0 1,084.6109
B_11 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 5 5 9 14.90% GVFNVQMEPK 267 276 44.8 27.5 30.4 2 0 0 1,164.5719
B_11 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 5 5 9 14.90% VVTDTDETELAR 277 288 75.3 28.1 63.6 2 0 0 1,348.6592
C_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 3 3 6 11.10% AGLNCSTENMPIK 214 226 24.5 25.0 22.0 2 0 0 1,450.6666
C_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 3 3 6 11.10% GVFNVQMEPK 267 276 28.4 27.0 14.9 2 0 0 1,164.5719
C_10 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 3 3 6 11.10% VVTDTDETELAR 277 288 65.7 27.7 59.6 2 0 0 1,348.6592
C_11 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 2 2 3 6.98% GVFNVQMEPK 267 276 22.4 27.1 10.7 1 0 0 1,164.5719
C_11 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 2 2 3 6.98% VVTDTDETELAR 277 288 99.0 27.8 87.5 2 0 0 1,348.6592
D_17 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 2 2 4 6.67% EVLINNINR 174 182 42.4 26.9 27.7 2 0 0 1,084.6109
D_17 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 2 2 4 6.67% VVTDTDETELAR 277 288 64.5 27.7 59.3 2 0 0 1,348.6592
H_09 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 2 2 4 7.94% AGLNCSTENMPIK 214 226 50.9 25.6 38.8 2 0 0 1,434.6717
H_09 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 2 2 4 7.94% VVTDTDETELAR 277 288 72.6 28.1 62.3 2 0 0 1,348.6592
L_07 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 3 3 4 13.30% EVLINNINR 174 182 46.5 25.8 15.3 2 0 0 1,084.6109
L_07 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 3 3 4 13.30% GVFNVQMEPK 267 276 40.1 27.4 14.6 1 0 0 1,164.5719
L_07 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 3 3 4 13.30% LERENAEVDGDDDAEEMEAKAED 293 315 52.1 25.0 49.8 0 1 0 2,596.0479
L_14 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 2 2 3 6.67% EVLINNINR 174 182 30.2 25.8 17.0 1 0 0 1,084.6109
L_14 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 2 2 3 6.67% VVTDTDETELAR 277 288 74.9 28.3 67.9 2 0 0 1,348.6592
M_07 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 2 2 3 6.03% EVLINNINR 174 182 37.1 25.8 4.1 2 0 0 1,084.6109
M_07 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 2 2 3 6.03% GVFNVQMEPK 267 276 22.6 27.2 5.0 1 0 0 1,164.5719
O_07 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 2 2 3 6.67% EVLINNINR 174 182 30.8 25.8 16.0 1 0 0 1,084.6109
O_07 Eukaryotic translation initiation factor 2 subunit 1 IF2A_HUMAN 36,113 2 2 3 6.67% VVTDTDETELAR 277 288 50.7 27.8 45.5 2 0 0 1,348.6592
A_13 Eukaryotic translation initiation factor 2 subunit 2 IF2B_HUMAN 38,390 2 2 3 9.31% EVEPEPTEDKDLEADEEDTR 43 62 23.9 25.0 23.4 0 1 0 2,346.0107
A_13 Eukaryotic translation initiation factor 2 subunit 2 IF2B_HUMAN 38,390 2 2 3 9.31% TSFVNFTDICK 217 227 47.3 25.5 37.7 2 0 0 1,331.6301
B_13 Eukaryotic translation initiation factor 2 subunit 2 IF2B_HUMAN 38,390 2 2 3 6.61% IFDIDEAEEGVK 88 99 60.2 26.2 37.2 1 0 0 1,364.6582
B_13 Eukaryotic translation initiation factor 2 subunit 2 IF2B_HUMAN 38,390 2 2 3 6.61% DYTYEELLNR 173 182 25.9 25.0 18.5 2 0 0 1,315.6165
H_12 Eukaryotic translation initiation factor 2 subunit 2 IF2B_HUMAN 38,390 3 3 6 12.90% EVEPEPTEDKDLEADEEDTR 43 62 53.9 25.0 53.9 0 2 0 2,346.0107
H_12 Eukaryotic translation initiation factor 2 subunit 2 IF2B_HUMAN 38,390 3 3 6 12.90% IFDIDEAEEGVK 88 99 56.3 26.4 37.7 2 0 0 1,364.6582
H_12 Eukaryotic translation initiation factor 2 subunit 2 IF2B_HUMAN 38,390 3 3 6 12.90% TSFVNFTDICK 217 227 47.8 26.0 43.8 2 0 0 1,331.6301
L_08 Eukaryotic translation initiation factor 2 subunit 2 IF2B_HUMAN 38,390 3 3 4 9.91% IFDIDEAEEGVK 88 99 59.8 26.2 47.1 1 0 0 1,364.6582
L_08 Eukaryotic translation initiation factor 2 subunit 2 IF2B_HUMAN 38,390 3 3 4 9.91% DYTYEELLNR 173 182 43.7 25.0 30.7 2 0 0 1,315.6165
L_08 Eukaryotic translation initiation factor 2 subunit 2 IF2B_HUMAN 38,390 3 3 4 9.91% TSFVNFTDICK 217 227 51.7 26.0 46.0 1 0 0 1,331.6301
A_18 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 4 4 5 8.46% IPVSGPFLVK 27 36 27.5 26.0 17.5 1 0 0 1,056.6453
A_18 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 4 4 5 8.46% SITILSTPEGTSAACK 243 258 66.0 28.2 56.7 2 0 0 1,635.8260
A_18 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 4 4 5 8.46% ILAHNNFVGR 281 290 33.3 26.5 32.3 1 0 0 1,140.6272
A_18 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 4 4 5 8.46% DQTPDENDQVVVK 526 538 34.3 25.3 22.3 1 0 0 1,486.7022
B_18 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 3 3 6 6.22% SITILSTPEGTSAACK 243 258 40.5 28.3 34.9 2 0 0 1,635.8260
B_18 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 3 3 6 6.22% ILAHNNFVGR 281 290 28.5 25.8 22.7 2 0 0 1,140.6272
B_18 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 3 3 6 6.22% IKEENFVSPK 474 483 27.7 27.4 16.2 2 0 0 1,190.6416
H_15 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 2 2 3 4.49% IPVSGPFLVK 27 36 31.0 26.0 23.2 2 0 0 1,056.6453
H_15 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 2 2 3 4.49% SITILSTPEGTSAACK 243 258 44.3 28.3 39.4 1 0 0 1,635.8260
L_10 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 4 4 5 7.94% IPVSGPFLVK 27 36 29.1 26.1 20.7 1 0 0 1,056.6453
L_10 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 4 4 5 7.94% MVIITGPPEAQFK 453 465 39.5 28.8 26.9 1 0 0 1,446.7664
L_10 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 4 4 5 7.94% DQTPDENDQVVVK 526 538 63.5 26.2 45.1 2 0 0 1,486.7022
L_10 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 4 4 5 7.94% KIQEILTQVK 552 561 29.5 25.0 25.7 1 0 0 1,199.7360
L_11 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 2 2 3 3.97% IPVSGPFLVK 27 36 29.6 26.1 19.0 1 0 0 1,056.6453
L_11 Insulin‐like growth factor 2 mRNA‐binding protein 3 IF2B3_HUMAN 63,706 2 2 3 3.97% DQTPDENDQVVVK 526 538 35.1 26.2 18.5 2 0 0 1,486.7022
A_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 6 6 10 18.40% AGGEAGVTLGQPHLSR 2 17 54.0 27.9 45.3 0 2 0 1,549.8083
A_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 6 6 10 18.40% QDLTTLDVTK 18 27 33.0 28.4 26.6 1 0 0 1,133.6051



A_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 6 6 10 18.40% SCGSSTPDEFPTDIPGTK 104 121 40.5 25.0 40.5 2 0 0 1,895.8331
A_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 6 6 10 18.40% SFDVNKPGCEVDDLK 261 275 31.6 25.3 29.0 1 0 0 1,722.8006
A_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 6 6 10 18.40% VGQEIEVRPGIVSK 290 303 50.0 25.3 47.3 2 0 0 1,510.8589
A_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 6 6 10 18.40% IVLTNPVCTEVGEK 427 440 66.6 28.1 60.0 2 0 0 1,558.8147
A_15 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 3 5.93% VGQEIEVRPGIVSK 290 303 42.5 25.4 38.2 1 0 0 1,510.8589
A_15 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 3 5.93% IVLTNPVCTEVGEK 427 440 59.0 27.8 48.4 2 0 0 1,558.8147
B_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 6 12 15.00% QDLTTLDVTK 18 27 43.1 28.1 28.9 2 0 0 1,133.6051
B_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 6 12 15.00% SCGSSTPDEFPTDIPGTK 104 121 89.7 25.0 89.7 2 0 0 1,895.8331
B_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 6 12 15.00% SFDVNKPGCEVDDLK 261 275 37.5 25.6 29.2 2 0 0 1,722.8006
B_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 6 12 15.00% VGQEIEVRPGIVSK 290 303 44.0 25.3 42.6 2 2 0 1,510.8589
B_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 6 12 15.00% IVLTNPVCTEVGEK 427 440 57.6 28.0 45.9 2 0 0 1,558.8147
B_15 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 3 5.30% IVLTNPVCTEVGEK 427 440 46.8 28.1 38.0 2 0 0 1,558.8147
B_15 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 3 5.30% GVTIKPTVDDD 462 472 42.2 27.1 33.9 1 0 0 1,159.5844
C_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 6 10 14.40% LTPLSHEVISR 28 38 23.3 25.4 20.5 1 0 0 1,251.7056
C_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 6 10 14.40% SCGSSTPDEFPTDIPGTK 104 121 53.2 25.0 53.2 1 0 0 1,895.8331
C_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 6 10 14.40% VGQEIEVRPGIVSK 290 303 48.7 25.1 44.0 2 2 0 1,510.8589
C_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 6 10 14.40% IVLTNPVCTEVGEK 427 440 67.7 27.9 64.2 2 0 0 1,558.8147
C_14 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 6 10 14.40% GVTIKPTVDDD 462 472 51.4 26.9 45.5 2 0 0 1,159.5844
F_16 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 3 5.72% LDDPSCPRPECYR 91 103 19.0 25.0 19.0 0 1 0 1,664.7158
F_16 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 3 5.72% IVLTNPVCTEVGEK 427 440 42.8 28.2 41.3 2 0 0 1,558.8147
H_12 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 5 10 14.60% QDLTTLDVTK 18 27 46.6 28.4 35.7 2 0 0 1,133.6051
H_12 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 5 10 14.60% LDDPSCPRPECYR 91 103 27.5 25.0 26.4 0 2 0 1,664.7158
H_12 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 5 10 14.60% SCGSSTPDEFPTDIPGTK 104 121 60.0 25.0 60.0 2 0 0 1,895.8331
H_12 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 5 10 14.60% VGQEIEVRPGIVSK 290 303 37.6 25.4 29.1 0 2 0 1,510.8589
H_12 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 5 10 14.60% IVLTNPVCTEVGEK 427 440 73.0 28.0 70.2 2 0 0 1,558.8147
H_13 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 3 3 5 9.53% LDDPSCPRPECYR 91 103 44.9 25.0 44.1 0 1 0 1,664.7158
H_13 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 3 3 5 9.53% SCGSSTPDEFPTDIPGTK 104 121 45.1 25.0 45.1 2 0 0 1,895.8331
H_13 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 3 3 5 9.53% IVLTNPVCTEVGEK 427 440 80.0 27.9 78.4 2 0 0 1,558.8147
H_24 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 3 5.93% VGQEIEVRPGIVSK 290 303 23.4 25.1 17.1 0 2 0 1,510.8589
H_24 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 3 5.93% IVLTNPVCTEVGEK 427 440 40.4 27.8 35.6 1 0 0 1,558.8147
I_12 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 5 9 14.60% QDLTTLDVTK 18 27 54.2 28.1 44.2 2 0 0 1,133.6051
I_12 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 5 9 14.60% LDDPSCPRPECYR 91 103 25.9 25.0 23.0 0 2 0 1,664.7158
I_12 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 5 9 14.60% SCGSSTPDEFPTDIPGTK 104 121 46.8 25.0 46.8 2 0 0 1,895.8331
I_12 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 5 9 14.60% VGQEIEVRPGIVSK 290 303 21.6 25.1 17.6 0 1 0 1,510.8589
I_12 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 5 5 9 14.60% IVLTNPVCTEVGEK 427 440 52.8 28.1 51.5 2 0 0 1,558.8147
K_12 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 3 5.08% QDLTTLDVTK 18 27 22.2 28.2 13.9 1 0 0 1,133.6051
K_12 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 3 5.08% IVLTNPVCTEVGEK 427 440 68.5 28.1 61.8 2 0 0 1,558.8147
K_13 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 3 3 4 8.05% LDDPSCPRPECYR 91 103 21.1 25.0 18.3 0 1 0 1,664.7158
K_13 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 3 3 4 8.05% IVLTNPVCTEVGEK 427 440 47.0 27.9 37.1 2 0 0 1,558.8147
K_13 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 3 3 4 8.05% GVTIKPTVDDD 462 472 30.0 27.1 30.0 1 0 0 1,159.5844
L_08 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 3 3 6 7.84% QDLTTLDVTK 18 27 34.2 28.2 25.4 2 0 0 1,133.6051
L_08 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 3 3 6 7.84% LDDPSCPRPECYR 91 103 29.1 25.0 27.7 0 2 0 1,664.7158
L_08 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 3 3 6 7.84% IVLTNPVCTEVGEK 427 440 46.1 28.2 43.7 2 0 0 1,558.8147
M_08 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 4 4.87% QDLTTLDVTK 18 27 44.5 28.4 37.4 2 0 0 1,133.6051
M_08 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 4 4.87% LDDPSCPRPECYR 91 103 27.5 25.0 23.7 0 2 0 1,664.7158
Q_08 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 2 4.45% QDLTTLDVTK 18 27 28.9 27.4 12.9 1 0 0 1,133.6051
Q_08 Eukaryotic translation initiation factor 2 subunit 3 IF2G_HUMAN 51,110 2 2 2 4.45% GVTIKPTVDDD 462 472 35.7 27.6 31.0 1 0 0 1,159.5844
L_16 Eukaryotic translation initiation factor 5B IF2P_HUMAN 138,832 2 2 2 1.39% LLQAQGVEVPSK 425 436 30.4 25.8 26.5 1 0 0 1,268.7210
L_16 Eukaryotic translation initiation factor 5B IF2P_HUMAN 138,832 2 2 2 1.39% LLQAQGVEVPSKDSLPK 425 441 20.8 25.0 20.8 0 1 0 1,809.0119
A_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 5.91% GYDVIAQAQSGTGK 69 82 81.1 27.8 76.7 1 0 0 1,394.6912
A_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 5.91% VLITTDLLAR 325 334 37.3 25.0 28.6 2 0 0 1,114.6832
A_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 10 13 23 27.80% GIYAYGFEKPSAIQQR 46 61 62.6 27.7 58.0 1 0 0 1,827.9389
A_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 10 13 23 27.80% LQMEAPHIIVGTPGR 147 161 54.6 27.5 47.1 2 2 0 1,634.8686
A_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 10 13 23 27.80% VFDMLNR 162 168 23.2 26.1 15.2 2 0 0 910.4452
A_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 10 13 23 27.80% MFVLDEADEMLSR 178 190 62.1 25.0 55.5 1 1 0 1,571.7082
A_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 10 13 23 27.80% GFKDQIYDIFQK 191 202 53.0 28.1 44.3 2 0 0 1,501.7688
A_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 10 13 23 27.80% KEELTLEGIR 238 247 39.6 27.6 22.4 2 0 0 1,187.6632
A_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 10 13 23 27.80% EELTLEGIR 239 247 46.8 28.3 29.7 2 0 0 1,059.5682
A_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 10 13 23 27.80% DFTVSAMHGDMDQKER 296 311 27.9 25.0 27.9 0 2 0 1,898.8010
A_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 10 13 23 27.80% VLITTDLLAR 325 334 51.6 25.0 42.5 2 0 0 1,114.6832
A_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 10 13 23 27.80% KGVAINMVTEEDKR 369 382 52.9 28.1 39.0 0 4 0 1,589.8317
A_14 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 5.67% GYDVIAQAQSGTGK 69 82 85.3 28.0 76.7 2 0 0 1,394.6912
A_14 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 5.67% DQIYDIFQK 194 202 22.2 27.6 12.5 1 0 0 1,169.5839
B_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 11 16.30% LQMEAPHIIVGTPGR 147 161 59.5 27.5 46.6 2 0 0 1,634.8686
B_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 11 16.30% DQIYDIFQK 194 202 44.9 27.6 32.8 2 0 0 1,169.5839
B_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 11 16.30% KEELTLEGIR 238 247 36.9 27.6 24.8 2 0 0 1,187.6632
B_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 11 16.30% KVDWLTEK 284 291 23.9 28.0 12.3 2 0 0 1,018.5569
B_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 11 16.30% VLITTDLLAR 325 334 51.3 25.0 44.5 2 0 0 1,114.6832
B_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 11 16.30% KGVAINMVTEEDKR 369 382 34.1 27.9 25.0 1 0 0 1,589.8317
B_14 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 6 8.13% GYDVIAQAQSGTGK 69 82 95.4 27.8 86.9 2 0 0 1,394.6912
B_14 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 6 8.13% DQIYDIFQK 194 202 38.3 27.1 28.2 2 0 0 1,169.5839
B_14 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 6 8.13% VLITTDLLAR 325 334 61.9 25.0 57.2 2 0 0 1,114.6832
C_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 13 20.00% GYDVIAQAQSGTGK 69 82 106.0 28.2 97.3 2 0 0 1,394.6912
C_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 13 20.00% ATQALVLAPTR 100 110 40.4 25.0 34.2 2 0 0 1,140.6736
C_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 13 20.00% VFDMLNR 162 168 25.4 26.1 18.6 1 0 0 910.4452
C_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 13 20.00% MFVLDEADEMLSR 178 190 90.6 25.0 68.1 2 0 0 1,587.7031
C_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 13 20.00% EELTLEGIR 239 247 29.0 28.4 13.5 2 0 0 1,059.5682
C_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 13 20.00% QFYINVER 248 255 37.0 26.9 24.0 1 0 0 1,068.5472
C_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 13 20.00% RKVDWLTEK 283 291 24.9 27.9 13.6 1 0 0 1,174.6580
C_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 13 20.00% VLITTDLLAR 325 334 55.9 25.0 47.9 2 0 0 1,114.6832
C_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 10 17 26.40% GIYAYGFEKPSAIQQR 46 61 42.1 27.7 32.8 0 2 0 1,827.9389
C_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 10 17 26.40% GYDVIAQAQSGTGK 69 82 107.0 28.2 96.8 2 0 0 1,394.6912
C_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 10 17 26.40% LQMEAPHIIVGTPGR 147 161 57.4 27.7 50.2 2 1 0 1,634.8686
C_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 10 17 26.40% MFVLDEADEMLSR 178 190 17.1 25.0 1.4 0 1 0 1,587.7031
C_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 10 17 26.40% EELTLEGIR 239 247 40.4 28.4 21.2 2 0 0 1,059.5682
C_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 10 17 26.40% DFTVSAMHGDMDQKER 296 311 19.1 25.0 19.1 0 1 0 1,898.8010
C_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 10 17 26.40% VLITTDLLAR 325 334 35.6 25.0 31.9 2 0 0 1,114.6832
C_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 10 17 26.40% KGVAINMVTEEDKR 369 382 63.1 28.0 53.4 2 2 0 1,589.8317
D_20 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 4 5.17% ATQALVLAPTR 100 110 29.7 25.0 24.2 2 0 0 1,140.6736
D_20 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 4 5.17% VLITTDLLAR 325 334 48.5 25.0 35.1 2 0 0 1,114.6832
F_15 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 11 15.30% GYDVIAQAQSGTGK 69 82 91.8 28.0 82.4 2 0 0 1,394.6912
F_15 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 11 15.30% ATQALVLAPTR 100 110 23.7 25.0 23.7 1 0 0 1,140.6736
F_15 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 11 15.30% DQIYDIFQK 194 202 39.2 27.5 27.8 2 0 0 1,169.5839
F_15 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 11 15.30% KEELTLEGIR 238 247 37.8 27.6 20.7 2 0 0 1,187.6632
F_15 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 11 15.30% QFYINVER 248 255 46.0 26.8 28.3 2 0 0 1,068.5472
F_15 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 11 15.30% VLITTDLLAR 325 334 58.3 25.0 48.8 2 0 0 1,114.6832
H_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 5 8 14.30% GYDVIAQAQSGTGK 69 82 94.3 27.8 82.1 2 0 0 1,394.6912
H_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 5 8 14.30% ATQALVLAPTR 100 110 31.2 25.0 30.9 2 0 0 1,140.6736
H_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 5 8 14.30% DQIYDIFQK 194 202 23.5 27.1 14.5 1 0 0 1,169.5839
H_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 5 8 14.30% VLITTDLLAR 325 334 62.7 25.0 53.9 2 0 0 1,114.6832
H_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 5 8 14.30% KGVAINMVTEEDKR 369 382 23.7 27.7 22.7 0 1 0 1,589.8317
H_23 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 5.91% GYDVIAQAQSGTGK 69 82 59.8 28.0 54.3 1 0 0 1,394.6912
H_23 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 5.91% VLITTDLLAR 325 334 46.6 25.0 40.9 2 0 0 1,114.6832
H_24 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 6 8.13% GYDVIAQAQSGTGK 69 82 91.4 27.8 81.9 2 0 0 1,394.6912
H_24 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 6 8.13% EELTLEGIR 239 247 48.0 29.9 29.5 2 0 0 1,059.5682
H_24 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 6 8.13% VLITTDLLAR 325 334 49.5 25.0 45.6 2 0 0 1,114.6832
I_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 14 24.60% GIYAYGFEKPSAIQQR 46 61 37.3 27.9 32.9 0 2 0 1,827.9389
I_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 14 24.60% GYDVIAQAQSGTGK 69 82 93.7 28.2 83.9 2 0 0 1,394.6912
I_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 14 24.60% ATQALVLAPTR 100 110 30.3 25.1 18.6 2 0 0 1,140.6736
I_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 14 24.60% MFVLDEADEMLSR 178 190 76.9 25.0 68.2 2 0 0 1,571.7082
I_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 14 24.60% ILVKKEELTLEGIR 234 247 21.9 25.0 12.3 0 1 0 1,640.9948
I_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 14 24.60% QFYINVER 248 255 35.5 26.9 25.2 2 0 0 1,068.5472



I_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 14 24.60% VLITTDLLAR 325 334 56.8 25.0 46.7 2 0 0 1,114.6832
I_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 14 24.60% KGVAINMVTEEDKR 369 382 36.4 28.0 29.9 0 1 0 1,589.8317
I_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 6 7.88% GYDVIAQAQSGTGK 69 82 102.0 27.8 84.7 2 0 0 1,394.6912
I_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 6 7.88% QFYINVER 248 255 33.2 27.0 25.3 2 0 0 1,068.5472
I_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 6 7.88% VLITTDLLAR 325 334 71.6 25.0 61.2 2 0 0 1,114.6832
J_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 5 10 11.10% GYDVIAQAQSGTGK 69 82 91.1 27.8 77.5 2 0 0 1,394.6912
J_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 5 10 11.10% ATQALVLAPTR 100 110 38.7 25.0 22.0 2 0 0 1,140.6736
J_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 5 10 11.10% KEELTLEGIR 238 247 30.4 27.6 12.5 2 0 0 1,187.6632
J_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 5 10 11.10% EELTLEGIR 239 247 42.6 29.5 28.8 2 0 0 1,059.5682
J_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 5 10 11.10% VLITTDLLAR 325 334 58.3 25.0 50.5 2 0 0 1,114.6832
J_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 5.91% GYDVIAQAQSGTGK 69 82 75.2 28.1 62.3 1 0 0 1,394.6912
J_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 5.91% VLITTDLLAR 325 334 54.4 25.0 48.3 2 0 0 1,114.6832
K_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 16 22.40% GIYAYGFEKPSAIQQR 46 61 34.7 27.9 28.3 0 2 0 1,827.9389
K_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 16 22.40% GYDVIAQAQSGTGK 69 82 108.0 28.1 97.2 2 0 0 1,394.6912
K_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 16 22.40% ATQALVLAPTR 100 110 62.8 25.0 37.1 2 0 0 1,140.6736
K_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 16 22.40% DQIYDIFQK 194 202 48.9 27.1 24.6 2 0 0 1,169.5839
K_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 16 22.40% EELTLEGIR 239 247 34.2 29.5 22.0 2 0 0 1,059.5682
K_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 16 22.40% QFYINVER 248 255 22.5 27.2 12.2 1 0 0 1,068.5472
K_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 16 22.40% VLITTDLLAR 325 334 40.7 25.0 34.9 3 0 0 1,114.6832
K_11 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 8 8 16 22.40% KGVAINMVTEEDKR 369 382 33.0 28.3 26.1 0 2 0 1,589.8317
K_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 5 8.62% GYDVIAQAQSGTGK 69 82 80.5 28.1 76.1 2 0 0 1,394.6912
K_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 5 8.62% ATQALVLAPTR 100 110 23.1 25.0 20.3 1 0 0 1,140.6736
K_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 5 8.62% VLITTDLLAR 325 334 44.8 25.0 35.4 2 0 0 1,114.6832
K_21 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 4 5.91% GYDVIAQAQSGTGK 69 82 60.6 28.3 46.3 2 0 0 1,394.6912
K_21 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 4 5.91% VLITTDLLAR 325 334 51.3 25.0 41.2 2 0 0 1,114.6832
L_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 9 11 20 26.10% GIYAYGFEKPSAIQQR 46 61 45.6 27.9 44.9 0 2 0 1,827.9389
L_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 9 11 20 26.10% GYDVIAQAQSGTGK 69 82 115.0 28.3 105.0 2 0 0 1,394.6912
L_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 9 11 20 26.10% LQMEAPHIIVGTPGR 147 161 62.3 27.6 53.1 2 2 0 1,634.8686
L_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 9 11 20 26.10% MFVLDEADEMLSR 178 190 93.1 25.0 85.7 2 0 0 1,571.7082
L_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 9 11 20 26.10% QFYINVER 248 255 33.9 27.2 24.4 1 0 0 1,068.5472
L_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 9 11 20 26.10% DFTVSAMHGDMDQKER 296 311 37.0 25.0 36.7 0 2 0 1,898.8010
L_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 9 11 20 26.10% VLITTDLLAR 325 334 56.5 25.0 50.3 2 0 0 1,114.6832
L_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 9 11 20 26.10% KGVAINMVTEEDKR 369 382 46.6 27.9 34.3 0 2 0 1,589.8317
L_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 9 11 20 26.10% GVAINMVTEEDKR 370 382 24.2 28.0 14.5 1 2 0 1,477.7317
L_09 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 4 4 8 12.60% GIYAYGFEKPSAIQQR 46 61 37.5 28.0 37.1 0 2 0 1,827.9389
L_09 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 4 4 8 12.60% GYDVIAQAQSGTGK 69 82 107.0 27.9 96.7 2 0 0 1,394.6912
L_09 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 4 4 8 12.60% ATQALVLAPTR 100 110 44.5 25.0 31.7 2 0 0 1,140.6736
L_09 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 4 4 8 12.60% VLITTDLLAR 325 334 57.2 25.0 47.4 2 0 0 1,114.6832
L_10 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 4 5.91% GYDVIAQAQSGTGK 69 82 92.8 28.6 81.7 2 0 0 1,394.6912
L_10 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 4 5.91% VLITTDLLAR 325 334 51.4 25.0 43.7 2 0 0 1,114.6832
L_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 5.91% GYDVIAQAQSGTGK 69 82 69.7 28.2 61.9 2 0 0 1,394.6912
L_12 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 5.91% VLITTDLLAR 325 334 41.4 25.0 34.3 1 0 0 1,114.6832
L_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 5 8.62% GYDVIAQAQSGTGK 69 82 115.0 28.2 104.0 2 0 0 1,394.6912
L_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 5 8.62% ATQALVLAPTR 100 110 24.0 25.0 13.4 1 0 0 1,140.6736
L_13 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 5 8.62% VLITTDLLAR 325 334 50.2 25.0 39.2 2 0 0 1,114.6832
M_07 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 5 7.14% ATQALVLAPTR 100 110 28.6 25.0 19.5 2 0 0 1,140.6736
M_07 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 5 7.14% QFYINVER 248 255 21.4 27.2 14.0 1 0 0 1,068.5472
M_07 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 5 7.14% VLITTDLLAR 325 334 46.4 25.0 39.1 2 0 0 1,114.6832
M_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 8 14 18.50% GIYAYGFEKPSAIQQR 46 61 57.6 27.9 53.8 2 1 0 1,827.9389
M_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 8 14 18.50% GYDVIAQAQSGTGK 69 82 115.0 28.2 104.0 2 0 0 1,394.6912
M_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 8 14 18.50% LQMEAPHIIVGTPGR 147 161 59.3 27.6 56.5 2 2 0 1,634.8686
M_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 8 14 18.50% GFKDQIYDIFQK 191 202 28.2 27.9 22.3 0 1 0 1,501.7688
M_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 8 14 18.50% QFYINVER 248 255 42.5 26.6 29.0 2 0 0 1,068.5472
M_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 8 14 18.50% VLITTDLLAR 325 334 57.1 25.0 47.6 2 0 0 1,114.6832
M_14 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 5.91% GYDVIAQAQSGTGK 69 82 55.0 28.2 46.5 1 0 0 1,394.6912
M_14 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 5.91% VLITTDLLAR 325 334 53.9 25.0 45.5 2 0 0 1,114.6832
O_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 6 8.13% GYDVIAQAQSGTGK 69 82 100.0 28.3 86.2 2 0 0 1,394.6912
O_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 6 8.13% EELTLEGIR 239 247 29.2 29.5 16.6 2 0 0 1,059.5682
O_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 6 8.13% VLITTDLLAR 325 334 50.9 25.0 42.2 2 0 0 1,114.6832
P_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 6 12 14.00% GIYAYGFEKPSAIQQR 46 61 39.9 27.9 32.5 2 2 0 1,827.9389
P_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 6 12 14.00% GYDVIAQAQSGTGK 69 82 115.0 28.1 102.0 2 0 0 1,394.6912
P_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 6 12 14.00% EELTLEGIR 239 247 36.8 29.2 27.5 2 0 0 1,059.5682
P_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 6 12 14.00% QFYINVER 248 255 32.4 27.2 27.9 2 0 0 1,068.5472
P_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 5 6 12 14.00% VLITTDLLAR 325 334 59.4 25.0 52.1 2 0 0 1,114.6832
Q_06 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 6.16% LQMEAPHIIVGTPGR 147 161 18.9 27.4 18.9 0 1 0 1,634.8686
Q_06 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 2 2 3 6.16% VLITTDLLAR 325 334 45.3 25.0 37.2 2 0 0 1,114.6832
Q_07 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 4 8.37% GIYAYGFEKPSAIQQR 46 61 29.8 28.0 16.3 1 0 0 1,827.9389
Q_07 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 4 8.37% QFYINVER 248 255 25.6 26.6 11.5 1 0 0 1,068.5472
Q_07 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 3 3 4 8.37% VLITTDLLAR 325 334 64.7 25.0 56.1 2 0 0 1,114.6832
Q_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 10 16.30% GYDVIAQAQSGTGK 69 82 120.0 28.6 110.0 2 0 0 1,394.6912
Q_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 10 16.30% ATQALVLAPTR 100 110 52.2 25.0 42.5 2 0 0 1,140.6736
Q_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 10 16.30% MFVLDEADEMLSR 178 190 80.3 25.0 63.4 1 0 0 1,587.7031
Q_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 10 16.30% KEELTLEGIR 238 247 27.0 28.3 11.9 2 0 0 1,187.6632
Q_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 10 16.30% QFYINVER 248 255 33.2 27.2 24.8 1 0 0 1,068.5472
Q_08 Eukaryotic initiation factor 4A‐I IF4A1_HUMAN 46,155 6 6 10 16.30% VLITTDLLAR 325 334 44.0 25.0 34.7 2 0 0 1,114.6832
A_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 3 4 6 20.10% GIYAYGFEKPSAIQQR 47 62 62.6 27.7 58.0 1 0 0 1,827.9389
A_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 3 4 6 20.10% ETQALVLAPTR 101 111 32.1 26.6 24.3 2 0 0 1,198.6791
A_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 3 4 6 20.10% LQAEAPHIVVGTPGR 148 162 53.1 26.7 40.5 1 2 0 1,544.8545
A_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 3 4 6 20.10% VFDMLNR 163 169 23.2 26.1 15.2 2 0 0 910.4452
A_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 3 4 6 20.10% MFVLDEADEMLSR 179 191 62.1 25.0 55.5 1 1 0 1,571.7082
A_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 3 4 6 20.10% KEELTLEGIK 239 248 22.7 27.1 12.2 1 0 0 1,159.6571
A_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 3 4 6 20.10% VLITTDLLAR 326 335 51.6 25.0 42.5 2 0 0 1,114.6832
B_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 4 4 6 16.50% ETQALVLAPTR 101 111 23.6 27.0 7.0 1 0 0 1,198.6791
B_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 4 4 6 16.50% LQAEAPHIVVGTPGR 148 162 44.0 26.9 30.8 0 2 0 1,544.8545
B_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 4 4 6 16.50% DQIYEIFQK 195 203 35.5 26.9 3.8 1 0 0 1,183.5995
B_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 4 4 6 16.50% KVDWLTEK 285 292 23.9 28.0 12.3 2 0 0 1,018.5569
B_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 4 4 6 16.50% VLITTDLLAR 326 335 51.3 25.0 44.5 2 0 0 1,114.6832
B_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 4 4 6 16.50% KGVAINFVTEEDKR 370 383 53.6 27.9 43.1 0 2 0 1,605.8596
C_12 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 4 22.10% GYDVIAQAQSGTGK 70 83 106.0 28.2 97.3 2 0 0 1,394.6912
C_12 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 4 22.10% LQAEAPHIVVGTPGR 148 162 36.8 26.9 24.5 0 2 0 1,544.8545
C_12 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 4 22.10% VFDMLNR 163 169 25.4 26.1 18.6 1 0 0 910.4452
C_12 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 4 22.10% MFVLDEADEMLSR 179 191 90.6 25.0 68.1 2 0 0 1,587.7031
C_12 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 4 22.10% QFYINVER 249 256 37.0 26.9 24.0 1 0 0 1,068.5472
C_12 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 4 22.10% RKVDWLTEK 284 292 24.9 27.9 13.6 1 0 0 1,174.6580
C_12 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 4 22.10% VLITTDLLAR 326 335 55.9 25.0 47.9 2 0 0 1,114.6832
C_12 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 4 22.10% KGVAINFVTEEDKR 370 383 42.7 28.1 28.7 0 2 0 1,605.8596
C_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 3 20.10% GIYAYGFEKPSAIQQR 47 62 42.1 27.7 32.8 0 2 0 1,827.9389
C_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 3 20.10% GYDVIAQAQSGTGK 70 83 107.0 28.2 96.8 2 0 0 1,394.6912
C_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 3 20.10% LQAEAPHIVVGTPGR 148 162 33.4 26.9 19.6 0 2 0 1,544.8545
C_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 3 20.10% MFVLDEADEMLSR 179 191 17.1 25.0 1.4 0 1 0 1,587.7031
C_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 3 20.10% VLITTDLLAR 326 335 35.6 25.0 31.9 2 0 0 1,114.6832
C_13 Eukaryotic initiation factor 4A‐II IF4A2_HUMAN 46,404 2 2 3 20.10% KGVAINFVTEEDKR 370 383 30.2 27.8 22.0 0 1 0 1,605.8596
A_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 6 6 8 18.70% GIYAYGFEKPSAIQQR 52 67 62.6 27.7 58.0 1 0 0 1,827.9389
A_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 6 6 8 18.70% ETQALILAPTR 106 116 39.5 25.7 27.0 2 0 0 1,212.6948
A_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 6 6 8 18.70% LDYGQHVVAGTPGR 153 166 34.0 27.0 28.4 0 2 0 1,469.7497
A_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 6 6 8 18.70% EQIYDVYR 199 206 24.0 25.8 19.9 1 0 0 1,085.5262
A_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 6 6 8 18.70% RDELTLEGIK 243 252 23.3 28.0 15.3 1 0 0 1,173.6476
A_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 6 6 8 18.70% QFFVAVER 253 260 37.9 27.3 21.5 1 0 0 995.5308
A_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 6 6 8 18.70% VLISTDVWAR 330 339 22.0 27.3 18.0 1 0 0 1,159.6470
B_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 7 7 9 16.80% ETQALILAPTR 106 116 41.2 26.0 27.1 2 0 0 1,212.6948
B_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 7 7 9 16.80% KLDYGQHVVAGTPGR 152 166 39.9 27.2 31.0 0 1 0 1,597.8447
B_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 7 7 9 16.80% LDYGQHVVAGTPGR 153 166 15.9 27.0 6.5 0 1 0 1,469.7497



B_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 7 7 9 16.80% EQIYDVYR 199 206 24.7 25.7 20.4 2 0 0 1,085.5262
B_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 7 7 9 16.80% RDELTLEGIK 243 252 34.1 29.0 25.3 1 0 0 1,173.6476
B_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 7 7 9 16.80% QFFVAVER 253 260 28.4 26.9 14.4 1 0 0 995.5308
B_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 7 7 9 16.80% KVDWLTEK 289 296 23.9 28.0 12.3 2 0 0 1,018.5569
B_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 7 7 9 16.80% KGVAINFVK 374 382 21.2 25.0 16.5 1 0 0 975.5986
C_12 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 2 2 3 8.03% ETQALILAPTR 106 116 46.3 25.7 40.6 2 0 0 1,212.6948
C_12 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 2 2 3 8.03% MLVLDEADEMLNK 183 195 28.2 26.0 25.0 1 0 0 1,552.7236
C_12 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 2 2 3 8.03% RKVDWLTEK 288 296 24.9 27.9 13.6 1 0 0 1,174.6580
C_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 4 4 7 14.40% GIYAYGFEKPSAIQQR 52 67 42.1 27.7 32.8 0 2 0 1,827.9389
C_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 4 4 7 14.40% ETQALILAPTR 106 116 33.5 25.7 20.0 2 0 0 1,212.6948
C_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 4 4 7 14.40% LDYGQHVVAGTPGR 153 166 21.2 27.0 16.2 0 2 0 1,469.7497
C_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 4 4 7 14.40% QFFVAVER 253 260 26.6 26.6 14.5 1 0 0 995.5308
C_13 Eukaryotic initiation factor 4A‐III IF4A3_HUMAN 46,842 4 4 7 14.40% VLISTDVWAR 330 339 34.6 27.3 28.0 2 0 0 1,159.6470
A_19 Eukaryotic translation initiation factor 4B IF4B_HUMAN 69,154 2 3 6 4.91% ARPATDSFDDYPPR 201 214 19.3 25.0 19.3 0 2 0 1,607.7450
A_19 Eukaryotic translation initiation factor 4B IF4B_HUMAN 69,154 2 3 6 4.91% AASIFGGAKPVDTAAR 357 372 41.7 28.0 39.1 2 2 0 1,531.8228
A_08 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 3 4 6 18.40% TESNQEVANPEHYIK 22 36 44.6 25.2 32.3 1 1 0 1,758.8293
A_08 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 3 4 6 18.40% IAIWTTECENR 163 173 49.7 25.6 47.1 2 0 0 1,392.6577
A_08 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 3 4 6 18.40% IVIGYQSHADTATK 193 206 67.9 28.0 58.2 2 0 0 1,503.7803
B_08 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 3 4 7 18.40% TESNQEVANPEHYIK 22 36 32.0 25.3 19.5 1 2 0 1,758.8293
B_08 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 3 4 7 18.40% IAIWTTECENR 163 173 39.2 25.7 30.0 2 0 0 1,392.6577
B_08 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 3 4 7 18.40% IVIGYQSHADTATK 193 206 57.3 28.2 50.2 2 0 0 1,503.7803
C_08 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 2 2 4 11.50% IAIWTTECENR 163 173 39.4 26.0 34.3 2 0 0 1,392.6577
C_08 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 2 2 4 11.50% IVIGYQSHADTATK 193 206 54.8 28.0 48.1 2 0 0 1,503.7803
H_07 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 3 3 6 18.40% TESNQEVANPEHYIK 22 36 24.5 25.4 20.4 0 2 0 1,758.8293
H_07 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 3 3 6 18.40% IAIWTTECENR 163 173 57.3 26.0 51.6 2 0 0 1,392.6577
H_07 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 3 3 6 18.40% IVIGYQSHADTATK 193 206 46.0 27.5 40.2 2 0 0 1,503.7803
K_07 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 2 2 4 11.50% IAIWTTECENR 163 173 54.3 25.7 49.9 2 0 0 1,392.6577
K_07 Eukaryotic translation initiation factor 4E IF4E_HUMAN 25,080 2 2 4 11.50% IVIGYQSHADTATK 193 206 49.6 27.7 43.3 2 0 0 1,503.7803
A_10 Eukaryotic translation initiation factor 4 gamma 1 IF4G1_HUMAN 175,494 2 2 2 1.75% VPTTEKPTVTVNFR 827 840 22.6 28.1 19.6 0 1 0 1,588.8694
A_10 Eukaryotic translation initiation factor 4 gamma 1 IF4G1_HUMAN 175,494 2 2 2 1.75% RSLGNIKFIGELFK 894 907 19.5 25.0 0.0 1 0 0 1,621.9426
A_12 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 4 4 8 3.97% VIILSLDR 585 592 47.9 25.0 34.8 2 0 0 928.5827
A_12 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 4 4 8 3.97% ASSLISLLK 600 608 55.2 25.0 36.2 2 0 0 931.5823
A_12 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 4 4 8 3.97% SYLAQFAAR 641 649 43.7 26.9 37.1 2 0 0 1,026.5366
A_12 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 4 4 8 3.97% EDITQEFPGK 871 880 28.4 25.8 23.2 2 0 0 1,163.5581
A_13 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 2 2 3 2.65% TQTPPLGQTPQLGLK 506 520 39.9 26.3 28.5 1 0 0 1,578.8854
A_13 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 2 2 3 2.65% ASSLISLLK 600 608 44.6 25.0 24.2 2 0 0 931.5823
B_12 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 2 2 3 1.98% ASSLISLLK 600 608 32.0 25.0 21.7 1 0 0 931.5823
B_12 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 2 2 3 1.98% LEVDIPLVK 632 640 32.5 25.0 27.0 2 0 0 1,025.6243
B_13 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 3 3 5 3.75% TQTPPLGQTPQLGLK 506 520 36.7 26.0 26.2 2 0 0 1,578.8854
B_13 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 3 3 5 3.75% ASSLISLLK 600 608 42.0 25.0 31.3 1 0 0 931.5823
B_13 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 3 3 5 3.75% EDITQEFPGK 871 880 34.9 25.8 25.9 2 0 0 1,163.5581
F_14 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 2 2 3 1.87% VIILSLDR 585 592 29.4 25.0 16.2 2 0 0 928.5827
F_14 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 2 2 3 1.87% ASSLISLLK 600 608 43.9 25.0 31.9 1 0 0 931.5823
H_10 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 2 2 3 1.87% SYLAQFAAR 641 649 41.7 27.1 25.0 2 0 0 1,026.5366
H_10 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 2 2 3 1.87% MLEILEGK 715 722 21.5 28.9 8.0 1 0 0 932.5123
I_10 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 5 5 9 4.74% VIILSLDR 585 592 39.2 25.0 29.6 2 0 0 928.5827
I_10 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 5 5 9 4.74% ASSLISLLK 600 608 56.0 25.0 40.2 2 0 0 931.5823
I_10 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 5 5 9 4.74% LEVDIPLVK 632 640 26.4 25.0 15.9 2 0 0 1,025.6243
I_10 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 5 5 9 4.74% SYLAQFAAR 641 649 42.3 27.5 31.5 2 0 0 1,026.5366
I_10 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 5 5 9 4.74% MLEILEGK 715 722 35.5 28.9 11.9 1 0 0 932.5123
J_11 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 2 2 2 1.87% VIILSLDR 585 592 35.6 26.2 33.2 1 0 0 928.5827
J_11 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 2 2 2 1.87% SYLAQFAAR 641 649 21.0 27.0 5.1 1 0 0 1,026.5366
K_11 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 3 3 4 3.64% TQTPPLGQTPQLGLK 506 520 29.4 25.5 24.8 1 0 0 1,578.8854
K_11 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 3 3 4 3.64% LEVDIPLVK 632 640 22.2 25.0 17.1 2 0 0 1,025.6243
K_11 Eukaryotic translation initiation factor 4 gamma 2 IF4G2_HUMAN 102,367 3 3 4 3.64% SYLAQFAAR 641 649 46.1 27.1 28.6 1 0 0 1,026.5366
A_07 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 2 3 11.80% EALTYDGALLGDR 97 109 65.1 28.0 60.5 2 0 0 1,393.6960
A_07 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 2 3 11.80% GSNMDFREPTEEER 172 185 43.1 25.0 38.2 0 1 0 1,712.7182
A_08 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 3 3 6 15.40% EALTYDGALLGDR 97 109 68.5 28.4 64.0 2 0 0 1,393.6960
A_08 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 3 3 6 15.40% FRDGPPLR 164 171 29.0 25.6 15.1 2 0 0 957.5266
A_08 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 3 3 6 15.40% GSNMDFREPTEEER 172 185 26.9 25.0 22.6 2 0 0 1,712.7182
B_08 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 2 3 11.80% EALTYDGALLGDR 97 109 88.6 28.1 81.9 2 0 0 1,393.6960
B_08 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 2 3 11.80% GSNMDFREPTEEER 172 185 21.7 25.0 21.7 0 1 0 1,712.7182
C_08 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 2 3 10.50% SLRVDIAEGR 110 119 23.5 29.0 15.5 1 0 0 1,115.6168
C_08 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 2 3 10.50% GSNMDFREPTEEER 172 185 29.1 25.0 29.1 0 2 0 1,712.7182
D_13 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 2 4 15.80% EALTYDGALLGDR 97 109 41.6 28.0 37.2 2 0 0 1,393.6960
D_13 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 2 4 15.80% TVATPLNQVANPNSAIFGGARPR 197 219 48.2 26.8 45.3 0 2 0 2,351.2579
H_06 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 4 7 11.80% EALTYDGALLGDR 97 109 88.7 28.0 81.4 2 0 0 1,393.6960
H_06 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 4 7 11.80% GSNMDFREPTEEER 172 185 39.2 25.0 39.2 1 4 0 1,712.7182
H_07 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 2 4 11.80% EALTYDGALLGDR 97 109 63.3 28.4 58.6 2 0 0 1,393.6960
H_07 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 2 4 11.80% GSNMDFREPTEEER 172 185 30.7 25.0 22.5 0 2 0 1,696.7232
I_07 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 3 3 4 16.20% EALTYDGALLGDR 97 109 38.6 28.4 34.4 1 0 0 1,393.6960
I_07 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 3 3 4 16.20% SLRVDIAEGR 110 119 32.8 28.1 25.8 2 0 0 1,115.6168
I_07 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 3 3 4 16.20% GSNMDFREPTEEER 172 185 18.9 25.0 4.0 0 1 0 1,696.7232
Q_05 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 2 4 11.80% EALTYDGALLGDR 97 109 63.9 28.5 54.3 2 0 0 1,393.6960
Q_05 Eukaryotic translation initiation factor 4H IF4H_PONAB 25,202 2 2 4 11.80% GSNMDFREPTEEER 172 185 37.1 25.0 36.2 0 2 0 1,712.7182
A_14 Eukaryotic translation initiation factor 5 IF5_HUMAN 49,223 2 2 2 4.87% TVIVNMVDVAK 34 44 29.9 28.1 23.1 1 0 0 1,204.6607
A_14 Eukaryotic translation initiation factor 5 IF5_HUMAN 49,223 2 2 2 4.87% LQDMLDGFIK 85 94 30.0 26.3 23.6 1 0 0 1,195.6031
B_15 Eukaryotic translation initiation factor 5 IF5_HUMAN 49,223 2 2 3 5.34% LQDMLDGFIK 85 94 27.3 26.4 18.5 1 0 0 1,195.6031
B_15 Eukaryotic translation initiation factor 5 IF5_HUMAN 49,223 2 2 3 5.34% SDNKDDDIDIDAI 419 431 43.8 25.0 28.6 2 0 0 1,448.6391
A_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 10 16 31.20% VHLVGIDIFTGK 56 67 48.5 26.6 44.5 1 0 0 1,298.7469
A_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 10 16 31.20% VHLVGIDIFTGKK 56 68 34.7 25.0 32.1 2 0 0 1,426.8419
A_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 10 16 31.20% KYEDICPSTHNMDVPNIK 68 85 52.2 25.2 51.6 1 2 0 2,177.0004
A_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 10 16 31.20% KYEDICPSTHNMDVPNIKR 68 86 38.9 26.8 38.9 0 2 0 2,333.1015
A_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 10 16 31.20% YEDICPSTHNMDVPNIK 69 85 39.1 25.0 31.9 2 1 0 2,048.9054
A_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 10 16 31.20% EDLRLPEGDLGK 110 121 31.6 27.3 22.1 2 0 0 1,341.7012
A_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 10 16 31.20% EDLRLPEGDLGKEIEQK 110 126 27.8 27.9 22.7 0 1 0 1,969.0241
A_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 10 16 31.20% LPEGDLGKEIEQK 114 126 47.1 27.4 40.8 2 0 0 1,455.7693
A_05 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 3 3 5 27.30% VHLVGIDIFTGKK 56 68 32.0 25.0 31.5 0 2 0 1,426.8419
A_05 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 3 3 5 27.30% KYEDICPSTHNMDVPNIK 68 85 41.9 25.0 35.8 0 2 0 2,177.0004
A_05 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 3 3 5 27.30% EDLRLPEGDLGK 110 121 22.4 27.3 16.2 1 0 0 1,341.7012
B_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 11 18 31.20% VHLVGIDIFTGK 56 67 63.4 26.2 57.1 1 0 0 1,298.7469
B_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 11 18 31.20% VHLVGIDIFTGKK 56 68 37.0 25.0 37.0 0 2 0 1,426.8419
B_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 11 18 31.20% KYEDICPSTHNMDVPNIK 68 85 48.6 25.3 47.8 1 0 0 2,177.0004
B_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 11 18 31.20% KYEDICPSTHNMDVPNIKR 68 86 39.8 26.9 30.1 0 2 2 2,333.1015
B_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 11 18 31.20% YEDICPSTHNMDVPNIK 69 85 31.0 25.0 30.8 2 2 0 2,048.9054
B_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 11 18 31.20% EDLRLPEGDLGK 110 121 31.0 27.3 22.0 2 0 0 1,341.7012
B_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 11 18 31.20% EDLRLPEGDLGKEIEQK 110 126 17.7 27.7 12.1 0 1 0 1,969.0241
B_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 8 11 18 31.20% LPEGDLGKEIEQK 114 126 44.7 27.4 33.7 2 1 0 1,455.7693
C_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 3 3 6 22.70% KYEDICPSTHNMDVPNIK 68 85 46.1 25.3 46.1 0 2 0 2,177.0004
C_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 3 3 6 22.70% EDLRLPEGDLGK 110 121 34.4 27.3 30.6 2 0 0 1,341.7012
C_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 3 3 6 22.70% LPEGDLGKEIEQK 114 126 49.9 27.5 40.6 2 0 0 1,455.7693
H_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 7 8 13 30.50% VHLVGIDIFTGK 56 67 61.4 26.1 61.4 1 0 0 1,298.7469
H_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 7 8 13 30.50% VHLVGIDIFTGKK 56 68 41.1 25.0 41.1 0 2 0 1,426.8419
H_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 7 8 13 30.50% KYEDICPSTHNMDVPNIK 68 85 36.2 25.3 30.1 0 2 0 2,177.0004
H_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 7 8 13 30.50% YEDICPSTHNMDVPNIK 69 85 17.6 25.0 10.4 0 1 0 2,032.9105
H_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 7 8 13 30.50% EDLRLPEGDLGK 110 121 34.5 26.9 26.2 1 0 0 1,341.7012
H_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 7 8 13 30.50% EDLRLPEGDLGKEIEQK 110 126 40.3 27.8 32.5 0 2 0 1,969.0241
H_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 7 8 13 30.50% LPEGDLGKEIEQK 114 126 47.9 27.4 40.5 2 2 0 1,455.7693
I_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 4 4 6 22.70% KYEDICPSTHNMDVPNIK 68 85 21.1 25.5 21.1 0 1 0 2,177.0004
I_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 4 4 6 22.70% EDLRLPEGDLGK 110 121 33.5 27.3 20.7 2 0 0 1,341.7012
I_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 4 4 6 22.70% EDLRLPEGDLGKEIEQK 110 126 17.8 27.8 6.7 0 1 0 1,969.0241
I_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 4 4 6 22.70% LPEGDLGKEIEQK 114 126 46.6 27.4 44.9 2 0 0 1,455.7693



I_05 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 2 2 4 11.00% EDLRLPEGDLGK 110 121 23.4 27.3 18.6 2 0 0 1,341.7012
I_05 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 2 2 4 11.00% LPEGDLGKEIEQK 114 126 27.0 27.4 17.2 0 2 0 1,455.7693
K_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 4 4 8 30.50% VHLVGIDIFTGKK 56 68 40.2 25.0 40.2 2 0 0 1,426.8419
K_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 4 4 8 30.50% KYEDICPSTHNMDVPNIK 68 85 28.6 25.5 26.3 0 2 0 2,177.0004
K_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 4 4 8 30.50% EDLRLPEGDLGK 110 121 31.0 27.4 21.8 2 0 0 1,341.7012
K_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 4 4 8 30.50% EDLRLPEGDLGKEIEQK 110 126 32.9 27.8 21.1 0 2 0 1,969.0241
L_03 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 3 3 5 19.50% VHLVGIDIFTGK 56 67 49.5 26.5 44.4 2 0 0 1,298.7469
L_03 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 3 3 5 19.50% VHLVGIDIFTGKK 56 68 18.4 25.0 18.4 0 1 0 1,426.8419
L_03 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 3 3 5 19.50% KYEDICPSTHNMDVPNIK 68 85 32.3 25.7 32.3 0 2 0 2,177.0004
L_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 5 5 10 27.30% VHLVGIDIFTGK 56 67 46.5 26.1 42.5 2 0 0 1,298.7469
L_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 5 5 10 27.30% VHLVGIDIFTGKK 56 68 40.9 25.0 40.9 0 2 0 1,426.8419
L_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 5 5 10 27.30% KYEDICPSTHNMDVPNIK 68 85 46.6 25.7 36.6 0 2 0 2,177.0004
L_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 5 5 10 27.30% YEDICPSTHNMDVPNIK 69 85 21.7 25.0 19.0 0 2 0 2,048.9054
L_04 Eukaryotic translation initiation factor 5A‐1 IF5A1_HUMAN 16,833 5 5 10 27.30% EDLRLPEGDLGK 110 121 27.5 26.9 16.5 2 0 0 1,341.7012
A_07 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 4 5 9 20.00% ASFENNCEIGCFAK 5 18 51.7 25.0 51.7 2 0 0 1,646.6938
A_07 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 4 5 9 20.00% NSLPDTVQIR 86 95 47.2 27.2 34.7 2 0 0 1,142.6165
A_07 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 4 5 9 20.00% ETEEILADVLK 124 134 61.1 28.0 43.0 2 0 0 1,259.6731
A_07 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 4 5 9 20.00% LNEAQPSTIATSMR 224 237 66.7 27.1 57.4 2 1 0 1,534.7531
B_07 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 4 4 8 20.00% ASFENNCEIGCFAK 5 18 51.2 25.0 51.2 2 0 0 1,646.6938
B_07 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 4 4 8 20.00% NSLPDTVQIR 86 95 35.3 26.8 22.4 2 0 0 1,142.6165
B_07 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 4 4 8 20.00% ETEEILADVLK 124 134 63.1 28.0 36.9 2 0 0 1,259.6731
B_07 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 4 4 8 20.00% LNEAQPSTIATSMR 224 237 60.6 27.0 54.4 2 0 0 1,534.7531
B_08 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 2 2 4 10.20% ASFENNCEIGCFAK 5 18 35.6 25.0 35.6 2 0 0 1,646.6938
B_08 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 2 2 4 10.20% ETEEILADVLK 124 134 64.7 28.0 42.4 2 0 0 1,259.6731
C_07 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 3 3 5 15.50% ASFENNCEIGCFAK 5 18 31.3 25.0 31.3 1 0 0 1,646.6938
C_07 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 3 3 5 15.50% NSLPDTVQIR 86 95 41.4 26.8 30.0 2 0 0 1,142.6165
C_07 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 3 3 5 15.50% LNEAQPSTIATSMR 224 237 52.4 27.3 45.9 2 0 0 1,534.7531
D_12 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 2 2 3 9.80% NSLPDTVQIR 86 95 39.0 27.0 31.0 1 0 0 1,142.6165
D_12 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 2 2 3 9.80% LNEAQPSTIATSMR 224 237 62.6 27.4 58.9 2 0 0 1,534.7531
F_10 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 2 2 2 10.20% ASFENNCEIGCFAK 5 18 22.3 25.0 22.3 1 0 0 1,646.6938
F_10 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 2 2 2 10.20% ETEEILADVLK 124 134 54.4 27.7 24.9 1 0 0 1,259.6731
H_06 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 3 4 8 15.90% ASFENNCEIGCFAK 5 18 41.5 25.0 41.5 2 0 0 1,646.6938
H_06 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 3 4 8 15.90% ETEEILADVLK 124 134 67.5 28.0 46.6 2 0 0 1,259.6731
H_06 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 3 4 8 15.90% LNEAQPSTIATSMR 224 237 66.1 27.5 43.5 4 0 0 1,518.7581
I_06 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 3 3 5 15.50% ASFENNCEIGCFAK 5 18 48.6 25.0 48.2 2 0 0 1,646.6938
I_06 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 3 3 5 15.50% NSLPDTVQIR 86 95 35.6 27.5 17.8 1 0 0 1,142.6165
I_06 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 3 3 5 15.50% LNEAQPSTIATSMR 224 237 53.6 28.0 38.6 2 0 0 1,518.7581
L_05 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 2 2 3 10.20% ASFENNCEIGCFAK 5 18 42.9 25.0 42.0 2 0 0 1,646.6938
L_05 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 2 2 3 10.20% ETEEILADVLK 124 134 44.3 28.0 24.6 1 0 0 1,259.6731
Q_04 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 3 3 5 18.80% ASFENNCEIGCFAK 5 18 35.8 25.0 35.8 2 0 0 1,646.6938
Q_04 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 3 3 5 18.80% HGLLVPNNTTDQELQHIR 68 85 51.8 27.1 50.2 0 1 0 2,085.0838
Q_04 Eukaryotic translation initiation factor 6 IF6_HUMAN 26,598 3 3 5 18.80% LNEAQPSTIATSMR 224 237 47.2 27.9 45.1 2 0 0 1,534.7531
L_02 Interferon‐induced transmembrane protein 1 IFM1_HUMAN 13,965 2 4 7 13.60% KMVGDVTGAQAYASTAK 67 83 37.6 27.1 29.4 1 2 0 1,713.8478
L_02 Interferon‐induced transmembrane protein 1 IFM1_HUMAN 13,965 2 4 7 13.60% MVGDVTGAQAYASTAK 68 83 111.0 25.5 106.0 4 0 0 1,585.7528
L_03 Interferon‐induced transmembrane protein 1 IFM1_HUMAN 13,965 2 2 3 13.60% KMVGDVTGAQAYASTAK 67 83 26.7 27.0 16.7 0 1 0 1,713.8478
L_03 Interferon‐induced transmembrane protein 1 IFM1_HUMAN 13,965 2 2 3 13.60% MVGDVTGAQAYASTAK 68 83 117.0 25.5 117.0 2 0 0 1,585.7528
M_02 Interferon‐induced transmembrane protein 1 IFM1_HUMAN 13,965 2 3 6 13.60% KMVGDVTGAQAYASTAK 67 83 30.1 27.3 21.6 0 2 0 1,713.8478
M_02 Interferon‐induced transmembrane protein 1 IFM1_HUMAN 13,965 2 3 6 13.60% MVGDVTGAQAYASTAK 68 83 94.4 25.8 91.6 4 0 0 1,585.7528
N_03 Interferon‐induced transmembrane protein 1 IFM1_HUMAN 13,965 2 3 5 13.60% KMVGDVTGAQAYASTAK 67 83 18.3 27.2 8.1 0 1 0 1,713.8478
N_03 Interferon‐induced transmembrane protein 1 IFM1_HUMAN 13,965 2 3 5 13.60% MVGDVTGAQAYASTAK 68 83 86.9 25.7 74.2 4 0 0 1,585.7528
Q_02 Interferon‐induced transmembrane protein 1 IFM1_HUMAN 13,965 2 2 3 13.60% KMVGDVTGAQAYASTAK 67 83 25.8 27.1 21.2 0 1 0 1,713.8478
Q_02 Interferon‐induced transmembrane protein 1 IFM1_HUMAN 13,965 2 2 3 13.60% MVGDVTGAQAYASTAK 68 83 110.0 25.9 106.0 2 0 0 1,585.7528
Q_03 Interferon‐induced transmembrane protein 1 IFM1_HUMAN 13,965 2 3 5 13.60% KMVGDVTGAQAYASTAK 67 83 29.2 27.3 19.4 0 1 0 1,713.8478
Q_03 Interferon‐induced transmembrane protein 1 IFM1_HUMAN 13,965 2 3 5 13.60% MVGDVTGAQAYASTAK 68 83 102.0 25.7 97.5 4 0 0 1,585.7528
F_13 Ig alpha‐1 chain C region IGHA1_HUMAN 37,755 2 2 4 5.95% TFTCTAAYPESK 201 212 56.8 25.0 43.7 2 0 0 1,375.6199
F_13 Ig alpha‐1 chain C region IGHA1_HUMAN 37,755 2 2 4 5.95% TPLTATLSK 213 221 35.7 27.5 29.0 2 0 0 931.5460
B_01 Ig gamma‐2 chain C region IGHG2_HUMAN 35,899 3 3 6 11.00% GPSVFPLAPCSR 5 16 38.1 26.5 33.3 2 0 0 1,287.6515
B_01 Ig gamma‐2 chain C region IGHG2_HUMAN 35,899 3 3 6 11.00% STSESTAALGCLVK 17 30 52.3 27.9 38.9 2 0 0 1,423.7098
B_01 Ig gamma‐2 chain C region IGHG2_HUMAN 35,899 3 3 6 11.00% NQVSLTCLVK 240 249 24.2 29.3 12.6 2 0 0 1,161.6297
F_13 Ig kappa chain C region IGKC_HUMAN 11,609 2 4 6 34.90% VDNALQSGNSQESVTEQDSK 42 61 94.2 25.0 91.6 2 2 0 2,135.9688
F_13 Ig kappa chain C region IGKC_HUMAN 11,609 2 4 6 34.90% VYACEVTHQGLSSPVTK 83 99 35.6 27.8 30.3 1 1 0 1,875.9270
D_18 Leukocyte elastase inhibitor ILEU_HUMAN 42,744 2 2 2 5.01% FQSLNADINK 70 79 21.6 28.3 8.6 1 0 0 1,149.5899
D_18 Leukocyte elastase inhibitor ILEU_HUMAN 42,744 2 2 2 5.01% IEEQLTLEK 246 254 42.6 28.9 0.0 1 0 0 1,102.5992
F_14 Leukocyte elastase inhibitor ILEU_HUMAN 42,744 4 4 7 8.97% TFHFNTVEEVHSR 57 69 38.0 26.0 33.6 0 2 0 1,602.7658
F_14 Leukocyte elastase inhibitor ILEU_HUMAN 42,744 4 4 7 8.97% FQSLNADINKR 70 80 60.0 27.9 53.1 2 0 0 1,305.6910
F_14 Leukocyte elastase inhibitor ILEU_HUMAN 42,744 4 4 7 8.97% KIEEQLTLEK 245 254 36.1 27.7 0.0 1 0 0 1,230.6942
F_14 Leukocyte elastase inhibitor ILEU_HUMAN 42,744 4 4 7 8.97% IEEQLTLEK 246 254 41.2 27.7 0.0 2 0 0 1,102.5992
G_14 Leukocyte elastase inhibitor ILEU_HUMAN 42,744 2 2 2 2.64% KIEEQLTLEK 245 254 22.8 27.9 0.0 1 0 0 1,230.6942
G_14 Leukocyte elastase inhibitor ILEU_HUMAN 42,744 2 2 2 2.64% IEEQLTLEK 246 254 40.0 28.2 0.0 1 0 0 1,102.5992
A_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 6 9.49% ILPTLEAVAALGNK 128 141 55.4 25.0 53.6 2 0 0 1,409.8364
A_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 6 9.49% ILITTVPPNLR 175 185 37.2 25.0 37.0 2 0 0 1,236.7676
A_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 6 9.49% WFEENASQSTVK 210 221 61.9 25.7 36.9 2 0 0 1,425.6644
A_13 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 2 2 4 6.15% ILPTLEAVAALGNK 128 141 52.5 25.0 44.3 2 0 0 1,409.8364
A_13 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 2 2 4 6.15% VLQSALAAIR 197 206 63.1 25.0 51.3 2 0 0 1,041.6415
B_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 5 5 9 16.20% VKPAPDETSFSEALLK 44 59 40.2 27.4 37.9 0 2 0 1,731.9165
B_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 5 5 9 16.20% ILPTLEAVAALGNK 128 141 47.0 25.0 44.1 2 0 0 1,409.8364
B_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 5 5 9 16.20% ILITTVPPNLR 175 185 22.4 25.0 7.4 1 0 0 1,236.7676
B_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 5 5 9 16.20% VLQSALAAIR 197 206 73.4 25.0 61.0 2 0 0 1,041.6415
B_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 5 5 9 16.20% WFEENASQSTVK 210 221 60.1 25.7 27.9 2 0 0 1,425.6644
B_13 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 8 12.10% ILPTLEAVAALGNK 128 141 55.2 25.0 48.9 2 0 0 1,409.8364
B_13 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 8 12.10% ILITTVPPNLR 175 185 33.9 25.0 32.5 2 0 0 1,236.7676
B_13 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 8 12.10% VLQSALAAIR 197 206 68.7 25.0 61.3 2 0 0 1,041.6415
B_13 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 8 12.10% WFEENASQSTVK 210 221 55.9 25.8 36.2 2 0 0 1,425.6644
C_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 5 6 11 16.20% VKPAPDETSFSEALLK 44 59 29.6 27.9 25.3 0 2 0 1,731.9165
C_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 5 6 11 16.20% ILPTLEAVAALGNK 128 141 81.7 25.0 74.6 2 2 0 1,409.8364
C_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 5 6 11 16.20% ILITTVPPNLR 175 185 21.9 25.0 21.9 1 0 0 1,236.7676
C_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 5 6 11 16.20% VLQSALAAIR 197 206 73.7 25.0 63.1 2 0 0 1,041.6415
C_12 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 5 6 11 16.20% WFEENASQSTVK 210 221 77.3 25.9 47.7 2 0 0 1,425.6644
F_14 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 7 12.10% ILPTLEAVAALGNK 128 141 59.0 25.0 54.1 1 0 0 1,409.8364
F_14 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 7 12.10% ILITTVPPNLR 175 185 34.2 25.0 34.2 2 0 0 1,236.7676
F_14 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 7 12.10% VLQSALAAIR 197 206 57.3 25.0 51.3 2 0 0 1,041.6415
F_14 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 7 12.10% WFEENASQSTVK 210 221 39.0 25.8 20.0 2 0 0 1,425.6644
H_10 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 7 12.10% ILPTLEAVAALGNK 128 141 60.8 25.0 53.5 1 0 0 1,409.8364
H_10 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 7 12.10% ILITTVPPNLR 175 185 33.3 25.0 33.3 2 0 0 1,236.7676
H_10 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 7 12.10% VLQSALAAIR 197 206 63.5 25.0 51.7 2 0 0 1,041.6415
H_10 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 7 12.10% WFEENASQSTVK 210 221 31.7 26.3 16.4 2 0 0 1,425.6644
I_10 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 6 8.97% ILPTLEAVAALGNK 128 141 83.8 25.0 78.3 2 0 0 1,409.8364
I_10 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 6 8.97% ILITTVPPNLR 175 185 37.9 25.0 37.9 2 0 0 1,236.7676
I_10 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 6 8.97% VLQSALAAIR 197 206 63.3 25.0 45.0 2 0 0 1,041.6415
K_10 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 7 12.10% ILPTLEAVAALGNK 128 141 67.3 25.0 58.4 2 0 0 1,409.8364
K_10 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 7 12.10% ILITTVPPNLR 175 185 34.8 25.0 30.6 2 0 0 1,236.7676
K_10 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 7 12.10% VLQSALAAIR 197 206 60.5 25.0 41.7 2 0 0 1,041.6415
K_10 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 4 4 7 12.10% WFEENASQSTVK 210 221 48.0 26.3 37.3 1 0 0 1,425.6644
K_11 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 7 8.97% ILPTLEAVAALGNK 128 141 52.2 25.0 43.5 2 0 0 1,409.8364
K_11 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 7 8.97% ILITTVPPNLR 175 185 27.2 25.0 27.2 3 0 0 1,236.7676
K_11 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 7 8.97% VLQSALAAIR 197 206 58.8 25.0 46.0 2 0 0 1,041.6415
L_07 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 6 8.72% ILPTLEAVAALGNK 128 141 67.6 25.0 62.2 2 0 0 1,409.8364
L_07 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 6 8.72% VLQSALAAIR 197 206 61.4 25.0 43.8 2 0 0 1,041.6415
L_07 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 6 8.72% QPLALNVAYR 260 269 31.3 28.1 23.8 2 0 0 1,144.6473
L_08 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 4 8.72% ILPTLEAVAALGNK 128 141 56.5 25.0 51.1 2 0 0 1,409.8364
L_08 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 4 8.72% VLQSALAAIR 197 206 58.7 25.0 45.1 1 0 0 1,041.6415
L_08 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 4 8.72% QPLALNVAYR 260 269 32.1 28.1 23.8 1 0 0 1,144.6473



M_07 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 2 2 4 6.15% ILPTLEAVAALGNK 128 141 67.3 25.0 59.0 2 0 0 1,409.8364
M_07 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 2 2 4 6.15% VLQSALAAIR 197 206 49.2 25.0 34.1 2 0 0 1,041.6415
O_08 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 2 2 3 6.67% ILPTLEAVAALGNK 128 141 55.0 25.0 46.4 2 0 0 1,409.8364
O_08 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 2 2 3 6.67% WFEENASQSTVK 210 221 23.4 26.5 16.2 1 0 0 1,425.6644
Q_07 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 5 9.49% VKPAPDETSFSEALLK 44 59 26.5 27.8 23.1 0 2 0 1,731.9165
Q_07 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 5 9.49% ILITTVPPNLR 175 185 23.8 25.0 23.8 1 0 0 1,236.7676
Q_07 Interleukin enhancer‐binding factor 2 ILF2_HUMAN 43,063 3 3 5 9.49% VLQSALAAIR 197 206 57.4 25.0 41.4 2 0 0 1,041.6415
A_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 8 8 14 10.40% AVSDWIDEQEK 44 54 19.7 25.0 16.6 1 0 0 1,319.6115
A_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 8 8 14 10.40% VPTWGPLR 240 247 41.8 25.7 24.9 2 0 0 925.5255
A_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 8 8 14 10.40% EDITQSAQHALR 312 323 18.1 27.6 12.2 0 1 0 1,368.6867
A_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 8 8 14 10.40% VLQDMGLPTGAEGR 461 474 50.1 27.2 44.6 2 0 0 1,459.7213
A_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 8 8 14 10.40% YELISETGGSHDKR 541 554 33.7 27.2 22.1 0 2 0 1,591.7712
A_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 8 8 14 10.40% FVMEVEVDGQK 555 565 41.8 26.2 37.2 2 0 0 1,296.6142
A_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 8 8 14 10.40% AYAALAALEK 578 587 56.8 25.9 34.4 2 0 0 1,020.5724
A_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 8 8 14 10.40% LFPDTPLALDANK 588 600 44.8 28.0 30.5 2 0 0 1,414.7579
A_22 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 3 3 6 3.69% CLAALASLR 203 211 34.7 29.2 19.9 2 0 0 974.5452
A_22 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 3 3 6 3.69% VLQDMGLPTGAEGR 461 474 62.0 27.4 55.0 2 0 0 1,459.7213
A_22 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 3 3 6 3.69% AYAALAALEK 578 587 64.3 25.9 46.2 2 0 0 1,020.5724
B_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 7 7 11 9.62% VPTWGPLR 240 247 29.2 25.6 14.5 1 0 0 925.5255
B_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 7 7 11 9.62% SIGTANRPMGAGEALR 258 273 22.5 28.3 12.4 0 1 0 1,616.8175
B_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 7 7 11 9.62% LNQLKPGLQYK 409 419 22.4 25.5 9.6 1 0 0 1,301.7578
B_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 7 7 11 9.62% VLQDMGLPTGAEGR 461 474 58.7 27.3 53.8 2 0 0 1,459.7213
B_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 7 7 11 9.62% YELISETGGSHDKR 541 554 26.6 27.4 20.4 0 2 0 1,591.7712
B_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 7 7 11 9.62% AYAALAALEK 578 587 61.6 25.9 51.6 2 0 0 1,020.5724
B_20 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 7 7 11 9.62% LFPDTPLALDANK 588 600 42.2 28.2 34.3 2 0 0 1,414.7579
B_22 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 3 3 4 3.69% AVSDWIDEQEK 44 54 65.2 25.0 58.2 2 0 0 1,319.6115
B_22 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 3 3 4 3.69% VPTWGPLR 240 247 26.1 25.8 10.1 1 0 0 925.5255
B_22 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 3 3 4 3.69% VLQDMGLPTGAEGR 461 474 46.9 27.3 41.2 1 0 0 1,459.7213
C_22 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 3 3 5 3.58% AVSDWIDEQEK 44 54 43.9 25.0 37.0 2 0 0 1,319.6115
C_22 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 3 3 5 3.58% LNQLKPGLQYK 409 419 33.4 25.5 18.8 1 0 0 1,301.7578
C_22 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 3 3 5 3.58% AYAALAALEK 578 587 51.7 26.6 41.2 2 0 0 1,020.5724
H_16 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 2 2 4 2.24% CLAALASLR 203 211 40.4 29.2 27.4 2 0 0 974.5452
H_16 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 2 2 4 2.24% LNQLKPGLQYK 409 419 23.8 25.5 9.1 2 0 0 1,301.7578
I_16 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 4 4 6 4.81% CLAALASLR 203 211 54.8 29.1 35.4 2 0 0 974.5452
I_16 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 4 4 6 4.81% LNQLKPGLQYK 409 419 23.8 25.4 9.2 1 0 0 1,301.7578
I_16 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 4 4 6 4.81% AYAALAALEK 578 587 60.2 25.7 42.7 2 0 0 1,020.5724
I_16 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 4 4 6 4.81% LFPDTPLALDANK 588 600 21.6 28.0 15.4 1 0 0 1,414.7579
I_18 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 2 2 4 2.13% CLAALASLR 203 211 39.3 29.2 27.8 2 0 0 974.5452
I_18 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 2 2 4 2.13% AYAALAALEK 578 587 26.9 25.8 21.3 2 0 0 1,020.5724
K_16 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 2 2 3 2.24% CLAALASLR 203 211 51.3 29.1 29.9 2 0 0 974.5452
K_16 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 2 2 3 2.24% LNQLKPGLQYK 409 419 18.4 25.4 16.7 1 0 0 1,301.7578
M_12 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 2 2 3 2.57% LAAFGQLHK 324 332 40.3 25.5 31.1 1 0 0 984.5626
M_12 Interleukin enhancer‐binding factor 3 ILF3_HUMAN 95,339 2 2 3 2.57% VLQDMGLPTGAEGR 461 474 71.7 27.7 71.0 2 0 0 1,459.7213
A_14 Integrin‐linked protein kinase ILK_HUMAN 51,448 3 3 5 7.96% SAVVEMLIMR 47 56 25.3 27.5 16.3 1 0 0 1,180.6065
A_14 Integrin‐linked protein kinase ILK_HUMAN 51,448 3 3 5 7.96% GDDTPLHLAASHGHR 66 80 27.4 26.6 20.5 0 2 0 1,583.7675
A_14 Integrin‐linked protein kinase ILK_HUMAN 51,448 3 3 5 7.96% SVMIDEDMTAR 324 334 29.5 25.0 23.8 2 0 0 1,299.5557
C_14 Integrin‐linked protein kinase ILK_HUMAN 51,448 2 2 3 4.42% SAVVEMLIMR 47 56 35.7 27.9 24.9 1 0 0 1,164.6116
C_14 Integrin‐linked protein kinase ILK_HUMAN 51,448 2 2 3 4.42% FDMIVPILEK 439 448 25.4 27.9 17.6 2 0 0 1,220.6598
I_11 Integrin‐linked kinase‐associated serine/threonine phosphatase 2C ILKAP_HUMAN 40,622 2 2 3 5.36% FAAQNLHQNLIR 140 151 22.9 27.4 9.0 0 1 0 1,424.7757
I_11 Integrin‐linked kinase‐associated serine/threonine phosphatase 2C ILKAP_HUMAN 40,622 2 2 3 5.36% VLGVLEVSR 261 269 41.2 25.0 32.5 2 0 0 971.5884
C_16 Interleukin‐1 receptor‐like 1 ILRL1_HUMAN 63,359 2 2 4 3.06% VFASGQLLK 65 73 34.2 25.0 24.8 2 0 0 962.5670
C_16 Interleukin‐1 receptor‐like 1 ILRL1_HUMAN 63,359 2 2 4 3.06% ITDFGEPR 258 265 36.6 28.2 25.1 2 0 0 934.4630
C_17 Interleukin‐1 receptor‐like 1 ILRL1_HUMAN 63,359 2 2 4 3.06% VFASGQLLK 65 73 28.3 25.0 13.2 2 0 0 962.5670
C_17 Interleukin‐1 receptor‐like 1 ILRL1_HUMAN 63,359 2 2 4 3.06% ITDFGEPR 258 265 28.4 28.2 20.4 2 0 0 934.4630
A_15 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 6 9.07% NVSSFPDDATSPLQENR 52 68 92.1 25.0 81.3 2 0 0 1,876.8672
A_15 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 6 9.07% GINSSNVENQLQATQAAR 84 101 88.7 27.4 77.5 2 0 0 1,900.9471
A_15 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 6 9.07% EATWTMSNITAGR 354 366 59.9 25.4 59.8 2 0 0 1,453.6741
B_15 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 6 9.07% NVSSFPDDATSPLQENR 52 68 90.9 25.2 85.9 2 0 0 1,876.8672
B_15 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 6 9.07% GINSSNVENQLQATQAAR 84 101 88.6 27.4 77.4 2 0 0 1,900.9471
B_15 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 6 9.07% EATWTMSNITAGR 354 366 61.9 25.3 57.8 2 0 0 1,453.6741
B_16 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 4 9.07% NVSSFPDDATSPLQENR 52 68 30.9 25.6 24.5 1 0 0 1,876.8672
B_16 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 4 9.07% GINSSNVENQLQATQAAR 84 101 79.4 27.5 66.4 2 0 0 1,900.9471
B_16 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 4 9.07% EATWTMSNITAGR 354 366 32.5 25.7 29.5 1 0 0 1,453.6741
C_15 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 5 9.07% NVSSFPDDATSPLQENR 52 68 60.8 25.1 55.4 2 0 0 1,876.8672
C_15 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 5 9.07% GINSSNVENQLQATQAAR 84 101 64.7 27.3 57.4 2 0 0 1,900.9471
C_15 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 5 9.07% EATWTMSNITAGR 354 366 51.5 25.4 45.6 1 0 0 1,453.6741
F_16 Importin subunit alpha‐2 IMA2_HUMAN 57,863 2 2 2 5.10% GINSSNVENQLQATQAAR 84 101 91.6 27.5 77.2 1 0 0 1,900.9471
F_16 Importin subunit alpha‐2 IMA2_HUMAN 57,863 2 2 2 5.10% TGVVPQLVK 292 300 21.9 25.0 12.2 1 0 0 940.5827
H_13 Importin subunit alpha‐2 IMA2_HUMAN 57,863 2 3 5 6.62% NVSSFPDDATSPLQENR 52 68 75.2 25.4 64.5 2 0 0 1,876.8672
H_13 Importin subunit alpha‐2 IMA2_HUMAN 57,863 2 3 5 6.62% GINSSNVENQLQATQAAR 84 101 81.6 27.4 66.0 2 1 0 1,900.9471
H_14 Importin subunit alpha‐2 IMA2_HUMAN 57,863 4 4 7 11.50% NVSSFPDDATSPLQENR 52 68 88.3 25.2 82.6 2 0 0 1,876.8672
H_14 Importin subunit alpha‐2 IMA2_HUMAN 57,863 4 4 7 11.50% NNQGTVNWSVDDIVK 69 83 37.2 27.2 32.0 2 0 0 1,688.8239
H_14 Importin subunit alpha‐2 IMA2_HUMAN 57,863 4 4 7 11.50% GINSSNVENQLQATQAAR 84 101 89.2 27.3 78.3 2 0 0 1,900.9471
H_14 Importin subunit alpha‐2 IMA2_HUMAN 57,863 4 4 7 11.50% NLTWTLSNLCR 228 238 45.8 28.1 0.0 1 0 0 1,377.6944
I_13 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 5 8.70% NVSSFPDDATSPLQENR 52 68 78.3 25.2 72.1 2 0 0 1,876.8672
I_13 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 5 8.70% GINSSNVENQLQATQAAR 84 101 101.0 27.4 90.2 2 0 0 1,900.9471
I_13 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 5 8.70% NLTWTLSNLCR 228 238 33.2 27.9 0.0 1 0 0 1,377.6944
I_14 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 4 8.32% NVSSFPDDATSPLQENR 52 68 34.1 25.5 32.3 2 0 0 1,876.8672
I_14 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 4 8.32% GINSSNVENQLQATQAAR 84 101 65.4 27.5 53.6 1 0 0 1,900.9471
I_14 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 4 8.32% TGVVPQLVK 292 300 32.5 25.0 28.9 1 0 0 940.5827
K_13 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 5 8.32% NVSSFPDDATSPLQENR 52 68 69.2 25.3 63.7 2 0 0 1,876.8672
K_13 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 5 8.32% GINSSNVENQLQATQAAR 84 101 88.1 27.5 77.2 2 0 0 1,900.9471
K_13 Importin subunit alpha‐2 IMA2_HUMAN 57,863 3 3 5 8.32% TGVVPQLVK 292 300 23.5 25.0 14.1 1 0 0 940.5827
L_09 Importin subunit alpha‐2 IMA2_HUMAN 57,863 4 4 5 11.20% NVSSFPDDATSPLQENR 52 68 78.6 25.4 73.2 1 0 0 1,876.8672
L_09 Importin subunit alpha‐2 IMA2_HUMAN 57,863 4 4 5 11.20% NNQGTVNWSVDDIVK 69 83 54.9 27.3 48.3 1 0 0 1,688.8239
L_09 Importin subunit alpha‐2 IMA2_HUMAN 57,863 4 4 5 11.20% GINSSNVENQLQATQAAR 84 101 82.2 27.5 76.0 2 0 0 1,900.9471
L_09 Importin subunit alpha‐2 IMA2_HUMAN 57,863 4 4 5 11.20% TGVVPQLVK 292 300 25.5 25.0 20.6 1 0 0 940.5827
A_15 Importin subunit alpha‐3 IMA3_HUMAN 57,811 2 2 3 4.22% SGILPILVK 113 121 24.7 25.0 24.7 1 0 0 939.6239
A_15 Importin subunit alpha‐3 IMA3_HUMAN 57,811 2 2 3 4.22% DSQVVQVVLDGLK 424 436 80.4 27.2 67.2 2 0 0 1,399.7793
A_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 14 10.60% TVSPDRLELEAAQK 10 23 39.9 28.0 22.6 2 0 0 1,556.8280
A_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 14 10.60% VLANPGNSQVAR 43 54 37.9 26.3 32.2 2 0 0 1,225.6647
A_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 14 10.60% SNEILTAIIQGMR 170 182 47.1 27.9 39.9 2 0 0 1,461.7732
A_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 14 10.60% DTAAWTVGR 426 434 52.9 26.9 42.8 2 0 0 976.4847
A_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 14 10.60% SSAYESLMEIVK 526 537 51.3 25.7 36.7 2 0 0 1,372.6665
A_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 14 10.60% LQQVLQMESHIQSTSDR 558 574 41.1 26.8 36.6 0 2 0 2,015.9817
A_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 14 10.60% GDQENVHPDVMLVQPR 778 793 43.2 26.8 42.4 0 2 0 1,849.8864
A_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 11 15 28 16.70% TVSPDRLELEAAQK 10 23 41.3 28.0 21.1 2 1 0 1,556.8280
A_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 11 15 28 16.70% VLANPGNSQVAR 43 54 51.8 26.3 43.1 2 0 0 1,225.6647
A_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 11 15 28 16.70% SNEILTAIIQGMR 170 182 64.8 28.0 53.2 2 2 0 1,461.7732
A_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 11 15 28 16.70% LAATNALLNSLEFTK 192 206 90.3 26.1 85.0 2 0 0 1,605.8847
A_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 11 15 28 16.70% VAALQNLVK 235 243 40.0 25.0 22.5 2 0 0 955.5935
A_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 11 15 28 16.70% QDENDDDDDWNPCK 333 346 66.1 25.0 66.1 2 0 0 1,765.6246
A_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 11 15 28 16.70% DTAAWTVGR 426 434 63.7 27.5 47.7 2 0 0 976.4847
A_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 11 15 28 16.70% LLETTDRPDGHQNNLR 510 525 41.4 28.1 37.6 0 2 0 1,878.9419
A_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 11 15 28 16.70% SSAYESLMEIVK 526 537 59.8 26.5 38.0 4 0 0 1,356.6715
A_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 11 15 28 16.70% GDQENVHPDVMLVQPR 778 793 50.9 26.9 50.7 2 0 0 1,849.8864
A_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 11 15 28 16.70% LVEARPMIHELLTEGR 836 851 28.8 27.1 25.6 0 2 1 1,880.0061
A_22 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 3 4.34% VLANPGNSQVAR 43 54 21.0 25.3 21.0 1 0 0 1,225.6647
A_22 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 3 4.34% VAALQNLVK 235 243 40.8 25.0 31.2 1 0 0 955.5935
A_22 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 3 4.34% LQQVLQMESHIQSTSDR 558 574 17.3 26.9 8.6 0 1 0 2,015.9817
B_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 6 7 10 9.25% TVSPDRLELEAAQK 10 23 39.5 28.0 27.9 1 0 0 1,556.8280
B_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 6 7 10 9.25% WLAIDANAR 80 88 41.4 27.9 28.0 2 0 0 1,029.5476



B_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 6 7 10 9.25% SNEILTAIIQGMR 170 182 67.8 27.9 58.7 2 0 0 1,461.7732
B_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 6 7 10 9.25% SSAYESLMEIVK 526 537 52.7 25.7 37.5 1 0 0 1,372.6665
B_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 6 7 10 9.25% LQQVLQMESHIQSTSDR 558 574 43.3 27.0 35.0 0 2 0 2,015.9817
B_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 6 7 10 9.25% GDQENVHPDVMLVQPR 778 793 28.2 26.8 28.2 1 1 0 1,849.8864
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% TVSPDRLELEAAQK 10 23 45.9 28.0 28.9 2 0 0 1,556.8280
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% VLANPGNSQVAR 43 54 40.2 25.9 39.6 2 0 0 1,225.6647
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% WLAIDANAR 80 88 35.1 26.7 32.7 1 0 0 1,029.5476
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% SNEILTAIIQGMR 170 182 48.0 27.7 39.5 2 0 0 1,461.7732
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% LAATNALLNSLEFTK 192 206 108.0 26.1 102.0 2 0 0 1,605.8847
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% HFIMQVVCEATQCPDTR 216 232 23.5 25.0 19.5 0 1 0 2,107.9360
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% VAALQNLVK 235 243 38.3 25.0 25.7 2 0 0 955.5935
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% QDENDDDDDWNPCK 333 346 76.5 25.0 76.5 2 0 0 1,765.6246
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% DTAAWTVGR 426 434 53.2 27.8 38.2 2 0 0 976.4847
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% LLETTDRPDGHQNNLR 510 525 38.4 27.7 33.1 0 2 0 1,878.9419
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% SSAYESLMEIVK 526 537 65.2 26.0 41.1 3 0 0 1,372.6665
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% LQQVLQMESHIQSTSDR 558 574 54.6 27.2 54.3 1 0 0 2,015.9817
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% GDQENVHPDVMLVQPR 778 793 44.7 26.8 39.6 2 2 0 1,849.8864
B_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 14 16 28 21.60% LVEARPMIHELLTEGR 836 851 41.6 27.0 33.5 0 2 0 1,880.0061
B_22 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 4 4.45% SNEILTAIIQGMR 170 182 49.6 27.9 42.5 2 0 0 1,461.7732
B_22 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 4 4.45% DTAAWTVGR 426 434 34.2 27.8 27.6 1 0 0 976.4847
B_22 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 4 4.45% LQQVLQMESHIQSTSDR 558 574 21.6 27.0 19.8 0 1 0 2,015.9817
C_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 3 4.34% WLAIDANAR 80 88 35.6 27.3 26.2 1 0 0 1,029.5476
C_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 3 4.34% SSAYESLMEIVK 526 537 28.4 25.8 14.9 1 0 0 1,372.6665
C_20 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 3 4.34% LQQVLQMESHIQSTSDR 558 574 20.2 26.9 15.4 0 1 0 2,015.9817
C_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 9 11 19 12.80% TVSPDRLELEAAQK 10 23 35.1 28.3 23.7 2 0 0 1,556.8280
C_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 9 11 19 12.80% WLAIDANAR 80 88 52.4 27.3 44.5 2 0 0 1,029.5476
C_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 9 11 19 12.80% SNEILTAIIQGMR 170 182 59.1 28.0 51.3 2 1 0 1,461.7732
C_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 9 11 19 12.80% LAATNALLNSLEFTK 192 206 52.2 26.1 47.7 2 0 0 1,605.8847
C_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 9 11 19 12.80% DTAAWTVGR 426 434 56.2 27.0 43.6 2 0 0 976.4847
C_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 9 11 19 12.80% LLETTDRPDGHQNNLR 510 525 32.8 28.0 27.0 0 1 0 1,878.9419
C_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 9 11 19 12.80% SSAYESLMEIVK 526 537 49.5 25.9 32.3 2 0 0 1,372.6665
C_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 9 11 19 12.80% TTLVIMER 550 557 35.2 28.4 26.3 4 0 0 962.5340
C_21 Importin subunit beta‐1 IMB1_HUMAN 97,171 9 11 19 12.80% GDQENVHPDVMLVQPR 778 793 26.0 26.5 26.0 0 1 0 1,849.8864
C_22 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 2 2.97% DTAAWTVGR 426 434 45.1 27.0 32.5 1 0 0 976.4847
C_22 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 2 2.97% LQQVLQMESHIQSTSDR 558 574 21.8 26.9 21.7 0 1 0 2,015.9817
D_27 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 4 2.97% VAALQNLVK 235 243 27.7 25.0 17.6 1 0 0 955.5935
D_27 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 4 2.97% DTAAWTVGR 426 434 24.0 27.1 11.9 2 0 0 976.4847
D_27 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 4 2.97% TTLVIMER 550 557 50.8 27.4 33.5 1 0 0 978.5290
H_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 9 15 11.20% TVSPDRLELEAAQK 10 23 51.3 27.6 39.2 2 0 0 1,556.8280
H_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 9 15 11.20% QDENDDDDDWNPCK 333 346 54.5 25.0 54.5 2 0 0 1,765.6246
H_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 9 15 11.20% DTAAWTVGR 426 434 70.3 27.9 57.2 2 0 0 976.4847
H_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 9 15 11.20% LLETTDRPDGHQNNLR 510 525 21.3 28.1 14.5 0 1 0 1,878.9419
H_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 9 15 11.20% SSAYESLMEIVK 526 537 59.2 26.4 42.6 3 0 0 1,356.6715
H_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 9 15 11.20% LQQVLQMESHIQSTSDR 558 574 35.9 27.1 31.6 0 2 0 2,015.9817
H_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 9 15 11.20% GDQENVHPDVMLVQPR 778 793 32.1 27.9 31.9 0 3 0 1,833.8914
I_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 8 9 16 12.60% TVSPDRLELEAAQK 10 23 34.5 27.7 24.6 2 0 0 1,556.8280
I_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 8 9 16 12.60% NSLTSKDPDIKAQYQQR 63 79 43.8 26.8 36.2 0 2 0 1,992.0147
I_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 8 9 16 12.60% WLAIDANAR 80 88 61.7 26.7 57.0 2 0 0 1,029.5476
I_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 8 9 16 12.60% DTAAWTVGR 426 434 48.2 27.9 44.2 2 0 0 976.4847
I_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 8 9 16 12.60% LLETTDRPDGHQNNLR 510 525 29.2 28.0 23.5 0 1 0 1,878.9419
I_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 8 9 16 12.60% SSAYESLMEIVK 526 537 63.1 26.4 37.5 4 0 0 1,356.6715
I_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 8 9 16 12.60% LQQVLQMESHIQSTSDR 558 574 44.6 27.4 41.6 0 1 0 1,999.9867
I_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 8 9 16 12.60% GDQENVHPDVMLVQPR 778 793 36.3 27.9 31.5 0 2 0 1,833.8914
I_18 Importin subunit beta‐1 IMB1_HUMAN 97,171 4 4 5 4.91% TVSPDRLELEAAQK 10 23 39.0 27.6 30.9 1 0 0 1,556.8280
I_18 Importin subunit beta‐1 IMB1_HUMAN 97,171 4 4 5 4.91% WLAIDANAR 80 88 29.7 26.7 29.4 1 0 0 1,029.5476
I_18 Importin subunit beta‐1 IMB1_HUMAN 97,171 4 4 5 4.91% SSAYESLMEIVK 526 537 51.0 26.4 36.5 2 0 0 1,372.6665
I_18 Importin subunit beta‐1 IMB1_HUMAN 97,171 4 4 5 4.91% TTLVIMER 550 557 26.5 28.3 17.9 1 0 0 962.5340
J_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 4 4 7 6.62% DTAAWTVGR 426 434 63.0 27.0 52.6 2 0 0 976.4847
J_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 4 4 7 6.62% LLETTDRPDGHQNNLR 510 525 26.4 28.1 15.8 0 2 0 1,878.9419
J_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 4 4 7 6.62% LQQVLQMESHIQSTSDR 558 574 22.3 27.4 17.4 0 1 0 2,015.9817
J_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 4 4 7 6.62% GDQENVHPDVMLVQPR 778 793 35.3 27.1 32.4 0 2 0 1,849.8864
J_18 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 3 2.63% TVSPDRLELEAAQK 10 23 28.2 27.5 23.3 1 0 0 1,556.8280
J_18 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 3 2.63% VAALQNLVK 235 243 39.4 25.0 25.9 2 0 0 955.5935
K_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 11 10.60% TVSPDRLELEAAQK 10 23 43.7 27.7 26.3 2 0 0 1,556.8280
K_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 11 10.60% VAALQNLVK 235 243 34.9 25.0 25.4 2 0 0 955.5935
K_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 11 10.60% DTAAWTVGR 426 434 57.6 27.1 46.3 2 0 0 976.4847
K_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 11 10.60% LLETTDRPDGHQNNLR 510 525 26.5 28.1 18.5 0 1 0 1,878.9419
K_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 11 10.60% SSAYESLMEIVK 526 537 29.0 26.4 14.2 1 0 0 1,372.6665
K_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 11 10.60% LQQVLQMESHIQSTSDR 558 574 20.6 27.3 15.5 0 1 0 2,015.9817
K_17 Importin subunit beta‐1 IMB1_HUMAN 97,171 7 7 11 10.60% GDQENVHPDVMLVQPR 778 793 33.5 27.3 31.7 0 2 0 1,849.8864
L_12 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 3 2.05% VAALQNLVK 235 243 24.8 25.0 13.9 1 0 0 955.5935
L_12 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 3 2.05% DTAAWTVGR 426 434 61.6 27.9 55.3 2 0 0 976.4847
L_13 Importin subunit beta‐1 IMB1_HUMAN 97,171 5 5 7 6.85% TVSPDRLELEAAQK 10 23 27.0 27.4 15.7 1 0 0 1,556.8280
L_13 Importin subunit beta‐1 IMB1_HUMAN 97,171 5 5 7 6.85% WLAIDANAR 80 88 40.1 28.0 30.2 2 0 0 1,029.5476
L_13 Importin subunit beta‐1 IMB1_HUMAN 97,171 5 5 7 6.85% DTAAWTVGR 426 434 71.7 27.1 55.4 2 0 0 976.4847
L_13 Importin subunit beta‐1 IMB1_HUMAN 97,171 5 5 7 6.85% LLETTDRPDGHQNNLR 510 525 24.4 28.3 13.6 0 1 0 1,878.9419
L_13 Importin subunit beta‐1 IMB1_HUMAN 97,171 5 5 7 6.85% SSAYESLMEIVK 526 537 40.2 25.9 25.2 1 0 0 1,372.6665
L_14 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 3 2.85% VAALQNLVK 235 243 24.8 25.1 19.4 2 0 0 955.5935
L_14 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 3 2.85% LLETTDRPDGHQNNLR 510 525 20.4 28.1 13.0 0 1 0 1,878.9419
L_15 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 3 2.05% VAALQNLVK 235 243 29.0 25.1 24.5 1 0 0 955.5935
L_15 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 3 2.05% DTAAWTVGR 426 434 57.4 27.0 46.5 2 0 0 976.4847
M_12 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 4 3.88% DTAAWTVGR 426 434 63.3 28.0 52.1 2 0 0 976.4847
M_12 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 4 3.88% TTLVIMER 550 557 40.3 28.3 39.8 1 0 0 962.5340
M_12 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 4 3.88% LQQVLQMESHIQSTSDR 558 574 23.9 27.0 15.2 0 1 0 2,015.9817
M_13 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 5 4.00% VAALQNLVK 235 243 30.0 25.0 21.6 2 0 0 955.5935
M_13 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 5 4.00% DTAAWTVGR 426 434 53.8 27.9 43.1 2 0 0 976.4847
M_13 Importin subunit beta‐1 IMB1_HUMAN 97,171 3 3 5 4.00% LQQVLQMESHIQSTSDR 558 574 23.1 27.3 9.6 0 1 0 2,015.9817
O_12 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 4 2.05% VAALQNLVK 235 243 30.6 25.0 30.6 2 0 0 955.5935
O_12 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 4 2.05% DTAAWTVGR 426 434 49.0 28.0 40.1 2 0 0 976.4847
P_12 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 2 2.05% VAALQNLVK 235 243 26.4 25.0 17.8 1 0 0 955.5935
P_12 Importin subunit beta‐1 IMB1_HUMAN 97,171 2 2 2 2.05% DTAAWTVGR 426 434 48.2 27.0 30.7 1 0 0 976.4847
A_15 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 3 5 4.67% HGFCGIPITDTGR 137 149 46.5 26.6 38.2 2 1 0 1,430.6848
A_15 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 3 5 4.67% NLIDAGVDALR 312 322 57.8 27.3 25.7 2 0 0 1,156.6322
A_22 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 2 4 4.86% REDLVVAPAGITLK 182 195 53.2 25.0 47.0 2 0 0 1,481.8688
A_22 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 2 4 4.86% NLIDAGVDALR 312 322 53.7 26.8 30.7 2 0 0 1,156.6322
A_28 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 2 3 4.67% EDLVVAPAGITLK 183 195 27.2 25.0 21.6 1 0 0 1,325.7677
A_28 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 2 3 4.67% NLIDAGVDALR 312 322 55.8 26.4 32.0 2 0 0 1,156.6322
B_15 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 4 4 8 7.39% HGFCGIPITDTGR 137 149 43.7 26.6 39.2 2 0 0 1,430.6848
B_15 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 4 4 8 7.39% REDLVVAPAGITLK 182 195 45.5 25.0 27.5 0 2 0 1,481.8688
B_15 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 4 4 8 7.39% EDLVVAPAGITLK 183 195 44.7 25.0 31.8 2 0 0 1,325.7677
B_15 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 4 4 8 7.39% NLIDAGVDALR 312 322 53.8 27.4 25.0 2 0 0 1,156.6322
C_15 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 2 4 4.67% HGFCGIPITDTGR 137 149 43.6 26.6 42.5 2 0 0 1,430.6848
C_15 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 2 4 4.67% NLIDAGVDALR 312 322 47.8 26.4 24.8 2 0 0 1,156.6322
F_16 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 4 5 8 8.37% REDLVVAPAGITLK 182 195 52.2 25.0 49.5 1 2 0 1,481.8688
F_16 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 4 5 8 8.37% EDLVVAPAGITLK 183 195 41.5 25.0 38.6 2 0 0 1,325.7677
F_16 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 4 5 8 8.37% NLIDAGVDALR 312 322 71.1 27.1 44.3 2 0 0 1,156.6322
F_16 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 4 5 8 8.37% TSSAQVEGGVHSLHSYEK 494 511 27.6 26.8 24.5 0 1 0 1,915.9144
H_13 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 3 3 5 8.17% HGFCGIPITDTGR 137 149 44.3 26.7 42.7 2 0 0 1,430.6848
H_13 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 3 3 5 8.17% NLIDAGVDALR 312 322 66.7 26.8 44.7 2 0 0 1,156.6322
H_13 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 3 3 5 8.17% TSSAQVEGGVHSLHSYEK 494 511 21.7 26.7 13.0 0 1 0 1,915.9144
H_19 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 2 2 5.64% NLIDAGVDALR 312 322 44.6 26.8 20.2 1 0 0 1,156.6322
H_19 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 2 2 5.64% TSSAQVEGGVHSLHSYEK 494 511 29.6 26.8 23.7 0 1 0 1,915.9144



I_13 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 4 4 7 8.37% REDLVVAPAGITLK 182 195 28.5 25.0 21.4 0 2 0 1,481.8688
I_13 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 4 4 7 8.37% EDLVVAPAGITLK 183 195 51.6 25.0 49.3 2 0 0 1,325.7677
I_13 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 4 4 7 8.37% NLIDAGVDALR 312 322 64.6 27.1 36.2 2 0 0 1,156.6322
I_13 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 4 4 7 8.37% TSSAQVEGGVHSLHSYEK 494 511 23.4 26.8 19.6 0 1 0 1,915.9144
K_13 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 2 4 5.64% NLIDAGVDALR 312 322 57.6 27.4 41.0 2 0 0 1,156.6322
K_13 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 2 4 5.64% TSSAQVEGGVHSLHSYEK 494 511 23.7 26.9 19.4 0 2 0 1,915.9144
M_15 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 2 3 5.64% NLIDAGVDALR 312 322 43.3 26.8 17.0 2 0 0 1,156.6322
M_15 Inosine‐5'‐monophosphate dehydrogenase 2 IMDH2_HUMAN 55,764 2 2 3 5.64% TSSAQVEGGVHSLHSYEK 494 511 21.1 26.8 14.6 0 1 0 1,915.9144
A_09 Inositol monophosphatase 1 IMPA1_HUMAN 30,189 2 2 3 8.66% SSPVDLVTATDQK 37 49 56.6 28.7 42.6 1 0 0 1,360.6956
A_09 Inositol monophosphatase 1 IMPA1_HUMAN 30,189 2 2 3 8.66% LQVSQQEDITK 146 156 32.4 28.5 31.2 2 0 0 1,288.6745
A_16 Inositol‐3‐phosphate synthase 1 INO1_HUMAN 61,068 2 2 4 3.41% VIVLWTANTER 223 233 47.3 27.6 42.2 2 0 0 1,301.7212
A_16 Inositol‐3‐phosphate synthase 1 INO1_HUMAN 61,068 2 2 4 3.41% SCIENILR 484 491 29.7 28.7 6.5 2 0 0 1,004.5194
B_16 Inositol‐3‐phosphate synthase 1 INO1_HUMAN 61,068 2 2 4 3.41% VIVLWTANTER 223 233 58.3 27.6 53.0 2 0 0 1,301.7212
B_16 Inositol‐3‐phosphate synthase 1 INO1_HUMAN 61,068 2 2 4 3.41% SCIENILR 484 491 25.0 28.1 3.7 2 0 0 1,004.5194
C_16 Inositol‐3‐phosphate synthase 1 INO1_HUMAN 61,068 2 2 3 3.41% VIVLWTANTER 223 233 38.8 27.6 34.2 2 0 0 1,301.7212
C_16 Inositol‐3‐phosphate synthase 1 INO1_HUMAN 61,068 2 2 3 3.41% SCIENILR 484 491 25.6 28.4 2.3 1 0 0 1,004.5194
H_14 Inositol‐3‐phosphate synthase 1 INO1_HUMAN 61,068 2 2 4 3.41% VIVLWTANTER 223 233 59.5 28.0 55.8 2 0 0 1,301.7212
H_14 Inositol‐3‐phosphate synthase 1 INO1_HUMAN 61,068 2 2 4 3.41% SCIENILR 484 491 37.0 28.2 11.6 2 0 0 1,004.5194
A_22 Importin‐4 IPO4_HUMAN 118,719 4 4 6 3.42% QFAAVLTR 55 62 28.2 27.2 16.8 1 0 0 905.5203
A_22 Importin‐4 IPO4_HUMAN 118,719 4 4 6 3.42% SLILTALQR 82 90 54.8 25.0 32.2 2 0 0 1,014.6307
A_22 Importin‐4 IPO4_HUMAN 118,719 4 4 6 3.42% LAELCGVLK 793 801 43.7 29.7 30.9 2 0 0 1,002.5654
A_22 Importin‐4 IPO4_HUMAN 118,719 4 4 6 3.42% AQELQAVLGLS 1071 1081 32.8 27.8 16.2 1 0 0 1,128.6260
B_22 Importin‐4 IPO4_HUMAN 118,719 2 2 4 1.67% SLILTALQR 82 90 50.3 25.0 33.8 2 0 0 1,014.6307
B_22 Importin‐4 IPO4_HUMAN 118,719 2 2 4 1.67% LAELCGVLK 793 801 29.2 29.5 18.2 2 0 0 1,002.5654
A_22 Importin‐5 IPO5_HUMAN 123,632 12 15 26 11.10% KQAEETYENIPGQSK 27 41 42.1 27.1 35.6 1 0 0 1,721.8342
A_22 Importin‐5 IPO5_HUMAN 123,632 12 15 26 11.10% QAEETYENIPGQSK 28 41 52.5 25.1 42.8 2 0 0 1,593.7392
A_22 Importin‐5 IPO5_HUMAN 123,632 12 15 26 11.10% ITFLLQAIR 42 50 77.7 25.0 56.6 2 0 0 1,074.6671
A_22 Importin‐5 IPO5_HUMAN 123,632 12 15 26 11.10% QMAAVLLR 60 67 26.3 29.4 12.2 1 0 0 917.5238
A_22 Importin‐5 IPO5_HUMAN 123,632 12 15 26 11.10% VCDIAAELAR 109 118 29.7 27.7 6.7 1 0 0 1,117.5671
A_22 Importin‐5 IPO5_HUMAN 123,632 12 15 26 11.10% VIAALLQTMEDQGNQR 442 457 89.8 27.4 79.9 2 2 0 1,802.9068
A_22 Importin‐5 IPO5_HUMAN 123,632 12 15 26 11.10% STACQMLVCYAK 679 690 35.4 25.0 33.5 4 0 0 1,431.6430
A_22 Importin‐5 IPO5_HUMAN 123,632 12 15 26 11.10% EGFVEYTEQVVK 694 705 45.6 26.6 41.5 2 0 0 1,427.7053
A_22 Importin‐5 IPO5_HUMAN 123,632 12 15 26 11.10% FYFHDGVR 713 720 21.6 25.0 11.3 1 0 0 1,040.4948
A_22 Importin‐5 IPO5_HUMAN 123,632 12 15 26 11.10% VAAAESMPLLLECAR 721 735 73.4 28.3 73.4 2 2 0 1,646.8241
A_22 Importin‐5 IPO5_HUMAN 123,632 12 15 26 11.10% TKENVNATENCISAVGK 962 978 45.5 27.6 36.3 2 0 0 1,834.8964
A_22 Importin‐5 IPO5_HUMAN 123,632 12 15 26 11.10% ENVNATENCISAVGK 964 978 49.1 25.4 45.4 2 0 0 1,605.7537
A_23 Importin‐5 IPO5_HUMAN 123,632 8 8 13 9.66% QAEETYENIPGQSK 28 41 53.7 25.2 44.7 2 0 0 1,593.7392
A_23 Importin‐5 IPO5_HUMAN 123,632 8 8 13 9.66% ITFLLQAIR 42 50 63.8 25.0 45.1 2 0 0 1,074.6671
A_23 Importin‐5 IPO5_HUMAN 123,632 8 8 13 9.66% SLVEIADTVPK 239 249 43.8 27.4 23.6 1 0 0 1,171.6570
A_23 Importin‐5 IPO5_HUMAN 123,632 8 8 13 9.66% VIAALLQTMEDQGNQR 442 457 73.9 27.5 66.5 2 0 0 1,802.9068
A_23 Importin‐5 IPO5_HUMAN 123,632 8 8 13 9.66% STACQMLVCYAK 679 690 27.9 25.0 27.9 1 0 0 1,447.6379
A_23 Importin‐5 IPO5_HUMAN 123,632 8 8 13 9.66% EGFVEYTEQVVK 694 705 41.6 26.6 36.8 2 0 0 1,427.7053
A_23 Importin‐5 IPO5_HUMAN 123,632 8 8 13 9.66% VAAAESMPLLLECAR 721 735 62.7 28.1 56.0 2 0 0 1,646.8241
A_23 Importin‐5 IPO5_HUMAN 123,632 8 8 13 9.66% TKENVNATENCISAVGK 962 978 26.8 27.8 26.8 1 0 0 1,834.8964
B_22 Importin‐5 IPO5_HUMAN 123,632 11 12 23 11.00% KQAEETYENIPGQSK 27 41 41.0 27.0 39.8 1 0 0 1,721.8342
B_22 Importin‐5 IPO5_HUMAN 123,632 11 12 23 11.00% QAEETYENIPGQSK 28 41 61.9 25.2 54.6 2 0 0 1,593.7392
B_22 Importin‐5 IPO5_HUMAN 123,632 11 12 23 11.00% ITFLLQAIR 42 50 70.6 25.0 51.2 2 0 0 1,074.6671
B_22 Importin‐5 IPO5_HUMAN 123,632 11 12 23 11.00% VCDIAAELAR 109 118 40.3 27.7 25.0 2 0 0 1,117.5671
B_22 Importin‐5 IPO5_HUMAN 123,632 11 12 23 11.00% EHIMQMLQNPDWK 361 373 19.1 25.0 15.0 0 2 0 1,701.7726
B_22 Importin‐5 IPO5_HUMAN 123,632 11 12 23 11.00% VIAALLQTMEDQGNQR 442 457 92.5 27.4 92.5 2 0 0 1,802.9068
B_22 Importin‐5 IPO5_HUMAN 123,632 11 12 23 11.00% FMQDASDVMQLLLK 573 586 41.3 27.1 35.0 2 0 0 1,670.8131
B_22 Importin‐5 IPO5_HUMAN 123,632 11 12 23 11.00% EGFVEYTEQVVK 694 705 58.1 26.6 46.1 2 0 0 1,427.7053
B_22 Importin‐5 IPO5_HUMAN 123,632 11 12 23 11.00% VAAAESMPLLLECAR 721 735 68.3 28.3 62.5 2 2 0 1,646.8241
B_22 Importin‐5 IPO5_HUMAN 123,632 11 12 23 11.00% TKENVNATENCISAVGK 962 978 39.1 27.9 38.9 2 0 0 1,834.8964
B_22 Importin‐5 IPO5_HUMAN 123,632 11 12 23 11.00% ENVNATENCISAVGK 964 978 76.3 26.2 71.9 2 0 0 1,605.7537
B_23 Importin‐5 IPO5_HUMAN 123,632 10 12 23 10.80% KQAEETYENIPGQSK 27 41 34.2 27.0 21.0 0 1 0 1,721.8342
B_23 Importin‐5 IPO5_HUMAN 123,632 10 12 23 10.80% QAEETYENIPGQSK 28 41 72.3 25.5 64.9 2 0 0 1,593.7392
B_23 Importin‐5 IPO5_HUMAN 123,632 10 12 23 10.80% ITFLLQAIR 42 50 70.6 25.0 48.0 2 0 0 1,074.6671
B_23 Importin‐5 IPO5_HUMAN 123,632 10 12 23 10.80% VCDIAAELAR 109 118 52.7 28.2 30.2 2 0 0 1,117.5671
B_23 Importin‐5 IPO5_HUMAN 123,632 10 12 23 10.80% SLVEIADTVPK 239 249 61.8 27.3 44.0 2 0 0 1,171.6570
B_23 Importin‐5 IPO5_HUMAN 123,632 10 12 23 10.80% VIAALLQTMEDQGNQR 442 457 81.5 27.4 78.9 2 0 0 1,802.9068
B_23 Importin‐5 IPO5_HUMAN 123,632 10 12 23 10.80% FMQDASDVMQLLLK 573 586 57.1 27.1 50.9 2 0 0 1,670.8131
B_23 Importin‐5 IPO5_HUMAN 123,632 10 12 23 10.80% EGFVEYTEQVVK 694 705 56.5 26.6 44.1 2 0 0 1,427.7053
B_23 Importin‐5 IPO5_HUMAN 123,632 10 12 23 10.80% VAAAESMPLLLECAR 721 735 79.3 27.9 67.7 2 2 0 1,646.8241
B_23 Importin‐5 IPO5_HUMAN 123,632 10 12 23 10.80% TKENVNATENCISAVGK 962 978 56.7 27.9 50.3 2 2 0 1,834.8964
C_22 Importin‐5 IPO5_HUMAN 123,632 2 3 6 2.83% VIAALLQTMEDQGNQR 442 457 81.0 27.3 68.3 2 2 0 1,802.9068
C_22 Importin‐5 IPO5_HUMAN 123,632 2 3 6 2.83% VAAAESMPLLLECAR 721 735 56.7 28.0 55.3 2 0 0 1,646.8241
C_23 Importin‐5 IPO5_HUMAN 123,632 5 5 8 6.29% QAEETYENIPGQSK 28 41 40.0 25.2 19.9 1 0 0 1,593.7392
C_23 Importin‐5 IPO5_HUMAN 123,632 5 5 8 6.29% SLVEIADTVPK 239 249 62.0 28.8 44.7 2 0 0 1,171.6570
C_23 Importin‐5 IPO5_HUMAN 123,632 5 5 8 6.29% VIAALLQTMEDQGNQR 442 457 76.3 27.4 74.1 2 0 0 1,802.9068
C_23 Importin‐5 IPO5_HUMAN 123,632 5 5 8 6.29% VAAAESMPLLLECAR 721 735 61.8 28.2 52.6 2 0 0 1,646.8241
C_23 Importin‐5 IPO5_HUMAN 123,632 5 5 8 6.29% AKLEEHFKNQELR 799 811 27.4 27.6 22.2 0 1 0 1,641.8708
D_28 Importin‐5 IPO5_HUMAN 123,632 2 2 3 1.82% ITFLLQAIR 42 50 63.6 25.0 47.1 1 0 0 1,074.6671
D_28 Importin‐5 IPO5_HUMAN 123,632 2 2 3 1.82% SLVEIADTVPK 239 249 70.6 28.6 52.9 2 0 0 1,171.6570
H_19 Importin‐5 IPO5_HUMAN 123,632 9 10 16 9.39% QAEETYENIPGQSK 28 41 44.0 25.4 37.8 2 0 0 1,593.7392
H_19 Importin‐5 IPO5_HUMAN 123,632 9 10 16 9.39% ITFLLQAIR 42 50 83.0 25.0 63.6 2 0 0 1,074.6671
H_19 Importin‐5 IPO5_HUMAN 123,632 9 10 16 9.39% VIAALLQTMEDQGNQR 442 457 79.2 27.5 71.0 2 0 0 1,802.9068
H_19 Importin‐5 IPO5_HUMAN 123,632 9 10 16 9.39% STACQMLVCYAK 679 690 43.5 25.0 35.9 2 0 0 1,431.6430
H_19 Importin‐5 IPO5_HUMAN 123,632 9 10 16 9.39% EGFVEYTEQVVK 694 705 52.4 26.6 43.7 2 0 0 1,427.7053
H_19 Importin‐5 IPO5_HUMAN 123,632 9 10 16 9.39% FYFHDGVR 713 720 24.8 25.3 13.4 1 0 0 1,040.4948
H_19 Importin‐5 IPO5_HUMAN 123,632 9 10 16 9.39% VAAAESMPLLLECAR 721 735 77.4 27.9 65.4 3 0 0 1,646.8241
H_19 Importin‐5 IPO5_HUMAN 123,632 9 10 16 9.39% TKENVNATENCISAVGK 962 978 37.6 28.0 37.6 1 0 0 1,834.8964
H_19 Importin‐5 IPO5_HUMAN 123,632 9 10 16 9.39% ENVNATENCISAVGK 964 978 36.5 25.8 33.6 1 0 0 1,605.7537
H_20 Importin‐5 IPO5_HUMAN 123,632 7 7 13 8.57% QAEETYENIPGQSK 28 41 54.2 25.5 48.7 2 0 0 1,593.7392
H_20 Importin‐5 IPO5_HUMAN 123,632 7 7 13 8.57% ITFLLQAIR 42 50 83.7 25.0 61.2 2 0 0 1,074.6671
H_20 Importin‐5 IPO5_HUMAN 123,632 7 7 13 8.57% SLVEIADTVPK 239 249 68.8 28.5 51.8 2 0 0 1,171.6570
H_20 Importin‐5 IPO5_HUMAN 123,632 7 7 13 8.57% VIAALLQTMEDQGNQR 442 457 87.7 27.3 68.8 2 0 0 1,802.9068
H_20 Importin‐5 IPO5_HUMAN 123,632 7 7 13 8.57% EGFVEYTEQVVK 694 705 47.2 26.6 42.7 2 0 0 1,427.7053
H_20 Importin‐5 IPO5_HUMAN 123,632 7 7 13 8.57% VAAAESMPLLLECAR 721 735 78.8 28.2 71.1 2 0 0 1,646.8241
H_20 Importin‐5 IPO5_HUMAN 123,632 7 7 13 8.57% TKENVNATENCISAVGK 962 978 37.5 27.9 33.2 1 0 0 1,834.8964
I_19 Importin‐5 IPO5_HUMAN 123,632 9 10 17 9.30% QAEETYENIPGQSK 28 41 44.5 25.2 36.0 2 0 0 1,593.7392
I_19 Importin‐5 IPO5_HUMAN 123,632 9 10 17 9.30% ITFLLQAIR 42 50 78.2 25.0 59.6 2 0 0 1,074.6671
I_19 Importin‐5 IPO5_HUMAN 123,632 9 10 17 9.30% KKVCDIAAELAR 107 118 44.4 28.1 28.6 0 2 0 1,373.7571
I_19 Importin‐5 IPO5_HUMAN 123,632 9 10 17 9.30% VCDIAAELAR 109 118 58.2 27.7 33.6 1 0 0 1,117.5671
I_19 Importin‐5 IPO5_HUMAN 123,632 9 10 17 9.30% SLVEIADTVPK 239 249 77.4 27.2 55.8 2 0 0 1,171.6570
I_19 Importin‐5 IPO5_HUMAN 123,632 9 10 17 9.30% VIAALLQTMEDQGNQR 442 457 66.2 27.5 59.5 2 0 0 1,802.9068
I_19 Importin‐5 IPO5_HUMAN 123,632 9 10 17 9.30% VAAAESMPLLLECAR 721 735 67.7 28.0 56.6 2 0 0 1,646.8241
I_19 Importin‐5 IPO5_HUMAN 123,632 9 10 17 9.30% VIQSADSKTKENVNATENCISAVGK 954 978 20.4 26.9 17.4 0 1 0 2,663.3306
I_19 Importin‐5 IPO5_HUMAN 123,632 9 10 17 9.30% TKENVNATENCISAVGK 962 978 38.8 27.8 38.7 1 2 0 1,834.8964
I_20 Importin‐5 IPO5_HUMAN 123,632 4 4 8 5.01% QAEETYENIPGQSK 28 41 22.0 25.2 19.4 2 0 0 1,593.7392
I_20 Importin‐5 IPO5_HUMAN 123,632 4 4 8 5.01% ITFLLQAIR 42 50 77.7 25.0 56.8 2 0 0 1,074.6671
I_20 Importin‐5 IPO5_HUMAN 123,632 4 4 8 5.01% VAAAESMPLLLECAR 721 735 60.4 28.0 56.7 2 0 0 1,646.8241
I_20 Importin‐5 IPO5_HUMAN 123,632 4 4 8 5.01% TKENVNATENCISAVGK 962 978 32.2 27.9 29.3 0 2 0 1,834.8964
J_19 Importin‐5 IPO5_HUMAN 123,632 5 5 8 5.47% QAEETYENIPGQSK 28 41 34.8 25.3 23.1 2 0 0 1,593.7392
J_19 Importin‐5 IPO5_HUMAN 123,632 5 5 8 5.47% ITFLLQAIR 42 50 63.5 25.0 36.7 2 0 0 1,074.6671
J_19 Importin‐5 IPO5_HUMAN 123,632 5 5 8 5.47% VCDIAAELAR 109 118 34.6 27.8 27.6 1 0 0 1,117.5671
J_19 Importin‐5 IPO5_HUMAN 123,632 5 5 8 5.47% SLVEIADTVPK 239 249 88.9 28.3 67.7 2 0 0 1,171.6570
J_19 Importin‐5 IPO5_HUMAN 123,632 5 5 8 5.47% VIAALLQTMEDQGNQR 442 457 41.7 27.8 33.2 1 0 0 1,802.9068
K_19 Importin‐5 IPO5_HUMAN 123,632 9 10 20 9.66% QAEETYENIPGQSK 28 41 36.8 25.5 27.9 2 0 0 1,593.7392
K_19 Importin‐5 IPO5_HUMAN 123,632 9 10 20 9.66% ITFLLQAIR 42 50 75.1 25.0 52.2 2 0 0 1,074.6671
K_19 Importin‐5 IPO5_HUMAN 123,632 9 10 20 9.66% KKVCDIAAELAR 107 118 24.1 28.2 19.2 0 2 0 1,373.7571
K_19 Importin‐5 IPO5_HUMAN 123,632 9 10 20 9.66% VCDIAAELAR 109 118 67.8 28.2 52.1 2 0 0 1,117.5671



K_19 Importin‐5 IPO5_HUMAN 123,632 9 10 20 9.66% SLVEIADTVPK 239 249 47.1 28.4 27.2 2 0 0 1,171.6570
K_19 Importin‐5 IPO5_HUMAN 123,632 9 10 20 9.66% VIAALLQTMEDQGNQR 442 457 63.5 27.6 54.8 2 0 0 1,802.9068
K_19 Importin‐5 IPO5_HUMAN 123,632 9 10 20 9.66% EGFVEYTEQVVK 694 705 46.9 26.3 35.8 2 0 0 1,427.7053
K_19 Importin‐5 IPO5_HUMAN 123,632 9 10 20 9.66% VAAAESMPLLLECAR 721 735 73.0 28.0 62.9 2 0 0 1,646.8241
K_19 Importin‐5 IPO5_HUMAN 123,632 9 10 20 9.66% TKENVNATENCISAVGK 962 978 37.7 28.0 37.7 2 2 0 1,834.8964
L_13 Importin‐5 IPO5_HUMAN 123,632 2 2 2 2.92% VAAAESMPLLLECAR 721 735 61.0 28.1 53.6 1 0 0 1,646.8241
L_13 Importin‐5 IPO5_HUMAN 123,632 2 2 2 2.92% TKENVNATENCISAVGK 962 978 21.3 28.2 11.8 0 1 0 1,834.8964
L_14 Importin‐5 IPO5_HUMAN 123,632 2 2 2 2.37% VCDIAAELAR 109 118 34.9 27.8 17.9 1 0 0 1,117.5671
L_14 Importin‐5 IPO5_HUMAN 123,632 2 2 2 2.37% VIAALLQTMEDQGNQR 442 457 47.9 27.5 42.9 1 0 0 1,802.9068
L_15 Importin‐5 IPO5_HUMAN 123,632 2 2 2 2.83% VIAALLQTMEDQGNQR 442 457 57.6 27.5 51.4 1 0 0 1,802.9068
L_15 Importin‐5 IPO5_HUMAN 123,632 2 2 2 2.83% VAAAESMPLLLECAR 721 735 45.4 28.0 37.6 1 0 0 1,646.8241
M_14 Importin‐5 IPO5_HUMAN 123,632 3 3 5 3.46% VCDIAAELAR 109 118 34.8 28.2 23.1 2 0 0 1,117.5671
M_14 Importin‐5 IPO5_HUMAN 123,632 3 3 5 3.46% SLVEIADTVPK 239 249 47.2 28.4 40.4 1 0 0 1,171.6570
M_14 Importin‐5 IPO5_HUMAN 123,632 3 3 5 3.46% TKENVNATENCISAVGK 962 978 20.3 27.8 16.1 0 2 0 1,834.8964
A_22 Importin‐7 IPO7_HUMAN 119,520 7 7 12 7.23% AFAVGVQQVLLK 295 306 51.5 25.0 39.2 2 0 0 1,272.7675
A_22 Importin‐7 IPO7_HUMAN 119,520 7 7 12 7.23% ETENDDLTNVIQK 552 564 71.1 26.7 64.4 2 0 0 1,518.7284
A_22 Importin‐7 IPO7_HUMAN 119,520 7 7 12 7.23% YLEMIYSMCK 714 723 49.0 25.0 49.0 2 0 0 1,369.5837
A_22 Importin‐7 IPO7_HUMAN 119,520 7 7 12 7.23% KVLTGVAGEDAECHAAK 724 740 36.7 27.6 32.3 0 1 0 1,755.8696
A_22 Importin‐7 IPO7_HUMAN 119,520 7 7 12 7.23% AIFQTIQNR 964 972 38.7 28.5 25.9 2 0 0 1,090.6004
A_22 Importin‐7 IPO7_HUMAN 119,520 7 7 12 7.23% KQLQDIATLADQR 990 1002 16.7 27.3 10.3 0 1 0 1,499.8179
A_22 Importin‐7 IPO7_HUMAN 119,520 7 7 12 7.23% QLQDIATLADQRR 991 1003 21.5 27.8 13.9 0 2 0 1,527.8240
A_23 Importin‐7 IPO7_HUMAN 119,520 5 5 8 6.17% AFAVGVQQVLLK 295 306 66.8 25.0 54.4 2 0 0 1,272.7675
A_23 Importin‐7 IPO7_HUMAN 119,520 5 5 8 6.17% ETENDDLTNVIQK 552 564 67.8 26.9 58.5 2 0 0 1,518.7284
A_23 Importin‐7 IPO7_HUMAN 119,520 5 5 8 6.17% YLEMIYSMCK 714 723 33.3 25.0 32.2 1 0 0 1,369.5837
A_23 Importin‐7 IPO7_HUMAN 119,520 5 5 8 6.17% VLTGVAGEDAECHAAK 725 740 51.7 26.6 51.7 2 0 0 1,627.7746
A_23 Importin‐7 IPO7_HUMAN 119,520 5 5 8 6.17% QLQDIATLADQRR 991 1003 33.0 27.7 25.2 0 1 0 1,527.8240
B_23 Importin‐7 IPO7_HUMAN 119,520 6 7 12 5.88% NMITQYWPDR 62 71 29.1 25.0 18.3 2 0 0 1,339.6101
B_23 Importin‐7 IPO7_HUMAN 119,520 6 7 12 5.88% AFAVGVQQVLLK 295 306 76.1 25.0 61.0 2 0 0 1,272.7675
B_23 Importin‐7 IPO7_HUMAN 119,520 6 7 12 5.88% ETENDDLTNVIQK 552 564 56.8 26.9 48.9 2 0 0 1,518.7284
B_23 Importin‐7 IPO7_HUMAN 119,520 6 7 12 5.88% KVLTGVAGEDAECHAAK 724 740 43.3 27.6 36.7 0 1 0 1,755.8696
B_23 Importin‐7 IPO7_HUMAN 119,520 6 7 12 5.88% VLTGVAGEDAECHAAK 725 740 52.4 26.4 52.4 2 1 0 1,627.7746
B_23 Importin‐7 IPO7_HUMAN 119,520 6 7 12 5.88% AIFQTIQNR 964 972 46.0 28.5 31.8 2 0 0 1,090.6004
C_22 Importin‐7 IPO7_HUMAN 119,520 2 2 3 2.12% AFAVGVQQVLLK 295 306 32.0 25.0 26.2 1 0 0 1,272.7675
C_22 Importin‐7 IPO7_HUMAN 119,520 2 2 3 2.12% LLEVIILQCK 741 750 25.7 25.2 25.7 2 0 0 1,228.7336
C_23 Importin‐7 IPO7_HUMAN 119,520 2 2 3 2.70% AFAVGVQQVLLK 295 306 60.7 25.0 44.9 2 0 0 1,272.7675
C_23 Importin‐7 IPO7_HUMAN 119,520 2 2 3 2.70% VLTGVAGEDAECHAAK 725 740 19.2 26.1 18.8 1 0 0 1,627.7746
H_20 Importin‐7 IPO7_HUMAN 119,520 4 4 8 4.43% AFAVGVQQVLLK 295 306 71.8 25.0 59.7 2 0 0 1,272.7675
H_20 Importin‐7 IPO7_HUMAN 119,520 4 4 8 4.43% ETENDDLTNVIQK 552 564 55.8 26.9 45.6 2 0 0 1,518.7284
H_20 Importin‐7 IPO7_HUMAN 119,520 4 4 8 4.43% AIFQTIQNR 964 972 42.2 28.7 25.5 2 0 0 1,090.6004
H_20 Importin‐7 IPO7_HUMAN 119,520 4 4 8 4.43% QLQDIATLADQR 991 1002 53.5 27.6 43.3 2 0 0 1,371.7229
K_19 Importin‐7 IPO7_HUMAN 119,520 3 3 5 3.28% AFAVGVQQVLLK 295 306 69.9 25.0 51.4 2 0 0 1,272.7675
K_19 Importin‐7 IPO7_HUMAN 119,520 3 3 5 3.28% AIFQTIQNR 964 972 27.8 28.4 16.2 2 0 0 1,090.6004
K_19 Importin‐7 IPO7_HUMAN 119,520 3 3 5 3.28% QLQDIATLADQRR 991 1003 22.2 28.1 18.1 0 1 0 1,527.8240
A_22 Importin‐8 IPO8_HUMAN 119,942 2 2 2 2.12% IAAENELNQSYK 20 31 26.8 27.5 23.1 1 0 0 1,379.6801
A_22 Importin‐8 IPO8_HUMAN 119,942 2 2 2 2.12% IINFAPSLLR 32 41 22.0 25.0 18.3 1 0 0 1,143.6885
A_22 Importin‐9 IPO9_HUMAN 115,964 3 3 6 3.46% TSEFTAAFVGR 755 765 105.0 25.9 86.8 2 0 0 1,185.5898
A_22 Importin‐9 IPO9_HUMAN 115,964 3 3 6 3.46% ELGENLDQILR 777 787 46.7 26.9 36.6 2 0 0 1,299.6905
A_22 Importin‐9 IPO9_HUMAN 115,964 3 3 6 3.46% VKGEEIYSMDEGIR 883 896 31.6 25.9 28.0 0 2 0 1,641.7791
A_23 Importin‐9 IPO9_HUMAN 115,964 6 6 11 7.68% ELSQIEACQGPMQMR 632 646 38.6 25.0 38.6 2 0 0 1,809.7930
A_23 Importin‐9 IPO9_HUMAN 115,964 6 6 11 7.68% LIPTLVSIMQAPADK 647 661 39.9 26.5 35.4 2 0 0 1,612.8982
A_23 Importin‐9 IPO9_HUMAN 115,964 6 6 11 7.68% TSEFTAAFVGR 755 765 94.1 26.3 73.4 2 0 0 1,185.5898
A_23 Importin‐9 IPO9_HUMAN 115,964 6 6 11 7.68% VKGEEIYSMDEGIR 883 896 42.7 25.9 38.5 0 2 0 1,641.7791
A_23 Importin‐9 IPO9_HUMAN 115,964 6 6 11 7.68% WTNIPLLVK 908 916 26.4 25.0 8.6 1 0 0 1,083.6562
A_23 Importin‐9 IPO9_HUMAN 115,964 6 6 11 7.68% LIINELSNVMEANAAR 920 935 62.8 28.1 55.8 2 0 0 1,773.9164
B_23 Importin‐9 IPO9_HUMAN 115,964 4 5 9 5.76% ELSQIEACQGPMQMR 632 646 50.5 25.0 50.5 1 0 0 1,809.7930
B_23 Importin‐9 IPO9_HUMAN 115,964 4 5 9 5.76% LIPTLVSIMQAPADK 647 661 67.8 26.5 62.0 2 0 0 1,612.8982
B_23 Importin‐9 IPO9_HUMAN 115,964 4 5 9 5.76% VKGEEIYSMDEGIR 883 896 34.9 26.0 25.5 2 2 0 1,641.7791
B_23 Importin‐9 IPO9_HUMAN 115,964 4 5 9 5.76% LIINELSNVMEANAAR 920 935 83.6 28.3 75.7 2 0 0 1,773.9164
C_23 Importin‐9 IPO9_HUMAN 115,964 2 2 4 2.88% VKGEEIYSMDEGIR 883 896 30.7 25.9 28.7 0 2 0 1,641.7791
C_23 Importin‐9 IPO9_HUMAN 115,964 2 2 4 2.88% LIINELSNVMEANAAR 920 935 53.9 28.4 49.0 2 0 0 1,773.9164
I_12 Plasma serine protease inhibitor IPSP_BOVIN 45,298 2 2 4 6.93% LPIQEAFLGAMR 135 146 58.7 28.4 43.2 2 0 0 1,361.7248
I_12 Plasma serine protease inhibitor IPSP_BOVIN 45,298 2 2 4 6.93% STHEQDFYVTPETVVR 213 228 36.5 26.7 28.9 0 2 0 1,907.9134
A_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 6 6 9 21.10% MEIATKDPLNPIK 58 70 20.6 29.2 14.8 0 1 0 1,485.7985
A_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 6 6 9 21.10% MEIATKDPLNPIKQDVK 58 74 29.4 27.3 22.5 0 1 0 1,956.0475
A_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 6 6 9 21.10% DPLNPIKQDVK 64 74 28.2 25.9 23.2 1 0 0 1,266.7055
A_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 6 6 9 21.10% HTGCCGDNDPIDVCEIGSK 110 128 57.5 25.0 57.5 0 2 0 2,133.8638
A_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 6 6 9 21.10% DKDFAIDIIK 212 221 47.2 27.6 24.1 2 0 0 1,177.6466
A_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 6 6 9 21.10% GISCMNTTLSESPFK 239 253 77.1 25.0 70.6 2 0 0 1,687.7667
A_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 7 8 13 26.60% AAPFSLEYR 10 18 41.0 27.0 34.6 2 0 0 1,053.5363
A_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 7 8 13 26.60% MEIATKDPLNPIK 58 70 29.7 29.4 25.6 2 1 0 1,485.7985
A_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 7 8 13 26.60% DPLNPIKQDVK 64 74 22.6 25.9 12.4 1 0 0 1,266.7055
A_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 7 8 13 26.60% YVANLFPYK 80 88 32.4 26.9 0.0 2 0 0 1,114.5931
A_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 7 8 13 26.60% HTGCCGDNDPIDVCEIGSK 110 128 58.7 25.0 58.7 0 2 0 2,133.8638
A_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 7 8 13 26.60% DFAIDIIK 214 221 26.1 25.6 17.2 1 0 0 934.5246
A_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 7 8 13 26.60% GISCMNTTLSESPFK 239 253 63.3 25.0 62.0 2 0 0 1,687.7667
B_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 4 4 7 18.30% AAPFSLEYR 10 18 22.7 27.1 12.2 1 0 0 1,053.5363
B_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 4 4 7 18.30% HTGCCGDNDPIDVCEIGSK 110 128 50.5 25.0 50.2 0 2 0 2,133.8638
B_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 4 4 7 18.30% DKDFAIDIIK 212 221 41.0 26.8 24.4 2 0 0 1,177.6466
B_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 4 4 7 18.30% GISCMNTTLSESPFK 239 253 79.2 25.0 74.4 2 0 0 1,687.7667
B_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 5 5 8 21.10% MEIATKDPLNPIK 58 70 22.0 29.1 13.0 0 1 0 1,485.7985
B_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 5 5 8 21.10% MEIATKDPLNPIKQDVK 58 74 30.4 27.4 25.9 0 1 0 1,956.0475
B_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 5 5 8 21.10% HTGCCGDNDPIDVCEIGSK 110 128 52.6 25.0 52.6 0 2 0 2,133.8638
B_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 5 5 8 21.10% DKDFAIDIIK 212 221 34.8 26.8 20.0 2 0 0 1,177.6466
B_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 5 5 8 21.10% GISCMNTTLSESPFK 239 253 65.1 25.0 59.0 2 0 0 1,687.7667
C_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 4 4 8 21.10% MEIATKDPLNPIKQDVK 58 74 34.6 27.4 25.5 0 2 0 1,956.0475
C_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 4 4 8 21.10% HTGCCGDNDPIDVCEIGSK 110 128 50.3 25.0 50.3 0 2 0 2,133.8638
C_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 4 4 8 21.10% DKDFAIDIIK 212 221 38.8 27.6 24.0 2 0 0 1,177.6466
C_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 4 4 8 21.10% GISCMNTTLSESPFK 239 253 56.1 25.0 53.7 2 0 0 1,687.7667
C_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 2 2 3 10.00% HTGCCGDNDPIDVCEIGSK 110 128 19.1 25.0 19.1 0 1 0 2,133.8638
C_10 Inorganic pyrophosphatase IPYR_HUMAN 32,661 2 2 3 10.00% DKDFAIDIIK 212 221 27.2 26.8 18.9 2 0 0 1,177.6466
F_12 Inorganic pyrophosphatase IPYR_HUMAN 32,661 3 3 6 12.80% AAPFSLEYR 10 18 41.0 27.1 36.4 2 0 0 1,053.5363
F_12 Inorganic pyrophosphatase IPYR_HUMAN 32,661 3 3 6 12.80% YVANLFPYK 80 88 31.2 27.4 0.0 2 0 0 1,114.5931
F_12 Inorganic pyrophosphatase IPYR_HUMAN 32,661 3 3 6 12.80% HTGCCGDNDPIDVCEIGSK 110 128 59.8 25.0 59.8 0 2 0 2,133.8638
H_08 Inorganic pyrophosphatase IPYR_HUMAN 32,661 3 3 4 9.69% DPLNPIKQDVK 64 74 28.2 25.9 17.3 1 0 0 1,266.7055
H_08 Inorganic pyrophosphatase IPYR_HUMAN 32,661 3 3 4 9.69% YVANLFPYK 80 88 23.3 27.2 0.0 1 0 0 1,114.5931
H_08 Inorganic pyrophosphatase IPYR_HUMAN 32,661 3 3 4 9.69% DFAIDIIK 214 221 29.2 25.6 18.1 2 0 0 934.5246
H_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 2 2 3 10.00% HTGCCGDNDPIDVCEIGSK 110 128 51.0 25.0 51.0 0 1 0 2,133.8638
H_09 Inorganic pyrophosphatase IPYR_HUMAN 32,661 2 2 3 10.00% DKDFAIDIIK 212 221 40.0 27.7 22.0 2 0 0 1,177.6466
I_08 Inorganic pyrophosphatase IPYR_HUMAN 32,661 2 2 4 6.57% AAPFSLEYR 10 18 30.0 27.0 26.1 2 0 0 1,053.5363
I_08 Inorganic pyrophosphatase IPYR_HUMAN 32,661 2 2 4 6.57% DKDFAIDIIK 212 221 37.9 27.7 23.4 2 0 0 1,177.6466
K_08 Inorganic pyrophosphatase IPYR_HUMAN 32,661 3 3 4 9.00% AAPFSLEYR 10 18 40.0 27.0 31.1 1 0 0 1,053.5363
K_08 Inorganic pyrophosphatase IPYR_HUMAN 32,661 3 3 4 9.00% YVANLFPYK 80 88 30.4 27.2 0.0 2 0 0 1,114.5931
K_08 Inorganic pyrophosphatase IPYR_HUMAN 32,661 3 3 4 9.00% DFAIDIIK 214 221 27.6 27.3 19.4 1 0 0 934.5246
D_16 Inorganic pyrophosphatase 2, mitochondrial IPYR2_HUMAN 37,921 2 2 4 7.49% LIAINANDPEASK 204 216 58.5 26.8 52.5 2 0 0 1,355.7166
D_16 Inorganic pyrophosphatase 2, mitochondrial IPYR2_HUMAN 37,921 2 2 4 7.49% SLVESVSSSPNK 309 320 53.0 28.0 45.4 2 0 0 1,233.6320
F_12 Inorganic pyrophosphatase 2, mitochondrial IPYR2_HUMAN 37,921 2 2 3 10.20% YVANIFPYK 128 136 31.2 27.4 0.0 2 0 0 1,114.5931
F_12 Inorganic pyrophosphatase 2, mitochondrial IPYR2_HUMAN 37,921 2 2 3 10.20% LIAINANDPEASK 204 216 59.6 27.2 57.9 2 0 0 1,355.7166
F_12 Inorganic pyrophosphatase 2, mitochondrial IPYR2_HUMAN 37,921 2 2 3 10.20% SLVESVSSSPNK 309 320 34.0 27.9 25.4 1 0 0 1,233.6320
A_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 9 10 18 6.76% LGNFFSPK 81 88 39.0 26.8 39.0 1 0 0 909.4829
A_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 9 10 18 6.76% VDFTEEEINNMK 175 186 78.2 25.0 68.7 2 0 0 1,484.6575
A_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 9 10 18 6.76% RIPADTFAALK 231 241 27.7 27.3 22.3 2 0 0 1,202.6893
A_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 9 10 18 6.76% ALQSPALGLR 327 336 41.7 25.0 36.7 2 0 0 1,025.6103



A_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 9 10 18 6.76% GLQQQNSDWYLK 337 348 56.2 27.4 49.8 2 0 0 1,479.7228
A_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 9 10 18 6.76% EELQSGVDAANSAAQQYQR 369 387 26.1 25.0 20.8 0 1 0 2,064.9581
A_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 9 10 18 6.76% LAAVALINAAIQK 389 401 56.0 25.0 47.9 2 0 0 1,295.8046
A_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 9 10 18 6.76% TLQALQIPAAK 557 567 49.8 25.0 39.9 2 0 0 1,153.6941
A_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 9 10 18 6.76% EEIQSSISGVTAAYNR 723 738 83.1 27.5 79.6 2 2 0 1,724.8449
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% LGLAPQIQDLYGK 162 174 27.0 26.8 17.9 2 0 0 1,415.7896
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% LAAVALINAAIQK 389 401 45.4 25.0 38.3 2 0 0 1,295.8046
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% ALESGDVNTVWK 466 477 72.2 27.6 63.6 2 0 0 1,318.6638
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% TLQALQIPAAK 557 567 44.0 25.0 33.1 2 0 0 1,153.6941
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% EEIQSSISGVTAAYNR 723 738 79.4 27.0 78.4 2 0 0 1,724.8449
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% SNQQLENDLNLMDIK 902 916 90.6 26.3 64.2 2 0 0 1,790.8592
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% ITLQDVVSHSK 925 935 42.8 26.3 35.9 2 0 0 1,226.6740
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% SKVDQIQEIVTGNPTVIK 1036 1053 58.4 25.0 50.4 0 2 0 1,969.0967
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% VDQIQEIVTGNPTVIK 1038 1053 82.6 25.9 64.1 2 2 0 1,753.9697
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% SWVNQMESQTGEASK 1097 1111 61.3 25.0 61.3 2 0 0 1,697.7436
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% LPYDVTPEQALAHEEVK 1112 1128 22.2 27.8 7.8 0 1 0 1,938.9809
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% FPDAGEDELLK 1175 1185 41.7 26.9 20.6 1 0 0 1,233.6000
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% FFQTACDVPELQDK 1265 1278 51.5 25.0 51.5 1 0 0 1,697.7842
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% FDVPGDENAEMDAR 1369 1382 56.5 25.0 53.9 2 0 0 1,581.6488
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% SVKEDSNLTLQEK 1443 1455 54.6 28.4 48.2 2 0 0 1,490.7698
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% LQQTYAALNSK 1506 1516 71.9 27.8 63.7 2 0 0 1,236.6583
A_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 17 18 33 13.00% ATFYGEQVDYYK 1517 1528 47.5 25.0 45.2 2 0 0 1,483.6740
A_25 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 3 3 4 2.05% LAAVALINAAIQK 389 401 58.2 25.0 47.9 2 0 0 1,295.8046
A_25 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 3 3 4 2.05% TLQALQIPAAK 557 567 25.3 25.0 14.9 1 0 0 1,153.6941
A_25 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 3 3 4 2.05% YQELINDIAR 1478 1487 28.2 28.8 17.4 1 0 0 1,234.6427
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% LGLAPQIQDLYGK 162 174 41.9 26.8 36.3 1 0 0 1,415.7896
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% VDFTEEEINNMK 175 186 80.4 25.0 71.9 2 0 0 1,484.6575
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% YGIQMPAFSK 192 201 54.2 25.1 17.0 2 0 0 1,157.5661
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% ALQSPALGLR 327 336 20.0 25.0 19.8 2 0 0 1,025.6103
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% RLAAVALINAAIQK 388 401 46.7 25.0 43.4 0 2 0 1,451.9057
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% LAAVALINAAIQK 389 401 55.2 25.0 44.5 2 0 0 1,295.8046
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% ALESGDVNTVWK 466 477 72.8 27.6 62.2 2 0 0 1,318.6638
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% EEIQSSISGVTAAYNR 723 738 91.0 27.4 82.1 2 2 0 1,724.8449
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% DHINDIIK 834 841 23.2 25.0 15.2 1 0 0 967.5209
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% TLINAEDPPMVVVR 857 870 69.8 27.9 60.9 2 0 0 1,569.8307
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% SNQQLENDLNLMDIK 902 916 62.8 26.6 54.3 2 0 0 1,790.8592
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% EEYLLLR 1018 1024 26.1 26.7 10.9 1 0 0 935.5197
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% VDQIQEIVTGNPTVIK 1038 1053 33.1 25.9 17.8 1 0 0 1,753.9697
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% SWVNQMESQTGEASK 1097 1111 46.3 25.0 46.3 2 0 0 1,697.7436
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% FPDAGEDELLK 1175 1185 52.4 26.7 33.8 2 0 0 1,233.6000
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% FDVPGDENAEMDAR 1369 1382 70.6 25.0 69.4 2 0 0 1,581.6488
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% SVKEDSNLTLQEK 1443 1455 33.1 28.3 25.1 2 0 0 1,490.7698
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% LTELGTVDPK 1466 1475 46.0 30.1 34.1 2 0 0 1,072.5887
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% NKYQELINDIAR 1476 1487 23.5 28.6 12.9 0 2 0 1,476.7806
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% YQELINDIAR 1478 1487 41.0 28.7 30.0 2 0 0 1,234.6427
A_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 21 22 40 14.10% LQQTYAALNSK 1506 1516 37.7 28.0 30.9 2 0 0 1,236.6583
B_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 8 14 6.52% LGLAPQIQDLYGK 162 174 33.9 26.8 25.3 1 0 0 1,415.7896
B_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 8 14 6.52% VDFTEEEINNMK 175 186 58.1 25.0 54.5 2 0 0 1,484.6575
B_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 8 14 6.52% GLQQQNSDWYLK 337 348 53.1 27.4 41.3 2 0 0 1,479.7228
B_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 8 14 6.52% EELQSGVDAANSAAQQYQR 369 387 52.4 25.0 52.4 1 0 0 2,064.9581
B_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 8 14 6.52% LAAVALINAAIQK 389 401 63.1 25.0 52.6 2 0 0 1,295.8046
B_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 8 14 6.52% ALESGDVNTVWK 466 477 61.2 27.6 51.1 2 0 0 1,318.6638
B_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 8 14 6.52% TLQALQIPAAK 557 567 60.5 25.0 51.9 2 0 0 1,153.6941
B_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 8 14 6.52% EEIQSSISGVTAAYNR 723 738 85.4 27.4 80.4 2 0 0 1,724.8449
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% LGLAPQIQDLYGK 162 174 38.4 26.7 26.0 1 0 0 1,415.7896
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% GLQQQNSDWYLK 337 348 43.2 27.4 38.9 2 0 0 1,479.7228
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% TLQALQIPAAK 557 567 40.8 25.0 19.9 2 0 0 1,153.6941
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% EEIQSSISGVTAAYNR 723 738 68.8 27.5 61.5 2 0 0 1,724.8449
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% TLINAEDPPMVVVR 857 870 49.3 27.8 46.8 2 0 0 1,569.8307
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% SNQQLENDLNLMDIK 902 916 77.5 26.6 62.8 2 0 0 1,790.8592
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% ITLQDVVSHSK 925 935 42.8 26.0 36.3 2 0 0 1,226.6740
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% VDQIQEIVTGNPTVIK 1038 1053 101.0 25.2 97.5 2 0 0 1,753.9697
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% SWVNQMESQTGEASK 1097 1111 57.3 25.0 57.3 1 0 0 1,697.7436
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% FPDAGEDELLK 1175 1185 37.9 27.1 21.6 2 0 0 1,233.6000
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% IIGNLLYYR 1186 1194 49.9 25.5 40.1 2 0 0 1,124.6463
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% FDVPGDENAEMDAR 1369 1382 65.7 25.0 64.8 2 0 0 1,581.6488
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% LQQTYAALNSK 1506 1516 49.0 27.5 42.6 2 0 0 1,236.6583
B_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 14 14 25 10.90% ATFYGEQVDYYK 1517 1528 39.3 25.0 37.9 1 0 0 1,483.6740
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% LGLAPQIQDLYGK 162 174 47.6 26.8 45.3 1 0 0 1,415.7896
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% VDFTEEEINNMK 175 186 50.5 25.0 50.0 2 0 0 1,484.6575
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% YGIQMPAFSK 192 201 57.3 25.1 14.7 2 0 0 1,157.5661
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% GLQQQNSDWYLK 337 348 45.3 27.4 35.2 2 0 0 1,479.7228
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% LAAVALINAAIQK 389 401 68.1 25.0 61.6 2 0 0 1,295.8046
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% ALESGDVNTVWK 466 477 60.9 27.5 53.5 2 0 0 1,318.6638
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% TLQALQIPAAK 557 567 53.0 25.0 43.0 2 0 0 1,153.6941
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% EEIQSSISGVTAAYNR 723 738 78.4 27.5 78.3 2 0 0 1,724.8449
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% DHINDIIK 834 841 21.3 25.0 9.8 2 0 0 967.5209
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% SNQQLENDLNLMDIK 902 916 76.6 26.6 67.3 2 0 0 1,790.8592
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% EEYLLLR 1018 1024 27.6 26.3 12.7 2 0 0 935.5197
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% SWVNQMESQTGEASK 1097 1111 57.2 25.0 53.1 2 0 0 1,697.7436
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% IIGNLLYYR 1186 1194 40.7 25.5 30.6 1 0 0 1,124.6463
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% FDVPGDENAEMDAR 1369 1382 64.2 25.0 61.7 2 0 0 1,581.6488
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% SVKEDSNLTLQEK 1443 1455 25.1 28.6 14.3 1 0 0 1,490.7698
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% LTELGTVDPK 1466 1475 43.4 28.5 35.4 2 0 0 1,072.5887
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% YQELINDIAR 1478 1487 57.0 28.8 48.0 2 0 0 1,234.6427
B_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 18 18 33 12.70% LQQTYAALNSK 1506 1516 42.3 28.0 35.1 2 0 0 1,236.6583
C_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 5 5 9 3.86% GLQQQNSDWYLK 337 348 54.9 26.8 44.2 2 0 0 1,479.7228
C_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 5 5 9 3.86% LAAVALINAAIQK 389 401 39.6 25.0 28.0 1 0 0 1,295.8046
C_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 5 5 9 3.86% ALESGDVNTVWK 466 477 68.6 27.6 63.8 2 0 0 1,318.6638
C_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 5 5 9 3.86% TLQALQIPAAK 557 567 48.5 25.0 40.5 2 0 0 1,153.6941
C_20 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 5 5 9 3.86% EEIQSSISGVTAAYNR 723 738 70.5 26.9 67.9 2 0 0 1,724.8449
C_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 9 13 5.73% LAAVALINAAIQK 389 401 25.3 25.0 19.8 1 0 0 1,295.8046
C_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 9 13 5.73% ALESGDVNTVWK 466 477 28.9 27.7 20.9 1 0 0 1,318.6638
C_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 9 13 5.73% TLQALQIPAAK 557 567 19.4 25.0 13.3 1 0 0 1,153.6941
C_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 9 13 5.73% TLINAEDPPMVVVR 857 870 45.7 28.0 40.7 2 0 0 1,569.8307
C_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 9 13 5.73% SNQQLENDLNLMDIK 902 916 46.2 26.4 38.6 2 0 0 1,790.8592
C_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 9 13 5.73% EEYLLLR 1018 1024 23.6 27.5 12.2 1 0 0 935.5197
C_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 9 13 5.73% NKYQELINDIAR 1476 1487 33.5 28.5 18.5 1 2 0 1,476.7806
C_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 8 9 13 5.73% LQQTYAALNSK 1506 1516 41.4 28.0 30.1 2 0 0 1,236.6583
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% LGLAPQIQDLYGK 162 174 21.6 27.8 16.0 1 0 0 1,415.7896
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% ALQSPALGLR 327 336 31.0 25.0 22.4 2 0 0 1,025.6103
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% GLQQQNSDWYLK 337 348 34.5 26.8 26.6 2 0 0 1,479.7228
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% RLAAVALINAAIQK 388 401 56.3 25.0 53.4 0 2 0 1,451.9057
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% LAAVALINAAIQK 389 401 46.9 25.0 36.7 2 0 0 1,295.8046
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% ALESGDVNTVWK 466 477 64.4 27.3 55.5 2 0 0 1,318.6638
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% TLQALQIPAAK 557 567 36.2 25.0 26.2 2 0 0 1,153.6941
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% EEIQSSISGVTAAYNR 723 738 85.2 27.4 80.9 2 0 0 1,724.8449
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% TLINAEDPPMVVVR 857 870 49.0 28.0 47.3 2 0 0 1,569.8307
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% VDQIQEIVTGNPTVIK 1038 1053 62.6 25.9 47.9 2 2 0 1,753.9697
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% NKYQELINDIAR 1476 1487 42.2 28.4 32.4 2 2 0 1,476.7806
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% LQQTYAALNSK 1506 1516 23.0 27.3 17.0 1 0 0 1,236.6583
C_26 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 13 15 28 9.23% ATFYGEQVDYYK 1517 1528 43.4 25.0 40.2 2 0 0 1,483.6740



H_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 13 5.01% GLQQQNSDWYLK 337 348 46.3 27.4 39.5 2 0 0 1,479.7228
H_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 13 5.01% LAAVALINAAIQK 389 401 63.4 25.0 49.2 2 0 0 1,295.8046
H_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 13 5.01% TLQALQIPAAK 557 567 45.0 25.0 38.0 2 0 0 1,153.6941
H_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 13 5.01% EEIQSSISGVTAAYNR 723 738 87.5 27.3 84.9 2 0 0 1,724.8449
H_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 13 5.01% NKITLQDVVSHSK 923 935 18.5 26.1 4.8 0 2 0 1,468.8119
H_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 13 5.01% RLIVDVIR 1390 1397 28.9 25.0 21.2 1 0 0 983.6361
H_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 13 5.01% YQELINDIAR 1478 1487 27.8 28.6 23.5 2 0 0 1,234.6427
H_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 6 6 12 4.22% LGNFFSPK 81 88 39.0 26.4 39.0 2 0 0 909.4829
H_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 6 6 12 4.22% GLQQQNSDWYLK 337 348 54.4 27.4 45.9 2 0 0 1,479.7228
H_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 6 6 12 4.22% TLQALQIPAAK 557 567 56.1 25.0 48.1 2 0 0 1,153.6941
H_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 6 6 12 4.22% EEIQSSISGVTAAYNR 723 738 85.0 27.3 77.1 2 0 0 1,724.8449
H_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 6 6 12 4.22% NKITLQDVVSHSK 923 935 39.6 26.0 25.9 0 2 0 1,468.8119
H_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 6 6 12 4.22% YQELINDIAR 1478 1487 33.7 28.5 23.4 2 0 0 1,234.6427
I_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 4 4 7 2.96% ALQSPALGLR 327 336 16.2 25.0 12.8 1 0 0 1,025.6103
I_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 4 4 7 2.96% GLQQQNSDWYLK 337 348 44.1 27.5 34.0 2 0 0 1,479.7228
I_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 4 4 7 2.96% TLQALQIPAAK 557 567 51.3 25.0 43.1 2 0 0 1,153.6941
I_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 4 4 7 2.96% EEIQSSISGVTAAYNR 723 738 87.5 27.1 79.3 2 0 0 1,724.8449
I_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 3 3 5 2.35% ALESGDVNTVWK 466 477 54.8 28.3 45.1 2 0 0 1,318.6638
I_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 3 3 5 2.35% TLQALQIPAAK 557 567 27.8 25.0 21.9 2 0 0 1,153.6941
I_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 3 3 5 2.35% EEIQSSISGVTAAYNR 723 738 76.0 27.1 73.1 1 0 0 1,724.8449
I_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 6 6 11 4.22% ALQSPALGLR 327 336 35.0 25.0 26.4 2 0 0 1,025.6103
I_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 6 6 11 4.22% GLQQQNSDWYLK 337 348 31.7 27.3 26.5 2 0 0 1,479.7228
I_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 6 6 11 4.22% ALESGDVNTVWK 466 477 63.1 27.6 52.8 2 0 0 1,318.6638
I_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 6 6 11 4.22% TLQALQIPAAK 557 567 42.7 25.0 32.6 2 0 0 1,153.6941
I_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 6 6 11 4.22% EEIQSSISGVTAAYNR 723 738 68.5 26.9 68.5 2 0 0 1,724.8449
I_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 6 6 11 4.22% IIGNLLYYR 1186 1194 31.8 25.6 22.0 1 0 0 1,124.6463
K_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 4 4 8 3.08% GLQQQNSDWYLK 337 348 56.0 27.5 42.5 2 0 0 1,479.7228
K_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 4 4 8 3.08% ALESGDVNTVWK 466 477 57.7 27.9 45.7 2 0 0 1,318.6638
K_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 4 4 8 3.08% TLQALQIPAAK 557 567 53.1 25.0 41.6 2 0 0 1,153.6941
K_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 4 4 8 3.08% EEIQSSISGVTAAYNR 723 738 70.6 27.1 61.6 2 0 0 1,724.8449
K_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 3 3 4 2.05% GLQQQNSDWYLK 337 348 22.3 27.5 17.2 1 0 0 1,479.7228
K_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 3 3 4 2.05% ALESGDVNTVWK 466 477 45.0 28.3 34.5 2 0 0 1,318.6638
K_17 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 3 3 4 2.05% YQELINDIAR 1478 1487 48.2 28.6 39.3 1 0 0 1,234.6427
K_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 5 5 8 3.38% GLQQQNSDWYLK 337 348 30.6 27.4 21.0 2 0 0 1,479.7228
K_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 5 5 8 3.38% TLQALQIPAAK 557 567 38.1 25.0 28.4 2 0 0 1,153.6941
K_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 5 5 8 3.38% EEIQSSISGVTAAYNR 723 738 71.9 27.5 65.3 2 0 0 1,724.8449
K_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 5 5 8 3.38% EEYLLLR 1018 1024 25.6 26.3 10.2 1 0 0 935.5197
K_21 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 5 5 8 3.38% YQELINDIAR 1478 1487 34.4 28.5 28.1 1 0 0 1,234.6427
L_15 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 12 5.55% GLQQQNSDWYLK 337 348 47.2 27.8 40.6 2 0 0 1,479.7228
L_15 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 12 5.55% LAAVALINAAIQK 389 401 50.3 25.0 38.2 2 0 0 1,295.8046
L_15 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 12 5.55% TLQALQIPAAK 557 567 25.2 25.0 16.3 1 0 0 1,153.6941
L_15 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 12 5.55% EEIQSSISGVTAAYNR 723 738 82.2 27.6 77.6 2 0 0 1,724.8449
L_15 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 12 5.55% TLINAEDPPMVVVR 857 870 40.6 27.9 38.2 2 0 0 1,569.8307
L_15 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 12 5.55% SNQQLENDLNLMDIK 902 916 76.4 26.6 64.0 1 0 0 1,790.8592
L_15 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 7 7 12 5.55% LQQTYAALNSK 1506 1516 58.5 27.5 48.9 2 0 0 1,236.6583
L_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 3 3 4 2.23% LAAVALINAAIQK 389 401 62.9 25.0 52.2 2 0 0 1,295.8046
L_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 3 3 4 2.23% ALESGDVNTVWK 466 477 44.2 27.8 37.9 1 0 0 1,318.6638
L_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 3 3 4 2.23% ATFYGEQVDYYK 1517 1528 44.0 25.0 43.4 1 0 0 1,483.6740
M_15 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 2 2 4 1.45% LAAVALINAAIQK 389 401 67.0 25.0 52.8 2 0 0 1,295.8046
M_15 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 2 2 4 1.45% LQQTYAALNSK 1506 1516 53.5 27.5 41.0 2 0 0 1,236.6583
M_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 2 2 3 1.39% LAAVALINAAIQK 389 401 66.0 25.0 50.0 2 0 0 1,295.8046
M_16 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 2 2 3 1.39% LTELGTVDPK 1466 1475 25.1 28.2 11.2 1 0 0 1,072.5887
Q_15 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 2 2 3 1.45% LAAVALINAAIQK 389 401 40.7 25.0 33.2 1 0 0 1,295.8046
Q_15 Ras GTPase‐activating‐like protein IQGAP1 IQGA1_HUMAN 189,259 2 2 3 1.45% LQQTYAALNSK 1506 1516 52.7 27.6 47.4 2 0 0 1,236.6583
A_09 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 3 8.72% YFGDIISVGQR 132 142 44.4 27.6 39.4 1 0 0 1,254.6478
A_09 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 3 8.72% GLGSTVQEIDLTGVK 163 177 72.6 28.2 65.6 2 0 0 1,516.8220
B_09 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 4 8.72% YFGDIISVGQR 132 142 46.5 27.6 41.2 2 0 0 1,254.6478
B_09 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 4 8.72% GLGSTVQEIDLTGVK 163 177 78.9 28.2 71.3 2 0 0 1,516.8220
C_09 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 3 9.06% GLGSTVQEIDLTGVK 163 177 67.5 28.7 57.0 2 0 0 1,516.8220
C_09 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 3 9.06% ASAPESGLLSKV 287 298 35.1 29.1 20.3 1 0 0 1,158.6365
F_11 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 3 4.03% ASAPESGLLSK 287 297 27.0 28.4 20.9 1 0 0 1,059.5681
F_11 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 3 4.03% ASAPESGLLSKV 287 298 32.8 27.9 24.6 2 0 0 1,158.6365
H_08 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 4 7.72% YFGDIISVGQR 132 142 44.1 27.6 39.5 2 0 0 1,254.6478
H_08 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 4 7.72% ASAPESGLLSKV 287 298 43.1 29.3 29.7 2 0 0 1,158.6365
I_08 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 4 8.72% YFGDIISVGQR 132 142 48.7 27.2 41.4 2 0 0 1,254.6478
I_08 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 4 8.72% GLGSTVQEIDLTGVK 163 177 41.8 28.6 32.6 2 0 0 1,516.8220
K_08 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 3 8.72% YFGDIISVGQR 132 142 39.2 27.6 37.7 1 0 0 1,254.6478
K_08 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 3 8.72% GLGSTVQEIDLTGVK 163 177 50.9 28.2 45.0 2 0 0 1,516.8220
L_06 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 3 8.72% GVEVHIVADATSSR 227 240 25.2 27.5 25.0 1 0 0 1,440.7441
L_06 Isochorismatase domain‐containing protein 1 ISOC1_HUMAN 32,237 2 2 3 8.72% ASAPESGLLSKV 287 298 35.3 28.6 24.9 2 0 0 1,158.6365
A_24 Integrin alpha‐2 ITA2_HUMAN 129,298 6 6 9 6.27% FVQGLDIGPTK 198 208 67.8 29.0 51.4 2 0 0 1,174.6469
A_24 Integrin alpha‐2 ITA2_HUMAN 129,298 6 6 9 6.27% TQVGLIQYANNPR 209 221 52.9 28.1 48.0 2 0 0 1,473.7809
A_24 Integrin alpha‐2 ITA2_HUMAN 129,298 6 6 9 6.27% VVFNLNTYK 222 230 27.0 25.9 27.0 1 0 0 1,097.5989
A_24 Integrin alpha‐2 ITA2_HUMAN 129,298 6 6 9 6.27% ILGSDGAFR 604 612 25.0 28.2 23.1 1 0 0 935.4946
A_24 Integrin alpha‐2 ITA2_HUMAN 129,298 6 6 9 6.27% QIPAAQEQPFIVSNQNKR 805 822 26.6 27.4 21.7 0 1 0 2,068.0935
A_24 Integrin alpha‐2 ITA2_HUMAN 129,298 6 6 9 6.27% AGDISCNADINPLK 1014 1027 59.4 26.0 50.0 2 0 0 1,487.7161
B_24 Integrin alpha‐2 ITA2_HUMAN 129,298 2 2 3 1.78% CPVDLSTATCEK 83 94 27.5 25.0 27.5 1 0 0 1,380.6136
B_24 Integrin alpha‐2 ITA2_HUMAN 129,298 2 2 3 1.78% VVFNLNTYK 222 230 25.8 25.9 23.9 2 0 0 1,097.5989
C_24 Integrin alpha‐2 ITA2_HUMAN 129,298 4 4 5 4.74% ILGSDGAFR 604 612 36.2 28.5 27.4 1 0 0 935.4946
C_24 Integrin alpha‐2 ITA2_HUMAN 129,298 4 4 5 4.74% QIPAAQEQPFIVSNQNKR 805 822 28.4 27.5 26.0 0 1 0 2,068.0935
C_24 Integrin alpha‐2 ITA2_HUMAN 129,298 4 4 5 4.74% EKNPLMYLTGVQTDK 999 1013 20.3 28.2 15.6 0 1 0 1,752.8840
C_24 Integrin alpha‐2 ITA2_HUMAN 129,298 4 4 5 4.74% AGDISCNADINPLK 1014 1027 59.0 26.0 50.7 2 0 0 1,487.7161
C_25 Integrin alpha‐2 ITA2_HUMAN 129,298 2 2 2 2.03% FVQGLDIGPTK 198 208 28.5 28.8 16.2 1 0 0 1,174.6469
C_25 Integrin alpha‐2 ITA2_HUMAN 129,298 2 2 2 2.03% TQVGLIQYANNPR 209 221 47.0 28.4 45.2 1 0 0 1,473.7809
H_20 Integrin alpha‐2 ITA2_HUMAN 129,298 3 3 6 3.22% FVQGLDIGPTK 198 208 23.8 29.0 10.6 2 0 0 1,174.6469
H_20 Integrin alpha‐2 ITA2_HUMAN 129,298 3 3 6 3.22% TQVGLIQYANNPR 209 221 51.8 28.2 47.7 2 0 0 1,473.7809
H_20 Integrin alpha‐2 ITA2_HUMAN 129,298 3 3 6 3.22% AGDISCNADINPLK 1014 1027 45.3 25.6 39.5 2 0 0 1,487.7161
I_20 Integrin alpha‐2 ITA2_HUMAN 129,298 4 4 7 4.06% TQVGLIQYANNPR 209 221 72.2 28.1 67.4 2 0 0 1,473.7809
I_20 Integrin alpha‐2 ITA2_HUMAN 129,298 4 4 7 4.06% VVFNLNTYK 222 230 37.3 25.9 32.9 2 0 0 1,097.5989
I_20 Integrin alpha‐2 ITA2_HUMAN 129,298 4 4 7 4.06% SVACDVGYPALK 873 884 23.6 27.1 19.2 1 0 0 1,279.6352
I_20 Integrin alpha‐2 ITA2_HUMAN 129,298 4 4 7 4.06% AGDISCNADINPLK 1014 1027 57.4 26.0 48.7 2 0 0 1,487.7161
K_20 Integrin alpha‐2 ITA2_HUMAN 129,298 3 3 4 3.22% FVQGLDIGPTK 198 208 28.6 29.0 22.8 1 0 0 1,174.6469
K_20 Integrin alpha‐2 ITA2_HUMAN 129,298 3 3 4 3.22% TQVGLIQYANNPR 209 221 67.9 28.2 67.9 1 0 0 1,473.7809
K_20 Integrin alpha‐2 ITA2_HUMAN 129,298 3 3 4 3.22% AGDISCNADINPLK 1014 1027 43.4 25.9 42.1 2 0 0 1,487.7161
A_23 Integrin alpha‐5 ITA5_HUMAN 114,539 2 2 3 3.15% LLESSLSSSEGEEPVEYK 120 137 49.4 26.9 49.4 1 0 0 1,982.9441
A_23 Integrin alpha‐5 ITA5_HUMAN 114,539 2 2 3 3.15% QATLTQTLLIQNGAR 567 581 78.7 26.5 63.5 2 0 0 1,627.9128
B_23 Integrin alpha‐5 ITA5_HUMAN 114,539 2 2 3 2.48% QATLTQTLLIQNGAR 567 581 62.7 26.6 51.9 1 0 0 1,627.9128
B_23 Integrin alpha‐5 ITA5_HUMAN 114,539 2 2 3 2.48% LLVCDLGNPMK 728 738 47.2 27.6 33.8 2 0 0 1,275.6438
C_23 Integrin alpha‐5 ITA5_HUMAN 114,539 5 5 9 6.29% LLESSLSSSEGEEPVEYK 120 137 52.5 26.7 52.5 2 0 0 1,982.9441
C_23 Integrin alpha‐5 ITA5_HUMAN 114,539 5 5 9 6.29% ILEYAPCR 186 193 49.1 27.7 40.4 2 0 0 1,021.5136
C_23 Integrin alpha‐5 ITA5_HUMAN 114,539 5 5 9 6.29% QATLTQTLLIQNGAR 567 581 83.2 26.5 66.9 2 0 0 1,627.9128
C_23 Integrin alpha‐5 ITA5_HUMAN 114,539 5 5 9 6.29% VTAPPEAEYSGLVR 695 708 43.4 28.5 36.5 0 2 0 1,488.7693
C_23 Integrin alpha‐5 ITA5_HUMAN 114,539 5 5 9 6.29% LLVCDLGNPMK 728 738 40.7 27.1 30.8 1 0 0 1,275.6438
C_24 Integrin alpha‐5 ITA5_HUMAN 114,539 2 2 2 3.05% LLESSLSSSEGEEPVEYK 120 137 66.8 26.5 64.7 1 0 0 1,982.9441
C_24 Integrin alpha‐5 ITA5_HUMAN 114,539 2 2 2 3.05% VTAPPEAEYSGLVR 695 708 35.8 28.5 26.0 1 0 0 1,488.7693
K_19 Integrin alpha‐5 ITA5_HUMAN 114,539 4 4 6 4.10% SLQWFGATVR 138 147 51.2 27.8 28.4 1 0 0 1,164.6160
K_19 Integrin alpha‐5 ITA5_HUMAN 114,539 4 4 6 4.10% ILEYAPCR 186 193 27.8 27.9 19.9 2 0 0 1,021.5136
K_19 Integrin alpha‐5 ITA5_HUMAN 114,539 4 4 6 4.10% QATLTQTLLIQNGAR 567 581 61.0 26.6 45.3 2 0 0 1,627.9128
K_19 Integrin alpha‐5 ITA5_HUMAN 114,539 4 4 6 4.10% AGASLWGGLR 739 748 36.5 29.8 24.2 1 0 0 987.5371
K_20 Integrin alpha‐5 ITA5_HUMAN 114,539 2 2 2 2.19% ILEYAPCR 186 193 27.1 27.9 15.0 1 0 0 1,021.5136
K_20 Integrin alpha‐5 ITA5_HUMAN 114,539 2 2 2 2.19% QATLTQTLLIQNGAR 567 581 25.0 25.9 15.6 1 0 0 1,627.9128
L_14 Integrin alpha‐5 ITA5_HUMAN 114,539 3 3 3 4.19% LLESSLSSSEGEEPVEYK 120 137 37.4 27.2 37.4 1 0 0 1,982.9441



L_14 Integrin alpha‐5 ITA5_HUMAN 114,539 3 3 3 4.19% QATLTQTLLIQNGAR 567 581 42.5 25.6 29.7 1 0 0 1,627.9128
L_14 Integrin alpha‐5 ITA5_HUMAN 114,539 3 3 3 4.19% LLVCDLGNPMK 728 738 26.9 27.7 16.4 1 0 0 1,275.6438
M_14 Integrin alpha‐5 ITA5_HUMAN 114,539 2 2 2 1.91% SLQWFGATVR 138 147 26.6 27.8 15.5 1 0 0 1,164.6160
M_14 Integrin alpha‐5 ITA5_HUMAN 114,539 2 2 2 1.91% AGASLWGGLR 739 748 34.7 29.6 25.0 1 0 0 987.5371
A_23 Integrin alpha‐6 ITA6_HUMAN 126,636 2 2 4 2.65% GIVSKDEITFVSGAPR 306 321 34.0 28.2 31.7 0 2 0 1,675.9015
A_23 Integrin alpha‐6 ITA6_HUMAN 126,636 2 2 4 2.65% TACGAPSGICLQVK 526 539 40.1 27.2 35.1 2 0 0 1,461.7191
B_23 Integrin alpha‐6 ITA6_HUMAN 126,636 2 2 3 2.65% TACGAPSGICLQVK 526 539 43.4 27.4 35.6 1 0 0 1,461.7191
B_23 Integrin alpha‐6 ITA6_HUMAN 126,636 2 2 3 2.65% LETTSNQDNLAPITAK 812 827 52.0 28.4 43.4 2 0 0 1,715.8812
C_23 Integrin alpha‐6 ITA6_HUMAN 126,636 3 4 7 4.07% GIVSKDEITFVSGAPR 306 321 37.5 28.4 29.7 1 2 0 1,675.9015
C_23 Integrin alpha‐6 ITA6_HUMAN 126,636 3 4 7 4.07% TACGAPSGICLQVK 526 539 46.0 27.2 37.6 2 0 0 1,461.7191
C_23 Integrin alpha‐6 ITA6_HUMAN 126,636 3 4 7 4.07% LETTSNQDNLAPITAK 812 827 37.7 28.4 29.9 2 0 0 1,715.8812
A_23 Integrin alpha‐V ITAV_MOUSE 115,363 3 3 5 2.97% MFLLVGAPK 64 72 49.0 25.9 30.5 2 0 0 975.5697
A_23 Integrin alpha‐V ITAV_MOUSE 115,363 3 3 5 2.97% EPVGTCFLQDGTK 153 165 51.4 25.6 51.4 2 0 0 1,451.6838
A_23 Integrin alpha‐V ITAV_MOUSE 115,363 3 3 5 2.97% GLVYIFNGR 401 409 26.2 26.5 0.0 1 0 0 1,038.5731
B_23 Integrin alpha‐V ITAV_MOUSE 115,363 2 2 4 2.11% MFLLVGAPK 64 72 38.5 25.6 31.5 2 0 0 975.5697
B_23 Integrin alpha‐V ITAV_MOUSE 115,363 2 2 4 2.11% EPVGTCFLQDGTK 153 165 43.4 26.1 38.3 2 0 0 1,451.6838
C_23 Integrin alpha‐V ITAV_MOUSE 115,363 4 5 9 3.54% MFLLVGAPK 64 72 56.8 27.1 44.1 4 0 0 975.5697
C_23 Integrin alpha‐V ITAV_MOUSE 115,363 4 5 9 3.54% LNGFEVFAR 361 369 33.7 27.2 25.9 2 0 0 1,052.5523
C_23 Integrin alpha‐V ITAV_MOUSE 115,363 4 5 9 3.54% GLVYIFNGR 401 409 27.4 26.5 0.0 1 0 0 1,038.5731
C_23 Integrin alpha‐V ITAV_MOUSE 115,363 4 5 9 3.54% AGTQLLAGLR 719 728 59.6 27.0 35.4 2 0 0 999.5947
H_20 Integrin alpha‐V ITAV_MOUSE 115,363 2 2 3 1.72% MFLLVGAPK 64 72 56.2 25.9 38.0 2 0 0 975.5697
H_20 Integrin alpha‐V ITAV_MOUSE 115,363 2 2 3 1.72% LNGFEVFAR 361 369 27.6 27.1 19.9 1 0 0 1,052.5523
A_22 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 8 7.77% IGFGSFVEK 182 190 58.1 25.9 47.1 2 0 0 983.5197
A_22 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 8 7.77% GEVFNELVGK 229 238 39.2 28.2 33.9 2 0 0 1,091.5732
A_22 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 8 7.77% HCECSTDEVNSEDMDAYCR 499 517 34.7 25.0 34.7 0 1 0 2,393.8375
A_22 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 8 7.77% FCECDNFNCDR 552 562 62.8 25.0 62.8 2 0 0 1,536.5301
A_22 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 8 7.77% SNGLICGGNGVCK 563 575 21.6 25.0 17.7 1 0 0 1,335.6146
A_23 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 3 3.88% FCECDNFNCDR 552 562 30.0 25.0 30.0 1 0 0 1,536.5301
A_23 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 3 3.88% WDTGENPIYK 775 784 23.5 25.6 19.5 1 0 0 1,222.5740
A_23 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 3 3.88% SAVTTVVNPK 785 794 27.2 28.0 22.5 1 0 0 1,015.5782
B_22 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 6 5.39% HCECSTDEVNSEDMDAYCR 499 517 39.0 25.0 39.0 0 2 0 2,393.8375
B_22 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 6 5.39% FCECDNFNCDR 552 562 61.4 25.0 61.4 2 0 0 1,536.5301
B_22 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 6 5.39% SNGLICGGNGVCK 563 575 37.6 25.0 29.6 2 0 0 1,335.6146
B_23 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 10 8.65% HCECSTDEVNSEDMDAYCR 499 517 38.3 25.0 38.3 0 2 0 2,393.8375
B_23 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 10 8.65% FCECDNFNCDR 552 562 52.5 25.0 49.2 2 0 0 1,536.5301
B_23 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 10 8.65% SNGLICGGNGVCK 563 575 19.8 25.0 14.3 2 0 0 1,335.6146
B_23 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 10 8.65% DKLPQPVQPDPVSHCK 677 692 30.8 28.3 18.2 0 2 0 1,844.9327
B_23 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 10 8.65% WDTGENPIYK 775 784 27.3 25.6 24.3 2 0 0 1,222.5740
C_22 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 9 7.77% IGFGSFVEK 182 190 41.4 25.9 34.4 2 0 0 983.5197
C_22 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 9 7.77% HCECSTDEVNSEDMDAYCR 499 517 51.6 25.0 51.6 0 1 0 2,393.8375
C_22 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 9 7.77% FCECDNFNCDR 552 562 63.9 25.0 63.9 2 0 0 1,536.5301
C_22 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 9 7.77% SNGLICGGNGVCK 563 575 34.0 25.0 28.4 2 0 0 1,335.6146
C_22 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 9 7.77% WDTGENPIYK 775 784 33.1 25.2 28.6 2 0 0 1,222.5740
C_23 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 8 8.02% TVMPYISTTPAK 191 202 28.9 27.5 11.4 2 0 0 1,324.6819
C_23 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 8 8.02% HCECSTDEVNSEDMDAYCR 499 517 37.1 25.0 37.1 0 1 0 2,393.8375
C_23 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 8 8.02% SNGLICGGNGVCK 563 575 41.9 25.0 37.6 2 0 0 1,335.6146
C_23 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 8 8.02% WDTGENPIYK 775 784 22.9 25.2 16.2 2 0 0 1,222.5740
C_23 Integrin beta‐1 ITB1_HUMAN 88,415 5 5 8 8.02% SAVTTVVNPK 785 794 24.5 28.2 11.2 1 0 0 1,015.5782
H_20 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 4 4.39% IGFGSFVEK 182 190 49.1 25.6 39.5 2 0 0 983.5197
H_20 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 4 4.39% DKLPQPVQPDPVSHCK 677 692 52.4 28.1 49.2 0 1 0 1,844.9327
H_20 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 4 4.39% WDTGENPIYK 775 784 23.0 25.4 15.9 1 0 0 1,222.5740
I_19 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 4 4.51% GEVFNELVGK 229 238 27.6 28.3 21.7 1 0 0 1,091.5732
I_19 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 4 4.51% DKLPQPVQPDPVSHCK 677 692 29.8 28.0 27.4 0 2 0 1,844.9327
I_19 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 4 4.51% WDTGENPIYK 775 784 25.0 25.4 20.3 1 0 0 1,222.5740
K_19 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 5 4.64% FCECDNFNCDR 552 562 41.0 25.0 41.0 2 0 0 1,536.5301
K_19 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 5 4.64% DKLPQPVQPDPVSHCK 677 692 27.1 28.2 20.1 0 2 0 1,844.9327
K_19 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 5 4.64% WDTGENPIYK 775 784 21.9 25.3 14.4 1 0 0 1,222.5740
M_13 Integrin beta‐1 ITB1_HUMAN 88,415 2 2 2 3.13% IGFGSFVEK 182 190 26.9 25.6 23.5 1 0 0 983.5197
M_13 Integrin beta‐1 ITB1_HUMAN 88,415 2 2 2 3.13% DKLPQPVQPDPVSHCK 677 692 19.4 28.2 14.9 0 1 0 1,844.9327
N_13 Integrin beta‐1 ITB1_HUMAN 88,415 2 2 3 2.51% SLGTDLMNEMR 164 174 26.7 25.0 24.3 2 0 0 1,298.5717
N_13 Integrin beta‐1 ITB1_HUMAN 88,415 2 2 3 2.51% IGFGSFVEK 182 190 22.1 26.7 21.8 1 0 0 983.5197
N_15 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 4 4.64% SGEPQTFTLK 125 134 42.2 28.0 25.2 1 0 0 1,107.5682
N_15 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 4 4.64% SLGTDLMNEMR 164 174 35.6 25.0 31.0 2 0 0 1,298.5717
N_15 Integrin beta‐1 ITB1_HUMAN 88,415 3 3 4 4.64% DKLPQPVQPDPVSHCK 677 692 18.8 28.3 13.7 0 1 0 1,844.9327
C_21 Integrin beta‐3 ITB3_HUMAN 87,058 2 2 2 2.92% HVLTLTDQVTR 218 228 26.8 25.6 26.8 1 0 0 1,282.7115
C_21 Integrin beta‐3 ITB3_HUMAN 87,058 2 2 2 2.92% EATSTFTNITYR 775 786 22.5 26.3 18.0 1 0 0 1,403.6801
I_19 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 2 2 4 2.75% IQPSGGTNINEALLR 380 394 39.6 27.3 32.9 2 0 0 1,582.8549
I_19 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 2 2 4 2.75% FYNQVSTPLLR 489 499 49.2 27.3 47.3 2 0 0 1,337.7212
K_19 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 2 2 3 2.75% IQPSGGTNINEALLR 380 394 23.2 27.3 13.5 2 0 0 1,582.8549
K_19 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 2 2 3 2.75% FYNQVSTPLLR 489 499 24.6 27.1 22.9 1 0 0 1,337.7212
M_12 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 2 2 4 2.75% IQPSGGTNINEALLR 380 394 65.4 27.2 59.7 2 0 0 1,582.8549
M_12 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 2 2 4 2.75% FYNQVSTPLLR 489 499 25.6 27.1 22.6 2 0 0 1,337.7212
N_12 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 2 2 4 2.75% IQPSGGTNINEALLR 380 394 45.3 26.3 30.2 2 0 0 1,582.8549
N_12 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 2 2 4 2.75% FYNQVSTPLLR 489 499 47.6 27.1 34.0 2 0 0 1,337.7212
N_13 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 2 2 3 2.75% IQPSGGTNINEALLR 380 394 49.3 26.9 41.3 2 0 0 1,582.8549
N_13 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 2 2 3 2.75% FYNQVSTPLLR 489 499 43.2 27.2 32.8 1 0 0 1,337.7212
P_11 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 3 3 4 3.91% VQFELHYQEVK 177 187 27.4 28.5 21.2 1 0 0 1,419.7267
P_11 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 3 3 4 3.91% IQPSGGTNINEALLR 380 394 68.5 26.9 59.3 2 0 0 1,582.8549
P_11 Inter‐alpha‐trypsin inhibitor heavy chain H2 ITIH2_MOUSE 105,930 3 3 4 3.91% FYNQVSTPLLR 489 499 29.1 27.2 14.0 1 0 0 1,337.7212
P_13 Inter‐alpha‐trypsin inhibitor heavy chain H4 ITIH4_BOVIN 101,515 3 3 4 4.37% KTEQFQVSVSVAPAAK 125 140 25.4 26.4 25.4 0 2 0 1,689.9170
P_13 Inter‐alpha‐trypsin inhibitor heavy chain H4 ITIH4_BOVIN 101,515 3 3 4 4.37% MALENGGLAR 430 439 41.8 27.9 33.4 1 0 0 1,047.5253
P_13 Inter‐alpha‐trypsin inhibitor heavy chain H4 ITIH4_BOVIN 101,515 3 3 4 4.37% LREQSPDVLLAQIR 498 511 19.8 25.0 14.5 0 1 0 1,637.9335
A_11 Isovaleryl‐CoA dehydrogenase, mitochondrial IVD_HUMAN 46,321 2 2 4 5.44% TDLAAVPASR 211 220 32.0 26.7 20.7 2 0 0 1,000.5422
A_11 Isovaleryl‐CoA dehydrogenase, mitochondrial IVD_HUMAN 46,321 2 2 4 5.44% GSNTCELIFEDCK 247 259 57.1 25.0 51.8 2 0 0 1,572.6671
C_11 Isovaleryl‐CoA dehydrogenase, mitochondrial IVD_HUMAN 46,321 3 3 3 6.15% GSNTCELIFEDCK 247 259 27.5 25.0 27.5 1 0 0 1,572.6671
C_11 Isovaleryl‐CoA dehydrogenase, mitochondrial IVD_HUMAN 46,321 3 3 3 6.15% LYEIGAGTSEVR 399 410 33.2 27.3 24.0 1 0 0 1,294.6638
C_11 Isovaleryl‐CoA dehydrogenase, mitochondrial IVD_HUMAN 46,321 3 3 3 6.15% LYEIGAGTSEVRR 399 411 26.4 27.6 19.9 0 1 0 1,450.7649
D_18 Isovaleryl‐CoA dehydrogenase, mitochondrial IVD_HUMAN 46,321 2 2 3 4.49% TDLAAVPASR 211 220 25.2 26.5 5.7 1 0 0 1,000.5422
D_18 Isovaleryl‐CoA dehydrogenase, mitochondrial IVD_HUMAN 46,321 2 2 3 4.49% GITAFIVEK 221 229 28.4 25.2 18.1 2 0 0 977.5667
F_14 Isovaleryl‐CoA dehydrogenase, mitochondrial IVD_HUMAN 46,321 2 2 2 4.49% TDLAAVPASR 211 220 39.2 26.1 34.5 1 0 0 1,000.5422
F_14 Isovaleryl‐CoA dehydrogenase, mitochondrial IVD_HUMAN 46,321 2 2 2 4.49% GITAFIVEK 221 229 43.0 25.2 33.3 1 0 0 977.5667
A_22 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.45% TCQLDANECEAKPCVNAK 408 425 32.7 25.0 27.1 0 2 0 2,107.9207
A_22 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.45% DLVNDFYCDCK 684 694 44.8 25.0 44.8 2 0 0 1,448.5823
A_22 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.45% CECAPGFAGPDCR 806 818 65.1 25.0 65.1 2 0 0 1,496.5717
A_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 15 8.37% QNTGVAHFEYQIR 172 184 53.1 28.2 42.4 2 1 0 1,562.7710
A_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 15 8.37% TCMEGWMGPECNR 219 231 29.4 25.0 29.4 2 0 0 1,659.6020
A_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 15 8.37% TCQLDANECEAKPCVNAK 408 425 26.6 25.0 24.9 0 2 0 2,107.9207
A_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 15 8.37% CICPPGYAGDHCER 473 486 34.7 25.0 31.6 2 1 0 1,691.6725
A_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 15 8.37% CECAPGFAGPDCR 806 818 88.6 25.0 88.6 2 0 0 1,496.5717
A_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 15 8.37% WDDDCNTCQCLNGR 876 889 54.3 25.0 54.3 2 0 0 1,813.6689
A_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 15 8.37% EMMSPGLTTEHICSELR 968 984 20.5 25.0 14.2 0 1 0 2,022.8931
A_24 Protein jagged‐1 JAG1_HUMAN 133,796 3 4 5 3.61% QNTGVAHFEYQIR 172 184 23.4 28.2 15.0 1 1 0 1,562.7710
A_24 Protein jagged‐1 JAG1_HUMAN 133,796 3 4 5 3.61% TCQLDANECEAKPCVNAK 408 425 19.7 25.0 7.3 0 2 0 2,107.9207
A_24 Protein jagged‐1 JAG1_HUMAN 133,796 3 4 5 3.61% CECAPGFAGPDCR 806 818 42.9 25.0 42.9 1 0 0 1,496.5717
B_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 13 8.13% QNTGVAHFEYQIR 172 184 56.9 28.2 49.0 2 2 0 1,562.7710
B_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 13 8.13% CVCPPQWTGK 398 407 21.8 25.0 19.9 1 0 0 1,232.5553
B_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 13 8.13% TCQLDANECEAKPCVNAK 408 425 31.8 25.0 25.9 0 2 0 2,107.9207
B_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 13 8.13% CICPPGYAGDHCER 473 486 29.3 25.0 28.3 1 0 0 1,691.6725
B_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 13 8.13% CECAPGFAGPDCR 806 818 69.9 25.0 69.9 2 0 0 1,496.5717
B_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 13 8.13% WDDDCNTCQCLNGR 876 889 53.8 25.0 53.8 2 0 0 1,813.6689
B_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 13 8.13% EMMSPGLTTEHICSELR 968 984 16.9 25.0 13.0 0 1 0 2,022.8931
B_24 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.45% TCQLDANECEAKPCVNAK 408 425 58.3 25.0 52.2 0 2 0 2,107.9207



B_24 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.45% DLVNDFYCDCK 684 694 55.1 25.0 55.1 2 0 0 1,448.5823
B_24 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.45% CECAPGFAGPDCR 806 818 67.9 25.0 67.9 2 0 0 1,496.5717
C_22 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 5 3.45% TCQLDANECEAKPCVNAK 408 425 25.4 25.0 23.4 0 1 0 2,107.9207
C_22 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 5 3.45% DLVNDFYCDCK 684 694 34.4 25.0 34.4 2 0 0 1,448.5823
C_22 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 5 3.45% CECAPGFAGPDCR 806 818 66.9 25.0 66.9 2 0 0 1,496.5717
C_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 14 8.13% QNTGVAHFEYQIR 172 184 55.2 28.2 45.0 2 1 0 1,562.7710
C_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 14 8.13% TCQLDANECEAKPCVNAK 408 425 55.0 25.0 42.5 1 2 0 2,107.9207
C_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 14 8.13% CICPPGYAGDHCER 473 486 35.3 25.0 34.0 1 0 0 1,691.6725
C_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 14 8.13% DLVNDFYCDCK 684 694 55.9 25.0 55.9 2 0 0 1,448.5823
C_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 14 8.13% CMCPGGWEGTTCNIAR 729 744 38.6 25.0 38.6 1 0 0 1,885.7451
C_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 14 8.13% CECAPGFAGPDCR 806 818 66.5 25.0 66.5 2 0 0 1,496.5717
C_23 Protein jagged‐1 JAG1_HUMAN 133,796 7 9 14 8.13% WDDDCNTCQCLNGR 876 889 36.5 25.0 36.5 2 0 0 1,813.6689
C_24 Protein jagged‐1 JAG1_HUMAN 133,796 5 6 10 6.24% QNTGVAHFEYQIR 172 184 33.7 27.9 27.0 1 1 0 1,562.7710
C_24 Protein jagged‐1 JAG1_HUMAN 133,796 5 6 10 6.24% TCQLDANECEAKPCVNAK 408 425 32.5 25.0 25.5 0 2 0 2,107.9207
C_24 Protein jagged‐1 JAG1_HUMAN 133,796 5 6 10 6.24% DLVNDFYCDCK 684 694 56.3 25.0 56.3 2 0 0 1,448.5823
C_24 Protein jagged‐1 JAG1_HUMAN 133,796 5 6 10 6.24% CECAPGFAGPDCR 806 818 69.0 25.0 69.0 2 0 0 1,496.5717
C_24 Protein jagged‐1 JAG1_HUMAN 133,796 5 6 10 6.24% CQEVSGRPCITMGSVIPDGAK 855 875 38.3 25.1 38.3 0 2 0 2,278.0628
H_19 Protein jagged‐1 JAG1_HUMAN 133,796 2 2 3 2.55% TCQLDANECEAKPCVNAK 408 425 18.5 25.0 12.6 0 1 0 2,107.9207
H_19 Protein jagged‐1 JAG1_HUMAN 133,796 2 2 3 2.55% CECAPGFAGPDCR 806 818 59.5 25.0 59.5 2 0 0 1,496.5717
H_20 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.69% TCQLDANECEAKPCVNAK 408 425 33.3 25.0 28.9 0 2 0 2,107.9207
H_20 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.69% CECAPGFAGPDCR 806 818 66.7 25.0 66.7 2 0 0 1,496.5717
H_20 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.69% WDDDCNTCQCLNGR 876 889 62.3 25.0 58.0 2 0 0 1,813.6689
I_17 Protein jagged‐1 JAG1_HUMAN 133,796 2 2 3 2.38% TCQLDANECEAKPCVNAK 408 425 24.8 25.0 18.3 0 1 0 2,107.9207
I_17 Protein jagged‐1 JAG1_HUMAN 133,796 2 2 3 2.38% DLVNDFYCDCK 684 694 45.9 25.0 45.9 2 0 0 1,448.5823
I_19 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.45% TCQLDANECEAKPCVNAK 408 425 25.1 25.0 22.6 0 2 0 2,107.9207
I_19 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.45% DLVNDFYCDCK 684 694 54.0 25.0 54.0 2 0 0 1,448.5823
I_19 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.45% CECAPGFAGPDCR 806 818 63.6 25.0 63.6 2 0 0 1,496.5717
I_20 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 14 7.88% VTCDDYYYGFGCNK 185 198 65.1 25.0 65.1 2 0 0 1,761.6885
I_20 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 14 7.88% CQYGWQGLYCDK 253 264 43.2 25.0 43.2 2 0 0 1,577.6514
I_20 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 14 7.88% TCQLDANECEAKPCVNAK 408 425 38.3 25.0 19.5 1 2 0 2,107.9207
I_20 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 14 7.88% CICPPGYAGDHCER 473 486 16.2 25.0 16.2 0 1 0 1,691.6725
I_20 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 14 7.88% DLVNDFYCDCK 684 694 61.8 25.0 59.5 2 0 0 1,448.5823
I_20 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 14 7.88% CECAPGFAGPDCR 806 818 81.0 25.0 81.0 2 0 0 1,496.5717
I_20 Protein jagged‐1 JAG1_HUMAN 133,796 7 8 14 7.88% WDDDCNTCQCLNGR 876 889 57.7 25.0 52.1 2 0 0 1,813.6689
I_21 Protein jagged‐1 JAG1_HUMAN 133,796 2 2 3 2.38% TCQLDANECEAKPCVNAK 408 425 14.5 25.0 10.0 0 1 0 2,107.9207
I_21 Protein jagged‐1 JAG1_HUMAN 133,796 2 2 3 2.38% DLVNDFYCDCK 684 694 60.7 25.0 60.7 2 0 0 1,448.5823
J_17 Protein jagged‐1 JAG1_HUMAN 133,796 2 2 3 1.97% DLVNDFYCDCK 684 694 33.5 25.0 33.5 1 0 0 1,448.5823
J_17 Protein jagged‐1 JAG1_HUMAN 133,796 2 2 3 1.97% CECAPGFAGPDCR 806 818 44.9 25.0 39.4 2 0 0 1,496.5717
J_18 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.45% TCQLDANECEAKPCVNAK 408 425 24.5 25.0 15.1 0 2 0 2,107.9207
J_18 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.45% DLVNDFYCDCK 684 694 35.0 25.0 35.0 2 0 0 1,448.5823
J_18 Protein jagged‐1 JAG1_HUMAN 133,796 3 3 6 3.45% CECAPGFAGPDCR 806 818 43.8 25.0 43.8 2 0 0 1,496.5717
J_19 Protein jagged‐1 JAG1_HUMAN 133,796 4 4 7 4.60% TCQLDANECEAKPCVNAK 408 425 34.8 25.0 26.9 0 1 0 2,107.9207
J_19 Protein jagged‐1 JAG1_HUMAN 133,796 4 4 7 4.60% DLVNDFYCDCK 684 694 63.3 25.0 63.3 2 0 0 1,448.5823
J_19 Protein jagged‐1 JAG1_HUMAN 133,796 4 4 7 4.60% CECAPGFAGPDCR 806 818 58.8 25.0 58.8 2 0 0 1,496.5717
J_19 Protein jagged‐1 JAG1_HUMAN 133,796 4 4 7 4.60% WDDDCNTCQCLNGR 876 889 44.1 25.0 44.1 2 0 0 1,813.6689
J_20 Protein jagged‐1 JAG1_HUMAN 133,796 5 5 10 5.67% QNTGVAHFEYQIR 172 184 33.2 27.8 21.3 0 2 0 1,562.7710
J_20 Protein jagged‐1 JAG1_HUMAN 133,796 5 5 10 5.67% TCQLDANECEAKPCVNAK 408 425 25.7 25.0 14.9 0 2 0 2,107.9207
J_20 Protein jagged‐1 JAG1_HUMAN 133,796 5 5 10 5.67% DLVNDFYCDCK 684 694 54.5 25.0 54.5 2 0 0 1,448.5823
J_20 Protein jagged‐1 JAG1_HUMAN 133,796 5 5 10 5.67% CECAPGFAGPDCR 806 818 67.4 25.0 67.4 2 0 0 1,496.5717
J_20 Protein jagged‐1 JAG1_HUMAN 133,796 5 5 10 5.67% WDDDCNTCQCLNGR 876 889 66.1 25.0 66.1 2 0 0 1,813.6689
J_21 Protein jagged‐1 JAG1_HUMAN 133,796 2 2 4 1.97% DLVNDFYCDCK 684 694 66.8 25.0 66.8 2 0 0 1,448.5823
J_21 Protein jagged‐1 JAG1_HUMAN 133,796 2 2 4 1.97% CECAPGFAGPDCR 806 818 52.0 25.0 52.0 2 0 0 1,496.5717
K_18 Protein jagged‐1 JAG1_HUMAN 133,796 2 2 3 1.97% DLVNDFYCDCK 684 694 29.4 25.0 29.4 1 0 0 1,448.5823
K_18 Protein jagged‐1 JAG1_HUMAN 133,796 2 2 3 1.97% CECAPGFAGPDCR 806 818 40.5 25.0 40.5 2 0 0 1,496.5717
K_19 Protein jagged‐1 JAG1_HUMAN 133,796 4 4 7 4.60% TCQLDANECEAKPCVNAK 408 425 15.9 25.0 7.5 0 1 0 2,107.9207
K_19 Protein jagged‐1 JAG1_HUMAN 133,796 4 4 7 4.60% DLVNDFYCDCK 684 694 62.2 25.0 62.2 2 0 0 1,448.5823
K_19 Protein jagged‐1 JAG1_HUMAN 133,796 4 4 7 4.60% CECAPGFAGPDCR 806 818 73.1 25.0 73.1 2 0 0 1,496.5717
K_19 Protein jagged‐1 JAG1_HUMAN 133,796 4 4 7 4.60% WDDDCNTCQCLNGR 876 889 41.6 25.0 41.6 2 0 0 1,813.6689
K_20 Protein jagged‐1 JAG1_HUMAN 133,796 5 6 11 5.67% QNTGVAHFEYQIR 172 184 47.7 27.9 34.6 2 1 0 1,562.7710
K_20 Protein jagged‐1 JAG1_HUMAN 133,796 5 6 11 5.67% TCQLDANECEAKPCVNAK 408 425 32.3 25.0 25.8 0 2 0 2,107.9207
K_20 Protein jagged‐1 JAG1_HUMAN 133,796 5 6 11 5.67% DLVNDFYCDCK 684 694 63.1 25.0 63.1 2 0 0 1,448.5823
K_20 Protein jagged‐1 JAG1_HUMAN 133,796 5 6 11 5.67% CECAPGFAGPDCR 806 818 80.7 25.0 80.7 2 0 0 1,496.5717
K_20 Protein jagged‐1 JAG1_HUMAN 133,796 5 6 11 5.67% WDDDCNTCQCLNGR 876 889 82.4 25.0 82.4 2 0 0 1,813.6689
M_14 Protein jagged‐1 JAG1_HUMAN 133,796 4 4 7 4.27% CVCPPQWTGK 398 407 27.2 25.0 13.9 2 0 0 1,232.5553
M_14 Protein jagged‐1 JAG1_HUMAN 133,796 4 4 7 4.27% TCQLDANECEAKPCVNAK 408 425 20.9 25.0 10.0 0 2 0 2,107.9207
M_14 Protein jagged‐1 JAG1_HUMAN 133,796 4 4 7 4.27% DLVNDFYCDCK 684 694 31.3 25.0 31.3 1 0 0 1,448.5823
M_14 Protein jagged‐1 JAG1_HUMAN 133,796 4 4 7 4.27% CECAPGFAGPDCR 806 818 45.0 25.0 45.0 2 0 0 1,496.5717
A_22 Protein jagged‐2 JAG2_HUMAN 133,363 4 4 7 5.98% NVNGELLSGACCDGDGR 39 55 71.4 25.0 71.4 2 0 0 1,793.7544
A_22 Protein jagged‐2 JAG2_HUMAN 133,363 4 4 7 5.98% VIDGCGSDAGPGMPGTAASGVCGPHGR 585 611 74.3 25.0 74.3 0 2 0 2,556.1029
A_22 Protein jagged‐2 JAG2_HUMAN 133,363 4 4 7 5.98% CECAPGFAGPDCR 813 825 65.1 25.0 65.1 2 0 0 1,496.5717
A_22 Protein jagged‐2 JAG2_HUMAN 133,363 4 4 7 5.98% CQEVIGFGR 862 870 36.8 27.1 15.4 2 0 0 1,065.5147
A_22 Protein jagged‐2 JAG2_HUMAN 133,363 4 4 7 5.98% LLVLLCDR 1009 1016 28.6 29.5 23.7 1 0 0 1,001.5814
B_22 Protein jagged‐2 JAG2_HUMAN 133,363 3 3 6 5.25% NVNGELLSGACCDGDGR 39 55 62.3 25.0 62.3 2 0 0 1,793.7544
B_22 Protein jagged‐2 JAG2_HUMAN 133,363 3 3 6 5.25% VIDGCGSDAGPGMPGTAASGVCGPHGR 585 611 60.7 25.0 60.2 0 2 0 2,556.1029
B_22 Protein jagged‐2 JAG2_HUMAN 133,363 3 3 6 5.25% CECAPGFAGPDCR 813 825 52.6 25.0 52.6 1 0 0 1,496.5717
B_22 Protein jagged‐2 JAG2_HUMAN 133,363 3 3 6 5.25% LLVLLCDR 1009 1016 42.8 29.5 34.2 2 0 0 1,001.5814
C_22 Protein jagged‐2 JAG2_HUMAN 133,363 5 5 8 6.54% NVNGELLSGACCDGDGR 39 55 64.5 25.0 64.5 2 0 0 1,793.7544
C_22 Protein jagged‐2 JAG2_HUMAN 133,363 5 5 8 6.54% VSHAGMINPEDRWK 166 179 23.0 27.0 20.6 0 1 0 1,655.7960
C_22 Protein jagged‐2 JAG2_HUMAN 133,363 5 5 8 6.54% VIDGCGSDAGPGMPGTAASGVCGPHGR 585 611 55.2 25.0 55.2 0 2 0 2,556.1029
C_22 Protein jagged‐2 JAG2_HUMAN 133,363 5 5 8 6.54% CECAPGFAGPDCR 813 825 66.9 25.0 66.9 2 0 0 1,496.5717
C_22 Protein jagged‐2 JAG2_HUMAN 133,363 5 5 8 6.54% DRLLVLLCDR 1007 1016 23.5 28.0 15.2 1 0 0 1,272.7095
C_22 Protein jagged‐2 JAG2_HUMAN 133,363 5 5 8 6.54% LLVLLCDR 1009 1016 49.8 29.5 39.9 2 0 0 1,001.5814
C_23 Protein jagged‐2 JAG2_HUMAN 133,363 2 2 4 4.60% NVNGELLSGACCDGDGR 39 55 71.1 25.0 71.1 2 0 0 1,793.7544
C_23 Protein jagged‐2 JAG2_HUMAN 133,363 2 2 4 4.60% VIDGCGSDAGPGMPGTAASGVCGPHGR 585 611 65.2 25.0 63.0 0 2 0 2,556.1029
C_23 Protein jagged‐2 JAG2_HUMAN 133,363 2 2 4 4.60% CECAPGFAGPDCR 813 825 66.5 25.0 66.5 2 0 0 1,496.5717
H_20 Protein jagged‐2 JAG2_HUMAN 133,363 3 3 5 4.52% NVNGELLSGACCDGDGR 39 55 71.9 25.0 71.9 2 0 0 1,793.7544
H_20 Protein jagged‐2 JAG2_HUMAN 133,363 3 3 5 4.52% CECAPGFAGPDCR 813 825 66.7 25.0 66.7 2 0 0 1,496.5717
H_20 Protein jagged‐2 JAG2_HUMAN 133,363 3 3 5 4.52% CQEVIGFGR 862 870 51.5 26.6 37.3 2 0 0 1,065.5147
H_20 Protein jagged‐2 JAG2_HUMAN 133,363 3 3 5 4.52% DHVPQGTTVGAICSGIR 980 996 35.8 27.2 30.0 0 1 0 1,767.8809
I_19 Protein jagged‐2 JAG2_HUMAN 133,363 4 4 6 5.17% NVNGELLSGACCDGDGR 39 55 80.3 25.0 80.3 2 0 0 1,793.7544
I_19 Protein jagged‐2 JAG2_HUMAN 133,363 4 4 6 5.17% CECAPGFAGPDCR 813 825 63.6 25.0 63.6 2 0 0 1,496.5717
I_19 Protein jagged‐2 JAG2_HUMAN 133,363 4 4 6 5.17% CQEVIGFGR 862 870 38.1 26.9 21.7 1 0 0 1,065.5147
I_19 Protein jagged‐2 JAG2_HUMAN 133,363 4 4 6 5.17% DHVPQGTTVGAICSGIR 980 996 48.4 27.3 34.8 0 2 0 1,767.8809
I_19 Protein jagged‐2 JAG2_HUMAN 133,363 4 4 6 5.17% LLVLLCDR 1009 1016 45.4 29.5 26.2 1 0 0 1,001.5814
I_20 Protein jagged‐2 JAG2_HUMAN 133,363 2 2 4 3.07% NVNGELLSGACCDGDGR 39 55 53.5 25.0 53.5 2 0 0 1,793.7544
I_20 Protein jagged‐2 JAG2_HUMAN 133,363 2 2 4 3.07% CECAPGFAGPDCR 813 825 81.0 25.0 81.0 2 0 0 1,496.5717
I_20 Protein jagged‐2 JAG2_HUMAN 133,363 2 2 4 3.07% LLVLLCDR 1009 1016 50.0 29.5 35.8 2 0 0 1,001.5814
J_19 Protein jagged‐2 JAG2_HUMAN 133,363 5 5 8 6.95% NVNGELLSGACCDGDGR 39 55 66.8 25.0 66.8 2 0 0 1,793.7544
J_19 Protein jagged‐2 JAG2_HUMAN 133,363 5 5 8 6.95% DLVNGYQCVCPR 477 488 47.6 25.0 47.6 1 0 0 1,480.6673
J_19 Protein jagged‐2 JAG2_HUMAN 133,363 5 5 8 6.95% VIDGCGSDAGPGMPGTAASGVCGPHGR 585 611 46.8 25.0 39.9 0 1 0 2,556.1029
J_19 Protein jagged‐2 JAG2_HUMAN 133,363 5 5 8 6.95% CECAPGFAGPDCR 813 825 58.8 25.0 58.8 2 0 0 1,496.5717
J_19 Protein jagged‐2 JAG2_HUMAN 133,363 5 5 8 6.95% CQEVIGFGR 862 870 36.4 26.4 24.8 2 0 0 1,065.5147
J_19 Protein jagged‐2 JAG2_HUMAN 133,363 5 5 8 6.95% LLVLLCDR 1009 1016 50.3 27.3 38.9 2 0 0 1,001.5814
K_19 Protein jagged‐2 JAG2_HUMAN 133,363 4 5 8 5.17% NVNGELLSGACCDGDGR 39 55 69.9 25.0 69.9 2 0 0 1,793.7544
K_19 Protein jagged‐2 JAG2_HUMAN 133,363 4 5 8 5.17% CECAPGFAGPDCR 813 825 73.1 25.0 73.1 2 0 0 1,496.5717
K_19 Protein jagged‐2 JAG2_HUMAN 133,363 4 5 8 5.17% CQEVIGFGR 862 870 41.1 26.3 34.2 2 0 0 1,065.5147
K_19 Protein jagged‐2 JAG2_HUMAN 133,363 4 5 8 5.17% DHVPQGTTVGAICSGIR 980 996 39.3 27.5 25.6 1 1 0 1,767.8809
K_19 Protein jagged‐2 JAG2_HUMAN 133,363 4 5 8 5.17% LLVLLCDR 1009 1016 45.5 27.3 31.5 2 0 0 1,001.5814
A_07 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 4 7.36% LSCAYSGFSSPR 48 59 65.5 25.0 65.5 2 0 0 1,331.6048
A_07 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 4 7.36% DGIVMPTNPK 169 178 34.4 27.4 28.5 2 0 0 1,087.5455
A_08 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 4 7.36% LSCAYSGFSSPR 48 59 62.2 25.0 57.1 2 0 0 1,331.6048
A_08 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 4 7.36% DGIVMPTNPK 169 178 35.2 27.4 25.8 2 0 0 1,087.5455



B_08 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 3 7.69% LSCAYSGFSSPR 48 59 59.0 25.0 57.1 2 0 0 1,331.6048
B_08 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 3 7.69% VTFLPTGITFK 87 97 32.1 25.0 25.2 1 0 0 1,223.7036
C_07 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 3 8.03% LSCAYSGFSSPR 48 59 70.0 25.0 66.9 2 0 0 1,331.6048
C_07 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 3 8.03% VEWKFDQGDTTR 60 71 20.6 26.0 11.9 1 0 0 1,481.7021
D_11 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 2 7.69% LSCAYSGFSSPR 48 59 26.9 25.0 20.3 1 0 0 1,331.6048
D_11 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 2 7.69% VTFLPTGITFK 87 97 25.5 25.0 7.4 1 0 0 1,223.7036
D_12 Junctional adhesion molecule A JAM1_HUMAN 32,583 3 3 6 15.40% LSCAYSGFSSPR 48 59 72.5 25.0 68.5 2 0 0 1,331.6048
D_12 Junctional adhesion molecule A JAM1_HUMAN 32,583 3 3 6 15.40% VTFLPTGITFK 87 97 46.3 25.0 31.8 2 0 0 1,223.7036
D_12 Junctional adhesion molecule A JAM1_HUMAN 32,583 3 3 6 15.40% LIVLVPPSKPTVNIPSSATIGNR 126 148 58.6 25.0 58.6 0 2 0 2,373.3866
E_11 Junctional adhesion molecule A JAM1_HUMAN 32,583 3 3 6 15.40% LSCAYSGFSSPR 48 59 60.1 25.0 60.1 2 0 0 1,331.6048
E_11 Junctional adhesion molecule A JAM1_HUMAN 32,583 3 3 6 15.40% VTFLPTGITFK 87 97 46.5 25.0 32.2 2 0 0 1,223.7036
E_11 Junctional adhesion molecule A JAM1_HUMAN 32,583 3 3 6 15.40% LIVLVPPSKPTVNIPSSATIGNR 126 148 43.9 25.0 43.9 0 2 0 2,373.3866
O_05 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 4 7.69% LSCAYSGFSSPR 48 59 77.6 25.0 71.9 2 0 0 1,331.6048
O_05 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 4 7.69% VTFLPTGITFK 87 97 32.8 25.0 28.0 2 0 0 1,223.7036
P_05 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 3 8.03% LSCAYSGFSSPR 48 59 65.8 25.0 59.0 2 0 0 1,331.6048
P_05 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 2 3 8.03% VEWKFDQGDTTR 60 71 16.7 26.7 8.5 0 1 0 1,481.7021
Q_05 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 3 5 11.40% LSCAYSGFSSPR 48 59 59.5 25.0 50.4 2 0 0 1,331.6048
Q_05 Junctional adhesion molecule A JAM1_HUMAN 32,583 2 3 5 11.40% EDTGTYTCMVSEEGGNSYGEVK 102 123 91.2 25.0 91.2 2 1 0 2,428.9757
A_25 Protein KIAA0664 K0664_HUMAN 146,672 2 2 2 1.45% FPESCQDEVR 728 737 25.0 25.0 25.0 1 0 0 1,266.5420
A_25 Protein KIAA0664 K0664_HUMAN 146,672 2 2 2 1.45% IGIGELITR 811 819 22.9 25.0 18.4 1 0 0 971.5886
B_25 Protein KIAA0664 K0664_HUMAN 146,672 2 2 4 1.68% AVGSISSTAFDIR 704 716 64.6 27.2 57.5 2 0 0 1,323.6903
B_25 Protein KIAA0664 K0664_HUMAN 146,672 2 2 4 1.68% IGIGELITR 811 819 51.3 25.0 29.6 2 0 0 971.5886
C_25 Protein KIAA0664 K0664_HUMAN 146,672 2 2 3 1.91% SVEGLQEGSVLR 106 117 31.3 28.1 22.9 1 0 0 1,273.6747
C_25 Protein KIAA0664 K0664_HUMAN 146,672 2 2 3 1.91% AVGSISSTAFDIR 704 716 37.0 27.6 29.7 2 0 0 1,323.6903
A_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 21 19.00% VTMQNLNDR 148 156 22.3 27.3 14.1 1 0 0 1,090.5310
A_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 21 19.00% LASYLDKVR 157 165 40.8 25.0 23.9 2 0 0 1,064.6099
A_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 21 19.00% ALEESNYELEGK 166 177 95.3 25.8 87.5 2 0 0 1,381.6482
A_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 21 19.00% LKYENEVALR 236 245 30.6 27.7 8.1 2 0 0 1,234.6790
A_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 21 19.00% YENEVALR 238 245 23.4 27.7 12.2 1 0 0 993.4999
A_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 21 19.00% QSVEADINGLRR 246 257 24.2 27.8 14.9 0 2 0 1,357.7183
A_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 21 19.00% SQYEQLAEQNR 323 333 54.2 25.8 49.0 2 0 0 1,365.6393
A_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 21 19.00% SQYEQLAEQNRK 323 334 33.7 27.9 26.2 2 0 0 1,493.7343
A_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 21 19.00% DAEAWFNEK 335 343 49.0 25.0 34.3 2 0 0 1,109.4898
A_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 21 19.00% QSLEASLAETEGR 387 399 85.0 27.0 75.7 2 0 0 1,390.6809
A_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 21 19.00% IRLENEIQTYR 440 450 18.5 27.9 0.7 0 1 0 1,434.7700
A_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 21 19.00% SLLEGEGSSGGGGR 451 464 63.0 26.2 47.4 2 0 0 1,262.5973
A_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 19 16.40% VTMQNLNDR 148 156 39.1 27.8 20.6 2 0 0 1,090.5310
A_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 19 16.40% ALEESNYELEGK 166 177 66.3 25.4 57.3 1 0 0 1,381.6482
A_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 19 16.40% LKYENEVALR 236 245 33.9 27.7 13.8 2 0 0 1,234.6790
A_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 19 16.40% YENEVALR 238 245 21.7 27.7 15.2 1 0 0 993.4999
A_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 19 16.40% SQYEQLAEQNR 323 333 54.4 25.6 44.5 2 0 0 1,365.6393
A_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 19 16.40% SQYEQLAEQNRK 323 334 40.9 27.9 38.2 2 0 0 1,493.7343
A_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 19 16.40% DAEAWFNEK 335 343 49.6 25.0 36.8 2 0 0 1,109.4898
A_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 19 16.40% QSLEASLAETEGR 387 399 91.2 27.2 85.9 2 0 0 1,390.6809
A_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 19 16.40% AETECQNTEYQQLLDIK 423 439 75.9 25.4 66.7 2 1 0 2,082.9651
A_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 19 16.40% SLLEGEGSSGGGGR 451 464 53.8 26.1 43.4 2 0 0 1,262.5973
A_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 21 15.40% LASYLDKVR 157 165 50.6 26.1 34.8 2 0 0 1,064.6099
A_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 21 15.40% ALEESNYELEGK 166 177 80.6 25.5 71.1 2 0 0 1,381.6482
A_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 21 15.40% LKYENEVALR 236 245 37.7 27.7 22.1 2 0 0 1,234.6790
A_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 21 15.40% YENEVALR 238 245 26.6 28.1 7.9 1 0 0 993.4999
A_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 21 15.40% SQYEQLAEQNR 323 333 59.5 25.6 50.8 2 0 0 1,365.6393
A_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 21 15.40% SQYEQLAEQNRK 323 334 44.0 27.8 30.0 2 0 0 1,493.7343
A_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 21 15.40% DAEAWFNEK 335 343 41.7 25.0 35.3 2 0 0 1,109.4898
A_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 21 15.40% QSLEASLAETEGR 387 399 77.7 26.9 69.6 2 0 0 1,390.6809
A_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 21 15.40% IRLENEIQTYR 440 450 53.0 27.9 47.0 2 0 0 1,434.7700
A_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 21 15.40% LENEIQTYR 442 450 58.7 27.7 42.6 2 0 0 1,165.5848
A_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 21 15.40% SLLEGEGSSGGGGR 451 464 59.5 26.2 47.3 2 0 0 1,262.5973
A_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 19 15.80% ALEESNYELEGK 166 177 91.6 25.5 84.1 2 0 0 1,381.6482
A_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 19 15.80% LKYENEVALR 236 245 37.2 27.7 20.0 2 0 0 1,234.6790
A_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 19 15.80% QSVEADINGLR 246 256 52.3 26.5 41.3 2 0 0 1,201.6172
A_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 19 15.80% SQYEQLAEQNR 323 333 49.2 25.6 36.5 2 0 0 1,365.6393
A_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 19 15.80% SQYEQLAEQNRK 323 334 32.4 27.7 26.8 2 0 0 1,493.7343
A_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 19 15.80% DAEAWFNEK 335 343 49.9 25.0 36.5 2 0 0 1,109.4898
A_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 19 15.80% QSLEASLAETEGR 387 399 68.8 26.8 63.0 2 0 0 1,390.6809
A_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 19 15.80% IRLENEIQTYR 440 450 43.8 27.9 37.5 2 0 0 1,434.7700
A_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 19 15.80% LENEIQTYR 442 450 50.0 27.7 40.5 2 0 0 1,165.5848
A_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 19 15.80% SLLEGEGSSGGGGR 451 464 23.0 26.1 11.1 1 0 0 1,262.5973
A_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.10% ALEESNYELEGK 166 177 79.2 25.5 71.4 2 0 0 1,381.6482
A_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.10% LKYENEVALR 236 245 26.3 27.0 22.0 1 0 0 1,234.6790
A_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.10% QSVEADINGLR 246 256 68.7 27.3 58.2 2 0 0 1,201.6172
A_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.10% QSVEADINGLRR 246 257 23.1 27.8 13.2 0 1 0 1,357.7183
A_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.10% SQYEQLAEQNR 323 333 49.6 25.6 35.3 2 0 0 1,365.6393
A_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.10% DAEAWFNEK 335 343 52.0 25.0 39.2 2 0 0 1,109.4898
A_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.10% IRLENEIQTYR 440 450 34.4 27.9 31.7 1 2 0 1,434.7700
A_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.10% LENEIQTYR 442 450 55.5 27.9 44.4 2 0 0 1,165.5848
A_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 2 3.42% QSVEADINGLR 246 256 46.8 27.0 30.3 1 0 0 1,201.6172
A_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 2 3.42% LENEIQTYR 442 450 33.7 27.7 28.4 1 0 0 1,165.5848
A_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.42% ALEESNYELEGK 166 177 68.6 25.5 60.2 2 0 0 1,381.6482
A_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.42% LKYENEVALR 236 245 26.7 27.7 17.8 1 0 0 1,234.6790
A_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.42% SQYEQLAEQNR 323 333 47.4 25.5 43.3 2 0 0 1,365.6393
A_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.42% QSLEASLAETEGR 387 399 46.9 27.2 40.0 1 0 0 1,390.6809
A_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.42% LENEIQTYR 442 450 30.7 27.7 16.3 2 0 0 1,165.5848
A_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 5.82% ALEESNYELEGK 166 177 55.7 25.8 45.5 2 0 0 1,381.6482
A_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 5.82% VLDELTLTK 258 266 48.5 26.3 39.6 1 0 0 1,031.5985
A_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 5.82% QSLEASLAETEGR 387 399 34.2 27.2 31.8 1 0 0 1,390.6809
A_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 9.76% ALEESNYELEGK 166 177 69.4 25.5 61.7 2 0 0 1,381.6482
A_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 9.76% LKYENEVALR 236 245 23.5 27.0 17.1 1 0 0 1,234.6790
A_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 9.76% QSVEADINGLR 246 256 37.0 26.5 14.2 2 0 0 1,201.6172
A_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 9.76% QSLEASLAETEGR 387 399 92.2 27.2 88.0 2 0 0 1,390.6809
A_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 9.76% IRLENEIQTYR 440 450 32.4 27.9 28.6 2 1 0 1,434.7700
A_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 14 15.80% VTMQNLNDR 148 156 31.2 27.6 17.4 1 0 0 1,090.5310
A_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 14 15.80% ALEESNYELEGK 166 177 76.7 25.5 69.6 2 0 0 1,381.6482
A_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 14 15.80% LKYENEVALR 236 245 37.3 27.0 24.9 1 0 0 1,234.6790
A_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 14 15.80% QSVEADINGLRR 246 257 24.7 27.7 21.5 0 1 0 1,357.7183
A_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 14 15.80% SQYEQLAEQNR 323 333 65.0 25.6 55.2 2 0 0 1,365.6393
A_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 14 15.80% QSLEASLAETEGR 387 399 83.8 27.2 74.3 2 0 0 1,390.6809
A_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 14 15.80% IRLENEIQTYR 440 450 52.0 27.8 40.8 2 0 0 1,434.7700
A_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 14 15.80% LENEIQTYR 442 450 37.3 28.4 28.9 2 0 0 1,165.5848
A_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 14 15.80% SLLEGEGSSGGGGR 451 464 42.8 26.2 35.0 1 0 0 1,262.5973
A_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.31% ALEESNYELEGK 166 177 83.5 25.5 75.7 2 0 0 1,381.6482
A_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.31% LKYENEVALR 236 245 28.4 27.3 14.3 2 0 0 1,234.6790
A_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.31% VLDELTLTK 258 266 41.5 26.4 27.7 2 0 0 1,031.5985
A_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 5.65% ALEESNYELEGK 166 177 65.4 25.5 58.0 1 0 0 1,381.6482
A_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 5.65% QSVEADINGLRR 246 257 19.4 27.7 18.2 0 1 0 1,357.7183
A_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 5.65% DAEAWFNEK 335 343 42.3 25.0 31.3 2 0 0 1,109.4898
A_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% ALEESNYELEGK 166 177 85.7 25.6 74.0 2 0 0 1,381.6482
A_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% VLDELTLTK 258 266 48.5 26.4 39.3 2 0 0 1,031.5985
A_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% DAEAWFNEK 335 343 32.2 25.0 19.9 1 0 0 1,109.4898
A_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% QSLEASLAETEGR 387 399 87.6 27.2 83.8 2 0 0 1,390.6809
A_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% IRLENEIQTYR 440 450 39.4 27.8 29.2 1 0 0 1,434.7700
A_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% LASYLDKVR 157 165 21.6 26.3 17.6 1 0 0 1,064.6099
A_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% SQYEQLAEQNR 323 333 53.7 25.6 44.0 2 0 0 1,365.6393



A_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% DAEAWFNEK 335 343 43.9 25.0 31.3 2 0 0 1,109.4898
A_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% QSLEASLAETEGR 387 399 76.6 27.2 64.3 2 0 0 1,390.6809
A_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% LENEIQTYR 442 450 30.1 27.7 22.3 2 0 0 1,165.5848
A_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% SLLEGEGSSGGGGR 451 464 33.3 26.1 21.1 2 0 0 1,262.5973
A_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.53% QSVEADINGLR 246 256 40.8 26.5 29.5 2 0 0 1,201.6172
A_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.53% SQYEQLAEQNR 323 333 40.8 25.5 33.5 1 0 0 1,365.6393
A_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.53% DAEAWFNEK 335 343 43.8 25.0 28.2 2 0 0 1,109.4898
A_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.53% QSLEASLAETEGR 387 399 67.3 27.2 63.5 1 0 0 1,390.6809
A_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 16.60% VTMQNLNDR 148 156 25.8 27.6 13.8 1 0 0 1,090.5310
A_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 16.60% ALEESNYELEGK 166 177 71.7 25.7 65.5 2 0 0 1,381.6482
A_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 16.60% LKYENEVALR 236 245 38.0 27.3 23.2 2 0 0 1,234.6790
A_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 16.60% QSVEADINGLRR 246 257 17.6 27.8 9.3 0 1 0 1,357.7183
A_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 16.60% VLDELTLTK 258 266 50.7 26.3 35.3 2 0 0 1,031.5985
A_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 16.60% SQYEQLAEQNR 323 333 65.3 25.6 50.9 2 0 0 1,365.6393
A_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 16.60% SQYEQLAEQNRK 323 334 31.8 27.9 31.8 1 0 0 1,493.7343
A_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 16.60% DAEAWFNEK 335 343 48.0 25.0 34.8 2 0 0 1,109.4898
A_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 16.60% QSLEASLAETEGR 387 399 77.5 26.8 60.4 2 0 0 1,390.6809
A_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 16.60% IRLENEIQTYR 440 450 32.3 27.7 32.0 2 0 0 1,434.7700
A_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.50% ALEESNYELEGK 166 177 76.8 25.6 67.9 2 0 0 1,381.6482
A_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.50% YENEVALR 238 245 49.0 27.9 29.2 1 0 0 993.4999
A_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.50% VLDELTLTK 258 266 37.3 26.3 24.1 2 0 0 1,031.5985
A_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.50% SQYEQLAEQNR 323 333 59.2 25.6 50.8 2 0 0 1,365.6393
A_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.50% DAEAWFNEK 335 343 43.6 25.0 31.0 2 0 0 1,109.4898
A_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.50% QSLEASLAETEGR 387 399 85.3 27.2 75.8 2 0 0 1,390.6809
A_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.50% IRLENEIQTYR 440 450 22.0 27.8 22.0 1 0 0 1,434.7700
A_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.50% LENEIQTYR 442 450 49.4 28.4 36.2 2 0 0 1,165.5848
A_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% ALEESNYELEGK 166 177 85.4 25.6 76.2 2 0 0 1,381.6482
A_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% QSVEADINGLRR 246 257 25.1 27.8 21.6 0 2 0 1,357.7183
A_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% VLDELTLTK 258 266 53.3 26.3 45.1 2 0 0 1,031.5985
A_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% SQYEQLAEQNR 323 333 59.6 25.7 49.8 2 0 0 1,365.6393
A_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% DAEAWFNEK 335 343 50.5 25.0 36.1 2 0 0 1,109.4898
A_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% QSLEASLAETEGR 387 399 95.2 27.2 90.2 2 0 0 1,390.6809
A_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% LENEIQTYR 442 450 37.2 27.7 28.2 2 0 0 1,165.5848
A_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.88% ALEESNYELEGK 166 177 71.5 25.4 62.6 2 0 0 1,381.6482
A_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.88% LKYENEVALR 236 245 28.8 26.6 12.3 1 0 0 1,234.6790
A_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.88% QSLEASLAETEGR 387 399 77.8 26.8 69.3 2 0 0 1,390.6809
A_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.88% IRLENEIQTYR 440 450 37.1 27.7 31.5 1 0 0 1,434.7700
A_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 7.71% ALEESNYELEGK 166 177 77.4 25.8 67.8 2 0 0 1,381.6482
A_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 7.71% DAEAWFNEK 335 343 43.8 25.0 35.8 2 0 0 1,109.4898
A_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 7.71% QSLEASLAETEGR 387 399 67.5 27.2 60.4 2 0 0 1,390.6809
A_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 7.71% IRLENEIQTYR 440 450 46.2 27.9 41.7 1 0 0 1,434.7700
A_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 7.71% LENEIQTYR 442 450 38.8 27.9 31.6 1 0 0 1,165.5848
A_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 4.11% QSLEASLAETEGR 387 399 85.1 27.2 82.6 2 0 0 1,390.6809
A_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 4.11% IRLENEIQTYR 440 450 54.2 27.7 48.3 2 0 0 1,434.7700
A_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.30% LKYENEVALR 236 245 31.0 27.7 12.9 1 0 0 1,234.6790
A_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.30% QSVEADINGLR 246 256 43.8 26.9 33.7 2 0 0 1,201.6172
A_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.30% QSVEADINGLRR 246 257 34.7 27.7 28.4 0 2 0 1,357.7183
A_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.30% VLDELTLTK 258 266 53.6 26.3 48.0 2 0 0 1,031.5985
A_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.30% SQYEQLAEQNR 323 333 42.1 25.9 35.0 2 0 0 1,365.6393
A_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.30% DAEAWFNEK 335 343 48.8 25.0 33.9 2 0 0 1,109.4898
A_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.30% LENEIQTYR 442 450 57.6 27.7 48.2 2 0 0 1,165.5848
A_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 18.50% LASYLDKVR 157 165 23.0 26.3 4.5 1 0 0 1,064.6099
A_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 18.50% ALEESNYELEGK 166 177 77.0 25.5 70.8 2 0 0 1,381.6482
A_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 18.50% YENEVALR 238 245 28.0 28.0 10.3 1 0 0 993.4999
A_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 18.50% QSVEADINGLRR 246 257 32.2 28.1 19.7 0 1 0 1,357.7183
A_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 18.50% VLDELTLTK 258 266 38.6 26.3 25.8 1 0 0 1,031.5985
A_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 18.50% SQYEQLAEQNR 323 333 45.3 25.7 35.9 2 0 0 1,365.6393
A_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 18.50% DAEAWFNEK 335 343 48.8 25.0 34.7 2 0 0 1,109.4898
A_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 18.50% QSLEASLAETEGR 387 399 95.1 27.2 86.3 2 0 0 1,390.6809
A_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 18.50% IRLENEIQTYR 440 450 50.0 27.7 45.2 2 0 0 1,434.7700
A_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 18.50% SLLEGEGSSGGGGR 451 464 31.1 26.1 24.0 2 0 0 1,262.5973
A_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 20 17.50% LASYLDKVR 157 165 40.7 26.3 28.1 2 0 0 1,064.6099
A_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 20 17.50% ALEESNYELEGK 166 177 75.2 25.5 69.3 2 0 0 1,381.6482
A_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 20 17.50% LKYENEVALR 236 245 27.0 27.8 14.8 2 0 0 1,234.6790
A_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 20 17.50% YENEVALR 238 245 26.2 27.7 8.6 1 0 0 993.4999
A_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 20 17.50% QSVEADINGLRR 246 257 20.2 27.6 18.6 0 1 0 1,357.7183
A_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 20 17.50% VLDELTLTK 258 266 53.9 26.3 40.8 2 0 0 1,031.5985
A_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 20 17.50% SQYEQLAEQNR 323 333 48.0 25.5 40.5 2 0 0 1,365.6393
A_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 20 17.50% SQYEQLAEQNRK 323 334 34.2 27.9 29.7 1 0 0 1,493.7343
A_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 20 17.50% QSLEASLAETEGR 387 399 73.4 27.4 66.9 2 0 0 1,390.6809
A_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 20 17.50% IRLENEIQTYR 440 450 56.3 27.7 47.1 2 1 0 1,434.7700
A_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 20 17.50% SLLEGEGSSGGGGR 451 464 43.4 26.1 36.8 2 0 0 1,262.5973
A_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.70% LASYLDKVR 157 165 25.5 26.3 16.2 1 0 0 1,064.6099
A_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.70% ALEESNYELEGK 166 177 74.7 25.5 68.5 2 0 0 1,381.6482
A_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.70% LKYENEVALR 236 245 26.7 27.0 11.2 1 0 0 1,234.6790
A_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.70% QSVEADINGLRR 246 257 31.1 27.5 11.7 2 0 0 1,357.7183
A_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.70% SQYEQLAEQNR 323 333 56.7 25.5 50.0 2 0 0 1,365.6393
A_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.70% SQYEQLAEQNRK 323 334 35.4 27.9 28.2 1 0 0 1,493.7343
A_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.70% IRLENEIQTYR 440 450 47.8 27.8 41.8 2 0 0 1,434.7700
A_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.70% LENEIQTYR 442 450 30.4 27.7 27.5 2 0 0 1,165.5848
A_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.70% SLLEGEGSSGGGGR 451 464 39.5 26.3 30.0 2 0 0 1,262.5973
A_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 11.50% ALEESNYELEGK 166 177 65.7 25.5 57.6 2 0 0 1,381.6482
A_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 11.50% VLDELTLTK 258 266 46.9 26.3 33.1 1 0 0 1,031.5985
A_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 11.50% SQYEQLAEQNR 323 333 45.3 25.5 41.6 2 0 0 1,365.6393
A_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 11.50% SQYEQLAEQNRK 323 334 46.0 27.9 36.5 2 0 0 1,493.7343
A_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 11.50% DAEAWFNEK 335 343 51.4 25.0 38.0 1 0 0 1,109.4898
A_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 11.50% IRLENEIQTYR 440 450 44.6 27.9 29.7 2 0 0 1,434.7700
A_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 11.50% LENEIQTYR 442 450 50.9 28.4 41.8 2 0 0 1,165.5848
A_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 11.50% SLLEGEGSSGGGGR 451 464 47.7 26.1 44.9 2 0 0 1,262.5973
A_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 8.90% ALEESNYELEGK 166 177 84.2 25.8 75.4 2 0 0 1,381.6482
A_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 8.90% VLDELTLTK 258 266 45.7 26.3 40.3 2 0 0 1,031.5985
A_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 8.90% SQYEQLAEQNR 323 333 45.5 25.5 35.9 2 0 0 1,365.6393
A_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 8.90% DAEAWFNEK 335 343 44.6 25.0 31.5 1 0 0 1,109.4898
A_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 8.90% IRLENEIQTYR 440 450 35.4 27.9 31.0 2 0 0 1,434.7700
A_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 8.90% LENEIQTYR 442 450 36.9 27.7 32.9 2 0 0 1,165.5848
A_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 19 19.00% LASYLDKVR 157 165 29.1 26.1 18.2 1 0 0 1,064.6099
A_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 19 19.00% ALEESNYELEGK 166 177 64.0 25.6 60.5 1 0 0 1,381.6482
A_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 19 19.00% LKYENEVALR 236 245 28.3 27.7 15.0 2 0 0 1,234.6790
A_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 19 19.00% QSVEADINGLRR 246 257 23.6 27.5 8.3 1 0 0 1,357.7183
A_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 19 19.00% RVLDELTLTK 257 266 39.0 26.1 27.8 2 0 0 1,187.6996
A_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 19 19.00% VLDELTLTK 258 266 65.0 26.3 54.2 2 0 0 1,031.5985
A_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 19 19.00% SQYEQLAEQNR 323 333 59.5 25.6 40.3 2 0 0 1,365.6393
A_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 19 19.00% SQYEQLAEQNRK 323 334 31.0 27.9 25.2 1 0 0 1,493.7343
A_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 19 19.00% DAEAWFNEK 335 343 32.7 25.0 26.8 2 0 0 1,109.4898
A_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 19 19.00% QSLEASLAETEGR 387 399 87.9 27.2 84.1 2 0 0 1,390.6809
A_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 19 19.00% IRLENEIQTYR 440 450 67.1 27.8 56.2 2 0 0 1,434.7700
A_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 12 19 19.00% SLLEGEGSSGGGGR 451 464 42.0 26.2 31.8 1 0 0 1,262.5973
A_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 14.70% VTMQNLNDR 148 156 23.5 27.3 10.0 1 0 0 1,090.5310
A_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 14.70% ALEESNYELEGK 166 177 72.5 25.7 64.7 2 0 0 1,381.6482
A_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 14.70% QSVEADINGLRR 246 257 31.9 27.8 22.3 0 2 0 1,357.7183
A_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 14.70% RVLDELTLTK 257 266 33.3 25.5 13.7 2 0 0 1,187.6996
A_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 14.70% VLDELTLTK 258 266 58.8 26.3 49.1 2 0 0 1,031.5985



A_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 14.70% SQYEQLAEQNR 323 333 51.2 25.5 31.9 2 0 0 1,365.6393
A_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 14.70% DAEAWFNEK 335 343 44.2 25.0 31.2 2 0 0 1,109.4898
A_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 14.70% QSLEASLAETEGR 387 399 75.8 27.2 63.4 2 0 0 1,390.6809
A_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 14.70% IRLENEIQTYR 440 450 46.1 27.9 36.5 2 0 0 1,434.7700
A_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 14.70% LENEIQTYR 442 450 54.0 27.7 42.4 1 0 0 1,165.5848
A_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 20 14.90% ALEESNYELEGK 166 177 90.8 25.5 81.4 2 0 0 1,381.6482
A_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 20 14.90% LKYENEVALR 236 245 37.2 27.0 10.8 2 0 0 1,234.6790
A_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 20 14.90% QSVEADINGLR 246 256 80.1 26.5 62.4 2 0 0 1,201.6172
A_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 20 14.90% QSVEADINGLRR 246 257 27.4 27.5 11.6 1 0 0 1,357.7183
A_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 20 14.90% RVLDELTLTK 257 266 28.1 26.1 8.6 2 0 0 1,187.6996
A_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 20 14.90% VLDELTLTK 258 266 50.6 26.3 36.0 2 0 0 1,031.5985
A_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 20 14.90% SQYEQLAEQNR 323 333 51.4 25.6 41.5 2 0 0 1,365.6393
A_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 20 14.90% DAEAWFNEK 335 343 53.2 25.0 38.7 2 0 0 1,109.4898
A_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 20 14.90% QSLEASLAETEGR 387 399 70.4 27.2 61.3 1 0 0 1,390.6809
A_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 20 14.90% IRLENEIQTYR 440 450 64.7 27.8 56.3 2 0 0 1,434.7700
A_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 11 20 14.90% LENEIQTYR 442 450 28.1 27.7 23.1 2 0 0 1,165.5848
A_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 16.60% VTMQNLNDR 148 156 47.9 27.3 23.8 2 0 0 1,090.5310
A_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 16.60% ALEESNYELEGK 166 177 78.2 25.5 69.7 2 0 0 1,381.6482
A_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 16.60% LKYENEVALR 236 245 42.0 26.6 26.9 2 0 0 1,234.6790
A_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 16.60% QSVEADINGLRR 246 257 39.5 27.6 33.5 1 2 0 1,357.7183
A_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 16.60% RVLDELTLTK 257 266 41.1 26.1 16.8 1 0 0 1,187.6996
A_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 16.60% VLDELTLTK 258 266 49.8 26.3 41.2 2 0 0 1,031.5985
A_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 16.60% SQYEQLAEQNR 323 333 68.4 25.6 57.1 2 0 0 1,365.6393
A_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 16.60% SQYEQLAEQNRK 323 334 25.4 27.7 18.5 1 0 0 1,493.7343
A_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 16.60% DAEAWFNEK 335 343 48.8 25.0 34.2 2 0 0 1,109.4898
A_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 16.60% QSLEASLAETEGR 387 399 66.2 27.2 61.6 2 0 0 1,390.6809
A_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 16.60% IRLENEIQTYR 440 450 37.5 27.8 31.4 2 0 0 1,434.7700
A_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 16.60% LENEIQTYR 442 450 51.1 27.7 40.0 2 0 0 1,165.5848
A_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 12 22 17.30% VTMQNLNDR 148 156 32.8 27.6 19.1 1 0 0 1,090.5310
A_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 12 22 17.30% ALEESNYELEGK 166 177 78.3 25.6 71.2 2 0 0 1,381.6482
A_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 12 22 17.30% YENEVALR 238 245 39.9 28.0 23.6 2 0 0 993.4999
A_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 12 22 17.30% QSVEADINGLRR 246 257 44.3 27.6 36.3 0 2 0 1,357.7183
A_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 12 22 17.30% RVLDELTLTK 257 266 33.6 26.1 13.8 2 0 0 1,187.6996
A_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 12 22 17.30% SQYEQLAEQNR 323 333 64.3 25.7 49.4 2 1 0 1,365.6393
A_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 12 22 17.30% SQYEQLAEQNRK 323 334 46.3 27.8 38.3 2 0 0 1,493.7343
A_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 12 22 17.30% QSLEASLAETEGR 387 399 88.3 26.8 83.5 2 0 0 1,390.6809
A_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 12 22 17.30% AETECQNTEYQQLLDIK 423 439 60.6 25.4 52.0 2 2 0 2,082.9651
A_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 12 22 17.30% LENEIQTYR 442 450 46.3 27.7 32.5 2 0 0 1,165.5848
B_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% ALEESNYELEGK 166 177 80.7 25.5 74.2 2 0 0 1,381.6482
B_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% DAEAWFNEK 335 343 33.8 25.0 28.4 2 0 0 1,109.4898
B_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.10% ALEESNYELEGK 166 177 75.0 25.5 68.3 2 0 0 1,381.6482
B_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.10% LKYENEVALR 236 245 26.4 27.7 15.2 1 0 0 1,234.6790
B_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.10% QSVEADINGLRR 246 257 23.3 27.5 21.6 0 1 0 1,357.7183
B_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.10% DAEAWFNEK 335 343 47.6 25.0 35.0 2 0 0 1,109.4898
B_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.10% QSLEASLAETEGR 387 399 86.1 26.7 78.4 2 0 0 1,390.6809
B_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.10% LENEIQTYR 442 450 46.8 27.8 34.3 2 0 0 1,165.5848
B_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% ALEESNYELEGK 166 177 75.0 25.5 67.0 2 0 0 1,381.6482
B_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% QSVEADINGLR 246 256 58.0 26.5 44.4 2 0 0 1,201.6172
B_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% SQYEQLAEQNR 323 333 50.3 25.6 41.6 2 0 0 1,365.6393
B_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 8.90% ALEESNYELEGK 166 177 71.8 25.6 62.8 2 0 0 1,381.6482
B_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 8.90% LKYENEVALR 236 245 23.2 27.7 16.8 1 0 0 1,234.6790
B_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 8.90% QSVEADINGLR 246 256 63.6 26.5 52.6 2 0 0 1,201.6172
B_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 8.90% QSVEADINGLRR 246 257 21.3 27.5 12.2 0 1 0 1,357.7183
B_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 8.90% VLDELTLTK 258 266 43.7 26.3 31.6 2 0 0 1,031.5985
B_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 8.90% LENEIQTYR 442 450 50.0 28.0 40.2 2 0 0 1,165.5848
B_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 21.90% LASYLDKVR 157 165 49.9 26.1 35.5 2 0 0 1,064.6099
B_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 21.90% ALEESNYELEGK 166 177 81.3 25.4 74.7 2 0 0 1,381.6482
B_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 21.90% LKYENEVALR 236 245 42.3 27.7 26.5 2 0 0 1,234.6790
B_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 21.90% QSVEADINGLRR 246 257 35.9 27.7 27.3 0 1 0 1,357.7183
B_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 21.90% RVLDELTLTK 257 266 33.7 25.5 19.1 2 0 0 1,187.6996
B_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 21.90% SQYEQLAEQNR 323 333 68.3 25.9 60.3 2 0 0 1,365.6393
B_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 21.90% SQYEQLAEQNRK 323 334 30.1 27.9 24.0 1 0 0 1,493.7343
B_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 21.90% DAEAWFNEK 335 343 46.6 25.0 33.5 2 0 0 1,109.4898
B_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 21.90% QSLEASLAETEGR 387 399 86.0 27.2 80.8 2 0 0 1,390.6809
B_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 21.90% AETECQNTEYQQLLDIK 423 439 56.2 25.4 47.4 2 2 0 2,082.9651
B_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 21.90% IRLENEIQTYR 440 450 51.5 27.7 41.2 2 0 0 1,434.7700
B_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 23 21.90% SLLEGEGSSGGGGR 451 464 22.8 26.1 17.7 1 0 0 1,262.5973
B_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.00% ALEESNYELEGK 166 177 63.5 25.5 55.7 2 0 0 1,381.6482
B_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.00% LKYENEVALR 236 245 53.5 27.7 36.6 2 0 0 1,234.6790
B_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.00% YENEVALR 238 245 36.0 27.8 22.6 2 0 0 993.4999
B_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.00% QSVEADINGLR 246 256 48.7 27.3 35.1 2 0 0 1,201.6172
B_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.00% SQYEQLAEQNR 323 333 59.2 25.5 49.1 2 0 0 1,365.6393
B_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.00% DAEAWFNEK 335 343 43.7 25.0 31.5 1 0 0 1,109.4898
B_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.00% IRLENEIQTYR 440 450 31.0 27.8 30.3 2 1 0 1,434.7700
B_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.00% LENEIQTYR 442 450 40.9 27.7 28.5 2 0 0 1,165.5848
B_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.99% ALEESNYELEGK 166 177 62.5 25.5 55.7 2 0 0 1,381.6482
B_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.99% LKYENEVALR 236 245 33.2 27.0 19.6 1 0 0 1,234.6790
B_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.99% QSLEASLAETEGR 387 399 54.1 27.2 51.4 2 0 0 1,390.6809
B_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 2 3.25% LKYENEVALR 236 245 29.6 27.0 11.9 1 0 0 1,234.6790
B_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 2 3.25% DAEAWFNEK 335 343 42.1 25.0 31.1 1 0 0 1,109.4898
B_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.31% DAEAWFNEK 335 343 29.9 25.0 18.4 2 0 0 1,109.4898
B_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.31% QSLEASLAETEGR 387 399 65.8 27.0 61.4 2 0 0 1,390.6809
B_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.31% LENEIQTYR 442 450 39.8 28.0 35.3 2 0 0 1,165.5848
B_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% ALEESNYELEGK 166 177 69.6 25.5 59.3 1 0 0 1,381.6482
B_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% SQYEQLAEQNR 323 333 59.6 25.6 50.8 2 0 0 1,365.6393
B_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% DAEAWFNEK 335 343 49.8 25.0 36.5 2 0 0 1,109.4898
B_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% QSLEASLAETEGR 387 399 73.7 27.2 68.7 2 0 0 1,390.6809
B_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.36% ALEESNYELEGK 166 177 77.0 25.6 69.0 2 0 0 1,381.6482
B_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.36% VLDELTLTK 258 266 41.4 26.3 30.9 2 0 0 1,031.5985
B_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.36% DAEAWFNEK 335 343 46.0 25.0 33.9 2 0 0 1,109.4898
B_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.36% QSLEASLAETEGR 387 399 111.0 27.0 107.0 2 0 0 1,390.6809
B_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% ALEESNYELEGK 166 177 72.2 25.5 66.8 2 0 0 1,381.6482
B_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% LKYENEVALR 236 245 29.9 27.7 15.0 2 0 0 1,234.6790
B_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% VLDELTLTK 258 266 40.1 26.3 27.0 1 0 0 1,031.5985
B_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% QSLEASLAETEGR 387 399 66.2 27.4 61.5 2 0 0 1,390.6809
B_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% LENEIQTYR 442 450 22.7 28.0 12.3 1 0 0 1,165.5848
B_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% ALEESNYELEGK 166 177 78.0 25.5 69.2 2 0 0 1,381.6482
B_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% VLDELTLTK 258 266 46.5 26.3 34.8 2 0 0 1,031.5985
B_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% SQYEQLAEQNR 323 333 31.5 25.6 26.3 1 0 0 1,365.6393
B_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% DAEAWFNEK 335 343 42.9 25.0 30.4 2 0 0 1,109.4898
B_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% QSLEASLAETEGR 387 399 72.1 27.3 69.8 2 0 0 1,390.6809
B_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.00% ALEESNYELEGK 166 177 75.0 25.5 68.0 2 0 0 1,381.6482
B_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.00% LKYENEVALR 236 245 32.9 27.8 22.5 1 0 0 1,234.6790
B_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.00% VLDELTLTK 258 266 45.7 26.3 38.0 2 0 0 1,031.5985
B_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.00% DAEAWFNEK 335 343 52.8 25.0 38.3 2 0 0 1,109.4898
B_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.00% QSLEASLAETEGR 387 399 85.4 27.2 75.5 2 0 0 1,390.6809
B_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.00% IRLENEIQTYR 440 450 42.0 27.9 37.8 2 0 0 1,434.7700
B_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.59% ALEESNYELEGK 166 177 68.7 25.8 63.0 2 0 0 1,381.6482
B_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.59% SQYEQLAEQNR 323 333 28.1 25.6 22.4 2 0 0 1,365.6393
B_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.59% DAEAWFNEK 335 343 49.0 25.0 42.9 2 0 0 1,109.4898
B_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.59% QSLEASLAETEGR 387 399 90.3 27.4 80.7 2 0 0 1,390.6809
B_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.59% IRLENEIQTYR 440 450 46.5 27.9 42.4 2 0 0 1,434.7700



B_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.71% LKYENEVALR 236 245 38.0 27.7 22.3 2 0 0 1,234.6790
B_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.71% QSVEADINGLR 246 256 70.1 27.3 56.3 2 0 0 1,201.6172
B_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.71% QSLEASLAETEGR 387 399 91.6 27.0 86.7 2 0 0 1,390.6809
B_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.71% IRLENEIQTYR 440 450 49.0 27.9 44.1 2 0 0 1,434.7700
B_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% YENEVALR 238 245 29.4 27.7 17.8 1 0 0 993.4999
B_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% QSVEADINGLR 246 256 61.3 27.3 42.5 2 0 0 1,201.6172
B_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% QSVEADINGLRR 246 257 35.6 28.1 28.1 0 2 0 1,357.7183
B_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% VLDELTLTK 258 266 50.8 26.3 44.5 1 0 0 1,031.5985
B_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% SQYEQLAEQNR 323 333 58.4 26.0 46.1 2 0 0 1,365.6393
B_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% DAEAWFNEK 335 343 51.8 25.0 38.7 2 0 0 1,109.4898
B_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% QSLEASLAETEGR 387 399 85.3 27.4 77.6 2 0 0 1,390.6809
B_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 20 14.90% ALEESNYELEGK 166 177 72.1 25.8 64.9 2 0 0 1,381.6482
B_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 20 14.90% LKYENEVALR 236 245 32.8 27.7 16.7 2 0 0 1,234.6790
B_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 20 14.90% YENEVALR 238 245 30.2 27.7 14.4 2 0 0 993.4999
B_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 20 14.90% QSVEADINGLRR 246 257 38.2 27.5 29.9 0 2 0 1,357.7183
B_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 20 14.90% VLDELTLTK 258 266 53.7 26.3 40.8 2 0 0 1,031.5985
B_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 20 14.90% SQYEQLAEQNR 323 333 50.9 25.9 44.6 2 0 0 1,365.6393
B_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 20 14.90% DAEAWFNEK 335 343 43.2 25.0 31.2 2 0 0 1,109.4898
B_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 20 14.90% QSLEASLAETEGR 387 399 80.3 27.0 72.9 2 0 0 1,390.6809
B_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 20 14.90% IRLENEIQTYR 440 450 49.4 27.8 46.4 2 0 0 1,434.7700
B_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 20 14.90% LENEIQTYR 442 450 43.6 28.0 23.6 2 0 0 1,165.5848
B_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.20% LASYLDKVR 157 165 33.2 26.3 27.8 2 0 0 1,064.6099
B_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.20% ALEESNYELEGK 166 177 75.4 25.5 68.1 2 0 0 1,381.6482
B_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.20% LKYENEVALR 236 245 41.8 27.7 25.9 2 0 0 1,234.6790
B_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.20% VLDELTLTK 258 266 47.0 26.3 30.8 1 0 0 1,031.5985
B_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.20% SQYEQLAEQNR 323 333 57.1 26.0 50.6 2 0 0 1,365.6393
B_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.20% DAEAWFNEK 335 343 51.0 25.0 35.9 2 0 0 1,109.4898
B_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.20% IRLENEIQTYR 440 450 42.7 27.8 36.3 2 0 0 1,434.7700
B_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.08% ALEESNYELEGK 166 177 91.2 25.7 83.6 2 0 0 1,381.6482
B_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.08% LKYENEVALR 236 245 34.7 27.7 21.3 1 0 0 1,234.6790
B_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.08% SQYEQLAEQNR 323 333 43.5 25.8 38.8 2 0 0 1,365.6393
B_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.08% DAEAWFNEK 335 343 52.2 25.0 38.8 2 0 0 1,109.4898
B_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.08% IRLENEIQTYR 440 450 53.7 27.9 45.9 2 0 0 1,434.7700
B_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.60% ALEESNYELEGK 166 177 75.8 25.7 68.3 2 0 0 1,381.6482
B_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.60% LKYENEVALR 236 245 39.9 27.7 24.5 1 0 0 1,234.6790
B_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.60% VLDELTLTK 258 266 52.1 26.3 38.4 2 0 0 1,031.5985
B_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.60% SQYEQLAEQNR 323 333 68.0 26.0 56.1 2 0 0 1,365.6393
B_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.60% DAEAWFNEK 335 343 49.3 25.0 34.5 2 0 0 1,109.4898
B_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.60% IRLENEIQTYR 440 450 43.8 27.9 34.1 2 0 0 1,434.7700
B_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.30% ALEESNYELEGK 166 177 82.1 25.8 74.2 2 0 0 1,381.6482
B_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.30% LKYENEVALR 236 245 27.1 27.4 14.0 2 0 0 1,234.6790
B_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.30% VLDELTLTK 258 266 51.4 26.3 36.0 1 0 0 1,031.5985
B_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.30% SQYEQLAEQNR 323 333 53.1 25.6 42.4 2 0 0 1,365.6393
B_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.30% QSLEASLAETEGR 387 399 67.1 27.0 64.1 1 0 0 1,390.6809
B_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.30% IRLENEIQTYR 440 450 52.1 27.7 42.8 2 0 0 1,434.7700
B_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.00% ALEESNYELEGK 166 177 81.4 25.7 73.7 2 0 0 1,381.6482
B_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.00% LKYENEVALR 236 245 33.7 27.8 20.2 2 0 0 1,234.6790
B_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.00% RVLDELTLTK 257 266 27.4 25.9 16.4 1 0 0 1,187.6996
B_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.00% VLDELTLTK 258 266 59.2 26.6 51.3 2 0 0 1,031.5985
B_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.00% SQYEQLAEQNR 323 333 62.2 25.8 57.2 2 0 0 1,365.6393
B_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.00% DAEAWFNEK 335 343 33.6 25.0 25.9 2 0 0 1,109.4898
B_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.00% QSLEASLAETEGR 387 399 77.4 27.4 68.5 2 0 0 1,390.6809
B_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.00% IRLENEIQTYR 440 450 55.8 27.9 48.3 2 0 0 1,434.7700
B_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% ALEESNYELEGK 166 177 75.1 25.8 67.4 2 0 0 1,381.6482
B_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% LKYENEVALR 236 245 44.6 27.7 25.7 2 0 0 1,234.6790
B_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% VLDELTLTK 258 266 56.3 26.3 46.5 2 0 0 1,031.5985
B_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% SQYEQLAEQNR 323 333 43.6 26.0 37.3 2 0 0 1,365.6393
B_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% DAEAWFNEK 335 343 48.5 25.0 34.7 2 0 0 1,109.4898
B_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% QSLEASLAETEGR 387 399 49.9 27.0 42.5 2 0 0 1,390.6809
B_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 12.80% IRLENEIQTYR 440 450 49.9 27.9 41.9 2 0 0 1,434.7700
B_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 13 12.00% ALEESNYELEGK 166 177 76.1 25.7 66.6 2 0 0 1,381.6482
B_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 13 12.00% RVLDELTLTK 257 266 28.7 25.5 17.1 1 0 0 1,187.6996
B_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 13 12.00% VLDELTLTK 258 266 38.8 26.3 26.7 1 0 0 1,031.5985
B_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 13 12.00% SQYEQLAEQNR 323 333 53.6 26.0 44.9 2 0 0 1,365.6393
B_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 13 12.00% DAEAWFNEK 335 343 44.2 25.0 31.4 2 0 0 1,109.4898
B_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 13 12.00% AETECQNTEYQQLLDIK 423 439 55.6 25.9 45.0 1 0 0 2,082.9651
B_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 13 12.00% IRLENEIQTYR 440 450 49.4 27.9 42.3 2 2 0 1,434.7700
B_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 13 8.90% ALEESNYELEGK 166 177 84.9 25.8 69.2 2 0 0 1,381.6482
B_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 13 8.90% VLDELTLTK 258 266 56.2 25.6 47.3 2 0 0 1,031.5985
B_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 13 8.90% SQYEQLAEQNR 323 333 74.6 26.0 63.2 2 0 0 1,365.6393
B_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 13 8.90% DAEAWFNEK 335 343 50.7 25.0 36.2 2 0 0 1,109.4898
B_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 13 8.90% IRLENEIQTYR 440 450 49.6 27.9 45.1 2 1 0 1,434.7700
B_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 13 8.90% LENEIQTYR 442 450 35.8 27.9 22.9 2 0 0 1,165.5848
B_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 17 14.70% ALEESNYELEGK 166 177 77.9 25.4 69.9 2 0 0 1,381.6482
B_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 17 14.70% YENEVALR 238 245 34.4 28.6 20.7 1 0 0 993.4999
B_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 17 14.70% QSVEADINGLRR 246 257 41.1 28.1 33.6 0 2 0 1,357.7183
B_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 17 14.70% RVLDELTLTK 257 266 31.9 25.2 12.4 2 0 0 1,187.6996
B_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 17 14.70% SQYEQLAEQNR 323 333 56.9 26.0 55.4 2 1 0 1,365.6393
B_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 17 14.70% KDAEAWFNEK 334 343 41.6 25.0 24.8 2 0 0 1,237.5848
B_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 17 14.70% QSLEASLAETEGR 387 399 76.5 27.4 68.1 2 0 0 1,390.6809
B_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 17 14.70% IRLENEIQTYR 440 450 53.9 27.9 48.6 1 1 0 1,434.7700
B_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 17 14.70% LENEIQTYR 442 450 23.5 27.9 19.2 1 0 0 1,165.5848
C_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 16.60% LASYLDKVR 157 165 43.3 25.0 29.8 2 0 0 1,064.6099
C_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 16.60% ALEESNYELEGK 166 177 71.4 25.5 63.1 2 0 0 1,381.6482
C_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 16.60% LKYENEVALR 236 245 40.7 27.4 30.4 1 0 0 1,234.6790
C_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 16.60% VLDELTLTK 258 266 55.4 26.3 44.8 2 0 0 1,031.5985
C_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 16.60% SQYEQLAEQNR 323 333 57.2 25.9 49.3 2 0 0 1,365.6393
C_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 16.60% SQYEQLAEQNRK 323 334 26.4 27.9 20.0 1 0 0 1,493.7343
C_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 16.60% DAEAWFNEK 335 343 48.9 25.0 34.6 2 0 0 1,109.4898
C_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 16.60% QSLEASLAETEGR 387 399 49.5 27.4 42.5 2 0 0 1,390.6809
C_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 16.60% LENEIQTYR 442 450 42.4 28.0 30.6 2 0 0 1,165.5848
C_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 18 16.60% SLLEGEGSSGGGGR 451 464 54.2 26.4 49.0 2 0 0 1,262.5973
C_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.14% ALEESNYELEGK 166 177 77.3 25.7 73.8 2 0 0 1,381.6482
C_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.14% DAEAWFNEK 335 343 29.0 25.0 25.2 2 0 0 1,109.4898
C_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.14% LENEIQTYR 442 450 27.6 27.9 7.4 2 0 0 1,165.5848
C_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% ALEESNYELEGK 166 177 90.3 25.5 80.7 2 0 0 1,381.6482
C_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% DAEAWFNEK 335 343 52.3 25.0 38.0 2 0 0 1,109.4898
C_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% QSLEASLAETEGR 387 399 46.2 26.9 39.6 1 0 0 1,390.6809
C_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% LENEIQTYR 442 450 30.2 27.7 15.1 1 0 0 1,165.5848
C_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.90% ALEESNYELEGK 166 177 84.8 25.6 79.5 2 0 0 1,381.6482
C_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.90% QSVEADINGLR 246 256 37.6 27.3 32.2 2 0 0 1,201.6172
C_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.90% SQYEQLAEQNR 323 333 45.8 25.6 35.0 2 0 0 1,365.6393
C_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.90% DAEAWFNEK 335 343 52.8 25.0 38.9 2 0 0 1,109.4898
C_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.90% LENEIQTYR 442 450 40.1 27.7 25.1 2 0 0 1,165.5848
C_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% ALEESNYELEGK 166 177 83.8 25.5 78.4 2 0 0 1,381.6482
C_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% LKYENEVALR 236 245 33.1 27.3 22.8 1 0 0 1,234.6790
C_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% QSVEADINGLR 246 256 34.9 26.9 26.3 2 0 0 1,201.6172
C_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% SQYEQLAEQNR 323 333 55.7 25.1 41.8 2 0 0 1,365.6393
C_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% DAEAWFNEK 335 343 47.8 25.0 34.5 2 0 0 1,109.4898
C_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% QSLEASLAETEGR 387 399 98.4 27.2 89.7 2 0 0 1,390.6809
C_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% ALEESNYELEGK 166 177 77.0 25.6 69.2 2 0 0 1,381.6482
C_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% LKYENEVALR 236 245 24.5 27.5 9.9 1 0 0 1,234.6790



C_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% QSVEADINGLRR 246 257 18.2 27.5 9.8 0 1 0 1,357.7183
C_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% VLDELTLTK 258 266 42.3 26.3 33.7 2 0 0 1,031.5985
C_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 9.25% ALEESNYELEGK 166 177 80.7 25.5 75.4 2 0 0 1,381.6482
C_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 9.25% LKYENEVALR 236 245 21.7 27.3 10.1 1 0 0 1,234.6790
C_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 9.25% QSVEADINGLRR 246 257 17.4 27.5 11.9 0 1 0 1,357.7183
C_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 9.25% DAEAWFNEK 335 343 37.8 25.0 35.1 1 0 0 1,109.4898
C_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 9.25% IRLENEIQTYR 440 450 21.9 27.7 11.4 0 1 0 1,434.7700
C_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.60% ALEESNYELEGK 166 177 83.2 25.5 67.9 2 0 0 1,381.6482
C_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.60% LKYENEVALR 236 245 25.7 27.7 17.2 2 0 0 1,234.6790
C_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.60% VLDELTLTK 258 266 24.4 26.3 11.1 1 0 0 1,031.5985
C_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.60% DAEAWFNEK 335 343 56.1 25.0 45.8 2 0 0 1,109.4898
C_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.60% QSLEASLAETEGR 387 399 52.0 27.2 44.0 2 0 0 1,390.6809
C_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.60% LENEIQTYR 442 450 54.3 27.8 45.0 2 0 0 1,165.5848
C_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.50% ALEESNYELEGK 166 177 80.2 25.5 71.2 2 0 0 1,381.6482
C_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.50% LKYENEVALR 236 245 35.0 27.5 19.2 2 0 0 1,234.6790
C_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.50% YENEVALR 238 245 29.7 27.6 9.1 2 0 0 993.4999
C_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.50% QSVEADINGLRR 246 257 28.1 27.5 25.2 0 1 0 1,357.7183
C_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.50% DAEAWFNEK 335 343 52.7 25.0 38.4 2 0 0 1,109.4898
C_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.50% QSLEASLAETEGR 387 399 90.2 27.2 81.7 2 0 0 1,390.6809
C_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.50% IRLENEIQTYR 440 450 38.5 27.7 33.6 2 1 0 1,434.7700
C_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 16 11.50% LENEIQTYR 442 450 55.0 28.0 45.2 2 0 0 1,165.5848
C_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% ALEESNYELEGK 166 177 80.7 25.2 74.7 2 0 0 1,381.6482
C_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% LKYENEVALR 236 245 25.4 27.2 14.7 1 0 0 1,234.6790
C_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% DAEAWFNEK 335 343 36.0 25.0 28.1 2 0 0 1,109.4898
C_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.36% ALEESNYELEGK 166 177 71.7 25.6 65.6 2 0 0 1,381.6482
C_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.36% LKYENEVALR 236 245 37.5 27.2 22.1 2 0 0 1,234.6790
C_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.36% QSVEADINGLRR 246 257 23.2 27.5 22.8 0 1 0 1,357.7183
C_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.36% LENEIQTYR 442 450 53.8 28.0 44.6 2 0 0 1,165.5848
C_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 5.65% ALEESNYELEGK 166 177 80.2 25.3 71.8 2 0 0 1,381.6482
C_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 5.65% QSVEADINGLRR 246 257 36.8 27.6 34.4 0 1 0 1,357.7183
C_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 5.65% VLDELTLTK 258 266 30.1 26.4 22.9 1 0 0 1,031.5985
C_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% ALEESNYELEGK 166 177 77.7 25.1 69.3 2 0 0 1,381.6482
C_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% VLDELTLTK 258 266 40.9 26.4 35.6 2 0 0 1,031.5985
C_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 5.48% ALEESNYELEGK 166 177 67.8 25.1 52.4 2 0 0 1,381.6482
C_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 5.48% VLDELTLTK 258 266 39.1 27.5 19.2 2 0 0 1,031.5985
C_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 5.48% IRLENEIQTYR 440 450 20.0 27.7 5.9 0 1 0 1,434.7700
C_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 5.48% LENEIQTYR 442 450 45.2 27.8 36.1 2 0 0 1,165.5848
C_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% VTMQNLNDR 148 156 49.3 27.4 25.4 2 0 0 1,090.5310
C_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% ALEESNYELEGK 166 177 80.2 25.6 73.2 2 0 0 1,381.6482
C_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% QSVEADINGLR 246 256 39.0 26.7 28.2 2 0 0 1,201.6172
C_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% SQYEQLAEQNR 323 333 53.1 25.4 39.0 2 0 0 1,365.6393
C_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% DAEAWFNEK 335 343 48.3 25.0 35.1 2 0 0 1,109.4898
C_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% QSLEASLAETEGR 387 399 85.4 26.7 80.1 2 0 0 1,390.6809
C_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% IRLENEIQTYR 440 450 28.2 27.7 8.7 0 1 0 1,434.7700
C_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.60% ALEESNYELEGK 166 177 78.9 25.5 71.1 2 0 0 1,381.6482
C_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.60% QSVEADINGLRR 246 257 35.4 27.5 22.7 0 1 0 1,357.7183
C_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.60% SQYEQLAEQNR 323 333 49.0 25.7 42.6 2 0 0 1,365.6393
C_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.60% DAEAWFNEK 335 343 43.7 25.0 31.2 2 0 0 1,109.4898
C_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.60% QSLEASLAETEGR 387 399 81.6 26.8 77.5 2 0 0 1,390.6809
C_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.60% IRLENEIQTYR 440 450 27.3 27.7 25.0 2 0 0 1,434.7700
C_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% LASYLDKVR 157 165 37.6 26.3 26.7 1 0 0 1,064.6099
C_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% ALEESNYELEGK 166 177 81.6 25.6 74.9 2 0 0 1,381.6482
C_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% LKYENEVALR 236 245 27.0 27.5 17.0 1 0 0 1,234.6790
C_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% DAEAWFNEK 335 343 48.0 25.0 34.7 2 0 0 1,109.4898
C_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% QSLEASLAETEGR 387 399 72.7 26.9 68.0 2 0 0 1,390.6809
C_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.20% LASYLDKVR 157 165 41.3 26.3 28.5 2 0 0 1,064.6099
C_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.20% ALEESNYELEGK 166 177 98.7 25.5 92.4 2 0 0 1,381.6482
C_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.20% QSVEADINGLRR 246 257 38.2 27.8 27.8 1 1 0 1,357.7183
C_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.20% VLDELTLTK 258 266 48.7 26.3 40.2 2 0 0 1,031.5985
C_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.20% SQYEQLAEQNR 323 333 59.4 25.6 51.9 2 0 0 1,365.6393
C_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.20% QSLEASLAETEGR 387 399 90.5 26.8 79.7 2 0 0 1,390.6809
C_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.20% IRLENEIQTYR 440 450 59.1 27.7 50.3 2 0 0 1,434.7700
C_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% ALEESNYELEGK 166 177 71.8 25.5 64.4 2 0 0 1,381.6482
C_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% VLDELTLTK 258 266 38.8 26.3 28.9 1 0 0 1,031.5985
C_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% DAEAWFNEK 335 343 52.2 25.0 39.5 2 0 0 1,109.4898
C_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% QSLEASLAETEGR 387 399 89.9 27.1 80.0 2 0 0 1,390.6809
C_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% IRLENEIQTYR 440 450 58.7 27.5 51.6 2 0 0 1,434.7700
C_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 7.88% ALEESNYELEGK 166 177 60.8 25.5 56.5 2 0 0 1,381.6482
C_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 7.88% LKYENEVALR 236 245 21.9 26.6 16.6 2 0 0 1,234.6790
C_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 7.88% QSLEASLAETEGR 387 399 68.0 26.8 61.1 2 0 0 1,390.6809
C_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 7.88% IRLENEIQTYR 440 450 42.0 27.8 28.6 2 1 0 1,434.7700
C_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 7.88% LENEIQTYR 442 450 41.7 27.8 35.7 2 0 0 1,165.5848
C_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 11 14.20% GSLGGGFSSGGFSGGSFSR 41 59 52.3 25.0 0.0 2 0 0 1,707.7722
C_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 11 14.20% LASYLDKVR 157 165 30.8 26.1 15.1 1 0 0 1,064.6099
C_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 11 14.20% YENEVALR 238 245 29.3 28.0 21.7 1 0 0 993.4999
C_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 11 14.20% QSVEADINGLRR 246 257 29.0 27.8 21.8 1 1 0 1,357.7183
C_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 11 14.20% SQYEQLAEQNR 323 333 56.8 25.6 43.3 2 0 0 1,365.6393
C_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 11 14.20% QSLEASLAETEGR 387 399 90.4 26.7 83.1 2 0 0 1,390.6809
C_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 11 14.20% IRLENEIQTYR 440 450 36.9 27.7 30.1 1 0 0 1,434.7700
C_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 4.97% VLDELTLTK 258 266 47.5 26.3 37.4 2 0 0 1,031.5985
C_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 4.97% SQYEQLAEQNR 323 333 65.0 25.6 50.4 2 0 0 1,365.6393
C_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 4.97% DAEAWFNEK 335 343 50.0 25.0 34.4 2 0 0 1,109.4898
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% GSLGGGFSSGGFSGGSFSR 41 59 94.9 25.0 0.0 2 0 0 1,707.7722
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% VTMQNLNDR 148 156 25.2 27.6 9.9 1 0 0 1,090.5310
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% ALEESNYELEGK 166 177 73.1 25.5 58.0 4 0 0 1,381.6482
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% QSVEADINGLRR 246 257 33.2 27.7 15.1 1 0 0 1,357.7183
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% VLDELTLTK 258 266 44.5 26.3 36.9 2 0 0 1,031.5985
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% SQYEQLAEQNR 323 333 64.9 25.0 57.0 2 0 0 1,365.6393
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% SQYEQLAEQNRK 323 334 29.0 27.7 24.9 1 0 0 1,493.7343
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% KDAEAWFNEK 334 343 48.7 25.0 40.9 2 0 0 1,237.5848
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% ELTTEIDNNIEQISSYK 346 362 38.0 27.3 38.0 2 0 0 1,996.9711
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% QSLEASLAETEGR 387 399 73.5 26.8 59.3 2 0 0 1,390.6809
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% AETECQNTEYQQLLDIK 423 439 50.8 25.4 42.4 2 0 0 2,082.9651
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% LENEIQTYR 442 450 54.7 27.7 43.5 2 0 0 1,165.5848
C_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 13 25 26.00% SLLEGEGSSGGGGR 451 464 44.8 26.2 37.6 2 0 0 1,262.5973
C_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 18.30% GSLGGGFSSGGFSGGSFSR 41 59 108.0 25.0 0.0 2 0 0 1,707.7722
C_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 18.30% LASYLDKVR 157 165 41.3 26.1 28.9 2 0 0 1,064.6099
C_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 18.30% ALEESNYELEGK 166 177 72.6 25.3 65.1 2 0 0 1,381.6482
C_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 18.30% YENEVALR 238 245 30.3 28.1 11.8 1 0 0 993.4999
C_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 18.30% QSVEADINGLR 246 256 70.3 27.0 56.0 2 0 0 1,201.6172
C_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 18.30% VLDELTLTK 258 266 58.5 26.4 51.5 2 0 0 1,031.5985
C_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 18.30% SQYEQLAEQNR 323 333 56.2 25.7 46.3 2 0 0 1,365.6393
C_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 18.30% AETECQNTEYQQLLDIK 423 439 51.8 25.6 43.0 2 0 0 2,082.9651
C_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 18.30% IRLENEIQTYR 440 450 51.5 27.7 42.2 1 1 0 1,434.7700
C_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.00% GSLGGGFSSGGFSGGSFSR 41 59 82.7 25.0 0.0 2 0 0 1,707.7722
C_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.00% LASYLDKVR 157 165 44.0 26.1 30.8 2 0 0 1,064.6099
C_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.00% ALEESNYELEGK 166 177 71.3 25.5 61.2 2 0 0 1,381.6482
C_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.00% LKYENEVALR 236 245 31.5 27.0 19.7 2 0 0 1,234.6790
C_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.00% QSVEADINGLRR 246 257 23.2 27.7 10.5 1 0 0 1,357.7183
C_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.00% SQYEQLAEQNR 323 333 50.5 25.6 45.5 2 0 0 1,365.6393
C_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.00% DAEAWFNEK 335 343 51.1 25.0 35.8 2 0 0 1,109.4898
C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% ISSSKGSLGGGFSSGGFSGGSFSR 36 59 55.1 26.2 0.0 0 2 0 2,210.0473



C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% GSLGGGFSSGGFSGGSFSR 41 59 115.0 25.0 0.0 2 0 0 1,707.7722
C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% LASYLDKVR 157 165 48.7 26.1 38.5 2 0 0 1,064.6099
C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% ALEESNYELEGK 166 177 73.9 25.6 65.0 2 0 0 1,381.6482
C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% LKYENEVALR 236 245 31.7 27.3 25.7 2 0 0 1,234.6790
C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% QSVEADINGLRR 246 257 29.7 27.7 3.8 1 2 0 1,357.7183
C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% RVLDELTLTK 257 266 28.2 26.1 4.1 1 0 0 1,187.6996
C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% VLDELTLTK 258 266 41.2 26.4 33.5 1 0 0 1,031.5985
C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% SQYEQLAEQNR 323 333 56.7 25.6 52.8 2 0 0 1,365.6393
C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% DAEAWFNEK 335 343 37.5 25.0 25.5 2 0 0 1,109.4898
C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% ELTTEIDNNIEQISSYK 346 362 39.1 27.2 36.0 1 0 0 1,996.9711
C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% AETECQNTEYQQLLDIK 423 439 75.3 25.0 70.5 2 2 0 2,082.9651
C_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 13 15 25 24.10% IRLENEIQTYR 440 450 49.2 27.9 43.9 1 0 0 1,434.7700
C_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 21 20.90% GSLGGGFSSGGFSGGSFSR 41 59 85.4 25.0 0.0 2 0 0 1,707.7722
C_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 21 20.90% LASYLDKVR 157 165 52.2 26.1 42.5 2 0 0 1,064.6099
C_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 21 20.90% ALEESNYELEGK 166 177 79.0 25.6 68.4 2 0 0 1,381.6482
C_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 21 20.90% QSVEADINGLRR 246 257 29.4 27.6 14.8 1 0 0 1,357.7183
C_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 21 20.90% VLDELTLTK 258 266 44.0 27.5 30.2 2 0 0 1,031.5985
C_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 21 20.90% SQYEQLAEQNR 323 333 54.6 25.4 48.1 2 0 0 1,365.6393
C_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 21 20.90% DAEAWFNEK 335 343 47.1 25.0 34.7 2 0 0 1,109.4898
C_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 21 20.90% QSLEASLAETEGR 387 399 72.0 26.8 61.3 2 0 0 1,390.6809
C_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 21 20.90% AETECQNTEYQQLLDIK 423 439 46.1 25.4 40.5 1 1 0 2,082.9651
C_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 21 20.90% IRLENEIQTYR 440 450 51.5 27.7 43.5 2 0 0 1,434.7700
C_27 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 21 20.90% LENEIQTYR 442 450 54.5 28.0 42.0 2 0 0 1,165.5848
C_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 17.60% GSLGGGFSSGGFSGGSFSR 41 59 112.0 25.0 0.0 2 0 0 1,707.7722
C_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 17.60% LASYLDKVR 157 165 30.8 26.1 18.0 2 0 0 1,064.6099
C_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 17.60% ALEESNYELEGK 166 177 75.1 25.5 67.0 2 0 0 1,381.6482
C_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 17.60% QSVEADINGLRR 246 257 21.3 27.7 5.7 2 0 0 1,357.7183
C_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 17.60% VLDELTLTK 258 266 41.0 26.3 27.9 2 0 0 1,031.5985
C_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 17.60% SQYEQLAEQNR 323 333 54.8 25.6 46.9 2 0 0 1,365.6393
C_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 17.60% DAEAWFNEK 335 343 44.2 25.0 31.5 2 0 0 1,109.4898
C_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 17.60% QSLEASLAETEGR 387 399 82.0 27.2 72.7 2 0 0 1,390.6809
C_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 17.60% LENEIQTYR 442 450 23.0 27.7 16.3 1 0 0 1,165.5848
C_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% GSLGGGFSSGGFSGGSFSR 41 59 85.2 25.0 0.0 2 0 0 1,707.7722
C_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% LASYLDKVR 157 165 42.7 26.1 28.6 2 0 0 1,064.6099
C_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% ALEESNYELEGK 166 177 81.9 25.6 76.4 2 0 0 1,381.6482
C_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% YENEVALR 238 245 30.5 28.1 5.2 1 0 0 993.4999
C_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% QSVEADINGLRR 246 257 34.0 27.7 16.3 1 0 0 1,357.7183
C_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% VLDELTLTK 258 266 35.8 26.3 24.7 1 0 0 1,031.5985
C_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% SQYEQLAEQNR 323 333 36.4 25.7 27.7 2 0 0 1,365.6393
C_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% DAEAWFNEK 335 343 51.5 25.0 37.6 2 0 0 1,109.4898
C_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% QSLEASLAETEGR 387 399 41.1 27.4 33.4 2 0 0 1,390.6809
C_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% LENEIQTYR 442 450 52.6 27.7 41.2 1 0 0 1,165.5848
C_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 16.80% GSLGGGFSSGGFSGGSFSR 41 59 110.0 25.0 0.0 2 0 0 1,707.7722
C_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 16.80% LASYLDKVR 157 165 29.5 26.3 10.1 1 0 0 1,064.6099
C_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 16.80% ALEESNYELEGK 166 177 85.3 25.6 74.9 2 0 0 1,381.6482
C_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 16.80% QSVEADINGLRR 246 257 22.1 27.5 11.4 0 2 0 1,357.7183
C_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 16.80% VLDELTLTK 258 266 61.3 26.4 51.9 2 0 0 1,031.5985
C_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 16.80% SQYEQLAEQNR 323 333 67.9 25.6 52.1 2 0 0 1,365.6393
C_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 16.80% DAEAWFNEK 335 343 46.6 25.0 34.5 2 0 0 1,109.4898
C_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 16.80% AETECQNTEYQQLLDIK 423 439 52.8 25.0 41.8 2 0 0 2,082.9651
C_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.40% GSLGGGFSSGGFSGGSFSR 41 59 93.2 25.0 0.0 2 0 0 1,707.7722
C_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.40% LASYLDKVR 157 165 36.8 26.3 22.2 2 0 0 1,064.6099
C_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.40% ALEESNYELEGK 166 177 71.4 25.5 61.5 2 0 0 1,381.6482
C_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.40% VLDELTLTK 258 266 29.6 26.3 17.1 1 0 0 1,031.5985
C_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.40% SQYEQLAEQNR 323 333 53.5 25.6 42.7 2 0 0 1,365.6393
C_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.40% DAEAWFNEK 335 343 49.2 25.0 41.4 2 0 0 1,109.4898
C_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.40% LENEIQTYR 442 450 31.4 27.7 22.2 2 0 0 1,165.5848
C_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 20.00% GSLGGGFSSGGFSGGSFSR 41 59 115.0 25.0 0.0 2 0 0 1,707.7722
C_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 20.00% VTMQNLNDR 148 156 24.5 27.6 12.9 1 0 0 1,090.5310
C_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 20.00% LASYLDKVR 157 165 20.6 26.3 9.0 1 0 0 1,064.6099
C_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 20.00% ALEESNYELEGK 166 177 65.0 25.5 57.7 1 0 0 1,381.6482
C_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 20.00% QSVEADINGLRR 246 257 31.3 27.6 18.9 0 1 0 1,357.7183
C_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 20.00% VLDELTLTK 258 266 48.7 26.4 41.2 2 0 0 1,031.5985
C_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 20.00% SQYEQLAEQNR 323 333 57.3 25.4 44.8 2 0 0 1,365.6393
C_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 20.00% KDAEAWFNEK 334 343 20.9 25.0 16.1 1 0 0 1,237.5848
C_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 20.00% DAEAWFNEK 335 343 48.7 25.0 35.0 2 0 0 1,109.4898
C_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 20.00% AETECQNTEYQQLLDIK 423 439 65.3 25.4 46.4 2 2 0 2,082.9651
C_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 20.00% LENEIQTYR 442 450 42.2 27.8 33.6 1 0 0 1,165.5848
D_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.93% GSLGGGFSSGGFSGGSFSR 41 59 64.4 25.0 0.0 2 0 0 1,707.7722
D_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.93% ALEESNYELEGK 166 177 54.9 25.5 50.2 2 0 0 1,381.6482
D_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.93% VLDELTLTK 258 266 25.6 26.3 16.9 1 0 0 1,031.5985
D_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.93% DAEAWFNEK 335 343 42.7 25.0 34.2 2 0 0 1,109.4898
D_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.93% LENEIQTYR 442 450 27.3 27.9 15.3 2 0 0 1,165.5848
D_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% GSLGGGFSSGGFSGGSFSR 41 59 86.0 25.0 0.0 1 0 0 1,707.7722
D_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% ALEESNYELEGK 166 177 81.0 25.6 73.1 2 0 0 1,381.6482
D_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% YENEVALR 238 245 36.0 28.1 23.1 2 0 0 993.4999
D_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% VLDELTLTK 258 266 19.3 26.3 9.2 2 0 0 1,031.5985
D_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% SQYEQLAEQNR 323 333 40.8 25.6 32.4 1 0 0 1,365.6393
D_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% DAEAWFNEK 335 343 31.4 25.0 22.7 2 0 0 1,109.4898
D_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% LENEIQTYR 442 450 54.5 27.8 38.2 2 0 0 1,165.5848
D_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.94% ALEESNYELEGK 166 177 56.6 25.3 52.4 2 0 0 1,381.6482
D_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.94% SQYEQLAEQNR 323 333 61.5 25.4 41.7 2 0 0 1,365.6393
D_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.60% GSLGGGFSSGGFSGGSFSR 41 59 51.7 25.0 0.0 1 0 0 1,707.7722
D_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.60% ALEESNYELEGK 166 177 83.6 25.5 75.7 2 0 0 1,381.6482
D_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.60% YENEVALR 238 245 51.2 27.7 24.1 1 0 0 993.4999
D_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.60% SQYEQLAEQNR 323 333 60.6 25.6 55.7 2 0 0 1,365.6393
D_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.60% DAEAWFNEK 335 343 48.1 25.0 33.8 2 0 0 1,109.4898
D_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.60% LENEIQTYR 442 450 39.9 27.8 27.9 2 0 0 1,165.5848
D_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.48% ALEESNYELEGK 166 177 60.8 25.3 53.7 2 0 0 1,381.6482
D_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.48% SQYEQLAEQNR 323 333 35.5 25.6 26.4 2 0 0 1,365.6393
D_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.48% LENEIQTYR 442 450 44.2 28.0 32.9 2 0 0 1,165.5848
D_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.60% GSLGGGFSSGGFSGGSFSR 41 59 102.0 25.0 0.0 2 0 0 1,707.7722
D_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.60% ALEESNYELEGK 166 177 66.5 25.4 58.7 2 0 0 1,381.6482
D_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.60% YENEVALR 238 245 28.6 28.1 22.8 1 0 0 993.4999
D_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.60% VLDELTLTK 258 266 39.1 27.5 26.6 1 0 0 1,031.5985
D_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.60% SQYEQLAEQNR 323 333 48.1 25.6 31.7 2 0 0 1,365.6393
D_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.60% LENEIQTYR 442 450 46.7 27.8 28.8 2 0 0 1,165.5848
D_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 11.80% GSLGGGFSSGGFSGGSFSR 41 59 84.9 25.0 0.0 2 0 0 1,707.7722
D_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 11.80% ALEESNYELEGK 166 177 64.8 25.3 62.0 2 0 0 1,381.6482
D_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 11.80% VLDELTLTK 258 266 40.0 27.5 29.1 2 0 0 1,031.5985
D_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 11.80% SQYEQLAEQNR 323 333 44.5 25.8 33.1 2 0 0 1,365.6393
D_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 11.80% DAEAWFNEK 335 343 42.2 25.0 37.0 2 0 0 1,109.4898
D_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 11.80% LENEIQTYR 442 450 37.6 28.1 19.1 2 0 0 1,165.5848
D_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 11.80% GSLGGGFSSGGFSGGSFSR 41 59 45.9 25.0 0.0 2 0 0 1,707.7722
D_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 11.80% ALEESNYELEGK 166 177 68.0 25.1 64.5 2 0 0 1,381.6482
D_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 11.80% VLDELTLTK 258 266 47.2 27.5 39.7 2 0 0 1,031.5985
D_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 11.80% SQYEQLAEQNR 323 333 55.7 25.6 41.6 2 0 0 1,365.6393
D_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 11.80% DAEAWFNEK 335 343 41.1 25.0 32.9 2 0 0 1,109.4898
D_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 11.80% LENEIQTYR 442 450 73.4 27.8 55.1 2 0 0 1,165.5848
D_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.60% SQYEQLAEQNRK 323 334 24.6 27.7 9.2 0 1 0 1,493.7343
D_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.60% LENEIQTYR 442 450 38.8 28.0 25.7 2 0 0 1,165.5848
D_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% GSLGGGFSSGGFSGGSFSR 41 59 99.5 25.0 0.0 2 0 0 1,707.7722



D_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% ALEESNYELEGK 166 177 72.0 25.3 65.3 2 0 0 1,381.6482
D_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% VLDELTLTK 258 266 33.0 27.5 20.5 1 0 0 1,031.5985
D_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% SQYEQLAEQNR 323 333 49.5 25.4 38.3 2 0 0 1,365.6393
D_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% LENEIQTYR 442 450 54.6 28.3 34.3 2 0 0 1,165.5848
D_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.80% GSLGGGFSSGGFSGGSFSR 41 59 87.4 25.0 0.0 2 0 0 1,707.7722
D_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.80% ALEESNYELEGK 166 177 53.4 25.3 53.4 1 0 0 1,381.6482
D_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.80% VLDELTLTK 258 266 35.3 27.5 25.8 1 0 0 1,031.5985
D_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.80% SQYEQLAEQNR 323 333 49.7 25.4 43.9 2 0 0 1,365.6393
D_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.80% DAEAWFNEK 335 343 60.3 25.0 53.1 2 0 0 1,109.4898
D_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.80% LENEIQTYR 442 450 41.3 28.0 34.4 2 0 0 1,165.5848
D_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% ALEESNYELEGK 166 177 74.2 25.3 66.7 2 0 0 1,381.6482
D_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% LENEIQTYR 442 450 73.1 27.8 60.9 2 0 0 1,165.5848
D_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.08% VLDELTLTK 258 266 23.9 27.5 20.6 1 0 0 1,031.5985
D_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.08% LENEIQTYR 442 450 41.8 28.0 32.4 2 0 0 1,165.5848
D_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.02% ALEESNYELEGK 166 177 78.3 25.4 74.3 2 0 0 1,381.6482
D_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.02% VLDELTLTK 258 266 23.5 27.5 17.0 1 0 0 1,031.5985
D_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.02% SQYEQLAEQNR 323 333 41.9 25.1 26.5 2 0 0 1,365.6393
D_26 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.02% LENEIQTYR 442 450 41.7 27.8 26.0 2 0 0 1,165.5848
D_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.14% ALEESNYELEGK 166 177 57.1 25.2 47.8 2 0 0 1,381.6482
D_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.14% VLDELTLTK 258 266 43.3 27.5 34.8 1 0 0 1,031.5985
D_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.14% LENEIQTYR 442 450 59.3 27.8 36.3 2 0 0 1,165.5848
D_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.60% ALEESNYELEGK 166 177 66.4 25.5 63.5 1 0 0 1,381.6482
D_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.60% LENEIQTYR 442 450 50.2 28.0 32.2 2 0 0 1,165.5848
D_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.50% GSLGGGFSSGGFSGGSFSR 41 59 94.8 25.0 0.0 2 0 0 1,707.7722
D_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.50% LASYLDKVR 157 165 28.9 26.3 15.6 2 0 0 1,064.6099
D_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.50% ALEESNYELEGK 166 177 83.6 25.1 78.3 2 0 0 1,381.6482
D_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.50% VLDELTLTK 258 266 44.9 27.5 33.4 2 0 0 1,031.5985
D_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.50% SQYEQLAEQNR 323 333 54.0 25.4 46.4 2 0 0 1,365.6393
D_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.50% SQYEQLAEQNRK 323 334 33.0 27.7 23.4 1 0 0 1,493.7343
D_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.50% DAEAWFNEK 335 343 47.9 25.0 40.4 2 0 0 1,109.4898
D_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 13.50% LENEIQTYR 442 450 39.0 27.8 25.7 2 0 0 1,165.5848
E_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% ALEESNYELEGK 166 177 56.4 25.2 51.9 2 0 0 1,381.6482
E_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% LENEIQTYR 442 450 43.2 28.0 28.4 2 0 0 1,165.5848
E_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% GSLGGGFSSGGFSGGSFSR 41 59 63.9 25.0 0.0 1 0 0 1,707.7722
E_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% ALEESNYELEGK 166 177 75.3 25.3 67.8 2 0 0 1,381.6482
E_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% SQYEQLAEQNR 323 333 45.1 25.6 35.2 2 0 0 1,365.6393
E_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% DAEAWFNEK 335 343 38.6 25.0 36.0 2 0 0 1,109.4898
E_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% LENEIQTYR 442 450 55.6 28.0 36.6 2 0 0 1,165.5848
E_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.56% ALEESNYELEGK 166 177 68.7 25.5 66.4 2 0 0 1,381.6482
E_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.56% VLDELTLTK 258 266 41.6 26.4 28.2 2 0 0 1,031.5985
E_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.56% SQYEQLAEQNR 323 333 36.2 25.6 20.8 2 0 0 1,365.6393
E_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.56% DAEAWFNEK 335 343 22.6 25.0 20.7 1 0 0 1,109.4898
E_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.56% LENEIQTYR 442 450 46.8 28.4 28.1 2 0 0 1,165.5848
E_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 5 8.39% GSLGGGFSSGGFSGGSFSR 41 59 27.7 25.0 0.0 1 0 0 1,707.7722
E_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 5 8.39% ALEESNYELEGK 166 177 58.3 25.1 58.2 1 0 0 1,381.6482
E_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 5 8.39% VLDELTLTK 258 266 41.8 26.4 26.4 1 0 0 1,031.5985
E_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 5 8.39% LENEIQTYR 442 450 41.3 28.0 11.3 2 0 0 1,165.5848
E_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.08% VLDELTLTK 258 266 32.6 26.4 19.4 1 0 0 1,031.5985
E_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.08% LENEIQTYR 442 450 42.2 27.7 25.4 2 0 0 1,165.5848
E_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% GSLGGGFSSGGFSGGSFSR 41 59 78.2 25.0 0.0 2 0 0 1,707.7722
E_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% ALEESNYELEGK 166 177 75.1 25.3 68.7 2 0 0 1,381.6482
E_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% VLDELTLTK 258 266 40.7 26.8 35.3 2 0 0 1,031.5985
E_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% SQYEQLAEQNR 323 333 45.6 25.6 38.2 1 0 0 1,365.6393
E_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% LENEIQTYR 442 450 44.3 27.8 30.1 2 0 0 1,165.5848
E_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.08% VLDELTLTK 258 266 21.3 26.4 8.8 1 0 0 1,031.5985
E_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.08% LENEIQTYR 442 450 41.9 27.7 34.1 2 0 0 1,165.5848
E_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.08% VLDELTLTK 258 266 42.6 27.5 34.3 2 0 0 1,031.5985
E_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.08% LENEIQTYR 442 450 41.7 28.0 21.1 2 0 0 1,165.5848
E_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 8.73% GSLGGGFSSGGFSGGSFSR 41 59 65.4 25.0 0.0 2 0 0 1,707.7722
E_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 8.73% ALEESNYELEGK 166 177 80.9 25.3 74.2 2 0 0 1,381.6482
E_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 8.73% SQYEQLAEQNR 323 333 53.3 25.5 44.7 2 0 0 1,365.6393
E_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 8.73% LENEIQTYR 442 450 60.7 27.8 42.6 2 0 0 1,165.5848
E_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 16 17.60% GSLGGGFSSGGFSGGSFSR 41 59 99.4 25.0 0.0 2 0 0 1,707.7722
E_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 16 17.60% ALEESNYELEGK 166 177 81.1 25.2 76.0 2 0 0 1,381.6482
E_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 16 17.60% VLDELTLTK 258 266 49.9 26.4 34.6 2 0 0 1,031.5985
E_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 16 17.60% SQYEQLAEQNR 323 333 56.5 25.8 43.7 2 1 0 1,365.6393
E_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 16 17.60% DAEAWFNEK 335 343 36.0 25.0 31.8 1 0 0 1,109.4898
E_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 16 17.60% ELTTEIDNNIEQISSYK 346 362 40.3 26.6 39.9 1 0 0 1,996.9711
E_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 16 17.60% AETECQNTEYQQLLDIK 423 439 57.4 25.0 55.0 1 2 0 2,082.9651
E_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 16 17.60% LENEIQTYR 442 450 62.3 28.0 44.4 2 0 0 1,165.5848
E_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.80% GSLGGGFSSGGFSGGSFSR 41 59 61.4 25.0 0.0 2 0 0 1,707.7722
E_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.80% ALEESNYELEGK 166 177 60.5 25.6 56.0 2 0 0 1,381.6482
E_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.80% VLDELTLTK 258 266 54.2 27.5 46.1 2 0 0 1,031.5985
E_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.80% SQYEQLAEQNR 323 333 56.0 25.6 43.5 2 0 0 1,365.6393
E_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.80% DAEAWFNEK 335 343 51.9 25.0 38.0 1 0 0 1,109.4898
E_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.80% LENEIQTYR 442 450 60.8 27.7 44.0 2 0 0 1,165.5848
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% GSLGGGFSSGGFSGGSFSR 41 59 110.0 25.0 0.0 2 0 0 1,707.7722
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% ALEESNYELEGK 166 177 80.8 25.1 74.5 2 0 0 1,381.6482
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% NQILNLTTDNANILLQIDNAR 208 228 53.4 27.6 50.3 0 1 0 2,367.2629
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% LKYENEVALR 236 245 36.7 26.6 22.1 1 0 0 1,234.6790
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% QSVEADINGLR 246 256 33.7 26.7 26.2 1 0 0 1,201.6172
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% QSVEADINGLRR 246 257 25.5 27.6 20.7 0 2 0 1,357.7183
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% VLDELTLTK 258 266 56.1 26.4 49.0 2 0 0 1,031.5985
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% NVSTGDVNVEMNAAPGVDLTQLLNNMR 296 322 60.7 25.2 56.9 0 1 0 2,904.3828
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% SQYEQLAEQNR 323 333 57.8 25.6 45.7 2 2 0 1,365.6393
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% DAEAWFNEK 335 343 39.6 25.0 32.1 2 0 0 1,109.4898
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% ELTTEIDNNIEQISSYK 346 362 85.2 26.7 80.7 2 1 0 1,996.9711
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% NVQALEIELQSQLALK 371 386 87.4 25.0 74.9 1 0 0 1,797.0118
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% QSLEASLAETEGR 387 399 92.2 27.1 87.0 2 0 0 1,390.6809
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% AETECQNTEYQQLLDIK 423 439 64.3 25.0 58.8 2 2 0 2,082.9651
E_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 15 18 30 34.60% LENEIQTYR 442 450 60.5 27.7 44.8 2 0 0 1,165.5848
E_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 13 16.30% GSLGGGFSSGGFSGGSFSR 41 59 57.1 25.0 0.0 2 0 0 1,707.7722
E_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 13 16.30% ALEESNYELEGK 166 177 57.7 25.2 53.0 2 0 0 1,381.6482
E_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 13 16.30% LKYENEVALR 236 245 27.2 27.5 19.7 1 0 0 1,234.6790
E_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 13 16.30% VLDELTLTK 258 266 34.8 27.5 27.0 1 0 0 1,031.5985
E_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 13 16.30% SQYEQLAEQNR 323 333 49.0 25.7 46.9 2 0 0 1,365.6393
E_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 13 16.30% DAEAWFNEK 335 343 33.2 25.0 29.3 2 0 0 1,109.4898
E_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 13 16.30% NVQALEIELQSQLALK 371 386 81.5 25.0 68.9 1 0 0 1,797.0118
E_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 13 16.30% LENEIQTYR 442 450 58.0 27.7 45.0 2 0 0 1,165.5848
E_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 5 7.02% ALEESNYELEGK 166 177 71.1 25.6 61.5 2 0 0 1,381.6482
E_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 5 7.02% SQYEQLAEQNR 323 333 43.5 25.6 36.6 1 0 0 1,365.6393
E_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 5 7.02% DAEAWFNEK 335 343 26.8 25.0 18.4 1 0 0 1,109.4898
E_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 5 7.02% LENEIQTYR 442 450 39.9 27.7 24.4 1 0 0 1,165.5848
E_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 5 8.39% GSLGGGFSSGGFSGGSFSR 41 59 64.2 25.0 0.0 1 0 0 1,707.7722
E_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 5 8.39% ALEESNYELEGK 166 177 35.9 25.8 20.4 1 0 0 1,381.6482
E_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 5 8.39% VLDELTLTK 258 266 22.5 26.3 13.5 1 0 0 1,031.5985
E_25 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 5 8.39% DAEAWFNEK 335 343 42.3 25.0 41.4 2 0 0 1,109.4898
E_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 6.68% ALEESNYELEGK 166 177 70.5 25.5 63.0 2 0 0 1,381.6482
E_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 6.68% VLDELTLTK 258 266 47.1 26.4 37.3 2 0 0 1,031.5985
E_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 6.68% DAEAWFNEK 335 343 40.1 25.0 32.6 2 0 0 1,109.4898
E_28 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 6.68% LENEIQTYR 442 450 48.8 28.0 32.4 2 0 0 1,165.5848
E_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.56% ALEESNYELEGK 166 177 71.2 25.6 48.8 2 0 0 1,381.6482



E_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.56% VLDELTLTK 258 266 49.3 26.3 45.4 2 0 0 1,031.5985
E_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.56% SQYEQLAEQNR 323 333 50.7 25.6 40.4 2 0 0 1,365.6393
E_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.56% DAEAWFNEK 335 343 23.3 25.0 23.3 2 0 0 1,109.4898
E_29 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.56% LENEIQTYR 442 450 37.1 28.4 27.5 2 0 0 1,165.5848
E_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 2 3.60% ALEESNYELEGK 166 177 74.5 25.3 66.9 1 0 0 1,381.6482
E_30 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 2 3.60% LENEIQTYR 442 450 35.3 27.7 24.2 1 0 0 1,165.5848
E_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 6.85% ALEESNYELEGK 166 177 65.8 25.3 57.9 2 0 0 1,381.6482
E_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 6.85% LKYENEVALR 236 245 20.0 27.5 11.0 1 0 0 1,234.6790
E_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 6.85% DAEAWFNEK 335 343 27.1 25.0 24.1 1 0 0 1,109.4898
E_31 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 6.85% LENEIQTYR 442 450 48.5 28.0 33.9 2 0 0 1,165.5848
E_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.50% GSLGGGFSSGGFSGGSFSR 41 59 96.8 25.0 0.0 2 0 0 1,707.7722
E_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.50% ALEESNYELEGK 166 177 70.3 25.5 57.9 2 0 0 1,381.6482
E_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.50% LKYENEVALR 236 245 41.3 27.2 27.7 2 0 0 1,234.6790
E_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.50% VLDELTLTK 258 266 56.6 26.3 40.2 2 0 0 1,031.5985
E_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.50% SQYEQLAEQNR 323 333 43.9 26.0 35.2 1 0 0 1,365.6393
E_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.50% DAEAWFNEK 335 343 52.9 25.0 38.3 2 0 0 1,109.4898
E_32 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.50% LENEIQTYR 442 450 37.6 27.7 25.6 2 0 0 1,165.5848
F_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.25% ALEESNYELEGK 166 177 82.8 25.6 72.8 2 0 0 1,381.6482
F_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.25% SQYEQLAEQNR 323 333 60.2 26.0 43.4 2 1 0 1,365.6393
F_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.25% DAEAWFNEK 335 343 52.6 25.0 38.0 2 0 0 1,109.4898
F_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.25% QSLEASLAETEGR 387 399 77.2 27.4 68.6 2 0 0 1,390.6809
F_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.25% LENEIQTYR 442 450 44.7 28.0 32.5 2 0 0 1,165.5848
F_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% ALEESNYELEGK 166 177 63.6 25.8 56.4 2 0 0 1,381.6482
F_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% QSVEADINGLR 246 256 42.4 27.3 34.1 2 0 0 1,201.6172
F_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% DAEAWFNEK 335 343 53.0 25.0 37.8 2 0 0 1,109.4898
F_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% QSLEASLAETEGR 387 399 58.2 27.3 55.1 2 0 0 1,390.6809
F_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% LENEIQTYR 442 450 53.3 28.0 41.0 2 0 0 1,165.5848
F_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% ALEESNYELEGK 166 177 51.4 25.6 42.5 2 0 0 1,381.6482
F_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% LENEIQTYR 442 450 25.6 27.9 18.8 2 0 0 1,165.5848
F_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.25% ALEESNYELEGK 166 177 77.1 25.8 67.5 2 0 0 1,381.6482
F_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.25% SQYEQLAEQNR 323 333 60.1 25.9 47.6 2 1 0 1,365.6393
F_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.25% DAEAWFNEK 335 343 53.0 25.0 38.1 2 0 0 1,109.4898
F_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.25% QSLEASLAETEGR 387 399 78.5 27.4 62.7 2 0 0 1,390.6809
F_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.25% LENEIQTYR 442 450 57.3 27.9 44.4 2 0 0 1,165.5848
F_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% ALEESNYELEGK 166 177 67.1 25.6 59.9 2 0 0 1,381.6482
F_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% SQYEQLAEQNR 323 333 60.1 25.9 52.6 2 0 0 1,365.6393
F_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% DAEAWFNEK 335 343 47.1 25.0 34.4 2 0 0 1,109.4898
F_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% QSLEASLAETEGR 387 399 95.1 27.0 85.9 2 0 0 1,390.6809
F_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% LENEIQTYR 442 450 54.3 28.0 37.9 2 0 0 1,165.5848
F_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.48% ALEESNYELEGK 166 177 80.8 25.6 75.0 2 0 0 1,381.6482
F_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.48% SQYEQLAEQNR 323 333 52.6 25.5 47.2 2 0 0 1,365.6393
F_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.48% LENEIQTYR 442 450 55.8 28.4 39.3 2 0 0 1,165.5848
F_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 21 14.90% ALEESNYELEGK 166 177 85.3 25.5 76.6 2 0 0 1,381.6482
F_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 21 14.90% LKYENEVALR 236 245 47.2 27.8 34.6 2 0 0 1,234.6790
F_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 21 14.90% QSVEADINGLRR 246 257 33.3 28.1 11.0 1 0 0 1,357.7183
F_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 21 14.90% RVLDELTLTK 257 266 45.3 25.5 27.7 2 0 0 1,187.6996
F_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 21 14.90% VLDELTLTK 258 266 62.1 26.3 52.0 2 0 0 1,031.5985
F_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 21 14.90% SQYEQLAEQNR 323 333 75.0 25.6 59.7 2 2 0 1,365.6393
F_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 21 14.90% DAEAWFNEK 335 343 46.9 25.0 33.3 2 0 0 1,109.4898
F_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 21 14.90% QSLEASLAETEGR 387 399 92.7 27.2 85.2 2 0 0 1,390.6809
F_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 21 14.90% IRLENEIQTYR 440 450 54.9 27.9 49.9 2 0 0 1,434.7700
F_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 21 14.90% LENEIQTYR 442 450 40.4 28.4 20.7 2 0 0 1,165.5848
F_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% ALEESNYELEGK 166 177 72.6 25.5 66.3 2 0 0 1,381.6482
F_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% QSLEASLAETEGR 387 399 86.0 27.2 79.4 2 0 0 1,390.6809
F_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% LENEIQTYR 442 450 53.8 27.7 45.0 2 0 0 1,165.5848
F_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% ALEESNYELEGK 166 177 74.4 25.5 68.5 2 0 0 1,381.6482
F_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% LKYENEVALR 236 245 24.1 27.4 14.4 1 0 0 1,234.6790
F_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% LENEIQTYR 442 450 35.4 27.9 25.4 2 0 0 1,165.5848
F_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.60% ALEESNYELEGK 166 177 55.2 25.5 48.5 2 0 0 1,381.6482
F_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.60% LENEIQTYR 442 450 39.5 28.4 28.7 1 0 0 1,165.5848
F_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.14% ALEESNYELEGK 166 177 65.5 25.5 64.8 2 0 0 1,381.6482
F_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.14% VLDELTLTK 258 266 45.5 26.3 37.4 2 0 0 1,031.5985
F_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.14% LENEIQTYR 442 450 39.8 28.4 27.9 1 0 0 1,165.5848
F_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.48% LKYENEVALR 236 245 24.1 26.6 8.8 1 0 0 1,234.6790
F_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.48% VLDELTLTK 258 266 52.5 26.3 39.2 2 0 0 1,031.5985
F_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.48% QSLEASLAETEGR 387 399 91.3 27.2 85.0 2 0 0 1,390.6809
F_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 11.00% LKYENEVALR 236 245 35.2 27.8 21.5 2 0 0 1,234.6790
F_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 11.00% QSVEADINGLR 246 256 61.8 26.5 47.3 2 0 0 1,201.6172
F_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 11.00% QSVEADINGLRR 246 257 32.8 28.1 16.3 1 0 0 1,357.7183
F_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 11.00% RVLDELTLTK 257 266 22.5 25.9 4.8 1 0 0 1,187.6996
F_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 11.00% DAEAWFNEK 335 343 46.7 25.0 33.4 2 0 0 1,109.4898
F_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 11.00% QSLEASLAETEGR 387 399 91.9 27.2 83.7 2 0 0 1,390.6809
F_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 11.00% IRLENEIQTYR 440 450 43.8 27.7 39.7 2 0 0 1,434.7700
G_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.80% ALEESNYELEGK 166 177 84.9 25.6 73.5 2 0 0 1,381.6482
G_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.80% VLDELTLTK 258 266 42.2 26.6 28.3 1 0 0 1,031.5985
G_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.80% SQYEQLAEQNR 323 333 57.5 25.9 30.8 2 0 0 1,365.6393
G_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.80% DAEAWFNEK 335 343 52.6 25.0 38.0 2 0 0 1,109.4898
G_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.80% QSLEASLAETEGR 387 399 69.7 28.1 61.9 2 0 0 1,390.6809
G_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 10.80% LENEIQTYR 442 450 45.5 27.9 35.8 2 0 0 1,165.5848
G_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.36% ALEESNYELEGK 166 177 54.6 26.1 46.8 2 0 0 1,381.6482
G_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.36% DAEAWFNEK 335 343 39.8 25.0 37.2 2 0 0 1,109.4898
G_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.36% QSLEASLAETEGR 387 399 59.6 28.1 55.4 2 0 0 1,390.6809
G_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.36% LENEIQTYR 442 450 56.0 27.9 36.2 2 0 0 1,165.5848
G_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.70% ALEESNYELEGK 166 177 78.1 25.6 74.1 2 0 0 1,381.6482
G_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.70% QSVEADINGLR 246 256 48.9 27.3 36.4 2 0 0 1,201.6172
G_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.70% VLDELTLTK 258 266 37.5 26.6 26.8 1 0 0 1,031.5985
G_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.70% SQYEQLAEQNR 323 333 68.3 26.4 46.0 2 0 0 1,365.6393
G_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.70% DAEAWFNEK 335 343 43.4 25.0 36.3 2 0 0 1,109.4898
G_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.70% QSLEASLAETEGR 387 399 75.9 27.0 67.4 2 0 0 1,390.6809
G_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.70% LENEIQTYR 442 450 46.6 27.8 30.9 2 0 0 1,165.5848
G_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.80% ALEESNYELEGK 166 177 63.0 26.1 55.6 2 0 0 1,381.6482
G_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.80% VLDELTLTK 258 266 25.1 27.1 14.9 2 0 0 1,031.5985
G_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.80% SQYEQLAEQNR 323 333 62.8 25.8 42.0 2 0 0 1,365.6393
G_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.80% DAEAWFNEK 335 343 49.0 25.0 32.8 2 0 0 1,109.4898
G_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.80% QSLEASLAETEGR 387 399 98.8 28.0 93.6 2 0 0 1,390.6809
G_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.80% LENEIQTYR 442 450 54.5 27.9 37.0 2 0 0 1,165.5848
G_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 12 11.00% ALEESNYELEGK 166 177 81.1 25.8 73.5 2 0 0 1,381.6482
G_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 12 11.00% LKYENEVALR 236 245 21.6 27.3 10.5 1 0 0 1,234.6790
G_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 12 11.00% VLDELTLTK 258 266 59.0 27.1 44.4 2 0 0 1,031.5985
G_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 12 11.00% SQYEQLAEQNR 323 333 62.7 25.9 39.2 2 1 0 1,365.6393
G_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 12 11.00% QSLEASLAETEGR 387 399 92.0 28.1 83.3 2 0 0 1,390.6809
G_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 12 11.00% LENEIQTYR 442 450 61.1 27.9 46.1 2 0 0 1,165.5848
G_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.80% ALEESNYELEGK 166 177 90.9 26.1 81.8 2 0 0 1,381.6482
G_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.80% VLDELTLTK 258 266 40.7 27.1 26.6 2 0 0 1,031.5985
G_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.80% SQYEQLAEQNR 323 333 60.3 26.1 30.4 2 0 0 1,365.6393
G_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.80% DAEAWFNEK 335 343 49.5 25.0 33.8 2 0 0 1,109.4898
G_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.80% QSLEASLAETEGR 387 399 91.0 27.9 73.6 2 0 0 1,390.6809
G_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.80% LENEIQTYR 442 450 61.3 28.1 47.9 2 0 0 1,165.5848
G_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% ALEESNYELEGK 166 177 84.5 25.6 75.8 2 0 0 1,381.6482
G_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% VLDELTLTK 258 266 47.6 27.1 32.7 2 0 0 1,031.5985
G_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% SQYEQLAEQNR 323 333 62.4 26.2 42.2 2 0 0 1,365.6393
G_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% QSLEASLAETEGR 387 399 65.7 27.1 56.4 2 0 0 1,390.6809



G_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% LENEIQTYR 442 450 60.2 27.9 41.9 2 0 0 1,165.5848
G_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.80% ALEESNYELEGK 166 177 84.6 26.1 74.7 2 0 0 1,381.6482
G_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.80% QSVEADINGLRR 246 257 20.2 28.1 20.2 0 1 0 1,357.7183
G_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.80% VLDELTLTK 258 266 54.0 27.1 40.5 2 0 0 1,031.5985
G_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.80% SQYEQLAEQNR 323 333 57.8 26.2 33.5 2 0 0 1,365.6393
G_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.80% DAEAWFNEK 335 343 49.1 25.0 33.0 2 0 0 1,109.4898
G_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.80% QSLEASLAETEGR 387 399 71.4 28.2 62.2 1 0 0 1,390.6809
G_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.80% LENEIQTYR 442 450 62.8 27.9 44.5 2 0 0 1,165.5848
G_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 15 12.30% LASYLDKVR 157 165 39.7 25.5 30.8 2 0 0 1,064.6099
G_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 15 12.30% ALEESNYELEGK 166 177 77.4 26.1 70.6 2 0 0 1,381.6482
G_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 15 12.30% VLDELTLTK 258 266 55.6 27.1 40.6 2 0 0 1,031.5985
G_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 15 12.30% SQYEQLAEQNR 323 333 59.6 26.1 38.0 2 1 0 1,365.6393
G_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 15 12.30% DAEAWFNEK 335 343 47.5 25.0 34.1 2 0 0 1,109.4898
G_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 15 12.30% QSLEASLAETEGR 387 399 84.2 27.0 70.2 2 0 0 1,390.6809
G_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 15 12.30% LENEIQTYR 442 450 66.8 27.9 50.8 2 0 0 1,165.5848
G_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% ALEESNYELEGK 166 177 87.3 26.1 76.6 2 0 0 1,381.6482
G_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% DAEAWFNEK 335 343 52.5 25.0 38.1 2 0 0 1,109.4898
G_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% QSLEASLAETEGR 387 399 89.8 27.9 80.3 2 0 0 1,390.6809
G_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.80% LASYLDKVR 157 165 38.5 25.6 28.4 1 0 0 1,064.6099
G_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.80% ALEESNYELEGK 166 177 69.2 25.8 61.9 2 0 0 1,381.6482
G_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.80% QSVEADINGLRR 246 257 30.0 27.8 22.0 0 2 0 1,357.7183
G_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.80% SQYEQLAEQNR 323 333 52.0 26.4 29.4 2 0 0 1,365.6393
G_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.80% DAEAWFNEK 335 343 48.7 25.0 34.1 2 0 0 1,109.4898
G_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.80% QSLEASLAETEGR 387 399 72.6 27.9 65.7 2 0 0 1,390.6809
G_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 12.80% LENEIQTYR 442 450 51.1 27.9 35.5 2 0 0 1,165.5848
G_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% ALEESNYELEGK 166 177 72.4 25.6 62.8 2 0 0 1,381.6482
G_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% LKYENEVALR 236 245 26.4 27.3 10.8 1 0 0 1,234.6790
G_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% LENEIQTYR 442 450 42.9 27.9 31.2 2 0 0 1,165.5848
G_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.19% ALEESNYELEGK 166 177 81.5 26.1 75.5 2 0 0 1,381.6482
G_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.19% LKYENEVALR 236 245 31.6 27.0 25.2 2 0 0 1,234.6790
G_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.19% SQYEQLAEQNR 323 333 44.0 26.4 24.3 2 0 0 1,365.6393
G_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.19% LENEIQTYR 442 450 49.9 27.9 16.5 2 0 0 1,165.5848
G_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 6.16% ALEESNYELEGK 166 177 78.3 26.1 70.6 2 0 0 1,381.6482
G_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 6.16% SQYEQLAEQNR 323 333 45.9 25.9 32.3 2 0 0 1,365.6393
G_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 6.16% QSLEASLAETEGR 387 399 81.2 27.9 74.5 2 0 0 1,390.6809
G_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.59% QSVEADINGLRR 246 257 24.2 28.2 11.4 1 0 0 1,357.7183
G_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.59% VLDELTLTK 258 266 56.3 27.1 47.9 1 0 0 1,031.5985
G_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.59% SQYEQLAEQNR 323 333 50.1 26.2 30.7 2 0 0 1,365.6393
G_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.59% QSLEASLAETEGR 387 399 114.0 27.0 105.0 2 0 0 1,390.6809
G_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.59% IRLENEIQTYR 440 450 39.9 27.3 36.1 2 0 0 1,434.7700
G_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 8.73% LKYENEVALR 236 245 56.1 27.3 40.3 2 0 0 1,234.6790
G_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 8.73% RVLDELTLTK 257 266 30.2 25.9 15.8 2 0 0 1,187.6996
G_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 8.73% SQYEQLAEQNR 323 333 48.9 26.2 27.5 1 0 0 1,365.6393
G_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 8.73% DAEAWFNEK 335 343 48.6 25.0 33.1 2 0 0 1,109.4898
G_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 8.73% IRLENEIQTYR 440 450 65.1 27.3 56.4 2 2 0 1,434.7700
H_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.60% LASYLDKVR 157 165 42.5 25.6 28.3 2 0 0 1,064.6099
H_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.60% ALEESNYELEGK 166 177 71.7 25.5 57.9 2 0 0 1,381.6482
H_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.60% LKYENEVALR 236 245 39.6 27.2 19.5 2 0 0 1,234.6790
H_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.60% DAEAWFNEK 335 343 46.2 25.0 33.4 2 0 0 1,109.4898
H_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.60% QSLEASLAETEGR 387 399 94.9 27.4 87.8 2 0 0 1,390.6809
H_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 10.60% LENEIQTYR 442 450 51.5 27.8 40.2 2 0 0 1,165.5848
H_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.60% ALEESNYELEGK 166 177 68.9 25.8 61.6 2 0 0 1,381.6482
H_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.60% DAEAWFNEK 335 343 27.2 25.0 27.2 1 0 0 1,109.4898
H_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% ALEESNYELEGK 166 177 84.6 25.5 79.2 2 0 0 1,381.6482
H_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% DAEAWFNEK 335 343 43.5 25.0 26.9 2 0 0 1,109.4898
H_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% QSLEASLAETEGR 387 399 72.7 27.4 60.8 2 0 0 1,390.6809
H_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 6.16% ALEESNYELEGK 166 177 67.4 25.7 59.8 2 0 0 1,381.6482
H_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 6.16% QSVEADINGLR 246 256 50.0 27.3 42.8 1 0 0 1,201.6172
H_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 6.16% QSLEASLAETEGR 387 399 29.4 27.4 23.5 1 0 0 1,390.6809
H_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% ALEESNYELEGK 166 177 74.0 25.5 68.4 2 0 0 1,381.6482
H_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% QSVEADINGLR 246 256 59.5 27.3 48.8 2 0 0 1,201.6172
H_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% DAEAWFNEK 335 343 42.1 25.0 34.5 2 0 0 1,109.4898
H_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% QSLEASLAETEGR 387 399 40.8 27.0 35.4 1 0 0 1,390.6809
H_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% ALEESNYELEGK 166 177 78.3 25.5 74.7 2 0 0 1,381.6482
H_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% LKYENEVALR 236 245 27.4 27.7 12.7 1 0 0 1,234.6790
H_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% DAEAWFNEK 335 343 47.7 25.0 40.9 2 0 0 1,109.4898
H_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 6.85% LASYLDKVR 157 165 29.6 26.3 22.1 1 0 0 1,064.6099
H_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 6.85% ALEESNYELEGK 166 177 68.5 25.5 62.3 2 0 0 1,381.6482
H_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 6.85% LKYENEVALR 236 245 28.9 27.8 18.0 2 0 0 1,234.6790
H_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 6.85% DAEAWFNEK 335 343 46.4 25.0 34.5 2 0 0 1,109.4898
H_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.82% QSVEADINGLRR 246 257 36.4 28.1 25.8 0 1 0 1,357.7183
H_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.82% DAEAWFNEK 335 343 47.9 25.0 37.0 2 0 0 1,109.4898
H_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.82% QSLEASLAETEGR 387 399 86.1 27.2 79.3 2 0 0 1,390.6809
H_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.08% LASYLDKVR 157 165 48.4 26.3 33.8 2 0 0 1,064.6099
H_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.08% ALEESNYELEGK 166 177 78.6 25.5 71.5 2 0 0 1,381.6482
H_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.08% RVLDELTLTK 257 266 33.3 25.5 16.9 2 0 0 1,187.6996
H_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.08% DAEAWFNEK 335 343 48.9 25.0 34.2 2 0 0 1,109.4898
H_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.08% QSLEASLAETEGR 387 399 85.8 27.0 77.4 2 0 0 1,390.6809
H_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 15.90% LASYLDKVR 157 165 43.9 25.0 30.3 2 0 0 1,064.6099
H_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 15.90% ALEESNYELEGK 166 177 75.2 25.4 69.3 2 0 0 1,381.6482
H_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 15.90% QSVEADINGLR 246 256 83.9 26.5 70.9 1 0 0 1,201.6172
H_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 15.90% QSVEADINGLRR 246 257 41.5 27.5 27.0 1 1 0 1,357.7183
H_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 15.90% VLDELTLTK 258 266 50.5 26.3 37.3 2 0 0 1,031.5985
H_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 15.90% KDAEAWFNEK 334 343 25.5 25.0 10.9 1 0 0 1,237.5848
H_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 15.90% DAEAWFNEK 335 343 44.0 25.0 31.3 2 0 0 1,109.4898
H_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 15.90% QSLEASLAETEGR 387 399 94.1 27.2 85.7 2 0 0 1,390.6809
H_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 15.90% AETECQNTEYQQLLDIK 423 439 49.0 25.4 39.7 1 0 0 2,082.9651
H_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 15.90% IRLENEIQTYR 440 450 51.3 27.8 43.0 2 0 0 1,434.7700
H_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 11 12 18 15.90% LENEIQTYR 442 450 39.3 28.0 25.3 1 0 0 1,165.5848
H_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 7.36% LASYLDKVR 157 165 42.5 25.0 26.7 1 0 0 1,064.6099
H_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 7.36% RVLDELTLTK 257 266 28.3 25.5 5.3 2 0 0 1,187.6996
H_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 7.36% VLDELTLTK 258 266 53.6 26.3 46.3 2 0 0 1,031.5985
H_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 7.36% QSLEASLAETEGR 387 399 92.7 27.2 83.8 2 0 0 1,390.6809
H_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 7.36% IRLENEIQTYR 440 450 61.6 27.9 53.5 2 0 0 1,434.7700
H_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% LASYLDKVR 157 165 47.8 25.0 30.6 2 0 0 1,064.6099
H_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% ALEESNYELEGK 166 177 67.2 25.5 58.2 2 0 0 1,381.6482
H_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% QSVEADINGLR 246 256 50.8 26.9 40.2 1 0 0 1,201.6172
H_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% DAEAWFNEK 335 343 44.5 25.0 31.5 2 0 0 1,109.4898
H_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% QSLEASLAETEGR 387 399 112.0 27.0 103.0 2 0 0 1,390.6809
H_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% IRLENEIQTYR 440 450 46.7 27.3 31.6 2 0 0 1,434.7700
H_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 5.99% QSVEADINGLR 246 256 50.8 26.9 36.5 1 0 0 1,201.6172
H_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 5.99% QSLEASLAETEGR 387 399 91.6 27.3 83.6 2 0 0 1,390.6809
H_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 4 5.99% IRLENEIQTYR 440 450 34.1 27.3 31.8 1 0 0 1,434.7700
H_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 11 10.10% LKYENEVALR 236 245 33.3 27.4 22.4 2 0 0 1,234.6790
H_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 11 10.10% QSVEADINGLR 246 256 38.6 26.9 30.4 2 0 0 1,201.6172
H_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 11 10.10% QSVEADINGLRR 246 257 27.0 27.7 25.2 1 1 0 1,357.7183
H_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 11 10.10% DAEAWFNEK 335 343 43.1 25.0 31.1 2 0 0 1,109.4898
H_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 11 10.10% AETECQNTEYQQLLDIK 423 439 31.1 25.9 29.2 1 0 0 2,082.9651
H_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 11 10.10% IRLENEIQTYR 440 450 31.5 27.9 25.4 2 0 0 1,434.7700
H_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 16 14.60% LASYLDKVR 157 165 37.5 25.0 29.1 2 0 0 1,064.6099
H_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 16 14.60% ALEESNYELEGK 166 177 70.3 25.4 42.1 1 0 0 1,381.6482
H_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 16 14.60% LKYENEVALR 236 245 33.9 27.8 20.4 1 0 0 1,234.6790



H_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 16 14.60% QSVEADINGLR 246 256 65.4 26.5 44.6 1 0 0 1,201.6172
H_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 16 14.60% QSVEADINGLRR 246 257 25.2 28.1 6.4 2 1 0 1,357.7183
H_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 16 14.60% RVLDELTLTK 257 266 24.6 25.9 9.1 1 0 0 1,187.6996
H_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 16 14.60% VLDELTLTK 258 266 56.5 26.3 40.7 2 0 0 1,031.5985
H_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 16 14.60% DAEAWFNEK 335 343 52.7 25.0 37.8 2 0 0 1,109.4898
H_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 16 14.60% QSLEASLAETEGR 387 399 87.0 27.2 79.6 2 0 0 1,390.6809
H_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 16 14.60% IRLENEIQTYR 440 450 21.7 27.9 3.4 0 1 0 1,434.7700
H_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 12.80% LASYLDKVR 157 165 37.4 25.0 18.8 1 0 0 1,064.6099
H_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 12.80% ALEESNYELEGK 166 177 80.7 25.7 71.8 2 0 0 1,381.6482
H_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 12.80% QSVEADINGLRR 246 257 27.1 28.2 11.7 1 0 0 1,357.7183
H_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 12.80% VLDELTLTK 258 266 47.9 26.3 39.6 1 0 0 1,031.5985
H_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 12.80% DAEAWFNEK 335 343 49.6 25.0 34.5 2 0 0 1,109.4898
H_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 12.80% QSLEASLAETEGR 387 399 90.6 27.0 85.4 2 0 0 1,390.6809
H_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 12.80% IRLENEIQTYR 440 450 46.6 27.3 42.6 2 0 0 1,434.7700
H_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 8.73% LASYLDKVR 157 165 39.8 25.6 26.6 2 0 0 1,064.6099
H_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 8.73% ALEESNYELEGK 166 177 78.4 25.5 70.8 2 0 0 1,381.6482
H_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 8.73% RVLDELTLTK 257 266 26.2 25.9 7.9 2 0 0 1,187.6996
H_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 8.73% DAEAWFNEK 335 343 40.8 25.0 26.7 1 0 0 1,109.4898
H_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 8.73% IRLENEIQTYR 440 450 59.2 27.8 49.2 2 0 0 1,434.7700
H_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 8.73% LENEIQTYR 442 450 51.2 27.9 44.3 2 0 0 1,165.5848
H_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.76% ALEESNYELEGK 166 177 81.7 25.5 72.7 2 0 0 1,381.6482
H_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.76% QSVEADINGLRR 246 257 30.3 27.5 15.9 1 0 0 1,357.7183
H_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.76% DAEAWFNEK 335 343 48.9 25.0 33.8 2 0 0 1,109.4898
H_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.76% QSLEASLAETEGR 387 399 91.7 27.4 80.7 2 0 0 1,390.6809
H_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.76% IRLENEIQTYR 440 450 48.8 27.9 42.7 2 0 0 1,434.7700
H_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 8.90% LASYLDKVR 157 165 38.2 26.3 23.8 2 0 0 1,064.6099
H_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 8.90% ALEESNYELEGK 166 177 74.7 25.4 63.5 2 0 0 1,381.6482
H_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 8.90% LKYENEVALR 236 245 38.3 27.7 22.4 1 0 0 1,234.6790
H_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 8.90% QSVEADINGLRR 246 257 34.2 27.7 32.6 1 2 0 1,357.7183
H_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 8.90% DAEAWFNEK 335 343 47.2 25.0 34.4 2 0 0 1,109.4898
I_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.60% ALEESNYELEGK 166 177 64.6 25.5 55.1 2 0 0 1,381.6482
I_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.60% DAEAWFNEK 335 343 20.6 25.0 18.2 1 0 0 1,109.4898
I_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% ALEESNYELEGK 166 177 63.0 25.4 48.5 2 0 0 1,381.6482
I_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% DAEAWFNEK 335 343 38.1 25.0 32.9 2 0 0 1,109.4898
I_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.42% ALEESNYELEGK 166 177 61.6 25.6 54.9 2 0 0 1,381.6482
I_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.42% LKYENEVALR 236 245 40.7 27.4 33.1 1 0 0 1,234.6790
I_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.42% QSVEADINGLR 246 256 54.7 26.9 39.7 2 0 0 1,201.6172
I_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.42% VLDELTLTK 258 266 53.7 26.6 35.4 2 0 0 1,031.5985
I_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.42% QSLEASLAETEGR 387 399 68.5 27.0 60.1 2 0 0 1,390.6809
I_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% ALEESNYELEGK 166 177 62.1 25.8 58.6 2 0 0 1,381.6482
I_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% LKYENEVALR 236 245 19.7 27.3 10.1 1 0 0 1,234.6790
I_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.31% DAEAWFNEK 335 343 47.2 25.0 33.9 2 0 0 1,109.4898
I_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.19% ALEESNYELEGK 166 177 63.6 25.5 52.1 2 0 0 1,381.6482
I_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.19% LKYENEVALR 236 245 32.5 27.8 28.1 1 0 0 1,234.6790
I_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.19% QSVEADINGLR 246 256 46.1 26.5 36.8 2 0 0 1,201.6172
I_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.19% DAEAWFNEK 335 343 23.4 25.0 20.8 1 0 0 1,109.4898
I_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.65% ALEESNYELEGK 166 177 82.0 25.7 73.5 2 0 0 1,381.6482
I_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.65% QSVEADINGLRR 246 257 25.7 27.7 17.8 0 1 0 1,357.7183
I_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.65% DAEAWFNEK 335 343 48.6 25.0 34.0 2 0 0 1,109.4898
I_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.30% LASYLDKVR 157 165 36.0 26.1 27.8 1 0 0 1,064.6099
I_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.30% ALEESNYELEGK 166 177 85.7 25.6 76.2 2 0 0 1,381.6482
I_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.30% QSVEADINGLRR 246 257 26.6 28.1 14.3 0 2 0 1,357.7183
I_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.30% DAEAWFNEK 335 343 46.4 25.0 37.8 2 0 0 1,109.4898
I_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.30% QSLEASLAETEGR 387 399 87.0 27.0 84.5 2 0 0 1,390.6809
I_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.30% IRLENEIQTYR 440 450 26.4 27.9 24.1 1 0 0 1,434.7700
I_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 15.60% GSLGGGFSSGGFSGGSFSR 41 59 78.0 25.0 0.0 1 0 0 1,707.7722
I_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 15.60% LASYLDKVR 157 165 52.4 25.0 41.9 2 0 0 1,064.6099
I_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 15.60% ALEESNYELEGK 166 177 68.6 25.6 58.0 2 0 0 1,381.6482
I_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 15.60% QSVEADINGLRR 246 257 30.8 28.1 20.4 1 0 0 1,357.7183
I_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 15.60% DAEAWFNEK 335 343 52.8 25.0 37.9 2 0 0 1,109.4898
I_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 15.60% QSLEASLAETEGR 387 399 72.9 27.2 67.8 2 0 0 1,390.6809
I_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 11 15.60% AETECQNTEYQQLLDIK 423 439 53.8 25.4 47.0 1 0 0 2,082.9651
I_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% LASYLDKVR 157 165 50.4 26.3 34.3 2 0 0 1,064.6099
I_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% ALEESNYELEGK 166 177 72.5 25.7 65.2 2 0 0 1,381.6482
I_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% QSVEADINGLRR 246 257 30.8 27.6 28.0 2 1 0 1,357.7183
I_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% RVLDELTLTK 257 266 24.0 25.9 5.5 1 0 0 1,187.6996
I_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% VLDELTLTK 258 266 29.6 26.3 15.2 1 0 0 1,031.5985
I_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% DAEAWFNEK 335 343 44.1 25.0 31.5 2 0 0 1,109.4898
I_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% QSLEASLAETEGR 387 399 90.8 27.0 88.1 2 0 0 1,390.6809
I_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% IRLENEIQTYR 440 450 57.5 27.9 48.3 2 2 0 1,434.7700
I_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 7.36% GSLGGGFSSGGFSGGSFSR 41 59 50.5 25.0 0.0 1 0 0 1,707.7722
I_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 7.36% QSLEASLAETEGR 387 399 91.1 27.0 83.1 2 0 0 1,390.6809
I_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 7.36% IRLENEIQTYR 440 450 51.0 27.9 45.6 2 0 0 1,434.7700
I_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.59% LASYLDKVR 157 165 39.5 25.6 16.0 1 0 0 1,064.6099
I_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.59% ALEESNYELEGK 166 177 70.1 25.5 59.7 2 0 0 1,381.6482
I_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.59% QSVEADINGLR 246 256 50.9 26.9 42.8 1 0 0 1,201.6172
I_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.59% QSLEASLAETEGR 387 399 84.5 27.0 82.6 2 0 0 1,390.6809
I_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.59% IRLENEIQTYR 440 450 42.5 27.9 34.0 2 0 0 1,434.7700
I_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% QSVEADINGLRR 246 257 29.8 27.7 18.3 0 1 0 1,357.7183
I_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% DAEAWFNEK 335 343 42.8 25.0 31.5 2 0 0 1,109.4898
I_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% QSLEASLAETEGR 387 399 59.4 27.0 55.7 2 0 0 1,390.6809
I_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% IRLENEIQTYR 440 450 50.7 27.8 45.3 2 0 0 1,434.7700
I_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.65% DAEAWFNEK 335 343 37.8 25.0 29.2 2 0 0 1,109.4898
I_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.65% QSLEASLAETEGR 387 399 91.5 27.0 86.7 2 0 0 1,390.6809
I_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.65% IRLENEIQTYR 440 450 46.6 27.9 43.7 2 0 0 1,434.7700
I_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 8.56% ALEESNYELEGK 166 177 48.7 25.8 17.5 1 0 0 1,381.6482
I_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 8.56% QSVEADINGLR 246 256 50.4 26.5 38.6 1 0 0 1,201.6172
I_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 8.56% QSVEADINGLRR 246 257 33.6 27.7 28.5 0 1 0 1,357.7183
I_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 8.56% DAEAWFNEK 335 343 49.0 25.0 36.6 2 0 0 1,109.4898
I_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 8.56% AETECQNTEYQQLLDIK 423 439 57.1 25.3 52.0 1 0 0 2,082.9651
I_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 8 10.40% ALEESNYELEGK 166 177 77.9 25.6 70.9 2 0 0 1,381.6482
I_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 8 10.40% QSVEADINGLRR 246 257 19.7 27.7 11.4 0 1 0 1,357.7183
I_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 8 10.40% VLDELTLTK 258 266 48.5 26.3 33.6 1 0 0 1,031.5985
I_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 8 10.40% AETECQNTEYQQLLDIK 423 439 45.5 25.4 33.3 1 1 0 2,082.9651
I_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 8 10.40% IRLENEIQTYR 440 450 55.0 27.9 48.1 2 0 0 1,434.7700
I_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 13 12.00% LASYLDKVR 157 165 34.8 26.3 22.3 1 0 0 1,064.6099
I_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 13 12.00% ALEESNYELEGK 166 177 77.8 25.5 72.3 3 0 0 1,381.6482
I_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 13 12.00% QSVEADINGLRR 246 257 33.3 27.7 29.6 0 2 0 1,357.7183
I_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 13 12.00% DAEAWFNEK 335 343 49.2 25.0 34.7 2 0 0 1,109.4898
I_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 13 12.00% AETECQNTEYQQLLDIK 423 439 52.5 25.4 46.2 2 1 0 2,082.9651
I_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 13 12.00% IRLENEIQTYR 440 450 44.4 27.7 38.7 2 0 0 1,434.7700
I_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.08% ALEESNYELEGK 166 177 74.1 25.5 61.8 2 0 0 1,381.6482
I_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.08% QSVEADINGLRR 246 257 31.1 28.3 12.3 2 1 0 1,357.7183
I_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.08% VLDELTLTK 258 266 58.8 26.3 52.9 2 0 0 1,031.5985
I_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.08% DAEAWFNEK 335 343 48.3 25.0 34.0 2 0 0 1,109.4898
I_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 11 9.08% IRLENEIQTYR 440 450 43.5 27.8 35.5 2 0 0 1,434.7700
I_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 4.79% GSLGGGFSSGGFSGGSFSR 41 59 81.5 25.0 0.0 2 0 0 1,707.7722
I_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 4.79% VLDELTLTK 258 266 34.3 26.3 24.5 2 0 0 1,031.5985
I_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.08% LASYLDKVR 157 165 48.4 25.0 34.2 2 0 0 1,064.6099
I_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.08% ALEESNYELEGK 166 177 68.8 25.6 62.6 2 0 0 1,381.6482
I_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.08% QSVEADINGLRR 246 257 25.4 27.9 9.6 1 0 0 1,357.7183
I_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.08% DAEAWFNEK 335 343 49.5 25.0 34.5 2 0 0 1,109.4898



I_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.08% IRLENEIQTYR 440 450 45.5 27.9 42.1 2 0 0 1,434.7700
J_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 2 3.60% ALEESNYELEGK 166 177 63.4 26.1 53.5 1 0 0 1,381.6482
J_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 2 3.60% LENEIQTYR 442 450 26.4 27.5 19.2 1 0 0 1,165.5848
J_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 4.28% ALEESNYELEGK 166 177 49.7 26.2 48.5 2 0 0 1,381.6482
J_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 4.28% QSLEASLAETEGR 387 399 36.6 28.1 26.7 1 0 0 1,390.6809
J_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.53% ALEESNYELEGK 166 177 95.4 25.4 87.9 2 0 0 1,381.6482
J_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.53% LKYENEVALR 236 245 20.4 27.3 3.7 1 0 0 1,234.6790
J_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.53% QSLEASLAETEGR 387 399 90.5 28.1 84.2 2 0 0 1,390.6809
J_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.53% LENEIQTYR 442 450 61.5 27.9 41.8 2 0 0 1,165.5848
J_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.14% ALEESNYELEGK 166 177 58.0 25.8 52.4 2 0 0 1,381.6482
J_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.14% DAEAWFNEK 335 343 36.0 25.0 25.2 2 0 0 1,109.4898
J_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.14% LENEIQTYR 442 450 36.9 28.1 30.9 1 0 0 1,165.5848
J_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% ALEESNYELEGK 166 177 94.1 25.8 89.9 2 0 0 1,381.6482
J_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% QSVEADINGLR 246 256 42.2 27.2 28.5 1 0 0 1,201.6172
J_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% VLDELTLTK 258 266 47.5 26.1 37.1 2 0 0 1,031.5985
J_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.71% QSLEASLAETEGR 387 399 91.7 28.2 80.8 2 0 0 1,390.6809
J_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.02% ALEESNYELEGK 166 177 60.6 26.3 56.8 2 0 0 1,381.6482
J_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.02% QSVEADINGLR 246 256 21.3 27.5 12.4 1 0 0 1,201.6172
J_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.02% VLDELTLTK 258 266 45.6 26.1 33.3 2 0 0 1,031.5985
J_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.02% DAEAWFNEK 335 343 16.6 25.0 7.9 1 0 0 1,109.4898
J_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 9.42% ALEESNYELEGK 166 177 90.0 26.1 82.0 2 0 0 1,381.6482
J_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 9.42% QSVEADINGLR 246 256 25.0 27.3 2.8 1 0 0 1,201.6172
J_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 9.42% QSVEADINGLRR 246 257 31.0 27.8 27.4 0 1 0 1,357.7183
J_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 9.42% DAEAWFNEK 335 343 45.7 25.0 23.2 2 0 0 1,109.4898
J_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 9.42% QSLEASLAETEGR 387 399 72.2 28.2 59.7 2 0 0 1,390.6809
J_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 9.42% LENEIQTYR 442 450 50.9 27.5 38.5 2 0 0 1,165.5848
J_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% ALEESNYELEGK 166 177 71.4 26.1 65.2 2 0 0 1,381.6482
J_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% LKYENEVALR 236 245 26.6 26.7 18.5 1 0 0 1,234.6790
J_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% DAEAWFNEK 335 343 52.0 25.0 38.7 2 0 0 1,109.4898
J_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% QSLEASLAETEGR 387 399 68.4 28.2 59.2 2 0 0 1,390.6809
J_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% LENEIQTYR 442 450 26.7 27.9 14.7 1 0 0 1,165.5848
J_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 7.71% LASYLDKVR 157 165 47.1 25.5 33.2 2 0 0 1,064.6099
J_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 7.71% ALEESNYELEGK 166 177 78.7 26.1 71.7 2 0 0 1,381.6482
J_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 7.71% QSLEASLAETEGR 387 399 91.9 28.2 85.5 2 0 0 1,390.6809
J_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 7.71% IRLENEIQTYR 440 450 41.6 27.3 38.2 2 0 0 1,434.7700
J_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 7.71% LENEIQTYR 442 450 42.9 27.9 23.6 2 0 0 1,165.5848
J_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.90% LASYLDKVR 157 165 16.2 25.3 5.4 1 0 0 1,064.6099
J_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.90% ALEESNYELEGK 166 177 60.2 25.8 60.2 2 0 0 1,381.6482
J_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.90% VLDELTLTK 258 266 50.3 26.1 37.5 2 0 0 1,031.5985
J_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.90% DAEAWFNEK 335 343 28.7 25.0 15.4 2 0 0 1,109.4898
J_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.90% QSLEASLAETEGR 387 399 61.2 28.1 54.7 2 0 0 1,390.6809
J_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 9.42% ALEESNYELEGK 166 177 85.3 25.6 76.5 2 0 0 1,381.6482
J_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 9.42% QSVEADINGLRR 246 257 46.9 27.8 45.8 0 1 0 1,357.7183
J_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 9.42% VLDELTLTK 258 266 51.2 26.6 39.7 1 0 0 1,031.5985
J_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 9.42% QSLEASLAETEGR 387 399 113.0 28.1 102.0 2 0 0 1,390.6809
J_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 9.42% LENEIQTYR 442 450 30.7 28.1 23.7 1 0 0 1,165.5848
J_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 7.71% ALEESNYELEGK 166 177 66.7 26.2 59.2 1 0 0 1,381.6482
J_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 7.71% DAEAWFNEK 335 343 44.0 25.0 31.0 2 0 0 1,109.4898
J_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 7.71% QSLEASLAETEGR 387 399 83.8 27.9 74.6 2 0 0 1,390.6809
J_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 7.71% IRLENEIQTYR 440 450 36.4 26.8 35.2 2 0 0 1,434.7700
J_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 7.71% LENEIQTYR 442 450 44.7 27.5 29.3 2 0 0 1,165.5848
J_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 19 14.60% LASYLDKVR 157 165 27.8 25.3 11.4 2 0 0 1,064.6099
J_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 19 14.60% ALEESNYELEGK 166 177 71.3 25.8 63.2 2 0 0 1,381.6482
J_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 19 14.60% LKYENEVALR 236 245 30.3 27.0 20.6 2 0 0 1,234.6790
J_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 19 14.60% QSVEADINGLRR 246 257 36.9 28.1 30.0 0 2 0 1,357.7183
J_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 19 14.60% RVLDELTLTK 257 266 32.9 25.9 12.5 2 0 0 1,187.6996
J_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 19 14.60% DAEAWFNEK 335 343 47.7 25.0 34.6 4 0 0 1,109.4898
J_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 19 14.60% QSLEASLAETEGR 387 399 86.5 28.1 77.5 2 0 0 1,390.6809
J_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 19 14.60% IRLENEIQTYR 440 450 30.2 26.8 30.2 2 0 0 1,434.7700
J_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 19 14.60% LENEIQTYR 442 450 37.3 27.5 25.8 1 0 0 1,165.5848
J_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 13.00% ALEESNYELEGK 166 177 76.9 26.1 66.6 2 0 0 1,381.6482
J_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 13.00% LKYENEVALR 236 245 38.1 27.0 26.6 2 0 0 1,234.6790
J_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 13.00% RVLDELTLTK 257 266 31.1 25.9 8.5 1 0 0 1,187.6996
J_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 13.00% VLDELTLTK 258 266 48.3 27.1 40.5 2 0 0 1,031.5985
J_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 13.00% SQYEQLAEQNR 323 333 32.4 26.1 23.9 1 0 0 1,365.6393
J_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 13.00% DAEAWFNEK 335 343 43.8 25.0 30.0 3 0 0 1,109.4898
J_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 13.00% QSLEASLAETEGR 387 399 92.7 28.1 84.1 2 0 0 1,390.6809
J_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 13.00% IRLENEIQTYR 440 450 56.0 27.3 44.7 2 0 0 1,434.7700
J_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 13.00% LENEIQTYR 442 450 30.6 27.5 23.2 2 0 0 1,165.5848
J_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 5 11 7.71% ALEESNYELEGK 166 177 77.6 26.1 69.8 3 0 0 1,381.6482
J_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 5 11 7.71% DAEAWFNEK 335 343 51.4 25.0 38.5 2 0 0 1,109.4898
J_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 5 11 7.71% QSLEASLAETEGR 387 399 54.7 28.2 52.5 2 0 0 1,390.6809
J_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 5 11 7.71% IRLENEIQTYR 440 450 62.4 26.8 55.0 2 2 0 1,434.7700
J_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% LASYLDKVR 157 165 29.3 25.2 5.8 2 0 0 1,064.6099
J_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% ALEESNYELEGK 166 177 38.9 25.8 28.0 1 0 0 1,381.6482
J_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% DAEAWFNEK 335 343 28.0 25.0 16.6 2 0 0 1,109.4898
J_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% QSLEASLAETEGR 387 399 94.7 28.2 85.7 2 0 0 1,390.6809
J_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% IRLENEIQTYR 440 450 40.4 27.3 31.9 1 0 0 1,434.7700
J_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 5 9 5.65% DAEAWFNEK 335 343 41.3 25.0 31.0 2 0 0 1,109.4898
J_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 5 9 5.65% QSLEASLAETEGR 387 399 67.4 28.2 57.9 2 0 0 1,390.6809
J_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 5 9 5.65% IRLENEIQTYR 440 450 43.1 26.8 36.7 2 1 0 1,434.7700
J_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 5 9 5.65% LENEIQTYR 442 450 54.7 27.5 40.2 2 0 0 1,165.5848
J_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 7.02% LASYLDKVR 157 165 28.6 25.3 11.8 2 0 0 1,064.6099
J_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 7.02% QSVEADINGLR 246 256 46.8 27.4 35.1 1 0 0 1,201.6172
J_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 7.02% QSVEADINGLRR 246 257 23.7 27.8 7.6 1 0 0 1,357.7183
J_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 7.02% DAEAWFNEK 335 343 37.3 25.0 28.2 2 0 0 1,109.4898
J_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 7.02% IRLENEIQTYR 440 450 35.3 26.8 31.1 2 0 0 1,434.7700
J_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 7.02% LENEIQTYR 442 450 38.6 27.5 22.7 2 0 0 1,165.5848
J_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 13 13.50% LASYLDKVR 157 165 29.6 25.3 18.0 1 0 0 1,064.6099
J_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 13 13.50% ALEESNYELEGK 166 177 36.1 25.8 34.5 2 0 0 1,381.6482
J_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 13 13.50% QSVEADINGLRR 246 257 24.4 27.7 0.0 1 1 0 1,357.7183
J_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 13 13.50% RVLDELTLTK 257 266 29.7 25.0 11.5 1 0 0 1,187.6996
J_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 13 13.50% VLDELTLTK 258 266 43.5 27.1 32.5 1 0 0 1,031.5985
J_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 13 13.50% DAEAWFNEK 335 343 52.2 25.0 37.9 2 0 0 1,109.4898
J_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 13 13.50% ELTTEIDNNIEQISSYK 346 362 47.9 27.3 42.2 1 0 0 1,996.9711
J_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 13 13.50% IRLENEIQTYR 440 450 47.4 26.8 40.6 2 0 0 1,434.7700
J_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 13 13.50% LENEIQTYR 442 450 33.9 27.9 23.7 1 0 0 1,165.5848
J_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 17 12.80% LASYLDKVR 157 165 35.6 25.5 19.2 2 0 0 1,064.6099
J_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 17 12.80% ALEESNYELEGK 166 177 64.4 25.8 57.9 4 0 0 1,381.6482
J_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 17 12.80% QSVEADINGLRR 246 257 28.0 28.2 20.3 0 2 0 1,357.7183
J_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 17 12.80% RVLDELTLTK 257 266 35.0 25.0 16.7 2 0 0 1,187.6996
J_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 17 12.80% DAEAWFNEK 335 343 48.5 25.0 33.6 2 0 0 1,109.4898
J_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 17 12.80% QSLEASLAETEGR 387 399 75.8 27.9 62.2 2 0 0 1,390.6809
J_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 17 12.80% IRLENEIQTYR 440 450 60.1 26.8 51.7 2 0 0 1,434.7700
J_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 17 12.80% LENEIQTYR 442 450 23.6 27.5 16.8 1 0 0 1,165.5848
J_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 12.80% LASYLDKVR 157 165 50.7 25.5 36.8 2 0 0 1,064.6099
J_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 12.80% ALEESNYELEGK 166 177 73.3 26.1 62.3 3 0 0 1,381.6482
J_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 12.80% QSVEADINGLRR 246 257 28.8 27.7 4.2 1 0 0 1,357.7183
J_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 12.80% RVLDELTLTK 257 266 49.8 25.9 32.4 2 0 0 1,187.6996
J_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 12.80% DAEAWFNEK 335 343 47.6 25.0 33.1 2 0 0 1,109.4898
J_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 12.80% QSLEASLAETEGR 387 399 92.0 28.2 84.8 2 0 0 1,390.6809
J_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 12.80% IRLENEIQTYR 440 450 60.5 27.3 53.9 2 0 0 1,434.7700



J_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 12.80% LENEIQTYR 442 450 64.8 27.9 54.4 2 0 0 1,165.5848
J_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.80% LASYLDKVR 157 165 32.7 25.3 25.2 2 0 0 1,064.6099
J_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.80% ALEESNYELEGK 166 177 98.5 25.8 91.8 2 0 0 1,381.6482
J_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.80% QSVEADINGLRR 246 257 31.8 28.1 25.7 0 1 0 1,357.7183
J_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.80% VLDELTLTK 258 266 33.8 27.1 26.3 1 0 0 1,031.5985
J_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.80% DAEAWFNEK 335 343 48.8 25.0 34.6 2 0 0 1,109.4898
J_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.80% QSLEASLAETEGR 387 399 61.4 28.1 45.0 2 0 0 1,390.6809
J_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.80% IRLENEIQTYR 440 450 43.1 26.8 40.0 2 0 0 1,434.7700
J_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 12.80% LENEIQTYR 442 450 56.4 27.5 42.5 2 0 0 1,165.5848
J_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 6.85% ALEESNYELEGK 166 177 77.3 25.6 68.9 2 0 0 1,381.6482
J_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 6.85% LKYENEVALR 236 245 25.5 27.3 14.2 1 0 0 1,234.6790
J_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 6.85% DAEAWFNEK 335 343 48.8 25.0 34.3 2 0 0 1,109.4898
J_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 6.85% LENEIQTYR 442 450 35.1 27.5 31.9 1 0 0 1,165.5848
K_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.60% ALEESNYELEGK 166 177 71.2 25.6 63.9 2 0 0 1,381.6482
K_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 3 3.60% LENEIQTYR 442 450 42.0 28.4 35.2 1 0 0 1,165.5848
K_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 4.28% ALEESNYELEGK 166 177 54.4 25.4 49.4 2 0 0 1,381.6482
K_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 4.28% QSLEASLAETEGR 387 399 41.6 27.9 28.2 2 0 0 1,390.6809
K_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% ALEESNYELEGK 166 177 69.2 25.8 61.5 2 0 0 1,381.6482
K_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% LKYENEVALR 236 245 23.0 27.8 0.0 1 0 0 1,234.6790
K_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% QSVEADINGLR 246 256 52.2 26.6 44.5 2 0 0 1,201.6172
K_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% DAEAWFNEK 335 343 43.4 25.0 35.1 2 0 0 1,109.4898
K_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.08% IRLENEIQTYR 440 450 26.9 27.3 24.1 1 0 0 1,434.7700
K_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 7.36% LASYLDKVR 157 165 30.1 25.0 23.2 1 0 0 1,064.6099
K_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 7.36% ALEESNYELEGK 166 177 72.7 25.4 63.4 1 0 0 1,381.6482
K_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 7.36% LKYENEVALR 236 245 29.7 27.8 19.1 1 0 0 1,234.6790
K_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 7.36% QSVEADINGLR 246 256 44.6 27.3 36.5 2 0 0 1,201.6172
K_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 6 7.36% QSVEADINGLRR 246 257 29.8 28.2 26.4 0 1 0 1,357.7183
K_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% ALEESNYELEGK 166 177 55.2 25.8 51.4 2 0 0 1,381.6482
K_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% LKYENEVALR 236 245 18.6 27.3 8.8 1 0 0 1,234.6790
K_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% QSVEADINGLRR 246 257 29.0 27.8 14.6 0 1 0 1,357.7183
K_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% DAEAWFNEK 335 343 32.4 25.0 21.1 2 0 0 1,109.4898
K_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.31% ALEESNYELEGK 166 177 63.3 25.8 58.3 2 0 0 1,381.6482
K_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.31% LKYENEVALR 236 245 33.6 27.4 25.2 2 0 0 1,234.6790
K_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.31% DAEAWFNEK 335 343 41.2 25.0 35.1 2 0 0 1,109.4898
K_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.14% LASYLDKVR 157 165 25.4 25.6 12.3 1 0 0 1,064.6099
K_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.14% ALEESNYELEGK 166 177 61.6 25.8 55.7 2 0 0 1,381.6482
K_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.14% DAEAWFNEK 335 343 51.6 25.0 37.6 2 0 0 1,109.4898
K_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% LASYLDKVR 157 165 25.8 25.6 20.3 2 0 0 1,064.6099
K_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% ALEESNYELEGK 166 177 70.7 25.6 61.7 2 0 0 1,381.6482
K_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% QSVEADINGLR 246 256 26.6 26.6 16.9 2 0 0 1,201.6172
K_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% VLDELTLTK 258 266 53.7 25.6 46.5 2 0 0 1,031.5985
K_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% QSLEASLAETEGR 387 399 84.8 27.0 77.6 2 0 0 1,390.6809
K_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.10% IRLENEIQTYR 440 450 33.9 27.3 30.2 1 0 0 1,434.7700
K_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.65% ALEESNYELEGK 166 177 77.7 25.4 68.9 2 0 0 1,381.6482
K_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.65% QSVEADINGLRR 246 257 30.5 28.2 25.3 0 2 0 1,357.7183
K_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.65% DAEAWFNEK 335 343 48.0 25.0 34.1 2 0 0 1,109.4898
K_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.65% ALEESNYELEGK 166 177 76.3 25.4 68.2 2 0 0 1,381.6482
K_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.65% QSVEADINGLRR 246 257 33.2 28.1 18.0 0 1 0 1,357.7183
K_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.65% VLDELTLTK 258 266 56.8 26.3 48.2 2 0 0 1,031.5985
K_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 9.42% LKYENEVALR 236 245 23.7 27.4 14.2 1 0 0 1,234.6790
K_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 9.42% QSVEADINGLRR 246 257 19.7 28.2 9.3 0 2 0 1,357.7183
K_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 9.42% DAEAWFNEK 335 343 28.9 25.0 19.2 1 0 0 1,109.4898
K_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 9.42% QSLEASLAETEGR 387 399 71.9 27.4 67.5 2 0 0 1,390.6809
K_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 9.42% IRLENEIQTYR 440 450 29.9 27.9 22.9 1 0 0 1,434.7700
K_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% LASYLDKVR 157 165 43.5 25.8 34.6 2 0 0 1,064.6099
K_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% ALEESNYELEGK 166 177 76.3 25.8 67.0 2 0 0 1,381.6482
K_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% DAEAWFNEK 335 343 47.8 25.0 37.7 2 0 0 1,109.4898
K_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% QSLEASLAETEGR 387 399 86.3 27.0 80.1 2 0 0 1,390.6809
K_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% IRLENEIQTYR 440 450 25.1 27.9 25.1 1 0 0 1,434.7700
K_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% LASYLDKVR 157 165 43.3 25.6 32.3 2 0 0 1,064.6099
K_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% ALEESNYELEGK 166 177 79.1 25.4 67.5 2 0 0 1,381.6482
K_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% QSVEADINGLRR 246 257 34.9 28.1 29.9 2 1 0 1,357.7183
K_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% VLDELTLTK 258 266 53.9 25.6 46.2 2 0 0 1,031.5985
K_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% DAEAWFNEK 335 343 48.6 25.0 34.4 2 0 0 1,109.4898
K_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% QSLEASLAETEGR 387 399 105.0 27.4 94.3 2 0 0 1,390.6809
K_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% IRLENEIQTYR 440 450 40.8 27.9 16.7 2 1 0 1,434.7700
K_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 12.80% LENEIQTYR 442 450 41.7 27.9 30.5 1 0 0 1,165.5848
K_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% LASYLDKVR 157 165 31.1 25.6 20.0 1 0 0 1,064.6099
K_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% ALEESNYELEGK 166 177 75.5 25.8 65.7 1 0 0 1,381.6482
K_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% DAEAWFNEK 335 343 49.1 25.0 34.4 2 0 0 1,109.4898
K_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% QSLEASLAETEGR 387 399 88.2 27.4 87.1 2 0 0 1,390.6809
K_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.25% IRLENEIQTYR 440 450 55.5 27.9 48.7 2 0 0 1,434.7700
K_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% LASYLDKVR 157 165 42.9 25.6 23.9 2 0 0 1,064.6099
K_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% ALEESNYELEGK 166 177 76.3 25.4 70.8 2 0 0 1,381.6482
K_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% DAEAWFNEK 335 343 43.1 25.0 31.2 2 0 0 1,109.4898
K_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% QSLEASLAETEGR 387 399 86.3 27.4 83.3 2 0 0 1,390.6809
K_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% IRLENEIQTYR 440 450 55.6 27.9 48.7 2 0 0 1,434.7700
K_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.53% LASYLDKVR 157 165 32.6 25.6 23.5 2 0 0 1,064.6099
K_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.53% QSVEADINGLR 246 256 48.7 26.6 33.5 2 0 0 1,201.6172
K_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.53% QSLEASLAETEGR 387 399 67.8 27.4 64.6 2 0 0 1,390.6809
K_17 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.53% IRLENEIQTYR 440 450 40.3 27.1 37.9 2 0 0 1,434.7700
K_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 5.48% LASYLDKVR 157 165 41.6 25.6 27.0 2 0 0 1,064.6099
K_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 5.48% QSVEADINGLR 246 256 40.8 27.3 31.3 1 0 0 1,201.6172
K_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 5.48% QSVEADINGLRR 246 257 22.8 27.8 11.9 0 1 0 1,357.7183
K_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 5.48% IRLENEIQTYR 440 450 38.7 27.2 32.6 2 0 0 1,434.7700
K_18 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 5.48% LENEIQTYR 442 450 45.5 27.9 30.0 1 0 0 1,165.5848
K_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 11.30% LASYLDKVR 157 165 51.0 25.6 33.3 2 0 0 1,064.6099
K_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 11.30% ALEESNYELEGK 166 177 74.2 25.6 65.9 2 0 0 1,381.6482
K_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 11.30% QSVEADINGLR 246 256 48.4 26.9 36.8 1 0 0 1,201.6172
K_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 11.30% QSVEADINGLRR 246 257 39.0 27.9 32.9 2 2 0 1,357.7183
K_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 11.30% DAEAWFNEK 335 343 43.1 25.0 28.6 2 0 0 1,109.4898
K_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 11.30% QSLEASLAETEGR 387 399 101.0 27.4 93.5 2 0 0 1,390.6809
K_19 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 11.30% IRLENEIQTYR 440 450 39.7 27.3 35.4 1 0 0 1,434.7700
K_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.00% LASYLDKVR 157 165 50.6 25.6 36.5 2 0 0 1,064.6099
K_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.00% ALEESNYELEGK 166 177 77.7 25.4 71.2 2 0 0 1,381.6482
K_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.00% LKYENEVALR 236 245 25.1 27.3 16.3 2 0 0 1,234.6790
K_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.00% QSVEADINGLRR 246 257 26.5 27.9 0.6 1 1 0 1,357.7183
K_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.00% DAEAWFNEK 335 343 41.8 25.0 28.5 2 0 0 1,109.4898
K_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.00% QSLEASLAETEGR 387 399 102.0 27.3 92.5 2 0 0 1,390.6809
K_20 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 13.00% IRLENEIQTYR 440 450 52.2 27.2 44.2 2 0 0 1,434.7700
K_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 15 10.60% LASYLDKVR 157 165 45.3 25.8 29.8 2 0 0 1,064.6099
K_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 15 10.60% ALEESNYELEGK 166 177 69.4 25.6 59.3 4 0 0 1,381.6482
K_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 15 10.60% QSVEADINGLRR 246 257 21.5 27.7 16.7 0 1 0 1,357.7183
K_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 15 10.60% RVLDELTLTK 257 266 32.9 25.9 15.6 2 0 0 1,187.6996
K_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 15 10.60% VLDELTLTK 258 266 46.3 26.3 39.4 2 0 0 1,031.5985
K_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 15 10.60% DAEAWFNEK 335 343 51.3 25.0 35.9 2 0 0 1,109.4898
K_21 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 15 10.60% IRLENEIQTYR 440 450 78.2 27.9 67.6 2 0 0 1,434.7700
K_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 9.08% LASYLDKVR 157 165 38.6 25.6 26.0 2 0 0 1,064.6099
K_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 9.08% ALEESNYELEGK 166 177 74.0 25.6 68.5 2 0 0 1,381.6482
K_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 9.08% QSVEADINGLRR 246 257 23.9 27.8 6.9 1 1 0 1,357.7183
K_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 9.08% DAEAWFNEK 335 343 52.7 25.0 36.2 2 0 0 1,109.4898
K_22 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 9.08% IRLENEIQTYR 440 450 36.1 27.3 31.8 2 0 0 1,434.7700



K_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.53% ALEESNYELEGK 166 177 84.5 25.8 73.6 2 0 0 1,381.6482
K_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.53% QSVEADINGLRR 246 257 23.3 28.1 14.7 0 1 0 1,357.7183
K_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.53% RVLDELTLTK 257 266 28.5 25.9 13.8 1 0 0 1,187.6996
K_23 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.53% IRLENEIQTYR 440 450 51.1 27.9 42.2 2 0 0 1,434.7700
K_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 6.51% LKYENEVALR 236 245 30.8 27.2 16.7 1 0 0 1,234.6790
K_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 6.51% RVLDELTLTK 257 266 21.1 25.9 9.5 1 0 0 1,187.6996
K_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 6.51% DAEAWFNEK 335 343 49.5 25.0 37.5 2 0 0 1,109.4898
K_24 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 6.51% LENEIQTYR 442 450 54.5 27.8 43.2 2 0 0 1,165.5848
L_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 17 16.60% GSLGGGFSSGGFSGGSFSR 41 59 88.9 25.0 0.0 1 0 0 1,707.7722
L_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 17 16.60% ALEESNYELEGK 166 177 68.8 26.1 61.4 2 0 0 1,381.6482
L_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 17 16.60% LKYENEVALR 236 245 34.2 27.0 18.5 1 0 0 1,234.6790
L_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 17 16.60% QSVEADINGLR 246 256 23.4 27.3 12.7 1 0 0 1,201.6172
L_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 17 16.60% QSVEADINGLRR 246 257 33.5 27.8 26.7 1 1 0 1,357.7183
L_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 17 16.60% SQYEQLAEQNR 323 333 65.8 26.2 39.9 2 0 0 1,365.6393
L_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 17 16.60% DAEAWFNEK 335 343 50.4 25.0 33.7 2 0 0 1,109.4898
L_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 17 16.60% QSLEASLAETEGR 387 399 97.8 28.1 81.7 2 0 0 1,390.6809
L_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 17 16.60% IRLENEIQTYR 440 450 46.1 27.3 42.2 2 0 0 1,434.7700
L_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 11 17 16.60% LENEIQTYR 442 450 47.2 27.9 26.8 2 0 0 1,165.5848
L_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% ALEESNYELEGK 166 177 64.0 26.1 55.3 1 0 0 1,381.6482
L_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% DAEAWFNEK 335 343 44.0 25.0 29.4 2 0 0 1,109.4898
L_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% QSLEASLAETEGR 387 399 90.4 28.2 86.4 2 0 0 1,390.6809
L_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% LENEIQTYR 442 450 39.6 27.9 28.5 1 0 0 1,165.5848
L_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.08% DAEAWFNEK 335 343 34.4 25.0 25.4 2 0 0 1,109.4898
L_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.08% LENEIQTYR 442 450 53.2 27.9 35.2 2 0 0 1,165.5848
L_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% ALEESNYELEGK 166 177 77.7 25.6 70.9 2 0 0 1,381.6482
L_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% VLDELTLTK 258 266 44.0 26.6 32.8 2 0 0 1,031.5985
L_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 10 13.70% GSLGGGFSSGGFSGGSFSR 41 59 149.0 25.0 0.0 2 0 0 1,707.7722
L_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 10 13.70% VLDELTLTK 258 266 38.8 26.6 28.3 1 0 0 1,031.5985
L_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 10 13.70% SQYEQLAEQNR 323 333 35.1 25.8 27.4 1 0 0 1,365.6393
L_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 10 13.70% QSLEASLAETEGR 387 399 86.2 27.0 73.5 2 0 0 1,390.6809
L_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 10 13.70% AETECQNTEYQQLLDIK 423 439 71.6 25.6 59.1 1 0 0 2,082.9651
L_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 10 13.70% IRLENEIQTYR 440 450 55.7 27.3 48.4 2 0 0 1,434.7700
L_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 10 13.70% LENEIQTYR 442 450 54.8 27.9 43.8 1 0 0 1,165.5848
L_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 14.20% GSLGGGFSSGGFSGGSFSR 41 59 119.0 25.0 0.0 2 0 0 1,707.7722
L_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 14.20% QSVEADINGLR 246 256 39.2 27.3 23.3 1 0 0 1,201.6172
L_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 14.20% VLDELTLTK 258 266 43.3 26.6 36.7 2 0 0 1,031.5985
L_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 14.20% SQYEQLAEQNR 323 333 55.7 26.2 31.8 2 0 0 1,365.6393
L_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 14.20% DAEAWFNEK 335 343 46.6 25.0 31.8 2 0 0 1,109.4898
L_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 14.20% QSLEASLAETEGR 387 399 95.7 27.0 86.3 2 0 0 1,390.6809
L_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 14.20% IRLENEIQTYR 440 450 38.5 27.3 30.3 2 0 0 1,434.7700
L_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 15 14.20% LENEIQTYR 442 450 46.3 27.9 34.3 2 0 0 1,165.5848
L_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 10.80% GSLGGGFSSGGFSGGSFSR 41 59 116.0 25.0 0.0 2 0 0 1,707.7722
L_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 10.80% QSVEADINGLR 246 256 40.9 27.3 30.1 2 0 0 1,201.6172
L_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 10.80% VLDELTLTK 258 266 49.8 26.6 37.4 1 0 0 1,031.5985
L_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 10.80% QSLEASLAETEGR 387 399 86.0 28.1 78.1 1 0 0 1,390.6809
L_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 10.80% IRLENEIQTYR 440 450 29.4 27.3 24.3 1 0 0 1,434.7700
L_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 7.71% ALEESNYELEGK 166 177 70.8 26.1 58.7 2 0 0 1,381.6482
L_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 7.71% DAEAWFNEK 335 343 52.8 25.0 37.5 2 0 0 1,109.4898
L_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 7.71% QSLEASLAETEGR 387 399 51.8 28.2 49.5 1 0 0 1,390.6809
L_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 7.71% IRLENEIQTYR 440 450 45.0 26.8 44.4 1 0 0 1,434.7700
L_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 7 7.71% LENEIQTYR 442 450 34.8 27.5 30.8 1 0 0 1,165.5848
L_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 9 12.20% GSLGGGFSSGGFSGGSFSR 41 59 124.0 25.0 0.0 2 0 0 1,707.7722
L_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 9 12.20% LASYLDKVR 157 165 25.5 25.2 15.2 1 0 0 1,064.6099
L_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 9 12.20% ALEESNYELEGK 166 177 62.5 26.1 50.9 1 0 0 1,381.6482
L_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 9 12.20% DAEAWFNEK 335 343 49.0 25.0 32.7 2 0 0 1,109.4898
L_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 9 12.20% QSLEASLAETEGR 387 399 78.4 27.0 70.3 1 0 0 1,390.6809
L_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 9 12.20% LENEIQTYR 442 450 61.5 27.9 41.7 2 0 0 1,165.5848
L_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 9.08% ALEESNYELEGK 166 177 75.8 25.6 65.0 2 0 0 1,381.6482
L_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 9.08% QSVEADINGLR 246 256 65.1 26.6 53.8 2 0 0 1,201.6172
L_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 9.08% QSVEADINGLRR 246 257 24.3 27.8 8.8 1 0 0 1,357.7183
L_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 9.08% SQYEQLAEQNR 323 333 60.3 26.5 36.4 2 0 0 1,365.6393
L_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 9.08% DAEAWFNEK 335 343 47.5 25.0 34.4 2 0 0 1,109.4898
L_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 9.08% LENEIQTYR 442 450 59.6 27.9 46.8 2 0 0 1,165.5848
L_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.71% ALEESNYELEGK 166 177 76.6 26.1 67.6 2 0 0 1,381.6482
L_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.71% SQYEQLAEQNR 323 333 55.7 25.9 39.5 2 0 0 1,365.6393
L_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.71% DAEAWFNEK 335 343 41.3 25.0 28.0 2 0 0 1,109.4898
L_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 7.71% QSLEASLAETEGR 387 399 106.0 27.4 100.0 2 0 0 1,390.6809
L_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 11 16.80% GSLGGGFSSGGFSGGSFSR 41 59 68.9 25.0 0.0 1 0 0 1,707.7722
L_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 11 16.80% ALEESNYELEGK 166 177 76.1 25.4 66.9 2 0 0 1,381.6482
L_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 11 16.80% LKYENEVALR 236 245 28.5 26.7 20.2 1 0 0 1,234.6790
L_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 11 16.80% VLDELTLTK 258 266 33.2 27.1 22.0 1 0 0 1,031.5985
L_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 11 16.80% SQYEQLAEQNR 323 333 63.8 25.9 40.3 2 0 0 1,365.6393
L_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 11 16.80% DAEAWFNEK 335 343 44.0 25.0 22.2 2 0 0 1,109.4898
L_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 11 16.80% AETECQNTEYQQLLDIK 423 439 68.9 25.6 59.1 1 0 0 2,082.9651
L_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 11 16.80% IRLENEIQTYR 440 450 55.4 27.2 49.2 1 0 0 1,434.7700
M_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% ALEESNYELEGK 166 177 80.9 26.1 72.3 2 0 0 1,381.6482
M_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% QSVEADINGLRR 246 257 22.4 28.1 0.0 1 0 0 1,357.7183
M_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% VLDELTLTK 258 266 45.7 26.6 32.6 2 0 0 1,031.5985
M_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% DAEAWFNEK 335 343 53.8 25.0 38.4 2 0 0 1,109.4898
M_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% QSLEASLAETEGR 387 399 77.4 27.3 66.6 2 0 0 1,390.6809
M_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% IRLENEIQTYR 440 450 43.0 27.3 38.9 2 0 0 1,434.7700
M_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% ALEESNYELEGK 166 177 77.6 26.1 69.8 2 0 0 1,381.6482
M_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% QSVEADINGLR 246 256 43.9 27.3 35.0 2 0 0 1,201.6172
M_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% VLDELTLTK 258 266 37.9 27.1 27.3 2 0 0 1,031.5985
M_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% DAEAWFNEK 335 343 34.8 25.0 26.3 2 0 0 1,109.4898
M_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.25% QSLEASLAETEGR 387 399 72.2 28.2 62.5 2 0 0 1,390.6809
M_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.02% ALEESNYELEGK 166 177 72.4 25.6 63.0 2 0 0 1,381.6482
M_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.02% SQYEQLAEQNR 323 333 41.5 25.8 26.0 1 0 0 1,365.6393
M_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.02% DAEAWFNEK 335 343 53.0 25.0 37.2 2 0 0 1,109.4898
M_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.02% LENEIQTYR 442 450 36.5 27.9 25.1 1 0 0 1,165.5848
M_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.99% ALEESNYELEGK 166 177 84.7 25.6 75.2 2 0 0 1,381.6482
M_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.99% LENEIQTYR 442 450 37.0 27.9 19.2 2 0 0 1,165.5848
M_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 5 5.99% SLLEGEGSSGGGGR 451 464 32.8 26.4 31.6 1 0 0 1,262.5973
M_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.48% ALEESNYELEGK 166 177 68.9 25.8 58.9 2 0 0 1,381.6482
M_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.48% QSVEADINGLR 246 256 34.8 27.3 24.1 2 0 0 1,201.6172
M_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.48% LENEIQTYR 442 450 48.8 27.9 39.1 2 0 0 1,165.5848
M_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 10.40% LASYLDKVR 157 165 24.0 25.6 11.9 1 0 0 1,064.6099
M_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 10.40% ALEESNYELEGK 166 177 72.0 25.6 66.2 2 0 0 1,381.6482
M_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 10.40% QSVEADINGLR 246 256 54.7 26.9 43.6 2 0 0 1,201.6172
M_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 10.40% SQYEQLAEQNR 323 333 43.6 25.6 27.1 1 0 0 1,365.6393
M_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 10.40% DAEAWFNEK 335 343 48.6 25.0 33.3 2 0 0 1,109.4898
M_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 10.40% LENEIQTYR 442 450 54.9 27.9 35.0 2 0 0 1,165.5848
M_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 17.50% GSLGGGFSSGGFSGGSFSR 41 59 108.0 25.0 0.0 2 0 0 1,707.7722
M_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 17.50% ALEESNYELEGK 166 177 78.7 25.6 72.4 2 0 0 1,381.6482
M_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 17.50% LKYENEVALR 236 245 39.2 27.3 26.6 2 0 0 1,234.6790
M_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 17.50% QSVEADINGLR 246 256 57.2 26.9 40.8 1 0 0 1,201.6172
M_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 17.50% SQYEQLAEQNR 323 333 37.4 25.8 23.7 2 0 0 1,365.6393
M_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 17.50% QSLEASLAETEGR 387 399 90.8 27.4 75.8 2 0 0 1,390.6809
M_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 17.50% AETECQNTEYQQLLDIK 423 439 62.0 25.6 47.4 1 0 0 2,082.9651
M_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 17.50% LENEIQTYR 442 450 52.4 27.9 38.5 2 0 0 1,165.5848
M_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 19 18.80% GSLGGGFSSGGFSGGSFSR 41 59 130.0 25.0 0.0 2 0 0 1,707.7722
M_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 19 18.80% LASYLDKVR 157 165 43.5 25.6 33.3 2 0 0 1,064.6099



M_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 19 18.80% ALEESNYELEGK 166 177 78.4 25.6 69.0 2 0 0 1,381.6482
M_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 19 18.80% QSVEADINGLR 246 256 85.4 27.3 74.1 2 0 0 1,201.6172
M_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 19 18.80% VLDELTLTK 258 266 46.3 26.7 33.7 2 0 0 1,031.5985
M_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 19 18.80% DAEAWFNEK 335 343 48.5 25.0 34.8 2 0 0 1,109.4898
M_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 19 18.80% QSLEASLAETEGR 387 399 103.0 27.0 93.1 2 0 0 1,390.6809
M_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 19 18.80% AETECQNTEYQQLLDIK 423 439 61.1 25.6 45.6 2 1 0 2,082.9651
M_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 19 18.80% IRLENEIQTYR 440 450 59.3 27.7 48.6 2 0 0 1,434.7700
M_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.30% LASYLDKVR 157 165 37.7 25.6 31.3 1 0 0 1,064.6099
M_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.30% ALEESNYELEGK 166 177 77.3 25.6 72.7 2 0 0 1,381.6482
M_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.30% QSVEADINGLR 246 256 47.8 26.6 33.7 2 0 0 1,201.6172
M_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.30% QSVEADINGLRR 246 257 23.4 27.8 11.9 1 0 0 1,357.7183
M_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.30% DAEAWFNEK 335 343 49.0 25.0 34.0 2 0 0 1,109.4898
M_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.30% QSLEASLAETEGR 387 399 91.3 27.0 87.3 2 0 0 1,390.6809
M_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.30% IRLENEIQTYR 440 450 38.7 27.3 34.6 2 1 0 1,434.7700
M_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 9 15 11.30% LENEIQTYR 442 450 50.2 27.8 33.1 2 0 0 1,165.5848
M_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 16.40% GSLGGGFSSGGFSGGSFSR 41 59 99.5 25.0 0.0 2 0 0 1,707.7722
M_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 16.40% VTMQNLNDR 148 156 44.3 27.7 20.2 2 0 0 1,090.5310
M_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 16.40% ALEESNYELEGK 166 177 80.1 25.6 71.6 2 0 0 1,381.6482
M_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 16.40% YENEVALR 238 245 30.7 27.8 19.0 1 0 0 993.4999
M_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 16.40% SQYEQLAEQNR 323 333 50.5 25.8 23.9 2 0 0 1,365.6393
M_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 16.40% SQYEQLAEQNRK 323 334 27.9 27.8 19.3 1 0 0 1,493.7343
M_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 16.40% QSLEASLAETEGR 387 399 87.9 27.4 79.9 2 0 0 1,390.6809
M_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 16.40% LENEIQTYR 442 450 40.6 27.9 31.4 2 0 0 1,165.5848
M_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 16.40% SLLEGEGSSGGGGR 451 464 49.3 26.5 34.7 2 0 0 1,262.5973
M_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 18.00% GSLGGGFSSGGFSGGSFSR 41 59 112.0 25.0 0.0 2 0 0 1,707.7722
M_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 18.00% LASYLDKVR 157 165 46.8 25.0 34.3 2 0 0 1,064.6099
M_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 18.00% ALEESNYELEGK 166 177 78.2 25.6 65.2 2 0 0 1,381.6482
M_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 18.00% QSVEADINGLRR 246 257 31.8 27.9 19.1 0 2 0 1,357.7183
M_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 18.00% VLDELTLTK 258 266 44.5 25.6 28.5 2 0 0 1,031.5985
M_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 18.00% SQYEQLAEQNR 323 333 25.7 25.8 18.2 1 0 0 1,365.6393
M_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 18.00% DAEAWFNEK 335 343 51.3 25.0 37.3 2 0 0 1,109.4898
M_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 18.00% QSLEASLAETEGR 387 399 89.0 27.4 79.8 2 0 0 1,390.6809
M_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 18.00% IRLENEIQTYR 440 450 50.1 27.9 43.1 2 0 0 1,434.7700
M_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.10% GSLGGGFSSGGFSGGSFSR 41 59 132.0 25.0 0.0 2 0 0 1,707.7722
M_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.10% QSVEADINGLR 246 256 77.3 26.6 61.5 2 0 0 1,201.6172
M_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.10% VLDELTLTK 258 266 50.0 26.6 36.6 1 0 0 1,031.5985
M_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.10% SQYEQLAEQNR 323 333 50.4 25.9 32.5 2 0 0 1,365.6393
M_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.10% DAEAWFNEK 335 343 44.7 25.0 30.7 2 0 0 1,109.4898
M_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.10% QSLEASLAETEGR 387 399 95.6 27.4 84.1 2 0 0 1,390.6809
M_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.10% AETECQNTEYQQLLDIK 423 439 45.7 25.9 37.1 1 0 0 2,082.9651
M_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.10% IRLENEIQTYR 440 450 53.6 27.9 49.3 2 0 0 1,434.7700
M_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.10% LENEIQTYR 442 450 44.4 27.9 23.2 2 0 0 1,165.5848
M_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.30% GSLGGGFSSGGFSGGSFSR 41 59 91.9 25.0 0.0 2 0 0 1,707.7722
M_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.30% QSVEADINGLRR 246 257 24.5 27.9 14.5 1 0 0 1,357.7183
M_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.30% VLDELTLTK 258 266 44.2 26.3 34.1 2 0 0 1,031.5985
M_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.30% SQYEQLAEQNR 323 333 59.8 25.8 57.2 2 0 0 1,365.6393
M_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.30% DAEAWFNEK 335 343 45.2 25.0 31.3 2 0 0 1,109.4898
M_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.30% QSLEASLAETEGR 387 399 106.0 27.4 98.4 2 0 0 1,390.6809
M_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.30% AETECQNTEYQQLLDIK 423 439 32.3 25.9 18.4 1 0 0 2,082.9651
M_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.30% IRLENEIQTYR 440 450 57.4 27.9 52.6 2 0 0 1,434.7700
M_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 17.30% LENEIQTYR 442 450 59.9 27.9 40.1 2 0 0 1,165.5848
M_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.90% LASYLDKVR 157 165 42.7 25.5 28.5 2 0 0 1,064.6099
M_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.90% QSVEADINGLRR 246 257 23.8 28.2 16.3 0 2 0 1,357.7183
M_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.90% SQYEQLAEQNR 323 333 68.0 25.8 44.7 2 0 0 1,365.6393
M_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.90% DAEAWFNEK 335 343 49.7 25.0 31.5 2 0 0 1,109.4898
M_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 8.90% IRLENEIQTYR 440 450 54.5 27.9 49.6 2 0 0 1,434.7700
M_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 15.10% GSLGGGFSSGGFSGGSFSR 41 59 138.0 25.0 0.0 2 0 0 1,707.7722
M_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 15.10% QSVEADINGLR 246 256 74.1 26.9 52.8 2 0 0 1,201.6172
M_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 15.10% QSVEADINGLRR 246 257 20.1 28.2 13.8 0 1 0 1,357.7183
M_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 15.10% RVLDELTLTK 257 266 26.0 25.2 14.3 1 0 0 1,187.6996
M_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 15.10% VLDELTLTK 258 266 46.9 26.7 38.0 2 0 0 1,031.5985
M_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 15.10% SQYEQLAEQNR 323 333 59.7 25.8 50.6 2 0 0 1,365.6393
M_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 15.10% DAEAWFNEK 335 343 45.5 25.0 29.7 2 0 0 1,109.4898
M_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 15.10% AETECQNTEYQQLLDIK 423 439 44.9 25.6 35.9 1 0 0 2,082.9651
M_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 15.10% IRLENEIQTYR 440 450 48.5 27.9 38.8 2 0 0 1,434.7700
M_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 17 15.10% LENEIQTYR 442 450 54.7 27.8 39.4 2 0 0 1,165.5848
M_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 10.30% GSLGGGFSSGGFSGGSFSR 41 59 40.4 25.0 0.0 1 0 0 1,707.7722
M_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 10.30% LKYENEVALR 236 245 45.6 27.2 27.8 1 0 0 1,234.6790
M_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 10.30% SQYEQLAEQNR 323 333 60.4 25.6 54.4 2 0 0 1,365.6393
M_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 10.30% DAEAWFNEK 335 343 49.2 25.0 35.5 2 0 0 1,109.4898
M_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 10.30% IRLENEIQTYR 440 450 53.0 27.9 42.3 2 0 0 1,434.7700
N_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.40% LASYLDKVR 157 165 44.1 25.2 28.9 2 0 0 1,064.6099
N_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.40% QSVEADINGLR 246 256 28.4 27.1 20.6 2 0 0 1,201.6172
N_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.40% QSVEADINGLRR 246 257 25.1 27.7 11.2 1 0 0 1,357.7183
N_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.40% VLDELTLTK 258 266 63.4 26.1 49.0 2 0 0 1,031.5985
N_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.40% SQYEQLAEQNR 323 333 55.4 26.4 37.0 2 0 0 1,365.6393
N_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.40% DAEAWFNEK 335 343 53.5 25.0 37.9 2 0 0 1,109.4898
N_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.40% AETECQNTEYQQLLDIK 423 439 70.8 25.9 54.1 1 0 0 2,082.9651
N_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.40% IRLENEIQTYR 440 450 45.6 26.7 40.4 2 0 0 1,434.7700
N_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 15 13.40% LENEIQTYR 442 450 49.5 27.5 34.5 1 0 0 1,165.5848
N_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 16.30% GSLGGGFSSGGFSGGSFSR 41 59 84.0 25.0 0.0 1 0 0 1,707.7722
N_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 16.30% ALEESNYELEGK 166 177 72.7 26.2 63.6 2 0 0 1,381.6482
N_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 16.30% QSVEADINGLR 246 256 67.8 26.8 56.1 2 0 0 1,201.6172
N_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 16.30% VLDELTLTK 258 266 46.8 27.1 30.5 2 0 0 1,031.5985
N_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 16.30% SQYEQLAEQNR 323 333 71.5 26.4 48.8 2 0 0 1,365.6393
N_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 16.30% DAEAWFNEK 335 343 46.0 25.0 38.0 2 0 0 1,109.4898
N_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 16.30% QSLEASLAETEGR 387 399 92.2 27.8 79.6 2 0 0 1,390.6809
N_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 16.30% IRLENEIQTYR 440 450 23.0 26.7 22.2 1 0 0 1,434.7700
N_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 6.85% ALEESNYELEGK 166 177 78.4 25.8 68.8 2 0 0 1,381.6482
N_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 6.85% LKYENEVALR 236 245 21.4 27.0 10.0 1 0 0 1,234.6790
N_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 6.85% DAEAWFNEK 335 343 37.0 25.0 28.4 2 0 0 1,109.4898
N_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 6.85% LENEIQTYR 442 450 58.5 27.5 34.9 2 0 0 1,165.5848
N_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.76% ALEESNYELEGK 166 177 80.4 26.2 73.7 2 0 0 1,381.6482
N_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.76% QSVEADINGLRR 246 257 25.3 27.8 19.7 0 1 0 1,357.7183
N_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.76% SQYEQLAEQNR 323 333 56.7 26.0 36.3 2 0 0 1,365.6393
N_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.76% DAEAWFNEK 335 343 52.8 25.0 37.3 2 0 0 1,109.4898
N_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 9.76% QSLEASLAETEGR 387 399 42.9 27.8 35.9 1 0 0 1,390.6809
N_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% ALEESNYELEGK 166 177 72.5 25.6 63.3 2 0 0 1,381.6482
N_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% QSVEADINGLR 246 256 44.8 27.1 38.2 2 0 0 1,201.6172
N_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% SQYEQLAEQNR 323 333 50.4 26.2 29.9 2 0 0 1,365.6393
N_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% DAEAWFNEK 335 343 43.3 25.0 30.3 2 0 0 1,109.4898
N_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% LENEIQTYR 442 450 25.9 27.5 20.0 1 0 0 1,165.5848
N_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 11.30% SLLEGEGSSGGGGR 451 464 59.7 26.3 56.8 2 0 0 1,262.5973
N_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% ALEESNYELEGK 166 177 77.9 25.8 70.6 2 0 0 1,381.6482
N_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% DAEAWFNEK 335 343 49.4 25.0 34.5 2 0 0 1,109.4898
N_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 3 3 6 5.82% QSLEASLAETEGR 387 399 90.8 28.1 85.0 2 0 0 1,390.6809
N_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.42% ALEESNYELEGK 166 177 73.9 26.1 63.5 2 0 0 1,381.6482
N_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.42% VLDELTLTK 258 266 25.5 26.2 16.4 1 0 0 1,031.5985
N_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.42% SQYEQLAEQNR 323 333 29.9 26.1 22.7 2 0 0 1,365.6393
N_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.42% LENEIQTYR 442 450 26.0 27.9 15.4 2 0 0 1,165.5848
N_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 10 9.42% SLLEGEGSSGGGGR 451 464 46.0 26.3 43.9 3 0 0 1,262.5973
N_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 14.60% GSLGGGFSSGGFSGGSFSR 41 59 57.3 25.0 0.0 1 0 0 1,707.7722



N_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 14.60% LASYLDKVR 157 165 42.3 25.5 27.1 2 0 0 1,064.6099
N_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 14.60% QSVEADINGLRR 246 257 26.9 28.1 20.3 1 1 0 1,357.7183
N_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 14.60% SQYEQLAEQNR 323 333 65.8 26.2 40.5 2 0 0 1,365.6393
N_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 14.60% KDAEAWFNEK 334 343 27.6 25.0 14.9 2 0 0 1,237.5848
N_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 14.60% DAEAWFNEK 335 343 48.4 25.0 33.6 2 0 0 1,109.4898
N_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 14.60% QSLEASLAETEGR 387 399 92.2 27.0 80.7 2 0 0 1,390.6809
N_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 14.60% IRLENEIQTYR 440 450 55.4 27.3 50.5 2 0 0 1,434.7700
N_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 17 14.60% LENEIQTYR 442 450 54.6 27.9 41.8 2 0 0 1,165.5848
N_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.10% ALEESNYELEGK 166 177 72.8 26.3 65.3 2 0 0 1,381.6482
N_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.10% QSVEADINGLR 246 256 53.3 26.8 36.9 2 0 0 1,201.6172
N_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.10% QSVEADINGLRR 246 257 21.3 27.7 7.6 1 0 0 1,357.7183
N_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.10% SQYEQLAEQNR 323 333 65.0 26.2 42.0 2 0 0 1,365.6393
N_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.10% QSLEASLAETEGR 387 399 73.3 28.1 66.0 2 0 0 1,390.6809
N_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.10% IRLENEIQTYR 440 450 48.6 27.3 48.6 2 0 0 1,434.7700
N_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 10.10% LENEIQTYR 442 450 42.5 27.9 31.1 2 0 0 1,165.5848
N_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.05% ALEESNYELEGK 166 177 66.6 25.6 60.8 2 0 0 1,381.6482
N_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.05% QSVEADINGLR 246 256 55.7 26.8 45.8 2 0 0 1,201.6172
N_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.05% QSLEASLAETEGR 387 399 105.0 28.2 93.9 2 0 0 1,390.6809
N_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.05% IRLENEIQTYR 440 450 24.1 26.8 24.0 1 0 0 1,434.7700
N_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 8.05% LENEIQTYR 442 450 49.9 27.5 37.2 2 0 0 1,165.5848
N_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 5.31% SQYEQLAEQNR 323 333 57.2 26.5 36.9 2 0 0 1,365.6393
N_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 5.31% DAEAWFNEK 335 343 44.4 25.0 29.6 2 0 0 1,109.4898
N_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 5.31% IRLENEIQTYR 440 450 31.1 27.3 27.7 2 0 0 1,434.7700
N_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 5.31% LENEIQTYR 442 450 54.4 27.5 44.8 1 0 0 1,165.5848
N_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.20% GSLGGGFSSGGFSGGSFSR 41 59 72.5 25.0 0.0 1 0 0 1,707.7722
N_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.20% LASYLDKVR 157 165 35.3 25.3 25.7 2 0 0 1,064.6099
N_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.20% QSVEADINGLRR 246 257 29.0 27.7 14.0 1 0 0 1,357.7183
N_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.20% VLDELTLTK 258 266 45.3 27.1 32.8 2 0 0 1,031.5985
N_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.20% SQYEQLAEQNR 323 333 55.6 26.1 33.8 2 0 0 1,365.6393
N_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.20% IRLENEIQTYR 440 450 37.0 26.8 32.2 2 0 0 1,434.7700
N_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 12.20% LENEIQTYR 442 450 57.9 27.5 44.8 2 0 0 1,165.5848
N_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 8.90% LASYLDKVR 157 165 26.7 25.2 17.9 1 0 0 1,064.6099
N_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 8.90% QSVEADINGLRR 246 257 24.6 27.7 5.8 1 0 0 1,357.7183
N_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 8.90% VLDELTLTK 258 266 48.1 26.1 36.1 2 0 0 1,031.5985
N_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 8.90% SQYEQLAEQNR 323 333 68.5 26.4 46.7 2 0 0 1,365.6393
N_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 8.90% IRLENEIQTYR 440 450 40.5 27.3 33.7 2 0 0 1,434.7700
N_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 8.90% LENEIQTYR 442 450 57.3 27.9 39.6 2 0 0 1,165.5848
N_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 11.50% LASYLDKVR 157 165 52.0 25.5 36.5 2 0 0 1,064.6099
N_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 11.50% VLDELTLTK 258 266 47.9 27.1 28.6 2 0 0 1,031.5985
N_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 11.50% SQYEQLAEQNR 323 333 63.3 26.1 37.7 2 0 0 1,365.6393
N_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 11.50% KDAEAWFNEK 334 343 32.9 25.0 23.7 1 0 0 1,237.5848
N_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 11.50% AETECQNTEYQQLLDIK 423 439 68.1 25.9 50.5 2 0 0 2,082.9651
N_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 11.50% IRLENEIQTYR 440 450 52.9 27.3 46.7 2 0 0 1,434.7700
N_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 11.50% LENEIQTYR 442 450 47.8 27.5 33.4 2 0 0 1,165.5848
N_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% LASYLDKVR 157 165 23.8 25.2 15.4 1 0 0 1,064.6099
N_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% QSVEADINGLRR 246 257 23.9 28.2 8.7 1 0 0 1,357.7183
N_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% SQYEQLAEQNR 323 333 66.1 25.9 40.2 2 0 0 1,365.6393
N_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 6 7.36% IRLENEIQTYR 440 450 44.1 27.3 39.8 2 0 0 1,434.7700
O_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 22 22.30% GSLGGGFSSGGFSGGSFSR 41 59 136.0 25.0 0.0 2 0 0 1,707.7722
O_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 22 22.30% LASYLDKVR 157 165 39.1 25.6 32.4 2 0 0 1,064.6099
O_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 22 22.30% ALEESNYELEGK 166 177 64.6 25.6 56.0 1 0 0 1,381.6482
O_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 22 22.30% LKYENEVALR 236 245 49.8 27.3 24.8 2 0 0 1,234.6790
O_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 22 22.30% QSVEADINGLRR 246 257 28.7 27.9 23.8 0 1 0 1,357.7183
O_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 22 22.30% RVLDELTLTK 257 266 25.6 25.9 17.4 1 0 0 1,187.6996
O_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 22 22.30% VLDELTLTK 258 266 28.0 26.6 18.0 1 0 0 1,031.5985
O_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 22 22.30% SQYEQLAEQNR 323 333 56.9 26.1 36.6 2 0 0 1,365.6393
O_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 22 22.30% DAEAWFNEK 335 343 47.9 25.0 32.9 2 0 0 1,109.4898
O_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 22 22.30% QSLEASLAETEGR 387 399 91.0 28.1 80.4 2 0 0 1,390.6809
O_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 22 22.30% AETECQNTEYQQLLDIK 423 439 87.3 25.6 74.0 2 2 0 2,082.9651
O_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 12 13 22 22.30% LENEIQTYR 442 450 53.0 27.5 36.6 2 0 0 1,165.5848
O_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 13 18.20% GSLGGGFSSGGFSGGSFSR 41 59 103.0 25.0 0.0 1 0 0 1,707.7722
O_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 13 18.20% VTMQNLNDR 148 156 52.5 27.7 25.7 2 0 0 1,090.5310
O_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 13 18.20% ALEESNYELEGK 166 177 68.2 25.6 61.5 2 0 0 1,381.6482
O_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 13 18.20% YENEVALR 238 245 39.6 28.2 23.0 1 0 0 993.4999
O_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 13 18.20% QSVEADINGLR 246 256 24.6 27.3 8.9 1 0 0 1,201.6172
O_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 13 18.20% SQYEQLAEQNR 323 333 65.4 25.6 59.4 2 0 0 1,365.6393
O_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 13 18.20% DAEAWFNEK 335 343 48.7 25.0 33.4 2 0 0 1,109.4898
O_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 13 18.20% QSLEASLAETEGR 387 399 47.0 28.2 37.1 1 0 0 1,390.6809
O_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 13 18.20% SLLEGEGSSGGGGR 451 464 36.8 26.4 34.7 1 0 0 1,262.5973
O_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.00% GSLGGGFSSGGFSGGSFSR 41 59 109.0 25.0 0.0 2 0 0 1,707.7722
O_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.00% ALEESNYELEGK 166 177 72.1 26.1 61.5 2 0 0 1,381.6482
O_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.00% VLDELTLTK 258 266 36.2 27.1 22.7 2 0 0 1,031.5985
O_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.00% SQYEQLAEQNR 323 333 53.8 26.1 35.8 2 0 0 1,365.6393
O_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.00% DAEAWFNEK 335 343 44.2 25.0 36.2 2 0 0 1,109.4898
O_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.00% QSLEASLAETEGR 387 399 67.8 28.1 61.1 2 0 0 1,390.6809
O_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.00% LENEIQTYR 442 450 50.8 28.1 37.5 2 0 0 1,165.5848
O_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% ALEESNYELEGK 166 177 72.7 26.1 65.6 2 0 0 1,381.6482
O_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 2 2 4 3.60% LENEIQTYR 442 450 40.4 28.1 28.9 2 0 0 1,165.5848
O_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 8.90% ALEESNYELEGK 166 177 66.6 25.8 61.3 2 0 0 1,381.6482
O_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 8.90% QSVEADINGLR 246 256 27.8 27.3 21.2 1 0 0 1,201.6172
O_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 8.90% SQYEQLAEQNR 323 333 44.0 26.7 28.4 1 0 0 1,365.6393
O_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 8.90% DAEAWFNEK 335 343 43.2 25.0 34.5 2 0 0 1,109.4898
O_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 8.90% LENEIQTYR 442 450 41.3 27.9 18.6 2 0 0 1,165.5848
O_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% GSLGGGFSSGGFSGGSFSR 41 59 95.5 25.0 0.0 2 0 0 1,707.7722
O_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% ALEESNYELEGK 166 177 63.0 26.1 61.3 2 0 0 1,381.6482
O_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% QSVEADINGLR 246 256 42.1 27.3 24.1 1 0 0 1,201.6172
O_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% DAEAWFNEK 335 343 46.6 25.0 33.5 2 0 0 1,109.4898
O_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 10.30% LENEIQTYR 442 450 46.8 27.5 35.2 2 0 0 1,165.5848
O_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.36% ALEESNYELEGK 166 177 78.0 26.1 70.6 2 0 0 1,381.6482
O_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.36% DAEAWFNEK 335 343 48.2 25.0 33.6 2 0 0 1,109.4898
O_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.36% QSLEASLAETEGR 387 399 48.8 28.2 41.0 1 0 0 1,390.6809
O_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.36% LENEIQTYR 442 450 64.3 27.9 57.1 2 0 0 1,165.5848
O_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 12.20% GSLGGGFSSGGFSGGSFSR 41 59 118.0 25.0 0.0 2 0 0 1,707.7722
O_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 12.20% ALEESNYELEGK 166 177 77.5 26.1 69.4 2 0 0 1,381.6482
O_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 12.20% QSVEADINGLR 246 256 71.5 26.8 57.9 2 0 0 1,201.6172
O_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 12.20% QSVEADINGLRR 246 257 26.0 27.7 9.7 1 0 0 1,357.7183
O_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 12.20% SQYEQLAEQNR 323 333 61.6 26.2 35.9 2 0 0 1,365.6393
O_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 12.20% AETECQNTEYQQLLDIK 423 439 67.5 25.9 52.1 2 0 0 2,082.9651
O_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 18 16.30% GSLGGGFSSGGFSGGSFSR 41 59 130.0 25.0 0.0 2 0 0 1,707.7722
O_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 18 16.30% ALEESNYELEGK 166 177 77.8 25.8 71.4 2 0 0 1,381.6482
O_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 18 16.30% QSVEADINGLR 246 256 65.9 27.3 51.4 2 0 0 1,201.6172
O_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 18 16.30% QSVEADINGLRR 246 257 34.1 27.8 27.1 1 2 0 1,357.7183
O_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 18 16.30% SQYEQLAEQNR 323 333 43.1 26.4 31.2 2 0 0 1,365.6393
O_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 18 16.30% QSLEASLAETEGR 387 399 92.3 27.0 77.6 2 0 0 1,390.6809
O_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 18 16.30% AETECQNTEYQQLLDIK 423 439 24.5 25.9 24.0 1 0 0 2,082.9651
O_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 18 16.30% IRLENEIQTYR 440 450 21.0 26.8 6.8 1 1 0 1,434.7700
O_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 11 18 16.30% LENEIQTYR 442 450 46.3 27.9 30.0 2 0 0 1,165.5848
O_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.70% GSLGGGFSSGGFSGGSFSR 41 59 118.0 25.0 0.0 2 0 0 1,707.7722
O_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.70% ALEESNYELEGK 166 177 84.3 26.1 77.9 2 0 0 1,381.6482
O_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.70% QSVEADINGLRR 246 257 24.8 28.2 16.0 0 2 0 1,357.7183
O_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.70% DAEAWFNEK 335 343 47.0 25.0 33.5 2 0 0 1,109.4898
O_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.70% QSLEASLAETEGR 387 399 63.9 28.2 55.2 2 0 0 1,390.6809



O_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.70% LENEIQTYR 442 450 61.7 27.8 46.6 2 0 0 1,165.5848
O_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% ALEESNYELEGK 166 177 84.8 25.8 77.5 1 0 0 1,381.6482
O_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% QSVEADINGLR 246 256 46.1 27.2 37.0 2 0 0 1,201.6172
O_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% DAEAWFNEK 335 343 52.9 25.0 37.7 2 0 0 1,109.4898
O_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% QSLEASLAETEGR 387 399 64.6 28.1 57.3 2 0 0 1,390.6809
O_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 9.25% LENEIQTYR 442 450 41.6 27.8 35.5 2 0 0 1,165.5848
O_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% GSLGGGFSSGGFSGGSFSR 41 59 138.0 25.0 0.0 2 0 0 1,707.7722
O_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% ALEESNYELEGK 166 177 50.1 26.3 45.2 1 0 0 1,381.6482
O_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% LKYENEVALR 236 245 51.2 27.0 31.4 1 0 0 1,234.6790
O_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% VLDELTLTK 258 266 26.2 27.1 17.7 1 0 0 1,031.5985
O_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% SQYEQLAEQNR 323 333 39.7 25.8 34.8 2 0 0 1,365.6393
O_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% DAEAWFNEK 335 343 52.7 25.0 37.8 2 0 0 1,109.4898
O_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% QSLEASLAETEGR 387 399 77.0 27.9 64.7 2 0 0 1,390.6809
O_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% AETECQNTEYQQLLDIK 423 439 59.0 25.9 47.1 2 0 0 2,082.9651
O_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% IRLENEIQTYR 440 450 23.8 26.8 21.1 1 0 0 1,434.7700
O_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 10 10 16 19.00% LENEIQTYR 442 450 54.5 27.8 33.5 2 0 0 1,165.5848
O_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 9.76% GSLGGGFSSGGFSGGSFSR 41 59 118.0 25.0 0.0 2 0 0 1,707.7722
O_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 9.76% ALEESNYELEGK 166 177 63.5 26.2 57.9 2 0 0 1,381.6482
O_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 9.76% DAEAWFNEK 335 343 48.3 25.0 32.8 2 0 0 1,109.4898
O_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 9.76% AETECQNTEYQQLLDIK 423 439 44.2 25.6 39.7 1 0 0 2,082.9651
O_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 12.70% GSLGGGFSSGGFSGGSFSR 41 59 125.0 25.0 0.0 2 0 0 1,707.7722
O_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 12.70% ALEESNYELEGK 166 177 70.7 26.0 60.6 2 0 0 1,381.6482
O_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 12.70% QSVEADINGLRR 246 257 39.9 27.7 28.1 0 1 0 1,357.7183
O_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 12.70% DAEAWFNEK 335 343 46.8 25.0 33.7 2 0 0 1,109.4898
O_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 12.70% QSLEASLAETEGR 387 399 77.9 27.9 68.3 2 0 0 1,390.6809
O_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 11 12.70% LENEIQTYR 442 450 25.8 28.1 7.1 2 0 0 1,165.5848
O_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 8.73% GSLGGGFSSGGFSGGSFSR 41 59 115.0 25.0 0.0 2 0 0 1,707.7722
O_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 8.73% ALEESNYELEGK 166 177 57.5 25.8 42.5 2 0 0 1,381.6482
O_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 8.73% VLDELTLTK 258 266 27.1 26.1 11.1 2 0 0 1,031.5985
O_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 8.73% SQYEQLAEQNR 323 333 41.2 26.1 34.3 2 0 0 1,365.6393
O_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 11.00% GSLGGGFSSGGFSGGSFSR 41 59 95.3 25.0 0.0 2 0 0 1,707.7722
O_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 11.00% ALEESNYELEGK 166 177 73.5 26.3 65.4 2 0 0 1,381.6482
O_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 11.00% SQYEQLAEQNR 323 333 56.2 26.7 38.8 1 0 0 1,365.6393
O_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 11.00% DAEAWFNEK 335 343 53.3 25.0 37.7 2 0 0 1,109.4898
O_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 11.00% QSLEASLAETEGR 387 399 112.0 28.1 104.0 1 0 0 1,390.6809
P_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 18 19.00% GSLGGGFSSGGFSGGSFSR 41 59 125.0 25.0 0.0 2 0 0 1,707.7722
P_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 18 19.00% LASYLDKVR 157 165 41.8 25.2 31.0 2 0 0 1,064.6099
P_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 18 19.00% ALEESNYELEGK 166 177 80.3 26.3 71.2 2 0 0 1,381.6482
P_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 18 19.00% QSVEADINGLRR 246 257 32.6 27.8 15.5 1 1 0 1,357.7183
P_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 18 19.00% VLDELTLTK 258 266 45.8 26.1 30.9 2 0 0 1,031.5985
P_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 18 19.00% SQYEQLAEQNR 323 333 52.6 26.7 30.1 2 0 0 1,365.6393
P_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 18 19.00% DAEAWFNEK 335 343 53.9 25.0 37.5 2 0 0 1,109.4898
P_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 18 19.00% QSLEASLAETEGR 387 399 80.3 28.2 74.2 2 0 0 1,390.6809
P_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 18 19.00% AETECQNTEYQQLLDIK 423 439 76.5 25.8 69.7 2 0 0 2,082.9651
P_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 11.00% GSLGGGFSSGGFSGGSFSR 41 59 114.0 25.0 0.0 2 0 0 1,707.7722
P_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 11.00% ALEESNYELEGK 166 177 84.2 26.3 75.2 2 0 0 1,381.6482
P_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 11.00% SQYEQLAEQNR 323 333 67.4 26.7 45.0 2 0 0 1,365.6393
P_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 11.00% DAEAWFNEK 335 343 48.8 25.0 32.6 2 0 0 1,109.4898
P_02 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 9 11.00% QSLEASLAETEGR 387 399 59.8 28.1 50.1 1 0 0 1,390.6809
P_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.20% VTMQNLNDR 148 156 34.1 28.2 21.3 2 0 0 1,090.5310
P_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.20% ALEESNYELEGK 166 177 75.3 25.8 66.5 2 0 0 1,381.6482
P_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.20% SQYEQLAEQNR 323 333 49.8 26.1 33.1 2 0 0 1,365.6393
P_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.20% DAEAWFNEK 335 343 48.8 25.0 33.3 2 0 0 1,109.4898
P_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.20% QSLEASLAETEGR 387 399 84.6 28.1 81.3 2 0 0 1,390.6809
P_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.20% LENEIQTYR 442 450 30.5 28.1 24.8 1 0 0 1,165.5848
P_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.20% SLLEGEGSSGGGGR 451 464 64.2 26.9 61.5 2 0 0 1,262.5973
P_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.40% GSLGGGFSSGGFSGGSFSR 41 59 107.0 25.0 0.0 2 0 0 1,707.7722
P_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.40% ALEESNYELEGK 166 177 83.9 25.8 78.4 2 0 0 1,381.6482
P_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.40% QSVEADINGLR 246 256 65.7 27.4 51.3 2 0 0 1,201.6172
P_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.40% SQYEQLAEQNR 323 333 62.2 26.1 30.7 2 0 0 1,365.6393
P_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.40% DAEAWFNEK 335 343 53.3 25.0 37.2 2 0 0 1,109.4898
P_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.40% QSLEASLAETEGR 387 399 91.6 28.2 86.7 2 0 0 1,390.6809
P_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 14 14.40% LENEIQTYR 442 450 41.8 27.5 33.9 2 0 0 1,165.5848
P_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% GSLGGGFSSGGFSGGSFSR 41 59 103.0 25.0 0.0 2 0 0 1,707.7722
P_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% ALEESNYELEGK 166 177 88.8 26.2 79.0 2 0 0 1,381.6482
P_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% QSVEADINGLR 246 256 69.5 27.4 56.0 2 0 0 1,201.6172
P_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% QSVEADINGLRR 246 257 16.9 28.2 11.7 0 1 0 1,357.7183
P_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% SQYEQLAEQNR 323 333 71.4 26.7 47.9 2 0 0 1,365.6393
P_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% DAEAWFNEK 335 343 49.2 25.0 32.6 2 0 0 1,109.4898
P_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 13.00% QSLEASLAETEGR 387 399 99.8 27.8 87.1 2 0 0 1,390.6809
P_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% GSLGGGFSSGGFSGGSFSR 41 59 106.0 25.0 0.0 2 0 0 1,707.7722
P_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% LASYLDKVR 157 165 29.2 25.2 17.1 1 0 0 1,064.6099
P_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% ALEESNYELEGK 166 177 70.2 25.8 62.0 2 0 0 1,381.6482
P_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% QSVEADINGLR 246 256 70.2 26.8 55.5 2 0 0 1,201.6172
P_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% QSVEADINGLRR 246 257 27.1 28.1 18.4 0 1 0 1,357.7183
P_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% SQYEQLAEQNR 323 333 62.8 26.0 40.7 2 0 0 1,365.6393
P_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% DAEAWFNEK 335 343 48.1 25.0 33.5 2 0 0 1,109.4898
P_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% QSLEASLAETEGR 387 399 100.0 28.0 85.1 2 0 0 1,390.6809
P_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 12.80% GSLGGGFSSGGFSGGSFSR 41 59 138.0 25.0 0.0 2 0 0 1,707.7722
P_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 12.80% ALEESNYELEGK 166 177 78.6 26.2 72.7 2 0 0 1,381.6482
P_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 12.80% LKYENEVALR 236 245 25.4 27.0 14.5 1 0 0 1,234.6790
P_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 12.80% QSVEADINGLR 246 256 58.5 26.7 39.6 2 0 0 1,201.6172
P_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 12.80% QSVEADINGLRR 246 257 37.4 28.1 31.4 1 2 0 1,357.7183
P_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 12.80% QSLEASLAETEGR 387 399 91.9 28.2 84.3 2 0 0 1,390.6809
P_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 12.80% LENEIQTYR 442 450 53.7 27.5 24.9 2 0 0 1,165.5848
P_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 19.30% GSLGGGFSSGGFSGGSFSR 41 59 124.0 25.0 0.0 2 0 0 1,707.7722
P_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 19.30% LASYLDKVR 157 165 44.1 25.3 27.1 2 0 0 1,064.6099
P_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 19.30% ALEESNYELEGK 166 177 78.6 25.8 68.3 2 0 0 1,381.6482
P_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 19.30% QSVEADINGLRR 246 257 26.4 28.2 20.0 0 1 0 1,357.7183
P_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 19.30% VLDELTLTK 258 266 43.6 26.1 30.8 2 0 0 1,031.5985
P_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 19.30% SQYEQLAEQNR 323 333 60.5 26.4 36.5 2 0 0 1,365.6393
P_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 19.30% QSLEASLAETEGR 387 399 86.5 28.2 77.6 2 0 0 1,390.6809
P_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 19.30% AETECQNTEYQQLLDIK 423 439 98.9 26.0 86.1 1 0 0 2,082.9651
P_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 16 19.30% IRLENEIQTYR 440 450 60.5 26.5 52.4 2 0 0 1,434.7700
P_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 15.90% GSLGGGFSSGGFSGGSFSR 41 59 117.0 25.0 0.0 2 0 0 1,707.7722
P_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 15.90% LKYENEVALR 236 245 51.1 27.0 39.1 1 0 0 1,234.6790
P_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 15.90% QSVEADINGLRR 246 257 29.6 28.2 2.9 1 2 0 1,357.7183
P_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 15.90% SQYEQLAEQNR 323 333 57.9 26.1 27.1 2 0 0 1,365.6393
P_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 15.90% QSLEASLAETEGR 387 399 87.0 28.1 77.7 2 0 0 1,390.6809
P_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 15.90% AETECQNTEYQQLLDIK 423 439 66.5 25.9 52.3 2 1 0 2,082.9651
P_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 15.90% IRLENEIQTYR 440 450 46.0 26.8 39.2 2 0 0 1,434.7700
P_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 17 15.90% LENEIQTYR 442 450 48.4 27.9 31.2 2 0 0 1,165.5848
P_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% LASYLDKVR 157 165 51.5 25.3 39.5 2 0 0 1,064.6099
P_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% ALEESNYELEGK 166 177 78.0 25.8 70.1 2 0 0 1,381.6482
P_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% LKYENEVALR 236 245 29.4 27.0 18.3 1 0 0 1,234.6790
P_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% QSVEADINGLR 246 256 62.9 26.8 47.7 1 0 0 1,201.6172
P_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% SQYEQLAEQNR 323 333 56.6 26.0 42.3 2 0 0 1,365.6393
P_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% QSLEASLAETEGR 387 399 95.5 28.2 79.6 2 0 0 1,390.6809
P_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 13.20% IRLENEIQTYR 440 450 42.1 26.8 40.2 2 0 0 1,434.7700
P_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 10.80% GSLGGGFSSGGFSGGSFSR 41 59 119.0 25.0 0.0 2 0 0 1,707.7722
P_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 10.80% SQYEQLAEQNR 323 333 58.7 26.0 36.2 1 0 0 1,365.6393
P_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 10.80% DAEAWFNEK 335 343 52.9 25.0 36.2 2 0 0 1,109.4898



P_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 10.80% QSLEASLAETEGR 387 399 87.1 28.2 78.0 1 0 0 1,390.6809
P_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 5 8 10.80% IRLENEIQTYR 440 450 56.7 26.8 47.2 2 0 0 1,434.7700
P_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 13.70% GSLGGGFSSGGFSGGSFSR 41 59 126.0 25.0 0.0 2 0 0 1,707.7722
P_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 13.70% SQYEQLAEQNR 323 333 49.0 26.7 31.9 2 0 0 1,365.6393
P_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 13.70% DAEAWFNEK 335 343 49.0 25.0 33.7 2 0 0 1,109.4898
P_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 13.70% QSLEASLAETEGR 387 399 77.8 28.1 70.3 2 0 0 1,390.6809
P_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 13.70% AETECQNTEYQQLLDIK 423 439 97.0 26.0 87.2 2 0 0 2,082.9651
P_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 13.70% IRLENEIQTYR 440 450 46.9 26.8 37.3 2 0 0 1,434.7700
P_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 13.70% GSLGGGFSSGGFSGGSFSR 41 59 135.0 25.0 0.0 2 0 0 1,707.7722
P_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 13.70% LASYLDKVR 157 165 40.5 25.3 32.6 2 0 0 1,064.6099
P_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 13.70% QSVEADINGLRR 246 257 25.8 27.7 7.9 2 0 0 1,357.7183
P_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 13.70% RVLDELTLTK 257 266 33.8 25.9 24.0 2 0 0 1,187.6996
P_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 13.70% VLDELTLTK 258 266 44.3 27.1 36.5 2 0 0 1,031.5985
P_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 13.70% SQYEQLAEQNR 323 333 62.1 26.0 39.5 2 0 0 1,365.6393
P_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 13.70% DAEAWFNEK 335 343 43.9 25.0 29.6 2 0 0 1,109.4898
P_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 16 13.70% IRLENEIQTYR 440 450 41.5 26.8 38.0 2 0 0 1,434.7700
P_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 13.50% GSLGGGFSSGGFSGGSFSR 41 59 141.0 25.0 0.0 2 0 0 1,707.7722
P_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 13.50% QSVEADINGLRR 246 257 27.7 28.2 8.0 1 0 0 1,357.7183
P_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 13.50% SQYEQLAEQNR 323 333 68.7 26.1 43.4 2 0 0 1,365.6393
P_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 13.50% DAEAWFNEK 335 343 44.5 25.0 29.5 2 0 0 1,109.4898
P_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 13.50% AETECQNTEYQQLLDIK 423 439 68.0 25.9 56.8 1 0 0 2,082.9651
P_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 13.50% IRLENEIQTYR 440 450 46.5 26.5 40.8 2 0 0 1,434.7700
P_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% GSLGGGFSSGGFSGGSFSR 41 59 86.8 25.0 0.0 2 0 0 1,707.7722
P_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% VTMQNLNDR 148 156 35.8 27.8 20.4 2 0 0 1,090.5310
P_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% ALEESNYELEGK 166 177 81.1 26.2 72.2 2 0 0 1,381.6482
P_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% LKYENEVALR 236 245 28.2 27.0 19.9 2 0 0 1,234.6790
P_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% SQYEQLAEQNR 323 333 68.4 26.1 46.5 2 0 0 1,365.6393
P_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% SQYEQLAEQNRK 323 334 38.2 28.1 33.2 1 0 0 1,493.7343
P_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% LENEIQTYR 442 450 54.7 27.5 32.8 1 0 0 1,165.5848
P_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.60% SLLEGEGSSGGGGR 451 464 62.8 27.2 59.7 2 0 0 1,262.5973
P_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 14 16.30% GSLGGGFSSGGFSGGSFSR 41 59 147.0 25.0 0.0 2 0 0 1,707.7722
P_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 14 16.30% IKEWYEK 178 184 27.4 26.7 3.2 1 0 0 995.5197
P_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 14 16.30% LKYENEVALR 236 245 29.6 27.0 22.5 1 0 0 1,234.6790
P_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 14 16.30% QSVEADINGLRR 246 257 35.2 27.8 27.7 1 1 0 1,357.7183
P_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 14 16.30% VLDELTLTK 258 266 45.8 27.1 34.2 2 0 0 1,031.5985
P_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 14 16.30% SQYEQLAEQNR 323 333 65.1 26.2 43.6 2 0 0 1,365.6393
P_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 14 16.30% SQYEQLAEQNRK 323 334 31.3 28.0 25.2 1 0 0 1,493.7343
P_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 14 16.30% AETECQNTEYQQLLDIK 423 439 87.7 25.8 75.3 2 0 0 2,082.9651
P_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 10 14 16.30% LENEIQTYR 442 450 45.7 27.9 35.3 1 0 0 1,165.5848
Q_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 19 15.40% GSLGGGFSSGGFSGGSFSR 41 59 102.0 25.0 0.0 2 0 0 1,707.7722
Q_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 19 15.40% QSVEADINGLRR 246 257 24.1 27.7 20.8 0 1 0 1,357.7183
Q_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 19 15.40% RVLDELTLTK 257 266 31.0 25.0 18.0 2 0 0 1,187.6996
Q_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 19 15.40% VLDELTLTK 258 266 49.4 27.1 35.3 2 0 0 1,031.5985
Q_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 19 15.40% SQYEQLAEQNR 323 333 65.8 26.1 39.1 2 2 0 1,365.6393
Q_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 19 15.40% DAEAWFNEK 335 343 49.5 25.0 33.0 2 0 0 1,109.4898
Q_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 19 15.40% QSLEASLAETEGR 387 399 99.0 28.2 88.7 2 0 0 1,390.6809
Q_01 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 10 19 15.40% AETECQNTEYQQLLDIK 423 439 75.6 26.0 65.0 2 2 0 2,082.9651
Q_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.36% LKYENEVALR 236 245 36.8 27.0 24.6 1 0 0 1,234.6790
Q_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.36% SQYEQLAEQNR 323 333 81.2 26.4 57.8 2 0 0 1,365.6393
Q_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.36% DAEAWFNEK 335 343 49.8 25.0 32.8 2 0 0 1,109.4898
Q_03 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 7 7.36% QSLEASLAETEGR 387 399 86.3 28.0 82.0 2 0 0 1,390.6809
Q_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 12.20% GSLGGGFSSGGFSGGSFSR 41 59 66.3 25.0 0.0 1 0 0 1,707.7722
Q_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 12.20% ALEESNYELEGK 166 177 65.8 26.1 58.7 2 0 0 1,381.6482
Q_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 12.20% QSVEADINGLR 246 256 69.9 27.1 53.5 2 0 0 1,201.6172
Q_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 12.20% SQYEQLAEQNR 323 333 60.3 26.1 35.9 2 0 0 1,365.6393
Q_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 12.20% DAEAWFNEK 335 343 43.6 25.0 28.5 2 0 0 1,109.4898
Q_04 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 12.20% LENEIQTYR 442 450 43.0 27.5 21.3 1 0 0 1,165.5848
Q_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.40% GSLGGGFSSGGFSGGSFSR 41 59 83.3 25.0 0.0 2 0 0 1,707.7722
Q_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.40% ALEESNYELEGK 166 177 69.3 26.1 60.4 2 0 0 1,381.6482
Q_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.40% QSVEADINGLR 246 256 40.8 27.3 31.3 2 0 0 1,201.6172
Q_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.40% SQYEQLAEQNR 323 333 65.5 26.1 37.3 2 0 0 1,365.6393
Q_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.40% DAEAWFNEK 335 343 53.3 25.0 37.4 2 0 0 1,109.4898
Q_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.40% QSLEASLAETEGR 387 399 102.0 28.1 89.2 2 0 0 1,390.6809
Q_05 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 13 14.40% LENEIQTYR 442 450 41.7 27.8 26.5 1 0 0 1,165.5848
Q_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% GSLGGGFSSGGFSGGSFSR 41 59 117.0 25.0 0.0 2 0 0 1,707.7722
Q_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% ALEESNYELEGK 166 177 67.2 26.2 59.2 2 0 0 1,381.6482
Q_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% SQYEQLAEQNR 323 333 68.2 26.7 34.6 2 0 0 1,365.6393
Q_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% DAEAWFNEK 335 343 53.1 25.0 37.6 2 0 0 1,109.4898
Q_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% QSLEASLAETEGR 387 399 86.8 27.9 79.0 2 0 0 1,390.6809
Q_06 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% LENEIQTYR 442 450 63.9 27.5 45.2 2 0 0 1,165.5848
Q_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% GSLGGGFSSGGFSGGSFSR 41 59 143.0 25.0 0.0 2 0 0 1,707.7722
Q_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% ALEESNYELEGK 166 177 78.1 25.8 70.1 2 0 0 1,381.6482
Q_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% VLDELTLTK 258 266 41.2 26.1 28.1 2 0 0 1,031.5985
Q_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% SQYEQLAEQNR 323 333 49.4 26.2 31.2 2 0 0 1,365.6393
Q_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% DAEAWFNEK 335 343 52.8 25.0 37.2 2 0 0 1,109.4898
Q_07 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% QSLEASLAETEGR 387 399 99.7 28.2 91.0 2 0 0 1,390.6809
Q_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% GSLGGGFSSGGFSGGSFSR 41 59 115.0 25.0 0.0 2 0 0 1,707.7722
Q_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% ALEESNYELEGK 166 177 80.5 25.8 71.8 2 0 0 1,381.6482
Q_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% VLDELTLTK 258 266 45.0 27.1 33.3 2 0 0 1,031.5985
Q_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% SQYEQLAEQNR 323 333 60.4 26.1 36.7 2 0 0 1,365.6393
Q_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% DAEAWFNEK 335 343 50.0 25.0 33.9 2 0 0 1,109.4898
Q_08 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 12 12.50% QSLEASLAETEGR 387 399 92.2 28.1 81.3 2 0 0 1,390.6809
Q_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 16.10% GSLGGGFSSGGFSGGSFSR 41 59 126.0 25.0 0.0 2 0 0 1,707.7722
Q_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 16.10% YENEVALR 238 245 46.5 27.8 32.7 2 0 0 993.4999
Q_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 16.10% SQYEQLAEQNR 323 333 60.1 26.5 36.4 2 0 0 1,365.6393
Q_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 16.10% SQYEQLAEQNRK 323 334 36.1 27.9 30.7 2 0 0 1,493.7343
Q_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 16.10% QSLEASLAETEGR 387 399 98.4 28.1 84.5 2 0 0 1,390.6809
Q_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 16.10% AETECQNTEYQQLLDIK 423 439 74.2 25.8 62.1 1 0 0 2,082.9651
Q_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 16.10% IRLENEIQTYR 440 450 54.6 27.3 46.8 2 0 0 1,434.7700
Q_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 16.10% LENEIQTYR 442 450 54.7 27.5 33.3 2 0 0 1,165.5848
Q_09 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 9 9 17 16.10% SLLEGEGSSGGGGR 451 464 59.2 26.3 55.9 2 0 0 1,262.5973
Q_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.00% GSLGGGFSSGGFSGGSFSR 41 59 104.0 25.0 0.0 2 0 0 1,707.7722
Q_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.00% ALEESNYELEGK 166 177 85.2 26.2 77.1 2 0 0 1,381.6482
Q_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.00% YENEVALR 238 245 39.4 28.4 22.0 2 0 0 993.4999
Q_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.00% SQYEQLAEQNR 323 333 65.7 26.2 34.6 2 0 0 1,365.6393
Q_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.00% SQYEQLAEQNRK 323 334 25.0 27.9 22.1 1 0 0 1,493.7343
Q_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.00% DAEAWFNEK 335 343 47.5 25.0 33.4 1 0 0 1,109.4898
Q_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.00% QSLEASLAETEGR 387 399 86.5 28.2 77.6 2 0 0 1,390.6809
Q_10 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 8 8 14 14.00% LENEIQTYR 442 450 50.1 27.5 31.0 2 0 0 1,165.5848
Q_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 8.56% GSLGGGFSSGGFSGGSFSR 41 59 153.0 25.0 0.0 2 0 0 1,707.7722
Q_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 8.56% DAEAWFNEK 335 343 53.1 25.0 37.3 2 0 0 1,109.4898
Q_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 8.56% QSLEASLAETEGR 387 399 76.2 28.2 67.2 2 0 0 1,390.6809
Q_11 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 4 4 8 8.56% LENEIQTYR 442 450 51.3 27.9 32.2 2 0 0 1,165.5848
Q_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 14 12.30% GSLGGGFSSGGFSGGSFSR 41 59 118.0 25.0 0.0 2 0 0 1,707.7722
Q_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 14 12.30% QSVEADINGLR 246 256 57.3 27.4 37.7 2 0 0 1,201.6172
Q_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 14 12.30% SQYEQLAEQNR 323 333 62.8 26.0 39.3 2 2 0 1,365.6393
Q_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 14 12.30% DAEAWFNEK 335 343 53.3 25.0 37.5 2 0 0 1,109.4898
Q_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 14 12.30% QSLEASLAETEGR 387 399 98.4 27.8 85.7 2 0 0 1,390.6809
Q_12 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 7 14 12.30% LENEIQTYR 442 450 49.7 28.1 28.6 2 0 0 1,165.5848
Q_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 10.40% GSLGGGFSSGGFSGGSFSR 41 59 97.7 25.0 0.0 2 0 0 1,707.7722
Q_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 10.40% QSVEADINGLR 246 256 69.4 27.1 52.8 2 0 0 1,201.6172
Q_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 10.40% SQYEQLAEQNR 323 333 60.4 26.4 27.9 2 1 0 1,365.6393



Q_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 10.40% DAEAWFNEK 335 343 49.3 25.0 32.5 2 0 0 1,109.4898
Q_13 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 5 6 10 10.40% IRLENEIQTYR 440 450 24.3 26.7 22.0 1 0 0 1,434.7700
Q_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% GSLGGGFSSGGFSGGSFSR 41 59 113.0 25.0 0.0 2 0 0 1,707.7722
Q_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% QSVEADINGLR 246 256 76.4 27.1 59.4 2 0 0 1,201.6172
Q_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% QSVEADINGLRR 246 257 28.9 27.8 13.6 1 0 0 1,357.7183
Q_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% SQYEQLAEQNR 323 333 71.9 26.0 35.8 2 0 0 1,365.6393
Q_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% DAEAWFNEK 335 343 47.5 25.0 33.0 2 0 0 1,109.4898
Q_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% IRLENEIQTYR 440 450 23.6 26.8 19.2 1 0 0 1,434.7700
Q_14 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 7 12 10.60% LENEIQTYR 442 450 55.5 27.5 42.1 2 0 0 1,165.5848
Q_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.50% QSVEADINGLRR 246 257 39.2 27.8 35.5 0 1 0 1,357.7183
Q_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.50% VLDELTLTK 258 266 42.9 27.1 32.6 2 0 0 1,031.5985
Q_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.50% SQYEQLAEQNR 323 333 65.8 26.1 44.8 2 0 0 1,365.6393
Q_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.50% DAEAWFNEK 335 343 44.2 25.0 29.5 2 0 0 1,109.4898
Q_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.50% AETECQNTEYQQLLDIK 423 439 69.0 26.0 58.3 1 0 0 2,082.9651
Q_15 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 6 6 10 11.50% LENEIQTYR 442 450 60.8 27.5 44.8 2 0 0 1,165.5848
Q_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 14.70% GSLGGGFSSGGFSGGSFSR 41 59 114.0 25.0 0.0 2 0 0 1,707.7722
Q_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 14.70% QSVEADINGLRR 246 257 29.6 27.8 11.3 2 0 0 1,357.7183
Q_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 14.70% VLDELTLTK 258 266 58.5 27.1 52.9 1 0 0 1,031.5985
Q_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 14.70% SQYEQLAEQNR 323 333 63.0 26.5 41.7 2 0 0 1,365.6393
Q_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 14.70% DAEAWFNEK 335 343 47.9 25.0 34.0 2 0 0 1,109.4898
Q_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 14.70% AETECQNTEYQQLLDIK 423 439 74.5 25.8 62.1 2 1 0 2,082.9651
Q_16 Keratin, type I cytoskeletal 10 K1C10_HUMAN 58,829 7 8 14 14.70% LENEIQTYR 442 450 56.0 27.9 39.9 2 0 0 1,165.5848
A_10 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 3 3 6 10.70% QSVEADINGLRR 202 213 24.7 27.7 21.5 0 1 0 1,357.7183
A_10 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 3 3 6 10.70% EVSTNTAMIQTSK 306 318 46.2 26.9 37.8 2 0 0 1,425.6891
A_10 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 3 3 6 10.70% AGLENTVAETECR 343 355 60.2 25.0 15.4 2 0 0 1,449.6639
A_10 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 3 3 6 10.70% TRLEQEIATYR 396 406 25.5 27.7 21.9 2 0 0 1,379.7278
A_18 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 3 3 4 8.30% VILEIDNAR 176 184 35.2 26.2 3.7 2 0 0 1,042.5892
A_18 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 3 3 4 8.30% YENELALR 194 201 27.0 28.4 8.7 1 0 0 1,007.5156
A_18 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 3 3 4 8.30% QSVEADINGLRR 202 213 25.1 27.8 21.6 0 2 0 1,357.7183
A_18 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 3 3 4 8.30% LEQEIATYR 398 406 41.8 27.9 40.1 1 0 0 1,122.5790
P_04 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 6 6 9 21.80% LQSSSASYGGGFGGGSCQLGGGR 5 27 124.0 25.0 124.0 2 0 0 2,146.9573
P_04 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 6 6 9 21.80% VILEIDNAR 176 184 24.8 27.6 6.1 1 0 0 1,042.5892
P_04 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 6 6 9 21.80% QSVEADINGLR 202 212 65.7 27.4 51.3 2 0 0 1,201.6172
P_04 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 6 6 9 21.80% AGLENTVAETECR 343 355 77.9 25.5 17.1 2 0 0 1,449.6639
P_04 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 6 6 9 21.80% LEQEIATYR 398 406 43.6 28.3 33.1 2 0 0 1,122.5790
P_04 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 6 6 9 21.80% MIGFPSSAGSVSPR 416 429 43.7 27.8 35.2 1 0 0 1,392.6940
P_04 Keratin, type I cytoskeletal 13 K1C13_HUMAN 49,589 6 6 9 21.80% STSVTTTSSASVTTTSNASGR 430 450 31.4 27.3 28.0 1 0 0 2,002.9522
A_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 14.60% ISSVLAGGSCR 31 41 33.7 27.5 25.6 1 0 0 1,106.5623
A_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 14.60% APSTYGGGLSVSSSR 42 56 81.5 27.2 78.4 2 0 0 1,425.6968
A_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 14.60% VTMQNLNDR 117 125 39.1 27.8 20.6 2 0 0 1,090.5310
A_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 14.60% ALEEANADLEVK 135 146 47.8 27.7 28.4 1 0 0 1,301.6584
A_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 14.60% DAEEWFFTK 301 309 38.6 25.0 34.6 1 0 0 1,172.5259
A_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 14.60% EVATNSELVQSGK 316 328 28.6 28.2 28.6 2 0 0 1,361.6907
A_03 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 9.53% APSTYGGGLSVSSSR 42 56 68.1 27.2 68.1 2 0 0 1,425.6968
A_03 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 9.53% LASYLDKVR 126 134 50.6 26.1 34.8 2 0 0 1,064.6099
A_03 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 9.53% ALEEANADLEVK 135 146 49.2 27.2 38.9 2 0 0 1,301.6584
A_03 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 9.53% DAEEWFFTK 301 309 32.9 25.0 22.2 2 0 0 1,172.5259
A_04 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 12.10% ISSVLAGGSCR 31 41 46.0 28.4 37.8 2 0 0 1,106.5623
A_04 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 12.10% APSTYGGGLSVSSSR 42 56 87.7 27.2 87.7 2 0 0 1,425.6968
A_04 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 12.10% VLDELTLAR 224 232 61.0 27.1 46.4 2 0 0 1,029.5940
A_04 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 12.10% DAEEWFFTK 301 309 22.5 25.0 19.5 1 0 0 1,172.5259
A_04 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 12.10% EVATNSELVQSGK 316 328 49.3 28.2 49.2 2 0 0 1,361.6907
A_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 7.84% APSTYGGGLSVSSSR 42 56 63.6 27.2 63.6 2 0 0 1,425.6968
A_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 7.84% EVATNSELVQSGK 316 328 41.5 28.3 41.5 1 0 0 1,361.6907
A_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 7.84% LEQEIATYR 408 416 31.6 27.9 28.3 1 0 0 1,122.5790
A_23 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 14.40% APSTYGGGLSVSSSR 42 56 84.3 27.2 76.6 2 0 0 1,425.6968
A_23 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 14.40% LASYLDKVR 126 134 23.0 26.3 4.5 1 0 0 1,064.6099
A_23 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 14.40% DAEEWFFTK 301 309 24.1 25.0 22.6 1 0 0 1,172.5259
A_23 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 14.40% EVATNSELVQSGK 316 328 53.3 28.5 49.6 2 0 0 1,361.6907
A_23 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 14.40% ASLENSLEETK 353 363 42.6 27.4 37.3 2 0 0 1,220.6005
A_23 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 14.40% TRLEQEIATYR 406 416 24.8 28.0 22.8 1 0 0 1,379.7278
A_24 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.80% LASYLDKVR 126 134 40.7 26.3 28.1 2 0 0 1,064.6099
A_24 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.80% ALEEANADLEVK 135 146 52.7 27.6 29.6 2 0 0 1,301.6584
A_24 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.80% EVATNSELVQSGK 316 328 63.7 28.2 61.8 2 0 0 1,361.6907
A_24 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.80% LEQEIATYR 408 416 29.8 27.9 23.2 1 0 0 1,122.5790
A_24 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.80% LLEGEDAHLSSSQFSSGSQSSR 418 439 43.8 25.0 43.8 0 1 0 2,309.0640
A_25 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.90% APSTYGGGLSVSSSR 42 56 64.8 27.2 61.5 2 0 0 1,425.6968
A_25 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.90% LASYLDKVR 126 134 25.5 26.3 16.2 1 0 0 1,064.6099
A_25 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.90% ALEEANADLEVK 135 146 51.2 27.6 34.7 1 0 0 1,301.6584
A_25 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.90% DAEEWFFTK 301 309 28.5 25.0 28.5 1 0 0 1,172.5259
A_25 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.90% ASLENSLEETK 353 363 35.9 27.0 32.6 1 0 0 1,220.6005
A_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.20% VTMQNLNDR 117 125 23.5 27.3 10.0 1 0 0 1,090.5310
A_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.20% DAEEWFFTK 301 309 40.9 25.0 40.9 1 0 0 1,172.5259
A_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.20% EVATNSELVQSGK 316 328 58.3 28.3 57.1 2 0 0 1,361.6907
A_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.20% ASLENSLEETK 353 363 40.8 27.1 40.8 1 0 0 1,220.6005
A_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.20% ASLENSLEETKGR 353 365 44.3 27.9 42.2 0 2 0 1,433.7231
A_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.20% LEQEIATYR 408 416 29.5 27.9 29.5 1 0 0 1,122.5790
A_30 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 8.26% APSTYGGGLSVSSSR 42 56 42.6 27.2 39.8 2 0 0 1,425.6968
A_30 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 8.26% EVATNSELVQSGK 316 328 63.9 28.1 63.9 2 0 0 1,361.6907
A_30 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 8.26% ASLENSLEETK 353 363 45.6 27.1 38.5 2 0 0 1,220.6005
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% GSCGIGGGIGGGSSR 16 30 28.5 25.4 21.0 2 0 0 1,278.5858
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% APSTYGGGLSVSSSR 42 56 19.3 27.1 9.9 0 1 0 1,425.6968
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% VTMQNLNDR 117 125 32.8 27.6 19.1 1 0 0 1,090.5310
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% MSVEADINGLR 212 222 45.3 26.6 32.2 2 0 0 1,220.5941
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% RVLDELTLAR 223 232 40.5 28.0 25.7 2 0 0 1,185.6951
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% VLDELTLAR 224 232 59.1 27.1 49.0 1 0 0 1,029.5940
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% GQVGGDVNVEMDAAPGVDLSR 262 282 83.1 25.5 82.8 2 2 0 2,101.9822
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% DAEEWFFTK 301 309 45.3 25.0 42.4 2 0 0 1,172.5259
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% TEELNREVATNSELVQSGK 310 328 63.8 27.4 61.4 0 1 0 2,104.0517
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% EVATNSELVQSGK 316 328 59.8 28.3 59.8 2 0 0 1,361.6907
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% ASLENSLEETKGR 353 365 71.5 28.0 55.8 2 2 0 1,433.7231
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% TRLEQEIATYR 406 416 54.5 27.9 46.3 2 0 0 1,379.7278
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% LEQEIATYR 408 416 62.2 27.9 52.3 2 0 0 1,122.5790
A_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 7 8 14 32.80% LLEGEDAHLSSSQFSSGSQSSR 418 439 73.3 25.0 70.5 0 2 0 2,309.0640
B_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 8.47% LASYLDKVR 126 134 49.9 26.1 35.5 2 0 0 1,064.6099
B_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 8.47% DAEEWFFTK 301 309 43.5 25.0 39.0 2 0 0 1,172.5259
B_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 8.47% EVATNSELVQSGK 316 328 52.6 28.2 52.6 2 0 0 1,361.6907
B_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 8.47% LEQEIATYR 408 416 42.9 27.9 35.0 2 0 0 1,122.5790
B_22 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 7.42% APSTYGGGLSVSSSR 42 56 56.1 27.5 56.1 2 0 0 1,425.6968
B_22 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 7.42% DAEEWFFTK 301 309 32.8 25.0 26.6 2 0 0 1,172.5259
B_22 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 7.42% ASLENSLEETK 353 363 27.3 27.4 20.0 1 0 0 1,220.6005
B_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 8 15.30% APSTYGGGLSVSSSR 42 56 87.2 27.5 83.1 2 0 0 1,425.6968
B_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 8 15.30% DAEEWFFTK 301 309 38.2 25.0 34.0 2 0 0 1,172.5259
B_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 8 15.30% EVATNSELVQSGK 316 328 66.2 28.5 63.5 2 0 0 1,361.6907
B_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 8 15.30% ASLENSLEETK 353 363 41.5 27.4 35.2 2 0 0 1,220.6005
B_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 8 15.30% ASLENSLEETKGR 353 365 33.0 28.2 27.5 0 1 0 1,433.7231
B_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 8 15.30% LLEGEDAHLSSSQFSSGSQSSR 418 439 58.3 25.0 58.3 0 2 0 2,309.0640
C_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 20.30% QFTSSSSMKGSCGIGGGIGGGSSR 7 30 42.9 25.0 41.6 0 2 0 2,278.0189
C_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 20.30% GSCGIGGGIGGGSSR 16 30 35.4 25.0 35.4 2 0 0 1,278.5858
C_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 20.30% ISSVLAGGSCR 31 41 86.8 28.6 70.7 1 0 0 1,106.5623
C_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 20.30% APSTYGGGLSVSSSR 42 56 41.1 27.2 38.5 1 0 0 1,425.6968
C_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 20.30% ALEEANADLEVK 135 146 52.5 27.2 32.0 1 0 0 1,301.6584



C_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 20.30% DAEEWFFTK 301 309 36.7 25.0 33.8 2 0 0 1,172.5259
C_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 20.30% EVATNSELVQSGK 316 328 37.3 28.3 32.3 1 0 0 1,361.6907
C_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 20.30% TRLEQEIATYR 406 416 62.6 27.6 57.0 2 2 0 1,379.7278
C_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 20.30% TRLEQEIATYRR 406 417 20.2 27.2 10.1 0 1 0 1,535.8289
C_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 20.30% LEQEIATYR 408 416 43.3 27.8 35.9 1 0 0 1,122.5790
C_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.40% ISSVLAGGSCR 31 41 53.5 28.6 44.9 2 0 0 1,106.5623
C_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.40% LASYLDKVR 126 134 30.8 26.1 15.1 1 0 0 1,064.6099
C_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.40% ALEEANADLEVK 135 146 34.8 27.2 22.2 1 0 0 1,301.6584
C_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.40% DAEEWFFTK 301 309 22.2 25.0 22.2 1 0 0 1,172.5259
C_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.40% EVATNSELVQSGK 316 328 36.2 28.3 36.2 2 0 0 1,361.6907
C_23 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 6 12.10% ISSVLAGGSCR 31 41 27.1 28.4 20.7 1 0 0 1,106.5623
C_23 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 6 12.10% APSTYGGGLSVSSSR 42 56 84.1 27.2 84.1 2 0 0 1,425.6968
C_23 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 6 12.10% VTMQNLNDR 117 125 25.2 27.6 9.9 1 0 0 1,090.5310
C_23 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 6 12.10% DAEEWFFTK 301 309 31.2 25.0 30.1 2 0 0 1,172.5259
C_23 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 6 12.10% EVATNSELVQSGK 316 328 64.8 27.8 64.8 2 0 0 1,361.6907
C_24 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 19.10% QFTSSSSMKGSCGIGGGIGGGSSR 7 30 72.7 25.0 69.2 0 2 0 2,278.0189
C_24 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 19.10% LASYLDKVR 126 134 41.3 26.1 28.9 2 0 0 1,064.6099
C_24 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 19.10% ALEEANADLEVK 135 146 59.8 27.2 46.1 2 0 0 1,301.6584
C_24 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 19.10% QRPAEIKDYSPYFK 154 167 23.1 27.0 23.1 0 1 0 1,741.8909
C_24 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 19.10% DAEEWFFTK 301 309 28.4 25.0 28.4 2 0 0 1,172.5259
C_24 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 19.10% LLEGEDAHLSSSQFSSGSQSSR 418 439 64.6 25.0 60.1 0 1 0 2,309.0640
C_25 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 12.50% APSTYGGGLSVSSSR 42 56 100.0 27.2 100.0 2 0 0 1,425.6968
C_25 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 12.50% LASYLDKVR 126 134 44.0 26.1 30.8 2 0 0 1,064.6099
C_25 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 12.50% ASLENSLEETKGR 353 365 27.9 27.7 26.9 0 2 0 1,433.7231
C_25 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 12.50% LLEGEDAHLSSSQFSSGSQSSR 418 439 32.4 25.0 32.4 0 1 0 2,309.0640
C_26 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 8 26.50% QFTSSSSMKGSCGIGGGIGGGSSR 7 30 31.4 25.0 28.8 0 1 0 2,278.0189
C_26 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 8 26.50% LASYLDKVR 126 134 48.7 26.1 38.5 2 0 0 1,064.6099
C_26 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 8 26.50% QRPAEIKDYSPYFK 154 167 21.7 27.3 21.7 0 1 0 1,741.8909
C_26 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 8 26.50% GQVGGDVNVEMDAAPGVDLSR 262 282 62.7 25.6 61.7 1 0 0 2,101.9822
C_26 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 8 26.50% DAEEWFFTK 301 309 37.5 25.0 37.5 2 0 0 1,172.5259
C_26 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 8 26.50% EVATNSELVQSGK 316 328 40.2 28.1 40.2 2 0 0 1,361.6907
C_26 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 8 26.50% ASLENSLEETKGR 353 365 25.5 27.7 18.3 0 1 0 1,433.7231
C_26 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 8 26.50% LLEGEDAHLSSSQFSSGSQSSR 418 439 61.2 25.0 59.8 0 2 0 2,309.0640
C_27 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 14.00% LASYLDKVR 126 134 52.2 26.1 42.5 2 0 0 1,064.6099
C_27 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 14.00% DAEEWFFTK 301 309 40.8 25.0 37.2 2 0 0 1,172.5259
C_27 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 14.00% EVATNSELVQSGK 316 328 32.3 28.1 32.0 1 0 0 1,361.6907
C_27 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 14.00% ASLENSLEETKGR 353 365 20.2 28.0 14.3 0 1 0 1,433.7231
C_27 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 14.00% LLEGEDAHLSSSQFSSGSQSSR 418 439 41.6 25.0 41.6 0 1 0 2,309.0640
C_28 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 9.75% APSTYGGGLSVSSSR 42 56 80.4 27.2 80.2 2 0 0 1,425.6968
C_28 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 9.75% LASYLDKVR 126 134 30.8 26.1 18.0 2 0 0 1,064.6099
C_28 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 9.75% DAEEWFFTK 301 309 20.4 25.0 20.4 1 0 0 1,172.5259
C_28 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 9.75% ASLENSLEETKGR 353 365 26.2 28.0 20.1 0 1 0 1,433.7231
C_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 23.90% QFTSSSSMKGSCGIGGGIGGGSSR 7 30 26.3 25.0 18.6 0 1 0 2,278.0189
C_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 23.90% ISSVLAGGSCR 31 41 28.0 28.4 17.9 2 0 0 1,106.5623
C_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 23.90% LASYLDKVR 126 134 42.7 26.1 28.6 2 0 0 1,064.6099
C_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 23.90% ALEEANADLEVK 135 146 46.0 27.2 35.7 1 0 0 1,301.6584
C_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 23.90% DAEEWFFTK 301 309 20.5 25.0 20.5 1 0 0 1,172.5259
C_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 23.90% EVATNSELVQSGK 316 328 47.5 28.2 47.2 2 0 0 1,361.6907
C_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 23.90% ASLENSLEETKGR 353 365 40.0 27.8 31.7 0 1 0 1,433.7231
C_29 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 23.90% LLEGEDAHLSSSQFSSGSQSSR 418 439 36.3 25.0 36.3 0 2 0 2,309.0640
C_30 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 6 14.40% APSTYGGGLSVSSSR 42 56 60.9 27.0 60.9 2 0 0 1,425.6968
C_30 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 6 14.40% LASYLDKVR 126 134 29.5 26.3 10.1 1 0 0 1,064.6099
C_30 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 6 14.40% DAEEWFFTK 301 309 36.7 25.0 31.8 2 0 0 1,172.5259
C_30 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 6 14.40% EVATNSELVQSGK 316 328 40.7 28.1 38.0 1 0 0 1,361.6907
C_30 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 6 14.40% LLEGEDAHLSSSQFSSGSQSSR 418 439 56.9 25.0 56.9 0 1 0 2,309.0640
C_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 10 22.70% APSTYGGGLSVSSSR 42 56 65.4 27.1 55.0 2 0 0 1,425.6968
C_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 10 22.70% VTMQNLNDR 117 125 24.5 27.6 12.9 1 0 0 1,090.5310
C_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 10 22.70% LASYLDKVR 126 134 20.6 26.3 9.0 1 0 0 1,064.6099
C_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 10 22.70% GQVGGDVNVEMDAAPGVDLSR 262 282 91.3 25.9 89.0 2 0 0 2,101.9822
C_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 10 22.70% DAEEWFFTK 301 309 44.6 25.0 39.5 2 0 0 1,172.5259
C_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 10 22.70% EVATNSELVQSGK 316 328 52.8 28.5 52.8 2 0 0 1,361.6907
C_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 10 22.70% LEQEIATYR 408 416 25.8 28.3 17.0 1 0 0 1,122.5790
C_32 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 5 5 10 22.70% LLEGEDAHLSSSQFSSGSQSSR 418 439 40.9 25.0 36.6 0 2 0 2,309.0640
E_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 12.30% APSTYGGGLSVSSSR 42 56 71.9 27.0 64.3 2 0 0 1,425.6968
E_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 12.30% ALEEANADLEVK 135 146 49.0 27.2 37.7 2 0 0 1,301.6584
E_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 12.30% LEQEIATYR 408 416 53.1 28.2 43.2 2 0 0 1,122.5790
E_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 12.30% LLEGEDAHLSSSQFSSGSQSSR 418 439 32.9 25.0 32.9 0 1 0 2,309.0640
F_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 12.50% APSTYGGGLSVSSSR 42 56 89.1 27.5 89.1 2 0 0 1,425.6968
F_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 12.50% ALEEANADLEVK 135 146 65.0 27.6 40.5 2 0 0 1,301.6584
F_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 12.50% TKYETELNLR 202 211 22.6 27.0 12.6 1 0 0 1,266.6689
F_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 12.50% MSVEADINGLR 212 222 26.0 27.3 20.2 1 0 0 1,220.5941
F_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 12.50% TRLEQEIATYR 406 416 46.6 27.8 42.7 2 1 0 1,379.7278
F_09 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 12.50% LEQEIATYR 408 416 62.5 28.0 53.1 2 0 0 1,122.5790
H_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 16.10% LASYLDKVR 126 134 42.5 25.6 28.3 2 0 0 1,064.6099
H_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 16.10% ALEEANADLEVK 135 146 62.9 27.6 44.6 2 0 0 1,301.6584
H_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 16.10% DAEEWFFTK 301 309 63.3 25.0 57.8 2 0 0 1,172.5259
H_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 16.10% ASLENSLEETK 353 363 45.5 27.0 38.0 2 0 0 1,220.6005
H_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 16.10% ASLENSLEETKGR 353 365 33.2 28.3 23.3 2 1 0 1,433.7231
H_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 16.10% TRLEQEIATYR 406 416 51.5 27.4 50.0 2 0 0 1,379.7278
H_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 16.10% LEQEIATYR 408 416 46.8 28.2 37.2 2 0 0 1,122.5790
H_02 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 16.10% LLEGEDAHLSSSQFSSGSQSSR 418 439 41.8 25.0 40.6 0 1 0 2,309.0640
I_11 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 7.84% APSTYGGGLSVSSSR 42 56 62.3 27.1 60.4 2 0 0 1,425.6968
I_11 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 7.84% LLEGEDAHLSSSQFSSGSQSSR 418 439 51.5 25.0 51.2 0 2 0 2,309.0640
I_12 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 9.75% APSTYGGGLSVSSSR 42 56 74.7 27.6 71.7 2 0 0 1,425.6968
I_12 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 9.75% LASYLDKVR 126 134 36.0 26.1 27.8 1 0 0 1,064.6099
I_12 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 9.75% LLEGEDAHLSSSQFSSGSQSSR 418 439 63.6 25.0 63.6 0 2 0 2,309.0640
I_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 10.40% APSTYGGGLSVSSSR 42 56 74.9 27.2 74.9 2 0 0 1,425.6968
I_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 10.40% ALEEANADLEVK 135 146 67.3 27.9 35.2 2 0 0 1,301.6584
I_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 10.40% LLEGEDAHLSSSQFSSGSQSSR 418 439 76.2 25.0 76.2 0 2 0 2,309.0640
I_20 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 7.84% APSTYGGGLSVSSSR 42 56 59.8 27.2 59.8 2 0 0 1,425.6968
I_20 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 7.84% LLEGEDAHLSSSQFSSGSQSSR 418 439 63.3 25.0 62.2 0 1 0 2,309.0640
I_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 15.50% LASYLDKVR 126 134 34.8 26.3 22.3 1 0 0 1,064.6099
I_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 15.50% ALEEANADLEVK 135 146 67.2 27.7 45.0 2 0 0 1,301.6584
I_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 15.50% GQVGGDVNVEMDAAPGVDLSR 262 282 35.3 25.8 32.9 1 0 0 2,101.9822
I_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 15.50% LEQEIATYR 408 416 28.3 28.5 27.2 2 0 0 1,122.5790
I_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 15.50% LLEGEDAHLSSSQFSSGSQSSR 418 439 75.2 25.0 75.2 0 2 0 2,309.0640
J_12 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 12.90% APSTYGGGLSVSSSR 42 56 31.1 27.3 29.1 2 0 0 1,425.6968
J_12 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 12.90% ASLENSLEETK 353 363 60.9 27.5 51.7 1 0 0 1,220.6005
J_12 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 12.90% ASLENSLEETKGR 353 365 19.0 28.4 10.5 0 1 0 1,433.7231
J_12 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 12.90% TRLEQEIATYR 406 416 53.8 27.2 50.0 2 0 0 1,379.7278
J_12 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 12.90% LEQEIATYR 408 416 44.9 28.3 26.3 1 0 0 1,122.5790
J_12 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 12.90% LLEGEDAHLSSSQFSSGSQSSR 418 439 77.8 25.4 72.1 0 2 0 2,309.0640
J_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 17.20% LASYLDKVR 126 134 29.6 25.3 18.0 1 0 0 1,064.6099
J_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 17.20% ALEEANADLEVK 135 146 59.6 27.6 39.4 2 0 0 1,301.6584
J_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 17.20% DYSPYFK 161 167 20.6 25.0 11.3 1 0 0 919.4196
J_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 17.20% MSVEADINGLR 212 222 24.2 27.1 18.3 1 0 0 1,220.5941
J_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 17.20% ASLENSLEETK 353 363 28.5 27.4 22.5 2 0 0 1,220.6005
J_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 17.20% LEQEIATYR 408 416 30.1 28.5 22.3 1 0 0 1,122.5790
J_19 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 17.20% LLEGEDAHLSSSQFSSGSQSSR 418 439 56.9 25.4 55.4 0 2 0 2,309.0640
K_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 12.10% APSTYGGGLSVSSSR 42 56 59.5 27.5 53.0 2 0 0 1,425.6968
K_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 12.10% LASYLDKVR 126 134 45.3 25.8 29.8 2 0 0 1,064.6099
K_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 12.10% ASLENSLEETK 353 363 35.6 27.4 35.6 2 0 0 1,220.6005



K_21 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 12.10% LLEGEDAHLSSSQFSSGSQSSR 418 439 51.1 25.0 51.1 0 1 0 2,309.0640
M_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 8 19.10% APSTYGGGLSVSSSR 42 56 76.3 27.5 75.9 2 0 0 1,425.6968
M_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 8 19.10% LASYLDKVR 126 134 43.5 25.6 33.3 2 0 0 1,064.6099
M_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 8 19.10% MSVEADINGLRR 212 223 19.5 28.3 15.7 0 2 0 1,376.6952
M_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 8 19.10% GQVGGDVNVEMDAAPGVDLSR 262 282 79.5 25.8 77.7 2 0 0 2,101.9822
M_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 8 19.10% TRLEQEIATYR 406 416 34.7 28.0 25.6 1 0 0 1,379.7278
M_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 8 19.10% LLEGEDAHLSSSQFSSGSQSSR 418 439 64.5 25.0 64.5 0 2 0 2,309.0640
N_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 2 16.70% APSTYGGGLSVSSSR 42 56 53.5 27.5 49.2 1 0 0 1,425.6968
N_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 2 16.70% LASYLDKVR 126 134 44.1 25.2 28.9 2 0 0 1,064.6099
N_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 2 16.70% ALEEANADLEVK 135 146 47.8 27.4 24.5 2 0 0 1,301.6584
N_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 2 16.70% GQVGGDVNVEMDAAPGVDLSR 262 282 67.6 25.8 67.6 1 0 0 2,101.9822
N_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 2 16.70% ASLENSLEETKGR 353 365 29.9 28.4 23.9 0 2 0 1,433.7231
N_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 2 16.70% LEQEIATYR 408 416 49.4 28.3 45.5 2 0 0 1,122.5790
N_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.40% APSTYGGGLSVSSSR 42 56 70.6 27.8 70.6 2 0 0 1,425.6968
N_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.40% VLDELTLAR 224 232 41.3 28.7 35.0 1 0 0 1,029.5940
N_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.40% GQVGGDVNVEMDAAPGVDLSR 262 282 27.2 25.8 25.6 1 0 0 2,101.9822
N_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 11.40% LEQEIATYR 408 416 52.9 28.3 47.8 2 0 0 1,122.5790
N_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 3 18.40% APSTYGGGLSVSSSR 42 56 24.2 27.5 16.6 1 0 0 1,425.6968
N_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 3 18.40% LASYLDKVR 126 134 35.3 25.3 25.7 2 0 0 1,064.6099
N_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 3 18.40% VLDELTLAR 224 232 50.0 28.7 38.4 2 0 0 1,029.5940
N_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 3 18.40% GQVGGDVNVEMDAAPGVDLSR 262 282 36.7 25.8 36.7 1 0 0 2,101.9822
N_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 3 18.40% ASLENSLEETK 353 363 42.7 27.8 36.0 2 0 0 1,220.6005
N_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 3 18.40% LLEGEDAHLSSSQFSSGSQSSR 418 439 48.4 25.3 47.8 0 1 0 2,309.0640
O_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 16.10% LASYLDKVR 126 134 39.1 25.6 32.4 2 0 0 1,064.6099
O_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 16.10% ALEEANADLEVK 135 146 63.0 27.6 43.2 2 0 0 1,301.6584
O_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 16.10% TKYETELNLR 202 211 33.6 26.5 24.0 2 0 0 1,266.6689
O_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 16.10% GQVGGDVNVEMDAAPGVDLSR 262 282 83.0 25.8 80.9 2 0 0 2,101.9822
O_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 16.10% ASLENSLEETKGR 353 365 41.4 28.4 32.3 2 1 0 1,433.7231
O_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 16.10% TRLEQEIATYR 406 416 28.9 27.7 28.9 1 0 0 1,379.7278
O_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 16.10% LEQEIATYR 408 416 40.2 28.5 32.2 2 0 0 1,122.5790
O_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 15.00% APSTYGGGLSVSSSR 42 56 93.7 27.8 90.5 2 0 0 1,425.6968
O_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 15.00% GQVGGDVNVEMDAAPGVDLSR 262 282 66.7 25.8 65.8 2 0 0 2,101.9822
O_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 15.00% ASLENSLEETK 353 363 38.3 27.5 31.2 2 0 0 1,220.6005
O_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 15.00% ASLENSLEETKGR 353 365 29.3 28.3 22.6 0 1 0 1,433.7231
O_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 5 15.00% LLEGEDAHLSSSQFSSGSQSSR 418 439 52.2 25.4 52.2 0 1 0 2,309.0640
P_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 15.30% VLDELTLAR 224 232 46.5 28.5 38.8 1 0 0 1,029.5940
P_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 15.30% GQVGGDVNVEMDAAPGVDLSR 262 282 58.2 25.8 58.2 1 0 0 2,101.9822
P_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 15.30% ASLENSLEETK 353 363 33.3 27.8 26.4 2 0 0 1,220.6005
P_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 15.30% LEQEIATYR 408 416 62.3 28.3 52.6 2 0 0 1,122.5790
P_07 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 15.30% LLEGEDAHLSSSQFSSGSQSSR 418 439 66.6 25.4 61.1 0 2 0 2,309.0640
P_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 12.10% APSTYGGGLSVSSSR 42 56 99.1 27.8 98.2 2 0 0 1,425.6968
P_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 12.10% LASYLDKVR 126 134 44.1 25.3 27.1 2 0 0 1,064.6099
P_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 12.10% MSVEADINGLRR 212 223 23.9 28.5 18.3 0 1 0 1,376.6952
P_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 3 3 4 12.10% GQVGGDVNVEMDAAPGVDLSR 262 282 64.5 26.1 63.3 1 0 0 2,101.9822
P_11 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 7 19.50% APSTYGGGLSVSSSR 42 56 83.1 27.8 80.2 2 0 0 1,425.6968
P_11 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 7 19.50% MSVEADINGLRR 212 223 19.0 28.3 6.1 0 1 0 1,376.6952
P_11 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 7 19.50% VLDELTLAR 224 232 54.2 28.4 43.1 2 0 0 1,029.5940
P_11 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 7 19.50% GQVGGDVNVEMDAAPGVDLSR 262 282 66.3 25.8 62.7 2 0 0 2,101.9822
P_11 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 7 19.50% ASLENSLEETK 353 363 45.5 27.1 36.1 2 0 0 1,220.6005
P_11 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 7 19.50% ASLENSLEETKGR 353 365 36.0 28.5 22.5 0 2 0 1,433.7231
P_11 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 4 4 7 19.50% LLEGEDAHLSSSQFSSGSQSSR 418 439 55.3 25.3 55.3 0 2 0 2,309.0640
P_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.30% LASYLDKVR 126 134 40.5 25.3 32.6 2 0 0 1,064.6099
P_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.30% TKYETELNLR 202 211 22.3 26.7 17.2 1 0 0 1,266.6689
P_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.30% ASLENSLEETK 353 363 44.2 27.5 36.8 1 0 0 1,220.6005
P_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.30% ASLENSLEETKGR 353 365 21.2 28.4 13.3 0 1 0 1,433.7231
P_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.30% LEQEIATYR 408 416 49.8 28.5 43.5 2 0 0 1,122.5790
P_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.30% LLEGEDAHLSSSQFSSGSQSSR 418 439 69.9 25.4 64.3 0 2 0 2,309.0640
P_15 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 11.70% APSTYGGGLSVSSSR 42 56 90.8 27.5 90.8 2 0 0 1,425.6968
P_15 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 11.70% VTMQNLNDR 117 125 35.8 27.8 20.4 2 0 0 1,090.5310
P_15 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 11.70% VLDELTLAR 224 232 38.0 28.4 31.0 1 0 0 1,029.5940
P_15 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 11.70% EVATNSELVQSGK 316 328 47.6 28.7 44.6 2 0 0 1,361.6907
P_15 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 4 11.70% LEQEIATYR 408 416 45.1 28.3 36.7 2 0 0 1,122.5790
Q_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.80% ALEEANADLEVK 135 146 70.5 27.4 47.6 2 0 0 1,301.6584
Q_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.80% TKYETELNLR 202 211 27.3 26.7 24.5 1 0 0 1,266.6689
Q_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.80% GQVGGDVNVEMDAAPGVDLSR 262 282 86.3 25.8 85.6 2 0 0 2,101.9822
Q_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.80% ASLENSLEETKGR 353 365 40.6 28.4 35.4 0 2 0 1,433.7231
Q_01 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 13.80% LEQEIATYR 408 416 51.8 28.3 43.4 2 0 0 1,122.5790
Q_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 9.32% TKYETELNLR 202 211 30.4 26.7 27.8 2 0 0 1,266.6689
Q_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 9.32% GQVGGDVNVEMDAAPGVDLSR 262 282 65.8 25.8 62.0 1 0 0 2,101.9822
Q_08 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 3 9.32% ASLENSLEETKGR 353 365 30.2 28.3 19.2 0 1 0 1,433.7231
Q_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 2 14.00% APSTYGGGLSVSSSR 42 56 76.5 27.8 76.5 1 0 0 1,425.6968
Q_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 2 14.00% ALEEANADLEVK 135 146 53.4 27.4 30.8 2 0 0 1,301.6584
Q_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 2 14.00% VLDELTLAR 224 232 46.0 28.5 28.2 2 0 0 1,029.5940
Q_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 2 14.00% GQVGGDVNVEMDAAPGVDLSR 262 282 40.3 25.8 38.3 1 0 0 2,101.9822
Q_13 Keratin, type I cytoskeletal 14 K1C14_HUMAN 51,563 2 2 2 14.00% LEQEIATYR 408 416 42.1 28.3 34.6 2 0 0 1,122.5790
A_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 8 13.70% GSCGIGGGIGGGSSR 16 30 30.5 25.3 30.5 1 0 0 1,278.5858
A_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 8 13.70% ISSVLAGGSCR 31 41 37.7 27.5 32.5 1 0 0 1,106.5623
A_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 8 13.70% VTMQNLNDR 119 127 22.3 27.3 14.1 1 0 0 1,090.5310
A_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 8 13.70% LASYLDKVR 128 136 40.8 25.0 23.9 2 0 0 1,064.6099
A_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 8 13.70% ALEEANADLEVK 137 148 46.3 27.8 33.8 2 0 0 1,301.6584
A_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 8 13.70% LEQEIATYR 410 418 36.5 27.9 29.6 1 0 0 1,122.5790
A_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 4 6.77% ISSVLAGGSCR 31 41 33.7 27.5 25.6 1 0 0 1,106.5623
A_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 4 6.77% VTMQNLNDR 119 127 39.1 27.8 20.6 2 0 0 1,090.5310
A_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 4 6.77% ALEEANADLEVK 137 148 47.8 27.7 28.4 1 0 0 1,301.6584
A_03 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% LASYLDKVR 128 136 50.6 26.1 34.8 2 0 0 1,064.6099
A_03 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% ALEEANADLEVK 137 148 49.2 27.2 38.9 2 0 0 1,301.6584
A_04 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 9.09% ISSVLAGGSCR 31 41 46.0 28.4 37.8 2 0 0 1,106.5623
A_04 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 9.09% APSTYGGGLSVSSR 42 55 58.7 27.3 49.8 2 0 0 1,338.6648
A_04 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 9.09% VLDELTLAR 226 234 61.0 27.1 46.4 2 0 0 1,029.5940
A_04 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 9.09% DAETWFLSK 303 311 33.0 25.4 24.7 2 0 0 1,096.5310
A_08 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.34% ALEEANADLEVK 137 148 62.7 27.7 38.5 2 0 0 1,301.6584
A_08 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.34% DAETWFLSK 303 311 30.2 25.4 20.0 2 0 0 1,096.5310
A_08 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.34% LEQEIATYR 410 418 52.9 27.9 47.5 2 0 0 1,122.5790
A_10 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.23% VTMQNLNDR 119 127 31.2 27.6 17.4 1 0 0 1,090.5310
A_10 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.23% TRLEQEIATYR 408 418 25.5 27.7 21.9 2 0 0 1,379.7278
A_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 14 18.20% GSCGIGGGIGGGSSR 16 30 52.7 25.3 46.7 1 0 0 1,278.5858
A_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 14 18.20% APSTYGGGLSVSSR 42 55 57.2 27.2 51.1 2 0 0 1,338.6648
A_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 14 18.20% LASYLDKVR 128 136 21.6 26.3 17.6 1 0 0 1,064.6099
A_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 14 18.20% VLDELTLAR 226 234 56.3 26.9 46.8 2 0 0 1,029.5940
A_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 14 18.20% TEELNKEVASNSELVQSSR 312 330 43.3 27.3 36.6 0 2 0 2,120.0465
A_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 14 18.20% EVASNSELVQSSR 318 330 52.1 27.6 42.5 2 0 0 1,405.6916
A_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 14 18.20% ASLENSLEETK 355 365 65.6 27.0 65.6 2 0 0 1,220.6005
A_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 14 18.20% LEQEIATYR 410 418 53.3 27.9 42.9 2 0 0 1,122.5790
A_18 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 2 3.81% DAETWFLSK 303 311 34.3 25.7 26.4 1 0 0 1,096.5310
A_18 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 2 3.81% LEQEIATYR 410 418 41.8 27.9 40.1 1 0 0 1,122.5790
A_23 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 4 6.55% LASYLDKVR 128 136 23.0 26.3 4.5 1 0 0 1,064.6099
A_23 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 4 6.55% ASLENSLEETK 355 365 42.6 27.4 37.3 2 0 0 1,220.6005
A_23 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 4 6.55% TRLEQEIATYR 408 418 24.8 28.0 22.8 1 0 0 1,379.7278
A_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.34% LASYLDKVR 128 136 40.7 26.3 28.1 2 0 0 1,064.6099
A_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.34% ALEEANADLEVK 137 148 52.7 27.6 29.6 2 0 0 1,301.6584
A_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.34% LEQEIATYR 410 418 29.8 27.9 23.2 1 0 0 1,122.5790
A_25 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 3 6.77% LASYLDKVR 128 136 25.5 26.3 16.2 1 0 0 1,064.6099



A_25 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 3 6.77% ALEEANADLEVK 137 148 51.2 27.6 34.7 1 0 0 1,301.6584
A_25 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 3 6.77% ASLENSLEETK 355 365 35.9 27.0 32.6 1 0 0 1,220.6005
A_27 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% ALEEANADLEVK 137 148 51.8 27.9 28.6 2 0 0 1,301.6584
A_27 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% ASLENSLEETK 355 365 31.2 27.1 24.4 1 0 0 1,220.6005
A_28 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 3.81% LASYLDKVR 128 136 29.1 26.1 18.2 1 0 0 1,064.6099
A_28 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 3.81% LEQEIATYR 410 418 40.4 27.9 35.3 2 0 0 1,122.5790
A_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 8.46% VTMQNLNDR 119 127 23.5 27.3 10.0 1 0 0 1,090.5310
A_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 8.46% DAETWFLSK 303 311 37.8 25.4 24.9 2 0 0 1,096.5310
A_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 8.46% ASLENSLEETK 355 365 40.8 27.1 40.8 1 0 0 1,220.6005
A_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 8.46% ASLENSLEETKGR 355 367 44.3 27.9 42.2 0 2 0 1,433.7231
A_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 8.46% LEQEIATYR 410 418 29.5 27.9 29.5 1 0 0 1,122.5790
A_30 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.23% DAETWFLSK 303 311 35.0 25.7 25.8 2 0 0 1,096.5310
A_30 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.23% ASLENSLEETK 355 365 45.6 27.1 38.5 2 0 0 1,220.6005
A_31 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 8.03% VTMQNLNDR 119 127 47.9 27.3 23.8 2 0 0 1,090.5310
A_31 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 8.03% DAETWFLSK 303 311 25.1 25.6 9.3 1 0 0 1,096.5310
A_31 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 8.03% ASLENSLEETK 355 365 41.1 27.0 36.0 2 0 0 1,220.6005
A_31 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 8.03% LEQEIATYR 410 418 43.4 27.9 39.1 2 0 0 1,122.5790
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% GSCGIGGGIGGGSSR 16 30 28.5 25.4 21.0 2 0 0 1,278.5858
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% VTMQNLNDR 119 127 32.8 27.6 19.1 1 0 0 1,090.5310
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% IIAATIENAQPILQIDNAR 178 196 53.2 25.0 44.7 0 2 0 2,064.1450
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% TKYEHELALR 204 213 42.5 27.8 33.8 2 0 0 1,259.6743
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% QTVEADVNGLR 214 224 54.0 26.5 36.0 2 0 0 1,201.6172
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% RVLDELTLAR 225 234 40.5 28.0 25.7 2 0 0 1,185.6951
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% VLDELTLAR 226 234 59.1 27.1 49.0 1 0 0 1,029.5940
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% GQTGGDVNVEMDAAPGVDLSR 264 284 89.3 25.0 75.3 2 2 0 2,103.9615
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% DAETWFLSK 303 311 45.5 25.5 29.8 2 0 0 1,096.5310
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% TEELNKEVASNSELVQSSR 312 330 60.3 27.3 52.2 1 2 0 2,120.0465
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% EVASNSELVQSSR 318 330 57.3 27.5 43.2 1 0 0 1,405.6916
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% ASLENSLEETKGR 355 367 71.5 28.0 55.8 2 2 0 1,433.7231
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% TRLEQEIATYR 408 418 54.5 27.9 46.3 2 0 0 1,379.7278
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% LEQEIATYR 410 418 62.2 27.9 52.3 2 0 0 1,122.5790
A_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 15 18 32 35.70% LLEGEDAHLSSQQASGQSYSSR 420 441 55.8 25.7 55.1 0 2 0 2,350.0906
B_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 5.71% LASYLDKVR 128 136 49.9 26.1 35.5 2 0 0 1,064.6099
B_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 5.71% DAETWFLSK 303 311 44.1 25.9 29.4 2 0 0 1,096.5310
B_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 5.71% LEQEIATYR 410 418 42.9 27.9 35.0 2 0 0 1,122.5790
B_27 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% ALEEANADLEVK 137 148 53.9 27.6 33.1 2 0 0 1,301.6584
B_27 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% ASLENSLEETK 355 365 24.4 27.4 20.1 1 0 0 1,220.6005
B_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 11.20% GQTGGDVNVEMDAAPGVDLSR 264 284 44.3 25.0 44.3 1 0 0 2,103.9615
B_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 11.20% TEELNKEVASNSELVQSSR 312 330 40.8 27.6 34.6 0 2 0 2,120.0465
B_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 11.20% ASLENSLEETK 355 365 41.5 27.4 35.2 2 0 0 1,220.6005
B_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 11.20% ASLENSLEETKGR 355 367 33.0 28.2 27.5 0 1 0 1,433.7231
C_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.90% ISSVLAGGSCR 31 41 47.8 27.5 42.5 2 0 0 1,106.5623
C_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.90% LASYLDKVR 128 136 43.3 25.0 29.8 2 0 0 1,064.6099
C_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.90% ALEEANADLEVK 137 148 26.5 27.7 19.5 1 0 0 1,301.6584
C_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.90% DAETWFLSK 303 311 33.5 25.6 19.3 1 0 0 1,096.5310
C_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.90% TEELNKEVASNSELVQSSR 312 330 35.3 27.6 18.8 0 1 0 2,120.0465
C_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.90% ASLENSLEETK 355 365 41.6 27.4 40.8 2 0 0 1,220.6005
C_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.90% LEQEIATYR 410 418 39.3 27.9 38.3 2 0 0 1,122.5790
C_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 18 21.60% QFTSSSSMKGSCGIGGGIGGGSSR 7 30 42.9 25.0 41.6 0 2 0 2,278.0189
C_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 18 21.60% GSCGIGGGIGGGSSR 16 30 35.4 25.0 35.4 2 0 0 1,278.5858
C_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 18 21.60% ISSVLAGGSCR 31 41 86.8 28.6 70.7 1 0 0 1,106.5623
C_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 18 21.60% ALEEANADLEVK 137 148 52.5 27.2 32.0 1 0 0 1,301.6584
C_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 18 21.60% GQTGGDVNVEMDAAPGVDLSR 264 284 90.7 25.0 83.8 2 0 0 2,103.9615
C_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 18 21.60% DAETWFLSK 303 311 39.5 25.7 28.9 2 0 0 1,096.5310
C_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 18 21.60% EVASNSELVQSSR 318 330 69.3 27.5 54.4 2 0 0 1,405.6916
C_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 18 21.60% TRLEQEIATYR 408 418 62.6 27.6 57.0 2 2 0 1,379.7278
C_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 18 21.60% TRLEQEIATYRR 408 419 20.2 27.2 10.1 0 1 0 1,535.8289
C_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 18 21.60% LEQEIATYR 410 418 43.3 27.8 35.9 1 0 0 1,122.5790
C_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.13% ISSVLAGGSCR 31 41 31.6 28.2 25.1 1 0 0 1,106.5623
C_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.13% VTMQNLNDR 119 127 49.3 27.4 25.4 2 0 0 1,090.5310
C_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.13% DAETWFLSK 303 311 38.9 25.7 28.0 2 0 0 1,096.5310
C_17 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.44% LASYLDKVR 128 136 37.6 26.3 26.7 1 0 0 1,064.6099
C_17 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.44% ALEEANADLEVK 137 148 51.4 27.2 33.0 2 0 0 1,301.6584
C_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 12.70% ISSVLAGGSCR 31 41 53.5 28.6 44.9 2 0 0 1,106.5623
C_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 12.70% LASYLDKVR 128 136 30.8 26.1 15.1 1 0 0 1,064.6099
C_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 12.70% ALEEANADLEVK 137 148 34.8 27.2 22.2 1 0 0 1,301.6584
C_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 12.70% DAETWFLSK 303 311 32.1 25.7 23.6 2 0 0 1,096.5310
C_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 12.70% TEELNKEVASNSELVQSSR 312 330 40.3 27.5 25.6 0 2 0 2,120.0465
C_22 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% ALEEANADLEVK 137 148 74.2 27.8 56.6 2 0 0 1,301.6584
C_22 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% DAETWFLSK 303 311 25.5 25.6 13.8 2 0 0 1,096.5310
C_23 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 2 4.23% ISSVLAGGSCR 31 41 27.1 28.4 20.7 1 0 0 1,106.5623
C_23 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 2 4.23% VTMQNLNDR 119 127 25.2 27.6 9.9 1 0 0 1,090.5310
C_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 11 18.40% QFTSSSSMKGSCGIGGGIGGGSSR 7 30 72.7 25.0 69.2 0 2 0 2,278.0189
C_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 11 18.40% APSTYGGGLSVSSR 42 55 85.7 26.9 80.8 2 0 0 1,338.6648
C_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 11 18.40% LASYLDKVR 128 136 41.3 26.1 28.9 2 0 0 1,064.6099
C_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 11 18.40% ALEEANADLEVK 137 148 59.8 27.2 46.1 2 0 0 1,301.6584
C_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 11 18.40% DAETWFLSK 303 311 48.1 25.5 30.6 2 0 0 1,096.5310
C_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 11 18.40% TEELNKEVASNSELVQSSR 312 330 38.8 27.3 30.1 0 1 0 2,120.0465
C_25 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.65% LASYLDKVR 128 136 44.0 26.1 30.8 2 0 0 1,064.6099
C_25 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.65% ASLENSLEETKGR 355 367 27.9 27.7 26.9 0 2 0 1,433.7231
C_26 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 11.60% QFTSSSSMKGSCGIGGGIGGGSSR 7 30 31.4 25.0 28.8 0 1 0 2,278.0189
C_26 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 11.60% LASYLDKVR 128 136 48.7 26.1 38.5 2 0 0 1,064.6099
C_26 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 11.60% DAETWFLSK 303 311 34.5 25.7 25.3 2 0 0 1,096.5310
C_26 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 11.60% ASLENSLEETKGR 355 367 25.5 27.7 18.3 0 1 0 1,433.7231
C_27 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.55% LASYLDKVR 128 136 52.2 26.1 42.5 2 0 0 1,064.6099
C_27 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.55% DAETWFLSK 303 311 27.8 25.7 18.5 2 0 0 1,096.5310
C_27 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.55% ASLENSLEETKGR 355 367 20.2 28.0 14.3 0 1 0 1,433.7231
C_28 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.65% LASYLDKVR 128 136 30.8 26.1 18.0 2 0 0 1,064.6099
C_28 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.65% ASLENSLEETKGR 355 367 26.2 28.0 20.1 0 1 0 1,433.7231
C_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 10 16 31.10% QFTSSSSMKGSCGIGGGIGGGSSR 7 30 26.3 25.0 18.6 0 1 0 2,278.0189
C_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 10 16 31.10% ISSVLAGGSCR 31 41 28.0 28.4 17.9 2 0 0 1,106.5623
C_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 10 16 31.10% APSTYGGGLSVSSR 42 55 69.0 27.3 59.9 2 0 0 1,338.6648
C_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 10 16 31.10% LASYLDKVR 128 136 42.7 26.1 28.6 2 0 0 1,064.6099
C_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 10 16 31.10% ALEEANADLEVK 137 148 46.0 27.2 35.7 1 0 0 1,301.6584
C_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 10 16 31.10% GQTGGDVNVEMDAAPGVDLSR 264 284 63.4 25.0 55.8 2 0 0 2,103.9615
C_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 10 16 31.10% ILNEMRDQYEQMAEK 285 299 30.8 25.0 27.0 0 1 0 1,929.8683
C_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 10 16 31.10% DAETWFLSK 303 311 36.9 25.5 25.9 2 0 0 1,096.5310
C_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 10 16 31.10% TEELNKEVASNSELVQSSR 312 330 53.3 27.3 48.0 0 2 0 2,120.0465
C_29 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 10 16 31.10% ASLENSLEETKGR 355 367 40.0 27.8 31.7 0 1 0 1,433.7231
C_30 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 2 3.81% LASYLDKVR 128 136 29.5 26.3 10.1 1 0 0 1,064.6099
C_30 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 2 3.81% DAETWFLSK 303 311 26.0 25.7 18.0 1 0 0 1,096.5310
C_31 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% LASYLDKVR 128 136 36.8 26.3 22.2 2 0 0 1,064.6099
C_31 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% ALEEANADLEVK 137 148 44.8 27.2 33.1 2 0 0 1,301.6584
C_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 3 5.71% VTMQNLNDR 119 127 24.5 27.6 12.9 1 0 0 1,090.5310
C_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 3 5.71% LASYLDKVR 128 136 20.6 26.3 9.0 1 0 0 1,064.6099
C_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 3 5.71% LEQEIATYR 410 418 25.8 28.3 17.0 1 0 0 1,122.5790
D_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 9.73% ISSVLAGGSCR 31 41 51.3 28.2 44.2 2 0 0 1,106.5623
D_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 9.73% APSTYGGGLSVSSR 42 55 60.0 26.8 56.8 2 0 0 1,338.6648
D_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 9.73% ALEEANADLEVK 137 148 59.8 27.3 44.9 2 0 0 1,301.6584
D_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 9.73% LEQEIATYR 410 418 43.0 27.9 37.7 2 0 0 1,122.5790
D_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 10 10.60% ISSVLAGGSCR 31 41 32.2 28.3 28.0 2 0 0 1,106.5623
D_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 10 10.60% LASYLDKVR 128 136 28.9 26.3 15.6 2 0 0 1,064.6099



D_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 10 10.60% ALEEANADLEVK 137 148 66.3 27.1 56.1 2 0 0 1,301.6584
D_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 10 10.60% VLDELTLAR 226 234 53.3 29.0 44.3 2 0 0 1,029.5940
D_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 10 10.60% LEQEIATYR 410 418 31.6 28.0 31.4 2 0 0 1,122.5790
E_10 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.44% ALEEANADLEVK 137 148 40.3 27.3 36.1 2 0 0 1,301.6584
E_10 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.44% VLDELTLAR 226 234 32.7 27.1 26.9 1 0 0 1,029.5940
E_11 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.44% ALEEANADLEVK 137 148 44.6 27.1 32.2 1 0 0 1,301.6584
E_11 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.44% VLDELTLAR 226 234 34.8 29.0 18.4 2 0 0 1,029.5940
E_19 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 7.40% APSTYGGGLSVSSR 42 55 63.2 26.9 59.4 2 0 0 1,338.6648
E_19 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 7.40% ALEEANADLEVK 137 148 49.0 27.2 37.7 2 0 0 1,301.6584
E_19 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 7.40% LEQEIATYR 410 418 53.1 28.2 43.2 2 0 0 1,122.5790
E_20 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.34% ALEEANADLEVK 137 148 38.4 27.7 26.7 2 0 0 1,301.6584
E_20 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.34% VLDELTLAR 226 234 37.5 27.1 24.4 2 0 0 1,029.5940
E_20 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.34% LEQEIATYR 410 418 36.8 27.9 33.9 2 0 0 1,122.5790
E_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 3.81% VLDELTLAR 226 234 51.7 29.0 40.7 2 0 0 1,029.5940
E_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 3.81% LEQEIATYR 410 418 54.0 28.1 40.2 2 0 0 1,122.5790
E_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.34% ALEEANADLEVK 137 148 65.4 27.2 48.4 2 0 0 1,301.6584
E_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.34% VLDELTLAR 226 234 47.2 27.1 36.3 2 0 0 1,029.5940
E_32 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.34% LEQEIATYR 410 418 42.6 28.1 38.6 1 0 0 1,122.5790
F_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 7.40% APSTYGGGLSVSSR 42 55 55.8 27.0 49.6 2 0 0 1,338.6648
F_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 7.40% ALEEANADLEVK 137 148 60.0 27.6 35.2 2 0 0 1,301.6584
F_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 7.40% LEQEIATYR 410 418 56.2 28.4 48.9 2 0 0 1,122.5790
F_04 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 2 4.44% ALEEANADLEVK 137 148 30.9 27.6 19.5 1 0 0 1,301.6584
F_04 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 2 4.44% LEQEIATYR 410 418 32.2 28.4 26.8 1 0 0 1,122.5790
F_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 6 10 9.94% ALEEANADLEVK 137 148 65.0 27.6 40.5 2 0 0 1,301.6584
F_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 6 10 9.94% ILNEMRDQYEQMAEK 285 299 23.2 25.0 3.7 0 1 0 1,929.8683
F_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 6 10 9.94% DAETWFLSK 303 311 40.6 25.5 25.4 2 0 0 1,096.5310
F_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 6 10 9.94% TRLEQEIATYR 408 418 46.6 27.8 42.7 2 1 0 1,379.7278
F_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 6 10 9.94% LEQEIATYR 410 418 62.5 28.0 53.1 2 0 0 1,122.5790
G_03 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% ALEEANADLEVK 137 148 63.3 27.7 46.4 2 0 0 1,301.6584
G_03 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% LEQEIATYR 410 418 46.2 28.2 34.1 2 0 0 1,122.5790
G_06 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 7.82% APSTYGGGLSVSSR 42 55 75.4 26.7 68.4 2 0 0 1,338.6648
G_06 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 7.82% ALEEANADLEVK 137 148 64.8 27.4 47.4 2 0 0 1,301.6584
G_06 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 7.82% TRLEQEIATYR 408 418 23.2 27.7 19.3 1 0 0 1,379.7278
G_06 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 7.82% LEQEIATYR 410 418 46.7 28.3 41.8 2 0 0 1,122.5790
G_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% LASYLDKVR 128 136 39.7 25.5 30.8 2 0 0 1,064.6099
G_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% ALEEANADLEVK 137 148 69.2 27.6 47.2 2 0 0 1,301.6584
G_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 4 9.30% ALEEANADLEVK 137 148 57.4 27.6 30.4 2 0 0 1,301.6584
G_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 4 9.30% TEELNKEVASNSELVQSSR 312 330 20.1 27.7 19.4 0 1 0 2,120.0465
G_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 4 9.30% ASLENSLEETKGR 355 367 21.4 28.4 18.1 0 1 0 1,433.7231
G_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 5.07% ASLENSLEETK 355 365 41.6 27.6 38.2 2 0 0 1,220.6005
G_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 5.07% ASLENSLEETKGR 355 367 33.0 28.1 20.7 0 1 0 1,433.7231
G_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 5.07% TRLEQEIATYR 408 418 44.2 27.3 40.5 2 0 0 1,379.7278
H_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 20 20.70% APSTYGGGLSVSSR 42 55 64.7 27.3 57.9 2 0 0 1,338.6648
H_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 20 20.70% LASYLDKVR 128 136 42.5 25.6 28.3 2 0 0 1,064.6099
H_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 20 20.70% ALEEANADLEVK 137 148 62.9 27.6 44.6 2 0 0 1,301.6584
H_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 20 20.70% QTVEADVNGLR 214 224 18.1 26.9 13.3 1 0 0 1,201.6172
H_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 20 20.70% DAETWFLSK 303 311 44.9 25.4 35.5 2 0 0 1,096.5310
H_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 20 20.70% TEELNKEVASNSELVQSSR 312 330 52.8 27.6 48.8 0 2 0 2,120.0465
H_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 20 20.70% ASLENSLEETK 355 365 45.5 27.0 38.0 2 0 0 1,220.6005
H_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 20 20.70% ASLENSLEETKGR 355 367 33.2 28.3 23.3 2 1 0 1,433.7231
H_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 20 20.70% TRLEQEIATYR 408 418 51.5 27.4 50.0 2 0 0 1,379.7278
H_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 10 11 20 20.70% LEQEIATYR 410 418 46.8 28.2 37.2 2 0 0 1,122.5790
H_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 11 17.10% ALEEANADLEVK 137 148 65.7 27.6 49.6 2 0 0 1,301.6584
H_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 11 17.10% GQTGGDVNVEMDAAPGVDLSR 264 284 31.3 25.0 29.1 1 0 0 2,103.9615
H_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 11 17.10% DAETWFLSK 303 311 55.7 25.4 40.5 2 0 0 1,096.5310
H_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 11 17.10% TEELNKEVASNSELVQSSR 312 330 50.9 27.6 37.3 0 2 0 2,120.0465
H_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 11 17.10% ASLENSLEETK 355 365 56.0 27.4 51.1 2 0 0 1,220.6005
H_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 11 17.10% LEQEIATYR 410 418 47.3 27.9 41.2 2 0 0 1,122.5790
H_08 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 12.90% APSTYGGGLSVSSR 42 55 48.6 27.0 44.8 2 0 0 1,338.6648
H_08 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 12.90% ALEEANADLEVK 137 148 59.1 27.6 43.4 2 0 0 1,301.6584
H_08 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 12.90% ILNEMRDQYEQMAEK 285 299 15.2 25.0 12.3 0 1 0 1,929.8683
H_08 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 12.90% QTRPILKEQSSSSFSQGQSS 454 473 32.5 26.9 26.1 0 2 0 2,182.0735
H_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.44% LASYLDKVR 128 136 47.8 25.0 30.6 2 0 0 1,064.6099
H_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.44% ALEEANADLEVK 137 148 50.8 27.6 28.9 1 0 0 1,301.6584
H_20 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% LASYLDKVR 128 136 37.5 25.0 29.1 2 0 0 1,064.6099
H_20 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% ALEEANADLEVK 137 148 52.8 27.7 26.8 2 0 0 1,301.6584
I_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 2 4.44% LASYLDKVR 128 136 39.5 25.6 16.0 1 0 0 1,064.6099
I_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 2 4.44% ALEEANADLEVK 137 148 55.8 27.6 38.0 1 0 0 1,301.6584
I_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 8 15 22.40% APSTYGGGLSVSSR 42 55 65.1 27.0 57.6 2 0 0 1,338.6648
I_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 8 15 22.40% LASYLDKVR 128 136 34.8 26.3 22.3 1 0 0 1,064.6099
I_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 8 15 22.40% ALEEANADLEVK 137 148 67.2 27.7 45.0 2 0 0 1,301.6584
I_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 8 15 22.40% GQTGGDVNVEMDAAPGVDLSR 264 284 82.1 25.0 71.1 2 2 0 2,103.9615
I_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 8 15 22.40% TEELNKEVASNSELVQSSR 312 330 60.4 27.6 46.5 0 2 0 2,120.0465
I_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 8 15 22.40% LEQEIATYR 410 418 28.3 28.5 27.2 2 0 0 1,122.5790
I_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 8 15 22.40% LLEGEDAHLSSQQASGQSYSSR 420 441 43.3 25.6 43.2 0 2 0 2,350.0906
I_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 15.40% APSTYGGGLSVSSR 42 55 38.2 27.1 31.4 1 0 0 1,338.6648
I_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 15.40% LASYLDKVR 128 136 48.4 25.0 34.2 2 0 0 1,064.6099
I_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 15.40% TEELNKEVASNSELVQSSR 312 330 51.3 27.7 43.0 0 2 0 2,120.0465
I_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 15.40% LEQEIATYR 410 418 30.8 27.9 24.1 1 0 0 1,122.5790
I_24 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 15.40% LLEGEDAHLSSQQASGQSYSSR 420 441 37.0 25.4 34.1 0 1 0 2,350.0906
J_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% LASYLDKVR 128 136 47.1 25.5 33.2 2 0 0 1,064.6099
J_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% ALEEANADLEVK 137 148 37.5 27.6 27.0 2 0 0 1,301.6584
J_10 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 3.81% LASYLDKVR 128 136 16.2 25.3 5.4 1 0 0 1,064.6099
J_10 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 3.81% LEQEIATYR 410 418 28.8 28.3 24.9 2 0 0 1,122.5790
J_11 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 7.61% APSTYGGGLSVSSR 42 55 56.8 26.7 49.5 2 0 0 1,338.6648
J_11 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 7.61% ASLENSLEETK 355 365 70.7 27.7 60.8 2 0 0 1,220.6005
J_11 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 7.61% TRLEQEIATYR 408 418 39.4 27.1 36.3 2 0 0 1,379.7278
J_11 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 7.61% LEQEIATYR 410 418 26.5 28.3 22.5 1 0 0 1,122.5790
J_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.70% APSTYGGGLSVSSR 42 55 59.9 27.5 47.9 2 0 0 1,338.6648
J_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.70% TEELNKEVASNSELVQSSR 312 330 45.7 27.6 41.4 0 2 0 2,120.0465
J_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.70% ASLENSLEETK 355 365 60.9 27.5 51.7 1 0 0 1,220.6005
J_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.70% ASLENSLEETKGR 355 367 19.0 28.4 10.5 0 1 0 1,433.7231
J_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.70% TRLEQEIATYR 408 418 53.8 27.2 50.0 2 0 0 1,379.7278
J_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.70% LEQEIATYR 410 418 44.9 28.3 26.3 1 0 0 1,122.5790
J_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 7 7 11 16.70% LLEGEDAHLSSQQASGQSYSSR 420 441 47.4 25.8 47.4 0 2 0 2,350.0906
J_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.13% LASYLDKVR 128 136 27.8 25.3 11.4 2 0 0 1,064.6099
J_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.13% ASLENSLEETK 355 365 49.7 27.8 42.7 2 0 0 1,220.6005
J_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.13% LEQEIATYR 410 418 58.6 28.3 46.5 2 0 0 1,122.5790
J_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.23% ASLENSLEETK 355 365 35.6 27.6 33.6 2 0 0 1,220.6005
J_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.23% LEQEIATYR 410 418 56.7 28.5 37.5 2 0 0 1,122.5790
J_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.13% LASYLDKVR 128 136 29.3 25.2 5.8 2 0 0 1,064.6099
J_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.13% ASLENSLEETK 355 365 48.9 27.8 42.8 2 0 0 1,220.6005
J_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 6.13% LEQEIATYR 410 418 24.2 28.3 19.5 1 0 0 1,122.5790
J_17 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% ALEEANADLEVK 137 148 39.3 27.5 26.9 2 0 0 1,301.6584
J_17 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% ASLENSLEETK 355 365 33.3 27.4 27.1 1 0 0 1,220.6005
J_18 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 10 13.70% APSTYGGGLSVSSR 42 55 31.2 27.2 26.3 2 0 0 1,338.6648
J_18 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 10 13.70% LASYLDKVR 128 136 28.6 25.3 11.8 2 0 0 1,064.6099
J_18 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 10 13.70% ALEEANADLEVK 137 148 49.6 27.4 29.1 2 0 0 1,301.6584
J_18 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 10 13.70% TEELNKEVASNSELVQSSR 312 330 25.7 27.6 19.3 0 2 0 2,120.0465
J_18 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 10 13.70% ASLENSLEETK 355 365 39.7 27.7 28.5 2 0 0 1,220.6005
J_19 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 9 13.10% APSTYGGGLSVSSR 42 55 41.6 27.2 41.6 2 0 0 1,338.6648
J_19 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 9 13.10% LASYLDKVR 128 136 29.6 25.3 18.0 1 0 0 1,064.6099



J_19 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 9 13.10% ALEEANADLEVK 137 148 59.6 27.6 39.4 2 0 0 1,301.6584
J_19 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 9 13.10% DYSPYFK 163 169 20.6 25.0 11.3 1 0 0 919.4196
J_19 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 9 13.10% ASLENSLEETK 355 365 28.5 27.4 22.5 2 0 0 1,220.6005
J_19 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 9 13.10% LEQEIATYR 410 418 30.1 28.5 22.3 1 0 0 1,122.5790
J_20 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 8.67% LASYLDKVR 128 136 35.6 25.5 19.2 2 0 0 1,064.6099
J_20 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 8.67% ALEEANADLEVK 137 148 76.6 27.7 57.2 2 0 0 1,301.6584
J_20 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 8.67% ASLENSLEETK 355 365 38.9 27.5 32.5 2 0 0 1,220.6005
J_20 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 8.67% LEQEIATYR 410 418 25.2 28.3 8.0 1 0 0 1,122.5790
J_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 6.55% LASYLDKVR 128 136 50.7 25.5 36.8 2 0 0 1,064.6099
J_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 6.55% ASLENSLEETK 355 365 43.7 27.8 27.0 2 0 0 1,220.6005
J_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 6.55% ASLENSLEETKGR 355 367 33.5 28.3 22.5 0 2 0 1,433.7231
J_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 6.55% LEQEIATYR 410 418 36.8 28.2 26.6 2 0 0 1,122.5790
J_22 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 8.67% LASYLDKVR 128 136 32.7 25.3 25.2 2 0 0 1,064.6099
J_22 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 8.67% ALEEANADLEVK 137 148 57.2 27.6 41.2 2 0 0 1,301.6584
J_22 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 8.67% ASLENSLEETK 355 365 52.2 27.5 46.0 2 0 0 1,220.6005
J_22 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 8.67% LEQEIATYR 410 418 37.2 28.3 25.9 1 0 0 1,122.5790
K_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 9.94% APSTYGGGLSVSSR 42 55 46.1 27.6 40.4 2 0 0 1,338.6648
K_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 9.94% ALEEANADLEVK 137 148 55.3 27.6 41.8 2 0 0 1,301.6584
K_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 9.94% GQTGGDVNVEMDAAPGVDLSR 264 284 62.7 25.3 62.7 1 0 0 2,103.9615
K_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 3.81% LASYLDKVR 128 136 43.3 25.6 32.3 2 0 0 1,064.6099
K_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 3.81% LEQEIATYR 410 418 21.8 28.2 17.6 1 0 0 1,122.5790
K_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% LASYLDKVR 128 136 42.9 25.6 23.9 2 0 0 1,064.6099
K_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% ALEEANADLEVK 137 148 41.7 27.9 18.6 2 0 0 1,301.6584
K_18 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% APSTYGGGLSVSSR 42 55 32.8 27.0 26.4 1 0 0 1,338.6648
K_18 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% LASYLDKVR 128 136 41.6 25.6 27.0 2 0 0 1,064.6099
K_19 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 6.55% LASYLDKVR 128 136 51.0 25.6 33.3 2 0 0 1,064.6099
K_19 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 6.55% LLEGEDAHLSSQQASGQSYSSR 420 441 37.8 25.4 30.7 0 2 0 2,350.0906
K_20 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% APSTYGGGLSVSSR 42 55 29.8 26.8 21.8 1 0 0 1,338.6648
K_20 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% LASYLDKVR 128 136 50.6 25.6 36.5 2 0 0 1,064.6099
K_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 12.90% LASYLDKVR 128 136 45.3 25.8 29.8 2 0 0 1,064.6099
K_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 12.90% TEELNKEVASNSELVQSSR 312 330 34.4 27.7 27.9 0 1 0 2,120.0465
K_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 12.90% ASLENSLEETK 355 365 35.6 27.4 35.6 2 0 0 1,220.6005
K_21 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 12.90% LLEGEDAHLSSQQASGQSYSSR 420 441 33.9 25.5 31.1 0 1 0 2,350.0906
K_22 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% LASYLDKVR 128 136 38.6 25.6 26.0 2 0 0 1,064.6099
K_22 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% ALEEANADLEVK 137 148 63.0 27.5 38.3 2 0 0 1,301.6584
L_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 9.73% APSTYGGGLSVSSR 42 55 67.7 27.5 59.0 2 0 0 1,338.6648
L_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 9.73% ALEEANADLEVK 137 148 46.8 27.6 29.2 2 0 0 1,301.6584
L_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 9.73% ASLENSLEETK 355 365 36.9 27.8 29.0 1 0 0 1,220.6005
L_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 9.73% LEQEIATYR 410 418 41.3 28.3 32.4 2 0 0 1,122.5790
M_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 12.30% APSTYGGGLSVSSR 42 55 60.0 26.7 45.7 2 0 0 1,338.6648
M_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 12.30% ALEEANADLEVK 137 148 60.7 27.6 40.5 2 0 0 1,301.6584
M_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 12.30% TEELNKEVASNSELVQSSR 312 330 31.5 27.7 23.6 0 1 0 2,120.0465
M_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 12.30% ASLENSLEETK 355 365 40.6 27.8 38.1 2 0 0 1,220.6005
M_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 12.30% ASLENSLEETKGR 355 367 26.8 28.1 15.4 0 1 0 1,433.7231
M_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 6.34% GQTGGDVNVEMDAAPGVDLSR 264 284 81.9 25.6 80.3 2 0 0 2,103.9615
M_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 6.34% LEQEIATYR 410 418 54.5 28.2 48.8 2 0 0 1,122.5790
M_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 2 3.81% VLDELTLAR 226 234 53.2 28.6 44.6 1 0 0 1,029.5940
M_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 2 3.81% LEQEIATYR 410 418 46.4 28.2 44.8 1 0 0 1,122.5790
M_08 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.23% LASYLDKVR 128 136 43.5 25.6 33.3 2 0 0 1,064.6099
M_08 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.23% TRLEQEIATYR 408 418 34.7 28.0 25.6 1 0 0 1,379.7278
M_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 3.81% LASYLDKVR 128 136 42.7 25.5 28.5 2 0 0 1,064.6099
M_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 3.81% LEQEIATYR 410 418 36.6 27.9 33.6 2 0 0 1,122.5790
N_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 9.09% LASYLDKVR 128 136 44.1 25.2 28.9 2 0 0 1,064.6099
N_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 9.09% ALEEANADLEVK 137 148 47.8 27.4 24.5 2 0 0 1,301.6584
N_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 9.09% ASLENSLEETKGR 355 367 29.9 28.4 23.9 0 2 0 1,433.7231
N_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 8 9.09% LEQEIATYR 410 418 49.4 28.3 45.5 2 0 0 1,122.5790
N_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 3.81% VLDELTLAR 226 234 41.3 28.7 35.0 1 0 0 1,029.5940
N_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 3.81% LEQEIATYR 410 418 52.9 28.3 47.8 2 0 0 1,122.5790
N_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 3.81% LASYLDKVR 128 136 42.3 25.5 27.1 2 0 0 1,064.6099
N_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 3.81% LEQEIATYR 410 418 31.0 28.3 24.8 1 0 0 1,122.5790
N_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 7.19% APSTYGGGLSVSSR 42 55 62.5 27.5 54.2 2 0 0 1,338.6648
N_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 7.19% ASLENSLEETK 355 365 31.1 27.8 27.0 1 0 0 1,220.6005
N_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 5 7.19% LEQEIATYR 410 418 35.6 28.5 31.1 2 0 0 1,122.5790
N_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.13% LASYLDKVR 128 136 35.3 25.3 25.7 2 0 0 1,064.6099
N_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.13% VLDELTLAR 226 234 50.0 28.7 38.4 2 0 0 1,029.5940
N_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.13% ASLENSLEETK 355 365 42.7 27.8 36.0 2 0 0 1,220.6005
N_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 11.80% APSTYGGGLSVSSR 42 55 63.1 27.6 53.3 2 0 0 1,338.6648
N_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 11.80% LASYLDKVR 128 136 26.7 25.2 17.9 1 0 0 1,064.6099
N_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 11.80% VLDELTLAR 226 234 59.0 28.7 44.5 2 0 0 1,029.5940
N_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 11.80% ILNEMRDQYEQMAEK 285 299 20.7 25.0 20.7 0 1 0 1,929.8683
N_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 11.80% LEQEIATYR 410 418 40.4 28.3 32.1 2 0 0 1,122.5790
N_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 8.46% LASYLDKVR 128 136 52.0 25.5 36.5 2 0 0 1,064.6099
N_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 8.46% VLDELTLAR 226 234 54.2 28.7 41.0 2 0 0 1,029.5940
N_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 8.46% ASLENSLEETK 355 365 49.3 27.6 44.9 2 0 0 1,220.6005
N_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 8.46% ASLENSLEETKGR 355 367 19.1 28.3 15.1 0 1 0 1,433.7231
N_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 8.46% LEQEIATYR 410 418 40.0 28.3 28.7 1 0 0 1,122.5790
N_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 9.51% APSTYGGGLSVSSR 42 55 68.9 26.7 60.3 2 0 0 1,338.6648
N_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 9.51% LASYLDKVR 128 136 23.8 25.2 15.4 1 0 0 1,064.6099
N_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 9.51% ASLENSLEETKGR 355 367 32.3 28.3 29.0 0 1 0 1,433.7231
N_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 9.51% LEQEIATYR 410 418 54.8 28.5 42.1 2 0 0 1,122.5790
O_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 9 13 19.70% LASYLDKVR 128 136 39.1 25.6 32.4 2 0 0 1,064.6099
O_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 9 13 19.70% ALEEANADLEVK 137 148 63.0 27.6 43.2 2 0 0 1,301.6584
O_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 9 13 19.70% QTVEADVNGLRR 214 225 24.6 28.1 5.9 0 1 0 1,357.7183
O_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 9 13 19.70% GQTGGDVNVEMDAAPGVDLSR 264 284 43.4 25.3 35.9 1 0 0 2,103.9615
O_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 9 13 19.70% ILNEMRDQYEQMAEK 285 299 17.7 25.0 15.4 0 1 0 1,929.8683
O_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 9 13 19.70% ASLENSLEETKGR 355 367 41.4 28.4 32.3 2 1 0 1,433.7231
O_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 9 13 19.70% TRLEQEIATYR 408 418 28.9 27.7 28.9 1 0 0 1,379.7278
O_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 9 13 19.70% LEQEIATYR 410 418 40.2 28.5 32.2 2 0 0 1,122.5790
O_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 3.81% VTMQNLNDR 119 127 52.5 27.7 25.7 2 0 0 1,090.5310
O_02 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 3.81% LEQEIATYR 410 418 27.0 28.1 16.3 2 0 0 1,122.5790
O_08 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 2.75% ASLENSLEETK 355 365 38.3 27.5 31.2 2 0 0 1,220.6005
O_08 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 2.75% ASLENSLEETKGR 355 367 29.3 28.3 22.6 0 1 0 1,433.7231
O_10 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% APSTYGGGLSVSSR 42 55 56.7 27.2 54.1 2 0 0 1,338.6648
O_10 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% LEQEIATYR 410 418 32.5 28.3 28.1 1 0 0 1,122.5790
O_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.86% APSTYGGGLSVSSR 42 55 60.6 27.5 50.8 2 0 0 1,338.6648
O_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.86% LEQEIATYR 410 418 33.4 28.5 28.6 2 0 0 1,122.5790
P_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 9.09% LASYLDKVR 128 136 41.8 25.2 31.0 2 0 0 1,064.6099
P_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 9.09% ALEEANADLEVK 137 148 67.3 27.5 44.7 2 0 0 1,301.6584
P_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 9.09% ASLENSLEETKGR 355 367 39.6 28.4 37.4 0 1 0 1,433.7231
P_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 9.09% LEQEIATYR 410 418 52.9 28.3 47.3 2 0 0 1,122.5790
P_03 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% VTMQNLNDR 119 127 34.1 28.2 21.3 2 0 0 1,090.5310
P_03 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.44% ALEEANADLEVK 137 148 32.6 27.4 23.8 2 0 0 1,301.6584
P_06 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 11.40% APSTYGGGLSVSSR 42 55 42.6 27.5 32.1 2 0 0 1,338.6648
P_06 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 11.40% LASYLDKVR 128 136 29.2 25.2 17.1 1 0 0 1,064.6099
P_06 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 11.40% VLDELTLAR 226 234 47.9 28.4 35.1 1 0 0 1,029.5940
P_06 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 11.40% ASLENSLEETKGR 355 367 22.8 28.4 11.9 0 1 0 1,433.7231
P_06 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 7 11.40% LEQEIATYR 410 418 42.4 28.3 25.3 2 0 0 1,122.5790
P_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 9 13.70% APSTYGGGLSVSSR 42 55 58.5 26.7 52.8 2 0 0 1,338.6648
P_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 9 13.70% VLDELTLAR 226 234 46.5 28.5 38.8 1 0 0 1,029.5940
P_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 9 13.70% ASLENSLEETK 355 365 33.3 27.8 26.4 2 0 0 1,220.6005
P_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 9 13.70% LEQEIATYR 410 418 62.3 28.3 52.6 2 0 0 1,122.5790
P_07 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 9 13.70% LLEGEDAHLSSQQASGQSYSSR 420 441 49.2 25.7 42.8 0 2 0 2,350.0906



P_11 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 7.61% APSTYGGGLSVSSR 42 55 47.2 27.5 35.2 1 0 0 1,338.6648
P_11 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 7.61% VLDELTLAR 226 234 54.2 28.4 43.1 2 0 0 1,029.5940
P_11 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 7.61% ASLENSLEETK 355 365 45.5 27.1 36.1 2 0 0 1,220.6005
P_11 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 7.61% ASLENSLEETKGR 355 367 36.0 28.5 22.5 0 2 0 1,433.7231
P_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.65% ASLENSLEETKGR 355 367 30.2 28.5 24.1 0 2 0 1,433.7231
P_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.65% LEQEIATYR 410 418 53.2 28.5 42.6 1 0 0 1,122.5790
P_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 9.51% APSTYGGGLSVSSR 42 55 63.7 26.7 47.3 2 0 0 1,338.6648
P_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 9.51% LASYLDKVR 128 136 40.5 25.3 32.6 2 0 0 1,064.6099
P_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 9.51% ASLENSLEETK 355 365 44.2 27.5 36.8 1 0 0 1,220.6005
P_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 9.51% ASLENSLEETKGR 355 367 21.2 28.4 13.3 0 1 0 1,433.7231
P_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 5 5 8 9.51% LEQEIATYR 410 418 49.8 28.5 43.5 2 0 0 1,122.5790
P_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.77% APSTYGGGLSVSSR 42 55 54.7 27.4 47.5 2 0 0 1,338.6648
P_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.77% VLDELTLAR 226 234 37.5 28.5 30.7 2 0 0 1,029.5940
P_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.77% LEQEIATYR 410 418 42.0 28.5 36.2 2 0 0 1,122.5790
P_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 8.67% APSTYGGGLSVSSR 42 55 29.4 27.5 23.6 1 0 0 1,338.6648
P_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 8.67% VTMQNLNDR 119 127 35.8 27.8 20.4 2 0 0 1,090.5310
P_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 8.67% VLDELTLAR 226 234 38.0 28.4 31.0 1 0 0 1,029.5940
P_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 6 8.67% LEQEIATYR 410 418 45.1 28.3 36.7 2 0 0 1,122.5790
P_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.86% APSTYGGGLSVSSR 42 55 72.2 26.7 63.6 2 0 0 1,338.6648
P_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.86% LEQEIATYR 410 418 64.4 28.5 52.0 2 0 0 1,122.5790
Q_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 12 24.70% APSTYGGGLSVSSR 42 55 65.4 27.2 57.4 2 0 0 1,338.6648
Q_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 12 24.70% ALEEANADLEVK 137 148 70.5 27.4 47.6 2 0 0 1,301.6584
Q_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 12 24.70% QTVEADVNGLR 214 224 47.2 27.2 35.8 1 0 0 1,201.6172
Q_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 12 24.70% GQTGGDVNVEMDAAPGVDLSR 264 284 49.8 25.3 46.8 1 0 0 2,103.9615
Q_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 12 24.70% ILNEMRDQYEQMAEK 285 299 19.8 25.0 15.0 0 1 0 1,929.8683
Q_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 12 24.70% ASLENSLEETKGR 355 367 40.6 28.4 35.4 0 2 0 1,433.7231
Q_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 12 24.70% LEQEIATYR 410 418 51.8 28.3 43.4 2 0 0 1,122.5790
Q_01 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 8 8 12 24.70% LLEGEDAHLSSQQASGQSYSSR 420 441 41.5 25.8 33.8 0 1 0 2,350.0906
Q_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 3.81% VLDELTLAR 226 234 40.2 28.4 33.3 2 0 0 1,029.5940
Q_09 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 3.81% LEQEIATYR 410 418 39.8 28.3 32.8 2 0 0 1,122.5790
Q_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 12 18.00% APSTYGGGLSVSSR 42 55 95.1 27.2 87.7 2 0 0 1,338.6648
Q_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 12 18.00% ALEEANADLEVK 137 148 67.1 27.5 48.5 2 0 0 1,301.6584
Q_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 12 18.00% VLDELTLAR 226 234 45.4 28.7 37.9 2 0 0 1,029.5940
Q_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 12 18.00% TEELNKEVASNSELVQSSR 312 330 25.8 27.7 19.3 0 2 0 2,120.0465
Q_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 12 18.00% LEQEIATYR 410 418 47.2 28.3 40.9 2 0 0 1,122.5790
Q_12 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 6 6 12 18.00% LLEGEDAHLSSQQASGQSYSSR 420 441 22.9 25.8 22.9 0 2 0 2,350.0906
Q_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 9.30% APSTYGGGLSVSSR 42 55 32.3 27.5 32.3 1 0 0 1,338.6648
Q_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 9.30% ALEEANADLEVK 137 148 53.4 27.4 30.8 2 0 0 1,301.6584
Q_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 9.30% VLDELTLAR 226 234 46.0 28.5 28.2 2 0 0 1,029.5940
Q_13 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 4 4 7 9.30% LEQEIATYR 410 418 42.1 28.3 34.6 2 0 0 1,122.5790
Q_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% APSTYGGGLSVSSR 42 55 59.6 27.5 53.8 2 0 0 1,338.6648
Q_14 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 3 4.86% LEQEIATYR 410 418 51.2 28.3 40.8 1 0 0 1,122.5790
Q_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.86% APSTYGGGLSVSSR 42 55 66.8 27.5 55.7 2 0 0 1,338.6648
Q_15 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 2 2 4 4.86% LEQEIATYR 410 418 49.4 28.5 42.6 2 0 0 1,122.5790
Q_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.77% APSTYGGGLSVSSR 42 55 76.9 27.5 71.6 2 0 0 1,338.6648
Q_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.77% VLDELTLAR 226 234 60.0 28.7 48.9 2 0 0 1,029.5940
Q_16 Keratin, type I cytoskeletal 16 K1C16_HUMAN 51,269 3 3 6 6.77% LEQEIATYR 410 418 45.8 28.3 35.4 2 0 0 1,122.5790
A_13 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 4 4 6 12.80% AQIFANTVDNAR 138 149 47.6 28.0 41.2 2 0 0 1,319.6702
A_13 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 4 4 6 12.80% IVLQIDNAR 150 158 38.6 25.4 33.8 1 0 0 1,041.6052
A_13 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 4 4 6 12.80% VKYETELAMR 166 175 24.2 26.7 18.4 2 0 0 1,255.6352
A_13 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 4 4 6 12.80% QSVENDIHGLRK 176 187 24.9 27.2 16.9 0 1 0 1,395.7340
A_13 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 4 4 6 12.80% QAQEYEALLNIK 359 370 39.3 28.9 29.6 1 0 0 1,419.7479
B_12 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 7.67% AQIFANTVDNAR 138 149 52.0 27.7 44.9 2 0 0 1,319.6702
B_12 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 7.67% IVLQIDNAR 150 158 41.7 25.4 32.7 1 0 0 1,041.6052
B_12 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 7.67% QAQEYEALLNIK 359 370 60.8 28.7 38.1 2 0 0 1,419.7479
C_12 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 3 3 5 10.50% AQIFANTVDNAR 138 149 61.7 27.8 52.6 2 0 0 1,319.6702
C_12 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 3 3 5 10.50% IVLQIDNAR 150 158 32.0 25.2 26.9 1 0 0 1,041.6052
C_12 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 3 3 5 10.50% QSVENDIHGLRK 176 187 24.3 26.9 12.6 0 1 0 1,395.7340
C_12 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 3 3 5 10.50% QAQEYEALLNIK 359 370 60.1 28.9 50.8 2 0 0 1,419.7479
C_13 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 7.67% AQIFANTVDNAR 138 149 47.5 27.8 35.6 2 0 0 1,319.6702
C_13 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 7.67% IVLQIDNAR 150 158 39.5 25.4 33.4 1 0 0 1,041.6052
C_13 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 7.67% QSVENDIHGLRK 176 187 19.7 27.2 19.7 0 2 0 1,395.7340
F_15 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 5.58% AQIFANTVDNAR 138 149 61.3 27.7 54.7 2 0 0 1,319.6702
F_15 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 5.58% QAQEYEALLNIK 359 370 57.2 28.5 37.8 2 0 0 1,419.7479
H_10 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 7.67% AQIFANTVDNAR 138 149 61.9 27.7 53.4 2 0 0 1,319.6702
H_10 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 7.67% IVLQIDNAR 150 158 43.5 25.8 34.0 2 0 0 1,041.6052
H_10 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 7.67% QAQEYEALLNIK 359 370 66.2 28.8 53.0 2 0 0 1,419.7479
I_10 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 3 7.91% IVLQIDNAR 150 158 35.8 25.3 24.9 2 0 0 1,041.6052
I_10 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 3 7.91% ASLENSLREVEAR 318 330 19.2 28.2 12.2 0 1 0 1,473.7655
I_10 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 3 7.91% QAQEYEALLNIK 359 370 54.4 28.8 43.9 2 0 0 1,419.7479
I_11 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 3 3 5 10.70% AQIFANTVDNAR 138 149 60.5 27.7 51.6 2 0 0 1,319.6702
I_11 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 3 3 5 10.70% IVLQIDNAR 150 158 47.1 25.0 34.0 2 0 0 1,041.6052
I_11 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 3 3 5 10.70% ASLENSLREVEAR 318 330 23.8 28.2 15.6 1 0 0 1,473.7655
I_11 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 3 3 5 10.70% QAQEYEALLNIK 359 370 70.2 28.7 57.6 2 0 0 1,419.7479
K_11 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 7.67% AQIFANTVDNAR 138 149 58.8 28.0 48.0 2 0 0 1,319.6702
K_11 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 7.67% IVLQIDNAR 150 158 50.8 25.8 37.5 2 0 0 1,041.6052
K_11 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 4 7.67% QAQEYEALLNIK 359 370 53.5 28.9 41.6 2 0 0 1,419.7479
L_08 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 2 7.67% AQIFANTVDNAR 138 149 62.0 28.3 54.8 1 0 0 1,319.6702
L_08 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 2 7.67% IVLQIDNAR 150 158 36.2 25.8 28.9 1 0 0 1,041.6052
L_08 Keratin, type I cytoskeletal 18 K1C18_HUMAN 48,059 2 2 2 7.67% QAQEYEALLNIK 359 370 26.9 28.5 14.4 1 0 0 1,419.7479
C_12 Keratin, type I cytoskeletal 19 K1C19_HUMAN 44,107 2 2 3 4.50% IVLQIDNAR 151 159 32.0 25.2 26.9 1 0 0 1,041.6052
C_12 Keratin, type I cytoskeletal 19 K1C19_HUMAN 44,107 2 2 3 4.50% DAEAWFTSR 266 274 33.7 25.0 23.4 2 0 0 1,082.4901
I_10 Keratin, type I cytoskeletal 19 K1C19_HUMAN 44,107 2 2 4 4.50% IVLQIDNAR 151 159 35.8 25.3 24.9 2 0 0 1,041.6052
I_10 Keratin, type I cytoskeletal 19 K1C19_HUMAN 44,107 2 2 4 4.50% DAEAWFTSR 266 274 37.8 25.0 29.7 2 0 0 1,082.4901
I_11 Keratin, type I cytoskeletal 19 K1C19_HUMAN 44,107 3 3 6 8.75% QSSATSSFGGLGGGSVR 8 24 80.1 27.0 72.4 2 0 0 1,554.7507
I_11 Keratin, type I cytoskeletal 19 K1C19_HUMAN 44,107 3 3 6 8.75% IVLQIDNAR 151 159 47.1 25.0 34.0 2 0 0 1,041.6052
I_11 Keratin, type I cytoskeletal 19 K1C19_HUMAN 44,107 3 3 6 8.75% DAEAWFTSR 266 274 45.2 25.0 38.9 2 0 0 1,082.4901
K_11 Keratin, type I cytoskeletal 19 K1C19_HUMAN 44,107 2 2 3 4.50% IVLQIDNAR 151 159 50.8 25.8 37.5 2 0 0 1,041.6052
K_11 Keratin, type I cytoskeletal 19 K1C19_HUMAN 44,107 2 2 3 4.50% DAEAWFTSR 266 274 34.4 25.0 28.4 1 0 0 1,082.4901
A_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 10.40% QFSSSYLSR 5 13 31.5 25.4 10.2 1 0 0 1,074.5213
A_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 10.40% VQALEEANNDLENK 171 184 86.9 26.6 84.4 2 2 0 1,586.7657
A_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 10.40% DQIVDLTVGNNK 213 224 77.2 27.9 61.2 2 0 0 1,315.6854
A_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 10.40% QGVDADINGLR 251 261 72.6 26.6 60.8 2 0 0 1,157.5911
A_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 10.40% QVLDNLTMEK 262 271 25.3 28.9 15.2 2 0 0 1,206.6037
A_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 10.40% QEYEQLIAK 328 336 41.0 29.4 21.9 1 0 0 1,121.5838
A_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 14.40% SGGGGGGGLGSGGSIRSSYSR 14 34 19.8 26.5 14.4 0 1 0 1,812.8585
A_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 14.40% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 35.0 25.0 35.0 0 2 0 2,198.9446
A_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 14.40% VQALEEANNDLENK 171 184 103.0 26.7 97.3 2 1 0 1,586.7657
A_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 14.40% QGVDADINGLR 251 261 74.7 26.3 63.2 2 0 0 1,157.5911
A_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 14.40% QVLDNLTMEK 262 271 35.9 28.0 29.4 2 0 0 1,206.6037
A_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 14.40% QEYEQLIAK 328 336 46.1 28.4 29.1 2 0 0 1,121.5838
A_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 14.10% QFSSSYLSR 5 13 28.5 25.2 18.0 2 0 0 1,074.5213
A_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 14.10% SGGGGGGGLGSGGSIRSSYSR 14 34 39.3 26.5 36.1 0 2 0 1,812.8585
A_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 14.10% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 30.1 25.0 21.3 0 1 0 2,198.9446
A_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 14.10% VQALEEANNDLENK 171 184 64.6 26.4 59.0 2 0 0 1,586.7657
A_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 14.10% QVLDNLTMEK 262 271 60.4 28.8 49.5 2 0 0 1,206.6037
A_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 14.10% QEYEQLIAK 328 336 44.7 28.4 15.5 2 0 0 1,121.5838
A_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 4.33% QFSSSYLSR 5 13 23.7 25.2 12.3 1 0 0 1,074.5213
A_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 4.33% IQDWYDK 185 191 23.1 25.0 10.7 1 0 0 967.4521
A_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 4.33% QGVDADINGLR 251 261 71.5 26.3 59.7 2 0 0 1,157.5911
A_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 10.10% QFSSSYLSR 5 13 22.3 25.2 9.6 1 0 0 1,074.5213
A_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 10.10% SGGGGGGGLGSGGSIRSSYSR 14 34 22.3 26.4 22.3 0 1 0 1,812.8585



A_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 10.10% VQALEEANNDLENK 171 184 82.4 26.5 72.8 2 0 0 1,586.7657
A_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 10.10% QVLDNLTMEK 262 271 33.2 28.8 25.9 1 0 0 1,206.6037
A_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 10.10% QEYEQLIAK 328 336 40.7 28.4 20.4 2 0 0 1,121.5838
A_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.69% VQALEEANNDLENK 171 184 93.5 26.4 84.7 2 0 0 1,586.7657
A_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.69% QEYEQLIAK 328 336 39.5 28.4 23.4 2 0 0 1,121.5838
A_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.21% TLLDIDNTR 225 233 42.3 29.2 0.0 1 0 0 1,060.5635
A_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.21% QGVDADINGLR 251 261 71.5 26.3 64.8 2 0 0 1,157.5911
A_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 10.90% VQALEEANNDLENK 171 184 90.3 26.5 82.7 2 2 0 1,586.7657
A_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 10.90% TLLDIDNTR 225 233 33.8 28.9 0.0 2 0 0 1,060.5635
A_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 10.90% QGVDADINGLR 251 261 62.8 26.3 51.2 2 0 0 1,157.5911
A_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 10.90% QVLDNLTMEK 262 271 69.2 28.0 55.8 2 0 0 1,206.6037
A_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 10.90% QEYEQLIAK 328 336 23.8 28.4 12.8 1 0 0 1,121.5838
A_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 12 10.90% IGLGGRGGSGGSYGR 473 487 20.8 29.0 19.7 0 1 0 1,350.6875
A_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 7.38% SGGGGGGGLGSGGSIRSSYSR 14 34 20.1 26.4 13.4 0 2 0 1,812.8585
A_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 7.38% VQALEEANNDLENK 171 184 77.4 26.5 74.4 2 0 0 1,586.7657
A_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 7.38% QGVDADINGLR 251 261 60.2 26.6 49.1 2 0 0 1,157.5911
A_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.46% VQALEEANNDLENK 171 184 83.0 26.6 78.0 2 0 0 1,586.7657
A_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.46% TLLDIDNTR 225 233 41.3 29.2 0.0 1 0 0 1,060.5635
A_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.46% QGVDADINGLR 251 261 59.1 26.6 47.7 2 0 0 1,157.5911
A_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 8 6.74% VQALEEANNDLENK 171 184 90.3 26.3 82.7 2 1 0 1,586.7657
A_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 8 6.74% MTLDDFR 234 240 21.0 25.0 7.1 1 0 0 913.4086
A_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 8 6.74% QGVDADINGLR 251 261 63.6 26.3 54.1 2 0 0 1,157.5911
A_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 8 6.74% QVLDNLTMEK 262 271 28.9 28.8 20.2 2 0 0 1,206.6037
A_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 7.38% VQALEEANNDLENK 171 184 93.8 26.7 92.3 2 0 0 1,586.7657
A_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 7.38% TLLDIDNTR 225 233 36.7 29.2 0.0 2 0 0 1,060.5635
A_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 7.38% EIETYHNLLEGGQEDFESSGAGK 450 472 48.4 25.0 45.9 0 2 0 2,510.1320
A_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.85% VQALEEANNDLENK 171 184 66.3 26.5 65.1 2 0 0 1,586.7657
A_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.85% QVLDNLTMEK 262 271 39.6 28.8 29.9 1 0 0 1,206.6037
A_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 5.46% VQALEEANNDLENK 171 184 53.6 26.4 53.6 1 0 0 1,586.7657
A_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 5.46% TLLDIDNTR 225 233 29.2 29.2 0.0 1 0 0 1,060.5635
A_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 5.46% QGVDADINGLR 251 261 41.5 26.6 39.7 2 0 0 1,157.5911
A_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.01% VQALEEANNDLENK 171 184 82.5 26.5 78.7 2 0 0 1,586.7657
A_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.01% QGVDADINGLR 251 261 59.8 26.3 51.7 1 0 0 1,157.5911
A_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 6.90% QFSSSYLSR 5 13 23.4 25.7 13.9 2 0 0 1,074.5213
A_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 6.90% VQALEEANNDLENK 171 184 86.4 26.4 69.1 2 2 0 1,586.7657
A_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 6.90% TLLDIDNTR 225 233 54.1 29.2 0.0 2 0 0 1,060.5635
A_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 6.90% QGVDADINGLR 251 261 52.7 26.3 41.5 2 0 0 1,157.5911
A_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 12.50% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 33.9 25.0 32.5 0 2 0 2,198.9446
A_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 12.50% VQALEEANNDLENK 171 184 93.4 26.4 88.1 2 0 0 1,586.7657
A_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 12.50% TLLDIDNTR 225 233 45.0 29.2 0.0 2 0 0 1,060.5635
A_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 12.50% QGVDADINGLR 251 261 71.0 26.3 57.8 2 0 0 1,157.5911
A_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 12.50% QVLDNLTMEK 262 271 47.9 27.9 38.2 2 0 0 1,206.6037
A_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 12.50% QEYEQLIAK 328 336 31.1 29.4 11.6 1 0 0 1,121.5838
A_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 7.87% VQALEEANNDLENK 171 184 90.0 26.5 80.1 2 2 0 1,586.7657
A_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 7.87% TLLDIDNTR 225 233 39.8 29.2 0.0 2 0 0 1,060.5635
A_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 7.87% MTLDDFR 234 240 30.7 25.0 13.9 1 0 0 913.4086
A_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 7.87% QVLDNLTMEK 262 271 34.4 28.9 8.2 2 0 0 1,206.6037
A_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 7.87% QEYEQLIAK 328 336 24.8 28.4 9.0 1 0 0 1,121.5838
A_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% VQALEEANNDLENK 171 184 85.3 26.7 80.2 2 0 0 1,586.7657
A_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% TLLDIDNTR 225 233 32.7 28.9 0.0 1 0 0 1,060.5635
A_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QVLDNLTMEK 262 271 47.2 28.9 38.0 2 0 0 1,206.6037
A_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QEYEQLIAK 328 336 42.1 28.4 20.2 2 0 0 1,121.5838
A_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 8 6.58% VQALEEANNDLENK 171 184 77.8 26.7 72.8 2 2 0 1,586.7657
A_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 8 6.58% TLLDIDNTR 225 233 46.9 28.9 0.0 2 0 0 1,060.5635
A_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 8 6.58% MTLDDFR 234 240 24.4 25.0 11.8 1 0 0 913.4086
A_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 8 6.58% QGVDADINGLR 251 261 48.1 26.6 40.5 1 0 0 1,157.5911
A_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 17.30% QFSSSYLSR 5 13 27.4 25.1 16.8 2 0 0 1,074.5213
A_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 17.30% SGGGGGGGLGSGGSIRSSYSR 14 34 25.2 26.4 22.7 0 1 0 1,812.8585
A_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 17.30% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 77.0 25.0 75.9 0 2 0 2,198.9446
A_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 17.30% VQALEEANNDLENK 171 184 90.3 26.4 78.5 2 2 0 1,586.7657
A_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 17.30% TLLDIDNTR 225 233 42.3 29.1 0.0 2 0 0 1,060.5635
A_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 17.30% QGVDADINGLR 251 261 85.0 26.3 73.0 2 0 0 1,157.5911
A_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 17.30% QVLDNLTMEK 262 271 50.9 28.0 41.9 2 0 0 1,206.6037
A_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 17.30% QEYEQLIAK 328 336 44.4 28.4 23.2 2 0 0 1,121.5838
A_29 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 6.90% VQALEEANNDLENK 171 184 93.9 26.5 82.0 2 0 0 1,586.7657
A_29 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 6.90% TLLDIDNTR 225 233 38.0 29.2 0.0 2 0 0 1,060.5635
A_29 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 6.90% QGVDADINGLR 251 261 33.3 26.3 28.4 2 0 0 1,157.5911
A_29 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 6.90% QEYEQLIAK 328 336 44.4 28.8 15.9 2 0 0 1,121.5838
A_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 6.10% VQALEEANNDLENK 171 184 90.7 26.3 84.5 2 0 0 1,586.7657
A_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 6.10% TLLDIDNTR 225 233 35.0 29.2 0.0 2 0 0 1,060.5635
A_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 6.10% TLNDMRQEYEQLIAK 322 336 24.0 27.4 9.8 1 0 0 1,867.9221
A_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 6.10% QEYEQLIAK 328 336 33.6 28.8 7.0 1 0 0 1,121.5838
A_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.69% VQALEEANNDLENK 171 184 88.7 26.4 78.7 2 0 0 1,586.7657
A_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.69% TLLDIDNTR 225 233 33.2 29.2 0.0 2 0 0 1,060.5635
A_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 19 18.00% QFSSSYLSR 5 13 24.7 25.1 9.5 2 0 0 1,074.5213
A_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 19 18.00% FSSSSGYGGGSSR 47 59 26.3 25.0 26.3 1 0 0 1,235.5286
A_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 19 18.00% VQALEEANNDLENK 171 184 86.9 26.4 83.7 2 0 0 1,586.7657
A_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 19 18.00% IQDWYDK 185 191 24.7 25.0 12.5 3 0 0 967.4521
A_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 19 18.00% DQIVDLTVGNNK 213 224 81.6 28.0 68.9 2 0 0 1,315.6854
A_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 19 18.00% TLLDIDNTR 225 233 44.7 29.2 0.0 2 0 0 1,060.5635
A_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 19 18.00% QVLDNLTMEK 262 271 56.3 28.0 46.2 2 0 0 1,206.6037
A_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 19 18.00% TLNDMRQEYEQLIAK 322 336 50.7 27.4 44.2 2 0 0 1,867.9221
A_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 19 18.00% QEYEQLIAK 328 336 46.2 28.5 23.9 1 0 0 1,121.5838
A_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 19 18.00% EIETYHNLLEGGQEDFESSGAGK 450 472 60.7 25.0 60.7 0 2 0 2,510.1320
B_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 7.38% VQALEEANNDLENK 171 184 82.9 26.7 73.9 2 0 0 1,586.7657
B_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 7.38% DQIVDLTVGNNK 213 224 43.0 27.9 33.7 2 0 0 1,315.6854
B_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 7.38% TLLDIDNTR 225 233 29.8 28.9 0.0 2 0 0 1,060.5635
B_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 7.38% QGVDADINGLR 251 261 66.0 26.6 54.3 2 0 0 1,157.5911
B_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% VQALEEANNDLENK 171 184 94.7 26.7 89.5 2 0 0 1,586.7657
B_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% TLLDIDNTR 225 233 48.7 29.2 0.0 2 0 0 1,060.5635
B_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% QGVDADINGLR 251 261 49.8 26.3 37.8 2 0 0 1,157.5911
B_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% QVLDNLTMEK 262 271 39.0 28.0 31.6 1 0 0 1,206.6037
B_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.26% TLLDIDNTR 225 233 47.8 29.2 0.0 2 0 0 1,060.5635
B_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.26% QGVDADINGLR 251 261 80.8 26.3 69.1 2 0 0 1,157.5911
B_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.26% QVLDNLTMEK 262 271 35.0 28.5 32.3 1 0 0 1,206.6037
B_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.26% QEYEQLIAK 328 336 33.9 28.4 20.0 2 0 0 1,121.5838
B_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% VQALEEANNDLENK 171 184 81.8 26.3 74.4 2 0 0 1,586.7657
B_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% QGVDADINGLR 251 261 51.9 26.6 30.9 2 0 0 1,157.5911
B_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.30% QFSSSYLSR 5 13 36.7 25.3 19.0 2 0 0 1,074.5213
B_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.30% VQALEEANNDLENK 171 184 99.9 26.4 96.2 2 0 0 1,586.7657
B_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.30% QVLDNLTMEK 262 271 29.8 28.8 12.6 1 0 0 1,206.6037
B_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.05% TLLDIDNTR 225 233 31.6 28.9 0.0 2 0 0 1,060.5635
B_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.05% QVLDNLTMEK 262 271 26.1 28.8 15.3 1 0 0 1,206.6037
B_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.14% QFSSSYLSR 5 13 23.7 25.1 16.2 2 0 0 1,074.5213
B_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.14% VQALEEANNDLENK 171 184 90.0 26.4 74.8 2 0 0 1,586.7657
B_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.14% QEYEQLIAK 328 336 34.0 28.4 13.3 2 0 0 1,121.5838
B_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 2 4.01% VQALEEANNDLENK 171 184 77.9 26.4 70.7 1 0 0 1,586.7657
B_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 2 4.01% QGVDADINGLR 251 261 46.6 26.3 36.4 1 0 0 1,157.5911
B_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.01% VQALEEANNDLENK 171 184 104.0 26.7 99.5 2 0 0 1,586.7657
B_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.01% QGVDADINGLR 251 261 61.6 26.3 49.8 1 0 0 1,157.5911
B_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% VQALEEANNDLENK 171 184 92.7 26.5 83.3 2 0 0 1,586.7657
B_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% QGVDADINGLR 251 261 57.2 26.3 50.2 2 0 0 1,157.5911



B_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.01% VQALEEANNDLENK 171 184 58.0 26.7 49.5 1 0 0 1,586.7657
B_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.01% QGVDADINGLR 251 261 43.0 26.5 41.5 2 0 0 1,157.5911
B_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% VQALEEANNDLENK 171 184 86.7 26.7 83.8 2 0 0 1,586.7657
B_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% QGVDADINGLR 251 261 53.7 26.3 42.9 2 0 0 1,157.5911
B_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.69% VQALEEANNDLENK 171 184 81.3 26.5 73.6 2 0 0 1,586.7657
B_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.69% TLLDIDNTR 225 233 36.1 28.8 0.0 2 0 0 1,060.5635
B_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% VQALEEANNDLENK 171 184 79.3 26.5 67.6 2 0 0 1,586.7657
B_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% QGVDADINGLR 251 261 56.2 26.5 49.7 2 0 0 1,157.5911
B_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.46% VQALEEANNDLENK 171 184 80.0 26.6 68.1 2 0 0 1,586.7657
B_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.46% TLLDIDNTR 225 233 29.3 28.9 0.0 1 0 0 1,060.5635
B_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.46% QGVDADINGLR 251 261 53.3 26.3 41.7 2 0 0 1,157.5911
B_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.62% VQALEEANNDLENK 171 184 83.6 26.4 79.1 2 0 0 1,586.7657
B_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.62% QGVDADINGLR 251 261 67.5 26.5 54.0 2 0 0 1,157.5911
B_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.62% QVLDNLTMEK 262 271 46.1 28.9 36.9 2 0 0 1,206.6037
B_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% VQALEEANNDLENK 171 184 83.4 26.7 66.7 2 0 0 1,586.7657
B_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% QGVDADINGLR 251 261 71.2 26.3 59.2 2 0 0 1,157.5911
B_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% QVLDNLTMEK 262 271 48.9 28.9 34.7 2 0 0 1,206.6037
B_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% QEYEQLIAK 328 336 33.2 28.4 20.5 1 0 0 1,121.5838
B_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% VQALEEANNDLENK 171 184 57.2 26.4 54.7 2 0 0 1,586.7657
B_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% TLLDIDNTR 225 233 34.3 29.2 0.0 2 0 0 1,060.5635
B_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% QGVDADINGLR 251 261 48.0 26.9 37.0 1 0 0 1,157.5911
B_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% QVLDNLTMEK 262 271 51.1 28.9 38.3 2 0 0 1,206.6037
B_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 11 8.67% VQALEEANNDLENK 171 184 83.4 26.6 77.6 2 2 0 1,586.7657
B_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 11 8.67% DQIVDLTVGNNK 213 224 69.1 28.2 57.0 1 0 0 1,315.6854
B_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 11 8.67% TLLDIDNTR 225 233 34.7 29.2 0.0 2 0 0 1,060.5635
B_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 11 8.67% QVLDNLTMEK 262 271 35.9 28.9 24.4 2 0 0 1,206.6037
B_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 11 8.67% QEYEQLIAK 328 336 22.4 28.3 6.8 2 0 0 1,121.5838
B_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 8.51% VQALEEANNDLENK 171 184 93.8 26.5 88.3 2 0 0 1,586.7657
B_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 8.51% TLLDIDNTR 225 233 33.9 29.2 0.0 2 0 0 1,060.5635
B_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 8.51% QGVDADINGLR 251 261 77.2 26.3 67.9 2 0 0 1,157.5911
B_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 8.51% QVLDNLTMEK 262 271 48.2 28.9 36.3 2 0 0 1,206.6037
B_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 8.51% QEYEQLIAK 328 336 31.6 29.2 15.8 2 0 0 1,121.5838
B_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 8.51% VQALEEANNDLENK 171 184 97.7 26.4 87.2 2 0 0 1,586.7657
B_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 8.51% TLLDIDNTR 225 233 34.3 29.2 0.0 2 0 0 1,060.5635
B_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 8.51% QGVDADINGLR 251 261 88.6 26.6 77.0 2 0 0 1,157.5911
B_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 8.51% QVLDNLTMEK 262 271 57.2 28.9 43.9 2 0 0 1,206.6037
B_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 8.51% QEYEQLIAK 328 336 31.5 29.2 11.0 2 0 0 1,121.5838
B_29 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% VQALEEANNDLENK 171 184 84.6 26.5 83.3 2 0 0 1,586.7657
B_29 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% TLLDIDNTR 225 233 37.7 28.8 0.0 2 0 0 1,060.5635
B_29 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QVLDNLTMEK 262 271 47.9 28.4 37.2 1 0 0 1,206.6037
B_29 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QEYEQLIAK 328 336 26.3 29.4 12.2 2 0 0 1,121.5838
B_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 6.90% VQALEEANNDLENK 171 184 89.8 26.4 84.8 2 0 0 1,586.7657
B_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 6.90% TLLDIDNTR 225 233 28.2 29.2 0.0 1 0 0 1,060.5635
B_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 6.90% QGVDADINGLR 251 261 55.7 26.5 40.4 1 0 0 1,157.5911
B_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 6.90% QEYEQLIAK 328 336 31.9 29.4 16.4 2 0 0 1,121.5838
B_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.30% VQALEEANNDLENK 171 184 92.1 26.5 88.8 2 0 0 1,586.7657
B_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.30% QVLDNLTMEK 262 271 51.4 28.9 38.5 2 0 0 1,206.6037
B_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.30% QEYEQLIAK 328 336 37.3 28.3 25.8 1 0 0 1,121.5838
B_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 7.70% VQALEEANNDLENK 171 184 94.5 26.5 90.7 2 0 0 1,586.7657
B_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 7.70% TLLDIDNTR 225 233 36.8 29.2 0.0 2 0 0 1,060.5635
B_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 7.70% QVLDNLTMEK 262 271 48.6 28.9 36.2 2 0 0 1,206.6037
B_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 7.70% TLNDMRQEYEQLIAK 322 336 20.9 27.4 16.4 0 1 0 1,867.9221
B_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 7.70% QEYEQLIAK 328 336 42.1 29.4 24.4 1 0 0 1,121.5838
C_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 13 13.00% QFSSSYLSR 5 13 22.3 25.4 8.9 1 0 0 1,074.5213
C_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 13 13.00% VQALEEANNDLENK 171 184 93.4 26.6 90.5 2 2 0 1,586.7657
C_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 13 13.00% DQIVDLTVGNNK 213 224 59.0 28.2 40.8 2 0 0 1,315.6854
C_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 13 13.00% TLLDIDNTR 225 233 39.5 28.8 0.0 2 0 0 1,060.5635
C_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 13 13.00% MTLDDFR 234 240 28.7 25.0 8.8 1 0 0 913.4086
C_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 13 13.00% QGVDADINGLR 251 261 34.9 26.3 27.1 1 0 0 1,157.5911
C_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 13 13.00% QVLDNLTMEK 262 271 23.6 28.9 16.8 1 0 0 1,206.6037
C_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 13 13.00% QEYEQLIAK 328 336 24.0 29.2 8.1 1 0 0 1,121.5838
C_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% VQALEEANNDLENK 171 184 35.4 26.7 27.1 2 0 0 1,586.7657
C_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% TLLDIDNTR 225 233 46.8 29.2 0.0 2 0 0 1,060.5635
C_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% QGVDADINGLR 251 261 56.5 26.3 49.2 2 0 0 1,157.5911
C_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.06% QVLDNLTMEK 262 271 24.1 28.9 12.5 1 0 0 1,206.6037
C_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% VQALEEANNDLENK 171 184 77.4 26.4 69.3 2 0 0 1,586.7657
C_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% QGVDADINGLR 251 261 68.6 26.6 56.7 2 0 0 1,157.5911
C_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.05% QVLDNLTMEK 262 271 32.5 28.8 21.4 2 0 0 1,206.6037
C_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.05% QEYEQLIAK 328 336 24.1 28.5 13.3 1 0 0 1,121.5838
C_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 2 3.05% TLLDIDNTR 225 233 32.6 29.2 0.0 1 0 0 1,060.5635
C_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 2 3.05% QVLDNLTMEK 262 271 41.9 27.9 34.3 1 0 0 1,206.6037
C_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 8 14 12.70% SGGGGGGGLGSGGSIR 14 29 47.6 26.5 43.0 2 0 0 1,232.5981
C_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 8 14 12.70% VQALEEANNDLENK 171 184 103.0 26.3 96.1 2 2 0 1,586.7657
C_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 8 14 12.70% TLLDIDNTR 225 233 53.5 29.2 0.0 2 0 0 1,060.5635
C_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 8 14 12.70% IKFEMEQNLR 241 250 25.2 27.2 15.8 1 0 0 1,323.6727
C_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 8 14 12.70% QGVDADINGLR 251 261 56.3 26.6 44.4 2 0 0 1,157.5911
C_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 8 14 12.70% QVLDNLTMEK 262 271 44.9 28.5 37.7 2 0 0 1,206.6037
C_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 8 14 12.70% QEYEQLIAK 328 336 61.2 28.8 36.6 1 0 0 1,121.5838
C_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.14% QFSSSYLSR 5 13 27.0 25.1 14.4 2 0 0 1,074.5213
C_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.14% VQALEEANNDLENK 171 184 86.3 26.3 74.1 2 0 0 1,586.7657
C_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.14% QEYEQLIAK 328 336 39.1 28.5 21.0 1 0 0 1,121.5838
C_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 7.22% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 60.3 25.0 56.6 0 2 0 2,198.9446
C_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 7.22% TLLDIDNTR 225 233 42.5 29.4 0.0 1 0 0 1,060.5635
C_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 7.22% QGVDADINGLR 251 261 58.7 26.6 51.1 1 0 0 1,157.5911
C_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.37% QGVDADINGLR 251 261 64.3 25.9 53.8 2 0 0 1,157.5911
C_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.37% QVLDNLTMEK 262 271 28.7 28.5 25.5 2 0 0 1,206.6037
C_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 9.47% QFSSSYLSR 5 13 26.4 25.0 8.6 2 0 0 1,074.5213
C_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 9.47% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 67.7 25.0 59.2 0 1 0 2,198.9446
C_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 9.47% VQALEEANNDLENK 171 184 64.4 26.2 58.4 1 0 0 1,586.7657
C_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 9.47% QGVDADINGLR 251 261 86.5 26.6 77.4 2 0 0 1,157.5911
C_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 5 7.06% VQALEEANNDLENK 171 184 56.4 26.1 55.9 1 0 0 1,586.7657
C_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 5 7.06% TLLDIDNTR 225 233 34.8 29.2 0.0 2 0 0 1,060.5635
C_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 5 7.06% QGVDADINGLR 251 261 59.4 26.6 50.9 1 0 0 1,157.5911
C_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 5 7.06% QVLDNLTMEK 262 271 33.6 28.5 23.5 1 0 0 1,206.6037
C_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 6.42% VQALEEANNDLENK 171 184 87.5 26.5 87.0 2 2 0 1,586.7657
C_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 6.42% TLLDIDNTR 225 233 35.6 29.2 0.0 2 0 0 1,060.5635
C_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 6.42% MTLDDFR 234 240 22.0 25.0 10.8 1 0 0 913.4086
C_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 6.42% QVLDNLTMEK 262 271 47.4 28.5 38.1 2 0 0 1,206.6037
C_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.19% VQALEEANNDLENK 171 184 85.8 26.1 68.3 2 0 0 1,586.7657
C_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.19% TLLDIDNTR 225 233 48.3 29.2 0.0 2 0 0 1,060.5635
C_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.19% MTLDDFR 234 240 27.6 25.0 7.4 1 0 0 913.4086
C_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.19% QGVDADINGLR 251 261 67.8 26.3 56.5 2 0 0 1,157.5911
C_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.19% QVLDNLTMEK 262 271 47.7 27.9 36.7 2 0 0 1,206.6037
C_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.30% VQALEEANNDLENK 171 184 49.0 26.4 49.0 2 0 0 1,586.7657
C_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.30% TLLDIDNTR 225 233 31.2 29.2 0.0 2 0 0 1,060.5635
C_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.30% QVLDNLTMEK 262 271 63.7 28.9 52.8 1 0 0 1,206.6037
C_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 9.31% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 51.6 25.0 51.6 0 2 0 2,198.9446
C_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 9.31% VQALEEANNDLENK 171 184 75.5 26.1 66.5 2 0 0 1,586.7657
C_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 9.31% TLLDIDNTR 225 233 30.0 29.2 0.0 2 0 0 1,060.5635
C_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 9.31% IKFEMEQNLR 241 250 34.0 27.5 23.9 1 0 0 1,323.6727
C_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.58% QFSSSYLSR 5 13 17.5 25.1 6.3 1 0 0 1,074.5213
C_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.58% VQALEEANNDLENK 171 184 95.2 26.1 87.3 2 0 0 1,586.7657



C_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.58% TLLDIDNTR 225 233 40.5 29.1 0.0 2 0 0 1,060.5635
C_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.58% QEYEQLIAK 328 336 35.2 28.4 19.4 2 0 0 1,121.5838
C_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 11.10% QFSSSYLSR 5 13 23.9 25.1 9.0 1 0 0 1,074.5213
C_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 11.10% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 64.0 25.0 62.7 0 2 0 2,198.9446
C_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 11.10% VQALEEANNDLENK 171 184 69.2 26.7 62.3 2 0 0 1,586.7657
C_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 11.10% QGVDADINGLR 251 261 65.5 26.3 52.4 1 0 0 1,157.5911
C_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 11.10% QVLDNLTMEK 262 271 47.0 28.0 37.3 2 0 0 1,206.6037
C_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 16 17.50% QFSSSYLSR 5 13 35.4 25.1 20.6 1 0 0 1,074.5213
C_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 16 17.50% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 74.3 25.0 68.6 0 2 0 2,198.9446
C_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 16 17.50% VQALEEANNDLENK 171 184 67.9 26.2 61.6 2 0 0 1,586.7657
C_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 16 17.50% TLLDIDNTR 225 233 31.4 29.2 0.0 2 0 0 1,060.5635
C_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 16 17.50% QGVDADINGLR 251 261 42.6 26.6 37.5 2 0 0 1,157.5911
C_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 16 17.50% QVLDNLTMEK 262 271 35.9 28.5 21.6 1 0 0 1,206.6037
C_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 16 17.50% TLNDMRQEYEQLIAK 322 336 31.9 27.4 25.9 2 0 0 1,867.9221
C_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 16 17.50% QEYEQLIAK 328 336 37.3 28.8 19.5 2 0 0 1,121.5838
C_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 16 17.50% HGVQELEIELQSQLSK 375 390 52.3 27.3 38.0 0 2 0 1,837.9656
C_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 49.4 25.0 31.9 0 2 0 2,198.9446
C_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% VQALEEANNDLENK 171 184 67.8 26.5 59.7 2 0 0 1,586.7657
C_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% TLLDIDNTR 225 233 36.2 29.1 0.0 2 0 0 1,060.5635
C_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% QGVDADINGLR 251 261 66.4 26.3 60.8 1 0 0 1,157.5911
C_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% QVLDNLTMEK 262 271 30.5 28.0 16.8 2 0 0 1,206.6037
C_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% TLNDMRQEYEQLIAK 322 336 29.6 27.4 25.1 1 0 0 1,867.9221
C_25 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% HGVQELEIELQSQLSK 375 390 57.9 27.1 50.4 0 2 0 1,837.9656
C_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 25 32.70% QFSSSYLSR 5 13 27.8 25.1 17.5 2 0 0 1,074.5213
C_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 25 32.70% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 61.5 25.0 50.8 0 2 0 2,198.9446
C_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 25 32.70% VQALEEANNDLENK 171 184 70.8 26.2 70.8 2 0 0 1,586.7657
C_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 25 32.70% TLLDIDNTR 225 233 35.4 29.2 0.0 2 0 0 1,060.5635
C_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 25 32.70% QGVDADINGLR 251 261 77.1 26.3 65.0 2 0 0 1,157.5911
C_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 25 32.70% QVLDNLTMEK 262 271 44.3 27.9 36.1 2 0 0 1,206.6037
C_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 25 32.70% NHKEEMSQLTGQNSGDVNVEINVAPGKDLTK 291 321 58.1 25.9 45.4 0 0 2 3,368.6391
C_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 25 32.70% TLNDMRQEYEQLIAK 322 336 40.6 27.4 32.6 3 1 0 1,867.9221
C_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 25 32.70% HGVQELEIELQSQLSK 375 390 55.3 27.7 46.6 0 2 0 1,837.9656
C_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 25 32.70% HGVQELEIELQSQLSKK 375 391 86.1 26.6 79.7 0 2 0 1,966.0606
C_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 25 32.70% EIETYHNLLEGGQEDFESSGAGK 450 472 55.2 25.0 55.1 0 1 0 2,510.1320
C_26 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 25 32.70% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 112.0 25.0 108.0 0 2 0 3,223.2821
C_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 10 11.10% TLLDIDNTR 225 233 30.8 29.2 0.0 1 0 0 1,060.5635
C_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 10 11.10% MTLDDFR 234 240 21.9 25.0 8.2 1 0 0 913.4086
C_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 10 11.10% QGVDADINGLR 251 261 58.2 26.5 46.6 2 0 0 1,157.5911
C_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 10 11.10% QVLDNLTMEK 262 271 51.7 28.0 40.6 2 0 0 1,206.6037
C_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 10 11.10% TLNDMRQEYEQLIAK 322 336 26.3 27.6 20.1 2 1 0 1,867.9221
C_27 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 10 11.10% HGVQELEIELQSQLSKK 375 391 78.9 26.5 72.5 0 1 0 1,966.0606
C_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 16 19.70% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 81.9 25.0 80.4 0 2 0 2,198.9446
C_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 16 19.70% VQALEEANNDLENK 171 184 58.2 26.2 45.5 2 0 0 1,586.7657
C_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 16 19.70% TLLDIDNTR 225 233 26.3 29.1 0.0 2 0 0 1,060.5635
C_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 16 19.70% QGVDADINGLR 251 261 69.6 26.6 58.2 2 0 0 1,157.5911
C_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 16 19.70% QVLDNLTMEK 262 271 45.6 27.9 36.5 2 0 0 1,206.6037
C_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 16 19.70% TLNDMRQEYEQLIAK 322 336 48.5 27.4 39.2 1 2 0 1,867.9221
C_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 16 19.70% HGVQELEIELQSQLSK 375 390 48.5 27.3 42.1 0 2 0 1,837.9656
C_28 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 16 19.70% EIETYHNLLEGGQEDFESSGAGK 450 472 46.4 25.0 44.5 0 1 0 2,510.1320
C_29 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 8.03% VQALEEANNDLENK 171 184 79.3 26.2 74.6 2 0 0 1,586.7657
C_29 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 8.03% DQIVDLTVGNNK 213 224 32.7 28.6 27.5 1 0 0 1,315.6854
C_29 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 8.03% TLLDIDNTR 225 233 48.5 29.2 0.0 2 0 0 1,060.5635
C_29 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 8.03% TLNDMRQEYEQLIAK 322 336 25.6 27.4 21.0 1 0 0 1,867.9221
C_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 10.60% VQALEEANNDLENK 171 184 63.0 26.1 49.0 2 0 0 1,586.7657
C_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 10.60% TLLDIDNTR 225 233 45.5 29.1 0.0 2 0 0 1,060.5635
C_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 10.60% QGVDADINGLR 251 261 78.2 26.6 66.8 2 0 0 1,157.5911
C_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 10.60% TLNDMRQEYEQLIAK 322 336 31.5 27.4 23.5 2 0 0 1,867.9221
C_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 10.60% HGVQELEIELQSQLSK 375 390 54.0 27.1 51.7 2 0 0 1,837.9656
C_30 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 10.60% HGVQELEIELQSQLSKK 375 391 47.3 26.6 46.5 0 1 0 1,966.0606
C_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 18.50% QFSSSYLSR 5 13 24.0 25.1 15.8 1 0 0 1,074.5213
C_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 18.50% SGGGGGGGLGSGGSIRSSYSR 14 34 40.2 26.4 37.5 0 2 0 1,812.8585
C_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 18.50% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 63.8 25.0 61.6 0 2 0 2,198.9446
C_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 18.50% VQALEEANNDLENK 171 184 70.9 26.3 64.8 2 0 0 1,586.7657
C_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 18.50% TLLDIDNTR 225 233 30.5 29.2 0.0 1 0 0 1,060.5635
C_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 18.50% QGVDADINGLR 251 261 61.0 26.3 47.4 2 0 0 1,157.5911
C_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 18.50% QVLDNLTMEK 262 271 47.3 28.5 38.5 2 0 0 1,206.6037
C_31 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 18.50% HGVQELEIELQSQLSK 375 390 41.0 27.1 28.3 0 2 0 1,837.9656
C_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 18 27.30% QFSSSYLSR 5 13 22.3 25.1 7.3 2 0 0 1,074.5213
C_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 18 27.30% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 78.6 25.0 77.9 0 2 0 2,198.9446
C_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 18 27.30% VQALEEANNDLENK 171 184 83.1 26.4 80.3 2 0 0 1,586.7657
C_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 18 27.30% MTLDDFR 234 240 19.6 25.0 6.0 1 0 0 913.4086
C_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 18 27.30% QVLDNLTMEK 262 271 47.7 28.5 33.0 1 0 0 1,206.6037
C_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 18 27.30% NHKEEMSQLTGQNSGDVNVEINVAPGK 291 317 46.0 25.7 46.0 0 2 0 2,911.3853
C_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 18 27.30% TLNDMRQEYEQLIAK 322 336 32.6 27.4 25.3 2 0 0 1,867.9221
C_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 18 27.30% QEYEQLIAK 328 336 33.9 28.5 16.9 2 0 0 1,121.5838
C_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 18 27.30% EIETYHNLLEGGQEDFESSGAGK 450 472 52.6 25.0 52.6 0 2 0 2,510.1320
C_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 10 18 27.30% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 69.3 25.0 69.3 0 2 0 3,223.2821
D_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 12.80% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 42.3 25.0 42.3 0 2 0 2,198.9446
D_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 12.80% IGLGGRGGSGGSYGR 473 487 24.1 28.5 17.1 0 2 0 1,350.6875
D_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 12.80% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 57.3 25.0 57.3 0 1 0 3,223.2821
D_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 2.57% TLLDIDNTR 225 233 38.4 29.4 0.0 2 0 0 1,060.5635
D_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 2.57% MTLDDFR 234 240 20.5 25.0 11.4 1 0 0 913.4086
D_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 9.63% QFSSSYLSR 5 13 22.2 25.0 5.6 1 0 0 1,074.5213
D_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 9.63% LASYLDKVQALEEANNDLENK 164 184 42.7 27.4 36.2 0 2 0 2,377.1883
D_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 9.63% VQALEEANNDLENK 171 184 92.7 26.0 92.7 2 0 0 1,586.7657
D_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 9.63% TLLDIDNTR 225 233 31.7 29.1 0.0 2 0 0 1,060.5635
D_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 9.63% QGVDADINGLR 251 261 54.2 26.1 44.6 2 0 0 1,157.5911
D_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 9.63% QVLDNLTMEK 262 271 39.0 28.0 37.2 2 0 0 1,206.6037
E_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 7.38% VQALEEANNDLENK 171 184 86.8 26.2 80.2 2 0 0 1,586.7657
E_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 7.38% TLLDIDNTR 225 233 43.8 29.4 0.0 1 0 0 1,060.5635
E_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 7.38% EIETYHNLLEGGQEDFESSGAGK 450 472 47.3 25.0 47.2 0 2 0 2,510.1320
E_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 11.10% VQALEEANNDLENK 171 184 60.4 26.2 59.9 2 0 0 1,586.7657
E_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 11.10% TLLDIDNTR 225 233 58.1 29.2 0.0 2 0 0 1,060.5635
E_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 11.10% MTLDDFR 234 240 27.2 25.0 10.0 1 0 0 913.4086
E_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 11.10% HGVQELEIELQSQLSK 375 390 35.1 27.5 28.8 0 2 0 1,837.9656
E_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 11.10% EIETYHNLLEGGQEDFESSGAGK 450 472 49.8 25.0 49.8 0 1 0 2,510.1320
E_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 6.58% VQALEEANNDLENK 171 184 83.6 26.3 81.9 2 2 0 1,586.7657
E_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 6.58% TLLDIDNTR 225 233 35.4 29.4 0.0 2 0 0 1,060.5635
E_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 6.58% MTLDDFR 234 240 27.8 25.0 16.5 1 0 0 913.4086
E_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 6.58% QGVDADINGLR 251 261 39.8 26.6 29.6 2 0 0 1,157.5911
E_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 9.63% VQALEEANNDLENK 171 184 93.3 26.2 85.0 2 1 0 1,586.7657
E_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 9.63% TLLDIDNTR 225 233 32.5 29.1 0.0 2 0 0 1,060.5635
E_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 9.63% QGVDADINGLR 251 261 33.2 26.6 32.4 2 0 0 1,157.5911
E_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 9.63% QVLDNLTMEK 262 271 25.9 28.5 15.3 1 0 0 1,206.6037
E_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 9.63% HGVQELEIELQSQLSK 375 390 25.8 27.5 19.2 0 1 0 1,837.9656
E_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 9.47% QFSSSYLSR 5 13 28.5 25.0 15.9 1 0 0 1,074.5213
E_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 9.47% VQALEEANNDLENK 171 184 83.3 26.5 78.2 2 0 0 1,586.7657
E_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 9.47% TLLDIDNTR 225 233 27.9 29.4 0.0 1 0 0 1,060.5635
E_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 9.47% QGVDADINGLR 251 261 47.4 26.6 33.8 1 0 0 1,157.5911
E_32 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 9.47% HGVQELEIELQSQLSK 375 390 35.5 27.5 28.3 0 2 0 1,837.9656
F_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.21% TLLDIDNTR 225 233 35.6 29.2 0.0 2 0 0 1,060.5635
F_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.21% QGVDADINGLR 251 261 47.9 26.3 38.6 2 0 0 1,157.5911



F_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.21% TLLDIDNTR 225 233 32.5 29.2 0.0 2 0 0 1,060.5635
F_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.21% QGVDADINGLR 251 261 47.4 26.1 38.5 1 0 0 1,157.5911
F_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.94% VQALEEANNDLENK 171 184 92.7 26.5 91.8 2 0 0 1,586.7657
F_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.94% DQIVDLTVGNNK 213 224 60.5 27.9 49.1 1 0 0 1,315.6854
F_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.94% QGVDADINGLR 251 261 43.5 26.2 31.0 2 0 0 1,157.5911
F_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.38% VQALEEANNDLENK 171 184 90.2 26.5 80.8 1 0 0 1,586.7657
F_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.38% DQIVDLTVGNNK 213 224 36.3 27.9 32.7 1 0 0 1,315.6854
F_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.38% QGVDADINGLR 251 261 70.3 26.5 59.2 2 0 0 1,157.5911
F_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.38% QEYEQLIAK 328 336 36.7 29.4 16.5 2 0 0 1,121.5838
F_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 8.03% QFSSSYLSR 5 13 24.5 25.3 8.4 1 0 0 1,074.5213
F_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 8.03% VQALEEANNDLENK 171 184 93.8 26.5 88.2 2 2 0 1,586.7657
F_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 8.03% MTLDDFR 234 240 45.5 25.0 26.5 2 0 0 913.4086
F_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 8.03% QGVDADINGLR 251 261 85.3 26.6 77.2 2 0 0 1,157.5911
F_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 8.03% QEYEQLIAK 328 336 49.2 28.4 24.6 1 0 0 1,121.5838
F_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% VQALEEANNDLENK 171 184 83.6 26.5 82.6 2 0 0 1,586.7657
F_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% TLLDIDNTR 225 233 44.6 29.2 0.0 2 0 0 1,060.5635
F_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QVLDNLTMEK 262 271 44.8 28.9 34.8 1 0 0 1,206.6037
F_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QEYEQLIAK 328 336 35.9 28.4 17.2 2 0 0 1,121.5838
F_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% VQALEEANNDLENK 171 184 55.0 26.7 46.2 2 0 0 1,586.7657
F_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% QGVDADINGLR 251 261 82.9 26.3 68.7 2 0 0 1,157.5911
F_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.69% VQALEEANNDLENK 171 184 73.7 26.7 70.8 2 0 0 1,586.7657
F_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.69% TLLDIDNTR 225 233 29.7 29.2 0.0 1 0 0 1,060.5635
G_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.19% VQALEEANNDLENK 171 184 61.0 26.9 58.7 2 0 0 1,586.7657
G_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.19% TLLDIDNTR 225 233 42.8 29.3 0.0 2 0 0 1,060.5635
G_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.19% MTLDDFR 234 240 21.5 25.0 7.8 1 0 0 913.4086
G_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.19% QGVDADINGLR 251 261 84.8 27.1 73.6 2 0 0 1,157.5911
G_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.19% QVLDNLTMEK 262 271 26.3 28.7 14.8 1 0 0 1,206.6037
G_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 4.33% TLLDIDNTR 225 233 39.1 29.3 0.0 2 0 0 1,060.5635
G_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 4.33% MTLDDFR 234 240 20.9 25.0 8.9 1 0 0 913.4086
G_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 4.33% QGVDADINGLR 251 261 22.6 27.1 11.1 1 0 0 1,157.5911
G_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 16 14.30% QFSSSYLSR 5 13 35.3 25.8 18.7 2 0 0 1,074.5213
G_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 16 14.30% VQALEEANNDLENK 171 184 91.7 26.9 84.1 2 1 0 1,586.7657
G_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 16 14.30% DQIVDLTVGNNK 213 224 97.0 27.8 79.6 2 0 0 1,315.6854
G_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 16 14.30% TLLDIDNTR 225 233 39.1 29.3 0.0 2 0 0 1,060.5635
G_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 16 14.30% MTLDDFR 234 240 23.5 25.0 7.5 1 0 0 913.4086
G_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 16 14.30% FEMEQNLR 243 250 34.1 25.6 18.3 1 0 0 1,066.4986
G_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 16 14.30% QGVDADINGLR 251 261 47.3 26.8 42.3 2 0 0 1,157.5911
G_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 16 14.30% QVLDNLTMEK 262 271 47.7 28.8 36.5 2 0 0 1,206.6037
G_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 16 14.30% QEYEQLIAK 328 336 46.2 28.7 29.3 1 0 0 1,121.5838
G_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 6.74% VQALEEANNDLENK 171 184 90.0 27.1 80.4 2 2 0 1,586.7657
G_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 6.74% TLLDIDNTR 225 233 33.0 29.3 0.0 2 0 0 1,060.5635
G_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 6.74% FEMEQNLR 243 250 26.8 25.4 15.8 2 0 0 1,066.4986
G_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 6.74% QGVDADINGLR 251 261 59.8 26.8 47.2 2 0 0 1,157.5911
G_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 4 8 5.94% VQALEEANNDLENK 171 184 96.8 27.0 92.0 2 2 0 1,586.7657
G_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 4 8 5.94% DQIVDLTVGNNK 213 224 46.9 27.9 32.3 2 0 0 1,315.6854
G_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 4 8 5.94% QGVDADINGLR 251 261 46.2 26.8 34.8 2 0 0 1,157.5911
G_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.99% VQALEEANNDLENK 171 184 87.2 27.1 81.9 2 0 0 1,586.7657
G_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.99% DQIVDLTVGNNK 213 224 55.4 27.8 45.6 2 0 0 1,315.6854
G_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.99% TLLDIDNTR 225 233 43.2 29.3 0.0 2 0 0 1,060.5635
G_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.99% QGVDADINGLR 251 261 83.0 27.1 69.7 2 0 0 1,157.5911
G_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.99% QVLDNLTMEK 262 271 21.7 28.4 20.2 1 0 0 1,206.6037
G_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 5.30% VQALEEANNDLENK 171 184 48.7 26.9 47.7 2 0 0 1,586.7657
G_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 5.30% TLLDIDNTR 225 233 36.1 28.7 0.0 1 0 0 1,060.5635
G_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 5.30% QVLDNLTMEK 262 271 32.6 28.4 22.2 1 0 0 1,206.6037
G_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% VQALEEANNDLENK 171 184 71.3 27.1 65.9 2 0 0 1,586.7657
G_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% TLLDIDNTR 225 233 40.9 29.3 0.0 1 0 0 1,060.5635
G_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QVLDNLTMEK 262 271 51.5 28.7 36.7 2 0 0 1,206.6037
G_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QEYEQLIAK 328 336 33.9 28.7 16.6 2 0 0 1,121.5838
G_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 4.82% TLLDIDNTR 225 233 51.8 29.3 0.0 2 0 0 1,060.5635
G_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 4.82% QGVDADINGLR 251 261 88.9 27.1 75.7 2 0 0 1,157.5911
G_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 4.82% QVLDNLTMEK 262 271 47.0 28.6 36.2 2 0 0 1,206.6037
G_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 4 6 5.62% VQALEEANNDLENK 171 184 89.9 26.9 86.2 2 1 0 1,586.7657
G_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 4 6 5.62% QGVDADINGLR 251 261 60.2 26.3 53.3 1 0 0 1,157.5911
G_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 4 6 5.62% QVLDNLTMEK 262 271 64.5 28.7 51.8 2 0 0 1,206.6037
H_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 12 8.51% VQALEEANNDLENK 171 184 98.2 26.6 95.8 2 2 0 1,586.7657
H_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 12 8.51% TLLDIDNTR 225 233 31.9 29.3 0.0 2 0 0 1,060.5635
H_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 12 8.51% QGVDADINGLR 251 261 74.9 26.3 68.4 2 0 0 1,157.5911
H_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 12 8.51% QVLDNLTMEK 262 271 44.8 28.9 34.5 2 0 0 1,206.6037
H_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 12 8.51% QEYEQLIAK 328 336 49.0 28.3 21.4 2 0 0 1,121.5838
H_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.14% VQALEEANNDLENK 171 184 84.6 26.5 84.6 2 0 0 1,586.7657
H_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.14% TLLDIDNTR 225 233 49.0 29.2 0.0 2 0 0 1,060.5635
H_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.14% QEYEQLIAK 328 336 49.2 28.4 26.5 2 0 0 1,121.5838
H_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 4.49% QFSSSYLSR 5 13 29.5 25.9 19.7 1 0 0 1,074.5213
H_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 4.49% TLLDIDNTR 225 233 32.0 28.8 0.0 2 0 0 1,060.5635
H_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 4.49% QVLDNLTMEK 262 271 26.8 28.4 20.6 1 0 0 1,206.6037
H_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 2 3.69% VQALEEANNDLENK 171 184 55.1 26.6 55.1 1 0 0 1,586.7657
H_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 2 3.69% TLLDIDNTR 225 233 47.7 29.2 0.0 1 0 0 1,060.5635
H_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.37% QGVDADINGLR 251 261 55.0 26.3 43.4 2 0 0 1,157.5911
H_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.37% QVLDNLTMEK 262 271 28.9 28.9 23.0 2 0 0 1,206.6037
H_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 2 2.89% QFSSSYLSR 5 13 23.1 25.3 11.3 1 0 0 1,074.5213
H_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 2 2.89% TLLDIDNTR 225 233 34.6 29.2 0.0 1 0 0 1,060.5635
H_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 4 7 5.62% VQALEEANNDLENK 171 184 92.6 26.6 88.1 2 2 0 1,586.7657
H_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 4 7 5.62% QGVDADINGLR 251 261 74.7 26.3 65.8 2 0 0 1,157.5911
H_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 4 7 5.62% QVLDNLTMEK 262 271 32.8 28.9 23.9 1 0 0 1,206.6037
H_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.69% VQALEEANNDLENK 171 184 71.1 26.9 67.4 2 0 0 1,586.7657
H_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.69% TLLDIDNTR 225 233 53.4 28.9 0.0 2 0 0 1,060.5635
H_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.05% TLLDIDNTR 225 233 47.3 29.4 0.0 2 0 0 1,060.5635
H_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.05% QVLDNLTMEK 262 271 34.5 28.7 16.2 1 0 0 1,206.6037
H_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.05% QFSSSYLSR 5 13 24.6 25.9 17.3 1 0 0 1,074.5213
H_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.05% QVLDNLTMEK 262 271 46.7 28.9 32.8 2 0 0 1,206.6037
H_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.90% VQALEEANNDLENK 171 184 83.2 26.5 78.0 2 0 0 1,586.7657
H_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.90% TLLDIDNTR 225 233 37.0 28.8 0.0 2 0 0 1,060.5635
H_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.90% IKFEMEQNLR 241 250 23.4 27.4 18.8 1 0 0 1,323.6727
H_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.90% QVLDNLTMEK 262 271 48.4 28.9 31.9 2 0 0 1,206.6037
H_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.51% VQALEEANNDLENK 171 184 86.0 26.5 82.8 2 0 0 1,586.7657
H_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.51% TLLDIDNTR 225 233 36.2 28.9 0.0 2 0 0 1,060.5635
H_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.51% QGVDADINGLR 251 261 60.1 26.5 53.4 1 0 0 1,157.5911
H_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.51% QVLDNLTMEK 262 271 63.9 28.9 51.5 2 0 0 1,206.6037
H_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.51% QEYEQLIAK 328 336 53.4 28.4 35.0 1 0 0 1,121.5838
H_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.69% VQALEEANNDLENK 171 184 70.8 26.4 67.4 1 0 0 1,586.7657
H_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.69% TLLDIDNTR 225 233 42.3 28.9 0.0 2 0 0 1,060.5635
H_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QFSSSYLSR 5 13 31.4 25.9 12.7 2 0 0 1,074.5213
H_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% VQALEEANNDLENK 171 184 97.6 26.5 96.6 2 0 0 1,586.7657
H_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QVLDNLTMEK 262 271 39.0 27.9 29.5 2 0 0 1,206.6037
H_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QEYEQLIAK 328 336 35.9 28.4 17.1 1 0 0 1,121.5838
I_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.21% TLLDIDNTR 225 233 32.3 29.2 0.0 2 0 0 1,060.5635
I_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.21% QGVDADINGLR 251 261 32.5 26.1 16.6 2 0 0 1,157.5911
I_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.21% TLLDIDNTR 225 233 47.6 29.2 0.0 2 0 0 1,060.5635
I_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.21% QGVDADINGLR 251 261 53.6 26.5 47.4 2 0 0 1,157.5911
I_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.21% QGVDADINGLR 251 261 45.9 26.5 35.6 2 0 0 1,157.5911
I_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.21% QEYEQLIAK 328 336 23.7 29.2 13.5 1 0 0 1,121.5838
I_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 2.89% QFSSSYLSR 5 13 21.7 25.9 11.2 1 0 0 1,074.5213



I_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 2.89% TLLDIDNTR 225 233 51.7 28.9 0.0 2 0 0 1,060.5635
I_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 10.60% QGVDADINGLR 251 261 62.9 26.6 51.0 2 0 0 1,157.5911
I_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 10.60% TLNDMRQEYEQLIAK 322 336 26.7 27.4 18.6 0 1 0 1,867.9221
I_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 10.60% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 39.2 25.0 39.2 0 1 0 3,223.2821
I_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.05% TLLDIDNTR 225 233 46.7 28.9 0.0 2 0 0 1,060.5635
I_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.05% QVLDNLTMEK 262 271 53.9 28.9 41.0 2 0 0 1,206.6037
I_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.46% TLLDIDNTR 225 233 31.8 28.9 0.0 2 0 0 1,060.5635
I_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.46% QVLDNLTMEK 262 271 27.9 28.4 20.3 2 0 0 1,206.6037
I_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.46% TLNDMRQEYEQLIAK 322 336 19.8 27.4 14.5 0 1 0 1,867.9221
I_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 4.65% QFSSSYLSR 5 13 36.3 25.9 24.2 2 0 0 1,074.5213
I_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 4.65% TLLDIDNTR 225 233 28.2 28.9 0.0 1 0 0 1,060.5635
I_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 4.65% QGVDADINGLR 251 261 92.5 26.5 80.7 2 0 0 1,157.5911
I_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 4.65% QFSSSYLSR 5 13 36.9 25.9 12.1 2 0 0 1,074.5213
I_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 4.65% TLLDIDNTR 225 233 24.2 28.9 0.0 1 0 0 1,060.5635
I_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 4.65% QGVDADINGLR 251 261 72.5 26.6 60.5 2 0 0 1,157.5911
I_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 11.10% QFSSSYLSR 5 13 23.0 25.9 4.0 2 0 0 1,074.5213
I_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 11.10% VQALEEANNDLENK 171 184 62.7 26.6 62.7 2 0 0 1,586.7657
I_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 11.10% DQIVDLTVGNNK 213 224 46.2 28.6 32.8 1 0 0 1,315.6854
I_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 11.10% TLLDIDNTR 225 233 43.1 29.2 0.0 2 0 0 1,060.5635
I_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 11.10% QVLDNLTMEK 262 271 44.7 28.9 34.3 2 0 0 1,206.6037
I_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 11.10% TLNDMRQEYEQLIAK 322 336 30.5 27.6 24.4 0 2 0 1,867.9221
I_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 9.15% QFSSSYLSR 5 13 36.5 25.9 26.8 1 0 0 1,074.5213
I_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 9.15% VQALEEANNDLENK 171 184 56.1 26.4 55.3 1 0 0 1,586.7657
I_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 9.15% TLLDIDNTR 225 233 38.9 29.2 0.0 2 0 0 1,060.5635
I_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 9.15% QVLDNLTMEK 262 271 48.9 28.9 34.3 2 0 0 1,206.6037
I_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 9.15% TLNDMRQEYEQLIAK 322 336 34.0 27.4 25.7 1 2 0 1,867.9221
I_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 9.95% QFSSSYLSR 5 13 26.3 25.9 15.1 2 0 0 1,074.5213
I_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 9.95% VQALEEANNDLENK 171 184 49.3 26.5 46.4 1 0 0 1,586.7657
I_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 9.95% TLLDIDNTR 225 233 47.8 28.8 0.0 2 0 0 1,060.5635
I_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 9.95% QGVDADINGLR 251 261 92.6 26.5 77.4 2 0 0 1,157.5911
I_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 9.95% QVLDNLTMEK 262 271 51.0 28.9 40.1 2 0 0 1,206.6037
I_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 9.95% QEYEQLIAK 328 336 25.8 29.4 14.1 1 0 0 1,121.5838
I_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.58% QFSSSYLSR 5 13 24.7 25.9 16.6 2 0 0 1,074.5213
I_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.58% VQALEEANNDLENK 171 184 56.7 26.6 49.3 1 0 0 1,586.7657
I_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.58% TLLDIDNTR 225 233 44.0 28.9 0.0 2 0 0 1,060.5635
I_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.58% QEYEQLIAK 328 336 48.2 28.3 33.6 2 0 0 1,121.5838
J_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 6.90% VQALEEANNDLENK 171 184 62.8 27.3 57.1 2 0 0 1,586.7657
J_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 6.90% TLLDIDNTR 225 233 28.7 29.1 0.0 1 0 0 1,060.5635
J_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 6.90% QGVDADINGLR 251 261 36.8 26.4 29.2 2 0 0 1,157.5911
J_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 6.90% QEYEQLIAK 328 336 34.0 28.4 17.1 1 0 0 1,121.5838
J_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.90% VQALEEANNDLENK 171 184 70.4 26.4 65.7 2 0 0 1,586.7657
J_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.90% TLLDIDNTR 225 233 32.2 29.3 0.0 1 0 0 1,060.5635
J_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.90% QGVDADINGLR 251 261 66.4 26.8 57.4 2 0 0 1,157.5911
J_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.90% QEYEQLIAK 328 336 39.9 28.7 15.3 2 0 0 1,121.5838
J_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.01% VQALEEANNDLENK 171 184 52.1 27.0 43.4 1 0 0 1,586.7657
J_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.01% QGVDADINGLR 251 261 32.5 27.1 20.2 2 0 0 1,157.5911
J_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 2 3.37% QGVDADINGLR 251 261 20.8 26.4 16.2 1 0 0 1,157.5911
J_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 2 3.37% QVLDNLTMEK 262 271 23.0 28.4 15.9 1 0 0 1,206.6037
J_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% VQALEEANNDLENK 171 184 76.5 27.2 73.9 2 0 0 1,586.7657
J_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% TLLDIDNTR 225 233 32.5 28.7 0.0 2 0 0 1,060.5635
J_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QVLDNLTMEK 262 271 29.3 28.4 21.6 1 0 0 1,206.6037
J_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QEYEQLIAK 328 336 23.5 28.4 7.1 2 0 0 1,121.5838
J_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.38% VQALEEANNDLENK 171 184 86.4 27.0 83.3 2 0 0 1,586.7657
J_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.38% DQIVDLTVGNNK 213 224 62.5 27.8 54.0 1 0 0 1,315.6854
J_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.38% QGVDADINGLR 251 261 36.0 26.5 28.7 2 0 0 1,157.5911
J_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 7.38% QEYEQLIAK 328 336 49.1 28.4 23.5 2 0 0 1,121.5838
J_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 7 8.51% QFSSSYLSR 5 13 23.4 26.3 5.9 1 0 0 1,074.5213
J_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 7 8.51% VQALEEANNDLENK 171 184 64.4 26.9 63.5 1 1 0 1,586.7657
J_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 7 8.51% QGVDADINGLR 251 261 50.7 26.8 40.0 2 0 0 1,157.5911
J_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 7 8.51% QVLDNLTMEK 262 271 27.3 28.7 12.4 1 0 0 1,206.6037
J_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 7 8.51% QEYEQLIAK 328 336 25.0 28.7 11.6 1 0 0 1,121.5838
J_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.54% VQALEEANNDLENK 171 184 41.2 27.2 36.8 1 0 0 1,586.7657
J_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.54% DQIVDLTVGNNK 213 224 39.2 27.9 27.9 1 0 0 1,315.6854
J_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.54% QGVDADINGLR 251 261 70.7 27.1 55.9 2 0 0 1,157.5911
J_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.54% QVLDNLTMEK 262 271 31.0 28.5 24.4 2 0 0 1,206.6037
J_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.37% DQIVDLTVGNNK 213 224 44.0 28.2 34.0 1 0 0 1,315.6854
J_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.37% QEYEQLIAK 328 336 41.4 28.4 15.3 2 0 0 1,121.5838
J_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 9 9.31% QFSSSYLSR 5 13 35.9 26.3 21.4 1 0 0 1,074.5213
J_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 9 9.31% VQALEEANNDLENK 171 184 61.5 26.9 55.8 1 0 0 1,586.7657
J_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 9 9.31% IQDWYDK 185 191 23.7 25.0 14.4 1 0 0 967.4521
J_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 9 9.31% TLLDIDNTR 225 233 37.6 28.7 0.0 2 0 0 1,060.5635
J_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 9 9.31% FEMEQNLR 243 250 21.7 25.0 4.6 2 0 0 1,082.4936
J_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 9 9.31% QGVDADINGLR 251 261 86.7 26.3 72.8 2 0 0 1,157.5911
J_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 8 6.74% VQALEEANNDLENK 171 184 64.8 27.0 59.0 1 2 0 1,586.7657
J_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 8 6.74% MTLDDFR 234 240 24.0 25.0 4.8 2 0 0 913.4086
J_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 8 6.74% QGVDADINGLR 251 261 33.2 26.5 20.5 1 0 0 1,157.5911
J_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 8 6.74% QVLDNLTMEK 262 271 47.0 28.6 26.7 2 0 0 1,206.6037
J_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 9 18 10.80% VQALEEANNDLENK 171 184 84.6 26.9 81.3 2 2 0 1,586.7657
J_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 9 18 10.80% IQDWYDK 185 191 21.8 25.0 12.6 1 0 0 967.4521
J_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 9 18 10.80% DQIVDLTVGNNK 213 224 85.8 28.1 66.7 2 0 0 1,315.6854
J_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 9 18 10.80% TLLDIDNTR 225 233 33.1 28.7 0.0 3 0 0 1,060.5635
J_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 9 18 10.80% MTLDDFR 234 240 27.9 25.0 2.2 3 0 0 913.4086
J_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 9 18 10.80% FEMEQNLR 243 250 26.0 25.0 14.7 1 0 0 1,082.4936
J_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 9 18 10.80% QVLDNLTMEK 262 271 48.0 28.6 36.4 4 0 0 1,206.6037
J_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 7.54% VQALEEANNDLENK 171 184 77.6 27.3 75.0 2 2 0 1,586.7657
J_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 7.54% DQIVDLTVGNNK 213 224 71.4 28.2 60.4 2 0 0 1,315.6854
J_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 7.54% QGVDADINGLR 251 261 64.6 26.4 45.6 2 0 0 1,157.5911
J_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 7.54% QVLDNLTMEK 262 271 36.5 29.0 25.6 2 0 0 1,206.6037
J_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 8.19% QFSSSYLSR 5 13 26.1 26.3 13.2 2 0 0 1,074.5213
J_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 8.19% VQALEEANNDLENK 171 184 58.4 27.2 56.4 1 2 0 1,586.7657
J_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 8.19% DQIVDLTVGNNK 213 224 62.5 27.9 47.4 2 0 0 1,315.6854
J_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 8.19% TLLDIDNTR 225 233 42.2 29.0 0.0 2 0 0 1,060.5635
J_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 10 8.19% MTLDDFR 234 240 24.0 25.0 13.8 1 0 0 913.4086
J_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 7.22% VQALEEANNDLENK 171 184 65.2 27.0 65.1 2 2 0 1,586.7657
J_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 7.22% DQIVDLTVGNNK 213 224 83.9 27.8 72.5 2 0 0 1,315.6854
J_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 7.22% TLLDIDNTR 225 233 22.7 28.9 0.0 1 0 0 1,060.5635
J_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 7.22% QVLDNLTMEK 262 271 47.5 28.9 36.4 2 0 0 1,206.6037
J_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 12.80% QFSSSYLSR 5 13 34.6 26.3 18.7 2 0 0 1,074.5213
J_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 12.80% VQALEEANNDLENK 171 184 86.6 27.2 82.2 2 2 0 1,586.7657
J_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 12.80% DQIVDLTVGNNK 213 224 75.9 28.1 63.5 2 0 0 1,315.6854
J_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 12.80% TLLDIDNTR 225 233 34.8 28.7 0.0 3 0 0 1,060.5635
J_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 12.80% MTLDDFR 234 240 29.8 25.0 15.6 1 0 0 913.4086
J_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 12.80% IKFEMEQNLR 241 250 24.3 27.8 19.4 2 0 0 1,323.6727
J_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 12.80% QVLDNLTMEK 262 271 35.1 29.0 23.5 2 0 0 1,206.6037
J_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 17 12.80% QEYEQLIAK 328 336 37.4 28.4 12.0 1 0 0 1,121.5838
J_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 14 10.10% QFSSSYLSR 5 13 29.3 26.2 16.7 1 0 0 1,074.5213
J_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 14 10.10% VQALEEANNDLENK 171 184 83.2 27.1 77.2 2 2 0 1,586.7657
J_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 14 10.10% DQIVDLTVGNNK 213 224 72.3 27.8 57.7 2 0 0 1,315.6854
J_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 14 10.10% TLLDIDNTR 225 233 36.3 29.3 0.0 3 0 0 1,060.5635
J_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 14 10.10% QVLDNLTMEK 262 271 45.0 28.4 34.3 2 0 0 1,206.6037
J_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 14 10.10% QEYEQLIAK 328 336 49.5 28.4 31.8 2 0 0 1,121.5838
J_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.67% VQALEEANNDLENK 171 184 83.0 27.2 81.3 2 0 0 1,586.7657



J_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.67% DQIVDLTVGNNK 213 224 57.2 28.2 42.5 2 0 0 1,315.6854
J_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.67% TLLDIDNTR 225 233 38.4 29.3 0.0 2 0 0 1,060.5635
J_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.67% QVLDNLTMEK 262 271 33.7 29.0 20.2 1 0 0 1,206.6037
J_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.67% QEYEQLIAK 328 336 51.5 28.4 26.2 2 0 0 1,121.5838
J_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.69% VQALEEANNDLENK 171 184 86.0 27.1 82.5 2 0 0 1,586.7657
J_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.69% TLLDIDNTR 225 233 43.4 29.3 0.0 1 0 0 1,060.5635
K_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.21% QGVDADINGLR 251 261 57.3 26.2 47.7 2 0 0 1,157.5911
K_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.21% QEYEQLIAK 328 336 30.5 29.2 16.0 1 0 0 1,121.5838
K_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.69% VQALEEANNDLENK 171 184 62.8 26.4 61.8 2 0 0 1,586.7657
K_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.69% QEYEQLIAK 328 336 28.7 28.3 11.9 1 0 0 1,121.5838
K_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.21% QGVDADINGLR 251 261 41.6 26.1 39.4 2 0 0 1,157.5911
K_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.21% QEYEQLIAK 328 336 20.3 28.3 5.6 1 0 0 1,121.5838
K_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.01% VQALEEANNDLENK 171 184 51.6 26.6 50.4 1 0 0 1,586.7657
K_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.01% QGVDADINGLR 251 261 71.6 26.3 59.5 2 0 0 1,157.5911
K_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.85% VQALEEANNDLENK 171 184 90.2 26.5 90.2 2 0 0 1,586.7657
K_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.85% QVLDNLTMEK 262 271 60.5 28.9 48.5 2 0 0 1,206.6037
K_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.67% VQALEEANNDLENK 171 184 82.4 26.4 78.5 2 0 0 1,586.7657
K_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.67% DQIVDLTVGNNK 213 224 76.3 27.7 66.2 2 0 0 1,315.6854
K_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.67% TLLDIDNTR 225 233 54.3 29.3 0.0 2 0 0 1,060.5635
K_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.67% QVLDNLTMEK 262 271 44.4 28.4 31.1 1 0 0 1,206.6037
K_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.67% QEYEQLIAK 328 336 27.1 28.3 16.5 1 0 0 1,121.5838
K_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.30% VQALEEANNDLENK 171 184 91.8 26.9 88.0 2 0 0 1,586.7657
K_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.30% TLLDIDNTR 225 233 32.6 29.2 0.0 2 0 0 1,060.5635
K_17 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.30% QVLDNLTMEK 262 271 25.5 28.4 13.3 1 0 0 1,206.6037
K_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% VQALEEANNDLENK 171 184 46.8 26.4 41.3 2 0 0 1,586.7657
K_18 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% QGVDADINGLR 251 261 58.4 26.3 53.5 2 0 0 1,157.5911
K_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.85% VQALEEANNDLENK 171 184 89.9 26.4 79.7 2 0 0 1,586.7657
K_19 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.85% QVLDNLTMEK 262 271 31.9 28.4 19.4 2 0 0 1,206.6037
K_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 8.67% VQALEEANNDLENK 171 184 68.9 26.6 68.6 2 0 0 1,586.7657
K_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 8.67% DQIVDLTVGNNK 213 224 23.8 27.9 11.1 1 0 0 1,315.6854
K_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 8.67% TLLDIDNTR 225 233 34.5 29.3 0.0 1 0 0 1,060.5635
K_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 8.67% QVLDNLTMEK 262 271 29.7 28.4 16.6 1 0 0 1,206.6037
K_20 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 8.67% QEYEQLIAK 328 336 38.3 28.3 13.3 2 0 0 1,121.5838
K_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.30% VQALEEANNDLENK 171 184 94.0 26.5 89.6 2 0 0 1,586.7657
K_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.30% TLLDIDNTR 225 233 51.6 29.2 0.0 2 0 0 1,060.5635
K_21 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.30% QVLDNLTMEK 262 271 45.2 28.9 34.2 2 0 0 1,206.6037
K_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 10.90% VQALEEANNDLENK 171 184 62.9 26.4 60.6 2 0 0 1,586.7657
K_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 10.90% IQDWYDKKGPAAIQK 185 199 25.9 27.8 19.7 0 2 0 1,760.9333
K_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 10.90% TLLDIDNTR 225 233 27.3 29.3 0.0 1 0 0 1,060.5635
K_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 10.90% QGVDADINGLR 251 261 58.7 27.1 43.9 2 0 0 1,157.5911
K_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 10.90% QVLDNLTMEK 262 271 40.5 28.8 33.5 2 0 0 1,206.6037
K_22 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 10.90% QEYEQLIAK 328 336 38.6 28.7 19.7 1 0 0 1,121.5838
K_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% VQALEEANNDLENK 171 184 97.9 26.5 92.1 2 0 0 1,586.7657
K_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% TLLDIDNTR 225 233 38.4 29.2 0.0 2 0 0 1,060.5635
K_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QVLDNLTMEK 262 271 48.7 28.4 35.2 2 0 0 1,206.6037
K_23 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 7 6.74% QEYEQLIAK 328 336 32.5 29.2 11.1 1 0 0 1,121.5838
K_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 7.06% VQALEEANNDLENK 171 184 84.1 26.5 75.9 2 0 0 1,586.7657
K_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 7.06% QGVDADINGLR 251 261 71.5 26.5 62.7 2 0 0 1,157.5911
K_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 7.06% QVLDNLTMEK 262 271 64.0 28.9 50.2 4 0 0 1,206.6037
K_24 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 10 7.06% QEYEQLIAK 328 336 31.2 28.3 17.9 2 0 0 1,121.5838
L_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.90% SGGGGGGGLGSGGSIRSSYSR 14 34 25.9 26.9 8.4 0 1 0 1,812.8585
L_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.90% VQALEEANNDLENK 171 184 83.6 26.9 77.6 2 2 0 1,586.7657
L_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.90% IQDWYDK 185 191 37.1 25.0 28.2 1 0 0 967.4521
L_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.90% DQIVDLTVGNNK 213 224 49.2 27.8 37.2 1 0 0 1,315.6854
L_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.90% TLLDIDNTR 225 233 48.6 29.3 0.0 2 0 0 1,060.5635
L_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.90% QGVDADINGLR 251 261 42.0 27.1 36.6 2 0 0 1,157.5911
L_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.90% QVLDNLTMEK 262 271 47.1 28.6 36.3 2 0 0 1,206.6037
L_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.90% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 57.4 25.0 49.9 0 1 0 3,223.2821
L_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 11.10% QFSSSYLSR 5 13 46.8 25.9 36.2 1 0 0 1,074.5213
L_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 11.10% TLLDIDNTR 225 233 36.8 29.3 0.0 2 0 0 1,060.5635
L_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 11.10% QGVDADINGLR 251 261 50.3 26.3 39.5 2 0 0 1,157.5911
L_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 11.10% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 59.5 25.0 51.8 0 1 0 3,223.2821
L_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 11.40% VQALEEANNDLENK 171 184 85.9 26.5 81.3 2 0 0 1,586.7657
L_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 11.40% HGVQELEIELQSQLSK 375 390 79.3 27.0 72.5 2 2 0 1,837.9656
L_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 11.40% HGVQELEIELQSQLSKK 375 391 50.7 25.8 46.6 0 2 0 1,966.0606
L_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 11.40% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 92.4 25.0 92.4 0 1 0 3,223.2821
L_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 7.54% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 31.0 25.0 10.5 0 2 0 2,198.9446
L_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 7.54% VQALEEANNDLENK 171 184 91.1 26.5 86.0 2 0 0 1,586.7657
L_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 7.54% FEMEQNLR 243 250 25.5 25.0 23.1 1 0 0 1,082.4936
L_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 15.90% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 26.1 25.0 23.1 0 2 0 2,198.9446
L_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 15.90% VQALEEANNDLENK 171 184 79.8 26.9 75.0 2 0 0 1,586.7657
L_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 15.90% TLLDIDNTR 225 233 37.5 29.3 0.0 2 0 0 1,060.5635
L_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 15.90% QGVDADINGLR 251 261 84.8 26.3 75.3 2 0 0 1,157.5911
L_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 10 15.90% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 76.5 25.0 71.1 0 2 0 3,223.2821
L_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.06% VQALEEANNDLENK 171 184 24.2 27.0 24.2 1 0 0 1,586.7657
L_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.06% TLLDIDNTR 225 233 47.1 29.3 0.0 2 0 0 1,060.5635
L_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.06% QGVDADINGLR 251 261 35.2 26.8 24.7 1 0 0 1,157.5911
L_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.06% QVLDNLTMEK 262 271 46.0 28.7 36.3 2 0 0 1,206.6037
L_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 14.40% VQALEEANNDLENK 171 184 74.1 27.1 71.9 2 0 0 1,586.7657
L_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 14.40% TLLDIDNTR 225 233 40.8 29.3 0.0 2 0 0 1,060.5635
L_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 14.40% QGVDADINGLR 251 261 71.0 26.8 58.1 2 0 0 1,157.5911
L_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 14.40% HGVQELEIELQSQLSK 375 390 63.6 26.9 61.2 1 0 0 1,837.9656
L_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 14.40% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 70.4 25.0 70.4 0 2 0 3,223.2821
L_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.69% VQALEEANNDLENK 171 184 76.3 26.9 72.2 1 0 0 1,586.7657
L_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.69% TLLDIDNTR 225 233 41.0 29.3 0.0 2 0 0 1,060.5635
L_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.46% VQALEEANNDLENK 171 184 77.7 26.9 77.7 2 0 0 1,586.7657
L_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.46% TLLDIDNTR 225 233 45.4 29.3 0.0 2 0 0 1,060.5635
L_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.46% QGVDADINGLR 251 261 58.6 26.3 52.2 2 0 0 1,157.5911
L_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 2.73% HGVQELEIELQSQLSK 375 390 87.8 27.1 86.1 2 0 0 1,837.9656
L_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 2.73% HGVQELEIELQSQLSKK 375 391 61.3 26.0 61.3 0 2 0 1,966.0606
M_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 4 6 4.82% VQALEEANNDLENK 171 184 77.2 27.1 76.1 2 1 0 1,586.7657
M_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 4 6 4.82% TLLDIDNTR 225 233 44.0 29.2 0.0 2 0 0 1,060.5635
M_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 4 6 4.82% MTLDDFR 234 240 26.0 25.0 12.2 1 0 0 913.4086
M_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 7.22% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 50.5 25.0 50.5 0 2 0 2,198.9446
M_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 7.22% TLLDIDNTR 225 233 26.9 29.3 0.0 1 0 0 1,060.5635
M_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 7.22% QGVDADINGLR 251 261 43.6 26.3 34.1 2 0 0 1,157.5911
M_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.05% TLLDIDNTR 225 233 44.6 29.2 0.0 2 0 0 1,060.5635
M_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 3.05% QVLDNLTMEK 262 271 22.9 28.5 14.6 1 0 0 1,206.6037
M_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.21% TLLDIDNTR 225 233 37.8 29.3 0.0 2 0 0 1,060.5635
M_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.21% QGVDADINGLR 251 261 52.7 26.1 43.9 2 0 0 1,157.5911
M_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.69% QFSSSYLSR 5 13 23.2 25.9 8.1 2 0 0 1,074.5213
M_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.69% VQALEEANNDLENK 171 184 64.2 26.4 62.1 2 0 0 1,586.7657
M_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 3 4 4.82% VQALEEANNDLENK 171 184 88.3 26.5 87.6 2 0 0 1,586.7657
M_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 3 4 4.82% HGVQELEIELQSQLSK 375 390 99.3 27.1 96.6 1 1 0 1,837.9656
M_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.17% VQALEEANNDLENK 171 184 76.0 26.6 73.2 2 0 0 1,586.7657
M_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.17% DQIVDLTVGNNK 213 224 46.9 27.9 30.8 2 0 0 1,315.6854
M_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.62% VQALEEANNDLENK 171 184 49.8 26.6 46.1 2 0 0 1,586.7657
M_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.62% DQIVDLTVGNNK 213 224 68.7 27.9 56.9 2 0 0 1,315.6854
M_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.62% TLLDIDNTR 225 233 36.1 29.3 0.0 2 0 0 1,060.5635
M_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 7 11.40% VQALEEANNDLENK 171 184 103.0 26.6 103.0 2 1 0 1,586.7657
M_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 7 11.40% MTLDDFR 234 240 30.4 25.0 10.9 1 0 0 913.4086
M_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 7 11.40% QVLDNLTMEK 262 271 47.0 28.4 34.4 2 0 0 1,206.6037



M_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 7 11.40% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 54.3 25.0 54.3 0 1 0 3,223.2821
M_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.65% VQALEEANNDLENK 171 184 103.0 26.6 103.0 2 0 0 1,586.7657
M_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.65% TLNDMRQEYEQLIAK 322 336 22.7 27.4 14.7 0 1 0 1,867.9221
M_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 15.70% VQALEEANNDLENK 171 184 80.5 26.5 79.2 2 0 0 1,586.7657
M_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 15.70% TLLDIDNTR 225 233 53.8 29.2 0.0 2 0 0 1,060.5635
M_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 15.70% QVLDNLTMEK 262 271 58.8 28.9 50.0 2 0 0 1,206.6037
M_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 15.70% QEYEQLIAK 328 336 36.7 28.3 14.1 2 0 0 1,121.5838
M_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 15.70% HGVQELEIELQSQLSK 375 390 29.3 27.1 24.7 0 2 0 1,837.9656
M_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 11 15.70% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 45.9 25.0 42.8 0 1 0 3,223.2821
M_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 16.40% VQALEEANNDLENK 171 184 85.4 26.4 82.6 2 1 0 1,586.7657
M_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 16.40% DQIVDLTVGNNK 213 224 63.8 28.2 50.6 2 0 0 1,315.6854
M_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 16.40% MTLDDFR 234 240 31.4 25.0 9.6 2 0 0 913.4086
M_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 16.40% IKFEMEQNLR 241 250 33.9 27.5 25.3 1 0 0 1,323.6727
M_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 16.40% FEMEQNLR 243 250 20.7 25.0 12.0 1 0 0 1,082.4936
M_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 16.40% QVLDNLTMEK 262 271 62.5 28.4 53.0 2 0 0 1,206.6037
M_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 16.40% QEYEQLIAK 328 336 38.2 28.3 15.3 2 0 0 1,121.5838
M_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 16.40% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 42.0 25.0 42.0 0 1 0 3,223.2821
M_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 17.00% VQALEEANNDLENK 171 184 95.8 26.6 92.9 2 0 0 1,586.7657
M_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 17.00% DQIVDLTVGNNK 213 224 58.8 27.7 47.4 1 0 0 1,315.6854
M_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 17.00% MTLDDFR 234 240 37.4 25.0 9.4 2 0 0 913.4086
M_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 17.00% FEMEQNLR 243 250 26.9 25.0 10.7 2 0 0 1,082.4936
M_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 17.00% QVLDNLTMEK 262 271 64.9 28.4 51.4 2 0 0 1,206.6037
M_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 17.00% TLNDMRQEYEQLIAK 322 336 24.3 27.5 14.4 0 1 0 1,867.9221
M_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 17.00% QEYEQLIAK 328 336 34.4 29.2 16.4 2 0 0 1,121.5838
M_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 17.00% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 80.8 25.0 76.3 0 2 0 3,223.2821
M_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 11.40% VQALEEANNDLENK 171 184 107.0 26.6 105.0 2 2 0 1,586.7657
M_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 11.40% FEMEQNLR 243 250 22.7 25.0 11.6 1 0 0 1,082.4936
M_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 11.40% QEYEQLIAK 328 336 39.8 29.2 22.2 2 0 0 1,121.5838
M_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 5 9 11.40% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 94.4 25.0 91.2 0 2 0 3,223.2821
N_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.30% QFSSSYLSR 5 13 25.5 26.3 14.8 1 0 0 1,074.5213
N_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.30% VQALEEANNDLENK 171 184 89.8 27.3 81.2 2 2 0 1,586.7657
N_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.30% DQIVDLTVGNNK 213 224 71.4 27.9 58.8 2 0 0 1,315.6854
N_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.30% TLLDIDNTR 225 233 51.8 29.0 0.0 2 0 0 1,060.5635
N_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.30% IKFEMEQNLR 241 250 22.3 27.8 14.9 1 0 0 1,323.6727
N_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.30% QVLDNLTMEK 262 271 47.8 28.4 36.3 2 0 0 1,206.6037
N_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.30% HGVQELEIELQSQLSK 375 390 23.9 26.9 17.7 0 1 0 1,837.9656
N_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 14 19.30% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 51.8 25.0 51.8 0 1 0 3,223.2821
N_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 5 8.19% SGGGGGGGLGSGGSIRSSYSR 14 34 62.4 26.9 53.0 0 1 0 1,812.8585
N_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 5 8.19% TLLDIDNTR 225 233 35.3 29.1 0.0 1 0 0 1,060.5635
N_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 5 8.19% QGVDADINGLR 251 261 31.9 26.4 22.5 1 0 0 1,157.5911
N_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 5 8.19% QVLDNLTMEK 262 271 44.7 29.0 33.1 2 0 0 1,206.6037
N_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 5.78% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 29.9 25.0 24.1 0 2 0 2,198.9446
N_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 5.78% QGVDADINGLR 251 261 36.8 26.8 30.2 2 0 0 1,157.5911
N_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.51% QFSSSYLSR 5 13 23.3 26.3 10.0 1 0 0 1,074.5213
N_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.51% VQALEEANNDLENK 171 184 63.1 27.3 60.2 2 0 0 1,586.7657
N_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.51% QGVDADINGLR 251 261 34.9 26.8 29.6 2 0 0 1,157.5911
N_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.51% QVLDNLTMEK 262 271 32.9 28.4 22.6 2 0 0 1,206.6037
N_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.51% QEYEQLIAK 328 336 31.0 28.4 15.0 2 0 0 1,121.5838
N_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.30% VQALEEANNDLENK 171 184 33.3 26.9 30.0 2 0 0 1,586.7657
N_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.30% TLLDIDNTR 225 233 42.9 28.7 0.0 2 0 0 1,060.5635
N_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 5.30% QVLDNLTMEK 262 271 60.5 28.5 48.8 2 0 0 1,206.6037
N_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.06% VQALEEANNDLENK 171 184 78.2 27.1 72.8 2 0 0 1,586.7657
N_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.06% QGVDADINGLR 251 261 40.4 26.5 27.3 2 0 0 1,157.5911
N_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.06% QVLDNLTMEK 262 271 31.6 28.6 24.3 1 0 0 1,206.6037
N_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 7.06% QEYEQLIAK 328 336 31.9 28.4 15.9 1 0 0 1,121.5838
N_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 4.82% VQALEEANNDLENK 171 184 85.4 26.9 80.1 2 0 0 1,586.7657
N_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 4.82% IQDWYDK 185 191 19.1 25.9 13.5 1 0 0 967.4521
N_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 4.82% TLLDIDNTR 225 233 48.3 28.7 0.0 2 0 0 1,060.5635
N_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 3 6.26% SGGGGGGGLGSGGSIR 14 29 20.1 27.2 16.0 1 0 0 1,232.5981
N_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 3 6.26% FSSSSGYGGGSSR 47 59 23.6 25.0 18.3 1 0 0 1,235.5286
N_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 3 6.26% QVLDNLTMEK 262 271 26.0 28.7 18.6 1 0 0 1,206.6037
N_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.30% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 34.0 25.0 28.3 0 1 0 2,198.9446
N_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.30% VQALEEANNDLENK 171 184 93.5 26.5 91.1 2 0 0 1,586.7657
N_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.30% DQIVDLTVGNNK 213 224 66.8 27.8 59.0 2 0 0 1,315.6854
N_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.30% TLLDIDNTR 225 233 26.9 28.9 0.0 1 0 0 1,060.5635
N_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.30% FEMEQNLR 243 250 31.6 25.0 20.4 1 0 0 1,082.4936
N_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.30% QVLDNLTMEK 262 271 50.8 28.7 37.1 2 0 0 1,206.6037
N_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.30% TLNDMRQEYEQLIAK 322 336 36.7 27.8 27.4 2 2 0 1,867.9221
N_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.30% QEYEQLIAK 328 336 23.4 28.4 8.4 1 0 0 1,121.5838
N_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.30% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 78.1 25.0 74.5 0 1 0 3,223.2821
N_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 8.67% QFSSSYLSR 5 13 23.6 26.3 15.2 1 0 0 1,074.5213
N_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 8.67% VQALEEANNDLENK 171 184 86.4 26.9 85.9 2 0 0 1,586.7657
N_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 8.67% DQIVDLTVGNNK 213 224 59.7 28.1 46.4 1 0 0 1,315.6854
N_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 8.67% TLLDIDNTR 225 233 26.6 28.7 0.0 2 0 0 1,060.5635
N_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 8.67% QVLDNLTMEK 262 271 28.4 28.5 19.3 1 0 0 1,206.6037
N_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.35% VQALEEANNDLENK 171 184 70.7 26.9 67.6 2 0 0 1,586.7657
N_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.35% DQIVDLTVGNNK 213 224 60.3 27.8 44.2 2 0 0 1,315.6854
N_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.35% TLLDIDNTR 225 233 54.1 28.9 0.0 2 0 0 1,060.5635
N_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.35% MTLDDFR 234 240 23.9 25.0 2.7 1 0 0 913.4086
N_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 8.35% QVLDNLTMEK 262 271 33.8 28.6 24.2 2 0 0 1,206.6037
N_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 11 8.35% VQALEEANNDLENK 171 184 99.8 26.9 99.8 2 2 0 1,586.7657
N_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 11 8.35% DQIVDLTVGNNK 213 224 73.2 28.1 58.3 2 0 0 1,315.6854
N_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 11 8.35% TLLDIDNTR 225 233 47.7 29.0 0.0 2 0 0 1,060.5635
N_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 11 8.35% MTLDDFR 234 240 31.6 25.0 10.6 1 0 0 913.4086
N_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 11 8.35% QVLDNLTMEK 262 271 50.7 28.4 36.8 2 0 0 1,206.6037
N_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 8.67% VQALEEANNDLENK 171 184 71.6 26.9 69.9 2 0 0 1,586.7657
N_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 8.67% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 42.7 25.0 42.7 0 2 0 3,223.2821
N_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.69% VQALEEANNDLENK 171 184 103.0 26.9 97.0 2 0 0 1,586.7657
N_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 3.69% QEYEQLIAK 328 336 39.6 28.4 22.7 2 0 0 1,121.5838
N_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 11 21 18.90% VQALEEANNDLENK 171 184 83.5 26.5 82.5 2 0 0 1,586.7657
N_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 11 21 18.90% DQIVDLTVGNNK 213 224 80.2 27.9 64.2 2 0 0 1,315.6854
N_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 11 21 18.90% TLLDIDNTR 225 233 55.9 29.3 0.0 2 0 0 1,060.5635
N_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 11 21 18.90% QGVDADINGLR 251 261 74.1 26.8 65.8 2 0 0 1,157.5911
N_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 11 21 18.90% TLNDMRQEYEQLIAK 322 336 33.9 27.8 22.0 1 2 0 1,867.9221
N_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 11 21 18.90% QEYEQLIAK 328 336 46.4 28.7 20.3 2 0 0 1,121.5838
N_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 11 21 18.90% HGVQELEIELQSQLSK 375 390 82.9 27.0 76.2 2 2 0 1,837.9656
N_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 11 21 18.90% HGVQELEIELQSQLSKK 375 391 40.7 25.8 30.4 0 2 0 1,966.0606
N_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 11 21 18.90% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 73.3 25.0 73.3 0 2 0 3,223.2821
N_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.67% STMQELNSR 155 163 28.7 25.8 17.4 1 0 0 1,065.4993
N_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.67% VQALEEANNDLENK 171 184 89.8 26.9 83.6 2 0 0 1,586.7657
N_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.67% IQDWYDK 185 191 28.9 25.0 25.5 2 0 0 967.4521
N_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.67% TLLDIDNTR 225 233 42.6 29.3 0.0 2 0 0 1,060.5635
N_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 8.67% TLNDMRQEYEQLIAK 322 336 19.1 27.8 14.1 0 1 0 1,867.9221
O_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 11 19 27.80% QFSSSYLSR 5 13 35.9 25.8 18.8 2 0 0 1,074.5213
O_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 11 19 27.80% SGGGGGGGLGSGGSIRSSYSR 14 34 45.9 26.9 29.6 0 2 0 1,812.8585
O_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 11 19 27.80% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 54.8 25.0 50.1 0 2 0 2,198.9446
O_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 11 19 27.80% VQALEEANNDLENK 171 184 103.0 27.1 96.8 2 1 0 1,586.7657
O_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 11 19 27.80% DQIVDLTVGNNK 213 224 65.9 27.9 52.1 2 0 0 1,315.6854
O_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 11 19 27.80% IKFEMEQNLR 241 250 34.5 27.8 23.5 2 0 0 1,323.6727
O_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 11 19 27.80% QVLDNLTMEK 262 271 47.3 28.6 36.3 1 0 0 1,206.6037
O_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 11 19 27.80% TLNDMRQEYEQLIAK 322 336 53.5 27.8 46.2 2 0 0 1,867.9221
O_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 11 19 27.80% HGVQELEIELQSQLSKK 375 391 38.3 26.0 37.7 0 1 0 1,966.0606



O_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 11 19 27.80% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 82.6 25.0 82.6 0 2 0 3,223.2821
O_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 13 19.60% SGGGGGGGLGSGGSIR 14 29 69.6 27.0 64.9 2 0 0 1,232.5981
O_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 13 19.60% STMQELNSR 155 163 34.4 25.7 28.9 2 0 0 1,065.4993
O_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 13 19.60% IQDWYDK 185 191 20.9 25.0 9.9 2 0 0 967.4521
O_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 13 19.60% DQIVDLTVGNNK 213 224 62.0 27.8 53.6 1 0 0 1,315.6854
O_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 13 19.60% TLLDIDNTR 225 233 25.8 29.3 0.0 1 0 0 1,060.5635
O_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 13 19.60% FEMEQNLR 243 250 17.9 25.0 7.4 1 0 0 1,082.4936
O_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 13 19.60% QGVDADINGLR 251 261 42.8 26.8 33.8 2 0 0 1,157.5911
O_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 13 19.60% QVLDNLTMEK 262 271 23.3 28.5 13.2 1 0 0 1,190.6087
O_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 9 13 19.60% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 67.2 25.0 61.2 0 1 0 3,223.2821
O_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 12.20% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 55.5 25.0 50.0 0 2 0 2,198.9446
O_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 12.20% QGVDADINGLR 251 261 29.4 26.4 23.0 2 0 0 1,157.5911
O_03 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 6 12.20% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 59.6 25.0 59.0 0 2 0 3,223.2821
O_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% VQALEEANNDLENK 171 184 54.6 27.1 49.5 2 0 0 1,586.7657
O_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% QGVDADINGLR 251 261 50.4 26.8 43.2 2 0 0 1,157.5911
O_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 5 11.90% VQALEEANNDLENK 171 184 79.4 27.0 73.8 2 0 0 1,586.7657
O_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 5 11.90% TLLDIDNTR 225 233 43.7 29.3 0.0 1 0 0 1,060.5635
O_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 5 11.90% QGVDADINGLR 251 261 48.8 26.4 41.0 1 0 0 1,157.5911
O_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 5 11.90% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 47.9 25.0 47.9 0 1 0 3,223.2821
O_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 4.82% TLLDIDNTR 225 233 39.1 29.3 0.0 1 0 0 1,060.5635
O_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 4.82% QGVDADINGLR 251 261 82.8 27.1 70.1 2 0 0 1,157.5911
O_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 4 4.82% QVLDNLTMEK 262 271 33.4 28.8 23.2 1 0 0 1,206.6037
O_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 7.70% QFSSSYLSR 5 13 37.2 26.3 22.6 2 0 0 1,074.5213
O_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 7.70% VQALEEANNDLENK 171 184 74.3 26.9 72.3 2 0 0 1,586.7657
O_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 7.70% TLLDIDNTR 225 233 49.2 29.3 0.0 2 0 0 1,060.5635
O_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 7.70% HGVQELEIELQSQLSK 375 390 36.8 26.9 29.6 0 2 0 1,837.9656
O_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.82% VQALEEANNDLENK 171 184 82.3 26.9 79.7 2 0 0 1,586.7657
O_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 3 4.82% HGVQELEIELQSQLSK 375 390 47.0 27.1 40.8 0 1 0 1,837.9656
O_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.46% VQALEEANNDLENK 171 184 78.8 27.2 78.8 2 0 0 1,586.7657
O_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.46% QGVDADINGLR 251 261 81.4 26.3 71.0 2 0 0 1,157.5911
O_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 3 3 5 5.46% QEYEQLIAK 328 336 27.0 28.4 8.6 1 0 0 1,121.5838
O_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 16.90% QFSSSYLSR 5 13 36.9 26.2 23.2 1 0 0 1,074.5213
O_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 16.90% VQALEEANNDLENK 171 184 96.8 27.1 91.9 2 0 0 1,586.7657
O_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 16.90% TLLDIDNTR 225 233 39.1 29.3 0.0 2 0 0 1,060.5635
O_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 16.90% MTLDDFR 234 240 39.3 25.0 11.8 1 0 0 913.4086
O_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 16.90% QEYEQLIAK 328 336 31.7 28.7 7.5 2 0 0 1,121.5838
O_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 16.90% HGVQELEIELQSQLSK 375 390 39.0 27.1 33.6 0 2 0 1,837.9656
O_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 16.90% HGVQELEIELQSQLSKK 375 391 38.6 25.9 36.6 0 2 0 1,966.0606
O_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 16.90% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 69.1 25.0 69.1 0 2 0 3,223.2821
O_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 7.38% VQALEEANNDLENK 171 184 86.0 27.2 85.7 2 0 0 1,586.7657
O_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 7.38% DQIVDLTVGNNK 213 224 39.4 28.1 30.0 2 0 0 1,315.6854
O_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 7.38% TLLDIDNTR 225 233 46.9 29.3 0.0 2 0 0 1,060.5635
O_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 7.38% QGVDADINGLR 251 261 54.5 26.8 45.5 2 0 0 1,157.5911
O_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 9 16.40% QFSSSYLSR 5 13 37.0 26.1 22.2 1 0 0 1,074.5213
O_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 9 16.40% VQALEEANNDLENK 171 184 60.3 26.9 55.7 1 0 0 1,586.7657
O_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 9 16.40% DQIVDLTVGNNK 213 224 40.2 28.1 29.2 1 0 0 1,315.6854
O_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 9 16.40% QVLDNLTMEK 262 271 38.8 28.6 25.7 1 0 0 1,206.6037
O_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 9 16.40% HGVQELEIELQSQLSK 375 390 49.0 27.3 40.9 0 2 0 1,837.9656
O_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 9 16.40% HGVQELEIELQSQLSKK 375 391 49.9 26.0 45.1 0 2 0 1,966.0606
O_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 9 16.40% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 27.8 25.0 27.1 0 1 0 3,223.2821
O_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 10 10.10% VQALEEANNDLENK 171 184 77.0 27.0 77.0 1 1 0 1,586.7657
O_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 10 10.10% DQIVDLTVGNNK 213 224 66.1 27.8 54.1 1 0 0 1,315.6854
O_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 10 10.10% MTLDDFR 234 240 35.1 25.0 13.8 1 0 0 913.4086
O_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 10 10.10% QGVDADINGLR 251 261 47.9 26.8 35.0 2 0 0 1,157.5911
O_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 10 10.10% QVLDNLTMEK 262 271 42.0 28.6 36.2 2 0 0 1,206.6037
O_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 7 10 10.10% QEYEQLIAK 328 336 43.6 28.4 30.8 2 0 0 1,121.5838
O_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% QFSSSYLSR 5 13 52.3 26.1 38.0 2 0 0 1,074.5213
O_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% VQALEEANNDLENK 171 184 51.4 26.4 51.4 2 0 0 1,586.7657
O_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% TLLDIDNTR 225 233 46.9 29.3 0.0 2 0 0 1,060.5635
O_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% MTLDDFR 234 240 21.9 25.0 0.0 1 0 0 913.4086
O_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% QGVDADINGLR 251 261 52.0 27.1 43.0 2 0 0 1,157.5911
O_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% QVLDNLTMEK 262 271 32.1 29.1 21.7 2 0 0 1,206.6037
O_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 16.10% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 37.7 25.0 37.7 0 1 0 3,223.2821
O_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 13.50% VQALEEANNDLENK 171 184 44.5 27.0 43.2 2 0 0 1,586.7657
O_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 13.50% TLLDIDNTR 225 233 27.0 29.3 0.0 1 0 0 1,060.5635
O_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 13.50% QGVDADINGLR 251 261 55.9 26.2 48.1 2 0 0 1,157.5911
O_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 13.50% QVLDNLTMEK 262 271 30.4 28.6 20.7 1 0 0 1,206.6037
O_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 13.50% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 42.1 25.0 40.8 0 1 0 3,223.2821
O_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 16.40% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 51.2 25.0 40.6 0 2 0 2,198.9446
O_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 16.40% VQALEEANNDLENK 171 184 60.5 27.3 57.2 2 0 0 1,586.7657
O_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 16.40% IQDWYDK 185 191 22.1 25.4 16.9 1 0 0 967.4521
O_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 16.40% MTLDDFR 234 240 29.7 25.0 4.8 2 0 0 913.4086
O_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 16.40% QEYEQLIAK 328 336 32.8 28.6 16.1 1 0 0 1,121.5838
O_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 16.40% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 49.0 25.0 43.2 0 2 0 3,223.2821
P_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 21.80% QFSSSYLSR 5 13 36.5 26.3 23.1 2 0 0 1,074.5213
P_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 21.80% SGGGGGGGLGSGGSIRSSYSR 14 34 49.0 26.9 42.9 0 1 0 1,812.8585
P_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 21.80% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 56.5 25.0 53.8 0 2 0 2,198.9446
P_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 21.80% VQALEEANNDLENK 171 184 76.0 27.3 76.0 2 0 0 1,586.7657
P_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 21.80% TLLDIDNTR 225 233 38.3 29.0 0.0 2 0 0 1,060.5635
P_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 21.80% FEMEQNLR 243 250 22.0 25.0 12.2 1 0 0 1,082.4936
P_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 21.80% QVLDNLTMEK 262 271 47.6 29.0 36.3 2 0 0 1,206.6037
P_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 21.80% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 85.2 25.0 76.0 0 2 0 3,223.2821
P_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 19.10% QFSSSYLSR 5 13 35.8 25.7 24.6 2 0 0 1,074.5213
P_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 19.10% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 51.8 25.0 47.9 0 2 0 2,198.9446
P_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 19.10% TLLDIDNTR 225 233 44.3 29.0 0.0 2 0 0 1,060.5635
P_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 19.10% QGVDADINGLR 251 261 56.3 26.4 43.1 2 0 0 1,157.5911
P_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 19.10% QVLDNLTMEK 262 271 47.4 29.0 36.3 2 0 0 1,206.6037
P_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 19.10% TLNDMRQEYEQLIAK 322 336 24.0 27.6 19.9 0 1 0 1,867.9221
P_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 19.10% QEYEQLIAK 328 336 38.5 28.3 23.3 1 0 0 1,121.5838
P_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 14 19.10% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 89.3 25.0 79.3 0 2 0 3,223.2821
P_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% VQALEEANNDLENK 171 184 71.2 26.9 70.2 2 0 0 1,586.7657
P_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 2 2 4 4.01% QGVDADINGLR 251 261 37.2 26.5 28.7 2 0 0 1,157.5911
P_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 11.70% VQALEEANNDLENK 171 184 56.0 25.4 41.8 1 0 0 1,586.7657
P_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 11.70% TLLDIDNTR 225 233 42.7 28.9 0.0 2 0 0 1,060.5635
P_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 11.70% QVLDNLTMEK 262 271 31.3 28.6 25.2 1 0 0 1,206.6037
P_05 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 11.70% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 59.4 25.0 59.4 0 2 0 3,223.2821
P_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 8.03% QFSSSYLSR 5 13 23.5 26.3 15.2 1 0 0 1,074.5213
P_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 8.03% VQALEEANNDLENK 171 184 86.9 27.2 82.2 2 1 0 1,586.7657
P_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 8.03% TLLDIDNTR 225 233 28.4 28.9 0.0 1 0 0 1,060.5635
P_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 8.03% MTLDDFR 234 240 31.5 25.0 12.0 2 0 0 913.4086
P_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 6 9 8.03% QGVDADINGLR 251 261 64.3 26.5 52.8 2 0 0 1,157.5911
P_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 18 21.20% QFSSSYLSR 5 13 22.0 26.3 10.6 1 0 0 1,074.5213
P_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 18 21.20% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 41.8 25.0 38.6 0 2 0 2,198.9446
P_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 18 21.20% VQALEEANNDLENK 171 184 89.9 27.0 86.5 2 2 0 1,586.7657
P_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 18 21.20% IQDWYDK 185 191 38.8 25.0 27.4 2 0 0 967.4521
P_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 18 21.20% TLLDIDNTR 225 233 50.5 29.0 0.0 2 0 0 1,060.5635
P_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 18 21.20% QGVDADINGLR 251 261 56.1 26.5 44.2 2 0 0 1,157.5911
P_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 18 21.20% HGVQELEIELQSQLSK 375 390 43.4 27.0 39.8 0 1 0 1,837.9656
P_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 18 21.20% HGVQELEIELQSQLSKK 375 391 43.9 26.0 42.3 0 2 0 1,966.0606
P_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 18 21.20% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 90.6 25.0 90.6 0 2 0 3,223.2821
P_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 12.70% QFSSSYLSR 5 13 26.6 26.3 18.3 1 0 0 1,074.5213
P_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 12.70% VQALEEANNDLENK 171 184 89.9 27.1 85.0 2 0 0 1,586.7657



P_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 12.70% IQDWYDK 185 191 23.3 25.0 18.3 2 0 0 967.4521
P_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 12.70% QEYEQLIAK 328 336 36.8 28.4 18.6 1 0 0 1,121.5838
P_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 12.70% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 37.0 25.0 37.0 0 1 0 3,223.2821
P_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 14 26 23.80% QFSSSYLSR 5 13 27.1 26.3 10.8 1 0 0 1,074.5213
P_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 14 26 23.80% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 63.0 25.0 60.7 0 2 0 2,198.9446
P_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 14 26 23.80% FSSSSGYGGGSSR 47 59 36.3 25.0 36.3 2 0 0 1,235.5286
P_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 14 26 23.80% STMQELNSR 155 163 35.7 26.5 32.1 2 0 0 1,065.4993
P_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 14 26 23.80% VQALEEANNDLENK 171 184 107.0 26.4 106.0 2 2 0 1,586.7657
P_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 14 26 23.80% DQIVDLTVGNNK 213 224 87.2 28.1 70.4 2 0 0 1,315.6854
P_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 14 26 23.80% FEMEQNLR 243 250 36.1 25.0 18.3 2 0 0 1,082.4936
P_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 14 26 23.80% TLNDMRQEYEQLIAK 322 336 48.5 27.7 43.0 2 3 0 1,867.9221
P_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 14 26 23.80% HGVQELEIELQSQLSK 375 390 87.0 27.0 81.5 2 2 0 1,837.9656
P_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 14 26 23.80% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 115.0 25.0 115.0 0 2 0 3,223.2821
P_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 16.70% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 33.2 25.0 27.8 0 1 0 2,198.9446
P_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 16.70% VQALEEANNDLENK 171 184 103.0 27.2 99.5 2 0 0 1,586.7657
P_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 16.70% IKFEMEQNLR 241 250 32.5 27.7 17.9 1 0 0 1,323.6727
P_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 16.70% TLNDMRQEYEQLIAK 322 336 31.0 27.8 27.1 2 0 0 1,867.9221
P_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 16.70% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 44.6 25.0 44.6 0 2 0 3,223.2821
P_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.20% QFSSSYLSR 5 13 35.3 26.3 22.3 2 0 0 1,074.5213
P_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.20% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 47.1 25.0 44.1 0 2 0 2,198.9446
P_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.20% VQALEEANNDLENK 171 184 93.8 26.5 93.8 2 0 0 1,586.7657
P_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.20% TLLDIDNTR 225 233 43.5 28.9 0.0 1 0 0 1,060.5635
P_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.20% FEMEQNLR 243 250 21.3 25.0 10.8 1 0 0 1,082.4936
P_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.20% QVLDNLTMEK 262 271 50.3 28.5 36.9 2 0 0 1,206.6037
P_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.20% HGVQELEIELQSQLSK 375 390 66.1 26.9 66.1 1 1 0 1,837.9656
P_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.20% HGVQELEIELQSQLSKK 375 391 38.2 25.7 33.6 0 1 0 1,966.0606
P_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 9 10 15 21.20% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 89.6 25.0 79.5 0 2 0 3,223.2821
P_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 21 19.60% QFSSSYLSR 5 13 34.6 26.3 14.5 1 0 0 1,074.5213
P_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 21 19.60% VQALEEANNDLENK 171 184 90.1 27.1 81.5 2 2 0 1,586.7657
P_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 21 19.60% IQDWYDK 185 191 45.1 25.0 38.4 2 0 0 967.4521
P_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 21 19.60% DQIVDLTVGNNK 213 224 68.8 28.1 58.4 2 0 0 1,315.6854
P_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 21 19.60% FEMEQNLR 243 250 20.7 25.0 16.4 1 0 0 1,082.4936
P_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 21 19.60% TLNDMRQEYEQLIAK 322 336 23.2 27.8 16.5 1 0 0 1,867.9221
P_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 21 19.60% QEYEQLIAK 328 336 40.7 28.4 30.5 2 0 0 1,121.5838
P_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 21 19.60% HGVQELEIELQSQLSK 375 390 105.0 27.0 105.0 2 2 0 1,837.9656
P_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 21 19.60% HGVQELEIELQSQLSKK 375 391 39.9 25.6 38.2 0 2 0 1,966.0606
P_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 21 19.60% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 70.5 25.0 70.5 0 2 0 3,223.2821
P_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 15 16.70% QFSSSYLSR 5 13 24.4 26.3 4.3 1 0 0 1,074.5213
P_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 15 16.70% VQALEEANNDLENK 171 184 83.1 27.1 75.2 2 2 0 1,586.7657
P_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 15 16.70% IQDWYDK 185 191 29.2 25.0 20.6 2 0 0 967.4521
P_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 15 16.70% DQIVDLTVGNNK 213 224 50.9 27.8 43.2 1 0 0 1,315.6854
P_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 15 16.70% MTLDDFR 234 240 29.9 25.0 9.7 2 0 0 913.4086
P_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 15 16.70% TLNDMRQEYEQLIAK 322 336 23.8 27.8 18.1 1 0 0 1,867.9221
P_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 15 16.70% QEYEQLIAK 328 336 38.9 28.4 21.2 2 0 0 1,121.5838
P_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 9 15 16.70% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 97.0 25.0 97.0 0 2 0 3,223.2821
P_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 23 26.60% QFSSSYLSR 5 13 34.7 25.8 22.5 1 0 0 1,074.5213
P_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 23 26.60% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 52.1 25.0 49.2 0 2 0 2,198.9446
P_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 23 26.60% VQALEEANNDLENK 171 184 92.8 26.5 92.5 2 2 0 1,586.7657
P_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 23 26.60% IQDWYDK 185 191 30.7 25.0 25.3 2 0 0 967.4521
P_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 23 26.60% DQIVDLTVGNNK 213 224 76.0 28.1 61.0 2 0 0 1,315.6854
P_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 23 26.60% TLLDIDNTR 225 233 45.0 28.9 0.0 2 0 0 1,060.5635
P_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 23 26.60% FEMEQNLR 243 250 32.0 25.0 18.4 2 0 0 1,082.4936
P_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 23 26.60% QVLDNLTMEK 262 271 47.5 28.5 35.0 2 0 0 1,206.6037
P_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 23 26.60% TLNDMRQEYEQLIAK 322 336 30.9 27.8 26.2 2 0 0 1,867.9221
P_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 23 26.60% QEYEQLIAK 328 336 31.5 28.4 12.7 1 0 0 1,121.5838
P_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 23 26.60% HGVQELEIELQSQLSKK 375 391 36.3 25.6 36.3 0 1 0 1,966.0606
P_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 12 14 23 26.60% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 83.3 25.0 83.3 0 2 0 3,223.2821
P_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 11.90% VQALEEANNDLENK 171 184 89.5 27.2 87.4 2 0 0 1,586.7657
P_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 11.90% TLLDIDNTR 225 233 33.7 29.0 0.0 2 0 0 1,060.5635
P_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 11.90% QGVDADINGLR 251 261 55.5 26.8 42.7 2 0 0 1,157.5911
P_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 8 11.90% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 59.7 25.0 59.7 0 2 0 3,223.2821
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% QFSSSYLSR 5 13 39.3 26.3 24.5 2 0 0 1,074.5213
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% SGGGGGGGLGSGGSIR 14 29 48.2 27.5 42.8 2 0 0 1,232.5981
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 72.2 25.0 72.0 0 2 0 2,198.9446
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% FSSSSGYGGGSSR 47 59 33.5 25.0 33.5 1 0 0 1,235.5286
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% VQALEEANNDLENK 171 184 94.3 26.5 86.6 2 0 0 1,586.7657
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% IQDWYDKK 185 192 26.9 26.7 7.0 1 0 0 1,095.5471
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% IQDWYDKKGPAAIQK 185 199 18.0 27.5 5.8 0 1 0 1,760.9333
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% TLLDIDNTR 225 233 56.0 28.7 0.0 2 0 0 1,060.5635
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% IKFEMEQNLR 241 250 33.8 27.8 24.5 2 0 0 1,323.6727
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% FEMEQNLR 243 250 33.6 25.0 27.5 1 0 0 1,082.4936
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% QVLDNLTMEK 262 271 47.5 28.8 33.8 2 0 0 1,206.6037
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% TLNDMRQEYEQLIAK 322 336 47.5 28.0 46.3 2 0 0 1,867.9221
P_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 14 23 26.20% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 119.0 25.0 119.0 0 2 1 3,223.2821
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% QFSSSYLSR 5 13 28.2 26.0 25.6 2 0 0 1,074.5213
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% SGGGGGGGLGSGGSIRSSYSR 14 34 54.6 26.9 51.2 0 2 0 1,812.8585
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 65.3 25.0 61.5 0 2 0 2,198.9446
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% VQALEEANNDLENK 171 184 83.5 27.1 79.5 2 0 0 1,586.7657
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% DQIVDLTVGNNK 213 224 63.4 28.2 51.9 2 0 0 1,315.6854
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% MTLDDFR 234 240 22.9 25.0 4.4 1 0 0 913.4086
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% IKFEMEQNLR 241 250 33.7 27.7 25.9 2 0 0 1,323.6727
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% FEMEQNLR 243 250 34.5 25.0 28.0 1 0 0 1,082.4936
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% QVLDNLTMEK 262 271 32.8 29.0 16.8 2 0 0 1,206.6037
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% TLNDMRQEYEQLIAK 322 336 55.4 27.8 46.1 1 0 0 1,867.9221
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% HGVQELEIELQSQLSK 375 390 50.0 27.0 37.1 0 2 0 1,837.9656
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% HGVQELEIELQSQLSKK 375 391 72.9 25.8 63.2 0 2 0 1,966.0606
Q_01 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 13 23 28.90% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 103.0 25.0 103.0 0 2 0 3,223.2821
Q_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 13.20% QFSSSYLSR 5 13 27.1 26.3 8.4 2 0 0 1,074.5213
Q_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 13.20% DQIVDLTVGNNK 213 224 59.1 28.5 46.9 2 0 0 1,315.6854
Q_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 13.20% QGVDADINGLR 251 261 71.3 26.5 64.2 2 0 0 1,157.5911
Q_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 13.20% QVLDNLTMEK 262 271 62.7 29.0 51.8 2 0 0 1,206.6037
Q_02 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 9 13.20% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 43.4 25.0 43.4 0 1 0 3,223.2821
Q_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 14.60% QFSSSYLSR 5 13 29.7 26.2 13.9 2 0 0 1,074.5213
Q_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 14.60% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 23.4 25.0 14.9 0 1 0 2,198.9446
Q_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 14.60% MTLDDFR 234 240 23.6 25.0 2.2 1 0 0 913.4086
Q_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 14.60% QVLDNLTMEK 262 271 44.5 28.6 34.3 1 0 0 1,206.6037
Q_04 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 7 14.60% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 83.0 25.0 83.0 0 2 0 3,223.2821
Q_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 14 20.40% QFSSSYLSR 5 13 36.2 26.3 13.4 2 0 0 1,074.5213
Q_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 14 20.40% SGGGGGGGLGSGGSIRSSYSR 14 34 33.2 26.9 28.3 0 2 0 1,812.8585
Q_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 14 20.40% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 33.7 25.0 32.7 0 2 0 2,198.9446
Q_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 14 20.40% VQALEEANNDLENK 171 184 76.9 26.9 76.6 2 0 0 1,586.7657
Q_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 14 20.40% MTLDDFR 234 240 33.7 25.0 12.2 2 0 0 913.4086
Q_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 14 20.40% QGVDADINGLR 251 261 50.0 26.5 43.4 2 0 0 1,157.5911
Q_06 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 14 20.40% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 77.7 25.0 77.7 0 2 0 3,223.2821
Q_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 19.70% QFSSSYLSR 5 13 36.8 26.2 13.1 2 0 0 1,074.5213
Q_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 19.70% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 54.9 25.0 51.9 0 1 0 2,198.9446
Q_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 19.70% VQALEEANNDLENK 171 184 93.1 26.9 89.4 2 0 0 1,586.7657
Q_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 19.70% TLLDIDNTR 225 233 49.1 28.7 0.0 1 0 0 1,060.5635
Q_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 19.70% QEYEQLIAK 328 336 43.2 28.4 29.1 2 0 0 1,121.5838
Q_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 19.70% HGVQELEIELQSQLSK 375 390 77.8 26.9 77.8 1 0 0 1,837.9656
Q_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 19.70% HGVQELEIELQSQLSKK 375 391 35.2 26.0 31.3 0 2 0 1,966.0606
Q_07 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 19.70% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 109.0 25.0 97.5 0 2 0 3,223.2821



Q_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 7.70% QFSSSYLSR 5 13 22.5 26.3 8.0 1 0 0 1,074.5213
Q_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 7.70% VQALEEANNDLENK 171 184 103.0 26.9 99.9 2 0 0 1,586.7657
Q_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 7.70% MTLDDFR 234 240 33.3 25.0 12.9 1 0 0 913.4086
Q_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 7.70% FEMEQNLR 243 250 48.0 25.0 36.9 2 0 0 1,082.4936
Q_08 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 5 5 8 7.70% QVLDNLTMEK 262 271 64.6 28.8 52.6 2 0 0 1,206.6037
Q_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 17.30% QFSSSYLSR 5 13 21.7 26.3 12.6 1 0 0 1,074.5213
Q_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 17.30% VQALEEANNDLENK 171 184 96.6 26.9 92.4 2 0 0 1,586.7657
Q_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 17.30% DQIVDLTVGNNK 213 224 79.7 28.2 61.2 2 0 0 1,315.6854
Q_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 17.30% FEMEQNLR 243 250 37.4 25.0 28.3 2 0 0 1,082.4936
Q_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 17.30% QVLDNLTMEK 262 271 32.3 28.1 25.6 1 0 0 1,190.6087
Q_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 17.30% TLNDMRQEYEQLIAK 322 336 46.6 28.0 36.8 2 0 0 1,867.9221
Q_09 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 12 17.30% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 82.5 25.0 75.3 0 2 0 3,223.2821
Q_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 15.60% VQALEEANNDLENK 171 184 84.9 27.1 84.8 2 0 0 1,586.7657
Q_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 15.60% IQDWYDK 185 191 39.2 25.9 32.9 2 0 0 967.4521
Q_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 15.60% DQIVDLTVGNNK 213 224 79.5 27.9 66.8 2 0 0 1,315.6854
Q_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 15.60% TLLDIDNTR 225 233 51.7 28.9 0.0 2 0 0 1,060.5635
Q_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 15.60% TLNDMRQEYEQLIAK 322 336 23.0 27.8 22.9 1 0 0 1,867.9221
Q_10 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 6 6 10 15.60% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 78.6 25.0 78.6 0 1 0 3,223.2821
Q_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 16.40% VQALEEANNDLENK 171 184 91.7 26.9 83.8 2 0 0 1,586.7657
Q_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 16.40% IQDWYDK 185 191 25.8 25.9 19.7 2 0 0 967.4521
Q_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 16.40% DQIVDLTVGNNK 213 224 68.4 28.2 54.2 1 0 0 1,315.6854
Q_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 16.40% TLLDIDNTR 225 233 56.2 28.7 0.0 1 0 0 1,060.5635
Q_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 16.40% IKFEMEQNLR 241 250 35.8 27.9 24.5 2 0 0 1,323.6727
Q_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 16.40% FEMEQNLR 243 250 21.7 25.0 9.7 1 0 0 1,082.4936
Q_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 16.40% QVLDNLTMEK 262 271 47.1 28.4 34.3 2 0 0 1,206.6037
Q_11 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 8 8 13 16.40% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 73.9 25.0 69.0 0 2 0 3,223.2821
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% QFSSSYLSR 5 13 24.6 26.3 11.2 2 0 0 1,074.5213
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% SGGGGGGGLGSGGSIR 14 29 44.4 27.4 43.4 1 0 0 1,232.5981
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 45.3 25.0 44.2 0 2 0 2,198.9446
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% STMQELNSR 155 163 32.2 26.6 20.8 2 0 0 1,065.4993
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% VQALEEANNDLENK 171 184 93.8 26.9 88.2 2 2 0 1,586.7657
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% IQDWYDK 185 191 34.2 25.0 26.6 2 0 0 967.4521
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% TLLDIDNTR 225 233 51.7 29.0 0.0 2 0 0 1,060.5635
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% MTLDDFR 234 240 32.5 25.0 20.5 2 0 0 913.4086
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% FEMEQNLR 243 250 29.7 25.0 24.5 2 0 0 1,082.4936
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% QVLDNLTMEK 262 271 47.6 28.4 36.3 4 0 0 1,206.6037
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% TLNDMRQEYEQLIAK 322 336 37.4 27.4 33.7 2 1 0 1,867.9221
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% QEYEQLIAK 328 336 58.3 28.4 38.3 2 0 0 1,121.5838
Q_12 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 13 16 29 27.10% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 108.0 25.0 108.0 0 1 0 3,223.2821
Q_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 12.20% VQALEEANNDLENK 171 184 69.0 26.9 68.4 2 0 0 1,586.7657
Q_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 12.20% DQIVDLTVGNNK 213 224 31.7 28.1 24.8 1 0 0 1,315.6854
Q_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 12.20% QVLDNLTMEK 262 271 47.0 28.6 38.0 2 0 0 1,206.6037
Q_13 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 4 4 6 12.20% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 65.7 25.0 57.0 0 1 0 3,223.2821
Q_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 11 14.90% QFSSSYLSR 5 13 26.2 26.3 11.0 1 0 0 1,074.5213
Q_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 11 14.90% VQALEEANNDLENK 171 184 90.0 26.9 82.5 2 0 0 1,586.7657
Q_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 11 14.90% IQDWYDK 185 191 27.8 25.0 20.5 2 0 0 967.4521
Q_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 11 14.90% FEMEQNLR 243 250 29.4 25.0 18.1 1 0 0 1,082.4936
Q_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 11 14.90% TLNDMRQEYEQLIAK 322 336 25.1 27.8 15.4 1 0 0 1,867.9221
Q_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 11 14.90% QEYEQLIAK 328 336 46.3 28.4 28.4 2 0 0 1,121.5838
Q_14 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 7 7 11 14.90% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 81.9 25.0 81.9 0 2 0 3,223.2821
Q_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 17 19.90% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 37.6 25.0 32.2 0 1 0 2,198.9446
Q_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 17 19.90% FSSSSGYGGGSSR 47 59 28.4 25.0 24.5 1 0 0 1,235.5286
Q_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 17 19.90% VQALEEANNDLENK 171 184 94.6 26.9 89.5 2 1 0 1,586.7657
Q_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 17 19.90% IQDWYDK 185 191 30.8 25.0 22.8 1 0 0 967.4521
Q_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 17 19.90% TLLDIDNTR 225 233 40.5 28.7 0.0 2 0 0 1,060.5635
Q_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 17 19.90% IKFEMEQNLR 241 250 25.4 27.8 13.6 1 0 0 1,323.6727
Q_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 17 19.90% FEMEQNLR 243 250 46.2 25.0 31.1 3 0 0 1,082.4936
Q_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 17 19.90% QVLDNLTMEK 262 271 55.9 28.8 42.1 2 0 0 1,206.6037
Q_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 17 19.90% QEYEQLIAK 328 336 41.6 28.4 25.5 1 0 0 1,121.5838
Q_15 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 10 12 17 19.90% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 89.0 25.0 89.0 0 2 0 3,223.2821
Q_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 11 15 30 23.40% SGGGGGGGLGSGGSIR 14 29 38.4 27.2 33.7 2 0 0 1,232.5981
Q_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 11 15 30 23.40% FSSSGGGGGGGRFSSSSGYGGGSSR 35 59 63.2 25.0 63.2 0 2 0 2,198.9446
Q_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 11 15 30 23.40% FSSSSGYGGGSSR 47 59 41.8 25.0 41.8 2 0 0 1,235.5286
Q_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 11 15 30 23.40% VQALEEANNDLENK 171 184 92.6 26.9 85.8 2 2 0 1,586.7657
Q_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 11 15 30 23.40% IKFEMEQNLR 241 250 40.8 27.9 26.9 2 0 0 1,323.6727
Q_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 11 15 30 23.40% FEMEQNLR 243 250 26.0 25.0 20.2 2 0 0 1,082.4936
Q_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 11 15 30 23.40% QVLDNLTMEK 262 271 65.0 28.5 52.4 2 0 0 1,206.6037
Q_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 11 15 30 23.40% TLNDMRQEYEQLIAK 322 336 78.8 27.8 62.3 2 4 0 1,867.9221
Q_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 11 15 30 23.40% QEYEQLIAK 328 336 61.1 28.4 47.3 2 0 0 1,121.5838
Q_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 11 15 30 23.40% HGVQELEIELQSQLSK 375 390 102.0 27.0 94.1 2 2 0 1,837.9656
Q_16 Keratin, type I cytoskeletal 9 K1C9_HUMAN 62,066 11 15 30 23.40% GGSGGSHGGGSGFGGESGGSYGGGEEASGSGGGYGGGSGK 580 619 120.0 25.0 120.0 0 2 0 3,223.2821
A_31 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 9.62% ETMQFLNDR 58 66 31.4 25.0 26.7 1 0 0 1,153.5307
A_31 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 9.62% DNAELENLIR 80 89 50.4 27.7 36.2 2 0 0 1,186.6063
A_31 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 9.62% ILDELTLCK 165 173 30.8 28.4 20.4 2 0 0 1,104.5972
A_31 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 9.62% QNQEYQVLLDVR 335 346 36.6 28.4 27.5 2 0 0 1,504.7755
C_07 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 2 2 3 4.57% DNAELENLIR 80 89 55.2 26.5 32.9 2 0 0 1,186.6063
C_07 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 2 2 3 4.57% LECEINTYR 349 357 26.9 25.0 15.9 1 0 0 1,197.5569
C_30 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 11.80% DNAELENLIR 80 89 71.5 27.0 58.3 2 0 0 1,186.6063
C_30 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 11.80% SQYEALVETNRR 230 241 19.1 27.6 16.9 0 1 0 1,465.7393
C_30 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 11.80% TVNALEIELQAQHNLR 278 293 25.9 26.8 16.0 0 2 0 1,848.9927
C_30 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 11.80% ARLECEINTYR 347 357 30.3 26.9 12.4 0 2 0 1,424.6951
D_24 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 11.30% DNAELENLIR 80 89 64.7 26.7 53.8 2 0 0 1,186.6063
D_24 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 11.30% LNVEVDAAPTVDLNR 209 223 36.9 27.8 29.1 1 0 0 1,625.8494
D_24 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 11.30% DSLENTLTESEAR 294 306 65.5 25.6 53.2 2 0 0 1,464.6813
D_24 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 11.30% LECEINTYR 349 357 48.8 25.0 43.1 2 0 0 1,197.5569
F_11 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 2 2 4 5.53% DNAELENLIR 80 89 72.7 27.7 55.3 2 0 0 1,186.6063
F_11 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 2 2 4 5.53% DSLENTLTESEAR 294 306 70.6 26.0 52.0 2 0 0 1,464.6813
N_14 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 10.30% DNAELENLIR 80 89 55.9 28.0 33.9 2 0 0 1,186.6063
N_14 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 10.30% LVVQIDNAK 127 135 33.8 27.2 21.4 2 0 0 999.5834
N_14 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 10.30% SQYEALVETNRR 230 241 28.1 28.1 23.8 0 1 0 1,465.7393
N_14 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 7 10.30% QNQEYQVLLDVR 335 346 51.4 28.0 40.0 2 0 0 1,504.7755
P_01 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 5 5 9 11.80% DNAELENLIR 80 89 59.0 28.0 42.6 2 0 0 1,186.6063
P_01 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 5 5 9 11.80% LVVQIDNAK 127 135 48.0 27.5 30.6 2 0 0 999.5834
P_01 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 5 5 9 11.80% YQTELSLR 145 152 31.8 26.4 21.3 2 0 0 1,009.5313
P_01 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 5 5 9 11.80% ILDELTLCK 165 173 30.5 28.5 18.8 2 0 0 1,104.5972
P_01 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 5 5 9 11.80% DSLENTLTESEAR 294 306 74.0 26.1 63.9 1 0 0 1,464.6813
P_16 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 8 10.30% ILDELTLCK 165 173 42.1 28.7 29.0 2 0 0 1,104.5972
P_16 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 8 10.30% DSLENTLTESEAR 294 306 59.4 26.5 47.5 2 0 0 1,464.6813
P_16 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 8 10.30% QNQEYQVLLDVR 335 346 64.8 28.2 43.2 2 0 0 1,504.7755
P_16 Keratin, type I cuticular Ha1 K1H1_HUMAN 47,237 4 4 8 10.30% LECEINTYR 349 357 55.6 25.0 48.5 2 0 0 1,197.5569
A_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 16.00% STSSFSCLSR 36 45 22.9 25.0 22.9 2 0 0 1,131.5098
A_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 16.00% HGGGGGGFGGGGFGSR 46 61 46.2 25.0 46.2 1 0 0 1,320.5831
A_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 16.00% FASFIDKVR 189 197 39.6 26.9 11.3 2 0 0 1,082.5993
A_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 16.00% FLEQQNQVLQTK 198 209 76.1 28.6 64.6 2 0 0 1,475.7854
A_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 16.00% TAAENDFVTLK 276 286 34.6 28.4 25.9 1 0 0 1,208.6158
A_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 16.00% TAAENDFVTLKK 276 287 22.5 26.8 17.6 1 0 0 1,336.7108
A_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 16.00% AQYEEIAQR 354 362 40.1 27.3 28.8 2 0 0 1,107.5429
A_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 16.00% YEELQVTVGR 375 384 57.5 27.8 44.1 1 0 0 1,193.6161
A_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 16.00% IEISELNR 394 401 30.4 26.9 6.3 1 0 0 973.5313
A_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 16.00% IEISELNRVIQR 394 405 21.6 25.4 8.7 0 1 0 1,469.8435
A_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 16.00% NVQDAIADAEQR 419 430 63.5 25.5 59.3 2 0 0 1,329.6394
A_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 21.60% GGGGGGFRGFSSGSAVVSGGSR 13 34 19.5 26.6 17.5 0 1 0 1,899.9057



A_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 21.60% STSSFSCLSR 36 45 33.5 25.0 33.5 2 0 0 1,131.5098
A_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 21.60% FLEQQNQVLQTK 198 209 71.7 28.7 47.7 2 0 0 1,475.7854
A_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 21.60% YLDGLTAER 239 247 40.9 26.6 31.5 1 0 0 1,037.5263
A_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 21.60% NLDLDSIIAEVK 342 353 73.0 27.8 54.1 2 0 0 1,329.7262
A_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 21.60% YEELQVTVGR 375 384 59.7 27.8 51.8 1 0 0 1,193.6161
A_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 21.60% IEISELNR 394 401 35.7 27.9 20.0 2 0 0 973.5313
A_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 21.60% NVQDAIADAEQR 419 430 74.9 25.6 68.9 2 0 0 1,329.6394
A_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 21.60% NKLNDLEEALQQAK 440 453 32.1 27.3 24.1 1 2 0 1,613.8495
A_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 21.60% AAFGGSGGRGSSSGGGYSSGSSSYGSGGR 516 544 56.1 25.0 56.1 0 2 0 2,501.0672
A_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.80% FLEQQNQVLQTK 198 209 63.5 28.7 48.0 1 0 0 1,475.7854
A_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.80% YLDGLTAER 239 247 61.9 26.7 49.7 2 0 0 1,037.5263
A_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.80% NLDLDSIIAEVK 342 353 75.3 27.7 58.2 2 0 0 1,329.7262
A_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.80% YEELQVTVGR 375 384 55.8 27.8 48.4 1 0 0 1,193.6161
A_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.80% IEISELNRVIQR 394 405 28.7 25.4 16.0 1 0 0 1,469.8435
A_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.80% NKLNDLEEALQQAK 440 453 21.2 27.6 12.8 0 1 0 1,613.8495
A_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.80% LNDLEEALQQAK 442 453 82.8 27.9 69.6 2 0 0 1,371.7116
A_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.73% FLEQQNQVLQTK 198 209 100.0 28.7 81.3 2 0 0 1,475.7854
A_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.73% YLDGLTAER 239 247 46.6 26.7 37.7 2 0 0 1,037.5263
A_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.73% YEELQVTVGR 375 384 58.2 27.8 47.9 2 0 0 1,193.6161
A_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.73% LNDLEEALQQAK 442 453 44.0 27.5 30.2 2 0 0 1,371.7116
A_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.73% FLEQQNQVLQTK 198 209 84.0 28.7 64.7 2 0 0 1,475.7854
A_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.73% AQYEEIAQR 354 362 32.6 27.3 25.1 2 0 0 1,107.5429
A_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.73% YEELQVTVGR 375 384 35.6 28.5 16.6 1 0 0 1,193.6161
A_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.73% NVQDAIADAEQR 419 430 58.6 25.6 58.6 2 0 0 1,329.6394
A_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.42% FLEQQNQVLQTK 198 209 92.0 28.6 69.1 2 0 0 1,475.7854
A_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.42% YLDGLTAER 239 247 44.4 26.3 33.1 2 0 0 1,037.5263
A_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.42% TAAENDFVTLK 276 286 56.1 28.4 44.2 2 0 0 1,208.6158
A_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.42% AQYEEIAQR 354 362 27.4 27.5 20.8 1 0 0 1,107.5429
A_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 5.01% FLEQQNQVLQTK 198 209 84.0 28.7 63.5 2 0 0 1,475.7854
A_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 5.01% TAAENDFVTLK 276 286 53.7 27.4 42.8 2 0 0 1,208.6158
A_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 5.01% AQYEEIAQR 354 362 32.9 27.1 23.3 2 0 0 1,107.5429
A_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% GFSSGSAVVSGGSR 21 34 71.2 26.2 66.6 2 0 0 1,254.6072
A_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% STSSFSCLSR 36 45 32.7 25.0 26.8 2 0 0 1,131.5098
A_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% FLEQQNQVLQTK 198 209 67.1 28.6 55.9 2 0 0 1,475.7854
A_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% YLDGLTAER 239 247 40.2 26.6 24.3 2 0 0 1,037.5263
A_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% NLDLDSIIAEVK 342 353 75.8 27.7 60.3 2 0 0 1,329.7262
A_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% IEISELNR 394 401 52.6 27.8 24.9 2 0 0 973.5313
A_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% NVQDAIADAEQR 419 430 72.2 25.6 54.6 2 0 0 1,329.6394
A_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.04% FLEQQNQVLQTK 198 209 74.4 28.7 62.6 2 0 0 1,475.7854
A_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.04% NLDLDSIIAEVK 342 353 69.8 27.9 49.6 1 0 0 1,329.7262
A_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.04% AQYEEIAQR 354 362 54.4 27.5 41.5 2 0 0 1,107.5429
A_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.04% NVQDAIADAEQR 419 430 47.9 25.7 43.4 2 0 0 1,329.6394
A_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.90% STSSFSCLSR 36 45 22.6 25.0 13.3 1 0 0 1,131.5098
A_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.90% FLEQQNQVLQTK 198 209 76.5 28.7 48.7 2 0 0 1,475.7854
A_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.90% TAAENDFVTLK 276 286 48.0 27.9 34.6 2 0 0 1,208.6158
A_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.90% TAAENDFVTLKK 276 287 40.9 27.5 33.2 2 0 0 1,336.7108
A_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.90% IEISELNR 394 401 58.4 28.1 25.3 2 0 0 973.5313
A_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.90% NVQDAIADAEQR 419 430 85.7 25.3 73.2 2 0 0 1,329.6394
A_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.90% LNDLEEALQQAK 442 453 67.5 27.9 52.7 2 0 0 1,371.7116
A_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.90% AAFGGSGGRGSSSGGGYSSGSSSYGSGGR 516 544 38.9 25.0 38.9 0 1 0 2,501.0672
A_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% FLEQQNQVLQTK 198 209 67.8 28.5 54.5 2 0 0 1,475.7854
A_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% TAAENDFVTLK 276 286 39.1 27.4 34.0 2 0 0 1,208.6158
A_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% AQYEEIAQR 354 362 21.7 27.0 11.2 2 0 0 1,107.5429
A_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% IEISELNR 394 401 49.6 27.9 25.4 2 0 0 973.5313
A_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% NVQDAIADAEQR 419 430 79.0 25.3 71.7 2 0 0 1,329.6394
A_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% LNDLEEALQQAK 442 453 56.0 27.5 31.7 2 0 0 1,371.7116
A_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.20% FLEQQNQVLQTK 198 209 62.1 28.9 51.2 2 0 0 1,475.7854
A_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.20% NLDLDSIIAEVK 342 353 65.5 27.9 50.8 2 0 0 1,329.7262
A_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.20% AQYEEIAQR 354 362 37.7 27.1 30.4 2 0 0 1,107.5429
A_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.20% IEISELNR 394 401 33.1 28.1 11.6 1 0 0 973.5313
A_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.20% NVQDAIADAEQR 419 430 68.3 25.3 62.6 1 0 0 1,329.6394
A_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.20% LNDLEEALQQAK 442 453 48.5 27.7 36.2 2 0 0 1,371.7116
A_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% FLEQQNQVLQTK 198 209 69.2 28.7 60.8 2 0 0 1,475.7854
A_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% AQYEEIAQR 354 362 31.8 27.1 19.2 1 0 0 1,107.5429
A_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% IEISELNR 394 401 46.5 27.9 17.6 2 0 0 973.5313
A_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% NVQDAIADAEQR 419 430 63.6 25.7 59.9 2 0 0 1,329.6394
A_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% LNDLEEALQQAK 442 453 61.3 27.7 45.9 2 0 0 1,371.7116
A_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.00% FLEQQNQVLQTK 198 209 78.3 28.7 61.9 2 0 0 1,475.7854
A_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.00% TAAENDFVTLK 276 286 61.2 27.9 51.9 1 0 0 1,208.6158
A_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.00% AQYEEIAQR 354 362 36.3 27.1 22.6 1 0 0 1,107.5429
A_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.00% IEISELNR 394 401 41.8 27.9 24.7 2 0 0 973.5313
A_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.00% NVQDAIADAEQR 419 430 66.0 25.5 58.4 2 0 0 1,329.6394
A_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.00% LNDLEEALQQAK 442 453 72.0 27.9 54.2 2 0 0 1,371.7116
A_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 10.60% GFSSGSAVVSGGSR 21 34 53.3 26.2 48.5 2 0 0 1,254.6072
A_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 10.60% STSSFSCLSR 36 45 23.0 25.0 18.8 1 0 0 1,131.5098
A_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 10.60% FLEQQNQVLQTK 198 209 76.6 28.6 52.1 2 0 0 1,475.7854
A_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 10.60% TAAENDFVTLK 276 286 36.7 27.4 25.7 1 0 0 1,208.6158
A_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 10.60% NVQDAIADAEQR 419 430 50.8 25.7 46.4 2 0 0 1,329.6394
A_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 10.60% DYQELMNVK 462 470 19.7 25.1 8.3 1 0 0 1,155.5352
A_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 9.55% GFSSGSAVVSGGSR 21 34 64.2 26.3 51.4 2 0 0 1,254.6072
A_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 9.55% FLEQQNQVLQTK 198 209 81.2 28.5 59.6 2 0 0 1,475.7854
A_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 9.55% TAAENDFVTLK 276 286 49.7 27.4 44.2 2 0 0 1,208.6158
A_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 9.55% NVQDAIADAEQR 419 430 61.9 25.6 54.9 2 0 0 1,329.6394
A_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 9.55% LNDLEEALQQAK 442 453 48.7 27.4 32.5 2 0 0 1,371.7116
A_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 11 15.00% STSSFSCLSR 36 45 36.4 25.0 29.7 1 0 0 1,131.5098
A_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 11 15.00% FLEQQNQVLQTK 198 209 69.5 28.5 51.2 2 0 0 1,475.7854
A_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 11 15.00% TSQNSELNNMQDLVEDYKK 248 266 27.0 25.0 23.2 0 1 0 2,272.0400
A_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 11 15.00% TAAENDFVTLK 276 286 42.4 27.4 34.5 2 0 0 1,208.6158
A_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 11 15.00% TAAENDFVTLKK 276 287 24.0 26.7 20.3 1 0 0 1,336.7108
A_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 11 15.00% YEELQVTVGR 375 384 72.3 27.9 61.9 1 0 0 1,193.6161
A_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 11 15.00% NVQDAIADAEQR 419 430 66.8 25.5 61.3 2 0 0 1,329.6394
A_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 11 15.00% LNDLEEALQQAK 442 453 69.9 27.4 45.0 2 0 0 1,371.7116
A_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 11 15.00% DYQELMNVK 462 470 20.3 25.0 20.0 1 0 0 1,155.5352
A_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.26% FASFIDKVR 189 197 32.0 27.0 13.1 1 0 0 1,082.5993
A_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.26% FLEQQNQVLQTK 198 209 66.3 28.7 52.4 2 0 0 1,475.7854
A_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.26% TAAENDFVTLK 276 286 49.4 28.4 40.3 2 0 0 1,208.6158
A_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.26% IEISELNR 394 401 42.5 27.8 18.5 2 0 0 973.5313
A_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.10% GFSSGSAVVSGGSR 21 34 53.9 26.4 40.6 2 0 0 1,254.6072
A_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.10% FLEQQNQVLQTK 198 209 82.8 28.7 66.4 2 0 0 1,475.7854
A_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.10% TAAENDFVTLKK 276 287 31.5 27.5 27.6 1 0 0 1,336.7108
A_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.10% NLDLDSIIAEVK 342 353 82.4 27.9 63.1 2 0 0 1,329.7262
A_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.10% AQYEEIAQR 354 362 27.4 27.0 14.1 2 0 0 1,107.5429
A_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.10% LNDLEEALQQAK 442 453 59.6 27.5 38.6 2 0 0 1,371.7116
A_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.60% GFSSGSAVVSGGSR 21 34 43.0 26.2 41.0 1 0 0 1,254.6072
A_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.60% FLEQQNQVLQTK 198 209 77.3 28.6 63.2 2 0 0 1,475.7854
A_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.60% TSQNSELNNMQDLVEDYKK 248 266 28.0 25.0 25.4 0 1 0 2,272.0400
A_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.60% TAAENDFVTLK 276 286 50.3 28.4 32.8 2 0 0 1,208.6158
A_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.60% TAAENDFVTLKK 276 287 28.4 27.3 21.0 2 0 0 1,336.7108
A_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.60% NLDLDSIIAEVK 342 353 57.1 27.9 41.4 2 0 0 1,329.7262
A_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.60% AQYEEIAQR 354 362 40.9 27.3 32.2 2 0 0 1,107.5429
A_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.60% IEISELNR 394 401 46.4 27.9 26.7 2 0 0 973.5313
A_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.60% NKLNDLEEALQQAK 440 453 34.7 27.5 24.6 2 2 0 1,613.8495



A_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.60% LNDLEEALQQAK 442 453 75.0 27.9 59.5 2 0 0 1,371.7116
A_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.60% GFSSGSAVVSGGSR 21 34 32.3 26.2 28.5 1 0 0 1,254.6072
A_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.60% FLEQQNQVLQTK 198 209 83.9 28.6 67.3 2 0 0 1,475.7854
A_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.60% TSQNSELNNMQDLVEDYKK 248 266 21.8 25.0 21.1 0 1 0 2,272.0400
A_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.60% TAAENDFVTLK 276 286 32.2 28.4 30.4 2 0 0 1,208.6158
A_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.60% TAAENDFVTLKK 276 287 34.5 26.7 20.0 1 0 0 1,336.7108
A_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.60% NLDLDSIIAEVK 342 353 75.3 27.6 60.7 2 0 0 1,329.7262
A_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.60% AQYEEIAQR 354 362 42.4 27.4 27.9 2 0 0 1,107.5429
A_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.60% YEELQVTVGR 375 384 66.3 28.5 53.8 2 0 0 1,193.6161
A_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.60% LNDLEEALQQAK 442 453 58.7 27.5 49.6 2 0 0 1,371.7116
A_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.60% FLEQQNQVLQTK 198 209 64.7 28.7 51.3 2 0 0 1,475.7854
A_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.60% TAAENDFVTLK 276 286 48.1 27.9 38.8 2 0 0 1,208.6158
A_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.60% TAAENDFVTLKK 276 287 33.0 26.7 25.3 2 0 0 1,336.7108
A_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.60% NLDLDSIIAEVK 342 353 82.7 27.7 67.2 2 0 0 1,329.7262
A_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.60% AQYEEIAQR 354 362 34.1 27.5 28.1 2 0 0 1,107.5429
A_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.60% YEELQVTVGR 375 384 69.2 27.8 57.9 2 0 0 1,193.6161
A_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.60% IEISELNR 394 401 42.0 28.3 21.1 1 0 0 973.5313
A_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.60% NKLNDLEEALQQAK 440 453 42.2 27.3 31.2 0 2 0 1,613.8495
A_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.60% AAFGGSGGRGSSSGGGYSSGSSSYGSGGR 516 544 55.7 25.0 55.7 0 1 0 2,501.0672
A_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 14.40% GFSSGSAVVSGGSR 21 34 42.7 26.3 34.0 2 0 0 1,254.6072
A_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 14.40% FASFIDKVR 189 197 34.8 26.8 10.0 2 0 0 1,082.5993
A_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 14.40% FLEQQNQVLQTK 198 209 82.0 28.8 63.2 2 0 0 1,475.7854
A_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 14.40% TSQNSELNNMQDLVEDYKK 248 266 35.5 25.0 35.5 0 2 0 2,272.0400
A_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 14.40% TAAENDFVTLK 276 286 42.3 27.4 33.0 2 0 0 1,208.6158
A_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 14.40% TAAENDFVTLKK 276 287 43.2 27.5 27.1 2 0 0 1,336.7108
A_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 14.40% NLDLDSIIAEVK 342 353 71.1 27.6 57.5 2 0 0 1,329.7262
A_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 14.40% NKLNDLEEALQQAK 440 453 33.8 27.3 29.0 0 2 0 1,613.8495
A_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.60% FLEQQNQVLQTK 198 209 86.5 28.6 74.4 2 0 0 1,475.7854
A_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.60% TSQNSELNNMQDLVEDYKK 248 266 37.2 25.0 37.2 0 2 0 2,272.0400
A_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.60% TAAENDFVTLKK 276 287 42.5 27.5 36.2 2 0 0 1,336.7108
A_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.60% NLDLDSIIAEVK 342 353 67.3 27.6 49.3 2 0 0 1,329.7262
A_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.60% YEELQVTVGR 375 384 59.8 27.8 48.5 1 0 0 1,193.6161
A_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.60% IEISELNR 394 401 51.8 28.3 28.2 2 0 0 973.5313
A_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.60% NKLNDLEEALQQAK 440 453 41.1 27.3 29.7 0 2 0 1,613.8495
A_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 14.10% STSSFSCLSR 36 45 23.0 25.0 19.8 1 0 0 1,131.5098
A_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 14.10% FLEQQNQVLQTK 198 209 69.6 28.5 57.5 2 0 0 1,475.7854
A_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 14.10% YLDGLTAER 239 247 40.3 26.6 32.1 1 0 0 1,037.5263
A_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 14.10% TSQNSELNNMQDLVEDYKK 248 266 35.8 25.0 35.8 0 2 0 2,272.0400
A_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 14.10% TAAENDFVTLK 276 286 39.6 28.4 33.2 2 0 0 1,208.6158
A_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 14.10% NLDLDSIIAEVK 342 353 67.1 27.7 56.7 1 0 0 1,329.7262
A_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 14.10% IEISELNR 394 401 54.0 27.9 26.7 2 0 0 973.5313
A_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 14.10% DYQELMNVK 462 470 49.6 25.3 30.1 2 0 0 1,139.5402
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% GFSSGSAVVSGGSR 21 34 58.0 26.2 49.9 4 0 0 1,254.6072
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% STSSFSCLSR 36 45 30.0 25.0 30.0 2 0 0 1,131.5098
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% FLEQQNQVLQTK 198 209 79.2 28.7 60.3 4 0 0 1,475.7854
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% YLDGLTAER 239 247 45.8 26.6 34.5 2 0 0 1,037.5263
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% TSQNSELNNMQDLVEDYKK 248 266 45.2 25.0 45.2 0 2 0 2,272.0400
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% TAAENDFVTLK 276 286 47.7 27.9 35.7 2 0 0 1,208.6158
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% TAAENDFVTLKK 276 287 59.7 27.5 45.0 2 0 0 1,336.7108
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% VDLLNQEIEFLK 303 314 49.5 27.8 33.6 1 0 0 1,460.7997
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% NLDLDSIIAEVK 342 353 66.3 27.7 45.9 3 0 0 1,329.7262
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% AQYEEIAQR 354 362 25.3 27.1 15.7 1 0 0 1,107.5429
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% YEELQVTVGR 375 384 65.6 28.4 57.0 2 0 0 1,193.6161
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% IEISELNR 394 401 51.8 28.3 25.8 4 0 0 973.5313
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% IEISELNRVIQR 394 405 39.9 25.2 22.9 0 2 0 1,469.8435
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% NVQDAIADAEQR 419 430 71.1 25.7 63.0 2 0 0 1,329.6394
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% NKLNDLEEALQQAK 440 453 48.4 27.6 39.8 2 0 0 1,613.8495
A_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 13 14 29 26.00% DYQELMNVK 462 470 41.3 25.0 23.3 4 0 0 1,155.5352
B_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 4 8.45% STSSFSCLSR 36 45 21.1 25.0 18.4 1 0 0 1,131.5098
B_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 4 8.45% FLEQQNQVLQTK 198 209 88.9 28.6 75.3 2 0 0 1,475.7854
B_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 4 8.45% YLDGLTAER 239 247 44.0 26.7 37.6 1 0 0 1,037.5263
B_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 4 8.45% TAAENDFVTLK 276 286 37.9 27.4 34.5 1 0 0 1,208.6158
B_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 4 8.45% NVQDAIADAEQR 419 430 47.8 25.5 41.7 1 0 0 1,329.6394
B_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.89% FLEQQNQVLQTK 198 209 86.0 28.9 72.2 2 0 0 1,475.7854
B_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.89% YLDGLTAER 239 247 36.7 26.7 32.0 1 0 0 1,037.5263
B_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.89% TAAENDFVTLK 276 286 31.2 28.1 22.4 2 0 0 1,208.6158
B_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.89% LNDLEEALQQAK 442 453 47.9 27.9 40.4 2 0 0 1,371.7116
B_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 10.60% STSSFSCLSR 36 45 27.6 25.0 27.6 1 0 0 1,131.5098
B_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 10.60% FLEQQNQVLQTK 198 209 86.2 28.6 71.7 4 0 0 1,475.7854
B_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 10.60% TAAENDFVTLK 276 286 60.2 27.4 53.1 2 0 0 1,208.6158
B_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 10.60% TAAENDFVTLKK 276 287 35.3 26.6 26.4 2 0 0 1,336.7108
B_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 10.60% NLDLDSIIAEVK 342 353 66.5 27.6 55.9 2 0 0 1,329.7262
B_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 10.60% YEELQVTVGR 375 384 61.8 28.5 48.5 2 0 0 1,193.6161
B_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 10.60% LNDLEEALQQAK 442 453 52.8 27.4 32.9 2 0 0 1,371.7116
B_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.10% GFSSGSAVVSGGSR 21 34 29.0 26.4 18.7 2 0 0 1,254.6072
B_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.10% STSSFSCLSR 36 45 25.0 25.0 24.0 1 0 0 1,131.5098
B_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.10% FLEQQNQVLQTK 198 209 84.2 28.7 71.2 2 0 0 1,475.7854
B_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.10% TAAENDFVTLK 276 286 40.5 28.4 31.7 2 0 0 1,208.6158
B_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.10% NVQDAIADAEQR 419 430 69.2 25.7 62.7 2 0 0 1,329.6394
B_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.10% LNDLEEALQQAK 442 453 62.3 27.9 50.0 2 0 0 1,371.7116
B_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.16% GFSSGSAVVSGGSR 21 34 32.4 26.4 11.5 1 0 0 1,254.6072
B_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.16% TAAENDFVTLK 276 286 57.6 28.1 48.7 2 0 0 1,208.6158
B_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.16% IEISELNR 394 401 30.6 26.9 15.7 1 0 0 973.5313
B_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.80% FLEQQNQVLQTK 198 209 84.6 28.7 67.4 2 0 0 1,475.7854
B_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.80% TSQNSELNNMQDLVEDYKK 248 266 28.5 25.0 28.5 0 1 0 2,272.0400
B_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.80% TAAENDFVTLK 276 286 53.7 27.9 44.2 2 0 0 1,208.6158
B_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.80% NLDLDSIIAEVK 342 353 74.9 27.9 61.1 2 0 0 1,329.7262
B_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.80% YEELQVTVGR 375 384 35.7 28.3 30.8 1 0 0 1,193.6161
B_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.80% NVQDAIADAEQR 419 430 60.3 25.7 53.5 2 0 0 1,329.6394
B_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.80% LNDLEEALQQAK 442 453 53.2 27.5 38.6 1 0 0 1,371.7116
B_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% FLEQQNQVLQTK 198 209 82.0 28.7 69.8 2 0 0 1,475.7854
B_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% TAAENDFVTLK 276 286 34.5 28.4 33.9 2 0 0 1,208.6158
B_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% IEISELNR 394 401 47.9 27.9 25.3 1 0 0 973.5313
B_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% NVQDAIADAEQR 419 430 40.7 25.8 37.2 1 0 0 1,329.6394
B_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% LNDLEEALQQAK 442 453 45.9 27.6 32.9 2 0 0 1,371.7116
B_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% FLEQQNQVLQTK 198 209 89.1 28.6 75.5 2 0 0 1,475.7854
B_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% TAAENDFVTLK 276 286 44.2 28.4 30.3 2 0 0 1,208.6158
B_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% NVQDAIADAEQR 419 430 57.8 25.8 53.4 2 0 0 1,329.6394
B_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% LNDLEEALQQAK 442 453 83.8 27.4 63.5 2 0 0 1,371.7116
B_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% DYQELMNVK 462 470 19.5 25.1 9.6 1 0 0 1,155.5352
B_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 7.82% GFSSGSAVVSGGSR 21 34 28.1 26.4 17.3 1 0 0 1,254.6072
B_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 7.82% NLDLDSIIAEVK 342 353 45.8 27.5 32.5 2 0 0 1,329.7262
B_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 7.82% NVQDAIADAEQR 419 430 81.4 25.7 75.4 2 0 0 1,329.6394
B_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 7.82% LNDLEEALQQAK 442 453 75.4 27.4 62.9 2 0 0 1,371.7116
B_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.50% FLEQQNQVLQTK 198 209 76.4 28.7 60.7 2 0 0 1,475.7854
B_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.50% TSQNSELNNMQDLVEDYKK 248 266 17.9 25.0 15.1 0 2 0 2,272.0400
B_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.50% NLDLDSIIAEVK 342 353 75.8 28.0 54.7 2 0 0 1,329.7262
B_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.50% NVQDAIADAEQR 419 430 81.8 25.5 79.2 2 0 0 1,329.6394
B_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.50% LNDLEEALQQAK 442 453 54.7 27.4 40.6 2 0 0 1,371.7116
B_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.61% FLEQQNQVLQTK 198 209 86.5 28.6 69.6 2 0 0 1,475.7854
B_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.61% TAAENDFVTLK 276 286 42.4 28.4 37.2 2 0 0 1,208.6158
B_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.61% IEISELNR 394 401 31.2 26.9 17.8 2 0 0 973.5313



B_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.61% NVQDAIADAEQR 419 430 82.4 25.7 74.4 2 0 0 1,329.6394
B_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.61% LNDLEEALQQAK 442 453 77.0 27.4 62.6 2 0 0 1,371.7116
B_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% GFSSGSAVVSGGSR 21 34 50.2 26.3 36.5 2 0 0 1,254.6072
B_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% STSSFSCLSR 36 45 26.4 25.0 17.0 2 0 0 1,131.5098
B_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% FLEQQNQVLQTK 198 209 92.5 28.6 71.1 2 0 0 1,475.7854
B_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% TAAENDFVTLK 276 286 40.8 28.5 34.5 2 0 0 1,208.6158
B_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% YEELQVTVGR 375 384 61.9 28.5 51.1 2 0 0 1,193.6161
B_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% IEISELNR 394 401 40.5 27.9 19.6 2 0 0 973.5313
B_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% LNDLEEALQQAK 442 453 67.0 27.4 49.9 2 0 0 1,371.7116
B_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.10% GFSSGSAVVSGGSR 21 34 53.9 26.3 31.2 2 0 0 1,254.6072
B_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.10% FLEQQNQVLQTK 198 209 84.1 28.6 66.2 2 0 0 1,475.7854
B_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.10% TAAENDFVTLK 276 286 47.3 28.4 39.9 2 0 0 1,208.6158
B_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.10% NLDLDSIIAEVK 342 353 79.8 27.6 70.8 2 0 0 1,329.7262
B_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.10% IEISELNR 394 401 35.1 26.9 15.9 1 0 0 973.5313
B_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.10% NVQDAIADAEQR 419 430 83.3 25.7 79.8 1 0 0 1,329.6394
B_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.10% LNDLEEALQQAK 442 453 50.5 27.5 35.9 2 0 0 1,371.7116
B_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.10% DYQELMNVK 462 470 30.6 25.1 17.9 1 0 0 1,155.5352
B_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% STSSFSCLSR 36 45 20.0 25.0 11.5 1 0 0 1,131.5098
B_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% FLEQQNQVLQTK 198 209 80.1 28.7 65.5 2 0 0 1,475.7854
B_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% TAAENDFVTLK 276 286 41.4 28.4 25.4 1 0 0 1,208.6158
B_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% IEISELNR 394 401 30.2 27.9 16.3 1 0 0 973.5313
B_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% NVQDAIADAEQR 419 430 71.1 25.5 61.1 2 0 0 1,329.6394
B_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% LNDLEEALQQAK 442 453 78.6 27.4 49.7 2 0 0 1,371.7116
B_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% DYQELMNVK 462 470 32.6 25.1 16.8 2 0 0 1,155.5352
B_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 15.30% GFSSGSAVVSGGSR 21 34 62.7 26.4 49.5 2 0 0 1,254.6072
B_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 15.30% FLEQQNQVLQTK 198 209 58.8 28.6 45.6 2 0 0 1,475.7854
B_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 15.30% TSQNSELNNMQDLVEDYKK 248 266 34.7 25.0 31.2 0 2 0 2,272.0400
B_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 15.30% TAAENDFVTLK 276 286 44.9 28.4 32.8 2 0 0 1,208.6158
B_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 15.30% NLDLDSIIAEVK 342 353 74.5 27.7 63.2 2 0 0 1,329.7262
B_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 15.30% YEELQVTVGR 375 384 78.5 28.5 63.1 2 0 0 1,193.6161
B_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 15.30% IEISELNR 394 401 53.4 27.9 24.0 2 0 0 973.5313
B_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 15.30% LNDLEEALQQAK 442 453 63.9 27.4 46.8 2 0 0 1,371.7116
B_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.60% GFSSGSAVVSGGSR 21 34 34.9 26.4 31.3 2 0 0 1,254.6072
B_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.60% FLEQQNQVLQTK 198 209 76.2 28.7 58.4 2 0 0 1,475.7854
B_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.60% TSQNSELNNMQDLVEDYKK 248 266 26.7 25.0 24.8 0 1 0 2,272.0400
B_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.60% TAAENDFVTLK 276 286 40.3 28.1 34.3 2 0 0 1,208.6158
B_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.60% DVDNAYMIK 288 296 22.7 25.0 22.7 1 0 0 1,084.4981
B_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.60% NLDLDSIIAEVK 342 353 70.3 27.6 57.0 2 0 0 1,329.7262
B_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.60% IEISELNR 394 401 47.1 26.9 15.7 1 0 0 973.5313
B_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.60% LNDLEEALQQAK 442 453 59.8 27.7 42.6 2 0 0 1,371.7116
B_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.60% DYQELMNVK 462 470 26.7 25.1 21.0 1 0 0 1,155.5352
B_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 15.00% GFSSGSAVVSGGSR 21 34 21.4 26.3 21.4 1 0 0 1,254.6072
B_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 15.00% STSSFSCLSR 36 45 18.2 25.0 12.1 1 0 0 1,131.5098
B_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 15.00% FLEQQNQVLQTK 198 209 73.4 28.6 62.4 2 0 0 1,475.7854
B_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 15.00% TSQNSELNNMQDLVEDYKK 248 266 20.5 25.0 20.5 0 2 0 2,272.0400
B_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 15.00% TAAENDFVTLK 276 286 61.1 28.0 54.9 2 0 0 1,208.6158
B_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 15.00% DVDNAYMIK 288 296 20.7 25.0 17.9 1 0 0 1,084.4981
B_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 15.00% LNDLEEALQQAK 442 453 58.9 27.4 45.8 2 0 0 1,371.7116
B_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 15.00% DYQELMNVK 462 470 22.2 25.1 11.4 1 0 0 1,155.5352
B_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% STSSFSCLSR 36 45 23.5 25.0 16.6 1 0 0 1,131.5098
B_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% FLEQQNQVLQTK 198 209 76.4 28.6 65.6 2 0 0 1,475.7854
B_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% TSQNSELNNMQDLVEDYKK 248 266 22.8 25.0 22.8 0 2 0 2,272.0400
B_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% TAAENDFVTLK 276 286 41.4 28.4 35.7 2 0 0 1,208.6158
B_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% DVDNAYMIK 288 296 22.5 25.0 18.9 1 0 0 1,084.4981
B_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% NLDLDSIIAEVK 342 353 63.6 27.6 46.7 2 0 0 1,329.7262
B_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% AQYEEIAQR 354 362 22.2 27.4 11.9 1 0 0 1,107.5429
B_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% YEELQVTVGR 375 384 70.3 28.3 59.2 2 0 0 1,193.6161
B_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% IEISELNR 394 401 34.4 26.9 16.6 2 0 0 973.5313
B_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.80% GFSSGSAVVSGGSR 21 34 45.8 26.3 35.6 2 0 0 1,254.6072
B_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.80% FLEQQNQVLQTK 198 209 83.4 28.6 70.8 2 0 0 1,475.7854
B_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.80% TSQNSELNNMQDLVEDYKK 248 266 30.3 25.0 30.3 0 2 0 2,272.0400
B_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.80% TAAENDFVTLK 276 286 39.6 28.5 31.3 2 0 0 1,208.6158
B_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.80% TAAENDFVTLKK 276 287 40.8 26.7 38.1 1 0 0 1,336.7108
B_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.80% NLDLDSIIAEVK 342 353 74.3 27.6 58.7 2 0 0 1,329.7262
B_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.80% YEELQVTVGR 375 384 60.3 28.5 51.4 2 0 0 1,193.6161
B_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.80% IEISELNR 394 401 41.1 26.9 22.9 2 0 0 973.5313
B_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.80% NKLNDLEEALQQAK 440 453 34.4 27.6 24.3 1 2 0 1,613.8495
B_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 16 15.80% LNDLEEALQQAK 442 453 45.0 27.6 32.7 2 0 0 1,371.7116
B_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 14 16.40% FLEQQNQVLQTK 198 209 70.2 28.6 53.6 2 0 0 1,475.7854
B_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 14 16.40% TSQNSELNNMQDLVEDYKK 248 266 40.6 25.0 40.6 0 1 0 2,272.0400
B_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 14 16.40% TAAENDFVTLK 276 286 67.9 28.4 59.9 2 0 0 1,208.6158
B_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 14 16.40% TAAENDFVTLKK 276 287 41.4 26.8 33.3 2 0 0 1,336.7108
B_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 14 16.40% DVDNAYMIK 288 296 25.9 25.1 21.7 1 0 0 1,084.4981
B_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 14 16.40% NLDLDSIIAEVK 342 353 61.2 27.6 48.1 2 0 0 1,329.7262
B_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 14 16.40% YEELQVTVGR 375 384 61.2 28.3 52.3 2 0 0 1,193.6161
B_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 14 16.40% IEISELNR 394 401 49.0 26.9 21.4 2 0 0 973.5313
B_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 14 16.40% NKLNDLEEALQQAK 440 453 43.5 27.6 36.3 0 2 0 1,613.8495
B_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 14 16.40% DYQELMNVK 462 470 29.6 25.1 17.2 2 0 0 1,155.5352
B_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 15.00% STSSFSCLSR 36 45 39.1 25.0 35.2 2 0 0 1,131.5098
B_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 15.00% FLEQQNQVLQTK 198 209 105.0 28.6 91.2 2 0 0 1,475.7854
B_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 15.00% TSQNSELNNMQDLVEDYKK 248 266 29.1 25.0 29.1 0 1 0 2,272.0400
B_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 15.00% TAAENDFVTLKK 276 287 27.7 26.8 24.3 1 0 0 1,336.7108
B_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 15.00% NLDLDSIIAEVK 342 353 76.9 27.6 63.0 2 0 0 1,329.7262
B_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 15.00% IEISELNR 394 401 51.8 26.9 17.4 2 0 0 973.5313
B_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 15.00% NKLNDLEEALQQAK 440 453 42.9 27.3 36.2 2 2 0 1,613.8495
B_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 15.00% DYQELMNVK 462 470 30.5 25.1 20.4 1 0 0 1,155.5352
B_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.10% STSSFSCLSR 36 45 20.9 25.0 15.5 1 0 0 1,131.5098
B_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.10% FLEQQNQVLQTK 198 209 76.4 28.6 59.2 2 0 0 1,475.7854
B_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.10% TSQNSELNNMQDLVEDYKK 248 266 35.5 25.0 32.5 0 1 0 2,272.0400
B_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.10% TAAENDFVTLK 276 286 29.0 28.4 28.0 1 0 0 1,208.6158
B_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.10% NLDLDSIIAEVK 342 353 59.9 27.5 44.6 2 0 0 1,329.7262
B_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.10% YEELQVTVGR 375 384 65.9 28.2 54.9 2 0 0 1,193.6161
B_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.10% IEISELNR 394 401 47.5 26.9 25.1 2 0 0 973.5313
B_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.10% LNDLEEALQQAK 442 453 49.2 27.7 38.1 2 0 0 1,371.7116
B_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.10% DYQELMNVK 462 470 28.1 25.1 16.7 2 0 0 1,155.5352
B_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 18.60% GFSSGSAVVSGGSR 21 34 20.9 26.2 11.1 1 0 0 1,254.6072
B_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 18.60% FLEQQNQVLQTK 198 209 79.2 28.6 53.3 2 0 0 1,475.7854
B_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 18.60% YLDGLTAER 239 247 46.5 27.2 37.1 2 0 0 1,037.5263
B_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 18.60% TSQNSELNNMQDLVEDYKK 248 266 49.2 25.0 46.8 0 2 0 2,272.0400
B_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 18.60% TAAENDFVTLK 276 286 66.4 28.3 58.6 2 0 0 1,208.6158
B_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 18.60% TAAENDFVTLKK 276 287 52.3 26.7 40.6 2 0 0 1,336.7108
B_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 18.60% NLDLDSIIAEVK 342 353 73.5 27.6 58.8 2 0 0 1,329.7262
B_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 18.60% YEELQVTVGR 375 384 63.3 28.3 47.2 2 0 0 1,193.6161
B_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 18.60% IEISELNR 394 401 36.0 26.9 19.9 1 0 0 973.5313
B_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 18.60% NKLNDLEEALQQAK 440 453 53.1 27.5 38.3 1 2 0 1,613.8495
B_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 18.60% LNDLEEALQQAK 442 453 64.1 27.7 45.5 2 0 0 1,371.7116
B_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 18.60% DYQELMNVK 462 470 38.8 25.1 23.2 1 0 0 1,155.5352
C_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.30% GFSSGSAVVSGGSR 21 34 61.4 26.4 40.8 2 0 0 1,254.6072
C_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.30% STSSFSCLSR 36 45 23.0 25.0 18.7 1 0 0 1,131.5098
C_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.30% FASFIDKVR 189 197 22.9 26.9 3.4 1 0 0 1,082.5993
C_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.30% FLEQQNQVLQTK 198 209 68.8 28.6 53.4 2 0 0 1,475.7854
C_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.30% YLDGLTAER 239 247 40.0 26.3 33.0 2 0 0 1,037.5263



C_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.30% TAAENDFVTLK 276 286 38.6 28.3 35.1 2 0 0 1,208.6158
C_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.30% TAAENDFVTLKK 276 287 26.8 26.7 18.2 2 0 0 1,336.7108
C_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.30% YEELQVTVGR 375 384 62.3 27.7 55.9 2 0 0 1,193.6161
C_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.30% IEISELNR 394 401 30.0 26.9 12.2 1 0 0 973.5313
C_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.30% NVQDAIADAEQR 419 430 79.6 25.7 79.6 2 0 0 1,329.6394
C_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.30% LNDLEEALQQAK 442 453 49.5 27.6 36.7 2 0 0 1,371.7116
C_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.30% DYQELMNVK 462 470 17.5 25.1 9.4 1 0 0 1,155.5352
C_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 7.04% GFSSGSAVVSGGSR 21 34 58.9 26.4 43.9 2 0 0 1,254.6072
C_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 7.04% FLEQQNQVLQTK 198 209 75.3 28.7 61.5 2 0 0 1,475.7854
C_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 7.04% TAAENDFVTLK 276 286 46.3 28.1 36.6 2 0 0 1,208.6158
C_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 7.04% IEISELNR 394 401 33.8 27.8 19.3 2 0 0 973.5313
C_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 5.63% GFSSGSAVVSGGSR 21 34 39.8 26.2 38.9 2 0 0 1,254.6072
C_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 5.63% STSSFSCLSR 36 45 34.7 25.0 31.5 2 0 0 1,131.5098
C_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 5.63% FLEQQNQVLQTK 198 209 72.9 28.7 51.1 2 0 0 1,475.7854
C_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 7.04% GFSSGSAVVSGGSR 21 34 57.6 26.2 57.6 2 0 0 1,254.6072
C_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 7.04% FLEQQNQVLQTK 198 209 86.6 28.7 73.7 2 0 0 1,475.7854
C_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 7.04% TAAENDFVTLK 276 286 27.4 27.4 20.8 1 0 0 1,208.6158
C_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 7.04% IEISELNR 394 401 42.0 28.3 19.5 2 0 0 973.5313
C_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 16 18.30% STSSFSCLSR 36 45 41.6 25.0 32.7 2 0 0 1,131.5098
C_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 16 18.30% FLEQQNQVLQTK 198 209 80.1 28.9 63.7 2 0 0 1,475.7854
C_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 16 18.30% YLDGLTAER 239 247 47.3 26.4 37.4 2 0 0 1,037.5263
C_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 16 18.30% TAAENDFVTLK 276 286 56.7 28.0 41.7 2 0 0 1,208.6158
C_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 16 18.30% TAAENDFVTLKK 276 287 40.2 27.5 31.1 2 0 0 1,336.7108
C_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 16 18.30% NLDLDSIIAEVK 342 353 81.7 27.7 65.9 2 0 0 1,329.7262
C_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 16 18.30% AQYEEIAQR 354 362 39.1 27.1 29.1 2 0 0 1,107.5429
C_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 16 18.30% IEISELNR 394 401 48.8 28.1 14.9 1 0 0 973.5313
C_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 16 18.30% IEISELNRVIQR 394 405 17.1 25.6 0.6 0 1 0 1,469.8435
C_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 16 18.30% LNDLEEALQQAK 442 453 42.6 27.0 31.7 2 0 0 1,371.7116
C_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 16 18.30% AAFGGSGGRGSSSGGGYSSGSSSYGSGGR 516 544 80.6 25.0 80.6 0 2 0 2,501.0672
C_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.36% GFSSGSAVVSGGSR 21 34 50.2 26.2 45.2 2 0 0 1,254.6072
C_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.36% STSSFSCLSR 36 45 30.0 25.0 22.2 2 0 0 1,131.5098
C_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.36% FLEQQNQVLQTK 198 209 81.2 28.4 67.9 2 0 0 1,475.7854
C_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.36% TAAENDFVTLK 276 286 35.9 28.0 27.7 1 0 0 1,208.6158
C_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 11.70% GFSSGSAVVSGGSR 21 34 51.4 26.2 47.2 2 0 0 1,254.6072
C_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 11.70% FLEQQNQVLQTK 198 209 88.8 28.6 71.9 2 0 0 1,475.7854
C_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 11.70% YLDGLTAER 239 247 20.2 26.6 12.4 1 0 0 1,037.5263
C_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 11.70% TAAENDFVTLK 276 286 57.5 28.1 47.4 2 0 0 1,208.6158
C_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 11.70% AAFGGSGGRGSSSGGGYSSGSSSYGSGGR 516 544 46.0 25.0 45.9 0 1 0 2,501.0672
C_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.92% GFSSGSAVVSGGSR 21 34 22.7 26.2 22.7 1 0 0 1,254.6072
C_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.92% FLEQQNQVLQTK 198 209 86.9 28.8 63.0 2 0 0 1,475.7854
C_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.92% TAAENDFVTLK 276 286 45.4 28.0 33.6 2 0 0 1,208.6158
C_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.92% NLDLDSIIAEVK 342 353 78.3 27.7 56.2 2 0 0 1,329.7262
C_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.92% IEISELNR 394 401 49.7 28.1 25.2 1 0 0 973.5313
C_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.67% FLEQQNQVLQTK 198 209 65.8 28.7 54.8 2 0 0 1,475.7854
C_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.67% TAAENDFVTLK 276 286 56.7 27.4 47.7 2 0 0 1,208.6158
C_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.67% NVQDAIADAEQR 419 430 47.1 25.7 43.5 1 0 0 1,329.6394
C_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.67% NKLNDLEEALQQAK 440 453 19.3 27.6 15.9 0 1 0 1,613.8495
C_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 4.07% GFSSGSAVVSGGSR 21 34 30.6 26.2 27.2 1 0 0 1,254.6072
C_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 4.07% NLDLDSIIAEVK 342 353 35.8 27.7 19.7 1 0 0 1,329.7262
C_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 13.90% GFSSGSAVVSGGSR 21 34 40.5 26.4 17.2 2 0 0 1,254.6072
C_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 13.90% FLEQQNQVLQTK 198 209 60.2 28.9 51.6 2 0 0 1,475.7854
C_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 13.90% TSQNSELNNMQDLVEDYKK 248 266 22.6 25.0 16.9 0 1 0 2,272.0400
C_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 13.90% TAAENDFVTLKK 276 287 29.8 26.8 19.9 1 0 0 1,336.7108
C_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 13.90% NLDLDSIIAEVK 342 353 60.0 27.7 48.8 2 0 0 1,329.7262
C_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 13.90% IEISELNR 394 401 56.5 28.1 15.4 1 0 0 973.5313
C_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 13.90% LNDLEEALQQAK 442 453 36.1 27.6 27.2 1 0 0 1,371.7116
C_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 17.20% GFSSGSAVVSGGSR 21 34 26.1 26.2 21.7 1 0 0 1,254.6072
C_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 17.20% STSSFSCLSR 36 45 29.0 25.0 29.0 1 0 0 1,131.5098
C_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 17.20% FLEQQNQVLQTK 198 209 73.5 28.6 59.9 2 0 0 1,475.7854
C_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 17.20% YLDGLTAER 239 247 50.0 26.3 39.4 2 0 0 1,037.5263
C_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 17.20% TSQNSELNNMQDLVEDYKK 248 266 27.8 25.0 26.2 0 2 0 2,272.0400
C_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 17.20% TAAENDFVTLKK 276 287 32.0 26.8 30.4 2 0 0 1,336.7108
C_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 17.20% NLDLDSIIAEVK 342 353 77.4 27.7 67.1 2 0 0 1,329.7262
C_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 17.20% IEISELNR 394 401 51.3 27.8 7.7 2 0 0 973.5313
C_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 17.20% NKLNDLEEALQQAK 440 453 29.8 27.6 23.7 0 2 0 1,613.8495
C_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% STSSFSCLSR 36 45 24.2 25.0 20.4 2 0 0 1,131.5098
C_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% FLEQQNQVLQTK 198 209 82.8 28.7 64.9 2 0 0 1,475.7854
C_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% YLDGLTAER 239 247 39.0 26.6 30.2 1 0 0 1,037.5263
C_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% TSQNSELNNMQDLVEDYKK 248 266 23.6 25.0 19.3 0 1 0 2,272.0400
C_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% TAAENDFVTLKK 276 287 23.0 27.3 23.0 2 0 0 1,336.7108
C_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% IEISELNR 394 401 24.6 27.8 10.4 1 0 0 973.5313
C_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% LNDLEEALQQAK 442 453 32.9 27.9 19.7 2 0 0 1,371.7116
C_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 20 15.60% GFSSGSAVVSGGSR 21 34 73.8 26.2 62.1 2 0 0 1,254.6072
C_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 20 15.60% STSSFSCLSR 36 45 26.4 25.0 22.5 2 0 0 1,131.5098
C_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 20 15.60% FASFIDKVR 189 197 40.3 26.8 10.0 2 0 0 1,082.5993
C_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 20 15.60% FLEQQNQVLQTK 198 209 94.7 28.7 80.3 2 0 0 1,475.7854
C_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 20 15.60% TSQNSELNNMQDLVEDYKK 248 266 33.6 25.0 33.6 0 2 0 2,272.0400
C_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 20 15.60% TAAENDFVTLK 276 286 50.5 28.1 42.5 2 0 0 1,208.6158
C_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 20 15.60% TAAENDFVTLKK 276 287 38.1 26.8 29.1 2 0 0 1,336.7108
C_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 20 15.60% YEELQVTVGR 375 384 65.8 28.5 58.7 2 0 0 1,193.6161
C_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 20 15.60% NKLNDLEEALQQAK 440 453 34.2 27.6 21.6 2 2 0 1,613.8495
C_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 20 15.60% LNDLEEALQQAK 442 453 55.2 27.9 44.2 2 0 0 1,371.7116
C_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 14 15.50% GFSSGSAVVSGGSR 21 34 61.9 26.4 48.1 2 0 0 1,254.6072
C_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 14 15.50% FLEQQNQVLQTK 198 209 91.7 28.6 78.0 2 0 0 1,475.7854
C_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 14 15.50% YLDGLTAER 239 247 39.8 26.6 31.3 2 0 0 1,037.5263
C_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 14 15.50% TSQNSELNNMQDLVEDYKK 248 266 27.4 25.0 27.4 0 2 0 2,272.0400
C_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 14 15.50% TAAENDFVTLK 276 286 54.7 27.9 40.7 2 0 0 1,208.6158
C_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 14 15.50% NLDLDSIIAEVK 342 353 67.1 27.7 41.2 2 0 0 1,329.7262
C_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 14 15.50% IEISELNR 394 401 52.1 28.2 20.5 2 0 0 973.5313
C_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 14 15.50% NKLNDLEEALQQAK 440 453 40.2 27.3 36.7 1 1 0 1,613.8495
C_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 14 15.50% LNDLEEALQQAK 442 453 46.9 27.6 36.0 2 0 0 1,371.7116
C_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 12 22 17.80% GFSSGSAVVSGGSR 21 34 87.5 26.2 77.3 2 0 0 1,254.6072
C_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 12 22 17.80% STSSFSCLSR 36 45 23.3 25.0 13.4 2 0 0 1,131.5098
C_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 12 22 17.80% FASFIDKVR 189 197 44.4 26.8 13.2 2 0 0 1,082.5993
C_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 12 22 17.80% FLEQQNQVLQTK 198 209 83.9 28.7 71.6 4 0 0 1,475.7854
C_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 12 22 17.80% TSQNSELNNMQDLVEDYKK 248 266 35.4 25.0 35.4 0 1 0 2,272.0400
C_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 12 22 17.80% TAAENDFVTLK 276 286 71.5 27.9 52.2 2 0 0 1,208.6158
C_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 12 22 17.80% TAAENDFVTLKK 276 287 63.8 26.6 52.6 2 0 0 1,336.7108
C_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 12 22 17.80% NVQDAIADAEQR 419 430 87.7 25.7 80.8 2 0 0 1,329.6394
C_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 12 22 17.80% NKLNDLEEALQQAK 440 453 42.8 27.6 24.0 2 2 0 1,613.8495
C_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 12 22 17.80% LNDLEEALQQAK 442 453 68.7 27.5 51.4 2 0 0 1,371.7116
C_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 12 22 17.80% LLRDYQELMNVK 459 470 26.2 27.6 18.2 0 1 0 1,537.8045
C_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 12 22 17.80% DYQELMNVK 462 470 37.1 25.3 11.7 2 0 0 1,139.5402
C_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 14 21.60% GGGGGGFRGFSSGSAVVSGGSR 13 34 42.8 26.0 36.8 0 2 0 1,899.9057
C_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 14 21.60% GFSSGSAVVSGGSR 21 34 70.0 26.2 65.4 2 0 0 1,254.6072
C_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 14 21.60% STSSFSCLSR 36 45 29.9 25.0 25.6 2 0 0 1,131.5098
C_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 14 21.60% TLNNKFASFIDKVR 184 197 31.9 26.0 30.5 0 1 0 1,652.9119
C_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 14 21.60% FASFIDKVR 189 197 36.3 26.8 14.4 1 0 0 1,082.5993
C_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 14 21.60% FLEQQNQVLQTK 198 209 67.4 28.6 50.0 2 0 0 1,475.7854
C_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 14 21.60% TSQNSELNNMQDLVEDYKK 248 266 29.7 25.0 29.7 0 2 0 2,272.0400
C_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 14 21.60% NLDLDSIIAEVK 342 353 73.9 27.7 51.8 2 0 0 1,329.7262
C_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 14 21.60% IEISELNR 394 401 47.0 28.3 18.1 1 0 0 973.5313



C_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 14 21.60% LNDLEEALQQAK 442 453 25.1 27.0 16.8 1 0 0 1,371.7116
C_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 14 21.60% AAFGGSGGRGSSSGGGYSSGSSSYGSGGR 516 544 62.0 25.0 62.0 0 1 0 2,501.0672
C_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 17.50% GFSSGSAVVSGGSR 21 34 47.0 26.2 44.5 2 0 0 1,254.6072
C_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 17.50% TLNNKFASFIDKVR 184 197 41.3 26.0 38.5 0 1 0 1,652.9119
C_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 17.50% FLEQQNQVLQTK 198 209 100.0 28.7 82.8 2 0 0 1,475.7854
C_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 17.50% TSQNSELNNMQDLVEDYKK 248 266 28.0 25.0 28.0 0 2 0 2,272.0400
C_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 17.50% TAAENDFVTLKK 276 287 24.1 26.6 11.1 1 0 0 1,336.7108
C_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 17.50% NLDLDSIIAEVK 342 353 74.1 27.7 54.6 2 0 0 1,329.7262
C_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 17.50% AAFGGSGGRGSSSGGGYSSGSSSYGSGGR 516 544 53.9 25.0 51.8 0 2 0 2,501.0672
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% GGGGGGFRGFSSGSAVVSGGSRR 13 35 29.8 27.4 28.6 0 2 0 2,056.0068
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% GFSSGSAVVSGGSR 21 34 52.1 26.2 43.1 2 0 0 1,254.6072
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% GFSSGSAVVSGGSRR 21 35 22.9 27.9 11.5 0 1 0 1,410.7083
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% STSSFSCLSR 36 45 26.3 25.0 19.7 1 0 0 1,131.5098
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% SISISVAGGGGGFGAAGGFGGR 71 92 75.4 27.5 75.4 2 0 0 1,838.9146
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% FASFIDKVR 189 197 33.8 26.8 15.4 1 0 0 1,082.5993
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% FLEQQNQVLQTK 198 209 84.1 28.4 71.3 2 0 0 1,475.7854
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% TSQNSELNNMQDLVEDYKK 248 266 25.9 25.0 23.1 0 1 0 2,272.0400
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% TAAENDFVTLKK 276 287 47.7 26.6 39.4 2 0 0 1,336.7108
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% VDLLNQEIEFLK 303 314 52.8 28.3 42.2 2 0 0 1,460.7997
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% SKEEAEALYHSKYEELQVTVGR 363 384 30.4 27.3 20.7 0 0 2 2,566.2784
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% IEISELNR 394 401 41.9 28.1 22.0 2 0 0 973.5313
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% NKLNDLEEALQQAK 440 453 40.1 27.5 37.2 2 0 0 1,613.8495
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% LALDVEIATYR 471 481 69.4 27.5 31.5 2 0 0 1,263.6944
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% LALDVEIATYRK 471 482 41.1 25.9 31.5 2 0 0 1,391.7894
C_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 14 14 24 31.90% AAFGGSGGRGSSSGGGYSSGSSSYGSGGR 516 544 66.5 25.0 66.5 0 2 0 2,501.0672
C_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 10 13.30% STSSFSCLSR 36 45 26.8 25.0 23.9 1 0 0 1,131.5098
C_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 10 13.30% FLEQQNQVLQTK 198 209 89.0 28.7 72.0 2 0 0 1,475.7854
C_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 10 13.30% TSQNSELNNMQDLVEDYKK 248 266 36.1 25.0 31.1 0 2 0 2,272.0400
C_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 10 13.30% NLDLDSIIAEVK 342 353 73.9 27.7 56.3 2 0 0 1,329.7262
C_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 10 13.30% YEELQVTVGR 375 384 62.2 28.5 50.6 1 0 0 1,193.6161
C_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 10 13.30% IEISELNR 394 401 44.1 28.3 22.8 2 0 0 973.5313
C_27 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 10 13.30% NKLNDLEEALQQAK 440 453 42.6 27.6 34.2 2 2 0 1,613.8495
C_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 15 24.90% GGGGGGFRGFSSGSAVVSGGSR 13 34 51.7 26.0 47.0 0 2 0 1,899.9057
C_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 15 24.90% GGGGGGFRGFSSGSAVVSGGSRR 13 35 17.8 27.5 17.8 0 1 0 2,056.0068
C_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 15 24.90% STSSFSCLSR 36 45 17.8 25.0 17.8 1 0 0 1,131.5098
C_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 15 24.90% FLEQQNQVLQTK 198 209 92.6 28.6 76.6 2 0 0 1,475.7854
C_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 15 24.90% YLDGLTAER 239 247 50.6 26.7 40.7 2 0 0 1,037.5263
C_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 15 24.90% TSQNSELNNMQDLVEDYKK 248 266 26.4 25.0 24.6 0 2 0 2,272.0400
C_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 15 24.90% TAAENDFVTLK 276 286 33.7 28.1 24.6 1 0 0 1,208.6158
C_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 15 24.90% VDLLNQEIEFLK 303 314 23.5 27.8 18.0 1 0 0 1,460.7997
C_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 15 24.90% NLDLDSIIAEVK 342 353 73.7 27.7 56.4 2 0 0 1,329.7262
C_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 15 24.90% IEISELNR 394 401 29.0 27.8 16.4 1 0 0 973.5313
C_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 15 24.90% NKLNDLEEALQQAK 440 453 40.3 27.6 36.5 1 0 0 1,613.8495
C_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 15 24.90% AAFGGSGGRGSSSGGGYSSGSSSYGSGGR 516 544 82.9 25.0 82.9 0 2 0 2,501.0672
C_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 15.60% GFSSGSAVVSGGSR 21 34 28.3 26.3 8.8 2 0 0 1,254.6072
C_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 15.60% STSSFSCLSR 36 45 21.8 25.0 15.7 1 0 0 1,131.5098
C_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 15.60% FASFIDKVR 189 197 40.7 26.8 24.1 2 0 0 1,082.5993
C_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 15.60% FLEQQNQVLQTK 198 209 80.9 28.7 66.7 2 0 0 1,475.7854
C_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 15.60% YLDGLTAER 239 247 61.0 26.7 45.0 2 0 0 1,037.5263
C_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 15.60% NLDLDSIIAEVK 342 353 77.1 27.7 66.3 2 0 0 1,329.7262
C_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 15.60% IEISELNR 394 401 40.7 28.3 23.3 2 0 0 973.5313
C_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 15.60% NKLNDLEEALQQAK 440 453 28.0 27.6 22.5 1 2 0 1,613.8495
C_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 15.60% LNDLEEALQQAK 442 453 44.1 27.9 36.8 1 0 0 1,371.7116
C_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 14 15.60% LLRDYQELMNVK 459 470 18.5 27.7 10.0 0 1 0 1,537.8045
C_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 14.60% STSSFSCLSR 36 45 33.5 25.0 27.5 1 0 0 1,131.5098
C_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 14.60% FASFIDKVR 189 197 30.0 26.5 13.8 2 0 0 1,082.5993
C_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 14.60% FLEQQNQVLQTK 198 209 84.2 28.6 70.7 2 0 0 1,475.7854
C_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 14.60% YLDGLTAER 239 247 55.0 26.6 45.7 2 0 0 1,037.5263
C_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 14.60% TSQNSELNNMQDLVEDYKK 248 266 41.1 25.0 41.1 0 2 0 2,272.0400
C_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 14.60% NLDLDSIIAEVK 342 353 76.3 27.9 60.6 2 0 0 1,329.7262
C_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 14.60% IEISELNR 394 401 51.6 28.2 26.2 2 0 0 973.5313
C_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 14.60% NKLNDLEEALQQAK 440 453 43.5 27.5 39.9 2 0 0 1,613.8495
C_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.70% FASFIDKVR 189 197 28.3 26.8 6.0 1 0 0 1,082.5993
C_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.70% FLEQQNQVLQTK 198 209 78.4 28.7 57.2 2 0 0 1,475.7854
C_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.70% YLDGLTAER 239 247 53.2 26.6 37.2 2 0 0 1,037.5263
C_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.70% TSQNSELNNMQDLVEDYKK 248 266 16.6 25.0 16.6 0 1 0 2,272.0400
C_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.70% TAAENDFVTLK 276 286 48.6 27.4 42.0 2 0 0 1,208.6158
C_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.70% NLDLDSIIAEVK 342 353 69.1 27.7 52.8 2 0 0 1,329.7262
C_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.70% IEISELNR 394 401 34.1 27.9 12.3 2 0 0 973.5313
C_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 14.70% NKLNDLEEALQQAK 440 453 43.2 27.6 31.1 2 0 0 1,613.8495
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% GGGGGGFRGFSSGSAVVSGGSR 13 34 46.7 26.0 38.8 0 2 0 1,899.9057
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% GGGGGGFRGFSSGSAVVSGGSRR 13 35 33.2 27.6 30.1 0 1 0 2,056.0068
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% GFSSGSAVVSGGSR 21 34 48.9 26.2 45.5 2 0 0 1,254.6072
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% STSSFSCLSR 36 45 42.9 25.0 33.3 1 0 0 1,131.5098
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% SISISVAGGGGGFGAAGGFGGR 71 92 74.7 27.6 74.7 2 0 0 1,838.9146
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% TLNNKFASFIDKVR 184 197 27.9 25.9 23.3 0 2 0 1,652.9119
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% FASFIDKVR 189 197 32.1 27.1 14.2 2 0 0 1,082.5993
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% FLEQQNQVLQTK 198 209 84.1 28.6 68.9 2 0 0 1,475.7854
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% YLDGLTAER 239 247 51.7 26.7 38.0 2 0 0 1,037.5263
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% TSQNSELNNMQDLVEDYKK 248 266 37.8 25.0 37.8 0 2 0 2,272.0400
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% TAAENDFVTLKK 276 287 41.4 26.6 29.8 1 0 0 1,336.7108
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% DVDNAYMIK 288 296 22.4 25.0 17.1 1 0 0 1,084.4981
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% NLDLDSIIAEVK 342 353 80.6 28.4 59.4 2 0 0 1,329.7262
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% IEISELNR 394 401 27.0 28.3 8.5 1 0 0 973.5313
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% NVQDAIADAEQR 419 430 68.3 25.3 58.2 2 0 0 1,329.6394
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% NKLNDLEEALQQAK 440 453 43.3 27.5 36.8 2 2 0 1,613.8495
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% LNDLEEALQQAK 442 453 42.6 27.8 36.8 1 0 0 1,371.7116
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% DYQELMNVK 462 470 25.6 25.0 12.1 2 0 0 1,155.5352
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% LALDVEIATYR 471 481 61.8 27.4 30.2 1 0 0 1,263.6944
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% LALDVEIATYRK 471 482 32.2 25.9 27.4 2 0 0 1,391.7894
C_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 19 20 34 34.70% MSGDLSSNVTVSVTSSTISSNVASK 491 515 49.5 27.2 46.8 0 2 0 2,474.1926
D_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.63% GFSSGSAVVSGGSR 21 34 53.6 26.4 35.2 2 0 0 1,254.6072
D_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.63% STSSFSCLSR 36 45 22.5 25.0 17.3 1 0 0 1,131.5098
D_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.63% FLEQQNQVLQTK 198 209 76.9 28.7 60.3 2 0 0 1,475.7854
D_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.20% GFSSGSAVVSGGSR 21 34 66.5 26.2 66.5 2 0 0 1,254.6072
D_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.20% STSSFSCLSR 36 45 16.5 25.0 16.5 1 0 0 1,131.5098
D_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.20% FLEQQNQVLQTK 198 209 55.4 28.4 45.5 2 0 0 1,475.7854
D_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.20% TAAENDFVTLK 276 286 30.1 28.1 8.9 2 0 0 1,208.6158
D_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.20% AQYEEIAQR 354 362 21.1 27.1 9.1 2 0 0 1,107.5429
D_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.20% YEELQVTVGR 375 384 42.4 28.4 38.1 2 0 0 1,193.6161
D_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.20% IEISELNR 394 401 19.6 28.1 2.2 1 0 0 973.5313
D_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.20% NVQDAIADAEQR 419 430 65.0 25.3 61.8 1 0 0 1,329.6394
D_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.20% LALDVEIATYR 471 481 51.2 27.5 27.5 2 0 0 1,263.6944
D_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.79% GFSSGSAVVSGGSR 21 34 48.5 26.2 47.9 2 0 0 1,254.6072
D_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.79% FLEQQNQVLQTK 198 209 53.1 28.4 39.8 2 0 0 1,475.7854
D_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.79% LALDVEIATYR 471 481 32.6 27.8 18.6 1 0 0 1,263.6944
D_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.70% GFSSGSAVVSGGSR 21 34 41.0 26.2 30.5 2 0 0 1,254.6072
D_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.70% FLEQQNQVLQTK 198 209 46.0 28.3 34.7 2 0 0 1,475.7854
D_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.70% YLDGLTAER 239 247 52.2 26.6 30.9 2 0 0 1,037.5263
D_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.70% TAAENDFVTLK 276 286 30.9 28.0 26.9 2 0 0 1,208.6158
D_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.70% YEELQVTVGR 375 384 48.1 28.2 38.4 2 0 0 1,193.6161
D_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.70% IEISELNR 394 401 32.0 28.2 12.4 2 0 0 973.5313



D_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.70% LALDVEIATYR 471 481 58.0 27.8 33.7 1 0 0 1,263.6944
D_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% GFSSGSAVVSGGSR 21 34 68.5 26.2 62.8 2 0 0 1,254.6072
D_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% STSSFSCLSR 36 45 20.7 25.0 20.7 1 0 0 1,131.5098
D_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% FLEQQNQVLQTK 198 209 58.4 28.4 45.5 2 0 0 1,475.7854
D_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% YLDGLTAER 239 247 41.3 26.4 30.3 2 0 0 1,037.5263
D_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% TAAENDFVTLK 276 286 33.9 28.0 26.4 2 0 0 1,208.6158
D_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% YEELQVTVGR 375 384 61.1 28.4 51.3 2 0 0 1,193.6161
D_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% IEISELNR 394 401 33.1 28.2 14.2 1 0 0 973.5313
D_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% LALDVEIATYR 471 481 65.0 27.5 32.0 2 0 0 1,263.6944
D_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.14% GFSSGSAVVSGGSR 21 34 87.5 26.2 79.8 2 0 0 1,254.6072
D_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.14% YLDGLTAER 239 247 42.2 27.0 27.1 2 0 0 1,037.5263
D_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.14% YEELQVTVGR 375 384 47.8 28.2 39.5 2 0 0 1,193.6161
D_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.14% IEISELNR 394 401 46.0 28.9 26.8 2 0 0 973.5313
D_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.14% LALDVEIATYR 471 481 42.4 27.8 23.1 1 0 0 1,263.6944
D_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.04% GFSSGSAVVSGGSR 21 34 53.3 26.2 44.0 2 0 0 1,254.6072
D_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.04% STSSFSCLSR 36 45 24.4 25.0 24.4 1 0 0 1,131.5098
D_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.04% FLEQQNQVLQTK 198 209 85.9 28.4 71.8 2 0 0 1,475.7854
D_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.04% YLDGLTAER 239 247 39.5 27.0 27.2 2 0 0 1,037.5263
D_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.63% GFSSGSAVVSGGSR 21 34 51.1 26.2 43.7 2 0 0 1,254.6072
D_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.63% STSSFSCLSR 36 45 18.1 25.0 14.0 1 0 0 1,131.5098
D_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.63% FLEQQNQVLQTK 198 209 70.8 28.7 61.2 2 0 0 1,475.7854
D_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 6.89% GFSSGSAVVSGGSR 21 34 75.2 26.2 68.4 2 0 0 1,254.6072
D_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 6.89% STSSFSCLSR 36 45 26.5 25.0 18.9 2 0 0 1,131.5098
D_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 6.89% FLEQQNQVLQTK 198 209 60.3 28.4 45.0 2 0 0 1,475.7854
D_26 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 6.89% IEISELNR 394 401 33.8 29.0 19.8 2 0 0 973.5313
D_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.55% FLEQQNQVLQTK 198 209 50.0 28.4 40.9 2 0 0 1,475.7854
D_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.55% YLDGLTAER 239 247 28.1 26.6 19.9 2 0 0 1,037.5263
D_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.55% TAAENDFVTLK 276 286 44.6 28.0 38.5 2 0 0 1,208.6158
D_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.55% YEELQVTVGR 375 384 56.5 28.8 51.0 2 0 0 1,193.6161
D_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.55% IEISELNR 394 401 42.3 28.2 14.2 2 0 0 973.5313
D_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.55% LALDVEIATYR 471 481 66.6 27.8 33.2 1 0 0 1,263.6944
D_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 13.10% STSSFSCLSR 36 45 38.8 25.0 31.3 2 0 0 1,131.5098
D_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 13.10% FLEQQNQVLQTK 198 209 81.5 28.3 65.8 2 1 0 1,475.7854
D_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 13.10% YLDGLTAER 239 247 36.0 27.0 27.6 2 0 0 1,037.5263
D_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 13.10% TAAENDFVTLK 276 286 31.3 28.0 26.1 1 0 0 1,208.6158
D_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 13.10% TAAENDFVTLKK 276 287 40.2 27.0 28.0 1 0 0 1,336.7108
D_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 13.10% YEELQVTVGR 375 384 46.0 28.2 33.1 1 0 0 1,193.6161
D_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 13.10% IEISELNR 394 401 42.3 28.2 15.0 2 0 0 973.5313
D_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 13.10% NVQDAIADAEQR 419 430 55.3 25.5 47.1 2 0 0 1,329.6394
D_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 13.10% LALDVEIATYR 471 481 76.6 27.8 42.5 1 0 0 1,263.6944
E_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.92% GFSSGSAVVSGGSR 21 34 32.5 26.2 32.5 2 0 0 1,254.6072
E_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.92% STSSFSCLSR 36 45 34.4 25.0 34.2 1 0 0 1,131.5098
E_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.92% FLEQQNQVLQTK 198 209 56.9 29.0 47.9 2 0 0 1,475.7854
E_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.92% TAAENDFVTLK 276 286 35.1 28.0 29.3 2 0 0 1,208.6158
E_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.92% YEELQVTVGR 375 384 58.6 28.2 46.5 2 0 0 1,193.6161
E_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.90% GFSSGSAVVSGGSR 21 34 49.6 26.2 47.9 2 0 0 1,254.6072
E_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.90% STSSFSCLSR 36 45 25.5 25.0 15.8 1 0 0 1,131.5098
E_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.90% FLEQQNQVLQTK 198 209 78.7 28.7 63.3 2 0 0 1,475.7854
E_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.90% TAAENDFVTLK 276 286 31.0 28.0 25.2 2 0 0 1,208.6158
E_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.90% YEELQVTVGR 375 384 45.1 28.5 34.7 2 0 0 1,193.6161
E_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.90% IEISELNR 394 401 26.2 28.2 8.9 2 0 0 973.5313
E_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.90% NVQDAIADAEQR 419 430 47.4 25.5 40.7 1 0 0 1,329.6394
E_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 13.90% LNDLEEALQQAK 442 453 38.2 27.4 29.1 1 0 0 1,371.7116
E_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% GFSSGSAVVSGGSR 21 34 49.3 26.2 44.9 2 0 0 1,254.6072
E_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% STSSFSCLSR 36 45 32.2 25.0 23.7 2 0 0 1,131.5098
E_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% FLEQQNQVLQTK 198 209 70.4 28.3 56.7 2 0 0 1,475.7854
E_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% TAAENDFVTLK 276 286 23.5 28.0 18.1 1 0 0 1,208.6158
E_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% IEISELNR 394 401 25.2 29.2 7.0 1 0 0 973.5313
E_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 5.16% GFSSGSAVVSGGSR 21 34 49.0 26.4 41.1 2 0 0 1,254.6072
E_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 5.16% IEISELNR 394 401 32.5 28.2 17.8 1 0 0 973.5313
E_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 5.16% LALDVEIATYR 471 481 59.3 27.8 39.0 2 0 0 1,263.6944
E_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 10.20% GFSSGSAVVSGGSR 21 34 67.4 26.2 62.4 2 0 0 1,254.6072
E_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 10.20% STSSFSCLSR 36 45 21.2 25.0 19.7 1 0 0 1,131.5098
E_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 10.20% FLEQQNQVLQTK 198 209 50.9 28.7 30.5 2 0 0 1,475.7854
E_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 10.20% YEELQVTVGR 375 384 27.8 28.5 22.2 1 0 0 1,193.6161
E_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 10.20% IEISELNR 394 401 33.9 28.2 10.6 2 0 0 973.5313
E_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 10.20% LALDVEIATYR 471 481 51.8 27.8 27.9 1 0 0 1,263.6944
E_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.36% GFSSGSAVVSGGSR 21 34 45.4 26.2 42.9 2 0 0 1,254.6072
E_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.36% STSSFSCLSR 36 45 22.3 25.0 18.0 1 0 0 1,131.5098
E_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.36% FLEQQNQVLQTK 198 209 48.2 28.6 36.5 2 0 0 1,475.7854
E_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.36% TAAENDFVTLK 276 286 22.7 27.9 20.4 1 0 0 1,208.6158
E_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 7.04% GFSSGSAVVSGGSR 21 34 89.7 26.2 80.4 2 0 0 1,254.6072
E_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 7.04% STSSFSCLSR 36 45 43.0 25.0 38.1 2 0 0 1,131.5098
E_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 7.04% FLEQQNQVLQTK 198 209 44.2 28.4 32.5 2 0 0 1,475.7854
E_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 7.04% YLDGLTAER 239 247 42.5 26.6 26.7 2 0 0 1,037.5263
E_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% GFSSGSAVVSGGSR 21 34 33.5 26.2 24.2 2 0 0 1,254.6072
E_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% STSSFSCLSR 36 45 34.3 25.0 23.6 2 0 0 1,131.5098
E_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% FLEQQNQVLQTK 198 209 65.2 28.4 51.1 2 0 0 1,475.7854
E_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% YLDGLTAER 239 247 43.3 26.3 32.5 2 0 0 1,037.5263
E_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% TAAENDFVTLK 276 286 48.9 28.0 43.5 1 0 0 1,208.6158
E_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% YEELQVTVGR 375 384 63.6 28.2 46.6 2 0 0 1,193.6161
E_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% IEISELNRVIQR 394 405 23.5 25.3 6.1 0 1 0 1,469.8435
E_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% LALDVEIATYR 471 481 69.9 27.5 32.9 2 0 0 1,263.6944
E_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 16 20.80% GFSSGSAVVSGGSR 21 34 91.9 26.2 81.6 2 0 0 1,254.6072
E_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 16 20.80% SISISVAGGGGGFGAAGGFGGR 71 92 109.0 26.9 98.1 1 1 0 1,838.9146
E_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 16 20.80% FLEQQNQVLQTK 198 209 52.1 28.9 43.0 2 1 0 1,475.7854
E_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 16 20.80% TAAENDFVTLK 276 286 47.7 28.1 25.1 2 0 0 1,208.6158
E_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 16 20.80% NLDLDSIIAEVK 342 353 71.7 27.6 61.5 2 0 0 1,329.7262
E_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 16 20.80% YEELQVTVGR 375 384 65.2 28.5 54.1 1 0 0 1,193.6161
E_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 16 20.80% IEISELNR 394 401 37.2 28.2 13.9 1 0 0 973.5313
E_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 16 20.80% NVQDAIADAEQR 419 430 65.6 25.3 60.3 2 0 0 1,329.6394
E_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 16 20.80% LNDLEEALQQAK 442 453 64.5 27.2 49.6 2 0 0 1,371.7116
E_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 16 20.80% DYQELMNVK 462 470 23.0 25.0 16.4 1 0 0 1,155.5352
E_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 16 20.80% LALDVEIATYR 471 481 69.2 28.3 37.0 2 0 0 1,263.6944
E_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% GFSSGSAVVSGGSR 21 34 69.7 26.4 46.1 2 0 0 1,254.6072
E_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% FLEQQNQVLQTK 198 209 60.5 28.6 47.1 2 0 0 1,475.7854
E_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% YLDGLTAER 239 247 32.8 26.4 14.6 2 0 0 1,037.5263
E_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% TAAENDFVTLK 276 286 30.5 28.0 23.0 1 0 0 1,208.6158
E_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% IEISELNR 394 401 27.1 28.1 9.1 1 0 0 973.5313
E_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% NVQDAIADAEQR 419 430 82.6 25.3 73.2 2 0 0 1,329.6394
E_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% LNDLEEALQQAK 442 453 65.6 27.7 55.0 2 0 0 1,371.7116
E_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.90% LALDVEIATYR 471 481 86.3 27.8 47.7 2 0 0 1,263.6944
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% GFSSGSAVVSGGSR 21 34 74.8 26.2 72.8 2 0 0 1,254.6072
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% SISISVAGGGGGFGAAGGFGGR 71 92 129.0 27.2 121.0 2 2 0 1,838.9146
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% FLEQQNQVLQTK 198 209 64.8 28.8 45.6 2 0 0 1,475.7854
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% YLDGLTAER 239 247 52.0 27.0 41.9 2 0 0 1,037.5263
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% TAAENDFVTLK 276 286 72.1 28.1 60.6 2 0 0 1,208.6158
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% TAAENDFVTLKK 276 287 51.6 26.6 45.3 2 0 0 1,336.7108
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% VDLLNQEIEFLK 303 314 71.7 28.5 50.1 2 0 0 1,460.7997
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% NLDLDSIIAEVK 342 353 71.7 27.6 59.8 1 0 0 1,329.7262
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% YEELQVTVGR 375 384 60.0 28.5 54.3 1 0 0 1,193.6161
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% IEISELNR 394 401 51.1 28.2 25.6 2 0 0 973.5313



E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% NKLNDLEEALQQAK 440 453 34.1 27.5 22.9 0 1 0 1,613.8495
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% LNDLEEALQQAK 442 453 26.2 27.7 19.1 1 0 0 1,371.7116
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% DYQELMNVK 462 470 26.7 25.0 18.7 2 0 0 1,155.5352
E_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 22 22.70% LALDVEIATYR 471 481 72.4 27.8 33.3 2 0 0 1,263.6944
E_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.30% GFSSGSAVVSGGSR 21 34 38.7 26.2 33.5 2 0 0 1,254.6072
E_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.30% FLEQQNQVLQTK 198 209 66.9 28.6 50.6 2 0 0 1,475.7854
E_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.30% YLDGLTAER 239 247 46.0 26.4 34.4 2 0 0 1,037.5263
E_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.30% IEISELNR 394 401 35.5 28.2 17.8 1 0 0 973.5313
E_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.30% NVQDAIADAEQR 419 430 35.8 25.3 30.2 1 0 0 1,329.6394
E_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.30% LALDVEIATYR 471 481 55.0 27.8 24.8 1 0 0 1,263.6944
E_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 17 17.20% GFSSGSAVVSGGSR 21 34 69.5 26.4 53.0 2 0 0 1,254.6072
E_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 17 17.20% STSSFSCLSR 36 45 45.3 25.0 40.0 2 0 0 1,131.5098
E_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 17 17.20% FLEQQNQVLQTK 198 209 61.1 28.9 47.8 2 0 0 1,475.7854
E_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 17 17.20% YLDGLTAER 239 247 51.7 26.6 43.0 2 0 0 1,037.5263
E_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 17 17.20% TAAENDFVTLK 276 286 47.3 27.9 39.5 2 0 0 1,208.6158
E_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 17 17.20% NLDLDSIIAEVK 342 353 64.9 27.7 55.9 1 0 0 1,329.7262
E_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 17 17.20% YEELQVTVGR 375 384 58.0 28.4 50.1 2 0 0 1,193.6161
E_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 17 17.20% NVQDAIADAEQR 419 430 60.7 25.3 58.6 2 0 0 1,329.6394
E_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 17 17.20% DYQELMNVK 462 470 25.5 25.0 19.7 2 0 0 1,155.5352
E_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 17 17.20% LALDVEIATYR 471 481 73.3 27.6 33.1 2 0 0 1,263.6944
E_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% GFSSGSAVVSGGSR 21 34 63.4 26.4 51.1 2 0 0 1,254.6072
E_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% STSSFSCLSR 36 45 29.5 25.0 19.1 2 0 0 1,131.5098
E_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% FLEQQNQVLQTK 198 209 53.0 28.7 44.2 2 0 0 1,475.7854
E_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% TAAENDFVTLK 276 286 20.1 28.1 14.9 1 0 0 1,208.6158
E_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% NLDLDSIIAEVK 342 353 57.0 27.6 49.2 1 0 0 1,329.7262
E_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% YEELQVTVGR 375 384 53.1 28.4 47.7 2 0 0 1,193.6161
E_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% IEISELNR 394 401 38.2 28.2 18.3 1 0 0 973.5313
E_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% NVQDAIADAEQR 419 430 56.4 25.7 49.5 1 0 0 1,329.6394
E_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.60% LALDVEIATYR 471 481 76.7 27.8 44.2 2 0 0 1,263.6944
E_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.45% GFSSGSAVVSGGSR 21 34 53.3 26.2 49.0 2 0 0 1,254.6072
E_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.45% FLEQQNQVLQTK 198 209 53.6 28.7 35.8 2 0 0 1,475.7854
E_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.45% YLDGLTAER 239 247 37.0 26.3 30.6 2 0 0 1,037.5263
E_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.45% TAAENDFVTLK 276 286 48.9 27.9 44.8 1 0 0 1,208.6158
E_25 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.45% IEISELNR 394 401 37.8 28.2 15.5 2 0 0 973.5313
E_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% GFSSGSAVVSGGSR 21 34 44.9 26.4 33.5 2 0 0 1,254.6072
E_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% FLEQQNQVLQTK 198 209 63.6 29.0 54.1 2 0 0 1,475.7854
E_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% YEELQVTVGR 375 384 53.7 28.5 40.8 2 0 0 1,193.6161
E_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% IEISELNR 394 401 35.5 28.1 21.6 2 0 0 973.5313
E_28 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% LALDVEIATYR 471 481 47.1 27.5 22.0 1 0 0 1,263.6944
E_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% GFSSGSAVVSGGSR 21 34 64.1 26.4 46.1 2 0 0 1,254.6072
E_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% FLEQQNQVLQTK 198 209 57.7 28.6 41.8 2 0 0 1,475.7854
E_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% YLDGLTAER 239 247 20.3 26.6 13.2 1 0 0 1,037.5263
E_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% YEELQVTVGR 375 384 65.4 28.4 56.0 2 0 0 1,193.6161
E_29 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% IEISELNR 394 401 37.5 28.2 25.7 2 0 0 973.5313
E_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.29% GFSSGSAVVSGGSR 21 34 22.7 26.2 22.7 1 0 0 1,254.6072
E_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.29% FLEQQNQVLQTK 198 209 64.8 28.5 50.4 2 0 0 1,475.7854
E_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.29% YLDGLTAER 239 247 32.8 26.4 26.3 1 0 0 1,037.5263
E_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.29% YEELQVTVGR 375 384 48.0 28.4 44.0 2 0 0 1,193.6161
E_30 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.29% IEISELNR 394 401 31.8 28.2 5.4 1 0 0 973.5313
E_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.29% GFSSGSAVVSGGSR 21 34 44.1 26.3 35.9 2 0 0 1,254.6072
E_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.29% FLEQQNQVLQTK 198 209 57.1 28.8 48.5 2 0 0 1,475.7854
E_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.29% YLDGLTAER 239 247 38.3 26.6 25.2 2 0 0 1,037.5263
E_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.29% YEELQVTVGR 375 384 39.3 28.4 32.5 2 0 0 1,193.6161
E_31 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.29% IEISELNR 394 401 50.5 28.1 29.6 2 0 0 973.5313
E_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 15 18.80% GFSSGSAVVSGGSR 21 34 66.4 26.2 55.5 2 0 0 1,254.6072
E_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 15 18.80% STSSFSCLSR 36 45 37.9 25.0 24.5 2 0 0 1,131.5098
E_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 15 18.80% SISISVAGGGGGFGAAGGFGGR 71 92 30.9 27.4 30.9 0 1 0 1,838.9146
E_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 15 18.80% FLEQQNQVLQTK 198 209 69.1 28.4 57.9 2 0 0 1,475.7854
E_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 15 18.80% YLDGLTAER 239 247 32.5 26.6 16.0 2 0 0 1,037.5263
E_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 15 18.80% TAAENDFVTLK 276 286 34.7 28.1 24.7 2 0 0 1,208.6158
E_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 15 18.80% TAAENDFVTLKK 276 287 54.9 27.3 45.1 1 0 0 1,336.7108
E_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 15 18.80% YEELQVTVGR 375 384 58.7 28.4 42.5 2 0 0 1,193.6161
E_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 15 18.80% IEISELNR 394 401 31.2 28.3 19.2 2 0 0 973.5313
E_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 15 18.80% NVQDAIADAEQR 419 430 42.2 25.6 30.8 2 0 0 1,329.6394
E_32 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 9 15 18.80% LALDVEIATYR 471 481 59.5 27.5 31.8 1 0 0 1,263.6944
F_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% GFSSGSAVVSGGSR 21 34 84.7 26.3 59.7 2 0 0 1,254.6072
F_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% STSSFSCLSR 36 45 37.1 25.0 29.2 2 0 0 1,131.5098
F_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% FLEQQNQVLQTK 198 209 51.1 28.7 39.0 2 0 0 1,475.7854
F_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% YLDGLTAER 239 247 47.7 26.2 36.5 1 0 0 1,037.5263
F_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% TAAENDFVTLK 276 286 68.7 28.5 56.2 2 0 0 1,208.6158
F_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% IEISELNR 394 401 43.8 27.9 13.9 2 0 0 973.5313
F_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% NVQDAIADAEQR 419 430 63.8 25.8 55.8 2 0 0 1,329.6394
F_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.30% DYQELMNVK 462 470 35.1 25.0 19.4 2 0 0 1,155.5352
F_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.92% GFSSGSAVVSGGSR 21 34 65.8 26.4 48.4 2 0 0 1,254.6072
F_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.92% FLEQQNQVLQTK 198 209 65.9 28.6 55.7 2 0 0 1,475.7854
F_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.92% TAAENDFVTLK 276 286 46.4 27.4 29.9 2 0 0 1,208.6158
F_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.92% IEISELNR 394 401 51.8 27.9 28.8 2 0 0 973.5313
F_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.92% NVQDAIADAEQR 419 430 73.3 25.5 69.6 2 0 0 1,329.6394
F_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.40% GFSSGSAVVSGGSR 21 34 57.5 26.3 47.9 2 0 0 1,254.6072
F_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.40% FLEQQNQVLQTK 198 209 61.7 28.6 46.2 2 0 0 1,475.7854
F_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.40% TAAENDFVTLK 276 286 63.1 28.5 54.8 2 0 0 1,208.6158
F_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.40% YEELQVTVGR 375 384 79.6 28.5 66.3 2 0 0 1,193.6161
F_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.40% IEISELNR 394 401 42.7 27.9 17.9 2 0 0 973.5313
F_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.40% NVQDAIADAEQR 419 430 70.9 25.8 57.5 2 0 0 1,329.6394
F_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.40% LNDLEEALQQAK 442 453 62.2 27.6 46.0 2 0 0 1,371.7116
F_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 20 17.50% GFSSGSAVVSGGSR 21 34 92.4 26.4 65.5 2 0 0 1,254.6072
F_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 20 17.50% FLEQQNQVLQTK 198 209 75.1 28.7 60.9 2 0 0 1,475.7854
F_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 20 17.50% TSQNSELNNMQDLVEDYKK 248 266 28.4 25.0 28.4 0 1 0 2,272.0400
F_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 20 17.50% TAAENDFVTLK 276 286 63.2 27.4 51.9 2 0 0 1,208.6158
F_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 20 17.50% TAAENDFVTLKK 276 287 52.8 26.7 41.6 2 0 0 1,336.7108
F_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 20 17.50% YEELQVTVGR 375 384 66.4 28.5 56.9 2 0 0 1,193.6161
F_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 20 17.50% NVQDAIADAEQR 419 430 74.6 25.5 71.5 2 0 0 1,329.6394
F_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 20 17.50% LNDLEEALQQAK 442 453 79.7 27.5 59.1 2 0 0 1,371.7116
F_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 20 17.50% DYQELMNVK 462 470 44.6 25.1 21.5 2 0 0 1,155.5352
F_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 20 17.50% LALDVEIATYR 471 481 60.9 27.8 30.0 2 0 0 1,263.6944
F_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 20 17.50% LALDVEIATYRK 471 482 48.6 25.8 44.6 2 1 0 1,391.7894
F_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.98% FLEQQNQVLQTK 198 209 81.9 28.7 65.3 2 0 0 1,475.7854
F_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.98% YLDGLTAER 239 247 51.3 26.3 35.3 2 0 0 1,037.5263
F_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.98% TAAENDFVTLKK 276 287 34.2 27.5 25.4 1 0 0 1,336.7108
F_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.98% YEELQVTVGR 375 384 62.3 28.5 52.2 2 0 0 1,193.6161
F_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.98% IEISELNR 394 401 51.5 27.9 27.4 2 0 0 973.5313
F_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.42% FLEQQNQVLQTK 198 209 55.2 28.6 40.1 1 0 0 1,475.7854
F_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.42% TAAENDFVTLK 276 286 30.7 27.4 23.2 2 0 0 1,208.6158
F_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.42% YEELQVTVGR 375 384 43.7 27.8 36.8 1 0 0 1,193.6161
F_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.42% IEISELNR 394 401 48.2 26.9 23.9 1 0 0 973.5313
G_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.50% GFSSGSAVVSGGSR 21 34 39.9 26.5 27.4 2 0 0 1,254.6072
G_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.50% STSSFSCLSR 36 45 21.0 25.0 12.9 1 0 0 1,131.5098
G_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.50% FLEQQNQVLQTK 198 209 81.2 28.1 66.0 2 0 0 1,475.7854
G_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.50% TAAENDFVTLK 276 286 31.0 28.2 28.0 1 0 0 1,208.6158
G_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.50% IEISELNR 394 401 46.3 28.8 26.4 2 0 0 973.5313
G_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.50% NVQDAIADAEQR 419 430 76.7 25.4 65.1 2 0 0 1,329.6394
G_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.92% GFSSGSAVVSGGSR 21 34 32.2 26.5 19.3 2 0 0 1,254.6072



G_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.92% FLEQQNQVLQTK 198 209 62.1 28.3 44.4 2 0 0 1,475.7854
G_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.92% TAAENDFVTLK 276 286 38.8 28.5 34.6 2 0 0 1,208.6158
G_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.92% IEISELNR 394 401 36.5 28.9 12.5 2 0 0 973.5313
G_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.92% NVQDAIADAEQR 419 430 58.9 25.5 51.9 2 0 0 1,329.6394
G_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.30% GFSSGSAVVSGGSR 21 34 37.0 26.5 29.9 1 0 0 1,254.6072
G_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.30% FLEQQNQVLQTK 198 209 91.6 28.1 74.3 2 0 0 1,475.7854
G_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.30% TAAENDFVTLK 276 286 33.9 28.5 23.2 2 0 0 1,208.6158
G_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.30% IEISELNR 394 401 36.7 28.8 19.2 2 0 0 973.5313
G_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.30% NVQDAIADAEQR 419 430 59.1 25.5 50.1 2 0 0 1,329.6394
G_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.30% DYQELMNVK 462 470 28.9 25.0 9.9 2 0 0 1,155.5352
G_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.80% GFSSGSAVVSGGSR 21 34 53.6 26.5 45.4 2 0 0 1,254.6072
G_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.80% FLEQQNQVLQTK 198 209 68.3 28.3 51.9 2 0 0 1,475.7854
G_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.80% TAAENDFVTLK 276 286 40.5 28.5 36.2 2 0 0 1,208.6158
G_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.80% YEELQVTVGR 375 384 61.9 27.9 52.6 2 0 0 1,193.6161
G_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.80% IEISELNR 394 401 63.6 28.7 24.7 2 0 0 973.5313
G_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.80% NVQDAIADAEQR 419 430 76.2 25.5 69.3 2 0 0 1,329.6394
G_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.80% LNDLEEALQQAK 442 453 58.5 27.6 50.1 2 0 0 1,371.7116
G_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 13.80% DYQELMNVK 462 470 21.2 25.4 6.9 1 0 0 1,155.5352
G_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 12.40% GFSSGSAVVSGGSR 21 34 66.1 26.5 40.9 2 0 0 1,254.6072
G_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 12.40% FLEQQNQVLQTK 198 209 86.1 28.3 66.4 2 0 0 1,475.7854
G_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 12.40% TAAENDFVTLK 276 286 54.9 28.7 39.0 2 0 0 1,208.6158
G_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 12.40% YEELQVTVGR 375 384 61.5 27.7 44.9 2 0 0 1,193.6161
G_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 12.40% IEISELNR 394 401 33.9 28.7 12.7 1 0 0 973.5313
G_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 12.40% NVQDAIADAEQR 419 430 75.0 25.5 69.5 2 0 0 1,329.6394
G_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 12.40% LNDLEEALQQAK 442 453 47.1 27.6 36.8 1 0 0 1,371.7116
G_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 6.89% GFSSGSAVVSGGSR 21 34 46.5 26.5 32.4 2 0 0 1,254.6072
G_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 6.89% FLEQQNQVLQTK 198 209 62.8 28.1 54.1 2 0 0 1,475.7854
G_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 6.89% YEELQVTVGR 375 384 58.8 28.0 46.8 2 0 0 1,193.6161
G_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 6.89% IEISELNR 394 401 33.3 28.9 16.2 2 0 0 973.5313
G_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 15 14.20% GFSSGSAVVSGGSR 21 34 37.0 26.4 24.3 2 0 0 1,254.6072
G_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 15 14.20% STSSFSCLSR 36 45 17.5 25.0 13.6 1 0 0 1,131.5098
G_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 15 14.20% FLEQQNQVLQTK 198 209 86.4 28.3 66.4 2 0 0 1,475.7854
G_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 15 14.20% YLDGLTAER 239 247 53.8 27.2 40.3 2 0 0 1,037.5263
G_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 15 14.20% TAAENDFVTLK 276 286 59.0 28.7 49.6 2 0 0 1,208.6158
G_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 15 14.20% TAAENDFVTLKK 276 287 37.2 26.8 28.2 2 0 0 1,336.7108
G_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 15 14.20% YEELQVTVGR 375 384 69.6 28.0 58.2 2 0 0 1,193.6161
G_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 15 14.20% NVQDAIADAEQR 419 430 74.2 25.5 63.8 2 0 0 1,329.6394
G_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 15 14.20% LNDLEEALQQAK 442 453 44.2 27.6 37.5 2 0 0 1,371.7116
G_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.80% GFSSGSAVVSGGSR 21 34 26.5 26.4 21.3 1 0 0 1,254.6072
G_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.80% FLEQQNQVLQTK 198 209 81.5 28.3 67.5 2 0 0 1,475.7854
G_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.80% TAAENDFVTLK 276 286 42.8 28.5 31.2 2 0 0 1,208.6158
G_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.80% IEISELNR 394 401 51.4 28.9 28.7 2 0 0 973.5313
G_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.80% NVQDAIADAEQR 419 430 62.6 25.4 62.6 2 0 0 1,329.6394
G_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.80% LNDLEEALQQAK 442 453 36.5 27.6 28.3 2 0 0 1,371.7116
G_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.10% FLEQQNQVLQTK 198 209 81.7 28.2 62.3 2 0 0 1,475.7854
G_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.10% YLDGLTAER 239 247 58.9 26.7 44.8 2 0 0 1,037.5263
G_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.10% TAAENDFVTLK 276 286 42.8 28.7 32.2 2 0 0 1,208.6158
G_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.10% DVDNAYMIK 288 296 24.8 25.0 18.2 1 0 0 1,084.4981
G_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.10% YEELQVTVGR 375 384 72.2 28.0 63.5 1 0 0 1,193.6161
G_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.10% IEISELNR 394 401 45.6 28.9 24.6 2 0 0 973.5313
G_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.10% LNDLEEALQQAK 442 453 58.0 27.7 48.8 2 0 0 1,371.7116
G_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.48% FLEQQNQVLQTK 198 209 74.9 28.1 59.1 2 0 0 1,475.7854
G_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.48% TAAENDFVTLK 276 286 49.0 28.7 42.0 2 0 0 1,208.6158
G_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 5.48% LNDLEEALQQAK 442 453 24.7 27.6 24.3 1 0 0 1,371.7116
G_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 9.70% FLEQQNQVLQTK 198 209 92.3 28.3 71.3 2 0 0 1,475.7854
G_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 9.70% YLDGLTAER 239 247 52.0 27.2 43.3 2 0 0 1,037.5263
G_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 9.70% TAAENDFVTLK 276 286 58.7 28.7 45.9 2 0 0 1,208.6158
G_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 9.70% TAAENDFVTLKK 276 287 36.2 26.8 31.8 2 0 0 1,336.7108
G_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 9.70% IEISELNR 394 401 54.6 28.7 25.8 2 0 0 973.5313
G_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 9.70% LNDLEEALQQAK 442 453 40.1 27.6 28.0 1 0 0 1,371.7116
G_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 9.70% DYQELMNVK 462 470 28.7 26.2 8.7 1 0 0 1,139.5402
G_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 8.92% GFSSGSAVVSGGSR 21 34 38.2 26.4 18.8 2 0 0 1,254.6072
G_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 8.92% TAAENDFVTLK 276 286 63.9 28.2 53.0 2 0 0 1,208.6158
G_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 8.92% LNDLEEALQQAK 442 453 75.4 27.6 57.4 2 0 0 1,371.7116
G_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 8.92% DYQELMNVK 462 470 43.3 26.5 25.6 2 0 0 1,139.5402
G_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 8.92% LALDVEIATYR 471 481 63.6 27.6 33.3 2 0 0 1,263.6944
H_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% FLEQQNQVLQTK 198 209 78.3 28.6 59.4 2 0 0 1,475.7854
H_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% TAAENDFVTLK 276 286 56.5 28.4 44.3 2 0 0 1,208.6158
H_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% YEELQVTVGR 375 384 40.8 28.5 34.6 1 0 0 1,193.6161
H_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% IEISELNR 394 401 51.8 27.9 29.2 2 0 0 973.5313
H_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% LNDLEEALQQAK 442 453 58.3 27.5 43.3 2 0 0 1,371.7116
H_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 5 8 9.55% FLEQQNQVLQTK 198 209 78.8 28.7 59.6 2 0 0 1,475.7854
H_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 5 8 9.55% TAAENDFVTLK 276 286 46.5 28.4 39.1 2 0 0 1,208.6158
H_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 5 8 9.55% NLDLDSIIAEVK 342 353 82.8 27.7 63.3 2 0 0 1,329.7262
H_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 5 8 9.55% NVQDAIADAEQR 419 430 78.1 25.5 72.9 2 0 0 1,329.6394
H_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 5 8 9.55% NKLNDLEEALQQAK 440 453 37.1 27.5 28.1 1 1 0 1,613.8495
H_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 10.20% YLDGLTAER 239 247 47.3 26.6 36.7 2 0 0 1,037.5263
H_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 10.20% TAAENDFVTLK 276 286 68.4 28.4 52.5 2 0 0 1,208.6158
H_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 10.20% TAAENDFVTLKK 276 287 57.8 27.3 43.7 2 0 0 1,336.7108
H_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 10.20% NLDLDSIIAEVK 342 353 77.6 27.7 62.8 2 0 0 1,329.7262
H_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 10.20% IEISELNR 394 401 46.8 27.9 19.5 2 0 0 973.5313
H_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 10.20% NVQDAIADAEQR 419 430 77.7 25.7 68.7 2 0 0 1,329.6394
H_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 10.20% LNDLEEALQQAK 442 453 97.3 27.4 76.5 2 0 0 1,371.7116
H_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 9.70% FASFIDKVR 189 197 27.8 26.5 7.5 2 0 0 1,082.5993
H_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 9.70% FLEQQNQVLQTK 198 209 78.3 28.6 58.5 2 0 0 1,475.7854
H_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 9.70% YLDGLTAER 239 247 38.9 26.2 29.2 2 0 0 1,037.5263
H_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 9.70% TAAENDFVTLK 276 286 56.8 28.4 43.5 2 0 0 1,208.6158
H_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 9.70% TAAENDFVTLKK 276 287 36.2 26.7 29.4 2 0 0 1,336.7108
H_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 9.70% IEISELNR 394 401 46.8 27.9 23.6 2 0 0 973.5313
H_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 9.70% NVQDAIADAEQR 419 430 76.6 25.5 69.7 2 0 0 1,329.6394
H_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.45% FASFIDKVR 189 197 25.0 27.0 6.5 2 0 0 1,082.5993
H_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.45% FLEQQNQVLQTK 198 209 89.1 28.6 75.1 2 0 0 1,475.7854
H_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.45% TAAENDFVTLK 276 286 58.8 28.4 50.7 2 0 0 1,208.6158
H_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.45% YEELQVTVGR 375 384 37.2 28.5 26.1 1 0 0 1,193.6161
H_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.45% NVQDAIADAEQR 419 430 59.5 25.6 51.5 2 0 0 1,329.6394
H_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.89% FLEQQNQVLQTK 198 209 89.1 28.6 69.1 2 0 0 1,475.7854
H_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.89% TAAENDFVTLK 276 286 38.7 28.3 31.0 2 0 0 1,208.6158
H_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.89% TAAENDFVTLKK 276 287 29.1 26.7 22.8 1 0 0 1,336.7108
H_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.89% IEISELNR 394 401 23.4 26.9 12.9 1 0 0 973.5313
H_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 6.89% NVQDAIADAEQR 419 430 66.4 25.8 61.3 2 0 0 1,329.6394
H_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 13.80% FASFIDKVR 189 197 41.3 26.5 21.7 2 0 0 1,082.5993
H_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 13.80% FLEQQNQVLQTK 198 209 80.4 28.7 62.0 2 0 0 1,475.7854
H_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 13.80% YLDGLTAER 239 247 61.8 26.3 49.7 2 0 0 1,037.5263
H_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 13.80% TAAENDFVTLK 276 286 72.7 28.4 59.6 2 0 0 1,208.6158
H_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 13.80% TAAENDFVTLKK 276 287 55.4 26.7 45.7 2 0 0 1,336.7108
H_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 13.80% NLDLDSIIAEVK 342 353 72.5 28.0 56.7 1 0 0 1,329.7262
H_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 13.80% IEISELNR 394 401 41.8 27.9 17.3 2 0 0 973.5313
H_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 13.80% NVQDAIADAEQR 419 430 77.3 25.5 71.6 2 0 0 1,329.6394
H_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 13.80% NKLNDLEEALQQAK 440 453 32.4 27.6 26.3 0 2 0 1,613.8495
H_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 9.39% YLDGLTAER 239 247 55.8 26.3 43.7 2 0 0 1,037.5263
H_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 9.39% TSQNSELNNMQDLVEDYKK 248 266 31.6 25.0 29.9 0 2 0 2,272.0400
H_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 9.39% TAAENDFVTLK 276 286 67.5 28.3 51.0 2 0 0 1,208.6158



H_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 9.39% TAAENDFVTLKK 276 287 53.0 26.7 41.5 1 0 0 1,336.7108
H_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 9.39% IEISELNR 394 401 53.3 26.9 20.2 2 0 0 973.5313
H_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 9.39% LNDLEEALQQAK 442 453 43.1 27.5 30.8 2 0 0 1,371.7116
H_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 13.50% FLEQQNQVLQTK 198 209 89.2 28.6 73.6 2 0 0 1,475.7854
H_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 13.50% YLDGLTAER 239 247 59.5 26.4 46.8 2 0 0 1,037.5263
H_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 13.50% TSQNSELNNMQDLVEDYKK 248 266 23.0 25.0 23.0 0 1 0 2,272.0400
H_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 13.50% TAAENDFVTLK 276 286 62.3 28.4 44.9 2 0 0 1,208.6158
H_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 13.50% TAAENDFVTLKK 276 287 26.3 26.8 26.1 1 0 0 1,336.7108
H_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 13.50% NLDLDSIIAEVK 342 353 79.9 27.8 69.6 2 0 0 1,329.7262
H_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 13.50% IEISELNR 394 401 51.8 26.9 24.5 2 0 0 973.5313
H_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 13.50% NKLNDLEEALQQAK 440 453 34.6 27.6 25.4 0 2 0 1,613.8495
H_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 13.50% LNDLEEALQQAK 442 453 57.2 27.6 37.3 2 0 0 1,371.7116
H_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 8.29% FLEQQNQVLQTK 198 209 84.3 28.6 65.4 2 0 0 1,475.7854
H_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 8.29% YLDGLTAER 239 247 53.2 26.1 40.4 2 0 0 1,037.5263
H_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 8.29% TAAENDFVTLK 276 286 62.9 28.4 46.2 2 0 0 1,208.6158
H_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 8.29% TAAENDFVTLKK 276 287 43.0 27.1 37.0 2 0 0 1,336.7108
H_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 8.29% IEISELNR 394 401 40.5 27.8 16.5 1 0 0 973.5313
H_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 8.29% LNDLEEALQQAK 442 453 41.3 27.5 27.2 2 0 0 1,371.7116
H_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 13.10% FLEQQNQVLQTK 198 209 86.6 28.7 73.8 2 0 0 1,475.7854
H_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 13.10% YLDGLTAER 239 247 54.9 26.7 45.3 2 0 0 1,037.5263
H_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 13.10% TSQNSELNNMQDLVEDYKK 248 266 25.5 25.0 25.0 0 2 0 2,272.0400
H_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 13.10% TAAENDFVTLK 276 286 63.8 27.4 49.3 2 0 0 1,208.6158
H_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 13.10% TAAENDFVTLKK 276 287 47.8 26.7 40.0 1 0 0 1,336.7108
H_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 13.10% NLDLDSIIAEVK 342 353 74.5 28.0 62.2 1 0 0 1,329.7262
H_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 13.10% IEISELNR 394 401 35.8 26.9 10.5 1 0 0 973.5313
H_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 13.10% LNDLEEALQQAK 442 453 63.8 27.9 47.8 2 0 0 1,371.7116
I_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 5.01% FASFIDKVR 189 197 38.8 27.0 19.7 2 0 0 1,082.5993
I_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 5.01% TAAENDFVTLK 276 286 34.6 28.4 21.9 2 0 0 1,208.6158
I_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 5.01% NVQDAIADAEQR 419 430 37.9 25.7 28.3 1 0 0 1,329.6394
I_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.82% FASFIDKVR 189 197 39.2 27.0 1.8 2 0 0 1,082.5993
I_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.82% FLEQQNQVLQTK 198 209 77.1 28.8 64.8 2 0 0 1,475.7854
I_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.82% TAAENDFVTLK 276 286 46.2 28.4 35.3 2 0 0 1,208.6158
I_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.82% YEELQVTVGR 375 384 49.5 28.3 36.5 1 0 0 1,193.6161
I_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.82% IEISELNR 394 401 37.8 26.9 21.2 1 0 0 973.5313
I_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% FLEQQNQVLQTK 198 209 75.7 28.7 64.1 1 0 0 1,475.7854
I_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% YLDGLTAER 239 247 29.8 26.2 18.8 1 0 0 1,037.5263
I_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% TAAENDFVTLK 276 286 42.4 28.4 34.2 2 0 0 1,208.6158
I_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% NLDLDSIIAEVK 342 353 77.3 27.7 51.4 2 0 0 1,329.7262
I_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% IEISELNR 394 401 46.8 26.9 14.4 2 0 0 973.5313
I_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% FLEQQNQVLQTK 198 209 69.6 28.6 59.1 2 0 0 1,475.7854
I_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% TAAENDFVTLK 276 286 53.5 28.4 35.8 2 0 0 1,208.6158
I_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% TAAENDFVTLKK 276 287 38.7 26.7 34.1 2 0 0 1,336.7108
I_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% NLDLDSIIAEVK 342 353 78.0 27.8 58.2 2 0 0 1,329.7262
I_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% YEELQVTVGR 375 384 41.8 28.5 30.8 2 0 0 1,193.6161
I_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% IEISELNR 394 401 52.0 26.9 29.2 2 0 0 973.5313
I_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% LNDLEEALQQAK 442 453 54.2 27.7 43.6 2 0 0 1,371.7116
I_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.70% FASFIDKVR 189 197 37.1 26.8 20.2 2 0 0 1,082.5993
I_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.70% FLEQQNQVLQTK 198 209 86.7 28.5 67.1 2 0 0 1,475.7854
I_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.70% TSQNSELNNMQDLVEDYKK 248 266 22.8 25.0 22.8 0 1 0 2,272.0400
I_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.70% TAAENDFVTLK 276 286 47.3 28.4 40.1 2 0 0 1,208.6158
I_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.70% NLDLDSIIAEVK 342 353 80.8 27.9 63.5 2 0 0 1,329.7262
I_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.70% YEELQVTVGR 375 384 60.4 28.5 51.9 1 0 0 1,193.6161
I_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.70% IEISELNR 394 401 45.4 26.9 16.0 2 0 0 973.5313
I_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.70% NVQDAIADAEQR 419 430 90.6 25.7 76.0 2 0 0 1,329.6394
I_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 16.70% NKLNDLEEALQQAK 440 453 28.1 27.6 19.9 0 1 0 1,613.8495
I_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 12.40% FLEQQNQVLQTK 198 209 56.4 28.6 44.9 2 0 0 1,475.7854
I_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 12.40% YLDGLTAER 239 247 39.0 26.7 31.2 2 0 0 1,037.5263
I_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 12.40% TAAENDFVTLK 276 286 50.2 28.4 38.9 2 0 0 1,208.6158
I_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 12.40% TAAENDFVTLKK 276 287 56.0 26.7 42.7 2 0 0 1,336.7108
I_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 12.40% NLDLDSIIAEVK 342 353 76.6 27.9 60.0 2 0 0 1,329.7262
I_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 12.40% YEELQVTVGR 375 384 54.7 28.2 47.6 2 0 0 1,193.6161
I_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 12.40% IEISELNR 394 401 44.6 26.9 24.4 2 0 0 973.5313
I_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 12.40% IEISELNRVIQR 394 405 17.6 25.2 4.6 0 1 0 1,469.8435
I_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 12 12.40% NVQDAIADAEQR 419 430 79.5 25.5 73.7 2 0 0 1,329.6394
I_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 12.70% FASFIDKVR 189 197 27.2 26.9 7.6 1 0 0 1,082.5993
I_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 12.70% FLEQQNQVLQTK 198 209 82.7 28.6 57.8 2 0 0 1,475.7854
I_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 12.70% YLDGLTAER 239 247 48.7 26.2 39.4 2 0 0 1,037.5263
I_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 12.70% TSQNSELNNMQDLVEDYKK 248 266 23.0 25.0 23.0 0 1 0 2,272.0400
I_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 12.70% TAAENDFVTLK 276 286 40.6 27.4 33.3 2 0 0 1,208.6158
I_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 12.70% TAAENDFVTLKK 276 287 39.9 26.7 35.0 2 0 0 1,336.7108
I_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 12.70% IEISELNR 394 401 63.3 26.9 31.5 2 0 0 973.5313
I_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 12.70% NVQDAIADAEQR 419 430 74.8 25.5 63.7 2 0 0 1,329.6394
I_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.04% FLEQQNQVLQTK 198 209 76.6 28.6 61.3 2 0 0 1,475.7854
I_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.04% TAAENDFVTLK 276 286 41.0 28.4 34.6 2 0 0 1,208.6158
I_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.04% YEELQVTVGR 375 384 34.7 28.3 18.4 1 0 0 1,193.6161
I_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 7.04% NVQDAIADAEQR 419 430 65.2 25.7 57.1 2 0 0 1,329.6394
I_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% FASFIDKVR 189 197 27.1 26.5 11.8 2 0 0 1,082.5993
I_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% FLEQQNQVLQTK 198 209 86.6 28.6 70.2 2 0 0 1,475.7854
I_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% TAAENDFVTLK 276 286 47.2 28.4 39.9 2 0 0 1,208.6158
I_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% IEISELNR 394 401 51.5 27.9 18.4 2 0 0 973.5313
I_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% NVQDAIADAEQR 419 430 43.3 25.8 42.2 1 0 0 1,329.6394
I_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 9 15.20% TLNNKFASFIDK 184 195 27.6 27.3 19.2 0 1 0 1,397.7424
I_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 9 15.20% FASFIDKVR 189 197 45.2 26.8 15.4 2 0 0 1,082.5993
I_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 9 15.20% FLEQQNQVLQTK 198 209 62.3 28.6 50.6 2 0 0 1,475.7854
I_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 9 15.20% YLDGLTAER 239 247 46.7 26.1 30.8 1 0 0 1,037.5263
I_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 9 15.20% TSQNSELNNMQDLVEDYKK 248 266 25.8 25.0 25.8 0 1 0 2,272.0400
I_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 9 15.20% TAAENDFVTLK 276 286 33.5 28.5 21.2 1 0 0 1,208.6158
I_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 9 15.20% NLDLDSIIAEVK 342 353 61.8 27.9 39.0 1 0 0 1,329.7262
I_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 9 15.20% IEISELNR 394 401 58.4 27.9 27.5 2 0 0 973.5313
I_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 9 15.20% NVQDAIADAEQR 419 430 83.1 25.7 75.8 2 0 0 1,329.6394
I_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.80% FLEQQNQVLQTK 198 209 82.2 28.5 63.5 2 0 0 1,475.7854
I_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.80% YLDGLTAER 239 247 57.2 26.3 40.6 2 0 0 1,037.5263
I_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.80% TSQNSELNNMQDLVEDYKK 248 266 30.3 25.0 30.3 0 1 0 2,272.0400
I_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.80% TAAENDFVTLK 276 286 60.0 28.5 47.1 2 0 0 1,208.6158
I_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.80% TAAENDFVTLKK 276 287 42.4 26.7 33.4 2 0 0 1,336.7108
I_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.80% NLDLDSIIAEVK 342 353 77.8 27.5 64.4 2 0 0 1,329.7262
I_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.80% YEELQVTVGR 375 384 65.2 28.3 54.1 2 0 0 1,193.6161
I_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.80% IEISELNR 394 401 46.6 26.9 16.3 2 0 0 973.5313
I_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.80% NVQDAIADAEQR 419 430 82.1 25.8 74.5 2 0 0 1,329.6394
I_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.80% NKLNDLEEALQQAK 440 453 42.1 27.6 33.5 0 1 0 1,613.8495
I_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.80% LNDLEEALQQAK 442 453 52.7 27.5 43.4 2 0 0 1,371.7116
I_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 17 18.80% LLRDYQELMNVK 459 470 26.9 27.5 24.1 0 1 0 1,537.8045
I_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 12.10% FLEQQNQVLQTK 198 209 62.6 28.6 49.8 2 0 0 1,475.7854
I_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 12.10% YLDGLTAER 239 247 56.8 26.6 41.8 2 0 0 1,037.5263
I_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 12.10% TSQNSELNNMQDLVEDYKK 248 266 31.4 25.0 31.4 0 1 0 2,272.0400
I_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 12.10% TAAENDFVTLK 276 286 21.7 28.4 7.9 1 0 0 1,208.6158
I_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 12.10% NLDLDSIIAEVK 342 353 75.1 28.7 55.1 2 0 0 1,329.7262
I_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 12.10% NKLNDLEEALQQAK 440 453 30.6 27.5 18.1 0 2 0 1,613.8495
I_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 12.10% LNDLEEALQQAK 442 453 38.2 27.6 28.6 1 0 0 1,371.7116
I_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.60% TLNNKFASFIDK 184 195 17.9 27.8 12.8 0 1 0 1,397.7424
I_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.60% FASFIDKVR 189 197 45.6 26.9 23.2 2 0 0 1,082.5993
I_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.60% FLEQQNQVLQTK 198 209 74.7 28.6 53.0 2 1 0 1,475.7854



I_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.60% YLDGLTAER 239 247 59.0 26.2 47.1 2 0 0 1,037.5263
I_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.60% TSQNSELNNMQDLVEDYKK 248 266 16.4 25.0 15.5 0 1 0 2,272.0400
I_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.60% TAAENDFVTLK 276 286 27.4 28.4 23.8 1 0 0 1,208.6158
I_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.60% TAAENDFVTLKK 276 287 35.9 26.7 31.1 2 0 0 1,336.7108
I_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.60% IEISELNR 394 401 45.9 27.8 23.0 2 0 0 973.5313
I_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% FLEQQNQVLQTK 198 209 62.7 28.6 50.7 2 0 0 1,475.7854
I_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% YLDGLTAER 239 247 56.3 26.3 44.3 2 0 0 1,037.5263
I_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% TSQNSELNNMQDLVEDYKK 248 266 30.0 25.0 30.0 0 1 0 2,272.0400
I_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% TAAENDFVTLKK 276 287 45.7 27.3 38.7 1 0 0 1,336.7108
I_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% YEELQVTVGR 375 384 46.2 27.7 38.7 2 0 0 1,193.6161
I_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% IEISELNR 394 401 41.6 26.9 28.3 1 0 0 973.5313
I_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 12.80% NVQDAIADAEQR 419 430 66.7 25.7 49.0 2 0 0 1,329.6394
J_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 3 8.29% FLEQQNQVLQTK 198 209 57.5 28.3 44.7 2 0 0 1,475.7854
J_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 3 8.29% TAAENDFVTLK 276 286 33.5 28.7 30.1 1 0 0 1,208.6158
J_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 3 8.29% YEELQVTVGR 375 384 39.5 27.9 32.5 1 0 0 1,193.6161
J_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 3 8.29% IEISELNR 394 401 48.7 28.8 13.4 2 0 0 973.5313
J_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 3 8.29% LNDLEEALQQAK 442 453 32.6 27.3 29.5 1 0 0 1,371.7116
J_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 6.89% FLEQQNQVLQTK 198 209 76.1 28.2 51.0 2 0 0 1,475.7854
J_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 6.89% YLDGLTAER 239 247 49.1 27.2 36.1 1 0 0 1,037.5263
J_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 6.89% TAAENDFVTLK 276 286 26.0 28.7 20.2 1 0 0 1,208.6158
J_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 6.89% LNDLEEALQQAK 442 453 64.5 27.7 53.4 2 0 0 1,371.7116
J_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 8.14% YLDGLTAER 239 247 33.4 26.7 31.5 1 0 0 1,037.5263
J_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 8.14% TAAENDFVTLK 276 286 38.0 27.9 30.7 1 0 0 1,208.6158
J_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 8.14% IEISELNR 394 401 48.6 28.7 18.8 2 0 0 973.5313
J_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 8.14% NVQDAIADAEQR 419 430 56.5 26.1 48.5 2 0 0 1,329.6394
J_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 8.14% LNDLEEALQQAK 442 453 58.7 27.7 49.5 2 0 0 1,371.7116
J_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.92% FLEQQNQVLQTK 198 209 74.9 27.9 66.9 2 0 0 1,475.7854
J_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.92% TAAENDFVTLK 276 286 49.2 28.0 39.0 2 0 0 1,208.6158
J_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.92% YEELQVTVGR 375 384 56.5 28.0 48.6 1 0 0 1,193.6161
J_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.92% NVQDAIADAEQR 419 430 62.0 26.0 53.7 2 0 0 1,329.6394
J_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.92% LNDLEEALQQAK 442 453 36.7 27.4 28.9 2 0 0 1,371.7116
J_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% FLEQQNQVLQTK 198 209 76.7 28.2 65.0 2 0 0 1,475.7854
J_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% TAAENDFVTLK 276 286 66.6 28.0 59.9 1 0 0 1,208.6158
J_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% IEISELNR 394 401 26.9 28.9 11.2 1 0 0 973.5313
J_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% NVQDAIADAEQR 419 430 36.3 25.5 27.7 2 0 0 1,329.6394
J_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% LNDLEEALQQAK 442 453 68.4 27.6 58.4 2 0 0 1,371.7116
J_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% FLEQQNQVLQTK 198 209 67.9 28.3 55.2 2 0 0 1,475.7854
J_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% YLDGLTAER 239 247 45.5 26.8 36.9 2 0 0 1,037.5263
J_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% TAAENDFVTLK 276 286 73.5 28.0 63.1 2 0 0 1,208.6158
J_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% NLDLDSIIAEVK 342 353 71.5 27.6 47.9 2 0 0 1,329.7262
J_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% IEISELNR 394 401 41.9 28.6 24.6 2 0 0 973.5313
J_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% LNDLEEALQQAK 442 453 70.5 27.7 63.5 2 0 0 1,371.7116
J_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% FLEQQNQVLQTK 198 209 70.4 28.1 55.3 2 0 0 1,475.7854
J_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% TAAENDFVTLK 276 286 54.5 28.7 45.9 2 0 0 1,208.6158
J_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% TAAENDFVTLKK 276 287 21.4 26.8 21.3 1 0 0 1,336.7108
J_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% NLDLDSIIAEVK 342 353 74.1 27.5 58.8 2 0 0 1,329.7262
J_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% IEISELNR 394 401 52.1 28.7 19.9 2 0 0 973.5313
J_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% LNDLEEALQQAK 442 453 69.2 27.4 56.1 2 0 0 1,371.7116
J_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 11.00% FLEQQNQVLQTK 198 209 64.3 28.1 48.2 3 0 0 1,475.7854
J_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 11.00% TAAENDFVTLK 276 286 53.7 28.5 47.5 2 0 0 1,208.6158
J_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 11.00% TAAENDFVTLKK 276 287 40.8 27.3 35.7 2 0 0 1,336.7108
J_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 11.00% NLDLDSIIAEVK 342 353 75.7 27.6 56.1 2 0 0 1,329.7262
J_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 11.00% YEELQVTVGR 375 384 72.6 27.9 61.1 1 0 0 1,193.6161
J_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 11.00% NVQDAIADAEQR 419 430 77.4 25.5 74.1 2 0 0 1,329.6394
J_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 11 11.00% LNDLEEALQQAK 442 453 56.6 27.7 39.5 2 0 0 1,371.7116
J_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.00% FLEQQNQVLQTK 198 209 58.8 28.2 45.3 2 0 0 1,475.7854
J_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.00% YLDGLTAER 239 247 55.8 26.8 44.4 2 0 0 1,037.5263
J_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.00% TSQNSELNNMQDLVEDYKK 248 266 22.9 25.0 22.9 0 1 0 2,272.0400
J_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.00% TAAENDFVTLK 276 286 33.8 28.7 26.9 1 0 0 1,208.6158
J_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.00% TAAENDFVTLKK 276 287 39.3 27.3 36.3 2 0 0 1,336.7108
J_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.00% NLDLDSIIAEVK 342 353 73.2 27.6 54.2 1 0 0 1,329.7262
J_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.00% IEISELNR 394 401 52.2 28.7 26.4 3 0 0 973.5313
J_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.00% NVQDAIADAEQR 419 430 80.2 25.5 68.5 2 0 0 1,329.6394
J_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 15.00% LNDLEEALQQAK 442 453 60.3 27.6 41.5 2 0 0 1,371.7116
J_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 15 15.20% FASFIDKVR 189 197 27.1 27.0 18.5 1 0 0 1,082.5993
J_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 15 15.20% FLEQQNQVLQTK 198 209 73.3 28.2 63.1 4 0 0 1,475.7854
J_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 15 15.20% YLDGLTAER 239 247 52.1 26.7 42.3 2 0 0 1,037.5263
J_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 15 15.20% TAAENDFVTLKK 276 287 35.4 27.2 26.4 2 0 0 1,336.7108
J_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 15 15.20% NLDLDSIIAEVK 342 353 75.8 27.6 58.9 2 0 0 1,329.7262
J_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 15 15.20% IEISELNR 394 401 50.7 28.6 21.0 3 0 0 973.5313
J_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 15 15.20% NVQDAIADAEQR 419 430 66.1 25.4 62.4 2 0 0 1,329.6394
J_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 15 15.20% NKLNDLEEALQQAK 440 453 22.5 27.6 15.9 0 1 0 1,613.8495
J_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 15 15.20% LNDLEEALQQAK 442 453 63.3 27.3 47.0 2 0 0 1,371.7116
J_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 9 15 15.20% DYQELMNVK 462 470 32.6 26.5 12.9 3 0 0 1,139.5402
J_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 11.60% FLEQQNQVLQTK 198 209 92.3 28.0 73.2 2 0 0 1,475.7854
J_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 11.60% TAAENDFVTLK 276 286 67.4 28.0 56.8 2 0 0 1,208.6158
J_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 11.60% YEELQVTVGR 375 384 79.6 27.6 63.0 2 0 0 1,193.6161
J_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 11.60% IEISELNR 394 401 51.5 28.6 25.1 2 0 0 973.5313
J_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 11.60% NVQDAIADAEQR 419 430 73.6 25.9 67.3 2 0 0 1,329.6394
J_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 11.60% LNDLEEALQQAK 442 453 41.6 27.7 32.8 2 0 0 1,371.7116
J_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 11.60% DYQELMNVK 462 470 28.3 25.2 10.2 2 0 0 1,155.5352
J_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.86% FLEQQNQVLQTK 198 209 82.7 27.9 75.5 2 0 0 1,475.7854
J_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.86% YEELQVTVGR 375 384 82.8 27.6 72.3 2 0 0 1,193.6161
J_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.86% IEISELNR 394 401 56.8 28.6 17.3 2 0 0 973.5313
J_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.86% NVQDAIADAEQR 419 430 79.3 26.0 71.0 2 0 0 1,329.6394
J_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.86% LNDLEEALQQAK 442 453 59.8 27.3 49.2 2 0 0 1,371.7116
J_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.86% DYQELMNVK 462 470 21.3 25.1 11.0 1 0 0 1,155.5352
J_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 16.70% FLEQQNQVLQTK 198 209 81.9 28.3 67.7 4 1 0 1,475.7854
J_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 16.70% YLDGLTAER 239 247 57.2 27.5 44.2 2 0 0 1,037.5263
J_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 16.70% TSQNSELNNMQDLVEDYKK 248 266 33.3 25.0 30.2 0 1 0 2,272.0400
J_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 16.70% TAAENDFVTLK 276 286 47.9 28.0 30.0 2 0 0 1,208.6158
J_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 16.70% NLDLDSIIAEVK 342 353 73.8 27.6 58.8 2 0 0 1,329.7262
J_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 16.70% YEELQVTVGR 375 384 76.2 27.6 65.4 2 0 0 1,193.6161
J_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 16.70% IEISELNR 394 401 47.4 28.6 20.0 3 0 0 973.5313
J_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 16.70% NVQDAIADAEQR 419 430 85.5 26.0 80.3 2 0 0 1,329.6394
J_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 16.70% NKLNDLEEALQQAK 440 453 25.3 27.3 18.1 0 1 0 1,613.8495
J_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 13.80% FLEQQNQVLQTK 198 209 72.4 28.3 56.6 6 0 0 1,475.7854
J_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 13.80% YLDGLTAER 239 247 50.7 27.2 37.2 2 0 0 1,037.5263
J_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 13.80% TAAENDFVTLK 276 286 53.6 28.0 40.0 2 0 0 1,208.6158
J_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 13.80% NLDLDSIIAEVK 342 353 75.9 27.5 63.1 2 0 0 1,329.7262
J_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 13.80% YEELQVTVGR 375 384 78.2 27.6 70.4 2 0 0 1,193.6161
J_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 13.80% IEISELNR 394 401 51.6 28.7 27.2 4 0 0 973.5313
J_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 13.80% NVQDAIADAEQR 419 430 74.5 25.5 59.1 2 0 0 1,329.6394
J_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 13.80% NKLNDLEEALQQAK 440 453 43.3 27.4 31.1 0 2 0 1,613.8495
J_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 13.80% LNDLEEALQQAK 442 453 67.2 27.3 44.3 2 0 0 1,371.7116
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% STSSFSCLSR 36 45 18.5 25.0 18.5 1 0 0 1,131.5098
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% FASFIDKVR 189 197 35.1 26.5 9.0 2 0 0 1,082.5993
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% FLEQQNQVLQTK 198 209 91.7 28.1 80.9 5 1 0 1,475.7854
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% YLDGLTAER 239 247 56.0 27.3 44.5 2 0 0 1,037.5263
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% TSQNSELNNMQDLVEDYKK 248 266 32.6 25.1 27.5 0 1 0 2,272.0400
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% TAAENDFVTLK 276 286 45.9 28.7 33.4 1 0 0 1,208.6158
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% TAAENDFVTLKK 276 287 38.4 27.3 36.5 2 0 0 1,336.7108



J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% NLDLDSIIAEVK 342 353 79.6 27.6 62.1 2 0 0 1,329.7262
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% YEELQVTVGR 375 384 68.4 28.1 56.7 1 0 0 1,193.6161
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% IEISELNR 394 401 38.4 28.7 13.7 2 0 0 973.5313
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% NVQDAIADAEQR 419 430 74.8 25.5 64.0 2 0 0 1,329.6394
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% NKLNDLEEALQQAK 440 453 36.1 27.5 25.0 2 2 0 1,613.8495
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% LNDLEEALQQAK 442 453 70.1 27.7 53.1 2 0 0 1,371.7116
J_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 12 13 21 21.30% DYQELMNVK 462 470 20.3 26.5 10.6 1 0 0 1,139.5402
J_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 10.20% FLEQQNQVLQTK 198 209 68.4 28.1 57.6 3 0 0 1,475.7854
J_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 10.20% YLDGLTAER 239 247 60.7 27.2 49.2 2 0 0 1,037.5263
J_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 10.20% TAAENDFVTLK 276 286 48.7 28.0 37.9 2 0 0 1,208.6158
J_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 10.20% TAAENDFVTLKK 276 287 26.5 27.3 17.2 1 0 0 1,336.7108
J_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 10.20% YEELQVTVGR 375 384 73.0 27.6 56.8 2 0 0 1,193.6161
J_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 10.20% IEISELNR 394 401 42.6 28.7 23.0 2 0 0 973.5313
J_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 10.20% NKLNDLEEALQQAK 440 453 26.5 27.4 26.5 1 1 0 1,613.8495
J_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 11 10.20% LNDLEEALQQAK 442 453 75.8 27.6 59.0 2 0 0 1,371.7116
J_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 12.10% FLEQQNQVLQTK 198 209 76.2 28.2 58.2 2 0 0 1,475.7854
J_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 12.10% YLDGLTAER 239 247 56.1 27.2 43.3 2 0 0 1,037.5263
J_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 12.10% TAAENDFVTLK 276 286 34.1 28.3 19.6 1 0 0 1,208.6158
J_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 12.10% TAAENDFVTLKK 276 287 28.3 27.1 20.4 2 0 0 1,336.7108
J_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 12.10% YEELQVTVGR 375 384 58.9 27.9 50.5 2 0 0 1,193.6161
J_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 12.10% IEISELNR 394 401 60.0 28.8 30.3 2 0 0 973.5313
J_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 12.10% NVQDAIADAEQR 419 430 54.3 25.6 46.5 2 0 0 1,329.6394
J_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 12.10% NKLNDLEEALQQAK 440 453 27.7 27.5 16.4 0 1 0 1,613.8495
J_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 12.10% LNDLEEALQQAK 442 453 75.9 27.7 54.6 2 0 0 1,371.7116
K_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 11.00% FLEQQNQVLQTK 198 209 73.5 28.6 54.4 2 0 0 1,475.7854
K_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 11.00% TAAENDFVTLK 276 286 33.0 28.1 17.1 1 0 0 1,208.6158
K_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 11.00% YEELQVTVGR 375 384 39.9 27.7 33.8 2 0 0 1,193.6161
K_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 11.00% IEISELNR 394 401 41.4 26.9 20.7 2 0 0 973.5313
K_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 11.00% AAFGGSGGRGSSSGGGYSSGSSSYGSGGR 516 544 63.0 25.0 63.0 0 2 0 2,501.0672
K_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.42% FLEQQNQVLQTK 198 209 76.6 28.6 64.7 2 0 0 1,475.7854
K_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.42% TAAENDFVTLK 276 286 33.5 28.4 30.5 1 0 0 1,208.6158
K_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.42% YEELQVTVGR 375 384 50.8 28.1 44.4 2 0 0 1,193.6161
K_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.42% IEISELNR 394 401 40.9 26.9 24.2 2 0 0 973.5313
K_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 3.13% FASFIDKVR 189 197 21.5 27.0 9.9 1 0 0 1,082.5993
K_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 3.13% TAAENDFVTLK 276 286 39.3 28.4 26.3 1 0 0 1,208.6158
K_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 8.76% FLEQQNQVLQTK 198 209 86.1 28.6 73.6 2 0 0 1,475.7854
K_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 8.76% TAAENDFVTLK 276 286 49.7 28.5 42.3 2 0 0 1,208.6158
K_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 8.76% TAAENDFVTLKK 276 287 29.9 27.0 26.8 1 0 0 1,336.7108
K_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 8.76% NLDLDSIIAEVK 342 353 69.6 27.6 60.3 1 0 0 1,329.7262
K_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 8.76% IEISELNR 394 401 56.8 26.9 22.9 2 0 0 973.5313
K_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 8.76% NVQDAIADAEQR 419 430 41.0 25.5 38.3 1 0 0 1,329.6394
K_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% FASFIDKVR 189 197 28.7 27.0 2.4 1 0 0 1,082.5993
K_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% FLEQQNQVLQTK 198 209 82.0 28.6 65.1 2 0 0 1,475.7854
K_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% TAAENDFVTLK 276 286 55.7 28.3 51.3 2 0 0 1,208.6158
K_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% NLDLDSIIAEVK 342 353 73.6 27.7 55.6 2 0 0 1,329.7262
K_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 8.76% NVQDAIADAEQR 419 430 75.8 25.8 62.1 2 0 0 1,329.6394
K_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 8.76% TAAENDFVTLK 276 286 58.2 28.5 40.1 2 0 0 1,208.6158
K_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 8.76% TAAENDFVTLKK 276 287 36.6 26.8 32.2 2 0 0 1,336.7108
K_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 8.76% NLDLDSIIAEVK 342 353 70.5 27.7 56.4 1 0 0 1,329.7262
K_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 8.76% IEISELNR 394 401 37.6 26.9 4.2 2 0 0 973.5313
K_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 8.76% NVQDAIADAEQR 419 430 72.3 25.7 65.7 2 0 0 1,329.6394
K_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 8.76% LNDLEEALQQAK 442 453 84.6 27.5 58.5 2 0 0 1,371.7116
K_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.20% FLEQQNQVLQTK 198 209 78.7 28.6 62.7 2 1 0 1,475.7854
K_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.20% TAAENDFVTLK 276 286 67.0 28.4 55.1 2 0 0 1,208.6158
K_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.20% TAAENDFVTLKK 276 287 32.9 27.1 25.5 1 0 0 1,336.7108
K_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.20% IEISELNR 394 401 38.4 28.8 16.4 2 0 0 973.5313
K_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.20% NVQDAIADAEQR 419 430 72.4 25.8 67.6 2 0 0 1,329.6394
K_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.20% LNDLEEALQQAK 442 453 80.4 27.6 55.1 2 0 0 1,371.7116
K_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 10.20% DYQELMNVK 462 470 18.3 25.0 13.2 1 0 0 1,155.5352
K_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% FLEQQNQVLQTK 198 209 82.5 28.6 63.6 2 0 0 1,475.7854
K_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% TAAENDFVTLK 276 286 52.5 28.1 43.3 1 0 0 1,208.6158
K_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% YEELQVTVGR 375 384 51.8 27.7 38.8 2 0 0 1,193.6161
K_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% IEISELNR 394 401 30.6 28.8 14.6 2 0 0 973.5313
K_17 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.29% NVQDAIADAEQR 419 430 53.1 25.6 38.9 2 0 0 1,329.6394
K_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 7.98% FASFIDKVR 189 197 35.4 27.0 4.2 2 0 0 1,082.5993
K_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 7.98% FLEQQNQVLQTK 198 209 73.7 28.1 54.2 2 0 0 1,475.7854
K_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 7.98% YEELQVTVGR 375 384 55.2 28.0 43.4 2 0 0 1,193.6161
K_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 7.98% IEISELNR 394 401 37.9 28.9 14.4 2 0 0 973.5313
K_18 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 7.98% NVQDAIADAEQR 419 430 58.2 25.4 51.3 2 0 0 1,329.6394
K_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 17 15.30% FASFIDKVR 189 197 40.4 27.0 7.3 2 0 0 1,082.5993
K_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 17 15.30% FLEQQNQVLQTK 198 209 79.8 28.3 64.4 2 0 0 1,475.7854
K_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 17 15.30% YLDGLTAER 239 247 44.0 27.2 29.4 2 0 0 1,037.5263
K_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 17 15.30% TAAENDFVTLK 276 286 40.0 28.3 35.1 2 0 0 1,208.6158
K_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 17 15.30% TAAENDFVTLKK 276 287 52.1 27.1 44.5 2 0 0 1,336.7108
K_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 17 15.30% NLDLDSIIAEVK 342 353 79.7 27.6 58.5 1 0 0 1,329.7262
K_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 17 15.30% YEELQVTVGR 375 384 65.5 27.7 51.6 2 0 0 1,193.6161
K_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 17 15.30% IEISELNR 394 401 47.3 28.8 22.0 2 0 0 973.5313
K_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 17 15.30% NVQDAIADAEQR 419 430 78.9 25.8 69.5 2 0 0 1,329.6394
K_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 17 15.30% NKLNDLEEALQQAK 440 453 36.9 27.4 31.2 1 2 0 1,613.8495
K_19 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 10 17 15.30% LNDLEEALQQAK 442 453 31.7 27.3 20.5 1 0 0 1,371.7116
K_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.30% FASFIDKVR 189 197 48.1 27.0 24.0 2 0 0 1,082.5993
K_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.30% YLDGLTAER 239 247 46.8 27.2 34.7 2 0 0 1,037.5263
K_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.30% TAAENDFVTLK 276 286 68.6 28.5 61.9 2 0 0 1,208.6158
K_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.30% TAAENDFVTLKK 276 287 33.7 26.8 28.2 1 0 0 1,336.7108
K_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.30% NLDLDSIIAEVK 342 353 67.2 27.6 57.8 1 0 0 1,329.7262
K_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.30% YEELQVTVGR 375 384 66.2 27.9 51.4 2 0 0 1,193.6161
K_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.30% IEISELNR 394 401 45.7 28.8 25.4 2 0 0 973.5313
K_20 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.30% NVQDAIADAEQR 419 430 60.1 25.5 52.0 1 0 0 1,329.6394
K_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.60% FLEQQNQVLQTK 198 209 86.8 28.6 68.3 4 2 0 1,475.7854
K_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.60% YLDGLTAER 239 247 53.6 26.1 37.6 2 0 0 1,037.5263
K_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.60% TAAENDFVTLK 276 286 54.5 28.4 42.4 2 0 0 1,208.6158
K_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.60% TAAENDFVTLKK 276 287 47.4 26.8 40.5 2 0 0 1,336.7108
K_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.60% NLDLDSIIAEVK 342 353 73.3 27.7 57.9 1 0 0 1,329.7262
K_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.60% IEISELNR 394 401 51.4 27.9 25.4 2 0 0 973.5313
K_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.60% LNDLEEALQQAK 442 453 67.8 27.6 51.8 2 0 0 1,371.7116
K_21 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.60% DYQELMNVK 462 470 22.0 25.1 12.5 1 0 0 1,155.5352
K_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 7.98% FASFIDKVR 189 197 37.8 27.0 15.1 2 0 0 1,082.5993
K_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 7.98% FLEQQNQVLQTK 198 209 65.5 28.2 53.8 2 0 0 1,475.7854
K_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 7.98% TAAENDFVTLK 276 286 23.0 28.5 10.8 2 0 0 1,208.6158
K_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 7.98% TAAENDFVTLKK 276 287 30.2 27.2 26.6 2 0 0 1,336.7108
K_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 7.98% YEELQVTVGR 375 384 66.4 28.0 53.5 2 0 0 1,193.6161
K_22 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 7.98% IEISELNR 394 401 27.7 28.8 8.6 1 0 0 973.5313
K_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% FLEQQNQVLQTK 198 209 91.2 28.6 74.1 2 1 0 1,475.7854
K_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% YLDGLTAER 239 247 44.4 26.1 34.3 2 0 0 1,037.5263
K_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% TAAENDFVTLK 276 286 63.1 28.4 49.2 2 0 0 1,208.6158
K_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% NLDLDSIIAEVK 342 353 77.4 27.7 57.8 2 0 0 1,329.7262
K_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% IEISELNR 394 401 42.6 26.9 23.6 2 0 0 973.5313
K_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% NKLNDLEEALQQAK 440 453 37.1 27.5 29.6 0 2 0 1,613.8495
K_23 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 10.30% LNDLEEALQQAK 442 453 64.5 27.6 47.5 2 0 0 1,371.7116
K_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% FLEQQNQVLQTK 198 209 73.9 28.3 55.3 2 0 0 1,475.7854
K_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% YLDGLTAER 239 247 43.8 27.2 32.4 1 0 0 1,037.5263
K_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% TSQNSELNNMQDLVEDYKK 248 266 19.1 25.0 19.1 0 1 0 2,272.0400



K_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% TAAENDFVTLK 276 286 61.7 28.4 51.0 2 0 0 1,208.6158
K_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% TAAENDFVTLKK 276 287 46.2 27.1 43.1 2 0 0 1,336.7108
K_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% IEISELNR 394 401 37.2 26.9 10.6 1 0 0 973.5313
K_24 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% LNDLEEALQQAK 442 453 68.4 27.4 50.0 2 0 0 1,371.7116
L_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 16.00% STSSFSCLSR 36 45 24.4 25.0 18.5 1 0 0 1,131.5098
L_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 16.00% FLEQQNQVLQTK 198 209 71.1 28.1 55.3 2 0 0 1,475.7854
L_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 16.00% YLDGLTAER 239 247 48.8 27.2 39.7 2 0 0 1,037.5263
L_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 16.00% TSQNSELNNMQDLVEDYKK 248 266 26.3 25.0 26.3 0 1 0 2,272.0400
L_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 16.00% TAAENDFVTLK 276 286 31.2 28.7 21.5 1 0 0 1,208.6158
L_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 16.00% DVDNAYMIK 288 296 30.4 25.0 23.9 1 0 0 1,084.4981
L_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 16.00% IEISELNR 394 401 29.6 28.7 10.9 1 0 0 973.5313
L_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 16.00% NVQDAIADAEQR 419 430 81.7 25.5 79.0 2 0 0 1,329.6394
L_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 10 16.00% LNDLEEALQQAK 442 453 59.2 27.6 46.4 2 0 0 1,371.7116
L_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 5.48% FLEQQNQVLQTK 198 209 78.1 28.3 65.7 2 0 0 1,475.7854
L_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 5.48% TAAENDFVTLK 276 286 41.2 28.5 35.8 1 0 0 1,208.6158
L_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 5.48% NVQDAIADAEQR 419 430 43.5 25.8 43.5 1 0 0 1,329.6394
L_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 11.60% FLEQQNQVLQTK 198 209 57.2 28.2 41.0 2 0 0 1,475.7854
L_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 11.60% YLDGLTAER 239 247 38.1 27.2 26.7 1 0 0 1,037.5263
L_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 11.60% TSQNSELNNMQDLVEDYKK 248 266 23.4 25.0 23.4 0 1 0 2,272.0400
L_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 11.60% YEELQVTVGR 375 384 51.5 27.7 42.8 2 0 0 1,193.6161
L_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 11.60% NVQDAIADAEQR 419 430 56.7 25.5 53.6 2 0 0 1,329.6394
L_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 11.60% LALDVEIATYRK 471 482 26.1 25.0 21.8 0 1 0 1,391.7894
L_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 10.30% FLEQQNQVLQTK 198 209 72.7 28.2 57.8 2 0 0 1,475.7854
L_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 10.30% TSQNSELNNMQDLVEDYKK 248 266 14.9 25.0 14.9 0 1 0 2,272.0400
L_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 10.30% TAAENDFVTLK 276 286 33.0 28.7 29.4 1 0 0 1,208.6158
L_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 10.30% NLDLDSIIAEVK 342 353 42.2 27.5 36.4 1 0 0 1,329.7262
L_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 5 10.30% NVQDAIADAEQR 419 430 66.1 25.5 63.1 2 0 0 1,329.6394
L_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 5.48% FLEQQNQVLQTK 198 209 49.9 28.0 39.3 2 0 0 1,475.7854
L_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 5.48% TAAENDFVTLK 276 286 32.6 28.7 20.4 2 0 0 1,208.6158
L_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 4 5.48% NVQDAIADAEQR 419 430 60.1 26.3 53.8 2 0 0 1,329.6394
L_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% FLEQQNQVLQTK 198 209 67.8 28.1 54.3 2 0 0 1,475.7854
L_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% YLDGLTAER 239 247 53.8 27.2 41.8 2 0 0 1,037.5263
L_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% TSQNSELNNMQDLVEDYKK 248 266 23.9 25.0 23.9 0 1 0 2,272.0400
L_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.14% NVQDAIADAEQR 419 430 62.0 26.1 56.9 2 0 0 1,329.6394
L_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.45% FLEQQNQVLQTK 198 209 72.1 28.1 57.6 2 0 0 1,475.7854
L_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.45% TSQNSELNNMQDLVEDYKK 248 266 23.0 25.0 23.0 0 2 0 2,272.0400
L_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.45% TAAENDFVTLK 276 286 53.6 28.5 39.8 2 0 0 1,208.6158
L_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.45% NVQDAIADAEQR 419 430 61.0 25.5 51.7 2 0 0 1,329.6394
L_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 7.36% FLEQQNQVLQTK 198 209 70.2 28.4 53.9 2 0 0 1,475.7854
L_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 7.36% TAAENDFVTLK 276 286 43.7 28.0 35.3 1 0 0 1,208.6158
L_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 7.36% NLDLDSIIAEVK 342 353 65.9 27.6 52.5 2 0 0 1,329.7262
L_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 7.36% LALDVEIATYR 471 481 68.4 27.6 39.4 2 0 0 1,263.6944
L_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 7.36% LALDVEIATYRK 471 482 23.0 25.0 20.2 0 2 0 1,391.7894
M_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 8.76% FLEQQNQVLQTK 198 209 83.5 28.1 69.8 2 0 0 1,475.7854
M_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 8.76% TAAENDFVTLK 276 286 51.0 28.7 37.1 2 0 0 1,208.6158
M_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 8.76% NVQDAIADAEQR 419 430 78.8 25.5 76.1 2 0 0 1,329.6394
M_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 8.76% LNDLEEALQQAK 442 453 47.2 27.7 33.9 2 0 0 1,371.7116
M_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 8.76% DYQELMNVK 462 470 31.7 25.5 17.3 2 0 0 1,155.5352
M_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.76% GFSSGSAVVSGGSR 21 34 80.1 26.3 65.2 2 0 0 1,254.6072
M_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.76% FLEQQNQVLQTK 198 209 57.4 28.3 49.1 2 0 0 1,475.7854
M_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.76% YEELQVTVGR 375 384 41.3 28.1 33.1 1 0 0 1,193.6161
M_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.76% IEISELNR 394 401 43.1 28.8 24.1 2 0 0 973.5313
M_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.76% NVQDAIADAEQR 419 430 56.4 25.5 52.5 1 0 0 1,329.6394
M_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 5.48% FLEQQNQVLQTK 198 209 79.1 28.1 67.8 2 0 0 1,475.7854
M_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 5.48% TAAENDFVTLK 276 286 31.7 28.5 23.4 1 0 0 1,208.6158
M_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 5.48% NVQDAIADAEQR 419 430 51.3 25.5 51.3 1 0 0 1,329.6394
M_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.89% FLEQQNQVLQTK 198 209 71.1 28.6 62.9 2 0 0 1,475.7854
M_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.89% IEISELNR 394 401 48.6 26.9 13.7 2 0 0 973.5313
M_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.89% NVQDAIADAEQR 419 430 82.4 25.7 66.8 2 0 0 1,329.6394
M_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.89% LALDVEIATYRK 471 482 36.2 25.2 32.0 1 0 0 1,391.7894
M_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.82% FLEQQNQVLQTK 198 209 58.1 28.2 45.3 2 0 0 1,475.7854
M_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.82% DVDNAYMIK 288 296 23.7 25.0 16.8 1 0 0 1,084.4981
M_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.82% IEISELNR 394 401 42.0 28.8 11.4 2 0 0 973.5313
M_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.82% NVQDAIADAEQR 419 430 61.4 25.4 52.7 2 0 0 1,329.6394
M_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.82% DYQELMNVK 462 470 25.4 25.1 13.5 1 0 0 1,155.5352
M_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.40% GFSSGSAVVSGGSR 21 34 63.1 26.5 42.9 2 0 0 1,254.6072
M_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.40% STSSFSCLSR 36 45 47.0 25.0 47.0 2 0 0 1,131.5098
M_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.40% FLEQQNQVLQTK 198 209 59.0 28.6 49.4 2 0 0 1,475.7854
M_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.40% TSQNSELNNMQDLVEDYKK 248 266 30.2 25.0 30.2 0 2 0 2,272.0400
M_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.40% TAAENDFVTLKK 276 287 41.4 27.3 38.3 2 0 0 1,336.7108
M_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.40% YEELQVTVGR 375 384 35.0 28.0 22.7 1 0 0 1,193.6161
M_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.40% IEISELNR 394 401 32.6 26.9 11.6 2 0 0 973.5313
M_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.40% DYQELMNVK 462 470 33.2 25.0 20.8 2 0 0 1,155.5352
M_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 13 16.40% LALDVEIATYR 471 481 68.1 27.6 38.7 2 0 0 1,263.6944
M_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 9 11.10% FLEQQNQVLQTK 198 209 69.2 28.4 50.9 2 0 0 1,475.7854
M_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 9 11.10% TSQNSELNNMQDLVEDYKK 248 266 47.1 25.0 43.9 0 2 0 2,272.0400
M_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 9 11.10% TAAENDFVTLK 276 286 46.8 28.2 41.9 2 0 0 1,208.6158
M_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 9 11.10% IEISELNR 394 401 46.5 26.9 18.5 2 0 0 973.5313
M_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 9 11.10% DYQELMNVK 462 470 25.2 26.3 14.3 1 0 0 1,139.5402
M_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 9 11.10% LALDVEIATYR 471 481 64.2 27.7 36.4 2 0 0 1,263.6944
M_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 6 9 11.10% LALDVEIATYRK 471 482 50.7 25.1 46.5 1 1 0 1,391.7894
M_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 14.60% FLEQQNQVLQTK 198 209 66.7 28.6 49.6 2 0 0 1,475.7854
M_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 14.60% YLDGLTAER 239 247 60.8 27.2 50.0 2 0 0 1,037.5263
M_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 14.60% TSQNSELNNMQDLVEDYKK 248 266 37.8 25.0 37.8 0 1 0 2,272.0400
M_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 14.60% TAAENDFVTLK 276 286 68.8 28.1 57.5 2 0 0 1,208.6158
M_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 14.60% DVDNAYMIK 288 296 33.0 25.0 27.5 2 0 0 1,084.4981
M_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 14.60% LNDLEEALQQAK 442 453 45.2 27.3 36.8 1 0 0 1,371.7116
M_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 14.60% DYQELMNVK 462 470 35.8 25.0 21.2 1 0 0 1,155.5352
M_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 14.60% LALDVEIATYR 471 481 63.8 27.7 36.2 2 0 0 1,263.6944
M_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 12 14.60% LALDVEIATYRK 471 482 24.4 25.2 16.2 0 1 0 1,391.7894
M_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% FLEQQNQVLQTK 198 209 78.1 28.2 59.4 2 0 0 1,475.7854
M_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% TSQNSELNNMQDLVEDYKK 248 266 23.2 25.0 23.2 0 2 0 2,272.0400
M_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% TAAENDFVTLK 276 286 36.0 28.4 29.6 1 0 0 1,208.6158
M_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% NLDLDSIIAEVK 342 353 61.6 27.9 53.7 1 0 0 1,329.7262
M_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% DYQELMNVK 462 470 30.6 25.0 18.7 2 0 0 1,155.5352
M_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.60% LALDVEIATYR 471 481 57.0 27.5 29.1 2 0 0 1,263.6944
M_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 10.30% FLEQQNQVLQTK 198 209 66.2 28.6 50.3 2 0 0 1,475.7854
M_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 10.30% TSQNSELNNMQDLVEDYKK 248 266 40.9 25.0 40.9 0 2 0 2,272.0400
M_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 10.30% TAAENDFVTLK 276 286 38.8 28.3 32.3 1 0 0 1,208.6158
M_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 10.30% LNDLEEALQQAK 442 453 59.8 27.7 44.5 2 0 0 1,371.7116
M_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 10.30% LALDVEIATYR 471 481 56.7 27.5 31.0 2 0 0 1,263.6944
M_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 10.30% LALDVEIATYRK 471 482 58.3 25.2 48.8 2 0 0 1,391.7894
M_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 12.50% FLEQQNQVLQTK 198 209 76.4 28.6 57.7 2 0 0 1,475.7854
M_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 12.50% YLDGLTAER 239 247 56.3 27.2 45.5 2 0 0 1,037.5263
M_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 12.50% TSQNSELNNMQDLVEDYKK 248 266 47.8 25.0 47.8 0 2 0 2,272.0400
M_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 12.50% TAAENDFVTLK 276 286 50.2 28.1 37.3 2 0 0 1,208.6158
M_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 12.50% IEISELNR 394 401 47.8 26.9 18.3 2 0 0 973.5313
M_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 12.50% DYQELMNVK 462 470 30.2 25.1 21.0 1 0 0 1,155.5352
M_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 12.50% LALDVEIATYR 471 481 58.1 27.8 30.7 2 0 0 1,263.6944
M_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 12.50% LALDVEIATYRK 471 482 47.6 25.2 23.5 2 1 0 1,391.7894
M_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.40% FLEQQNQVLQTK 198 209 76.0 28.6 61.2 2 0 0 1,475.7854
M_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.40% YLDGLTAER 239 247 49.0 26.1 37.0 2 0 0 1,037.5263



M_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.40% TSQNSELNNMQDLVEDYKK 248 266 47.3 25.0 42.9 0 2 0 2,272.0400
M_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.40% TAAENDFVTLK 276 286 52.0 28.4 38.2 2 0 0 1,208.6158
M_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.40% NLDLDSIIAEVK 342 353 75.8 27.7 59.0 2 0 0 1,329.7262
M_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 11.40% YEELQVTVGR 375 384 69.6 28.3 58.7 1 0 0 1,193.6161
N_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.00% FLEQQNQVLQTK 198 209 76.4 27.9 64.6 2 1 0 1,475.7854
N_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.00% YLDGLTAER 239 247 60.7 27.7 48.1 2 0 0 1,037.5263
N_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.00% TAAENDFVTLK 276 286 31.7 28.0 15.6 2 0 0 1,208.6158
N_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.00% TAAENDFVTLKK 276 287 39.6 26.8 30.7 1 0 0 1,336.7108
N_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.00% DVDNAYMIK 288 296 22.3 25.0 22.3 1 0 0 1,084.4981
N_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.00% IEISELNR 394 401 47.0 28.6 20.0 2 0 0 973.5313
N_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.00% NVQDAIADAEQR 419 430 70.5 25.9 64.9 2 0 0 1,329.6394
N_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.00% DYQELMNVK 462 470 30.2 25.4 20.1 2 0 0 1,155.5352
N_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.00% LALDVEIATYRK 471 482 33.7 25.0 31.6 1 0 0 1,391.7894
N_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% STSSFSCLSR 36 45 49.7 25.0 40.9 2 0 0 1,131.5098
N_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% FLEQQNQVLQTK 198 209 62.8 27.9 51.9 2 0 0 1,475.7854
N_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% YLDGLTAER 239 247 62.8 27.6 49.4 1 0 0 1,037.5263
N_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% IEISELNR 394 401 46.5 28.6 20.8 2 0 0 973.5313
N_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% NVQDAIADAEQR 419 430 69.7 26.0 61.7 2 0 0 1,329.6394
N_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% LNDLEEALQQAK 442 453 53.1 27.3 40.2 2 0 0 1,371.7116
N_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.30% DYQELMNVK 462 470 25.3 25.1 13.2 1 0 0 1,155.5352
N_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.10% FLEQQNQVLQTK 198 209 79.2 27.9 66.2 2 0 0 1,475.7854
N_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.10% YEELQVTVGR 375 384 54.0 27.6 47.5 1 0 0 1,193.6161
N_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.10% IEISELNR 394 401 44.6 28.6 22.4 2 0 0 973.5313
N_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.10% DYQELMNVK 462 470 23.3 25.1 10.4 2 0 0 1,155.5352
N_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% FLEQQNQVLQTK 198 209 70.5 27.9 57.6 2 0 0 1,475.7854
N_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% TAAENDFVTLK 276 286 45.2 28.7 41.0 2 0 0 1,208.6158
N_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% YEELQVTVGR 375 384 56.8 27.6 43.0 2 0 0 1,193.6161
N_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% IEISELNR 394 401 40.9 29.3 13.2 2 0 0 973.5313
N_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% NVQDAIADAEQR 419 430 52.7 25.9 48.3 1 0 0 1,329.6394
N_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% DYQELMNVK 462 470 25.9 25.1 16.8 1 0 0 1,155.5352
N_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.40% FLEQQNQVLQTK 198 209 73.5 27.9 59.5 2 0 0 1,475.7854
N_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.40% YLDGLTAER 239 247 56.2 27.7 50.1 2 0 0 1,037.5263
N_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.40% TAAENDFVTLK 276 286 38.4 28.1 25.9 2 0 0 1,208.6158
N_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.40% YEELQVTVGR 375 384 75.6 28.0 69.6 1 0 0 1,193.6161
N_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.40% IEISELNR 394 401 44.1 28.6 15.9 1 0 0 973.5313
N_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.40% NVQDAIADAEQR 419 430 79.2 25.9 77.5 2 0 0 1,329.6394
N_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 8 11.40% LALDVEIATYR 471 481 45.4 27.6 30.6 1 0 0 1,263.6944
N_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 18.20% STSSFSCLSR 36 45 53.2 25.0 49.1 2 0 0 1,131.5098
N_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 18.20% FLEQQNQVLQTK 198 209 86.4 28.0 68.4 2 0 0 1,475.7854
N_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 18.20% TAAENDFVTLK 276 286 42.0 28.2 35.8 1 0 0 1,208.6158
N_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 18.20% IEISELNR 394 401 42.3 28.9 14.3 2 0 0 973.5313
N_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 18.20% NVQDAIADAEQR 419 430 75.4 25.5 69.2 2 0 0 1,329.6394
N_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 18.20% NKLNDLEEALQQAK 440 453 34.6 27.4 19.7 0 1 0 1,613.8495
N_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 18.20% DYQELMNVK 462 470 23.6 26.5 14.8 2 0 0 1,139.5402
N_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 18.20% LALDVEIATYR 471 481 57.0 27.7 31.6 2 0 0 1,263.6944
N_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 18.20% AAFGGSGGRGSSSGGGYSSGSSSYGSGGR 516 544 37.7 25.0 37.7 0 1 0 2,501.0672
N_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 11 20 13.50% YLDGLTAER 239 247 54.6 27.5 43.6 2 0 0 1,037.5263
N_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 11 20 13.50% TAAENDFVTLK 276 286 68.6 28.7 56.5 2 0 0 1,208.6158
N_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 11 20 13.50% TAAENDFVTLKK 276 287 56.6 27.3 48.8 2 0 0 1,336.7108
N_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 11 20 13.50% YEELQVTVGR 375 384 63.2 27.9 53.3 1 0 0 1,193.6161
N_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 11 20 13.50% IEISELNR 394 401 45.7 28.6 15.7 2 0 0 973.5313
N_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 11 20 13.50% NVQDAIADAEQR 419 430 83.9 26.0 76.9 2 0 0 1,329.6394
N_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 11 20 13.50% NKLNDLEEALQQAK 440 453 40.6 27.4 33.5 0 2 0 1,613.8495
N_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 11 20 13.50% DYQELMNVK 462 470 35.0 25.1 24.5 4 0 0 1,155.5352
N_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 11 20 13.50% LALDVEIATYR 471 481 57.6 27.5 36.5 2 0 0 1,263.6944
N_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 9 11 20 13.50% LALDVEIATYRK 471 482 32.6 25.0 22.9 2 1 0 1,391.7894
N_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 9.55% STSSFSCLSR 36 45 20.6 25.0 20.6 1 0 0 1,131.5098
N_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 9.55% TSQNSELNNMQDLVEDYKK 248 266 40.0 25.1 40.0 0 2 0 2,272.0400
N_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 9.55% TAAENDFVTLK 276 286 55.8 28.7 48.4 2 0 0 1,208.6158
N_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 9.55% TAAENDFVTLKK 276 287 48.0 27.2 34.0 1 0 0 1,336.7108
N_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 9.55% IEISELNR 394 401 50.7 28.7 23.3 2 0 0 973.5313
N_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 9.55% LNDLEEALQQAK 442 453 24.8 27.7 17.6 1 0 0 1,371.7116
N_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.50% STSSFSCLSR 36 45 36.0 25.0 28.3 1 0 0 1,131.5098
N_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.50% FLEQQNQVLQTK 198 209 86.2 28.0 78.6 2 0 0 1,475.7854
N_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.50% TAAENDFVTLK 276 286 31.0 28.7 20.7 2 0 0 1,208.6158
N_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.50% TAAENDFVTLKK 276 287 37.3 27.2 28.2 2 0 0 1,336.7108
N_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.50% IEISELNR 394 401 49.3 28.6 16.4 2 0 0 973.5313
N_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.50% NVQDAIADAEQR 419 430 74.2 26.0 70.5 2 0 0 1,329.6394
N_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.50% LNDLEEALQQAK 442 453 64.6 27.4 50.2 1 0 0 1,371.7116
N_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.50% DYQELMNVK 462 470 40.3 25.1 24.0 3 0 0 1,155.5352
N_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.50% LALDVEIATYR 471 481 59.5 27.3 44.2 1 0 0 1,263.6944
N_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.60% FLEQQNQVLQTK 198 209 71.0 28.0 51.9 2 0 0 1,475.7854
N_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.60% YLDGLTAER 239 247 65.0 27.5 52.9 2 0 0 1,037.5263
N_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.60% TAAENDFVTLK 276 286 34.4 28.0 25.9 1 0 0 1,208.6158
N_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.60% TAAENDFVTLKK 276 287 54.2 27.2 42.9 2 0 0 1,336.7108
N_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.60% IEISELNR 394 401 54.6 28.7 22.0 2 0 0 973.5313
N_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.60% NVQDAIADAEQR 419 430 80.8 26.1 77.1 1 0 0 1,329.6394
N_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.60% DYQELMNVK 462 470 43.3 25.4 25.8 2 0 0 1,155.5352
N_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.60% LALDVEIATYR 471 481 73.8 27.7 33.1 2 0 0 1,263.6944
N_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 11.60% LALDVEIATYRK 471 482 48.7 25.0 36.5 1 0 0 1,391.7894
N_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 8 12 13.00% STSSFSCLSR 36 45 29.8 25.0 19.5 1 0 0 1,131.5098
N_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 8 12 13.00% FLEQQNQVLQTK 198 209 75.6 28.0 57.0 2 0 0 1,475.7854
N_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 8 12 13.00% YLDGLTAER 239 247 59.8 26.8 49.8 1 0 0 1,037.5263
N_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 8 12 13.00% TAAENDFVTLK 276 286 67.7 28.7 55.3 2 0 0 1,208.6158
N_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 8 12 13.00% IEISELNR 394 401 45.1 28.6 14.9 2 0 0 973.5313
N_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 8 12 13.00% LNDLEEALQQAK 442 453 49.6 28.0 33.6 2 0 0 1,371.7116
N_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 8 12 13.00% DYQELMNVK 462 470 40.3 25.4 24.1 4 0 0 1,155.5352
N_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 8 12 13.00% LALDVEIATYRK 471 482 21.0 25.0 17.2 1 1 0 1,391.7894
N_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 10 18 12.50% FLEQQNQVLQTK 198 209 81.7 28.0 70.5 2 0 0 1,475.7854
N_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 10 18 12.50% YLDGLTAER 239 247 49.0 26.7 38.1 2 0 0 1,037.5263
N_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 10 18 12.50% TAAENDFVTLK 276 286 75.3 28.7 68.4 2 0 0 1,208.6158
N_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 10 18 12.50% TAAENDFVTLKK 276 287 61.2 26.8 52.4 2 0 0 1,336.7108
N_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 10 18 12.50% NLDLDSIIAEVK 342 353 69.8 27.6 58.5 2 0 0 1,329.7262
N_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 10 18 12.50% NKLNDLEEALQQAK 440 453 41.9 27.3 32.3 1 2 0 1,613.8495
N_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 10 18 12.50% LNDLEEALQQAK 442 453 45.9 27.6 36.5 1 0 0 1,371.7116
N_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 10 18 12.50% DYQELMNVK 462 470 33.4 25.1 14.0 2 0 0 1,155.5352
N_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 10 18 12.50% LALDVEIATYRK 471 482 62.3 25.0 51.6 2 2 0 1,391.7894
N_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 7.98% FLEQQNQVLQTK 198 209 68.3 28.3 54.0 2 2 0 1,475.7854
N_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 7.98% YLDGLTAER 239 247 47.1 26.7 36.2 2 0 0 1,037.5263
N_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 7.98% TAAENDFVTLK 276 286 46.3 28.0 40.8 1 0 0 1,208.6158
N_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 7.98% TAAENDFVTLKK 276 287 56.2 27.3 50.2 2 0 0 1,336.7108
N_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 7.98% DVDNAYMIK 288 296 31.2 25.5 23.2 1 0 0 1,068.5031
N_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 7 7.98% DYQELMNVK 462 470 31.3 26.5 13.7 1 0 0 1,139.5402
O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% FLEQQNQVLQTK 198 209 72.8 28.1 64.4 2 0 0 1,475.7854
O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% YLDGLTAER 239 247 58.5 27.2 48.9 2 0 0 1,037.5263
O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% TSQNSELNNMQDLVEDYKK 248 266 41.3 25.0 41.1 0 2 0 2,272.0400
O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% TAAENDFVTLK 276 286 44.0 28.7 34.9 2 0 0 1,208.6158
O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% TAAENDFVTLKK 276 287 72.5 27.3 60.3 2 0 0 1,336.7108
O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% DVDNAYMIK 288 296 43.8 25.8 38.0 2 0 0 1,068.5031
O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% IEISELNR 394 401 46.8 28.7 18.3 2 0 0 973.5313
O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% IEISELNRVIQR 394 405 28.0 25.0 20.8 2 0 0 1,469.8435
O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% NVQDAIADAEQR 419 430 66.8 25.4 63.6 2 0 0 1,329.6394



O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% LNDLEEALQQAK 442 453 54.2 27.6 44.8 2 0 0 1,371.7116
O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% DYQELMNVK 462 470 39.0 26.3 25.7 2 0 0 1,139.5402
O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% LALDVEIATYR 471 481 59.2 27.6 30.7 2 0 0 1,263.6944
O_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 10 20 18.50% LALDVEIATYRK 471 482 50.4 25.0 40.4 2 0 0 1,391.7894
O_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.92% GFSSGSAVVSGGSR 21 34 61.3 26.5 48.3 2 0 0 1,254.6072
O_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.92% FLEQQNQVLQTK 198 209 66.9 28.3 51.3 2 0 0 1,475.7854
O_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.92% TAAENDFVTLK 276 286 36.6 28.5 25.5 1 0 0 1,208.6158
O_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.92% IEISELNR 394 401 36.7 28.8 16.4 2 0 0 973.5313
O_02 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 8.92% NVQDAIADAEQR 419 430 49.7 25.5 42.0 1 0 0 1,329.6394
O_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% GFSSGSAVVSGGSR 21 34 32.2 26.5 32.2 1 0 0 1,254.6072
O_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% FLEQQNQVLQTK 198 209 70.0 28.3 59.2 2 0 0 1,475.7854
O_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% TAAENDFVTLK 276 286 38.2 28.7 27.7 2 0 0 1,208.6158
O_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% YEELQVTVGR 375 384 66.4 28.0 50.3 2 0 0 1,193.6161
O_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 5 8.61% IEISELNR 394 401 36.8 28.7 19.3 2 0 0 973.5313
O_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 6.57% FLEQQNQVLQTK 198 209 63.7 28.3 45.4 2 0 0 1,475.7854
O_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 6.57% NLDLDSIIAEVK 342 353 61.4 27.3 53.3 1 0 0 1,329.7262
O_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 6.57% YEELQVTVGR 375 384 25.1 28.0 25.1 1 0 0 1,193.6161
O_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 2 6.57% IEISELNR 394 401 41.7 28.6 14.7 2 0 0 973.5313
O_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.89% FLEQQNQVLQTK 198 209 72.7 28.2 58.5 2 0 0 1,475.7854
O_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.89% IEISELNR 394 401 46.9 28.6 13.5 1 0 0 973.5313
O_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.89% NVQDAIADAEQR 419 430 74.2 26.1 71.8 2 0 0 1,329.6394
O_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 6.89% LNDLEEALQQAK 442 453 49.5 27.6 38.0 1 0 0 1,371.7116
O_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.50% SISISVAGGGGGFGAAGGFGGR 71 92 94.4 27.7 94.4 1 0 0 1,838.9146
O_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.50% FLEQQNQVLQTK 198 209 65.4 28.1 60.8 2 0 0 1,475.7854
O_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.50% YLDGLTAER 239 247 61.2 27.5 48.7 2 0 0 1,037.5263
O_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.50% TAAENDFVTLK 276 286 30.7 28.0 19.6 2 0 0 1,208.6158
O_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.50% NLDLDSIIAEVK 342 353 76.9 27.5 67.5 2 0 0 1,329.7262
O_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.50% IEISELNR 394 401 39.9 29.3 13.1 1 0 0 973.5313
O_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 9 13.50% LNDLEEALQQAK 442 453 56.8 27.7 43.8 2 0 0 1,371.7116
O_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.00% FLEQQNQVLQTK 198 209 70.9 28.0 58.8 2 0 0 1,475.7854
O_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.00% YLDGLTAER 239 247 59.1 26.8 48.7 2 0 0 1,037.5263
O_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.00% TAAENDFVTLK 276 286 62.6 28.3 49.7 1 0 0 1,208.6158
O_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.00% NLDLDSIIAEVK 342 353 66.9 27.6 59.1 2 0 0 1,329.7262
O_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.00% IEISELNR 394 401 49.5 28.8 15.2 2 0 0 973.5313
O_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.00% LNDLEEALQQAK 442 453 63.0 27.6 48.3 2 0 0 1,371.7116
O_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 4.54% STSSFSCLSR 36 45 48.7 25.0 40.2 1 0 0 1,131.5098
O_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 4.54% TAAENDFVTLK 276 286 50.0 28.0 38.6 2 0 0 1,208.6158
O_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 2 2 3 4.54% IEISELNR 394 401 45.7 28.9 23.8 2 0 0 973.5313
O_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% FLEQQNQVLQTK 198 209 70.0 28.0 54.2 1 0 0 1,475.7854
O_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% YLDGLTAER 239 247 46.3 27.5 34.5 1 0 0 1,037.5263
O_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% TAAENDFVTLK 276 286 31.2 28.5 18.7 2 0 0 1,208.6158
O_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% YEELQVTVGR 375 384 75.4 28.1 66.2 2 0 0 1,193.6161
O_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% IEISELNR 394 401 34.4 28.7 19.7 2 0 0 973.5313
O_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% NVQDAIADAEQR 419 430 70.1 26.1 60.9 1 0 0 1,329.6394
O_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 6.26% YLDGLTAER 239 247 52.2 26.8 39.3 2 0 0 1,037.5263
O_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 6.26% TAAENDFVTLK 276 286 45.8 28.7 36.5 1 0 0 1,208.6158
O_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 6.26% NLDLDSIIAEVK 342 353 71.1 27.3 60.5 1 0 0 1,329.7262
O_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 6.26% IEISELNR 394 401 46.7 29.1 18.8 2 0 0 973.5313
P_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.20% STSSFSCLSR 36 45 37.0 25.0 24.6 2 0 0 1,131.5098
P_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.20% FLEQQNQVLQTK 198 209 78.7 28.1 66.5 2 0 0 1,475.7854
P_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.20% TAAENDFVTLK 276 286 46.1 27.9 40.7 2 0 0 1,208.6158
P_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.20% IEISELNR 394 401 47.1 28.6 16.0 2 0 0 973.5313
P_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.20% NVQDAIADAEQR 419 430 70.7 26.0 55.8 2 0 0 1,329.6394
P_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 10.20% LALDVEIATYRK 471 482 42.0 25.0 36.0 1 0 0 1,391.7894
P_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 3 7.67% STSSFSCLSR 36 45 29.0 25.0 25.2 1 0 0 1,131.5098
P_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 3 7.67% FLEQQNQVLQTK 198 209 44.0 27.9 37.0 1 0 0 1,475.7854
P_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 3 7.67% YLDGLTAER 239 247 39.9 27.5 32.9 1 0 0 1,037.5263
P_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 3 7.67% YEELQVTVGR 375 384 60.8 28.0 49.7 1 0 0 1,193.6161
P_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 3 7.67% IEISELNR 394 401 46.1 28.6 16.2 1 0 0 973.5313
P_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.70% STSSFSCLSR 36 45 30.2 25.0 30.2 1 0 0 1,131.5098
P_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.70% FLEQQNQVLQTK 198 209 64.2 28.1 51.5 2 0 0 1,475.7854
P_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.70% YLDGLTAER 239 247 54.6 27.6 43.3 2 0 0 1,037.5263
P_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.70% TAAENDFVTLK 276 286 49.9 27.9 39.2 2 0 0 1,208.6158
P_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.70% IEISELNR 394 401 47.8 28.6 19.8 1 0 0 973.5313
P_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.70% NVQDAIADAEQR 419 430 75.1 26.0 62.8 2 0 0 1,329.6394
P_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.30% STSSFSCLSR 36 45 39.0 25.0 30.0 2 0 0 1,131.5098
P_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.30% FLEQQNQVLQTK 198 209 71.2 27.9 64.0 2 0 0 1,475.7854
P_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.30% YLDGLTAER 239 247 49.3 27.7 41.4 2 0 0 1,037.5263
P_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.30% TSQNSELNNMQDLVEDYKK 248 266 26.8 25.1 23.9 0 1 0 2,272.0400
P_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.30% DVDNAYMIK 288 296 23.3 25.0 20.6 2 0 0 1,084.4981
P_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.30% YEELQVTVGR 375 384 58.8 27.6 51.7 2 0 0 1,193.6161
P_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.30% IEISELNR 394 401 46.2 28.7 20.8 2 0 0 973.5313
P_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.30% DYQELMNVK 462 470 24.0 25.1 14.9 1 0 0 1,155.5352
P_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.30% LALDVEIATYR 471 481 41.7 27.2 10.1 2 0 0 1,263.6944
P_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 15.30% LALDVEIATYRK 471 482 19.6 25.0 17.5 0 1 0 1,391.7894
P_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 8 13.60% FLEQQNQVLQTK 198 209 81.2 27.9 68.7 2 0 0 1,475.7854
P_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 8 13.60% YLDGLTAER 239 247 49.6 27.5 40.2 1 0 0 1,037.5263
P_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 8 13.60% TSQNSELNNMQDLVEDYKK 248 266 22.6 25.1 20.2 0 1 0 2,272.0400
P_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 8 13.60% TAAENDFVTLK 276 286 50.4 28.0 40.9 2 0 0 1,208.6158
P_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 8 13.60% IEISELNRVIQR 394 405 25.3 25.0 14.4 1 0 0 1,469.8435
P_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 8 13.60% NVQDAIADAEQR 419 430 77.6 26.0 71.7 2 0 0 1,329.6394
P_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 8 13.60% LALDVEIATYR 471 481 59.5 27.2 35.9 1 0 0 1,263.6944
P_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 8 13.60% LALDVEIATYRK 471 482 23.6 25.0 17.5 0 1 0 1,391.7894
P_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.80% STSSFSCLSR 36 45 46.2 25.0 41.2 1 0 0 1,131.5098
P_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.80% FLEQQNQVLQTK 198 209 84.1 28.0 74.2 2 0 0 1,475.7854
P_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.80% TAAENDFVTLK 276 286 54.1 28.7 40.9 1 0 0 1,208.6158
P_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.80% DVDNAYMIK 288 296 42.4 25.0 37.3 1 0 0 1,084.4981
P_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.80% DYQELMNVK 462 470 35.6 25.4 21.5 4 0 0 1,155.5352
P_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.80% LALDVEIATYR 471 481 65.6 27.5 32.2 2 0 0 1,263.6944
P_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.80% LALDVEIATYRK 471 482 45.8 25.0 43.9 2 0 0 1,391.7894
P_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 8 12 13.80% MSGDLSSNVTVSVTSSTISSNVASK 491 515 74.7 27.0 74.7 1 0 0 2,474.1926
P_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 6.57% FLEQQNQVLQTK 198 209 66.8 27.9 54.5 2 0 0 1,475.7854
P_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 6.57% DVDNAYMIK 288 296 46.6 25.0 38.1 2 0 0 1,084.4981
P_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 6.57% DYQELMNVK 462 470 32.3 26.3 16.9 2 0 0 1,139.5402
P_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 6.57% LALDVEIATYR 471 481 58.1 27.2 32.6 2 0 0 1,263.6944
P_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 6.57% LALDVEIATYRK 471 482 30.4 25.0 24.9 1 0 0 1,391.7894
P_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.30% STSSFSCLSR 36 45 41.0 25.0 35.6 2 0 0 1,131.5098
P_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.30% FLEQQNQVLQTK 198 209 76.1 28.1 64.6 2 0 0 1,475.7854
P_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.30% TSQNSELNNMQDLVEDYKK 248 266 46.2 25.0 46.2 0 2 0 2,272.0400
P_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.30% TAAENDFVTLK 276 286 59.1 28.7 44.0 2 0 0 1,208.6158
P_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.30% LNDLEEALQQAK 442 453 58.1 27.7 46.7 1 0 0 1,371.7116
P_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.30% DYQELMNVK 462 470 40.0 26.3 25.4 1 0 0 1,139.5402
P_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.30% LALDVEIATYR 471 481 56.9 27.3 29.2 2 0 0 1,263.6944
P_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 11 13.30% LALDVEIATYRK 471 482 47.5 25.0 45.2 1 0 0 1,391.7894
P_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 19.60% STSSFSCLSR 36 45 21.3 25.0 20.0 2 0 0 1,131.5098
P_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 19.60% SISISVAGGGGGFGAAGGFGGR 71 92 88.2 27.5 81.8 1 0 0 1,838.9146
P_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 19.60% FLEQQNQVLQTK 198 209 65.6 28.0 49.7 2 0 0 1,475.7854
P_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 19.60% YLDGLTAER 239 247 53.9 26.8 42.0 2 0 0 1,037.5263
P_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 19.60% TSQNSELNNMQDLVEDYKK 248 266 48.3 25.1 48.3 0 2 0 2,272.0400
P_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 19.60% TAAENDFVTLK 276 286 54.7 28.0 41.4 2 0 0 1,208.6158
P_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 19.60% TAAENDFVTLKK 276 287 52.3 27.2 44.4 2 0 0 1,336.7108
P_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 19.60% IEISELNR 394 401 47.7 28.6 16.2 2 0 0 973.5313



P_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 19.60% LNDLEEALQQAK 442 453 59.2 27.7 43.3 2 0 0 1,371.7116
P_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 19.60% DYQELMNVK 462 470 36.2 25.5 22.4 1 0 0 1,155.5352
P_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 19.60% LALDVEIATYR 471 481 61.7 27.5 34.0 2 0 0 1,263.6944
P_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 19 19.60% LALDVEIATYRK 471 482 37.7 25.0 37.7 2 1 0 1,391.7894
P_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.30% STSSFSCLSR 36 45 30.3 25.0 20.9 2 0 0 1,131.5098
P_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.30% FLEQQNQVLQTK 198 209 69.2 27.9 58.3 2 0 0 1,475.7854
P_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.30% YLDGLTAER 239 247 51.5 27.5 44.9 1 0 0 1,037.5263
P_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.30% IEISELNR 394 401 46.2 28.6 22.5 2 0 0 973.5313
P_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.30% LNDLEEALQQAK 442 453 65.8 27.7 50.6 1 0 0 1,371.7116
P_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.30% DYQELMNVK 462 470 42.2 25.4 22.9 2 0 0 1,155.5352
P_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.30% LALDVEIATYR 471 481 56.1 27.5 29.1 1 0 0 1,263.6944
P_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 9 11.30% LALDVEIATYRK 471 482 40.1 25.0 35.1 2 0 0 1,391.7894
P_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% STSSFSCLSR 36 45 46.1 25.0 42.4 1 0 0 1,131.5098
P_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% HGGGGGGFGGGGFGSR 46 61 26.3 25.0 26.3 2 0 0 1,320.5831
P_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% FLEQQNQVLQTK 198 209 55.4 28.1 46.7 1 0 0 1,475.7854
P_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% YLDGLTAER 239 247 54.9 27.5 38.7 2 0 0 1,037.5263
P_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% TAAENDFVTLK 276 286 61.8 28.7 50.7 1 0 0 1,208.6158
P_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% TAAENDFVTLKK 276 287 59.8 26.8 51.9 2 0 0 1,336.7108
P_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% IEISELNR 394 401 44.1 28.7 14.6 2 0 0 973.5313
P_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% LNDLEEALQQAK 442 453 54.7 27.7 42.0 1 0 0 1,371.7116
P_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% LALDVEIATYR 471 481 72.3 27.5 44.3 2 0 0 1,263.6944
P_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% LALDVEIATYRK 471 482 47.8 25.0 44.8 2 0 0 1,391.7894
P_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.39% FLEQQNQVLQTK 198 209 75.6 27.9 64.1 2 0 0 1,475.7854
P_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.39% YLDGLTAER 239 247 48.6 26.8 39.8 2 0 0 1,037.5263
P_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.39% TAAENDFVTLK 276 286 34.2 28.0 27.1 2 0 0 1,208.6158
P_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.39% IEISELNR 394 401 32.2 28.6 9.8 2 0 0 973.5313
P_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.39% LALDVEIATYR 471 481 67.3 27.5 39.8 2 0 0 1,263.6944
P_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 7 9.39% KLLEGEECR 482 490 28.2 28.2 26.8 1 0 0 1,133.5621
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% STSSFSCLSR 36 45 36.7 25.0 29.8 1 0 0 1,131.5098
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% HGGGGGGFGGGGFGSR 46 61 24.6 25.0 24.6 1 0 0 1,320.5831
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% FLEQQNQVLQTK 198 209 73.1 28.1 53.4 2 2 0 1,475.7854
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% YLDGLTAER 239 247 51.9 26.7 42.2 2 0 0 1,037.5263
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% TSQNSELNNMQDLVEDYKK 248 266 41.2 25.0 40.3 0 2 0 2,272.0400
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% TAAENDFVTLK 276 286 55.7 28.5 30.9 2 0 0 1,208.6158
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% TAAENDFVTLKK 276 287 56.8 27.2 49.2 2 0 0 1,336.7108
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% DVDNAYMIK 288 296 33.9 25.0 20.7 2 0 0 1,084.4981
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% SKEEAEALYHSK 363 374 23.9 27.6 11.6 0 2 0 1,391.6801
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% IEISELNRVIQR 394 405 35.9 25.0 27.6 2 0 0 1,469.8435
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% DYQELMNVK 462 470 28.6 25.1 17.0 2 0 0 1,155.5352
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% LALDVEIATYRK 471 482 14.3 25.0 14.3 0 1 0 1,391.7894
P_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 11 11 18 21.90% KLLEGEECR 482 490 29.7 27.7 28.4 1 0 0 1,133.5621
Q_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 21 24.10% SISISVAGGGGGFGAAGGFGGR 71 92 110.0 27.6 91.6 2 0 0 1,838.9146
Q_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 21 24.10% FLEQQNQVLQTK 198 209 64.5 27.9 50.7 2 0 0 1,475.7854
Q_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 21 24.10% YLDGLTAER 239 247 60.4 27.5 49.1 2 0 0 1,037.5263
Q_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 21 24.10% TSQNSELNNMQDLVEDYKK 248 266 47.3 25.0 40.9 0 2 0 2,272.0400
Q_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 21 24.10% TAAENDFVTLK 276 286 37.8 28.7 28.9 2 0 0 1,208.6158
Q_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 21 24.10% NLDLDSIIAEVK 342 353 63.0 27.6 52.9 2 0 0 1,329.7262
Q_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 21 24.10% IEISELNR 394 401 49.2 28.6 17.8 2 0 0 973.5313
Q_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 21 24.10% NVQDAIADAEQR 419 430 86.4 26.1 79.1 2 0 0 1,329.6394
Q_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 21 24.10% LNDLEEALQQAK 442 453 59.9 27.7 46.5 2 0 0 1,371.7116
Q_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 21 24.10% LALDVEIATYR 471 481 54.8 27.2 28.8 2 0 0 1,263.6944
Q_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 21 24.10% LALDVEIATYRK 471 482 43.4 25.0 32.1 2 2 0 1,391.7894
Q_01 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 10 11 21 24.10% MSGDLSSNVTVSVTSSTISSNVASK 491 515 77.8 26.9 77.8 1 0 0 2,474.1926
Q_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.29% FLEQQNQVLQTK 198 209 69.0 27.9 60.8 2 0 0 1,475.7854
Q_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.29% TAAENDFVTLK 276 286 45.8 28.1 36.3 2 0 0 1,208.6158
Q_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.29% YEELQVTVGR 375 384 56.1 27.6 50.8 2 0 0 1,193.6161
Q_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.29% IEISELNR 394 401 47.7 28.7 18.5 2 0 0 973.5313
Q_03 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 8.29% NVQDAIADAEQR 419 430 66.2 26.0 60.6 2 0 0 1,329.6394
Q_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.42% FLEQQNQVLQTK 198 209 80.3 28.3 68.2 2 0 0 1,475.7854
Q_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.42% YLDGLTAER 239 247 56.3 26.8 46.9 2 0 0 1,037.5263
Q_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.42% TAAENDFVTLK 276 286 68.2 28.7 57.3 2 0 0 1,208.6158
Q_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.42% TAAENDFVTLKK 276 287 32.6 26.8 16.7 2 0 0 1,336.7108
Q_04 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.42% IEISELNR 394 401 48.2 28.7 18.7 2 0 0 973.5313
Q_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.82% FLEQQNQVLQTK 198 209 74.2 28.2 60.0 2 0 0 1,475.7854
Q_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.82% YLDGLTAER 239 247 58.0 26.7 47.9 2 0 0 1,037.5263
Q_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.82% IEISELNR 394 401 43.0 28.9 13.4 2 0 0 973.5313
Q_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.82% LNDLEEALQQAK 442 453 62.9 27.2 47.5 1 0 0 1,371.7116
Q_05 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 4 7.82% DYQELMNVK 462 470 24.0 25.4 18.2 1 0 0 1,155.5352
Q_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.89% FLEQQNQVLQTK 198 209 88.6 28.1 68.9 2 0 0 1,475.7854
Q_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.89% YLDGLTAER 239 247 43.6 26.8 33.4 2 0 0 1,037.5263
Q_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.89% TAAENDFVTLK 276 286 71.6 28.0 57.6 2 0 0 1,208.6158
Q_06 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 3 3 6 6.89% NVQDAIADAEQR 419 430 75.8 26.1 66.5 2 0 0 1,329.6394
Q_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.30% GFSSGSAVVSGGSR 21 34 77.1 26.5 60.3 2 0 0 1,254.6072
Q_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.30% FLEQQNQVLQTK 198 209 81.3 28.3 68.6 2 0 0 1,475.7854
Q_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.30% YLDGLTAER 239 247 51.4 26.8 41.7 2 0 0 1,037.5263
Q_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.30% TSQNSELNNMQDLVEDYKK 248 266 29.6 25.0 29.6 0 1 0 2,272.0400
Q_07 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 10.30% NVQDAIADAEQR 419 430 74.0 26.1 69.2 1 0 0 1,329.6394
Q_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% GFSSGSAVVSGGSR 21 34 70.9 26.7 46.0 2 0 0 1,254.6072
Q_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% FLEQQNQVLQTK 198 209 65.5 28.1 52.7 2 0 0 1,475.7854
Q_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% TAAENDFVTLK 276 286 58.6 28.7 47.9 2 0 0 1,208.6158
Q_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% DVDNAYMIK 288 296 31.2 25.0 25.0 2 0 0 1,084.4981
Q_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% IEISELNR 394 401 44.7 28.7 13.6 2 0 0 973.5313
Q_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% NVQDAIADAEQR 419 430 68.9 26.1 57.3 2 0 0 1,329.6394
Q_08 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 5 5 10 12.10% LALDVEIATYR 471 481 64.3 27.5 36.4 2 0 0 1,263.6944
Q_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% GFSSGSAVVSGGSR 21 34 78.2 26.5 54.9 2 0 0 1,254.6072
Q_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% STSSFSCLSR 36 45 38.9 25.0 38.9 2 0 0 1,131.5098
Q_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% FLEQQNQVLQTK 198 209 78.0 28.2 59.3 2 0 0 1,475.7854
Q_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% IEISELNR 394 401 52.0 28.6 28.1 2 0 0 973.5313
Q_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% LALDVEIATYR 471 481 67.3 27.5 37.5 2 0 0 1,263.6944
Q_09 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 8 10.00% KLLEGEECR 482 490 33.3 27.7 21.6 2 0 0 1,133.5621
Q_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 14.10% STSSFSCLSR 36 45 45.0 25.0 40.5 2 0 0 1,131.5098
Q_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 14.10% HGGGGGGFGGGGFGSR 46 61 35.7 25.0 35.3 1 0 0 1,320.5831
Q_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 14.10% FLEQQNQVLQTK 198 209 83.8 27.9 75.6 2 0 0 1,475.7854
Q_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 14.10% TAAENDFVTLKK 276 287 31.1 27.3 22.2 2 0 0 1,336.7108
Q_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 14.10% SKEEAEALYHSK 363 374 28.4 27.7 20.4 0 2 0 1,391.6801
Q_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 14.10% IEISELNR 394 401 40.6 28.6 24.8 2 0 0 973.5313
Q_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 14.10% DYQELMNVK 462 470 37.3 25.1 23.3 3 0 0 1,155.5352
Q_10 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 7 12 14.10% LALDVEIATYR 471 481 67.8 27.5 41.4 2 0 0 1,263.6944
Q_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.30% STSSFSCLSR 36 45 46.1 25.0 40.1 2 0 0 1,131.5098
Q_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.30% TSQNSELNNMQDLVEDYKK 248 266 31.3 25.2 28.1 0 1 0 2,272.0400
Q_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.30% TAAENDFVTLK 276 286 62.9 28.7 49.1 2 0 0 1,208.6158
Q_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.30% NVQDAIADAEQR 419 430 83.3 25.4 68.6 2 0 0 1,329.6394
Q_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.30% DYQELMNVK 462 470 41.1 25.4 21.0 1 0 0 1,155.5352
Q_11 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 6 6 10 11.30% LALDVEIATYR 471 481 72.4 27.3 41.5 2 0 0 1,263.6944
Q_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.50% FLEQQNQVLQTK 198 209 82.3 27.9 73.2 2 0 0 1,475.7854
Q_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.50% YLDGLTAER 239 247 55.1 26.8 47.1 2 0 0 1,037.5263
Q_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.50% TSQNSELNNMQDLVEDYKK 248 266 38.3 25.1 38.3 0 1 0 2,272.0400
Q_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.50% TAAENDFVTLK 276 286 60.2 28.0 52.2 2 0 0 1,208.6158
Q_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.50% SKEEAEALYHSK 363 374 22.7 27.7 14.7 0 1 0 1,391.6801
Q_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.50% IEISELNR 394 401 42.7 28.6 14.8 2 0 0 973.5313
Q_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.50% IEISELNRVIQR 394 405 40.5 25.0 30.8 1 0 0 1,469.8435
Q_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.50% LNDLEEALQQAK 442 453 71.1 27.7 53.3 2 0 0 1,371.7116



Q_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.50% LALDVEIATYR 471 481 59.2 27.3 35.9 2 0 0 1,263.6944
Q_12 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 12 15.50% LALDVEIATYRK 471 482 36.8 25.0 26.6 2 0 0 1,391.7894
Q_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% STSSFSCLSR 36 45 46.5 25.0 38.4 2 0 0 1,131.5098
Q_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% FLEQQNQVLQTK 198 209 76.1 27.9 64.7 2 0 0 1,475.7854
Q_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% YLDGLTAER 239 247 48.5 27.5 33.9 1 0 0 1,037.5263
Q_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% TSQNSELNNMQDLVEDYKK 248 266 22.3 25.5 22.3 0 1 0 2,272.0400
Q_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% TAAENDFVTLK 276 286 41.8 28.1 31.6 2 0 0 1,208.6158
Q_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% TAAENDFVTLKK 276 287 56.1 26.8 46.4 2 0 0 1,336.7108
Q_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% IEISELNR 394 401 50.0 28.6 16.6 2 0 0 973.5313
Q_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% DYQELMNVK 462 470 38.0 25.1 23.7 2 0 0 1,155.5352
Q_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% LALDVEIATYR 471 481 67.0 27.3 39.4 2 0 0 1,263.6944
Q_13 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 14.20% LALDVEIATYRK 471 482 19.3 25.0 14.6 0 1 0 1,391.7894
Q_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% FLEQQNQVLQTK 198 209 78.2 28.0 63.7 2 0 0 1,475.7854
Q_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% TSQNSELNNMQDLVEDYKK 248 266 39.5 25.0 39.4 0 1 0 2,272.0400
Q_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% TAAENDFVTLK 276 286 48.1 28.0 36.9 1 0 0 1,208.6158
Q_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% IEISELNR 394 401 43.7 28.6 14.4 2 0 0 973.5313
Q_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% LALDVEIATYR 471 481 76.8 27.3 42.4 2 0 0 1,263.6944
Q_14 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 4 4 6 9.70% LALDVEIATYRK 471 482 46.7 25.0 41.1 2 0 0 1,391.7894
Q_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 16.90% HGGGGGGFGGGGFGSR 46 61 23.3 25.0 18.7 2 0 0 1,320.5831
Q_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 16.90% FLEQQNQVLQTK 198 209 69.2 28.1 57.4 2 0 0 1,475.7854
Q_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 16.90% YLDGLTAER 239 247 67.2 26.8 57.1 1 0 0 1,037.5263
Q_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 16.90% TSQNSELNNMQDLVEDYKK 248 266 35.5 25.0 35.5 0 2 0 2,272.0400
Q_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 16.90% TAAENDFVTLK 276 286 44.8 28.0 30.3 1 0 0 1,208.6158
Q_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 16.90% IEISELNR 394 401 36.7 28.6 15.9 2 0 0 973.5313
Q_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 16.90% LNDLEEALQQAK 442 453 67.5 27.7 48.2 2 0 0 1,371.7116
Q_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 16.90% DYQELMNVK 462 470 25.1 26.3 10.9 1 0 0 1,139.5402
Q_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 16.90% LALDVEIATYR 471 481 76.7 27.3 42.1 2 0 0 1,263.6944
Q_15 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 8 8 13 16.90% LALDVEIATYRK 471 482 51.3 25.0 48.0 2 0 0 1,391.7894
Q_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 18.50% HGGGGGGFGGGGFGSR 46 61 78.8 25.0 76.3 2 0 0 1,320.5831
Q_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 18.50% SISISVAGGGGGFGAAGGFGGR 71 92 130.0 27.5 114.0 2 0 0 1,838.9146
Q_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 18.50% FLEQQNQVLQTK 198 209 79.2 28.1 69.1 2 0 0 1,475.7854
Q_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 18.50% TSQNSELNNMQDLVEDYKK 248 266 47.9 25.0 45.1 0 2 0 2,272.0400
Q_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 18.50% TAAENDFVTLK 276 286 63.5 28.7 50.0 2 0 0 1,208.6158
Q_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 18.50% NLDLDSIIAEVK 342 353 54.8 27.6 48.8 2 0 0 1,329.7262
Q_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 18.50% NKLNDLEEALQQAK 440 453 53.5 27.4 42.5 2 0 0 1,613.8495
Q_16 Keratin, type II cytoskeletal 2 epidermal K22E_HUMAN 65,434 7 7 14 18.50% LALDVEIATYRK 471 482 47.0 25.0 46.1 2 0 0 1,391.7894
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% SGGGFSSGSAGIINYQR 13 29 73.6 26.1 67.8 2 0 0 1,657.7929
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% SLNNQFASFIDK 186 197 56.2 27.3 45.2 2 0 0 1,383.6903
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% FLEQQNQVLQTK 200 211 76.1 28.6 64.6 2 0 0 1,475.7854
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% WELLQQVDTSTR 212 223 43.0 27.3 39.9 1 0 0 1,475.7490
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% NMQDMVEDYR 258 267 19.4 25.0 19.4 1 0 0 1,332.5196
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% TNAENEFVTIK 278 288 27.3 27.4 19.1 1 0 0 1,265.6372
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% TNAENEFVTIKK 278 289 50.5 27.5 41.4 2 2 0 1,393.7322
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% SLDLDSIIAEVK 344 355 70.9 28.2 57.9 1 0 0 1,302.7153
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% AEAESLYQSK 367 376 26.7 25.9 26.7 1 0 0 1,125.5422
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% YEELQITAGR 377 386 59.2 27.5 50.6 2 0 0 1,179.6005
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% IEISELNR 396 403 30.4 26.9 6.3 1 0 0 973.5313
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% IEISELNRVIQR 396 407 21.6 25.4 8.7 0 1 0 1,469.8435
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% QISNLQQSISDAEQR 418 432 76.1 27.6 76.1 2 2 0 1,716.8512
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% NKLNDLEDALQQAK 442 455 17.9 27.1 14.0 0 1 0 1,599.8339
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% LNDLEDALQQAK 444 455 87.3 27.6 70.0 2 0 0 1,357.6960
A_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 28 24.40% TLLEGEESR 484 492 22.4 27.7 11.2 2 0 0 1,033.5161
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% SGGGFSSGSAGIINYQR 13 29 80.1 26.1 76.2 2 0 0 1,657.7929
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% FSSCGGGGGSFGAGGGFGSR 46 65 119.0 25.0 119.0 2 0 0 1,765.7349
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% SLVNLGGSKSISISVAR 66 82 54.1 25.0 50.8 1 2 0 1,687.9701
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% SLNNQFASFIDK 186 197 61.6 27.3 48.2 2 0 0 1,383.6903
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% FLEQQNQVLQTK 200 211 71.7 28.7 47.7 2 0 0 1,475.7854
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% NMQDMVEDYR 258 267 49.7 25.0 49.7 2 0 0 1,300.5297
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% TNAENEFVTIK 278 288 67.3 27.7 56.8 2 0 0 1,265.6372
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% TNAENEFVTIKK 278 289 62.9 27.5 51.0 2 2 0 1,393.7322
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% SLDLDSIIAEVK 344 355 89.4 28.0 74.2 3 0 0 1,302.7153
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% YEELQITAGR 377 386 65.5 27.6 51.9 2 0 0 1,179.6005
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% IEISELNR 396 403 35.7 27.9 20.0 2 0 0 973.5313
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% KQISNLQQSISDAEQR 417 432 27.6 28.5 18.4 0 2 0 1,844.9462
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% QISNLQQSISDAEQR 418 432 96.1 27.4 89.7 2 2 0 1,716.8512
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% NKLNDLEDALQQAK 442 455 81.5 27.1 73.4 2 2 0 1,599.8339
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% LNDLEDALQQAK 444 455 82.9 27.5 65.2 2 0 0 1,357.6960
A_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 40 26.20% TLLEGEESR 484 492 30.1 27.7 15.1 2 0 0 1,033.5161
A_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 19.40% SGGGFSSGSAGIINYQR 13 29 71.4 26.1 67.2 2 0 0 1,657.7929
A_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 19.40% SLNNQFASFIDK 186 197 66.8 27.3 45.6 2 0 0 1,383.6903
A_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 19.40% FLEQQNQVLQTK 200 211 63.5 28.7 48.0 1 0 0 1,475.7854
A_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 19.40% NMQDMVEDYR 258 267 26.7 25.0 26.7 2 0 0 1,332.5196
A_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 19.40% TNAENEFVTIK 278 288 64.6 27.7 57.7 2 0 0 1,265.6372
A_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 19.40% TNAENEFVTIKK 278 289 53.9 28.0 44.1 2 2 0 1,393.7322
A_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 19.40% SLDLDSIIAEVK 344 355 77.3 28.1 64.1 2 0 0 1,302.7153
A_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 19.40% IEISELNRVIQR 396 407 28.7 25.4 16.0 1 0 0 1,469.8435
A_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 19.40% QISNLQQSISDAEQR 418 432 48.9 26.9 41.1 0 2 0 1,716.8512
A_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 19.40% NKLNDLEDALQQAK 442 455 68.4 27.4 55.9 2 2 0 1,599.8339
A_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 19.40% LNDLEDALQQAK 444 455 87.6 27.4 70.0 2 0 0 1,357.6960
A_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 19.40% TLLEGEESR 484 492 26.7 27.8 14.8 1 0 0 1,033.5161
A_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 14.90% SLNNQFASFIDK 186 197 69.4 27.3 53.0 2 0 0 1,383.6903
A_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 14.90% FLEQQNQVLQTK 200 211 100.0 28.7 81.3 2 0 0 1,475.7854
A_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 14.90% TNAENEFVTIKK 278 289 67.0 28.0 61.3 2 2 0 1,393.7322
A_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 14.90% SLDLDSIIAEVK 344 355 81.9 28.4 71.8 2 0 0 1,302.7153
A_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 14.90% YEELQITAGR 377 386 55.2 27.6 45.8 2 0 0 1,179.6005
A_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 14.90% QISNLQQSISDAEQR 418 432 92.6 27.4 87.1 2 0 0 1,716.8512
A_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 14.90% NKLNDLEDALQQAK 442 455 58.0 27.4 36.2 2 2 0 1,599.8339
A_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 14.90% TLLEGEESR 484 492 22.1 27.7 9.0 1 0 0 1,033.5161
A_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 23 17.50% SGGGFSSGSAGIINYQR 13 29 73.0 26.0 70.1 2 0 0 1,657.7929
A_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 23 17.50% SLNNQFASFIDK 186 197 62.0 26.7 46.5 2 0 0 1,383.6903
A_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 23 17.50% FLEQQNQVLQTK 200 211 84.0 28.7 64.7 2 0 0 1,475.7854
A_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 23 17.50% TNAENEFVTIK 278 288 67.1 27.8 57.6 2 0 0 1,265.6372
A_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 23 17.50% TNAENEFVTIKK 278 289 56.5 27.6 51.9 2 0 0 1,393.7322
A_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 23 17.50% SLDLDSIIAEVK 344 355 84.2 28.1 70.7 2 0 0 1,302.7153
A_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 23 17.50% YEELQITAGR 377 386 53.8 28.6 44.1 2 0 0 1,179.6005
A_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 23 17.50% QISNLQQSISDAEQR 418 432 84.3 27.4 77.7 2 1 0 1,716.8512
A_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 23 17.50% NKLNDLEDALQQAK 442 455 58.6 27.4 43.0 2 0 0 1,599.8339
A_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 23 17.50% LNDLEDALQQAK 444 455 82.8 27.4 59.2 2 0 0 1,357.6960
A_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 23 17.50% TLLEGEESR 484 492 29.6 27.7 7.9 2 0 0 1,033.5161
A_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% FLEQQNQVLQTK 200 211 72.9 28.7 60.8 2 0 0 1,475.7854
A_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% YEELQITAGR 377 386 68.6 27.6 56.4 2 0 0 1,179.6005
A_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.73% SLNNQFASFIDK 186 197 38.5 27.2 25.2 2 0 0 1,383.6903
A_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.73% FLEQQNQVLQTK 200 211 92.0 28.6 69.1 2 0 0 1,475.7854
A_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% SLNNQFASFIDK 186 197 61.4 26.6 50.7 2 0 0 1,383.6903
A_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% TNAENEFVTIKK 278 289 23.3 28.0 20.5 0 1 0 1,393.7322
A_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% SLDLDSIIAEVK 344 355 82.1 28.0 68.3 2 0 0 1,302.7153
A_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% YEELQITAGR 377 386 57.2 28.6 49.7 2 0 0 1,179.6005
A_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% LNDLEDALQQAK 444 455 42.5 27.5 37.8 1 0 0 1,357.6960
A_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 19 16.50% SLNNQFASFIDK 186 197 58.3 27.3 47.3 1 0 0 1,383.6903
A_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 19 16.50% FLEQQNQVLQTK 200 211 84.0 28.7 63.5 2 0 0 1,475.7854
A_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 19 16.50% NMQDMVEDYR 258 267 33.5 25.0 33.5 2 0 0 1,332.5196
A_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 19 16.50% TNAENEFVTIKK 278 289 55.3 28.0 51.1 2 2 0 1,393.7322



A_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 19 16.50% SLDLDSIIAEVK 344 355 77.2 28.1 65.2 2 0 0 1,302.7153
A_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 19 16.50% YEELQITAGR 377 386 53.0 27.5 44.3 1 0 0 1,179.6005
A_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 19 16.50% QISNLQQSISDAEQR 418 432 63.7 27.4 58.0 2 0 0 1,716.8512
A_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 19 16.50% NKLNDLEDALQQAK 442 455 36.1 27.1 27.7 0 2 0 1,599.8339
A_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 19 16.50% LNDLEDALQQAK 444 455 79.8 27.5 61.4 2 0 0 1,357.6960
A_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 19 16.50% TLLEGEESR 484 492 26.3 27.7 2.1 1 0 0 1,033.5161
A_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.61% SLNNQFASFIDK 186 197 59.9 27.3 39.5 2 0 0 1,383.6903
A_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.61% FLEQQNQVLQTK 200 211 65.2 28.7 47.5 1 0 0 1,475.7854
A_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.61% YEELQITAGR 377 386 67.9 27.6 59.5 2 0 0 1,179.6005
A_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.61% QISNLQQSISDAEQR 418 432 43.1 27.4 34.9 1 0 0 1,716.8512
A_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 19.30% FLEQQNQVLQTK 200 211 67.1 28.6 55.9 2 0 0 1,475.7854
A_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 19.30% WELLQQVDTSTR 212 223 65.5 27.4 63.4 2 0 0 1,475.7490
A_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 19.30% TNAENEFVTIK 278 288 54.7 27.7 44.2 1 0 0 1,265.6372
A_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 19.30% SLDLDSIIAEVK 344 355 102.0 28.1 86.5 2 0 0 1,302.7153
A_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 19.30% IEISELNR 396 403 52.6 27.8 24.9 2 0 0 973.5313
A_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 19.30% QISNLQQSISDAEQR 418 432 55.9 27.4 47.4 1 1 0 1,716.8512
A_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 19.30% NKLNDLEDALQQAK 442 455 59.3 27.4 48.2 2 0 0 1,599.8339
A_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 19.30% LNDLEDALQQAK 444 455 81.0 27.4 67.3 2 0 0 1,357.6960
A_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 19.30% TLLEGEESR 484 492 27.8 27.7 15.5 2 0 0 1,033.5161
A_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 19.30% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 60.7 25.0 60.7 1 0 0 2,383.9523
A_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% FLEQQNQVLQTK 200 211 74.4 28.7 62.6 2 0 0 1,475.7854
A_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% TNAENEFVTIK 278 288 44.9 27.8 36.6 2 0 0 1,265.6372
A_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% TNAENEFVTIKK 278 289 50.8 27.5 38.1 2 0 0 1,393.7322
A_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% SLDLDSIIAEVK 344 355 63.4 28.1 53.3 2 0 0 1,302.7153
A_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% YEELQITAGR 377 386 59.4 28.6 50.0 1 0 0 1,179.6005
A_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% QISNLQQSISDAEQR 418 432 60.8 27.5 60.7 2 2 0 1,716.8512
A_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% LNDLEDALQQAK 444 455 73.8 27.5 58.3 2 0 0 1,357.6960
A_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 7.45% SLNNQFASFIDK 186 197 62.0 26.6 43.8 2 0 0 1,383.6903
A_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 7.45% FLEQQNQVLQTK 200 211 86.3 28.7 69.4 2 0 0 1,475.7854
A_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 7.45% TNAENEFVTIKK 278 289 38.1 28.0 37.0 2 0 0 1,393.7322
A_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 7.45% SLDLDSIIAEVK 344 355 72.2 28.1 63.8 2 0 0 1,302.7153
A_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 15.80% SLNNQFASFIDK 186 197 63.6 26.8 52.9 2 0 0 1,383.6903
A_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 15.80% FLEQQNQVLQTK 200 211 76.5 28.7 48.7 2 0 0 1,475.7854
A_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 15.80% NMQDMVEDYR 258 267 30.8 25.0 30.8 2 0 0 1,332.5196
A_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 15.80% TNAENEFVTIKK 278 289 53.5 28.0 48.6 2 0 0 1,393.7322
A_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 15.80% SLDLDSIIAEVK 344 355 76.8 28.0 63.7 2 0 0 1,302.7153
A_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 15.80% IEISELNR 396 403 58.4 28.1 25.3 2 0 0 973.5313
A_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 15.80% QISNLQQSISDAEQR 418 432 60.4 26.9 52.4 2 1 0 1,716.8512
A_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 15.80% LNDLEDALQQAK 444 455 75.0 27.5 60.1 2 0 0 1,357.6960
A_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 15.80% TLLEGEESR 484 492 31.7 27.8 19.1 2 0 0 1,033.5161
A_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 10.90% SLNNQFASFIDK 186 197 49.0 27.3 32.8 2 0 0 1,383.6903
A_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 10.90% FLEQQNQVLQTK 200 211 67.8 28.5 54.5 2 0 0 1,475.7854
A_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 10.90% TNAENEFVTIK 278 288 54.3 27.7 46.3 2 0 0 1,265.6372
A_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 10.90% SLDLDSIIAEVK 344 355 71.8 28.0 60.9 2 0 0 1,302.7153
A_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 10.90% IEISELNR 396 403 49.6 27.9 25.4 2 0 0 973.5313
A_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 10.90% QISNLQQSISDAEQR 418 432 59.7 27.5 54.2 2 0 0 1,716.8512
A_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% SLNNQFASFIDK 186 197 67.4 27.1 50.0 2 0 0 1,383.6903
A_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% FLEQQNQVLQTK 200 211 62.1 28.9 51.2 2 0 0 1,475.7854
A_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% TNAENEFVTIK 278 288 56.5 27.7 48.0 2 0 0 1,265.6372
A_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% TNAENEFVTIKK 278 289 54.9 28.0 51.2 2 2 0 1,393.7322
A_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% SLDLDSIIAEVK 344 355 82.6 28.0 70.1 2 0 0 1,302.7153
A_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% IEISELNR 396 403 33.1 28.1 11.6 1 0 0 973.5313
A_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% QISNLQQSISDAEQR 418 432 74.9 27.4 68.1 2 0 0 1,716.8512
A_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% LNDLEDALQQAK 444 455 76.2 27.4 59.0 2 0 0 1,357.6960
A_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.90% SGGGFSSGSAGIINYQR 13 29 70.6 26.0 64.1 1 0 0 1,657.7929
A_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.90% SLNNQFASFIDK 186 197 73.0 27.3 56.9 2 0 0 1,383.6903
A_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.90% FLEQQNQVLQTK 200 211 69.2 28.7 60.8 2 0 0 1,475.7854
A_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.90% TNAENEFVTIK 278 288 49.1 27.4 42.9 2 0 0 1,265.6372
A_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.90% YEELQITAGR 377 386 68.9 27.6 55.3 2 0 0 1,179.6005
A_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.90% IEISELNR 396 403 46.5 27.9 17.6 2 0 0 973.5313
A_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 14 11.00% SLNNQFASFIDK 186 197 36.4 26.6 27.5 1 0 0 1,383.6903
A_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 14 11.00% FLEQQNQVLQTK 200 211 78.3 28.7 61.9 2 0 0 1,475.7854
A_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 14 11.00% TNAENEFVTIK 278 288 57.9 27.4 47.1 2 0 0 1,265.6372
A_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 14 11.00% TNAENEFVTIKK 278 289 25.4 28.0 16.6 1 1 0 1,393.7322
A_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 14 11.00% IEISELNR 396 403 41.8 27.9 24.7 2 0 0 973.5313
A_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 14 11.00% QISNLQQSISDAEQR 418 432 59.2 27.4 57.9 1 2 0 1,716.8512
A_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 14 11.00% LNDLEDALQQAK 444 455 82.3 27.4 60.0 2 0 0 1,357.6960
A_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.00% SLNNQFASFIDK 186 197 63.2 27.2 47.5 2 0 0 1,383.6903
A_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.00% FLEQQNQVLQTK 200 211 76.6 28.6 52.1 2 0 0 1,475.7854
A_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.00% TNAENEFVTIK 278 288 40.0 28.0 30.7 2 0 0 1,265.6372
A_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.00% TNAENEFVTIKK 278 289 31.8 28.0 23.1 0 1 0 1,393.7322
A_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.00% SLDLDSIIAEVK 344 355 91.3 28.0 79.4 2 0 0 1,302.7153
A_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.00% QISNLQQSISDAEQR 418 432 38.2 26.9 28.8 0 1 0 1,716.8512
A_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.00% NKLNDLEDALQQAK 442 455 50.2 27.0 43.8 2 0 0 1,599.8339
A_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.00% LNDLEDALQQAK 444 455 81.0 27.5 63.0 2 0 0 1,357.6960
A_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 11.30% SLNNQFASFIDK 186 197 61.2 27.2 51.7 2 0 0 1,383.6903
A_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 11.30% FLEQQNQVLQTK 200 211 81.2 28.5 59.6 2 0 0 1,475.7854
A_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 11.30% TNAENEFVTIKK 278 289 30.4 28.0 27.9 2 0 0 1,393.7322
A_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 11.30% YEELQITAGR 377 386 63.0 28.6 52.1 2 0 0 1,179.6005
A_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 11.30% QISNLQQSISDAEQR 418 432 72.7 27.5 69.5 1 2 0 1,716.8512
A_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 11.30% LNDLEDALQQAK 444 455 73.6 26.8 65.6 2 0 0 1,357.6960
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% SGGGFSSGSAGIINYQR 13 29 77.6 26.1 72.3 2 0 0 1,657.7929
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% FSSCGGGGGSFGAGGGFGSR 46 65 64.6 25.0 64.6 2 0 0 1,765.7349
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% SLNNQFASFIDK 186 197 51.7 26.6 34.2 2 0 0 1,383.6903
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% FLEQQNQVLQTK 200 211 69.5 28.5 51.2 2 0 0 1,475.7854
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% NMQDMVEDYR 258 267 24.5 25.0 24.5 2 0 0 1,332.5196
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% TNAENEFVTIK 278 288 48.2 27.7 40.5 2 0 0 1,265.6372
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% TNAENEFVTIKK 278 289 46.2 27.8 42.6 2 1 0 1,393.7322
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% SLDLDSIIAEVK 344 355 74.8 28.0 58.7 2 0 0 1,302.7153
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% YEELQITAGR 377 386 70.0 27.5 57.1 2 0 0 1,179.6005
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% QISNLQQSISDAEQR 418 432 80.4 27.4 74.6 2 2 0 1,716.8512
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% NKLNDLEDALQQAK 442 455 66.2 27.5 53.3 2 1 0 1,599.8339
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% LNDLEDALQQAK 444 455 84.6 27.2 63.3 2 0 0 1,357.6960
A_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% TLLEGEESR 484 492 23.0 27.7 11.6 2 0 0 1,033.5161
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% SGGGFSSGSAGIINYQR 13 29 53.3 26.1 53.3 2 0 0 1,657.7929
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% FSSCGGGGGSFGAGGGFGSR 46 65 92.1 25.0 92.1 2 0 0 1,765.7349
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% SLNNQFASFIDK 186 197 69.1 27.3 48.1 2 0 0 1,383.6903
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% FLEQQNQVLQTK 200 211 66.3 28.7 52.4 2 0 0 1,475.7854
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% TNAENEFVTIKK 278 289 55.8 28.0 47.1 2 1 0 1,393.7322
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% SLDLDSIIAEVK 344 355 91.1 28.0 71.2 2 0 0 1,302.7153
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% YEELQITAGR 377 386 62.5 28.6 52.6 2 0 0 1,179.6005
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% IEISELNR 396 403 42.5 27.8 18.5 2 0 0 973.5313
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% QISNLQQSISDAEQR 418 432 83.8 27.5 76.9 2 2 0 1,716.8512
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% NKLNDLEDALQQAK 442 455 63.6 27.1 56.0 2 2 0 1,599.8339
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% LNDLEDALQQAK 444 455 77.1 27.2 65.6 2 0 0 1,357.6960
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 64.6 25.0 61.2 0 2 0 2,581.1617
A_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 29.30% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 107.0 25.0 107.0 2 1 0 2,383.9523
A_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 24.50% FSSCGGGGGSFGAGGGFGSR 46 65 64.0 25.0 58.2 2 0 0 1,765.7349
A_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 24.50% SLNNQFASFIDK 186 197 53.6 26.6 45.7 2 0 0 1,383.6903
A_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 24.50% FLEQQNQVLQTK 200 211 82.8 28.7 66.4 2 0 0 1,475.7854
A_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 24.50% LDSELKNMQDMVEDYR 252 267 33.0 25.0 30.8 0 2 0 2,017.8844
A_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 24.50% NMQDMVEDYR 258 267 35.2 25.0 35.2 3 0 0 1,332.5196



A_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 24.50% TNAENEFVTIKK 278 289 32.8 28.0 30.2 2 1 0 1,393.7322
A_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 24.50% SLDLDSIIAEVK 344 355 87.4 28.4 70.4 3 0 0 1,302.7153
A_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 24.50% YEELQITAGR 377 386 69.6 27.6 51.1 2 0 0 1,179.6005
A_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 24.50% QISNLQQSISDAEQR 418 432 77.5 27.4 69.3 2 0 0 1,716.8512
A_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 24.50% NKLNDLEDALQQAK 442 455 79.9 27.4 68.0 2 2 0 1,599.8339
A_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 24.50% TLLEGEESR 484 492 24.7 27.3 10.1 2 0 0 1,033.5161
A_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 24.50% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 28.6 25.0 23.1 0 1 0 2,581.1617
A_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 23 16.10% SLNNQFASFIDK 186 197 62.6 26.8 52.5 2 0 0 1,383.6903
A_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 23 16.10% FLEQQNQVLQTK 200 211 77.3 28.6 63.2 2 0 0 1,475.7854
A_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 23 16.10% NMQDMVEDYR 258 267 36.3 25.0 36.3 2 0 0 1,332.5196
A_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 23 16.10% TNAENEFVTIKK 278 289 41.8 27.6 36.0 2 1 0 1,393.7322
A_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 23 16.10% SLDLDSIIAEVK 344 355 82.2 28.1 69.6 2 0 0 1,302.7153
A_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 23 16.10% IEISELNR 396 403 46.4 27.9 26.7 2 0 0 973.5313
A_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 23 16.10% QISNLQQSISDAEQR 418 432 79.5 27.4 72.8 2 1 0 1,716.8512
A_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 23 16.10% NKLNDLEDALQQAK 442 455 63.5 27.4 45.6 2 2 0 1,599.8339
A_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 23 16.10% LNDLEDALQQAK 444 455 78.3 27.4 65.8 2 0 0 1,357.6960
A_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 23 16.10% TLLEGEESR 484 492 25.2 27.3 12.5 1 0 0 1,033.5161
A_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 20 13.50% SLNNQFASFIDK 186 197 50.4 26.8 33.6 2 0 0 1,383.6903
A_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 20 13.50% FLEQQNQVLQTK 200 211 83.9 28.6 67.3 2 0 0 1,475.7854
A_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 20 13.50% TNAENEFVTIKK 278 289 42.6 28.0 38.2 2 2 0 1,393.7322
A_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 20 13.50% SLDLDSIIAEVK 344 355 82.4 27.9 66.4 2 0 0 1,302.7153
A_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 20 13.50% YEELQITAGR 377 386 59.8 28.6 50.8 2 0 0 1,179.6005
A_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 20 13.50% QISNLQQSISDAEQR 418 432 75.4 27.4 71.7 2 2 0 1,716.8512
A_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 20 13.50% NKLNDLEDALQQAK 442 455 39.8 27.4 28.4 0 2 0 1,599.8339
A_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 20 13.50% LNDLEDALQQAK 444 455 83.5 27.6 62.6 2 0 0 1,357.6960
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% SGGGFSSGSAGIINYQR 13 29 77.9 26.0 72.4 2 0 0 1,657.7929
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% SLNNQFASFIDK 186 197 59.6 26.8 45.5 2 0 0 1,383.6903
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% FLEQQNQVLQTK 200 211 64.7 28.7 51.3 2 0 0 1,475.7854
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% WELLQQVDTSTR 212 223 61.2 27.3 54.1 2 0 0 1,475.7490
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% LDSELKNMQDMVEDYR 252 267 42.7 25.0 42.7 0 2 0 2,017.8844
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% NMQDMVEDYR 258 267 47.9 25.0 47.9 2 0 0 1,332.5196
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% TNAENEFVTIK 278 288 61.0 27.4 51.7 2 0 0 1,265.6372
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% TNAENEFVTIKK 278 289 69.7 28.0 53.2 2 1 0 1,393.7322
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% SLDLDSIIAEVK 344 355 94.9 28.0 78.5 4 0 0 1,302.7153
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% IEISELNR 396 403 42.0 28.3 21.1 1 0 0 973.5313
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% QISNLQQSISDAEQR 418 432 109.0 27.4 99.7 2 2 0 1,716.8512
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% NKLNDLEDALQQAK 442 455 95.8 27.0 79.6 2 2 0 1,599.8339
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% LNDLEDALQQAK 444 455 77.9 27.5 65.2 2 0 0 1,357.6960
A_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 34 21.60% TLLEGEESR 484 492 24.7 27.7 0.1 2 0 0 1,033.5161
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% SGGGFSSGSAGIINYQR 13 29 67.3 26.1 62.2 2 0 0 1,657.7929
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% SLNNQFASFIDK 186 197 57.5 26.6 42.6 2 0 0 1,383.6903
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% FLEQQNQVLQTK 200 211 82.0 28.8 63.2 2 0 0 1,475.7854
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% LDSELKNMQDMVEDYR 252 267 30.3 25.0 30.3 0 2 0 2,017.8844
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% NMQDMVEDYR 258 267 27.8 25.0 27.8 2 0 0 1,332.5196
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% TNAENEFVTIK 278 288 35.7 27.7 25.8 2 0 0 1,265.6372
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% TNAENEFVTIKK 278 289 57.3 28.0 53.2 2 1 0 1,393.7322
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% SLDLDSIIAEVK 344 355 84.2 28.0 72.0 3 0 0 1,302.7153
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% AQYEDIAQK 356 364 23.6 26.4 18.6 1 0 0 1,065.5212
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% YEELQITAGR 377 386 62.3 27.6 54.4 2 0 0 1,179.6005
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% QISNLQQSISDAEQR 418 432 84.4 26.9 76.8 2 2 0 1,716.8512
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% NKLNDLEDALQQAK 442 455 78.7 27.0 63.5 2 2 0 1,599.8339
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% LNDLEDALQQAK 444 455 79.8 27.6 59.2 2 0 0 1,357.6960
A_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 32 21.40% TLLEGEESR 484 492 23.1 27.7 13.0 1 0 0 1,033.5161
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% SGGGFSSGSAGIINYQR 13 29 71.6 26.1 67.3 2 0 0 1,657.7929
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% SLNNQFASFIDK 186 197 60.6 26.8 44.7 2 0 0 1,383.6903
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% FLEQQNQVLQTK 200 211 86.5 28.6 74.4 2 0 0 1,475.7854
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% LDSELKNMQDMVEDYR 252 267 34.6 25.0 34.6 0 2 0 2,017.8844
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% NMQDMVEDYR 258 267 27.5 25.0 27.5 2 0 0 1,332.5196
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% TNAENEFVTIK 278 288 58.3 27.8 43.2 2 0 0 1,265.6372
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% TNAENEFVTIKK 278 289 70.4 28.0 63.1 2 0 0 1,393.7322
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% SLDLDSIIAEVK 344 355 85.1 28.1 64.4 2 0 0 1,302.7153
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% YEELQITAGR 377 386 51.5 27.6 41.8 2 0 0 1,179.6005
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% IEISELNR 396 403 51.8 28.3 28.2 2 0 0 973.5313
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% KQISNLQQSISDAEQR 417 432 31.3 28.4 22.6 0 1 0 1,844.9462
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% QISNLQQSISDAEQR 418 432 80.7 26.9 78.8 2 0 0 1,716.8512
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% NKLNDLEDALQQAK 442 455 78.8 27.2 68.4 2 2 0 1,599.8339
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% LNDLEDALQQAK 444 455 84.3 27.5 72.7 2 1 0 1,357.6960
A_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 32 21.40% DYQELMNTK 464 472 36.8 25.0 20.0 2 0 0 1,141.5195
A_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 16.30% SLNNQFASFIDK 186 197 62.0 27.3 49.7 2 0 0 1,383.6903
A_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 16.30% FLEQQNQVLQTK 200 211 69.6 28.5 57.5 2 0 0 1,475.7854
A_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 16.30% NMQDMVEDYR 258 267 35.9 25.0 35.9 2 0 0 1,332.5196
A_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 16.30% TNAENEFVTIK 278 288 64.9 27.7 54.7 2 0 0 1,265.6372
A_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 16.30% TNAENEFVTIKK 278 289 40.6 28.0 31.1 2 0 0 1,393.7322
A_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 16.30% SLDLDSIIAEVK 344 355 95.3 28.0 75.8 2 0 0 1,302.7153
A_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 16.30% YEELQITAGR 377 386 61.8 27.5 51.6 2 0 0 1,179.6005
A_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 16.30% IEISELNR 396 403 54.0 27.9 26.7 2 0 0 973.5313
A_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 16.30% QISNLQQSISDAEQR 418 432 92.1 26.9 82.4 2 0 0 1,716.8512
A_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 16.30% NKLNDLEDALQQAK 442 455 60.4 27.0 53.2 2 2 0 1,599.8339
A_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 16.30% LNDLEDALQQAK 444 455 74.2 27.6 62.2 2 0 0 1,357.6960
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% SGGGFSSGSAGIINYQR 13 29 77.9 26.0 73.5 2 0 0 1,657.7929
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% FSSCGGGGGSFGAGGGFGSR 46 65 98.7 25.0 91.4 2 0 0 1,765.7349
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% SLNNQFASFIDK 186 197 64.1 26.7 55.2 2 0 0 1,383.6903
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% FLEQQNQVLQTK 200 211 79.2 28.7 60.3 4 0 0 1,475.7854
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% WELLQQVDTSTR 212 223 48.2 27.5 43.1 1 0 0 1,475.7490
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% LDSELKNMQDMVEDYR 252 267 43.5 25.0 41.7 2 2 0 2,017.8844
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% NMQDMVEDYR 258 267 40.5 25.0 40.5 4 0 0 1,332.5196
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% TNAENEFVTIK 278 288 42.1 27.8 34.6 2 0 0 1,265.6372
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% TNAENEFVTIKK 278 289 56.6 28.0 48.4 2 2 0 1,393.7322
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% SLDLDSIIAEVK 344 355 92.5 28.0 75.2 4 0 0 1,302.7153
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% AEAESLYQSK 367 376 33.0 25.9 25.7 2 0 0 1,125.5422
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% YEELQITAGR 377 386 57.8 27.9 49.5 2 0 0 1,179.6005
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% IEISELNR 396 403 51.8 28.3 25.8 4 0 0 973.5313
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% IEISELNRVIQR 396 407 39.9 25.2 22.9 0 2 0 1,469.8435
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% KQISNLQQSISDAEQR 417 432 38.8 28.5 26.5 0 2 0 1,844.9462
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% QISNLQQSISDAEQR 418 432 87.4 27.4 82.4 2 2 0 1,716.8512
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% NKLNDLEDALQQAK 442 455 72.9 27.1 65.5 2 2 0 1,599.8339
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% LNDLEDALQQAK 444 455 59.9 27.5 49.5 2 2 0 1,357.6960
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% LLRDYQELMNTK 461 472 48.6 27.4 44.4 2 2 0 1,539.7838
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% DYQELMNTK 464 472 48.3 25.0 28.0 2 0 0 1,141.5195
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% LALDLEIATYR 473 483 52.0 27.1 0.0 2 0 0 1,277.7101
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% TLLEGEESR 484 492 24.4 27.7 0.0 2 0 0 1,033.5161
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 52.2 25.0 44.3 0 2 0 2,581.1617
A_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 31 69 41.00% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 115.0 25.0 115.0 2 2 0 2,383.9523
B_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 9.32% FLEQQNQVLQTK 200 211 88.9 28.6 75.3 2 0 0 1,475.7854
B_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 9.32% TNAENEFVTIK 278 288 67.8 27.8 57.8 2 0 0 1,265.6372
B_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 9.32% YEELQITAGR 377 386 54.4 27.6 40.7 2 0 0 1,179.6005
B_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 9.32% QISNLQQSISDAEQR 418 432 66.4 27.3 63.2 1 0 0 1,716.8512
B_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 9.32% LNDLEDALQQAK 444 455 62.2 27.4 56.1 2 0 0 1,357.6960
B_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 13.80% FSSCGGGGGSFGAGGGFGSR 46 65 70.7 25.0 70.7 2 0 0 1,765.7349
B_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 13.80% SLNNQFASFIDK 186 197 45.9 26.7 36.0 2 0 0 1,383.6903
B_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 13.80% FLEQQNQVLQTK 200 211 79.6 28.6 67.3 2 0 0 1,475.7854
B_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 13.80% TNAENEFVTIK 278 288 27.8 27.8 21.0 1 0 0 1,265.6372



B_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 13.80% TNAENEFVTIKK 278 289 22.6 28.0 17.7 1 0 0 1,393.7322
B_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 13.80% YEELQITAGR 377 386 51.5 27.5 43.4 2 0 0 1,179.6005
B_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 13.80% IEISELNR 396 403 36.3 28.2 12.6 2 0 0 973.5313
B_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 13.80% QISNLQQSISDAEQR 418 432 55.8 26.9 54.3 2 0 0 1,716.8512
B_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.20% SLNNQFASFIDK 186 197 48.9 26.9 36.5 2 0 0 1,383.6903
B_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.20% FLEQQNQVLQTK 200 211 86.0 28.9 72.2 2 0 0 1,475.7854
B_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.20% WELLQQVDTSTR 212 223 46.7 27.3 41.9 1 0 0 1,475.7490
B_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.20% TNAENEFVTIK 278 288 56.6 27.7 47.0 2 0 0 1,265.6372
B_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.20% TNAENEFVTIKK 278 289 52.0 28.0 40.8 1 2 0 1,393.7322
B_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.20% SLDLDSIIAEVK 344 355 44.4 28.0 34.8 1 0 0 1,302.7153
B_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.20% LNDLEDALQQAK 444 455 79.9 27.4 52.5 2 0 0 1,357.6960
B_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.63% SLNNQFASFIDK 186 197 31.8 27.2 19.7 2 0 0 1,383.6903
B_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.63% FLEQQNQVLQTK 200 211 80.0 28.6 66.7 2 0 0 1,475.7854
B_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.63% TNAENEFVTIK 278 288 40.3 27.8 30.3 1 0 0 1,265.6372
B_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.63% QISNLQQSISDAEQR 418 432 94.4 27.4 89.2 1 0 0 1,716.8512
B_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.63% LNDLEDALQQAK 444 455 83.7 27.5 70.7 2 0 0 1,357.6960
B_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 16.30% FSSCGGGGGSFGAGGGFGSR 46 65 118.0 25.0 105.0 2 0 0 1,765.7349
B_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 16.30% SLNNQFASFIDK 186 197 47.4 26.6 34.5 2 0 0 1,383.6903
B_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 16.30% FLEQQNQVLQTK 200 211 92.4 28.6 79.2 2 0 0 1,475.7854
B_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 16.30% TNAENEFVTIKK 278 289 34.1 27.5 22.0 1 0 0 1,393.7322
B_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 16.30% SLDLDSIIAEVK 344 355 76.9 28.2 64.3 2 0 0 1,302.7153
B_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 16.30% YEELQITAGR 377 386 79.6 27.5 64.9 2 0 0 1,179.6005
B_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 16.30% QISNLQQSISDAEQR 418 432 85.5 26.9 80.9 2 0 0 1,716.8512
B_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 16.30% LNDLEDALQQAK 444 455 79.9 27.5 63.3 2 0 0 1,357.6960
B_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% FLEQQNQVLQTK 200 211 70.8 28.7 59.5 2 0 0 1,475.7854
B_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% YEELQITAGR 377 386 71.3 27.6 63.7 2 0 0 1,179.6005
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% SGGGFSSGSAGIINYQR 13 29 77.6 26.1 73.4 2 0 0 1,657.7929
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% FSSCGGGGGSFGAGGGFGSR 46 65 88.4 25.0 88.4 2 0 0 1,765.7349
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% SLNNQFASFIDK 186 197 73.7 27.2 56.9 2 0 0 1,383.6903
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% FLEQQNQVLQTK 200 211 86.2 28.6 71.7 4 0 0 1,475.7854
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% TNAENEFVTIK 278 288 55.8 27.8 47.0 2 0 0 1,265.6372
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% TNAENEFVTIKK 278 289 51.8 27.6 45.3 2 1 0 1,393.7322
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% SLDLDSIIAEVK 344 355 88.1 28.0 67.9 2 0 0 1,302.7153
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% SKAEAESLYQSK 365 376 26.5 27.0 19.1 2 0 0 1,340.6692
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% AEAESLYQSK 367 376 49.0 25.4 43.1 2 0 0 1,125.5422
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% YEELQITAGR 377 386 76.6 27.5 65.7 2 0 0 1,179.6005
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% QISNLQQSISDAEQR 418 432 86.0 27.4 78.7 2 0 0 1,716.8512
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% LALDLEIATYR 473 483 76.9 27.1 0.0 2 0 0 1,277.7101
B_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 29 22.00% TLLEGEESR 484 492 30.9 27.7 16.4 2 0 0 1,033.5161
B_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% SLNNQFASFIDK 186 197 53.4 27.3 37.5 2 0 0 1,383.6903
B_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% FLEQQNQVLQTK 200 211 84.2 28.7 71.2 2 0 0 1,475.7854
B_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% TNAENEFVTIK 278 288 41.0 27.4 34.0 2 0 0 1,265.6372
B_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% TNAENEFVTIKK 278 289 48.1 28.0 39.4 2 1 0 1,393.7322
B_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% SLDLDSIIAEVK 344 355 69.3 28.4 55.8 2 0 0 1,302.7153
B_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% YEELQITAGR 377 386 72.6 27.6 63.8 2 0 0 1,179.6005
B_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.30% QISNLQQSISDAEQR 418 432 85.5 27.4 80.3 2 0 0 1,716.8512
B_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 5 6.52% SLDLDSIIAEVK 344 355 34.6 28.1 27.9 1 0 0 1,302.7153
B_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 5 6.52% YEELQITAGR 377 386 60.0 27.6 49.3 2 0 0 1,179.6005
B_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 5 6.52% IEISELNR 396 403 30.6 26.9 15.7 1 0 0 973.5313
B_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 5 6.52% LNDLEDALQQAK 444 455 68.5 27.3 49.7 1 0 0 1,357.6960
B_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 10.70% SLNNQFASFIDK 186 197 61.6 27.3 44.5 2 0 0 1,383.6903
B_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 10.70% FLEQQNQVLQTK 200 211 79.4 28.8 70.5 2 0 0 1,475.7854
B_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 10.70% SLDLDSIIAEVK 344 355 53.6 28.4 44.6 2 0 0 1,302.7153
B_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 10.70% YEELQITAGR 377 386 45.3 28.6 39.4 1 0 0 1,179.6005
B_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 10.70% LNDLEDALQQAK 444 455 67.6 27.3 50.1 2 0 0 1,357.6960
B_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 10.70% FVSTTYSGVTR 634 644 29.7 28.1 26.3 1 0 0 1,217.6160
B_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% SLNNQFASFIDK 186 197 46.4 27.3 33.2 2 0 0 1,383.6903
B_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% YEELQITAGR 377 386 68.8 27.5 56.8 2 0 0 1,179.6005
B_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 3 3.73% SLNNQFASFIDK 186 197 37.6 27.3 27.1 2 0 0 1,383.6903
B_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 3 3.73% LNDLEDALQQAK 444 455 49.9 27.2 43.8 1 0 0 1,357.6960
B_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 5 5.43% TNAENEFVTIK 278 288 30.9 28.0 7.8 1 0 0 1,265.6372
B_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 5 5.43% SLDLDSIIAEVK 344 355 64.0 28.4 54.0 2 0 0 1,302.7153
B_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 5 5.43% LNDLEDALQQAK 444 455 61.3 27.3 49.1 2 0 0 1,357.6960
B_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.85% FLEQQNQVLQTK 200 211 88.8 28.7 64.8 2 0 0 1,475.7854
B_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.85% TNAENEFVTIK 278 288 36.1 27.4 23.6 1 0 0 1,265.6372
B_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.85% SLDLDSIIAEVK 344 355 40.4 28.1 28.2 1 0 0 1,302.7153
B_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.85% YEELQITAGR 377 386 55.2 28.6 45.3 2 0 0 1,179.6005
B_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.85% LNDLEDALQQAK 444 455 73.8 27.3 52.5 2 0 0 1,357.6960
B_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 9.63% SLNNQFASFIDK 186 197 73.5 27.2 60.9 2 0 0 1,383.6903
B_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 9.63% FLEQQNQVLQTK 200 211 84.6 28.7 67.4 2 0 0 1,475.7854
B_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 9.63% TNAENEFVTIKK 278 289 36.1 28.0 34.7 2 0 0 1,393.7322
B_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 9.63% SLDLDSIIAEVK 344 355 84.6 28.1 67.6 2 0 0 1,302.7153
B_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 9.63% NKLNDLEDALQQAK 442 455 42.0 27.4 30.8 0 1 0 1,599.8339
B_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 9.63% LNDLEDALQQAK 444 455 92.3 27.5 73.6 2 0 0 1,357.6960
B_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.70% SLNNQFASFIDK 186 197 70.7 27.3 58.9 2 0 0 1,383.6903
B_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.70% FLEQQNQVLQTK 200 211 82.0 28.7 69.8 2 0 0 1,475.7854
B_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.70% TNAENEFVTIKK 278 289 27.9 27.8 21.8 1 0 0 1,393.7322
B_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.70% IEISELNR 396 403 47.9 27.9 25.3 1 0 0 973.5313
B_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.70% LNDLEDALQQAK 444 455 74.4 27.6 53.0 2 0 0 1,357.6960
B_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 10.70% SLNNQFASFIDK 186 197 54.0 26.8 31.9 2 0 0 1,383.6903
B_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 10.70% FLEQQNQVLQTK 200 211 89.1 28.6 75.5 2 0 0 1,475.7854
B_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 10.70% TNAENEFVTIK 278 288 46.4 27.8 34.9 2 0 0 1,265.6372
B_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 10.70% SLDLDSIIAEVK 344 355 72.4 28.0 60.7 2 0 0 1,302.7153
B_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 10.70% YEELQITAGR 377 386 68.2 28.6 55.4 2 0 0 1,179.6005
B_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 10.70% LNDLEDALQQAK 444 455 72.2 27.6 58.2 2 0 0 1,357.6960
B_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 7.45% SLNNQFASFIDK 186 197 64.0 27.2 48.2 2 0 0 1,383.6903
B_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 7.45% TNAENEFVTIK 278 288 66.9 27.8 60.2 2 0 0 1,265.6372
B_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 7.45% TNAENEFVTIKK 278 289 18.4 27.5 4.8 0 1 0 1,393.7322
B_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 7.45% SLDLDSIIAEVK 344 355 82.3 27.9 64.3 2 0 0 1,302.7153
B_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 7.45% LNDLEDALQQAK 444 455 58.3 27.6 48.4 1 0 0 1,357.6960
B_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 12.90% FSSCGGGGGSFGAGGGFGSR 46 65 64.7 25.0 64.7 1 0 0 1,765.7349
B_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 12.90% SLNNQFASFIDK 186 197 64.2 27.2 51.0 2 0 0 1,383.6903
B_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 12.90% FLEQQNQVLQTK 200 211 76.4 28.7 60.7 2 0 0 1,475.7854
B_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 12.90% TNAENEFVTIK 278 288 50.5 27.8 42.5 2 0 0 1,265.6372
B_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 12.90% TNAENEFVTIKK 278 289 39.1 27.6 35.6 1 0 0 1,393.7322
B_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 12.90% QISNLQQSISDAEQR 418 432 50.8 27.4 44.3 1 0 0 1,716.8512
B_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 12.90% LNDLEDALQQAK 444 455 76.4 27.6 57.3 2 0 0 1,357.6960
B_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.70% FSSCGGGGGSFGAGGGFGSR 46 65 81.0 25.0 81.0 1 0 0 1,765.7349
B_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.70% SLNNQFASFIDK 186 197 53.8 26.6 41.8 2 0 0 1,383.6903
B_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.70% FLEQQNQVLQTK 200 211 86.5 28.6 69.6 2 0 0 1,475.7854
B_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.70% WELLQQVDTSTR 212 223 53.2 27.5 44.3 2 0 0 1,475.7490
B_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.70% TNAENEFVTIK 278 288 44.0 27.8 36.5 2 0 0 1,265.6372
B_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.70% TNAENEFVTIKK 278 289 29.4 27.5 18.9 1 2 0 1,393.7322
B_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.70% SLDLDSIIAEVK 344 355 82.6 28.0 67.0 2 0 0 1,302.7153
B_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.70% YEELQITAGR 377 386 65.7 28.6 55.3 2 0 0 1,179.6005
B_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.70% IEISELNR 396 403 31.2 26.9 17.8 2 0 0 973.5313
B_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.70% QISNLQQSISDAEQR 418 432 91.9 27.4 83.8 2 0 0 1,716.8512
B_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.70% NKLNDLEDALQQAK 442 455 32.1 27.4 19.1 0 1 0 1,599.8339
B_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.70% LNDLEDALQQAK 444 455 81.1 27.3 67.9 2 0 0 1,357.6960
B_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.90% SLNNQFASFIDK 186 197 61.8 27.2 47.2 2 0 0 1,383.6903
B_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.90% FLEQQNQVLQTK 200 211 92.5 28.6 71.1 2 0 0 1,475.7854
B_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.90% TNAENEFVTIK 278 288 54.5 27.8 41.0 2 0 0 1,265.6372



B_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.90% TNAENEFVTIKK 278 289 43.7 27.7 39.0 1 1 0 1,393.7322
B_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.90% SLDLDSIIAEVK 344 355 80.7 28.1 65.2 2 0 0 1,302.7153
B_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.90% IEISELNR 396 403 40.5 27.9 19.6 2 0 0 973.5313
B_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.90% QISNLQQSISDAEQR 418 432 74.0 27.4 69.7 2 0 0 1,716.8512
B_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.90% LNDLEDALQQAK 444 455 88.0 27.1 64.6 2 0 0 1,357.6960
B_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 21 24.20% FSSCGGGGGSFGAGGGFGSR 46 65 123.0 25.0 123.0 2 0 0 1,765.7349
B_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 21 24.20% SLNNQFASFIDK 186 197 50.2 26.6 34.5 2 0 0 1,383.6903
B_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 21 24.20% FLEQQNQVLQTK 200 211 84.1 28.6 66.2 2 0 0 1,475.7854
B_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 21 24.20% LDSELKNMQDMVEDYR 252 267 20.0 25.0 17.4 0 1 0 2,017.8844
B_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 21 24.20% TNAENEFVTIK 278 288 51.4 27.8 41.3 2 0 0 1,265.6372
B_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 21 24.20% SLDLDSIIAEVK 344 355 91.6 27.9 71.6 2 0 0 1,302.7153
B_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 21 24.20% YEELQITAGR 377 386 65.3 28.6 52.4 2 0 0 1,179.6005
B_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 21 24.20% IEISELNR 396 403 35.1 26.9 15.9 1 0 0 973.5313
B_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 21 24.20% QISNLQQSISDAEQR 418 432 72.3 27.4 67.1 2 0 0 1,716.8512
B_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 21 24.20% NKLNDLEDALQQAK 442 455 62.3 27.4 41.7 2 0 0 1,599.8339
B_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 21 24.20% LNDLEDALQQAK 444 455 92.4 27.2 76.6 2 0 0 1,357.6960
B_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 21 24.20% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 54.4 25.0 49.3 0 1 0 2,581.1617
B_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% SLNNQFASFIDK 186 197 65.1 27.3 47.8 2 0 0 1,383.6903
B_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% FLEQQNQVLQTK 200 211 80.1 28.7 65.5 2 0 0 1,475.7854
B_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% TNAENEFVTIK 278 288 54.9 27.8 40.3 2 0 0 1,265.6372
B_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% TNAENEFVTIKK 278 289 38.8 27.5 24.0 1 2 0 1,393.7322
B_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% SLDLDSIIAEVK 344 355 82.1 28.0 67.4 2 0 0 1,302.7153
B_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% YEELQITAGR 377 386 62.9 28.6 51.5 2 0 0 1,179.6005
B_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% IEISELNR 396 403 30.2 27.9 16.3 1 0 0 973.5313
B_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% QISNLQQSISDAEQR 418 432 72.6 27.4 68.8 2 0 0 1,716.8512
B_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% LNDLEDALQQAK 444 455 93.1 27.4 78.9 2 0 0 1,357.6960
B_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 20.30% FSSCGGGGGSFGAGGGFGSR 46 65 83.5 25.0 79.7 1 0 0 1,765.7349
B_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 20.30% SLNNQFASFIDK 186 197 63.1 27.3 41.0 2 0 0 1,383.6903
B_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 20.30% FLEQQNQVLQTK 200 211 58.8 28.6 45.6 2 0 0 1,475.7854
B_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 20.30% LDSELKNMQDMVEDYR 252 267 25.1 25.0 25.1 0 2 0 2,017.8844
B_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 20.30% TNAENEFVTIK 278 288 41.7 27.8 32.3 2 0 0 1,265.6372
B_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 20.30% TNAENEFVTIKK 278 289 44.2 27.5 28.3 2 1 0 1,393.7322
B_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 20.30% SLDLDSIIAEVK 344 355 83.0 28.1 68.2 2 0 0 1,302.7153
B_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 20.30% YEELQITAGR 377 386 59.8 28.6 50.4 2 0 0 1,179.6005
B_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 20.30% IEISELNR 396 403 53.4 27.9 24.0 2 0 0 973.5313
B_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 20.30% QISNLQQSISDAEQR 418 432 87.4 27.4 79.3 2 0 0 1,716.8512
B_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 20.30% NKLNDLEDALQQAK 442 455 82.5 27.1 72.7 2 2 0 1,599.8339
B_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 17.90% FSSCGGGGGSFGAGGGFGSR 46 65 86.9 25.0 86.9 1 0 0 1,765.7349
B_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 17.90% SLNNQFASFIDK 186 197 64.8 27.3 49.7 2 0 0 1,383.6903
B_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 17.90% FLEQQNQVLQTK 200 211 76.2 28.7 58.4 2 0 0 1,475.7854
B_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 17.90% TNAENEFVTIKK 278 289 42.5 27.5 35.7 1 1 0 1,393.7322
B_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 17.90% SLDLDSIIAEVK 344 355 91.0 28.0 74.5 2 0 0 1,302.7153
B_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 17.90% YEELQITAGR 377 386 72.5 28.6 59.4 2 0 0 1,179.6005
B_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 17.90% IEISELNR 396 403 47.1 26.9 15.7 1 0 0 973.5313
B_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 17.90% QISNLQQSISDAEQR 418 432 83.9 27.4 78.7 2 0 0 1,716.8512
B_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 17.90% NKLNDLEDALQQAK 442 455 45.6 27.0 27.3 0 2 0 1,599.8339
B_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 17.90% LNDLEDALQQAK 444 455 84.5 27.3 67.0 2 0 0 1,357.6960
B_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 18.60% SGGGFSSGSAGIINYQR 13 29 71.3 26.2 71.3 2 0 0 1,657.7929
B_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 18.60% SLNNQFASFIDK 186 197 68.8 27.2 47.3 2 0 0 1,383.6903
B_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 18.60% FLEQQNQVLQTK 200 211 73.4 28.6 62.4 2 0 0 1,475.7854
B_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 18.60% LDSELKNMQDMVEDYR 252 267 24.5 25.0 21.5 0 2 0 2,017.8844
B_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 18.60% TNAENEFVTIK 278 288 52.2 27.8 44.1 1 0 0 1,265.6372
B_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 18.60% TNAENEFVTIKK 278 289 53.9 27.8 47.9 2 1 0 1,393.7322
B_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 18.60% SLDLDSIIAEVK 344 355 69.2 28.0 62.9 2 0 0 1,302.7153
B_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 18.60% YEELQITAGR 377 386 50.4 28.1 41.2 1 0 0 1,179.6005
B_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 18.60% QISNLQQSISDAEQR 418 432 83.8 27.4 75.2 2 0 0 1,716.8512
B_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 18.60% NKLNDLEDALQQAK 442 455 49.3 27.0 35.1 2 2 0 1,599.8339
B_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 18.60% LNDLEDALQQAK 444 455 80.8 27.6 66.9 2 0 0 1,357.6960
B_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 21 14.80% SLNNQFASFIDK 186 197 57.5 26.6 42.6 2 0 0 1,383.6903
B_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 21 14.80% FLEQQNQVLQTK 200 211 76.4 28.6 65.6 2 0 0 1,475.7854
B_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 21 14.80% TNAENEFVTIK 278 288 55.0 27.8 40.1 2 0 0 1,265.6372
B_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 21 14.80% TNAENEFVTIKK 278 289 48.1 27.5 38.9 2 2 0 1,393.7322
B_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 21 14.80% SLDLDSIIAEVK 344 355 86.2 27.9 70.1 2 0 0 1,302.7153
B_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 21 14.80% YEELQITAGR 377 386 79.5 27.8 65.7 2 0 0 1,179.6005
B_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 21 14.80% IEISELNR 396 403 34.4 26.9 16.6 2 0 0 973.5313
B_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 21 14.80% QISNLQQSISDAEQR 418 432 94.5 27.4 89.5 2 0 0 1,716.8512
B_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 21 14.80% NKLNDLEDALQQAK 442 455 49.7 27.4 32.5 0 2 0 1,599.8339
B_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 21 14.80% LNDLEDALQQAK 444 455 66.9 27.1 53.3 1 0 0 1,357.6960
B_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 26 17.40% FSSCGGGGGSFGAGGGFGSR 46 65 89.2 25.0 89.2 2 0 0 1,765.7349
B_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 26 17.40% SLNNQFASFIDK 186 197 56.0 27.3 40.7 2 0 0 1,383.6903
B_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 26 17.40% FLEQQNQVLQTK 200 211 83.4 28.6 70.8 2 0 0 1,475.7854
B_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 26 17.40% WELLQQVDTSTR 212 223 81.1 27.3 71.8 2 0 0 1,475.7490
B_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 26 17.40% TNAENEFVTIK 278 288 35.9 27.8 28.7 2 0 0 1,265.6372
B_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 26 17.40% TNAENEFVTIKK 278 289 50.2 27.7 46.6 2 2 0 1,393.7322
B_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 26 17.40% SLDLDSIIAEVK 344 355 101.0 27.9 84.9 2 0 0 1,302.7153
B_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 26 17.40% YEELQITAGR 377 386 75.5 28.6 63.2 2 0 0 1,179.6005
B_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 26 17.40% IEISELNR 396 403 41.1 26.9 22.9 2 0 0 973.5313
B_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 26 17.40% NKLNDLEDALQQAK 442 455 51.5 27.1 45.2 2 2 0 1,599.8339
B_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 26 17.40% LNDLEDALQQAK 444 455 80.7 27.2 67.0 2 0 0 1,357.6960
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% FSSCGGGGGSFGAGGGFGSR 46 65 65.7 25.0 65.7 1 0 0 1,765.7349
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% SLNNQFASFIDK 186 197 73.2 26.8 60.5 2 0 0 1,383.6903
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% FLEQQNQVLQTK 200 211 70.2 28.6 53.6 2 0 0 1,475.7854
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% LDSELKNMQDMVEDYR 252 267 20.2 25.0 20.2 0 1 0 2,017.8844
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% TNAENEFVTIK 278 288 52.2 27.8 40.3 2 0 0 1,265.6372
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% TNAENEFVTIKK 278 289 49.0 27.6 40.1 2 2 0 1,393.7322
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% SLDLDSIIAEVK 344 355 79.1 27.9 61.5 2 0 0 1,302.7153
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% YEELQITAGR 377 386 62.0 28.3 51.9 2 0 0 1,179.6005
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% IEISELNR 396 403 49.0 26.9 21.4 2 0 0 973.5313
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% KQISNLQQSISDAEQR 417 432 22.1 28.3 12.2 0 1 0 1,844.9462
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% QISNLQQSISDAEQR 418 432 75.4 27.4 67.3 2 0 0 1,716.8512
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% NKLNDLEDALQQAK 442 455 75.6 27.5 68.6 2 2 0 1,599.8339
B_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 20.50% LNDLEDALQQAK 444 455 83.2 27.6 64.0 2 0 0 1,357.6960
B_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.70% SLNNQFASFIDK 186 197 67.9 26.8 55.4 2 0 0 1,383.6903
B_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.70% FLEQQNQVLQTK 200 211 105.0 28.6 91.2 2 0 0 1,475.7854
B_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.70% LDSELKNMQDMVEDYR 252 267 34.0 25.0 34.0 0 2 0 2,017.8844
B_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.70% TNAENEFVTIK 278 288 35.0 27.7 18.9 1 0 0 1,265.6372
B_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.70% TNAENEFVTIKK 278 289 69.0 27.7 61.9 2 2 0 1,393.7322
B_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.70% SLDLDSIIAEVK 344 355 96.9 27.9 80.1 2 0 0 1,302.7153
B_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.70% IEISELNR 396 403 51.8 26.9 17.4 2 0 0 973.5313
B_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.70% QISNLQQSISDAEQR 418 432 76.5 27.4 71.2 2 0 0 1,716.8512
B_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.70% NKLNDLEDALQQAK 442 455 66.8 27.1 56.9 2 2 0 1,599.8339
B_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.70% LNDLEDALQQAK 444 455 80.3 27.2 58.8 2 0 0 1,357.6960
B_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 17.90% FSSCGGGGGSFGAGGGFGSR 46 65 67.8 25.0 64.0 2 0 0 1,765.7349
B_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 17.90% SLNNQFASFIDK 186 197 62.5 27.2 42.8 2 0 0 1,383.6903
B_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 17.90% FLEQQNQVLQTK 200 211 76.4 28.6 59.2 2 0 0 1,475.7854
B_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 17.90% TNAENEFVTIK 278 288 66.7 27.8 55.0 2 0 0 1,265.6372
B_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 17.90% TNAENEFVTIKK 278 289 28.1 27.7 20.0 2 2 0 1,393.7322
B_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 17.90% SLDLDSIIAEVK 344 355 84.1 28.4 67.4 2 0 0 1,302.7153
B_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 17.90% YEELQITAGR 377 386 61.2 28.1 52.7 2 0 0 1,179.6005
B_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 17.90% IEISELNR 396 403 47.5 26.9 25.1 2 0 0 973.5313
B_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 17.90% QISNLQQSISDAEQR 418 432 72.4 27.8 67.9 2 0 0 1,716.8512
B_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 17.90% NKLNDLEDALQQAK 442 455 47.0 27.4 35.1 0 2 0 1,599.8339



B_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 24 17.90% LNDLEDALQQAK 444 455 88.2 27.6 72.0 2 0 0 1,357.6960
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% SGGGFSSGSAGIINYQR 13 29 77.3 26.2 74.4 2 0 0 1,657.7929
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% FSSCGGGGGSFGAGGGFGSR 46 65 85.1 25.0 79.2 2 0 0 1,765.7349
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% SLNNQFASFIDK 186 197 64.6 27.2 48.8 2 0 0 1,383.6903
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% FLEQQNQVLQTK 200 211 79.2 28.6 53.3 2 0 0 1,475.7854
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% LDSELKNMQDMVEDYR 252 267 45.5 25.0 38.6 2 2 0 2,017.8844
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% NMQDMVEDYR 258 267 40.8 25.0 40.8 3 0 0 1,332.5196
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% TNAENEFVTIK 278 288 52.8 27.8 44.8 2 0 0 1,265.6372
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% TNAENEFVTIKK 278 289 67.2 27.8 57.2 2 2 0 1,393.7322
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% SLDLDSIIAEVK 344 355 81.3 28.0 70.6 2 0 0 1,302.7153
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% AEAESLYQSK 367 376 20.7 25.5 12.1 1 0 0 1,125.5422
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% YEELQITAGR 377 386 44.2 28.1 37.3 2 0 0 1,179.6005
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% IEISELNR 396 403 36.0 26.9 19.9 1 0 0 973.5313
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% KQISNLQQSISDAEQR 417 432 32.8 28.4 24.8 0 2 0 1,844.9462
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% QISNLQQSISDAEQR 418 432 88.7 27.6 76.5 2 0 0 1,716.8512
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% NKLNDLEDALQQAK 442 455 75.1 27.4 60.1 2 2 0 1,599.8339
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 29.8 25.0 20.1 0 2 0 2,581.1617
B_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 41 33.50% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 69.6 25.0 69.6 2 2 0 2,383.9523
C_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.30% SLNNQFASFIDK 186 197 33.9 27.3 30.1 2 0 0 1,383.6903
C_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.30% FLEQQNQVLQTK 200 211 68.8 28.6 53.4 2 0 0 1,475.7854
C_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.30% WELLQQVDTSTR 212 223 35.4 27.3 28.6 2 0 0 1,475.7490
C_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.30% NMQDMVEDYR 258 267 23.8 25.0 23.8 1 0 0 1,332.5196
C_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.30% TNAENEFVTIK 278 288 44.9 27.8 32.2 1 0 0 1,265.6372
C_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.30% TNAENEFVTIKK 278 289 44.2 27.7 37.4 2 0 0 1,393.7322
C_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.30% SLDLDSIIAEVK 344 355 42.4 28.6 33.0 2 0 0 1,302.7153
C_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.30% AQYEDIAQK 356 364 35.7 26.2 28.5 2 0 0 1,065.5212
C_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.30% YEELQITAGR 377 386 52.8 28.6 38.3 3 0 0 1,179.6005
C_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.30% IEISELNR 396 403 30.0 26.9 12.2 1 0 0 973.5313
C_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.30% QISNLQQSISDAEQR 418 432 59.5 27.4 50.3 2 2 0 1,716.8512
C_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.30% LNDLEDALQQAK 444 455 68.5 27.3 52.9 2 0 0 1,357.6960
C_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 5.28% FLEQQNQVLQTK 200 211 66.4 28.5 56.3 2 0 0 1,475.7854
C_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 5.28% TNAENEFVTIK 278 288 19.4 27.8 11.3 1 0 0 1,265.6372
C_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 5.28% TNAENEFVTIKK 278 289 30.9 27.7 27.0 1 0 0 1,393.7322
C_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 5.28% YEELQITAGR 377 386 39.0 28.6 29.5 2 0 0 1,179.6005
C_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 6 12 7.30% FLEQQNQVLQTK 200 211 75.3 28.7 61.5 2 0 0 1,475.7854
C_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 6 12 7.30% TNAENEFVTIKK 278 289 36.5 27.5 35.2 2 2 0 1,393.7322
C_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 6 12 7.30% IEISELNR 396 403 33.8 27.8 19.3 2 0 0 973.5313
C_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 6 12 7.30% QISNLQQSISDAEQR 418 432 71.3 27.4 64.6 2 2 0 1,716.8512
C_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.92% FLEQQNQVLQTK 200 211 82.8 28.6 74.0 2 0 0 1,475.7854
C_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.92% TNAENEFVTIKK 278 289 36.3 28.0 27.5 1 0 0 1,393.7322
C_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.92% QISNLQQSISDAEQR 418 432 42.4 27.1 35.5 1 0 0 1,716.8512
C_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.92% LNDLEDALQQAK 444 455 67.6 26.9 52.5 2 0 0 1,357.6960
C_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.61% FLEQQNQVLQTK 200 211 72.9 28.7 51.1 2 0 0 1,475.7854
C_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.61% YEELQITAGR 377 386 56.3 27.9 46.2 2 0 0 1,179.6005
C_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.61% QISNLQQSISDAEQR 418 432 39.9 27.0 34.1 1 0 0 1,716.8512
C_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.61% LNDLEDALQQAK 444 455 31.2 27.4 26.9 1 0 0 1,357.6960
C_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 4.66% FLEQQNQVLQTK 200 211 88.8 28.6 68.1 2 0 0 1,475.7854
C_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 4.66% YEELQITAGR 377 386 55.1 28.2 43.5 2 0 0 1,179.6005
C_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 4.66% IEISELNR 396 403 40.6 28.1 24.1 2 0 0 973.5313
C_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 4 5 5.28% FLEQQNQVLQTK 200 211 54.3 28.7 43.0 2 0 0 1,475.7854
C_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 4 5 5.28% TNAENEFVTIKK 278 289 52.4 27.5 44.3 1 1 0 1,393.7322
C_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 4 5 5.28% YEELQITAGR 377 386 59.8 27.6 48.5 1 0 0 1,179.6005
C_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 13.40% SGGGFSSGSAGIINYQR 13 29 51.0 26.1 51.0 2 0 0 1,657.7929
C_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 13.40% FLEQQNQVLQTK 200 211 86.6 28.7 73.7 2 0 0 1,475.7854
C_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 13.40% TNAENEFVTIKK 278 289 44.4 27.8 40.1 2 0 0 1,393.7322
C_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 13.40% YEELQITAGR 377 386 75.9 27.6 61.1 2 0 0 1,179.6005
C_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 13.40% IEISELNR 396 403 42.0 28.3 19.5 2 0 0 973.5313
C_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 13.40% QISNLQQSISDAEQR 418 432 66.6 27.4 58.5 2 0 0 1,716.8512
C_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 13.40% LNDLEDALQQAK 444 455 71.9 27.5 51.3 2 0 0 1,357.6960
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% SGGGFSSGSAGIINYQR 13 29 80.2 26.0 76.0 2 0 0 1,657.7929
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% SLVNLGGSKSISISVAR 66 82 81.8 25.0 75.4 2 0 0 1,687.9701
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% SLNNQFASFIDK 186 197 60.6 27.2 39.7 2 0 0 1,383.6903
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% FLEQQNQVLQTK 200 211 80.1 28.9 63.7 2 0 0 1,475.7854
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% NMQDMVEDYR 258 267 27.1 25.0 27.1 1 0 0 1,332.5196
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% TNAENEFVTIKK 278 289 68.0 28.1 53.8 2 2 0 1,393.7322
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% SLDLDSIIAEVK 344 355 95.7 28.1 76.4 4 0 0 1,302.7153
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% YEELQITAGR 377 386 44.1 28.3 36.2 1 0 0 1,179.6005
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% IEISELNR 396 403 48.8 28.1 14.9 1 0 0 973.5313
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% IEISELNRVIQR 396 407 17.1 25.6 0.6 0 1 0 1,469.8435
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% QISNLQQSISDAEQR 418 432 86.2 27.1 78.2 2 0 0 1,716.8512
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% NKLNDLEDALQQAK 442 455 60.0 27.4 52.7 2 2 0 1,599.8339
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% LNDLEDALQQAK 444 455 84.6 26.9 68.0 1 0 0 1,357.6960
C_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 26.20% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 46.1 25.0 42.8 0 2 0 2,581.1617
C_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.39% FLEQQNQVLQTK 200 211 72.8 28.7 49.5 2 0 0 1,475.7854
C_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.39% TNAENEFVTIKK 278 289 21.4 27.5 15.1 0 1 0 1,393.7322
C_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.39% SLDLDSIIAEVK 344 355 54.2 28.0 44.3 2 0 0 1,302.7153
C_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.39% YEELQITAGR 377 386 62.2 27.9 52.6 2 0 0 1,179.6005
C_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.39% IEISELNR 396 403 28.0 28.3 9.5 1 0 0 973.5313
C_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 13.50% SLNNQFASFIDK 186 197 42.6 27.2 24.4 2 0 0 1,383.6903
C_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 13.50% FLEQQNQVLQTK 200 211 81.2 28.4 67.9 2 0 0 1,475.7854
C_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 13.50% TNAENEFVTIKK 278 289 47.0 28.1 42.5 2 1 0 1,393.7322
C_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 13.50% SLDLDSIIAEVK 344 355 70.3 28.0 53.3 2 0 0 1,302.7153
C_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 13.50% YEELQITAGR 377 386 52.0 28.0 45.4 2 0 0 1,179.6005
C_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 13.50% QISNLQQSISDAEQR 418 432 50.0 26.9 45.4 1 0 0 1,716.8512
C_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 13.50% NKLNDLEDALQQAK 442 455 22.0 27.4 2.8 1 0 0 1,599.8339
C_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.59% SLNNQFASFIDK 186 197 41.0 27.1 36.5 2 0 0 1,383.6903
C_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.59% FLEQQNQVLQTK 200 211 68.1 28.7 56.9 2 0 0 1,475.7854
C_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.59% SLDLDSIIAEVK 344 355 75.6 28.2 65.5 2 0 0 1,302.7153
C_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 5 9 6.52% SGGGFSSGSAGIINYQRR 13 30 22.3 27.0 18.4 0 1 0 1,813.8940
C_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 5 9 6.52% TNAENEFVTIK 278 288 51.5 27.8 43.2 2 0 0 1,265.6372
C_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 5 9 6.52% TNAENEFVTIKK 278 289 63.9 27.5 53.3 2 2 0 1,393.7322
C_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 5 9 6.52% SLDLDSIIAEVK 344 355 79.7 28.0 68.7 2 0 0 1,302.7153
C_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% FLEQQNQVLQTK 200 211 88.8 28.6 71.9 2 0 0 1,475.7854
C_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% TNAENEFVTIKK 278 289 28.9 28.1 16.8 0 1 0 1,393.7322
C_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% SLDLDSIIAEVK 344 355 79.3 28.1 63.0 2 0 0 1,302.7153
C_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% YEELQITAGR 377 386 67.7 28.1 55.3 2 0 0 1,179.6005
C_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% LNDLEDALQQAK 444 455 56.5 27.4 49.2 1 0 0 1,357.6960
C_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 14.90% SGGGFSSGSAGIINYQR 13 29 77.8 26.1 73.5 2 0 0 1,657.7929
C_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 14.90% SLNNQFASFIDK 186 197 60.5 27.2 47.0 2 0 0 1,383.6903
C_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 14.90% FLEQQNQVLQTK 200 211 86.9 28.8 63.0 2 0 0 1,475.7854
C_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 14.90% TNAENEFVTIK 278 288 39.7 27.8 28.7 2 0 0 1,265.6372
C_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 14.90% SLDLDSIIAEVK 344 355 68.6 28.0 54.1 1 0 0 1,302.7153
C_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 14.90% YEELQITAGR 377 386 69.8 27.9 54.5 2 0 0 1,179.6005
C_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 14.90% IEISELNR 396 403 49.7 28.1 25.2 1 0 0 973.5313
C_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 14.90% NKLNDLEDALQQAK 442 455 46.5 27.3 31.4 1 2 0 1,599.8339
C_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 11.50% SLNNQFASFIDK 186 197 40.0 27.2 27.3 2 0 0 1,383.6903
C_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 11.50% FLEQQNQVLQTK 200 211 65.8 28.7 54.8 2 0 0 1,475.7854
C_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 11.50% LDSELKNMQDMVEDYR 252 267 28.1 25.0 28.1 0 2 0 2,017.8844
C_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 11.50% SLDLDSIIAEVK 344 355 82.7 28.1 66.6 2 0 0 1,302.7153
C_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 11.50% YEELQITAGR 377 386 62.6 27.9 49.5 2 0 0 1,179.6005
C_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 11.50% LLRDYQELMNTK 461 472 20.2 27.3 14.3 0 1 0 1,539.7838
C_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.43% SLNNQFASFIDK 186 197 43.5 27.2 31.7 2 0 0 1,383.6903



C_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.43% TNAENEFVTIK 278 288 54.4 27.7 40.5 2 0 0 1,265.6372
C_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.43% SLDLDSIIAEVK 344 355 76.8 28.2 63.1 2 0 0 1,302.7153
C_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% SLNNQFASFIDK 186 197 65.1 26.7 45.6 2 0 0 1,383.6903
C_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% FLEQQNQVLQTK 200 211 60.2 28.9 51.6 2 0 0 1,475.7854
C_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% TNAENEFVTIK 278 288 49.5 27.8 37.3 2 0 0 1,265.6372
C_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% TNAENEFVTIKK 278 289 46.5 28.0 38.6 2 2 0 1,393.7322
C_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% SLDLDSIIAEVK 344 355 85.7 28.2 64.9 2 0 0 1,302.7153
C_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% IEISELNR 396 403 56.5 28.1 15.4 1 0 0 973.5313
C_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% QISNLQQSISDAEQR 418 432 49.1 27.1 47.3 2 0 0 1,716.8512
C_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 12.90% LNDLEDALQQAK 444 455 63.0 26.8 45.3 2 0 0 1,357.6960
C_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 16 13.40% FSSCGGGGGSFGAGGGFGSR 46 65 104.0 25.0 90.0 2 0 0 1,765.7349
C_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 16 13.40% FLEQQNQVLQTK 200 211 73.5 28.6 59.9 2 0 0 1,475.7854
C_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 16 13.40% TNAENEFVTIK 278 288 49.7 27.8 43.6 2 0 0 1,265.6372
C_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 16 13.40% TNAENEFVTIKK 278 289 45.8 27.5 34.4 0 2 0 1,393.7322
C_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 16 13.40% SLDLDSIIAEVK 344 355 91.4 28.0 72.1 2 0 0 1,302.7153
C_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 16 13.40% YEELQITAGR 377 386 54.5 27.9 48.4 2 0 0 1,179.6005
C_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 16 13.40% IEISELNR 396 403 51.3 27.8 7.7 2 0 0 973.5313
C_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 16 13.40% LNDLEDALQQAK 444 455 70.4 27.4 53.3 2 0 0 1,357.6960
C_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% SLNNQFASFIDK 186 197 47.8 27.3 38.5 2 0 0 1,383.6903
C_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% FLEQQNQVLQTK 200 211 82.8 28.7 64.9 2 0 0 1,475.7854
C_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% TNAENEFVTIK 278 288 59.9 27.8 47.6 2 0 0 1,265.6372
C_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% TNAENEFVTIKK 278 289 34.0 27.5 27.3 2 1 0 1,393.7322
C_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% SLDLDSIIAEVK 344 355 69.7 28.0 56.7 2 0 0 1,302.7153
C_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% YEELQITAGR 377 386 56.4 27.5 44.2 2 0 0 1,179.6005
C_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% IEISELNR 396 403 24.6 27.8 10.4 1 0 0 973.5313
C_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% QISNLQQSISDAEQR 418 432 70.2 27.5 65.8 2 0 0 1,716.8512
C_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 14.40% LNDLEDALQQAK 444 455 71.7 27.2 56.0 2 0 0 1,357.6960
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% SGGGFSSGSAGIINYQR 13 29 77.7 26.0 72.9 2 0 0 1,657.7929
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% FSSCGGGGGSFGAGGGFGSR 46 65 105.0 25.0 105.0 2 0 0 1,765.7349
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% SLVNLGGSKSISISVAR 66 82 34.7 25.0 34.7 0 2 0 1,687.9701
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% SLNNQFASFIDK 186 197 50.3 27.1 37.4 2 0 0 1,383.6903
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% FLEQQNQVLQTK 200 211 94.7 28.7 80.3 2 0 0 1,475.7854
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% LDSELKNMQDMVEDYR 252 267 22.4 25.0 22.4 0 1 0 2,017.8844
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% TNAENEFVTIK 278 288 36.2 27.8 29.9 2 0 0 1,265.6372
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% TNAENEFVTIKK 278 289 50.8 28.1 45.0 2 2 0 1,393.7322
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% SLDLDSIIAEVK 344 355 80.1 28.1 67.7 4 0 0 1,302.7153
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% NSKIEISELNR 393 403 25.0 28.7 17.2 2 0 0 1,302.7012
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% QISNLQQSISDAEQR 418 432 85.6 26.9 79.3 2 0 0 1,716.8512
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% NKLNDLEDALQQAK 442 455 60.5 27.5 52.4 2 0 0 1,599.8339
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% LNDLEDALQQAK 444 455 85.7 27.0 72.1 2 0 0 1,357.6960
C_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 29.30% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 73.5 25.0 73.5 1 0 0 2,383.9523
C_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 20.80% SGGGFSSGSAGIINYQR 13 29 76.1 26.0 71.5 2 0 0 1,657.7929
C_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 20.80% SLNNQFASFIDK 186 197 53.7 27.2 42.7 2 0 0 1,383.6903
C_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 20.80% FLEQQNQVLQTK 200 211 91.7 28.6 78.0 2 0 0 1,475.7854
C_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 20.80% TNAENEFVTIK 278 288 52.6 27.4 44.9 2 0 0 1,265.6372
C_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 20.80% SLDLDSIIAEVK 344 355 91.2 28.1 76.9 2 0 0 1,302.7153
C_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 20.80% YEELQITAGR 377 386 75.7 27.6 64.4 2 0 0 1,179.6005
C_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 20.80% IEISELNR 396 403 52.1 28.2 20.5 2 0 0 973.5313
C_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 20.80% QISNLQQSISDAEQR 418 432 92.2 27.4 91.1 2 1 0 1,716.8512
C_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 20.80% NKLNDLEDALQQAK 442 455 58.8 27.5 49.0 2 0 0 1,599.8339
C_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 20.80% LLRDYQELMNTK 461 472 19.6 27.4 8.9 0 1 0 1,539.7838
C_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 20.80% LALDLEIATYR 473 483 50.0 27.1 0.0 1 0 0 1,277.7101
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% SGGGFSSGSAGIINYQR 13 29 81.2 26.1 76.9 2 0 0 1,657.7929
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% FSSCGGGGGSFGAGGGFGSR 46 65 146.0 25.0 131.0 2 0 0 1,765.7349
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% SLVNLGGSKSISISVAR 66 82 24.4 25.0 24.4 1 0 0 1,687.9701
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% SLNNQFASFIDK 186 197 59.9 26.6 40.9 2 0 0 1,383.6903
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% FLEQQNQVLQTK 200 211 83.9 28.7 71.6 4 0 0 1,475.7854
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% WELLQQVDTSTR 212 223 70.2 27.3 62.8 2 1 0 1,475.7490
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% LDSELKNMQDMVEDYR 252 267 33.2 25.0 33.2 0 1 0 2,017.8844
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% TNAENEFVTIK 278 288 59.8 27.8 51.8 2 0 0 1,265.6372
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% TNAENEFVTIKK 278 289 50.0 28.0 42.4 2 2 0 1,393.7322
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% SLDLDSIIAEVK 344 355 95.7 28.0 77.8 4 0 0 1,302.7153
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% YEELQITAGR 377 386 50.9 27.6 43.3 2 0 0 1,179.6005
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% NSKIEISELNR 393 403 27.8 28.7 20.7 1 0 0 1,302.7012
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% QISNLQQSISDAEQR 418 432 80.8 27.1 75.7 2 0 0 1,716.8512
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% NKLNDLEDALQQAK 442 455 63.5 27.5 55.7 2 2 0 1,599.8339
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% LNDLEDALQQAK 444 455 70.4 27.5 46.9 2 0 0 1,357.6960
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% LLRDYQELMNTK 461 472 32.7 27.4 25.2 2 0 0 1,539.7838
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% LALDLEIATYR 473 483 51.4 27.1 0.0 2 0 0 1,277.7101
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% TLLEGEESR 484 492 26.7 27.8 13.2 1 0 0 1,033.5161
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 73.9 25.0 70.3 0 2 0 2,581.1617
C_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 47 41.80% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 81.2 25.0 81.2 2 2 0 2,383.9523
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% SGGGFSSGSAGIINYQR 13 29 80.8 26.0 75.3 2 0 0 1,657.7929
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% SGGGGGRFSSCGGGGGSFGAGGGFGSR 39 65 62.7 25.0 62.7 0 2 0 2,293.9755
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% FSSCGGGGGSFGAGGGFGSR 46 65 138.0 25.0 131.0 2 0 0 1,765.7349
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% SLVNLGGSKSISISVAR 66 82 74.5 25.0 74.5 2 0 0 1,687.9701
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% SLNNQFASFIDK 186 197 61.5 26.6 42.2 2 0 0 1,383.6903
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% SLNNQFASFIDKVR 186 199 29.0 27.6 20.0 2 0 0 1,638.8598
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% FLEQQNQVLQTK 200 211 67.4 28.6 50.0 2 0 0 1,475.7854
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% LDSELKNMQDMVEDYR 252 267 30.3 25.0 30.3 0 2 0 2,017.8844
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% TNAENEFVTIKK 278 289 58.3 28.1 46.5 2 0 0 1,393.7322
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% SLDLDSIIAEVK 344 355 96.9 28.0 78.3 4 0 0 1,302.7153
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% YEELQITAGR 377 386 62.5 28.2 43.8 2 0 0 1,179.6005
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% NSKIEISELNRVIQR 393 407 22.4 25.5 17.0 0 1 0 1,799.0134
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% IEISELNR 396 403 47.0 28.3 18.1 1 0 0 973.5313
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% QISNLQQSISDAEQR 418 432 77.2 26.9 65.4 2 0 0 1,716.8512
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% NKLNDLEDALQQAK 442 455 71.2 27.1 56.9 2 2 0 1,599.8339
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% LNDLEDALQQAK 444 455 79.6 27.5 68.1 2 0 0 1,357.6960
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% LALDLEIATYR 473 483 45.4 27.2 0.0 2 0 0 1,277.7101
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 56.8 25.0 54.8 0 4 0 2,581.1617
C_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 92.9 25.0 92.9 1 1 0 2,383.9523
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% SGGGFSSGSAGIINYQR 13 29 77.4 26.1 73.6 2 0 0 1,657.7929
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% SGGGGGRFSSCGGGGGSFGAGGGFGSR 39 65 31.3 25.0 31.3 0 1 0 2,293.9755
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% FSSCGGGGGSFGAGGGFGSR 46 65 118.0 25.0 118.0 2 0 0 1,765.7349
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% SLVNLGGSKSISISVAR 66 82 62.7 25.0 56.2 2 0 0 1,687.9701
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% SLNNQFASFIDK 186 197 59.3 26.6 50.1 2 0 0 1,383.6903
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% SLNNQFASFIDKVR 186 199 32.3 27.2 22.4 1 0 0 1,638.8598
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% FLEQQNQVLQTK 200 211 100.0 28.7 82.8 2 0 0 1,475.7854
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% LDSELKNMQDMVEDYR 252 267 31.3 25.0 31.3 0 2 0 2,017.8844
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% TNAENEFVTIK 278 288 27.8 27.7 18.9 2 0 0 1,265.6372
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% TNAENEFVTIKK 278 289 43.5 28.0 34.3 2 2 0 1,393.7322
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% SLDLDSIIAEVK 344 355 99.1 28.0 81.6 4 0 0 1,302.7153
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% YEELQITAGR 377 386 67.9 28.6 57.2 2 0 0 1,179.6005
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% NSKIEISELNR 393 403 38.3 28.8 28.7 1 0 0 1,302.7012
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% QISNLQQSISDAEQR 418 432 78.6 26.9 74.5 2 0 0 1,716.8512
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% NKLNDLEDALQQAK 442 455 43.6 27.4 28.8 2 1 0 1,599.8339
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% LLRDYQELMNTK 461 472 32.9 27.0 32.7 1 1 0 1,539.7838
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% LALDLEIATYR 473 483 56.5 27.3 0.0 2 0 0 1,277.7101
C_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 38 35.10% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 63.4 25.0 60.5 0 2 0 2,581.1617
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% SGGGFSSGSAGIINYQR 13 29 80.5 26.1 76.0 2 0 0 1,657.7929
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% SGGGGGRFSSCGGGGGSFGAGGGFGSR 39 65 46.8 25.0 46.8 0 2 0 2,293.9755
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% FSSCGGGGGSFGAGGGFGSR 46 65 113.0 25.0 108.0 2 0 0 1,765.7349



C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% SLVNLGGSKSISISVAR 66 82 81.1 25.0 81.1 2 0 0 1,687.9701
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% FLEQQNQVLQTK 200 211 84.1 28.4 71.3 2 0 0 1,475.7854
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% FLEQQNQVLQTKWELLQQVDTSTR 200 223 49.2 25.9 44.3 0 2 0 2,932.5166
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% THNLEPYFESFINNLRR 224 240 21.7 27.9 17.5 0 1 0 2,150.0777
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% LDSELKNMQDMVEDYR 252 267 29.3 25.0 25.0 0 2 0 2,017.8844
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% TNAENEFVTIK 278 288 57.4 27.8 46.0 2 0 0 1,265.6372
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% TNAENEFVTIKK 278 289 65.3 28.0 61.0 2 0 0 1,393.7322
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% SLDLDSIIAEVK 344 355 97.5 28.6 80.6 4 0 0 1,302.7153
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% SKAEAESLYQSKYEELQITAGR 365 386 61.1 27.2 56.0 0 2 0 2,501.2519
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% AEAESLYQSKYEELQITAGR 367 386 34.6 27.5 32.1 0 2 0 2,286.1249
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% YEELQITAGR 377 386 65.8 28.2 48.5 1 0 0 1,179.6005
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% NSKIEISELNR 393 403 57.3 28.7 46.9 2 0 0 1,302.7012
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% IEISELNR 396 403 41.9 28.1 22.0 2 0 0 973.5313
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% QISNLQQSISDAEQR 418 432 89.8 27.1 86.0 2 0 0 1,716.8512
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% NKLNDLEDALQQAK 442 455 70.2 27.4 57.5 1 2 0 1,599.8339
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% NKLNDLEDALQQAKEDLAR 442 460 48.6 27.7 42.1 0 2 0 2,184.1258
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% LNDLEDALQQAK 444 455 55.0 26.8 27.1 2 0 0 1,357.6960
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% LLRDYQELMNTK 461 472 19.6 27.4 6.6 0 1 0 1,539.7838
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% LALDLEIATYR 473 483 51.9 27.2 0.0 2 0 0 1,277.7101
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 63.0 25.0 57.4 0 4 0 2,565.1668
C_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 24 27 52 44.90% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 123.0 25.0 123.0 2 2 0 2,383.9523
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% SGGGFSSGSAGIINYQR 13 29 77.5 26.0 72.4 2 0 0 1,657.7929
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% FSSCGGGGGSFGAGGGFGSR 46 65 128.0 25.0 120.0 2 0 0 1,765.7349
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% SLVNLGGSKSISISVAR 66 82 49.3 25.0 42.8 1 0 0 1,687.9701
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% SLNNQFASFIDK 186 197 46.0 27.1 34.9 2 0 0 1,383.6903
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% SLNNQFASFIDKVR 186 199 42.0 27.6 34.7 2 1 0 1,638.8598
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% FLEQQNQVLQTK 200 211 89.0 28.7 72.0 2 0 0 1,475.7854
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% LDSELKNMQDMVEDYR 252 267 33.1 25.0 33.1 0 2 0 2,017.8844
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% NMQDMVEDYR 258 267 29.6 25.0 29.6 1 0 0 1,300.5297
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% TNAENEFVTIK 278 288 70.1 27.8 61.1 2 0 0 1,265.6372
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% TNAENEFVTIKK 278 289 68.6 28.1 65.2 2 2 0 1,393.7322
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% SLDLDSIIAEVK 344 355 42.5 28.2 28.6 2 0 0 1,302.7153
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% YEELQITAGR 377 386 69.8 28.2 56.7 2 0 0 1,179.6005
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% IEISELNR 396 403 44.1 28.3 22.8 2 0 0 973.5313
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% NKLNDLEDALQQAK 442 455 75.5 27.4 67.7 2 2 0 1,599.8339
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% LNDLEDALQQAK 444 455 59.4 27.5 52.0 2 0 0 1,357.6960
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% LALDLEIATYR 473 483 41.8 27.1 0.0 2 0 0 1,277.7101
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 75.3 25.0 72.4 0 4 0 2,581.1617
C_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 40 34.20% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 83.0 25.0 83.0 1 0 0 2,383.9523
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% SGGGFSSGSAGIINYQR 13 29 79.0 26.0 74.8 2 0 0 1,657.7929
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% FSSCGGGGGSFGAGGGFGSR 46 65 111.0 25.0 102.0 2 0 0 1,765.7349
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% SLVNLGGSKSISISVAR 66 82 55.0 25.0 55.0 2 0 0 1,687.9701
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% SLNNQFASFIDK 186 197 64.9 27.2 47.2 2 0 0 1,383.6903
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% SLNNQFASFIDKVR 186 199 32.6 27.3 24.1 1 0 0 1,638.8598
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% FLEQQNQVLQTK 200 211 92.6 28.6 76.6 2 0 0 1,475.7854
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% LDSELKNMQDMVEDYR 252 267 42.2 25.0 41.2 0 2 0 2,017.8844
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% TNAENEFVTIK 278 288 37.1 28.0 32.3 2 0 0 1,265.6372
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% TNAENEFVTIKK 278 289 58.4 28.0 51.8 2 2 0 1,393.7322
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% SLDLDSIIAEVK 344 355 81.5 28.4 63.2 2 0 0 1,302.7153
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% SKAEAESLYQSKYEELQITAGR 365 386 21.9 27.4 17.9 0 1 0 2,501.2519
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% YEELQITAGR 377 386 72.8 27.5 60.2 2 0 0 1,179.6005
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% NSKIEISELNR 393 403 34.2 28.7 26.0 2 0 0 1,302.7012
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% IEISELNR 396 403 29.0 27.8 16.4 1 0 0 973.5313
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% QISNLQQSISDAEQR 418 432 85.1 27.1 77.1 2 0 0 1,716.8512
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% NKLNDLEDALQQAK 442 455 59.4 27.1 46.2 2 2 0 1,599.8339
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% LNDLEDALQQAK 444 455 44.8 27.3 36.1 2 0 0 1,357.6960
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% LLRDYQELMNTK 461 472 34.9 27.3 31.6 1 1 0 1,539.7838
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% LALDLEIATYR 473 483 82.7 27.3 0.0 2 0 0 1,277.7101
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 51.1 25.0 47.8 0 2 0 2,581.1617
C_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 43 40.70% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 57.9 25.0 57.9 0 2 0 2,383.9523
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% SGGGFSSGSAGIINYQR 13 29 64.4 26.1 58.2 2 0 0 1,657.7929
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% FSSCGGGGGSFGAGGGFGSR 46 65 101.0 25.0 101.0 2 0 0 1,765.7349
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% SLVNLGGSKSISISVAR 66 82 27.4 25.0 27.4 1 0 0 1,687.9701
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% SLNNQFASFIDK 186 197 58.5 26.6 34.4 2 0 0 1,383.6903
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% SLNNQFASFIDKVR 186 199 39.4 27.3 39.4 1 0 0 1,638.8598
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% FLEQQNQVLQTK 200 211 80.9 28.7 66.7 2 0 0 1,475.7854
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% LDSELKNMQDMVEDYR 252 267 33.6 25.0 33.6 0 2 0 2,017.8844
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% TNAENEFVTIK 278 288 59.9 27.4 46.5 2 0 0 1,265.6372
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% TNAENEFVTIKK 278 289 64.4 27.5 61.0 2 1 0 1,393.7322
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% SLDLDSIIAEVK 344 355 88.0 28.0 69.6 2 0 0 1,302.7153
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% YEELQITAGR 377 386 69.0 27.6 58.8 2 0 0 1,179.6005
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% NSKIEISELNR 393 403 24.2 29.2 15.3 1 0 0 1,302.7012
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% IEISELNR 396 403 40.7 28.3 23.3 2 0 0 973.5313
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% KQISNLQQSISDAEQR 417 432 25.5 28.4 21.7 0 1 0 1,844.9462
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% QISNLQQSISDAEQR 418 432 64.7 26.9 53.8 2 0 0 1,716.8512
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% NKLNDLEDALQQAK 442 455 63.7 27.4 48.6 2 2 0 1,599.8339
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% LNDLEDALQQAK 444 455 68.2 27.2 59.4 2 0 0 1,357.6960
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% LLRDYQELMNTK 461 472 33.3 27.0 20.8 1 1 0 1,539.7838
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% LALDLEIATYR 473 483 47.7 27.3 0.0 2 0 0 1,277.7101
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 45.0 25.0 43.8 0 2 0 2,581.1617
C_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 24 41 39.00% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 73.9 25.0 73.9 2 0 0 2,383.9523
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% SGGGFSSGSAGIINYQR 13 29 80.2 26.0 76.0 2 0 0 1,657.7929
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% SLNNQFASFIDK 186 197 68.2 27.1 52.1 2 0 0 1,383.6903
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% SLNNQFASFIDKVR 186 199 28.8 27.3 27.2 1 0 0 1,638.8598
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% FLEQQNQVLQTK 200 211 84.2 28.6 70.7 2 0 0 1,475.7854
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% LDSELKNMQDMVEDYR 252 267 31.6 25.0 27.1 0 2 0 2,017.8844
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% TNAENEFVTIKK 278 289 48.9 27.5 42.1 2 1 0 1,393.7322
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% SLDLDSIIAEVK 344 355 95.8 28.0 77.7 4 0 0 1,302.7153
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% SKAEAESLYQSKYEELQITAGR 365 386 26.2 27.4 19.1 0 0 2 2,501.2519
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% YEELQITAGR 377 386 52.7 27.9 39.5 2 0 0 1,179.6005
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% NSKIEISELNR 393 403 47.5 28.7 38.0 2 0 0 1,302.7012
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% IEISELNR 396 403 51.6 28.2 26.2 2 0 0 973.5313
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% QISNLQQSISDAEQR 418 432 82.4 27.0 73.1 2 0 0 1,716.8512
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% NKLNDLEDALQQAK 442 455 63.6 27.4 47.0 2 0 0 1,599.8339
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% NKLNDLEDALQQAKEDLAR 442 460 31.0 27.7 28.4 0 2 0 2,184.1258
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% LNDLEDALQQAK 444 455 77.8 27.0 65.5 2 0 0 1,357.6960
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% LALDLEIATYR 473 483 73.9 27.2 0.0 2 0 0 1,277.7101
C_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 38 29.80% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 98.6 25.0 98.6 2 2 0 2,383.9523
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% SGGGFSSGSAGIINYQR 13 29 71.4 26.2 67.4 2 0 0 1,657.7929
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% FSSCGGGGGSFGAGGGFGSR 46 65 74.4 25.0 72.5 2 0 0 1,765.7349
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% SLVNLGGSKSISISVAR 66 82 54.6 25.0 54.6 2 0 0 1,687.9701
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% SLNNQFASFIDK 186 197 57.8 27.1 47.6 2 0 0 1,383.6903
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% FLEQQNQVLQTK 200 211 78.4 28.7 57.2 2 0 0 1,475.7854
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% LDSELKNMQDMVEDYR 252 267 46.6 25.0 46.6 0 2 0 2,017.8844
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% TNAENEFVTIKK 278 289 43.3 28.0 34.0 2 2 0 1,393.7322
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% SLDLDSIIAEVK 344 355 95.4 28.0 71.1 4 0 0 1,302.7153
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% YEELQITAGR 377 386 69.8 27.5 59.1 2 0 0 1,179.6005
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% NSKIEISELNR 393 403 42.0 28.8 35.1 1 0 0 1,302.7012
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% IEISELNR 396 403 34.1 27.9 12.3 2 0 0 973.5313
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% KQISNLQQSISDAEQR 417 432 24.3 28.5 21.6 0 1 0 1,844.9462
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% QISNLQQSISDAEQR 418 432 74.3 27.0 69.9 2 0 0 1,716.8512
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% NKLNDLEDALQQAK 442 455 78.1 27.4 70.6 2 2 0 1,599.8339



C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% LNDLEDALQQAK 444 455 64.6 27.5 52.3 2 0 0 1,357.6960
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% LLRDYQELMNTK 461 472 26.7 27.4 18.1 2 1 0 1,539.7838
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% LALDLEIATYR 473 483 60.0 27.4 0.0 2 0 0 1,277.7101
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 32.6 25.0 29.8 0 2 0 2,581.1617
C_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 42 38.70% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 46.2 25.0 46.2 1 0 0 2,383.9523
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% SGGGFSSGSAGIINYQR 13 29 80.4 26.0 75.9 2 0 0 1,657.7929
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% FSSCGGGGGSFGAGGGFGSR 46 65 107.0 25.0 99.8 2 0 0 1,765.7349
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% SLVNLGGSKSISISVAR 66 82 44.7 25.0 40.4 2 0 0 1,687.9701
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% SLNNQFASFIDK 186 197 43.6 26.9 23.5 2 0 0 1,383.6903
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% SLNNQFASFIDKVR 186 199 35.4 27.6 30.5 2 0 0 1,638.8598
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% FLEQQNQVLQTK 200 211 84.1 28.6 68.9 2 0 0 1,475.7854
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% LDSELKNMQDMVEDYR 252 267 29.3 25.0 23.6 2 2 0 2,017.8844
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% TNAENEFVTIK 278 288 43.0 27.7 33.2 2 0 0 1,265.6372
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% TNAENEFVTIKK 278 289 57.2 28.0 47.5 2 1 0 1,393.7322
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% SLDLDSIIAEVK 344 355 89.5 28.6 73.3 4 0 0 1,302.7153
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% AQYEDIAQK 356 364 24.9 26.2 9.6 2 0 0 1,065.5212
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% SKAEAESLYQSKYEELQITAGR 365 386 50.2 27.3 46.8 0 2 2 2,501.2519
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% AEAESLYQSKYEELQITAGR 367 386 27.0 27.5 24.6 0 1 0 2,286.1249
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% YEELQITAGR 377 386 67.2 28.3 55.5 2 0 0 1,179.6005
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% NSKIEISELNR 393 403 41.0 28.8 28.9 2 0 0 1,302.7012
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% IEISELNR 396 403 27.0 28.3 8.5 1 0 0 973.5313
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% KQISNLQQSISDAEQR 417 432 25.8 28.4 13.5 0 2 0 1,844.9462
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% QISNLQQSISDAEQR 418 432 72.6 27.1 67.2 2 0 0 1,716.8512
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% NKLNDLEDALQQAK 442 455 86.9 27.3 78.8 2 0 0 1,599.8339
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% NKLNDLEDALQQAKEDLAR 442 460 38.1 27.7 33.8 0 2 0 2,184.1258
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% LNDLEDALQQAK 444 455 79.9 26.8 62.8 2 0 0 1,357.6960
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% LNDLEDALQQAKEDLAR 444 460 36.2 28.1 25.3 0 1 0 1,941.9879
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% LLRDYQELMNTK 461 472 56.7 27.0 53.1 3 4 0 1,539.7838
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% DYQELMNTK 464 472 29.0 25.0 15.1 2 0 0 1,141.5195
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% LALDLEIATYR 473 483 56.0 27.4 0.0 2 0 0 1,277.7101
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 68.6 25.0 61.0 0 3 0 2,581.1617
C_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 27 35 66 43.00% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 111.0 25.0 111.0 2 2 0 2,383.9523
D_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 8.70% SLNNQFASFIDK 186 197 49.8 26.8 38.0 1 0 0 1,383.6903
D_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 8.70% FLEQQNQVLQTK 200 211 76.9 28.7 60.3 2 0 0 1,475.7854
D_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 8.70% TNAENEFVTIK 278 288 43.0 27.7 33.0 2 0 0 1,265.6372
D_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 8.70% YEELQITAGR 377 386 71.2 28.3 57.3 2 0 0 1,179.6005
D_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 8.70% LALDLEIATYR 473 483 67.3 27.2 0.0 2 0 0 1,277.7101
D_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 16.30% FSSCGGGGGSFGAGGGFGSR 46 65 76.0 25.0 66.1 2 0 0 1,765.7349
D_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 16.30% SLNNQFASFIDK 186 197 64.0 26.8 34.1 2 0 0 1,383.6903
D_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 16.30% FLEQQNQVLQTK 200 211 55.4 28.4 45.5 2 0 0 1,475.7854
D_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 16.30% TNAENEFVTIK 278 288 34.1 27.8 25.5 2 0 0 1,265.6372
D_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 16.30% YEELQITAGR 377 386 55.1 28.1 39.1 2 0 0 1,179.6005
D_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 16.30% IEISELNR 396 403 19.6 28.1 2.2 1 0 0 973.5313
D_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 16.30% LNDLEDALQQAK 444 455 45.4 27.2 38.3 1 0 0 1,357.6960
D_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 16.30% LALDLEIATYR 473 483 61.8 27.1 0.0 2 0 0 1,277.7101
D_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 16.30% TLLEGEESR 484 492 30.0 27.4 15.9 2 0 0 1,033.5161
D_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.00% SLNNQFASFIDK 186 197 52.6 26.4 36.4 2 0 0 1,383.6903
D_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.00% FLEQQNQVLQTK 200 211 47.1 28.8 40.2 2 0 0 1,475.7854
D_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.00% TNAENEFVTIK 278 288 42.8 27.9 38.1 2 0 0 1,265.6372
D_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.00% YEELQITAGR 377 386 68.5 28.1 56.8 2 0 0 1,179.6005
D_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.00% IEISELNR 396 403 29.0 28.3 6.4 1 0 0 973.5313
D_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.00% LALDLEIATYR 473 483 62.2 27.2 0.0 2 0 0 1,277.7101
D_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 20.1 25.0 14.8 0 2 0 2,581.1617
D_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.83% FLEQQNQVLQTK 200 211 48.8 28.3 29.8 2 0 0 1,475.7854
D_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.83% TNAENEFVTIK 278 288 24.3 27.7 8.1 1 0 0 1,265.6372
D_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.83% YEELQITAGR 377 386 61.9 28.2 52.9 2 0 0 1,179.6005
D_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.83% LALDLEIATYR 473 483 56.8 27.2 0.0 2 0 0 1,277.7101
D_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 7.14% SLNNQFASFIDK 186 197 63.1 26.4 52.0 2 0 0 1,383.6903
D_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 7.14% FLEQQNQVLQTK 200 211 57.0 28.9 42.8 2 0 0 1,475.7854
D_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 7.14% TNAENEFVTIK 278 288 30.8 28.0 23.1 2 0 0 1,265.6372
D_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 7.14% LALDLEIATYR 473 483 57.3 27.2 0.0 2 0 0 1,277.7101
D_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 17.10% FSSCGGGGGSFGAGGGFGSR 46 65 113.0 25.0 105.0 2 0 0 1,765.7349
D_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 17.10% SLNNQFASFIDK 186 197 77.8 26.8 61.7 2 0 0 1,383.6903
D_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 17.10% FLEQQNQVLQTK 200 211 53.1 28.4 39.8 2 0 0 1,475.7854
D_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 17.10% TNAENEFVTIKK 278 289 27.5 28.0 20.7 1 0 0 1,393.7322
D_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 17.10% SKAEAESLYQSK 365 376 33.8 27.1 33.8 1 0 0 1,340.6692
D_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 17.10% YEELQITAGR 377 386 59.5 28.1 45.1 2 0 0 1,179.6005
D_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 17.10% LNDLEDALQQAK 444 455 46.9 27.0 36.6 1 0 0 1,357.6960
D_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 17.10% LALDLEIATYR 473 483 46.3 27.2 0.0 2 0 0 1,277.7101
D_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 17.10% TLLEGEESR 484 492 25.6 27.4 15.3 2 0 0 1,033.5161
D_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 11.20% FSSCGGGGGSFGAGGGFGSR 46 65 80.8 25.0 78.7 2 0 0 1,765.7349
D_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 11.20% FLEQQNQVLQTK 200 211 46.0 28.3 34.7 2 0 0 1,475.7854
D_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 11.20% TNAENEFVTIK 278 288 58.1 27.7 49.8 2 0 0 1,265.6372
D_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 11.20% YEELQITAGR 377 386 62.0 28.2 45.4 2 0 0 1,179.6005
D_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 11.20% IEISELNR 396 403 32.0 28.2 12.4 2 0 0 973.5313
D_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 11.20% LALDLEIATYR 473 483 52.7 27.2 0.0 2 0 0 1,277.7101
D_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 13.00% FSSCGGGGGSFGAGGGFGSR 46 65 62.0 25.0 55.8 2 0 0 1,765.7349
D_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 13.00% FLEQQNQVLQTK 200 211 58.4 28.4 45.5 2 0 0 1,475.7854
D_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 13.00% TNAENEFVTIK 278 288 76.5 27.8 63.4 2 0 0 1,265.6372
D_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 13.00% YEELQITAGR 377 386 79.2 28.2 63.9 2 0 0 1,179.6005
D_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 13.00% IEISELNR 396 403 33.1 28.2 14.2 1 0 0 973.5313
D_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 13.00% LNDLEDALQQAK 444 455 59.0 27.0 53.4 1 0 0 1,357.6960
D_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 11 13.00% LALDLEIATYR 473 483 72.2 27.2 0.0 1 0 0 1,277.7101
D_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.90% FSSCGGGGGSFGAGGGFGSR 46 65 93.1 25.0 84.4 2 0 0 1,765.7349
D_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.90% SLVNLGGSKSISISVAR 66 82 37.0 25.0 35.0 0 2 0 1,687.9701
D_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.90% TNAENEFVTIK 278 288 46.9 28.0 37.2 2 0 0 1,265.6372
D_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.90% TNAENEFVTIKK 278 289 26.2 27.8 17.5 0 1 0 1,393.7322
D_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.90% YEELQITAGR 377 386 65.2 28.2 53.4 2 0 0 1,179.6005
D_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.90% LALDLEIATYR 473 483 59.9 27.2 0.0 2 0 0 1,277.7101
D_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 13 14.90% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 58.6 25.0 55.9 0 2 0 2,581.1617
D_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 5 4.66% FLEQQNQVLQTK 200 211 56.8 28.4 46.5 2 0 0 1,475.7854
D_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 5 4.66% YEELQITAGR 377 386 38.8 28.0 31.9 2 0 0 1,179.6005
D_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 5 4.66% IEISELNR 396 403 31.5 28.2 21.2 1 0 0 973.5313
D_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 4 4.66% FLEQQNQVLQTK 200 211 48.6 28.3 38.2 1 0 0 1,475.7854
D_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 4 4.66% YEELQITAGR 377 386 53.3 28.0 38.5 2 0 0 1,179.6005
D_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 4 4.66% IEISELNR 396 403 21.6 28.2 11.3 1 0 0 973.5313
D_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 2 2.95% IEISELNR 396 403 22.1 28.2 10.1 1 0 0 973.5313
D_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 2 2.95% LALDLEIATYR 473 483 51.3 27.1 0.0 1 0 0 1,277.7101
D_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 8.23% SLNNQFASFIDK 186 197 51.7 26.8 34.1 2 0 0 1,383.6903
D_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 8.23% TNAENEFVTIK 278 288 37.5 27.8 30.5 2 0 0 1,265.6372
D_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 8.23% TNAENEFVTIKK 278 289 31.3 28.1 31.3 1 2 0 1,393.7322
D_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 8.23% YEELQITAGR 377 386 75.4 28.0 64.1 2 0 0 1,179.6005
D_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 8.23% IEISELNR 396 403 46.0 28.9 26.8 2 0 0 973.5313
D_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 8.23% LALDLEIATYR 473 483 65.3 27.2 0.0 2 0 0 1,277.7101
D_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.99% SLNNQFASFIDK 186 197 61.6 26.4 49.0 2 0 0 1,383.6903
D_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.99% FLEQQNQVLQTK 200 211 85.9 28.4 71.8 2 0 0 1,475.7854
D_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.99% YEELQITAGR 377 386 61.4 28.2 45.1 2 0 0 1,179.6005
D_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.99% LALDLEIATYR 473 483 59.8 27.2 0.0 2 0 0 1,277.7101
D_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 11.20% SGGGFSSGSAGIINYQR 13 29 32.4 26.0 32.4 1 0 0 1,657.7929
D_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 11.20% FSSCGGGGGSFGAGGGFGSR 46 65 50.6 25.0 50.6 1 0 0 1,765.7349
D_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 11.20% SLNNQFASFIDK 186 197 68.3 26.7 49.9 2 0 0 1,383.6903
D_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 11.20% FLEQQNQVLQTK 200 211 70.8 28.7 61.2 2 0 0 1,475.7854



D_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 11.20% LALDLEIATYR 473 483 65.1 27.2 0.0 2 0 0 1,277.7101
D_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.52% FLEQQNQVLQTK 200 211 69.6 28.4 59.3 2 0 0 1,475.7854
D_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.52% TNAENEFVTIK 278 288 38.9 27.8 29.7 2 0 0 1,265.6372
D_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.52% IEISELNR 396 403 30.6 28.2 17.3 1 0 0 973.5313
D_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.52% LALDLEIATYR 473 483 64.4 27.2 0.0 2 0 0 1,277.7101
D_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 5 4.66% FLEQQNQVLQTK 200 211 60.3 28.4 45.0 2 0 0 1,475.7854
D_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 5 4.66% YEELQITAGR 377 386 54.6 28.4 45.4 1 0 0 1,179.6005
D_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 5 4.66% IEISELNR 396 403 33.8 29.0 19.8 2 0 0 973.5313
D_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 9 11.80% FSSCGGGGGSFGAGGGFGSR 46 65 48.9 25.0 48.9 1 0 0 1,765.7349
D_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 9 11.80% SLNNQFASFIDK 186 197 47.9 26.9 32.5 1 0 0 1,383.6903
D_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 9 11.80% FLEQQNQVLQTK 200 211 60.7 28.3 50.6 2 0 0 1,475.7854
D_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 9 11.80% TNAENEFVTIK 278 288 47.8 28.0 35.3 2 0 0 1,265.6372
D_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 9 11.80% YEELQITAGR 377 386 71.4 28.0 57.1 2 0 0 1,179.6005
D_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 9 11.80% LALDLEIATYR 473 483 51.9 27.2 0.0 1 0 0 1,277.7101
D_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 4 4.50% YEELQITAGR 377 386 47.0 28.3 39.8 2 0 0 1,179.6005
D_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 4 4.50% IEISELNR 396 403 21.4 28.1 5.4 1 0 0 973.5313
D_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 4 4.50% LALDLEIATYR 473 483 43.8 27.2 0.0 1 0 0 1,277.7101
D_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 10 8.07% FLEQQNQVLQTK 200 211 53.3 28.3 45.4 2 0 0 1,475.7854
D_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 10 8.07% TNAENEFVTIK 278 288 41.5 27.8 32.2 2 0 0 1,265.6372
D_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 10 8.07% YEELQITAGR 377 386 50.3 28.3 40.5 2 0 0 1,179.6005
D_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 10 8.07% IEISELNR 396 403 41.2 29.2 22.9 2 0 0 973.5313
D_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 10 8.07% LALDLEIATYR 473 483 61.4 27.2 0.0 2 0 0 1,277.7101
D_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.37% FLEQQNQVLQTK 200 211 50.0 28.4 40.9 2 0 0 1,475.7854
D_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.37% YEELQITAGR 377 386 52.6 27.9 46.5 2 0 0 1,179.6005
D_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.37% IEISELNR 396 403 42.3 28.2 14.2 2 0 0 973.5313
D_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.37% LALDLEIATYR 473 483 58.0 27.2 0.0 2 0 0 1,277.7101
D_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.68% SLNNQFASFIDK 186 197 52.3 26.8 40.3 2 0 0 1,383.6903
D_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.68% FLEQQNQVLQTK 200 211 56.4 28.7 39.4 2 0 0 1,475.7854
D_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.68% IEISELNR 396 403 51.0 28.2 29.3 2 0 0 973.5313
D_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.68% LALDLEIATYR 473 483 62.0 27.2 0.0 2 0 0 1,277.7101
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% SGGGFSSGSAGIINYQR 13 29 59.0 26.0 59.0 2 0 0 1,657.7929
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% FSSCGGGGGSFGAGGGFGSR 46 65 116.0 25.0 116.0 2 0 0 1,765.7349
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% FLEQQNQVLQTK 200 211 81.5 28.3 65.8 2 1 0 1,475.7854
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% TNAENEFVTIK 278 288 65.4 28.0 56.6 2 0 0 1,265.6372
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% TNAENEFVTIKK 278 289 43.7 28.1 41.3 2 2 0 1,393.7322
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% SKAEAESLYQSK 365 376 44.2 26.7 34.7 2 0 0 1,340.6692
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% AEAESLYQSKYEELQITAGR 367 386 26.1 27.6 24.7 0 1 0 2,286.1249
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% NSKIEISELNR 393 403 29.1 29.2 16.4 2 0 0 1,302.7012
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% IEISELNR 396 403 42.3 28.2 15.0 2 0 0 973.5313
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% LRSEIDNVK 408 416 22.3 29.2 0.0 1 0 0 1,073.5950
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% QISNLQQSISDAEQR 418 432 55.5 27.0 52.2 2 2 0 1,716.8512
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% NKLNDLEDALQQAK 442 455 30.3 27.2 22.7 0 2 0 1,599.8339
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% LNDLEDALQQAK 444 455 58.3 27.2 45.0 2 0 0 1,357.6960
D_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 31 22.20% LALDLEIATYR 473 483 65.7 27.2 0.0 2 0 0 1,277.7101
E_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 9.94% SLNNQFASFIDK 186 197 70.0 26.8 50.5 2 0 0 1,383.6903
E_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 9.94% FLEQQNQVLQTK 200 211 49.8 28.9 41.6 2 0 0 1,475.7854
E_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 9.94% TNAENEFVTIK 278 288 26.7 27.8 22.3 1 0 0 1,265.6372
E_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 9.94% YEELQITAGR 377 386 57.7 28.2 42.6 2 0 0 1,179.6005
E_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 9.94% IEISELNR 396 403 27.5 28.1 14.7 1 0 0 973.5313
E_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 9.94% LALDLEIATYR 473 483 61.7 27.2 0.0 2 0 0 1,277.7101
E_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.12% FLEQQNQVLQTK 200 211 56.9 29.0 47.9 2 0 0 1,475.7854
E_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.12% YEELQITAGR 377 386 59.4 28.2 52.0 2 0 0 1,179.6005
E_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.12% LALDLEIATYR 473 483 57.2 27.2 0.0 2 0 0 1,277.7101
E_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% SLNNQFASFIDK 186 197 60.9 26.8 44.7 2 0 0 1,383.6903
E_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% FLEQQNQVLQTK 200 211 78.7 28.7 63.3 2 0 0 1,475.7854
E_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% TNAENEFVTIK 278 288 58.4 27.8 46.8 2 0 0 1,265.6372
E_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% YEELQITAGR 377 386 45.0 28.0 35.2 2 0 0 1,179.6005
E_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% IEISELNR 396 403 26.2 28.2 8.9 2 0 0 973.5313
E_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% LALDLEIATYR 473 483 66.3 27.2 0.0 2 0 0 1,277.7101
E_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 11 14.90% FSSCGGGGGSFGAGGGFGSR 46 65 61.0 25.0 61.0 1 0 0 1,765.7349
E_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 11 14.90% SLNNQFASFIDK 186 197 49.5 26.9 34.1 1 0 0 1,383.6903
E_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 11 14.90% FLEQQNQVLQTK 200 211 70.4 28.3 56.7 2 0 0 1,475.7854
E_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 11 14.90% TNAENEFVTIK 278 288 60.7 27.9 49.5 2 0 0 1,265.6372
E_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 11 14.90% YEELQITAGR 377 386 67.4 28.0 57.4 2 0 0 1,179.6005
E_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 11 14.90% IEISELNR 396 403 25.2 29.2 7.0 1 0 0 973.5313
E_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 11 14.90% LNDLEDALQQAK 444 455 49.6 26.9 44.8 1 0 0 1,357.6960
E_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 11 14.90% LALDLEIATYR 473 483 54.8 27.2 0.0 1 0 0 1,277.7101
E_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 4 6.21% TNAENEFVTIK 278 288 31.1 27.8 25.3 1 0 0 1,265.6372
E_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 4 6.21% YEELQITAGR 377 386 25.2 28.0 25.2 1 0 0 1,179.6005
E_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 4 6.21% IEISELNR 396 403 32.5 28.2 17.8 1 0 0 973.5313
E_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 4 6.21% LALDLEIATYR 473 483 56.2 27.2 0.0 1 0 0 1,277.7101
E_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.37% FLEQQNQVLQTK 200 211 58.0 28.6 45.9 2 0 0 1,475.7854
E_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.37% TNAENEFVTIK 278 288 51.8 27.8 44.7 2 0 0 1,265.6372
E_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.37% YEELQITAGR 377 386 54.9 27.9 47.4 2 0 0 1,179.6005
E_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.37% IEISELNR 396 403 24.4 28.2 11.1 1 0 0 973.5313
E_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 10.10% SLNNQFASFIDK 186 197 57.1 26.9 40.1 2 0 0 1,383.6903
E_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 10.10% FLEQQNQVLQTK 200 211 50.9 28.7 30.5 2 0 0 1,475.7854
E_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 10.10% TNAENEFVTIK 278 288 42.5 27.8 38.4 2 0 0 1,265.6372
E_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 10.10% TNAENEFVTIKK 278 289 25.1 28.1 13.9 0 2 0 1,393.7322
E_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 10.10% YEELQITAGR 377 386 57.6 28.2 44.2 2 0 0 1,179.6005
E_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 10.10% IEISELNR 396 403 33.9 28.2 10.6 2 0 0 973.5313
E_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 10.10% LALDLEIATYR 473 483 62.1 27.2 0.0 2 0 0 1,277.7101
E_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% SLNNQFASFIDK 186 197 51.9 26.8 42.0 2 0 0 1,383.6903
E_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% FLEQQNQVLQTK 200 211 53.2 28.8 41.4 2 0 0 1,475.7854
E_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% TNAENEFVTIK 278 288 37.7 27.8 25.5 2 0 0 1,265.6372
E_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% YEELQITAGR 377 386 53.6 28.0 43.3 2 0 0 1,179.6005
E_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% IEISELNR 396 403 33.2 28.2 12.4 2 0 0 973.5313
E_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% LALDLEIATYR 473 483 77.3 27.2 0.0 2 0 0 1,277.7101
E_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.12% FLEQQNQVLQTK 200 211 48.2 28.6 36.5 2 0 0 1,475.7854
E_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.12% TNAENEFVTIK 278 288 42.0 27.8 34.6 2 0 0 1,265.6372
E_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.12% YEELQITAGR 377 386 78.7 28.2 63.7 2 0 0 1,179.6005
E_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 12.90% SLNNQFASFIDK 186 197 55.2 26.9 42.2 2 0 0 1,383.6903
E_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 12.90% FLEQQNQVLQTK 200 211 44.2 28.4 32.5 2 0 0 1,475.7854
E_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 12.90% TNAENEFVTIK 278 288 40.4 27.8 31.2 2 0 0 1,265.6372
E_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 12.90% TNAENEFVTIKK 278 289 30.6 28.1 26.7 0 1 0 1,393.7322
E_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 12.90% YEELQITAGR 377 386 68.8 28.1 52.5 2 0 0 1,179.6005
E_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 12.90% LALDLEIATYR 473 483 65.1 27.2 0.0 2 0 0 1,277.7101
E_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 12.90% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 40.1 25.0 32.3 0 1 0 2,581.1617
E_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 12.90% SLNNQFASFIDK 186 197 64.3 26.4 44.4 2 0 0 1,383.6903
E_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 12.90% FLEQQNQVLQTK 200 211 65.2 28.4 51.1 2 0 0 1,475.7854
E_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 12.90% TNAENEFVTIK 278 288 52.1 27.9 43.0 1 0 0 1,265.6372
E_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 12.90% TNAENEFVTIKK 278 289 37.5 28.1 33.7 2 0 0 1,393.7322
E_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 12.90% YEELQITAGR 377 386 72.5 28.0 57.1 2 0 0 1,179.6005
E_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 12.90% IEISELNRVIQR 396 407 23.5 25.3 6.1 0 1 0 1,469.8435
E_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 12.90% NKLNDLEDALQQAK 442 455 26.1 27.2 23.3 0 1 0 1,599.8339
E_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 12.90% LNDLEDALQQAK 444 455 65.8 27.0 61.9 2 0 0 1,357.6960
E_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 12.90% LALDLEIATYR 473 483 62.8 27.1 0.0 2 0 0 1,277.7101
E_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 3 2.80% YEELQITAGR 377 386 51.2 28.2 37.9 2 0 0 1,179.6005
E_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 3 2.80% IEISELNR 396 403 22.7 28.2 9.1 1 0 0 973.5313
E_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 2 2.80% YEELQITAGR 377 386 51.2 28.3 41.2 1 0 0 1,179.6005
E_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 2 2.80% IEISELNR 396 403 21.0 28.1 9.9 1 0 0 973.5313
E_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 27 23.10% FSSCGGGGGSFGAGGGFGSR 46 65 87.2 25.0 75.6 2 2 0 1,765.7349



E_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 27 23.10% SLVNLGGSKSISISVAR 66 82 42.6 25.0 38.9 0 2 0 1,687.9701
E_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 27 23.10% SLNNQFASFIDK 186 197 64.1 26.8 50.9 2 0 0 1,383.6903
E_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 27 23.10% FLEQQNQVLQTK 200 211 52.1 28.9 43.0 2 1 0 1,475.7854
E_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 27 23.10% TNAENEFVTIKK 278 289 59.1 28.0 51.7 2 2 0 1,393.7322
E_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 27 23.10% YEELQITAGR 377 386 29.7 27.5 26.0 1 0 0 1,179.6005
E_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 27 23.10% IEISELNR 396 403 37.2 28.2 13.9 1 0 0 973.5313
E_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 27 23.10% LNDLEDALQQAK 444 455 84.5 27.0 70.9 2 0 0 1,357.6960
E_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 27 23.10% DYQELMNTK 464 472 41.2 25.0 24.1 2 0 0 1,141.5195
E_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 27 23.10% LALDLEIATYR 473 483 60.3 27.2 0.0 2 0 0 1,277.7101
E_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 27 23.10% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 64.8 25.0 49.9 0 4 0 2,581.1617
E_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 11.80% SLNNQFASFIDK 186 197 54.7 26.8 42.1 1 0 0 1,383.6903
E_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 11.80% FLEQQNQVLQTK 200 211 60.5 28.6 47.1 2 0 0 1,475.7854
E_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 11.80% TNAENEFVTIK 278 288 57.1 27.7 41.9 2 0 0 1,265.6372
E_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 11.80% YEELQITAGR 377 386 54.9 27.6 46.0 2 0 0 1,179.6005
E_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 11.80% IEISELNR 396 403 27.1 28.1 9.1 1 0 0 973.5313
E_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 11.80% LNDLEDALQQAK 444 455 66.8 26.9 58.2 2 0 0 1,357.6960
E_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 11.80% LALDLEIATYR 473 483 61.9 27.2 0.0 2 0 0 1,277.7101
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% SGGGFSSGSAGIINYQR 13 29 65.2 26.0 60.5 2 0 0 1,657.7929
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% FSSCGGGGGSFGAGGGFGSR 46 65 78.0 25.0 78.0 2 2 0 1,765.7349
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% SLVNLGGSKSISISVAR 66 82 46.8 25.0 45.3 0 2 0 1,687.9701
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% SLNNQFASFIDK 186 197 75.2 26.8 59.7 2 0 0 1,383.6903
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% FLEQQNQVLQTK 200 211 64.8 28.8 45.6 2 0 0 1,475.7854
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% TNAENEFVTIK 278 288 70.2 27.8 58.9 2 0 0 1,265.6372
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% TNAENEFVTIKK 278 289 71.8 28.1 58.4 2 2 0 1,393.7322
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% AEAESLYQSKYEELQITAGR 367 386 26.1 27.6 20.2 0 1 0 2,286.1249
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% YEELQITAGR 377 386 75.7 28.2 60.4 2 0 0 1,179.6005
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% IEISELNR 396 403 51.1 28.2 25.6 2 0 0 973.5313
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% QISNLQQSISDAEQR 418 432 70.9 27.1 64.9 1 1 0 1,716.8512
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% NKLNDLEDALQQAK 442 455 64.4 27.4 44.7 2 2 0 1,599.8339
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% LNDLEDALQQAK 444 455 94.3 27.4 77.8 2 0 0 1,357.6960
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% LALDLEIATYR 473 483 65.5 27.2 0.0 2 0 0 1,277.7101
E_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 19 35 28.60% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 62.4 25.0 57.8 0 2 0 2,581.1617
E_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.30% SLNNQFASFIDK 186 197 66.8 26.9 53.0 2 0 0 1,383.6903
E_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.30% FLEQQNQVLQTK 200 211 66.9 28.6 50.6 2 0 0 1,475.7854
E_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.30% TNAENEFVTIKK 278 289 31.3 28.0 25.9 2 0 0 1,393.7322
E_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.30% YEELQITAGR 377 386 69.2 27.9 54.6 2 0 0 1,179.6005
E_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.30% IEISELNR 396 403 35.5 28.2 17.8 1 0 0 973.5313
E_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.30% NKLNDLEDALQQAK 442 455 44.2 27.4 26.1 0 2 0 1,599.8339
E_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.30% LNDLEDALQQAK 444 455 58.9 27.6 51.4 1 0 0 1,357.6960
E_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 12.30% LALDLEIATYR 473 483 63.0 27.1 0.0 2 0 0 1,277.7101
E_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 12.00% FSSCGGGGGSFGAGGGFGSR 46 65 77.1 25.0 68.5 1 0 0 1,765.7349
E_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 12.00% SLNNQFASFIDK 186 197 78.0 26.7 64.0 2 0 0 1,383.6903
E_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 12.00% FLEQQNQVLQTK 200 211 61.1 28.9 47.8 2 0 0 1,475.7854
E_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 12.00% TNAENEFVTIK 278 288 52.8 27.7 41.0 2 0 0 1,265.6372
E_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 12.00% TNAENEFVTIKK 278 289 37.7 28.0 28.5 1 1 0 1,393.7322
E_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 12.00% YEELQITAGR 377 386 67.6 28.2 54.2 2 0 0 1,179.6005
E_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 12.00% LALDLEIATYR 473 483 67.8 27.2 0.0 2 0 0 1,277.7101
E_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.30% SLNNQFASFIDK 186 197 74.9 26.4 57.6 2 0 0 1,383.6903
E_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.30% FLEQQNQVLQTK 200 211 53.0 28.7 44.2 2 0 0 1,475.7854
E_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.30% TNAENEFVTIK 278 288 54.5 27.8 45.8 2 0 0 1,265.6372
E_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.30% TNAENEFVTIKK 278 289 30.4 27.5 14.8 0 1 0 1,393.7322
E_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.30% YEELQITAGR 377 386 74.3 28.2 60.9 2 0 0 1,179.6005
E_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.30% IEISELNR 396 403 38.2 28.2 18.3 1 0 0 973.5313
E_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.30% NKLNDLEDALQQAK 442 455 45.3 27.4 34.0 1 2 0 1,599.8339
E_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.30% LALDLEIATYR 473 483 62.9 27.2 0.0 2 0 0 1,277.7101
E_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 9.94% SLNNQFASFIDK 186 197 57.6 26.8 44.8 2 0 0 1,383.6903
E_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 9.94% FLEQQNQVLQTK 200 211 53.6 28.7 35.8 2 0 0 1,475.7854
E_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 9.94% TNAENEFVTIK 278 288 47.6 27.9 41.6 2 0 0 1,265.6372
E_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 9.94% YEELQITAGR 377 386 56.3 28.2 42.0 2 0 0 1,179.6005
E_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 9.94% IEISELNR 396 403 37.8 28.2 15.5 2 0 0 973.5313
E_25 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 9.94% LALDLEIATYR 473 483 59.8 27.0 0.0 1 0 0 1,277.7101
E_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 4.66% FLEQQNQVLQTK 200 211 52.6 28.6 35.9 2 0 0 1,475.7854
E_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 4.66% YEELQITAGR 377 386 45.3 28.2 35.9 2 0 0 1,179.6005
E_26 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 4.66% IEISELNR 396 403 28.6 29.2 9.6 2 0 0 973.5313
E_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.83% FLEQQNQVLQTK 200 211 37.7 28.7 32.1 2 0 0 1,475.7854
E_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.83% TNAENEFVTIK 278 288 42.1 27.7 33.0 2 0 0 1,265.6372
E_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.83% YEELQITAGR 377 386 55.9 28.2 43.3 2 0 0 1,179.6005
E_27 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.83% LALDLEIATYR 473 483 52.7 27.0 0.0 1 0 0 1,277.7101
E_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 11.30% SLNNQFASFIDK 186 197 69.5 26.8 57.0 2 0 0 1,383.6903
E_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 11.30% FLEQQNQVLQTK 200 211 63.6 29.0 54.1 2 0 0 1,475.7854
E_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 11.30% TNAENEFVTIK 278 288 32.1 27.7 27.1 2 0 0 1,265.6372
E_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 11.30% YEELQITAGR 377 386 71.5 27.9 58.1 2 0 0 1,179.6005
E_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 11.30% IEISELNR 396 403 35.5 28.1 21.6 2 0 0 973.5313
E_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 11.30% DYQELMNTK 464 472 23.3 25.0 11.5 2 0 0 1,141.5195
E_28 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 11.30% LALDLEIATYR 473 483 61.9 27.2 0.0 2 0 0 1,277.7101
E_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% SLNNQFASFIDK 186 197 63.3 26.8 54.3 2 0 0 1,383.6903
E_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% FLEQQNQVLQTK 200 211 57.7 28.6 41.8 2 0 0 1,475.7854
E_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% TNAENEFVTIK 278 288 51.2 27.7 43.1 2 0 0 1,265.6372
E_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% YEELQITAGR 377 386 60.6 28.2 50.4 2 0 0 1,179.6005
E_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% IEISELNR 396 403 37.5 28.2 25.7 2 0 0 973.5313
E_29 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 12 9.94% LALDLEIATYR 473 483 62.9 27.0 0.0 2 0 0 1,277.7101
E_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 9.94% SLNNQFASFIDK 186 197 61.2 26.9 46.4 1 0 0 1,383.6903
E_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 9.94% FLEQQNQVLQTK 200 211 64.8 28.5 50.4 2 0 0 1,475.7854
E_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 9.94% TNAENEFVTIK 278 288 49.2 27.7 42.5 2 0 0 1,265.6372
E_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 9.94% YEELQITAGR 377 386 68.9 28.2 55.4 2 0 0 1,179.6005
E_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 9.94% IEISELNR 396 403 31.8 28.2 5.4 1 0 0 973.5313
E_30 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 9.94% LALDLEIATYR 473 483 70.9 27.2 0.0 2 0 0 1,277.7101
E_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 6.68% FLEQQNQVLQTK 200 211 57.1 28.8 48.5 2 0 0 1,475.7854
E_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 6.68% TNAENEFVTIK 278 288 47.3 27.4 36.7 2 0 0 1,265.6372
E_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 6.68% TNAENEFVTIKK 278 289 31.6 28.1 24.0 0 1 0 1,393.7322
E_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 6.68% IEISELNR 396 403 50.5 28.1 29.6 2 0 0 973.5313
E_31 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 6.68% LALDLEIATYR 473 483 67.5 27.2 0.0 2 0 0 1,277.7101
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% SGGGFSSGSAGIINYQR 13 29 51.3 26.0 47.0 2 0 0 1,657.7929
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% FSSCGGGGGSFGAGGGFGSR 46 65 70.2 25.0 63.5 2 0 0 1,765.7349
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% FLEQQNQVLQTK 200 211 69.1 28.4 57.9 2 0 0 1,475.7854
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% TNAENEFVTIK 278 288 51.7 28.0 40.5 2 0 0 1,265.6372
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% TNAENEFVTIKK 278 289 57.2 28.0 53.7 1 1 0 1,393.7322
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% AEAESLYQSKYEELQITAGR 367 386 30.3 27.4 28.1 0 1 0 2,286.1249
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% NSKIEISELNR 393 403 39.5 29.2 31.2 1 0 0 1,302.7012
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% IEISELNR 396 403 31.2 28.3 19.2 2 0 0 973.5313
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% QISNLQQSISDAEQR 418 432 70.0 27.5 69.8 2 2 0 1,716.8512
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% NKLNDLEDALQQAK 442 455 41.0 27.4 29.9 0 2 0 1,599.8339
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% LNDLEDALQQAK 444 455 52.5 26.9 39.5 1 0 0 1,357.6960
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% LALDLEIATYR 473 483 68.2 27.1 0.0 2 0 0 1,277.7101
E_32 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 25 24.50% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 42.2 25.0 39.0 0 2 0 2,581.1617
F_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 12.60% FLEQQNQVLQTK 200 211 51.1 28.7 39.0 2 0 0 1,475.7854
F_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 12.60% TNAENEFVTIK 278 288 34.5 27.8 21.5 1 0 0 1,265.6372
F_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 12.60% TNAENEFVTIKK 278 289 29.8 27.7 25.6 2 0 0 1,393.7322
F_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 12.60% YEELQITAGR 377 386 75.8 28.6 61.0 2 0 0 1,179.6005
F_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 12.60% IEISELNR 396 403 43.8 27.9 13.9 2 0 0 973.5313
F_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 12.60% QISNLQQSISDAEQR 418 432 60.2 27.6 49.9 2 0 0 1,716.8512
F_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 12.60% LNDLEDALQQAK 444 455 66.4 27.5 57.2 2 0 0 1,357.6960



F_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 12.60% LLRDYQELMNTK 461 472 26.8 27.0 14.9 0 1 0 1,539.7838
F_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 16 12.60% DYQELMNTK 464 472 21.6 25.0 13.1 2 0 0 1,141.5195
F_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 10 8.70% FLEQQNQVLQTK 200 211 39.6 28.6 27.5 2 0 0 1,475.7854
F_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 10 8.70% TNAENEFVTIK 278 288 45.3 27.8 37.1 2 0 0 1,265.6372
F_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 10 8.70% YEELQITAGR 377 386 67.3 28.1 56.3 2 0 0 1,179.6005
F_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 10 8.70% IEISELNR 396 403 38.0 26.9 18.5 2 0 0 973.5313
F_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 10 8.70% QISNLQQSISDAEQR 418 432 60.3 27.6 56.4 2 0 0 1,716.8512
F_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 3 3.11% FLEQQNQVLQTK 200 211 60.1 28.6 43.8 2 0 0 1,475.7854
F_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 3 3.11% IEISELNR 396 403 45.5 26.9 12.9 1 0 0 973.5313
F_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 4 8 5.43% FLEQQNQVLQTK 200 211 65.9 28.6 55.7 2 0 0 1,475.7854
F_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 4 8 5.43% IEISELNR 396 403 51.8 27.9 28.8 2 0 0 973.5313
F_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 4 8 5.43% QISNLQQSISDAEQR 418 432 67.6 27.6 56.5 2 2 0 1,716.8512
F_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 7 14 8.70% FLEQQNQVLQTK 200 211 61.7 28.6 46.2 2 0 0 1,475.7854
F_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 7 14 8.70% TNAENEFVTIKK 278 289 53.7 27.7 38.7 2 2 0 1,393.7322
F_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 7 14 8.70% IEISELNR 396 403 42.7 27.9 17.9 2 0 0 973.5313
F_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 7 14 8.70% QISNLQQSISDAEQR 418 432 92.7 27.8 84.9 2 2 0 1,716.8512
F_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 7 14 8.70% DYQELMNTK 464 472 32.5 25.0 12.2 2 0 0 1,141.5195
F_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 3 3.42% FLEQQNQVLQTK 200 211 43.2 28.7 35.7 1 0 0 1,475.7854
F_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 3 3.42% YEELQITAGR 377 386 53.8 28.3 53.5 2 0 0 1,179.6005
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% SGGGFSSGSAGIINYQR 13 29 71.4 26.1 71.4 2 0 0 1,657.7929
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% SLNNQFASFIDK 186 197 51.2 26.7 40.7 2 0 0 1,383.6903
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% FLEQQNQVLQTK 200 211 75.1 28.7 60.9 2 0 0 1,475.7854
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% LDSELKNMQDMVEDYR 252 267 43.0 25.0 37.2 0 2 0 2,017.8844
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% TNAENEFVTIK 278 288 70.2 27.8 59.3 2 0 0 1,265.6372
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% TNAENEFVTIKK 278 289 58.3 27.8 47.1 2 1 0 1,393.7322
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% SLDLDSIIAEVK 344 355 81.3 28.0 67.4 4 0 0 1,302.7153
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% KQISNLQQSISDAEQR 417 432 31.2 28.6 21.2 0 1 0 1,844.9462
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% QISNLQQSISDAEQR 418 432 99.1 27.4 93.8 2 0 0 1,716.8512
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% NKLNDLEDALQQAK 442 455 57.0 27.5 50.6 2 0 0 1,599.8339
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% LNDLEDALQQAK 444 455 83.6 27.5 67.5 2 0 0 1,357.6960
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% LLRDYQELMNTK 461 472 34.4 27.4 32.5 2 0 0 1,539.7838
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% LALDLEIATYR 473 483 60.5 27.2 0.0 2 0 0 1,277.7101
F_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 25.60% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 72.8 25.0 72.8 0 2 0 2,383.9523
F_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 3 3.42% FLEQQNQVLQTK 200 211 75.6 28.7 65.4 2 0 0 1,475.7854
F_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 3 3.42% YEELQITAGR 377 386 57.9 27.9 48.7 1 0 0 1,179.6005
F_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 8.85% FLEQQNQVLQTK 200 211 81.9 28.7 65.3 2 0 0 1,475.7854
F_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 8.85% TNAENEFVTIK 278 288 42.5 27.8 39.5 2 0 0 1,265.6372
F_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 8.85% TNAENEFVTIKK 278 289 45.7 28.0 33.4 0 1 0 1,393.7322
F_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 8.85% YEELQITAGR 377 386 72.5 27.6 58.9 2 0 0 1,179.6005
F_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 8.85% IEISELNR 396 403 51.5 27.9 27.4 2 0 0 973.5313
F_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 8.85% QISNLQQSISDAEQR 418 432 54.0 27.4 48.2 2 0 0 1,716.8512
F_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 9 14.10% FSSCGGGGGSFGAGGGFGSR 46 65 105.0 25.0 94.9 2 0 0 1,765.7349
F_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 9 14.10% SLNNQFASFIDK 186 197 55.8 26.6 40.0 2 0 0 1,383.6903
F_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 9 14.10% FLEQQNQVLQTK 200 211 55.2 28.6 40.1 1 0 0 1,475.7854
F_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 9 14.10% SLDLDSIIAEVK 344 355 28.2 28.0 13.9 1 0 0 1,302.7153
F_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 9 14.10% IEISELNR 396 403 48.2 26.9 23.9 1 0 0 973.5313
F_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 9 14.10% QISNLQQSISDAEQR 418 432 39.5 27.4 32.4 1 0 0 1,716.8512
F_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 9 14.10% LNDLEDALQQAK 444 455 60.2 27.5 38.2 1 0 0 1,357.6960
F_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 4 5.12% YEELQITAGR 377 386 50.4 28.6 37.8 2 0 0 1,179.6005
F_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 4 5.12% IEISELNR 396 403 27.0 27.9 13.4 1 0 0 973.5313
F_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 4 5.12% QISNLQQSISDAEQR 418 432 89.6 27.1 82.7 1 0 0 1,716.8512
F_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 5.75% FLEQQNQVLQTK 200 211 69.7 28.7 44.7 2 0 0 1,475.7854
F_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 5.75% TNAENEFVTIK 278 288 50.9 27.8 43.7 2 0 0 1,265.6372
F_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 5.75% NKLNDLEDALQQAK 442 455 42.5 27.4 34.6 0 2 0 1,599.8339
F_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 5.75% LNDLEDALQQAK 444 455 70.3 27.2 56.2 2 0 0 1,357.6960
F_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 12.90% SLNNQFASFIDK 186 197 63.1 26.6 48.5 2 0 0 1,383.6903
F_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 12.90% FLEQQNQVLQTK 200 211 52.4 28.6 38.6 1 0 0 1,475.7854
F_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 12.90% SLDLDSIIAEVK 344 355 85.7 28.1 72.7 3 0 0 1,302.7153
F_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 12.90% YEELQITAGR 377 386 70.1 27.5 56.8 2 0 0 1,179.6005
F_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 12.90% IEISELNR 396 403 47.6 27.9 15.8 1 0 0 973.5313
F_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 12.90% QISNLQQSISDAEQR 418 432 87.0 27.4 79.7 2 2 0 1,716.8512
F_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 12.90% NKLNDLEDALQQAK 442 455 78.1 27.5 65.3 2 0 0 1,599.8339
G_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 12 8.70% FLEQQNQVLQTK 200 211 81.2 28.1 66.0 2 0 0 1,475.7854
G_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 12 8.70% TNAENEFVTIK 278 288 50.0 27.8 31.5 2 0 0 1,265.6372
G_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 12 8.70% TNAENEFVTIKK 278 289 44.3 27.7 38.6 2 1 0 1,393.7322
G_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 12 8.70% IEISELNR 396 403 46.3 28.8 26.4 2 0 0 973.5313
G_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 12 8.70% QISNLQQSISDAEQR 418 432 68.6 27.8 55.4 2 0 0 1,716.8512
G_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 12 8.70% DYQELMNTK 464 472 33.6 25.0 15.9 1 0 0 1,141.5195
G_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.37% FLEQQNQVLQTK 200 211 60.0 28.1 48.2 2 0 0 1,475.7854
G_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.37% TNAENEFVTIK 278 288 49.0 27.8 37.5 1 0 0 1,265.6372
G_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.37% YEELQITAGR 377 386 64.1 27.9 55.6 2 0 0 1,179.6005
G_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.37% IEISELNR 396 403 31.9 28.8 15.2 2 0 0 973.5313
G_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 7.30% FLEQQNQVLQTK 200 211 62.1 28.3 44.4 2 0 0 1,475.7854
G_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 7.30% TNAENEFVTIK 278 288 42.3 27.8 30.7 2 0 0 1,265.6372
G_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 7.30% TNAENEFVTIKK 278 289 42.9 27.3 31.8 0 1 0 1,393.7322
G_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 7.30% IEISELNR 396 403 36.5 28.9 12.5 2 0 0 973.5313
G_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 7.30% QISNLQQSISDAEQR 418 432 54.1 27.8 49.1 1 0 0 1,716.8512
G_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 8.23% FLEQQNQVLQTK 200 211 91.6 28.1 74.3 2 0 0 1,475.7854
G_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 8.23% TNAENEFVTIK 278 288 26.4 27.8 20.8 2 0 0 1,265.6372
G_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 8.23% YEELQITAGR 377 386 59.1 27.9 50.3 2 0 0 1,179.6005
G_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 8.23% IEISELNR 396 403 36.7 28.8 19.2 2 0 0 973.5313
G_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 8.23% LNDLEDALQQAK 444 455 33.2 27.6 26.4 1 0 0 1,357.6960
G_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 14 8.70% FLEQQNQVLQTK 200 211 68.3 28.3 51.9 2 0 0 1,475.7854
G_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 14 8.70% TNAENEFVTIK 278 288 60.6 27.8 45.9 2 0 0 1,265.6372
G_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 14 8.70% TNAENEFVTIKK 278 289 66.2 28.1 57.0 2 2 0 1,393.7322
G_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 14 8.70% IEISELNR 396 403 63.6 28.7 24.7 2 0 0 973.5313
G_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 14 8.70% QISNLQQSISDAEQR 418 432 65.1 27.8 59.5 2 0 0 1,716.8512
G_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 14 8.70% DYQELMNTK 464 472 46.3 25.0 26.1 2 0 0 1,141.5195
G_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.60% FLEQQNQVLQTK 200 211 86.1 28.3 66.4 2 0 0 1,475.7854
G_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.60% TNAENEFVTIKK 278 289 31.5 28.0 20.9 2 0 0 1,393.7322
G_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.60% IEISELNR 396 403 33.9 28.7 12.7 1 0 0 973.5313
G_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.60% QISNLQQSISDAEQR 418 432 85.1 27.8 79.3 2 0 0 1,716.8512
G_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.60% LNDLEDALQQAK 444 455 84.3 27.6 64.5 2 0 0 1,357.6960
G_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.60% DYQELMNTK 464 472 39.1 25.0 20.8 2 0 0 1,141.5195
G_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 12.10% FLEQQNQVLQTK 200 211 86.5 28.3 71.3 2 0 0 1,475.7854
G_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 12.10% NMQDMVEDYR 258 267 31.9 25.0 31.9 2 0 0 1,300.5297
G_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 12.10% TNAENEFVTIK 278 288 61.9 27.7 48.6 2 0 0 1,265.6372
G_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 12.10% TNAENEFVTIKK 278 289 33.0 27.3 29.0 2 2 0 1,393.7322
G_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 12.10% IEISELNR 396 403 48.4 28.8 21.6 2 0 0 973.5313
G_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 12.10% QISNLQQSISDAEQR 418 432 96.1 27.6 85.1 2 1 0 1,716.8512
G_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 12.10% LNDLEDALQQAK 444 455 87.7 27.6 69.4 2 0 0 1,357.6960
G_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 12.10% DYQELMNTK 464 472 44.7 25.0 27.7 2 0 0 1,141.5195
G_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 5 8 7.30% FLEQQNQVLQTK 200 211 62.8 28.1 54.1 2 0 0 1,475.7854
G_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 5 8 7.30% TNAENEFVTIKK 278 289 55.3 28.1 51.4 2 1 0 1,393.7322
G_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 5 8 7.30% IEISELNR 396 403 33.3 28.9 16.2 2 0 0 973.5313
G_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 5 8 7.30% QISNLQQSISDAEQR 418 432 59.6 27.8 53.8 1 0 0 1,716.8512
G_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 10 9.16% FLEQQNQVLQTK 200 211 86.4 28.3 66.4 2 0 0 1,475.7854
G_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 10 9.16% NMQDMVEDYR 258 267 48.2 25.0 43.2 1 0 0 1,300.5297
G_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 10 9.16% TNAENEFVTIKK 278 289 33.7 27.3 23.2 2 1 0 1,393.7322
G_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 10 9.16% YEELQITAGR 377 386 76.0 27.8 58.9 2 0 0 1,179.6005
G_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 10 9.16% QISNLQQSISDAEQR 418 432 81.4 27.8 71.3 2 0 0 1,716.8512
G_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 18 12.10% FLEQQNQVLQTK 200 211 81.5 28.3 67.5 2 0 0 1,475.7854



G_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 18 12.10% TNAENEFVTIK 278 288 54.5 27.8 38.5 2 0 0 1,265.6372
G_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 18 12.10% TNAENEFVTIKK 278 289 71.8 28.1 59.2 2 0 0 1,393.7322
G_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 18 12.10% YEELQITAGR 377 386 72.9 27.9 58.8 2 0 0 1,179.6005
G_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 18 12.10% IEISELNR 396 403 51.4 28.9 28.7 2 0 0 973.5313
G_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 18 12.10% QISNLQQSISDAEQR 418 432 92.6 27.8 88.1 2 2 0 1,716.8512
G_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 18 12.10% LNDLEDALQQAK 444 455 75.8 27.3 61.7 2 0 0 1,357.6960
G_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 18 12.10% DYQELMNTK 464 472 38.0 25.0 22.6 2 0 0 1,141.5195
G_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 7.30% FLEQQNQVLQTK 200 211 81.7 28.2 62.3 2 0 0 1,475.7854
G_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 7.30% IEISELNR 396 403 45.6 28.9 24.6 2 0 0 973.5313
G_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 7.30% QISNLQQSISDAEQR 418 432 60.0 27.9 46.2 2 0 0 1,716.8512
G_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 7.30% LNDLEDALQQAK 444 455 65.7 27.3 53.2 2 0 0 1,357.6960
G_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% FLEQQNQVLQTK 200 211 74.5 28.3 63.8 2 0 0 1,475.7854
G_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% TNAENEFVTIK 278 288 35.5 27.8 21.3 2 0 0 1,265.6372
G_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% IEISELNR 396 403 40.2 28.8 22.1 2 0 0 973.5313
G_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% QISNLQQSISDAEQR 418 432 32.5 27.6 23.0 1 0 0 1,716.8512
G_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 9.01% LNDLEDALQQAK 444 455 33.8 27.6 25.8 1 0 0 1,357.6960
G_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.75% YEELQITAGR 377 386 75.9 27.9 61.0 2 0 0 1,179.6005
G_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.75% QISNLQQSISDAEQR 418 432 88.5 27.8 76.5 2 0 0 1,716.8512
G_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.75% LNDLEDALQQAK 444 455 76.4 27.3 63.5 2 0 0 1,357.6960
G_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 14 13.80% SGGGFSSGSAGIINYQR 13 29 42.6 26.3 42.3 1 0 0 1,657.7929
G_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 14 13.80% SLNNQFASFIDK 186 197 51.5 27.2 34.8 2 0 0 1,383.6903
G_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 14 13.80% FLEQQNQVLQTK 200 211 74.9 28.1 59.1 2 0 0 1,475.7854
G_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 14 13.80% TNAENEFVTIKK 278 289 63.7 28.0 58.7 2 0 0 1,393.7322
G_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 14 13.80% QISNLQQSISDAEQR 418 432 77.4 27.8 68.2 2 2 0 1,716.8512
G_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 14 13.80% LNDLEDALQQAK 444 455 56.7 27.8 46.3 1 0 0 1,357.6960
G_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 14 13.80% DYQELMNTK 464 472 27.7 25.0 14.4 2 0 0 1,141.5195
G_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 8 13 9.47% FLEQQNQVLQTK 200 211 92.3 28.3 71.3 2 0 0 1,475.7854
G_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 8 13 9.47% TNAENEFVTIK 278 288 46.3 27.8 37.4 1 0 0 1,265.6372
G_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 8 13 9.47% TNAENEFVTIKK 278 289 31.7 27.3 21.0 0 1 0 1,393.7322
G_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 8 13 9.47% IEISELNR 396 403 54.6 28.7 25.8 2 0 0 973.5313
G_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 8 13 9.47% QISNLQQSISDAEQR 418 432 96.5 27.8 89.6 2 2 0 1,716.8512
G_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 8 13 9.47% NKLNDLEDALQQAK 442 455 47.7 27.1 42.9 1 2 0 1,599.8339
G_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.00% SLNNQFASFIDK 186 197 65.4 26.8 57.9 2 0 0 1,383.6903
G_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.00% SLDLDSIIAEVK 344 355 69.2 27.5 62.6 2 0 0 1,302.7153
G_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.00% YEELQITAGR 377 386 69.4 28.1 59.5 2 0 0 1,179.6005
G_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.00% NKLNDLEDALQQAK 442 455 73.5 27.1 65.7 2 1 0 1,599.8339
G_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.00% LLRDYQELMNTK 461 472 24.5 28.2 18.4 0 2 0 1,523.7888
G_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.00% DYQELMNTK 464 472 42.5 25.0 23.9 2 0 0 1,141.5195
G_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 15 11.00% LALDLEIATYR 473 483 60.0 27.3 0.0 2 0 0 1,277.7101
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% SGGGFSSGSAGIINYQR 13 29 77.8 26.2 77.8 2 0 0 1,657.7929
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% SLNNQFASFIDK 186 197 60.9 27.3 46.0 2 0 0 1,383.6903
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% FLEQQNQVLQTK 200 211 92.0 28.6 70.6 2 0 0 1,475.7854
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% TNAENEFVTIK 278 288 20.6 27.7 14.5 1 0 0 1,265.6372
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% TNAENEFVTIKK 278 289 53.8 27.7 48.2 2 1 0 1,393.7322
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% SLDLDSIIAEVK 344 355 70.1 28.1 59.4 4 0 0 1,302.7153
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% YEELQITAGR 377 386 72.8 28.1 58.7 2 0 0 1,179.6005
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% NSKIEISELNR 393 403 29.0 29.0 23.3 1 0 0 1,302.7012
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% IEISELNR 396 403 46.4 26.9 23.2 2 0 0 973.5313
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% KQISNLQQSISDAEQR 417 432 53.2 28.3 32.1 0 2 0 1,844.9462
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% QISNLQQSISDAEQR 418 432 78.3 27.6 72.9 2 2 0 1,716.8512
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% NKLNDLEDALQQAK 442 455 60.3 27.1 50.7 2 2 0 1,599.8339
H_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 31 19.90% LLRDYQELMNTK 461 472 28.0 28.2 16.6 2 0 0 1,523.7888
H_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 3 3.11% FLEQQNQVLQTK 200 211 71.3 28.2 58.5 2 0 0 1,475.7854
H_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 3 3.11% IEISELNR 396 403 27.4 26.9 15.2 1 0 0 973.5313
H_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 12.30% SLNNQFASFIDK 186 197 53.3 26.8 40.6 2 0 0 1,383.6903
H_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 12.30% FLEQQNQVLQTK 200 211 84.0 28.6 62.5 2 0 0 1,475.7854
H_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 12.30% LDSELKNMQDMVEDYR 252 267 20.0 25.0 15.4 0 1 0 2,017.8844
H_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 12.30% SLDLDSIIAEVK 344 355 91.1 28.0 75.4 2 0 0 1,302.7153
H_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 12.30% QISNLQQSISDAEQR 418 432 82.2 27.6 77.8 2 0 0 1,716.8512
H_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 12.30% LNDLEDALQQAK 444 455 83.0 27.1 56.3 2 0 0 1,357.6960
H_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.70% FLEQQNQVLQTK 200 211 74.8 28.6 61.4 2 0 0 1,475.7854
H_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.70% TNAENEFVTIK 278 288 33.9 27.8 29.8 2 0 0 1,265.6372
H_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.70% YEELQITAGR 377 386 41.5 28.1 35.1 2 0 0 1,179.6005
H_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.70% IEISELNR 396 403 28.1 27.9 14.3 1 0 0 973.5313
H_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.70% QISNLQQSISDAEQR 418 432 55.7 27.6 47.3 1 0 0 1,716.8512
H_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% FLEQQNQVLQTK 200 211 100.0 28.7 84.6 2 0 0 1,475.7854
H_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% YEELQITAGR 377 386 54.0 27.6 45.3 2 0 0 1,179.6005
H_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.30% SGGGFSSGSAGIINYQR 13 29 66.7 26.1 63.8 2 0 0 1,657.7929
H_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.30% FLEQQNQVLQTK 200 211 79.3 28.6 66.0 2 0 0 1,475.7854
H_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.30% TNAENEFVTIKK 278 289 54.1 27.5 51.9 2 1 0 1,393.7322
H_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.30% YEELQITAGR 377 386 67.0 28.3 52.1 2 0 0 1,179.6005
H_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.30% IEISELNR 396 403 50.5 26.9 29.5 2 0 0 973.5313
H_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.30% NKLNDLEDALQQAK 442 455 44.1 27.5 40.3 1 0 0 1,599.8339
H_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.30% LNDLEDALQQAK 444 455 50.2 27.6 34.1 1 0 0 1,357.6960
H_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 9 8.85% FLEQQNQVLQTK 200 211 70.7 28.4 58.7 2 0 0 1,475.7854
H_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 9 8.85% TNAENEFVTIKK 278 289 33.4 27.5 28.8 1 2 0 1,393.7322
H_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 9 8.85% YEELQITAGR 377 386 39.1 28.3 23.9 2 0 0 1,179.6005
H_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 9 8.85% IEISELNR 396 403 33.4 26.9 15.8 1 0 0 973.5313
H_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 9 8.85% QISNLQQSISDAEQR 418 432 44.5 27.6 39.5 1 0 0 1,716.8512
H_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 5 5.75% TNAENEFVTIKK 278 289 36.9 28.0 25.4 0 2 0 1,393.7322
H_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 5 5.75% YEELQITAGR 377 386 53.4 28.2 42.9 1 0 0 1,179.6005
H_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 5 5.75% QISNLQQSISDAEQR 418 432 66.7 27.3 63.8 2 0 0 1,716.8512
H_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 15 11.00% FLEQQNQVLQTK 200 211 73.0 28.6 59.0 2 0 0 1,475.7854
H_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 15 11.00% TNAENEFVTIK 278 288 52.3 27.8 39.5 2 0 0 1,265.6372
H_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 15 11.00% TNAENEFVTIKK 278 289 35.2 27.8 32.9 1 2 0 1,393.7322
H_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 15 11.00% SLDLDSIIAEVK 344 355 47.9 28.2 44.1 2 0 0 1,302.7153
H_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 15 11.00% IEISELNR 396 403 42.1 27.9 22.7 2 0 0 973.5313
H_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 15 11.00% QISNLQQSISDAEQR 418 432 64.8 27.4 56.7 2 1 0 1,716.8512
H_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 15 11.00% LNDLEDALQQAK 444 455 64.3 27.2 41.0 1 0 0 1,357.6960
H_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.60% SLNNQFASFIDK 186 197 48.8 27.3 37.5 2 0 0 1,383.6903
H_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.60% FLEQQNQVLQTK 200 211 78.3 28.6 59.4 2 0 0 1,475.7854
H_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.60% TNAENEFVTIK 278 288 53.1 27.8 45.5 2 0 0 1,265.6372
H_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.60% TNAENEFVTIKK 278 289 42.8 27.8 36.3 1 2 0 1,393.7322
H_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.60% SLDLDSIIAEVK 344 355 71.4 28.2 63.8 2 0 0 1,302.7153
H_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.60% YEELQITAGR 377 386 75.5 28.3 60.4 2 0 0 1,179.6005
H_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.60% IEISELNR 396 403 51.8 27.9 29.2 2 0 0 973.5313
H_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 12.60% QISNLQQSISDAEQR 418 432 24.0 26.9 7.6 0 1 0 1,716.8512
H_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 18.00% SGGGFSSGSAGIINYQR 13 29 77.7 26.1 77.7 2 0 0 1,657.7929
H_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 18.00% SLNNQFASFIDK 186 197 65.7 27.1 49.3 2 0 0 1,383.6903
H_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 18.00% FLEQQNQVLQTK 200 211 78.8 28.7 59.6 2 0 0 1,475.7854
H_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 18.00% TNAENEFVTIKK 278 289 57.7 27.7 53.3 2 0 0 1,393.7322
H_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 18.00% SLDLDSIIAEVK 344 355 94.7 28.1 78.2 2 0 0 1,302.7153
H_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 18.00% NSKIEISELNR 393 403 25.8 29.0 12.8 1 0 0 1,302.7012
H_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 18.00% QISNLQQSISDAEQR 418 432 97.0 27.4 88.9 2 2 0 1,716.8512
H_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 18.00% NKLNDLEDALQQAK 442 455 76.0 27.5 63.7 2 2 0 1,599.8339
H_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 18.00% LALDLEIATYR 473 483 62.1 27.3 0.0 2 0 0 1,277.7101
H_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 11.00% SLNNQFASFIDK 186 197 64.9 27.2 48.2 2 0 0 1,383.6903
H_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 11.00% TNAENEFVTIK 278 288 53.4 27.8 46.9 2 0 0 1,265.6372
H_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 11.00% TNAENEFVTIKK 278 289 62.9 27.5 55.5 2 2 0 1,393.7322
H_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 11.00% YEELQITAGR 377 386 66.5 27.6 54.2 2 0 0 1,179.6005
H_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 11.00% IEISELNR 396 403 46.8 27.9 19.5 2 0 0 973.5313
H_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 11.00% QISNLQQSISDAEQR 418 432 88.9 27.4 79.2 2 1 0 1,716.8512



H_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 11.00% NKLNDLEDALQQAK 442 455 42.7 27.4 30.7 1 0 0 1,599.8339
H_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 11.00% LNDLEDALQQAK 444 455 75.1 27.4 56.8 2 0 0 1,357.6960
H_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 20 16.10% SLNNQFASFIDK 186 197 61.5 26.6 45.6 2 0 0 1,383.6903
H_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 20 16.10% FLEQQNQVLQTK 200 211 78.3 28.6 58.5 2 0 0 1,475.7854
H_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 20 16.10% TNAENEFVTIK 278 288 59.2 27.8 52.4 2 0 0 1,265.6372
H_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 20 16.10% TNAENEFVTIKK 278 289 36.2 27.5 30.4 2 0 0 1,393.7322
H_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 20 16.10% SLDLDSIIAEVK 344 355 93.6 28.0 78.6 2 0 0 1,302.7153
H_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 20 16.10% YEELQITAGR 377 386 64.8 28.6 53.5 1 0 0 1,179.6005
H_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 20 16.10% IEISELNR 396 403 46.8 27.9 23.6 2 0 0 973.5313
H_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 20 16.10% QISNLQQSISDAEQR 418 432 99.1 27.3 94.2 2 0 0 1,716.8512
H_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 20 16.10% NKLNDLEDALQQAK 442 455 40.9 27.5 37.0 1 0 0 1,599.8339
H_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 20 16.10% LNDLEDALQQAK 444 455 81.1 27.2 62.1 2 0 0 1,357.6960
H_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 20 16.10% DYQELMNTK 464 472 34.6 25.0 20.2 2 0 0 1,141.5195
H_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 17.20% SLNNQFASFIDK 186 197 47.3 26.6 34.5 2 0 0 1,383.6903
H_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 17.20% FLEQQNQVLQTK 200 211 89.1 28.6 75.1 2 0 0 1,475.7854
H_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 17.20% WELLQQVDTSTR 212 223 60.5 27.3 53.2 2 0 0 1,475.7490
H_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 17.20% TNAENEFVTIK 278 288 33.8 27.7 28.3 2 0 0 1,265.6372
H_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 17.20% TNAENEFVTIKK 278 289 42.2 27.7 35.4 2 1 0 1,393.7322
H_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 17.20% SLDLDSIIAEVK 344 355 77.4 28.1 64.7 2 0 0 1,302.7153
H_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 17.20% YEELQITAGR 377 386 54.0 28.1 48.0 2 0 0 1,179.6005
H_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 17.20% QISNLQQSISDAEQR 418 432 58.9 27.6 57.2 2 0 0 1,716.8512
H_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 17.20% NKLNDLEDALQQAK 442 455 46.0 27.1 38.0 2 2 0 1,599.8339
H_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 17.20% LNDLEDALQQAK 444 455 55.0 27.2 42.3 1 0 0 1,357.6960
H_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 23 17.20% LLRDYQELMNTK 461 472 16.3 27.4 8.9 0 1 0 1,539.7838
H_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 21 17.40% SLNNQFASFIDK 186 197 59.4 26.6 46.2 2 0 0 1,383.6903
H_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 21 17.40% FLEQQNQVLQTK 200 211 89.1 28.6 69.1 2 0 0 1,475.7854
H_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 21 17.40% LDSELKNMQDMVEDYR 252 267 17.7 25.0 17.7 0 1 0 2,017.8844
H_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 21 17.40% TNAENEFVTIKK 278 289 56.3 27.6 45.4 2 2 0 1,393.7322
H_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 21 17.40% SLDLDSIIAEVK 344 355 79.4 28.0 67.2 2 0 0 1,302.7153
H_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 21 17.40% IEISELNR 396 403 23.4 26.9 12.9 1 0 0 973.5313
H_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 21 17.40% QISNLQQSISDAEQR 418 432 88.8 27.6 81.0 2 2 0 1,716.8512
H_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 21 17.40% NKLNDLEDALQQAK 442 455 55.5 27.1 41.3 2 0 0 1,599.8339
H_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 21 17.40% LNDLEDALQQAK 444 455 53.1 27.4 43.1 2 0 0 1,357.6960
H_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 21 17.40% LALDLEIATYR 473 483 37.0 27.1 0.0 1 0 0 1,277.7101
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% SLNNQFASFIDK 186 197 56.4 26.8 46.7 2 0 0 1,383.6903
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% FLEQQNQVLQTK 200 211 80.4 28.7 62.0 2 0 0 1,475.7854
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% LDSELKNMQDMVEDYR 252 267 29.2 25.0 27.7 0 1 0 2,017.8844
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% NMQDMVEDYR 258 267 34.4 25.0 28.8 1 0 0 1,316.5247
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% TNAENEFVTIK 278 288 64.3 27.8 57.3 2 0 0 1,265.6372
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% TNAENEFVTIKK 278 289 51.5 27.7 42.3 2 1 0 1,393.7322
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% SLDLDSIIAEVK 344 355 85.3 28.1 69.5 2 0 0 1,302.7153
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% YEELQITAGR 377 386 64.2 27.6 55.9 1 0 0 1,179.6005
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% IEISELNR 396 403 41.8 27.9 17.3 2 0 0 973.5313
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% QISNLQQSISDAEQR 418 432 95.1 27.6 92.4 2 0 0 1,716.8512
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% NKLNDLEDALQQAK 442 455 53.2 27.5 43.2 2 0 0 1,599.8339
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% LLRDYQELMNTK 461 472 26.0 27.0 24.9 2 0 0 1,539.7838
H_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 24 20.80% LALDLEIATYR 473 483 47.8 27.1 0.0 2 0 0 1,277.7101
H_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 16.30% SLNNQFASFIDK 186 197 49.6 26.8 31.0 2 0 0 1,383.6903
H_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 16.30% NMQDMVEDYR 258 267 35.8 25.0 25.6 1 0 0 1,316.5247
H_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 16.30% TNAENEFVTIK 278 288 55.5 27.8 49.5 2 0 0 1,265.6372
H_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 16.30% TNAENEFVTIKK 278 289 32.8 27.5 24.5 2 2 0 1,393.7322
H_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 16.30% SLDLDSIIAEVK 344 355 85.6 28.2 71.1 2 0 0 1,302.7153
H_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 16.30% YEELQITAGR 377 386 69.6 28.6 56.0 1 0 0 1,179.6005
H_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 16.30% IEISELNR 396 403 53.3 26.9 20.2 2 0 0 973.5313
H_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 16.30% QISNLQQSISDAEQR 418 432 84.1 27.6 78.1 2 2 0 1,716.8512
H_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 16.30% NKLNDLEDALQQAK 442 455 73.6 27.1 70.7 2 0 0 1,599.8339
H_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 16.30% LNDLEDALQQAK 444 455 64.3 27.1 49.0 2 0 0 1,357.6960
H_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 16.30% LLRDYQELMNTK 461 472 29.8 27.4 28.3 1 0 0 1,539.7838
H_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 16.30% DYQELMNTK 464 472 33.1 25.0 19.6 1 0 0 1,141.5195
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% SGGGFSSGSAGIINYQR 13 29 58.9 26.1 56.6 2 0 0 1,657.7929
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% SLNNQFASFIDK 186 197 67.7 26.8 55.8 2 0 0 1,383.6903
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% FLEQQNQVLQTK 200 211 89.2 28.6 73.6 2 0 0 1,475.7854
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% TNAENEFVTIK 278 288 55.4 27.8 45.3 2 0 0 1,265.6372
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% TNAENEFVTIKK 278 289 28.8 27.5 18.8 2 1 0 1,393.7322
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% SLDLDSIIAEVK 344 355 85.7 28.0 68.6 2 0 0 1,302.7153
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% YEELQITAGR 377 386 72.4 28.6 56.5 2 0 0 1,179.6005
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% IEISELNR 396 403 51.8 26.9 24.5 2 0 0 973.5313
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% QISNLQQSISDAEQR 418 432 96.1 27.4 87.7 2 0 0 1,716.8512
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% NKLNDLEDALQQAK 442 455 49.0 27.4 38.5 2 2 0 1,599.8339
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% LNDLEDALQQAK 444 455 80.1 27.2 62.6 2 0 0 1,357.6960
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% LLRDYQELMNTK 461 472 29.1 27.1 26.2 2 0 0 1,539.7838
H_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 29 21.00% LALDLEIATYR 473 483 72.1 27.1 0.0 2 0 0 1,277.7101
H_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 12 21 14.80% SLNNQFASFIDK 186 197 65.1 27.3 53.2 2 0 0 1,383.6903
H_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 12 21 14.80% FLEQQNQVLQTK 200 211 84.3 28.6 65.4 2 0 0 1,475.7854
H_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 12 21 14.80% TNAENEFVTIK 278 288 64.9 27.8 55.9 2 0 0 1,265.6372
H_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 12 21 14.80% TNAENEFVTIKK 278 289 46.8 27.5 40.9 2 1 0 1,393.7322
H_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 12 21 14.80% SLDLDSIIAEVK 344 355 85.7 28.2 74.0 2 0 0 1,302.7153
H_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 12 21 14.80% YEELQITAGR 377 386 72.5 27.5 58.6 2 0 0 1,179.6005
H_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 12 21 14.80% IEISELNR 396 403 40.5 27.8 16.5 1 0 0 973.5313
H_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 12 21 14.80% QISNLQQSISDAEQR 418 432 81.5 27.8 74.4 2 1 0 1,716.8512
H_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 12 21 14.80% NKLNDLEDALQQAK 442 455 71.3 27.2 62.5 2 2 0 1,599.8339
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% SGGGFSSGSAGIINYQR 13 29 84.2 26.2 81.6 2 0 0 1,657.7929
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% SLNNQFASFIDK 186 197 65.5 27.3 49.1 2 0 0 1,383.6903
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% FLEQQNQVLQTK 200 211 86.6 28.7 73.8 2 0 0 1,475.7854
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% WELLQQVDTSTR 212 223 63.4 27.3 56.0 2 0 0 1,475.7490
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% LDSELKNMQDMVEDYR 252 267 24.5 25.0 23.3 0 2 0 2,017.8844
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% TNAENEFVTIK 278 288 64.2 27.8 55.6 2 0 0 1,265.6372
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% TNAENEFVTIKK 278 289 49.8 27.8 40.6 1 2 0 1,393.7322
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% SLDLDSIIAEVK 344 355 90.6 28.0 71.4 3 0 0 1,302.7153
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% YEELQITAGR 377 386 67.7 28.6 59.1 2 0 0 1,179.6005
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% NSKIEISELNR 393 403 32.7 29.2 21.1 1 0 0 1,302.7012
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% IEISELNR 396 403 35.8 26.9 10.5 1 0 0 973.5313
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% QISNLQQSISDAEQR 418 432 83.2 27.4 77.7 2 2 0 1,716.8512
H_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 16 30 22.20% NKLNDLEDALQQAK 442 455 57.9 27.2 38.0 2 2 0 1,599.8339
I_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 7 8.39% SLNNQFASFIDK 186 197 53.1 27.3 44.6 1 0 0 1,383.6903
I_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 7 8.39% FLEQQNQVLQTK 200 211 54.5 28.6 44.1 2 0 0 1,475.7854
I_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 7 8.39% SLDLDSIIAEVK 344 355 72.4 28.0 59.9 2 0 0 1,302.7153
I_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 7 8.39% YEELQITAGR 377 386 29.3 28.6 16.5 1 0 0 1,179.6005
I_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 7 8.39% IEISELNR 396 403 41.1 26.9 24.6 1 0 0 973.5313
I_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 2 3.11% FLEQQNQVLQTK 200 211 30.0 28.2 17.3 1 0 0 1,475.7854
I_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 2 3.11% IEISELNR 396 403 27.8 26.9 16.3 1 0 0 973.5313
I_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 4.97% FLEQQNQVLQTK 200 211 66.1 28.6 50.6 2 0 0 1,475.7854
I_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 4.97% TNAENEFVTIK 278 288 55.9 27.9 30.9 2 0 0 1,265.6372
I_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 4.97% TNAENEFVTIKK 278 289 24.6 27.8 8.1 0 1 0 1,393.7322
I_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 4.97% IEISELNR 396 403 20.2 26.9 10.6 1 0 0 973.5313
I_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.83% SLNNQFASFIDK 186 197 39.4 26.6 32.7 2 0 0 1,383.6903
I_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.83% FLEQQNQVLQTK 200 211 73.2 28.6 56.4 2 0 0 1,475.7854
I_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.83% SLDLDSIIAEVK 344 355 55.3 27.9 44.1 2 0 0 1,302.7153
I_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.83% IEISELNR 396 403 31.0 26.9 8.1 1 0 0 973.5313
I_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% FLEQQNQVLQTK 200 211 64.8 28.6 50.9 2 0 0 1,475.7854
I_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% YEELQITAGR 377 386 46.8 28.2 42.2 2 0 0 1,179.6005
I_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% FLEQQNQVLQTK 200 211 74.6 28.6 61.7 2 0 0 1,475.7854



I_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% YEELQITAGR 377 386 65.9 27.8 54.2 2 0 0 1,179.6005
I_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 3 5.28% FLEQQNQVLQTK 200 211 51.8 28.4 40.2 1 0 0 1,475.7854
I_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 3 5.28% TNAENEFVTIKK 278 289 19.1 27.8 2.4 0 1 0 1,393.7322
I_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 3 5.28% YEELQITAGR 377 386 35.6 27.8 22.2 1 0 0 1,179.6005
I_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 6.52% FLEQQNQVLQTK 200 211 65.1 28.6 48.5 2 0 0 1,475.7854
I_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 6.52% TNAENEFVTIKK 278 289 21.3 27.5 13.8 0 1 0 1,393.7322
I_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 6.52% YEELQITAGR 377 386 40.4 27.8 31.4 2 0 0 1,179.6005
I_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 6.52% IEISELNR 396 403 26.9 26.9 1.9 1 0 0 973.5313
I_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 12 9.47% SLNNQFASFIDK 186 197 65.6 27.3 47.1 2 0 0 1,383.6903
I_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 12 9.47% TNAENEFVTIKK 278 289 44.3 27.5 44.3 2 2 0 1,393.7322
I_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 12 9.47% SLDLDSIIAEVK 344 355 57.7 28.0 51.6 2 0 0 1,302.7153
I_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 12 9.47% YEELQITAGR 377 386 56.3 28.6 45.9 2 0 0 1,179.6005
I_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 12 9.47% QISNLQQSISDAEQR 418 432 72.0 27.8 65.0 2 0 0 1,716.8512
I_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.80% SGGGFSSGSAGIINYQR 13 29 68.4 26.3 68.4 2 0 0 1,657.7929
I_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.80% SLNNQFASFIDK 186 197 54.8 27.3 40.6 2 0 0 1,383.6903
I_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.80% FLEQQNQVLQTK 200 211 77.1 28.8 64.8 2 0 0 1,475.7854
I_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.80% TNAENEFVTIK 278 288 44.9 27.8 37.5 2 0 0 1,265.6372
I_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.80% TNAENEFVTIKK 278 289 36.1 27.5 33.1 1 0 0 1,393.7322
I_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.80% IEISELNR 396 403 37.8 26.9 21.2 1 0 0 973.5313
I_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 13 11.80% QISNLQQSISDAEQR 418 432 88.7 27.6 81.5 2 1 0 1,716.8512
I_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.90% SGGGFSSGSAGIINYQR 13 29 65.6 26.2 59.9 2 0 0 1,657.7929
I_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.90% FSSCGGGGGSFGAGGGFGSR 46 65 72.4 25.0 65.1 2 0 0 1,765.7349
I_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.90% SLNNQFASFIDK 186 197 54.3 27.3 43.0 2 0 0 1,383.6903
I_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.90% FLEQQNQVLQTK 200 211 80.0 28.6 63.5 2 0 0 1,475.7854
I_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.90% LDSELKNMQDMVEDYR 252 267 23.0 25.0 18.6 0 1 0 2,017.8844
I_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.90% TNAENEFVTIK 278 288 42.3 27.8 31.1 2 0 0 1,265.6372
I_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.90% SLDLDSIIAEVK 344 355 88.4 28.2 71.6 2 0 0 1,302.7153
I_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.90% QISNLQQSISDAEQR 418 432 70.3 27.8 66.1 2 0 0 1,716.8512
I_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 16 10.70% FLEQQNQVLQTK 200 211 75.7 28.7 64.1 1 0 0 1,475.7854
I_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 16 10.70% TNAENEFVTIK 278 288 39.1 27.7 32.1 2 0 0 1,265.6372
I_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 16 10.70% TNAENEFVTIKK 278 289 37.6 27.5 29.3 2 2 0 1,393.7322
I_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 16 10.70% SLDLDSIIAEVK 344 355 82.4 28.1 69.9 2 0 0 1,302.7153
I_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 16 10.70% YEELQITAGR 377 386 55.5 28.6 43.9 2 0 0 1,179.6005
I_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 16 10.70% IEISELNR 396 403 46.8 26.9 14.4 2 0 0 973.5313
I_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 16 10.70% QISNLQQSISDAEQR 418 432 89.6 27.6 81.6 2 1 0 1,716.8512
I_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 18.30% SGGGFSSGSAGIINYQR 13 29 71.1 26.2 67.6 2 0 0 1,657.7929
I_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 18.30% FSSCGGGGGSFGAGGGFGSR 46 65 112.0 25.0 103.0 2 0 0 1,765.7349
I_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 18.30% SLNNQFASFIDK 186 197 76.1 27.3 63.0 2 0 0 1,383.6903
I_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 18.30% FLEQQNQVLQTK 200 211 69.6 28.6 59.1 2 0 0 1,475.7854
I_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 18.30% TNAENEFVTIK 278 288 43.7 27.8 34.4 2 0 0 1,265.6372
I_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 18.30% TNAENEFVTIKK 278 289 36.4 28.0 23.4 2 2 0 1,393.7322
I_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 18.30% SLDLDSIIAEVK 344 355 91.9 28.1 75.5 2 0 0 1,302.7153
I_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 18.30% YEELQITAGR 377 386 69.6 27.5 59.7 2 0 0 1,179.6005
I_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 18.30% IEISELNR 396 403 52.0 26.9 29.2 2 0 0 973.5313
I_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 18.30% QISNLQQSISDAEQR 418 432 92.6 27.4 88.3 2 0 0 1,716.8512
I_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 26 19.40% SGGGFSSGSAGIINYQR 13 29 66.8 26.1 62.2 2 0 0 1,657.7929
I_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 26 19.40% SLNNQFASFIDK 186 197 59.8 27.2 48.5 2 0 0 1,383.6903
I_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 26 19.40% FLEQQNQVLQTK 200 211 86.7 28.5 67.1 2 0 0 1,475.7854
I_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 26 19.40% TNAENEFVTIKK 278 289 39.7 27.5 26.9 2 1 0 1,393.7322
I_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 26 19.40% SLDLDSIIAEVK 344 355 86.0 28.0 70.2 4 0 0 1,302.7153
I_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 26 19.40% IEISELNR 396 403 45.4 26.9 16.0 2 0 0 973.5313
I_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 26 19.40% QISNLQQSISDAEQR 418 432 81.2 27.6 65.9 2 2 0 1,716.8512
I_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 26 19.40% NKLNDLEDALQQAK 442 455 55.5 27.5 43.6 2 1 0 1,599.8339
I_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 26 19.40% LLRDYQELMNTK 461 472 29.5 27.4 26.6 2 0 0 1,539.7838
I_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 26 19.40% LALDLEIATYR 473 483 58.5 27.1 0.0 2 0 0 1,277.7101
I_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.40% SGGGFSSGSAGIINYQR 13 29 90.3 26.2 87.3 2 0 0 1,657.7929
I_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.40% FSSCGGGGGSFGAGGGFGSR 46 65 129.0 25.0 129.0 2 0 0 1,765.7349
I_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.40% SLNNQFASFIDK 186 197 77.3 27.2 64.8 2 0 0 1,383.6903
I_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.40% FLEQQNQVLQTK 200 211 56.4 28.6 44.9 2 0 0 1,475.7854
I_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.40% TNAENEFVTIK 278 288 64.1 27.8 57.2 2 0 0 1,265.6372
I_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.40% TNAENEFVTIKK 278 289 59.1 28.0 50.2 2 1 0 1,393.7322
I_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.40% SLDLDSIIAEVK 344 355 82.1 28.0 66.2 2 0 0 1,302.7153
I_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.40% YEELQITAGR 377 386 69.2 28.6 60.3 1 0 0 1,179.6005
I_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.40% NSKIEISELNR 393 403 30.5 28.8 19.3 2 0 0 1,302.7012
I_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.40% IEISELNR 396 403 44.6 26.9 24.4 2 0 0 973.5313
I_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.40% IEISELNRVIQR 396 407 17.6 25.2 4.6 0 1 0 1,469.8435
I_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 19.40% QISNLQQSISDAEQR 418 432 97.0 27.4 88.8 2 0 0 1,716.8512
I_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 19.60% FSSCGGGGGSFGAGGGFGSR 46 65 100.0 25.0 100.0 2 0 0 1,765.7349
I_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 19.60% SLNNQFASFIDK 186 197 61.4 27.2 40.2 2 0 0 1,383.6903
I_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 19.60% FLEQQNQVLQTK 200 211 82.7 28.6 57.8 2 0 0 1,475.7854
I_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 19.60% TNAENEFVTIK 278 288 62.1 27.8 55.1 2 0 0 1,265.6372
I_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 19.60% TNAENEFVTIKK 278 289 25.6 27.5 25.6 2 1 0 1,393.7322
I_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 19.60% SLDLDSIIAEVK 344 355 80.6 28.2 65.9 2 0 0 1,302.7153
I_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 19.60% YEELQITAGR 377 386 67.7 28.1 58.7 2 0 0 1,179.6005
I_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 19.60% IEISELNR 396 403 63.3 26.9 31.5 2 0 0 973.5313
I_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 19.60% KQISNLQQSISDAEQR 417 432 22.8 28.3 15.0 0 1 0 1,844.9462
I_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 19.60% QISNLQQSISDAEQR 418 432 76.0 27.4 70.0 2 0 0 1,716.8512
I_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 19.60% LNDLEDALQQAK 444 455 76.9 27.6 64.0 2 0 0 1,357.6960
I_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 19.60% LLRDYQELMNTK 461 472 40.3 26.9 36.5 1 1 0 1,539.7838
I_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 14.40% FSSCGGGGGSFGAGGGFGSR 46 65 98.9 25.0 98.9 2 0 0 1,765.7349
I_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 14.40% SLNNQFASFIDK 186 197 41.6 27.2 30.0 2 0 0 1,383.6903
I_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 14.40% FLEQQNQVLQTK 200 211 76.6 28.6 61.3 2 0 0 1,475.7854
I_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 14.40% TNAENEFVTIK 278 288 45.6 27.8 33.7 2 0 0 1,265.6372
I_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 14.40% TNAENEFVTIKK 278 289 29.4 27.5 26.5 2 1 0 1,393.7322
I_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 14.40% SLDLDSIIAEVK 344 355 82.1 28.6 71.4 1 0 0 1,302.7153
I_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 14.40% YEELQITAGR 377 386 53.5 28.3 46.2 2 0 0 1,179.6005
I_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 18 14.40% QISNLQQSISDAEQR 418 432 67.2 27.6 54.2 2 2 0 1,716.8512
I_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 18.00% FSSCGGGGGSFGAGGGFGSR 46 65 111.0 25.0 111.0 2 0 0 1,765.7349
I_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 18.00% SLNNQFASFIDK 186 197 69.2 26.6 52.4 2 0 0 1,383.6903
I_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 18.00% FLEQQNQVLQTK 200 211 86.6 28.6 70.2 2 0 0 1,475.7854
I_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 18.00% WELLQQVDTSTR 212 223 69.8 27.3 57.7 2 0 0 1,475.7490
I_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 18.00% TNAENEFVTIK 278 288 43.9 27.8 31.5 2 0 0 1,265.6372
I_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 18.00% TNAENEFVTIKK 278 289 46.0 27.6 34.9 2 1 0 1,393.7322
I_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 18.00% SLDLDSIIAEVK 344 355 78.8 28.2 61.9 2 0 0 1,302.7153
I_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 18.00% YEELQITAGR 377 386 68.0 27.6 51.5 2 0 0 1,179.6005
I_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 18.00% NSKIEISELNR 393 403 23.1 29.0 15.7 1 0 0 1,302.7012
I_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 18.00% IEISELNR 396 403 51.5 27.9 18.4 2 0 0 973.5313
I_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 18.00% QISNLQQSISDAEQR 418 432 88.2 27.6 70.1 2 2 0 1,716.8512
I_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 17.10% FSSCGGGGGSFGAGGGFGSR 46 65 124.0 25.0 124.0 2 0 0 1,765.7349
I_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 17.10% SLNNQFASFIDK 186 197 62.9 27.3 50.1 2 0 0 1,383.6903
I_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 17.10% FLEQQNQVLQTK 200 211 62.3 28.6 50.6 2 0 0 1,475.7854
I_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 17.10% LDSELKNMQDMVEDYR 252 267 33.6 25.0 33.6 0 2 0 2,017.8844
I_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 17.10% TNAENEFVTIK 278 288 50.2 27.8 43.6 2 0 0 1,265.6372
I_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 17.10% TNAENEFVTIKK 278 289 45.8 28.0 45.8 2 0 0 1,393.7322
I_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 17.10% SLDLDSIIAEVK 344 355 84.7 28.2 70.5 2 0 0 1,302.7153
I_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 17.10% NSKIEISELNR 393 403 34.4 28.8 25.5 2 0 0 1,302.7012
I_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 17.10% IEISELNR 396 403 58.4 27.9 27.5 2 0 0 973.5313
I_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 17.10% QISNLQQSISDAEQR 418 432 99.1 27.4 92.8 2 0 0 1,716.8512
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% SGGGFSSGSAGIINYQR 13 29 71.6 26.2 70.9 2 0 0 1,657.7929
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% FSSCGGGGGSFGAGGGFGSR 46 65 101.0 25.0 97.2 2 0 0 1,765.7349
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% SLVNLGGSKSISISVAR 66 82 35.9 25.0 35.9 0 2 0 1,687.9701
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% SLNNQFASFIDK 186 197 61.5 27.3 53.8 1 0 0 1,383.6903



I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% FLEQQNQVLQTK 200 211 82.2 28.5 63.5 2 0 0 1,475.7854
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% LDSELKNMQDMVEDYR 252 267 18.6 25.0 18.6 0 2 0 2,017.8844
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% TNAENEFVTIK 278 288 51.9 27.8 32.2 2 0 0 1,265.6372
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% TNAENEFVTIKK 278 289 33.7 28.0 18.3 1 1 0 1,393.7322
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% SLDLDSIIAEVK 344 355 91.9 28.3 74.0 3 0 0 1,302.7153
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% NSKIEISELNR 393 403 39.8 28.7 28.0 1 0 0 1,302.7012
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% IEISELNR 396 403 46.6 26.9 16.3 2 0 0 973.5313
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% QISNLQQSISDAEQR 418 432 79.7 27.5 76.0 2 2 0 1,716.8512
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% NKLNDLEDALQQAK 442 455 50.0 27.2 40.6 2 0 0 1,599.8339
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% LNDLEDALQQAK 444 455 83.8 27.5 72.6 2 0 0 1,357.6960
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% LLRDYQELMNTK 461 472 26.2 27.3 24.6 1 1 0 1,539.7838
I_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 33 28.10% LALDLEIATYR 473 483 61.3 27.1 0.0 2 0 0 1,277.7101
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% SGGGFSSGSAGIINYQR 13 29 60.1 26.1 56.9 2 0 0 1,657.7929
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% FSSCGGGGGSFGAGGGFGSR 46 65 90.1 25.0 73.1 2 0 0 1,765.7349
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% SLVNLGGSKSISISVAR 66 82 40.6 25.0 33.7 0 1 0 1,687.9701
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% SLNNQFASFIDK 186 197 59.5 26.7 47.0 2 0 0 1,383.6903
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% FLEQQNQVLQTK 200 211 62.6 28.6 49.8 2 0 0 1,475.7854
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% LDSELKNMQDMVEDYR 252 267 31.5 25.0 28.6 0 1 0 2,017.8844
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% TNAENEFVTIK 278 288 50.4 27.8 39.9 2 0 0 1,265.6372
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% TNAENEFVTIKK 278 289 33.0 27.6 29.0 1 1 0 1,393.7322
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% SLDLDSIIAEVK 344 355 95.2 28.0 74.1 2 0 0 1,302.7153
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% YEELQITAGR 377 386 71.7 28.6 54.7 1 0 0 1,179.6005
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% NSKIEISELNR 393 403 22.8 28.8 15.1 1 0 0 1,302.7012
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% KQISNLQQSISDAEQR 417 432 32.4 28.5 22.8 0 1 0 1,844.9462
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% QISNLQQSISDAEQR 418 432 95.4 27.4 87.1 2 2 0 1,716.8512
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% NKLNDLEDALQQAK 442 455 66.1 27.4 55.4 2 1 0 1,599.8339
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% LNDLEDALQQAK 444 455 76.7 27.4 63.9 2 0 0 1,357.6960
I_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 30 28.10% LLRDYQELMNTK 461 472 35.2 27.4 23.1 2 0 0 1,539.7838
I_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 22 17.50% SGGGFSSGSAGIINYQR 13 29 83.6 26.2 80.1 2 0 0 1,657.7929
I_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 22 17.50% SLNNQFASFIDK 186 197 56.1 26.6 41.0 2 0 0 1,383.6903
I_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 22 17.50% FLEQQNQVLQTK 200 211 74.7 28.6 53.0 2 1 0 1,475.7854
I_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 22 17.50% TNAENEFVTIK 278 288 43.4 27.8 33.6 2 0 0 1,265.6372
I_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 22 17.50% TNAENEFVTIKK 278 289 25.8 27.5 20.3 2 1 0 1,393.7322
I_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 22 17.50% SLDLDSIIAEVK 344 355 67.9 28.0 54.1 1 0 0 1,302.7153
I_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 22 17.50% YEELQITAGR 377 386 64.0 28.6 55.2 2 0 0 1,179.6005
I_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 22 17.50% NSKIEISELNR 393 403 26.8 29.2 9.5 1 0 0 1,302.7012
I_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 22 17.50% IEISELNR 396 403 45.9 27.8 23.0 2 0 0 973.5313
I_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 22 17.50% QISNLQQSISDAEQR 418 432 79.6 27.4 72.1 2 0 0 1,716.8512
I_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 22 17.50% LLRDYQELMNTK 461 472 26.0 27.2 22.0 2 0 0 1,539.7838
I_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 14 18.20% FSSCGGGGGSFGAGGGFGSR 46 65 127.0 25.0 120.0 2 0 0 1,765.7349
I_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 14 18.20% SLNNQFASFIDK 186 197 58.8 27.1 42.2 1 0 0 1,383.6903
I_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 14 18.20% SLNNQFASFIDKVR 186 199 44.4 27.4 39.2 0 2 0 1,638.8598
I_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 14 18.20% FLEQQNQVLQTK 200 211 75.0 28.7 60.0 2 0 0 1,475.7854
I_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 14 18.20% TNAENEFVTIKK 278 289 39.0 27.5 27.5 0 2 0 1,393.7322
I_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 14 18.20% YEELQITAGR 377 386 62.1 27.6 49.5 2 0 0 1,179.6005
I_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 14 18.20% IEISELNR 396 403 30.3 28.1 9.7 1 0 0 973.5313
I_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 14 18.20% QISNLQQSISDAEQR 418 432 96.5 27.1 89.8 1 0 0 1,716.8512
I_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 14 18.20% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 39.8 25.0 35.7 0 1 0 2,581.1617
I_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.70% SGGGFSSGSAGIINYQR 13 29 77.4 26.2 77.2 2 0 0 1,657.7929
I_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.70% SLNNQFASFIDK 186 197 59.0 27.2 48.9 2 0 0 1,383.6903
I_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.70% FLEQQNQVLQTK 200 211 62.7 28.6 50.7 2 0 0 1,475.7854
I_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.70% TNAENEFVTIK 278 288 58.2 27.8 48.0 2 0 0 1,265.6372
I_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.70% TNAENEFVTIKK 278 289 33.9 27.5 33.9 2 2 0 1,393.7322
I_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.70% SLDLDSIIAEVK 344 355 76.4 28.2 61.6 2 0 0 1,302.7153
I_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.70% YEELQITAGR 377 386 76.2 28.3 63.2 2 0 0 1,179.6005
I_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.70% NSKIEISELNR 393 403 28.2 29.0 13.2 2 0 0 1,302.7012
I_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.70% IEISELNR 396 403 41.6 26.9 28.3 1 0 0 973.5313
I_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.70% QISNLQQSISDAEQR 418 432 79.0 27.8 74.0 2 0 0 1,716.8512
I_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.70% NKLNDLEDALQQAK 442 455 35.4 27.2 21.0 1 0 0 1,599.8339
I_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 24 19.70% LLRDYQELMNTK 461 472 21.6 27.1 20.2 2 0 0 1,539.7838
J_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 2 2.80% YEELQITAGR 377 386 32.7 28.2 26.7 1 0 0 1,179.6005
J_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 2 2.80% IEISELNR 396 403 23.3 28.9 9.0 1 0 0 973.5313
J_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.60% SLNNQFASFIDK 186 197 36.1 26.8 29.4 2 0 0 1,383.6903
J_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.60% FLEQQNQVLQTK 200 211 89.0 27.9 77.7 2 0 0 1,475.7854
J_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.60% YEELQITAGR 377 386 61.7 27.6 55.0 1 0 0 1,179.6005
J_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.60% IEISELNR 396 403 33.2 28.6 11.6 2 0 0 973.5313
J_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.60% QISNLQQSISDAEQR 418 432 66.7 28.0 61.3 2 0 0 1,716.8512
J_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 11 10.60% LALDLEIATYR 473 483 53.5 27.0 0.0 2 0 0 1,277.7101
J_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 13.20% SLNNQFASFIDK 186 197 53.7 27.2 38.3 2 0 0 1,383.6903
J_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 13.20% FLEQQNQVLQTK 200 211 57.5 28.3 44.7 2 0 0 1,475.7854
J_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 13.20% TNAENEFVTIK 278 288 55.0 27.8 47.0 2 0 0 1,265.6372
J_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 13.20% TNAENEFVTIKK 278 289 41.7 27.3 34.3 2 0 0 1,393.7322
J_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 13.20% SLDLDSIIAEVK 344 355 65.1 28.0 53.1 1 0 0 1,302.7153
J_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 13.20% IEISELNR 396 403 48.7 28.8 13.4 2 0 0 973.5313
J_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 13.20% QISNLQQSISDAEQR 418 432 79.3 27.7 74.7 2 2 0 1,716.8512
J_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 13.20% NKLNDLEDALQQAK 442 455 44.2 27.4 37.2 1 0 0 1,599.8339
J_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 4 5.12% FLEQQNQVLQTK 200 211 61.5 27.9 51.4 2 0 0 1,475.7854
J_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 4 5.12% TNAENEFVTIK 278 288 41.0 28.2 35.3 1 0 0 1,265.6372
J_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 4 5.12% YEELQITAGR 377 386 61.6 28.2 53.1 1 0 0 1,179.6005
J_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.99% SLNNQFASFIDK 186 197 41.8 26.8 29.1 1 0 0 1,383.6903
J_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.99% FLEQQNQVLQTK 200 211 92.6 28.3 76.7 2 0 0 1,475.7854
J_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.99% TNAENEFVTIK 278 288 46.8 27.8 36.2 2 0 0 1,265.6372
J_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 6.99% YEELQITAGR 377 386 60.9 27.7 45.3 2 0 0 1,179.6005
J_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% FLEQQNQVLQTK 200 211 58.2 28.1 49.1 2 0 0 1,475.7854
J_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.42% YEELQITAGR 377 386 41.0 28.2 37.0 2 0 0 1,179.6005
J_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.20% SGGGFSSGSAGIINYQR 13 29 61.9 26.3 59.8 2 0 0 1,657.7929
J_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.20% FLEQQNQVLQTK 200 211 63.9 27.9 55.2 2 0 0 1,475.7854
J_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.20% TNAENEFVTIKK 278 289 29.4 28.0 25.0 2 1 0 1,393.7322
J_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.20% SLDLDSIIAEVK 344 355 80.5 28.0 64.9 2 0 0 1,302.7153
J_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.20% YEELQITAGR 377 386 60.3 28.2 47.6 2 0 0 1,179.6005
J_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.20% IEISELNRVIQR 396 407 17.3 25.0 12.2 0 1 0 1,469.8435
J_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.20% LNDLEDALQQAK 444 455 76.8 27.7 58.9 2 0 0 1,357.6960
J_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.20% LALDLEIATYR 473 483 47.1 27.0 0.0 1 0 0 1,277.7101
J_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.80% SGGGFSSGSAGIINYQR 13 29 34.3 26.5 32.8 2 0 0 1,657.7929
J_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.80% SLNNQFASFIDK 186 197 57.8 27.2 45.7 2 0 0 1,383.6903
J_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.80% FLEQQNQVLQTK 200 211 76.1 28.2 51.0 2 0 0 1,475.7854
J_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.80% TNAENEFVTIKK 278 289 21.7 28.1 12.5 1 0 0 1,393.7322
J_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.80% SLDLDSIIAEVK 344 355 62.8 28.0 53.1 1 0 0 1,302.7153
J_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.80% YEELQITAGR 377 386 67.4 28.1 57.9 2 0 0 1,179.6005
J_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.80% QISNLQQSISDAEQR 418 432 70.1 27.9 59.3 1 2 0 1,716.8512
J_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 15.80% LNDLEDALQQAK 444 455 88.4 27.3 76.3 2 0 0 1,357.6960
J_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 17.20% SGGGFSSGSAGIINYQR 13 29 71.2 26.3 66.2 2 0 0 1,657.7929
J_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 17.20% SLNNQFASFIDK 186 197 59.3 26.8 36.0 2 0 0 1,383.6903
J_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 17.20% TNAENEFVTIK 278 288 24.2 27.8 19.4 1 0 0 1,265.6372
J_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 17.20% TNAENEFVTIKK 278 289 38.6 28.0 32.6 2 0 0 1,393.7322
J_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 17.20% SLDLDSIIAEVK 344 355 82.3 28.0 70.4 2 0 0 1,302.7153
J_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 17.20% YEELQITAGR 377 386 72.5 27.8 58.8 2 0 0 1,179.6005
J_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 17.20% IEISELNR 396 403 48.6 28.7 18.8 2 0 0 973.5313
J_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 17.20% QISNLQQSISDAEQR 418 432 87.2 27.8 75.9 2 2 0 1,716.8512
J_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 17.20% NKLNDLEDALQQAK 442 455 55.0 27.2 47.2 2 1 0 1,599.8339
J_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 17.20% LNDLEDALQQAK 444 455 92.2 27.3 73.6 2 0 0 1,357.6960
J_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 17.20% LALDLEIATYR 473 483 63.1 27.0 0.0 2 0 0 1,277.7101



J_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 15.10% SGGGFSSGSAGIINYQR 13 29 63.6 26.4 63.6 2 0 0 1,657.7929
J_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 15.10% SLVNLGGSKSISISVAR 66 82 50.9 25.0 46.8 0 2 0 1,687.9701
J_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 15.10% SLNNQFASFIDK 186 197 58.8 26.8 49.0 2 0 0 1,383.6903
J_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 15.10% FLEQQNQVLQTK 200 211 74.9 27.9 66.9 2 0 0 1,475.7854
J_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 15.10% TNAENEFVTIK 278 288 37.1 28.3 23.6 2 0 0 1,265.6372
J_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 15.10% TNAENEFVTIKK 278 289 19.4 28.0 15.1 1 0 0 1,393.7322
J_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 15.10% QISNLQQSISDAEQR 418 432 81.1 27.8 69.7 2 2 0 1,716.8512
J_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 15.10% LNDLEDALQQAK 444 455 82.6 27.7 61.8 2 0 0 1,357.6960
J_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 10.90% SLNNQFASFIDK 186 197 64.5 26.8 54.2 2 0 0 1,383.6903
J_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 10.90% FLEQQNQVLQTK 200 211 76.7 28.2 65.0 2 0 0 1,475.7854
J_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 10.90% TNAENEFVTIK 278 288 52.3 27.8 45.6 2 0 0 1,265.6372
J_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 10.90% IEISELNR 396 403 26.9 28.9 11.2 1 0 0 973.5313
J_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 10.90% QISNLQQSISDAEQR 418 432 81.5 27.9 71.5 2 2 0 1,716.8512
J_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 13 10.90% LNDLEDALQQAK 444 455 84.5 27.3 64.9 2 0 0 1,357.6960
J_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 14 27 17.70% SGGGFSSGSAGIINYQR 13 29 55.0 26.4 55.0 1 0 0 1,657.7929
J_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 14 27 17.70% SLNNQFASFIDK 186 197 63.3 26.8 45.1 2 0 0 1,383.6903
J_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 14 27 17.70% FLEQQNQVLQTK 200 211 67.9 28.3 55.2 2 0 0 1,475.7854
J_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 14 27 17.70% WELLQQVDTSTR 212 223 71.4 27.6 60.6 2 0 0 1,475.7490
J_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 14 27 17.70% TNAENEFVTIK 278 288 51.0 27.8 40.3 2 0 0 1,265.6372
J_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 14 27 17.70% TNAENEFVTIKK 278 289 37.8 28.0 34.9 2 2 0 1,393.7322
J_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 14 27 17.70% SLDLDSIIAEVK 344 355 84.8 27.9 71.1 2 0 0 1,302.7153
J_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 14 27 17.70% IEISELNR 396 403 41.9 28.6 24.6 2 0 0 973.5313
J_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 14 27 17.70% QISNLQQSISDAEQR 418 432 86.6 27.8 81.6 2 2 0 1,716.8512
J_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 14 27 17.70% NKLNDLEDALQQAK 442 455 67.9 27.2 62.2 2 2 0 1,599.8339
J_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 14 27 17.70% LNDLEDALQQAK 444 455 82.9 27.3 68.2 2 0 0 1,357.6960
J_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 17.50% SGGGFSSGSAGIINYQR 13 29 59.8 26.5 51.7 1 0 0 1,657.7929
J_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 17.50% SLNNQFASFIDK 186 197 69.3 27.2 54.4 2 0 0 1,383.6903
J_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 17.50% FLEQQNQVLQTK 200 211 70.4 28.1 55.3 2 0 0 1,475.7854
J_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 17.50% TNAENEFVTIK 278 288 36.6 28.2 30.5 2 0 0 1,265.6372
J_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 17.50% TNAENEFVTIKK 278 289 24.6 28.1 14.5 0 1 0 1,393.7322
J_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 17.50% SLDLDSIIAEVK 344 355 85.8 27.9 69.1 2 0 0 1,302.7153
J_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 17.50% YEELQITAGR 377 386 56.6 28.1 48.3 1 0 0 1,179.6005
J_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 17.50% IEISELNR 396 403 52.1 28.7 19.9 2 0 0 973.5313
J_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 17.50% KQISNLQQSISDAEQR 417 432 33.6 28.3 24.5 0 1 0 1,844.9462
J_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 17.50% QISNLQQSISDAEQR 418 432 90.1 27.6 81.3 2 2 0 1,716.8512
J_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 17.50% NKLNDLEDALQQAK 442 455 91.9 27.2 89.5 2 2 0 1,599.8339
J_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 24 17.50% LNDLEDALQQAK 444 455 76.3 27.3 59.8 2 0 0 1,357.6960
J_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 27 19.30% SGGGFSSGSAGIINYQR 13 29 70.7 26.4 70.7 1 0 0 1,657.7929
J_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 27 19.30% SLNNQFASFIDK 186 197 64.8 27.2 46.5 2 0 0 1,383.6903
J_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 27 19.30% FLEQQNQVLQTK 200 211 64.3 28.1 48.2 3 0 0 1,475.7854
J_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 27 19.30% NMQDMVEDYR 258 267 30.6 25.0 30.6 2 0 0 1,332.5196
J_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 27 19.30% TNAENEFVTIK 278 288 41.1 28.4 29.4 3 0 0 1,265.6372
J_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 27 19.30% SLDLDSIIAEVK 344 355 81.2 28.0 67.4 2 0 0 1,302.7153
J_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 27 19.30% YEELQITAGR 377 386 39.9 27.7 33.2 3 0 0 1,179.6005
J_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 27 19.30% QISNLQQSISDAEQR 418 432 92.3 27.9 84.8 2 2 0 1,716.8512
J_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 27 19.30% NKLNDLEDALQQAK 442 455 78.9 27.2 73.5 2 2 0 1,599.8339
J_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 27 19.30% LNDLEDALQQAK 444 455 81.1 27.8 63.5 2 0 0 1,357.6960
J_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 27 19.30% LALDLEIATYR 473 483 60.9 27.3 0.0 1 0 0 1,277.7101
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% SGGGFSSGSAGIINYQR 13 29 71.5 26.5 71.5 2 0 0 1,657.7929
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% SLNNQFASFIDK 186 197 65.4 27.2 43.6 2 0 0 1,383.6903
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% FLEQQNQVLQTK 200 211 58.8 28.2 45.3 2 0 0 1,475.7854
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% TNAENEFVTIK 278 288 49.2 28.2 36.9 2 0 0 1,265.6372
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% TNAENEFVTIKK 278 289 23.8 27.4 17.5 2 0 0 1,393.7322
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% SLDLDSIIAEVK 344 355 82.4 27.9 70.1 2 0 0 1,302.7153
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% YEELQITAGR 377 386 69.8 28.1 56.6 2 0 0 1,179.6005
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% IEISELNR 396 403 52.2 28.7 26.4 3 0 0 973.5313
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% KQISNLQQSISDAEQR 417 432 36.0 28.2 26.3 0 2 0 1,844.9462
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% QISNLQQSISDAEQR 418 432 92.1 28.0 84.8 2 0 0 1,716.8512
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% NKLNDLEDALQQAK 442 455 46.5 27.0 37.0 2 2 0 1,599.8339
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% LNDLEDALQQAK 444 455 93.9 27.8 68.9 2 0 0 1,357.6960
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% DYQELMNTK 464 472 40.0 25.0 22.5 2 0 0 1,141.5195
J_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 30 20.70% LALDLEIATYR 473 483 61.4 27.0 0.0 1 0 0 1,277.7101
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% SLNNQFASFIDK 186 197 59.7 27.2 47.1 2 0 0 1,383.6903
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% FLEQQNQVLQTK 200 211 73.3 28.2 63.1 4 0 0 1,475.7854
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% TNAENEFVTIK 278 288 67.7 27.8 52.9 2 0 0 1,265.6372
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% TNAENEFVTIKK 278 289 60.6 28.1 55.6 2 2 0 1,393.7322
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% SLDLDSIIAEVK 344 355 80.0 28.0 62.7 2 0 0 1,302.7153
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% YEELQITAGR 377 386 34.9 28.1 24.9 1 0 0 1,179.6005
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% NSKIEISELNR 393 403 23.4 28.7 12.5 1 0 0 1,302.7012
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% IEISELNR 396 403 50.7 28.6 21.0 3 0 0 973.5313
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% QISNLQQSISDAEQR 418 432 87.6 27.8 80.6 2 0 0 1,716.8512
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% NKLNDLEDALQQAK 442 455 85.6 27.0 79.1 2 0 0 1,599.8339
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% LNDLEDALQQAK 444 455 87.7 27.7 72.1 2 0 0 1,357.6960
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% LLRDYQELMNTK 461 472 39.1 28.3 25.5 4 1 0 1,523.7888
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% DYQELMNTK 464 472 43.5 25.0 23.7 3 0 0 1,141.5195
J_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 18 34 18.80% LALDLEIATYR 473 483 45.4 27.1 0.0 1 0 0 1,277.7101
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% SLNNQFASFIDK 186 197 58.7 26.8 41.8 2 0 0 1,383.6903
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% FLEQQNQVLQTK 200 211 92.3 28.0 73.2 2 0 0 1,475.7854
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% WELLQQVDTSTR 212 223 62.6 27.4 57.5 2 0 0 1,475.7490
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% TNAENEFVTIK 278 288 50.7 28.2 41.1 1 0 0 1,265.6372
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% TNAENEFVTIKK 278 289 20.0 28.0 8.9 0 1 0 1,393.7322
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% SLDLDSIIAEVK 344 355 74.8 28.0 63.0 2 0 0 1,302.7153
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% YEELQITAGR 377 386 56.3 27.7 42.9 2 0 0 1,179.6005
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% IEISELNR 396 403 51.5 28.6 25.1 2 0 0 973.5313
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% QISNLQQSISDAEQR 418 432 90.3 27.9 85.2 2 2 0 1,716.8512
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% NKLNDLEDALQQAK 442 455 56.1 27.2 42.5 2 1 0 1,599.8339
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% LNDLEDALQQAK 444 455 84.8 27.8 67.8 2 0 0 1,357.6960
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% DYQELMNTK 464 472 36.7 25.0 7.9 2 0 0 1,141.5195
J_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 27 19.70% LALDLEIATYR 473 483 46.2 27.0 0.0 2 0 0 1,277.7101
J_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 27 18.30% SLNNQFASFIDK 186 197 63.2 26.8 46.8 2 0 0 1,383.6903
J_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 27 18.30% FLEQQNQVLQTK 200 211 82.7 27.9 75.5 2 0 0 1,475.7854
J_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 27 18.30% WELLQQVDTSTR 212 223 69.1 27.7 59.7 2 0 0 1,475.7490
J_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 27 18.30% TNAENEFVTIK 278 288 69.8 28.3 51.3 2 0 0 1,265.6372
J_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 27 18.30% TNAENEFVTIKK 278 289 23.8 27.4 10.9 1 1 0 1,393.7322
J_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 27 18.30% SLDLDSIIAEVK 344 355 76.9 27.9 60.9 2 0 0 1,302.7153
J_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 27 18.30% YEELQITAGR 377 386 59.3 27.7 50.3 3 0 0 1,179.6005
J_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 27 18.30% IEISELNR 396 403 56.8 28.6 17.3 2 0 0 973.5313
J_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 27 18.30% QISNLQQSISDAEQR 418 432 82.6 27.9 69.4 2 2 0 1,716.8512
J_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 27 18.30% NKLNDLEDALQQAK 442 455 68.6 27.3 60.5 2 0 0 1,599.8339
J_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 27 18.30% LNDLEDALQQAK 444 455 84.6 27.8 71.0 2 0 0 1,357.6960
J_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 27 18.30% LALDLEIATYR 473 483 82.0 27.0 0.0 2 0 0 1,277.7101
J_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 31 17.90% SLNNQFASFIDK 186 197 65.1 26.8 51.2 2 0 0 1,383.6903
J_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 31 17.90% FLEQQNQVLQTK 200 211 81.9 28.3 67.7 4 1 0 1,475.7854
J_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 31 17.90% TNAENEFVTIK 278 288 49.0 28.3 34.7 2 0 0 1,265.6372
J_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 31 17.90% TNAENEFVTIKK 278 289 21.4 28.0 16.3 2 0 0 1,393.7322
J_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 31 17.90% SLDLDSIIAEVK 344 355 79.9 28.0 66.9 2 0 0 1,302.7153
J_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 31 17.90% YEELQITAGR 377 386 58.8 27.7 51.4 5 0 0 1,179.6005
J_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 31 17.90% IEISELNR 396 403 47.4 28.6 20.0 3 0 0 973.5313
J_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 31 17.90% QISNLQQSISDAEQR 418 432 96.6 27.7 84.6 2 0 0 1,716.8512
J_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 31 17.90% NKLNDLEDALQQAK 442 455 74.0 27.1 64.1 2 0 0 1,599.8339
J_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 31 17.90% LNDLEDALQQAK 444 455 88.5 27.7 69.5 2 0 0 1,357.6960
J_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 31 17.90% DYQELMNTK 464 472 22.1 25.0 13.2 2 0 0 1,157.5145



J_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 31 17.90% LALDLEIATYR 473 483 52.5 27.0 0.0 2 0 0 1,277.7101
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% FSSCGGGGGSFGAGGGFGSR 46 65 71.8 25.0 71.8 2 0 0 1,765.7349
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% SLNNQFASFIDK 186 197 67.0 26.8 50.4 2 0 0 1,383.6903
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% FLEQQNQVLQTK 200 211 72.4 28.3 56.6 6 0 0 1,475.7854
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% NMQDMVEDYR 258 267 22.1 25.0 14.6 1 0 0 1,316.5247
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% TNAENEFVTIK 278 288 41.7 28.4 22.1 3 0 0 1,265.6372
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% TNAENEFVTIKK 278 289 28.5 28.0 26.6 2 1 0 1,393.7322
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% SLDLDSIIAEVK 344 355 82.8 27.9 67.4 2 0 0 1,302.7153
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% YEELQITAGR 377 386 53.4 27.6 47.1 4 0 0 1,179.6005
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% IEISELNR 396 403 51.6 28.7 27.2 4 0 0 973.5313
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% KQISNLQQSISDAEQR 417 432 35.2 28.3 31.0 0 2 0 1,844.9462
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% QISNLQQSISDAEQR 418 432 96.8 28.0 91.0 2 2 0 1,716.8512
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% NKLNDLEDALQQAK 442 455 94.7 27.2 87.0 2 2 0 1,599.8339
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% LNDLEDALQQAK 444 455 76.1 27.7 64.7 2 0 0 1,357.6960
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% LLRDYQELMNTK 461 472 34.5 27.5 21.2 2 0 0 1,539.7838
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% DYQELMNTK 464 472 49.8 25.0 29.4 2 0 0 1,141.5195
J_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 45 23.10% LALDLEIATYR 473 483 61.8 27.0 0.0 2 0 0 1,277.7101
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% SLNNQFASFIDK 186 197 67.4 26.8 45.6 2 0 0 1,383.6903
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% FLEQQNQVLQTK 200 211 91.7 28.1 80.9 5 1 0 1,475.7854
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% LDSELKNMQDMVEDYR 252 267 22.4 25.0 15.6 0 1 0 2,017.8844
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% NMQDMVEDYR 258 267 28.9 25.0 21.4 2 0 0 1,316.5247
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% TNAENEFVTIK 278 288 49.9 27.8 26.2 2 0 0 1,265.6372
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% TNAENEFVTIKK 278 289 44.8 28.0 35.7 1 2 0 1,393.7322
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% SLDLDSIIAEVK 344 355 82.6 28.0 67.8 3 0 0 1,302.7153
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% YEELQITAGR 377 386 49.1 27.7 38.3 4 0 0 1,179.6005
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% IEISELNR 396 403 38.4 28.7 13.7 2 0 0 973.5313
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% KQISNLQQSISDAEQR 417 432 29.0 28.5 9.1 0 2 0 1,844.9462
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% QISNLQQSISDAEQR 418 432 76.5 27.6 69.6 2 2 0 1,716.8512
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% NKLNDLEDALQQAK 442 455 81.7 26.7 76.2 2 1 0 1,599.8339
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% LNDLEDALQQAK 444 455 82.8 27.8 68.7 2 0 0 1,357.6960
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% LLRDYQELMNTK 461 472 41.0 27.5 33.2 2 0 0 1,539.7838
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% DYQELMNTK 464 472 33.0 25.0 15.6 2 0 0 1,141.5195
J_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 42 21.00% LALDLEIATYR 473 483 59.2 27.1 0.0 2 0 0 1,277.7101
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% SGGGFSSGSAGIINYQR 13 29 70.9 26.3 67.0 2 0 0 1,657.7929
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% SLNNQFASFIDK 186 197 61.1 26.8 38.0 2 0 0 1,383.6903
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% FLEQQNQVLQTK 200 211 68.4 28.1 57.6 3 0 0 1,475.7854
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% TNAENEFVTIK 278 288 40.1 28.2 27.3 2 0 0 1,265.6372
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% TNAENEFVTIKK 278 289 27.4 28.0 13.9 1 1 0 1,393.7322
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% SLDLDSIIAEVK 344 355 85.1 28.0 74.0 2 0 0 1,302.7153
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% YEELQITAGR 377 386 39.6 28.1 30.8 1 0 0 1,179.6005
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% IEISELNR 396 403 42.6 28.7 23.0 2 0 0 973.5313
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% KQISNLQQSISDAEQR 417 432 37.7 28.2 23.5 0 2 0 1,844.9462
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% QISNLQQSISDAEQR 418 432 68.3 27.8 54.6 2 2 0 1,716.8512
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% NKLNDLEDALQQAK 442 455 72.9 27.2 63.3 2 2 0 1,599.8339
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% LNDLEDALQQAK 444 455 92.4 27.3 71.2 2 0 0 1,357.6960
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% LLRDYQELMNTK 461 472 25.9 27.6 22.7 1 0 0 1,539.7838
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% DYQELMNTK 464 472 29.4 25.0 16.2 1 0 0 1,141.5195
J_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 18 32 21.10% LALDLEIATYR 473 483 63.7 27.1 0.0 2 0 0 1,277.7101
J_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 7 3.57% FLEQQNQVLQTK 200 211 70.1 28.7 60.2 2 0 0 1,475.7854
J_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 7 3.57% FVSTTYSGVTR 634 644 59.1 28.1 51.1 5 0 0 1,217.6160
J_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 20.30% FSSCGGGGGSFGAGGGFGSR 46 65 46.0 25.0 42.7 2 0 0 1,765.7349
J_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 20.30% SLNNQFASFIDK 186 197 66.8 26.6 55.4 2 0 0 1,383.6903
J_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 20.30% FLEQQNQVLQTK 200 211 76.2 28.2 58.2 2 0 0 1,475.7854
J_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 20.30% LDSELKNMQDMVEDYR 252 267 23.6 25.0 23.0 0 2 0 2,017.8844
J_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 20.30% TNAENEFVTIK 278 288 65.9 27.7 57.3 2 0 0 1,265.6372
J_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 20.30% TNAENEFVTIKK 278 289 37.0 27.3 33.6 2 2 0 1,393.7322
J_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 20.30% SLDLDSIIAEVK 344 355 74.0 28.1 61.8 2 0 0 1,302.7153
J_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 20.30% YEELQITAGR 377 386 40.9 28.3 33.5 2 0 0 1,179.6005
J_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 20.30% IEISELNR 396 403 60.0 28.8 30.3 2 0 0 973.5313
J_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 20.30% QISNLQQSISDAEQR 418 432 92.0 27.6 81.2 2 2 0 1,716.8512
J_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 20.30% NKLNDLEDALQQAK 442 455 48.0 27.2 42.7 2 0 0 1,599.8339
J_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 28 20.30% LNDLEDALQQAK 444 455 59.6 27.3 49.9 2 0 0 1,357.6960
K_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 12.90% SGGGFSSGSAGIINYQR 13 29 72.2 26.1 68.3 2 0 0 1,657.7929
K_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 12.90% SLNNQFASFIDK 186 197 52.3 27.2 33.9 2 0 0 1,383.6903
K_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 12.90% FLEQQNQVLQTK 200 211 95.8 28.2 73.2 2 0 0 1,475.7854
K_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 12.90% TNAENEFVTIKK 278 289 26.7 27.7 22.6 2 0 0 1,393.7322
K_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 12.90% SLDLDSIIAEVK 344 355 80.1 28.0 66.3 2 0 0 1,302.7153
K_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 12.90% YEELQITAGR 377 386 53.3 27.8 46.2 2 0 0 1,179.6005
K_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 14 12.90% IEISELNR 396 403 38.1 26.9 11.4 2 0 0 973.5313
K_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 7.30% SGGGFSSGSAGIINYQR 13 29 45.1 26.4 42.7 2 0 0 1,657.7929
K_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 7.30% FLEQQNQVLQTK 200 211 83.9 28.6 66.7 2 0 0 1,475.7854
K_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 7.30% YEELQITAGR 377 386 40.8 28.1 37.4 2 0 0 1,179.6005
K_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 7.30% IEISELNR 396 403 29.9 28.8 19.3 1 0 0 973.5313
K_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.45% SLVNLGGSKSISISVAR 66 82 46.8 25.0 40.0 0 1 0 1,687.9701
K_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.45% FLEQQNQVLQTK 200 211 73.5 28.6 54.4 2 0 0 1,475.7854
K_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.45% TNAENEFVTIK 278 288 26.4 27.8 20.5 1 0 0 1,265.6372
K_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.45% IEISELNR 396 403 41.4 26.9 20.7 2 0 0 973.5313
K_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 10 10.20% FSSCGGGGGSFGAGGGFGSR 46 65 85.5 25.0 85.5 2 0 0 1,765.7349
K_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 10 10.20% FLEQQNQVLQTK 200 211 76.6 28.6 64.7 2 0 0 1,475.7854
K_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 10 10.20% IEISELNR 396 403 40.9 26.9 24.2 2 0 0 973.5313
K_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 10 10.20% QISNLQQSISDAEQR 418 432 68.0 27.8 60.6 2 1 0 1,716.8512
K_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 10 10.20% LALDLEIATYR 473 483 33.7 27.1 0.0 1 0 0 1,277.7101
K_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.12% FLEQQNQVLQTK 200 211 70.9 28.6 54.0 2 0 0 1,475.7854
K_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.12% TNAENEFVTIK 278 288 39.2 27.8 30.2 2 0 0 1,265.6372
K_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 5.12% YEELQITAGR 377 386 50.8 28.3 42.3 2 0 0 1,179.6005
K_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 6.06% SGGGFSSGSAGIINYQR 13 29 59.3 26.4 59.3 2 0 0 1,657.7929
K_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 6.06% FLEQQNQVLQTK 200 211 54.9 28.4 38.4 2 0 0 1,475.7854
K_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 6 6.06% YEELQITAGR 377 386 45.5 27.8 28.6 2 0 0 1,179.6005
K_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.85% FLEQQNQVLQTK 200 211 79.1 28.6 65.2 2 0 0 1,475.7854
K_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.85% YEELQITAGR 377 386 67.0 27.8 61.0 2 0 0 1,179.6005
K_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.85% IEISELNR 396 403 30.8 26.9 13.0 1 0 0 973.5313
K_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.85% QISNLQQSISDAEQR 418 432 51.0 27.8 46.7 1 0 0 1,716.8512
K_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 8 8.85% LNDLEDALQQAK 444 455 60.1 27.2 49.1 2 0 0 1,357.6960
K_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 6.52% FLEQQNQVLQTK 200 211 92.0 28.6 75.7 2 0 0 1,475.7854
K_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 6.52% TNAENEFVTIKK 278 289 27.3 27.5 17.8 0 1 0 1,393.7322
K_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 6.52% YEELQITAGR 377 386 57.2 27.8 50.5 2 0 0 1,179.6005
K_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 6.52% IEISELNR 396 403 41.0 28.8 24.3 1 0 0 973.5313
K_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 10 9.78% SLNNQFASFIDK 186 197 68.2 26.8 58.6 2 0 0 1,383.6903
K_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 10 9.78% TNAENEFVTIKK 278 289 39.0 27.7 34.7 1 0 0 1,393.7322
K_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 10 9.78% YEELQITAGR 377 386 66.5 27.8 53.8 2 0 0 1,179.6005
K_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 10 9.78% QISNLQQSISDAEQR 418 432 72.6 27.9 63.9 2 1 0 1,716.8512
K_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 10 9.78% NKLNDLEDALQQAK 442 455 25.4 26.9 18.0 0 1 0 1,599.8339
K_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 7 10 9.78% LNDLEDALQQAK 444 455 52.5 27.7 43.7 1 0 0 1,357.6960
K_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 18 16.30% SLNNQFASFIDK 186 197 54.2 27.3 39.0 2 0 0 1,383.6903
K_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 18 16.30% FLEQQNQVLQTK 200 211 84.1 28.6 69.3 2 0 0 1,475.7854
K_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 18 16.30% LDSELKNMQDMVEDYR 252 267 23.3 25.0 23.3 0 1 0 2,017.8844
K_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 18 16.30% TNAENEFVTIK 278 288 36.9 27.9 29.4 2 0 0 1,265.6372
K_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 18 16.30% TNAENEFVTIKK 278 289 55.5 27.7 51.7 2 1 0 1,393.7322
K_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 18 16.30% SLDLDSIIAEVK 344 355 82.2 28.0 69.2 2 0 0 1,302.7153
K_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 18 16.30% QISNLQQSISDAEQR 418 432 78.2 27.6 70.4 2 2 0 1,716.8512
K_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 18 16.30% NKLNDLEDALQQAK 442 455 26.4 27.4 20.7 1 0 0 1,599.8339
K_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 18 16.30% LLRDYQELMNTK 461 472 20.7 27.0 13.2 0 1 0 1,539.7838



K_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 11 9.63% SLNNQFASFIDK 186 197 72.8 27.3 48.1 2 0 0 1,383.6903
K_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 11 9.63% FLEQQNQVLQTK 200 211 71.3 28.6 48.8 2 0 0 1,475.7854
K_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 11 9.63% TNAENEFVTIK 278 288 40.9 27.8 32.8 2 0 0 1,265.6372
K_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 11 9.63% QISNLQQSISDAEQR 418 432 88.5 27.6 78.7 2 1 0 1,716.8512
K_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 11 9.63% LNDLEDALQQAK 444 455 84.4 27.6 73.3 2 0 0 1,357.6960
K_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 8 13 7.61% TNAENEFVTIK 278 288 44.2 27.8 38.7 2 0 0 1,265.6372
K_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 8 13 7.61% TNAENEFVTIKK 278 289 24.7 27.8 17.2 2 1 0 1,393.7322
K_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 8 13 7.61% IEISELNR 396 403 44.0 26.9 11.6 2 0 0 973.5313
K_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 8 13 7.61% QISNLQQSISDAEQR 418 432 82.4 27.6 70.1 2 0 0 1,716.8512
K_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 8 13 7.61% NKLNDLEDALQQAK 442 455 35.6 27.5 24.9 2 1 0 1,599.8339
K_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 8 13 7.61% LNDLEDALQQAK 444 455 66.6 27.6 51.5 1 0 0 1,357.6960
K_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 18 14.30% SLNNQFASFIDK 186 197 69.8 27.3 53.9 2 0 0 1,383.6903
K_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 18 14.30% FLEQQNQVLQTK 200 211 86.1 28.6 73.6 2 0 0 1,475.7854
K_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 18 14.30% WELLQQVDTSTR 212 223 64.1 27.5 58.7 2 0 0 1,475.7490
K_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 18 14.30% TNAENEFVTIK 278 288 52.3 27.8 44.8 2 0 0 1,265.6372
K_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 18 14.30% TNAENEFVTIKK 278 289 36.0 27.5 24.9 0 1 0 1,393.7322
K_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 18 14.30% SLDLDSIIAEVK 344 355 86.3 28.0 69.6 2 0 0 1,302.7153
K_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 18 14.30% YEELQITAGR 377 386 72.3 28.3 59.8 2 0 0 1,179.6005
K_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 18 14.30% IEISELNR 396 403 56.8 26.9 22.9 2 0 0 973.5313
K_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 18 14.30% NKLNDLEDALQQAK 442 455 53.4 27.2 45.7 2 0 0 1,599.8339
K_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 18 14.30% LNDLEDALQQAK 444 455 46.3 27.2 32.8 1 0 0 1,357.6960
K_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.30% SGGGFSSGSAGIINYQR 13 29 77.8 26.3 74.5 2 0 0 1,657.7929
K_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.30% FSSCGGGGGSFGAGGGFGSR 46 65 65.3 25.0 65.3 2 0 0 1,765.7349
K_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.30% SLNNQFASFIDK 186 197 60.0 26.8 44.9 2 0 0 1,383.6903
K_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.30% FLEQQNQVLQTK 200 211 82.0 28.6 65.1 2 0 0 1,475.7854
K_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.30% SLDLDSIIAEVK 344 355 80.3 28.0 64.0 2 0 0 1,302.7153
K_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.30% NSKIEISELNR 393 403 22.6 29.0 16.0 1 0 0 1,302.7012
K_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.30% QISNLQQSISDAEQR 418 432 88.9 27.6 83.0 2 0 0 1,716.8512
K_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.30% NKLNDLEDALQQAK 442 455 59.5 27.2 52.7 2 2 0 1,599.8339
K_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.30% LALDLEIATYR 473 483 61.1 27.3 0.0 2 0 0 1,277.7101
K_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.50% SGGGFSSGSAGIINYQR 13 29 77.6 26.1 72.0 2 0 0 1,657.7929
K_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.50% SLNNQFASFIDK 186 197 64.7 27.2 46.6 2 0 0 1,383.6903
K_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.50% TNAENEFVTIK 278 288 49.0 27.8 37.5 2 0 0 1,265.6372
K_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.50% TNAENEFVTIKK 278 289 30.6 27.6 24.5 2 0 0 1,393.7322
K_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.50% SLDLDSIIAEVK 344 355 76.8 28.0 64.3 2 0 0 1,302.7153
K_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.50% YEELQITAGR 377 386 66.6 28.3 53.8 2 0 0 1,179.6005
K_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.50% IEISELNR 396 403 37.6 26.9 4.2 2 0 0 973.5313
K_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.50% QISNLQQSISDAEQR 418 432 78.1 27.8 68.2 2 2 0 1,716.8512
K_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.50% NKLNDLEDALQQAK 442 455 60.9 27.5 46.5 1 2 0 1,599.8339
K_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.50% LNDLEDALQQAK 444 455 72.6 27.6 58.1 2 0 0 1,357.6960
K_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 17.70% SGGGFSSGSAGIINYQR 13 29 77.8 26.3 71.2 2 0 0 1,657.7929
K_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 17.70% SLNNQFASFIDK 186 197 60.6 27.3 38.3 2 0 0 1,383.6903
K_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 17.70% FLEQQNQVLQTK 200 211 78.7 28.6 62.7 2 1 0 1,475.7854
K_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 17.70% WELLQQVDTSTR 212 223 61.1 27.3 47.2 2 0 0 1,475.7490
K_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 17.70% TNAENEFVTIK 278 288 60.7 27.9 48.1 2 0 0 1,265.6372
K_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 17.70% SLDLDSIIAEVK 344 355 80.3 28.0 65.1 2 0 0 1,302.7153
K_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 17.70% IEISELNR 396 403 38.4 28.8 16.4 2 0 0 973.5313
K_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 17.70% KQISNLQQSISDAEQR 417 432 23.5 28.2 16.2 0 1 0 1,844.9462
K_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 17.70% QISNLQQSISDAEQR 418 432 102.0 27.6 94.9 2 0 0 1,716.8512
K_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 17.70% NKLNDLEDALQQAK 442 455 87.2 27.2 79.8 2 0 0 1,599.8339
K_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 17.70% LNDLEDALQQAK 444 455 87.7 27.6 71.3 2 0 0 1,357.6960
K_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 22 12.90% SLNNQFASFIDK 186 197 61.6 27.2 41.5 2 0 0 1,383.6903
K_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 22 12.90% FLEQQNQVLQTK 200 211 82.5 28.6 63.6 2 0 0 1,475.7854
K_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 22 12.90% TNAENEFVTIK 278 288 48.2 27.7 27.7 2 0 0 1,265.6372
K_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 22 12.90% TNAENEFVTIKK 278 289 35.5 27.7 22.1 2 0 0 1,393.7322
K_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 22 12.90% YEELQITAGR 377 386 47.4 27.8 36.8 2 0 0 1,179.6005
K_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 22 12.90% IEISELNR 396 403 30.6 28.8 14.6 2 0 0 973.5313
K_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 22 12.90% QISNLQQSISDAEQR 418 432 87.6 27.9 80.4 2 2 0 1,716.8512
K_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 22 12.90% NKLNDLEDALQQAK 442 455 41.5 27.5 20.5 2 2 0 1,599.8339
K_17 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 22 12.90% LNDLEDALQQAK 444 455 88.5 27.6 74.2 2 0 0 1,357.6960
K_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.60% SLNNQFASFIDK 186 197 35.7 26.6 28.9 1 0 0 1,383.6903
K_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.60% FLEQQNQVLQTK 200 211 73.7 28.1 54.2 2 0 0 1,475.7854
K_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.60% TNAENEFVTIK 278 288 31.7 27.8 20.7 2 0 0 1,265.6372
K_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.60% TNAENEFVTIKK 278 289 26.0 27.3 18.2 1 0 0 1,393.7322
K_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.60% YEELQITAGR 377 386 70.1 27.7 60.7 2 0 0 1,179.6005
K_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.60% IEISELNR 396 403 37.9 28.9 14.4 2 0 0 973.5313
K_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.60% QISNLQQSISDAEQR 418 432 70.1 27.7 67.8 2 1 0 1,716.8512
K_18 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 12.60% LNDLEDALQQAK 444 455 72.5 27.3 63.4 2 0 0 1,357.6960
K_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 16.80% SLNNQFASFIDK 186 197 63.1 26.8 47.9 2 0 0 1,383.6903
K_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 16.80% FLEQQNQVLQTK 200 211 79.8 28.3 64.4 2 0 0 1,475.7854
K_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 16.80% TNAENEFVTIK 278 288 58.8 27.8 46.5 2 0 0 1,265.6372
K_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 16.80% SLDLDSIIAEVK 344 355 81.9 27.9 68.1 2 0 0 1,302.7153
K_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 16.80% YEELQITAGR 377 386 28.8 27.8 28.8 1 0 0 1,179.6005
K_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 16.80% NSKIEISELNR 393 403 25.7 29.0 6.3 1 0 0 1,302.7012
K_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 16.80% IEISELNR 396 403 47.3 28.8 22.0 2 0 0 973.5313
K_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 16.80% QISNLQQSISDAEQR 418 432 76.0 27.6 71.1 2 2 0 1,716.8512
K_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 16.80% NKLNDLEDALQQAK 442 455 72.3 27.1 62.5 2 0 0 1,599.8339
K_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 16.80% LNDLEDALQQAK 444 455 88.2 27.6 68.2 2 0 0 1,357.6960
K_19 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 16.80% LALDLEIATYR 473 483 43.9 27.1 0.0 1 0 0 1,277.7101
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% SLNNQFASFIDK 186 197 64.0 26.8 51.6 2 0 0 1,383.6903
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% LDSELKNMQDMVEDYR 252 267 31.0 25.0 31.0 0 2 0 2,017.8844
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% TNAENEFVTIK 278 288 39.1 27.8 22.9 1 0 0 1,265.6372
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% TNAENEFVTIKK 278 289 25.8 28.0 23.1 1 0 0 1,393.7322
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% SLDLDSIIAEVK 344 355 80.0 28.1 67.4 2 0 0 1,302.7153
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% YEELQITAGR 377 386 60.7 28.3 46.6 1 0 0 1,179.6005
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% NSKIEISELNR 393 403 31.5 28.7 19.9 1 0 0 1,302.7012
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% IEISELNR 396 403 45.7 28.8 25.4 2 0 0 973.5313
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% QISNLQQSISDAEQR 418 432 64.5 27.6 60.5 2 2 0 1,716.8512
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% NKLNDLEDALQQAK 442 455 61.4 27.1 58.6 2 0 0 1,599.8339
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% LNDLEDALQQAK 444 455 92.1 27.6 74.2 2 0 0 1,357.6960
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% LLRDYQELMNTK 461 472 20.4 27.4 17.8 1 0 0 1,539.7838
K_20 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 23 19.40% LALDLEIATYR 473 483 52.5 27.1 0.0 2 0 0 1,277.7101
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% SLNNQFASFIDK 186 197 65.3 27.3 52.8 2 0 0 1,383.6903
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% FLEQQNQVLQTK 200 211 86.8 28.6 68.3 4 2 0 1,475.7854
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% LDSELKNMQDMVEDYR 252 267 23.8 25.0 20.9 0 2 0 2,017.8844
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% TNAENEFVTIKK 278 289 33.1 27.7 25.2 1 0 0 1,393.7322
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% SLDLDSIIAEVK 344 355 86.9 28.1 73.0 2 0 0 1,302.7153
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% YEELQITAGR 377 386 51.4 28.6 41.6 1 0 0 1,179.6005
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% IEISELNR 396 403 51.4 27.9 25.4 2 0 0 973.5313
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% KQISNLQQSISDAEQR 417 432 24.7 28.3 13.1 0 2 0 1,844.9462
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% QISNLQQSISDAEQR 418 432 79.2 27.8 69.6 2 2 0 1,716.8512
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% NKLNDLEDALQQAK 442 455 67.8 27.1 60.2 1 2 0 1,599.8339
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% LNDLEDALQQAK 444 455 72.6 27.6 58.3 2 0 0 1,357.6960
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% LLRDYQELMNTK 461 472 38.1 27.0 31.9 2 1 0 1,539.7838
K_21 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 17 32 21.00% LALDLEIATYR 473 483 52.6 27.4 0.0 2 0 0 1,277.7101
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% SGGGFSSGSAGIINYQR 13 29 66.9 26.4 66.9 2 0 0 1,657.7929
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% SLNNQFASFIDK 186 197 58.0 26.6 41.3 2 0 0 1,383.6903
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% FLEQQNQVLQTK 200 211 65.5 28.2 53.8 2 0 0 1,475.7854
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% LDSELKNMQDMVEDYR 252 267 23.0 25.0 23.0 0 1 0 2,017.8844
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% TNAENEFVTIK 278 288 44.5 27.7 26.0 2 0 0 1,265.6372
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% TNAENEFVTIKK 278 289 18.7 27.3 9.4 0 1 0 1,393.7322
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% YEELQITAGR 377 386 79.6 27.8 65.1 3 0 0 1,179.6005



K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% NSKIEISELNR 393 403 23.9 28.7 18.9 1 0 0 1,302.7012
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% IEISELNR 396 403 27.7 28.8 8.6 1 0 0 973.5313
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% KQISNLQQSISDAEQR 417 432 26.6 28.2 11.1 0 1 0 1,844.9462
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% QISNLQQSISDAEQR 418 432 92.4 27.8 81.6 2 2 0 1,716.8512
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% NKLNDLEDALQQAK 442 455 54.6 27.2 45.0 2 0 0 1,599.8339
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% LNDLEDALQQAK 444 455 60.7 27.3 49.5 2 0 0 1,357.6960
K_22 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 25 20.30% LALDLEIATYR 473 483 40.1 27.1 0.0 1 0 0 1,277.7101
K_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 25 14.80% SLNNQFASFIDK 186 197 56.9 27.3 40.1 2 0 0 1,383.6903
K_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 25 14.80% FLEQQNQVLQTK 200 211 91.2 28.6 74.1 2 1 0 1,475.7854
K_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 25 14.80% TNAENEFVTIK 278 288 73.1 27.8 63.4 2 0 0 1,265.6372
K_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 25 14.80% TNAENEFVTIKK 278 289 51.7 27.7 37.2 2 0 0 1,393.7322
K_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 25 14.80% SLDLDSIIAEVK 344 355 90.6 28.1 72.9 2 0 0 1,302.7153
K_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 25 14.80% YEELQITAGR 377 386 72.9 28.3 59.4 2 0 0 1,179.6005
K_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 25 14.80% IEISELNR 396 403 42.6 26.9 23.6 2 0 0 973.5313
K_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 25 14.80% QISNLQQSISDAEQR 418 432 75.7 27.8 64.6 2 2 0 1,716.8512
K_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 25 14.80% NKLNDLEDALQQAK 442 455 53.3 27.1 45.5 2 2 0 1,599.8339
K_23 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 13 25 14.80% LNDLEDALQQAK 444 455 81.2 27.6 58.6 2 0 0 1,357.6960
K_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 17.20% SLNNQFASFIDK 186 197 65.1 27.2 47.6 2 0 0 1,383.6903
K_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 17.20% FLEQQNQVLQTK 200 211 73.9 28.3 55.3 2 0 0 1,475.7854
K_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 17.20% WELLQQVDTSTR 212 223 82.0 27.3 68.2 2 0 0 1,475.7490
K_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 17.20% TNAENEFVTIK 278 288 62.7 27.8 47.4 2 0 0 1,265.6372
K_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 17.20% TNAENEFVTIKK 278 289 41.0 27.7 41.0 2 2 0 1,393.7322
K_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 17.20% SLDLDSIIAEVK 344 355 83.7 28.1 70.2 2 0 0 1,302.7153
K_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 17.20% NSKIEISELNR 393 403 27.7 29.0 14.4 1 0 0 1,302.7012
K_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 17.20% IEISELNR 396 403 37.2 26.9 10.6 1 0 0 973.5313
K_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 17.20% QISNLQQSISDAEQR 418 432 97.4 27.6 90.0 2 2 0 1,716.8512
K_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 17.20% NKLNDLEDALQQAK 442 455 62.5 27.2 53.0 2 0 0 1,599.8339
K_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 17.20% LNDLEDALQQAK 444 455 79.3 27.6 68.3 2 0 0 1,357.6960
K_24 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 25 17.20% LALDLEIATYR 473 483 32.3 27.1 0.0 1 0 0 1,277.7101
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% SGGGFSSGSAGIINYQR 13 29 72.0 26.5 70.6 2 0 0 1,657.7929
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% FSSCGGGGGSFGAGGGFGSR 46 65 106.0 25.0 95.4 2 0 0 1,765.7349
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% SLVNLGGSKSISISVAR 66 82 45.8 25.0 45.8 0 2 0 1,687.9701
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% SLNNQFASFIDK 186 197 75.1 26.8 59.6 2 0 0 1,383.6903
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% FLEQQNQVLQTK 200 211 71.1 28.1 55.3 2 0 0 1,475.7854
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% WELLQQVDTSTR 212 223 73.2 27.5 64.7 2 0 0 1,475.7490
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% LDSELKNMQDMVEDYR 252 267 30.6 25.0 24.4 0 1 0 2,017.8844
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% TNAENEFVTIK 278 288 29.7 28.2 16.6 2 0 0 1,265.6372
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% TNAENEFVTIKK 278 289 55.5 28.0 45.6 2 0 0 1,393.7322
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% SLDLDSIIAEVK 344 355 74.6 28.0 56.4 2 0 0 1,302.7153
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% NSKIEISELNR 393 403 34.7 28.7 25.3 1 0 0 1,302.7012
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% IEISELNR 396 403 29.6 28.7 10.9 1 0 0 973.5313
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% QISNLQQSISDAEQR 418 432 95.3 27.8 86.9 2 1 0 1,716.8512
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% LNDLEDALQQAK 444 455 76.7 27.3 59.8 2 0 0 1,357.6960
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% DYQELMNTK 464 472 32.8 25.0 20.8 2 0 0 1,141.5195
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% LALDLEIATYR 473 483 50.0 27.1 0.0 2 0 0 1,277.7101
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 48.2 25.0 46.7 0 2 0 2,565.1668
L_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 19 34 38.00% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 76.1 25.0 76.1 2 0 0 2,383.9523
L_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 18.20% SGGGFSSGSAGIINYQR 13 29 35.7 26.3 35.7 1 0 0 1,657.7929
L_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 18.20% FSSCGGGGGSFGAGGGFGSR 46 65 126.0 25.0 126.0 2 0 0 1,765.7349
L_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 18.20% SLNNQFASFIDK 186 197 48.3 26.8 36.8 2 0 0 1,383.6903
L_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 18.20% FLEQQNQVLQTK 200 211 60.1 28.2 50.9 2 0 0 1,475.7854
L_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 18.20% TNAENEFVTIK 278 288 57.1 27.8 42.9 2 0 0 1,265.6372
L_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 18.20% TNAENEFVTIKK 278 289 29.2 28.0 20.7 0 2 0 1,393.7322
L_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 18.20% YEELQITAGR 377 386 66.0 28.2 48.6 2 0 0 1,179.6005
L_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 18.20% IEISELNR 396 403 47.2 28.8 26.0 2 0 0 973.5313
L_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 18.20% QISNLQQSISDAEQR 418 432 88.4 27.8 84.8 1 0 0 1,716.8512
L_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 18.20% LALDLEIATYR 473 483 44.1 27.3 0.0 1 0 0 1,277.7101
L_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 8.23% FSSCGGGGGSFGAGGGFGSR 46 65 101.0 25.0 90.0 2 0 0 1,765.7349
L_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 8.23% FLEQQNQVLQTK 200 211 52.4 28.2 42.7 2 0 0 1,475.7854
L_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 8.23% YEELQITAGR 377 386 58.2 28.1 54.3 2 0 0 1,179.6005
L_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 8.23% LALDLEIATYR 473 483 45.8 27.1 0.0 2 0 0 1,277.7101
L_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 8.23% FSSCGGGGGSFGAGGGFGSR 46 65 125.0 25.0 125.0 2 0 0 1,765.7349
L_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 8.23% FLEQQNQVLQTK 200 211 63.8 28.1 50.6 2 0 0 1,475.7854
L_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 8.23% YEELQITAGR 377 386 62.0 28.1 51.5 1 0 0 1,179.6005
L_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 7 8.23% LALDLEIATYR 473 483 50.6 27.1 0.0 2 0 0 1,277.7101
L_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 9 11.60% FSSCGGGGGSFGAGGGFGSR 46 65 61.0 25.0 61.0 1 0 0 1,765.7349
L_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 9 11.60% FLEQQNQVLQTK 200 211 61.1 28.1 50.1 2 0 0 1,475.7854
L_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 9 11.60% WELLQQVDTSTR 212 223 42.9 27.4 34.3 1 0 0 1,475.7490
L_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 9 11.60% TNAENEFVTIKK 278 289 27.2 28.0 13.8 1 0 0 1,393.7322
L_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 9 11.60% IEISELNR 396 403 39.6 28.7 17.9 2 0 0 973.5313
L_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 9 11.60% LALDLEIATYR 473 483 48.3 27.0 0.0 2 0 0 1,277.7101
L_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 3 5.75% TNAENEFVTIKK 278 289 42.2 28.1 35.9 0 1 0 1,393.7322
L_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 3 5.75% YEELQITAGR 377 386 37.5 28.1 37.5 1 0 0 1,179.6005
L_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 3 3 3 5.75% QISNLQQSISDAEQR 418 432 43.1 27.7 43.1 1 0 0 1,716.8512
L_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.57% SLNNQFASFIDK 186 197 58.2 26.6 46.6 2 0 0 1,383.6903
L_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 2 2 4 3.57% LALDLEIATYR 473 483 50.9 27.3 0.0 2 0 0 1,277.7101
L_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.30% FLEQQNQVLQTK 200 211 61.3 28.2 41.9 2 0 0 1,475.7854
L_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.30% TNAENEFVTIKK 278 289 29.0 27.3 21.8 2 0 0 1,393.7322
L_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.30% IEISELNR 396 403 31.2 26.9 20.4 1 0 0 973.5313
L_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 7.30% QISNLQQSISDAEQR 418 432 64.2 27.6 58.3 1 0 0 1,716.8512
L_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 17.20% SLNNQFASFIDK 186 197 72.2 27.2 62.6 2 0 0 1,383.6903
L_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 17.20% FLEQQNQVLQTK 200 211 78.1 28.3 65.7 2 0 0 1,475.7854
L_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 17.20% TNAENEFVTIKK 278 289 49.7 27.3 45.6 2 0 0 1,393.7322
L_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 17.20% SLDLDSIIAEVK 344 355 75.9 27.9 63.6 2 0 0 1,302.7153
L_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 17.20% NSKIEISELNR 393 403 42.7 28.7 34.3 2 0 0 1,302.7012
L_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 17.20% QISNLQQSISDAEQR 418 432 94.2 27.9 85.9 2 1 0 1,716.8512
L_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 17.20% NKLNDLEDALQQAK 442 455 49.1 27.2 44.4 2 0 0 1,599.8339
L_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 17.20% LLRDYQELMNTK 461 472 43.0 27.4 40.5 1 0 0 1,539.7838
L_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 18 17.20% LALDLEIATYR 473 483 61.6 27.1 0.0 2 0 0 1,277.7101
L_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 19 24.50% SLNNQFASFIDK 186 197 69.2 26.6 51.4 2 0 0 1,383.6903
L_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 19 24.50% FLEQQNQVLQTK 200 211 57.2 28.2 41.0 2 0 0 1,475.7854
L_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 19 24.50% LDSELKNMQDMVEDYR 252 267 31.6 25.0 31.6 0 2 0 2,017.8844
L_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 19 24.50% TNAENEFVTIK 278 288 41.2 27.8 34.5 1 0 0 1,265.6372
L_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 19 24.50% TNAENEFVTIKK 278 289 54.1 27.7 49.2 1 2 0 1,393.7322
L_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 19 24.50% SLDLDSIIAEVK 344 355 77.6 28.0 57.3 2 0 0 1,302.7153
L_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 19 24.50% NSKIEISELNR 393 403 38.8 28.7 22.1 2 0 0 1,302.7012
L_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 19 24.50% QISNLQQSISDAEQR 418 432 78.7 27.8 70.6 2 0 0 1,716.8512
L_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 19 24.50% LALDLEIATYR 473 483 53.3 27.1 0.0 1 0 0 1,277.7101
L_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 19 24.50% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 66.1 25.0 61.0 0 1 0 2,565.1668
L_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 19 24.50% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 53.1 25.0 53.1 1 0 0 2,383.9523
L_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 20 24.50% SGGGFSSGSAGIINYQR 13 29 54.2 26.3 50.8 1 0 0 1,657.7929
L_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 20 24.50% FSSCGGGGGSFGAGGGFGSR 46 65 111.0 25.0 99.9 2 0 0 1,765.7349
L_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 20 24.50% SLNNQFASFIDK 186 197 67.2 27.2 53.3 2 0 0 1,383.6903
L_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 20 24.50% FLEQQNQVLQTK 200 211 72.7 28.2 57.8 2 0 0 1,475.7854
L_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 20 24.50% TNAENEFVTIKK 278 289 53.5 28.0 47.9 2 1 0 1,393.7322
L_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 20 24.50% SLDLDSIIAEVK 344 355 75.4 28.0 65.5 2 0 0 1,302.7153
L_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 20 24.50% YEELQITAGR 377 386 60.5 27.8 46.3 2 0 0 1,179.6005
L_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 20 24.50% NSKIEISELNR 393 403 36.5 28.7 23.8 1 0 0 1,302.7012
L_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 20 24.50% QISNLQQSISDAEQR 418 432 81.6 27.6 76.3 2 0 0 1,716.8512
L_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 20 24.50% LALDLEIATYR 473 483 52.5 27.1 0.0 2 0 0 1,277.7101
L_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 20 24.50% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 54.2 25.0 51.9 0 1 0 2,565.1668
L_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 12 11.60% FLEQQNQVLQTK 200 211 49.9 28.0 39.3 2 0 0 1,475.7854



L_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 12 11.60% TNAENEFVTIKK 278 289 35.1 27.3 20.8 2 2 0 1,393.7322
L_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 12 11.60% YEELQITAGR 377 386 70.2 27.7 67.5 2 0 0 1,179.6005
L_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 12 11.60% QISNLQQSISDAEQR 418 432 79.2 28.1 72.7 2 0 0 1,716.8512
L_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 6 12 11.60% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 34.6 25.0 33.8 0 2 0 2,581.1617
L_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 16 18.80% FSSCGGGGGSFGAGGGFGSR 46 65 117.0 25.0 114.0 2 0 0 1,765.7349
L_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 16 18.80% SLNNQFASFIDK 186 197 71.8 26.8 60.0 2 0 0 1,383.6903
L_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 16 18.80% FLEQQNQVLQTK 200 211 67.8 28.1 54.3 2 0 0 1,475.7854
L_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 16 18.80% LDSELKNMQDMVEDYR 252 267 28.2 25.0 28.2 0 1 0 2,017.8844
L_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 16 18.80% TNAENEFVTIKK 278 289 59.4 28.1 50.2 2 1 0 1,393.7322
L_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 16 18.80% SLDLDSIIAEVK 344 355 86.8 28.0 72.6 2 0 0 1,302.7153
L_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 16 18.80% NSKIEISELNR 393 403 29.2 28.7 22.8 1 0 0 1,302.7012
L_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 16 18.80% QISNLQQSISDAEQR 418 432 76.7 27.7 69.1 1 0 0 1,716.8512
L_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 16 18.80% LALDLEIATYR 473 483 61.5 27.0 0.0 2 0 0 1,277.7101
L_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 23.40% FSSCGGGGGSFGAGGGFGSR 46 65 111.0 25.0 95.7 2 0 0 1,765.7349
L_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 23.40% SLNNQFASFIDK 186 197 66.5 26.8 53.7 2 0 0 1,383.6903
L_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 23.40% FLEQQNQVLQTK 200 211 72.1 28.1 57.6 2 0 0 1,475.7854
L_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 23.40% WELLQQVDTSTR 212 223 67.0 27.5 58.9 1 0 0 1,475.7490
L_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 23.40% LDSELKNMQDMVEDYR 252 267 28.8 25.0 28.8 0 1 0 2,017.8844
L_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 23.40% TNAENEFVTIKK 278 289 55.0 28.1 45.7 2 0 0 1,393.7322
L_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 23.40% YEELQITAGR 377 386 66.8 28.1 54.9 1 0 0 1,179.6005
L_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 23.40% QISNLQQSISDAEQR 418 432 107.0 27.8 97.9 2 0 0 1,716.8512
L_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 23.40% LALDLEIATYR 473 483 50.3 27.3 0.0 2 0 0 1,277.7101
L_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 17 23.40% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 93.0 25.0 93.0 2 0 0 2,383.9523
L_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 25.60% SLNNQFASFIDK 186 197 55.8 26.8 38.1 2 0 0 1,383.6903
L_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 25.60% FLEQQNQVLQTK 200 211 61.3 28.2 50.0 2 0 0 1,475.7854
L_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 25.60% LDSELKNMQDMVEDYR 252 267 27.9 25.0 27.9 0 1 0 2,017.8844
L_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 25.60% TNAENEFVTIKK 278 289 57.8 28.0 45.4 2 2 0 1,393.7322
L_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 25.60% SLDLDSIIAEVK 344 355 66.1 28.0 47.8 1 0 0 1,302.7153
L_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 25.60% YEELQITAGR 377 386 69.6 28.1 56.9 2 0 0 1,179.6005
L_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 25.60% IEISELNR 396 403 45.1 28.7 15.5 2 0 0 973.5313
L_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 25.60% QISNLQQSISDAEQR 418 432 96.4 27.7 93.4 2 0 0 1,716.8512
L_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 25.60% LALDLEIATYR 473 483 47.6 27.0 0.0 2 0 0 1,277.7101
L_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 25.60% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 61.3 25.0 57.9 0 2 0 2,581.1617
L_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 22 25.60% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 58.5 25.0 58.5 2 0 0 2,383.9523
L_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 21.30% SLNNQFASFIDK 186 197 75.0 27.2 54.1 2 0 0 1,383.6903
L_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 21.30% FLEQQNQVLQTK 200 211 70.2 28.4 53.9 2 0 0 1,475.7854
L_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 21.30% TNAENEFVTIKK 278 289 53.9 27.8 39.9 2 2 0 1,393.7322
L_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 21.30% YEELQITAGR 377 386 69.8 28.2 57.0 2 0 0 1,179.6005
L_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 21.30% QISNLQQSISDAEQR 418 432 90.4 27.6 88.0 2 0 0 1,716.8512
L_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 21.30% LALDLEIATYR 473 483 62.1 27.1 0.0 2 0 0 1,277.7101
L_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 21.30% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 48.7 25.0 35.1 0 1 0 2,581.1617
L_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 17 21.30% GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR 550 588 87.8 25.0 87.8 0 2 0 3,312.3083
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% SGGGFSSGSAGIINYQR 13 29 61.8 26.5 61.8 2 0 0 1,657.7929
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% FSSCGGGGGSFGAGGGFGSR 46 65 112.0 25.0 98.4 2 0 0 1,765.7349
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% SLNNQFASFIDK 186 197 52.7 27.2 42.1 2 0 0 1,383.6903
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% FLEQQNQVLQTK 200 211 83.5 28.1 69.8 2 0 0 1,475.7854
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% LDSELKNMQDMVEDYR 252 267 28.4 25.0 23.9 0 1 0 2,017.8844
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% TNAENEFVTIK 278 288 49.9 27.8 40.9 2 0 0 1,265.6372
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% NSKIEISELNR 393 403 29.9 28.7 25.9 2 0 0 1,302.7012
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% KQISNLQQSISDAEQR 417 432 30.8 28.2 13.9 0 2 0 1,844.9462
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% QISNLQQSISDAEQR 418 432 82.3 27.7 71.2 2 1 0 1,716.8512
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% NKLNDLEDALQQAK 442 455 64.5 27.2 60.3 2 2 0 1,599.8339
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% LNDLEDALQQAK 444 455 75.8 27.7 63.8 2 0 0 1,357.6960
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% DYQELMNTK 464 472 29.7 25.0 21.4 1 0 0 1,141.5195
M_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 15 26 23.10% LALDLEIATYR 473 483 39.2 27.0 0.0 1 0 0 1,277.7101
M_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 17 14.40% SGGGFSSGSAGIINYQR 13 29 41.2 26.3 38.7 2 0 0 1,657.7929
M_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 17 14.40% FSSCGGGGGSFGAGGGFGSR 46 65 125.0 25.0 114.0 2 1 0 1,765.7349
M_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 17 14.40% FLEQQNQVLQTK 200 211 78.4 28.3 63.1 2 0 0 1,475.7854
M_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 17 14.40% TNAENEFVTIK 278 288 40.6 27.8 31.4 2 0 0 1,265.6372
M_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 17 14.40% YEELQITAGR 377 386 75.3 28.1 61.7 2 0 0 1,179.6005
M_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 17 14.40% IEISELNR 396 403 40.7 28.7 16.8 2 0 0 973.5313
M_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 9 17 14.40% QISNLQQSISDAEQR 418 432 62.8 27.6 59.7 2 2 0 1,716.8512
M_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 10.10% FSSCGGGGGSFGAGGGFGSR 46 65 86.2 25.0 81.1 2 0 0 1,765.7349
M_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 10.10% FLEQQNQVLQTK 200 211 57.4 28.3 49.1 2 0 0 1,475.7854
M_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 10.10% YEELQITAGR 377 386 63.5 27.8 52.8 2 0 0 1,179.6005
M_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 10.10% IEISELNR 396 403 43.1 28.8 24.1 2 0 0 973.5313
M_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 5 5 9 10.10% QISNLQQSISDAEQR 418 432 59.6 27.6 56.0 1 0 0 1,716.8512
M_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 9.01% SGGGFSSGSAGIINYQR 13 29 74.2 26.3 74.2 2 0 0 1,657.7929
M_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 9.01% FSSCGGGGGSFGAGGGFGSR 46 65 119.0 25.0 119.0 2 0 0 1,765.7349
M_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 9.01% FLEQQNQVLQTK 200 211 69.7 28.6 56.2 2 0 0 1,475.7854
M_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 9.01% TLLEGEESR 484 492 25.9 28.2 11.1 2 0 0 1,033.5161
M_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.99% FLEQQNQVLQTK 200 211 70.6 28.3 60.6 2 0 0 1,475.7854
M_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.99% YEELQITAGR 377 386 49.8 28.2 43.0 2 0 0 1,179.6005
M_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.99% IEISELNR 396 403 45.4 28.8 24.4 2 0 0 973.5313
M_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 8 6.99% QISNLQQSISDAEQR 418 432 74.4 27.8 63.5 2 0 0 1,716.8512
M_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 16 14.30% FSSCGGGGGSFGAGGGFGSR 46 65 111.0 25.0 106.0 2 0 0 1,765.7349
M_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 16 14.30% SLNNQFASFIDK 186 197 56.0 27.2 39.7 2 0 0 1,383.6903
M_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 16 14.30% FLEQQNQVLQTK 200 211 79.1 28.1 67.8 2 0 0 1,475.7854
M_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 16 14.30% TNAENEFVTIKK 278 289 43.2 27.7 38.3 2 2 0 1,393.7322
M_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 16 14.30% YEELQITAGR 377 386 69.4 28.1 59.9 2 0 0 1,179.6005
M_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 16 14.30% QISNLQQSISDAEQR 418 432 81.8 27.8 81.7 2 0 0 1,716.8512
M_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 8 16 14.30% LALDLEIATYR 473 483 57.2 27.1 0.0 2 0 0 1,277.7101
M_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 20.20% FSSCGGGGGSFGAGGGFGSR 46 65 99.5 25.0 86.2 1 0 0 1,765.7349
M_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 20.20% SLNNQFASFIDK 186 197 67.2 26.6 53.2 2 0 0 1,383.6903
M_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 20.20% FLEQQNQVLQTK 200 211 78.0 28.2 66.0 2 0 0 1,475.7854
M_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 20.20% TNAENEFVTIKK 278 289 59.4 27.7 54.5 2 0 0 1,393.7322
M_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 20.20% SLDLDSIIAEVK 344 355 77.1 28.0 61.5 2 0 0 1,302.7153
M_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 20.20% YEELQITAGR 377 386 41.6 27.8 41.6 1 0 0 1,179.6005
M_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 20.20% QISNLQQSISDAEQR 418 432 96.6 27.6 88.9 2 0 0 1,716.8512
M_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 20.20% LALDLEIATYR 473 483 48.9 27.1 0.0 2 0 0 1,277.7101
M_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 9 15 20.20% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 32.9 25.0 29.0 0 1 0 2,565.1668
M_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 16.60% FSSCGGGGGSFGAGGGFGSR 46 65 125.0 25.0 125.0 2 0 0 1,765.7349
M_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 16.60% SLNNQFASFIDK 186 197 72.2 26.6 59.0 2 0 0 1,383.6903
M_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 16.60% FLEQQNQVLQTK 200 211 71.1 28.6 62.9 2 0 0 1,475.7854
M_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 16.60% LDSELKNMQDMVEDYR 252 267 28.1 25.0 27.5 0 2 0 2,017.8844
M_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 16.60% TNAENEFVTIK 278 288 48.1 27.8 40.4 2 0 0 1,265.6372
M_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 16.60% TNAENEFVTIKK 278 289 44.6 27.5 23.5 2 1 0 1,393.7322
M_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 16.60% SLDLDSIIAEVK 344 355 77.6 28.1 64.3 2 0 0 1,302.7153
M_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 16.60% IEISELNR 396 403 48.6 26.9 13.7 2 0 0 973.5313
M_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 11 21 16.60% QISNLQQSISDAEQR 418 432 97.0 27.8 92.9 2 2 0 1,716.8512
M_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.80% FLEQQNQVLQTK 200 211 58.1 28.2 45.3 2 0 0 1,475.7854
M_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.80% LDSELKNMQDMVEDYR 252 267 28.1 25.0 28.1 0 2 0 2,017.8844
M_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.80% TNAENEFVTIK 278 288 48.8 27.8 36.2 2 0 0 1,265.6372
M_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.80% TNAENEFVTIKK 278 289 49.1 28.0 42.3 2 2 0 1,393.7322
M_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.80% NSKIEISELNR 393 403 31.4 28.9 13.5 2 0 0 1,302.7012
M_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.80% IEISELNR 396 403 42.0 28.8 11.4 2 0 0 973.5313
M_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.80% KQISNLQQSISDAEQR 417 432 23.7 28.3 15.1 0 1 0 1,844.9462
M_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.80% QISNLQQSISDAEQR 418 432 65.0 27.8 60.2 2 2 0 1,716.8512
M_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.80% DYQELMNTK 464 472 33.6 25.0 11.7 2 0 0 1,141.5195
M_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 12 23 15.80% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 39.3 25.0 37.1 0 2 0 2,581.1617
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% SGGGFSSGSAGIINYQR 13 29 49.3 26.3 46.3 1 0 0 1,657.7929
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% FSSCGGGGGSFGAGGGFGSR 46 65 114.0 25.0 103.0 2 0 0 1,765.7349



M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% SLNNQFASFIDK 186 197 65.6 26.6 50.9 2 0 0 1,383.6903
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% FLEQQNQVLQTK 200 211 59.0 28.6 49.4 2 0 0 1,475.7854
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% LDSELKNMQDMVEDYR 252 267 21.5 25.0 21.5 0 1 0 2,017.8844
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% TNAENEFVTIK 278 288 40.3 27.8 32.7 2 0 0 1,265.6372
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% SKAEAESLYQSK 365 376 52.1 27.8 49.3 2 0 0 1,340.6692
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% YEELQITAGR 377 386 38.8 28.1 38.8 2 0 0 1,179.6005
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% NSKIEISELNR 393 403 31.6 28.7 24.7 1 0 0 1,302.7012
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% IEISELNR 396 403 32.6 26.9 11.6 2 0 0 973.5313
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% QISNLQQSISDAEQR 418 432 82.1 27.6 79.3 2 0 0 1,716.8512
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% NKLNDLEDALQQAK 442 455 59.6 27.1 45.0 2 0 0 1,599.8339
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% LNDLEDALQQAK 444 455 66.7 27.6 54.7 2 0 0 1,357.6960
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% DYQELMNTK 464 472 43.3 25.0 19.1 2 0 0 1,141.5195
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% LALDLEIATYR 473 483 54.5 27.3 0.0 1 0 0 1,277.7101
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% TLLEGEESR 484 492 36.8 28.3 18.7 2 0 0 1,033.5161
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 41.2 25.0 37.0 0 3 0 2,581.1617
M_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 35 36.60% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 65.6 25.0 65.6 2 2 0 2,383.9523
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% FSSCGGGGGSFGAGGGFGSR 46 65 113.0 25.0 99.3 2 0 0 1,765.7349
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% SLNNQFASFIDK 186 197 64.0 27.2 53.2 2 0 0 1,383.6903
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% FLEQQNQVLQTK 200 211 69.2 28.4 50.9 2 0 0 1,475.7854
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% TNAENEFVTIK 278 288 69.8 27.8 61.0 2 0 0 1,265.6372
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% TNAENEFVTIKK 278 289 51.9 27.7 44.8 2 1 0 1,393.7322
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% SLDLDSIIAEVK 344 355 78.9 28.0 62.7 2 0 0 1,302.7153
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% YEELQITAGR 377 386 70.0 28.1 56.9 2 0 0 1,179.6005
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% NSKIEISELNR 393 403 38.2 28.9 31.4 1 0 0 1,302.7012
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% IEISELNR 396 403 46.5 26.9 18.5 2 0 0 973.5313
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% NKLNDLEDALQQAK 442 455 69.3 27.1 63.2 2 0 0 1,599.8339
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% LNDLEDALQQAK 444 455 70.7 27.6 55.2 2 0 0 1,357.6960
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% LALDLEIATYR 473 483 54.8 27.1 0.0 2 0 0 1,277.7101
M_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 26 21.70% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 57.1 25.0 53.9 0 2 0 2,565.1668
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% FSSCGGGGGSFGAGGGFGSR 46 65 109.0 25.0 109.0 2 1 0 1,765.7349
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% SLNNQFASFIDK 186 197 71.9 26.8 57.8 2 0 0 1,383.6903
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% FLEQQNQVLQTK 200 211 66.7 28.6 49.6 2 0 0 1,475.7854
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% LDSELKNMQDMVEDYR 252 267 27.5 25.0 27.5 0 2 0 2,017.8844
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% TNAENEFVTIK 278 288 60.7 27.8 51.9 1 0 0 1,265.6372
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% TNAENEFVTIKK 278 289 63.9 27.7 56.4 2 2 0 1,393.7322
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% SLDLDSIIAEVK 344 355 79.8 28.0 63.7 2 0 0 1,302.7153
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% YEELQITAGR 377 386 69.7 28.1 57.0 2 0 0 1,179.6005
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% NSKIEISELNR 393 403 36.9 28.5 23.5 2 0 0 1,302.7012
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% KQISNLQQSISDAEQR 417 432 25.9 28.3 17.8 0 2 0 1,844.9462
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% QISNLQQSISDAEQR 418 432 78.1 27.6 64.1 2 0 0 1,716.8512
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% NKLNDLEDALQQAK 442 455 54.6 27.0 48.9 1 0 0 1,599.8339
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% LNDLEDALQQAK 444 455 85.8 27.2 69.7 2 0 0 1,357.6960
M_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 29 22.70% LALDLEIATYR 473 483 61.3 27.1 0.0 2 0 0 1,277.7101
M_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 19.90% FSSCGGGGGSFGAGGGFGSR 46 65 122.0 25.0 115.0 2 0 0 1,765.7349
M_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 19.90% SLNNQFASFIDK 186 197 66.6 26.6 45.2 2 0 0 1,383.6903
M_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 19.90% FLEQQNQVLQTK 200 211 78.1 28.2 59.4 2 0 0 1,475.7854
M_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 19.90% WELLQQVDTSTR 212 223 55.4 27.3 53.0 2 0 0 1,475.7490
M_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 19.90% TNAENEFVTIK 278 288 49.6 27.7 43.2 1 0 0 1,265.6372
M_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 19.90% TNAENEFVTIKK 278 289 59.8 27.7 49.7 2 2 0 1,393.7322
M_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 19.90% SLDLDSIIAEVK 344 355 82.6 28.0 69.4 2 0 0 1,302.7153
M_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 19.90% YEELQITAGR 377 386 60.5 27.8 54.2 2 0 0 1,179.6005
M_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 19.90% QISNLQQSISDAEQR 418 432 94.0 27.6 88.2 2 2 0 1,716.8512
M_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 19.90% LLRDYQELMNTK 461 472 18.8 27.1 15.8 0 1 0 1,539.7838
M_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 13 24 19.90% LALDLEIATYR 473 483 67.1 27.1 0.0 2 0 0 1,277.7101
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% SGGGFSSGSAGIINYQR 13 29 38.3 26.3 38.3 1 0 0 1,657.7929
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% FSSCGGGGGSFGAGGGFGSR 46 65 125.0 25.0 116.0 2 2 0 1,765.7349
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% SLNNQFASFIDK 186 197 55.1 27.2 39.8 2 0 0 1,383.6903
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% FLEQQNQVLQTK 200 211 66.2 28.6 50.3 2 0 0 1,475.7854
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% NMQDMVEDYR 258 267 31.4 25.0 24.6 3 0 0 1,316.5247
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% TNAENEFVTIK 278 288 64.8 27.8 53.7 2 0 0 1,265.6372
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% TNAENEFVTIKK 278 289 73.7 27.5 64.1 2 2 0 1,393.7322
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% SLDLDSIIAEVK 344 355 90.8 28.1 73.0 3 0 0 1,302.7153
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% YEELQITAGR 377 386 69.8 27.8 54.7 2 0 0 1,179.6005
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% QISNLQQSISDAEQR 418 432 82.5 27.8 76.2 2 0 0 1,716.8512
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% NKLNDLEDALQQAK 442 455 74.2 27.1 67.8 2 0 0 1,599.8339
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% LLRDYQELMNTK 461 472 28.3 27.0 26.0 2 0 0 1,539.7838
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% LALDLEIATYR 473 483 63.7 27.1 0.0 2 0 0 1,277.7101
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 46.8 25.0 45.0 0 1 0 2,565.1668
M_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 33 33.20% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 47.7 25.0 47.7 1 0 0 2,383.9523
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% SGGGFSSGSAGIINYQR 13 29 71.5 26.5 71.5 2 0 0 1,657.7929
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% SLNNQFASFIDK 186 197 66.6 26.6 51.5 2 0 0 1,383.6903
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% FLEQQNQVLQTK 200 211 76.4 28.6 57.7 2 0 0 1,475.7854
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% LDSELKNMQDMVEDYR 252 267 29.7 25.0 28.0 0 2 0 2,017.8844
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% TNAENEFVTIK 278 288 64.9 27.8 54.4 2 0 0 1,265.6372
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% TNAENEFVTIKK 278 289 62.0 27.8 51.2 2 2 0 1,393.7322
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% SLDLDSIIAEVK 344 355 84.6 28.0 67.3 3 0 0 1,302.7153
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% YEELQITAGR 377 386 59.8 27.8 46.5 2 0 0 1,179.6005
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% IEISELNR 396 403 47.8 26.9 18.3 2 0 0 973.5313
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% QISNLQQSISDAEQR 418 432 87.7 27.6 80.7 2 0 0 1,716.8512
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% NKLNDLEDALQQAK 442 455 69.2 27.1 55.7 1 0 0 1,599.8339
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% LLRDYQELMNTK 461 472 26.6 26.9 20.3 2 0 0 1,539.7838
M_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 28 23.40% LALDLEIATYR 473 483 64.8 27.1 0.0 2 0 0 1,277.7101
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% SGGGFSSGSAGIINYQR 13 29 77.8 26.3 76.8 2 0 0 1,657.7929
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% FSSCGGGGGSFGAGGGFGSR 46 65 110.0 25.0 104.0 1 0 0 1,765.7349
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% SLNNQFASFIDK 186 197 51.5 26.6 37.8 2 0 0 1,383.6903
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% FLEQQNQVLQTK 200 211 76.0 28.6 61.2 2 0 0 1,475.7854
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% WELLQQVDTSTR 212 223 58.0 27.3 52.8 2 0 0 1,475.7490
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% LDSELKNMQDMVEDYR 252 267 32.9 25.0 30.1 0 2 0 2,017.8844
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% NMQDMVEDYR 258 267 46.3 25.0 46.3 1 0 0 1,332.5196
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% TNAENEFVTIK 278 288 61.6 27.8 56.1 2 0 0 1,265.6372
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% TNAENEFVTIKK 278 289 42.7 27.8 33.7 0 2 0 1,393.7322
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% SLDLDSIIAEVK 344 355 87.7 28.1 74.2 4 0 0 1,302.7153
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% NSKIEISELNR 393 403 30.8 28.8 22.7 2 0 0 1,302.7012
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% QISNLQQSISDAEQR 418 432 88.8 27.8 84.7 2 2 0 1,716.8512
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% NKLNDLEDALQQAK 442 455 69.9 27.1 61.1 1 0 0 1,599.8339
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% DYQELMNTK 464 472 41.0 25.0 24.0 2 0 0 1,141.5195
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% LALDLEIATYR 473 483 50.6 27.1 0.0 2 0 0 1,277.7101
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 68.9 25.0 61.7 0 2 0 2,565.1668
M_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 36 35.70% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 101.0 25.0 101.0 2 1 0 2,383.9523
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% SGGGFSSGSAGIINYQR 13 29 68.6 26.4 67.3 2 0 0 1,657.7929
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% FSSCGGGGGSFGAGGGFGSR 46 65 110.0 25.0 106.0 2 2 0 1,765.7349
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% SLNNQFASFIDK 186 197 66.7 27.1 43.3 2 0 0 1,383.6903
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% FLEQQNQVLQTK 200 211 76.4 27.9 64.6 2 1 0 1,475.7854
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% WELLQQVDTSTR 212 223 66.4 27.4 56.4 2 0 0 1,475.7490
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% LDSELKNMQDMVEDYR 252 267 20.8 25.0 17.4 0 1 0 2,017.8844
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% TNAENEFVTIK 278 288 38.6 28.3 30.7 2 0 0 1,265.6372
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% TNAENEFVTIKK 278 289 42.2 27.4 36.8 2 1 0 1,393.7322
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% SLDLDSIIAEVK 344 355 75.3 27.9 61.4 2 0 0 1,302.7153
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% NSKIEISELNR 393 403 40.7 28.7 30.8 2 0 0 1,302.7012
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% IEISELNR 396 403 47.0 28.6 20.0 2 0 0 973.5313
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% QISNLQQSISDAEQR 418 432 38.7 28.0 32.0 0 2 0 1,716.8512
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% NKLNDLEDALQQAK 442 455 49.9 27.2 39.9 2 0 0 1,599.8339



N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% LNDLEDALQQAK 444 455 70.6 27.7 53.3 2 0 0 1,357.6960
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% DYQELMNTK 464 472 27.6 25.0 16.7 3 0 0 1,141.5195
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% LALDLEIATYR 473 483 68.8 27.0 0.0 2 0 0 1,277.7101
N_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 21 37 31.70% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 34.3 25.0 34.3 1 0 0 2,383.9523
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% SGGGFSSGSAGIINYQR 13 29 71.6 26.4 68.9 2 0 0 1,657.7929
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% FSSCGGGGGSFGAGGGFGSR 46 65 102.0 25.0 93.8 2 1 0 1,765.7349
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% SLVNLGGSKSISISVAR 66 82 29.1 25.0 25.3 0 1 0 1,687.9701
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% SLNNQFASFIDK 186 197 57.3 27.1 37.8 2 0 0 1,383.6903
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% FLEQQNQVLQTK 200 211 62.8 27.9 51.9 2 0 0 1,475.7854
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% WELLQQVDTSTR 212 223 42.5 27.4 37.9 1 0 0 1,475.7490
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% TNAENEFVTIK 278 288 48.5 28.2 39.8 2 0 0 1,265.6372
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% TNAENEFVTIKK 278 289 29.9 28.0 29.2 1 0 0 1,393.7322
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% YEELQITAGR 377 386 53.4 28.2 41.9 2 0 0 1,179.6005
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% IEISELNR 396 403 46.5 28.6 20.8 2 0 0 973.5313
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% QISNLQQSISDAEQR 418 432 79.4 28.1 71.3 2 2 0 1,716.8512
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% LNDLEDALQQAK 444 455 79.8 27.3 64.3 2 0 0 1,357.6960
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% LALDLEIATYR 473 483 61.6 27.0 0.0 2 0 0 1,277.7101
N_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 17 28 29.30% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 76.7 25.0 76.7 1 1 0 2,383.9523
N_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.70% FSSCGGGGGSFGAGGGFGSR 46 65 87.1 25.0 87.1 2 0 0 1,765.7349
N_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.70% SLNNQFASFIDK 186 197 49.5 27.1 40.3 1 0 0 1,383.6903
N_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.70% FLEQQNQVLQTK 200 211 43.8 27.9 36.7 2 0 0 1,475.7854
N_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.70% TNAENEFVTIK 278 288 28.7 28.3 23.1 1 0 0 1,265.6372
N_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.70% YEELQITAGR 377 386 64.0 27.6 55.3 2 0 0 1,179.6005
N_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.70% IEISELNR 396 403 39.4 28.6 14.3 2 0 0 973.5313
N_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.70% QISNLQQSISDAEQR 418 432 72.3 28.0 66.9 2 0 0 1,716.8512
N_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 18.30% SGGGFSSGSAGIINYQR 13 29 47.5 26.3 47.5 2 0 0 1,657.7929
N_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 18.30% FSSCGGGGGSFGAGGGFGSR 46 65 112.0 25.0 101.0 2 0 0 1,765.7349
N_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 18.30% SLNNQFASFIDK 186 197 43.3 26.8 36.6 2 0 0 1,383.6903
N_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 18.30% FLEQQNQVLQTK 200 211 79.2 27.9 66.2 2 0 0 1,475.7854
N_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 18.30% WELLQQVDTSTR 212 223 49.2 27.4 42.8 2 0 0 1,475.7490
N_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 18.30% TNAENEFVTIK 278 288 40.1 28.2 31.8 2 0 0 1,265.6372
N_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 18.30% TNAENEFVTIKK 278 289 28.2 28.1 14.0 0 2 0 1,393.7322
N_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 18.30% YEELQITAGR 377 386 51.5 28.2 45.8 2 0 0 1,179.6005
N_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 18.30% IEISELNR 396 403 44.6 28.6 22.4 2 0 0 973.5313
N_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 18.30% QISNLQQSISDAEQR 418 432 76.1 28.0 70.5 2 0 0 1,716.8512
N_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 14.60% SGGGFSSGSAGIINYQR 13 29 37.8 26.4 37.8 1 0 0 1,657.7929
N_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 14.60% FSSCGGGGGSFGAGGGFGSR 46 65 87.3 25.0 87.3 2 0 0 1,765.7349
N_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 14.60% FLEQQNQVLQTK 200 211 70.5 27.9 57.6 2 0 0 1,475.7854
N_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 14.60% TNAENEFVTIK 278 288 41.6 28.4 24.8 2 0 0 1,265.6372
N_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 14.60% TNAENEFVTIKK 278 289 28.7 27.5 21.6 2 0 0 1,393.7322
N_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 14.60% YEELQITAGR 377 386 47.6 27.7 39.4 1 0 0 1,179.6005
N_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 14.60% IEISELNR 396 403 40.9 29.3 13.2 2 0 0 973.5313
N_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 14 14.60% QISNLQQSISDAEQR 418 432 84.9 27.9 83.8 2 0 0 1,716.8512
N_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 11.80% FSSCGGGGGSFGAGGGFGSR 46 65 124.0 25.0 114.0 2 0 0 1,765.7349
N_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 11.80% FLEQQNQVLQTK 200 211 62.3 27.9 54.5 2 0 0 1,475.7854
N_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 11.80% AEAESLYQSK 367 376 22.0 25.2 22.0 1 0 0 1,125.5422
N_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 11.80% YEELQITAGR 377 386 59.8 28.1 51.8 2 0 0 1,179.6005
N_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 11.80% QISNLQQSISDAEQR 418 432 60.9 27.9 54.3 2 0 0 1,716.8512
N_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 6 6 10 11.80% TLLEGEESR 484 492 30.0 27.9 23.2 1 0 0 1,033.5161
N_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 17 18.20% FSSCGGGGGSFGAGGGFGSR 46 65 119.0 25.0 107.0 2 0 0 1,765.7349
N_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 17 18.20% SLNNQFASFIDK 186 197 53.7 27.2 35.8 2 0 0 1,383.6903
N_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 17 18.20% FLEQQNQVLQTK 200 211 73.5 27.9 59.5 2 0 0 1,475.7854
N_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 17 18.20% WELLQQVDTSTR 212 223 39.7 27.6 28.2 2 0 0 1,475.7490
N_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 17 18.20% LDSELKNMQDMVEDYR 252 267 30.7 25.0 30.7 0 1 0 2,017.8844
N_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 17 18.20% TNAENEFVTIK 278 288 36.7 27.8 29.1 1 0 0 1,265.6372
N_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 17 18.20% TNAENEFVTIKK 278 289 36.0 28.1 25.6 1 0 0 1,393.7322
N_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 17 18.20% YEELQITAGR 377 386 67.4 27.7 55.5 2 0 0 1,179.6005
N_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 17 18.20% IEISELNR 396 403 44.1 28.6 15.9 1 0 0 973.5313
N_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 17 18.20% QISNLQQSISDAEQR 418 432 83.2 27.9 77.1 2 1 0 1,716.8512
N_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 6.06% FLEQQNQVLQTK 200 211 55.2 28.3 43.4 2 0 0 1,475.7854
N_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 6.06% YEELQITAGR 377 386 44.9 28.1 34.3 2 0 0 1,179.6005
N_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 6.06% IEISELNR 396 403 25.7 28.6 10.4 1 0 0 973.5313
N_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 4 4 6 6.06% TLLEGEESR 484 492 20.5 27.3 17.6 1 0 0 1,033.5161
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% SGGGFSSGSAGIINYQR 13 29 60.0 26.5 60.0 1 0 0 1,657.7929
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% FSSCGGGGGSFGAGGGFGSR 46 65 112.0 25.0 105.0 2 0 0 1,765.7349
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% SLNNQFASFIDK 186 197 58.8 26.8 42.5 2 0 0 1,383.6903
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% FLEQQNQVLQTK 200 211 86.4 28.0 68.4 2 0 0 1,475.7854
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% LDSELKNMQDMVEDYR 252 267 37.4 25.0 37.4 0 2 0 2,017.8844
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% NMQDMVEDYR 258 267 36.6 25.0 36.6 2 0 0 1,332.5196
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% TNAENEFVTIK 278 288 50.3 27.8 44.6 2 0 0 1,265.6372
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% TNAENEFVTIKK 278 289 61.3 27.3 54.8 2 0 0 1,393.7322
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% SLDLDSIIAEVK 344 355 79.8 27.9 66.5 3 0 0 1,302.7153
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% YEELQITAGR 377 386 70.0 27.7 57.0 2 0 0 1,179.6005
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% IEISELNR 396 403 42.3 28.9 14.3 2 0 0 973.5313
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% KQISNLQQSISDAEQR 417 432 35.8 28.3 29.4 0 2 0 1,844.9462
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% QISNLQQSISDAEQR 418 432 101.0 27.6 98.8 2 2 0 1,716.8512
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% NKLNDLEDALQQAK 442 455 45.4 26.7 33.6 0 2 0 1,599.8339
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% LLRDYQELMNTK 461 472 26.7 27.4 26.7 1 0 0 1,539.7838
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% DYQELMNTK 464 472 40.8 25.0 24.2 2 0 0 1,141.5195
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 86.6 25.0 83.5 0 4 0 2,581.1617
N_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 39 33.90% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 91.9 25.0 91.9 2 0 0 2,383.9523
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% SGGGFSSGSAGIINYQR 13 29 48.6 26.4 47.2 2 0 0 1,657.7929
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% FSSCGGGGGSFGAGGGFGSR 46 65 128.0 25.0 127.0 2 0 0 1,765.7349
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% SLNNQFASFIDK 186 197 66.9 26.8 52.5 2 0 0 1,383.6903
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% LDSELKNMQDMVEDYR 252 267 30.4 25.0 30.4 0 2 0 2,017.8844
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% TNAENEFVTIK 278 288 52.9 27.8 45.5 2 0 0 1,265.6372
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% TNAENEFVTIKK 278 289 60.9 28.1 49.5 2 2 0 1,393.7322
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% SLDLDSIIAEVK 344 355 76.7 28.0 66.9 1 0 0 1,302.7153
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% NSKIEISELNR 393 403 41.5 29.2 27.8 2 0 0 1,302.7012
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% IEISELNR 396 403 45.7 28.6 15.7 2 0 0 973.5313
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% NKLNDLEDALQQAK 442 455 53.6 27.1 49.7 2 0 0 1,599.8339
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% LNDLEDALQQAK 444 455 79.3 27.7 61.7 2 0 0 1,357.6960
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% LLRDYQELMNTK 461 472 19.6 27.5 13.2 0 1 0 1,539.7838
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% DYQELMNTK 464 472 42.8 25.0 25.2 2 0 0 1,141.5195
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% LALDLEIATYR 473 483 51.1 27.0 0.0 2 0 0 1,277.7101
N_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 16 29 26.10% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 26.6 25.0 26.6 1 0 0 2,383.9523
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% SGGGFSSGSAGIINYQR 13 29 35.6 26.5 28.5 1 0 0 1,657.7929
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% FSSCGGGGGSFGAGGGFGSR 46 65 67.1 25.0 59.0 1 0 0 1,765.7349
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% SLNNQFASFIDK 186 197 51.8 26.9 45.4 2 0 0 1,383.6903
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% TNAENEFVTIK 278 288 46.4 27.8 38.6 2 0 0 1,265.6372
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% TNAENEFVTIKK 278 289 44.5 28.1 37.4 2 0 0 1,393.7322
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% YEELQITAGR 377 386 63.4 28.1 58.1 2 0 0 1,179.6005
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% NSKIEISELNR 393 403 36.6 29.3 28.6 1 0 0 1,302.7012
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% IEISELNR 396 403 50.7 28.7 23.3 2 0 0 973.5313
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% QISNLQQSISDAEQR 418 432 45.5 27.8 32.3 0 2 0 1,716.8512
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% NKLNDLEDALQQAK 442 455 60.3 27.2 55.0 2 0 0 1,599.8339
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% LNDLEDALQQAK 444 455 77.7 27.4 66.3 2 0 0 1,357.6960
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% DYQELMNTK 464 472 30.0 25.0 15.9 1 0 0 1,141.5195
N_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 21 20.30% LALDLEIATYR 473 483 32.7 26.9 0.0 1 0 0 1,277.7101
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% SGGGFSSGSAGIINYQR 13 29 83.6 26.4 80.8 2 0 0 1,657.7929
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% FSSCGGGGGSFGAGGGFGSR 46 65 127.0 25.0 117.0 2 0 0 1,765.7349
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% SLNNQFASFIDK 186 197 64.9 26.8 49.5 2 0 0 1,383.6903



N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% FLEQQNQVLQTK 200 211 86.2 28.0 78.6 2 0 0 1,475.7854
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% LDSELKNMQDMVEDYR 252 267 28.8 25.0 27.9 0 2 0 2,017.8844
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% TNAENEFVTIK 278 288 58.5 27.8 36.3 1 0 0 1,265.6372
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% TNAENEFVTIKK 278 289 31.1 28.0 20.9 2 0 0 1,393.7322
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% YEELQITAGR 377 386 51.3 27.7 45.5 1 0 0 1,179.6005
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% IEISELNR 396 403 49.3 28.6 16.4 2 0 0 973.5313
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% QISNLQQSISDAEQR 418 432 81.7 28.0 74.5 1 2 0 1,716.8512
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% NKLNDLEDALQQAK 442 455 71.1 27.1 61.9 2 0 0 1,599.8339
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% LNDLEDALQQAK 444 455 84.3 27.8 71.6 2 0 0 1,357.6960
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% DYQELMNTK 464 472 49.3 25.0 30.3 2 0 0 1,141.5195
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% LALDLEIATYR 473 483 53.7 27.0 0.0 2 0 0 1,277.7101
N_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 29.00% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 70.4 25.0 70.4 2 2 0 2,383.9523
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% SGGGFSSGSAGIINYQR 13 29 54.6 26.4 51.6 2 0 0 1,657.7929
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% FSSCGGGGGSFGAGGGFGSR 46 65 91.8 25.0 78.6 2 0 0 1,765.7349
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% SLNNQFASFIDK 186 197 66.9 26.9 53.6 2 0 0 1,383.6903
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% FLEQQNQVLQTK 200 211 71.0 28.0 51.9 2 0 0 1,475.7854
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% WELLQQVDTSTR 212 223 49.0 27.5 42.1 2 0 0 1,475.7490
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% LDSELKNMQDMVEDYR 252 267 30.4 25.0 30.4 0 2 0 2,017.8844
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% TNAENEFVTIK 278 288 63.8 28.2 50.9 2 0 0 1,265.6372
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% TNAENEFVTIKK 278 289 50.7 28.0 40.2 2 2 0 1,393.7322
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% SLDLDSIIAEVK 344 355 77.1 28.0 60.5 1 0 0 1,302.7153
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% YEELQITAGR 377 386 69.4 27.7 59.2 2 0 0 1,179.6005
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% NSKIEISELNR 393 403 39.7 28.7 28.0 2 0 0 1,302.7012
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% IEISELNR 396 403 54.6 28.7 22.0 2 0 0 973.5313
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% QISNLQQSISDAEQR 418 432 89.6 28.1 83.8 2 2 0 1,716.8512
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% NKLNDLEDALQQAK 442 455 54.5 27.1 49.1 2 0 0 1,599.8339
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% LNDLEDALQQAK 444 455 83.0 27.8 61.5 2 0 0 1,357.6960
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% DYQELMNTK 464 472 39.4 25.0 19.6 2 0 0 1,141.5195
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% LALDLEIATYR 473 483 54.8 27.0 0.0 2 0 0 1,277.7101
N_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 20 38 33.20% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 47.6 25.0 47.6 1 0 0 2,383.9523
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% FSSCGGGGGSFGAGGGFGSR 46 65 130.0 25.0 115.0 2 0 0 1,765.7349
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% SLNNQFASFIDK 186 197 64.9 27.1 48.9 2 0 0 1,383.6903
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% FLEQQNQVLQTK 200 211 75.6 28.0 57.0 2 0 0 1,475.7854
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% WELLQQVDTSTR 212 223 60.0 27.6 55.2 2 0 0 1,475.7490
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% LDSELKNMQDMVEDYR 252 267 38.5 25.0 38.5 0 2 0 2,017.8844
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% NMQDMVEDYR 258 267 43.6 25.0 31.9 1 0 0 1,316.5247
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% TNAENEFVTIK 278 288 56.6 27.8 49.6 2 0 0 1,265.6372
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% TNAENEFVTIKK 278 289 54.1 28.1 42.9 2 1 0 1,393.7322
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% DVDGAYMTKVDLQAK 290 304 20.5 27.4 14.6 0 1 0 1,669.8105
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% YEELQITAGR 377 386 70.8 27.7 63.3 2 0 0 1,179.6005
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% NSKIEISELNR 393 403 37.2 28.7 23.6 1 0 0 1,302.7012
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% IEISELNR 396 403 45.1 28.6 14.9 2 0 0 973.5313
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% KQISNLQQSISDAEQR 417 432 24.5 28.4 14.6 0 1 0 1,844.9462
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% QISNLQQSISDAEQR 418 432 81.9 28.0 77.7 2 2 0 1,716.8512
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% NKLNDLEDALQQAK 442 455 55.1 27.2 48.1 2 0 0 1,599.8339
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% LNDLEDALQQAK 444 455 77.9 27.8 59.7 2 0 0 1,357.6960
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% DYQELMNTK 464 472 49.2 25.0 27.5 2 0 0 1,141.5195
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% LALDLEIATYR 473 483 47.8 27.0 0.0 2 0 0 1,277.7101
N_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 22 38 31.20% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 69.2 25.0 69.2 2 1 0 2,383.9523
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% FSSCGGGGGSFGAGGGFGSR 46 65 40.9 25.0 38.7 0 1 0 1,765.7349
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% SLNNQFASFIDK 186 197 72.0 26.8 50.5 2 0 0 1,383.6903
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% FLEQQNQVLQTK 200 211 81.7 28.0 70.5 2 0 0 1,475.7854
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% WELLQQVDTSTR 212 223 63.6 27.5 56.8 2 0 0 1,475.7490
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% LDSELKNMQDMVEDYR 252 267 47.1 25.0 47.1 0 2 0 2,017.8844
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% NMQDMVEDYR 258 267 46.2 25.0 46.2 3 0 0 1,332.5196
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% TNAENEFVTIK 278 288 53.8 27.8 43.0 2 0 0 1,265.6372
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% TNAENEFVTIKK 278 289 69.4 28.0 59.7 2 2 0 1,393.7322
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% SLDLDSIIAEVK 344 355 75.7 28.0 60.2 4 0 0 1,302.7153
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% NSKIEISELNR 393 403 44.3 28.7 27.6 2 0 0 1,302.7012
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% QISNLQQSISDAEQR 418 432 103.0 27.6 99.4 2 2 0 1,716.8512
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% NKLNDLEDALQQAK 442 455 73.4 27.1 66.4 2 0 0 1,599.8339
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% LNDLEDALQQAK 444 455 81.2 27.7 70.8 2 0 0 1,357.6960
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% LLRDYQELMNTK 461 472 31.3 27.7 30.9 2 0 0 1,539.7838
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% DYQELMNTK 464 472 34.3 25.0 17.6 2 0 0 1,141.5195
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% LALDLEIATYR 473 483 60.7 27.0 0.0 2 0 0 1,277.7101
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 61.1 25.0 58.5 0 2 0 2,565.1668
N_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 42 33.50% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 51.3 25.0 51.3 1 1 0 2,383.9523
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% SGGGFSSGSAGIINYQR 13 29 71.2 26.4 70.0 2 0 0 1,657.7929
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% FSSCGGGGGSFGAGGGFGSR 46 65 135.0 25.0 127.0 1 0 0 1,765.7349
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% SLNNQFASFIDK 186 197 69.7 27.2 56.5 2 0 0 1,383.6903
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% FLEQQNQVLQTK 200 211 68.3 28.3 54.0 2 2 0 1,475.7854
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% LDSELKNMQDMVEDYR 252 267 32.2 25.0 32.2 0 2 0 2,017.8844
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% NMQDMVEDYR 258 267 28.8 25.0 23.5 2 0 0 1,332.5196
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% TNAENEFVTIK 278 288 64.5 27.8 55.8 2 0 0 1,265.6372
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% TNAENEFVTIKK 278 289 64.4 28.0 59.6 2 2 0 1,393.7322
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% SLDLDSIIAEVK 344 355 81.1 28.0 69.8 1 0 0 1,302.7153
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% YEELQITAGR 377 386 68.9 28.1 55.1 2 0 0 1,179.6005
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% NSKIEISELNR 393 403 42.8 28.7 33.7 2 0 0 1,302.7012
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% KQISNLQQSISDAEQR 417 432 22.1 28.4 15.1 0 1 0 1,844.9462
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% QISNLQQSISDAEQR 418 432 96.5 28.0 90.1 2 2 0 1,716.8512
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% LNDLEDALQQAK 444 455 88.6 27.8 71.1 2 0 0 1,357.6960
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% DYQELMNTK 464 472 29.3 25.0 18.0 2 0 0 1,141.5195
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% LALDLEIATYR 473 483 52.3 27.0 0.0 2 0 0 1,277.7101
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 67.8 25.0 63.9 0 2 0 2,581.1617
N_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 22 41 35.20% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 74.7 25.0 74.7 2 2 0 2,383.9523
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% SGGGFSSGSAGIINYQR 13 29 71.9 26.3 70.5 2 0 0 1,657.7929
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% FSSCGGGGGSFGAGGGFGSR 46 65 133.0 25.0 125.0 2 2 0 1,765.7349
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% SLVNLGGSKSISISVAR 66 82 67.2 25.0 65.9 2 2 0 1,687.9701
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% SLNNQFASFIDK 186 197 75.4 26.6 53.8 2 0 0 1,383.6903
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% FLEQQNQVLQTK 200 211 72.8 28.1 64.4 2 0 0 1,475.7854
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% LDSELKNMQDMVEDYR 252 267 31.0 25.0 31.0 0 2 0 2,017.8844
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% NMQDMVEDYR 258 267 46.7 25.0 30.5 4 0 0 1,316.5247
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% TNAENEFVTIKK 278 289 55.2 28.1 45.8 2 1 0 1,393.7322
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% SLDLDSIIAEVK 344 355 76.0 28.0 63.4 2 0 0 1,302.7153
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% YEELQITAGR 377 386 72.7 27.9 58.4 2 0 0 1,179.6005
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% NSKIEISELNR 393 403 47.6 28.7 35.3 2 0 0 1,302.7012
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% IEISELNR 396 403 46.8 28.7 18.3 2 0 0 973.5313
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% IEISELNRVIQR 396 407 28.0 25.0 20.8 2 0 0 1,469.8435
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% QISNLQQSISDAEQR 418 432 90.1 27.8 90.1 2 2 0 1,716.8512
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% NKLNDLEDALQQAK 442 455 70.1 27.2 60.5 2 2 0 1,599.8339
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% LLRDYQELMNTK 461 472 34.6 27.4 33.6 1 0 0 1,539.7838
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% DYQELMNTK 464 472 32.8 25.0 24.2 4 0 0 1,157.5145
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% LALDLEIATYR 473 483 54.7 27.1 0.0 2 0 0 1,277.7101
O_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 25 49 34.30% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 53.0 25.0 47.7 0 1 0 2,565.1668
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% SGGGFSSGSAGIINYQR 13 29 60.0 26.5 60.0 2 0 0 1,657.7929
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% FSSCGGGGGSFGAGGGFGSR 46 65 122.0 25.0 122.0 2 0 0 1,765.7349
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% SLNNQFASFIDK 186 197 71.0 26.8 48.6 2 0 0 1,383.6903
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% FLEQQNQVLQTK 200 211 66.9 28.3 51.3 2 0 0 1,475.7854
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% NKYEDEINK 268 276 20.6 26.4 17.1 1 0 0 1,152.5532
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% TNAENEFVTIK 278 288 51.7 27.8 42.7 2 0 0 1,265.6372
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% TNAENEFVTIKK 278 289 42.7 27.4 36.2 2 0 0 1,393.7322
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% SLDLDSIIAEVK 344 355 55.7 28.0 45.5 1 0 0 1,302.7153



O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% YEELQITAGR 377 386 72.1 28.1 61.0 2 0 0 1,179.6005
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% IEISELNR 396 403 36.7 28.8 16.4 2 0 0 973.5313
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% QISNLQQSISDAEQR 418 432 65.1 27.6 65.1 2 1 0 1,716.8512
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% LNDLEDALQQAK 444 455 78.7 27.8 64.1 2 0 0 1,357.6960
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% DYQELMNTK 464 472 42.9 25.0 23.5 2 0 0 1,141.5195
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% TLLEGEESR 484 492 35.6 27.3 24.4 2 0 0 1,033.5161
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 53.5 25.0 45.3 0 3 0 2,581.1617
O_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 32 33.20% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 63.0 25.0 63.0 2 0 0 2,383.9523
O_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 17.70% FSSCGGGGGSFGAGGGFGSR 46 65 114.0 25.0 101.0 2 0 0 1,765.7349
O_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 17.70% SLNNQFASFIDK 186 197 54.4 26.8 43.2 2 0 0 1,383.6903
O_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 17.70% FLEQQNQVLQTK 200 211 70.0 28.3 59.2 2 0 0 1,475.7854
O_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 17.70% TNAENEFVTIK 278 288 45.2 28.2 38.0 1 0 0 1,265.6372
O_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 17.70% YEELQITAGR 377 386 50.5 28.1 39.8 2 0 0 1,179.6005
O_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 17.70% IEISELNR 396 403 36.8 28.7 19.3 2 0 0 973.5313
O_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 17.70% QISNLQQSISDAEQR 418 432 64.0 27.6 58.6 1 0 0 1,716.8512
O_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 15 17.70% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 34.8 25.0 33.2 0 3 0 2,581.1617
O_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.50% FSSCGGGGGSFGAGGGFGSR 46 65 97.2 25.0 97.2 2 0 0 1,765.7349
O_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.50% FLEQQNQVLQTK 200 211 59.0 28.1 51.7 2 0 0 1,475.7854
O_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.50% TNAENEFVTIK 278 288 38.8 27.8 27.8 2 0 0 1,265.6372
O_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.50% YEELQITAGR 377 386 75.1 27.8 62.5 2 0 0 1,179.6005
O_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.50% IEISELNR 396 403 40.6 28.8 15.6 2 0 0 973.5313
O_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.50% QISNLQQSISDAEQR 418 432 69.8 27.6 62.7 2 0 0 1,716.8512
O_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.50% LALDLEIATYR 473 483 50.4 27.1 0.0 1 0 0 1,277.7101
O_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 8 15 17.50% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 33.8 25.0 29.9 0 2 0 2,581.1617
O_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 21.30% FSSCGGGGGSFGAGGGFGSR 46 65 84.4 25.0 84.4 2 0 0 1,765.7349
O_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 21.30% SLNNQFASFIDK 186 197 63.9 27.2 53.1 2 0 0 1,383.6903
O_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 21.30% FLEQQNQVLQTK 200 211 65.6 28.2 53.2 2 0 0 1,475.7854
O_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 21.30% TNAENEFVTIK 278 288 50.8 27.8 37.6 2 0 0 1,265.6372
O_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 21.30% SLDLDSIIAEVK 344 355 77.0 28.0 65.5 2 0 0 1,302.7153
O_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 21.30% YEELQITAGR 377 386 69.3 28.2 59.1 2 0 0 1,179.6005
O_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 21.30% IEISELNR 396 403 37.9 28.6 13.6 2 0 0 973.5313
O_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 21.30% QISNLQQSISDAEQR 418 432 77.4 27.7 77.4 2 0 0 1,716.8512
O_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 21.30% LALDLEIATYR 473 483 51.6 27.0 0.0 2 0 0 1,277.7101
O_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 10 20 21.30% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 48.3 25.0 45.0 0 2 0 2,581.1617
O_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 14 20.20% FSSCGGGGGSFGAGGGFGSR 46 65 85.2 25.0 80.5 2 0 0 1,765.7349
O_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 14 20.20% SLNNQFASFIDK 186 197 54.0 26.8 39.4 1 0 0 1,383.6903
O_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 14 20.20% FLEQQNQVLQTK 200 211 68.6 27.9 60.8 2 0 0 1,475.7854
O_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 14 20.20% TNAENEFVTIKK 278 289 37.1 28.0 29.1 1 1 0 1,393.7322
O_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 14 20.20% SLDLDSIIAEVK 344 355 68.5 28.0 57.3 1 0 0 1,302.7153
O_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 14 20.20% YEELQITAGR 377 386 69.4 27.8 58.5 2 0 0 1,179.6005
O_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 14 20.20% QISNLQQSISDAEQR 418 432 74.3 27.8 73.7 1 0 0 1,716.8512
O_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 14 20.20% LALDLEIATYR 473 483 51.8 27.0 0.0 2 0 0 1,277.7101
O_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 14 20.20% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 36.6 25.0 35.1 0 1 0 2,565.1668
O_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 26.60% SGGGFSSGSAGIINYQR 13 29 40.7 26.4 40.3 2 0 0 1,657.7929
O_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 26.60% FSSCGGGGGSFGAGGGFGSR 46 65 83.1 25.0 75.1 1 0 0 1,765.7349
O_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 26.60% SLNNQFASFIDK 186 197 71.7 26.8 50.8 2 0 0 1,383.6903
O_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 26.60% FLEQQNQVLQTK 200 211 63.7 28.3 45.4 2 0 0 1,475.7854
O_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 26.60% LDSELKNMQDMVEDYR 252 267 29.1 25.0 26.8 0 1 0 2,017.8844
O_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 26.60% TNAENEFVTIKK 278 289 49.8 27.7 36.7 2 0 0 1,393.7322
O_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 26.60% SLDLDSIIAEVK 344 355 77.4 27.9 62.4 2 0 0 1,302.7153
O_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 26.60% YEELQITAGR 377 386 75.6 27.8 60.7 2 0 0 1,179.6005
O_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 26.60% IEISELNR 396 403 41.7 28.6 14.7 2 0 0 973.5313
O_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 26.60% QISNLQQSISDAEQR 418 432 63.3 27.9 59.0 2 0 0 1,716.8512
O_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 26.60% LALDLEIATYR 473 483 61.6 27.3 0.0 2 0 0 1,277.7101
O_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 13 23 26.60% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 48.7 25.0 47.6 0 3 0 2,581.1617
O_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 21.30% FSSCGGGGGSFGAGGGFGSR 46 65 96.9 25.0 96.9 2 0 0 1,765.7349
O_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 21.30% SLNNQFASFIDK 186 197 84.6 27.2 65.8 2 0 0 1,383.6903
O_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 21.30% FLEQQNQVLQTK 200 211 82.3 28.2 71.1 2 0 0 1,475.7854
O_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 21.30% TNAENEFVTIK 278 288 36.5 27.8 29.5 1 0 0 1,265.6372
O_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 21.30% SLDLDSIIAEVK 344 355 80.7 27.9 65.5 2 0 0 1,302.7153
O_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 21.30% YEELQITAGR 377 386 68.8 27.7 58.8 1 0 0 1,179.6005
O_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 21.30% IEISELNR 396 403 45.7 28.6 17.6 2 0 0 973.5313
O_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 21.30% QISNLQQSISDAEQR 418 432 75.7 28.0 62.2 2 2 0 1,716.8512
O_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 21.30% LALDLEIATYR 473 483 52.9 27.3 0.0 2 0 0 1,277.7101
O_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 21.30% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 53.6 25.0 49.9 0 2 0 2,581.1617
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% FSSCGGGGGSFGAGGGFGSR 46 65 124.0 25.0 120.0 2 0 0 1,765.7349
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% SLNNQFASFIDK 186 197 68.6 27.2 56.8 2 0 0 1,383.6903
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% FLEQQNQVLQTK 200 211 72.7 28.2 58.5 2 0 0 1,475.7854
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% LDSELKNMQDMVEDYR 252 267 24.8 25.0 23.8 0 2 0 2,017.8844
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% TNAENEFVTIK 278 288 58.0 28.4 43.5 2 0 0 1,265.6372
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% TNAENEFVTIKK 278 289 32.9 28.0 20.5 2 0 0 1,393.7322
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% SLDLDSIIAEVK 344 355 80.1 27.9 69.8 2 0 0 1,302.7153
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% YEELQITAGR 377 386 66.7 28.1 53.6 2 0 0 1,179.6005
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% IEISELNR 396 403 46.9 28.6 13.5 1 0 0 973.5313
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% KQISNLQQSISDAEQR 417 432 26.7 28.4 21.8 0 1 0 1,844.9462
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% QISNLQQSISDAEQR 418 432 98.3 27.8 92.8 2 2 0 1,716.8512
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% DYQELMNTK 464 472 32.6 25.0 17.5 2 0 0 1,141.5195
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% LALDLEIATYR 473 483 55.0 27.0 0.0 2 0 0 1,277.7101
O_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 30 25.50% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 81.8 25.0 75.0 0 4 0 2,565.1668
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% SGGGFSSGSAGIINYQR 13 29 66.4 26.4 64.5 2 0 0 1,657.7929
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% FSSCGGGGGSFGAGGGFGSR 46 65 120.0 25.0 115.0 2 0 0 1,765.7349
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% SLVNLGGSKSISISVAR 66 82 42.1 25.0 40.7 0 2 0 1,687.9701
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% SLNNQFASFIDK 186 197 72.3 27.2 58.9 2 0 0 1,383.6903
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% FLEQQNQVLQTK 200 211 68.8 28.2 53.4 2 0 0 1,475.7854
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% LDSELKNMQDMVEDYR 252 267 24.9 25.0 23.7 0 2 0 2,017.8844
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% NMQDMVEDYR 258 267 38.4 25.0 29.8 3 0 0 1,316.5247
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% TNAENEFVTIK 278 288 54.4 27.8 49.0 2 0 0 1,265.6372
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% TNAENEFVTIKK 278 289 61.2 27.3 56.2 2 1 0 1,393.7322
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% SLDLDSIIAEVK 344 355 77.8 28.0 63.3 2 0 0 1,302.7153
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% NSKIEISELNR 393 403 48.4 29.2 38.5 2 0 0 1,302.7012
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% QISNLQQSISDAEQR 418 432 83.1 27.8 81.8 2 0 0 1,716.8512
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% LNDLEDALQQAK 444 455 74.8 27.3 62.9 2 0 0 1,357.6960
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% LALDLEIATYR 473 483 59.2 27.0 0.0 2 0 0 1,277.7101
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 58.2 25.0 54.5 0 4 0 2,581.1617
O_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 35 36.00% GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR 550 588 37.3 25.0 37.3 0 1 0 3,312.3083
O_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 16.30% FSSCGGGGGSFGAGGGFGSR 46 65 89.8 25.0 89.8 2 0 0 1,765.7349
O_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 16.30% SLNNQFASFIDK 186 197 65.2 26.8 51.1 2 0 0 1,383.6903
O_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 16.30% TNAENEFVTIK 278 288 49.4 27.8 44.3 1 0 0 1,265.6372
O_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 16.30% TNAENEFVTIKK 278 289 37.7 28.1 31.9 1 0 0 1,393.7322
O_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 16.30% SLDLDSIIAEVK 344 355 76.3 28.0 62.5 2 0 0 1,302.7153
O_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 16.30% IEISELNR 396 403 44.7 29.5 22.1 2 0 0 973.5313
O_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 16.30% QISNLQQSISDAEQR 418 432 63.7 27.7 62.6 2 0 0 1,716.8512
O_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 9 16 16.30% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 35.8 25.0 33.2 0 4 0 2,565.1668
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% SGGGFSSGSAGIINYQR 13 29 62.1 26.5 62.1 2 0 0 1,657.7929
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% FSSCGGGGGSFGAGGGFGSR 46 65 96.3 25.0 96.3 2 0 0 1,765.7349
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% SLNNQFASFIDK 186 197 72.4 27.2 56.3 2 0 0 1,383.6903
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% FLEQQNQVLQTK 200 211 65.4 28.1 60.8 2 0 0 1,475.7854
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% WELLQQVDTSTR 212 223 53.4 27.4 44.4 2 0 0 1,475.7490
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% TNAENEFVTIK 278 288 57.4 28.4 47.2 2 0 0 1,265.6372
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% TNAENEFVTIKK 278 289 36.2 27.8 22.2 0 1 0 1,393.7322
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% SLDLDSIIAEVK 344 355 79.7 28.0 66.0 2 0 0 1,302.7153
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% YEELQITAGR 377 386 64.4 28.1 52.8 2 0 0 1,179.6005



O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% IEISELNR 396 403 39.9 29.3 13.1 1 0 0 973.5313
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% QISNLQQSISDAEQR 418 432 68.5 28.1 63.3 2 0 0 1,716.8512
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% LNDLEDALQQAK 444 455 66.2 27.8 55.7 2 0 0 1,357.6960
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% LALDLEIATYR 473 483 58.6 27.0 0.0 2 0 0 1,277.7101
O_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 15 27 27.80% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 66.0 25.0 56.9 0 3 0 2,565.1668
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% SGGGFSSGSAGIINYQR 13 29 45.7 26.3 41.1 2 0 0 1,657.7929
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% FSSCGGGGGSFGAGGGFGSR 46 65 130.0 25.0 119.0 1 0 0 1,765.7349
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% SLVNLGGSKSISISVAR 66 82 49.4 25.0 48.2 0 2 0 1,687.9701
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% SLNNQFASFIDK 186 197 77.4 27.2 60.3 2 0 0 1,383.6903
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% FLEQQNQVLQTK 200 211 70.9 28.0 58.8 2 0 0 1,475.7854
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% TNAENEFVTIK 278 288 66.7 28.3 57.1 1 0 0 1,265.6372
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% SLDLDSIIAEVK 344 355 84.4 28.0 69.2 2 0 0 1,302.7153
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% YEELQITAGR 377 386 49.8 27.9 42.7 1 0 0 1,179.6005
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% IEISELNR 396 403 49.5 28.8 15.2 2 0 0 973.5313
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% QISNLQQSISDAEQR 418 432 92.2 27.6 89.3 2 0 0 1,716.8512
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% LNDLEDALQQAK 444 455 63.7 27.3 45.2 2 0 0 1,357.6960
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% LALDLEIATYR 473 483 66.7 27.0 0.0 2 0 0 1,277.7101
O_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 13 22 28.40% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 44.1 25.0 42.7 0 1 0 2,581.1617
O_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 20 29.30% SGGGFSSGSAGIINYQR 13 29 66.1 26.6 66.1 2 0 0 1,657.7929
O_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 20 29.30% FSSCGGGGGSFGAGGGFGSR 46 65 103.0 25.0 95.6 1 0 0 1,765.7349
O_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 20 29.30% SLNNQFASFIDK 186 197 69.5 26.8 58.8 2 0 0 1,383.6903
O_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 20 29.30% LDSELKNMQDMVEDYR 252 267 28.4 25.0 28.4 0 1 0 2,017.8844
O_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 20 29.30% TNAENEFVTIK 278 288 45.0 28.2 29.6 2 0 0 1,265.6372
O_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 20 29.30% SLDLDSIIAEVK 344 355 80.1 27.9 66.0 2 0 0 1,302.7153
O_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 20 29.30% YEELQITAGR 377 386 74.5 27.7 60.5 2 0 0 1,179.6005
O_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 20 29.30% IEISELNR 396 403 45.7 28.9 23.8 2 0 0 973.5313
O_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 20 29.30% QISNLQQSISDAEQR 418 432 73.9 28.0 73.6 2 0 0 1,716.8512
O_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 20 29.30% LALDLEIATYR 473 483 57.0 27.0 0.0 2 0 0 1,277.7101
O_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 20 29.30% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 42.8 25.0 38.2 0 1 0 2,581.1617
O_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 20 29.30% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 21.8 25.0 21.8 1 0 0 2,383.9523
O_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 21 28.70% SGGGFSSGSAGIINYQR 13 29 67.6 26.3 64.8 2 0 0 1,657.7929
O_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 21 28.70% FSSCGGGGGSFGAGGGFGSR 46 65 81.9 25.0 81.9 1 0 0 1,765.7349
O_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 21 28.70% SLNNQFASFIDK 186 197 64.8 26.8 46.0 2 0 0 1,383.6903
O_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 21 28.70% FLEQQNQVLQTK 200 211 70.0 28.0 54.2 1 0 0 1,475.7854
O_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 21 28.70% TNAENEFVTIK 278 288 50.6 27.8 39.9 2 0 0 1,265.6372
O_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 21 28.70% YEELQITAGR 377 386 65.7 28.2 57.0 1 0 0 1,179.6005
O_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 21 28.70% IEISELNR 396 403 34.4 28.7 19.7 2 0 0 973.5313
O_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 21 28.70% QISNLQQSISDAEQR 418 432 82.0 27.8 72.1 2 1 0 1,716.8512
O_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 21 28.70% LNDLEDALQQAK 444 455 87.8 27.6 70.5 2 0 0 1,357.6960
O_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 21 28.70% LALDLEIATYR 473 483 55.7 27.0 0.0 2 0 0 1,277.7101
O_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 21 28.70% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 30.7 25.0 27.0 0 2 0 2,565.1668
O_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 21 28.70% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 25.5 25.0 25.5 1 0 0 2,383.9523
O_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 26 32.90% SGGGFSSGSAGIINYQR 13 29 51.3 26.4 51.3 2 0 0 1,657.7929
O_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 26 32.90% FSSCGGGGGSFGAGGGFGSR 46 65 77.1 25.0 71.4 2 0 0 1,765.7349
O_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 26 32.90% SLNNQFASFIDK 186 197 77.1 26.8 59.3 2 0 0 1,383.6903
O_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 26 32.90% TNAENEFVTIK 278 288 30.6 27.8 22.2 1 0 0 1,265.6372
O_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 26 32.90% SLDLDSIIAEVK 344 355 80.2 28.0 66.7 2 0 0 1,302.7153
O_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 26 32.90% YEELQITAGR 377 386 67.3 27.9 55.8 2 0 0 1,179.6005
O_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 26 32.90% IEISELNR 396 403 46.7 29.1 18.8 2 0 0 973.5313
O_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 26 32.90% QISNLQQSISDAEQR 418 432 80.0 27.8 75.0 2 2 0 1,716.8512
O_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 26 32.90% LALDLEIATYR 473 483 48.7 27.0 0.0 2 0 0 1,277.7101
O_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 26 32.90% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 43.6 25.0 41.9 0 3 0 2,581.1617
O_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 26 32.90% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 62.9 25.0 62.9 2 0 0 2,383.9523
O_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 14 26 32.90% GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR 550 588 30.9 25.0 30.9 0 2 0 3,312.3083
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% SGGGFSSGSAGIINYQR 13 29 69.6 26.6 68.9 2 0 0 1,657.7929
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% FSSCGGGGGSFGAGGGFGSR 46 65 112.0 25.0 107.0 2 2 0 1,765.7349
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% SLVNLGGSKSISISVAR 66 82 55.8 25.0 53.5 2 2 0 1,687.9701
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% SLNNQFASFIDK 186 197 64.1 27.2 46.8 2 0 0 1,383.6903
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% FLEQQNQVLQTK 200 211 78.7 28.1 66.5 2 0 0 1,475.7854
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% WELLQQVDTSTR 212 223 74.5 27.7 69.0 2 0 0 1,475.7490
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% LDSELKNMQDMVEDYR 252 267 25.5 25.0 25.5 0 2 0 2,017.8844
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% TNAENEFVTIKK 278 289 62.6 28.1 52.3 2 2 0 1,393.7322
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% SLDLDSIIAEVK 344 355 87.1 27.9 73.9 2 0 0 1,302.7153
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% NSKIEISELNR 393 403 38.6 28.7 27.3 1 0 0 1,302.7012
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% IEISELNR 396 403 47.1 28.6 16.0 2 0 0 973.5313
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% QISNLQQSISDAEQR 418 432 71.4 27.8 67.7 2 2 0 1,716.8512
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% LNDLEDALQQAK 444 455 92.3 27.4 76.9 2 0 0 1,357.6960
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% LLRDYQELMNTK 461 472 22.5 27.5 18.5 1 0 0 1,539.7838
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% DYQELMNTK 464 472 33.6 25.0 15.9 3 0 0 1,141.5195
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% LALDLEIATYR 473 483 61.7 27.0 0.0 2 0 0 1,277.7101
P_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 22 41 33.70% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 62.5 25.0 60.1 0 2 0 2,565.1668
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% SGGGFSSGSAGIINYQR 13 29 55.2 26.4 53.1 2 0 0 1,657.7929
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% FSSCGGGGGSFGAGGGFGSR 46 65 130.0 25.0 122.0 2 2 0 1,765.7349
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% SLNNQFASFIDK 186 197 57.6 26.8 41.5 2 0 0 1,383.6903
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% FLEQQNQVLQTK 200 211 57.2 28.0 42.1 2 0 0 1,475.7854
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% LDSELKNMQDMVEDYR 252 267 27.8 25.0 27.8 0 1 0 2,017.8844
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% TNAENEFVTIK 278 288 48.0 28.3 37.1 2 0 0 1,265.6372
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% TNAENEFVTIKK 278 289 48.4 28.0 38.1 2 0 0 1,393.7322
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% YEELQITAGR 377 386 75.2 28.2 63.7 2 0 0 1,179.6005
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% NSKIEISELNR 393 403 29.4 28.7 19.1 1 0 0 1,302.7012
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% IEISELNR 396 403 47.9 28.6 16.4 2 0 0 973.5313
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% QISNLQQSISDAEQR 418 432 73.8 28.0 67.9 2 2 0 1,716.8512
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% DYQELMNTK 464 472 30.0 25.0 18.6 2 0 0 1,141.5195
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% LALDLEIATYR 473 483 52.4 27.0 0.0 2 0 0 1,277.7101
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 40.0 25.0 38.6 0 2 0 2,565.1668
P_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 15 17 31 31.40% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 39.9 25.0 39.9 1 0 0 2,383.9523
P_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.50% FSSCGGGGGSFGAGGGFGSR 46 65 121.0 25.0 113.0 2 0 0 1,765.7349
P_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.50% FLEQQNQVLQTK 200 211 69.8 27.9 61.9 2 0 0 1,475.7854
P_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.50% TNAENEFVTIK 278 288 51.1 28.3 47.0 2 0 0 1,265.6372
P_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.50% IEISELNR 396 403 29.2 28.6 14.3 2 0 0 973.5313
P_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.50% QISNLQQSISDAEQR 418 432 74.3 28.1 66.5 2 0 0 1,716.8512
P_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.50% LNDLEDALQQAK 444 455 47.8 28.0 38.6 1 0 0 1,357.6960
P_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 7 7 12 13.50% DYQELMNTK 464 472 21.2 25.0 7.0 1 0 0 1,141.5195
P_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 23.60% SGGGFSSGSAGIINYQR 13 29 70.7 26.6 68.4 2 0 0 1,657.7929
P_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 23.60% FSSCGGGGGSFGAGGGFGSR 46 65 132.0 25.0 122.0 2 0 0 1,765.7349
P_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 23.60% SLNNQFASFIDK 186 197 50.3 26.8 35.1 2 0 0 1,383.6903
P_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 23.60% FLEQQNQVLQTK 200 211 44.0 27.9 37.0 1 0 0 1,475.7854
P_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 23.60% TNAENEFVTIKK 278 289 47.1 27.4 36.9 2 1 0 1,393.7322
P_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 23.60% YEELQITAGR 377 386 66.3 27.6 57.1 2 0 0 1,179.6005
P_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 23.60% IEISELNR 396 403 46.1 28.6 16.2 1 0 0 973.5313
P_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 23.60% QISNLQQSISDAEQR 418 432 71.9 27.8 63.8 2 0 0 1,716.8512
P_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 23.60% DYQELMNTK 464 472 42.5 25.0 17.8 2 0 0 1,141.5195
P_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 23.60% LALDLEIATYR 473 483 54.4 27.0 0.0 2 0 0 1,277.7101
P_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 12 21 23.60% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 33.4 25.0 31.1 0 2 0 2,565.1668
P_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.60% FSSCGGGGGSFGAGGGFGSR 46 65 119.0 25.0 111.0 2 0 0 1,765.7349
P_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.60% SLNNQFASFIDK 186 197 52.6 26.8 42.3 2 0 0 1,383.6903
P_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.60% FLEQQNQVLQTK 200 211 64.2 28.1 51.5 2 0 0 1,475.7854
P_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.60% TNAENEFVTIKK 278 289 43.8 28.0 40.1 2 2 0 1,393.7322
P_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.60% YEELQITAGR 377 386 61.8 28.2 52.9 2 0 0 1,179.6005
P_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.60% IEISELNR 396 403 47.8 28.6 19.8 1 0 0 973.5313
P_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.60% QISNLQQSISDAEQR 418 432 70.1 28.1 64.9 2 0 0 1,716.8512
P_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.60% LALDLEIATYR 473 483 55.5 27.0 0.0 2 0 0 1,277.7101



P_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 9 10 19 19.60% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 47.7 25.0 43.6 0 2 0 2,565.1668
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% SGGGFSSGSAGIINYQR 13 29 71.1 26.4 67.0 1 0 0 1,657.7929
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% FSSCGGGGGSFGAGGGFGSR 46 65 143.0 25.0 135.0 2 0 0 1,765.7349
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% SLNNQFASFIDK 186 197 60.6 26.8 38.5 2 0 0 1,383.6903
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% FLEQQNQVLQTK 200 211 71.2 27.9 64.0 2 0 0 1,475.7854
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% LDSELKNMQDMVEDYR 252 267 19.6 25.0 19.6 0 2 0 2,017.8844
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% TNAENEFVTIKK 278 289 56.0 28.0 45.1 2 2 0 1,393.7322
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% YEELQITAGR 377 386 69.7 28.2 59.4 2 0 0 1,179.6005
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% IEISELNR 396 403 46.2 28.7 20.8 2 0 0 973.5313
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% QISNLQQSISDAEQR 418 432 80.2 27.9 69.9 2 0 0 1,716.8512
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% LNDLEDALQQAK 444 455 70.4 27.3 50.0 2 0 0 1,357.6960
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% DYQELMNTK 464 472 41.1 25.0 23.7 2 0 0 1,141.5195
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% LALDLEIATYR 473 483 56.1 27.0 0.0 2 0 0 1,277.7101
P_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 13 14 27 28.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 44.4 25.0 43.9 0 2 0 2,565.1668
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% FSSCGGGGGSFGAGGGFGSR 46 65 147.0 25.0 142.0 2 0 0 1,765.7349
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% SLNNQFASFIDK 186 197 55.3 26.8 35.6 1 0 0 1,383.6903
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% FLEQQNQVLQTK 200 211 81.2 27.9 68.7 2 0 0 1,475.7854
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% LDSELKNMQDMVEDYR 252 267 23.0 25.0 23.0 0 1 0 2,017.8844
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% NMQDMVEDYR 258 267 54.1 25.0 37.0 2 0 0 1,316.5247
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% TNAENEFVTIKK 278 289 65.1 28.0 55.7 2 1 0 1,393.7322
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% SLDLDSIIAEVK 344 355 91.2 28.0 77.6 1 0 0 1,302.7153
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% YEELQITAGR 377 386 68.8 28.1 59.4 2 0 0 1,179.6005
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% IEISELNRVIQR 396 407 25.3 25.0 14.4 1 0 0 1,469.8435
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% QISNLQQSISDAEQR 418 432 96.8 28.0 89.5 2 0 0 1,716.8512
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% NKLNDLEDALQQAK 442 455 45.4 27.2 41.6 1 0 0 1,599.8339
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% DYQELMNTK 464 472 49.3 25.0 29.4 2 0 0 1,141.5195
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% LALDLEIATYR 473 483 64.5 27.0 0.0 2 0 0 1,277.7101
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 62.8 25.0 58.1 0 2 0 2,565.1668
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 28.0 25.0 28.0 1 0 0 2,383.9523
P_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 27 39.00% GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR 550 588 70.6 25.0 70.6 0 2 0 3,312.3083
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% FSSCGGGGGSFGAGGGFGSR 46 65 97.3 25.0 87.2 2 0 0 1,765.7349
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% SLNNQFASFIDK 186 197 78.1 26.8 64.4 2 0 0 1,383.6903
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% FLEQQNQVLQTK 200 211 88.6 27.9 78.3 2 0 0 1,475.7854
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% LDSELKNMQDMVEDYR 252 267 39.4 25.0 36.0 0 2 0 2,017.8844
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% NMQDMVEDYR 258 267 40.5 25.0 26.7 2 0 0 1,316.5247
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% TNAENEFVTIK 278 288 54.3 27.8 46.1 2 0 0 1,265.6372
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% TNAENEFVTIKK 278 289 61.2 27.4 52.0 2 1 0 1,393.7322
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% SLDLDSIIAEVK 344 355 80.1 27.9 66.1 2 0 0 1,302.7153
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% YEELQITAGR 377 386 69.4 27.7 59.0 2 0 0 1,179.6005
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% NSKIEISELNR 393 403 33.8 29.3 22.0 1 0 0 1,302.7012
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% IEISELNR 396 403 42.2 28.6 12.1 2 0 0 973.5313
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% QISNLQQSISDAEQR 418 432 57.5 27.8 41.3 0 2 0 1,716.8512
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% LNDLEDALQQAK 444 455 82.6 27.3 69.2 2 0 0 1,357.6960
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% LLRDYQELMNTK 461 472 37.2 27.5 31.9 1 0 0 1,539.7838
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 52.5 25.0 46.7 0 2 0 2,565.1668
P_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 17 30 32.50% GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR 550 588 66.5 25.0 66.5 0 1 0 3,312.3083
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% SGGGFSSGSAGIINYQR 13 29 80.3 26.3 78.1 2 0 0 1,657.7929
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% FSSCGGGGGSFGAGGGFGSR 46 65 141.0 25.0 130.0 2 1 0 1,765.7349
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% SLVNLGGSKSISISVAR 66 82 46.9 25.0 46.9 1 0 0 1,687.9701
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% SLNNQFASFIDK 186 197 72.5 26.9 57.9 2 0 0 1,383.6903
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% FLEQQNQVLQTK 200 211 84.1 28.0 74.2 2 0 0 1,475.7854
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% LDSELKNMQDMVEDYR 252 267 41.4 25.0 41.4 0 2 0 2,017.8844
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% NMQDMVEDYR 258 267 45.8 25.0 33.5 4 0 0 1,316.5247
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% TNAENEFVTIK 278 288 46.7 27.8 39.2 2 0 0 1,265.6372
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% TNAENEFVTIKK 278 289 58.2 28.1 48.6 2 2 0 1,393.7322
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% SLDLDSIIAEVK 344 355 87.4 28.0 73.9 2 0 0 1,302.7153
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% YEELQITAGR 377 386 73.0 27.7 59.8 2 0 0 1,179.6005
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% KQISNLQQSISDAEQR 417 432 48.8 28.3 40.1 0 2 0 1,844.9462
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% QISNLQQSISDAEQR 418 432 92.4 27.8 89.6 2 1 0 1,716.8512
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% NKLNDLEDALQQAK 442 455 50.1 27.2 37.3 0 2 0 1,599.8339
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% LLRDYQELMNTK 461 472 42.6 27.5 36.1 1 1 0 1,539.7838
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% LALDLEIATYR 473 483 64.8 27.0 0.0 2 0 0 1,277.7101
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 62.7 25.0 61.2 0 2 0 2,565.1668
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 74.9 25.0 74.9 2 0 0 2,383.9523
P_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 23 42 43.00% GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR 550 588 55.8 25.0 54.1 0 1 0 3,312.3083
P_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 22 22.80% SGGGFSSGSAGIINYQR 13 29 45.1 26.4 43.9 2 0 0 1,657.7929
P_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 22 22.80% FSSCGGGGGSFGAGGGFGSR 46 65 115.0 25.0 103.0 2 0 0 1,765.7349
P_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 22 22.80% SLNNQFASFIDK 186 197 63.9 26.8 51.5 2 0 0 1,383.6903
P_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 22 22.80% FLEQQNQVLQTK 200 211 66.8 27.9 54.5 2 0 0 1,475.7854
P_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 22 22.80% TNAENEFVTIK 278 288 66.3 28.2 52.6 2 0 0 1,265.6372
P_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 22 22.80% TNAENEFVTIKK 278 289 55.4 27.4 45.6 2 0 0 1,393.7322
P_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 22 22.80% NSKIEISELNR 393 403 33.5 29.2 20.7 2 0 0 1,302.7012
P_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 22 22.80% NKLNDLEDALQQAK 442 455 63.5 27.1 50.6 2 0 0 1,599.8339
P_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 22 22.80% LNDLEDALQQAK 444 455 80.9 27.4 69.1 2 0 0 1,357.6960
P_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 22 22.80% LLRDYQELMNTK 461 472 24.1 27.4 17.4 1 0 0 1,539.7838
P_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 22 22.80% LALDLEIATYR 473 483 54.8 26.9 0.0 2 0 0 1,277.7101
P_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 12 12 22 22.80% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 48.6 25.0 41.4 0 1 0 2,565.1668
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% SGGGFSSGSAGIINYQR 13 29 66.3 26.4 66.3 2 0 0 1,657.7929
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% SGGGGGRFSSCGGGGGSFGAGGGFGSR 39 65 56.8 25.0 53.5 0 1 0 2,293.9755
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% FSSCGGGGGSFGAGGGFGSR 46 65 130.0 25.0 124.0 2 0 0 1,765.7349
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% SLNNQFASFIDK 186 197 65.2 26.8 51.2 2 0 0 1,383.6903
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% FLEQQNQVLQTK 200 211 76.1 28.1 64.6 2 0 0 1,475.7854
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% NMQDMVEDYR 258 267 52.5 25.0 48.9 6 0 0 1,300.5297
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% TNAENEFVTIK 278 288 55.7 28.2 46.5 1 0 0 1,265.6372
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% TNAENEFVTIKK 278 289 59.3 28.0 50.3 2 2 0 1,393.7322
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% SLDLDSIIAEVK 344 355 91.3 27.9 77.8 2 0 0 1,302.7153
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% YEELQITAGR 377 386 73.1 27.7 60.3 2 0 0 1,179.6005
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% NSKIEISELNR 393 403 33.8 28.7 26.6 1 0 0 1,302.7012
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% LNDLEDALQQAK 444 455 86.7 27.4 70.0 2 0 0 1,357.6960
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% LALDLEIATYR 473 483 54.3 27.0 0.0 2 0 0 1,277.7101
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 68.4 25.0 67.6 0 2 0 2,565.1668
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 57.9 25.0 57.9 0 2 0 2,383.9523
P_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 18 34 37.60% GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR 550 588 63.2 25.0 63.2 0 1 0 3,312.3083
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% SGGGFSSGSAGIINYQR 13 29 71.0 26.4 67.9 2 0 0 1,657.7929
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% FSSCGGGGGSFGAGGGFGSR 46 65 132.0 25.0 124.0 2 0 0 1,765.7349
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% SLNNQFASFIDK 186 197 77.9 27.2 61.8 2 0 0 1,383.6903
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% FLEQQNQVLQTK 200 211 65.6 28.0 49.7 2 0 0 1,475.7854
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% WELLQQVDTSTR 212 223 74.9 27.7 67.0 2 0 0 1,475.7490
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% LDSELKNMQDMVEDYR 252 267 28.0 25.0 28.0 0 2 0 2,017.8844
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% NMQDMVEDYR 258 267 36.2 25.0 23.1 3 0 0 1,316.5247
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% TNAENEFVTIK 278 288 42.3 27.8 38.1 1 0 0 1,265.6372
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% TNAENEFVTIKK 278 289 63.9 28.0 51.5 2 2 0 1,393.7322
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% SLDLDSIIAEVK 344 355 80.3 27.9 66.6 2 0 0 1,302.7153
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% NSKIEISELNR 393 403 34.4 29.3 21.3 2 0 0 1,302.7012
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% IEISELNR 396 403 47.7 28.6 16.2 2 0 0 973.5313
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% KQISNLQQSISDAEQR 417 432 30.6 28.3 13.0 0 2 0 1,844.9462
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% QISNLQQSISDAEQR 418 432 91.6 28.0 85.6 2 0 0 1,716.8512
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% LNDLEDALQQAK 444 455 81.8 27.3 61.8 2 0 0 1,357.6960
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% LLRDYQELMNTK 461 472 26.0 27.5 23.7 2 1 0 1,539.7838
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% LALDLEIATYR 473 483 49.1 27.0 0.0 2 0 0 1,277.7101
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 52.3 25.0 50.8 0 2 0 2,565.1668
P_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 19 21 40 36.00% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 27.3 25.0 27.3 1 0 0 2,383.9523



P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% SGGGFSSGSAGIINYQR 13 29 71.8 26.3 71.8 2 0 0 1,657.7929
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% FSSCGGGGGSFGAGGGFGSR 46 65 143.0 25.0 135.0 2 2 0 1,765.7349
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% SLVNLGGSKSISISVAR 66 82 52.7 25.0 52.7 0 1 0 1,687.9701
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% SLNNQFASFIDK 186 197 69.6 26.8 57.0 2 0 0 1,383.6903
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% FLEQQNQVLQTK 200 211 69.2 27.9 58.3 2 0 0 1,475.7854
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% WELLQQVDTSTR 212 223 54.2 27.7 50.0 2 0 0 1,475.7490
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% LDSELKNMQDMVEDYR 252 267 41.6 25.0 41.0 0 2 0 2,017.8844
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% NMQDMVEDYR 258 267 25.2 25.0 25.2 1 0 0 1,332.5196
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% TNAENEFVTIK 278 288 54.6 27.8 47.1 2 0 0 1,265.6372
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% TNAENEFVTIKK 278 289 58.6 28.0 48.3 2 2 0 1,393.7322
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% SLDLDSIIAEVK 344 355 79.3 28.0 67.9 2 0 0 1,302.7153
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% YEELQITAGR 377 386 69.6 27.6 58.8 2 0 0 1,179.6005
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% NSKIEISELNR 393 403 40.2 28.9 29.2 2 0 0 1,302.7012
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% IEISELNR 396 403 46.2 28.6 22.5 2 0 0 973.5313
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% QISNLQQSISDAEQR 418 432 94.1 28.0 88.5 2 2 0 1,716.8512
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% NKLNDLEDALQQAK 442 455 67.3 27.2 60.8 2 0 0 1,599.8339
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% LNDLEDALQQAK 444 455 79.7 27.8 62.6 2 0 0 1,357.6960
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% LALDLEIATYR 473 483 67.7 27.0 0.0 2 0 0 1,277.7101
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 51.1 25.0 49.3 0 2 0 2,565.1668
P_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 43 38.50% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 62.3 25.0 62.3 1 0 0 2,383.9523
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% SGGGFSSGSAGIINYQR 13 29 90.1 26.4 87.4 2 0 0 1,657.7929
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% FSSCGGGGGSFGAGGGFGSR 46 65 130.0 25.0 128.0 2 1 0 1,765.7349
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% SLNNQFASFIDK 186 197 74.8 26.8 61.8 2 0 0 1,383.6903
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% FLEQQNQVLQTK 200 211 55.4 28.1 46.7 1 0 0 1,475.7854
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% LDSELKNMQDMVEDYR 252 267 33.9 25.0 27.6 0 2 0 2,017.8844
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% NMQDMVEDYR 258 267 41.1 25.0 41.1 1 0 0 1,332.5196
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% TNAENEFVTIK 278 288 73.0 28.4 61.0 2 0 0 1,265.6372
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% TNAENEFVTIKK 278 289 41.3 28.0 30.5 2 2 0 1,393.7322
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% SLDLDSIIAEVK 344 355 84.7 28.0 70.3 2 0 0 1,302.7153
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% YEELQITAGR 377 386 53.8 27.7 46.2 1 0 0 1,179.6005
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% NSKIEISELNR 393 403 47.2 28.7 26.5 2 0 0 1,302.7012
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% IEISELNR 396 403 44.1 28.7 14.6 2 0 0 973.5313
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% QISNLQQSISDAEQR 418 432 85.3 27.9 73.8 2 0 0 1,716.8512
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% LNDLEDALQQAK 444 455 74.7 27.8 57.8 2 0 0 1,357.6960
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% LALDLEIATYR 473 483 54.3 27.0 0.0 2 0 0 1,277.7101
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 61.1 25.0 59.6 0 2 0 2,565.1668
P_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 36 33.70% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 93.9 25.0 93.9 2 2 0 2,383.9523
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% SGGGFSSGSAGIINYQR 13 29 65.8 26.3 65.8 1 0 0 1,657.7929
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% FSSCGGGGGSFGAGGGFGSR 46 65 38.6 25.0 38.6 0 2 0 1,765.7349
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% SLNNQFASFIDK 186 197 55.8 26.8 43.4 2 0 0 1,383.6903
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% FLEQQNQVLQTK 200 211 75.6 27.9 64.1 2 0 0 1,475.7854
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% NMQDMVEDYR 258 267 41.3 25.0 41.3 2 0 0 1,332.5196
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% NKYEDEINK 268 276 23.9 27.3 15.2 1 0 0 1,152.5532
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% TNAENEFVTIK 278 288 52.0 28.2 39.5 2 0 0 1,265.6372
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% TNAENEFVTIKK 278 289 55.2 28.1 48.7 2 0 0 1,393.7322
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% SKAEAESLYQSK 365 376 46.5 27.1 39.8 1 0 0 1,340.6692
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% YEELQITAGR 377 386 56.5 27.7 51.5 2 0 0 1,179.6005
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% IEISELNR 396 403 32.2 28.6 9.8 2 0 0 973.5313
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% LRSEIDNVK 408 416 24.1 28.7 10.1 2 0 0 1,073.5950
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% QISNLQQSISDAEQR 418 432 79.5 28.0 75.3 2 1 0 1,716.8512
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% LNDLEDALQQAK 444 455 66.6 27.3 52.0 2 0 0 1,357.6960
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% LALDLEIATYR 473 483 49.1 27.1 0.0 2 0 0 1,277.7101
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% TLLEGEESR 484 492 33.6 27.8 23.2 2 0 0 1,033.5161
P_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 19 34 32.50% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 101.0 25.0 101.0 2 2 0 2,383.9523
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% SGGGFSSGSAGIINYQR 13 29 78.3 26.3 73.0 2 0 0 1,657.7929
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% FSSCGGGGGSFGAGGGFGSR 46 65 64.4 25.0 63.7 0 2 0 1,765.7349
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% SLVNLGGSKSISISVAR 66 82 59.9 25.0 51.5 1 0 0 1,687.9701
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% SLNNQFASFIDK 186 197 71.2 26.8 53.9 2 0 0 1,383.6903
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% FLEQQNQVLQTK 200 211 73.1 28.1 53.4 2 2 0 1,475.7854
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% NMQDMVEDYR 258 267 35.5 25.0 35.5 2 0 0 1,332.5196
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% TNAENEFVTIKK 278 289 64.6 28.0 49.8 0 2 0 1,393.7322
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% DVDGAYMTKVDLQAK 290 304 23.3 27.4 17.2 0 1 0 1,669.8105
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% SLDLDSIIAEVK 344 355 76.2 28.0 58.9 2 0 0 1,302.7153
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% SKAEAESLYQSK 365 376 64.5 27.1 57.7 2 0 0 1,340.6692
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% NSKIEISELNR 393 403 38.3 28.7 26.0 2 0 0 1,302.7012
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% IEISELNRVIQR 396 407 35.9 25.0 27.6 2 0 0 1,469.8435
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% LRSEIDNVK 408 416 25.1 28.7 2.9 1 0 0 1,073.5950
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% QISNLQQSISDAEQR 418 432 82.5 27.6 78.8 2 2 0 1,716.8512
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% NKLNDLEDALQQAK 442 455 78.9 27.4 71.3 2 2 0 1,599.8339
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% LNDLEDALQQAK 444 455 69.7 27.8 55.8 1 0 0 1,357.6960
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% DYQELMNTK 464 472 24.0 25.0 15.0 1 0 0 1,141.5195
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% LALDLEIATYR 473 483 70.5 27.1 0.0 2 0 0 1,277.7101
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 75.1 25.0 67.8 0 4 0 2,581.1617
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 113.0 25.0 113.0 2 2 0 2,383.9523
P_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 21 26 47 47.80% GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR 550 588 92.5 25.0 92.5 0 2 0 3,312.3083
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% SGGGFSSGSAGIINYQR 13 29 71.9 26.3 68.1 2 0 0 1,657.7929
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% FSSCGGGGGSFGAGGGFGSR 46 65 133.0 25.0 129.0 1 0 0 1,765.7349
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% SLVNLGGSKSISISVAR 66 82 61.7 25.0 60.4 2 2 0 1,687.9701
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% SLNNQFASFIDK 186 197 65.3 26.8 49.2 2 0 0 1,383.6903
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% FLEQQNQVLQTK 200 211 64.5 27.9 50.7 2 0 0 1,475.7854
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% LDSELKNMQDMVEDYR 252 267 27.5 25.0 19.9 0 2 0 2,017.8844
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% NMQDMVEDYR 258 267 40.4 25.0 40.4 2 0 0 1,332.5196
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% TNAENEFVTIKK 278 289 47.6 27.5 37.5 2 2 0 1,393.7322
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% SLDLDSIIAEVK 344 355 75.8 27.5 67.8 2 0 0 1,302.7153
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% YEELQITAGR 377 386 35.0 28.2 30.6 2 0 0 1,179.6005
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% NSKIEISELNR 393 403 60.4 28.7 46.4 2 0 0 1,302.7012
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% IEISELNR 396 403 49.2 28.6 17.8 2 0 0 973.5313
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% QISNLQQSISDAEQR 418 432 44.9 27.7 37.7 0 2 0 1,716.8512
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% NKLNDLEDALQQAK 442 455 70.2 27.1 66.9 2 0 0 1,599.8339
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% LNDLEDALQQAK 444 455 87.9 27.8 72.6 2 0 0 1,357.6960
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% LLRDYQELMNTK 461 472 47.0 27.5 44.7 2 0 0 1,539.7838
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% DYQELMNTK 464 472 39.2 25.0 23.2 2 0 0 1,141.5195
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% LALDLEIATYR 473 483 70.6 27.0 0.0 2 0 0 1,277.7101
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% TLLEGEESR 484 492 29.1 27.9 24.9 1 0 0 1,033.5161
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 60.9 25.0 57.2 0 2 0 2,565.1668
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 78.4 25.0 78.4 2 0 0 2,383.9523
Q_01 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 22 24 46 46.00% GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR 550 588 83.6 25.0 83.6 0 2 0 3,312.3083
Q_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 22.40% SGGGFSSGSAGIINYQR 13 29 60.3 26.3 60.3 2 0 0 1,657.7929
Q_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 22.40% FSSCGGGGGSFGAGGGFGSR 46 65 121.0 25.0 105.0 2 1 0 1,765.7349
Q_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 22.40% SLNNQFASFIDK 186 197 43.6 26.8 37.8 2 0 0 1,383.6903
Q_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 22.40% FLEQQNQVLQTK 200 211 69.8 27.9 58.0 2 0 0 1,475.7854
Q_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 22.40% TNAENEFVTIKK 278 289 25.4 28.0 19.0 1 0 0 1,393.7322
Q_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 22.40% YEELQITAGR 377 386 53.8 28.2 46.6 2 0 0 1,179.6005
Q_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 22.40% IEISELNR 396 403 40.7 28.7 22.6 2 0 0 973.5313
Q_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 22.40% QISNLQQSISDAEQR 418 432 64.4 28.0 58.1 2 0 0 1,716.8512
Q_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 22.40% LNDLEDALQQAK 444 455 55.2 27.3 47.2 1 0 0 1,357.6960
Q_02 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 18 22.40% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 44.5 25.0 39.7 0 1 0 2,565.1668
Q_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 18.80% FSSCGGGGGSFGAGGGFGSR 46 65 108.0 25.0 96.8 1 0 0 1,765.7349
Q_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 18.80% SLNNQFASFIDK 186 197 47.1 26.8 32.2 2 0 0 1,383.6903
Q_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 18.80% FLEQQNQVLQTK 200 211 69.0 27.9 60.8 2 0 0 1,475.7854
Q_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 18.80% TNAENEFVTIKK 278 289 31.7 28.0 30.1 2 0 0 1,393.7322
Q_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 18.80% YEELQITAGR 377 386 57.0 28.2 49.2 2 0 0 1,179.6005



Q_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 18.80% IEISELNR 396 403 47.7 28.7 18.5 2 0 0 973.5313
Q_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 18.80% QISNLQQSISDAEQR 418 432 82.2 27.8 78.8 2 2 0 1,716.8512
Q_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 18.80% LNDLEDALQQAK 444 455 74.4 27.8 58.4 2 0 0 1,357.6960
Q_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 18.80% DYQELMNTK 464 472 28.4 25.0 17.3 1 0 0 1,141.5195
Q_03 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 18.80% LALDLEIATYR 473 483 53.8 27.0 0.0 2 0 0 1,277.7101
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% FSSCGGGGGSFGAGGGFGSR 46 65 133.0 25.0 124.0 2 0 0 1,765.7349
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% SLNNQFASFIDK 186 197 48.7 26.8 36.4 2 0 0 1,383.6903
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% FLEQQNQVLQTK 200 211 80.3 28.3 68.2 2 0 0 1,475.7854
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% WELLQQVDTSTR 212 223 53.7 27.4 48.6 2 0 0 1,475.7490
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% TNAENEFVTIKK 278 289 46.1 28.0 36.8 1 2 0 1,393.7322
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% SLDLDSIIAEVK 344 355 80.2 28.0 66.7 1 0 0 1,302.7153
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% YEELQITAGR 377 386 67.3 27.7 56.8 2 0 0 1,179.6005
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% NSKIEISELNR 393 403 28.1 28.7 14.6 1 0 0 1,302.7012
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% IEISELNR 396 403 48.2 28.7 18.7 2 0 0 973.5313
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% QISNLQQSISDAEQR 418 432 78.6 27.8 66.8 2 0 0 1,716.8512
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% LNDLEDALQQAK 444 455 71.0 27.8 52.4 2 0 0 1,357.6960
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% LALDLEIATYR 473 483 56.6 27.1 0.0 2 0 0 1,277.7101
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 71.9 25.0 67.5 0 2 0 2,565.1668
Q_04 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 14 16 27 30.40% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 53.6 25.0 53.6 1 1 0 2,383.9523
Q_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 15.50% FSSCGGGGGSFGAGGGFGSR 46 65 114.0 25.0 98.3 2 0 0 1,765.7349
Q_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 15.50% FLEQQNQVLQTK 200 211 74.2 28.2 60.0 2 0 0 1,475.7854
Q_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 15.50% WELLQQVDTSTR 212 223 46.0 27.4 41.9 2 0 0 1,475.7490
Q_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 15.50% TNAENEFVTIKK 278 289 59.0 28.1 49.4 2 2 0 1,393.7322
Q_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 15.50% YEELQITAGR 377 386 69.8 28.1 57.1 2 0 0 1,179.6005
Q_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 15.50% IEISELNR 396 403 43.0 28.9 13.4 2 0 0 973.5313
Q_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 15.50% QISNLQQSISDAEQR 418 432 74.8 27.8 74.8 2 2 0 1,716.8512
Q_05 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 8 10 19 15.50% LALDLEIATYR 473 483 51.8 27.1 0.0 1 0 0 1,277.7101
Q_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 18 26.60% SGGGFSSGSAGIINYQR 13 29 50.1 26.3 48.1 2 0 0 1,657.7929
Q_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 18 26.60% FSSCGGGGGSFGAGGGFGSR 46 65 122.0 25.0 112.0 2 0 0 1,765.7349
Q_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 18 26.60% SLNNQFASFIDK 186 197 58.3 26.8 43.4 2 0 0 1,383.6903
Q_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 18 26.60% FLEQQNQVLQTK 200 211 88.6 28.1 68.9 2 0 0 1,475.7854
Q_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 18 26.60% TNAENEFVTIKK 278 289 47.7 28.0 32.0 0 2 0 1,393.7322
Q_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 18 26.60% SLDLDSIIAEVK 344 355 84.0 27.9 71.3 1 0 0 1,302.7153
Q_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 18 26.60% QISNLQQSISDAEQR 418 432 94.4 28.1 93.5 2 0 0 1,716.8512
Q_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 18 26.60% LNDLEDALQQAK 444 455 49.8 27.4 40.6 1 0 0 1,357.6960
Q_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 18 26.60% DYQELMNTK 464 472 32.6 25.0 21.0 2 0 0 1,141.5195
Q_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 18 26.60% LALDLEIATYR 473 483 50.5 27.1 0.0 1 0 0 1,277.7101
Q_06 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 11 18 26.60% GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR 550 588 43.7 25.0 43.7 0 1 0 3,312.3083
Q_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 22.50% FSSCGGGGGSFGAGGGFGSR 46 65 115.0 25.0 103.0 2 0 0 1,765.7349
Q_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 22.50% SLNNQFASFIDK 186 197 77.9 27.2 62.6 2 0 0 1,383.6903
Q_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 22.50% FLEQQNQVLQTK 200 211 81.3 28.3 68.6 2 0 0 1,475.7854
Q_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 22.50% LDSELKNMQDMVEDYR 252 267 30.9 25.0 25.0 0 1 0 2,017.8844
Q_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 22.50% TNAENEFVTIKK 278 289 62.0 28.0 52.1 2 0 0 1,393.7322
Q_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 22.50% SLDLDSIIAEVK 344 355 63.0 28.0 53.2 1 0 0 1,302.7153
Q_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 22.50% QISNLQQSISDAEQR 418 432 92.4 27.8 86.8 2 2 0 1,716.8512
Q_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 22.50% DYQELMNTK 464 472 35.4 25.0 21.1 2 0 0 1,141.5195
Q_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 22.50% LALDLEIATYR 473 483 59.4 27.1 0.0 2 0 0 1,277.7101
Q_07 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 20 22.50% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 49.0 25.0 46.8 0 2 0 2,565.1668
Q_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 22.50% FSSCGGGGGSFGAGGGFGSR 46 65 126.0 25.0 110.0 2 0 0 1,765.7349
Q_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 22.50% SLNNQFASFIDK 186 197 75.3 26.8 58.1 2 0 0 1,383.6903
Q_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 22.50% FLEQQNQVLQTK 200 211 65.5 28.1 52.7 2 0 0 1,475.7854
Q_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 22.50% WELLQQVDTSTR 212 223 56.4 27.7 39.4 2 0 0 1,475.7490
Q_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 22.50% TNAENEFVTIK 278 288 62.1 28.2 48.7 2 0 0 1,265.6372
Q_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 22.50% SLDLDSIIAEVK 344 355 82.9 28.0 69.9 2 0 0 1,302.7153
Q_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 22.50% IEISELNR 396 403 44.7 28.7 13.6 2 0 0 973.5313
Q_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 22.50% QISNLQQSISDAEQR 418 432 42.1 27.7 41.0 0 2 0 1,716.8512
Q_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 22.50% LNDLEDALQQAK 444 455 82.9 27.8 70.2 2 0 0 1,357.6960
Q_08 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 10 11 22 22.50% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 86.3 25.0 86.3 2 2 0 2,383.9523
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% SGGGFSSGSAGIINYQR 13 29 62.0 26.3 62.0 2 0 0 1,657.7929
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% FSSCGGGGGSFGAGGGFGSR 46 65 139.0 25.0 126.0 2 0 0 1,765.7349
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% SLNNQFASFIDK 186 197 69.5 26.8 53.5 2 0 0 1,383.6903
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% FLEQQNQVLQTK 200 211 78.0 28.2 59.3 2 0 0 1,475.7854
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% LDSELKNMQDMVEDYR 252 267 27.0 25.0 21.8 0 1 0 2,017.8844
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% NMQDMVEDYR 258 267 34.1 25.0 34.1 2 0 0 1,332.5196
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% TNAENEFVTIKK 278 289 50.0 28.1 37.5 2 0 0 1,393.7322
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% SLDLDSIIAEVK 344 355 67.5 27.9 56.1 2 0 0 1,302.7153
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% SKAEAESLYQSK 365 376 48.2 27.4 38.9 2 0 0 1,340.6692
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% IEISELNR 396 403 52.0 28.6 28.1 2 0 0 973.5313
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% LRSEIDNVK 408 416 25.2 28.7 10.2 2 0 0 1,073.5950
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% QISNLQQSISDAEQR 418 432 98.5 27.9 95.0 2 1 0 1,716.8512
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% NKLNDLEDALQQAK 442 455 73.3 27.2 68.0 2 2 0 1,599.8339
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% LALDLEIATYR 473 483 55.4 27.1 0.0 2 0 0 1,277.7101
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 57.5 25.0 56.2 0 4 0 2,565.1668
Q_09 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 20 38 35.20% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 119.0 25.0 119.0 2 2 0 2,383.9523
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% SGGGFSSGSAGIINYQR 13 29 70.7 26.3 70.7 2 0 0 1,657.7929
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% FSSCGGGGGSFGAGGGFGSR 46 65 125.0 25.0 111.0 2 1 0 1,765.7349
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% SLVNLGGSKSISISVAR 66 82 29.2 25.0 29.2 0 1 0 1,687.9701
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% SLNNQFASFIDK 186 197 72.1 26.8 58.0 2 0 0 1,383.6903
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% FLEQQNQVLQTK 200 211 83.8 27.9 75.6 2 0 0 1,475.7854
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% LDSELKNMQDMVEDYR 252 267 33.9 25.0 28.1 0 2 0 2,017.8844
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% TNAENEFVTIK 278 288 39.2 28.2 28.8 2 0 0 1,265.6372
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% TNAENEFVTIKK 278 289 40.3 27.4 29.0 1 1 0 1,393.7322
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% SKAEAESLYQSK 365 376 46.4 27.2 41.5 2 0 0 1,340.6692
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% YEELQITAGR 377 386 69.5 27.6 57.5 2 0 0 1,179.6005
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% NSKIEISELNR 393 403 26.9 29.3 15.3 1 0 0 1,302.7012
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% IEISELNR 396 403 40.6 28.6 24.8 2 0 0 973.5313
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% LRSEIDNVK 408 416 24.7 28.7 7.4 1 0 0 1,073.5950
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% QISNLQQSISDAEQR 418 432 88.5 27.9 84.7 2 0 0 1,716.8512
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% LNDLEDALQQAK 444 455 70.9 27.8 56.2 2 0 0 1,357.6960
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% DYQELMNTK 464 472 38.9 25.0 23.0 2 0 0 1,141.5195
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% LALDLEIATYR 473 483 64.0 27.1 0.0 2 0 0 1,277.7101
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% TLLEGEESR 484 492 22.5 27.8 17.6 1 0 0 1,033.5161
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 53.9 25.0 52.7 0 2 0 2,565.1668
Q_10 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 23 39 40.50% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 98.7 25.0 98.7 2 2 0 2,383.9523
Q_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 24 23.90% FSSCGGGGGSFGAGGGFGSR 46 65 138.0 25.0 131.0 2 0 0 1,765.7349
Q_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 24 23.90% SLNNQFASFIDK 186 197 63.3 26.8 48.8 2 0 0 1,383.6903
Q_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 24 23.90% NMQDMVEDYR 258 267 43.4 25.0 42.4 2 0 0 1,332.5196
Q_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 24 23.90% TNAENEFVTIKK 278 289 88.2 28.0 79.3 2 1 0 1,393.7322
Q_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 24 23.90% SLDLDSIIAEVK 344 355 77.7 27.9 64.9 1 0 0 1,302.7153
Q_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 24 23.90% YEELQITAGR 377 386 65.1 28.1 57.6 2 0 0 1,179.6005
Q_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 24 23.90% QISNLQQSISDAEQR 418 432 81.8 28.1 77.7 2 1 0 1,716.8512
Q_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 24 23.90% LNDLEDALQQAK 444 455 88.7 27.4 77.5 2 0 0 1,357.6960
Q_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 24 23.90% DYQELMNTK 464 472 38.7 25.0 18.6 2 0 0 1,141.5195
Q_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 24 23.90% LALDLEIATYR 473 483 56.5 27.0 0.0 2 0 0 1,277.7101
Q_11 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 11 15 24 23.90% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 92.9 25.0 92.9 2 1 0 2,383.9523
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% SGGGFSSGSAGIINYQR 13 29 77.2 26.4 75.6 2 0 0 1,657.7929
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% FSSCGGGGGSFGAGGGFGSR 46 65 99.1 25.0 95.3 2 1 0 1,765.7349
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% SLNNQFASFIDK 186 197 59.7 26.8 45.5 2 0 0 1,383.6903
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% FLEQQNQVLQTK 200 211 82.3 27.9 73.2 2 0 0 1,475.7854
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% LDSELKNMQDMVEDYR 252 267 30.3 25.0 30.3 0 2 0 2,017.8844
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% NMQDMVEDYR 258 267 41.2 25.0 41.2 4 0 0 1,332.5196
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% TNAENEFVTIK 278 288 54.3 28.2 36.8 2 0 0 1,265.6372



Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% TNAENEFVTIKK 278 289 58.8 28.0 54.3 2 2 0 1,393.7322
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% SLDLDSIIAEVK 344 355 84.6 28.0 70.4 2 0 0 1,302.7153
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% IEISELNR 396 403 42.7 28.6 14.8 2 0 0 973.5313
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% IEISELNRVIQR 396 407 40.5 25.0 30.8 1 0 0 1,469.8435
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% NKLNDLEDALQQAK 442 455 67.4 27.2 60.3 2 1 0 1,599.8339
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% LNDLEDALQQAK 444 455 87.9 27.9 71.7 2 0 0 1,357.6960
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% LALDLEIATYR 473 483 67.2 27.3 0.0 2 0 0 1,277.7101
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 61.4 25.0 57.6 0 2 0 2,565.1668
Q_12 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 21 39 30.30% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 86.6 25.0 86.6 2 2 0 2,383.9523
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% SGGGFSSGSAGIINYQR 13 29 71.3 26.3 71.3 2 0 0 1,657.7929
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% FSSCGGGGGSFGAGGGFGSR 46 65 104.0 25.0 101.0 2 0 0 1,765.7349
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% SLNNQFASFIDK 186 197 57.9 26.8 40.3 2 0 0 1,383.6903
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% FLEQQNQVLQTK 200 211 76.1 27.9 64.7 2 0 0 1,475.7854
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% WELLQQVDTSTR 212 223 58.6 27.4 52.7 2 0 0 1,475.7490
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% NMQDMVEDYR 258 267 31.8 25.0 31.8 2 0 0 1,332.5196
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% TNAENEFVTIK 278 288 67.6 28.2 52.3 2 0 0 1,265.6372
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% TNAENEFVTIKK 278 289 61.8 28.0 52.4 2 1 0 1,393.7322
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% SLDLDSIIAEVK 344 355 95.1 27.9 80.2 1 0 0 1,302.7153
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% YEELQITAGR 377 386 72.1 27.6 61.3 2 0 0 1,179.6005
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% IEISELNR 396 403 50.0 28.6 16.6 2 0 0 973.5313
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% QISNLQQSISDAEQR 418 432 85.6 28.1 80.2 2 2 0 1,716.8512
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% LNDLEDALQQAK 444 455 76.2 27.4 60.3 2 0 0 1,357.6960
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% LALDLEIATYR 473 483 70.4 27.0 0.0 2 0 0 1,277.7101
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 30.2 25.0 26.9 0 2 0 2,565.1668
Q_13 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 16 19 34 34.20% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 45.4 25.0 45.4 1 1 0 2,383.9523
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% SGGGFSSGSAGIINYQR 13 29 70.7 26.4 67.3 2 0 0 1,657.7929
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% FSSCGGGGGSFGAGGGFGSR 46 65 47.2 25.0 46.7 0 1 0 1,765.7349
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% SLNNQFASFIDK 186 197 59.8 26.8 41.1 2 0 0 1,383.6903
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% FLEQQNQVLQTK 200 211 78.2 28.0 63.7 2 0 0 1,475.7854
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% LDSELKNMQDMVEDYR 252 267 33.4 25.0 33.4 0 1 0 2,017.8844
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% NMQDMVEDYR 258 267 41.3 25.0 41.3 2 0 0 1,332.5196
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% TNAENEFVTIK 278 288 59.5 28.2 48.2 2 0 0 1,265.6372
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% TNAENEFVTIKK 278 289 56.3 27.4 50.4 2 1 0 1,393.7322
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% SLDLDSIIAEVK 344 355 96.0 27.5 87.0 2 0 0 1,302.7153
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% YEELQITAGR 377 386 67.2 27.7 57.2 2 0 0 1,179.6005
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% NSKIEISELNR 393 403 35.7 29.3 18.0 1 0 0 1,302.7012
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% IEISELNR 396 403 43.7 28.6 14.4 2 0 0 973.5313
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% QISNLQQSISDAEQR 418 432 78.1 28.0 68.6 2 2 0 1,716.8512
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% NKLNDLEDALQQAK 442 455 74.2 27.1 59.0 2 0 0 1,599.8339
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% LALDLEIATYR 473 483 67.6 27.0 0.0 2 0 0 1,277.7101
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 60.7 25.0 59.5 0 2 0 2,565.1668
Q_14 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 17 20 35 34.00% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 66.9 25.0 66.9 2 1 0 2,383.9523
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% SGGGFSSGSAGIINYQR 13 29 76.8 26.4 76.8 2 0 0 1,657.7929
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% FSSCGGGGGSFGAGGGFGSR 46 65 30.9 25.0 30.9 0 1 0 1,765.7349
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% SLVNLGGSKSISISVAR 66 82 59.8 25.0 59.8 2 0 0 1,687.9701
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% SLNNQFASFIDK 186 197 64.0 26.8 47.6 2 0 0 1,383.6903
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% FLEQQNQVLQTK 200 211 69.2 28.1 57.4 2 0 0 1,475.7854
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% WELLQQVDTSTR 212 223 64.9 27.7 54.9 2 0 0 1,475.7490
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% LDSELKNMQDMVEDYR 252 267 30.2 25.0 30.0 0 2 0 2,017.8844
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% NMQDMVEDYR 258 267 37.9 25.0 37.9 2 0 0 1,332.5196
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% TNAENEFVTIK 278 288 67.4 28.2 54.0 2 0 0 1,265.6372
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% TNAENEFVTIKK 278 289 61.5 28.0 47.3 2 2 0 1,393.7322
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% SLDLDSIIAEVK 344 355 99.1 28.0 83.3 2 0 0 1,302.7153
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% YEELQITAGR 377 386 69.7 27.7 53.4 2 0 0 1,179.6005
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% IEISELNR 396 403 36.7 28.6 15.9 2 0 0 973.5313
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% QISNLQQSISDAEQR 418 432 86.1 27.9 80.5 2 0 0 1,716.8512
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% NKLNDLEDALQQAK 442 455 72.9 27.2 58.3 2 0 0 1,599.8339
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% LALDLEIATYR 473 483 67.0 27.3 0.0 2 0 0 1,277.7101
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 71.5 25.0 64.4 0 4 0 2,581.1617
Q_15 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 18 21 41 38.00% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 80.1 25.0 80.1 2 2 0 2,383.9523
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% SGGGFSSGSAGIINYQR 13 29 80.3 26.3 79.0 2 0 0 1,657.7929
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% SLVNLGGSKSISISVAR 66 82 47.2 25.0 47.2 1 0 0 1,687.9701
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% SLNNQFASFIDK 186 197 75.1 26.8 60.7 2 0 0 1,383.6903
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% FLEQQNQVLQTK 200 211 79.2 28.1 69.1 2 0 0 1,475.7854
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% WELLQQVDTSTR 212 223 64.1 27.4 52.8 2 0 0 1,475.7490
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% LDSELKNMQDMVEDYR 252 267 33.1 25.0 33.0 0 2 0 2,017.8844
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% NMQDMVEDYR 258 267 40.5 25.0 40.5 2 0 0 1,332.5196
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% TNAENEFVTIKK 278 289 52.3 27.7 40.4 0 2 0 1,393.7322
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% SLDLDSIIAEVK 344 355 83.0 28.0 67.2 2 0 0 1,302.7153
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% YEELQITAGR 377 386 67.1 28.1 57.0 1 0 0 1,179.6005
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% NSKIEISELNR 393 403 57.4 28.7 45.7 1 0 0 1,302.7012
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% QISNLQQSISDAEQR 418 432 87.8 27.8 84.2 2 2 0 1,716.8512
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% NKLNDLEDALQQAK 442 455 69.7 27.2 62.9 2 2 0 1,599.8339
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% LNDLEDALQQAK 444 455 80.1 27.8 62.7 2 0 0 1,357.6960
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% LLRDYQELMNTK 461 472 29.6 28.5 19.1 2 0 0 1,523.7888
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% DYQELMNTK 464 472 33.1 25.0 18.4 2 0 0 1,141.5195
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% LALDLEIATYR 473 483 53.0 27.0 0.0 2 0 0 1,277.7101
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% MSGECAPNVSVSVSTSHTTISGGGSR 493 518 76.2 25.0 68.8 0 4 0 2,581.1617
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% GGGGGGYGSGGSSYGSGGGSYGSGGGGGGGR 519 549 116.0 25.0 116.0 2 1 0 2,383.9523
Q_16 Keratin, type II cytoskeletal 1 K2C1_HUMAN 66,040 20 25 44 43.30% GSYGSGGSSYGSGGGSYGSGGGGGGHGSYGSGSSSGGYR 550 588 129.0 25.0 129.0 0 2 0 3,312.3083
B_07 Keratin, type II cytoskeletal 1b K2C1B_HUMAN 61,902 6 6 8 14.90% STSGFCQGGGVGGFGGGR 78 95 42.9 25.0 42.9 1 0 0 1,644.7186
B_07 Keratin, type II cytoskeletal 1b K2C1B_HUMAN 61,902 6 6 8 14.90% FLEQQNQVLQTK 184 195 86.2 28.6 71.7 4 0 0 1,475.7854
B_07 Keratin, type II cytoskeletal 1b K2C1B_HUMAN 61,902 6 6 8 14.90% QVDLLSAEQMR 225 235 26.6 28.4 18.9 1 0 0 1,289.6519
B_07 Keratin, type II cytoskeletal 1b K2C1B_HUMAN 61,902 6 6 8 14.90% TGSENDFVVLK 262 272 51.0 28.4 39.5 1 0 0 1,208.6158
B_07 Keratin, type II cytoskeletal 1b K2C1B_HUMAN 61,902 6 6 8 14.90% VDTLTGEVNFLK 289 300 76.6 28.2 62.8 2 0 0 1,335.7156
B_07 Keratin, type II cytoskeletal 1b K2C1B_HUMAN 61,902 6 6 8 14.90% YQELQITAGR 361 370 72.0 27.7 51.8 2 0 0 1,178.6165
B_07 Keratin, type II cytoskeletal 1b K2C1B_HUMAN 61,902 6 6 8 14.90% LQDLEEALQQSK 428 439 48.5 28.2 40.8 1 0 0 1,401.7222
A_10 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 2 2 2 7.30% WNLLQQQTTTTSSK 183 196 73.1 28.5 62.0 1 0 0 1,635.8338
A_10 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 2 2 2 7.30% AQYEEIAQR 327 335 32.9 27.1 23.3 2 0 0 1,107.5429
A_10 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 2 2 2 7.30% VQQLQISVDQHGDNLK 348 363 21.3 27.9 18.0 0 1 0 1,821.9456
A_18 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 3 3 4 8.61% GFSCGSAIVGGGK 14 26 41.4 26.7 26.2 1 0 0 1,196.5730
A_18 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 3 3 4 8.61% VDSLNDEINFLK 276 287 60.3 28.2 54.0 2 0 0 1,406.7163
A_18 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 3 3 4 8.61% AQYEEIAQR 327 335 37.7 27.1 30.4 2 0 0 1,107.5429
A_18 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 3 3 4 8.61% RVELEAALQQAK 415 426 29.8 26.8 11.5 1 0 0 1,355.7642
C_18 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 2 2 4 5.62% WNLLQQQTTTTSSK 183 196 89.7 28.5 74.4 2 0 0 1,635.8338
C_18 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 2 2 4 5.62% VQQLQISVDQHGDNLK 348 363 28.9 27.9 21.9 0 2 0 1,821.9456
P_04 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 3 4 5 13.50% GAFSSVSMSGGAGR 28 41 41.2 25.0 28.8 1 0 0 1,286.5794
P_04 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 3 4 5 13.50% SISMSVAGSR 60 69 27.1 27.7 23.7 2 0 0 994.4985
P_04 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 3 4 5 13.50% SKAEAEALYQTK 336 347 52.1 27.5 48.4 2 0 0 1,338.6900
P_04 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 3 4 5 13.50% VQQLQISVDQHGDNLK 348 363 23.7 27.8 19.6 0 2 0 1,821.9456
P_04 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 3 4 5 13.50% LALDIEIATYR 444 454 54.4 27.0 0.0 2 0 0 1,277.7101
P_04 Keratin, type II cytoskeletal 4 K2C4_HUMAN 57,286 3 4 5 13.50% KLLEGEEYR 455 463 30.5 27.5 28.8 2 0 0 1,136.5947
A_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.60% SFSTASAITPSVSR 16 29 38.0 27.9 38.0 1 0 0 1,410.7222
A_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.60% VSLAGACGVGGYGSR 49 63 57.2 27.2 54.9 2 0 0 1,410.6795
A_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.60% ISISTSGGSFR 74 84 47.5 27.0 43.3 1 0 0 1,111.5742
A_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.60% FASFIDKVR 179 187 39.6 26.9 11.3 2 0 0 1,082.5993
A_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.60% WTLLQEQGTK 200 209 43.0 28.2 31.4 2 0 0 1,203.6370
A_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.60% TTAENEFVMLK 266 276 21.6 26.2 15.7 2 0 0 1,298.6298
A_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.60% TEAESWYQTK 355 364 47.5 25.0 42.5 2 0 0 1,242.5637
A_03 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% VSLAGACGVGGYGSR 49 63 68.9 26.6 61.0 2 0 0 1,410.6795
A_03 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% ISISTSGGSFR 74 84 42.2 27.0 42.2 2 0 0 1,111.5742
A_03 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% WTLLQEQGTK 200 209 36.6 29.1 20.2 2 0 0 1,203.6370



A_03 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% NLDLDSIIAEVK 332 343 75.3 27.7 58.2 2 0 0 1,329.7262
A_04 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.41% VSLAGACGVGGYGSR 49 63 93.1 27.1 91.5 2 0 0 1,410.6795
A_04 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.41% ISISTSGGSFR 74 84 25.3 27.0 25.3 1 0 0 1,111.5742
A_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.24% VSLAGACGVGGYGSR 49 63 104.0 26.5 102.0 2 0 0 1,410.6795
A_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.24% TEAESWYQTK 355 364 20.8 25.0 14.7 1 0 0 1,242.5637
A_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 5.93% VSLAGACGVGGYGSR 49 63 81.8 26.7 78.4 2 0 0 1,410.6795
A_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 5.93% ISISTSGGSFR 74 84 45.7 27.0 45.7 2 0 0 1,111.5742
A_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 5.93% AQYEEIANR 344 352 28.8 27.8 16.6 1 0 0 1,093.5272
A_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% VSLAGACGVGGYGSR 49 63 80.3 27.1 77.8 2 0 0 1,410.6795
A_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% ISISTSGGSFR 74 84 58.9 27.0 58.3 2 0 0 1,111.5742
A_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% NLDLDSIIAEVK 332 343 69.8 27.9 49.6 1 0 0 1,329.7262
A_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% AQYEEIANR 344 352 29.1 27.6 21.6 2 0 0 1,093.5272
A_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% YEELQQTAGR 365 374 39.6 26.9 33.2 1 0 0 1,194.5750
A_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 9.49% VSLAGACGVGGYGSR 49 63 67.5 26.7 64.5 2 0 0 1,410.6795
A_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 9.49% ISISTSGGSFR 74 84 58.0 27.0 53.4 2 0 0 1,111.5742
A_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 9.49% QLDSIVGER 229 237 25.9 27.0 23.0 1 0 0 1,016.5372
A_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 9.49% TTAENEFVMLK 266 276 30.1 26.2 22.2 1 0 0 1,298.6298
A_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 9.49% TEAESWYQTK 355 364 20.2 25.0 12.5 1 0 0 1,242.5637
A_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.46% VSLAGACGVGGYGSR 49 63 90.0 26.5 90.0 2 0 0 1,410.6795
A_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.46% ISISTSGGSFR 74 84 50.1 27.0 49.1 2 0 0 1,111.5742
A_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.46% FASFIDKVR 179 187 32.0 27.0 13.1 1 0 0 1,082.5993
A_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.46% QLDSIVGER 229 237 31.0 27.7 13.9 2 0 0 1,016.5372
A_29 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% VSLAGACGVGGYGSR 49 63 69.7 27.1 69.7 2 0 0 1,410.6795
A_29 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% FASFIDKVR 179 187 34.8 26.8 10.0 2 0 0 1,082.5993
A_29 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% VDALMDEINFMK 293 304 45.0 25.0 45.0 2 0 0 1,457.6653
A_29 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% NLDLDSIIAEVK 332 343 71.1 27.6 57.5 2 0 0 1,329.7262
A_30 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 7.97% VSLAGACGVGGYGSR 49 63 68.8 26.8 68.8 2 0 0 1,410.6795
A_30 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 7.97% WTLLQEQGTK 200 209 42.7 28.3 29.4 2 0 0 1,203.6370
A_30 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 7.97% NMQDLVEDFK 246 255 35.3 25.1 0.0 1 0 0 1,238.5723
A_30 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 7.97% NLDLDSIIAEVK 332 343 67.3 27.6 49.3 2 0 0 1,329.7262
A_31 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 10.00% VSLAGACGVGGYGSR 49 63 68.0 26.6 66.3 2 0 0 1,410.6795
A_31 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 10.00% WTLLQEQGTK 200 209 39.4 28.2 16.8 2 0 0 1,203.6370
A_31 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 10.00% NMQDLVEDFK 246 255 30.0 25.2 9.0 2 0 0 1,238.5723
A_31 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 10.00% VDALMDEINFMK 293 304 25.0 25.0 24.8 2 0 0 1,457.6653
A_31 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 10.00% NLDLDSIIAEVK 332 343 67.1 27.7 56.7 1 0 0 1,329.7262
A_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 10 12 21 22.70% SFSTASAITPSVSR 16 29 34.4 28.2 25.8 1 0 0 1,410.7222
A_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 10 12 21 22.70% VSLAGACGVGGYGSR 49 63 97.4 26.7 94.4 2 0 0 1,410.6795
A_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 10 12 21 22.70% ISISTSGGSFR 74 84 52.1 27.0 52.1 2 0 0 1,111.5742
A_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 10 12 21 22.70% WTLLQEQGTK 200 209 40.3 28.2 18.1 2 0 0 1,203.6370
A_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 10 12 21 22.70% TTAENEFVMLK 266 276 34.2 26.2 31.7 1 0 0 1,298.6298
A_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 10 12 21 22.70% VDALMDEINFMK 293 304 47.5 25.0 40.4 2 0 0 1,457.6653
A_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 10 12 21 22.70% NLDLDSIIAEVK 332 343 66.3 27.7 45.9 3 0 0 1,329.7262
A_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 10 12 21 22.70% SRTEAESWYQTK 353 364 31.9 25.0 23.1 1 0 0 1,485.6968
A_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 10 12 21 22.70% YEELQQTAGR 365 374 27.9 26.3 24.9 2 0 0 1,194.5750
A_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 10 12 21 22.70% QCANLQNAIADAEQR 406 420 85.5 25.0 78.9 2 2 0 1,701.7974
A_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 10 12 21 22.70% NKLAELEEALQK 430 441 63.6 28.5 48.8 2 2 0 1,385.7636
A_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 10 12 21 22.70% LAELEEALQK 432 441 51.0 27.7 38.9 2 0 0 1,143.6257
B_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 10.00% VSLAGACGVGGYGSR 49 63 85.8 27.1 82.1 2 0 0 1,410.6795
B_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 10.00% ISISTSGGSFR 74 84 41.5 27.0 41.5 2 0 0 1,111.5742
B_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 10.00% TTAENEFVMLK 266 276 34.3 26.3 21.9 2 0 0 1,298.6298
B_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 10.00% NLDLDSIIAEVK 332 343 66.5 27.6 55.9 2 0 0 1,329.7262
B_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 10.00% TEAESWYQTK 355 364 53.4 25.0 40.1 2 0 0 1,242.5637
B_26 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 4.41% VSLAGACGVGGYGSR 49 63 71.4 27.2 70.4 1 0 0 1,410.6795
B_26 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 4.41% ISISTSGGSFR 74 84 22.4 27.1 20.8 1 0 0 1,111.5742
B_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 10.30% VSLAGACGVGGYGSR 49 63 81.8 26.6 79.0 2 0 0 1,410.6795
B_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 10.30% ISISTSGGSFR 74 84 40.1 27.1 36.0 1 0 0 1,111.5742
B_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 10.30% TTAENEFVMLK 266 276 30.7 26.3 22.3 1 0 0 1,298.6298
B_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 10.30% VDALMDEINFMK 293 304 57.9 25.0 54.1 2 0 0 1,457.6653
B_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 10.30% NLDLDSIIAEVK 332 343 73.5 27.6 58.8 2 0 0 1,329.7262
C_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 12.50% VSLAGACGVGGYGSR 49 63 74.3 27.1 74.3 2 0 0 1,410.6795
C_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 12.50% FASFIDKVR 179 187 22.9 26.9 3.4 1 0 0 1,082.5993
C_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 12.50% WTLLQEQGTK 200 209 41.2 28.2 26.2 2 0 0 1,203.6370
C_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 12.50% TTAENEFVMLK 266 276 30.3 26.3 9.4 1 0 0 1,298.6298
C_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 12.50% AQYEEIANR 344 352 24.3 27.6 11.4 1 0 0 1,093.5272
C_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 12.50% TEAESWYQTK 355 364 40.2 25.0 33.1 2 0 0 1,242.5637
C_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 12.50% YEELQQTAGR 365 374 24.4 26.7 21.7 1 0 0 1,194.5750
C_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.41% VSLAGACGVGGYGSR 49 63 42.8 27.1 42.8 2 0 0 1,410.6795
C_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.41% ISISTSGGSFR 74 84 42.3 27.6 42.3 1 0 0 1,111.5742
C_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% VSLAGACGVGGYGSR 49 63 89.1 26.6 86.7 2 0 0 1,410.6795
C_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% ISISTSGGSFR 74 84 32.2 27.5 26.5 1 0 0 1,111.5742
C_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% NLDLDSIIAEVK 332 343 81.7 27.7 65.9 2 0 0 1,329.7262
C_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% AQYEEIANR 344 352 23.3 27.4 17.4 1 0 0 1,093.5272
C_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% LAELEEALQK 432 441 43.2 28.5 24.1 2 0 0 1,143.6257
C_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 9.49% VSLAGACGVGGYGSR 49 63 68.9 26.6 59.4 2 0 0 1,410.6795
C_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 9.49% WTLLQEQGTK 200 209 31.0 29.0 9.6 1 0 0 1,203.6370
C_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 9.49% QLDSIVGER 229 237 34.2 28.2 23.2 1 0 0 1,016.5372
C_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 9.49% NLDLDSIIAEVK 332 343 78.3 27.7 56.2 2 0 0 1,329.7262
C_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 9.49% TEAESWYQTK 355 364 35.7 25.0 24.4 1 0 0 1,242.5637
C_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.44% VSLAGACGVGGYGSR 49 63 47.2 26.6 42.3 1 0 0 1,410.6795
C_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.44% ISISTSGGSFR 74 84 27.3 27.0 27.3 2 0 0 1,111.5742
C_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.44% NLDLDSIIAEVK 332 343 60.0 27.7 48.8 2 0 0 1,329.7262
C_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.63% VSLAGACGVGGYGSR 49 63 91.2 26.7 88.6 2 0 0 1,410.6795
C_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.63% ISISTSGGSFR 74 84 57.3 27.0 42.9 2 0 0 1,111.5742
C_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.63% FASFIDKVR 179 187 40.3 26.8 10.0 2 0 0 1,082.5993
C_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.63% WTLLQEQGTK 200 209 33.9 28.5 23.8 2 0 0 1,203.6370
C_22 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.27% SFSTASAITPSVSR 16 29 36.8 28.2 30.6 2 0 0 1,410.7222
C_22 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.27% ISISTSGGSFR 74 84 56.5 27.0 51.9 2 0 0 1,111.5742
C_22 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.27% NLDLDSIIAEVK 332 343 67.1 27.7 41.2 2 0 0 1,329.7262
C_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 9.66% VSLAGACGVGGYGSR 49 63 76.7 26.5 76.7 2 0 0 1,410.6795
C_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 9.66% ISISTSGGSFR 74 84 43.8 27.0 40.3 1 0 0 1,111.5742
C_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 9.66% FASFIDKVR 179 187 44.4 26.8 13.2 2 0 0 1,082.5993
C_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 9.66% WTLLQEQGTK 200 209 48.8 28.2 33.7 2 0 0 1,203.6370
C_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 9.66% SRTEAESWYQTK 353 364 23.6 25.0 15.4 0 1 0 1,485.6968
C_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 10.50% VSLAGACGVGGYGSR 49 63 102.0 26.5 96.7 2 0 0 1,410.6795
C_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 10.50% ISISTSGGSFR 74 84 49.7 27.5 45.5 1 0 0 1,111.5742
C_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 10.50% TLNNKFASFIDKVR 174 187 31.9 26.0 30.5 0 1 0 1,652.9119
C_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 10.50% FASFIDKVR 179 187 36.3 26.8 14.4 1 0 0 1,082.5993
C_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 10.50% WTLLQEQGTK 200 209 39.0 28.5 25.1 2 0 0 1,203.6370
C_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 10.50% NLDLDSIIAEVK 332 343 73.9 27.7 51.8 2 0 0 1,329.7262
C_25 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.81% VSLAGACGVGGYGSR 49 63 85.1 26.6 85.1 2 0 0 1,410.6795
C_25 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.81% ISISTSGGSFR 74 84 53.5 27.0 53.5 2 0 0 1,111.5742
C_25 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.81% TLNNKFASFIDKVR 174 187 41.3 26.0 38.5 0 1 0 1,652.9119
C_25 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.81% NLDLDSIIAEVK 332 343 74.1 27.7 54.6 2 0 0 1,329.7262
C_28 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.20% VSLAGACGVGGYGSR 49 63 66.4 26.6 66.4 2 0 0 1,410.6795
C_28 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.20% ISISTSGGSFR 74 84 31.8 27.0 26.7 2 0 0 1,111.5742
C_28 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.20% WTLLQEQGTK 200 209 34.5 28.2 18.0 2 0 0 1,203.6370
C_28 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.20% NLDLDSIIAEVK 332 343 73.7 27.7 56.4 2 0 0 1,329.7262
C_28 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.20% NKLAELEEALQK 430 441 32.2 28.4 22.7 1 0 0 1,385.7636
C_29 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.70% VSLAGACGVGGYGSR 49 63 82.3 26.6 75.1 2 0 0 1,410.6795
C_29 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.70% ISISTSGGSFR 74 84 42.2 27.4 42.2 2 0 0 1,111.5742
C_29 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.70% FASFIDKVR 179 187 40.7 26.8 24.1 2 0 0 1,082.5993
C_29 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.70% WTLLQEQGTK 200 209 38.5 28.2 17.4 2 0 0 1,203.6370



C_29 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.70% NLDLDSIIAEVK 332 343 77.1 27.7 66.3 2 0 0 1,329.7262
C_29 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.70% NKLAELEEALQK 430 441 40.1 28.4 28.4 1 0 0 1,385.7636
C_31 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% VSLAGACGVGGYGSR 49 63 77.3 26.7 76.3 2 0 0 1,410.6795
C_31 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% ISISTSGGSFR 74 84 34.2 27.0 30.6 2 0 0 1,111.5742
C_31 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% FASFIDKVR 179 187 28.3 26.8 6.0 1 0 0 1,082.5993
C_31 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% WTLLQEQGTK 200 209 24.8 28.5 15.5 1 0 0 1,203.6370
C_31 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% NLDLDSIIAEVK 332 343 69.1 27.7 52.8 2 0 0 1,329.7262
C_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 14.70% VSLAGACGVGGYGSR 49 63 78.6 26.7 77.1 2 0 0 1,410.6795
C_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 14.70% TLNNKFASFIDKVR 174 187 27.9 25.9 23.3 0 2 0 1,652.9119
C_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 14.70% FASFIDKVR 179 187 32.1 27.1 14.2 2 0 0 1,082.5993
C_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 14.70% WTLLQEQGTK 200 209 44.0 28.2 31.4 2 0 0 1,203.6370
C_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 14.70% VDALMDEINFMK 293 304 27.3 25.0 27.3 2 0 0 1,457.6653
C_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 14.70% NLDLDSIIAEVK 332 343 80.6 28.4 59.4 2 0 0 1,329.7262
C_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 14.70% NKLAELEEALQK 430 441 35.5 27.5 25.8 1 0 0 1,385.7636
C_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 14.70% LALDVEIATYR 461 471 61.8 27.4 30.2 1 0 0 1,263.6944
C_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 14.70% LALDVEIATYRK 461 472 32.2 25.9 27.4 2 0 0 1,391.7894
D_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.27% VSLAGACGVGGYGSR 49 63 59.3 26.5 56.5 2 0 0 1,410.6795
D_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.27% ISISTSGGSFR 74 84 36.3 26.8 33.1 2 0 0 1,111.5742
D_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.27% LALDVEIATYR 461 471 76.6 27.8 42.5 1 0 0 1,263.6944
E_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.20% VSLAGACGVGGYGSR 49 63 82.5 26.5 82.5 2 0 0 1,410.6795
E_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.20% SLYNLGGSK 64 72 23.0 26.4 9.8 1 0 0 938.4942
E_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.20% ISISTSGGSFR 74 84 62.8 26.8 58.0 2 0 0 1,111.5742
E_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.20% GRLDSELR 238 245 25.2 29.9 12.0 1 0 0 945.5113
E_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.20% NLDLDSIIAEVK 332 343 71.7 27.6 61.5 2 0 0 1,329.7262
E_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.20% LALDVEIATYR 461 471 69.2 28.3 37.0 2 0 0 1,263.6944
E_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 10.20% VSLAGACGVGGYGSR 49 63 78.1 26.6 78.1 2 0 0 1,410.6795
E_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 10.20% ISISTSGGSFR 74 84 47.1 27.5 42.3 1 0 0 1,111.5742
E_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 10.20% TTAENEFVMLK 266 276 30.8 26.6 21.9 1 0 0 1,298.6298
E_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 10.20% NLDLDSIIAEVK 332 343 71.7 27.6 59.8 1 0 0 1,329.7262
E_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 10.20% LALDVEIATYR 461 471 72.4 27.8 33.3 2 0 0 1,263.6944
E_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 5.25% SLYNLGGSK 64 72 20.8 26.4 13.3 1 0 0 938.4942
E_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 5.25% ISISTSGGSFR 74 84 46.1 27.0 46.1 2 0 0 1,111.5742
E_32 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 5.25% LALDVEIATYR 461 471 59.5 27.5 31.8 1 0 0 1,263.6944
F_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 9.66% VSLAGACGVGGYGSR 49 63 78.5 27.2 73.9 2 0 0 1,410.6795
F_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 9.66% ISISTSGGSFR 74 84 36.9 27.5 32.7 2 0 0 1,111.5742
F_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 9.66% WTLLQEQGTK 200 209 40.8 28.8 24.8 2 0 0 1,203.6370
F_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 9.66% TTAENEFVMLK 266 276 18.6 26.2 11.2 1 0 0 1,298.6298
F_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 9.66% LAELEEALQK 432 441 37.1 28.9 21.0 2 0 0 1,143.6257
F_05 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 7.80% VSLAGACGVGGYGSR 49 63 31.1 27.1 29.8 2 0 0 1,410.6795
F_05 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 7.80% ISISTSGGSFR 74 84 42.3 27.5 42.0 2 0 0 1,111.5742
F_05 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 7.80% TEAESWYQTK 355 364 15.6 25.0 15.6 1 0 0 1,242.5637
F_05 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 7.80% LAELEEALQK 432 441 24.0 29.1 15.1 1 0 0 1,143.6257
F_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.20% SFSTASAITPSVSR 16 29 50.6 28.2 43.0 2 0 0 1,410.7222
F_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.20% SLYNLGGSK 64 72 41.0 25.9 29.8 2 0 0 938.4942
F_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.20% WTLLQEQGTK 200 209 50.4 28.2 28.3 2 0 0 1,203.6370
F_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.20% TTAENEFVMLK 266 276 27.2 26.3 20.7 1 0 0 1,298.6298
F_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.20% TEAESWYQTK 355 364 43.9 25.0 31.3 1 0 0 1,242.5637
F_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.20% NKLAELEEALQK 430 441 53.5 28.5 36.8 2 0 0 1,385.7636
F_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.20% LALDVEIATYR 461 471 60.9 27.8 30.0 2 0 0 1,263.6944
F_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 13.20% LALDVEIATYRK 461 472 48.6 25.8 44.6 2 1 0 1,391.7894
F_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 4.41% VSLAGACGVGGYGSR 49 63 45.2 26.7 45.2 1 0 0 1,410.6795
F_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 4.41% ISISTSGGSFR 74 84 43.5 27.0 40.0 1 0 0 1,111.5742
G_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 5.93% VSLAGACGVGGYGSR 49 63 25.2 27.1 19.7 1 0 0 1,410.6795
G_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 5.93% WTLLQEQGTK 200 209 31.8 28.2 26.2 2 0 0 1,203.6370
G_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 5.93% LAELEEALQK 432 441 28.5 28.5 14.0 1 0 0 1,143.6257
G_03 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 7.80% VSLAGACGVGGYGSR 49 63 61.1 27.3 59.8 2 0 0 1,410.6795
G_03 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 7.80% ISISTSGGSFR 74 84 34.4 27.1 28.9 1 0 0 1,111.5742
G_03 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 7.80% WTLLQEQGTK 200 209 21.0 29.0 12.2 1 0 0 1,203.6370
G_03 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 7.80% TEAESWYQTK 355 364 18.1 25.0 17.8 1 0 0 1,242.5637
G_05 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 5.93% VSLAGACGVGGYGSR 49 63 28.9 27.2 28.9 1 0 0 1,410.6795
G_05 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 5.93% WTLLQEQGTK 200 209 41.3 29.0 24.1 1 0 0 1,203.6370
G_05 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 5.93% TEAESWYQTK 355 364 36.3 25.0 33.7 1 0 0 1,242.5637
G_06 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.32% VSLAGACGVGGYGSR 49 63 62.8 27.2 59.4 2 0 0 1,410.6795
G_06 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.32% ISISTSGGSFR 74 84 58.7 27.5 52.3 2 0 0 1,111.5742
G_06 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.32% TEAESWYQTK 355 364 33.2 25.0 25.8 2 0 0 1,242.5637
G_06 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.32% LAELEEALQK 432 441 52.5 28.4 39.9 2 0 0 1,143.6257
G_06 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.32% EYQELMNTK 452 460 20.0 25.4 20.0 1 0 0 1,155.5351
G_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 6.10% VSLAGACGVGGYGSR 49 63 86.0 27.2 83.5 2 0 0 1,410.6795
G_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 6.10% ISISTSGGSFR 74 84 58.2 27.1 55.0 2 0 0 1,111.5742
G_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 6.10% TEAESWYQTK 355 364 26.9 25.0 20.8 2 0 0 1,242.5637
G_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 7.97% VSLAGACGVGGYGSR 49 63 72.0 27.3 72.0 2 0 0 1,410.6795
G_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 7.97% ISISTSGGSFR 74 84 49.7 27.1 47.3 2 0 0 1,111.5742
G_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 7.97% WTLLQEQGTK 200 209 47.2 29.0 32.8 2 0 0 1,203.6370
G_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 7.97% TTAENEFVMLK 266 276 24.1 27.4 13.7 1 0 0 1,282.6348
G_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.00% VSLAGACGVGGYGSR 49 63 103.0 27.3 102.0 2 0 0 1,410.6795
G_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.00% SLYNLGGSK 64 72 37.4 25.6 29.5 1 0 0 938.4942
G_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.00% ISISTSGGSFR 74 84 55.1 27.1 48.5 2 0 0 1,111.5742
G_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.00% WTLLQEQGTK 200 209 44.5 29.0 24.0 2 0 0 1,203.6370
G_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.00% EYQELMNTK 452 460 29.8 25.0 29.8 1 0 0 1,155.5351
G_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.00% LALDVEIATYR 461 471 63.6 27.6 33.3 2 0 0 1,263.6944
H_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 10.30% VSLAGACGVGGYGSR 49 63 100.0 27.1 98.7 2 0 0 1,410.6795
H_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 10.30% ISISTSGGSFR 74 84 68.1 27.0 66.8 2 0 0 1,111.5742
H_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 10.30% TEAESWYQTK 355 364 39.9 25.0 33.4 1 0 0 1,242.5637
H_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 10.30% QCANLQNAIADAEQR 406 420 79.4 25.1 74.2 1 0 0 1,701.7974
H_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 8 10.30% LAELEEALQK 432 441 59.1 28.4 44.5 2 0 0 1,143.6257
H_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 5.42% VSLAGACGVGGYGSR 49 63 83.1 26.9 80.7 2 0 0 1,410.6795
H_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 5.42% GLGVGFGSGGGSSSSVK 560 576 45.1 27.3 44.1 2 0 0 1,439.7126
H_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% VSLAGACGVGGYGSR 49 63 78.2 26.8 76.8 2 0 0 1,410.6795
H_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% ISISTSGGSFR 74 84 60.0 27.0 60.0 2 0 0 1,111.5742
H_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% WTLLQEQGTK 200 209 30.9 28.5 12.8 1 0 0 1,203.6370
H_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% NLDLDSIIAEVK 332 343 82.8 27.7 63.3 2 0 0 1,329.7262
H_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 5.25% ISISTSGGSFR 74 84 47.7 26.8 45.2 2 0 0 1,111.5742
H_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 5.25% WTLLQEQGTK 200 209 47.1 28.8 35.0 1 0 0 1,203.6370
H_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 5.25% LAELEEALQK 432 441 30.8 28.9 19.0 1 0 0 1,143.6257
H_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.20% VSLAGACGVGGYGSR 49 63 90.3 26.7 90.3 2 0 0 1,410.6795
H_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.20% ISISTSGGSFR 74 84 39.0 27.5 32.7 1 0 0 1,111.5742
H_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.20% FASFIDKVR 179 187 41.3 26.5 21.7 2 0 0 1,082.5993
H_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.20% QLDSIVGER 229 237 36.0 27.7 23.4 2 0 0 1,016.5372
H_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.20% NLDLDSIIAEVK 332 343 72.5 28.0 56.7 1 0 0 1,329.7262
H_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 11.20% LAELEEALQK 432 441 44.7 28.9 32.7 2 0 0 1,143.6257
H_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.10% VSLAGACGVGGYGSR 49 63 77.2 27.1 68.2 2 0 0 1,410.6795
H_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.10% ISISTSGGSFR 74 84 24.5 27.5 24.5 1 0 0 1,111.5742
H_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.10% WTLLQEQGTK 200 209 51.4 28.8 37.3 2 0 0 1,203.6370
H_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 6.10% VSLAGACGVGGYGSR 49 63 60.7 27.1 60.7 1 0 0 1,410.6795
H_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 6.10% ISISTSGGSFR 74 84 32.1 27.6 29.4 1 0 0 1,111.5742
H_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 6.10% WTLLQEQGTK 200 209 48.4 28.8 36.6 2 0 0 1,203.6370
H_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.83% VSLAGACGVGGYGSR 49 63 83.8 27.1 81.3 2 0 0 1,410.6795
H_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.83% ISISTSGGSFR 74 84 69.5 27.0 63.2 2 0 0 1,111.5742
H_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.83% WTLLQEQGTK 200 209 51.1 28.8 29.7 2 0 0 1,203.6370
H_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.83% NLDLDSIIAEVK 332 343 74.5 28.0 62.2 1 0 0 1,329.7262
H_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.83% LAELEEALQK 432 441 48.9 27.6 32.0 1 0 0 1,143.6257
I_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.63% VSLAGACGVGGYGSR 49 63 74.8 27.1 74.8 2 0 0 1,410.6795



I_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.63% ISISTSGGSFR 74 84 65.0 27.5 61.0 2 0 0 1,111.5742
I_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.63% FASFIDKVR 179 187 27.1 26.5 11.8 2 0 0 1,082.5993
I_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.63% WTLLQEQGTK 200 209 36.0 28.8 15.8 1 0 0 1,203.6370
I_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 12.90% VSLAGACGVGGYGSR 49 63 61.4 27.2 61.4 2 0 0 1,410.6795
I_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 12.90% ISISTSGGSFR 74 84 53.6 27.6 51.6 2 0 0 1,111.5742
I_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 12.90% TLNNKFASFIDK 174 185 27.6 27.3 19.2 0 1 0 1,397.7424
I_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 12.90% FASFIDKVR 179 187 45.2 26.8 15.4 2 0 0 1,082.5993
I_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 12.90% VLDTKWTLLQEQGTK 195 209 22.3 27.6 17.1 0 1 0 1,759.9592
I_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 12.90% QLDSIVGER 229 237 23.2 27.0 15.7 1 0 0 1,016.5372
I_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 12.90% NLDLDSIIAEVK 332 343 61.8 27.9 39.0 1 0 0 1,329.7262
I_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% VSLAGACGVGGYGSR 49 63 80.7 26.5 80.7 2 0 0 1,410.6795
I_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% ISISTSGGSFR 74 84 43.1 27.1 43.1 2 0 0 1,111.5742
I_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% WTLLQEQGTK 200 209 48.8 28.8 26.4 2 0 0 1,203.6370
I_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% QLDSIVGER 229 237 38.7 27.0 23.5 2 0 0 1,016.5372
I_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% NLDLDSIIAEVK 332 343 77.8 27.5 64.4 2 0 0 1,329.7262
I_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.70% VSLAGACGVGGYGSR 49 63 67.5 26.6 65.7 2 0 0 1,410.6795
I_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.70% ISISTSGGSFR 74 84 28.9 27.1 22.4 1 0 0 1,111.5742
I_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.70% WTLLQEQGTK 200 209 40.9 28.8 27.0 2 0 0 1,203.6370
I_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.70% NLDLDSIIAEVK 332 343 75.1 28.7 55.1 2 0 0 1,329.7262
I_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.70% QCANLQNAIADAEQR 406 420 55.4 25.1 47.8 2 0 0 1,701.7974
J_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.10% VSLAGACGVGGYGSR 49 63 79.7 27.1 78.2 2 0 0 1,410.6795
J_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.10% ISISTSGGSFR 74 84 37.0 27.5 29.0 1 0 0 1,111.5742
J_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.10% WTLLQEQGTK 200 209 43.5 29.1 21.9 2 0 0 1,203.6370
J_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.41% VSLAGACGVGGYGSR 49 63 53.4 27.0 46.3 2 0 0 1,410.6795
J_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.41% ISISTSGGSFR 74 84 31.6 27.3 31.0 1 0 0 1,111.5742
J_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.70% VSLAGACGVGGYGSR 49 63 68.5 27.1 68.5 2 0 0 1,410.6795
J_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.70% WTLLQEQGTK 200 209 50.7 29.0 37.6 2 0 0 1,203.6370
J_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.70% TTAENEFVMLK 266 276 43.4 26.5 32.7 1 0 0 1,298.6298
J_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.70% NLDLDSIIAEVK 332 343 71.5 27.6 47.9 2 0 0 1,329.7262
J_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.70% QCANLQNAIADAEQR 406 420 81.6 25.1 71.7 2 0 0 1,701.7974
J_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 14.10% VSLAGACGVGGYGSR 49 63 83.5 27.1 82.6 2 0 0 1,410.6795
J_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 14.10% ISISTSGGSFR 74 84 45.4 27.1 42.0 2 0 0 1,111.5742
J_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 14.10% WTLLQEQGTK 200 209 51.1 29.0 39.4 2 0 0 1,203.6370
J_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 14.10% QLDSIVGER 229 237 41.5 29.4 20.4 2 0 0 1,016.5372
J_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 14.10% TTAENEFVMLK 266 276 41.0 26.5 31.5 2 0 0 1,298.6298
J_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 14.10% NLDLDSIIAEVK 332 343 74.1 27.5 58.8 2 0 0 1,329.7262
J_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 14.10% QCANLQNAIADAEQR 406 420 86.6 25.1 73.9 2 1 0 1,701.7974
J_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 14.10% VSLAGACGVGGYGSR 49 63 84.1 27.3 81.2 2 0 0 1,410.6795
J_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 14.10% ISISTSGGSFR 74 84 49.5 27.5 41.7 2 0 0 1,111.5742
J_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 14.10% WTLLQEQGTK 200 209 46.3 29.1 34.0 2 0 0 1,203.6370
J_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 14.10% QLDSIVGER 229 237 34.6 28.8 13.3 2 0 0 1,016.5372
J_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 14.10% TTAENEFVMLK 266 276 61.4 26.5 47.1 2 0 0 1,298.6298
J_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 14.10% NLDLDSIIAEVK 332 343 75.7 27.6 56.1 2 0 0 1,329.7262
J_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 14.10% QCANLQNAIADAEQR 406 420 71.2 25.1 61.0 1 0 0 1,701.7974
J_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 10.00% VSLAGACGVGGYGSR 49 63 66.7 27.3 62.5 2 0 0 1,410.6795
J_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 10.00% ISISTSGGSFR 74 84 37.4 27.5 36.9 2 0 0 1,111.5742
J_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 10.00% WTLLQEQGTK 200 209 44.0 28.2 32.2 2 0 0 1,203.6370
J_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 10.00% TTAENEFVMLK 266 276 40.8 26.5 31.5 2 0 0 1,298.6298
J_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 10.00% NLDLDSIIAEVK 332 343 73.2 27.6 54.2 1 0 0 1,329.7262
J_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% VSLAGACGVGGYGSR 49 63 73.7 27.3 73.7 2 0 0 1,410.6795
J_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% ISISTSGGSFR 74 84 41.5 27.1 39.3 1 0 0 1,111.5742
J_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% FASFIDKVR 179 187 27.1 27.0 18.5 1 0 0 1,082.5993
J_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% NLDLDSIIAEVK 332 343 75.8 27.6 58.9 2 0 0 1,329.7262
J_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.66% LAELEEALQK 432 441 62.5 28.5 40.9 2 0 0 1,143.6257
J_17 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 3.56% TTAENEFVMLK 266 276 32.9 26.6 28.9 2 0 0 1,298.6298
J_17 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 3.56% LAELEEALQK 432 441 37.5 28.4 25.1 1 0 0 1,143.6257
J_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.20% VSLAGACGVGGYGSR 49 63 56.9 27.0 56.9 2 0 0 1,410.6795
J_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.20% ISISTSGGSFR 74 84 59.5 27.3 55.6 2 0 0 1,111.5742
J_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.20% WTLLQEQGTK 200 209 58.4 29.0 39.6 2 0 0 1,203.6370
J_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.20% QLDSIVGER 229 237 27.2 29.5 9.4 1 0 0 1,016.5372
J_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.20% TTAENEFVMLK 266 276 39.9 26.6 34.8 2 0 0 1,298.6298
J_18 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.20% LAELEEALQK 432 441 58.2 28.5 38.4 2 0 0 1,143.6257
J_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 4 7 11.40% ISISTSGGSFR 74 84 64.6 27.3 61.8 2 0 0 1,111.5742
J_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 4 7 11.40% WTLLQEQGTK 200 209 42.2 29.0 27.1 2 0 0 1,203.6370
J_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 4 7 11.40% QLDSIVGER 229 237 32.9 28.8 20.1 1 0 0 1,016.5372
J_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 4 7 11.40% NLDLDSIIAEVK 332 343 73.8 27.6 58.8 2 0 0 1,329.7262
J_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 4 7 11.40% QCANLQNAIADAEQR 406 420 42.5 25.6 37.8 1 2 0 1,701.7974
J_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 4 7 11.40% LAELEEALQK 432 441 61.5 28.4 45.0 2 0 0 1,143.6257
J_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 7 12 16.30% VSLAGACGVGGYGSR 49 63 58.7 27.0 58.7 2 0 0 1,410.6795
J_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 7 12 16.30% ISISTSGGSFR 74 84 42.1 27.3 41.3 2 0 0 1,111.5742
J_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 7 12 16.30% WTLLQEQGTK 200 209 54.6 29.0 34.4 2 0 0 1,203.6370
J_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 7 12 16.30% TTAENEFVMLK 266 276 40.4 26.6 25.3 2 0 0 1,298.6298
J_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 7 12 16.30% VDALMDEINFMK 293 304 27.2 25.0 27.2 1 0 0 1,457.6653
J_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 7 12 16.30% NLDLDSIIAEVK 332 343 75.9 27.5 63.1 2 0 0 1,329.7262
J_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 7 12 16.30% QCANLQNAIADAEQR 406 420 39.8 25.5 30.8 1 2 0 1,701.7974
J_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 7 12 16.30% LAELEEALQK 432 441 58.6 28.4 39.9 2 0 0 1,143.6257
J_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 15.40% VSLAGACGVGGYGSR 49 63 92.1 27.3 91.7 2 0 0 1,410.6795
J_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 15.40% FASFIDKVR 179 187 35.1 26.5 9.0 2 0 0 1,082.5993
J_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 15.40% WTLLQEQGTK 200 209 51.6 28.9 29.0 2 0 0 1,203.6370
J_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 15.40% QLDSIVGER 229 237 39.2 29.4 12.4 2 0 0 1,016.5372
J_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 15.40% TTAENEFVMLK 266 276 49.8 26.5 37.2 2 0 0 1,298.6298
J_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 15.40% NLDLDSIIAEVK 332 343 79.6 27.6 62.1 2 0 0 1,329.7262
J_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 15.40% QCANLQNAIADAEQR 406 420 82.2 25.2 69.6 2 0 0 1,701.7974
J_21 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 15.40% LAELEEALQK 432 441 56.0 28.7 38.8 2 0 0 1,143.6257
J_22 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.66% VSLAGACGVGGYGSR 49 63 86.2 27.0 81.1 2 0 0 1,410.6795
J_22 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.66% ISISTSGGSFR 74 84 41.5 27.3 35.8 2 0 0 1,111.5742
J_22 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.66% WTLLQEQGTK 200 209 37.4 29.0 13.0 2 0 0 1,203.6370
J_22 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.66% TTAENEFVMLK 266 276 41.7 26.6 31.8 2 0 0 1,298.6298
J_22 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.66% LAELEEALQK 432 441 66.2 28.5 41.0 2 0 0 1,143.6257
J_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 6.10% VSLAGACGVGGYGSR 49 63 55.2 27.2 55.2 2 0 0 1,410.6795
J_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 6.10% ISISTSGGSFR 74 84 42.7 27.1 39.4 2 0 0 1,111.5742
J_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 6.10% LAELEEALQK 432 441 48.0 28.4 36.9 2 0 0 1,143.6257
K_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.97% VSLAGACGVGGYGSR 49 63 103.0 27.2 99.0 2 0 0 1,410.6795
K_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.97% ISISTSGGSFR 74 84 45.2 27.6 39.4 2 0 0 1,111.5742
K_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.97% FASFIDKVR 179 187 28.7 27.0 2.4 1 0 0 1,082.5993
K_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.97% NLDLDSIIAEVK 332 343 73.6 27.7 55.6 2 0 0 1,329.7262
K_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 10.50% ISISTSGGSFR 74 84 54.1 27.1 52.2 2 0 0 1,111.5742
K_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 10.50% FASFIDKVR 179 187 40.4 27.0 7.3 2 0 0 1,082.5993
K_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 10.50% WTLLQEQGTK 200 209 39.2 28.7 17.9 1 0 0 1,203.6370
K_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 10.50% QLDSIVGER 229 237 25.5 29.0 12.3 1 0 0 1,016.5372
K_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 10.50% TTAENEFVMLK 266 276 29.3 26.5 28.3 1 0 0 1,298.6298
K_19 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 10.50% NLDLDSIIAEVK 332 343 79.7 27.6 58.5 1 0 0 1,329.7262
K_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% VSLAGACGVGGYGSR 49 63 72.1 27.2 67.6 2 0 0 1,410.6795
K_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% ISISTSGGSFR 74 84 48.0 27.1 44.4 2 0 0 1,111.5742
K_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% FASFIDKVR 179 187 48.1 27.0 24.0 2 0 0 1,082.5993
K_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% WTLLQEQGTK 200 209 38.1 28.2 20.2 2 0 0 1,203.6370
K_20 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% NLDLDSIIAEVK 332 343 67.2 27.6 57.8 1 0 0 1,329.7262
K_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 8.14% VSLAGACGVGGYGSR 49 63 75.5 27.2 75.5 2 0 0 1,410.6795
K_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 8.14% ISISTSGGSFR 74 84 31.5 27.6 28.0 1 0 0 1,111.5742
K_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 8.14% WTLLQEQGTK 200 209 35.4 28.8 16.0 2 0 0 1,203.6370
K_23 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 8.14% NLDLDSIIAEVK 332 343 77.4 27.7 57.8 2 0 0 1,329.7262
K_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 7.80% VSLAGACGVGGYGSR 49 63 99.3 27.1 94.1 2 0 0 1,410.6795



K_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 7.80% ISISTSGGSFR 74 84 44.4 27.5 39.2 1 0 0 1,111.5742
K_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 7.80% WTLLQEQGTK 200 209 65.7 28.8 44.1 2 0 0 1,203.6370
K_24 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 4 7.80% LAELEEALQK 432 441 33.9 29.1 18.5 1 0 0 1,143.6257
L_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 5.93% VSLAGACGVGGYGSR 49 63 97.0 27.1 97.0 2 0 0 1,410.6795
L_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 5.93% TEAESWYQTK 355 364 40.6 25.0 26.7 2 0 0 1,242.5637
L_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 5.93% LAELEEALQK 432 441 41.9 28.4 23.4 2 0 0 1,143.6257
L_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.41% VSLAGACGVGGYGSR 49 63 86.3 27.3 86.3 1 0 0 1,410.6795
L_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.41% ISISTSGGSFR 74 84 41.2 27.5 37.4 2 0 0 1,111.5742
L_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 5.93% VSLAGACGVGGYGSR 49 63 83.8 27.1 83.8 1 0 0 1,410.6795
L_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 5.93% ISISTSGGSFR 74 84 48.8 27.2 44.1 2 0 0 1,111.5742
L_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 5.93% QLDSIVGER 229 237 38.8 29.1 11.3 2 0 0 1,016.5372
M_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 7.97% VSLAGACGVGGYGSR 49 63 88.6 27.2 84.8 2 0 0 1,410.6795
M_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 7.97% ISISTSGGSFR 74 84 62.0 27.1 54.5 2 0 0 1,111.5742
M_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 7.97% TTAENEFVMLK 266 276 22.6 26.5 17.4 1 0 0 1,298.6298
M_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 7.97% LAELEEALQK 432 441 33.2 28.4 22.0 1 0 0 1,143.6257
M_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.00% VSLAGACGVGGYGSR 49 63 92.2 27.2 92.2 2 0 0 1,410.6795
M_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.00% ISISTSGGSFR 74 84 47.0 27.1 38.2 2 0 0 1,111.5742
M_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.00% QLDSIVGER 229 237 41.6 27.0 27.4 2 0 0 1,016.5372
M_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.00% TTAENEFVMLKK 266 277 19.9 27.4 8.0 0 1 0 1,426.7248
M_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 10.00% LALDVEIATYRK 461 472 36.2 25.2 32.0 1 0 0 1,391.7894
M_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 6.10% VSLAGACGVGGYGSR 49 63 28.8 27.1 28.8 2 0 0 1,410.6795
M_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 6.10% ISISTSGGSFR 74 84 43.5 27.1 35.5 2 0 0 1,111.5742
M_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 6.10% LAELEEALQK 432 441 21.1 28.4 11.6 2 0 0 1,143.6257
M_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.27% VSLAGACGVGGYGSR 49 63 45.6 27.1 45.6 1 0 0 1,410.6795
M_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.27% ISISTSGGSFR 74 84 47.2 27.1 31.4 2 0 0 1,111.5742
M_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.27% LALDVEIATYR 461 471 68.1 27.6 38.7 2 0 0 1,263.6944
M_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 7.80% VSLAGACGVGGYGSR 49 63 67.0 27.2 66.3 1 0 0 1,410.6795
M_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 7.80% QLDSIVGER 229 237 24.5 29.1 10.0 1 0 0 1,016.5372
M_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 7.80% LAELEEALQK 432 441 38.0 28.4 27.7 1 0 0 1,143.6257
M_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 7.80% LALDVEIATYR 461 471 63.8 27.7 36.2 2 0 0 1,263.6944
M_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 2 7.80% LALDVEIATYRK 461 472 24.4 25.2 16.2 0 1 0 1,391.7894
M_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 10.20% VSLAGACGVGGYGSR 49 63 81.9 27.2 81.1 2 0 0 1,410.6795
M_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 10.20% ISISTSGGSFR 74 84 64.7 27.1 61.0 2 0 0 1,111.5742
M_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 10.20% TTAENEFVMLKK 266 277 21.1 27.6 13.9 0 1 0 1,426.7248
M_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 10.20% LAELEEALQK 432 441 50.8 28.4 34.9 2 0 0 1,143.6257
M_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 10.20% LALDVEIATYR 461 471 56.7 27.5 31.0 2 0 0 1,263.6944
M_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 10.20% LALDVEIATYRK 461 472 58.3 25.2 48.8 2 0 0 1,391.7894
M_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.44% VSLAGACGVGGYGSR 49 63 90.1 26.6 82.2 2 0 0 1,410.6795
M_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.44% ISISTSGGSFR 74 84 66.3 27.1 64.3 2 0 0 1,111.5742
M_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.44% LALDVEIATYR 461 471 58.1 27.8 30.7 2 0 0 1,263.6944
M_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.44% LALDVEIATYRK 461 472 47.6 25.2 23.5 2 1 0 1,391.7894
N_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.32% VSLAGACGVGGYGSR 49 63 90.2 27.1 86.0 2 0 0 1,410.6795
N_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.32% SLYNLGGSK 64 72 26.0 25.6 25.4 2 0 0 938.4942
N_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.32% QLDSIVGER 229 237 50.6 28.8 14.4 1 0 0 1,016.5372
N_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.32% LAELEEALQK 432 441 40.3 28.5 31.2 2 0 0 1,143.6257
N_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.32% LALDVEIATYRK 461 472 33.7 25.0 31.6 1 0 0 1,391.7894
N_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.24% VSLAGACGVGGYGSR 49 63 50.1 27.2 49.6 2 0 0 1,410.6795
N_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.24% TEAESWYQTK 355 364 22.7 25.0 19.7 1 0 0 1,242.5637
N_04 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.41% VSLAGACGVGGYGSR 49 63 53.6 27.1 49.7 1 0 0 1,410.6795
N_04 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 4.41% ISISTSGGSFR 74 84 32.7 27.3 31.5 2 0 0 1,111.5742
N_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.95% ISISTSGGSFR 74 84 32.4 27.3 26.5 2 0 0 1,111.5742
N_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.95% QLDSIVGER 229 237 27.9 28.8 1.4 1 0 0 1,016.5372
N_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.95% LAELEEALQK 432 441 40.0 28.5 21.2 2 0 0 1,143.6257
N_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.95% LALDVEIATYR 461 471 45.4 27.6 30.6 1 0 0 1,263.6944
N_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 9.49% VSLAGACGVGGYGSR 49 63 74.5 27.1 72.0 2 0 0 1,410.6795
N_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 9.49% SLYNLGGSK 64 72 24.7 25.6 12.4 1 0 0 938.4942
N_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 9.49% ISISTSGGSFR 74 84 57.2 27.1 47.7 2 0 0 1,111.5742
N_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 9.49% LAELEEALQK 432 441 44.4 28.7 28.7 2 0 0 1,143.6257
N_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 9.49% LALDVEIATYR 461 471 57.0 27.7 31.6 2 0 0 1,263.6944
N_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.44% VSLAGACGVGGYGSR 49 63 36.9 27.0 36.9 1 0 0 1,410.6795
N_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.44% ISISTSGGSFR 74 84 60.0 27.3 54.6 2 0 0 1,111.5742
N_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.44% LALDVEIATYR 461 471 57.6 27.5 36.5 2 0 0 1,263.6944
N_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.44% LALDVEIATYRK 461 472 32.6 25.0 22.9 2 1 0 1,391.7894
N_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 6.10% VSLAGACGVGGYGSR 49 63 56.1 27.0 51.8 2 0 0 1,410.6795
N_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 6.10% ISISTSGGSFR 74 84 44.1 27.1 41.9 2 0 0 1,111.5742
N_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 6.10% LAELEEALQK 432 441 45.3 28.4 34.0 2 0 0 1,143.6257
N_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.49% VSLAGACGVGGYGSR 49 63 73.4 27.1 72.1 2 0 0 1,410.6795
N_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.49% ISISTSGGSFR 74 84 44.2 27.5 29.6 2 0 0 1,111.5742
N_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.49% QLDSIVGER 229 237 25.6 28.8 13.2 1 0 0 1,016.5372
N_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.49% LAELEEALQK 432 441 45.4 28.5 32.0 2 0 0 1,143.6257
N_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.49% LALDVEIATYR 461 471 59.5 27.3 44.2 1 0 0 1,263.6944
N_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% VSLAGACGVGGYGSR 49 63 78.9 27.0 74.9 2 0 0 1,410.6795
N_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% SLYNLGGSK 64 72 21.3 25.6 12.1 1 0 0 938.4942
N_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% ISISTSGGSFR 74 84 73.8 27.5 66.9 2 0 0 1,111.5742
N_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% QLDSIVGER 229 237 48.1 28.8 21.9 1 0 0 1,016.5372
N_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% TTAENEFVMLK 266 276 20.9 26.5 16.4 2 0 0 1,298.6298
N_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% LAELEEALQK 432 441 51.2 28.5 40.8 2 0 0 1,143.6257
N_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% LALDVEIATYR 461 471 73.8 27.7 33.1 2 0 0 1,263.6944
N_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% LALDVEIATYRK 461 472 48.7 25.0 36.5 1 0 0 1,391.7894
N_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 13.60% VSLAGACGVGGYGSR 49 63 74.3 27.1 73.8 2 0 0 1,410.6795
N_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 13.60% ISISTSGGSFR 74 84 35.8 27.1 31.5 2 0 0 1,111.5742
N_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 13.60% QLDSIVGER 229 237 40.2 29.5 16.6 2 0 0 1,016.5372
N_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 13.60% TTAENEFVMLK 266 276 37.2 26.6 31.1 2 0 0 1,298.6298
N_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 13.60% SRTEAESWYQTK 353 364 17.6 25.3 15.5 0 1 0 1,485.6968
N_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 13.60% TEAESWYQTK 355 364 32.7 25.0 24.6 1 0 0 1,242.5637
N_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 13.60% LAELEEALQK 432 441 48.1 28.5 28.3 2 0 0 1,143.6257
N_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 13.60% LALDVEIATYRK 461 472 21.0 25.0 17.2 1 1 0 1,391.7894
N_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 15.80% VSLAGACGVGGYGSR 49 63 114.0 27.3 114.0 2 0 0 1,410.6795
N_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 15.80% ISISTSGGSFR 74 84 55.0 27.1 50.8 2 0 0 1,111.5742
N_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 15.80% QLDSIVGER 229 237 37.5 28.8 11.1 2 0 0 1,016.5372
N_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 15.80% TTAENEFVMLKK 266 277 20.6 27.9 15.0 0 1 0 1,426.7248
N_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 15.80% NLDLDSIIAEVK 332 343 69.8 27.6 58.5 2 0 0 1,329.7262
N_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 15.80% SRTEAESWYQTK 353 364 32.4 25.1 23.4 0 2 0 1,485.6968
N_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 15.80% LAELEEALQK 432 441 46.3 28.7 34.4 2 0 0 1,143.6257
N_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 15.80% LALDVEIATYRK 461 472 62.3 25.0 51.6 2 2 0 1,391.7894
O_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 8.98% VSLAGACGVGGYGSR 49 63 88.3 27.3 85.3 2 0 0 1,410.6795
O_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 8.98% TTAENEFVMLK 266 276 30.2 26.7 26.0 1 0 0 1,298.6298
O_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 8.98% QCANLQNAIADAEQR 406 420 82.0 25.1 70.4 2 0 0 1,701.7974
O_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 8.98% LALDVEIATYR 461 471 59.2 27.6 30.7 2 0 0 1,263.6944
O_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 8.98% LALDVEIATYRK 461 472 50.4 25.0 40.4 2 0 0 1,391.7894
O_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 5.93% VSLAGACGVGGYGSR 49 63 29.5 27.0 29.5 1 0 0 1,410.6795
O_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 5.93% ISISTSGGSFR 74 84 31.0 27.1 21.6 2 0 0 1,111.5742
O_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 5.93% NKYEDEINK 256 264 20.6 26.4 17.1 1 0 0 1,152.5532
O_03 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 3.56% ISISTSGGSFR 74 84 34.8 27.1 33.2 2 0 0 1,111.5742
O_03 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 3.56% TEAESWYQTK 355 364 22.1 25.0 19.6 1 0 0 1,242.5637
O_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% VSLAGACGVGGYGSR 49 63 69.7 27.1 67.6 2 0 0 1,410.6795
O_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% ISISTSGGSFR 74 84 41.3 27.3 33.5 2 0 0 1,111.5742
O_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% WTLLQEQGTK 200 209 40.7 29.0 31.3 1 0 0 1,203.6370
O_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 8.14% NLDLDSIIAEVK 332 343 57.4 27.5 48.8 2 0 0 1,329.7262
O_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 6.10% VSLAGACGVGGYGSR 49 63 78.6 27.0 72.6 2 0 0 1,410.6795
O_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 6.10% ISISTSGGSFR 74 84 43.2 27.1 38.1 2 0 0 1,111.5742
O_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 6.10% TEAESWYQTK 355 364 19.9 25.0 12.9 1 0 0 1,242.5637



O_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 4.41% VSLAGACGVGGYGSR 49 63 68.2 27.3 63.3 2 0 0 1,410.6795
O_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 4.41% ISISTSGGSFR 74 84 69.9 27.5 58.9 2 0 0 1,111.5742
O_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.27% VSLAGACGVGGYGSR 49 63 36.7 27.1 36.7 2 0 0 1,410.6795
O_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.27% NLDLDSIIAEVK 332 343 76.9 27.5 67.5 2 0 0 1,329.7262
O_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 3 6.27% TEAESWYQTK 355 364 27.4 25.0 17.1 1 0 0 1,242.5637
O_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% VSLAGACGVGGYGSR 49 63 106.0 27.0 105.0 2 0 0 1,410.6795
O_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% ISISTSGGSFR 74 84 40.1 27.1 37.6 2 0 0 1,111.5742
O_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% WTLLQEQGTK 200 209 34.5 29.0 22.3 1 0 0 1,203.6370
O_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% QLDSIVGER 229 237 25.8 29.1 8.9 1 0 0 1,016.5372
O_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 9.66% NLDLDSIIAEVK 332 343 66.9 27.6 59.1 2 0 0 1,329.7262
O_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 5.93% VSLAGACGVGGYGSR 49 63 59.1 27.6 57.2 2 0 0 1,410.6795
O_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 5.93% ISISTSGGSFR 74 84 35.8 27.2 32.7 2 0 0 1,111.5742
O_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 5.93% QLDSIVGER 229 237 24.7 29.4 8.5 1 0 0 1,016.5372
O_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 7.80% VSLAGACGVGGYGSR 49 63 80.5 27.3 74.7 2 0 0 1,410.6795
O_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 7.80% ISISTSGGSFR 74 84 55.8 27.7 44.7 2 0 0 1,111.5742
O_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 7.80% WTLLQEQGTK 200 209 32.0 29.0 17.2 1 0 0 1,203.6370
O_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 7.80% LAELEEALQK 432 441 27.2 27.7 17.0 1 0 0 1,143.6257
O_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 11.20% VSLAGACGVGGYGSR 49 63 71.9 27.1 69.4 2 0 0 1,410.6795
O_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 11.20% SLYNLGGSK 64 72 30.6 25.6 20.3 1 0 0 938.4942
O_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 11.20% ISISTSGGSFR 74 84 68.3 27.3 60.3 2 0 0 1,111.5742
O_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 11.20% QLDSIVGER 229 237 42.3 28.8 12.9 1 0 0 1,016.5372
O_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 11.20% NLDLDSIIAEVK 332 343 71.1 27.3 60.5 1 0 0 1,329.7262
O_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 6 11.20% LAELEEALQK 432 441 25.1 28.5 15.7 1 0 0 1,143.6257
P_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 11.40% VSLAGACGVGGYGSR 49 63 58.9 27.2 58.5 2 0 0 1,410.6795
P_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 11.40% SLYNLGGSK 64 72 47.9 25.6 40.0 2 0 0 938.4942
P_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 11.40% ISISTSGGSFR 74 84 44.3 27.2 40.3 2 0 0 1,111.5742
P_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 11.40% TEAESWYQTK 355 364 40.3 25.0 37.1 2 0 0 1,242.5637
P_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 11.40% LAELEEALQK 432 441 35.8 28.5 23.2 2 0 0 1,143.6257
P_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 11.40% LALDVEIATYRK 461 472 42.0 25.0 36.0 1 0 0 1,391.7894
P_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 4.41% VSLAGACGVGGYGSR 49 63 81.5 27.1 80.2 2 0 0 1,410.6795
P_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 4.41% ISISTSGGSFR 74 84 36.5 27.3 29.9 2 0 0 1,111.5742
P_04 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 7.63% VSLAGACGVGGYGSR 49 63 65.5 27.1 63.5 2 0 0 1,410.6795
P_04 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 7.63% SLYNLGGSK 64 72 26.9 25.6 18.2 2 0 0 938.4942
P_04 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 7.63% ISISTSGGSFR 74 84 46.0 27.3 43.2 2 0 0 1,111.5742
P_04 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 7.63% TEAESWYQTK 355 364 27.9 25.0 13.2 1 0 0 1,242.5637
P_06 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.97% VSLAGACGVGGYGSR 49 63 66.3 27.2 62.2 2 0 0 1,410.6795
P_06 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.97% ISISTSGGSFR 74 84 38.8 27.3 32.3 2 0 0 1,111.5742
P_06 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.97% QLDSIVGER 229 237 26.1 29.4 10.8 1 0 0 1,016.5372
P_06 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.97% LALDVEIATYR 461 471 41.7 27.2 10.1 2 0 0 1,263.6944
P_06 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 7.97% LALDVEIATYRK 461 472 19.6 25.0 17.5 0 1 0 1,391.7894
P_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.66% VSLAGACGVGGYGSR 49 63 88.9 27.1 87.7 2 0 0 1,410.6795
P_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.66% ISISTSGGSFR 74 84 53.1 27.3 43.4 2 0 0 1,111.5742
P_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.66% QLDSIVGER 229 237 47.1 28.8 15.0 1 0 0 1,016.5372
P_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.66% TEAESWYQTK 355 364 39.2 25.0 26.6 2 0 0 1,242.5637
P_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.66% LALDVEIATYR 461 471 59.5 27.2 35.9 1 0 0 1,263.6944
P_07 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.66% LALDVEIATYRK 461 472 23.6 25.0 17.5 0 1 0 1,391.7894
P_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 6.10% VSLAGACGVGGYGSR 49 63 91.1 27.2 86.3 2 0 0 1,410.6795
P_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 6.10% ISISTSGGSFR 74 84 53.2 27.3 49.5 2 0 0 1,111.5742
P_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 6.10% TEAESWYQTK 355 364 45.2 25.0 31.7 1 0 0 1,242.5637
P_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% VSLAGACGVGGYGSR 49 63 114.0 27.1 113.0 2 0 0 1,410.6795
P_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% SLYNLGGSK 64 72 32.8 25.6 26.3 1 0 0 938.4942
P_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% ISISTSGGSFR 74 84 62.3 27.1 59.2 2 0 0 1,111.5742
P_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% QLDSIVGER 229 237 53.7 28.8 16.2 2 0 0 1,016.5372
P_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% TTAENEFVMLK 266 276 29.5 26.7 16.7 2 0 0 1,298.6298
P_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% TEAESWYQTK 355 364 53.0 25.0 44.8 2 0 0 1,242.5637
P_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% LALDVEIATYR 461 471 65.6 27.5 32.2 2 0 0 1,263.6944
P_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 9 13.10% LALDVEIATYRK 461 472 45.8 25.0 43.9 2 0 0 1,391.7894
P_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.44% VSLAGACGVGGYGSR 49 63 71.6 27.1 71.6 2 0 0 1,410.6795
P_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.44% ISISTSGGSFR 74 84 58.2 27.3 50.2 2 0 0 1,111.5742
P_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.44% LALDVEIATYR 461 471 58.1 27.2 32.6 2 0 0 1,263.6944
P_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 6.44% LALDVEIATYRK 461 472 30.4 25.0 24.9 1 0 0 1,391.7894
P_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 8.14% VSLAGACGVGGYGSR 49 63 81.8 27.0 80.4 2 0 0 1,410.6795
P_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 8.14% ISISTSGGSFR 74 84 60.5 27.5 58.9 2 0 0 1,111.5742
P_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 8.14% LAELEEALQK 432 441 41.4 28.5 27.5 2 0 0 1,143.6257
P_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 8.14% LALDVEIATYR 461 471 56.9 27.3 29.2 2 0 0 1,263.6944
P_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 8.14% LALDVEIATYRK 461 472 47.5 25.0 45.2 1 0 0 1,391.7894
P_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.40% VSLAGACGVGGYGSR 49 63 93.4 27.0 87.6 2 0 0 1,410.6795
P_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.40% QLDSIVGER 229 237 45.6 28.8 13.4 2 0 0 1,016.5372
P_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.40% TTAENEFVMLK 266 276 21.8 26.6 12.3 2 0 0 1,298.6298
P_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.40% TEAESWYQTK 355 364 48.7 25.0 38.0 2 0 0 1,242.5637
P_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.40% LAELEEALQK 432 441 39.8 28.5 26.6 2 0 0 1,143.6257
P_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.40% LALDVEIATYR 461 471 61.7 27.5 34.0 2 0 0 1,263.6944
P_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 11.40% LALDVEIATYRK 461 472 37.7 25.0 37.7 2 1 0 1,391.7894
P_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 11.00% SLYNLGGSK 64 72 24.5 25.6 19.5 2 0 0 938.4942
P_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 11.00% ISISTSGGSFR 74 84 50.0 27.3 44.7 2 0 0 1,111.5742
P_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 11.00% TTAENEFVMLK 266 276 21.4 26.6 12.7 1 0 0 1,298.6298
P_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 11.00% SRTEAESWYQTK 353 364 24.4 25.0 17.0 0 1 0 1,485.6968
P_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 11.00% TEAESWYQTK 355 364 52.7 25.0 40.0 2 0 0 1,242.5637
P_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 11.00% LAELEEALQK 432 441 37.3 28.5 21.7 2 0 0 1,143.6257
P_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 11.00% LALDVEIATYR 461 471 56.1 27.5 29.1 1 0 0 1,263.6944
P_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 10 11.00% LALDVEIATYRK 461 472 40.1 25.0 35.1 2 0 0 1,391.7894
P_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 11 13.60% VSLAGACGVGGYGSR 49 63 85.0 27.0 84.2 2 0 0 1,410.6795
P_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 11 13.60% ISISTSGGSFR 74 84 70.8 27.2 66.4 2 0 0 1,111.5742
P_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 11 13.60% QLDSIVGER 229 237 50.7 28.8 25.6 2 0 0 1,016.5372
P_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 11 13.60% TTAENEFVMLK 266 276 27.8 26.6 23.2 2 0 0 1,298.6298
P_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 11 13.60% SRTEAESWYQTK 353 364 26.2 25.3 26.2 0 1 0 1,485.6968
P_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 11 13.60% TEAESWYQTK 355 364 51.0 25.0 45.0 2 0 0 1,242.5637
P_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 11 13.60% LAELEEALQK 432 441 38.5 28.7 28.0 2 0 0 1,143.6257
P_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 11 13.60% LALDVEIATYR 461 471 72.3 27.5 44.3 2 0 0 1,263.6944
P_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 6 6 11 13.60% LALDVEIATYRK 461 472 47.8 25.0 44.8 2 0 0 1,391.7894
P_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 10.80% VSLAGACGVGGYGSR 49 63 60.7 27.2 55.2 2 0 0 1,410.6795
P_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 10.80% ISISTSGGSFR 74 84 38.5 27.3 31.6 2 0 0 1,111.5742
P_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 10.80% NKYEDEINK 256 264 23.9 27.3 15.2 1 0 0 1,152.5532
P_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 10.80% AQYEEIANR 344 352 27.6 27.6 18.0 1 0 0 1,093.5272
P_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 10.80% LALDVEIATYR 461 471 67.3 27.5 39.8 2 0 0 1,263.6944
P_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 10.80% KLLEGEECR 472 480 28.2 28.2 26.8 1 0 0 1,133.5621
P_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 13.70% VSLAGACGVGGYGSR 49 63 102.0 27.1 101.0 2 0 0 1,410.6795
P_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 13.70% ISISTSGGSFR 74 84 67.5 27.1 56.3 2 0 0 1,111.5742
P_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 13.70% GRLDSELR 238 245 25.8 29.1 17.5 1 0 0 945.5113
P_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 13.70% SRTEAESWYQTK 353 364 33.0 25.0 29.8 0 2 0 1,485.6968
P_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 13.70% QCANLQNAIADAEQR 406 420 76.5 25.6 61.3 1 0 0 1,701.7974
P_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 13.70% LALDVEIATYRK 461 472 14.3 25.0 14.3 0 1 0 1,391.7894
P_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 13.70% KLLEGEECR 472 480 29.7 27.7 28.4 1 0 0 1,133.5621
Q_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 14.20% VSLAGACGVGGYGSR 49 63 85.1 27.1 81.9 2 0 0 1,410.6795
Q_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 14.20% SLYNLGGSK 64 72 28.9 25.6 25.0 2 0 0 938.4942
Q_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 14.20% TTAENEFVMLK 266 276 30.3 26.5 24.6 2 0 0 1,298.6298
Q_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 14.20% NLDLDSIIAEVK 332 343 63.0 27.6 52.9 2 0 0 1,329.7262
Q_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 14.20% QCANLQNAIADAEQR 406 420 88.8 25.5 75.4 2 0 0 1,701.7974
Q_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 14.20% LAELEEALQK 432 441 52.6 28.5 35.5 2 0 0 1,143.6257
Q_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 14.20% LALDVEIATYR 461 471 54.8 27.2 28.8 2 0 0 1,263.6944
Q_01 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 5 5 10 14.20% LALDVEIATYRK 461 472 43.4 25.0 32.1 2 2 0 1,391.7894
Q_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 4.41% VSLAGACGVGGYGSR 49 63 64.8 27.2 56.9 2 0 0 1,410.6795



Q_02 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 4.41% ISISTSGGSFR 74 84 45.8 27.3 41.6 2 0 0 1,111.5742
Q_04 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 4.41% VSLAGACGVGGYGSR 49 63 80.0 27.0 75.7 2 0 0 1,410.6795
Q_04 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 2 2 4 4.41% ISISTSGGSFR 74 84 69.8 27.5 64.0 2 0 0 1,111.5742
Q_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 11.90% VSLAGACGVGGYGSR 49 63 108.0 27.0 104.0 2 0 0 1,410.6795
Q_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 11.90% TEAESWYQTK 355 364 50.9 25.0 35.7 2 0 0 1,242.5637
Q_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 11.90% QCANLQNAIADAEQR 406 420 73.1 25.3 60.5 1 0 0 1,701.7974
Q_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 11.90% LAELEEALQK 432 441 55.0 28.4 35.4 2 0 0 1,143.6257
Q_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 11.90% EYQELMNTK 452 460 29.9 25.0 17.6 2 0 0 1,171.5301
Q_08 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 11.90% LALDVEIATYR 461 471 64.3 27.5 36.4 2 0 0 1,263.6944
Q_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 12.70% VSLAGACGVGGYGSR 49 63 84.6 27.0 82.9 2 0 0 1,410.6795
Q_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 12.70% ISISTSGGSFR 74 84 51.5 27.3 51.3 2 0 0 1,111.5742
Q_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 12.70% QLDSIVGER 229 237 40.9 28.8 21.5 1 0 0 1,016.5372
Q_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 12.70% TEAESWYQTK 355 364 51.8 25.0 48.5 2 0 0 1,242.5637
Q_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 12.70% LAELEEALQK 432 441 32.1 28.5 23.1 1 0 0 1,143.6257
Q_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 12.70% LALDVEIATYR 461 471 67.3 27.5 37.5 2 0 0 1,263.6944
Q_09 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 7 12.70% KLLEGEECR 472 480 33.3 27.7 21.6 2 0 0 1,133.5621
Q_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 7.97% VSLAGACGVGGYGSR 49 63 83.2 27.2 80.2 2 0 0 1,410.6795
Q_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 7.97% ISISTSGGSFR 74 84 59.7 27.3 58.9 2 0 0 1,111.5742
Q_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 7.97% TEAESWYQTK 355 364 32.2 25.0 26.7 2 0 0 1,242.5637
Q_10 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 7.97% LALDVEIATYR 461 471 67.8 27.5 41.4 2 0 0 1,263.6944
Q_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 8.14% VSLAGACGVGGYGSR 49 63 91.8 27.1 89.2 2 0 0 1,410.6795
Q_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 8.14% ISISTSGGSFR 74 84 49.3 27.1 46.8 1 0 0 1,111.5742
Q_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 8.14% TTAENEFVMLK 266 276 22.6 26.6 13.3 2 0 0 1,298.6298
Q_11 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 8.14% LALDVEIATYR 461 471 72.4 27.3 41.5 2 0 0 1,263.6944
Q_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.83% VSLAGACGVGGYGSR 49 63 84.0 27.0 84.0 2 0 0 1,410.6795
Q_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.83% ISISTSGGSFR 74 84 67.2 27.3 53.9 2 0 0 1,111.5742
Q_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.83% TEAESWYQTK 355 364 45.2 25.0 35.9 2 0 0 1,242.5637
Q_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.83% LAELEEALQK 432 441 32.2 28.5 24.7 2 0 0 1,143.6257
Q_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.83% LALDVEIATYR 461 471 59.2 27.3 35.9 2 0 0 1,263.6944
Q_12 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 4 8 9.83% LALDVEIATYRK 461 472 36.8 25.0 26.6 2 0 0 1,391.7894
Q_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 7.29% ISISTSGGSFR 74 84 44.0 27.3 37.4 2 0 0 1,111.5742
Q_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 7.29% TEAESWYQTK 355 364 34.4 25.0 27.0 2 0 0 1,242.5637
Q_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 7.29% LAELEEALQK 432 441 38.0 28.5 27.6 2 0 0 1,143.6257
Q_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 7.29% LALDVEIATYR 461 471 67.0 27.3 39.4 2 0 0 1,263.6944
Q_13 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 7.29% LALDVEIATYRK 461 472 19.3 25.0 14.6 0 1 0 1,391.7894
Q_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.66% VSLAGACGVGGYGSR 49 63 102.0 27.3 96.3 2 0 0 1,410.6795
Q_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.66% ISISTSGGSFR 74 84 56.3 27.1 52.6 2 0 0 1,111.5742
Q_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.66% QLDSIVGER 229 237 35.4 28.8 12.7 1 0 0 1,016.5372
Q_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.66% TEAESWYQTK 355 364 58.1 25.0 50.0 2 0 0 1,242.5637
Q_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.66% LALDVEIATYR 461 471 76.8 27.3 42.4 2 0 0 1,263.6944
Q_14 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 6 9.66% LALDVEIATYRK 461 472 46.7 25.0 41.1 2 0 0 1,391.7894
Q_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.83% VSLAGACGVGGYGSR 49 63 88.2 27.1 83.0 2 0 0 1,410.6795
Q_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.83% ISISTSGGSFR 74 84 57.0 27.3 53.5 2 0 0 1,111.5742
Q_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.83% GRLDSELR 238 245 28.7 30.0 18.5 1 0 0 945.5113
Q_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.83% TTAENEFVMLKK 266 277 25.2 27.9 21.2 0 1 0 1,426.7248
Q_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.83% LALDVEIATYR 461 471 76.7 27.3 42.1 2 0 0 1,263.6944
Q_15 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 3 3 5 9.83% LALDVEIATYRK 461 472 51.3 25.0 48.0 2 0 0 1,391.7894
Q_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 13.60% ISISTSGGSFR 74 84 46.3 27.1 38.9 2 0 0 1,111.5742
Q_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 13.60% GRLDSELR 238 245 30.5 29.1 15.4 2 0 0 945.5113
Q_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 13.60% NLDLDSIIAEVK 332 343 54.8 27.6 48.8 2 0 0 1,329.7262
Q_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 13.60% SRTEAESWYQTK 353 364 38.3 25.1 31.8 1 2 0 1,485.6968
Q_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 13.60% QCANLQNAIADAEQR 406 420 85.9 25.1 77.7 2 0 0 1,701.7974
Q_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 13.60% LAELEEALQK 432 441 44.6 28.5 30.2 2 0 0 1,143.6257
Q_16 Keratin, type II cytoskeletal 5 K2C5_HUMAN 62,380 4 5 9 13.60% LALDVEIATYRK 461 472 47.0 25.0 46.1 2 0 0 1,391.7894
A_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.00% ISIGGGSCAISGGYGSR 70 86 82.8 26.6 82.5 2 0 0 1,598.7593
A_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.00% FASFIDKVR 174 182 39.6 26.9 11.3 2 0 0 1,082.5993
A_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.00% WTLLQEQGTK 195 204 43.0 28.2 31.4 2 0 0 1,203.6370
A_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.00% AQYEEIAQR 339 347 40.1 27.3 28.8 2 0 0 1,107.5429
A_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.00% AIGGGLSSVGGGSSTIK 534 550 49.0 28.2 48.8 2 0 0 1,447.7753
A_04 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 7.98% ISIGGGSCAISGGYGSR 70 86 79.1 26.8 79.1 2 0 0 1,598.7593
A_04 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 7.98% TAAENEFVTLK 261 271 24.3 28.2 13.6 1 0 0 1,222.6314
A_04 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 7.98% AIGGGLSSVGGGSSTIK 534 550 73.2 28.0 66.2 2 0 0 1,447.7753
A_05 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.38% ISIGGGSCAISGGYGSR 70 86 70.5 26.8 62.8 2 0 0 1,598.7593
A_05 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.38% WTLLQEQGTK 195 204 25.2 28.2 12.2 1 0 0 1,203.6370
A_05 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.38% AQYEEIAQR 339 347 32.6 27.3 25.1 2 0 0 1,107.5429
A_08 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.03% ISIGGGSCAISGGYGSR 70 86 91.8 27.0 88.0 2 0 0 1,598.7593
A_08 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.03% AIGGGLSSVGGGSSTIK 534 550 40.0 28.0 40.0 2 0 0 1,447.7753
A_10 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.38% ISIGGGSCAISGGYGSR 70 86 92.4 27.0 85.5 2 0 0 1,598.7593
A_10 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.38% AQYEEIAQR 339 347 32.9 27.1 23.3 2 0 0 1,107.5429
A_10 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.38% YEELQVTAGR 360 369 55.2 27.9 37.0 2 0 0 1,165.5848
A_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 21.50% SGFSSVSVSR 31 40 29.5 25.4 5.1 1 0 0 1,012.5056
A_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 21.50% GSGGLGGACGGAGFGSR 43 59 81.9 25.0 77.9 2 0 0 1,424.6338
A_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 21.50% ISIGGGSCAISGGYGSR 70 86 119.0 27.0 117.0 2 0 0 1,598.7593
A_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 21.50% TAAENEFVTLK 261 271 53.2 27.5 40.6 2 0 0 1,222.6314
A_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 21.50% TAAENEFVTLKK 261 272 41.6 28.2 32.5 2 0 0 1,350.7264
A_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 21.50% ADTLTDEINFLR 288 299 49.2 27.9 31.6 2 0 0 1,407.7116
A_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 21.50% NLDLDSIIAEVK 327 338 69.8 27.9 49.6 1 0 0 1,329.7262
A_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 21.50% AQYEEIAQR 339 347 54.4 27.5 41.5 2 0 0 1,107.5429
A_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 21.50% AEAESWYQTK 350 359 39.3 25.0 35.9 1 0 0 1,212.5531
A_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 21.50% YEELQVTAGR 360 369 79.1 27.9 72.2 2 0 0 1,165.5848
A_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 21.50% NKLEGLEDALQK 425 436 43.4 28.4 31.3 2 0 0 1,357.7324
A_18 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 15.20% ISIGGGSCAISGGYGSR 70 86 87.9 26.8 84.9 2 0 0 1,598.7593
A_18 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 15.20% WTLLQEQGTK 195 204 36.2 28.5 25.1 1 0 0 1,203.6370
A_18 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 15.20% QLDSIVGER 224 232 44.9 28.2 29.3 2 0 0 1,016.5372
A_18 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 15.20% ADTLTDEINFLR 288 299 61.6 28.2 29.4 2 0 0 1,407.7116
A_18 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 15.20% NLDLDSIIAEVK 327 338 65.5 27.9 50.8 2 0 0 1,329.7262
A_18 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 15.20% AQYEEIAQR 339 347 37.7 27.1 30.4 2 0 0 1,107.5429
A_18 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 15.20% AIGGGLSSVGGGSSTIK 534 550 95.1 28.0 88.4 2 0 0 1,447.7753
A_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 13.10% ISIGGGSCAISGGYGSR 70 86 65.6 27.0 65.6 1 0 0 1,598.7593
A_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 13.10% FASFIDKVR 174 182 32.0 27.0 13.1 1 0 0 1,082.5993
A_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 13.10% QLDSIVGER 224 232 31.0 27.7 13.9 2 0 0 1,016.5372
A_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 13.10% TAAENEFVTLKK 261 272 22.0 28.2 14.2 0 1 0 1,350.7264
A_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 13.10% YEELQVTAGR 360 369 58.6 27.8 51.8 2 0 0 1,165.5848
A_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 13.10% AIGGGLSSVGGGSSTIK 534 550 42.7 28.0 36.7 2 0 0 1,447.7753
A_25 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 8.33% ISIGGGSCAISGGYGSR 70 86 83.0 26.9 83.0 2 0 0 1,598.7593
A_25 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 8.33% QLDSIVGER 224 232 27.1 27.7 23.8 1 0 0 1,016.5372
A_25 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 8.33% NLDLDSIIAEVK 327 338 82.4 27.9 63.1 2 0 0 1,329.7262
A_25 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 8.33% AQYEEIAQR 339 347 27.4 27.0 14.1 2 0 0 1,107.5429
A_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 3 11.50% GSGGLGGACGGAGFGSR 43 59 26.2 25.0 25.0 1 0 0 1,424.6338
A_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 3 11.50% ISIGGGSCAISGGYGSR 70 86 54.8 27.0 51.9 1 0 0 1,598.7593
A_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 3 11.50% WTLLQEQGTK 195 204 34.2 28.8 13.8 1 0 0 1,203.6370
A_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 3 11.50% NLDLDSIIAEVK 327 338 57.1 27.9 41.4 2 0 0 1,329.7262
A_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 3 11.50% AQYEEIAQR 339 347 40.9 27.3 32.2 2 0 0 1,107.5429
A_27 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 8.51% ISIGGGSCAISGGYGSR 70 86 66.6 26.8 58.7 2 0 0 1,598.7593
A_27 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 8.51% NLDLDSIIAEVK 327 338 75.3 27.6 60.7 2 0 0 1,329.7262
A_27 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 8.51% AQYEEIAQR 339 347 42.4 27.4 27.9 2 0 0 1,107.5429
A_27 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 8.51% YEELQVTAGR 360 369 41.2 28.0 33.8 1 0 0 1,165.5848
A_28 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 13.10% GSGGLGGACGGAGFGSR 43 59 35.6 25.0 35.6 2 0 0 1,424.6338
A_28 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 13.10% ISIGGGSCAISGGYGSR 70 86 82.5 26.8 81.0 2 0 0 1,598.7593
A_28 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 13.10% QLDSIVGER 224 232 22.7 27.7 14.9 1 0 0 1,016.5372
A_28 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 13.10% NLDLDSIIAEVK 327 338 82.7 27.7 67.2 2 0 0 1,329.7262
A_28 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 13.10% AQYEEIAQR 339 347 34.1 27.5 28.1 2 0 0 1,107.5429



A_28 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 13.10% YEELQVTAGR 360 369 35.1 27.7 27.7 1 0 0 1,165.5848
A_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 13.70% GSGGLGGACGGAGFGSR 43 59 46.8 25.0 46.8 2 0 0 1,424.6338
A_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 13.70% ISIGGGSCAISGGYGSR 70 86 76.6 27.0 76.6 2 0 0 1,598.7593
A_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 13.70% FASFIDKVR 174 182 34.8 26.8 10.0 2 0 0 1,082.5993
A_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 13.70% NLDLDSIIAEVK 327 338 71.1 27.6 57.5 2 0 0 1,329.7262
A_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 13.70% YEELQVTAGR 360 369 48.2 27.9 43.0 2 0 0 1,165.5848
A_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 13.70% NKLEGLEDALQK 425 436 39.8 27.8 23.6 1 0 0 1,357.7324
A_30 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.91% ISIGGGSCAISGGYGSR 70 86 73.0 26.8 71.3 2 0 0 1,598.7593
A_30 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.91% WTLLQEQGTK 195 204 42.7 28.3 29.4 2 0 0 1,203.6370
A_30 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.91% NLDLDSIIAEVK 327 338 67.3 27.6 49.3 2 0 0 1,329.7262
A_31 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.93% GSGGLGGACGGAGFGSR 43 59 56.1 25.0 56.1 2 0 0 1,424.6338
A_31 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.93% ISIGGGSCAISGGYGSR 70 86 92.2 26.8 84.6 2 0 0 1,598.7593
A_31 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.93% WTLLQEQGTK 195 204 39.4 28.2 16.8 2 0 0 1,203.6370
A_31 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.93% NLDLDSIIAEVK 327 338 67.1 27.7 56.7 1 0 0 1,329.7262
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% SGFSSVSVSR 31 40 24.8 25.7 20.0 1 0 0 1,012.5056
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% GSGGLGGACGGAGFGSR 43 59 85.0 25.0 74.8 2 0 0 1,424.6338
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% ISIGGGSCAISGGYGSR 70 86 86.4 27.0 78.8 2 2 0 1,598.7593
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% WTLLQEQGTK 195 204 40.3 28.2 18.1 2 0 0 1,203.6370
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% GMQDLVEDFK 241 250 48.0 25.8 36.3 1 0 0 1,181.5509
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% TAAENEFVTLKK 261 272 65.3 27.7 52.3 2 0 0 1,350.7264
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% DVDAAYMNKVELQAK 273 287 23.9 27.3 11.1 0 1 0 1,710.8369
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% ADTLTDEINFLR 288 299 59.8 28.2 30.2 2 0 0 1,407.7116
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% NLDLDSIIAEVK 327 338 66.3 27.7 45.9 3 0 0 1,329.7262
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% AQYEEIAQR 339 347 25.3 27.1 15.7 1 0 0 1,107.5429
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% SRAEAESWYQTK 348 359 53.6 25.6 46.3 2 2 0 1,455.6862
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% AEAESWYQTK 350 359 53.5 25.0 53.5 2 0 0 1,212.5531
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% QCANLQAAIADAEQR 401 415 97.3 25.3 80.5 2 0 0 1,658.7916
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% NKLEGLEDALQK 425 436 74.6 28.2 56.0 2 2 0 1,357.7324
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% LEGLEDALQK 427 436 53.6 27.2 16.4 2 0 0 1,115.5945
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% EYQELMNVK 447 455 34.2 25.0 25.9 2 0 0 1,169.5508
A_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 15 18 33 33.50% AIGGGLSSVGGGSSTIK 534 550 69.8 28.0 62.6 2 0 0 1,447.7753
B_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.93% GSGGLGGACGGAGFGSR 43 59 49.7 25.0 44.1 2 0 0 1,424.6338
B_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.93% NLDLDSIIAEVK 327 338 66.5 27.6 55.9 2 0 0 1,329.7262
B_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.93% YEELQVTAGR 360 369 44.1 28.4 10.6 2 0 0 1,165.5848
B_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.93% AIGGGLSSVGGGSSTIK 534 550 57.3 28.0 55.1 2 0 0 1,447.7753
B_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 5 8 12.20% ISIGGGSCAISGGYGSR 70 86 53.9 26.7 53.9 2 0 0 1,598.7593
B_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 5 8 12.20% TAAENEFVTLK 261 271 31.6 28.2 15.9 1 0 0 1,222.6314
B_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 5 8 12.20% NLDLDSIIAEVK 327 338 73.5 27.6 58.8 2 0 0 1,329.7262
B_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 5 8 12.20% NKLEGLEDALQK 425 436 29.2 28.0 21.5 2 1 0 1,357.7324
B_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 5 8 12.20% AIGGGLSSVGGGSSTIK 534 550 65.3 28.0 57.5 2 0 0 1,447.7753
C_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 14.20% GSGGLGGACGGAGFGSR 43 59 39.7 25.0 39.7 2 0 0 1,424.6338
C_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 14.20% ISIGGGSCAISGGYGSR 70 86 69.0 26.7 69.0 2 0 0 1,598.7593
C_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 14.20% FASFIDKVR 174 182 22.9 26.9 3.4 1 0 0 1,082.5993
C_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 14.20% WTLLQEQGTK 195 204 41.2 28.2 26.2 2 0 0 1,203.6370
C_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 14.20% YEELQVTAGR 360 369 72.5 28.4 65.9 2 0 0 1,165.5848
C_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 14.20% AIGGGLSSVGGGSSTIK 534 550 48.0 28.2 46.0 2 0 0 1,447.7753
C_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 10 20 21.10% SGFSSVSVSR 31 40 71.8 25.0 54.2 2 0 0 1,012.5056
C_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 10 20 21.10% SRGSGGLGGACGGAGFGSR 41 59 55.9 25.0 55.9 0 2 0 1,667.7669
C_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 10 20 21.10% GSGGLGGACGGAGFGSR 43 59 66.5 25.0 63.3 2 0 0 1,424.6338
C_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 10 20 21.10% RISIGGGSCAISGGYGSR 69 86 23.8 27.1 14.5 0 2 0 1,754.8604
C_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 10 20 21.10% ISIGGGSCAISGGYGSR 70 86 98.0 26.9 95.9 2 0 0 1,598.7593
C_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 10 20 21.10% ADTLTDEINFLR 288 299 71.0 28.1 51.9 2 0 0 1,407.7116
C_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 10 20 21.10% NLDLDSIIAEVK 327 338 81.7 27.7 65.9 2 0 0 1,329.7262
C_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 10 20 21.10% AQYEEIAQR 339 347 39.1 27.1 29.1 2 0 0 1,107.5429
C_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 10 20 21.10% SRAEAESWYQTK 348 359 30.4 25.6 29.2 2 2 0 1,455.6862
C_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 10 20 21.10% YEELQVTAGR 360 369 69.8 27.7 64.1 2 0 0 1,165.5848
C_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 10 20 21.10% AIGGGLSSVGGGSSTIK 534 550 82.1 28.3 69.0 2 0 0 1,447.7753
C_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 8 14.00% SRGSGGLGGACGGAGFGSR 41 59 25.7 25.0 25.7 0 1 0 1,667.7669
C_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 8 14.00% GSGGLGGACGGAGFGSR 43 59 57.3 25.0 51.0 1 0 0 1,424.6338
C_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 8 14.00% ISIGGGSCAISGGYGSR 70 86 77.8 26.9 75.7 2 0 0 1,598.7593
C_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 8 14.00% WTLLQEQGTK 195 204 31.0 29.0 9.6 1 0 0 1,203.6370
C_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 8 14.00% QLDSIVGER 224 232 34.2 28.2 23.2 1 0 0 1,016.5372
C_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 8 14.00% ADTLTDEINFLR 288 299 53.1 28.2 27.3 2 0 0 1,407.7116
C_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 8 14.00% NLDLDSIIAEVK 327 338 78.3 27.7 56.2 2 0 0 1,329.7262
C_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 14 18.80% SRGSGGLGGACGGAGFGSR 41 59 22.8 25.0 21.2 1 0 0 1,667.7669
C_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 14 18.80% GSGGLGGACGGAGFGSR 43 59 57.5 25.0 57.5 2 0 0 1,424.6338
C_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 14 18.80% ISIGGGSCAISGGYGSR 70 86 105.0 27.0 104.0 2 0 0 1,598.7593
C_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 14 18.80% FASFIDKVR 174 182 40.3 26.8 10.0 2 0 0 1,082.5993
C_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 14 18.80% WTLLQEQGTK 195 204 33.9 28.5 23.8 2 0 0 1,203.6370
C_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 14 18.80% TAAENEFVTLKK 261 272 33.5 28.2 20.0 1 0 0 1,350.7264
C_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 14 18.80% ADTLTDEINFLR 288 299 39.9 28.2 17.6 2 0 0 1,407.7116
C_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 14 18.80% YEELQVTAGR 360 369 71.7 27.7 62.3 2 0 0 1,165.5848
C_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 14 18.80% AIGGGLSSVGGGSSTIK 534 550 73.5 28.0 70.1 2 0 0 1,447.7753
C_23 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.38% ISIGGGSCAISGGYGSR 70 86 45.6 26.8 45.2 2 0 0 1,598.7593
C_23 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.38% FASFIDKVR 174 182 44.4 26.8 13.2 2 0 0 1,082.5993
C_23 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.38% WTLLQEQGTK 195 204 48.8 28.2 33.7 2 0 0 1,203.6370
C_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 9 16 21.10% GSGGLGGACGGAGFGSR 43 59 59.5 25.0 52.8 2 0 0 1,424.6338
C_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 9 16 21.10% RISIGGGSCAISGGYGSR 69 86 49.6 26.5 29.4 1 2 0 1,754.8604
C_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 9 16 21.10% ISIGGGSCAISGGYGSR 70 86 93.7 26.9 93.7 2 0 0 1,598.7593
C_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 9 16 21.10% TLNNKFASFIDKVR 169 182 31.9 26.0 30.5 0 1 0 1,652.9119
C_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 9 16 21.10% FASFIDKVR 174 182 36.3 26.8 14.4 1 0 0 1,082.5993
C_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 9 16 21.10% WTLLQEQGTK 195 204 39.0 28.5 25.1 2 0 0 1,203.6370
C_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 9 16 21.10% ADTLTDEINFLR 288 299 59.1 28.1 35.1 2 0 0 1,407.7116
C_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 9 16 21.10% NLDLDSIIAEVK 327 338 73.9 27.7 51.8 2 0 0 1,329.7262
C_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 9 16 21.10% YEELQVTAGR 360 369 50.3 27.8 44.3 1 0 0 1,165.5848
C_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 9 16 21.10% AIGGGLSSVGGGSSTIK 534 550 65.4 28.0 61.2 2 0 0 1,447.7753
C_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 9 16 21.10% AIGGGLSSVGGGSSTIKYTTTSSSSR 534 559 42.4 27.7 42.4 0 2 0 2,418.2108
C_25 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 11.00% SRGSGGLGGACGGAGFGSR 41 59 29.5 25.0 29.5 0 2 0 1,667.7669
C_25 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 11.00% ISIGGGSCAISGGYGSR 70 86 68.4 27.0 68.4 2 0 0 1,598.7593
C_25 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 11.00% TLNNKFASFIDKVR 169 182 41.3 26.0 38.5 0 1 0 1,652.9119
C_25 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 11.00% NLDLDSIIAEVK 327 338 74.1 27.7 54.6 2 0 0 1,329.7262
C_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 7 7 13 18.40% GSGGLGGACGGAGFGSR 43 59 53.9 25.0 53.9 2 0 0 1,424.6338
C_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 7 7 13 18.40% RISIGGGSCAISGGYGSR 69 86 25.5 26.5 22.9 0 2 0 1,754.8604
C_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 7 7 13 18.40% ISIGGGSCAISGGYGSR 70 86 93.4 26.8 93.4 2 0 0 1,598.7593
C_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 7 7 13 18.40% FASFIDKVR 174 182 33.8 26.8 15.4 1 0 0 1,082.5993
C_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 7 7 13 18.40% WTLLQEQGTK 195 204 46.0 28.4 25.7 2 0 0 1,203.6370
C_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 7 7 13 18.40% ADTLTDEINFLR 288 299 64.4 28.2 37.3 2 0 0 1,407.7116
C_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 7 7 13 18.40% LALDVEIATYR 456 466 69.4 27.5 31.5 2 0 0 1,263.6944
C_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 7 7 13 18.40% LALDVEIATYRK 456 467 41.1 25.9 31.5 2 0 0 1,391.7894
C_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 7 7 13 18.40% AIGGGLSSVGGGSSTIK 534 550 54.4 28.0 48.0 2 0 0 1,447.7753
C_26 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 7 7 13 18.40% AIGGGLSSVGGGSSTIKYTTTSSSSR 534 559 64.6 27.7 55.4 0 1 0 2,418.2108
C_27 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.03% WTLLQEQGTK 195 204 42.2 29.0 30.2 2 0 0 1,203.6370
C_27 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.03% ADTLTDEINFLR 288 299 56.4 28.1 28.3 2 0 0 1,407.7116
C_27 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.03% NLDLDSIIAEVK 327 338 73.9 27.7 56.3 2 0 0 1,329.7262
C_28 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 12.40% SRGSGGLGGACGGAGFGSR 41 59 23.6 25.0 19.0 0 1 0 1,667.7669
C_28 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 12.40% ISIGGGSCAISGGYGSR 70 86 66.0 27.0 63.4 2 0 0 1,598.7593
C_28 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 12.40% WTLLQEQGTK 195 204 34.5 28.2 18.0 2 0 0 1,203.6370
C_28 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 12.40% ADTLTDEINFLR 288 299 39.6 28.1 20.0 2 0 0 1,407.7116
C_28 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 12.40% NLDLDSIIAEVK 327 338 73.7 27.7 56.4 2 0 0 1,329.7262
C_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 7 12 17.00% SRGSGGLGGACGGAGFGSR 41 59 36.9 25.0 34.6 0 2 0 1,667.7669
C_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 7 12 17.00% GSGGLGGACGGAGFGSR 43 59 43.7 25.0 40.2 2 0 0 1,424.6338
C_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 7 12 17.00% ISIGGGSCAISGGYGSR 70 86 67.6 27.0 63.7 2 0 0 1,598.7593



C_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 7 12 17.00% FASFIDKVR 174 182 40.7 26.8 24.1 2 0 0 1,082.5993
C_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 7 12 17.00% WTLLQEQGTK 195 204 38.5 28.2 17.4 2 0 0 1,203.6370
C_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 7 12 17.00% TAAENEFVTLKK 261 272 27.3 28.2 19.8 1 1 0 1,350.7264
C_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 7 12 17.00% NLDLDSIIAEVK 327 338 77.1 27.7 66.3 2 0 0 1,329.7262
C_29 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 7 12 17.00% AIGGGLSSVGGGSSTIK 534 550 40.8 28.1 40.6 2 0 0 1,447.7753
C_30 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 10.60% ISIGGGSCAISGGYGSR 70 86 61.1 26.8 61.1 2 0 0 1,598.7593
C_30 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 10.60% FASFIDKVR 174 182 30.0 26.5 13.8 2 0 0 1,082.5993
C_30 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 10.60% WTLLQEQGTK 195 204 50.9 28.5 30.8 1 0 0 1,203.6370
C_30 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 10.60% ADTLTDEINFLR 288 299 59.9 28.1 40.7 2 0 0 1,407.7116
C_30 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 10.60% NLDLDSIIAEVK 327 338 76.3 27.9 60.6 2 0 0 1,329.7262
C_31 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 8.51% ISIGGGSCAISGGYGSR 70 86 29.6 26.8 29.6 2 0 0 1,598.7593
C_31 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 8.51% FASFIDKVR 174 182 28.3 26.8 6.0 1 0 0 1,082.5993
C_31 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 8.51% WTLLQEQGTK 195 204 24.8 28.5 15.5 1 0 0 1,203.6370
C_31 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 8.51% NLDLDSIIAEVK 327 338 69.1 27.7 52.8 2 0 0 1,329.7262
C_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 13.70% ISIGGGSCAISGGYGSR 70 86 51.9 26.8 51.6 2 0 0 1,598.7593
C_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 13.70% TLNNKFASFIDKVR 169 182 27.9 25.9 23.3 0 2 0 1,652.9119
C_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 13.70% FASFIDKVR 174 182 32.1 27.1 14.2 2 0 0 1,082.5993
C_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 13.70% WTLLQEQGTK 195 204 44.0 28.2 31.4 2 0 0 1,203.6370
C_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 13.70% ADTLTDEINFLR 288 299 57.7 28.2 22.0 2 0 0 1,407.7116
C_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 13.70% NLDLDSIIAEVK 327 338 80.6 28.4 59.4 2 0 0 1,329.7262
C_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 13.70% LALDVEIATYR 456 466 61.8 27.4 30.2 1 0 0 1,263.6944
C_32 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 13.70% LALDVEIATYRK 456 467 32.2 25.9 27.4 2 0 0 1,391.7894
D_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.50% SGFSSVSVSR 31 40 47.5 25.0 37.5 2 0 0 1,012.5056
D_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.50% GSGGLGGACGGAGFGSR 43 59 67.4 25.0 67.4 2 0 0 1,424.6338
D_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.50% ISIGGGSCAISGGYGSR 70 86 62.2 26.8 55.8 2 0 0 1,598.7593
D_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.50% WTLLQEQGTK 195 204 32.8 29.0 22.1 1 0 0 1,203.6370
D_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.50% LALDVEIATYR 456 466 32.6 27.8 18.6 1 0 0 1,263.6944
D_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.50% AIGGGLSSVGGGSSTIK 534 550 37.7 28.0 30.6 1 0 0 1,447.7753
E_10 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% SGFSSVSVSR 31 40 65.0 25.7 47.7 2 0 0 1,012.5056
E_10 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% ISIGGGSCAISGGYGSR 70 86 27.2 26.9 21.1 1 0 0 1,598.7593
E_10 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% LALDVEIATYR 456 466 51.8 27.8 27.9 1 0 0 1,263.6944
F_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 4.79% WTLLQEQGTK 195 204 40.8 28.8 24.8 2 0 0 1,203.6370
F_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 4.79% AIGGGLSSVGGGSSTIK 534 550 49.3 28.2 40.7 2 0 0 1,447.7753
F_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 11.20% WTLLQEQGTK 195 204 50.4 28.2 28.3 2 0 0 1,203.6370
F_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 11.20% TAAENEFVTLK 261 271 48.8 27.5 35.8 2 0 0 1,222.6314
F_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 11.20% TAAENEFVTLKK 261 272 32.7 28.0 22.6 1 0 0 1,350.7264
F_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 11.20% NKLEGLEDALQK 425 436 42.6 28.2 28.8 1 0 0 1,357.7324
F_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 11.20% LALDVEIATYR 456 466 60.9 27.8 30.0 2 0 0 1,263.6944
F_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 11.20% LALDVEIATYRK 456 467 48.6 25.8 44.6 2 1 0 1,391.7894
F_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 11.20% AIGGGLSSVGGGSSTIK 534 550 97.5 28.0 90.8 2 0 0 1,447.7753
F_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 5.32% WTLLQEQGTK 195 204 48.9 28.2 36.3 2 0 0 1,203.6370
F_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 5.32% QLDSIVGER 224 232 29.0 27.7 10.9 1 0 0 1,016.5372
F_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 5.32% LALDVEIATYR 456 466 72.4 27.8 46.3 2 0 0 1,263.6944
F_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.57% GSGGLGGACGGAGFGSR 43 59 62.1 25.0 57.4 2 0 0 1,424.6338
F_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.57% ISIGGGSCAISGGYGSR 70 86 89.5 27.0 81.0 2 0 0 1,598.7593
F_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.57% QLDSIVGER 224 232 40.0 27.0 24.2 2 0 0 1,016.5372
F_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.57% LALDVEIATYR 456 466 64.7 27.8 39.0 2 0 0 1,263.6944
G_06 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 8.16% ISIGGGSCAISGGYGSR 70 86 122.0 26.6 119.0 2 0 0 1,598.7593
G_06 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 8.16% NKLEGLEDALQK 425 436 42.8 27.8 31.0 2 0 0 1,357.7324
G_06 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 8.16% AIGGGLSSVGGGSSTIK 534 550 63.2 28.3 56.5 2 0 0 1,447.7753
G_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.74% GSGGLGGACGGAGFGSR 43 59 50.6 25.0 43.0 2 0 0 1,424.6338
G_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.74% WTLLQEQGTK 195 204 44.5 29.0 24.0 2 0 0 1,203.6370
G_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.74% LALDVEIATYR 456 466 63.6 27.6 33.3 2 0 0 1,263.6944
H_02 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.03% GSGGLGGACGGAGFGSR 43 59 40.2 25.0 34.5 2 0 0 1,424.6338
H_02 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 6.03% AIGGGLSSVGGGSSTIK 534 550 94.6 28.2 87.4 2 0 0 1,447.7753
H_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 8.16% ISIGGGSCAISGGYGSR 70 86 75.3 27.0 74.7 2 0 0 1,598.7593
H_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 8.16% NLDLDSIIAEVK 327 338 77.3 27.7 64.8 2 0 0 1,329.7262
H_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 8.16% AIGGGLSSVGGGSSTIK 534 550 91.7 28.2 85.3 2 0 0 1,447.7753
H_08 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.03% ISIGGGSCAISGGYGSR 70 86 66.0 26.7 63.4 1 0 0 1,598.7593
H_08 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.03% AIGGGLSSVGGGSSTIK 534 550 59.0 27.9 51.4 2 0 0 1,447.7753
H_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.91% ISIGGGSCAISGGYGSR 70 86 52.4 26.6 52.4 1 0 0 1,598.7593
H_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.91% WTLLQEQGTK 195 204 51.1 28.8 29.7 2 0 0 1,203.6370
H_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.91% NLDLDSIIAEVK 327 338 74.5 28.0 62.2 1 0 0 1,329.7262
I_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 5.50% WTLLQEQGTK 195 204 47.0 28.8 23.5 2 0 0 1,203.6370
I_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 5.50% QLDSIVGER 224 232 23.0 27.7 10.7 1 0 0 1,016.5372
I_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 5.50% NLDLDSIIAEVK 327 338 77.3 27.7 51.4 2 0 0 1,329.7262
I_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 2 8.33% ISIGGGSCAISGGYGSR 70 86 69.5 26.7 66.7 1 0 0 1,598.7593
I_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 2 8.33% FASFIDKVR 174 182 37.1 26.8 20.2 2 0 0 1,082.5993
I_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 2 8.33% QLDSIVGER 224 232 39.4 27.0 29.0 1 0 0 1,016.5372
I_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 2 8.33% NLDLDSIIAEVK 327 338 80.8 27.9 63.5 2 0 0 1,329.7262
I_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 7.27% ISIGGGSCAISGGYGSR 70 86 75.2 26.8 72.0 2 0 0 1,598.7593
I_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 7.27% ADTLTDEINFLR 288 299 43.4 28.2 30.0 1 0 0 1,407.7116
I_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 7.27% NLDLDSIIAEVK 327 338 76.6 27.9 60.0 2 0 0 1,329.7262
I_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 9.22% ISIGGGSCAISGGYGSR 70 86 55.9 27.0 55.7 2 0 0 1,598.7593
I_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 9.22% TLNNKFASFIDK 169 180 27.6 27.3 19.2 0 1 0 1,397.7424
I_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 9.22% FASFIDKVR 174 182 45.2 26.8 15.4 2 0 0 1,082.5993
I_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 9.22% QLDSIVGER 224 232 23.2 27.0 15.7 1 0 0 1,016.5372
I_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 9.22% NLDLDSIIAEVK 327 338 61.8 27.9 39.0 1 0 0 1,329.7262
I_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 12.40% ISIGGGSCAISGGYGSR 70 86 77.7 27.0 77.2 2 0 0 1,598.7593
I_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 12.40% WTLLQEQGTK 195 204 48.8 28.8 26.4 2 0 0 1,203.6370
I_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 12.40% QLDSIVGER 224 232 38.7 27.0 23.5 2 0 0 1,016.5372
I_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 12.40% ADTLTDEINFLR 288 299 51.8 28.1 34.5 1 0 0 1,407.7116
I_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 12.40% NLDLDSIIAEVK 327 338 77.8 27.5 64.4 2 0 0 1,329.7262
I_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 12.40% YEELQVTAGR 360 369 41.6 27.9 35.0 1 0 0 1,165.5848
I_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.00% GSGGLGGACGGAGFGSR 43 59 43.8 25.0 43.8 2 0 0 1,424.6338
I_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.00% ISIGGGSCAISGGYGSR 70 86 71.9 27.0 69.9 2 0 0 1,598.7593
I_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.00% WTLLQEQGTK 195 204 40.9 28.8 27.0 2 0 0 1,203.6370
I_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.00% TAAENEFVTLK 261 271 33.5 28.3 25.4 1 0 0 1,222.6314
I_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.00% ADTLTDEINFLR 288 299 49.7 27.9 38.8 2 0 0 1,407.7116
I_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.00% NLDLDSIIAEVK 327 338 75.1 28.7 55.1 2 0 0 1,329.7262
I_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.00% AIGGGLSSVGGGSSTIK 534 550 35.6 28.2 29.2 2 0 0 1,447.7753
I_22 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 8.87% ISIGGGSCAISGGYGSR 70 86 76.3 26.8 76.3 2 0 0 1,598.7593
I_22 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 8.87% TLNNKFASFIDK 169 180 17.9 27.8 12.8 0 1 0 1,397.7424
I_22 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 8.87% FASFIDKVR 174 182 45.6 26.9 23.2 2 0 0 1,082.5993
I_22 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 8.87% WTLLQEQGTK 195 204 40.4 28.2 29.0 2 0 0 1,203.6370
I_22 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 8.87% QLDSIVGER 224 232 29.6 27.0 18.2 1 0 0 1,016.5372
I_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 12.40% GSGGLGGACGGAGFGSR 43 59 52.8 25.0 52.7 2 0 0 1,424.6338
I_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 12.40% ISIGGGSCAISGGYGSR 70 86 106.0 26.9 100.0 2 0 0 1,598.7593
I_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 12.40% WTLLQEQGTK 195 204 43.8 28.8 21.3 2 0 0 1,203.6370
I_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 12.40% QLDSIVGER 224 232 26.1 29.0 10.7 1 0 0 1,016.5372
I_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 12.40% AIGGGLSSVGGGSSTIK 534 550 60.9 28.2 55.9 2 0 0 1,447.7753
J_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 4.79% ISIGGGSCAISGGYGSR 70 86 52.1 26.7 50.6 1 0 0 1,598.7593
J_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 4.79% WTLLQEQGTK 195 204 43.5 29.1 21.9 2 0 0 1,203.6370
J_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 11.20% ISIGGGSCAISGGYGSR 70 86 70.5 26.7 70.3 2 0 0 1,598.7593
J_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 11.20% WTLLQEQGTK 195 204 50.7 29.0 37.6 2 0 0 1,203.6370
J_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 11.20% TAAENEFVTLKK 261 272 21.0 27.4 19.5 0 1 0 1,350.7264
J_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 11.20% ADTLTDEINFLR 288 299 35.4 27.6 7.3 1 0 0 1,407.7116
J_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 11.20% NLDLDSIIAEVK 327 338 71.5 27.6 47.9 2 0 0 1,329.7262
J_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 20.90% GSGGLGGACGGAGFGSR 43 59 56.9 25.0 56.9 2 0 0 1,424.6338
J_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 20.90% ISIGGGSCAISGGYGSR 70 86 80.4 26.7 77.4 2 0 0 1,598.7593
J_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 20.90% WTLLQEQGTK 195 204 51.1 29.0 39.4 2 0 0 1,203.6370
J_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 20.90% QLDSIVGER 224 232 41.5 29.4 20.4 2 0 0 1,016.5372



J_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 20.90% TAAENEFVTLK 261 271 39.4 28.2 23.9 2 0 0 1,222.6314
J_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 20.90% TAAENEFVTLKK 261 272 17.2 27.4 12.2 0 2 0 1,350.7264
J_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 20.90% ADTLTDEINFLR 288 299 56.2 28.1 27.0 1 0 0 1,407.7116
J_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 20.90% NLDLDSIIAEVK 327 338 74.1 27.5 58.8 2 0 0 1,329.7262
J_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 20.90% NKLEGLEDALQK 425 436 33.4 27.5 22.4 1 0 0 1,357.7324
J_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 9 9 16 20.90% AIGGGLSSVGGGSSTIK 534 550 61.2 27.9 54.0 2 0 0 1,447.7753
J_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 16.50% GSGGLGGACGGAGFGSR 43 59 43.1 25.0 38.2 1 0 0 1,424.6338
J_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 16.50% ISIGGGSCAISGGYGSR 70 86 98.4 26.7 98.4 2 0 0 1,598.7593
J_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 16.50% WTLLQEQGTK 195 204 46.3 29.1 34.0 2 0 0 1,203.6370
J_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 16.50% QLDSIVGER 224 232 34.6 28.8 13.3 2 0 0 1,016.5372
J_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 16.50% TAAENEFVTLK 261 271 36.9 28.2 24.3 2 0 0 1,222.6314
J_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 16.50% NLDLDSIIAEVK 327 338 75.7 27.6 56.1 2 0 0 1,329.7262
J_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 16.50% AIGGGLSSVGGGSSTIK 534 550 33.6 27.9 26.2 1 0 0 1,447.7753
J_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 8 10.60% ISIGGGSCAISGGYGSR 70 86 71.8 26.7 71.8 2 0 0 1,598.7593
J_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 8 10.60% WTLLQEQGTK 195 204 44.0 28.2 32.2 2 0 0 1,203.6370
J_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 8 10.60% TAAENEFVTLK 261 271 47.6 27.9 35.0 2 0 0 1,222.6314
J_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 8 10.60% NLDLDSIIAEVK 327 338 73.2 27.6 54.2 1 0 0 1,329.7262
J_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 8 10.60% YEELQVTAGR 360 369 41.4 27.9 30.0 2 0 0 1,165.5848
J_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 9.75% ISIGGGSCAISGGYGSR 70 86 84.0 26.5 83.8 2 0 0 1,598.7593
J_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 9.75% FASFIDKVR 174 182 27.1 27.0 18.5 1 0 0 1,082.5993
J_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 9.75% NLDLDSIIAEVK 327 338 75.8 27.6 58.9 2 0 0 1,329.7262
J_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 9.75% AIGGGLSSVGGGSSTIK 534 550 53.3 27.9 50.3 1 0 0 1,447.7753
J_18 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 6.38% ISIGGGSCAISGGYGSR 70 86 40.2 26.7 40.2 2 0 0 1,598.7593
J_18 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 6.38% WTLLQEQGTK 195 204 58.4 29.0 39.6 2 0 0 1,203.6370
J_18 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 6.38% QLDSIVGER 224 232 27.2 29.5 9.4 1 0 0 1,016.5372
J_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% GSGGLGGACGGAGFGSR 43 59 36.0 25.0 34.2 1 0 0 1,424.6338
J_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% ISIGGGSCAISGGYGSR 70 86 85.3 26.6 80.4 2 0 0 1,598.7593
J_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% WTLLQEQGTK 195 204 42.2 29.0 27.1 2 0 0 1,203.6370
J_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% QLDSIVGER 224 232 32.9 28.8 20.1 1 0 0 1,016.5372
J_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% NLDLDSIIAEVK 327 338 73.8 27.6 58.8 2 0 0 1,329.7262
J_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% AIGGGLSSVGGGSSTIK 534 550 35.0 27.3 33.6 1 0 0 1,447.7753
J_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% GSGGLGGACGGAGFGSR 43 59 23.2 25.0 23.2 1 0 0 1,424.6338
J_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% ISIGGGSCAISGGYGSR 70 86 67.9 26.9 67.1 2 0 0 1,598.7593
J_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% WTLLQEQGTK 195 204 54.6 29.0 34.4 2 0 0 1,203.6370
J_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% TAAENEFVTLK 261 271 21.4 27.9 16.2 1 0 0 1,222.6314
J_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% NLDLDSIIAEVK 327 338 75.9 27.5 63.1 2 0 0 1,329.7262
J_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% AIGGGLSSVGGGSSTIK 534 550 62.1 27.9 57.8 2 0 0 1,447.7753
J_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.20% ISIGGGSCAISGGYGSR 70 86 63.6 26.4 63.6 2 0 0 1,598.7593
J_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.20% FASFIDKVR 174 182 35.1 26.5 9.0 2 0 0 1,082.5993
J_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.20% WTLLQEQGTK 195 204 51.6 28.9 29.0 2 0 0 1,203.6370
J_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.20% QLDSIVGER 224 232 39.2 29.4 12.4 2 0 0 1,016.5372
J_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.20% TAAENEFVTLK 261 271 46.4 28.2 35.9 1 0 0 1,222.6314
J_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.20% ADTLTDEINFLR 288 299 64.5 27.6 40.8 2 0 0 1,407.7116
J_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.20% NLDLDSIIAEVK 327 338 79.6 27.6 62.1 2 0 0 1,329.7262
J_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 11 17.20% AIGGGLSSVGGGSSTIK 534 550 50.2 27.9 28.9 2 0 0 1,447.7753
J_22 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 4.79% ISIGGGSCAISGGYGSR 70 86 55.8 26.7 55.8 2 0 0 1,598.7593
J_22 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 4.79% WTLLQEQGTK 195 204 37.4 29.0 13.0 2 0 0 1,203.6370
K_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% ISIGGGSCAISGGYGSR 70 86 73.8 26.8 72.2 2 0 0 1,598.7593
K_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% FASFIDKVR 174 182 40.4 27.0 7.3 2 0 0 1,082.5993
K_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% WTLLQEQGTK 195 204 39.2 28.7 17.9 1 0 0 1,203.6370
K_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% QLDSIVGER 224 232 25.5 29.0 12.3 1 0 0 1,016.5372
K_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% NLDLDSIIAEVK 327 338 79.7 27.6 58.5 1 0 0 1,329.7262
K_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% YEELQVTAGR 360 369 39.7 27.8 35.6 2 0 0 1,165.5848
K_19 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.90% AIGGGLSSVGGGSSTIK 534 550 52.9 28.0 49.7 2 0 0 1,447.7753
K_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.50% ISIGGGSCAISGGYGSR 70 86 54.4 26.5 54.4 2 0 0 1,598.7593
K_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.50% FASFIDKVR 174 182 48.1 27.0 24.0 2 0 0 1,082.5993
K_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.50% WTLLQEQGTK 195 204 38.1 28.2 20.2 2 0 0 1,203.6370
K_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.50% NLDLDSIIAEVK 327 338 67.2 27.6 57.8 1 0 0 1,329.7262
K_20 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.50% AIGGGLSSVGGGSSTIK 534 550 77.4 28.2 71.0 2 0 0 1,447.7753
K_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 11.50% ISIGGGSCAISGGYGSR 70 86 89.4 26.7 87.2 2 0 0 1,598.7593
K_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 11.50% WTLLQEQGTK 195 204 43.7 28.8 22.0 2 0 0 1,203.6370
K_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 11.50% QLDSIVGER 224 232 37.8 29.0 12.1 1 0 0 1,016.5372
K_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 11.50% NLDLDSIIAEVK 327 338 73.3 27.7 57.9 1 0 0 1,329.7262
K_21 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 7 11.50% AIGGGLSSVGGGSSTIK 534 550 51.9 28.2 50.8 2 0 0 1,447.7753
K_22 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 4 8.51% ISIGGGSCAISGGYGSR 70 86 67.7 26.6 65.7 2 0 0 1,598.7593
K_22 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 4 8.51% FASFIDKVR 174 182 37.8 27.0 15.1 2 0 0 1,082.5993
K_22 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 4 8.51% WTLLQEQGTK 195 204 38.0 28.9 10.6 1 0 0 1,203.6370
K_22 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 4 8.51% TAAENEFVTLKK 261 272 22.6 27.9 16.7 0 1 0 1,350.7264
K_23 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 4 8.69% WTLLQEQGTK 195 204 35.4 28.8 16.0 2 0 0 1,203.6370
K_23 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 4 8.69% NLDLDSIIAEVK 327 338 77.4 27.7 57.8 2 0 0 1,329.7262
K_23 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 4 8.69% YEELQVTAGR 360 369 32.3 28.0 22.8 1 0 0 1,165.5848
K_23 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 4 8.69% AIGGGLSSVGGGSSTIK 534 550 45.1 28.0 39.2 1 0 0 1,447.7753
K_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 4.79% ISIGGGSCAISGGYGSR 70 86 39.8 26.8 39.8 1 0 0 1,598.7593
K_24 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 4.79% WTLLQEQGTK 195 204 65.7 28.8 44.1 2 0 0 1,203.6370
L_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 7.80% SGFSSVSVSR 31 40 62.8 25.9 52.6 2 0 0 1,012.5056
L_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 7.80% GSGGLGGACGGAGFGSR 43 59 72.9 25.0 68.2 2 0 0 1,424.6338
L_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 7.80% ISIGGGSCAISGGYGSR 70 86 67.0 26.5 67.0 2 0 0 1,598.7593
L_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 4.61% ISIGGGSCAISGGYGSR 70 86 34.0 26.6 31.5 1 0 0 1,598.7593
L_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 4.61% QLDSIVGER 224 232 38.8 29.1 11.3 2 0 0 1,016.5372
L_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 13.30% GSGGLGGACGGAGFGSR 43 59 62.3 25.0 59.1 2 0 0 1,424.6338
L_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 13.30% ISIGGGSCAISGGYGSR 70 86 81.1 26.5 78.4 2 0 0 1,598.7593
L_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 13.30% NLDLDSIIAEVK 327 338 65.9 27.6 52.5 2 0 0 1,329.7262
L_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 13.30% LALDVEIATYR 456 466 68.4 27.6 39.4 2 0 0 1,263.6944
L_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 13.30% LALDVEIATYRK 456 467 23.0 25.0 20.2 0 2 0 1,391.7894
L_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 13.30% AIGGGLSSVGGGSSTIK 534 550 51.5 28.1 48.8 1 0 0 1,447.7753
M_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.04% GSGGLGGACGGAGFGSR 43 59 79.4 25.0 79.0 2 0 0 1,424.6338
M_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.04% ISIGGGSCAISGGYGSR 70 86 80.0 26.6 78.0 2 0 0 1,598.7593
M_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.04% AIGGGLSSVGGGSSTIK 534 550 50.0 27.9 47.4 2 0 0 1,447.7753
M_02 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.03% ISIGGGSCAISGGYGSR 70 86 62.1 26.7 59.1 2 0 0 1,598.7593
M_02 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.03% AIGGGLSSVGGGSSTIK 534 550 64.6 27.9 57.3 1 0 0 1,447.7753
N_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 4 11.50% SGFSSVSVSR 31 40 32.6 25.4 21.4 1 0 0 1,012.5056
N_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 4 11.50% GSGGLGGACGGAGFGSR 43 59 33.9 25.0 33.5 1 0 0 1,424.6338
N_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 4 11.50% ISIGGGSCAISGGYGSR 70 86 35.4 26.6 30.2 1 0 0 1,598.7593
N_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 4 11.50% QLDSIVGER 224 232 50.6 28.8 14.4 1 0 0 1,016.5372
N_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 4 11.50% LALDVEIATYRK 456 467 33.7 25.0 31.6 1 0 0 1,391.7894
N_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 4 9.57% GSGGLGGACGGAGFGSR 43 59 45.2 25.0 45.2 2 0 0 1,424.6338
N_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 4 9.57% ISIGGGSCAISGGYGSR 70 86 60.9 26.7 60.5 1 0 0 1,598.7593
N_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 4 9.57% QLDSIVGER 224 232 25.6 28.8 13.2 1 0 0 1,016.5372
N_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 4 9.57% LALDVEIATYR 456 466 59.5 27.3 44.2 1 0 0 1,263.6944
N_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.75% GSGGLGGACGGAGFGSR 43 59 58.7 25.0 58.7 2 0 0 1,424.6338
N_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.75% ISIGGGSCAISGGYGSR 70 86 70.7 26.6 70.7 2 0 0 1,598.7593
N_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.75% QLDSIVGER 224 232 40.2 29.5 16.6 2 0 0 1,016.5372
N_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 9.75% LALDVEIATYRK 456 467 21.0 25.0 17.2 1 1 0 1,391.7894
O_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.20% GSGGLGGACGGAGFGSR 43 59 69.2 25.0 67.4 2 0 0 1,424.6338
O_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.20% ISIGGGSCAISGGYGSR 70 86 89.2 26.7 89.2 2 0 0 1,598.7593
O_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.20% LALDVEIATYR 456 466 59.2 27.6 30.7 2 0 0 1,263.6944
O_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.20% LALDVEIATYRK 456 467 50.4 25.0 40.4 2 0 0 1,391.7894
O_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 6 11.20% AIGGGLSSVGGGSSTIK 534 550 76.8 28.3 76.8 2 0 0 1,447.7753
O_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 11.20% GSGGLGGACGGAGFGSR 43 59 38.7 25.0 38.7 2 0 0 1,424.6338
O_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 11.20% ISIGGGSCAISGGYGSR 70 86 80.7 26.7 77.2 2 0 0 1,598.7593
O_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 11.20% NLDLDSIIAEVK 327 338 76.9 27.5 67.5 2 0 0 1,329.7262
O_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 3 3 5 11.20% AIGGGLSSVGGGSSTIK 534 550 47.9 27.9 39.1 1 0 0 1,447.7753



O_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 2 5.50% WTLLQEQGTK 195 204 34.5 29.0 22.3 1 0 0 1,203.6370
O_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 2 5.50% QLDSIVGER 224 232 25.8 29.1 8.9 1 0 0 1,016.5372
O_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 2 5.50% NLDLDSIIAEVK 327 338 66.9 27.6 59.1 2 0 0 1,329.7262
O_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 5 10.80% GSGGLGGACGGAGFGSR 43 59 45.5 25.0 45.5 2 0 0 1,424.6338
O_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 5 10.80% ISIGGGSCAISGGYGSR 70 86 77.2 26.9 75.2 1 0 0 1,598.7593
O_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 5 10.80% WTLLQEQGTK 195 204 32.0 29.0 17.2 1 0 0 1,203.6370
O_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 5 10.80% AIGGGLSSVGGGSSTIK 534 550 55.1 27.9 49.3 1 0 0 1,447.7753
O_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% QLDSIVGER 224 232 42.3 28.8 12.9 1 0 0 1,016.5372
O_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% NLDLDSIIAEVK 327 338 71.1 27.3 60.5 1 0 0 1,329.7262
O_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% AIGGGLSSVGGGSSTIK 534 550 46.5 27.9 38.9 2 0 0 1,447.7753
P_04 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 12.60% GSGGLGGACGGAGFGSR 43 59 59.1 25.0 59.1 2 0 0 1,424.6338
P_04 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 12.60% ISIGGGSCAISGGYGSR 70 86 77.2 26.4 74.9 2 0 0 1,598.7593
P_04 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 12.60% AEAESWYQTK 350 359 45.0 25.0 37.6 2 0 0 1,212.5531
P_04 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 12.60% LEGLEDALQK 427 436 44.7 28.6 14.0 2 0 0 1,115.5945
P_04 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 12.60% AIGGGLSSVGGGSSTIK 534 550 72.1 27.9 65.4 2 0 0 1,447.7753
P_06 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.30% ISIGGGSCAISGGYGSR 70 86 90.4 26.7 90.4 2 0 0 1,598.7593
P_06 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.30% QLDSIVGER 224 232 26.1 29.4 10.8 1 0 0 1,016.5372
P_06 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.30% AEAESWYQTK 350 359 34.8 25.0 28.8 2 0 0 1,212.5531
P_06 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.30% YEELQVTAGR 360 369 58.0 27.9 58.0 2 0 0 1,165.5848
P_06 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.30% LALDVEIATYR 456 466 41.7 27.2 10.1 2 0 0 1,263.6944
P_06 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.30% LALDVEIATYRK 456 467 19.6 25.0 17.5 0 1 0 1,391.7894
P_06 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.30% AIGGGLSSVGGGSSTIK 534 550 81.1 27.3 71.7 2 0 0 1,447.7753
P_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.70% GSGGLGGACGGAGFGSR 43 59 77.4 25.0 67.6 2 0 0 1,424.6338
P_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.70% ISIGGGSCAISGGYGSR 70 86 89.5 26.4 89.5 2 0 0 1,598.7593
P_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.70% QLDSIVGER 224 232 47.1 28.8 15.0 1 0 0 1,016.5372
P_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.70% TAAENEFVTLKK 261 272 39.6 27.4 24.7 0 2 0 1,350.7264
P_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.70% AEAESWYQTK 350 359 53.3 25.0 44.0 2 0 0 1,212.5531
P_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.70% LALDVEIATYR 456 466 59.5 27.2 35.9 1 0 0 1,263.6944
P_07 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 9 13.70% LALDVEIATYRK 456 467 23.6 25.0 17.5 0 1 0 1,391.7894
P_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% ISIGGGSCAISGGYGSR 70 86 89.5 26.7 87.4 1 0 0 1,598.7593
P_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% QLDSIVGER 224 232 53.7 28.8 16.2 2 0 0 1,016.5372
P_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% LALDVEIATYR 456 466 65.6 27.5 32.2 2 0 0 1,263.6944
P_09 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% LALDVEIATYRK 456 467 45.8 25.0 43.9 2 0 0 1,391.7894
P_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 13.30% SRGSGGLGGACGGAGFGSR 41 59 43.8 25.0 37.0 0 2 0 1,667.7669
P_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 13.30% GSGGLGGACGGAGFGSR 43 59 78.5 25.0 68.7 2 0 0 1,424.6338
P_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 13.30% ISIGGGSCAISGGYGSR 70 86 95.8 26.7 93.8 2 0 0 1,598.7593
P_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 13.30% YEELQVTAGR 360 369 43.3 27.9 43.3 2 0 0 1,165.5848
P_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 13.30% LALDVEIATYR 456 466 56.1 27.5 29.1 1 0 0 1,263.6944
P_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 13.30% LALDVEIATYRK 456 467 40.1 25.0 35.1 2 0 0 1,391.7894
P_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 10 13.30% AIGGGLSSVGGGSSTIK 534 550 98.2 27.9 87.5 2 0 0 1,447.7753
P_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% GSGGLGGACGGAGFGSR 43 59 34.4 25.0 33.5 1 0 0 1,424.6338
P_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% QLDSIVGER 224 232 50.7 28.8 25.6 2 0 0 1,016.5372
P_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% LALDVEIATYR 456 466 72.3 27.5 44.3 2 0 0 1,263.6944
P_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 3 6.74% LALDVEIATYRK 456 467 47.8 25.0 44.8 2 0 0 1,391.7894
P_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.40% SRGSGGLGGACGGAGFGSR 41 59 24.0 25.0 24.0 0 1 0 1,667.7669
P_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.40% GSGGLGGACGGAGFGSR 43 59 70.6 25.0 65.9 2 0 0 1,424.6338
P_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.40% ISIGGGSCAISGGYGSR 70 86 89.5 26.7 89.5 2 0 0 1,598.7593
P_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.40% GRLDSELR 233 240 25.8 29.1 17.5 1 0 0 945.5113
P_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.40% LALDVEIATYRK 456 467 14.3 25.0 14.3 0 1 0 1,391.7894
P_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.40% KLLEGEECR 467 475 29.7 27.7 28.4 1 0 0 1,133.5621
P_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 8 14.40% AIGGGLSSVGGGSSTIK 534 550 75.3 27.9 65.7 2 0 0 1,447.7753
Q_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 15 19.70% SRGSGGLGGACGGAGFGSR 41 59 47.0 25.1 37.1 0 2 0 1,667.7669
Q_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 15 19.70% GSGGLGGACGGAGFGSR 43 59 72.7 25.0 72.0 2 0 0 1,424.6338
Q_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 15 19.70% ISIGGGSCAISGGYGSR 70 86 83.8 26.7 83.7 2 0 0 1,598.7593
Q_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 15 19.70% TAAENEFVTLK 261 271 32.2 27.9 22.3 2 0 0 1,222.6314
Q_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 15 19.70% TAAENEFVTLKK 261 272 47.5 27.7 34.6 1 0 0 1,350.7264
Q_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 15 19.70% NLDLDSIIAEVK 327 338 63.0 27.6 52.9 2 0 0 1,329.7262
Q_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 15 19.70% SRAEAESWYQTK 348 359 22.8 25.8 20.1 0 2 0 1,455.6862
Q_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 15 19.70% YEELQVTAGR 360 369 68.1 27.5 61.4 2 0 0 1,165.5848
Q_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 15 19.70% LALDVEIATYR 456 466 54.8 27.2 28.8 2 0 0 1,263.6944
Q_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 15 19.70% LALDVEIATYRK 456 467 43.4 25.0 32.1 2 2 0 1,391.7894
Q_01 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 8 8 15 19.70% AIGGGLSSVGGGSSTIK 534 550 96.0 27.9 81.5 2 0 0 1,447.7753
Q_08 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 7.98% GSGGLGGACGGAGFGSR 43 59 61.8 25.0 58.6 2 0 0 1,424.6338
Q_08 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 7.98% ISIGGGSCAISGGYGSR 70 86 74.6 26.6 74.6 2 0 0 1,598.7593
Q_08 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 4 7.98% LALDVEIATYR 456 466 64.3 27.5 36.4 2 0 0 1,263.6944
Q_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 15.20% GSGGLGGACGGAGFGSR 43 59 63.2 25.0 57.2 2 0 0 1,424.6338
Q_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 15.20% ISIGGGSCAISGGYGSR 70 86 94.5 26.7 90.0 2 0 0 1,598.7593
Q_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 15.20% TAAENEFVTLK 261 271 27.9 27.9 16.6 1 0 0 1,222.6314
Q_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 15.20% SRAEAESWYQTK 348 359 20.1 25.8 20.1 0 1 0 1,455.6862
Q_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 15.20% AEAESWYQTK 350 359 35.9 25.1 31.8 2 0 0 1,212.5531
Q_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 15.20% LALDVEIATYR 456 466 59.2 27.3 35.9 2 0 0 1,263.6944
Q_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 15.20% LALDVEIATYRK 456 467 36.8 25.0 26.6 2 0 0 1,391.7894
Q_12 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 6 6 10 15.20% AIGGGLSSVGGGSSTIK 534 550 84.2 27.6 75.6 2 0 0 1,447.7753
Q_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 2 8.16% GSGGLGGACGGAGFGSR 43 59 23.6 25.0 23.6 1 0 0 1,424.6338
Q_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 2 8.16% ISIGGGSCAISGGYGSR 70 86 38.3 26.7 36.8 1 0 0 1,598.7593
Q_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 2 8.16% LALDVEIATYR 456 466 67.0 27.3 39.4 2 0 0 1,263.6944
Q_13 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 2 2 2 8.16% LALDVEIATYRK 456 467 19.3 25.0 14.6 0 1 0 1,391.7894
Q_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 12.80% GSGGLGGACGGAGFGSR 43 59 64.0 25.0 64.0 2 0 0 1,424.6338
Q_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 12.80% ISIGGGSCAISGGYGSR 70 86 74.8 26.7 74.8 2 0 0 1,598.7593
Q_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 12.80% QLDSIVGER 224 232 35.4 28.8 12.7 1 0 0 1,016.5372
Q_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 12.80% LALDVEIATYR 456 466 76.8 27.3 42.4 2 0 0 1,263.6944
Q_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 12.80% LALDVEIATYRK 456 467 46.7 25.0 41.1 2 0 0 1,391.7894
Q_14 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 6 12.80% AIGGGLSSVGGGSSTIK 534 550 66.0 27.9 59.2 1 0 0 1,447.7753
Q_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% GSGGLGGACGGAGFGSR 43 59 46.9 25.0 44.0 2 0 0 1,424.6338
Q_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% ISIGGGSCAISGGYGSR 70 86 77.0 26.7 77.0 2 0 0 1,598.7593
Q_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% GRLDSELR 233 240 28.7 30.0 18.5 1 0 0 945.5113
Q_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% TAAENEFVTLK 261 271 28.7 27.9 16.6 1 0 0 1,222.6314
Q_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% LALDVEIATYR 456 466 76.7 27.3 42.1 2 0 0 1,263.6944
Q_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% LALDVEIATYRK 456 467 51.3 25.0 48.0 2 0 0 1,391.7894
Q_15 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 5 5 7 14.50% AIGGGLSSVGGGSSTIK 534 550 27.8 27.3 21.7 1 0 0 1,447.7753
Q_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 8 14.70% GSGGLGGACGGAGFGSR 43 59 68.7 25.0 68.7 2 0 0 1,424.6338
Q_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 8 14.70% ISIGGGSCAISGGYGSR 70 86 92.7 26.7 92.7 2 0 0 1,598.7593
Q_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 8 14.70% GRLDSELR 233 240 30.5 29.1 15.4 2 0 0 945.5113
Q_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 8 14.70% NLDLDSIIAEVK 327 338 54.8 27.6 48.8 2 0 0 1,329.7262
Q_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 8 14.70% LALDVEIATYRK 456 467 47.0 25.0 46.1 2 0 0 1,391.7894
Q_16 Keratin, type II cytoskeletal 6A K2C6A_HUMAN 60,046 4 4 8 14.70% AIGGGLSSVGGGSSTIK 534 550 75.5 27.9 67.3 2 0 0 1,447.7753
A_14 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 24.50% SGFSSISVSR 31 40 45.6 25.6 40.5 2 0 0 1,026.5213
A_14 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 24.50% GSGGLGGACGGAGFGSR 43 59 81.9 25.0 77.9 2 0 0 1,424.6338
A_14 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 24.50% ISIGGGSCAISGGYGSR 70 86 119.0 27.0 117.0 2 0 0 1,598.7593
A_14 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 24.50% TAAENEFVTLK 261 271 53.2 27.5 40.6 2 0 0 1,222.6314
A_14 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 24.50% TAAENEFVTLKK 261 272 41.6 28.2 32.5 2 0 0 1,350.7264
A_14 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 24.50% ADTLTDEINFLR 288 299 49.2 27.9 31.6 2 0 0 1,407.7116
A_14 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 24.50% NLDLDSIIAEVK 327 338 69.8 27.9 49.6 1 0 0 1,329.7262
A_14 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 24.50% AQYEEIAQR 339 347 54.4 27.5 41.5 2 0 0 1,107.5429
A_14 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 24.50% AEAESWYQTK 350 359 39.3 25.0 35.9 1 0 0 1,212.5531
A_14 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 24.50% YEELQITAGR 360 369 59.4 28.6 50.0 1 0 0 1,179.6005
A_14 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 24.50% NKLEGLEDALQK 425 436 43.4 28.4 31.3 2 0 0 1,357.7324
A_14 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 24.50% ATGGGLSSVGGGSSTIK 534 550 48.3 27.9 48.3 2 0 0 1,435.7389
C_01 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 3 16.00% SGFSSISVSR 31 40 60.4 26.0 60.4 2 0 0 1,026.5213
C_01 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 3 16.00% GSGGLGGACGGAGFGSR 43 59 39.7 25.0 39.7 2 0 0 1,424.6338
C_01 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 3 16.00% ISIGGGSCAISGGYGSR 70 86 69.0 26.7 69.0 2 0 0 1,598.7593
C_01 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 3 16.00% FASFIDKVR 174 182 22.9 26.9 3.4 1 0 0 1,082.5993



C_01 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 3 16.00% WTLLQEQGTK 195 204 41.2 28.2 26.2 2 0 0 1,203.6370
C_01 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 3 16.00% YEELQITAGR 360 369 52.8 28.6 38.3 3 0 0 1,179.6005
C_01 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 3 16.00% ATGGGLSSVGGGSSTIK 534 550 30.9 28.4 28.3 1 0 0 1,435.7389
C_24 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 23.00% SGFSSISVSR 31 40 39.1 25.3 32.3 1 0 0 1,026.5213
C_24 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 23.00% GSGGLGGACGGAGFGSR 43 59 59.5 25.0 52.8 2 0 0 1,424.6338
C_24 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 23.00% RISIGGGSCAISGGYGSR 69 86 49.6 26.5 29.4 1 2 0 1,754.8604
C_24 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 23.00% ISIGGGSCAISGGYGSR 70 86 93.7 26.9 93.7 2 0 0 1,598.7593
C_24 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 23.00% TLNNKFASFIDKVR 169 182 31.9 26.0 30.5 0 1 0 1,652.9119
C_24 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 23.00% FASFIDKVR 174 182 36.3 26.8 14.4 1 0 0 1,082.5993
C_24 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 23.00% WTLLQEQGTK 195 204 39.0 28.5 25.1 2 0 0 1,203.6370
C_24 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 23.00% ADTLTDEINFLR 288 299 59.1 28.1 35.1 2 0 0 1,407.7116
C_24 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 23.00% NLDLDSIIAEVK 327 338 73.9 27.7 51.8 2 0 0 1,329.7262
C_24 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 23.00% YEELQITAGR 360 369 62.5 28.2 43.8 2 0 0 1,179.6005
C_24 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 23.00% ATGGGLSSVGGGSSTIKYTTTSSSSRK 534 560 53.5 26.9 47.7 0 1 0 2,534.2694
G_06 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 9.93% SGFSSISVSR 31 40 41.4 26.6 37.8 2 0 0 1,026.5213
G_06 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 9.93% ISIGGGSCAISGGYGSR 70 86 122.0 26.6 119.0 2 0 0 1,598.7593
G_06 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 9.93% NKLEGLEDALQK 425 436 42.8 27.8 31.0 2 0 0 1,357.7324
G_06 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 4 9.93% ATGGGLSSVGGGSSTIK 534 550 49.6 28.3 44.1 2 0 0 1,435.7389
I_19 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 12.10% SGFSSISVSR 31 40 22.2 26.1 14.9 1 0 0 1,026.5213
I_19 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 12.10% ISIGGGSCAISGGYGSR 70 86 55.9 27.0 55.7 2 0 0 1,598.7593
I_19 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 12.10% TLNNKFASFIDK 169 180 27.6 27.3 19.2 0 1 0 1,397.7424
I_19 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 12.10% FASFIDKVR 174 182 45.2 26.8 15.4 2 0 0 1,082.5993
I_19 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 12.10% VLDTKWTLLQEQGTK 190 204 22.3 27.6 17.1 0 1 0 1,759.9592
I_19 Keratin, type II cytoskeletal 6B K2C6B_HUMAN 60,069 2 2 2 12.10% NLDLDSIIAEVK 327 338 61.8 27.9 39.0 1 0 0 1,329.7262
A_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 5 9 11.50% TAAENEFVVLK 188 198 52.9 27.5 12.2 2 0 0 1,220.6521
A_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 5 9 11.50% VDALNDEINFLR 215 226 49.5 28.7 40.1 2 0 0 1,418.7275
A_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 5 9 11.50% SLDLDGIIAEVK 254 265 66.1 27.8 36.0 2 0 0 1,272.7048
A_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 5 9 11.50% AEAEAWYQTK 277 286 36.2 25.5 31.2 2 0 0 1,196.5582
A_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 5 9 11.50% LQAEIDNIK 318 326 26.0 27.0 10.1 1 0 0 1,043.5733
A_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 6 9.59% SMQDVVEDFK 168 177 18.9 25.0 10.6 1 0 0 1,213.5407
A_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 6 9.59% FETLQAQAGK 287 296 41.1 28.0 25.1 2 0 0 1,092.5685
A_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 6 9.59% AKLEAAIAEAEER 330 342 23.6 27.5 15.7 0 1 0 1,400.7380
A_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 6 9.59% AKQEELEAALQR 352 363 62.0 27.8 38.9 2 0 0 1,385.7384
A_13 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 6 10.40% SAYGGPVGAGIR 53 64 28.4 28.4 20.9 1 0 0 1,104.5797
A_13 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 6 10.40% EVTINQSLLAPLR 65 77 32.0 25.6 26.7 2 0 0 1,453.8374
A_13 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 6 10.40% VDALNDEINFLR 215 226 51.0 29.1 43.2 2 0 0 1,418.7275
A_13 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 6 10.40% SLDLDGIIAEVK 254 265 72.9 27.8 49.4 1 0 0 1,272.7048
B_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 6 9.59% TAAENEFVVLK 188 198 20.8 28.3 0.0 1 0 0 1,220.6521
B_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 6 9.59% VDALNDEINFLR 215 226 65.3 28.9 56.1 2 0 0 1,418.7275
B_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 6 9.59% SLDLDGIIAEVK 254 265 101.0 27.8 79.1 2 0 0 1,272.7048
B_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 6 9.59% AEAEAWYQTK 277 286 36.9 25.6 28.2 1 0 0 1,196.5582
B_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 6 9 14.50% GQLEALQVDGGR 150 161 76.2 26.6 59.7 2 0 0 1,242.6439
B_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 6 9 14.50% SMQDVVEDFK 168 177 31.8 25.0 30.0 2 0 0 1,213.5407
B_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 6 9 14.50% VDALNDEINFLR 215 226 50.1 28.7 43.2 2 0 0 1,418.7275
B_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 6 9 14.50% SLDLDGIIAEVK 254 265 57.5 28.1 34.5 1 0 0 1,272.7048
B_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 6 9 14.50% FETLQAQAGK 287 296 25.0 28.1 19.4 1 0 0 1,092.5685
B_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 6 9 14.50% AKQEELEAALQR 352 363 54.0 27.6 36.7 1 0 0 1,385.7384
B_14 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 3 3 5 7.25% GQLEALQVDGGR 150 161 65.9 26.6 57.7 2 0 0 1,242.6439
B_14 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 3 3 5 7.25% TAAENEFVVLK 188 198 26.0 28.3 0.0 1 0 0 1,220.6521
B_14 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 3 3 5 7.25% LEAAIAEAEER 332 342 59.7 27.4 43.3 2 0 0 1,201.6059
C_13 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 2 2 4 5.12% SAYGGPVGAGIR 53 64 38.9 28.5 30.7 2 0 0 1,104.5797
C_13 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 2 2 4 5.12% SLDLDGIIAEVK 254 265 37.8 27.8 16.1 2 0 0 1,272.7048
C_14 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 7 10.20% GQLEALQVDGGR 150 161 44.7 26.6 40.8 2 0 0 1,242.6439
C_14 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 7 10.20% SLDLDGIIAEVK 254 265 65.8 27.8 44.6 2 0 0 1,272.7048
C_14 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 7 10.20% LQAEIDNIKNQR 318 329 19.9 27.2 11.8 0 1 0 1,441.7759
C_14 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 7 10.20% AKQEELEAALQR 352 363 64.8 27.2 43.1 2 0 0 1,385.7384
F_13 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 2 3 5 5.12% SLDLDGIIAEVK 254 265 50.7 27.8 34.7 2 0 0 1,272.7048
F_13 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 2 3 5 5.12% AKQEELEAALQR 352 363 52.7 27.5 42.1 1 2 0 1,385.7384
H_09 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 6 9 11.30% FASFIDKVR 102 110 40.1 26.5 11.4 2 0 0 1,082.5993
H_09 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 6 9 11.30% WTLLQEQK 123 130 28.9 28.9 10.7 1 0 0 1,045.5678
H_09 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 6 9 11.30% TAAENEFVVLK 188 198 46.8 28.3 0.0 2 0 0 1,220.6521
H_09 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 6 9 11.30% TAAENEFVVLKK 188 199 38.8 26.4 0.0 2 0 0 1,348.7471
H_09 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 6 9 11.30% LQAEIDNIKNQR 318 329 27.6 27.5 22.2 1 0 0 1,441.7759
H_09 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 6 9 11.30% AKQEELEAALQR 352 363 45.9 27.5 40.6 1 2 0 1,385.7384
H_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 6 12 11.30% FASFIDKVR 102 110 23.3 26.5 8.5 1 0 0 1,082.5993
H_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 6 12 11.30% WTLLQEQK 123 130 34.5 28.6 20.5 2 0 0 1,045.5678
H_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 6 12 11.30% SLDLDGIIAEVK 254 265 85.0 27.8 62.6 2 0 0 1,272.7048
H_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 6 12 11.30% LQAEIDNIKNQR 318 329 60.5 27.5 53.0 2 2 0 1,441.7759
H_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 6 12 11.30% AKQEELEAALQR 352 363 56.4 28.0 30.5 2 2 0 1,385.7384
I_09 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 7 11.30% FASFIDKVR 102 110 38.8 27.0 19.7 2 0 0 1,082.5993
I_09 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 7 11.30% WTLLQEQK 123 130 36.1 28.9 18.1 1 0 0 1,045.5678
I_09 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 7 11.30% SLDLDGIIAEVK 254 265 71.9 27.8 45.2 2 0 0 1,272.7048
I_09 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 7 11.30% LQAEIDNIKNQR 318 329 48.6 27.5 38.5 2 0 0 1,441.7759
I_09 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 7 11.30% AKQEELEAALQR 352 363 33.2 27.9 8.6 0 2 0 1,385.7384
I_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 8 14 16.40% FASFIDKVR 102 110 39.2 27.0 1.8 2 0 0 1,082.5993
I_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 8 14 16.40% WTLLQEQK 123 130 27.0 28.6 10.8 1 0 0 1,045.5678
I_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 8 14 16.40% TAAENEFVVLKK 188 199 77.4 26.4 0.0 2 0 0 1,348.7471
I_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 8 14 16.40% VDALNDEINFLR 215 226 42.2 29.0 27.6 1 0 0 1,418.7275
I_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 8 14 16.40% SLDLDGIIAEVK 254 265 93.2 27.8 72.6 2 0 0 1,272.7048
I_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 8 14 16.40% LQAEIDNIKNQR 318 329 48.9 27.5 31.6 2 2 0 1,441.7759
I_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 6 8 14 16.40% AKQEELEAALQR 352 363 46.7 27.7 32.9 2 2 0 1,385.7384
I_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 2 2 3 5.12% SLDLDGIIAEVK 254 265 69.4 27.8 47.3 1 0 0 1,272.7048
I_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 2 2 3 5.12% LQAEIDNIKNQR 318 329 34.4 27.5 21.6 0 2 0 1,441.7759
I_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 7 8 13 17.10% SAYGGPVGAGIR 53 64 37.8 28.9 28.5 2 0 0 1,104.5797
I_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 7 8 13 17.10% WTLLQEQK 123 130 38.0 28.9 25.0 1 0 0 1,045.5678
I_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 7 8 13 17.10% GQLEALQVDGGR 150 161 46.0 26.7 41.4 2 0 0 1,242.6439
I_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 7 8 13 17.10% VDALNDEINFLR 215 226 49.8 29.1 42.4 2 0 0 1,418.7275
I_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 7 8 13 17.10% SLDLDGIIAEVK 254 265 82.3 27.8 62.8 2 0 0 1,272.7048
I_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 7 8 13 17.10% LQAEIDNIKNQR 318 329 29.0 27.5 26.6 1 0 0 1,441.7759
I_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 7 8 13 17.10% AKQEELEAALQR 352 363 29.8 27.8 11.1 1 2 0 1,385.7384
J_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 2 2 3 5.12% SAYGGPVGAGIR 53 64 33.2 28.7 23.8 2 0 0 1,104.5797
J_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 2 2 3 5.12% GQLEALQVDGGR 150 161 44.9 26.6 38.0 1 0 0 1,242.6439
K_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 5 9 12.80% GQLEALQVDGGR 150 161 65.6 26.4 57.8 2 0 0 1,242.6439
K_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 5 9 12.80% VDALNDEINFLR 215 226 67.9 28.7 58.8 2 0 0 1,418.7275
K_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 5 9 12.80% SLDLDGIIAEVK 254 265 78.2 28.0 56.4 2 0 0 1,272.7048
K_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 5 9 12.80% LQAEIDNIKNQR 318 329 35.5 27.4 30.1 1 0 0 1,441.7759
K_10 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 5 5 9 12.80% AKQEELEAALQR 352 363 58.7 27.7 39.9 2 0 0 1,385.7384
K_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 3 3 5 7.68% GQLEALQVDGGR 150 161 61.0 26.3 45.4 2 0 0 1,242.6439
K_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 3 3 5 7.68% SLDLDGIIAEVK 254 265 72.1 28.1 50.0 2 0 0 1,272.7048
K_11 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 3 3 5 7.68% AKQEELEAALQR 352 363 57.8 27.7 41.3 1 0 0 1,385.7384
K_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 8 10.20% SAYGGPVGAGIR 53 64 44.8 28.7 37.3 2 0 0 1,104.5797
K_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 8 10.20% GQLEALQVDGGR 150 161 62.3 26.3 56.3 2 0 0 1,242.6439
K_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 8 10.20% VDALNDEINFLR 215 226 74.7 29.0 69.6 2 0 0 1,418.7275
K_12 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 4 4 8 10.20% SLDLDGIIAEVK 254 265 91.1 27.8 68.6 2 0 0 1,272.7048
L_08 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 2 3 4 5.12% LQAEIDNIKNQR 318 329 30.1 27.3 24.2 1 1 0 1,441.7759
L_08 Keratin, type II cytoskeletal 7 K2C7_HUMAN 51,387 2 3 4 5.12% AKQEELEAALQR 352 363 29.3 27.3 7.5 0 2 0 1,385.7384
A_19 6‐phosphofructokinase, muscle type K6PF_MACFA 85,125 6 6 8 11.00% AIAVLTSGGDAQGMNAAVR 17 35 80.0 28.0 70.8 2 0 0 1,817.9176
A_19 6‐phosphofructokinase, muscle type K6PF_MACFA 85,125 6 6 8 11.00% TFVLEVMGR 202 210 49.0 27.1 37.1 2 0 0 1,051.5605
A_19 6‐phosphofructokinase, muscle type K6PF_MACFA 85,125 6 6 8 11.00% VTVLGHVQR 293 301 28.1 25.0 22.2 1 0 0 1,008.5949
A_19 6‐phosphofructokinase, muscle type K6PF_MACFA 85,125 6 6 8 11.00% LPLMECVQVTK 346 356 31.8 28.7 18.0 1 0 0 1,333.6856
A_19 6‐phosphofructokinase, muscle type K6PF_MACFA 85,125 6 6 8 11.00% SFEQISANITK 477 487 35.3 27.6 25.8 1 0 0 1,237.6423
A_19 6‐phosphofructokinase, muscle type K6PF_MACFA 85,125 6 6 8 11.00% DLQANVEHLVQK 604 615 48.1 28.0 36.9 2 0 0 1,393.7435



A_19 6‐phosphofructokinase, muscle type K6PF_MACFA 85,125 6 6 8 11.00% IFANTPDSGCVLGMR 700 714 39.4 25.2 35.8 1 0 0 1,653.7725
B_19 6‐phosphofructokinase, muscle type K6PF_MACFA 85,125 3 3 4 7.05% AIAVLTSGGDAQGMNAAVR 17 35 51.8 28.0 49.2 1 0 0 1,817.9176
B_19 6‐phosphofructokinase, muscle type K6PF_MACFA 85,125 3 3 4 7.05% TFVLEVMGR 202 210 43.7 27.0 40.5 2 0 0 1,051.5605
B_19 6‐phosphofructokinase, muscle type K6PF_MACFA 85,125 3 3 4 7.05% DLQANVEHLVQK 604 615 63.1 27.8 47.2 2 0 0 1,393.7435
B_19 6‐phosphofructokinase, muscle type K6PF_MACFA 85,125 3 3 4 7.05% IFANTPDSGCVLGMR 700 714 25.7 25.2 25.7 1 0 0 1,653.7725
C_19 6‐phosphofructokinase, liver type K6PL_HUMAN 85,019 2 2 3 7.05% AIGVLTSGGDAQGMNAAVR 17 35 99.3 27.5 88.0 4 1 0 1,803.9020
C_19 6‐phosphofructokinase, liver type K6PL_HUMAN 85,019 2 2 3 7.05% TFVLEVMGR 202 210 42.0 27.1 31.7 2 0 0 1,051.5605
C_19 6‐phosphofructokinase, liver type K6PL_HUMAN 85,019 2 2 3 7.05% VFANAPDSACVIGLK 699 713 60.2 27.6 57.5 2 0 0 1,561.8044
C_19 6‐phosphofructokinase, liver type K6PL_HUMAN 85,019 2 2 3 7.05% AVAFSPVTELKK 716 727 21.5 25.0 11.9 1 0 0 1,289.7464
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% FLEHLSGAGK 16 25 31.5 29.4 26.4 2 0 0 1,058.5630
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% AIGVLTSGGDAQGMNAAVR 26 44 92.8 27.7 89.7 4 2 0 1,803.9020
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% EWSGLLEELAR 140 150 54.7 27.6 27.2 2 0 0 1,302.6689
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% IIEVVDAIMTTAQSHQR 194 210 27.2 27.8 27.2 1 0 0 1,927.9908
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% TFVLEVMGR 211 219 49.0 27.1 37.1 2 0 0 1,051.5605
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% IKELVVTQLGYDTR 288 301 42.3 25.5 33.1 0 2 0 1,634.9114
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% ELVVTQLGYDTR 290 301 83.4 28.0 77.5 2 0 0 1,393.7323
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% LPLMECVQMTQDVQK 355 369 44.8 25.8 35.7 2 0 0 1,851.8652
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% TNCNVAVINVGAPAAGMNAAVR 409 430 51.8 27.0 10.2 0 2 0 2,186.0804
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% YLEEIATQMR 487 496 60.6 26.8 52.7 2 0 0 1,253.6195
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% DLQSNVEHLTEK 614 625 56.9 26.6 37.3 2 2 0 1,412.7017
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% NVLGHMQQGGAPSPFDR 667 683 50.3 26.0 47.4 1 2 0 1,826.8605
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% AMEWITAK 693 700 24.0 27.2 21.1 1 0 0 965.4762
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% FTTDDSICVLGISK 711 724 46.7 26.8 39.5 1 0 0 1,555.7675
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% NVIFQPVAELK 726 736 40.6 26.9 0.0 2 0 0 1,257.7202
A_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 16 20 36 24.20% NVIFQPVAELKK 726 737 39.5 25.3 18.2 2 0 0 1,385.8152
A_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 6 7 11 9.57% AIGVLTSGGDAQGMNAAVR 26 44 70.9 27.7 65.7 3 0 0 1,803.9020
A_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 6 7 11 9.57% SFAGNLNTYK 386 395 27.1 25.6 12.2 2 0 0 1,114.5527
A_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 6 7 11 9.57% LPDDQIPK 401 408 26.3 25.0 19.0 1 0 0 925.4992
A_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 6 7 11 9.57% YLEEIATQMR 487 496 29.9 26.2 29.4 1 0 0 1,269.6145
A_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 6 7 11 9.57% NVLGHMQQGGAPSPFDR 667 683 26.2 25.7 12.1 0 2 0 1,826.8605
A_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 6 7 11 9.57% NVIFQPVAELK 726 736 45.2 26.8 0.0 2 0 0 1,257.7202
A_25 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 4 3.83% AIGVLTSGGDAQGMNAAVR 26 44 82.2 27.8 78.1 2 0 0 1,803.9020
A_25 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 4 3.83% NVIFQPVAELK 726 736 26.6 26.8 0.0 2 0 0 1,257.7202
A_29 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 3 3.57% AIGVLTSGGDAQGMNAAVR 26 44 67.6 27.8 62.8 2 0 0 1,803.9020
A_29 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 3 3.57% TFVLEVMGR 211 219 21.8 27.1 18.1 1 0 0 1,051.5605
A_31 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 2 2.42% TFVLEVMGR 211 219 31.2 27.1 28.0 1 0 0 1,051.5605
A_31 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 2 2.42% YLEEIATQMR 487 496 38.3 26.2 27.4 1 0 0 1,269.6145
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% AIGVLTSGGDAQGMNAAVR 26 44 121.0 27.9 118.0 4 0 0 1,803.9020
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% EWSGLLEELAR 140 150 58.3 27.6 31.3 2 0 0 1,302.6689
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% TFVLEVMGR 211 219 43.7 27.0 40.5 2 0 0 1,051.5605
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% IKELVVTQLGYDTR 288 301 36.0 25.4 32.6 0 1 0 1,634.9114
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% ELVVTQLGYDTR 290 301 83.0 27.7 77.7 2 0 0 1,393.7323
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% VTILGHVQR 302 310 39.8 25.0 29.7 2 0 0 1,022.6106
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% LPLMECVQMTQDVQK 355 369 38.2 26.1 28.8 1 0 0 1,851.8652
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% LAIKLPDDQIPK 397 408 33.4 25.0 29.0 0 2 0 1,350.7995
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% LPDDQIPK 401 408 30.7 25.0 25.8 1 0 0 925.4992
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% YLEEIATQMR 487 496 48.5 26.2 40.6 2 0 0 1,269.6145
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% DLQSNVEHLTEK 614 625 57.5 26.6 37.4 2 0 0 1,412.7017
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% NVLGHMQQGGAPSPFDR 667 683 27.5 25.7 19.1 0 2 0 1,826.8605
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% FTTDDSICVLGISK 711 724 81.1 26.7 74.8 2 0 0 1,555.7675
B_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 14 16 27 19.60% NVIFQPVAELKK 726 737 36.9 25.0 22.7 2 0 0 1,385.8152
B_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 8 8 13 10.30% AIGVLTSGGDAQGMNAAVR 26 44 105.0 27.9 99.8 2 0 0 1,803.9020
B_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 8 8 13 10.30% TFVLEVMGR 211 219 34.4 27.6 29.9 2 0 0 1,051.5605
B_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 8 8 13 10.30% LAIKLPDDQIPK 397 408 26.0 25.0 23.6 0 1 0 1,350.7995
B_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 8 8 13 10.30% LPDDQIPK 401 408 26.0 25.0 14.7 2 0 0 925.4992
B_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 8 8 13 10.30% DLQSNVEHLTEK 614 625 16.3 26.6 12.4 0 1 0 1,412.7017
B_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 8 8 13 10.30% NVLGHMQQGGAPSPFDR 667 683 30.9 25.8 23.6 0 2 0 1,826.8605
B_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 8 8 13 10.30% NVIFQPVAELK 726 736 58.1 26.9 0.0 2 0 0 1,257.7202
B_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 8 8 13 10.30% NVIFQPVAELKK 726 737 25.2 25.0 19.4 1 0 0 1,385.8152
B_27 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 3 2.93% ELVVTQLGYDTR 290 301 43.7 27.7 42.7 1 0 0 1,393.7323
B_27 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 3 2.93% NVIFQPVAELK 726 736 39.1 26.8 0.0 2 0 0 1,257.7202
C_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 10 15 23 14.80% AIGVLTSGGDAQGMNAAVR 26 44 99.3 27.5 88.0 4 1 0 1,803.9020
C_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 10 15 23 14.80% TFVLEVMGR 211 219 42.0 27.1 31.7 2 0 0 1,051.5605
C_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 10 15 23 14.80% IKELVVTQLGYDTR 288 301 41.5 25.5 35.4 1 2 0 1,634.9114
C_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 10 15 23 14.80% ELVVTQLGYDTR 290 301 77.2 27.5 76.1 2 0 0 1,393.7323
C_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 10 15 23 14.80% SFAGNLNTYKR 386 396 26.0 26.4 4.9 1 0 0 1,270.6538
C_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 10 15 23 14.80% LAIKLPDDQIPK 397 408 41.4 25.0 39.7 2 1 0 1,350.7995
C_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 10 15 23 14.80% YLEEIATQMR 487 496 52.0 25.9 41.9 2 0 0 1,269.6145
C_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 10 15 23 14.80% DLQSNVEHLTEK 614 625 64.3 26.5 46.6 2 0 0 1,412.7017
C_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 10 15 23 14.80% NVLGHMQQGGAPSPFDR 667 683 21.0 25.8 9.8 0 1 0 1,826.8605
C_19 6‐phosphofructokinase type C K6PP_HUMAN 85,597 10 15 23 14.80% NVIFQPVAELKK 726 737 33.9 25.0 27.5 2 0 0 1,385.8152
C_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 5 5 8 7.02% AIGVLTSGGDAQGMNAAVR 26 44 92.1 27.8 83.6 2 0 0 1,803.9020
C_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 5 5 8 7.02% ELVVTQLGYDTR 290 301 61.7 28.0 56.8 2 0 0 1,393.7323
C_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 5 5 8 7.02% LAIKLPDDQIPK 397 408 23.3 25.0 16.1 0 1 0 1,350.7995
C_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 5 5 8 7.02% NVIFQPVAELK 726 736 39.5 26.9 0.0 2 0 0 1,257.7202
C_20 6‐phosphofructokinase type C K6PP_HUMAN 85,597 5 5 8 7.02% NVIFQPVAELKK 726 737 26.5 25.0 21.9 1 0 0 1,385.8152
H_16 6‐phosphofructokinase type C K6PP_HUMAN 85,597 3 3 6 5.23% AIGVLTSGGDAQGMNAAVR 26 44 86.7 28.9 82.8 2 0 0 1,787.9070
H_16 6‐phosphofructokinase type C K6PP_HUMAN 85,597 3 3 6 5.23% ELVVTQLGYDTR 290 301 90.1 27.8 90.1 2 0 0 1,393.7323
H_16 6‐phosphofructokinase type C K6PP_HUMAN 85,597 3 3 6 5.23% SFAGNLNTYK 386 395 26.1 25.7 18.2 2 0 0 1,114.5527
I_16 6‐phosphofructokinase type C K6PP_HUMAN 85,597 5 7 11 7.02% AIGVLTSGGDAQGMNAAVR 26 44 83.1 27.9 77.3 3 2 0 1,803.9020
I_16 6‐phosphofructokinase type C K6PP_HUMAN 85,597 5 7 11 7.02% IKELVVTQLGYDTR 288 301 17.8 25.5 0.3 0 1 0 1,634.9114
I_16 6‐phosphofructokinase type C K6PP_HUMAN 85,597 5 7 11 7.02% ELVVTQLGYDTR 290 301 83.3 27.8 77.7 2 0 0 1,393.7323
I_16 6‐phosphofructokinase type C K6PP_HUMAN 85,597 5 7 11 7.02% SFAGNLNTYK 386 395 21.5 25.6 16.4 1 0 0 1,114.5527
I_16 6‐phosphofructokinase type C K6PP_HUMAN 85,597 5 7 11 7.02% NVIFQPVAELKK 726 737 20.3 25.0 15.7 0 2 0 1,385.8152
K_16 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 4 3.06% ELVVTQLGYDTR 290 301 82.9 27.8 76.6 2 0 0 1,393.7323
K_16 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 4 3.06% NVIFQPVAELKK 726 737 27.1 25.0 16.3 2 0 0 1,385.8152
L_11 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 2 3.70% AIGVLTSGGDAQGMNAAVR 26 44 57.8 28.0 57.8 1 0 0 1,803.9020
L_11 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 2 3.70% SFAGNLNTYK 386 395 33.0 25.2 25.8 1 0 0 1,114.5527
L_12 6‐phosphofructokinase type C K6PP_HUMAN 85,597 3 3 4 5.10% AIGVLTSGGDAQGMNAAVR 26 44 63.2 28.0 57.1 2 0 0 1,803.9020
L_12 6‐phosphofructokinase type C K6PP_HUMAN 85,597 3 3 4 5.10% ELVVTQLGYDTR 290 301 70.3 28.0 65.6 1 0 0 1,393.7323
L_12 6‐phosphofructokinase type C K6PP_HUMAN 85,597 3 3 4 5.10% VTILGHVQR 302 310 41.0 25.0 14.3 1 0 0 1,022.6106
L_13 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 2 3.44% AIGVLTSGGDAQGMNAAVR 26 44 90.3 27.9 77.8 1 0 0 1,803.9020
L_13 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 2 3.44% LPDDQIPK 401 408 24.4 25.3 18.4 1 0 0 925.4992
L_14 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 2 2.55% VTILGHVQR 302 310 23.3 25.0 4.6 1 0 0 1,022.6106
L_14 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 2 2.55% NVIFQPVAELK 726 736 24.4 26.8 0.0 1 0 0 1,257.7202
L_15 6‐phosphofructokinase type C K6PP_HUMAN 85,597 3 3 6 5.10% AIGVLTSGGDAQGMNAAVR 26 44 77.3 28.0 77.3 2 0 0 1,803.9020
L_15 6‐phosphofructokinase type C K6PP_HUMAN 85,597 3 3 6 5.10% SFAGNLNTYK 386 395 49.0 26.1 33.6 2 0 0 1,114.5527
L_15 6‐phosphofructokinase type C K6PP_HUMAN 85,597 3 3 6 5.10% NVIFQPVAELK 726 736 41.0 26.8 0.0 2 0 0 1,257.7202
M_11 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 3 2.68% YLEEIATQMR 487 496 46.5 26.1 40.5 2 0 0 1,269.6145
M_11 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 3 2.68% NVIFQPVAELK 726 736 21.8 26.8 0.0 1 0 0 1,257.7202
M_12 6‐phosphofructokinase type C K6PP_HUMAN 85,597 6 7 11 8.42% AIGVLTSGGDAQGMNAAVR 26 44 99.8 27.8 91.7 2 1 0 1,803.9020
M_12 6‐phosphofructokinase type C K6PP_HUMAN 85,597 6 7 11 8.42% TFVLEVMGR 211 219 34.8 27.3 27.3 1 0 0 1,067.5555
M_12 6‐phosphofructokinase type C K6PP_HUMAN 85,597 6 7 11 8.42% VTILGHVQR 302 310 32.4 25.0 19.1 2 0 0 1,022.6106
M_12 6‐phosphofructokinase type C K6PP_HUMAN 85,597 6 7 11 8.42% LPDDQIPK 401 408 35.6 25.0 19.9 2 0 0 925.4992
M_12 6‐phosphofructokinase type C K6PP_HUMAN 85,597 6 7 11 8.42% YLEEIATQMR 487 496 52.1 26.3 38.6 1 0 0 1,269.6145
M_12 6‐phosphofructokinase type C K6PP_HUMAN 85,597 6 7 11 8.42% NVIFQPVAELK 726 736 38.8 26.8 0.0 2 0 0 1,257.7202
M_16 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 3 2.68% SFAGNLNTYK 386 395 37.6 25.6 30.5 2 0 0 1,114.5527
M_16 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 3 2.68% NVIFQPVAELK 726 736 24.5 26.8 0.0 1 0 0 1,257.7202
Q_11 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 3 3.44% AIGVLTSGGDAQGMNAAVR 26 44 102.0 28.0 93.5 2 0 0 1,803.9020
Q_11 6‐phosphofructokinase type C K6PP_HUMAN 85,597 2 2 3 3.44% LPDDQIPK 401 408 29.4 25.6 19.9 1 0 0 925.4992
A_06 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 4 5 10 23.70% IIFVVGGPGSGK 10 21 82.2 26.9 73.8 2 0 0 1,130.6570
A_06 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 4 5 10 23.70% YGYTHLSTGDLLR 32 44 43.8 27.6 39.5 0 2 0 1,495.7541



A_06 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 4 5 10 23.70% GFLIDGYPR 89 97 52.9 27.3 48.8 2 0 0 1,037.5416
A_06 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 4 5 10 23.70% ATEPVIAFYEKR 156 167 44.2 27.5 42.5 2 2 0 1,423.7580
A_07 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 2 2 3 11.90% IIFVVGGPGSGK 10 21 48.3 26.9 40.5 2 0 0 1,130.6570
A_07 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 2 2 3 11.90% ATEPVIAFYEK 156 166 28.1 27.8 22.5 1 0 0 1,267.6569
B_06 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 4 5 7 13.40% TKIIFVVGGPGSGK 8 21 16.2 25.0 15.3 0 1 0 1,359.7997
B_06 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 4 5 7 13.40% IIFVVGGPGSGK 10 21 66.0 27.0 58.9 2 0 0 1,130.6570
B_06 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 4 5 7 13.40% ATEPVIAFYEK 156 166 35.9 27.5 32.4 1 0 0 1,267.6569
B_06 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 4 5 7 13.40% ATEPVIAFYEKR 156 167 52.0 27.6 47.5 1 2 0 1,423.7580
C_06 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 2 2 3 6.19% ATEPVIAFYEK 156 166 44.5 27.6 36.7 2 0 0 1,267.6569
C_06 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 2 2 3 6.19% ATEPVIAFYEKR 156 167 37.1 27.9 33.1 0 1 0 1,423.7580
D_10 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 3 3 5 16.50% IIFVVGGPGSGK 10 21 49.7 26.9 42.1 2 0 0 1,130.6570
D_10 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 3 3 5 16.50% GFLIDGYPR 89 97 43.0 26.9 43.0 2 0 0 1,037.5416
D_10 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 3 3 5 16.50% ATEPVIAFYEK 156 166 36.5 27.8 35.0 1 0 0 1,267.6569
D_11 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 3 3 6 16.50% IIFVVGGPGSGK 10 21 72.9 27.4 63.5 2 0 0 1,130.6570
D_11 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 3 3 6 16.50% GFLIDGYPR 89 97 31.4 28.0 22.9 2 0 0 1,037.5416
D_11 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 3 3 6 16.50% ATEPVIAFYEK 156 166 29.1 27.6 29.1 2 0 0 1,267.6569
F_09 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 2 2 3 10.30% GFLIDGYPR 89 97 44.5 27.3 40.5 2 0 0 1,037.5416
F_09 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 2 2 3 10.30% ATEPVIAFYEK 156 166 48.7 27.5 44.4 1 0 0 1,267.6569
H_05 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 5 5 10 23.70% IIFVVGGPGSGK 10 21 68.0 26.6 60.3 2 0 0 1,130.6570
H_05 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 5 5 10 23.70% YGYTHLSTGDLLR 32 44 45.5 27.3 37.6 0 2 0 1,495.7541
H_05 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 5 5 10 23.70% GFLIDGYPR 89 97 65.2 27.5 54.7 2 0 0 1,037.5416
H_05 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 5 5 10 23.70% ATEPVIAFYEK 156 166 41.9 27.1 35.5 2 0 0 1,267.6569
H_05 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 5 5 10 23.70% ATEPVIAFYEKR 156 167 62.8 27.5 58.6 2 0 0 1,423.7580
I_05 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 2 2 4 6.19% ATEPVIAFYEK 156 166 65.5 27.1 59.5 2 0 0 1,267.6569
I_05 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 2 2 4 6.19% ATEPVIAFYEKR 156 167 49.9 27.5 45.0 2 0 0 1,423.7580
K_05 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 3 3 6 10.80% GFLIDGYPR 89 97 45.0 27.5 37.3 2 0 0 1,037.5416
K_05 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 3 3 6 10.80% ATEPVIAFYEK 156 166 33.8 27.1 27.3 2 0 0 1,267.6569
K_05 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 3 3 6 10.80% ATEPVIAFYEKR 156 167 46.7 27.5 39.7 2 0 0 1,423.7580
L_04 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 4 5 8 23.20% IIFVVGGPGSGK 10 21 42.9 26.9 28.9 2 0 0 1,130.6570
L_04 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 4 5 8 23.20% YGYTHLSTGDLLR 32 44 46.2 27.5 36.2 2 2 0 1,495.7541
L_04 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 4 5 8 23.20% GFLIDGYPR 89 97 29.8 27.5 24.4 1 0 0 1,037.5416
L_04 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 4 5 8 23.20% ATEPVIAFYEK 156 166 29.8 27.1 26.3 1 0 0 1,267.6569
L_05 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 2 2 3 11.90% IIFVVGGPGSGK 10 21 45.3 26.9 31.5 2 0 0 1,130.6570
L_05 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 2 2 3 11.90% ATEPVIAFYEK 156 166 30.4 27.1 29.7 1 0 0 1,267.6569
Q_04 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 2 2 3 11.90% IIFVVGGPGSGK 10 21 40.8 26.9 21.0 2 0 0 1,130.6570
Q_04 Adenylate kinase isoenzyme 1 KAD1_HUMAN 21,664 2 2 3 11.90% ATEPVIAFYEK 156 166 40.9 27.1 40.5 1 0 0 1,267.6569
A_07 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 4 10.00% AVLLGPPGAGK 18 28 27.9 25.0 13.1 2 0 0 979.5937
A_07 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 4 10.00% LVSDEMVVELIEK 73 85 33.5 27.8 27.9 2 0 0 1,519.7926
A_08 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 3 10.90% APSVPAAEPEYPK 2 14 42.5 26.9 37.2 2 0 0 1,355.6842
A_08 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 3 10.90% LVSDEMVVELIEK 73 85 39.2 28.0 30.9 1 0 0 1,519.7926
B_08 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 3 10.00% AVLLGPPGAGK 18 28 33.2 25.0 17.0 1 0 0 979.5937
B_08 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 3 10.00% LVSDEMVVELIEK 73 85 66.1 27.7 52.1 2 0 0 1,519.7926
C_08 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 3 3 4 14.60% APSVPAAEPEYPK 2 14 45.7 27.2 44.2 2 0 0 1,355.6842
C_08 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 3 3 4 14.60% AVLLGPPGAGK 18 28 30.1 25.0 16.6 1 0 0 979.5937
C_08 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 3 3 4 14.60% QAEMLDDLMEK 107 117 38.8 25.0 29.7 1 0 0 1,354.5868
D_13 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 4 4 5 20.10% APSVPAAEPEYPK 2 14 59.2 26.6 49.8 2 0 0 1,355.6842
D_13 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 4 4 5 20.10% AVLLGPPGAGK 18 28 22.6 25.0 12.0 1 0 0 979.5937
D_13 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 4 4 5 20.10% NLETPLCK 86 93 25.7 27.6 11.9 1 0 0 974.4977
D_13 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 4 4 5 20.10% LQAYHTQTTPLIEYYR 187 202 23.0 27.3 15.4 0 1 0 1,997.0128
F_10 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 4 9.21% AVLLGPPGAGK 18 28 20.7 25.0 15.5 2 0 0 979.5937
F_10 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 4 9.21% QAEMLDDLMEK 107 117 32.7 25.0 30.5 2 0 0 1,322.5969
G_10 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 3 8.79% QAEMLDDLMEK 107 117 42.4 25.0 35.8 2 0 0 1,354.5868
G_10 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 3 8.79% DDITGEPLIR 165 174 19.2 27.1 13.4 1 0 0 1,128.5898
H_06 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 4 10.00% APSVPAAEPEYPK 2 14 34.1 26.7 32.3 2 0 0 1,355.6842
H_06 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 4 10.00% AVLLGPPGAGK 18 28 26.0 25.0 3.3 2 0 0 979.5937
H_07 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 4 10.00% AVLLGPPGAGK 18 28 31.9 25.0 19.9 2 0 0 979.5937
H_07 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 4 10.00% LVSDEMVVELIEK 73 85 61.0 27.8 45.8 2 0 0 1,519.7926
I_07 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 4 10.00% APSVPAAEPEYPK 2 14 42.1 26.7 37.2 2 0 0 1,355.6842
I_07 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 4 10.00% AVLLGPPGAGK 18 28 31.3 25.0 11.2 2 0 0 979.5937
K_07 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 3 10.00% APSVPAAEPEYPK 2 14 49.6 27.2 42.9 2 0 0 1,355.6842
K_07 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 3 10.00% AVLLGPPGAGK 18 28 22.5 25.0 10.1 1 0 0 979.5937
Q_05 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 3 9.21% AVLLGPPGAGK 18 28 30.4 25.0 16.4 2 0 0 979.5937
Q_05 Adenylate kinase 2, mitochondrial KAD2_HUMAN 26,479 2 2 3 9.21% AMVASGSELGK 52 62 33.1 26.5 16.5 1 0 0 1,065.5246
A_07 GTP:AMP phosphotransferase, mitochondrial KAD3_HUMAN 25,566 4 4 6 18.50% HLSSGDLLR 35 43 30.4 26.5 16.3 1 0 0 997.5426
A_07 GTP:AMP phosphotransferase, mitochondrial KAD3_HUMAN 25,566 4 4 6 18.50% TLPQAEALDR 95 104 19.9 25.8 17.6 1 0 0 1,113.5900
A_07 GTP:AMP phosphotransferase, mitochondrial KAD3_HUMAN 25,566 4 4 6 18.50% VYNIEFNPPK 137 146 45.6 28.8 39.1 2 0 0 1,220.6310
A_07 GTP:AMP phosphotransferase, mitochondrial KAD3_HUMAN 25,566 4 4 6 18.50% GVLETFSGTETNK 191 203 61.0 26.6 55.4 2 0 0 1,382.6799
A_13 cAMP‐dependent protein kinase type I‐alpha regulatory subunit KAP0_RAT 43,096 2 3 4 5.25% HNIQALLK 25 32 30.3 25.0 25.5 1 0 0 936.5626
A_13 cAMP‐dependent protein kinase type I‐alpha regulatory subunit KAP0_RAT 43,096 2 3 4 5.25% RSENEEFVEVGR 306 317 46.3 25.3 34.8 1 2 0 1,450.6920
C_13 cAMP‐dependent protein kinase type I‐alpha regulatory subunit KAP0_RAT 43,096 2 2 3 6.04% SLRECELYVQK 14 24 20.8 27.5 8.0 0 1 0 1,424.7203
C_13 cAMP‐dependent protein kinase type I‐alpha regulatory subunit KAP0_RAT 43,096 2 2 3 6.04% NVLFSHLDDNER 135 146 45.3 25.5 45.3 2 0 0 1,458.6972
H_12 cAMP‐dependent protein kinase type I‐alpha regulatory subunit KAP0_RAT 43,096 3 3 5 10.80% TDSREDEISPPPPNPVVK 75 92 16.7 27.9 2.7 0 1 0 1,976.9926
H_12 cAMP‐dependent protein kinase type I‐alpha regulatory subunit KAP0_RAT 43,096 3 3 5 10.80% NVLFSHLDDNER 135 146 40.8 26.0 38.8 2 0 0 1,458.6972
H_12 cAMP‐dependent protein kinase type I‐alpha regulatory subunit KAP0_RAT 43,096 3 3 5 10.80% SENEEFVEVGR 307 317 60.3 25.0 27.1 2 0 0 1,294.5909
L_08 cAMP‐dependent protein kinase type I‐alpha regulatory subunit KAP0_RAT 43,096 2 2 3 4.99% HNIQALLK 25 32 23.5 25.0 14.1 1 0 0 936.5626
L_08 cAMP‐dependent protein kinase type I‐alpha regulatory subunit KAP0_RAT 43,096 2 2 3 4.99% SENEEFVEVGR 307 317 60.2 25.0 26.9 2 0 0 1,294.5909
M_08 cAMP‐dependent protein kinase type I‐alpha regulatory subunit KAP0_RAT 43,096 2 2 4 3.15% RSENEEFVEVGR 306 317 39.2 25.8 32.7 0 2 0 1,450.6920
M_08 cAMP‐dependent protein kinase type I‐alpha regulatory subunit KAP0_RAT 43,096 2 2 4 3.15% SENEEFVEVGR 307 317 46.2 25.0 20.5 2 0 0 1,294.5909
B_13 cAMP‐dependent protein kinase type II‐alpha regulatory subunit KAP2_HUMAN 45,519 2 2 3 6.44% APASVLPAATPR 45 56 32.3 25.9 29.8 2 0 0 1,150.6579
B_13 cAMP‐dependent protein kinase type II‐alpha regulatory subunit KAP2_HUMAN 45,519 2 2 3 6.44% QSLGHPPPEPGPDR 57 70 18.5 26.6 14.9 0 1 0 1,483.7291
I_12 cAMP‐dependent protein kinase type II‐alpha regulatory subunit KAP2_HUMAN 45,519 2 2 3 5.94% APASVLPAATPR 45 56 35.5 26.7 31.6 2 0 0 1,150.6579
I_12 cAMP‐dependent protein kinase type II‐alpha regulatory subunit KAP2_HUMAN 45,519 2 2 3 5.94% LQEACKDILLFK 130 141 18.6 27.2 10.6 0 1 0 1,477.8086
F_15 Kynurenine‐‐oxoglutarate transaminase 3 KAT3_HUMAN 51,403 3 3 5 8.59% IAAIDSLNQYTR 88 99 57.3 27.7 48.3 2 0 0 1,364.7169
F_15 Kynurenine‐‐oxoglutarate transaminase 3 KAT3_HUMAN 51,403 3 3 5 8.59% LSAIPVSAFCNSETK 407 421 38.2 27.3 35.8 1 0 0 1,623.8047
F_15 Kynurenine‐‐oxoglutarate transaminase 3 KAT3_HUMAN 51,403 3 3 5 8.59% DSTLDAAEEIIK 436 447 62.8 28.1 44.2 2 0 0 1,304.6582
G_15 Kynurenine‐‐oxoglutarate transaminase 3 KAT3_HUMAN 51,403 2 2 3 5.29% IAAIDSLNQYTR 88 99 62.1 27.6 55.2 2 0 0 1,364.7169
G_15 Kynurenine‐‐oxoglutarate transaminase 3 KAT3_HUMAN 51,403 2 2 3 5.29% MAGATPVFIPLR 168 179 27.7 28.1 14.9 1 0 0 1,288.7084
A_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 10 19 20.60% MFTQQQPQELAR 63 74 74.0 27.0 69.0 4 0 0 1,492.7215
A_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 10 19 20.60% YILDYLR 91 97 29.0 26.3 16.5 1 0 0 955.5248
A_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 10 19 20.60% RLGAPQQPGPGPPPSR 128 143 30.8 27.0 25.8 2 0 0 1,611.8717
A_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 10 19 20.60% LGAPQQPGPGPPPSR 129 143 49.5 27.4 49.0 2 2 0 1,455.7706
A_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 10 19 20.60% SPSGGAAGPLLTPSQSLDGSR 185 205 82.5 28.1 78.9 2 2 0 1,954.9831
A_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 10 19 20.60% SPSGGAAGPLLTPSQSLDGSRR 185 206 45.8 27.2 42.8 0 2 0 2,111.0842
A_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 10 19 20.60% FNFLEQAFDK 274 283 52.5 25.9 26.8 2 0 0 1,258.6103
A_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 9 15 21.20% MFTQQQPQELAR 63 74 82.3 27.0 77.2 4 0 0 1,492.7215
A_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 9 15 21.20% RLGAPQQPGPGPPPSR 128 143 25.7 27.0 18.7 0 1 0 1,611.8717
A_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 9 15 21.20% LGAPQQPGPGPPPSR 129 143 54.6 27.4 53.2 2 1 0 1,455.7706
A_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 9 15 21.20% SPSGGAAGPLLTPSQSLDGSR 185 205 76.1 28.1 71.4 2 0 0 1,954.9831
A_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 9 15 21.20% SPSGGAAGPLLTPSQSLDGSRR 185 206 39.8 27.3 36.5 0 1 0 2,111.0842
A_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 9 15 21.20% SGYITIGYR 207 215 61.6 26.6 51.4 2 0 0 1,029.5364
A_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 7 9 15 21.20% FNFLEQAFDK 274 283 49.3 25.9 25.9 2 0 0 1,258.6103
B_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 6 11 15.10% MFTQQQPQELAR 63 74 64.6 26.8 58.9 3 0 0 1,492.7215
B_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 6 11 15.10% LGAPQQPGPGPPPSR 129 143 48.1 27.4 45.5 2 0 0 1,455.7706
B_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 6 11 15.10% SPSGGAAGPLLTPSQSLDGSR 185 205 55.3 27.9 54.9 2 2 0 1,954.9831
B_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 6 11 15.10% SPSGGAAGPLLTPSQSLDGSRR 185 206 28.3 27.4 26.0 0 2 0 2,111.0842
B_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 16 21.20% MFTQQQPQELAR 63 74 62.3 26.7 56.6 4 0 0 1,492.7215
B_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 16 21.20% RLGAPQQPGPGPPPSR 128 143 25.4 26.6 22.7 1 1 0 1,611.8717
B_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 16 21.20% LGAPQQPGPGPPPSR 129 143 42.8 27.4 38.9 2 2 0 1,455.7706
B_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 16 21.20% SPSGGAAGPLLTPSQSLDGSR 185 205 81.7 27.9 76.8 2 0 0 1,954.9831
B_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 16 21.20% SPSGGAAGPLLTPSQSLDGSRR 185 206 54.3 27.3 49.9 0 2 0 2,111.0842
B_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 16 21.20% EVFGDTLNESRDPDRPPER 247 265 23.4 25.7 21.0 0 2 0 2,229.0533
C_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 16 18.20% MFTQQQPQELAR 63 74 69.2 26.8 57.8 4 0 0 1,492.7215



C_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 16 18.20% LGAPQQPGPGPPPSR 129 143 51.4 27.4 45.3 2 2 0 1,455.7706
C_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 16 18.20% LGAPQQPGPGPPPSRR 129 144 19.8 26.7 12.3 0 1 0 1,611.8717
C_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 16 18.20% SPSGGAAGPLLTPSQSLDGSR 185 205 57.6 27.8 48.6 2 1 0 1,954.9831
C_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 16 18.20% SPSGGAAGPLLTPSQSLDGSRR 185 206 32.7 27.6 31.3 0 2 0 2,111.0842
C_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 16 18.20% SGYITIGYR 207 215 64.2 27.2 43.4 2 0 0 1,029.5364
C_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 5 10 14.50% RLGAPQQPGPGPPPSR 128 143 25.1 27.0 12.3 0 2 0 1,611.8717
C_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 5 10 14.50% LGAPQQPGPGPPPSR 129 143 47.1 27.4 37.4 2 0 0 1,455.7706
C_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 5 10 14.50% SPSGGAAGPLLTPSQSLDGSR 185 205 71.1 27.9 71.1 2 0 0 1,954.9831
C_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 5 10 14.50% SPSGGAAGPLLTPSQSLDGSRR 185 206 49.1 27.6 45.5 0 2 0 2,111.0842
C_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 5 10 14.50% SGYITIGYR 207 215 58.3 27.2 49.8 2 0 0 1,029.5364
D_16 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 6 11 17.50% MFTQQQPQELAR 63 74 62.5 26.8 47.5 3 0 0 1,492.7215
D_16 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 6 11 17.50% LGAPQQPGPGPPPSR 129 143 61.6 27.3 55.8 2 2 0 1,455.7706
D_16 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 6 11 17.50% SPSGGAAGPLLTPSQSLDGSR 185 205 53.3 27.7 48.9 2 0 0 1,954.9831
D_16 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 6 11 17.50% SGYITIGYR 207 215 63.6 26.4 51.3 2 0 0 1,029.5364
D_17 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 5 8 17.20% LGAPQQPGPGPPPSR 129 143 45.9 27.4 44.2 2 1 0 1,455.7706
D_17 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 5 8 17.20% SPSGGAAGPLLTPSQSLDGSR 185 205 55.2 27.7 44.4 1 0 0 1,954.9831
D_17 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 5 8 17.20% SGYITIGYR 207 215 42.9 26.4 34.9 2 0 0 1,029.5364
D_17 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 5 8 17.20% EVFGDTLNESR 247 257 43.1 25.9 25.4 2 0 0 1,266.5961
E_16 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 4 6 10.80% LGAPQQPGPGPPPSR 129 143 53.1 27.4 44.0 2 1 0 1,455.7706
E_16 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 4 6 10.80% SGYITIGYR 207 215 49.6 25.9 40.7 2 0 0 1,029.5364
E_16 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 4 6 10.80% EVFGDTLNESR 247 257 49.3 26.2 27.6 1 0 0 1,266.5961
E_17 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 3 4 7.38% LGAPQQPGPGPPPSR 129 143 47.7 27.6 44.9 1 1 0 1,455.7706
E_17 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 3 4 7.38% SGYITIGYR 207 215 37.2 26.0 33.0 2 0 0 1,029.5364
F_12 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 3 8.31% MFTQQQPQELAR 63 74 57.8 27.2 48.3 1 0 0 1,476.7265
F_12 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 3 8.31% LGAPQQPGPGPPPSR 129 143 44.9 27.4 40.0 2 0 0 1,455.7706
F_13 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 5 9 17.50% MFTQQQPQELAR 63 74 75.9 27.2 65.5 2 0 0 1,476.7265
F_13 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 5 9 17.50% YILDYLR 91 97 35.1 25.8 23.3 2 0 0 955.5248
F_13 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 5 9 17.50% RLGAPQQPGPGPPPSR 128 143 24.7 27.0 16.5 0 1 0 1,611.8717
F_13 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 5 9 17.50% LGAPQQPGPGPPPSR 129 143 35.4 27.5 33.1 0 2 0 1,455.7706
F_13 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 5 9 17.50% SPSGGAAGPLLTPSQSLDGSRR 185 206 27.4 27.5 23.4 0 2 0 2,111.0842
G_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 2 8.31% MFTQQQPQELAR 63 74 35.8 27.0 30.1 1 0 0 1,492.7215
G_10 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 2 8.31% LGAPQQPGPGPPPSR 129 143 24.2 27.2 18.0 1 0 0 1,455.7706
G_13 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 4 6 13.80% MFTQQQPQELAR 63 74 67.5 27.7 59.7 2 0 0 1,476.7265
G_13 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 4 6 13.80% YILDYLR 91 97 26.7 26.2 13.7 2 0 0 955.5248
G_13 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 4 6 13.80% LGAPQQPGPGPPPSR 129 143 38.8 27.2 37.5 0 1 0 1,455.7706
G_13 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 4 6 13.80% EVFGDTLNESR 247 257 52.8 26.1 40.2 1 0 0 1,266.5961
H_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 8 16 23.70% MFTQQQPQELAR 63 74 72.2 27.1 60.8 2 0 0 1,476.7265
H_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 8 16 23.70% LGAPQQPGPGPPPSR 129 143 44.2 27.4 42.0 3 2 0 1,455.7706
H_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 8 16 23.70% SPSGGAAGPLLTPSQSLDGSR 185 205 78.2 28.1 74.2 2 2 0 1,954.9831
H_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 8 16 23.70% SPSGGAAGPLLTPSQSLDGSRR 185 206 41.5 27.5 39.4 0 2 0 2,111.0842
H_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 8 16 23.70% SGYITIGYR 207 215 58.4 27.3 40.0 1 0 0 1,029.5364
H_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 8 16 23.70% EVFGDTLNESRDPDRPPER 247 265 28.8 25.7 20.3 0 2 0 2,229.0533
H_24 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 3 13.80% LGAPQQPGPGPPPSR 129 143 25.3 27.1 25.3 1 0 0 1,455.7706
H_24 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 3 13.80% SPSGGAAGPLLTPSQSLDGSR 185 205 50.8 28.1 45.2 1 0 0 1,954.9831
H_24 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 3 13.80% SGYITIGYR 207 215 34.0 27.2 32.5 1 0 0 1,029.5364
I_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 8 14 23.70% MFTQQQPQELAR 63 74 71.6 27.1 55.2 4 0 0 1,476.7265
I_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 8 14 23.70% LGAPQQPGPGPPPSR 129 143 34.6 27.1 34.5 1 2 0 1,455.7706
I_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 8 14 23.70% SPSGGAAGPLLTPSQSLDGSR 185 205 70.0 28.0 66.5 2 0 0 1,954.9831
I_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 8 14 23.70% SPSGGAAGPLLTPSQSLDGSRR 185 206 47.0 27.4 44.0 0 2 0 2,111.0842
I_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 8 14 23.70% SGYITIGYR 207 215 58.7 26.9 39.8 2 0 0 1,029.5364
I_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 8 14 23.70% EVFGDTLNESRDPDRPPER 247 265 16.7 25.7 7.4 0 1 0 2,229.0533
J_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 7 14 17.20% MFTQQQPQELAR 63 74 66.7 26.8 63.5 4 0 0 1,492.7215
J_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 7 14 17.20% YILDYLR 91 97 26.5 26.2 15.4 2 0 0 955.5248
J_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 7 14 17.20% LGAPQQPGPGPPPSR 129 143 30.7 28.0 28.9 2 0 0 1,455.7706
J_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 7 14 17.20% SPSGGAAGPLLTPSQSLDGSR 185 205 59.4 27.9 47.9 2 2 0 1,954.9831
J_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 7 14 17.20% SPSGGAAGPLLTPSQSLDGSRR 185 206 34.7 26.9 33.6 0 2 0 2,111.0842
K_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 17 20.60% MFTQQQPQELAR 63 74 68.2 26.8 62.2 4 0 0 1,492.7215
K_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 17 20.60% YILDYLR 91 97 32.8 26.4 21.3 2 0 0 955.5248
K_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 17 20.60% LGAPQQPGPGPPPSR 129 143 27.5 27.1 25.8 1 2 0 1,455.7706
K_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 17 20.60% SPSGGAAGPLLTPSQSLDGSR 185 205 77.1 28.1 73.6 2 2 0 1,954.9831
K_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 17 20.60% SPSGGAAGPLLTPSQSLDGSRR 185 206 41.4 27.2 31.5 0 2 0 2,111.0842
K_09 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 6 9 17 20.60% EVFGDTLNESR 247 257 37.3 26.3 31.1 2 0 0 1,266.5961
K_24 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 3 8.31% MFTQQQPQELAR 63 74 51.5 27.4 40.0 1 0 0 1,476.7265
K_24 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 3 8.31% LGAPQQPGPGPPPSR 129 143 42.1 27.1 40.7 2 0 0 1,455.7706
L_06 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 4 7 17.50% MFTQQQPQELAR 63 74 61.9 27.1 56.3 2 0 0 1,492.7215
L_06 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 4 7 17.50% LGAPQQPGPGPPPSR 129 143 55.1 27.2 51.2 2 0 0 1,455.7706
L_06 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 4 7 17.50% SPSGGAAGPLLTPSQSLDGSR 185 205 66.8 28.0 60.0 2 0 0 1,954.9831
L_06 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 4 7 17.50% SGYITIGYR 207 215 34.9 27.6 27.3 1 0 0 1,029.5364
L_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 7 13 17.80% MFTQQQPQELAR 63 74 74.8 27.4 67.9 4 0 0 1,476.7265
L_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 7 13 17.80% RLGAPQQPGPGPPPSR 128 143 24.8 26.8 24.8 0 1 0 1,611.8717
L_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 7 13 17.80% LGAPQQPGPGPPPSR 129 143 83.3 27.2 78.3 2 2 0 1,455.7706
L_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 7 13 17.80% SPSGGAAGPLLTPSQSLDGSR 185 205 74.1 28.1 66.3 2 0 0 1,954.9831
L_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 5 7 13 17.80% SGYITIGYR 207 215 55.1 27.1 45.6 2 0 0 1,029.5364
L_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 5 14.80% MFTQQQPQELAR 63 74 54.5 27.1 52.3 2 0 0 1,492.7215
L_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 5 14.80% LGAPQQPGPGPPPSR 129 143 50.7 27.2 46.9 2 0 0 1,455.7706
L_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 5 14.80% SPSGGAAGPLLTPSQSLDGSR 185 205 61.8 28.1 56.3 1 0 0 1,954.9831
L_14 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 4 14.50% LGAPQQPGPGPPPSR 129 143 52.7 27.2 51.6 2 0 0 1,455.7706
L_14 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 4 14.50% SPSGGAAGPLLTPSQSLDGSR 185 205 39.3 28.0 39.3 1 0 0 1,954.9831
L_14 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 4 14.50% EVFGDTLNESR 247 257 35.6 25.9 31.6 1 0 0 1,266.5961
M_06 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 2 8.31% MFTQQQPQELAR 63 74 54.5 27.1 51.7 1 0 0 1,492.7215
M_06 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 2 8.31% LGAPQQPGPGPPPSR 129 143 35.9 27.1 34.3 1 0 0 1,455.7706
M_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 5 11.10% MFTQQQPQELAR 63 74 54.2 27.0 52.1 2 0 0 1,492.7215
M_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 5 11.10% LGAPQQPGPGPPPSR 129 143 39.6 27.4 32.0 1 0 0 1,455.7706
M_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 5 11.10% SGYITIGYR 207 215 27.7 27.3 21.2 2 0 0 1,029.5364
M_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 4 11.70% MFTQQQPQELAR 63 74 37.3 27.1 34.5 1 0 0 1,492.7215
M_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 4 11.70% LGAPQQPGPGPPPSR 129 143 47.2 27.1 47.2 2 0 0 1,455.7706
M_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 4 11.70% EVFGDTLNESR 247 257 38.0 26.1 20.5 1 0 0 1,266.5961
N_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 3 8.31% MFTQQQPQELAR 63 74 33.9 26.9 30.1 1 0 0 1,492.7215
N_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 3 8.31% LGAPQQPGPGPPPSR 129 143 32.8 27.2 32.8 2 0 0 1,455.7706
O_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 5 11.10% MFTQQQPQELAR 63 74 33.7 27.1 29.8 2 0 0 1,492.7215
O_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 5 11.10% LGAPQQPGPGPPPSR 129 143 43.9 28.2 38.1 1 0 0 1,455.7706
O_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 5 11.10% SGYITIGYR 207 215 32.8 27.3 27.3 2 0 0 1,029.5364
P_06 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 3 8.31% MFTQQQPQELAR 63 74 39.7 26.9 36.0 1 0 0 1,492.7215
P_06 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 3 8.31% LGAPQQPGPGPPPSR 129 143 27.2 28.0 21.7 2 0 0 1,455.7706
P_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 4 7 18.20% MFTQQQPQELAR 63 74 75.9 26.9 65.5 2 0 0 1,492.7215
P_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 4 7 18.20% LGAPQQPGPGPPPSR 129 143 49.0 27.2 48.3 2 0 0 1,455.7706
P_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 4 7 18.20% SPSGGAAGPLLTPSQSLDGSR 185 205 73.2 28.0 68.4 1 0 0 1,954.9831
P_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 4 4 7 18.20% EVFGDTLNESR 247 257 38.0 26.5 23.4 2 0 0 1,266.5961
Q_06 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 3 7.38% LGAPQQPGPGPPPSR 129 143 52.4 27.2 47.8 2 0 0 1,455.7706
Q_06 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 2 2 3 7.38% SGYITIGYR 207 215 30.7 27.6 15.9 1 0 0 1,029.5364
Q_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 4 6 14.80% MFTQQQPQELAR 63 74 58.5 26.8 51.0 2 0 0 1,492.7215
Q_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 4 6 14.80% LGAPQQPGPGPPPSR 129 143 49.3 27.9 46.2 2 0 0 1,455.7706
Q_07 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 4 6 14.80% SPSGGAAGPLLTPSQSLDGSR 185 205 55.6 28.0 48.2 2 0 0 1,954.9831
Q_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 4 11.70% MFTQQQPQELAR 63 74 65.4 27.1 59.2 2 0 0 1,492.7215
Q_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 4 11.70% LGAPQQPGPGPPPSR 129 143 34.5 27.2 34.5 1 0 0 1,455.7706
Q_11 BTB/POZ domain‐containing protein KCTD12 KCD12_HUMAN 35,702 3 3 4 11.70% EVFGDTLNESR 247 257 26.3 25.9 12.7 1 0 0 1,266.5961
A_06 UMP‐CMP kinase KCY_HUMAN 22,223 6 7 13 30.60% MKPLVVFVLGGPGAGK 1 16 49.3 25.0 39.3 1 2 0 1,585.9138
A_06 UMP‐CMP kinase KCY_HUMAN 22,223 6 7 13 30.60% YGYTHLSAGELLR 27 39 31.4 28.5 25.9 0 2 0 1,479.7591
A_06 UMP‐CMP kinase KCY_HUMAN 22,223 6 7 13 30.60% KNPDSQYGELIEK 43 55 70.1 28.0 60.9 2 0 0 1,520.7593
A_06 UMP‐CMP kinase KCY_HUMAN 22,223 6 7 13 30.60% NPDSQYGELIEK 44 55 61.6 25.9 51.2 2 0 0 1,392.6643
A_06 UMP‐CMP kinase KCY_HUMAN 22,223 6 7 13 30.60% FLIDGFPR 89 96 50.2 27.1 29.3 2 0 0 964.5252
A_06 UMP‐CMP kinase KCY_HUMAN 22,223 6 7 13 30.60% NQDNLQGWNK 97 106 35.3 25.0 25.1 2 0 0 1,216.5706



B_06 UMP‐CMP kinase KCY_HUMAN 22,223 5 5 9 22.40% YGYTHLSAGELLR 27 39 31.9 28.5 26.3 0 1 0 1,479.7591
B_06 UMP‐CMP kinase KCY_HUMAN 22,223 5 5 9 22.40% KNPDSQYGELIEK 43 55 70.1 28.5 60.3 2 0 0 1,520.7593
B_06 UMP‐CMP kinase KCY_HUMAN 22,223 5 5 9 22.40% NPDSQYGELIEK 44 55 57.4 25.8 53.3 2 0 0 1,392.6643
B_06 UMP‐CMP kinase KCY_HUMAN 22,223 5 5 9 22.40% FLIDGFPR 89 96 33.1 27.4 25.1 2 0 0 964.5252
B_06 UMP‐CMP kinase KCY_HUMAN 22,223 5 5 9 22.40% NQDNLQGWNK 97 106 38.7 25.0 32.6 2 0 0 1,216.5706
B_07 UMP‐CMP kinase KCY_HUMAN 22,223 3 3 4 18.40% MKPLVVFVLGGPGAGK 1 16 25.0 25.0 17.8 0 2 0 1,585.9138
B_07 UMP‐CMP kinase KCY_HUMAN 22,223 3 3 4 18.40% NPDSQYGELIEK 44 55 24.1 25.8 18.9 1 0 0 1,392.6643
B_07 UMP‐CMP kinase KCY_HUMAN 22,223 3 3 4 18.40% FLIDGFPR 89 96 23.3 27.5 12.4 1 0 0 964.5252
C_06 UMP‐CMP kinase KCY_HUMAN 22,223 4 5 10 15.80% KNPDSQYGELIEK 43 55 59.8 28.4 53.8 2 2 0 1,520.7593
C_06 UMP‐CMP kinase KCY_HUMAN 22,223 4 5 10 15.80% NPDSQYGELIEK 44 55 54.8 25.7 45.7 2 0 0 1,392.6643
C_06 UMP‐CMP kinase KCY_HUMAN 22,223 4 5 10 15.80% FLIDGFPR 89 96 47.1 27.1 21.0 2 0 0 964.5252
C_06 UMP‐CMP kinase KCY_HUMAN 22,223 4 5 10 15.80% NQDNLQGWNK 97 106 35.1 25.0 27.3 2 0 0 1,216.5706
D_11 UMP‐CMP kinase KCY_HUMAN 22,223 3 3 5 15.80% YGYTHLSAGELLR 27 39 43.8 28.2 34.2 0 2 0 1,479.7591
D_11 UMP‐CMP kinase KCY_HUMAN 22,223 3 3 5 15.80% FLIDGFPR 89 96 41.3 28.0 23.2 2 0 0 964.5252
D_11 UMP‐CMP kinase KCY_HUMAN 22,223 3 3 5 15.80% NQDNLQGWNK 97 106 33.7 25.0 23.8 1 0 0 1,216.5706
F_09 UMP‐CMP kinase KCY_HUMAN 22,223 2 2 4 6.63% KNPDSQYGELIEK 43 55 70.8 28.4 61.4 2 0 0 1,520.7593
F_09 UMP‐CMP kinase KCY_HUMAN 22,223 2 2 4 6.63% NPDSQYGELIEK 44 55 62.0 25.8 51.6 2 0 0 1,392.6643
G_09 UMP‐CMP kinase KCY_HUMAN 22,223 2 2 4 6.63% KNPDSQYGELIEK 43 55 56.1 28.7 45.5 2 0 0 1,520.7593
G_09 UMP‐CMP kinase KCY_HUMAN 22,223 2 2 4 6.63% NPDSQYGELIEK 44 55 26.3 25.8 21.7 2 0 0 1,392.6643
H_05 UMP‐CMP kinase KCY_HUMAN 22,223 3 3 4 13.30% YGYTHLSAGELLR 27 39 36.8 28.4 33.2 0 2 0 1,479.7591
H_05 UMP‐CMP kinase KCY_HUMAN 22,223 3 3 4 13.30% KNPDSQYGELIEK 43 55 46.3 28.7 40.3 1 0 0 1,520.7593
H_05 UMP‐CMP kinase KCY_HUMAN 22,223 3 3 4 13.30% NPDSQYGELIEK 44 55 26.9 25.5 20.8 1 0 0 1,392.6643
K_05 UMP‐CMP kinase KCY_HUMAN 22,223 2 2 4 6.63% KNPDSQYGELIEK 43 55 53.0 28.4 39.2 2 0 0 1,520.7593
K_05 UMP‐CMP kinase KCY_HUMAN 22,223 2 2 4 6.63% NPDSQYGELIEK 44 55 38.0 26.1 32.5 2 0 0 1,392.6643
L_05 UMP‐CMP kinase KCY_HUMAN 22,223 2 3 6 10.70% KNPDSQYGELIEK 43 55 42.1 28.4 30.6 2 2 0 1,520.7593
L_05 UMP‐CMP kinase KCY_HUMAN 22,223 2 3 6 10.70% FLIDGFPR 89 96 28.5 27.7 10.6 2 0 0 964.5252
A_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 11 18 12.60% FRPLNESEVNR 15 25 32.7 28.6 23.2 0 2 0 1,360.6967
A_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 11 18 12.60% VFQSSTSQEQVYNDCAK 51 67 42.9 25.0 37.3 2 1 0 1,990.8811
A_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 11 18 12.60% TGAEGAVLDEAK 241 252 48.8 27.9 39.8 1 0 0 1,160.5795
A_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 11 18 12.60% QLDDKDEEINQQSQLVEK 431 448 36.0 26.9 32.0 0 2 0 2,159.0466
A_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 11 18 12.60% TKEYELLSDELNQK 513 526 24.3 27.7 16.8 0 2 0 1,709.8594
A_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 11 18 12.60% EYELLSDELNQK 515 526 36.5 27.0 0.0 2 0 0 1,480.7167
A_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 11 18 12.60% AAEMMASLLK 551 560 22.2 26.7 11.1 1 0 0 1,096.5378
A_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 11 18 12.60% DLAEIGIAVGNNDVK 561 575 87.8 27.3 75.5 2 0 0 1,527.8015
A_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 11 18 12.60% SLTEYLQNVEQK 645 656 56.4 27.9 39.0 2 0 0 1,451.7377
A_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 11 18 12.60% QISSLRDEVEAK 715 726 25.9 28.3 10.6 1 0 0 1,374.7224
B_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 10 17 13.80% FRPLNESEVNRGDK 15 28 29.0 27.7 19.2 0 2 0 1,660.8402
B_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 10 17 13.80% FVCSPDEVMDTIDEGK 172 187 62.2 25.0 57.5 1 0 0 1,857.7884
B_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 10 17 13.80% SHSIFLINVK 204 213 36.2 27.2 25.4 2 0 0 1,157.6677
B_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 10 17 13.80% TGAEGAVLDEAK 241 252 66.2 28.0 44.1 2 0 0 1,160.5795
B_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 10 17 13.80% ILQDSLGGNCR 285 295 54.9 27.2 47.4 2 0 0 1,232.6054
B_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 10 17 13.80% NGETVPIDEQFDKEK 370 384 23.5 26.6 17.5 0 1 0 1,748.8340
B_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 10 17 13.80% QLDDKDEEINQQSQLVEK 431 448 34.0 26.9 30.9 0 1 0 2,159.0466
B_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 10 17 13.80% EYELLSDELNQK 515 526 49.0 27.3 10.8 2 0 0 1,480.7167
B_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 10 17 13.80% SATLASIDAELQK 527 539 74.5 28.5 52.3 2 0 0 1,346.7163
B_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 10 10 17 13.80% SLTEYLQNVEQK 645 656 75.6 28.1 53.8 2 0 0 1,451.7377
B_23 Kinesin‐1 heavy chain KINH_HUMAN 109,686 6 6 11 8.00% FRPLNESEVNR 15 25 23.5 28.8 11.3 0 1 0 1,360.6967
B_23 Kinesin‐1 heavy chain KINH_HUMAN 109,686 6 6 11 8.00% TGAEGAVLDEAK 241 252 67.3 27.9 56.7 2 0 0 1,160.5795
B_23 Kinesin‐1 heavy chain KINH_HUMAN 109,686 6 6 11 8.00% EYELLSDELNQK 515 526 48.1 27.3 20.4 2 0 0 1,480.7167
B_23 Kinesin‐1 heavy chain KINH_HUMAN 109,686 6 6 11 8.00% DLAEIGIAVGNNDVK 561 575 81.1 27.1 69.4 2 0 0 1,527.8015
B_23 Kinesin‐1 heavy chain KINH_HUMAN 109,686 6 6 11 8.00% SLTEYLQNVEQK 645 656 58.0 28.2 43.9 2 0 0 1,451.7377
B_23 Kinesin‐1 heavy chain KINH_HUMAN 109,686 6 6 11 8.00% GGGAFVQNSQPVAVR 942 956 41.6 28.3 25.4 2 0 0 1,486.7761
C_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 3 3 6 3.84% TGAEGAVLDEAK 241 252 60.8 27.0 49.8 2 0 0 1,160.5795
C_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 3 3 6 3.84% SATLASIDAELQK 527 539 77.1 28.4 60.7 2 0 0 1,346.7163
C_22 Kinesin‐1 heavy chain KINH_HUMAN 109,686 3 3 6 3.84% SLTEYLQNVEQK 645 656 55.2 27.8 42.1 2 0 0 1,451.7377
H_19 Kinesin‐1 heavy chain KINH_HUMAN 109,686 4 4 5 6.13% VFQSSTSQEQVYNDCAK 51 67 47.5 25.0 37.4 2 0 0 1,990.8811
H_19 Kinesin‐1 heavy chain KINH_HUMAN 109,686 4 4 5 6.13% TGAEGAVLDEAK 241 252 37.0 27.6 22.8 1 0 0 1,160.5795
H_19 Kinesin‐1 heavy chain KINH_HUMAN 109,686 4 4 5 6.13% QLDDKDEEINQQSQLVEK 431 448 32.3 26.8 20.5 0 1 0 2,159.0466
H_19 Kinesin‐1 heavy chain KINH_HUMAN 109,686 4 4 5 6.13% EYELLSDELNQK 515 526 26.9 27.4 11.5 1 0 0 1,480.7167
L_15 Kinesin‐1 heavy chain KINH_HUMAN 109,686 4 4 6 4.57% TGAEGAVLDEAK 241 252 39.1 27.5 25.5 1 0 0 1,160.5795
L_15 Kinesin‐1 heavy chain KINH_HUMAN 109,686 4 4 6 4.57% ILQDSLGGNCR 285 295 48.3 27.3 41.7 2 0 0 1,232.6054
L_15 Kinesin‐1 heavy chain KINH_HUMAN 109,686 4 4 6 4.57% SLTEYLQNVEQK 645 656 53.4 28.5 44.6 2 0 0 1,451.7377
L_15 Kinesin‐1 heavy chain KINH_HUMAN 109,686 4 4 6 4.57% LFVQDLATR 802 810 28.1 28.4 17.3 1 0 0 1,062.5943
L_16 Kinesin‐1 heavy chain KINH_HUMAN 109,686 2 2 4 2.80% TGAEGAVLDEAK 241 252 50.7 27.5 37.5 2 0 0 1,160.5795
L_16 Kinesin‐1 heavy chain KINH_HUMAN 109,686 2 2 4 2.80% GGGAFVQNSQPVAVR 942 956 73.5 28.1 59.2 2 0 0 1,486.7761
M_15 Kinesin‐1 heavy chain KINH_HUMAN 109,686 2 2 3 2.39% FRPLNESEVNR 15 25 19.0 28.6 5.6 0 1 0 1,360.6967
M_15 Kinesin‐1 heavy chain KINH_HUMAN 109,686 2 2 3 2.39% TGAEGAVLDEAK 241 252 50.7 27.9 39.5 2 0 0 1,160.5795
A_07 Thymidine kinase, cytosolic KITH_HUMAN 25,469 2 2 3 9.40% NTMEALPACLLR 71 82 35.0 27.1 19.9 2 0 0 1,404.6975
A_07 Thymidine kinase, cytosolic KITH_HUMAN 25,469 2 2 3 9.40% LTAVCMECFR 149 158 29.4 25.0 29.4 1 0 0 1,302.5640
B_07 Thymidine kinase, cytosolic KITH_HUMAN 25,469 3 3 5 16.20% NTMEALPACLLR 71 82 45.2 27.1 34.9 2 0 0 1,404.6975
B_07 Thymidine kinase, cytosolic KITH_HUMAN 25,469 3 3 5 16.20% LTAVCMECFR 149 158 24.7 25.0 24.7 2 0 0 1,302.5640
B_07 Thymidine kinase, cytosolic KITH_HUMAN 25,469 3 3 5 16.20% ENCPVPGKPGEAVAAR 204 219 41.3 27.6 30.4 0 1 0 1,651.8222
L_10 Kinesin light chain 1 KLC1_HUMAN 65,311 3 3 3 5.58% ALEIYQTK 365 372 27.4 27.9 6.8 1 0 0 965.5303
L_10 Kinesin light chain 1 KLC1_HUMAN 65,311 3 3 3 5.58% VDSPTVTTTLK 458 468 25.3 29.0 11.1 1 0 0 1,161.6363
L_10 Kinesin light chain 1 KLC1_HUMAN 65,311 3 3 3 5.58% VAEVLNDPENMEK 506 518 49.3 25.0 41.7 1 0 0 1,503.6997
A_15 Kininogen‐1 KNG1_BOVIN 68,890 3 3 5 5.96% DSAQAATGECTATVAK 97 112 48.1 25.0 33.9 2 0 0 1,580.7222
A_15 Kininogen‐1 KNG1_BOVIN 68,890 3 3 5 5.96% SPDLEPVLR 152 160 39.3 25.0 33.7 2 0 0 1,025.5627
A_15 Kininogen‐1 KNG1_BOVIN 68,890 3 3 5 5.96% LNAEHDGAFYFK 288 299 19.6 25.9 17.4 0 1 0 1,411.6641
A_16 Kininogen‐1 KNG1_BOVIN 68,890 2 2 4 2.74% SPDLEPVLR 152 160 29.9 25.0 20.3 2 0 0 1,025.5627
A_16 Kininogen‐1 KNG1_BOVIN 68,890 2 2 4 2.74% YSIVFIAR 316 323 23.9 25.0 8.1 2 0 0 968.5563
B_15 Kininogen‐1 KNG1_BOVIN 68,890 3 3 5 4.67% SPDLEPVLR 152 160 48.0 25.0 45.4 2 0 0 1,025.5627
B_15 Kininogen‐1 KNG1_BOVIN 68,890 3 3 5 4.67% LNAEHDGAFYFK 288 299 22.5 25.9 20.1 0 1 0 1,411.6641
B_15 Kininogen‐1 KNG1_BOVIN 68,890 3 3 5 4.67% YSIVFIAR 316 323 50.1 25.0 27.7 2 0 0 968.5563
C_15 Kininogen‐1 KNG1_BOVIN 68,890 2 2 3 2.74% SPDLEPVLR 152 160 26.1 25.0 24.5 1 0 0 1,025.5627
C_15 Kininogen‐1 KNG1_BOVIN 68,890 2 2 3 2.74% YSIVFIAR 316 323 41.1 25.0 26.3 2 0 0 968.5563
C_16 Kininogen‐1 KNG1_BOVIN 68,890 2 2 4 2.74% SPDLEPVLR 152 160 39.0 25.0 35.7 2 0 0 1,025.5627
C_16 Kininogen‐1 KNG1_BOVIN 68,890 2 2 4 2.74% YSIVFIAR 316 323 25.6 25.0 12.9 2 0 0 968.5563
F_14 Kininogen‐1 KNG1_BOVIN 68,890 2 2 4 2.74% SPDLEPVLR 152 160 42.6 25.3 33.6 2 0 0 1,025.5627
F_14 Kininogen‐1 KNG1_BOVIN 68,890 2 2 4 2.74% YSIVFIAR 316 323 52.9 25.0 39.2 2 0 0 968.5563
G_14 Kininogen‐1 KNG1_BOVIN 68,890 2 2 2 2.74% SPDLEPVLR 152 160 27.8 25.0 27.8 1 0 0 1,025.5627
G_14 Kininogen‐1 KNG1_BOVIN 68,890 2 2 2 2.74% YSIVFIAR 316 323 21.1 25.0 12.2 1 0 0 968.5563
J_13 Kininogen‐1 KNG1_BOVIN 68,890 3 3 5 4.19% SGNQFVLYR 49 57 24.3 26.2 15.3 2 0 0 1,083.5581
J_13 Kininogen‐1 KNG1_BOVIN 68,890 3 3 5 4.19% SPDLEPVLR 152 160 31.3 25.0 26.6 2 0 0 1,025.5627
J_13 Kininogen‐1 KNG1_BOVIN 68,890 3 3 5 4.19% YSIVFIAR 316 323 28.2 25.0 25.3 1 0 0 968.5563
M_09 Kininogen‐1 KNG1_BOVIN 68,890 2 2 3 2.74% SGNQFVLYR 49 57 34.5 25.6 23.9 2 0 0 1,083.5581
M_09 Kininogen‐1 KNG1_BOVIN 68,890 2 2 3 2.74% YSIVFIAR 316 323 23.5 25.0 12.8 1 0 0 968.5563
N_09 Kininogen‐1 KNG1_BOVIN 68,890 3 3 6 5.96% SLSSGDTGECTDKAHVDVK 219 237 15.9 25.0 12.3 0 2 0 2,005.9134
N_09 Kininogen‐1 KNG1_BOVIN 68,890 3 3 6 5.96% ATVQVVAGLK 306 315 52.8 27.1 35.9 2 0 0 985.6041
N_09 Kininogen‐1 KNG1_BOVIN 68,890 3 3 6 5.96% YSIVFIAR 316 323 51.0 25.1 40.6 2 0 0 968.5563
N_10 Kininogen‐1 KNG1_BOVIN 68,890 3 3 6 4.51% SGNQFVLYR 49 57 30.0 26.2 19.5 2 0 0 1,083.5581
N_10 Kininogen‐1 KNG1_BOVIN 68,890 3 3 6 4.51% MDNPDTFYSLK 64 74 49.2 25.0 42.5 2 0 0 1,346.5935
N_10 Kininogen‐1 KNG1_BOVIN 68,890 3 3 6 4.51% YSIVFIAR 316 323 32.5 25.1 21.4 2 0 0 968.5563
N_14 Kininogen‐1 KNG1_BOVIN 68,890 2 2 2 2.90% SGNQFVLYR 49 57 32.6 26.2 26.3 1 0 0 1,083.5581
N_14 Kininogen‐1 KNG1_BOVIN 68,890 2 2 2 2.90% SPDLEPVLR 152 160 22.6 25.5 15.4 1 0 0 1,025.5627
O_09 Kininogen‐1 KNG1_BOVIN 68,890 2 2 3 2.74% SGNQFVLYR 49 57 32.0 26.2 21.1 2 0 0 1,083.5581
O_09 Kininogen‐1 KNG1_BOVIN 68,890 2 2 3 2.74% YSIVFIAR 316 323 32.8 25.0 25.4 1 0 0 968.5563
O_10 Kininogen‐1 KNG1_BOVIN 68,890 2 2 2 3.06% SGNQFVLYR 49 57 33.7 26.0 20.7 1 0 0 1,083.5581
O_10 Kininogen‐1 KNG1_BOVIN 68,890 2 2 2 3.06% ATVQVVAGLK 306 315 31.8 26.9 15.6 1 0 0 985.6041
P_09 Kininogen‐1 KNG1_BOVIN 68,890 3 3 5 5.64% ATVQVVAGLK 306 315 46.6 26.9 27.2 2 0 0 985.6041
P_09 Kininogen‐1 KNG1_BOVIN 68,890 3 3 5 5.64% YSIVFIAR 316 323 49.4 25.0 41.5 2 0 0 968.5563
P_09 Kininogen‐1 KNG1_BOVIN 68,890 3 3 5 5.64% VYPTVNCQPLGQTSLMK 363 379 45.0 27.6 39.1 1 0 0 1,951.9618
P_10 Kininogen‐1 KNG1_BOVIN 68,890 5 5 9 7.41% SGNQFVLYR 49 57 37.7 26.2 26.4 2 0 0 1,083.5581



P_10 Kininogen‐1 KNG1_BOVIN 68,890 5 5 9 7.41% MDNPDTFYSLK 64 74 45.2 25.0 36.7 2 0 0 1,346.5935
P_10 Kininogen‐1 KNG1_BOVIN 68,890 5 5 9 7.41% DFVQPPTR 254 261 35.7 28.5 29.4 1 0 0 959.4946
P_10 Kininogen‐1 KNG1_BOVIN 68,890 5 5 9 7.41% ATVQVVAGLK 306 315 34.9 26.9 27.9 2 0 0 985.6041
P_10 Kininogen‐1 KNG1_BOVIN 68,890 5 5 9 7.41% YSIVFIAR 316 323 42.3 25.0 32.2 2 0 0 968.5563
P_13 Kininogen‐1 KNG1_BOVIN 68,890 2 2 3 2.90% SGNQFVLYR 49 57 25.0 26.2 11.9 2 0 0 1,083.5581
P_13 Kininogen‐1 KNG1_BOVIN 68,890 2 2 3 2.90% SPDLEPVLR 152 160 17.1 25.6 12.5 1 0 0 1,025.5627
Q_09 Kininogen‐1 KNG1_BOVIN 68,890 2 2 4 2.74% SGNQFVLYR 49 57 27.9 26.2 19.4 2 0 0 1,083.5581
Q_09 Kininogen‐1 KNG1_BOVIN 68,890 2 2 4 2.74% YSIVFIAR 316 323 25.2 25.1 19.0 2 0 0 968.5563
A_01 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 4 3.80% IEISSPCCPR 327 336 34.0 25.0 31.8 2 0 0 1,218.5607
A_01 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 4 3.80% RLDQCPESPLQR 387 398 28.7 25.9 28.7 0 2 0 1,498.7433
A_03 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 4 3.80% IEISSPCCPR 327 336 40.3 25.0 36.4 2 0 0 1,218.5607
A_03 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 4 3.80% RLDQCPESPLQR 387 398 19.7 26.1 15.2 0 2 0 1,498.7433
A_32 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 3 5 3.80% IEISSPCCPR 327 336 48.1 25.0 48.1 2 0 0 1,218.5607
A_32 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 3 5 3.80% RLDQCPESPLQR 387 398 28.5 25.9 21.2 1 2 0 1,498.7433
B_07 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 4 3.63% CPVEIPPIR 343 351 27.4 26.8 23.1 2 0 0 1,080.5872
B_07 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 4 3.63% RLDQCPESPLQR 387 398 34.7 26.1 24.9 2 0 0 1,498.7433
C_09 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 3 3 4 5.35% IEISSPCCPR 327 336 53.3 25.0 51.7 2 0 0 1,218.5607
C_09 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 3 3 4 5.35% CPVEIPPIR 343 351 21.4 26.8 17.0 1 0 0 1,080.5872
C_09 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 3 3 4 5.35% RLDQCPESPLQR 387 398 35.8 26.0 29.5 0 1 0 1,498.7433
C_23 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 3 5 3.80% IEISSPCCPR 327 336 54.0 25.0 47.8 2 0 0 1,218.5607
C_23 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 3 5 3.80% RLDQCPESPLQR 387 398 29.8 25.9 25.2 1 2 0 1,498.7433
I_24 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 3 3.80% IEISSPCCPR 327 336 30.0 25.0 20.3 2 0 0 1,218.5607
I_24 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 3 3.80% RLDQCPESPLQR 387 398 20.5 26.2 14.8 0 1 0 1,498.7433
N_16 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 3 3.80% IEISSPCCPR 327 336 27.4 25.0 27.4 2 0 0 1,218.5607
N_16 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 3 3.80% RLDQCPESPLQR 387 398 23.0 26.1 15.7 0 1 0 1,498.7433
O_01 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 4 3.80% IEISSPCCPR 327 336 54.3 25.0 45.5 2 0 0 1,218.5607
O_01 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 4 3.80% RLDQCPESPLQR 387 398 32.0 26.1 23.5 2 0 0 1,498.7433
P_16 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 4 3.80% IEISSPCCPR 327 336 44.9 25.0 43.1 2 0 0 1,218.5607
P_16 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 4 3.80% RLDQCPESPLQR 387 398 31.1 26.1 21.2 0 2 0 1,498.7433
Q_01 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 3 3.80% IEISSPCCPR 327 336 48.5 25.0 45.2 2 0 0 1,218.5607
Q_01 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 3 3.80% RLDQCPESPLQR 387 398 25.4 26.1 18.7 0 1 0 1,498.7433
Q_16 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 3 3.80% IEISSPCCPR 327 336 38.7 25.0 36.6 2 0 0 1,218.5607
Q_16 Keratinocyte proline‐rich protein KPRP_HUMAN 64,133 2 2 3 3.80% RLDQCPESPLQR 387 398 31.8 25.9 25.7 0 1 0 1,498.7433
A_01 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 5.84% NTGIICTIGPASR 44 56 46.7 28.6 42.4 2 0 0 1,359.7051
A_01 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 5.84% GADFLVTEVENGGSLGSK 189 206 65.1 28.2 60.2 2 0 0 1,779.8761
A_03 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 5.84% NTGIICTIGPASR 44 56 49.5 28.9 44.1 2 0 0 1,359.7051
A_03 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 5.84% GADFLVTEVENGGSLGSK 189 206 54.0 28.2 42.4 1 0 0 1,779.8761
A_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 47.0 28.5 38.4 2 0 0 1,359.7051
A_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% GDLGIEIPAEK 295 305 31.1 26.7 24.4 2 0 0 1,141.6102
A_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% LDIDSPPITAR 33 43 34.5 26.6 24.3 2 0 0 1,197.6476
A_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% NTGIICTIGPASR 44 56 65.0 28.8 57.7 2 0 0 1,359.7051
A_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% GDLGIEIPAEK 295 305 29.2 26.8 21.8 1 0 0 1,141.6102
A_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 9.42% LDIDSPPITAR 33 43 23.1 26.3 17.7 1 0 0 1,197.6476
A_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 9.42% ITLDNAYMEK 142 151 31.2 25.3 18.2 1 0 0 1,213.5771
A_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 9.42% GADFLVTEVENGGSLGSK 189 206 49.7 28.2 43.0 2 0 0 1,779.8761
A_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 9.42% GDLGIEIPAEK 295 305 36.6 26.8 26.3 2 0 0 1,141.6102
A_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% LDIDSPPITAR 33 43 48.2 26.6 41.6 2 0 0 1,197.6476
A_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% GDLGIEIPAEK 295 305 32.2 26.7 22.0 2 0 0 1,141.6102
A_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 14 27 25.00% NTGIICTIGPASR 44 56 71.1 28.6 60.1 2 0 0 1,359.7051
A_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 14 27 25.00% SVETLKEMIK 57 66 33.6 26.6 31.5 2 0 0 1,193.6448
A_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 14 27 25.00% LNFSHGTHEYHAETIK 74 89 67.7 27.1 50.0 2 0 0 1,883.9035
A_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 14 27 25.00% ITLDNAYMEK 142 151 36.4 25.4 25.8 2 0 0 1,213.5771
A_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 14 27 25.00% GADFLVTEVENGGSLGSK 189 206 94.8 28.1 86.6 2 0 0 1,779.8761
A_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 14 27 25.00% GADFLVTEVENGGSLGSKK 189 207 33.5 27.9 22.2 0 2 0 1,907.9711
A_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 14 27 25.00% KGVNLPGAAVDLPAVSEK 207 224 71.7 25.6 63.5 2 2 0 1,764.9856
A_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 14 27 25.00% GVNLPGAAVDLPAVSEK 208 224 83.2 26.9 76.0 2 1 0 1,636.8906
A_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 14 27 25.00% GDLGIEIPAEK 295 305 36.0 26.6 23.5 2 0 0 1,141.6102
A_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 14 27 25.00% AGKPVICATQMLESMIK 320 336 48.0 27.8 47.2 2 0 0 1,908.9594
A_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 14 27 25.00% GDYPLEAVR 368 376 43.2 27.8 31.3 2 0 0 1,019.5157
A_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 14 27 25.00% CCSGAIIVLTK 423 433 60.3 27.8 51.3 2 0 0 1,221.6332
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% NTGIICTIGPASR 44 56 81.5 28.6 70.7 2 0 0 1,359.7051
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% SVETLKEMIK 57 66 31.8 26.6 21.7 2 0 0 1,193.6448
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% LNFSHGTHEYHAETIK 74 89 56.4 27.0 43.9 2 0 0 1,883.9035
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% ITLDNAYMEK 142 151 58.5 25.0 51.1 2 0 0 1,213.5771
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% IYVDDGLISLQVK 174 186 55.1 25.1 41.6 1 0 0 1,462.8154
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% GADFLVTEVENGGSLGSK 189 206 110.0 28.2 102.0 2 0 0 1,779.8761
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% GVNLPGAAVDLPAVSEK 208 224 61.4 27.0 55.8 2 2 0 1,636.8906
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% IISKIENHEGVR 267 278 19.0 26.3 9.7 0 2 0 1,394.7751
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% GDLGIEIPAEK 295 305 26.6 27.3 20.7 1 0 0 1,141.6102
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% AGKPVICATQMLESMIK 320 336 48.6 27.8 45.0 2 2 0 1,908.9594
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% GDYPLEAVR 368 376 41.5 27.4 34.7 2 0 0 1,019.5157
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% CCSGAIIVLTK 423 433 63.8 27.8 50.5 2 0 0 1,221.6332
A_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 28 31.30% VNFAMNVGK 490 498 54.1 27.0 38.8 2 0 0 979.5029
A_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.40% NTGIICTIGPASR 44 56 73.1 28.5 64.7 2 0 0 1,359.7051
A_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.40% ITLDNAYMEK 142 151 35.7 25.3 27.1 2 0 0 1,213.5771
A_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.40% CCSGAIIVLTK 423 433 51.4 27.8 41.0 2 0 0 1,221.6332
A_18 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.14% LDIDSPPITAR 33 43 28.8 26.3 22.8 1 0 0 1,197.6476
A_18 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.14% GDLGIEIPAEK 295 305 41.0 26.8 29.1 2 0 0 1,141.6102
A_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% NTGIICTIGPASR 44 56 53.7 28.9 46.2 2 0 0 1,359.7051
A_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% GDYPLEAVR 368 376 26.0 27.8 0.5 2 0 0 1,019.5157
A_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 7.53% NTGIICTIGPASR 44 56 62.0 28.5 54.3 2 0 0 1,359.7051
A_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 7.53% ITLDNAYMEK 142 151 25.6 25.4 17.9 2 0 0 1,213.5771
A_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 7.53% GVNLPGAAVDLPAVSEK 208 224 25.0 27.2 21.1 1 0 0 1,636.8906
A_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 3.95% ITLDNAYMEK 142 151 47.3 25.4 34.2 2 0 0 1,213.5771
A_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 3.95% CCSGAIIVLTK 423 433 30.0 27.7 22.8 1 0 0 1,221.6332
A_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.40% NTGIICTIGPASR 44 56 43.8 28.6 35.2 2 0 0 1,359.7051
A_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.40% ITLDNAYMEK 142 151 45.0 25.5 28.2 1 0 0 1,213.5771
A_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.40% GDLGIEIPAEK 295 305 32.6 26.8 20.1 2 0 0 1,141.6102
A_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% LDIDSPPITAR 33 43 43.1 26.6 27.0 2 0 0 1,197.6476
A_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 56.1 28.5 40.8 2 0 0 1,359.7051
A_28 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 12.80% NTGIICTIGPASR 44 56 64.3 28.6 57.1 2 0 0 1,359.7051
A_28 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 12.80% ITLDNAYMEK 142 151 45.6 25.0 41.2 1 0 0 1,213.5771
A_28 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 12.80% GVNLPGAAVDLPAVSEK 208 224 42.7 26.9 39.4 1 0 0 1,636.8906
A_28 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 12.80% AGKPVICATQMLESMIK 320 336 34.8 27.9 31.1 0 2 0 1,908.9594
A_28 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 12.80% CCSGAIIVLTK 423 433 32.8 27.6 30.8 2 0 0 1,221.6332
A_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 9.60% NTGIICTIGPASR 44 56 48.8 28.5 38.0 1 0 0 1,359.7051
A_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 9.60% ITLDNAYMEK 142 151 44.7 25.4 27.8 2 0 0 1,213.5771
A_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 9.60% AGKPVICATQMLESMIK 320 336 30.8 27.9 19.4 0 2 0 1,908.9594
A_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 9.60% CCSGAIIVLTK 423 433 49.0 27.8 41.4 2 0 0 1,221.6332
A_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 13.20% LDIDSPPITAR 33 43 55.6 26.3 38.2 2 0 0 1,197.6476
A_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 13.20% NTGIICTIGPASR 44 56 65.7 28.6 57.8 2 0 0 1,359.7051
A_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 13.20% KGVNLPGAAVDLPAVSEK 207 224 28.2 25.4 23.2 0 2 0 1,764.9856
A_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 13.20% GVNLPGAAVDLPAVSEK 208 224 70.3 26.9 66.7 2 0 0 1,636.8906
A_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 13.20% AGKPVICATQMLESMIK 320 336 31.3 27.9 23.7 0 2 0 1,908.9594
A_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 13.20% CCSGAIIVLTK 423 433 38.3 27.7 30.1 2 0 0 1,221.6332
A_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 9.79% LDIDSPPITAR 33 43 57.1 26.3 37.2 2 0 0 1,197.6476
A_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 9.79% ITLDNAYMEK 142 151 20.2 26.8 13.6 1 0 0 1,197.5821
A_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 9.79% GDLGIEIPAEK 295 305 34.3 26.7 22.0 1 0 0 1,141.6102
A_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 9.79% GDYPLEAVR 368 376 30.5 27.8 18.7 2 0 0 1,019.5157
A_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 9.79% CCSGAIIVLTK 423 433 33.7 27.8 28.3 1 0 0 1,221.6332
A_32 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 7.34% ITLDNAYMEK 142 151 30.5 25.6 30.5 2 0 0 1,213.5771
A_32 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 7.34% KGVNLPGAAVDLPAVSEK 207 224 36.5 25.7 32.7 0 2 0 1,764.9856



A_32 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 7.34% GVNLPGAAVDLPAVSEK 208 224 74.0 26.9 71.8 2 0 0 1,636.8906
A_32 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 7.34% GDLGIEIPAEK 295 305 52.1 26.7 34.2 2 0 0 1,141.6102
B_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 51.1 28.5 50.7 2 0 0 1,359.7051
B_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% GDLGIEIPAEK 295 305 47.5 26.7 38.3 2 0 0 1,141.6102
B_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% LDIDSPPITAR 33 43 33.5 26.6 25.3 2 0 0 1,197.6476
B_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% GDLGIEIPAEK 295 305 32.6 26.7 16.3 2 0 0 1,141.6102
B_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 5.84% LDIDSPPITAR 33 43 40.8 26.6 35.3 2 0 0 1,197.6476
B_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 5.84% GDLGIEIPAEK 295 305 34.6 26.6 23.3 2 0 0 1,141.6102
B_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 5.84% GDYPLEAVR 368 376 32.0 27.4 27.1 2 0 0 1,019.5157
B_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 42.8 28.5 38.7 2 0 0 1,359.7051
B_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% GDLGIEIPAEK 295 305 35.4 27.3 19.9 2 0 0 1,141.6102
B_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 13 24 27.50% NTGIICTIGPASR 44 56 64.2 28.6 54.6 2 0 0 1,359.7051
B_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 13 24 27.50% SVETLKEMIK 57 66 22.9 26.8 19.8 2 0 0 1,193.6448
B_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 13 24 27.50% LNFSHGTHEYHAETIK 74 89 37.2 27.0 28.9 2 0 0 1,883.9035
B_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 13 24 27.50% ITLDNAYMEK 142 151 45.8 25.4 31.6 2 0 0 1,213.5771
B_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 13 24 27.50% IYVDDGLISLQVK 174 186 72.3 25.6 47.7 2 0 0 1,462.8154
B_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 13 24 27.50% GADFLVTEVENGGSLGSK 189 206 86.3 28.1 80.3 2 0 0 1,779.8761
B_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 13 24 27.50% KGVNLPGAAVDLPAVSEK 207 224 57.2 25.2 47.4 2 2 0 1,764.9856
B_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 13 24 27.50% GVNLPGAAVDLPAVSEK 208 224 79.5 26.9 65.6 1 0 0 1,636.8906
B_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 13 24 27.50% GDLGIEIPAEK 295 305 45.2 26.6 31.1 2 0 0 1,141.6102
B_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 13 24 27.50% AGKPVICATQMLESMIK 320 336 33.7 27.9 21.8 0 1 0 1,908.9594
B_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 13 24 27.50% GDYPLEAVR 368 376 31.3 27.8 22.1 2 0 0 1,019.5157
B_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 12 13 24 27.50% CCSGAIIVLTK 423 433 71.6 27.7 54.4 2 0 0 1,221.6332
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% NTGIICTIGPASR 44 56 84.5 28.8 73.7 2 0 0 1,359.7051
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% SVETLKEMIK 57 66 34.7 27.0 24.0 2 0 0 1,193.6448
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% LNFSHGTHEYHAETIK 74 89 52.7 27.0 44.4 2 2 0 1,883.9035
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% ITLDNAYMEK 142 151 60.9 25.5 48.8 2 0 0 1,213.5771
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% IYVDDGLISLQVK 174 186 63.3 25.0 34.2 2 0 0 1,462.8154
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% GADFLVTEVENGGSLGSK 189 206 84.9 28.2 74.8 2 0 0 1,779.8761
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% KGVNLPGAAVDLPAVSEK 207 224 46.1 25.7 41.3 1 2 0 1,764.9856
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% GVNLPGAAVDLPAVSEK 208 224 82.2 26.9 75.2 2 0 0 1,636.8906
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% GDLGIEIPAEK 295 305 48.0 26.8 39.9 3 0 0 1,141.6102
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% AGKPVICATQMLESMIK 320 336 45.0 27.9 35.3 1 2 0 1,908.9594
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% GDYPLEAVR 368 376 48.7 27.3 40.5 2 0 0 1,019.5157
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% CCSGAIIVLTK 423 433 73.6 27.7 62.9 2 0 0 1,221.6332
B_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 17 32 29.20% VNFAMNVGK 490 498 62.8 26.8 58.4 3 0 0 979.5029
B_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 14 15.40% LDIDSPPITAR 33 43 44.1 26.6 31.5 2 0 0 1,197.6476
B_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 14 15.40% NTGIICTIGPASR 44 56 71.7 28.6 61.2 2 0 0 1,359.7051
B_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 14 15.40% ITLDNAYMEK 142 151 40.4 25.4 27.1 2 0 0 1,213.5771
B_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 14 15.40% GDLGIEIPAEK 295 305 46.1 27.3 33.9 2 0 0 1,141.6102
B_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 14 15.40% AGKPVICATQMLESMIK 320 336 32.4 27.9 31.7 0 2 0 1,908.9594
B_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 14 15.40% CCSGAIIVLTK 423 433 72.9 27.7 54.4 2 0 0 1,221.6332
B_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 14 15.40% VNFAMNVGK 490 498 27.4 26.5 22.2 2 0 0 995.4979
B_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 7.34% LDIDSPPITAR 33 43 41.5 26.6 22.8 2 0 0 1,197.6476
B_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 7.34% GVNLPGAAVDLPAVSEK 208 224 45.6 27.0 35.9 2 0 0 1,636.8906
B_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 7.34% GDLGIEIPAEK 295 305 39.9 26.6 28.0 2 0 0 1,141.6102
B_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.40% NTGIICTIGPASR 44 56 57.6 28.6 47.4 2 0 0 1,359.7051
B_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.40% ITLDNAYMEK 142 151 21.1 25.5 17.6 1 0 0 1,213.5771
B_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.40% GDLGIEIPAEK 295 305 27.3 26.6 20.5 1 0 0 1,141.6102
B_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.50% LDIDSPPITAR 33 43 39.2 26.6 24.6 2 0 0 1,197.6476
B_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.50% NTGIICTIGPASR 44 56 55.2 28.5 47.9 2 0 0 1,359.7051
B_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.50% ITLDNAYMEK 142 151 23.1 25.5 16.5 2 0 0 1,213.5771
B_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.50% GDLGIEIPAEK 295 305 45.8 27.0 36.4 2 0 0 1,141.6102
B_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.50% CCSGAIIVLTK 423 433 43.7 27.7 29.8 1 0 0 1,221.6332
B_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 10.20% LDIDSPPITAR 33 43 54.0 26.6 31.8 2 0 0 1,197.6476
B_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 10.20% NTGIICTIGPASR 44 56 61.3 28.5 51.7 2 0 0 1,359.7051
B_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 10.20% ITLDNAYMEK 142 151 31.4 25.5 20.0 2 0 0 1,213.5771
B_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 10.20% GDLGIEIPAEK 295 305 37.7 26.6 29.3 2 0 0 1,141.6102
B_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 10.20% GDYPLEAVR 368 376 28.1 27.3 23.6 2 0 0 1,019.5157
B_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.40% LDIDSPPITAR 33 43 49.6 26.6 30.8 2 0 0 1,197.6476
B_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.40% NTGIICTIGPASR 44 56 69.3 28.5 56.0 2 0 0 1,359.7051
B_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.40% ITLDNAYMEK 142 151 25.7 25.1 25.7 1 0 0 1,213.5771
B_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.40% GDLGIEIPAEK 295 305 37.1 26.6 20.9 2 0 0 1,141.6102
B_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.40% AGKPVICATQMLESMIK 320 336 17.7 27.9 14.2 0 1 0 1,908.9594
B_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.40% GDYPLEAVR 368 376 34.1 27.8 25.1 2 0 0 1,019.5157
B_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.40% CCSGAIIVLTK 423 433 40.5 27.9 29.2 1 0 0 1,221.6332
B_25 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 7.16% ITLDNAYMEK 142 151 32.5 25.5 21.8 2 0 0 1,213.5771
B_25 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 7.16% GVNLPGAAVDLPAVSEK 208 224 36.8 27.0 29.5 1 0 0 1,636.8906
B_25 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 7.16% GDLGIEIPAEK 295 305 30.2 26.6 16.4 2 0 0 1,141.6102
B_26 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.59% LDIDSPPITAR 33 43 29.5 26.6 20.6 1 0 0 1,197.6476
B_26 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.59% NTGIICTIGPASR 44 56 59.8 28.5 51.3 2 0 0 1,359.7051
B_26 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.59% GDLGIEIPAEK 295 305 40.4 26.6 30.0 1 0 0 1,141.6102
B_28 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 7.16% LDIDSPPITAR 33 43 54.3 26.6 48.0 2 0 0 1,197.6476
B_28 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 7.16% ITLDNAYMEK 142 151 29.7 25.5 26.0 2 0 0 1,213.5771
B_28 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 7.16% AGKPVICATQMLESMIK 320 336 21.7 27.8 14.2 0 2 0 1,908.9594
B_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.90% LDIDSPPITAR 33 43 57.5 26.6 48.5 2 0 0 1,197.6476
B_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.90% NTGIICTIGPASR 44 56 70.9 28.5 53.8 2 0 0 1,359.7051
B_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.90% ITLDNAYMEK 142 151 46.1 25.5 28.0 2 0 0 1,213.5771
B_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.90% GVNLPGAAVDLPAVSEK 208 224 55.2 26.7 51.4 2 0 0 1,636.8906
B_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.90% AGKPVICATQMLESMIK 320 336 27.1 28.2 20.6 0 2 0 1,908.9594
B_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.90% CCSGAIIVLTK 423 433 51.2 27.7 41.2 2 0 0 1,221.6332
B_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.70% LDIDSPPITAR 33 43 49.0 26.6 28.5 2 0 0 1,197.6476
B_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.70% NTGIICTIGPASR 44 56 58.5 28.5 52.7 2 0 0 1,359.7051
B_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.70% GVNLPGAAVDLPAVSEK 208 224 65.3 26.8 61.7 2 0 0 1,636.8906
B_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.70% AGKPVICATQMLESMIK 320 336 40.1 27.9 32.1 0 2 0 1,908.9594
B_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.70% GDYPLEAVR 368 376 29.8 27.3 24.0 2 0 0 1,019.5157
B_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.70% CCSGAIIVLTK 423 433 58.9 27.9 54.1 2 0 0 1,221.6332
B_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 11 14.70% LDIDSPPITAR 33 43 38.2 26.0 31.8 2 0 0 1,197.6476
B_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 11 14.70% NTGIICTIGPASR 44 56 57.3 28.8 51.8 2 0 0 1,359.7051
B_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 11 14.70% GVNLPGAAVDLPAVSEK 208 224 39.5 26.8 38.4 2 0 0 1,636.8906
B_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 11 14.70% AGKPVICATQMLESMIK 320 336 45.0 28.2 44.2 0 2 0 1,908.9594
B_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 11 14.70% GDYPLEAVR 368 376 33.5 27.4 28.8 1 0 0 1,019.5157
B_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 11 14.70% CCSGAIIVLTK 423 433 46.0 27.7 35.9 2 0 0 1,221.6332
B_32 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.97% LDIDSPPITAR 33 43 37.6 25.9 29.5 1 0 0 1,197.6476
B_32 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.97% GVNLPGAAVDLPAVSEK 208 224 50.5 26.8 47.6 1 0 0 1,636.8906
B_32 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.97% GDYPLEAVR 368 376 31.8 27.4 25.3 2 0 0 1,019.5157
C_02 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% LDIDSPPITAR 33 43 29.4 26.3 21.7 2 0 0 1,197.6476
C_02 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 39.8 28.5 22.2 2 0 0 1,359.7051
C_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% LDIDSPPITAR 33 43 44.3 26.3 27.3 2 0 0 1,197.6476
C_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 46.1 28.4 36.4 2 0 0 1,359.7051
C_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.14% LDIDSPPITAR 33 43 22.4 26.3 5.6 1 0 0 1,197.6476
C_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.14% GDLGIEIPAEK 295 305 42.5 26.8 25.7 2 0 0 1,141.6102
C_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% LDIDSPPITAR 33 43 29.7 26.1 23.5 2 0 0 1,197.6476
C_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% NTGIICTIGPASR 44 56 37.5 28.5 29.6 2 0 0 1,359.7051
C_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% GDLGIEIPAEK 295 305 43.3 26.8 34.2 2 0 0 1,141.6102
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% NTGIICTIGPASR 44 56 66.1 28.5 57.6 2 0 0 1,359.7051
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% SVETLKEMIK 57 66 35.6 27.2 25.1 2 0 0 1,193.6448
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% LNFSHGTHEYHAETIK 74 89 29.2 27.0 29.2 0 2 0 1,883.9035
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% ITLDNAYMEK 142 151 42.0 25.3 33.6 2 0 0 1,213.5771
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% IYVDDGLISLQVK 174 186 66.4 25.6 44.0 2 0 0 1,462.8154
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% QKGADFLVTEVENGGSLGSK 187 206 51.7 27.7 47.4 0 1 0 2,036.0297
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% GADFLVTEVENGGSLGSK 189 206 83.9 28.2 77.8 2 0 0 1,779.8761



C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% GADFLVTEVENGGSLGSKK 189 207 45.7 27.9 33.3 0 2 0 1,907.9711
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% KGVNLPGAAVDLPAVSEK 207 224 41.2 25.7 36.9 0 2 0 1,764.9856
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% GVNLPGAAVDLPAVSEK 208 224 54.8 27.2 46.9 2 0 0 1,636.8906
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% GDLGIEIPAEK 295 305 46.2 26.8 32.8 2 0 0 1,141.6102
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% AGKPVICATQMLESMIK 320 336 40.2 27.9 33.0 1 2 0 1,908.9594
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% GDYPLEAVR 368 376 37.1 27.8 31.8 2 0 0 1,019.5157
C_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 15 28 27.90% CCSGAIIVLTK 423 433 49.1 27.5 36.7 2 0 0 1,221.6332
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% NTGIICTIGPASR 44 56 82.6 28.9 71.8 1 0 0 1,359.7051
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% SVETLKEMIK 57 66 59.0 27.7 46.0 3 0 0 1,177.6498
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% LNFSHGTHEYHAETIK 74 89 57.7 27.0 50.3 2 2 0 1,883.9035
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% TGLIKGSGTAEVELKK 121 136 22.4 25.0 17.5 1 0 0 1,630.9377
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% ITLDNAYMEK 142 151 55.0 25.3 34.8 2 0 0 1,213.5771
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% IYVDDGLISLQVK 174 186 68.3 25.4 48.3 2 0 0 1,462.8154
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% QKGADFLVTEVENGGSLGSK 187 206 73.6 27.7 68.2 0 2 0 2,036.0297
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% GADFLVTEVENGGSLGSK 189 206 84.2 28.2 73.1 2 0 0 1,779.8761
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% KGVNLPGAAVDLPAVSEK 207 224 50.4 25.7 47.3 2 2 0 1,764.9856
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% GVNLPGAAVDLPAVSEK 208 224 63.2 27.2 60.1 2 1 0 1,636.8906
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% IISKIENHEGVR 267 278 30.8 26.1 24.1 0 1 0 1,394.7751
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% GDLGIEIPAEK 295 305 44.5 26.8 26.7 4 0 0 1,141.6102
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% AGKPVICATQMLESMIK 320 336 49.8 27.8 47.1 2 2 0 1,908.9594
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% GDYPLEAVR 368 376 43.7 27.8 38.2 2 0 0 1,019.5157
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% CCSGAIIVLTK 423 433 65.4 27.8 57.3 2 0 0 1,221.6332
C_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 16 22 41 34.80% VNFAMNVGK 490 498 48.7 26.8 40.0 4 0 0 979.5029
C_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 10 15.30% LDIDSPPITAR 33 43 38.3 26.3 29.7 2 0 0 1,197.6476
C_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 10 15.30% NTGIICTIGPASR 44 56 66.7 28.5 54.1 2 0 0 1,359.7051
C_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 10 15.30% SVETLKEMIK 57 66 24.4 27.2 15.6 1 0 0 1,193.6448
C_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 10 15.30% ITLDNAYMEK 142 151 29.2 25.1 29.2 2 0 0 1,213.5771
C_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 10 15.30% AGKPVICATQMLESMIK 320 336 29.8 27.9 25.9 0 1 0 1,908.9594
C_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 10 15.30% CCSGAIIVLTK 423 433 27.6 27.8 19.0 1 0 0 1,221.6332
C_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 10 15.30% VNFAMNVGK 490 498 25.0 26.7 13.5 1 0 0 995.4979
C_18 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% LDIDSPPITAR 33 43 44.2 25.8 34.4 2 0 0 1,197.6476
C_18 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% GDLGIEIPAEK 295 305 46.3 26.8 39.5 2 0 0 1,141.6102
C_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% LDIDSPPITAR 33 43 22.7 26.6 8.4 1 0 0 1,197.6476
C_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% NTGIICTIGPASR 44 56 54.1 28.9 49.1 2 0 0 1,359.7051
C_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.21% NTGIICTIGPASR 44 56 61.9 28.6 53.9 2 0 0 1,359.7051
C_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.21% GDLGIEIPAEK 295 305 37.1 26.7 25.9 2 0 0 1,141.6102
C_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.21% GDYPLEAVR 368 376 27.4 27.7 16.7 1 0 0 1,019.5157
C_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 44.9 28.4 28.5 2 0 0 1,359.7051
C_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% GDLGIEIPAEK 295 305 41.8 26.8 19.7 2 0 0 1,141.6102
C_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% LDIDSPPITAR 33 43 39.6 26.3 26.4 2 0 0 1,197.6476
C_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% NTGIICTIGPASR 44 56 56.8 28.6 50.6 1 0 0 1,359.7051
C_25 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 5.65% NTGIICTIGPASR 44 56 70.8 28.8 62.6 2 0 0 1,359.7051
C_25 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 5.65% AGKPVICATQMLESMIK 320 336 29.5 27.8 26.1 0 1 0 1,908.9594
C_26 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 11 16.20% LDIDSPPITAR 33 43 35.6 26.1 22.0 2 0 0 1,197.6476
C_26 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 11 16.20% NTGIICTIGPASR 44 56 51.6 28.8 44.1 2 0 0 1,359.7051
C_26 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 11 16.20% GADFLVTEVENGGSLGSK 189 206 61.1 28.0 48.9 2 0 0 1,779.8761
C_26 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 11 16.20% GVNLPGAAVDLPAVSEK 208 224 31.4 27.2 30.6 1 0 0 1,636.8906
C_26 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 11 16.20% RFDEILEASDGIMVAR 279 294 28.9 27.4 16.5 0 2 0 1,837.9115
C_26 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 11 16.20% GDLGIEIPAEK 295 305 29.8 26.8 23.0 2 0 0 1,141.6102
C_27 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% LDIDSPPITAR 33 43 36.2 26.3 27.6 2 0 0 1,197.6476
C_27 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 45.0 28.5 35.3 2 0 0 1,359.7051
C_28 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% LDIDSPPITAR 33 43 20.4 25.8 20.4 1 0 0 1,197.6476
C_28 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% NTGIICTIGPASR 44 56 48.4 28.6 33.1 2 0 0 1,359.7051
C_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 55.7 28.5 50.3 2 0 0 1,359.7051
C_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% GDLGIEIPAEK 295 305 38.7 26.8 21.5 2 0 0 1,141.6102
C_32 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 8.29% NTGIICTIGPASR 44 56 31.1 28.5 20.0 1 0 0 1,359.7051
C_32 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 8.29% IYVDDGLISLQVK 174 186 41.8 25.4 27.3 2 0 0 1,462.8154
C_32 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 8.29% GADFLVTEVENGGSLGSK 189 206 49.2 28.1 39.8 1 0 0 1,779.8761
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% NTGIICTIGPASR 44 56 89.9 28.4 79.8 2 0 0 1,359.7051
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% TATESFASDPILYRPVAVALDTK 93 115 54.6 26.7 48.0 0 2 0 2,465.2924
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% ITLDNAYMEK 142 151 60.6 25.4 54.0 4 0 0 1,213.5771
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% IYVDDGLISLQVK 174 186 71.9 26.2 59.8 2 0 0 1,462.8154
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% GADFLVTEVENGGSLGSK 189 206 115.0 26.7 103.0 2 0 0 1,779.8761
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% GADFLVTEVENGGSLGSKK 189 207 35.6 28.1 26.9 0 2 0 1,907.9711
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% KGVNLPGAAVDLPAVSEK 207 224 47.8 25.6 40.8 2 2 0 1,764.9856
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% GVNLPGAAVDLPAVSEK 208 224 80.1 27.7 72.8 2 0 0 1,636.8906
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% RFDEILEASDGIMVAR 279 294 56.5 27.4 49.4 0 2 0 1,837.9115
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% GDLGIEIPAEK 295 305 25.4 26.8 18.3 1 0 0 1,141.6102
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% AGKPVICATQMLESMIK 320 336 25.1 27.8 24.1 0 1 0 1,908.9594
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% GDYPLEAVR 368 376 47.8 27.4 31.4 2 0 0 1,019.5157
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% LAPITSDPTEATAVGAVEASFK 401 422 55.0 27.9 49.9 0 1 0 2,175.1181
D_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 28 33.70% VNFAMNVGK 490 498 26.9 25.3 18.9 1 0 0 995.4979
D_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 7.34% LDIDSPPITAR 33 43 47.9 26.0 37.0 2 0 0 1,197.6476
D_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 7.34% ITLDNAYMEK 142 151 45.7 25.0 40.2 2 0 0 1,213.5771
D_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 7.34% GADFLVTEVENGGSLGSK 189 206 62.3 26.7 54.9 1 0 0 1,779.8761
D_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 7.91% LDIDSPPITAR 33 43 39.7 26.1 33.8 2 0 0 1,197.6476
D_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 7.91% NTGIICTIGPASR 44 56 49.8 28.9 42.9 2 0 0 1,359.7051
D_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 7.91% GDYPLEAVR 368 376 39.3 27.3 24.6 1 0 0 1,019.5157
D_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 7.91% VNFAMNVGK 490 498 26.6 26.7 7.6 2 0 0 995.4979
D_25 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 5 8.47% LDIDSPPITAR 33 43 37.5 26.1 30.4 2 0 0 1,197.6476
D_25 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 5 8.47% NTGIICTIGPASR 44 56 53.8 28.5 42.7 1 0 0 1,359.7051
D_25 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 5 8.47% ITLDNAYMEK 142 151 23.9 25.6 19.1 1 0 0 1,213.5771
D_25 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 5 8.47% GDLGIEIPAEK 295 305 23.1 26.8 12.3 1 0 0 1,141.6102
D_27 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 2 4.14% LDIDSPPITAR 33 43 24.8 26.1 17.9 1 0 0 1,197.6476
D_27 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 2 4.14% GDLGIEIPAEK 295 305 29.7 26.8 25.6 1 0 0 1,141.6102
D_28 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 3.77% LDIDSPPITAR 33 43 23.4 26.1 18.3 1 0 0 1,197.6476
D_28 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 3.77% GDYPLEAVR 368 376 28.8 28.2 14.9 2 0 0 1,019.5157
D_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 10.70% LDIDSPPITAR 33 43 44.9 26.1 41.8 2 0 0 1,197.6476
D_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 10.70% ITLDNAYMEK 142 151 20.6 25.3 14.7 1 0 0 1,213.5771
D_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 10.70% KGVNLPGAAVDLPAVSEK 207 224 23.9 26.0 16.3 0 1 0 1,764.9856
D_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 10.70% GDYPLEAVR 368 376 35.2 28.3 21.8 2 0 0 1,019.5157
D_29 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 10.70% VNFAMNVGK 490 498 21.8 26.7 20.3 1 0 0 995.4979
D_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 5.84% LDIDSPPITAR 33 43 40.4 26.1 30.5 2 0 0 1,197.6476
D_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 5.84% GDLGIEIPAEK 295 305 41.4 26.8 25.0 1 0 0 1,141.6102
D_30 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 5.84% GDYPLEAVR 368 376 34.5 27.7 23.0 1 0 0 1,019.5157
D_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 5 7.34% LDIDSPPITAR 33 43 53.5 26.1 50.4 2 0 0 1,197.6476
D_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 5 7.34% ITLDNAYMEK 142 151 27.2 25.6 26.7 1 0 0 1,213.5771
D_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 5 7.34% GDYPLEAVR 368 376 35.6 27.8 17.1 1 0 0 1,019.5157
D_31 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 5 7.34% VNFAMNVGK 490 498 24.3 25.3 17.3 1 0 0 995.4979
E_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 7.34% LDIDSPPITAR 33 43 56.4 26.1 44.7 2 0 0 1,197.6476
E_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 7.34% ITLDNAYMEK 142 151 28.9 25.3 20.8 1 0 0 1,213.5771
E_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 7.34% KGVNLPGAAVDLPAVSEK 207 224 23.0 25.6 23.0 0 1 0 1,764.9856
E_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.60% LDIDSPPITAR 33 43 55.1 26.2 45.8 2 0 0 1,197.6476
E_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.60% NTGIICTIGPASR 44 56 59.1 28.5 47.7 2 0 0 1,359.7051
E_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.60% ITLDNAYMEK 142 151 59.5 25.1 55.7 2 0 0 1,213.5771
E_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.60% IYVDDGLISLQVK 174 186 76.6 26.3 62.3 2 0 0 1,462.8154
E_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.60% GADFLVTEVENGGSLGSK 189 206 98.8 28.0 84.7 1 0 0 1,779.8761
E_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.60% KGVNLPGAAVDLPAVSEK 207 224 38.1 25.5 28.7 0 2 0 1,764.9856
E_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.60% GVNLPGAAVDLPAVSEK 208 224 51.7 27.6 46.5 1 0 0 1,636.8906
F_08 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 3.77% LDIDSPPITAR 33 43 41.0 26.6 36.7 1 0 0 1,197.6476
F_08 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 3.77% GDYPLEAVR 368 376 32.6 27.8 21.8 2 0 0 1,019.5157
F_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% LDIDSPPITAR 33 43 51.0 26.6 42.4 2 0 0 1,197.6476



F_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% NTGIICTIGPASR 44 56 45.0 28.5 38.8 1 0 0 1,359.7051
F_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% GDLGIEIPAEK 295 305 45.3 27.3 31.3 2 0 0 1,141.6102
F_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 11 20 21.70% LNFSHGTHEYHAETIK 74 89 40.8 27.1 30.8 0 2 0 1,883.9035
F_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 11 20 21.70% ITLDNAYMEK 142 151 50.0 25.5 38.8 4 0 0 1,213.5771
F_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 11 20 21.70% IYVDDGLISLQVK 174 186 72.5 25.6 54.4 2 0 0 1,462.8154
F_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 11 20 21.70% GADFLVTEVENGGSLGSK 189 206 86.2 28.2 79.1 2 0 0 1,779.8761
F_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 11 20 21.70% KGVNLPGAAVDLPAVSEK 207 224 35.8 25.6 26.4 0 2 0 1,764.9856
F_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 11 20 21.70% GVNLPGAAVDLPAVSEK 208 224 55.9 27.2 52.3 2 0 0 1,636.8906
F_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 11 20 21.70% GDLGIEIPAEK 295 305 48.2 26.6 33.6 1 0 0 1,141.6102
F_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 11 20 21.70% GDYPLEAVR 368 376 46.7 27.3 36.9 1 0 0 1,019.5157
F_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 11 20 21.70% CCSGAIIVLTK 423 433 74.2 27.7 59.0 2 0 0 1,221.6332
F_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 11 20 21.70% VNFAMNVGK 490 498 51.7 27.1 42.3 2 0 0 979.5029
G_03 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 2 4.52% LDIDSPPITAR 33 43 19.8 26.0 11.7 1 0 0 1,197.6476
G_03 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 2 4.52% NTGIICTIGPASR 44 56 22.2 28.5 18.4 1 0 0 1,359.7051
G_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% LDIDSPPITAR 33 43 36.0 26.7 24.8 1 0 0 1,197.6476
G_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% NTGIICTIGPASR 44 56 43.2 29.0 29.6 2 0 0 1,359.7051
G_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.14% LDIDSPPITAR 33 43 22.8 26.7 12.0 2 0 0 1,197.6476
G_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.14% GDLGIEIPAEK 295 305 49.8 27.0 35.6 1 0 0 1,141.6102
G_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 5.84% SVETLKEMIK 57 66 30.1 26.6 27.7 1 0 0 1,193.6448
G_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 5.84% ITLDNAYMEK 142 151 44.8 25.6 30.1 2 0 0 1,213.5771
G_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 5.84% CCSGAIIVLTK 423 433 45.3 28.0 37.1 2 0 0 1,221.6332
H_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.14% LDIDSPPITAR 33 43 21.5 26.6 15.3 1 0 0 1,197.6476
H_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.14% GDLGIEIPAEK 295 305 42.3 27.0 27.2 2 0 0 1,141.6102
H_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% NTGIICTIGPASR 44 56 61.2 28.9 52.2 2 0 0 1,359.7051
H_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% GDLGIEIPAEK 295 305 36.5 27.3 23.9 2 0 0 1,141.6102
H_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% CCSGAIIVLTK 423 433 43.0 27.7 34.5 2 0 0 1,221.6332
H_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 7 12 14.90% NTGIICTIGPASR 44 56 90.7 28.6 78.9 2 0 0 1,359.7051
H_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 7 12 14.90% LNFSHGTHEYHAETIK 74 89 43.1 27.0 37.0 1 2 0 1,883.9035
H_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 7 12 14.90% ITLDNAYMEK 142 151 52.1 25.0 43.8 2 0 0 1,213.5771
H_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 7 12 14.90% KGVNLPGAAVDLPAVSEK 207 224 58.7 25.2 53.4 2 0 0 1,764.9856
H_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 7 12 14.90% GDLGIEIPAEK 295 305 36.0 26.8 21.2 1 0 0 1,141.6102
H_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 7 12 14.90% CCSGAIIVLTK 423 433 72.0 27.9 56.9 2 0 0 1,221.6332
H_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% LDIDSPPITAR 33 43 60.2 25.8 52.4 2 0 0 1,197.6476
H_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% CCSGAIIVLTK 423 433 45.9 27.6 37.9 2 0 0 1,221.6332
H_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% LDIDSPPITAR 33 43 50.4 25.8 29.4 1 0 0 1,197.6476
H_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% NTGIICTIGPASR 44 56 72.2 28.6 64.8 2 0 0 1,359.7051
H_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.21% LDIDSPPITAR 33 43 46.8 26.6 28.9 1 0 0 1,197.6476
H_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.21% NTGIICTIGPASR 44 56 61.6 28.5 50.5 2 0 0 1,359.7051
H_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.21% GDYPLEAVR 368 376 29.3 27.3 18.3 2 0 0 1,019.5157
H_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 5.84% LDIDSPPITAR 33 43 55.8 26.6 44.4 2 0 0 1,197.6476
H_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 5.84% GDLGIEIPAEK 295 305 43.0 27.3 32.7 2 0 0 1,141.6102
H_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 5.84% GDYPLEAVR 368 376 36.3 27.9 22.5 2 0 0 1,019.5157
H_20 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% LDIDSPPITAR 33 43 62.4 26.6 53.3 2 0 0 1,197.6476
H_20 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% NTGIICTIGPASR 44 56 63.4 28.5 52.7 2 0 0 1,359.7051
H_20 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% GDLGIEIPAEK 295 305 45.8 26.6 33.6 2 0 0 1,141.6102
H_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.66% LDIDSPPITAR 33 43 59.8 26.6 40.2 2 0 0 1,197.6476
H_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.66% NTGIICTIGPASR 44 56 61.8 28.5 51.2 2 0 0 1,359.7051
H_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.66% GDLGIEIPAEK 295 305 66.7 27.3 53.0 2 0 0 1,141.6102
H_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.66% CCSGAIIVLTK 423 433 54.8 27.9 45.1 1 0 0 1,221.6332
H_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 13.00% NTGIICTIGPASR 44 56 74.4 28.6 60.8 2 0 0 1,359.7051
H_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 13.00% LNFSHGTHEYHAETIK 74 89 17.8 27.0 10.1 0 1 0 1,883.9035
H_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 13.00% KGVNLPGAAVDLPAVSEK 207 224 28.6 25.2 26.5 0 1 0 1,764.9856
H_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 13.00% GDLGIEIPAEK 295 305 26.0 27.6 17.1 1 0 0 1,141.6102
H_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 7 13.00% CCSGAIIVLTK 423 433 52.9 27.9 41.9 2 0 0 1,221.6332
H_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 17.70% LDIDSPPITAR 33 43 55.9 25.8 49.1 2 0 0 1,197.6476
H_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 17.70% NTGIICTIGPASR 44 56 74.5 28.5 64.8 2 0 0 1,359.7051
H_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 17.70% IYVDDGLISLQVK 174 186 36.5 27.0 31.0 1 0 0 1,462.8154
H_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 17.70% GADFLVTEVENGGSLGSK 189 206 53.9 28.2 49.4 1 0 0 1,779.8761
H_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 17.70% GVNLPGAAVDLPAVSEK 208 224 62.0 27.0 58.9 2 0 0 1,636.8906
H_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 17.70% GDLGIEIPAEK 295 305 29.6 27.6 18.7 2 0 0 1,141.6102
H_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 17.70% CCSGAIIVLTK 423 433 56.0 27.9 45.7 1 0 0 1,221.6332
H_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 13.70% LDIDSPPITAR 33 43 64.9 26.6 57.8 2 0 0 1,197.6476
H_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 13.70% NTGIICTIGPASR 44 56 71.5 28.5 55.0 2 0 0 1,359.7051
H_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 13.70% ITLDNAYMEK 142 151 49.9 25.5 29.0 2 0 0 1,213.5771
H_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 13.70% GVNLPGAAVDLPAVSEK 208 224 92.7 26.9 81.8 2 0 0 1,636.8906
H_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 13.70% GDLGIEIPAEK 295 305 49.3 26.6 30.5 2 0 0 1,141.6102
H_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 13.70% CCSGAIIVLTK 423 433 65.9 27.9 50.7 2 0 0 1,221.6332
I_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 13 16.80% NTGIICTIGPASR 44 56 65.6 28.5 55.2 2 0 0 1,359.7051
I_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 13 16.80% LNFSHGTHEYHAETIK 74 89 30.8 27.0 25.5 0 1 0 1,883.9035
I_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 13 16.80% IYVDDGLISLQVK 174 186 39.0 25.0 21.7 2 0 0 1,462.8154
I_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 13 16.80% GADFLVTEVENGGSLGSK 189 206 85.0 28.1 72.2 2 0 0 1,779.8761
I_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 13 16.80% GADFLVTEVENGGSLGSKK 189 207 30.5 28.0 25.0 0 2 0 1,907.9711
I_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 13 16.80% GVNLPGAAVDLPAVSEK 208 224 66.6 26.9 59.4 2 0 0 1,636.8906
I_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 13 16.80% CCSGAIIVLTK 423 433 49.4 27.9 45.5 2 0 0 1,221.6332
I_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 7 12 14.70% NTGIICTIGPASR 44 56 78.0 28.5 65.6 2 0 0 1,359.7051
I_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 7 12 14.70% SVETLKEMIK 57 66 20.2 27.0 19.4 1 0 0 1,193.6448
I_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 7 12 14.70% LNFSHGTHEYHAETIK 74 89 38.2 27.0 31.9 0 1 0 1,883.9035
I_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 7 12 14.70% ITLDNAYMEK 142 151 44.8 25.3 31.9 4 0 0 1,213.5771
I_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 7 12 14.70% KGVNLPGAAVDLPAVSEK 207 224 43.0 25.7 36.3 2 0 0 1,764.9856
I_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 7 12 14.70% CCSGAIIVLTK 423 433 55.2 27.9 46.4 2 0 0 1,221.6332
I_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% LDIDSPPITAR 33 43 39.9 26.6 30.0 2 0 0 1,197.6476
I_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 59.2 28.5 45.5 2 0 0 1,359.7051
I_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.14% NTGIICTIGPASR 44 56 79.9 28.5 69.0 2 0 0 1,359.7051
I_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.14% GDYPLEAVR 368 376 27.2 27.3 17.6 1 0 0 1,019.5157
I_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% LDIDSPPITAR 33 43 47.3 25.8 34.6 2 0 0 1,197.6476
I_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% GDLGIEIPAEK 295 305 39.9 26.6 26.7 2 0 0 1,141.6102
I_20 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% LDIDSPPITAR 33 43 54.8 25.8 46.0 2 0 0 1,197.6476
I_20 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% NTGIICTIGPASR 44 56 69.7 28.5 57.5 2 0 0 1,359.7051
I_20 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% GDLGIEIPAEK 295 305 44.1 26.8 36.9 1 0 0 1,141.6102
I_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 9.79% LDIDSPPITAR 33 43 22.1 26.6 21.7 1 0 0 1,197.6476
I_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 9.79% NTGIICTIGPASR 44 56 53.4 28.5 46.1 2 0 0 1,359.7051
I_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 9.79% GVNLPGAAVDLPAVSEK 208 224 32.9 27.2 25.8 1 0 0 1,636.8906
I_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 9.79% GDLGIEIPAEK 295 305 39.8 26.6 31.2 2 0 0 1,141.6102
I_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% LDIDSPPITAR 33 43 32.8 26.6 26.3 1 0 0 1,197.6476
I_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% NTGIICTIGPASR 44 56 73.8 28.9 63.5 2 0 0 1,359.7051
I_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.66% LDIDSPPITAR 33 43 65.6 26.6 49.2 1 0 0 1,197.6476
I_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.66% NTGIICTIGPASR 44 56 66.6 28.5 57.3 2 0 0 1,359.7051
I_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.66% GDLGIEIPAEK 295 305 45.5 27.0 33.2 2 0 0 1,141.6102
I_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.66% CCSGAIIVLTK 423 433 32.5 27.9 28.5 2 0 0 1,221.6332
J_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 6 12.80% NTGIICTIGPASR 44 56 66.2 29.0 55.7 1 0 0 1,359.7051
J_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 6 12.80% GADFLVTEVENGGSLGSK 189 206 30.4 28.3 23.1 1 0 0 1,779.8761
J_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 6 12.80% GVNLPGAAVDLPAVSEK 208 224 44.9 26.7 27.9 1 0 0 1,636.8906
J_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 6 12.80% GDYPLEAVR 368 376 24.6 27.5 15.3 1 0 0 1,019.5157
J_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 6 12.80% CCSGAIIVLTK 423 433 31.2 28.0 23.9 2 0 0 1,221.6332
J_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 13.60% NTGIICTIGPASR 44 56 73.7 28.9 64.5 2 0 0 1,359.7051
J_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 13.60% ITLDNAYMEK 142 151 31.5 25.8 24.1 2 0 0 1,213.5771
J_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 13.60% IYVDDGLISLQVK 174 186 49.8 25.0 31.1 1 0 0 1,462.8154
J_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 13.60% GADFLVTEVENGGSLGSK 189 206 84.8 28.3 74.6 2 0 0 1,779.8761
J_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 13.60% KGVNLPGAAVDLPAVSEK 207 224 40.0 25.5 31.1 0 2 0 1,764.9856
J_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% LDIDSPPITAR 33 43 38.1 26.7 31.8 2 0 0 1,197.6476
J_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 48.1 28.7 39.2 2 0 0 1,359.7051
J_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% LDIDSPPITAR 33 43 23.2 26.6 6.1 1 0 0 1,197.6476



J_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% NTGIICTIGPASR 44 56 49.3 28.9 37.0 2 0 0 1,359.7051
J_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% LDIDSPPITAR 33 43 23.4 26.1 20.5 1 0 0 1,197.6476
J_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% NTGIICTIGPASR 44 56 32.0 28.9 24.9 2 0 0 1,359.7051
J_17 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% GDLGIEIPAEK 295 305 33.4 26.8 26.3 2 0 0 1,141.6102
J_18 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 5.84% LDIDSPPITAR 33 43 25.3 26.4 19.3 2 0 0 1,197.6476
J_18 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 5.84% GDLGIEIPAEK 295 305 35.3 27.0 22.2 2 0 0 1,141.6102
J_18 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 5.84% GDYPLEAVR 368 376 32.4 28.8 21.1 1 0 0 1,019.5157
J_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% LDIDSPPITAR 33 43 48.3 26.7 39.0 2 0 0 1,197.6476
J_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% GDLGIEIPAEK 295 305 46.5 27.2 30.3 2 0 0 1,141.6102
J_20 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% LDIDSPPITAR 33 43 42.3 26.7 28.4 2 0 0 1,197.6476
J_20 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% NTGIICTIGPASR 44 56 57.0 28.9 46.1 2 0 0 1,359.7051
J_20 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% GDLGIEIPAEK 295 305 50.3 27.0 36.6 2 0 0 1,141.6102
J_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% LDIDSPPITAR 33 43 45.5 26.5 30.6 2 0 0 1,197.6476
J_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 60.7 28.9 52.3 2 0 0 1,359.7051
J_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% LDIDSPPITAR 33 43 43.8 26.7 33.1 2 0 0 1,197.6476
J_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% NTGIICTIGPASR 44 56 72.8 29.0 59.8 2 0 0 1,359.7051
J_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% CCSGAIIVLTK 423 433 27.9 27.6 27.9 1 0 0 1,221.6332
J_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.66% LDIDSPPITAR 33 43 39.7 25.9 36.0 2 0 0 1,197.6476
J_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.66% NTGIICTIGPASR 44 56 56.8 28.9 47.8 2 0 0 1,359.7051
J_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.66% GDLGIEIPAEK 295 305 35.4 26.8 27.0 2 0 0 1,141.6102
J_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.66% CCSGAIIVLTK 423 433 26.3 27.2 19.6 1 0 0 1,221.6332
K_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% LDIDSPPITAR 33 43 47.8 26.0 34.2 2 0 0 1,197.6476
K_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% NTGIICTIGPASR 44 56 56.9 28.5 46.2 2 0 0 1,359.7051
K_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% GDLGIEIPAEK 295 305 35.6 26.9 17.7 2 0 0 1,141.6102
K_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 8 8 15 17.50% NTGIICTIGPASR 44 56 66.7 28.5 59.2 2 0 0 1,359.7051
K_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 8 8 15 17.50% IYVDDGLISLQVK 174 186 56.7 25.6 36.6 2 0 0 1,462.8154
K_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 8 8 15 17.50% GADFLVTEVENGGSLGSK 189 206 76.1 28.2 68.4 2 0 0 1,779.8761
K_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 8 8 15 17.50% KGVNLPGAAVDLPAVSEK 207 224 48.3 25.6 41.0 0 2 0 1,764.9856
K_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 8 8 15 17.50% GVNLPGAAVDLPAVSEK 208 224 92.5 26.9 84.1 2 0 0 1,636.8906
K_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 8 8 15 17.50% GDLGIEIPAEK 295 305 29.7 27.3 21.0 1 0 0 1,141.6102
K_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 8 8 15 17.50% GDYPLEAVR 368 376 37.0 27.3 30.3 2 0 0 1,019.5157
K_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 8 8 15 17.50% CCSGAIIVLTK 423 433 54.8 27.9 47.2 2 0 0 1,221.6332
K_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 10 19 22.40% NTGIICTIGPASR 44 56 92.4 28.5 77.8 2 0 0 1,359.7051
K_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 10 19 22.40% LNFSHGTHEYHAETIK 74 89 55.5 27.0 40.2 0 2 0 1,883.9035
K_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 10 19 22.40% ITLDNAYMEK 142 151 28.3 25.5 22.1 2 0 0 1,213.5771
K_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 10 19 22.40% IYVDDGLISLQVK 174 186 70.2 25.6 54.9 2 0 0 1,462.8154
K_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 10 19 22.40% GADFLVTEVENGGSLGSKK 189 207 30.9 28.1 21.9 0 2 0 1,907.9711
K_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 10 19 22.40% KGVNLPGAAVDLPAVSEK 207 224 72.1 25.7 64.3 2 1 0 1,764.9856
K_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 10 19 22.40% GDLGIEIPAEK 295 305 43.3 27.6 26.7 2 0 0 1,141.6102
K_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 10 19 22.40% GDYPLEAVR 368 376 38.7 27.3 26.5 2 0 0 1,019.5157
K_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 10 19 22.40% CCSGAIIVLTK 423 433 48.3 27.9 35.8 2 0 0 1,221.6332
K_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.21% LDIDSPPITAR 33 43 62.2 26.6 55.7 2 0 0 1,197.6476
K_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.21% NTGIICTIGPASR 44 56 66.5 28.5 53.4 2 0 0 1,359.7051
K_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.21% GDYPLEAVR 368 376 31.0 27.3 22.9 1 0 0 1,019.5157
K_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 71.7 28.5 57.4 2 0 0 1,359.7051
K_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% GDLGIEIPAEK 295 305 47.7 27.3 39.7 2 0 0 1,141.6102
K_18 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.14% LDIDSPPITAR 33 43 41.4 26.5 26.6 1 0 0 1,197.6476
K_18 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.14% GDLGIEIPAEK 295 305 34.8 27.0 27.6 2 0 0 1,141.6102
K_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% LDIDSPPITAR 33 43 44.7 26.6 29.9 2 0 0 1,197.6476
K_19 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.14% GDLGIEIPAEK 295 305 41.6 27.3 29.2 2 0 0 1,141.6102
K_20 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% LDIDSPPITAR 33 43 44.4 26.6 27.8 2 0 0 1,197.6476
K_20 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% NTGIICTIGPASR 44 56 73.3 28.9 55.0 2 0 0 1,359.7051
K_20 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.59% GDLGIEIPAEK 295 305 39.4 26.8 28.8 2 0 0 1,141.6102
K_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 11.90% LDIDSPPITAR 33 43 56.5 26.6 46.7 2 0 0 1,197.6476
K_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 11.90% NTGIICTIGPASR 44 56 66.1 28.8 52.7 2 0 0 1,359.7051
K_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 11.90% GVNLPGAAVDLPAVSEK 208 224 73.5 27.0 72.8 2 0 0 1,636.8906
K_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 11.90% GDLGIEIPAEK 295 305 35.8 27.3 24.5 2 0 0 1,141.6102
K_21 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 11.90% CCSGAIIVLTK 423 433 47.4 27.9 39.7 2 0 0 1,221.6332
K_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 8.66% LDIDSPPITAR 33 43 61.7 26.6 49.5 2 0 0 1,197.6476
K_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 8.66% NTGIICTIGPASR 44 56 64.7 28.5 53.1 2 0 0 1,359.7051
K_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 8.66% GDLGIEIPAEK 295 305 42.4 26.8 25.4 2 0 0 1,141.6102
K_22 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 8.66% CCSGAIIVLTK 423 433 38.3 27.3 26.8 2 0 0 1,221.6332
K_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.10% LDIDSPPITAR 33 43 53.0 26.6 38.8 2 0 0 1,197.6476
K_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.10% NTGIICTIGPASR 44 56 33.8 28.5 24.8 1 0 0 1,359.7051
K_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.10% LNFSHGTHEYHAETIK 74 89 24.4 27.1 18.0 0 1 0 1,883.9035
K_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.10% KGVNLPGAAVDLPAVSEK 207 224 33.0 25.7 24.0 0 2 0 1,764.9856
K_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.10% GVNLPGAAVDLPAVSEK 208 224 63.2 27.0 52.9 2 0 0 1,636.8906
K_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.10% GDLGIEIPAEK 295 305 30.7 27.3 23.8 1 0 0 1,141.6102
K_23 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 11 15.10% CCSGAIIVLTK 423 433 44.7 27.9 35.8 2 0 0 1,221.6332
K_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 12.80% NTGIICTIGPASR 44 56 62.2 28.8 51.7 2 0 0 1,359.7051
K_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 12.80% GADFLVTEVENGGSLGSK 189 206 68.3 28.2 57.7 2 0 0 1,779.8761
K_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 12.80% GVNLPGAAVDLPAVSEK 208 224 77.2 26.9 59.5 2 0 0 1,636.8906
K_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 12.80% GDLGIEIPAEK 295 305 43.1 26.9 32.2 2 0 0 1,141.6102
K_24 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 12.80% VNFAMNVGK 490 498 50.7 27.6 41.2 2 0 0 979.5029
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% NTGIICTIGPASR 44 56 75.3 28.5 58.8 1 0 0 1,359.7051
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% SVETLKEMIK 57 66 32.0 26.6 27.3 2 0 0 1,193.6448
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% LNFSHGTHEYHAETIK 74 89 42.1 26.9 34.1 0 2 0 1,883.9035
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% ITLDNAYMEK 142 151 50.7 25.8 41.5 2 0 0 1,213.5771
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% IYVDDGLISLQVK 174 186 69.0 25.6 55.8 1 0 0 1,462.8154
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% QKGADFLVTEVENGGSLGSK 187 206 40.2 27.5 40.2 1 0 0 2,036.0297
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% GADFLVTEVENGGSLGSKK 189 207 50.1 28.0 24.7 0 2 0 1,907.9711
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% KGVNLPGAAVDLPAVSEK 207 224 72.4 25.4 65.4 2 2 0 1,764.9856
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% IISKIENHEGVR 267 278 18.7 25.8 15.7 0 1 0 1,394.7751
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% RFDEILEASDGIMVAR 279 294 53.9 27.6 46.9 2 2 0 1,837.9115
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% FDEILEASDGIMVAR 280 294 89.1 26.7 81.2 2 0 0 1,681.8104
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% AGKPVICATQMLESMIK 320 336 44.9 28.0 31.4 0 2 0 1,908.9594
L_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 13 15 25 29.00% GDYPLEAVR 368 376 57.5 27.8 48.2 1 0 0 1,019.5157
L_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 11 11 21 27.30% NTGIICTIGPASR 44 56 73.6 28.9 63.8 2 0 0 1,359.7051
L_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 11 11 21 27.30% ITLDNAYMEK 142 151 34.7 26.8 21.7 2 0 0 1,197.5821
L_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 11 11 21 27.30% IYVDDGLISLQVK 174 186 92.1 25.6 79.7 2 0 0 1,462.8154
L_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 11 11 21 27.30% GADFLVTEVENGGSLGSKK 189 207 48.8 28.1 33.5 0 2 0 1,907.9711
L_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 11 11 21 27.30% KGVNLPGAAVDLPAVSEK 207 224 57.3 25.5 54.2 2 0 0 1,764.9856
L_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 11 11 21 27.30% IISKIENHEGVR 267 278 30.2 25.6 27.8 0 2 0 1,394.7751
L_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 11 11 21 27.30% FDEILEASDGIMVAR 280 294 78.7 27.1 71.5 1 0 0 1,681.8104
L_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 11 11 21 27.30% GDLGIEIPAEK 295 305 45.1 27.2 28.9 2 0 0 1,141.6102
L_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 11 11 21 27.30% AGKPVICATQMLESMIK 320 336 49.6 28.0 45.2 0 2 0 1,908.9594
L_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 11 11 21 27.30% GDYPLEAVR 368 376 59.4 27.9 44.2 2 0 0 1,019.5157
L_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 11 11 21 27.30% VNFAMNVGK 490 498 40.8 27.0 26.0 2 0 0 995.4979
L_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 18.30% IYVDDGLISLQVK 174 186 75.3 25.0 65.7 2 0 0 1,462.8154
L_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 18.30% GADFLVTEVENGGSLGSKK 189 207 34.6 28.1 23.9 0 1 0 1,907.9711
L_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 18.30% GVNLPGAAVDLPAVSEK 208 224 69.7 27.0 62.1 2 0 0 1,636.8906
L_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 18.30% GDLGIEIPAEK 295 305 45.5 26.8 25.3 2 0 0 1,141.6102
L_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 18.30% AGKPVICATQMLESMIK 320 336 32.5 28.0 21.4 0 2 0 1,908.9594
L_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 18.30% GDYPLEAVR 368 376 52.8 27.8 39.2 2 0 0 1,019.5157
L_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 18.30% CCSGAIIVLTK 423 433 51.4 27.8 46.9 1 0 0 1,221.6332
L_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 5.65% ITLDNAYMEK 142 151 27.1 25.2 17.0 1 0 0 1,213.5771
L_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 5.65% GDLGIEIPAEK 295 305 39.0 27.2 24.1 2 0 0 1,141.6102
L_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 5.65% GDYPLEAVR 368 376 37.2 28.6 18.4 2 0 0 1,019.5157
L_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 10 18 22.60% NTGIICTIGPASR 44 56 73.7 28.7 64.4 2 0 0 1,359.7051
L_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 10 18 22.60% SVETLKEMIK 57 66 34.5 26.6 31.6 2 0 0 1,193.6448
L_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 10 18 22.60% TGLIKGSGTAEVELKK 121 136 23.1 25.0 9.7 0 1 0 1,630.9377
L_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 10 18 22.60% ITLDNAYMEK 142 151 47.5 25.2 32.6 2 0 0 1,213.5771



L_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 10 18 22.60% IYVDDGLISLQVK 174 186 81.6 25.4 69.8 2 0 0 1,462.8154
L_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 10 18 22.60% KGVNLPGAAVDLPAVSEK 207 224 40.3 25.5 37.4 1 0 0 1,764.9856
L_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 10 18 22.60% GVNLPGAAVDLPAVSEK 208 224 108.0 26.7 105.0 2 0 0 1,636.8906
L_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 10 18 22.60% IISKIENHEGVR 267 278 26.7 25.6 20.6 0 2 0 1,394.7751
L_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 10 18 22.60% GDLGIEIPAEK 295 305 47.7 27.2 24.0 2 0 0 1,141.6102
L_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 10 10 18 22.60% AGKPVICATQMLESMIK 320 336 25.4 28.0 21.3 0 2 0 1,908.9594
L_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 12.10% ITLDNAYMEK 142 151 62.7 25.6 47.6 2 0 0 1,213.5771
L_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 12.10% GVNLPGAAVDLPAVSEK 208 224 59.8 26.7 51.6 2 0 0 1,636.8906
L_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 12.10% GDLGIEIPAEK 295 305 48.6 27.0 32.3 2 0 0 1,141.6102
L_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 12.10% AGKPVICATQMLESMIK 320 336 27.3 28.3 21.8 0 1 0 1,908.9594
L_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 12.10% GDYPLEAVR 368 376 44.9 27.8 33.3 2 0 0 1,019.5157
L_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.70% NTGIICTIGPASR 44 56 74.2 29.0 63.2 2 0 0 1,359.7051
L_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.70% ITLDNAYMEK 142 151 42.3 25.6 28.8 2 0 0 1,213.5771
L_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.70% GADFLVTEVENGGSLGSK 189 206 103.0 28.3 94.3 2 0 0 1,779.8761
L_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.70% GVNLPGAAVDLPAVSEK 208 224 56.8 26.3 54.5 2 0 0 1,636.8906
L_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.70% GDLGIEIPAEK 295 305 43.3 27.0 23.1 2 0 0 1,141.6102
L_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 12 14.70% GDYPLEAVR 368 376 45.9 27.5 25.5 2 0 0 1,019.5157
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% NTGIICTIGPASR 44 56 69.0 28.4 58.3 2 0 0 1,359.7051
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% LNFSHGTHEYHAETIK 74 89 40.8 27.1 32.9 0 2 0 1,883.9035
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% ITLDNAYMEK 142 151 48.6 25.8 41.8 2 0 0 1,213.5771
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% IYVDDGLISLQVK 174 186 82.1 25.0 71.1 2 0 0 1,462.8154
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% GADFLVTEVENGGSLGSKK 189 207 56.8 28.0 43.6 0 2 0 1,907.9711
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% KGVNLPGAAVDLPAVSEK 207 224 70.4 25.3 65.4 1 2 0 1,764.9856
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% GVNLPGAAVDLPAVSEK 208 224 86.8 27.0 86.8 2 0 0 1,636.8906
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% IISKIENHEGVR 267 278 52.6 25.6 45.9 2 2 0 1,394.7751
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% RFDEILEASDGIMVAR 279 294 55.0 27.7 43.7 2 0 0 1,837.9115
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% GDLGIEIPAEK 295 305 32.1 26.8 18.6 1 0 0 1,141.6102
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% GDLGIEIPAEKVFLAQK 295 311 37.2 25.1 37.2 2 0 0 1,828.0218
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% AGKPVICATQMLESMIK 320 336 32.6 28.2 24.1 0 2 0 1,908.9594
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% GDYPLEAVR 368 376 41.7 27.9 32.3 1 0 0 1,019.5157
L_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 14 16 29 32.00% CCSGAIIVLTK 423 433 39.1 27.8 33.3 2 0 0 1,221.6332
M_07 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 3.77% GDLGIEIPAEK 295 305 29.0 27.3 16.1 1 0 0 1,141.6102
M_07 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 3.77% GDYPLEAVR 368 376 31.6 27.9 17.5 2 0 0 1,019.5157
M_08 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 2 3.95% ITLDNAYMEK 142 151 35.3 25.6 23.0 1 0 0 1,213.5771
M_08 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 2 3.95% GDLGIEIPAEK 295 305 36.8 27.6 25.8 1 0 0 1,141.6102
M_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 9 12.10% NTGIICTIGPASR 44 56 74.1 28.4 65.2 2 0 0 1,359.7051
M_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 9 12.10% SVETLKEMIK 57 66 20.9 26.6 19.9 1 0 0 1,193.6448
M_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 9 12.10% ITLDNAYMEK 142 151 45.4 25.8 31.3 2 0 0 1,213.5771
M_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 9 12.10% GDLGIEIPAEK 295 305 34.5 26.9 18.2 1 0 0 1,141.6102
M_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 9 12.10% GDYPLEAVR 368 376 46.6 27.8 37.8 2 0 0 1,019.5157
M_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 9 12.10% CCSGAIIVLTK 423 433 44.0 27.8 37.4 1 0 0 1,221.6332
M_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 10.20% LDIDSPPITAR 33 43 42.1 26.0 33.7 2 0 0 1,197.6476
M_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 10.20% NTGIICTIGPASR 44 56 71.1 28.5 59.2 2 0 0 1,359.7051
M_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 10.20% ITLDNAYMEK 142 151 26.3 25.4 14.7 2 0 0 1,213.5771
M_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 10.20% GDLGIEIPAEK 295 305 36.0 26.9 25.0 2 0 0 1,141.6102
M_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 10 10.20% GDYPLEAVR 368 376 25.0 27.9 17.5 2 0 0 1,019.5157
M_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 5 9 9.23% NTGIICTIGPASR 44 56 75.2 28.4 67.7 2 0 0 1,359.7051
M_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 5 9 9.23% ITLDNAYMEK 142 151 39.8 25.5 31.0 3 0 0 1,213.5771
M_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 5 9 9.23% GVNLPGAAVDLPAVSEK 208 224 48.3 26.9 48.2 2 0 0 1,636.8906
M_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 5 9 9.23% GDYPLEAVR 368 376 44.2 27.9 33.8 2 0 0 1,019.5157
M_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 6 10 11.30% NTGIICTIGPASR 44 56 66.3 28.5 49.5 2 0 0 1,359.7051
M_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 6 10 11.30% ITLDNAYMEK 142 151 30.4 25.4 20.8 3 0 0 1,213.5771
M_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 6 10 11.30% GVNLPGAAVDLPAVSEK 208 224 37.8 26.9 28.9 1 0 0 1,636.8906
M_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 6 10 11.30% GDLGIEIPAEK 295 305 35.5 26.9 17.9 2 0 0 1,141.6102
M_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 6 10 11.30% GDYPLEAVR 368 376 38.2 27.9 20.7 2 0 0 1,019.5157
M_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 9.79% NTGIICTIGPASR 44 56 66.4 28.4 57.2 2 0 0 1,359.7051
M_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 9.79% ITLDNAYMEK 142 151 37.6 25.8 24.2 2 0 0 1,213.5771
M_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 9.79% KGVNLPGAAVDLPAVSEK 207 224 31.9 25.7 31.9 0 1 0 1,764.9856
M_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 9.79% GVNLPGAAVDLPAVSEK 208 224 47.2 26.7 47.2 1 0 0 1,636.8906
M_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 9.79% GDLGIEIPAEK 295 305 42.6 27.6 33.2 2 0 0 1,141.6102
M_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 10 13.40% LDIDSPPITAR 33 43 42.8 25.9 34.2 2 0 0 1,197.6476
M_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 10 13.40% NTGIICTIGPASR 44 56 73.1 28.5 62.8 2 0 0 1,359.7051
M_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 10 13.40% ITLDNAYMEK 142 151 44.1 25.5 27.8 2 0 0 1,213.5771
M_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 10 13.40% GDLGIEIPAEK 295 305 43.0 27.6 22.8 1 0 0 1,141.6102
M_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 10 13.40% AGKPVICATQMLESMIK 320 336 20.2 27.8 16.2 0 1 0 1,908.9594
M_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 10 13.40% GDYPLEAVR 368 376 38.7 27.9 28.4 2 0 0 1,019.5157
M_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 9 13.60% NTGIICTIGPASR 44 56 58.3 28.5 43.2 2 0 0 1,359.7051
M_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 9 13.60% ITLDNAYMEK 142 151 20.4 25.4 13.6 1 0 0 1,213.5771
M_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 9 13.60% GVNLPGAAVDLPAVSEK 208 224 33.5 27.0 33.5 1 0 0 1,636.8906
M_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 9 13.60% IISKIENHEGVR 267 278 23.1 26.4 14.2 0 1 0 1,394.7751
M_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 9 13.60% GDLGIEIPAEK 295 305 40.5 27.3 23.9 2 0 0 1,141.6102
M_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 9 13.60% GDYPLEAVR 368 376 41.9 27.9 29.7 2 0 0 1,019.5157
M_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 14.30% LDIDSPPITAR 33 43 56.7 26.6 49.7 2 0 0 1,197.6476
M_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 14.30% NTGIICTIGPASR 44 56 69.8 28.5 60.2 2 0 0 1,359.7051
M_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 14.30% SVETLKEMIK 57 66 28.1 26.4 28.1 1 0 0 1,193.6448
M_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 14.30% IYVDDGLISLQVK 174 186 71.0 25.6 60.6 2 0 0 1,462.8154
M_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 14.30% KGVNLPGAAVDLPAVSEK 207 224 36.0 25.7 33.2 0 2 0 1,764.9856
M_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 14.30% GVNLPGAAVDLPAVSEK 208 224 86.3 27.0 80.7 2 0 0 1,636.8906
M_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 14.30% CCSGAIIVLTK 423 433 35.0 27.2 28.8 1 0 0 1,221.6332
N_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 8.29% NTGIICTIGPASR 44 56 68.1 28.8 53.2 2 0 0 1,359.7051
N_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 8.29% SVETLKEMIK 57 66 26.4 26.6 20.3 2 0 0 1,193.6448
N_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 8.29% ITLDNAYMEK 142 151 44.8 25.2 32.0 2 0 0 1,213.5771
N_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 8.29% CCSGAIIVLTK 423 433 53.9 27.7 45.9 2 0 0 1,221.6332
N_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 2 4.14% NTGIICTIGPASR 44 56 44.2 28.9 30.5 1 0 0 1,359.7051
N_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 2 4.14% GDYPLEAVR 368 376 24.8 27.5 17.2 1 0 0 1,019.5157
N_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 2 3.77% LDIDSPPITAR 33 43 23.1 26.4 14.7 1 0 0 1,197.6476
N_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 2 3.77% GDYPLEAVR 368 376 25.3 27.5 15.9 1 0 0 1,019.5157
N_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% LDIDSPPITAR 33 43 35.3 26.7 24.3 2 0 0 1,197.6476
N_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 51.2 28.7 41.5 2 0 0 1,359.7051
N_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% LDIDSPPITAR 33 43 53.4 26.7 43.9 2 0 0 1,197.6476
N_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 68.5 28.9 56.9 2 0 0 1,359.7051
O_07 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 3 5.84% LDIDSPPITAR 33 43 27.1 26.2 19.5 1 0 0 1,197.6476
O_07 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 3 5.84% GDLGIEIPAEK 295 305 31.6 26.9 21.2 1 0 0 1,141.6102
O_07 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 3 5.84% GDYPLEAVR 368 376 30.0 27.9 19.8 1 0 0 1,019.5157
O_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 9 17 22.20% NTGIICTIGPASR 44 56 75.5 28.7 63.7 2 0 0 1,359.7051
O_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 9 17 22.20% ITLDNAYMEK 142 151 45.8 25.8 29.9 2 0 0 1,213.5771
O_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 9 17 22.20% IYVDDGLISLQVK 174 186 79.7 25.0 66.6 2 0 0 1,462.8154
O_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 9 17 22.20% KGVNLPGAAVDLPAVSEK 207 224 55.2 25.5 46.2 0 2 0 1,764.9856
O_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 9 17 22.20% RFDEILEASDGIMVAR 279 294 47.9 27.7 31.6 0 2 0 1,837.9115
O_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 9 17 22.20% GDLGIEIPAEK 295 305 44.6 26.8 35.8 2 0 0 1,141.6102
O_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 9 17 22.20% AGKPVICATQMLESMIK 320 336 39.0 28.2 36.1 0 1 0 1,908.9594
O_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 9 17 22.20% GDYPLEAVR 368 376 40.6 28.6 31.0 2 0 0 1,019.5157
O_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 9 17 22.20% CCSGAIIVLTK 423 433 57.9 28.0 44.8 2 0 0 1,221.6332
O_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% LDIDSPPITAR 33 43 36.4 26.7 30.1 1 0 0 1,197.6476
O_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% NTGIICTIGPASR 44 56 80.8 28.8 69.8 2 0 0 1,359.7051
O_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% GDLGIEIPAEK 295 305 30.9 26.6 18.1 2 0 0 1,141.6102
O_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 8.29% LDIDSPPITAR 33 43 30.6 26.5 25.9 1 0 0 1,197.6476
O_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 8.29% NTGIICTIGPASR 44 56 36.7 28.9 33.7 1 0 0 1,359.7051
O_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 8.29% GDLGIEIPAEK 295 305 26.0 26.8 16.2 2 0 0 1,141.6102
O_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 8.29% GDYPLEAVR 368 376 29.0 28.6 20.4 2 0 0 1,019.5157
O_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% NTGIICTIGPASR 44 56 52.4 28.6 46.1 2 0 0 1,359.7051
O_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% GDLGIEIPAEK 295 305 30.8 26.8 19.5 1 0 0 1,141.6102



O_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 8.29% LDIDSPPITAR 33 43 31.6 26.7 16.3 2 0 0 1,197.6476
O_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 8.29% NTGIICTIGPASR 44 56 71.8 28.6 57.9 2 0 0 1,359.7051
O_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 8.29% GDLGIEIPAEK 295 305 42.1 26.7 32.6 1 0 0 1,141.6102
O_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 6 8.29% GDYPLEAVR 368 376 32.7 27.9 22.0 1 0 0 1,019.5157
O_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.21% NTGIICTIGPASR 44 56 31.9 28.4 23.0 1 0 0 1,359.7051
O_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.21% GDLGIEIPAEK 295 305 28.2 27.2 21.1 2 0 0 1,141.6102
O_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.21% GDYPLEAVR 368 376 27.3 28.4 19.1 1 0 0 1,019.5157
O_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% NTGIICTIGPASR 44 56 53.1 28.7 47.6 2 0 0 1,359.7051
O_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 4 4.52% GDLGIEIPAEK 295 305 23.4 27.0 14.5 2 0 0 1,141.6102
O_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 5 9.23% LDIDSPPITAR 33 43 43.5 26.4 22.0 1 0 0 1,197.6476
O_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 5 9.23% GADFLVTEVENGGSLGSK 189 206 71.7 28.5 63.0 1 0 0 1,779.8761
O_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 5 9.23% GDLGIEIPAEK 295 305 26.9 26.7 21.7 2 0 0 1,141.6102
O_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 5 9.23% GDYPLEAVR 368 376 25.2 27.8 10.7 1 0 0 1,019.5157
P_07 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 2 3.77% GDLGIEIPAEK 295 305 27.0 26.8 15.3 1 0 0 1,141.6102
P_07 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 2 3.77% GDYPLEAVR 368 376 37.7 27.5 30.6 1 0 0 1,019.5157
P_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 19.60% NTGIICTIGPASR 44 56 70.1 28.7 60.8 2 0 0 1,359.7051
P_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 19.60% TGLIKGSGTAEVELKK 121 136 38.6 25.0 38.6 0 2 0 1,630.9377
P_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 19.60% ITLDNAYMEK 142 151 51.3 25.1 36.3 2 0 0 1,213.5771
P_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 19.60% QKGADFLVTEVENGGSLGSK 187 206 32.6 27.4 26.0 0 1 0 2,036.0297
P_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 19.60% KGVNLPGAAVDLPAVSEK 207 224 33.9 25.5 29.9 0 2 0 1,764.9856
P_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 19.60% RFDEILEASDGIMVAR 279 294 29.4 27.9 16.8 0 1 0 1,837.9115
P_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 19.60% CCSGAIIVLTK 423 433 74.0 27.6 57.3 2 0 0 1,221.6332
P_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 3.77% LDIDSPPITAR 33 43 39.2 26.2 35.2 2 0 0 1,197.6476
P_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 3.77% GDYPLEAVR 368 376 26.7 28.6 20.7 1 0 0 1,019.5157
P_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.21% LDIDSPPITAR 33 43 38.7 26.7 21.3 2 0 0 1,197.6476
P_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.21% NTGIICTIGPASR 44 56 65.2 28.9 57.8 2 0 0 1,359.7051
P_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 6 6.21% GDYPLEAVR 368 376 31.0 27.5 23.1 2 0 0 1,019.5157
P_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.40% NTGIICTIGPASR 44 56 56.4 29.0 52.1 1 0 0 1,359.7051
P_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.40% ITLDNAYMEK 142 151 18.3 25.1 12.8 1 0 0 1,213.5771
P_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 4 6.40% GDLGIEIPAEK 295 305 32.8 26.8 19.9 2 0 0 1,141.6102
P_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.20% LDIDSPPITAR 33 43 41.4 26.4 31.4 2 0 0 1,197.6476
P_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.20% NTGIICTIGPASR 44 56 67.7 28.9 59.3 2 0 0 1,359.7051
P_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.20% ITLDNAYMEK 142 151 26.4 25.1 19.9 1 0 0 1,213.5771
P_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.20% GDLGIEIPAEK 295 305 33.7 27.2 19.2 2 0 0 1,141.6102
P_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.20% GDYPLEAVR 368 376 37.1 27.5 29.8 2 0 0 1,019.5157
P_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.10% LDIDSPPITAR 33 43 28.2 26.2 19.7 2 0 0 1,197.6476
P_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.10% NTGIICTIGPASR 44 56 54.5 28.6 46.1 2 0 0 1,359.7051
P_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.10% ITLDNAYMEK 142 151 27.4 25.1 14.1 1 0 0 1,213.5771
P_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 7 8.10% GDYPLEAVR 368 376 34.8 27.5 22.2 2 0 0 1,019.5157
P_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% LDIDSPPITAR 33 43 25.6 26.7 7.1 2 0 0 1,197.6476
P_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% NTGIICTIGPASR 44 56 66.0 28.9 56.0 2 0 0 1,359.7051
P_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.59% GDLGIEIPAEK 295 305 44.0 27.2 25.8 1 0 0 1,141.6102
P_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.21% LDIDSPPITAR 33 43 51.2 26.7 39.4 2 0 0 1,197.6476
P_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.21% NTGIICTIGPASR 44 56 72.1 28.6 62.5 2 0 0 1,359.7051
P_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 6.21% GDYPLEAVR 368 376 36.0 27.5 29.3 1 0 0 1,019.5157
Q_08 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 5.65% LDIDSPPITAR 33 43 35.8 26.5 27.0 1 0 0 1,197.6476
Q_08 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 5.65% ITLDNAYMEK 142 151 38.5 25.8 31.0 2 0 0 1,213.5771
Q_08 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 3 3 5 5.65% GDYPLEAVR 368 376 31.6 27.5 21.5 2 0 0 1,019.5157
Q_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 11 19 21.10% NTGIICTIGPASR 44 56 65.0 28.6 54.5 2 0 0 1,359.7051
Q_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 11 19 21.10% SVETLKEMIK 57 66 22.5 26.7 16.2 1 0 0 1,193.6448
Q_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 11 19 21.10% ITLDNAYMEK 142 151 58.5 25.2 42.6 3 0 0 1,213.5771
Q_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 11 19 21.10% IYVDDGLISLQVK 174 186 91.8 25.0 81.7 2 0 0 1,462.8154
Q_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 11 19 21.10% KGVNLPGAAVDLPAVSEK 207 224 53.3 25.1 52.6 1 2 0 1,764.9856
Q_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 11 19 21.10% GDLGIEIPAEK 295 305 34.2 27.2 19.8 2 0 0 1,141.6102
Q_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 11 19 21.10% AGKPVICATQMLESMIK 320 336 33.3 28.3 22.4 0 2 0 1,908.9594
Q_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 11 19 21.10% GDYPLEAVR 368 376 37.2 27.5 29.4 2 0 0 1,019.5157
Q_09 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 9 11 19 21.10% CCSGAIIVLTK 423 433 63.6 27.9 51.1 2 0 0 1,221.6332
Q_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 8.10% LDIDSPPITAR 33 43 39.2 26.7 26.1 2 0 0 1,197.6476
Q_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 8.10% NTGIICTIGPASR 44 56 67.7 28.7 54.2 2 0 0 1,359.7051
Q_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 8.10% ITLDNAYMEK 142 151 42.7 25.2 25.5 2 0 0 1,213.5771
Q_10 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 4 4 8 8.10% GDYPLEAVR 368 376 31.9 27.8 21.7 2 0 0 1,019.5157
Q_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.50% LDIDSPPITAR 33 43 49.2 26.1 34.5 2 0 0 1,197.6476
Q_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.50% NTGIICTIGPASR 44 56 66.1 28.6 59.7 2 0 0 1,359.7051
Q_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.50% ITLDNAYMEK 142 151 44.3 25.6 29.6 2 0 0 1,213.5771
Q_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.50% GDLGIEIPAEK 295 305 40.5 26.8 18.5 2 0 0 1,141.6102
Q_11 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 9 10.50% CCSGAIIVLTK 423 433 30.0 27.7 26.4 1 0 0 1,221.6332
Q_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% NTGIICTIGPASR 44 56 58.4 28.9 51.6 2 0 0 1,359.7051
Q_12 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 2 2 3 4.52% GDLGIEIPAEK 295 305 42.2 26.7 18.7 1 0 0 1,141.6102
Q_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 10 12.40% LDIDSPPITAR 33 43 42.2 26.1 34.8 2 0 0 1,197.6476
Q_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 10 12.40% NTGIICTIGPASR 44 56 83.2 28.9 74.0 2 0 0 1,359.7051
Q_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 10 12.40% SVETLKEMIK 57 66 32.9 26.0 29.5 1 0 0 1,193.6448
Q_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 10 12.40% ITLDNAYMEK 142 151 32.3 25.2 21.8 2 0 0 1,213.5771
Q_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 10 12.40% GDLGIEIPAEK 295 305 33.3 26.7 23.1 2 0 0 1,141.6102
Q_13 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 6 6 10 12.40% CCSGAIIVLTK 423 433 28.3 27.8 21.7 1 0 0 1,221.6332
Q_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.40% LDIDSPPITAR 33 43 43.0 26.2 33.2 2 0 0 1,197.6476
Q_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.40% NTGIICTIGPASR 44 56 54.1 28.6 44.3 2 0 0 1,359.7051
Q_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.40% ITLDNAYMEK 142 151 28.2 25.1 19.6 2 0 0 1,213.5771
Q_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.40% GVNLPGAAVDLPAVSEK 208 224 34.2 26.6 34.2 1 0 0 1,636.8906
Q_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.40% GDLGIEIPAEK 295 305 48.2 26.7 35.4 2 0 0 1,141.6102
Q_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.40% GDYPLEAVR 368 376 35.5 28.7 30.7 2 0 0 1,019.5157
Q_14 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 7 12 15.40% CCSGAIIVLTK 423 433 23.7 28.2 18.6 1 0 0 1,221.6332
Q_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 10.20% NTGIICTIGPASR 44 56 70.2 28.6 60.9 2 0 0 1,359.7051
Q_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 10.20% ITLDNAYMEK 142 151 29.6 25.6 23.1 1 0 0 1,213.5771
Q_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 10.20% GDLGIEIPAEK 295 305 46.2 26.8 24.1 2 0 0 1,141.6102
Q_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 10.20% GDYPLEAVR 368 376 40.9 27.5 30.4 2 0 0 1,019.5157
Q_15 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 5 5 8 10.20% CCSGAIIVLTK 423 433 36.0 28.2 26.4 1 0 0 1,221.6332
Q_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 8 16 14.70% NTGIICTIGPASR 44 56 89.1 28.6 79.6 2 0 0 1,359.7051
Q_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 8 16 14.70% ITLDNAYMEK 142 151 30.6 25.2 21.7 2 0 0 1,213.5771
Q_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 8 16 14.70% KGVNLPGAAVDLPAVSEK 207 224 56.2 25.1 56.2 2 2 0 1,764.9856
Q_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 8 16 14.70% GVNLPGAAVDLPAVSEK 208 224 99.7 26.7 99.7 2 0 0 1,636.8906
Q_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 8 16 14.70% AGKPVICATQMLESMIK 320 336 32.1 28.4 25.6 0 2 0 1,908.9594
Q_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 8 16 14.70% GDYPLEAVR 368 376 33.8 27.5 27.1 2 0 0 1,019.5157
Q_16 Pyruvate kinase isozymes M1/M2 KPYM_HUMAN 57,938 7 8 16 14.70% CCSGAIIVLTK 423 433 38.1 27.6 27.5 2 0 0 1,221.6332
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% NTGIICTIGPASR 44 56 84.5 28.8 73.7 2 0 0 1,359.7051
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% SVETLKEMIK 57 66 34.7 27.0 24.0 2 0 0 1,193.6448
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% LNFSHGTHEYHAETIK 74 89 52.7 27.0 44.4 2 2 0 1,883.9035
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% ITLDNAYMEK 142 151 60.9 25.5 48.8 2 0 0 1,213.5771
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% IYVDDGLISLQVK 174 186 63.3 25.0 34.2 2 0 0 1,462.8154
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% KGVNLPGAAVDLPAVSEK 207 224 46.1 25.7 41.3 1 2 0 1,764.9856
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% GVNLPGAAVDLPAVSEK 208 224 82.2 26.9 75.2 2 0 0 1,636.8906
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% GDLGIEIPAEK 295 305 48.0 26.8 39.9 3 0 0 1,141.6102
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% AGKPVICATQMLESMIK 320 336 45.0 27.9 35.3 1 2 0 1,908.9594
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% GDYPLEAVR 368 376 48.7 27.3 40.5 2 0 0 1,019.5157
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% KLFEELVR 393 400 31.3 25.0 11.2 1 0 0 1,033.6041
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% LFEELVR 394 400 37.0 26.7 26.5 1 0 0 905.5091
B_16 Pyruvate kinase isozyme M1 KPYM_PONAB 58,019 2 2 2 25.20% VNFAMNVGK 490 498 62.8 26.8 58.4 3 0 0 979.5029
P_16 Keratin, type I cuticular Ha4 KRT34_HUMAN 49,424 2 2 3 11.50% LVVNIDNAK 169 177 43.7 28.2 35.6 2 0 0 985.5677
P_16 Keratin, type I cuticular Ha4 KRT34_HUMAN 49,424 2 2 3 11.50% LLVESDINSIR 195 205 43.6 28.1 37.3 1 0 0 1,258.7002
P_16 Keratin, type I cuticular Ha4 KRT34_HUMAN 49,424 2 2 3 11.50% ILDELTLCK 207 215 42.1 28.7 29.0 2 0 0 1,104.5972
P_16 Keratin, type I cuticular Ha4 KRT34_HUMAN 49,424 2 2 3 11.50% QNQEYQVLLDVR 377 388 64.8 28.2 43.2 2 0 0 1,504.7755
P_16 Keratin, type I cuticular Ha4 KRT34_HUMAN 49,424 2 2 3 11.50% LECEINTYR 391 399 55.6 25.0 48.5 2 0 0 1,197.5569
A_31 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 2 2 2 3.67% SVITFGSYSPR 54 64 35.8 26.7 27.8 1 0 0 1,213.6211



A_31 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 2 2 2 3.67% QLEVLVSDQAR 224 234 27.7 27.4 22.5 1 0 0 1,257.6798
F_11 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 2 2 2 4.17% SVITFGSYSPR 54 64 22.8 26.7 17.7 1 0 0 1,213.6211
F_11 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 2 2 2 4.17% VAPATGDLLSTGTR 539 552 36.0 28.2 6.3 1 0 0 1,358.7276
N_14 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 8 8 16 18.50% VGNFSSCSAMTPQNLNR 14 30 84.0 25.0 80.1 2 0 0 1,898.8483
N_14 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 8 8 16 18.50% ANSVSCWSGPGFR 33 45 50.1 25.0 50.1 2 0 0 1,424.6375
N_14 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 8 8 16 18.50% SVITFGSYSPR 54 64 39.8 26.5 28.0 2 0 0 1,213.6211
N_14 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 8 8 16 18.50% FGAGCGMGFGDGR 79 91 38.1 25.0 38.1 2 0 0 1,304.5149
N_14 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 8 8 16 18.50% QLEVLVSDQAR 224 234 52.8 27.8 39.6 2 0 0 1,257.6798
N_14 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 8 8 16 18.50% YEEMQVTAGQHCDNLR 360 375 28.2 25.0 25.1 0 2 0 1,966.8383
N_14 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 8 8 16 18.50% LCEGVGPVNISVSSSR 476 491 79.1 27.8 0.0 2 0 0 1,660.8323
N_14 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 8 8 16 18.50% VAPATGDLLSTGTR 539 552 78.9 27.7 71.8 2 0 0 1,358.7276
Q_16 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 3 3 3 8.83% VGGVGVPAAPSITAVTVNK 126 144 21.3 25.0 20.5 1 0 0 1,736.9906
Q_16 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 3 3 3 8.83% LCEGVGPVNISVSSSR 476 491 75.6 27.4 0.0 1 0 0 1,660.8323
Q_16 Keratin, type II cuticular Hb4 KRT84_HUMAN 64,843 3 3 3 8.83% GGLVCGPEPLVAGSTLSR 492 509 75.9 27.2 70.1 1 0 0 1,769.9217
C_07 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 2 7.10% SLCNLGSCGPR 55 65 19.1 25.0 19.1 1 0 0 1,220.5512
C_07 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 2 7.10% FAAFIDKVR 134 142 46.8 25.0 43.4 1 0 0 1,066.6044
C_07 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 2 7.10% GGVSCGGLSYSTTPGR 450 465 58.5 25.2 58.5 1 0 0 1,555.7171
D_24 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 3 14.60% SLCNLGSCGPR 55 65 44.0 25.0 40.4 2 0 0 1,220.5512
D_24 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 3 14.60% VLQAHISDTSVIVK 266 279 21.5 25.0 18.6 0 1 0 1,509.8636
D_24 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 3 14.60% DLNMDCIIAEIK 285 296 43.1 26.3 24.4 1 0 0 1,434.6970
D_24 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 3 14.60% LAELEGALQK 385 394 44.4 28.2 19.6 2 0 0 1,071.6046
D_24 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 3 14.60% LGLDIEIATYR 414 424 77.5 27.8 39.6 2 0 0 1,263.6945
D_24 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 3 14.60% LCEGVGSVNVCVSSSR 434 449 71.4 25.7 67.5 2 0 0 1,709.7945
F_11 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 12.60% CCISAAPYR 32 40 23.0 25.0 23.0 1 0 0 1,097.4867
F_11 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 12.60% SLCNLGSCGPR 55 65 41.0 25.0 34.5 2 0 0 1,220.5512
F_11 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 12.60% DLNMDCIIAEIK 285 296 47.7 25.8 38.0 2 0 0 1,450.6919
F_11 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 12.60% LCEGVGSVNVCVSSSR 434 449 98.2 25.9 89.0 2 0 0 1,709.7945
F_11 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 12.60% GGVSCGGLSYSTTPGR 450 465 53.9 25.3 53.9 2 0 0 1,555.7171
H_09 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 4 2.37% ATAENEFVVLK 219 229 46.8 28.3 0.0 2 0 0 1,220.6521
H_09 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 4 2.37% ATAENEFVVLKK 219 230 38.8 26.4 0.0 2 0 0 1,348.7471
N_14 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 4 6.90% SLCNLGSCGPR 55 65 37.8 25.0 34.9 2 0 0 1,220.5512
N_14 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 4 6.90% DVDCAYLR 231 238 32.5 25.0 0.0 1 0 0 1,011.4565
N_14 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 2 2 4 6.90% GGVSCGGLSYSTTPGR 450 465 66.8 26.3 66.8 2 0 0 1,555.7171
P_01 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 6 11.60% SLCNLGSCGPR 55 65 46.5 25.0 42.4 2 0 0 1,220.5512
P_01 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 6 11.60% DVDCAYLR 231 238 35.4 25.0 0.0 1 0 0 1,011.4565
P_01 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 6 11.60% VLQAHISDTSVIVK 266 279 20.1 25.0 7.9 0 2 0 1,509.8636
P_01 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 6 11.60% LAELEGALQK 385 394 52.6 28.4 16.1 2 0 0 1,071.6046
P_01 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 6 11.60% GGVSCGGLSYSTTPGR 450 465 56.2 25.7 55.5 2 0 0 1,555.7171
P_16 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 20.50% KYEEEVALR 210 218 38.9 27.3 23.0 2 0 0 1,136.5946
P_16 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 20.50% RLYEEEIR 258 265 32.0 27.7 10.0 1 0 0 1,107.5793
P_16 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 20.50% LYEEEIR 259 265 38.5 27.5 16.3 2 0 0 951.4782
P_16 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 20.50% VLQAHISDTSVIVK 266 279 36.3 25.0 31.2 0 2 0 1,509.8636
P_16 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 20.50% SRAEAESWYR 306 315 29.3 25.7 24.6 1 0 0 1,254.5860
P_16 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 20.50% TKEEINELNR 335 344 32.5 28.6 17.8 2 0 0 1,245.6434
P_16 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 20.50% LAELEGALQK 385 394 53.2 28.6 24.0 2 0 0 1,071.6046
P_16 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 20.50% LGLDIEIATYR 414 424 45.8 27.6 23.3 1 0 0 1,263.6945
P_16 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 20.50% LCEGVGSVNVCVSSSR 434 449 47.4 25.8 41.3 0 2 0 1,709.7945
P_16 Keratin, type II cuticular Hb5 KRT85_HUMAN 55,802 3 3 5 20.50% GGVSCGGLSYSTTPGR 450 465 68.0 25.9 68.0 1 0 0 1,555.7171
A_31 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 2 2 3 3.91% CCITAAPYR 25 33 33.8 25.0 28.1 2 0 0 1,111.5024
A_31 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 2 2 3 3.91% LAELEGALQK 368 377 35.6 26.8 17.9 1 0 0 1,071.6046
C_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 2 2 2 3.91% ATAENEFVALK 202 212 23.8 27.5 1.2 1 0 0 1,192.6208
C_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 2 2 2 3.91% DVDCAYLR 214 221 19.0 25.0 0.0 1 0 0 1,011.4565
C_07 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 2 2 2 5.14% GLTGGFGSHSVCGGFR 40 55 20.1 25.0 18.8 0 1 0 1,595.7385
C_07 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 2 2 2 5.14% FAAFIDKVR 117 125 46.8 25.0 43.4 1 0 0 1,066.6044
C_30 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 3 3 4 11.70% AFSCISACGPRPGR 11 24 31.3 25.5 20.8 0 2 0 1,535.7207
C_30 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 3 3 4 11.70% LEAAVAQSEQQGEAALSDAR 346 365 78.2 26.9 78.2 1 0 0 2,043.9942
C_30 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 3 3 4 11.70% VSSVPSNSNVVVGTTNACAPSAR 453 475 54.1 27.4 54.1 1 0 0 2,274.1141
D_24 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 10 10 15 28.80% LQFYQNR 138 144 26.0 25.8 6.9 1 0 0 968.4948
D_24 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 10 10 15 28.80% ATAENEFVALKK 202 213 23.7 27.8 0.0 1 0 0 1,320.7158
D_24 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 10 10 15 28.80% DLNMDCIIAEIK 268 279 43.1 26.3 24.4 1 0 0 1,434.6970
D_24 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 10 10 15 28.80% AQYDDIVTR 280 288 49.3 26.6 38.3 2 0 0 1,080.5321
D_24 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 10 10 15 28.80% LEAAVAQSEQQGEAALSDAR 346 365 63.7 26.6 46.9 0 2 0 2,043.9942
D_24 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 10 10 15 28.80% LAELEGALQK 368 377 44.4 28.2 19.6 2 0 0 1,071.6046
D_24 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 10 10 15 28.80% LGLDIEIATYR 397 407 77.5 27.8 39.6 2 0 0 1,263.6945
D_24 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 10 10 15 28.80% LCEGVGSVNVCVSSSR 417 432 71.4 25.7 67.5 2 0 0 1,709.7945
D_24 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 10 10 15 28.80% GGVVCGDLCASTTAPVVSTR 433 452 24.2 26.6 23.2 0 1 0 2,006.9636
D_24 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 10 10 15 28.80% VSSVPSNSNVVVGTTNACAPSAR 453 475 24.7 27.4 18.8 0 1 0 2,274.1141
F_11 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 6 6 11 13.80% AFSCISACGPRPGR 11 24 34.3 25.7 28.8 0 2 0 1,535.7207
F_11 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 6 6 11 13.80% CCITAAPYR 25 33 38.5 25.0 24.0 2 0 0 1,111.5024
F_11 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 6 6 11 13.80% LQFYQNR 138 144 25.2 26.0 25.2 1 0 0 968.4948
F_11 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 6 6 11 13.80% DLNMDCIIAEIK 268 279 47.7 25.8 38.0 2 0 0 1,450.6919
F_11 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 6 6 11 13.80% AQYDDIVTR 280 288 36.4 26.4 29.1 2 0 0 1,080.5321
F_11 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 6 6 11 13.80% LCEGVGSVNVCVSSSR 417 432 98.2 25.9 89.0 2 0 0 1,709.7945
J_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 2 2 4 6.58% AQYDDIVTR 280 288 23.0 26.6 17.8 2 0 0 1,080.5321
J_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 2 2 4 6.58% VSSVPSNSNVVVGTTNACAPSAR 453 475 40.3 27.7 39.6 2 0 0 2,274.1141
N_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 2 2 4 3.50% CCITAAPYR 25 33 27.4 25.0 23.6 2 0 0 1,111.5024
N_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 2 2 4 3.50% DVDCAYLR 214 221 32.5 25.0 0.0 2 0 0 1,011.4565
N_14 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 2 2 3 3.50% CCITAAPYR 25 33 29.5 25.0 18.1 2 0 0 1,111.5024
N_14 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 2 2 3 3.50% DVDCAYLR 214 221 32.5 25.0 0.0 1 0 0 1,011.4565
O_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 5 5 8 11.50% CCITAAPYR 25 33 25.1 25.0 17.8 1 0 0 1,111.5024
O_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 5 5 8 11.50% DVDCAYLR 214 221 35.3 25.0 0.0 2 0 0 1,011.4565
O_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 5 5 8 11.50% AQYDDIVTR 280 288 32.7 26.6 25.8 2 0 0 1,080.5321
O_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 5 5 8 11.50% LAELEGALQK 368 377 30.2 28.5 6.8 2 0 0 1,071.6046
O_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 5 5 8 11.50% GGVVCGDLCASTTAPVVSTR 433 452 54.1 27.0 49.4 1 0 0 2,006.9636
P_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 8 9 12 19.80% CCITAAPYR 25 33 33.0 25.0 27.7 2 0 0 1,111.5024
P_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 8 9 12 19.80% KYEEEVSLR 193 201 29.3 27.4 21.8 1 0 0 1,152.5895
P_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 8 9 12 19.80% ATAENEFVALK 202 212 32.4 27.8 1.1 2 0 0 1,192.6208
P_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 8 9 12 19.80% DVDCAYLR 214 221 35.4 25.0 0.0 1 0 0 1,011.4565
P_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 8 9 12 19.80% AQYDDIVTR 280 288 32.8 26.7 19.2 1 0 0 1,080.5321
P_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 8 9 12 19.80% LEAAVAQSEQQGEAALSDAR 346 365 86.8 27.3 84.2 1 1 0 2,043.9942
P_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 8 9 12 19.80% LAELEGALQK 368 377 52.6 28.4 16.1 2 0 0 1,071.6046
P_01 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 8 9 12 19.80% GGVVCGDLCASTTAPVVSTR 433 452 61.8 27.1 56.3 1 0 0 2,006.9636
P_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 12 13 21 30.70% ATAENEFVALKK 202 213 51.5 27.8 4.2 1 0 0 1,320.7158
P_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 12 13 21 30.70% RLYEEEIR 241 248 32.0 27.7 10.0 1 0 0 1,107.5793
P_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 12 13 21 30.70% LYEEEIR 242 248 38.5 27.5 16.3 2 0 0 951.4782
P_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 12 13 21 30.70% AQYDDIVTR 280 288 24.6 26.5 15.3 1 0 0 1,080.5321
P_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 12 13 21 30.70% SRAEAESWYR 289 298 29.3 25.7 24.6 1 0 0 1,254.5860
P_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 12 13 21 30.70% TKEEINELNR 318 327 32.5 28.6 17.8 2 0 0 1,245.6434
P_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 12 13 21 30.70% LEAAVAQSEQQGEAALSDAR 346 365 101.0 27.1 96.7 2 2 0 2,043.9942
P_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 12 13 21 30.70% LAELEGALQK 368 377 53.2 28.6 24.0 2 0 0 1,071.6046
P_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 12 13 21 30.70% LGLDIEIATYR 397 407 45.8 27.6 23.3 1 0 0 1,263.6945
P_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 12 13 21 30.70% LCEGVGSVNVCVSSSR 417 432 47.4 25.8 41.3 0 2 0 1,709.7945
P_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 12 13 21 30.70% GGVVCGDLCASTTAPVVSTR 433 452 84.5 27.0 76.0 2 0 0 2,006.9636
P_16 Keratin, type II cuticular Hb6 KRT86_HUMAN 53,500 12 13 21 30.70% VSSVPSNSNVVVGTTNACAPSAR 453 475 70.1 27.8 68.6 2 0 0 2,274.1141
A_20 Ribosomal protein S6 kinase alpha‐3 KS6A3_HUMAN 83,739 2 2 3 2.97% EASAVLFTITK 515 525 55.8 26.5 50.6 2 0 0 1,179.6620
A_20 Ribosomal protein S6 kinase alpha‐3 KS6A3_HUMAN 83,739 2 2 3 2.97% NQSPVLEPVGR 713 723 23.9 26.2 20.1 1 0 0 1,195.6430
B_20 Ribosomal protein S6 kinase alpha‐3 KS6A3_HUMAN 83,739 2 2 2 2.97% EASAVLFTITK 515 525 44.4 26.6 31.0 1 0 0 1,179.6620
B_20 Ribosomal protein S6 kinase alpha‐3 KS6A3_HUMAN 83,739 2 2 2 2.97% NQSPVLEPVGR 713 723 25.8 26.7 17.8 1 0 0 1,195.6430
A_06 Thymidylate kinase KTHY_HUMAN 23,820 4 4 6 18.90% RGALIVLEGVDR 5 16 37.8 25.0 36.2 2 0 0 1,297.7588
A_06 Thymidylate kinase KTHY_HUMAN 23,820 4 4 6 18.90% KLVEALCAAGHR 25 36 26.2 26.6 24.9 1 0 0 1,324.7155
A_06 Thymidylate kinase KTHY_HUMAN 23,820 4 4 6 18.90% LLSSYLQK 52 59 38.6 25.0 24.5 1 0 0 951.5510
A_06 Thymidylate kinase KTHY_HUMAN 23,820 4 4 6 18.90% WEQVPLIK 77 84 32.2 25.1 18.3 2 0 0 1,012.5827



B_06 Thymidylate kinase KTHY_HUMAN 23,820 2 2 4 8.96% GALIVLEGVDR 6 16 51.6 25.9 43.6 2 0 0 1,141.6577
B_06 Thymidylate kinase KTHY_HUMAN 23,820 2 2 4 8.96% LLSSYLQK 52 59 34.5 25.0 15.1 2 0 0 951.5510
D_11 Thymidylate kinase KTHY_HUMAN 23,820 2 2 2 10.40% GALIVLEGVDR 6 16 27.3 25.8 23.8 1 0 0 1,141.6577
D_11 Thymidylate kinase KTHY_HUMAN 23,820 2 2 2 10.40% LSQGVTLVVDR 87 97 26.8 27.5 15.9 1 0 0 1,186.6791
F_09 Thymidylate kinase KTHY_HUMAN 23,820 2 2 4 10.40% GALIVLEGVDR 6 16 62.7 25.9 48.5 2 0 0 1,141.6577
F_09 Thymidylate kinase KTHY_HUMAN 23,820 2 2 4 10.40% LSQGVTLVVDR 87 97 49.0 26.9 14.8 2 0 0 1,186.6791
H_05 Thymidylate kinase KTHY_HUMAN 23,820 2 2 3 8.96% GALIVLEGVDR 6 16 71.3 25.3 59.0 2 0 0 1,141.6577
H_05 Thymidylate kinase KTHY_HUMAN 23,820 2 2 3 8.96% WEQVPLIK 77 84 20.8 25.1 6.9 1 0 0 1,012.5827
H_06 Thymidylate kinase KTHY_HUMAN 23,820 3 3 4 14.60% GALIVLEGVDR 6 16 57.2 25.3 44.4 2 0 0 1,141.6577
H_06 Thymidylate kinase KTHY_HUMAN 23,820 3 3 4 14.60% WEQVPLIK 77 84 19.2 25.1 11.1 1 0 0 1,012.5827
H_06 Thymidylate kinase KTHY_HUMAN 23,820 3 3 4 14.60% YAFSGVAFTGAK 98 109 33.8 28.2 30.1 1 0 0 1,218.6153
I_05 Thymidylate kinase KTHY_HUMAN 23,820 2 2 3 8.96% GALIVLEGVDR 6 16 64.5 25.9 51.2 2 0 0 1,141.6577
I_05 Thymidylate kinase KTHY_HUMAN 23,820 2 2 3 8.96% WEQVPLIK 77 84 16.4 25.1 6.2 1 0 0 1,012.5827
L_05 Thymidylate kinase KTHY_HUMAN 23,820 2 2 2 10.80% GALIVLEGVDR 6 16 30.4 25.2 17.4 1 0 0 1,141.6577
L_05 Thymidylate kinase KTHY_HUMAN 23,820 2 2 2 10.80% YAFSGVAFTGAK 98 109 43.2 27.9 38.4 1 0 0 1,218.6153
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% IHVSYQETQQMQMK 394 407 42.0 25.0 34.9 0 1 0 1,782.8151
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% DAVSNTTNQLESK 431 443 79.6 26.6 65.1 2 0 0 1,406.6758
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% WEEVQSYIR 497 505 33.1 26.9 24.5 2 0 0 1,209.5898
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% LLEEQLQHEISNK 684 696 60.4 27.7 46.5 2 1 0 1,580.8280
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% LQTLVSEQPNKDVVEQMEK 717 735 27.7 27.7 19.6 0 1 0 2,231.1227
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% ALKEEIGNVQLEK 840 852 47.3 27.5 33.5 2 2 0 1,470.8164
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% TQLLQDVQDENK 960 971 58.5 27.2 50.4 2 0 0 1,430.7124
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% QQQVEAVELEAK 1062 1073 32.7 27.4 24.0 2 0 0 1,371.7115
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% SVLAETEGILQK 1141 1152 77.9 27.6 49.7 2 0 0 1,287.7156
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% QMQSSFTSSEQELER 1177 1191 44.6 25.0 34.2 2 0 0 1,802.7862
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% EREHLEMELEK 1205 1215 19.5 25.1 9.4 0 1 0 1,458.6895
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% AQQSLELIQSK 1286 1296 62.4 28.4 34.7 2 0 0 1,244.6846
A_23 Kinectin KTN1_HUMAN 156,276 13 16 27 13.00% AAGDTTVIENSDVSPETESSEK 1300 1321 75.1 25.0 75.1 2 1 0 2,266.0206
B_23 Kinectin KTN1_HUMAN 156,276 10 12 20 9.80% DAVSNTTNQLESK 431 443 73.9 26.4 54.1 2 0 0 1,406.6758
B_23 Kinectin KTN1_HUMAN 156,276 10 12 20 9.80% WEEVQSYIR 497 505 35.7 26.6 21.6 2 0 0 1,209.5898
B_23 Kinectin KTN1_HUMAN 156,276 10 12 20 9.80% LLEEQLQHEISNK 684 696 48.5 27.8 37.8 1 1 0 1,580.8280
B_23 Kinectin KTN1_HUMAN 156,276 10 12 20 9.80% ALKEEIGNVQLEK 840 852 61.0 27.0 43.1 2 2 0 1,470.8164
B_23 Kinectin KTN1_HUMAN 156,276 10 12 20 9.80% WLQDLQEENESLK 896 908 54.8 27.2 46.1 1 0 0 1,631.7913
B_23 Kinectin KTN1_HUMAN 156,276 10 12 20 9.80% TQLLQDVQDENK 960 971 76.5 27.2 68.4 2 0 0 1,430.7124
B_23 Kinectin KTN1_HUMAN 156,276 10 12 20 9.80% SVLAETEGILQK 1141 1152 71.4 27.6 60.2 2 0 0 1,287.7156
B_23 Kinectin KTN1_HUMAN 156,276 10 12 20 9.80% QMQSSFTSSEQELER 1177 1191 33.8 25.0 33.2 2 0 0 1,802.7862
B_23 Kinectin KTN1_HUMAN 156,276 10 12 20 9.80% AQQSLELIQSK 1286 1296 60.0 28.5 40.7 2 0 0 1,244.6846
B_23 Kinectin KTN1_HUMAN 156,276 10 12 20 9.80% AAGDTTVIENSDVSPETESSEK 1300 1321 46.6 25.0 46.6 1 0 0 2,266.0206
B_24 Kinectin KTN1_HUMAN 156,276 2 2 3 1.77% LLEEQLQHEISNK 684 696 18.8 27.7 14.4 0 1 0 1,580.8280
B_24 Kinectin KTN1_HUMAN 156,276 2 2 3 1.77% AQQSLELIQSK 1286 1296 39.9 28.5 20.9 2 0 0 1,244.6846
C_23 Kinectin KTN1_HUMAN 156,276 4 4 7 3.61% DAVSNTTNQLESK 431 443 65.5 26.5 53.7 2 0 0 1,406.6758
C_23 Kinectin KTN1_HUMAN 156,276 4 4 7 3.61% ALKEEIGNVQLEK 840 852 21.5 26.6 11.8 0 1 0 1,470.8164
C_23 Kinectin KTN1_HUMAN 156,276 4 4 7 3.61% SVLAETEGILQK 1141 1152 52.6 27.6 37.9 2 0 0 1,287.7156
C_23 Kinectin KTN1_HUMAN 156,276 4 4 7 3.61% AQQSLELIQSK 1286 1296 47.3 28.1 28.9 2 0 0 1,244.6846
H_20 Kinectin KTN1_HUMAN 156,276 2 2 4 1.92% DAVSNTTNQLESK 431 443 75.7 26.5 58.5 2 0 0 1,406.6758
H_20 Kinectin KTN1_HUMAN 156,276 2 2 4 1.92% ALKEEIGNVQLEK 840 852 36.1 27.5 23.3 0 2 0 1,470.8164
I_20 Kinectin KTN1_HUMAN 156,276 2 2 2 1.84% ALKEEIGNVQLEK 840 852 20.5 27.5 10.0 0 1 0 1,470.8164
I_20 Kinectin KTN1_HUMAN 156,276 2 2 2 1.84% SVLAETEGILQK 1141 1152 34.0 27.9 19.7 1 0 0 1,287.7156
A_13 Lupus La protein LA_HUMAN 46,839 7 8 11 14.00% SKAELMEISEDK 75 86 29.5 25.6 22.3 2 0 0 1,395.6674
A_13 Lupus La protein LA_HUMAN 46,839 7 8 11 14.00% AELMEISEDK 77 86 24.0 25.0 21.6 1 0 0 1,180.5404
A_13 Lupus La protein LA_HUMAN 46,839 7 8 11 14.00% AELMEISEDKTK 77 88 18.7 26.9 11.1 0 1 0 1,409.6831
A_13 Lupus La protein LA_HUMAN 46,839 7 8 11 14.00% RSPSKPLPEVTDEYKNDVK 91 109 49.5 27.6 40.0 0 2 1 2,202.1403
A_13 Lupus La protein LA_HUMAN 46,839 7 8 11 14.00% SPSKPLPEVTDEYKNDVK 92 109 35.2 27.7 33.8 0 2 0 2,046.0392
A_13 Lupus La protein LA_HUMAN 46,839 7 8 11 14.00% EVTWEVLEGEVEK 300 312 38.4 27.3 32.7 1 0 0 1,546.7636
A_13 Lupus La protein LA_HUMAN 46,839 7 8 11 14.00% IIEDQQESLNK 318 328 38.7 27.7 35.5 1 0 0 1,316.6694
B_13 Lupus La protein LA_HUMAN 46,839 6 6 11 15.70% RSPSKPLPEVTDEYKNDVK 91 109 55.2 27.6 33.0 0 2 0 2,202.1403
B_13 Lupus La protein LA_HUMAN 46,839 6 6 11 15.70% SPSKPLPEVTDEYKNDVK 92 109 34.6 27.7 33.8 0 2 0 2,046.0392
B_13 Lupus La protein LA_HUMAN 46,839 6 6 11 15.70% GFPTDATLDDIK 117 128 55.5 27.4 43.8 2 0 0 1,292.6372
B_13 Lupus La protein LA_HUMAN 46,839 6 6 11 15.70% GQVLNIQMR 135 143 42.0 29.0 36.6 1 0 0 1,074.5726
B_13 Lupus La protein LA_HUMAN 46,839 6 6 11 15.70% EVTWEVLEGEVEK 300 312 51.8 27.3 44.5 2 0 0 1,546.7636
B_13 Lupus La protein LA_HUMAN 46,839 6 6 11 15.70% IIEDQQESLNK 318 328 25.6 28.4 23.8 2 0 0 1,316.6694
C_13 Lupus La protein LA_HUMAN 46,839 2 2 4 7.84% RSPSKPLPEVTDEYKNDVK 91 109 56.8 27.8 47.1 0 2 0 2,202.1403
C_13 Lupus La protein LA_HUMAN 46,839 2 2 4 7.84% IIEDQQESLNKWK 318 330 37.1 28.0 31.8 2 0 0 1,630.8437
H_12 Lupus La protein LA_HUMAN 46,839 2 2 4 4.66% RSPSKPLPEVTDEYK 91 105 23.7 28.7 19.2 0 2 0 1,745.9070
H_12 Lupus La protein LA_HUMAN 46,839 2 2 4 4.66% SPSKPLPEVTDEYKNDVK 92 109 42.2 27.7 38.4 0 2 0 2,046.0392
K_12 Lupus La protein LA_HUMAN 46,839 2 2 2 4.66% RSPSKPLPEVTDEYK 91 105 18.0 28.2 9.3 0 1 0 1,745.9070
K_12 Lupus La protein LA_HUMAN 46,839 2 2 2 4.66% RSPSKPLPEVTDEYKNDVK 91 109 39.3 27.7 27.5 0 0 1 2,202.1403
L_08 Lupus La protein LA_HUMAN 46,839 2 2 3 6.86% RSPSKPLPEVTDEYK 91 105 25.2 28.5 17.0 0 2 0 1,745.9070
L_08 Lupus La protein LA_HUMAN 46,839 2 2 3 6.86% IIEDQQESLNKWK 318 330 60.8 28.1 55.0 1 0 0 1,630.8437
A_01 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 4 11.20% VLVLDTDYK 108 116 27.8 26.5 27.8 2 0 0 1,065.5828
A_01 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 4 11.20% TPEVDDEALEK 141 151 43.6 25.4 40.3 2 0 0 1,245.5847
A_04 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 4 11.20% VLVLDTDYK 108 116 55.5 26.5 50.6 2 0 0 1,065.5828
A_04 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 4 11.20% TPEVDDEALEK 141 151 44.0 25.3 42.1 2 0 0 1,245.5847
A_05 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 4 5.62% VLVLDTDYK 108 116 56.5 26.5 51.0 2 0 0 1,065.5828
A_05 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 4 5.62% VLVLDTDYKK 108 117 21.6 25.0 17.3 2 0 0 1,193.6778
A_32 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 4 5.62% VLVLDTDYK 108 116 56.7 26.5 45.7 2 0 0 1,065.5828
A_32 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 4 5.62% VLVLDTDYKK 108 117 34.5 25.8 27.6 2 0 0 1,193.6778
B_01 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 6 11.80% VLVLDTDYK 108 116 39.8 26.5 39.7 2 0 0 1,065.5828
B_01 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 6 11.80% VLVLDTDYKK 108 117 42.1 25.0 27.8 2 0 0 1,193.6778
B_01 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 6 11.80% TPEVDDEALEK 141 151 47.9 25.1 45.1 2 0 0 1,245.5847
B_04 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 11.80% VLVLDTDYKK 108 117 19.9 25.0 12.9 1 0 0 1,193.6778
B_04 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 11.80% TPEVDDEALEK 141 151 35.5 25.3 33.1 2 0 0 1,245.5847
B_05 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 4 11.20% VLVLDTDYK 108 116 37.4 26.1 28.0 2 0 0 1,065.5828
B_05 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 4 11.20% TPEVDDEALEK 141 151 57.3 25.4 57.3 2 0 0 1,245.5847
B_32 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 11.20% VLVLDTDYK 108 116 28.8 26.5 28.8 1 0 0 1,065.5828
B_32 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 11.20% TPEVDDEALEK 141 151 60.6 25.5 60.6 2 0 0 1,245.5847
C_03 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 11.80% VLVLDTDYKK 108 117 33.3 25.8 28.5 1 0 0 1,193.6778
C_03 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 11.80% TPEVDDEALEK 141 151 29.7 25.4 26.9 2 0 0 1,245.5847
C_04 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 3 11.80% VLVLDTDYK 108 116 28.1 26.5 16.5 1 0 0 1,065.5828
C_04 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 3 11.80% VLVLDTDYKK 108 117 24.7 25.0 15.7 1 0 0 1,193.6778
C_04 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 3 11.80% TPEVDDEALEK 141 151 50.5 25.1 39.6 1 0 0 1,245.5847
C_06 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 2 11.80% VLVLDTDYKK 108 117 18.7 25.0 13.3 1 0 0 1,193.6778
C_06 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 2 11.80% TPEVDDEALEK 141 151 36.8 25.4 36.8 1 0 0 1,245.5847
E_05 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 14.00% TPEVDDEALEK 141 151 28.3 25.4 26.2 2 0 0 1,245.5847
E_05 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 14.00% LSFNPTQLEEQCHI 165 178 35.1 25.0 30.3 1 0 0 1,715.8059
M_16 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 13.50% VLVLDTDYKK 108 117 24.2 25.0 19.8 1 0 0 1,193.6778
M_16 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 13.50% TPEVDDEALEKFDK 141 154 31.5 25.6 31.5 0 2 0 1,635.7751
N_04 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 11.20% VLVLDTDYK 108 116 21.1 26.2 18.4 1 0 0 1,065.5828
N_04 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 11.20% TPEVDDEALEK 141 151 58.1 25.5 50.8 2 0 0 1,245.5847
N_16 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 7.87% TPEVDDEALEK 141 151 24.0 25.8 16.4 1 0 0 1,245.5847
N_16 Beta‐lactoglobulin LACB_BOVIN 19,884 2 2 3 7.87% TPEVDDEALEKFDK 141 154 35.8 25.7 30.3 0 2 0 1,635.7751
P_01 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 3 13.50% VLVLDTDYKK 108 117 19.5 25.0 18.7 1 0 0 1,193.6778
P_01 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 3 13.50% TPEVDDEALEK 141 151 33.4 25.6 31.0 1 0 0 1,245.5847
P_01 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 3 13.50% TPEVDDEALEKFDK 141 154 33.4 26.3 31.2 0 1 0 1,635.7751
Q_01 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 4 12.90% VLVLDTDYK 108 116 42.4 26.6 28.9 2 0 0 1,065.5828
Q_01 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 4 12.90% TPEVDDEALEK 141 151 25.5 25.8 20.2 1 0 0 1,245.5847
Q_01 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 4 12.90% TPEVDDEALEKFDK 141 154 26.0 26.0 24.3 0 1 0 1,635.7751
Q_16 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 5 13.50% VLVLDTDYKK 108 117 20.1 25.0 15.1 1 0 0 1,193.6778
Q_16 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 5 13.50% TPEVDDEALEK 141 151 54.1 25.8 45.3 2 0 0 1,245.5847
Q_16 Beta‐lactoglobulin LACB_BOVIN 19,884 3 3 5 13.50% TPEVDDEALEKFDK 141 154 30.1 26.0 25.1 0 2 0 1,635.7751
A_09 Beta‐lactamase‐like protein 2 LACB2_HUMAN 32,807 2 2 3 6.94% SINNDTTYCIK 92 102 30.6 25.0 22.9 1 0 0 1,328.6152
A_09 Beta‐lactamase‐like protein 2 LACB2_HUMAN 32,807 2 2 3 6.94% EQQILTLFR 221 229 48.8 26.6 25.4 2 0 0 1,147.6471



F_13 Extracellular glycoprotein lacritin LACRT_HUMAN 14,246 2 2 4 16.70% SILLTEQALAK 91 101 84.5 25.0 73.9 2 0 0 1,186.7043
F_13 Extracellular glycoprotein lacritin LACRT_HUMAN 14,246 2 2 4 16.70% QFIENGSEFAQK 115 126 58.1 26.1 41.3 2 0 0 1,397.6696
A_12 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 3 6 1.54% AIEHAYQYGGTANSR 1465 1479 39.6 26.1 35.5 2 2 0 1,637.7666
A_12 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 3 6 1.54% HFVIDGHPVSFSK 1795 1807 30.1 27.0 26.2 0 2 0 1,469.7536
A_26 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 3 3 4 1.87% LAALSIEEGK 286 295 33.3 27.4 22.0 1 0 0 1,030.5780
A_26 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 3 3 4 1.87% SGVLSVSSGAAAHR 296 309 45.2 26.6 42.1 2 0 0 1,298.6810
A_26 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 3 3 4 1.87% AHLPLDINFR 1190 1199 22.5 26.1 15.9 1 0 0 1,195.6583
A_28 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 2 1.59% AIEHAYQYGGTANSR 1465 1479 33.2 25.7 27.7 1 0 0 1,637.7666
A_28 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 2 1.59% IKGPIYLGGVAPGK 1588 1601 35.0 25.0 20.8 0 1 0 1,369.8205
A_29 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 3 3 4 2.19% CLDGYIGDSIR 113 123 29.7 25.0 24.2 2 0 0 1,268.5942
A_29 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 3 3 4 2.19% AIEHAYQYGGTANSR 1465 1479 34.7 25.7 34.7 1 0 0 1,637.7666
A_29 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 3 3 4 2.19% IKGPIYLGGVAPGK 1588 1601 31.7 25.0 18.0 1 0 0 1,369.8205
A_31 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 3 4 6 1.97% IKGPIYLGGVAPGK 1588 1601 33.4 25.0 32.7 1 2 0 1,369.8205
A_31 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 3 4 6 1.97% DFSTSVTPK 1715 1723 26.8 26.1 23.0 2 0 0 981.4888
A_31 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 3 4 6 1.97% HFVIDGHPVSFSK 1795 1807 22.6 27.0 18.8 0 1 0 1,469.7536
B_12 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 4 1.54% AIEHAYQYGGTANSR 1465 1479 23.0 26.1 12.5 0 2 0 1,637.7666
B_12 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 4 1.54% HFVIDGHPVSFSK 1795 1807 26.0 27.0 21.2 0 2 0 1,469.7536
B_26 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 4 4 4 2.58% CLDGYIGDSIR 113 123 35.4 25.0 32.5 1 0 0 1,268.5942
B_26 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 4 4 4 2.58% LAALSIEEGK 286 295 27.3 29.3 15.7 1 0 0 1,030.5780
B_26 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 4 4 4 2.58% SGVLSVSSGAAAHR 296 309 29.7 26.7 23.4 1 0 0 1,298.6810
B_26 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 4 4 4 2.58% VDRDVEVEDFQR 1379 1390 27.7 26.6 15.8 0 1 0 1,506.7184
B_30 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 3 1.59% AIEHAYQYGGTANSR 1465 1479 25.3 25.7 14.3 0 1 0 1,637.7666
B_30 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 3 1.59% IKGPIYLGGVAPGK 1588 1601 26.8 25.0 20.7 0 2 0 1,369.8205
B_31 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 3 1.59% AIEHAYQYGGTANSR 1465 1479 30.1 25.7 22.9 0 1 0 1,637.7666
B_31 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 3 1.59% IKGPIYLGGVAPGK 1588 1601 27.9 25.0 11.5 0 2 0 1,369.8205
B_32 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 3 1.59% AIEHAYQYGGTANSR 1465 1479 38.5 25.9 18.4 0 1 0 1,637.7666
B_32 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 3 1.59% IKGPIYLGGVAPGK 1588 1601 26.0 25.0 18.7 0 2 0 1,369.8205
C_11 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 3 5 9 2.47% AIEHAYQYGGTANSR 1465 1479 41.0 25.9 38.0 2 2 0 1,637.7666
C_11 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 3 5 9 2.47% IKGPIYLGGVAPGK 1588 1601 27.7 25.0 18.3 2 1 0 1,369.8205
C_11 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 3 5 9 2.47% AALVSGAVSINSCPAA 1808 1823 54.7 27.5 50.2 2 0 0 1,487.7522
C_12 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 8 11 21 6.69% AIEHAYQYGGTANSR 1465 1479 77.4 25.9 71.6 2 2 0 1,637.7666
C_12 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 8 11 21 6.69% QEFEHLKGDFGAK 1480 1492 23.6 27.7 17.8 0 2 0 1,505.7385
C_12 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 8 11 21 6.69% VLEESLPPTEATWK 1574 1587 21.5 27.3 3.6 1 0 0 1,599.8266
C_12 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 8 11 21 6.69% IKGPIYLGGVAPGK 1588 1601 38.0 25.0 24.6 2 0 0 1,369.8205
C_12 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 8 11 21 6.69% SSSGTLVHGHSVNGEYLNVHMK 1680 1701 57.3 26.3 54.4 0 2 0 2,369.1303
C_12 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 8 11 21 6.69% VNNGIRDFSTSVTPK 1709 1723 36.5 28.0 29.5 2 2 0 1,634.8497
C_12 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 8 11 21 6.69% HFVIDGHPVSFSK 1795 1807 55.2 27.0 49.6 2 2 0 1,469.7536
C_12 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 8 11 21 6.69% AALVSGAVSINSCPAA 1808 1823 65.3 27.5 59.8 2 0 0 1,487.7522
C_26 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 4 4 6 2.91% CLDGYIGDSIR 113 123 56.2 25.0 47.2 2 0 0 1,268.5942
C_26 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 4 4 6 2.91% VFLTVPSLSSTAEEK 945 959 27.7 27.4 20.4 1 0 0 1,607.8527
C_26 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 4 4 6 2.91% HIYNMDPSTSVPCAR 1023 1037 46.0 25.0 46.0 1 0 0 1,763.7840
C_26 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 4 4 6 2.91% VDRDVEVEDFQR 1379 1390 34.1 26.2 27.8 0 2 0 1,506.7184
C_27 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 4 4 7 2.80% CLDGYIGDSIR 113 123 63.8 25.0 50.8 2 0 0 1,268.5942
C_27 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 4 4 7 2.80% VFLTVPSLSSTAEEK 945 959 43.2 27.4 35.8 2 0 0 1,607.8527
C_27 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 4 4 7 2.80% VDRDVEVEDFQR 1379 1390 21.7 25.8 19.5 0 1 0 1,506.7184
C_27 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 4 4 7 2.80% HFVIDGHPVSFSK 1795 1807 30.6 27.0 28.9 0 2 0 1,469.7536
E_19 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 4 1.48% AIEHAYQYGGTANSR 1465 1479 35.3 25.8 22.8 0 2 0 1,637.7666
E_19 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 4 1.48% GPIYLGGVAPGK 1590 1601 52.9 27.7 48.0 2 0 0 1,128.6414
G_14 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 4 1.54% GPIYLGGVAPGK 1590 1601 61.1 28.0 51.2 2 0 0 1,128.6414
G_14 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 4 1.54% AALVSGAVSINSCPAA 1808 1823 49.1 28.1 48.2 2 0 0 1,487.7522
G_16 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 3 1.54% GPIYLGGVAPGK 1590 1601 48.5 28.0 39.9 1 0 0 1,128.6414
G_16 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 3 1.54% AALVSGAVSINSCPAA 1808 1823 47.1 28.1 40.3 2 0 0 1,487.7522
I_10 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 4 1.59% HFVIDGHPVSFSK 1795 1807 35.4 27.3 31.2 0 2 0 1,469.7536
I_10 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 4 1.59% AALVSGAVSINSCPAA 1808 1823 46.5 28.1 40.3 2 0 0 1,487.7522
K_24 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 3 1.32% GPIYLGGVAPGK 1590 1601 49.5 27.9 45.8 2 0 0 1,128.6414
K_24 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 2 2 3 1.32% LAPSKPFTGCIR 1783 1794 32.5 28.1 21.8 1 0 0 1,346.7251
N_16 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 7 7 11 4.66% CLDGYIGDSIR 113 123 26.6 25.0 19.8 1 0 0 1,268.5942
N_16 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 7 7 11 4.66% LAALSIEEGK 286 295 41.8 29.0 27.2 1 0 0 1,030.5780
N_16 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 7 7 11 4.66% SGVLSVSSGAAAHR 296 309 37.5 27.0 35.9 2 0 0 1,298.6810
N_16 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 7 7 11 4.66% IQINNAENTMK 337 347 25.7 27.6 18.9 1 0 0 1,291.6312
N_16 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 7 7 11 4.66% VDRDVEVEDFQR 1379 1390 36.6 26.7 27.0 0 2 0 1,506.7184
N_16 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 7 7 11 4.66% AIEHAYQYGGTANSR 1465 1479 43.3 26.1 29.8 0 2 0 1,637.7666
N_16 Laminin subunit alpha‐4 LAMA4_HUMAN 202,526 7 7 11 4.66% GPIYLGGVAPGK 1590 1601 39.9 27.9 33.1 2 0 0 1,128.6414
C_29 Laminin subunit alpha‐5 LAMA5_HUMAN 399,725 4 4 7 1.22% IAASATCGEEAPAR 58 71 24.5 25.3 17.5 1 0 0 1,403.6584
C_29 Laminin subunit alpha‐5 LAMA5_HUMAN 399,725 4 4 7 1.22% DTLASVFR 2435 2442 39.7 27.1 24.2 2 0 0 908.4836
C_29 Laminin subunit alpha‐5 LAMA5_HUMAN 399,725 4 4 7 1.22% DLADLAAYTALK 2752 2763 64.4 28.0 53.5 2 0 0 1,264.6785
C_29 Laminin subunit alpha‐5 LAMA5_HUMAN 399,725 4 4 7 1.22% AIQVFLLGGSR 3026 3036 49.4 26.1 40.0 2 0 0 1,160.6787
A_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 7 8 11 4.03% LHTLGDNLLDSR 240 251 47.7 27.3 43.6 2 0 0 1,353.7123
A_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 7 8 11 4.03% DIRDPNFCER 388 397 17.9 25.0 12.7 1 0 0 1,321.5955
A_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 7 8 11 4.03% CKLNVEGEHCDVCK 428 441 26.9 25.0 15.8 0 1 0 1,747.7562
A_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 7 8 11 4.03% LNVEGEHCDVCK 430 441 30.5 25.0 30.0 1 1 0 1,459.6306
A_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 7 8 11 4.03% CLYHTEGEHCQFCR 1000 1013 22.0 25.0 22.0 0 1 0 1,896.7575
A_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 7 8 11 4.03% ISGVIGPYR 1209 1217 43.8 26.3 34.2 2 0 0 961.5466
A_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 7 8 11 4.03% DILAQSPAAEPLK 1232 1244 55.5 26.5 43.9 2 0 0 1,352.7422
B_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 4 4 7 2.69% LHTLGDNLLDSR 240 251 58.2 27.3 48.6 2 0 0 1,353.7123
B_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 4 4 7 2.69% CLYHTEGEHCQFCR 1000 1013 15.9 25.0 15.9 0 1 0 1,896.7575
B_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 4 4 7 2.69% ISGVIGPYR 1209 1217 45.9 26.3 39.4 2 0 0 961.5466
B_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 4 4 7 2.69% DILAQSPAAEPLK 1232 1244 41.0 26.5 38.0 2 0 0 1,352.7422
B_27 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 3 4 4 2.07% LHTLGDNLLDSR 240 251 31.5 27.3 30.9 1 1 0 1,353.7123
B_27 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 3 4 4 2.07% LNVEGEHCDVCK 430 441 17.5 25.0 8.4 0 1 0 1,459.6306
B_27 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 3 4 4 2.07% DILAQSPAAEPLK 1232 1244 27.7 26.6 23.4 1 0 0 1,352.7422
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% SSDFGKTWGVYR 153 164 30.6 25.8 20.9 0 1 0 1,402.6750
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% VDDIICDSR 185 193 41.0 25.0 36.5 2 0 0 1,092.4992
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% YSDIEPSTEGEVIFR 194 208 50.6 25.1 44.3 2 0 0 1,741.8280
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% ALDPAFKIEDPYSPR 209 223 25.0 28.6 22.4 0 1 0 1,718.8750
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% IEDPYSPR 216 223 28.0 26.6 18.9 1 0 0 976.4735
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% LHTLGDNLLDSR 240 251 39.2 27.3 29.6 2 0 0 1,353.7123
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% YYYAVYDMVVR 258 268 67.8 25.0 63.8 2 0 0 1,457.6769
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% CKLNVEGEHCDVCK 428 441 16.7 25.0 14.2 0 1 0 1,747.7562
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% LNVEGEHCDVCK 430 441 36.1 25.0 32.3 0 1 0 1,459.6306
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% IPSWTGAGFVR 580 590 45.4 28.4 36.0 2 0 0 1,190.6317
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% CGNTIPDDDNQVVSLSPGSR 643 662 60.5 25.0 60.5 2 1 0 2,130.9723
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% YVVLPRPVCFEK 663 674 36.6 27.6 30.2 2 0 0 1,506.8138
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% ATGQCLCLPNVIGQNCDR 1050 1067 55.6 25.0 55.6 2 2 0 2,075.9422
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% ISGVIGPYR 1209 1217 39.3 26.7 39.3 2 0 0 961.5466
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% ISGVIGPYRETVDSVER 1209 1225 22.6 27.7 14.4 1 0 0 1,876.9764
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% ELDSLQTEAESLDNTVK 1284 1300 75.4 26.8 70.2 2 0 0 1,891.9133
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% CGGPGCGGLVTVAHNAWQK 1425 1443 61.1 25.0 51.6 0 2 0 1,968.9170
C_26 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 18 21 33 12.20% EALEEAEKAQVAAEK 1597 1611 63.1 27.7 52.1 1 1 0 1,615.8174
C_27 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 6 6 10 4.59% VDDIICDSR 185 193 22.0 25.0 22.0 1 0 0 1,092.4992
C_27 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 6 6 10 4.59% LHTLGDNLLDSR 240 251 30.5 26.8 20.9 2 0 0 1,353.7123
C_27 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 6 6 10 4.59% ELDSLQTEAESLDNTVK 1284 1300 53.2 26.9 45.4 2 0 0 1,891.9133
C_27 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 6 6 10 4.59% ELAEQLEFIK 1301 1310 46.0 28.4 28.5 2 0 0 1,219.6570
C_27 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 6 6 10 4.59% CGGPGCGGLVTVAHNAWQK 1425 1443 30.4 25.0 21.4 0 1 0 1,968.9170
C_27 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 6 6 10 4.59% EALEEAEKAQVAAEK 1597 1611 42.8 27.7 35.4 2 0 0 1,615.8174
D_30 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 2 2 2 0.95% IEDPYSPR 216 223 23.6 26.0 11.7 1 0 0 976.4735
D_30 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 2 2 2 0.95% ISGVIGPYR 1209 1217 28.6 28.3 21.3 1 0 0 961.5466
E_30 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 3 3 4 1.96% IPSWTGAGFVR 580 590 45.6 28.6 33.2 1 0 0 1,190.6317
E_30 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 3 3 4 1.96% ISGVIGPYR 1209 1217 29.7 26.6 29.7 1 0 0 961.5466
E_30 Laminin subunit beta‐1 LAMB1_HUMAN 198,035 3 3 4 1.96% EALEEAEKAQVAAEK 1597 1611 26.1 27.6 11.8 0 2 0 1,615.8174
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% AFDITYVR 142 149 36.2 26.3 32.6 1 0 0 984.5149
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% LNTFGDEVFNDPK 256 268 76.5 26.6 67.7 2 0 0 1,495.7065



A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% ATAESASECLPCDCNGR 331 347 47.8 25.0 47.8 2 0 0 1,897.7474
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% CVCKDNVEGFNCER 463 476 18.2 25.0 18.2 0 1 0 1,786.7306
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% DNVEGFNCER 467 476 28.2 25.0 28.2 2 0 0 1,239.5059
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% CKPGFFNLESSNPR 477 490 34.8 26.7 27.7 0 2 0 1,652.7850
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% DGSEASLEWSSER 532 544 82.6 25.0 82.6 2 0 0 1,452.6237
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% LSAEDLVLEGAGLR 590 603 46.7 28.3 36.0 1 0 0 1,442.7851
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% EVVCTNCPTGTTGK 789 802 63.6 25.0 63.6 2 0 0 1,523.6831
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% LCQCSDNIDPNAVGNCNR 827 844 66.8 25.0 62.3 2 0 0 2,106.8751
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% CDCHALGSTNGQCDIR 935 950 25.9 25.0 21.5 0 2 0 1,863.7533
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% NTIEETGNLAEQAR 1122 1135 67.5 26.4 56.7 2 2 0 1,545.7504
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% MEAENLEQLIDQK 1291 1303 48.8 26.1 37.3 2 1 0 1,576.7526
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% GKTEQQTADQLLAR 1328 1341 61.9 28.5 43.6 2 2 0 1,558.8186
A_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 15 19 34 12.40% EAQQALGSAAADATEAK 1407 1423 96.4 26.7 87.3 2 2 0 1,631.7872
B_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 11 13 24 9.51% AFDITYVR 142 149 43.8 26.3 37.0 2 0 0 984.5149
B_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 11 13 24 9.51% LNTFGDEVFNDPK 256 268 72.5 26.6 67.0 2 0 0 1,495.7065
B_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 11 13 24 9.51% ATAESASECLPCDCNGR 331 347 54.4 25.0 52.2 2 0 0 1,897.7474
B_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 11 13 24 9.51% DNVEGFNCER 467 476 25.0 25.0 25.0 2 0 0 1,239.5059
B_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 11 13 24 9.51% DGSEASLEWSSER 532 544 63.4 25.0 62.6 2 0 0 1,452.6237
B_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 11 13 24 9.51% LCQCSDNIDPNAVGNCNR 827 844 62.7 25.0 62.7 2 0 0 2,106.8751
B_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 11 13 24 9.51% CDCHALGSTNGQCDIR 935 950 54.1 25.0 51.4 0 1 0 1,863.7533
B_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 11 13 24 9.51% NTIEETGNLAEQAR 1122 1135 91.2 26.7 81.6 2 1 0 1,545.7504
B_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 11 13 24 9.51% MEAENLEQLIDQK 1291 1303 63.9 26.5 54.1 2 0 0 1,576.7526
B_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 11 13 24 9.51% GKTEQQTADQLLAR 1328 1341 52.9 28.6 41.7 2 0 0 1,558.8186
B_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 11 13 24 9.51% EAQQALGSAAADATEAK 1407 1423 116.0 26.7 106.0 2 2 0 1,631.7872
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% AFDITYVR 142 149 39.9 26.9 33.3 2 0 0 984.5149
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% LNTFGDEVFNDPK 256 268 68.3 26.2 59.2 2 0 0 1,495.7065
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% RATAESASECLPCDCNGR 330 347 20.6 25.0 20.6 0 1 0 2,053.8485
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% ATAESASECLPCDCNGR 331 347 76.6 25.0 74.2 2 2 0 1,897.7474
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% SQECYFDPELYR 348 359 64.8 25.0 64.8 2 0 0 1,606.6843
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% LGNNEACSSCHCSPVGSLSTQCDSYGR 389 415 36.5 25.0 36.5 0 1 0 3,003.2085
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% CVCKDNVEGFNCER 463 476 35.5 25.0 33.2 2 2 0 1,786.7306
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% CKPGFFNLESSNPR 477 490 40.7 26.5 40.5 2 2 0 1,652.7850
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% DGSEASLEWSSER 532 544 53.2 25.0 53.2 2 0 0 1,452.6237
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% QDIAVISDSYFPR 545 557 42.5 27.2 28.7 1 0 0 1,510.7537
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% LSAEDLVLEGAGLR 590 603 101.0 28.3 81.9 2 2 0 1,442.7851
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% VSVPLIAQGNSYPSETTVK 604 622 77.9 27.4 75.1 2 1 0 1,990.0492
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% LCQCSDNIDPNAVGNCNR 827 844 31.8 25.0 31.8 0 2 0 2,106.8751
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% CIYNTAGFYCDR 852 863 53.2 25.0 46.6 2 0 0 1,539.6356
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% CKDGFFGNPLAPNPADK 864 880 39.3 25.6 37.2 0 2 0 1,847.8748
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% DGFFGNPLAPNPADK 866 880 55.6 26.2 49.2 2 0 0 1,559.7491
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% CDCHALGSTNGQCDIR 935 950 38.4 25.0 37.7 2 2 0 1,863.7533
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% CDQCEENYFYNR 1012 1023 36.9 25.0 36.9 1 0 0 1,697.6319
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% SWPGCQECPACYR 1024 1036 34.8 25.0 34.8 2 0 0 1,670.6509
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% EAQDVKDVDQNLMDR 1088 1102 29.2 25.0 29.2 2 2 0 1,791.8181
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% GKTEQQTADQLLAR 1328 1341 82.3 28.1 59.6 2 2 0 1,558.8186
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% EAQQALGSAAADATEAK 1407 1423 103.0 26.6 95.5 2 0 0 1,631.7872
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% TFAEVTDLDNEVNNMLK 1450 1466 27.3 25.6 23.2 1 0 0 1,968.9221
C_26 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 24 32 58 20.60% TLPSGCFNTPSIEKP 1595 1609 39.0 27.2 34.8 2 0 0 1,647.8049
D_30 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 4 7 2.80% LSAEDLVLEGAGLR 590 603 94.4 27.3 75.8 2 0 0 1,442.7851
D_30 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 4 7 2.80% NTIEETGNLAEQAR 1122 1135 58.8 26.5 49.5 1 2 0 1,545.7504
D_30 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 4 7 2.80% EAQQALGSAAADATEAK 1407 1423 88.0 26.6 76.2 2 0 0 1,631.7872
E_30 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 5 7 13 4.72% LSAEDLVLEGAGLR 590 603 87.0 27.3 69.3 2 0 0 1,442.7851
E_30 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 5 7 13 4.72% VSVPLIAQGNSYPSETTVK 604 622 28.5 27.4 28.5 1 0 0 1,990.0492
E_30 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 5 7 13 4.72% NTIEETGNLAEQAR 1122 1135 60.8 26.3 49.6 2 2 0 1,545.7504
E_30 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 5 7 13 4.72% TEQQTADQLLAR 1330 1341 39.8 28.0 23.1 2 0 0 1,373.7021
E_30 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 5 7 13 4.72% EAQQALGSAAADATEAK 1407 1423 69.0 26.6 62.1 2 2 0 1,631.7872
H_22 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 3 4 2.73% LNTFGDEVFNDPK 256 268 35.2 26.6 26.7 1 0 0 1,495.7065
H_22 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 3 4 2.73% NTIEETGNLAEQAR 1122 1135 69.0 26.4 60.6 1 0 0 1,545.7504
H_22 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 3 4 2.73% EAQQALGSAAADATEAK 1407 1423 69.7 27.3 61.0 2 0 0 1,631.7872
K_22 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 4 7 2.73% LNTFGDEVFNDPK 256 268 40.6 26.5 32.0 1 0 0 1,495.7065
K_22 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 4 7 2.73% NTIEETGNLAEQAR 1122 1135 69.2 27.0 51.4 2 0 0 1,545.7504
K_22 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 4 7 2.73% EAQQALGSAAADATEAK 1407 1423 93.1 27.0 85.1 2 2 0 1,631.7872
L_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 2 2 4 1.93% NTIEETGNLAEQAR 1122 1135 85.4 26.5 70.3 2 0 0 1,545.7504
L_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 2 2 4 1.93% EAQQALGSAAADATEAK 1407 1423 78.7 27.3 74.3 2 0 0 1,631.7872
M_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 2 2 4 1.93% NTIEETGNLAEQAR 1122 1135 90.2 26.4 78.2 2 0 0 1,545.7504
M_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 2 2 4 1.93% EAQQALGSAAADATEAK 1407 1423 84.8 27.2 81.9 2 0 0 1,631.7872
M_16 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 2 2 2 1.55% AFDITYVR 142 149 26.4 26.3 26.4 1 0 0 984.5149
M_16 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 2 2 2 1.55% EAQQALGSAAADATEAK 1407 1423 76.2 27.1 72.8 1 0 0 1,631.7872
N_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 4 4 7 3.60% LNTFGDEVFNDPK 256 268 52.6 25.8 45.6 2 0 0 1,495.7065
N_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 4 4 7 3.60% NTIEETGNLAEQAR 1122 1135 85.1 27.0 75.2 2 0 0 1,545.7504
N_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 4 4 7 3.60% GKTEQQTADQLLAR 1328 1341 49.3 28.3 37.9 0 1 0 1,558.8186
N_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 4 4 7 3.60% EAQQALGSAAADATEAK 1407 1423 102.0 27.1 95.1 2 0 0 1,631.7872
N_16 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 3 6 2.80% NTIEETGNLAEQAR 1122 1135 99.1 26.8 88.1 2 0 0 1,545.7504
N_16 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 3 6 2.80% GKTEQQTADQLLAR 1328 1341 29.2 28.0 15.3 0 2 0 1,558.8186
N_16 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 3 6 2.80% EAQQALGSAAADATEAK 1407 1423 102.0 27.2 95.2 2 0 0 1,631.7872
P_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 2 2 4 1.93% NTIEETGNLAEQAR 1122 1135 76.2 27.3 66.2 2 0 0 1,545.7504
P_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 2 2 4 1.93% EAQQALGSAAADATEAK 1407 1423 89.9 27.4 80.5 2 0 0 1,631.7872
Q_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 3 5 2.42% AFDITYVR 142 149 27.4 26.6 21.9 1 0 0 984.5149
Q_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 3 5 2.42% NTIEETGNLAEQAR 1122 1135 88.8 27.0 76.6 2 0 0 1,545.7504
Q_15 Laminin subunit gamma‐1 LAMC1_HUMAN 177,601 3 3 5 2.42% EAQQALGSAAADATEAK 1407 1423 96.2 27.4 85.3 2 0 0 1,631.7872
A_22 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 4 4.80% TVESITDIR 138 146 33.8 28.7 20.7 2 0 0 1,033.5525
A_22 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 4 4.80% ALQATVGNSYK 327 337 47.3 27.5 34.2 2 0 0 1,151.6055
B_22 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 3 4.80% TVESITDIR 138 146 27.2 28.6 16.7 1 0 0 1,033.5525
B_22 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 3 4.80% ALQATVGNSYK 327 337 29.9 27.6 24.6 2 0 0 1,151.6055
C_22 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 4 4.80% TVESITDIR 138 146 46.0 28.7 28.6 2 0 0 1,033.5525
C_22 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 4 4.80% ALQATVGNSYK 327 337 46.9 27.9 35.3 2 0 0 1,151.6055
D_28 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 3 4.56% ALQATVGNSYK 327 337 32.3 28.0 24.7 2 0 0 1,151.6055
D_28 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 3 4.56% AFSVNIFK 349 356 21.8 25.0 7.3 1 0 0 925.5141
E_27 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 4 4.80% TVESITDIR 138 146 31.3 28.8 17.2 2 0 0 1,033.5525
E_27 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 4 4.80% ALQATVGNSYK 327 337 49.0 27.5 39.4 2 0 0 1,151.6055
E_28 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 4 4.80% TVESITDIR 138 146 57.2 28.7 37.8 2 0 0 1,033.5525
E_28 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 4 4.80% ALQATVGNSYK 327 337 56.7 27.9 40.3 2 0 0 1,151.6055
E_29 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 3 4.80% TVESITDIR 138 146 46.8 28.7 25.8 2 0 0 1,033.5525
E_29 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 3 4.80% ALQATVGNSYK 327 337 32.1 28.3 20.7 1 0 0 1,151.6055
Q_13 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 3 4.80% TVESITDIR 138 146 52.1 27.8 32.8 1 0 0 1,033.5525
Q_13 Lysosome‐associated membrane glycoprotein 1 LAMP1_HUMAN 44,883 2 2 3 4.80% ALQATVGNSYK 327 337 48.8 27.5 40.5 2 0 0 1,151.6055
A_11 LanC‐like protein 1 LANC1_HUMAN 45,285 4 4 6 11.80% SLAEGYFDAAGR 16 27 77.1 25.0 73.2 2 0 0 1,256.5906
A_11 LanC‐like protein 1 LANC1_HUMAN 45,285 4 4 6 11.80% LTPEFSQR 28 35 28.6 27.9 17.4 1 0 0 977.5051
A_11 LanC‐like protein 1 LANC1_HUMAN 45,285 4 4 6 11.80% IDPHAPNEMLYGR 143 155 18.2 25.5 16.5 0 1 0 1,528.7215
A_11 LanC‐like protein 1 LANC1_HUMAN 45,285 4 4 6 11.80% FPSGNYPPCIGDNR 256 269 37.6 25.0 37.6 2 0 0 1,593.7116
B_11 LanC‐like protein 1 LANC1_HUMAN 45,285 5 6 10 13.80% SLAEGYFDAAGR 16 27 87.0 25.0 85.3 2 0 0 1,256.5906
B_11 LanC‐like protein 1 LANC1_HUMAN 45,285 5 6 10 13.80% LTPEFSQR 28 35 32.6 27.9 23.2 1 0 0 977.5051
B_11 LanC‐like protein 1 LANC1_HUMAN 45,285 5 6 10 13.80% IDPHAPNEMLYGR 143 155 25.6 25.5 23.3 1 2 0 1,528.7215
B_11 LanC‐like protein 1 LANC1_HUMAN 45,285 5 6 10 13.80% FPSGNYPPCIGDNR 256 269 41.0 25.0 38.0 2 0 0 1,593.7116
B_11 LanC‐like protein 1 LANC1_HUMAN 45,285 5 6 10 13.80% ARFPAFEL 392 399 33.7 27.5 18.8 2 0 0 950.5094
I_09 LanC‐like protein 1 LANC1_HUMAN 45,285 3 3 4 9.27% AFPNPYADYNK 5 15 17.7 25.0 9.9 1 0 0 1,299.6004
I_09 LanC‐like protein 1 LANC1_HUMAN 45,285 3 3 4 9.27% SLAEGYFDAAGR 16 27 87.5 25.0 80.4 2 0 0 1,256.5906
I_09 LanC‐like protein 1 LANC1_HUMAN 45,285 3 3 4 9.27% FPSGNYPPCIGDNR 256 269 53.0 25.0 49.7 1 0 0 1,593.7116
A_13 LanC‐like protein 2 LANC2_HUMAN 50,856 2 2 4 5.33% VTCDQTYLLR 119 128 29.3 26.8 20.0 2 0 0 1,268.6305
A_13 LanC‐like protein 2 LANC2_HUMAN 50,856 2 2 4 5.33% SGNYPSSLSNETDR 303 316 56.1 25.0 46.5 2 0 0 1,526.6717
A_08 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 3 5.51% PEFLEDPSVLTK 2 13 30.1 28.9 21.2 1 0 0 1,374.7153
A_08 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 3 5.51% YGVNPGPIVGTTR 127 139 43.5 27.7 43.5 2 0 0 1,330.7115



A_09 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 3 6.17% PEFLEDPSVLTK 2 13 46.1 28.5 35.0 2 0 0 1,374.7153
A_09 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 3 6.17% SSTPLPTISSSAENTR 158 173 28.9 27.7 20.4 1 0 0 1,647.8184
A_11 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 3 5.51% PEFLEDPSVLTK 2 13 34.1 28.6 25.0 1 0 0 1,374.7153
A_11 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 3 5.51% YGVNPGPIVGTTR 127 139 39.6 28.2 33.6 2 0 0 1,330.7115
B_11 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 3 5.51% PEFLEDPSVLTK 2 13 43.4 28.6 34.7 2 0 0 1,374.7153
B_11 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 3 5.51% YGVNPGPIVGTTR 127 139 22.6 27.7 20.2 1 0 0 1,330.7115
H_07 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 4 4 8 12.60% PEFLEDPSVLTK 2 13 55.0 28.9 45.9 2 0 0 1,374.7153
H_07 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 4 4 8 12.60% SELVANNVTLPAGEQR 18 33 66.9 27.5 60.8 2 0 0 1,697.8817
H_07 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 4 4 8 12.60% YGVNPGPIVGTTR 127 139 50.5 27.7 50.5 2 0 0 1,330.7115
H_07 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 4 4 8 12.60% SSTPLPTISSSAENTR 158 173 83.8 27.7 74.9 2 0 0 1,647.8184
H_09 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 3 6.17% PEFLEDPSVLTK 2 13 26.6 28.9 14.2 1 0 0 1,374.7153
H_09 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 3 6.17% SSTPLPTISSSAENTR 158 173 64.6 28.0 52.0 2 0 0 1,647.8184
I_07 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 4 6.39% YGVNPGPIVGTTR 127 139 31.3 27.9 27.2 2 0 0 1,330.7115
I_07 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 4 6.39% SSTPLPTISSSAENTR 158 173 37.9 28.0 35.6 2 0 0 1,647.8184
K_07 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 3 6.17% PEFLEDPSVLTK 2 13 59.7 28.6 49.9 2 0 0 1,374.7153
K_07 Lamina‐associated polypeptide 2, isoforms beta/gamma LAP2B_HUMAN 50,671 2 2 3 6.17% SELVANNVTLPAGEQR 18 33 38.5 27.8 34.5 1 0 0 1,697.8817
A_03 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 9.96% QSFTMVADTPENLR 60 73 75.2 25.8 63.0 2 0 0 1,624.7637
A_03 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 9.96% LKQQSELQSQVR 74 85 28.3 28.4 22.7 2 0 0 1,443.7915
A_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 9.96% QSFTMVADTPENLR 60 73 49.0 25.7 41.0 2 0 0 1,624.7637
A_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 9.96% LKQQSELQSQVR 74 85 30.8 28.4 21.9 0 2 0 1,443.7915
A_10 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 5 7 13 24.50% QSFTMVADTPENLR 60 73 91.3 25.6 84.5 2 2 0 1,624.7637
A_10 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 5 7 13 24.50% LKQQSELQSQVR 74 85 64.4 28.4 51.4 2 2 0 1,443.7915
A_10 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 5 7 13 24.50% GFSVVADTPELQR 97 109 43.6 29.0 26.5 2 0 0 1,418.7275
A_10 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 5 7 13 24.50% EPAAPVSIQR 188 197 31.3 25.7 30.9 1 0 0 1,067.5844
A_10 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 5 7 13 24.50% TGDTGMLPANYVEAI 247 261 36.5 25.2 30.9 2 0 0 1,567.7311
A_11 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 4 8 14.90% QSFTMVADTPENLR 60 73 88.3 25.6 84.0 2 0 0 1,624.7637
A_11 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 4 8 14.90% LKQQSELQSQVR 74 85 37.6 28.4 26.2 2 2 0 1,443.7915
A_11 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 4 8 14.90% GFSVVADTPELQR 97 109 58.7 29.0 41.7 2 0 0 1,418.7275
B_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% QSFTMVADTPENLR 60 73 66.2 25.8 61.1 2 0 0 1,624.7637
B_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% GFSVVADTPELQR 97 109 64.1 28.7 45.7 2 0 0 1,418.7275
B_10 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 3 11.10% QSFTMVADTPENLR 60 73 104.0 25.8 96.2 2 0 0 1,624.7637
B_10 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 3 11.10% TGDTGMLPANYVEAI 247 261 31.1 25.5 22.1 1 0 0 1,567.7311
B_11 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 9.20% QSFTMVADTPENLR 60 73 78.0 25.7 72.0 2 0 0 1,624.7637
B_11 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 9.20% EPAAPVSIQR 188 197 32.0 25.0 30.9 2 0 0 1,067.5844
C_04 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% QSFTMVADTPENLR 60 73 43.0 25.8 33.9 2 0 0 1,624.7637
C_04 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% GFSVVADTPELQR 97 109 47.6 28.9 32.1 2 0 0 1,418.7275
C_10 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 4 7 15.70% QSFTMVADTPENLR 60 73 57.6 25.8 47.0 2 0 0 1,624.7637
C_10 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 4 7 15.70% LKQQSELQSQVR 74 85 27.7 28.2 10.1 1 2 0 1,443.7915
C_10 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 4 7 15.70% GKGFSVVADTPELQR 95 109 29.4 28.0 8.5 0 2 0 1,603.8440
C_11 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% QSFTMVADTPENLR 60 73 55.0 25.7 48.0 2 0 0 1,624.7637
C_11 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% GFSVVADTPELQR 97 109 59.8 28.9 38.5 2 0 0 1,418.7275
D_16 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 2 8.43% LKQQSELQSQVR 74 85 36.9 28.0 16.1 0 1 0 1,443.7915
D_16 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 2 8.43% EPAAPVSIQR 188 197 25.6 25.7 22.5 1 0 0 1,067.5844
D_17 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 9.58% LKQQSELQSQVR 74 85 33.6 28.0 16.8 0 2 0 1,443.7915
D_17 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 9.58% GFSVVADTPELQR 97 109 48.0 28.8 20.8 2 0 0 1,418.7275
F_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 8.81% GFSVVADTPELQR 97 109 44.0 28.7 36.9 2 0 0 1,418.7275
F_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 8.81% EPAAPVSIQR 188 197 33.3 25.7 26.4 2 0 0 1,067.5844
F_12 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 9.20% QSFTMVADTPENLR 60 73 56.2 25.9 50.4 2 0 0 1,624.7637
F_12 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 9.20% EPAAPVSIQR 188 197 45.8 25.0 38.4 2 0 0 1,067.5844
H_02 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% QSFTMVADTPENLR 60 73 50.9 26.2 45.5 2 0 0 1,624.7637
H_02 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% GFSVVADTPELQR 97 109 45.2 28.9 24.3 2 0 0 1,418.7275
H_03 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% QSFTMVADTPENLR 60 73 51.0 26.2 49.6 2 0 0 1,624.7637
H_03 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% GFSVVADTPELQR 97 109 49.2 29.1 34.9 2 0 0 1,418.7275
H_04 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 3 10.30% QSFTMVADTPENLR 60 73 46.3 25.9 45.4 1 0 0 1,624.7637
H_04 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 3 10.30% GFSVVADTPELQR 97 109 57.7 28.5 31.6 2 0 0 1,418.7275
H_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 3 4 14.90% QSFTMVADTPENLR 60 73 51.7 25.8 42.5 2 0 0 1,624.7637
H_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 3 4 14.90% GKGFSVVADTPELQR 95 109 30.1 28.3 12.0 0 1 0 1,603.8440
H_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 3 4 14.90% EPAAPVSIQR 188 197 31.0 25.0 25.9 1 0 0 1,067.5844
H_07 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 3 8.81% GFSVVADTPELQR 97 109 59.4 28.9 44.5 2 0 0 1,418.7275
H_07 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 3 8.81% EPAAPVSIQR 188 197 26.4 25.7 25.1 1 0 0 1,067.5844
H_08 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 3 8.81% GFSVVADTPELQR 97 109 49.4 29.1 30.2 2 0 0 1,418.7275
H_08 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 3 8.81% EPAAPVSIQR 188 197 20.7 25.6 8.3 1 0 0 1,067.5844
H_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 4 8 14.20% QSFTMVADTPENLR 60 73 69.6 27.4 60.8 4 0 0 1,608.7687
H_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 4 8 14.20% GFSVVADTPELQR 97 109 59.1 29.1 46.9 2 0 0 1,418.7275
H_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 4 8 14.20% EPAAPVSIQR 188 197 60.3 25.7 51.9 2 0 0 1,067.5844
I_02 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% QSFTMVADTPENLR 60 73 54.9 26.1 47.3 2 0 0 1,624.7637
I_02 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% GFSVVADTPELQR 97 109 60.3 29.1 39.5 2 0 0 1,418.7275
I_03 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% QSFTMVADTPENLR 60 73 61.8 26.3 51.9 2 0 0 1,624.7637
I_03 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% GFSVVADTPELQR 97 109 44.4 29.1 33.0 2 0 0 1,418.7275
I_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% QSFTMVADTPENLR 60 73 39.7 26.2 35.5 2 0 0 1,624.7637
I_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% GFSVVADTPELQR 97 109 56.4 29.1 42.9 2 0 0 1,418.7275
I_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 6 8 14 26.80% QSFTMVADTPENLR 60 73 62.5 27.1 56.3 4 0 0 1,608.7687
I_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 6 8 14 26.80% GKGFSVVADTPELQR 95 109 71.4 28.1 69.0 2 2 0 1,603.8440
I_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 6 8 14 26.80% GFSVVADTPELQR 97 109 58.2 28.9 39.4 2 0 0 1,418.7275
I_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 6 8 14 26.80% TQDQISNIKYHEEFEK 113 128 24.1 25.9 12.7 0 1 0 2,008.9612
I_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 6 8 14 26.80% EPAAPVSIQR 188 197 59.0 25.6 36.9 2 0 0 1,067.5844
I_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 6 8 14 26.80% TGDTGMLPANYVEAI 247 261 39.5 25.2 35.1 1 0 0 1,567.7311
J_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 3 5 14.20% QSFTMVADTPENLR 60 73 57.7 26.5 42.4 2 0 0 1,624.7637
J_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 3 5 14.20% GFSVVADTPELQR 97 109 62.6 28.9 42.2 2 0 0 1,418.7275
J_09 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 3 5 14.20% EPAAPVSIQR 188 197 24.7 25.6 15.2 1 0 0 1,067.5844
K_03 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% QSFTMVADTPENLR 60 73 46.5 26.3 43.0 2 0 0 1,624.7637
K_03 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 4 10.30% GFSVVADTPELQR 97 109 44.0 28.9 33.5 2 0 0 1,418.7275
L_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 3 5 14.90% QSFTMVADTPENLR 60 73 62.5 26.5 59.0 2 0 0 1,624.7637
L_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 3 5 14.90% GKGFSVVADTPELQR 95 109 36.1 28.5 29.6 0 1 0 1,603.8440
L_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 3 5 14.90% EPAAPVSIQR 188 197 43.4 25.7 29.3 2 0 0 1,067.5844
M_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 3 5 14.90% QSFTMVADTPENLR 60 73 72.2 26.3 65.0 2 0 0 1,624.7637
M_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 3 5 14.90% EPAAPVSIQR 188 197 33.5 25.6 21.8 2 0 0 1,067.5844
M_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 3 3 5 14.90% TGDTGMLPANYVEAI 247 261 47.5 25.4 39.0 1 0 0 1,567.7311
O_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 3 9.20% QSFTMVADTPENLR 60 73 46.2 26.8 46.2 1 0 0 1,624.7637
O_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 3 9.20% EPAAPVSIQR 188 197 40.7 25.6 32.2 2 0 0 1,067.5844
P_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 4 5 9 18.80% QSFTMVADTPENLR 60 73 46.5 26.9 39.2 2 0 0 1,624.7637
P_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 4 5 9 18.80% LKQQSELQSQVR 74 85 38.4 27.7 17.5 1 2 0 1,443.7915
P_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 4 5 9 18.80% GFSVVADTPELQR 97 109 52.2 28.7 33.4 2 0 0 1,418.7275
P_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 4 5 9 18.80% EPAAPVSIQR 188 197 47.1 25.2 38.0 2 0 0 1,067.5844
Q_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 4 4 8 18.80% QSFTMVADTPENLR 60 73 65.1 26.4 60.9 2 0 0 1,624.7637
Q_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 4 4 8 18.80% LKQQSELQSQVR 74 85 40.1 28.0 23.1 0 2 0 1,443.7915
Q_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 4 4 8 18.80% GFSVVADTPELQR 97 109 58.6 28.7 46.7 2 0 0 1,418.7275
Q_06 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 4 4 8 18.80% EPAAPVSIQR 188 197 53.7 25.7 39.3 2 0 0 1,067.5844
Q_07 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 3 9.96% QSFTMVADTPENLR 60 73 46.7 26.5 46.1 1 0 0 1,624.7637
Q_07 LIM and SH3 domain protein 1 LASP1_HUMAN 29,717 2 2 3 9.96% LKQQSELQSQVR 74 85 41.9 27.8 18.4 0 2 0 1,443.7915
F_13 Lipocalin‐1 LCN1_HUMAN 19,250 2 2 4 12.50% NNLEALEDFEK 140 150 64.5 25.9 62.8 2 0 0 1,321.6271
F_13 Lipocalin‐1 LCN1_HUMAN 19,250 2 2 4 12.50% GLSTESILIPR 156 166 47.5 28.1 25.3 2 0 0 1,185.6839
N_03 Lipocalin‐1 LCN1_HUMAN 19,250 2 2 4 12.50% NNLEALEDFEK 140 150 36.2 26.5 32.8 2 0 0 1,321.6271
N_03 Lipocalin‐1 LCN1_HUMAN 19,250 2 2 4 12.50% GLSTESILIPR 156 166 33.7 27.8 20.6 2 0 0 1,185.6839
A_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 11 20.20% DQLIYNLLK 6 14 43.7 26.3 0.0 2 0 0 1,119.6410
A_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 11 20.20% LKGEMMDLQHGSLFLR 58 73 16.3 27.9 11.8 0 1 0 1,906.9517
A_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 11 20.20% LVIITAGAR 91 99 56.1 25.0 32.1 2 0 0 913.5830
A_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 11 20.20% VIGSGCNLDSAR 158 169 24.3 26.1 24.3 2 0 0 1,248.6002
A_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 11 20.20% QVVESAYEVIK 233 243 61.7 27.9 48.2 2 0 0 1,264.6783
A_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 11 20.20% SADTLWGIQK 319 328 57.3 28.4 51.4 2 0 0 1,118.5842
A_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 12 25 28.00% LKGEMMDLQHGSLFLR 58 73 30.6 27.8 24.4 0 2 0 1,906.9517
A_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 12 25 28.00% GEMMDLQHGSLFLR 60 73 38.1 25.0 27.7 2 2 0 1,665.7726



A_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 12 25 28.00% LVIITAGAR 91 99 55.5 25.0 36.5 3 0 0 913.5830
A_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 12 25 28.00% FIIPNVVK 119 126 21.3 25.0 0.0 1 0 0 929.5819
A_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 12 25 28.00% VIGSGCNLDSAR 158 169 61.8 26.4 59.9 1 0 0 1,248.6002
A_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 12 25 28.00% TLHPDLGTDKDKEQWK 213 228 34.6 27.8 31.6 2 2 0 1,910.9611
A_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 12 25 28.00% QVVESAYEVIK 233 243 62.3 28.6 51.3 2 0 0 1,264.6783
A_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 12 25 28.00% VTLTSEEEAR 306 315 54.5 27.9 48.6 4 0 0 1,134.5637
A_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 12 25 28.00% KSADTLWGIQK 318 328 36.8 28.3 27.6 2 0 0 1,246.6792
A_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 12 25 28.00% SADTLWGIQK 319 328 47.6 28.5 39.5 2 0 0 1,118.5842
A_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 6.02% DQLIYNLLK 6 14 40.9 26.0 14.5 1 0 0 1,119.6410
A_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 6.02% QVVESAYEVIK 233 243 64.0 27.9 53.2 2 0 0 1,264.6783
B_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 7 14.80% DQLIYNLLK 6 14 32.1 26.0 0.0 1 0 0 1,119.6410
B_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 7 14.80% LVIITAGAR 91 99 44.8 25.0 25.1 2 0 0 913.5830
B_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 7 14.80% FIIPNVVK 119 126 18.0 25.0 0.0 1 0 0 929.5819
B_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 7 14.80% VIGSGCNLDSAR 158 169 41.0 26.4 32.9 1 0 0 1,248.6002
B_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 7 14.80% QVVESAYEVIK 233 243 64.0 27.9 52.8 2 0 0 1,264.6783
B_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 14 24 35.80% DQLIYNLLK 6 14 37.4 26.0 0.0 2 0 0 1,119.6410
B_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 14 24 35.80% LKGEMMDLQHGSLFLR 58 73 22.8 27.8 15.8 0 1 0 1,906.9517
B_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 14 24 35.80% GEMMDLQHGSLFLR 60 73 30.7 25.1 23.5 2 0 0 1,665.7726
B_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 14 24 35.80% LVIITAGAR 91 99 58.7 25.0 38.1 2 0 0 913.5830
B_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 14 24 35.80% FIIPNVVK 119 126 26.4 25.0 0.0 1 0 0 929.5819
B_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 14 24 35.80% LLIVSNPVDILTYVAWK 133 149 108.0 25.0 0.0 2 2 0 1,944.1206
B_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 14 24 35.80% VIGSGCNLDSAR 158 169 49.9 26.4 45.9 2 0 0 1,248.6002
B_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 14 24 35.80% TLHPDLGTDKDKEQWK 213 228 40.6 27.7 33.6 2 1 0 1,910.9611
B_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 14 24 35.80% QVVESAYEVIK 233 243 66.1 27.9 53.7 2 0 0 1,264.6783
B_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 14 24 35.80% VTLTSEEEAR 306 315 30.3 27.8 27.9 1 0 0 1,134.5637
B_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 14 24 35.80% KSADTLWGIQK 318 328 31.6 28.3 24.5 2 0 0 1,246.6792
B_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 14 24 35.80% SADTLWGIQK 319 328 43.9 28.5 30.2 2 0 0 1,118.5842
B_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.04% DQLIYNLLK 6 14 34.7 26.0 0.0 2 0 0 1,119.6410
B_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.04% QVVESAYEVIK 233 243 58.3 28.1 49.4 2 0 0 1,264.6783
B_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.04% SADTLWGIQK 319 328 42.1 28.5 26.8 2 0 0 1,118.5842
C_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 11 18.40% DQLIYNLLK 6 14 44.1 25.0 22.0 2 0 0 1,119.6410
C_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 11 18.40% LVIITAGAR 91 99 54.8 25.0 26.8 2 0 0 913.5830
C_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 11 18.40% VIGSGCNLDSAR 158 169 45.4 26.4 42.0 2 0 0 1,248.6002
C_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 11 18.40% QVVESAYEVIK 233 243 55.6 27.9 43.5 2 0 0 1,264.6783
C_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 11 18.40% VTLTSEEEAR 306 315 51.1 27.8 45.6 1 0 0 1,134.5637
C_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 11 18.40% SADTLWGIQK 319 328 42.3 28.4 32.4 2 0 0 1,118.5842
C_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 13 20 38.00% DQLIYNLLK 6 14 48.3 26.6 19.6 2 0 0 1,119.6410
C_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 13 20 38.00% LKGEMMDLQHGSLFLR 58 73 23.8 27.9 17.7 0 1 0 1,906.9517
C_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 13 20 38.00% IVSGKDYNVTANSK 77 90 39.1 28.1 32.8 2 0 0 1,495.7751
C_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 13 20 38.00% LVIITAGAR 91 99 34.9 25.0 21.7 2 0 0 913.5830
C_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 13 20 38.00% QQEGESRLNLVQR 100 112 23.1 28.0 10.1 1 0 0 1,556.8140
C_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 13 20 38.00% NRVIGSGCNLDSAR 156 169 32.8 26.8 28.0 2 1 0 1,518.7442
C_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 13 20 38.00% VIGSGCNLDSAR 158 169 41.0 26.4 41.0 1 0 0 1,248.6002
C_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 13 20 38.00% TLHPDLGTDKDKEQWK 213 228 27.8 27.7 25.1 0 1 0 1,910.9611
C_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 13 20 38.00% EVHKQVVESAYEVIK 229 243 30.2 27.9 29.1 0 1 0 1,757.9432
C_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 13 20 38.00% QVVESAYEVIK 233 243 59.0 28.0 47.7 2 0 0 1,264.6783
C_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 13 20 38.00% VTLTSEEEAR 306 315 33.2 27.3 26.9 2 0 0 1,134.5637
C_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 13 20 38.00% SADTLWGIQK 319 328 53.0 28.4 40.7 2 0 0 1,118.5842
C_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 5 9.04% DQLIYNLLK 6 14 24.3 25.0 4.2 1 0 0 1,119.6410
C_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 5 9.04% QVVESAYEVIK 233 243 40.7 27.9 28.0 2 0 0 1,264.6783
C_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 5 9.04% VTLTSEEEAR 306 315 34.2 27.8 33.8 2 0 0 1,134.5637
D_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.34% LVIITAGAR 91 99 48.5 25.0 26.9 2 0 0 913.5830
D_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.34% VIGSGCNLDSAR 158 169 49.4 26.4 43.2 2 0 0 1,248.6002
D_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.34% SADTLWGIQK 319 328 44.3 28.7 24.2 2 0 0 1,118.5842
D_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 10 18 25.00% GEMMDLQHGSLFLR 60 73 17.7 25.0 13.1 0 1 0 1,665.7726
D_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 10 18 25.00% IVSGKDYNVTANSK 77 90 38.8 27.9 29.7 1 0 0 1,495.7751
D_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 10 18 25.00% DYNVTANSKLVIITAGAR 82 99 28.1 26.8 9.1 0 2 0 1,906.0393
D_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 10 18 25.00% LVIITAGAR 91 99 33.4 25.0 19.9 3 0 0 913.5830
D_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 10 18 25.00% TLHPDLGTDK 213 222 31.3 26.0 26.4 1 0 0 1,096.5636
D_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 10 18 25.00% QVVESAYEVIK 233 243 58.0 28.0 46.3 2 0 0 1,264.6783
D_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 10 18 25.00% VTLTSEEEAR 306 315 26.0 27.8 15.9 2 0 0 1,134.5637
D_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 10 18 25.00% KSADTLWGIQK 318 328 51.4 28.6 38.3 2 0 0 1,246.6792
D_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 10 18 25.00% SADTLWGIQK 319 328 49.4 28.5 39.5 2 0 0 1,118.5842
D_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 10 10 18 25.00% SADTLWGIQKELQF 319 332 25.8 28.3 9.6 2 0 0 1,635.8379
D_17 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 6.33% LVIITAGAR 91 99 43.0 25.1 29.6 2 0 0 913.5830
D_17 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 6.33% VIGSGCNLDSAR 158 169 40.9 26.4 40.3 2 0 0 1,248.6002
E_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.34% LVIITAGAR 91 99 63.4 25.0 39.3 2 0 0 913.5830
E_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.34% VIGSGCNLDSAR 158 169 41.3 26.1 29.8 2 0 0 1,248.6002
E_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.34% SADTLWGIQK 319 328 47.6 28.7 36.5 2 0 0 1,118.5842
E_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 5 12.70% LVIITAGAR 91 99 23.8 25.0 8.8 1 0 0 913.5830
E_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 5 12.70% VIGSGCNLDSAR 158 169 44.7 26.0 39.1 2 0 0 1,248.6002
E_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 5 12.70% QVVESAYEVIK 233 243 37.2 27.9 26.8 1 0 0 1,264.6783
E_16 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 5 12.70% SADTLWGIQK 319 328 40.9 28.7 26.5 1 0 0 1,118.5842
F_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 2 6.33% LVIITAGAR 91 99 31.5 25.0 20.0 1 0 0 913.5830
F_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 2 6.33% VIGSGCNLDSAR 158 169 40.5 26.4 34.0 1 0 0 1,248.6002
F_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 5.12% DQLIYNLLK 6 14 37.2 26.0 9.7 2 0 0 1,119.6410
F_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 5.12% FIIPNVVK 119 126 24.1 25.0 2.7 2 0 0 929.5819
F_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 8 8 13 25.90% DQLIYNLLK 6 14 51.5 26.0 19.9 1 0 0 1,119.6410
F_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 8 8 13 25.90% LVIITAGAR 91 99 24.8 25.0 8.5 1 0 0 913.5830
F_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 8 8 13 25.90% FIIPNVVK 119 126 26.6 25.0 0.0 1 0 0 929.5819
F_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 8 8 13 25.90% VIGSGCNLDSAR 158 169 83.0 26.4 77.3 2 0 0 1,248.6002
F_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 8 8 13 25.90% TLHPDLGTDKDKEQWK 213 228 41.5 27.8 33.0 2 0 0 1,910.9611
F_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 8 8 13 25.90% QVVESAYEVIK 233 243 66.1 28.1 58.2 2 0 0 1,264.6783
F_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 8 8 13 25.90% VTLTSEEEAR 306 315 46.3 28.1 46.2 2 0 0 1,134.5637
F_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 8 8 13 25.90% KSADTLWGIQK 318 328 50.2 28.3 38.9 2 0 0 1,246.6792
F_13 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 5 9.34% FIIPNVVK 119 126 19.7 25.0 0.0 2 0 0 929.5819
F_13 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 5 9.34% VIGSGCNLDSAR 158 169 25.0 26.4 24.4 1 0 0 1,248.6002
F_13 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 5 9.34% QVVESAYEVIK 233 243 63.9 28.1 55.4 2 0 0 1,264.6783
F_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 5.12% DQLIYNLLK 6 14 25.4 26.0 0.0 1 0 0 1,119.6410
F_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 5.12% FIIPNVVK 119 126 25.7 25.0 0.0 2 0 0 929.5819
G_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.94% VIGSGCNLDSAR 158 169 71.6 26.6 61.8 2 0 0 1,248.6002
G_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.94% QVVESAYEVIK 233 243 32.7 27.8 19.8 2 0 0 1,264.6783
G_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.94% SADTLWGIQK 319 328 50.2 28.5 33.5 2 0 0 1,118.5842
G_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 10 14.80% DQLIYNLLK 6 14 52.7 26.1 20.3 1 0 0 1,119.6410
G_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 10 14.80% LVIITAGAR 91 99 36.6 25.0 17.1 2 0 0 913.5830
G_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 10 14.80% FIIPNVVK 119 126 26.5 25.4 0.0 2 0 0 929.5819
G_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 10 14.80% VIGSGCNLDSAR 158 169 70.6 26.6 63.6 2 0 0 1,248.6002
G_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 10 14.80% KSADTLWGIQK 318 328 47.9 28.2 39.4 2 0 0 1,246.6792
G_12 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 10 14.80% SADTLWGIQK 319 328 31.4 28.8 19.8 1 0 0 1,118.5842
G_14 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 5.42% FIIPNVVK 119 126 25.8 25.4 5.0 2 0 0 929.5819
G_14 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 5.42% SADTLWGIQK 319 328 37.9 28.5 28.8 1 0 0 1,118.5842
G_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 5.12% DQLIYNLLK 6 14 30.3 26.1 0.0 1 0 0 1,119.6410
G_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 5.12% FIIPNVVK 119 126 23.6 25.4 0.0 2 0 0 929.5819
H_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 8 11.40% LVIITAGAR 91 99 49.7 25.0 31.9 2 0 0 913.5830
H_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 8 11.40% FIIPNVVK 119 126 23.7 25.0 0.0 2 0 0 929.5819
H_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 8 11.40% QVVESAYEVIK 233 243 43.7 28.1 29.4 2 0 0 1,264.6783
H_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 8 11.40% SADTLWGIQK 319 328 43.3 28.1 35.3 2 0 0 1,118.5842
H_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 6.02% DQLIYNLLK 6 14 33.6 26.0 0.0 1 0 0 1,119.6410
H_09 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 6.02% QVVESAYEVIK 233 243 44.8 28.1 34.1 2 0 0 1,264.6783
I_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.04% LVIITAGAR 91 99 45.3 25.0 24.4 2 0 0 913.5830
I_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.04% QVVESAYEVIK 233 243 45.8 28.1 32.8 2 0 0 1,264.6783
I_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.04% SADTLWGIQK 319 328 56.8 28.1 48.3 2 0 0 1,118.5842



J_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 8 11.70% DQLIYNLLK 6 14 43.1 26.1 14.1 2 0 0 1,119.6410
J_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 8 11.70% LVIITAGAR 91 99 42.7 25.0 19.3 2 0 0 913.5830
J_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 8 11.70% QVVESAYEVIK 233 243 45.3 27.8 34.0 2 0 0 1,264.6783
J_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 8 11.70% SADTLWGIQK 319 328 47.9 28.8 31.4 2 0 0 1,118.5842
K_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 8 14.50% DQLIYNLLK 6 14 51.4 26.2 17.9 2 0 0 1,119.6410
K_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 8 14.50% LVIITAGAR 91 99 31.5 25.0 16.0 2 0 0 913.5830
K_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 8 14.50% FIIPNVVK 119 126 18.3 25.0 0.0 1 0 0 929.5819
K_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 8 14.50% VIGSGCNLDSAR 158 169 47.7 26.6 44.9 1 0 0 1,248.6002
K_08 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 8 14.50% SADTLWGIQK 319 328 46.3 28.3 37.6 2 0 0 1,118.5842
K_24 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 5.72% LVIITAGAR 91 99 33.8 25.0 22.5 1 0 0 913.5830
K_24 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 5.72% SADTLWGIQK 319 328 44.5 28.3 35.1 2 0 0 1,118.5842
L_03 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 2 6.33% QVVESAYEVIK 233 243 27.3 27.8 23.5 1 0 0 1,264.6783
L_03 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 2 6.33% SADTLWGIQK 319 328 35.3 28.8 16.5 1 0 0 1,118.5842
L_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 12 19 35.20% DQLIYNLLK 6 14 36.5 26.1 0.0 2 0 0 1,119.6410
L_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 12 19 35.20% GEMMDLQHGSLFLR 60 73 25.8 25.6 23.7 0 1 0 1,665.7726
L_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 12 19 35.20% LVIITAGAR 91 99 58.3 25.0 35.8 2 0 0 913.5830
L_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 12 19 35.20% QQEGESRLNLVQR 100 112 23.8 27.8 17.0 0 1 0 1,556.8140
L_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 12 19 35.20% FIIPNVVK 119 126 21.1 25.4 0.0 1 0 0 929.5819
L_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 12 19 35.20% NRVIGSGCNLDSAR 156 169 37.3 27.2 24.6 0 2 0 1,518.7442
L_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 12 19 35.20% VIGSGCNLDSAR 158 169 59.8 26.6 54.5 2 0 0 1,248.6002
L_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 12 19 35.20% TLHPDLGTDKDKEQWK 213 228 22.9 27.5 18.9 0 1 0 1,910.9611
L_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 12 19 35.20% QVVESAYEVIK 233 243 45.9 27.8 30.5 2 0 0 1,264.6783
L_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 12 19 35.20% VTLTSEEEARLK 306 317 24.7 27.5 23.8 0 1 0 1,375.7428
L_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 12 19 35.20% KSADTLWGIQK 318 328 47.4 28.2 43.3 2 0 0 1,246.6792
L_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 12 12 19 35.20% SADTLWGIQK 319 328 45.1 28.8 35.9 2 0 0 1,118.5842
L_07 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.04% DQLIYNLLK 6 14 37.2 26.1 7.1 2 0 0 1,119.6410
L_07 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.04% QVVESAYEVIK 233 243 46.3 27.8 39.4 2 0 0 1,264.6783
L_07 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 6 9.04% SADTLWGIQK 319 328 50.0 28.8 37.6 2 0 0 1,118.5842
L_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 5.72% DQLIYNLLK 6 14 37.7 26.3 7.3 2 0 0 1,119.6410
L_10 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 5.72% SADTLWGIQK 319 328 52.4 28.5 41.1 2 0 0 1,118.5842
L_14 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 3 8.73% LVIITAGAR 91 99 54.0 25.0 35.2 1 0 0 913.5830
L_14 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 3 8.73% FIIPNVVK 119 126 22.5 25.4 1.9 1 0 0 929.5819
L_14 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 3 8.73% VIGSGCNLDSAR 158 169 20.5 26.8 15.2 1 0 0 1,248.6002
L_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 5.72% DQLIYNLLK 6 14 42.4 26.0 10.2 2 0 0 1,119.6410
L_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 5.72% SADTLWGIQK 319 328 47.3 28.8 35.9 2 0 0 1,118.5842
M_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 8 15.10% LVIITAGAR 91 99 62.0 25.0 37.1 2 0 0 913.5830
M_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 8 15.10% FIIPNVVK 119 126 20.2 25.4 0.0 1 0 0 929.5819
M_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 8 15.10% VIGSGCNLDSAR 158 169 24.1 26.6 19.5 1 0 0 1,248.6002
M_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 8 15.10% QVVESAYEVIK 233 243 51.0 27.9 42.3 2 0 0 1,264.6783
M_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 5 5 8 15.10% SADTLWGIQK 319 328 43.0 28.1 27.9 2 0 0 1,118.5842
M_14 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 5.42% DQLIYNLLK 6 14 31.4 26.0 2.7 2 0 0 1,119.6410
M_14 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 5.42% LVIITAGAR 91 99 62.8 25.0 37.1 2 0 0 913.5830
N_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 5.72% LVIITAGAR 91 99 40.8 25.0 22.5 2 0 0 913.5830
N_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 5.72% VTLTSEEEAR 306 315 50.8 28.4 39.2 2 0 0 1,134.5637
O_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 5 9.04% LVIITAGAR 91 99 59.8 25.0 37.3 2 0 0 913.5830
O_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 5 9.04% QVVESAYEVIK 233 243 49.9 26.9 39.8 1 0 0 1,264.6783
O_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 5 9.04% SADTLWGIQK 319 328 44.2 28.1 37.3 2 0 0 1,118.5842
P_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 7 12.70% LVIITAGAR 91 99 59.5 25.0 34.8 2 0 0 913.5830
P_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 7 12.70% VIGSGCNLDSAR 158 169 33.1 27.0 27.3 1 0 0 1,248.6002
P_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 7 12.70% QVVESAYEVIK 233 243 36.3 27.1 29.7 2 0 0 1,264.6783
P_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 4 4 7 12.70% SADTLWGIQK 319 328 49.3 28.5 37.2 2 0 0 1,118.5842
P_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 6.33% LVIITAGAR 91 99 44.8 25.0 24.8 1 0 0 913.5830
P_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 6.33% VIGSGCNLDSAR 158 169 33.7 26.9 33.2 2 0 0 1,248.6002
Q_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 9 19.30% GEMMDLQHGSLFLR 60 73 19.2 25.5 11.6 0 1 0 1,665.7726
Q_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 9 19.30% LVIITAGAR 91 99 60.6 25.0 36.8 2 0 0 913.5830
Q_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 9 19.30% FIIPNVVK 119 126 26.9 25.4 9.3 1 0 0 929.5819
Q_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 9 19.30% VIGSGCNLDSAR 158 169 20.3 27.0 16.9 1 0 0 1,248.6002
Q_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 9 19.30% QVVESAYEVIK 233 243 39.7 27.2 33.9 2 0 0 1,264.6783
Q_06 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 6 6 9 19.30% SADTLWGIQK 319 328 52.1 28.5 38.5 2 0 0 1,118.5842
Q_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 5 9.34% LVIITAGAR 91 99 36.3 25.0 20.1 1 0 0 913.5830
Q_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 5 9.34% VIGSGCNLDSAR 158 169 47.9 26.8 41.0 2 0 0 1,248.6002
Q_11 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 3 3 5 9.34% SADTLWGIQK 319 328 44.9 28.5 36.1 2 0 0 1,118.5842
Q_13 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 5.72% LVIITAGAR 91 99 57.2 25.0 34.8 2 0 0 913.5830
Q_13 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 4 5.72% SADTLWGIQK 319 328 39.5 28.5 30.6 2 0 0 1,118.5842
Q_14 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 6.33% LVIITAGAR 91 99 61.3 25.0 37.3 1 0 0 913.5830
Q_14 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 6.33% VIGSGCNLDSAR 158 169 47.7 26.9 40.9 2 0 0 1,248.6002
Q_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 6.33% LVIITAGAR 91 99 54.1 25.0 32.3 1 0 0 913.5830
Q_15 L‐lactate dehydrogenase A chain LDHA_HUMAN 36,689 2 2 3 6.33% VIGSGCNLDSAR 158 169 49.5 26.7 48.3 2 0 0 1,248.6002
A_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.30% LIAPVAEEEATVPNNK 8 23 69.2 26.7 67.4 2 0 0 1,694.8960
A_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.30% IVADKDYSVTANSK 78 91 66.2 27.6 61.4 2 0 0 1,510.7748
A_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.30% IVVVTAGVR 92 100 69.5 25.0 62.2 2 0 0 913.5829
A_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.30% VIGSGCNLDSAR 159 170 24.3 26.1 24.3 2 0 0 1,248.6002
A_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.30% SADTLWDIQK 320 329 44.0 27.6 37.2 1 0 0 1,176.5897
A_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 10 16 35.60% LIAPVAEEEATVPNNK 8 23 82.7 26.7 78.9 2 0 0 1,694.8960
A_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 10 16 35.60% LKGEMMDLQHGSLFLQTPK 59 77 26.0 27.7 22.0 0 1 0 2,205.1047
A_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 10 16 35.60% GEMMDLQHGSLFLQTPK 61 77 38.1 26.5 38.1 0 2 0 1,963.9256
A_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 10 16 35.60% IVADKDYSVTANSK 78 91 56.0 27.7 46.5 2 0 0 1,510.7748
A_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 10 16 35.60% IVVVTAGVR 92 100 51.6 25.0 46.7 2 0 0 913.5829
A_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 10 16 35.60% FIIPQIVK 120 127 20.5 25.0 0.0 1 0 0 957.6133
A_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 10 16 35.60% VIGSGCNLDSAR 159 170 61.8 26.4 59.9 1 0 0 1,248.6002
A_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 10 16 35.60% MVVESAYEVIK 234 244 71.6 26.7 62.9 2 0 0 1,283.6552
A_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 10 16 35.60% GLTSVINQK 300 308 31.3 28.2 17.6 1 0 0 959.5521
A_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 10 16 35.60% LKDDEVAQLKK 309 319 32.2 27.3 27.4 2 0 0 1,286.7317
A_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 10 16 35.60% SADTLWDIQK 320 329 26.8 27.6 18.1 1 0 0 1,176.5897
A_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 7.78% LIAPVAEEEATVPNNK 8 23 52.5 26.9 49.6 2 0 0 1,694.8960
A_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 7.78% SADTLWDIQK 320 329 51.3 28.2 40.1 2 0 0 1,176.5897
B_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 11 20.70% LIAPVAEEEATVPNNK 8 23 51.0 26.7 43.0 2 0 0 1,694.8960
B_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 11 20.70% IVADKDYSVTANSK 78 91 43.4 27.5 37.9 2 1 0 1,510.7748
B_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 11 20.70% IVVVTAGVR 92 100 60.0 25.0 51.6 2 0 0 913.5829
B_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 11 20.70% FIIPQIVK 120 127 20.9 25.0 0.0 2 0 0 957.6133
B_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 11 20.70% VIGSGCNLDSAR 159 170 41.0 26.4 32.9 1 0 0 1,248.6002
B_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 11 20.70% SADTLWDIQK 320 329 34.2 27.6 23.0 2 0 0 1,176.5897
B_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 22.50% LIAPVAEEEATVPNNK 8 23 84.6 26.9 76.2 1 0 0 1,694.8960
B_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 22.50% IVVVTAGVR 92 100 38.5 25.0 37.0 2 0 0 913.5829
B_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 22.50% FIIPQIVK 120 127 21.4 25.0 0.0 1 0 0 957.6133
B_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 22.50% VIGSGCNLDSAR 159 170 49.9 26.4 45.9 2 0 0 1,248.6002
B_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 22.50% MVVESAYEVIK 234 244 76.4 26.7 66.9 2 0 0 1,283.6552
B_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 22.50% GLTSVINQK 300 308 41.8 27.8 20.3 2 0 0 959.5521
B_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 22.50% SADTLWDIQK 320 329 42.8 27.8 32.4 1 0 0 1,176.5897
B_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 7.78% LIAPVAEEEATVPNNK 8 23 67.5 26.5 61.2 2 0 0 1,694.8960
B_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 7.78% SADTLWDIQK 320 329 50.1 27.6 37.5 2 0 0 1,176.5897
C_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 7 11 23.70% LIAPVAEEEATVPNNK 8 23 51.9 27.0 46.5 1 0 0 1,694.8960
C_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 7 11 23.70% IVADKDYSVTANSK 78 91 71.4 27.2 67.7 2 2 0 1,510.7748
C_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 7 11 23.70% IVVVTAGVR 92 100 51.3 25.0 41.1 2 0 0 913.5829
C_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 7 11 23.70% FIIPQIVK 120 127 32.9 25.0 15.1 2 0 0 957.6133
C_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 7 11 23.70% VIGSGCNLDSAR 159 170 45.4 26.4 42.0 2 0 0 1,248.6002
C_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 7 11 23.70% LKDDEVAQLK 309 318 23.2 28.5 6.0 1 0 0 1,158.6367
C_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 7 11 23.70% SADTLWDIQK 320 329 24.8 27.6 19.7 1 0 0 1,176.5897
C_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.60% LIAPVAEEEATVPNNK 8 23 50.3 26.7 43.8 2 0 0 1,694.8960
C_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.60% IVVVTAGVR 92 100 48.1 25.0 46.3 2 0 0 913.5829
C_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.60% QQEGESRLNLVQR 101 113 23.1 28.0 10.1 1 0 0 1,556.8140
C_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.60% HRVIGSGCNLDSAR 157 170 37.7 27.6 31.2 0 2 0 1,541.7602



C_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.60% VIGSGCNLDSAR 159 170 41.0 26.4 41.0 1 0 0 1,248.6002
C_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.60% SADTLWDIQK 320 329 29.1 27.8 22.6 1 0 0 1,176.5897
C_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 3 7.19% LIAPVAEEEATVPNNK 8 23 62.4 26.8 50.8 2 0 0 1,694.8960
C_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 3 7.19% FIIPQIVK 120 127 22.5 25.0 0.0 1 0 0 957.6133
D_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 11 21.60% LIAPVAEEEATVPNNK 8 23 56.3 27.2 45.3 2 0 0 1,694.8960
D_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 11 21.60% IVADKDYSVTANSK 78 91 44.8 27.4 43.4 2 2 0 1,510.7748
D_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 11 21.60% IVVVTAGVR 92 100 44.9 25.0 31.1 2 0 0 913.5829
D_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 11 21.60% VIGSGCNLDSAR 159 170 49.4 26.4 43.2 2 0 0 1,248.6002
D_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 11 21.60% MVVESAYEVIK 234 244 31.7 26.6 31.7 2 0 0 1,283.6552
D_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 11 21.60% LKDDEVAQLK 309 318 35.9 29.1 18.5 1 0 0 1,158.6367
D_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 12 15 28 38.30% EKLIAPVAEEEATVPNNK 6 23 21.9 27.5 11.2 0 2 0 1,952.0336
D_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 12 15 28 38.30% LIAPVAEEEATVPNNK 8 23 63.2 27.3 56.7 2 0 0 1,694.8960
D_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 12 15 28 38.30% ITVVGVGQVGMACAISILGK 24 43 77.1 26.3 62.2 1 2 0 1,989.0874
D_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 12 15 28 38.30% GEMMDLQHGSLFLQTPK 61 77 46.2 25.7 46.2 0 2 0 1,963.9256
D_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 12 15 28 38.30% IVADKDYSVTANSK 78 91 55.0 27.0 49.7 2 1 0 1,510.7748
D_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 12 15 28 38.30% IVVVTAGVR 92 100 27.4 25.0 26.4 1 0 0 913.5829
D_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 12 15 28 38.30% IVVVTAGVRQQEGESR 92 107 45.9 27.2 33.2 0 2 0 1,727.9399
D_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 12 15 28 38.30% FIIPQIVK 120 127 33.5 25.0 19.2 2 0 0 957.6133
D_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 12 15 28 38.30% MVVESAYEVIK 234 244 47.8 26.6 45.6 5 0 0 1,283.6552
D_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 12 15 28 38.30% LKDDEVAQLKK 309 319 61.8 27.1 35.5 2 0 0 1,286.7317
D_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 12 15 28 38.30% SADTLWDIQK 320 329 57.0 27.6 40.7 2 0 0 1,176.5897
D_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 12 15 28 38.30% SADTLWDIQKDLK 320 332 48.3 28.4 35.1 0 2 0 1,532.7958
D_17 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 6 19.80% LIAPVAEEEATVPNNK 8 23 47.8 26.7 38.6 2 0 0 1,694.8960
D_17 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 6 19.80% FIIPQIVK 120 127 22.1 25.0 9.9 1 0 0 957.6133
D_17 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 6 19.80% VIGSGCNLDSAR 159 170 40.9 26.4 40.3 2 0 0 1,248.6002
D_17 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 6 19.80% MVVESAYEVIK 234 244 28.3 26.7 27.4 1 0 0 1,283.6552
D_17 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 6 19.80% GLTSVINQK 300 308 35.2 28.6 16.5 1 0 0 959.5521
D_17 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 6 19.80% SADTLWDIQK 320 329 24.9 27.7 13.8 1 0 0 1,176.5897
E_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 7 8 14 27.20% LIAPVAEEEATVPNNK 8 23 30.7 27.3 26.1 2 2 0 1,694.8960
E_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 7 8 14 27.20% IVADKDYSVTANSK 78 91 40.1 27.2 29.5 2 0 0 1,510.7748
E_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 7 8 14 27.20% IVVVTAGVR 92 100 33.6 25.0 25.5 2 0 0 913.5829
E_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 7 8 14 27.20% VIGSGCNLDSAR 159 170 41.3 26.1 29.8 2 0 0 1,248.6002
E_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 7 8 14 27.20% MVVESAYEVIK 234 244 67.6 26.7 62.6 2 0 0 1,283.6552
E_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 7 8 14 27.20% GLTSVINQK 300 308 39.4 29.2 17.8 1 0 0 959.5521
E_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 7 8 14 27.20% LKDDEVAQLK 309 318 34.6 27.9 26.8 1 0 0 1,158.6367
E_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 7 8 14 27.20% SADTLWDIQK 320 329 46.8 27.6 35.2 2 0 0 1,176.5897
E_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 8 9 18 27.20% LIAPVAEEEATVPNNK 8 23 58.6 26.8 50.0 2 0 0 1,694.8960
E_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 8 9 18 27.20% IVADKDYSVTANSK 78 91 53.5 27.2 50.6 2 0 0 1,510.7748
E_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 8 9 18 27.20% IVVVTAGVR 92 100 60.3 25.0 48.4 2 0 0 913.5829
E_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 8 9 18 27.20% FIIPQIVK 120 127 33.8 25.0 24.6 2 0 0 957.6133
E_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 8 9 18 27.20% VIGSGCNLDSAR 159 170 44.7 26.0 39.1 2 0 0 1,248.6002
E_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 8 9 18 27.20% MVVESAYEVIK 234 244 37.5 27.8 32.5 4 0 0 1,267.6602
E_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 8 9 18 27.20% LKDDEVAQLK 309 318 38.2 29.2 22.4 2 0 0 1,158.6367
E_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 8 9 18 27.20% LKDDEVAQLKK 309 319 28.1 27.1 13.0 2 0 0 1,286.7317
E_16 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 8 9 18 27.20% SADTLWDIQK 320 329 57.3 27.6 41.5 2 0 0 1,176.5897
F_07 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 3 9.88% LIAPVAEEEATVPNNK 8 23 46.0 26.9 38.5 1 0 0 1,694.8960
F_07 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 3 9.88% FIIPQIVK 120 127 19.5 25.0 0.0 1 0 0 957.6133
F_07 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 3 9.88% GLTSVINQK 300 308 26.2 28.2 5.5 1 0 0 959.5521
F_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 10 16.80% LIAPVAEEEATVPNNK 8 23 60.4 26.9 48.8 2 2 0 1,694.8960
F_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 10 16.80% IVADKDYSVTANSK 78 91 17.2 27.2 9.3 0 1 0 1,510.7748
F_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 10 16.80% IVVVTAGVR 92 100 64.2 25.0 58.7 1 0 0 913.5829
F_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 10 16.80% FIIPQIVK 120 127 22.6 25.0 0.0 2 0 0 957.6133
F_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 10 16.80% GLTSVINQK 300 308 59.8 28.2 37.9 2 0 0 959.5521
F_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 12 21 30.50% EKLIAPVAEEEATVPNNK 6 23 47.8 27.6 47.8 2 0 0 1,952.0336
F_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 12 21 30.50% LIAPVAEEEATVPNNK 8 23 82.4 26.5 75.3 2 1 0 1,694.8960
F_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 12 21 30.50% IVADKDYSVTANSK 78 91 55.1 28.0 50.1 2 2 0 1,510.7748
F_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 12 21 30.50% IVVVTAGVR 92 100 56.5 25.0 52.7 2 0 0 913.5829
F_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 12 21 30.50% FIIPQIVK 120 127 21.9 25.0 0.0 1 0 0 957.6133
F_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 12 21 30.50% VIGSGCNLDSAR 159 170 83.0 26.4 77.3 2 0 0 1,248.6002
F_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 12 21 30.50% MVVESAYEVIK 234 244 60.7 26.7 55.4 2 0 0 1,283.6552
F_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 12 21 30.50% GLTSVINQK 300 308 49.5 28.2 29.8 2 0 0 959.5521
F_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 12 21 30.50% LKDDEVAQLK 309 318 26.8 27.9 16.4 1 0 0 1,158.6367
F_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 12 21 30.50% KSADTLWDIQK 319 329 34.7 28.5 26.6 2 0 0 1,304.6847
F_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 10 12 21 30.50% SADTLWDIQK 320 329 66.4 27.6 50.8 2 0 0 1,176.5897
F_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 17.40% LIAPVAEEEATVPNNK 8 23 53.0 26.9 46.6 2 0 0 1,694.8960
F_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 17.40% VIGSGCNLDSAR 159 170 25.0 26.4 24.4 1 0 0 1,248.6002
F_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 17.40% MVVESAYEVIK 234 244 48.2 27.1 38.0 2 0 0 1,267.6602
F_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 17.40% GLTSVINQK 300 308 45.8 28.2 24.6 2 0 0 959.5521
F_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 17.40% SADTLWDIQK 320 329 46.7 27.6 34.8 2 0 0 1,176.5897
F_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 2 7.78% LIAPVAEEEATVPNNK 8 23 36.2 26.6 34.9 1 0 0 1,694.8960
F_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 2 7.78% SADTLWDIQK 320 329 29.2 28.2 22.5 1 0 0 1,176.5897
G_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 9 21.30% LIAPVAEEEATVPNNK 8 23 74.4 26.8 62.6 2 2 0 1,694.8960
G_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 9 21.30% IVADKDYSVTANSK 78 91 25.8 28.2 20.1 1 0 0 1,510.7748
G_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 9 21.30% FIIPQIVK 120 127 20.1 25.0 0.0 2 0 0 957.6133
G_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 9 21.30% VIGSGCNLDSAR 159 170 71.6 26.6 61.8 2 0 0 1,248.6002
G_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 9 21.30% MVVESAYEVIK 234 244 52.8 27.4 44.9 1 0 0 1,267.6602
G_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 6 9 21.30% SADTLWDIQK 320 329 35.4 28.8 22.3 1 0 0 1,176.5897
G_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 19.20% LIAPVAEEEATVPNNK 8 23 85.5 26.8 77.2 2 0 0 1,694.8960
G_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 19.20% IVVVTAGVRQQEGESR 92 107 25.8 26.9 18.7 0 2 0 1,727.9399
G_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 19.20% VIGSGCNLDSAR 159 170 70.6 26.6 63.6 2 0 0 1,248.6002
G_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 19.20% MVVESAYEVIK 234 244 62.2 27.1 48.0 2 0 0 1,283.6552
G_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 19.20% GLTSVINQK 300 308 51.4 29.1 31.9 2 0 0 959.5521
G_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 3 6.29% MVVESAYEVIK 234 244 26.1 27.1 21.3 1 0 0 1,283.6552
G_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 3 6.29% SADTLWDIQK 320 329 41.6 28.8 29.1 2 0 0 1,176.5897
H_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 18.90% LIAPVAEEEATVPNNK 8 23 53.9 26.8 45.9 2 0 0 1,694.8960
H_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 18.90% IVVVTAGVR 92 100 41.7 25.0 40.1 2 0 0 913.5829
H_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 18.90% FIIPQIVK 120 127 18.6 25.0 0.0 1 0 0 957.6133
H_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 18.90% MVVESAYEVIK 234 244 70.1 27.1 56.8 2 0 0 1,267.6602
H_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 18.90% GLTSVINQK 300 308 32.4 27.8 18.9 1 0 0 959.5521
H_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 18.90% SADTLWDIQK 320 329 28.7 28.2 25.4 1 0 0 1,176.5897
H_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 3 7.19% LIAPVAEEEATVPNNK 8 23 59.5 26.5 50.7 2 0 0 1,694.8960
H_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 3 7.19% FIIPQIVK 120 127 22.1 25.0 4.8 1 0 0 957.6133
I_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 8 10.50% LIAPVAEEEATVPNNK 8 23 60.9 26.8 53.4 2 0 0 1,694.8960
I_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 8 10.50% FIIPQIVK 120 127 19.2 25.0 1.8 2 0 0 957.6133
I_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 8 10.50% MVVESAYEVIK 234 244 68.2 27.1 58.7 4 0 0 1,267.6602
J_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 3 6 8.08% LIAPVAEEEATVPNNK 8 23 57.0 26.7 46.7 2 0 0 1,694.8960
J_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 3 6 8.08% MVVESAYEVIK 234 244 40.7 27.4 30.6 4 0 0 1,283.6552
K_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 14.10% LIAPVAEEEATVPNNK 8 23 60.0 26.7 50.0 2 0 0 1,694.8960
K_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 14.10% IVVVTAGVR 92 100 44.1 25.0 31.0 2 0 0 913.5829
K_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 14.10% VIGSGCNLDSAR 159 170 47.7 26.6 44.9 1 0 0 1,248.6002
K_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 14.10% SADTLWDIQK 320 329 64.8 27.6 48.0 2 0 0 1,176.5897
L_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 8 25.40% LIAPVAEEEATVPNNK 8 23 79.4 26.7 75.3 2 0 0 1,694.8960
L_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 8 25.40% IVADKDYSVTANSK 78 91 21.6 27.9 12.0 0 2 0 1,510.7748
L_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 8 25.40% QQEGESRLNLVQR 101 113 23.8 27.8 17.0 0 1 0 1,556.8140
L_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 8 25.40% VIGSGCNLDSAR 159 170 59.8 26.6 54.5 2 0 0 1,248.6002
L_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 8 25.40% MVVESAYEVIK 234 244 72.3 27.4 59.0 2 0 0 1,267.6602
L_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 8 25.40% GLTSVINQK 300 308 42.5 29.1 22.0 1 0 0 959.5521
L_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 8 25.40% SADTLWDIQK 320 329 34.9 28.7 27.6 1 0 0 1,176.5897
L_07 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 7 13.20% LIAPVAEEEATVPNNK 8 23 68.1 26.6 57.8 2 0 0 1,694.8960
L_07 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 7 13.20% FIIPQIVK 120 127 22.0 25.0 0.0 1 0 0 957.6133
L_07 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 7 13.20% MVVESAYEVIK 234 244 53.3 27.1 45.1 3 0 0 1,283.6552
L_07 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 7 13.20% GLTSVINQK 300 308 43.5 28.8 17.6 1 0 0 959.5521



L_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 10.20% LIAPVAEEEATVPNNK 8 23 45.5 26.5 39.7 2 0 0 1,694.8960
L_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 10.20% FIIPQIVK 120 127 20.0 25.0 2.4 2 0 0 957.6133
L_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 10.20% SADTLWDIQK 320 329 27.4 28.8 16.0 1 0 0 1,176.5897
L_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 10.80% LIAPVAEEEATVPNNK 8 23 56.4 26.5 47.5 2 0 0 1,694.8960
L_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 10.80% MVVESAYEVIK 234 244 49.9 27.1 44.7 2 0 0 1,283.6552
L_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 10.80% GLTSVINQK 300 308 49.1 29.1 32.4 2 0 0 959.5521
L_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 18.90% LIAPVAEEEATVPNNK 8 23 73.5 26.8 64.3 1 0 0 1,694.8960
L_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 18.90% IVADKDYSVTANSK 78 91 22.9 27.9 13.3 0 1 0 1,510.7748
L_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 18.90% MVVESAYEVIK 234 244 57.4 27.4 48.8 2 0 0 1,267.6602
L_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 18.90% GLTSVINQK 300 308 52.9 29.1 28.4 1 0 0 959.5521
L_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 18.90% SADTLWDIQK 320 329 41.1 28.8 31.5 2 0 0 1,176.5897
L_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 6 6 9 18.90% SADTLWDIQKDLK 320 332 53.4 28.7 39.0 2 0 0 1,532.7958
L_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 13.80% LIAPVAEEEATVPNNK 8 23 53.8 26.5 45.4 1 0 0 1,694.8960
L_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 13.80% MVVESAYEVIK 234 244 46.5 27.4 33.7 2 0 0 1,267.6602
L_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 13.80% GLTSVINQK 300 308 58.9 29.1 33.1 2 0 0 959.5521
L_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 13.80% SADTLWDIQK 320 329 42.5 28.8 27.5 2 0 0 1,176.5897
L_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 8 13.50% LIAPVAEEEATVPNNK 8 23 55.2 26.6 44.1 2 0 0 1,694.8960
L_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 8 13.50% FIIPQIVK 120 127 21.6 25.0 0.0 1 0 0 957.6133
L_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 8 13.50% MVVESAYEVIK 234 244 36.7 27.0 28.9 3 0 0 1,283.6552
L_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 8 13.50% SADTLWDIQK 320 329 43.1 28.7 27.1 2 0 0 1,176.5897
L_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 10.50% LIAPVAEEEATVPNNK 8 23 69.5 26.6 65.3 2 0 0 1,694.8960
L_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 10.50% IVVVTAGVR 92 100 32.9 25.0 26.8 1 0 0 913.5829
L_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 10.50% SADTLWDIQK 320 329 48.4 28.8 33.8 2 0 0 1,176.5897
L_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 14.10% LIAPVAEEEATVPNNK 8 23 73.5 26.6 62.5 2 0 0 1,694.8960
L_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 14.10% FIIPQIVK 120 127 20.4 25.0 0.0 1 0 0 957.6133
L_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 14.10% VIGSGCNLDSAR 159 170 20.5 26.8 15.2 1 0 0 1,248.6002
L_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 14.10% MVVESAYEVIK 234 244 42.2 27.1 36.6 2 0 0 1,283.6552
L_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 7.78% LIAPVAEEEATVPNNK 8 23 56.1 26.9 45.2 2 0 0 1,694.8960
L_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 7.78% SADTLWDIQK 320 329 57.3 28.8 38.1 2 0 0 1,176.5897
M_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 14.10% LIAPVAEEEATVPNNK 8 23 64.0 26.9 49.8 2 0 0 1,694.8960
M_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 14.10% FIIPQIVK 120 127 20.5 25.0 0.0 2 0 0 957.6133
M_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 14.10% VIGSGCNLDSAR 159 170 24.1 26.6 19.5 1 0 0 1,248.6002
M_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 14.10% MVVESAYEVIK 234 244 53.5 27.3 40.1 2 0 0 1,267.6602
M_07 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 3 10.80% LIAPVAEEEATVPNNK 8 23 38.8 26.6 30.2 1 0 0 1,694.8960
M_07 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 3 10.80% MVVESAYEVIK 234 244 32.3 26.9 25.5 1 0 0 1,283.6552
M_07 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 3 10.80% GLTSVINQK 300 308 30.8 27.8 17.3 1 0 0 959.5521
M_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 6 12.30% LIAPVAEEEATVPNNK 8 23 40.7 26.5 26.7 2 0 0 1,694.8960
M_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 6 12.30% IVADKDYSVTANSK 78 91 26.6 27.4 12.2 0 1 0 1,510.7748
M_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 6 12.30% MVVESAYEVIK 234 244 45.2 27.4 39.4 3 0 0 1,267.6602
M_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 7 10.80% LIAPVAEEEATVPNNK 8 23 52.0 26.5 44.1 2 0 0 1,694.8960
M_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 7 10.80% MVVESAYEVIK 234 244 59.8 27.1 48.0 4 0 0 1,283.6552
M_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 7 10.80% GLTSVINQK 300 308 44.9 27.8 31.9 1 0 0 959.5521
M_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 3 5 8.08% LIAPVAEEEATVPNNK 8 23 39.4 26.8 35.9 1 0 0 1,694.8960
M_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 3 5 8.08% MVVESAYEVIK 234 244 44.0 27.2 36.6 4 0 0 1,283.6552
M_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 10.80% LIAPVAEEEATVPNNK 8 23 71.5 26.6 61.2 2 0 0 1,694.8960
M_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 10.80% MVVESAYEVIK 234 244 34.1 26.7 28.4 1 0 0 1,283.6552
M_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 10.80% GLTSVINQK 300 308 31.2 27.8 9.7 2 0 0 959.5521
M_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 13.20% LIAPVAEEEATVPNNK 8 23 49.5 26.7 42.1 2 0 0 1,694.8960
M_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 13.20% FIIPQIVK 120 127 20.5 25.0 0.0 1 0 0 957.6133
M_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 13.20% MVVESAYEVIK 234 244 61.7 27.2 53.3 2 0 0 1,283.6552
M_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 13.20% GLTSVINQK 300 308 42.8 27.8 30.7 2 0 0 959.5521
M_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 3 7.49% LIAPVAEEEATVPNNK 8 23 71.0 26.6 53.4 2 0 0 1,694.8960
M_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 3 7.49% GLTSVINQK 300 308 36.8 27.8 11.9 1 0 0 959.5521
N_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 8.08% LIAPVAEEEATVPNNK 8 23 45.1 26.6 31.7 2 0 0 1,694.8960
N_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 8.08% MVVESAYEVIK 234 244 39.7 27.1 30.0 2 0 0 1,283.6552
N_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 3 8.08% LIAPVAEEEATVPNNK 8 23 29.0 26.5 16.5 1 0 0 1,694.8960
N_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 3 8.08% MVVESAYEVIK 234 244 54.5 27.0 47.4 2 0 0 1,283.6552
N_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 10.80% LIAPVAEEEATVPNNK 8 23 44.5 26.9 32.5 2 0 0 1,694.8960
N_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 10.80% MVVESAYEVIK 234 244 36.4 27.4 29.1 2 0 0 1,283.6552
N_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 6 10.80% GLTSVINQK 300 308 31.0 28.8 15.7 2 0 0 959.5521
O_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 9 13.80% LIAPVAEEEATVPNNK 8 23 46.5 26.7 43.2 2 0 0 1,694.8960
O_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 9 13.80% IVVVTAGVR 92 100 52.6 25.0 45.0 2 0 0 913.5829
O_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 9 13.80% MVVESAYEVIK 234 244 57.4 27.1 49.4 3 0 0 1,283.6552
O_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 9 13.80% SADTLWDIQK 320 329 35.4 28.6 25.3 2 0 0 1,176.5897
O_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 7 10.80% LIAPVAEEEATVPNNK 8 23 38.6 26.5 38.2 2 0 0 1,694.8960
O_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 7 10.80% MVVESAYEVIK 234 244 34.3 27.4 26.1 3 0 0 1,283.6552
O_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 7 10.80% GLTSVINQK 300 308 27.6 28.8 13.5 2 0 0 959.5521
O_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 2 6.29% MVVESAYEVIK 234 244 25.5 26.9 18.4 1 0 0 1,283.6552
O_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 2 6.29% SADTLWDIQK 320 329 29.1 28.7 22.8 1 0 0 1,176.5897
P_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.90% LIAPVAEEEATVPNNK 8 23 33.1 26.5 23.7 2 0 0 1,694.8960
P_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.90% IVADKDYSVTANSK 78 91 29.8 27.8 24.0 1 0 0 1,510.7748
P_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.90% VIGSGCNLDSAR 159 170 33.1 27.0 27.3 1 0 0 1,248.6002
P_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.90% MVVESAYEVIK 234 244 24.7 26.9 18.5 2 0 0 1,267.6602
P_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 7 18.90% LKDDEVAQLK 309 318 32.6 28.6 23.4 2 0 0 1,158.6367
P_07 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 2 5.99% MVVESAYEVIK 234 244 34.1 27.1 28.6 1 0 0 1,283.6552
P_07 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 2 5.99% GLTSVINQK 300 308 36.6 28.8 21.5 1 0 0 959.5521
P_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 8.08% LIAPVAEEEATVPNNK 8 23 44.6 26.6 34.3 2 0 0 1,694.8960
P_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 8.08% MVVESAYEVIK 234 244 58.2 27.1 44.6 2 0 0 1,283.6552
P_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 2 7.78% LIAPVAEEEATVPNNK 8 23 47.5 26.6 41.5 1 0 0 1,694.8960
P_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 2 7.78% LKDDEVAQLK 309 318 44.4 28.6 20.1 1 0 0 1,158.6367
P_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 11.70% LIAPVAEEEATVPNNK 8 23 45.8 26.8 40.2 2 0 0 1,694.8960
P_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 11.70% VIGSGCNLDSAR 159 170 29.2 27.0 25.0 2 0 0 1,248.6002
P_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 4 11.70% MVVESAYEVIK 234 244 35.4 27.1 19.6 2 0 0 1,283.6552
Q_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 17.70% LIAPVAEEEATVPNNK 8 23 66.8 26.6 51.6 2 0 0 1,694.8960
Q_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 17.70% VIGSGCNLDSAR 159 170 20.3 27.0 16.9 1 0 0 1,248.6002
Q_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 17.70% MVVESAYEVIK 234 244 52.8 26.9 39.8 2 0 0 1,267.6602
Q_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 17.70% LKDDEVAQLK 309 318 47.2 28.7 32.6 2 0 0 1,158.6367
Q_06 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 8 17.70% SADTLWDIQK 320 329 40.6 28.5 29.2 2 0 0 1,176.5897
Q_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 3 7.49% IVADKDYSVTANSK 78 91 25.7 27.9 16.0 0 1 0 1,510.7748
Q_08 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 2 3 7.49% MVVESAYEVIK 234 244 28.5 27.0 18.9 2 0 0 1,283.6552
Q_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 10.80% LIAPVAEEEATVPNNK 8 23 46.4 26.6 33.3 1 0 0 1,694.8960
Q_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 10.80% IVVVTAGVR 92 100 33.3 25.0 15.6 2 0 0 913.5829
Q_09 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 3 5 10.80% MVVESAYEVIK 234 244 33.2 27.4 27.9 2 0 0 1,283.6552
Q_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 8 15.00% LIAPVAEEEATVPNNK 8 23 53.2 26.5 42.7 2 0 0 1,694.8960
Q_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 8 15.00% IVADKDYSVTANSK 78 91 37.7 28.1 29.7 1 2 0 1,510.7748
Q_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 8 15.00% IVVVTAGVR 92 100 43.2 25.0 28.6 2 0 0 913.5829
Q_10 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 8 15.00% MVVESAYEVIK 234 244 29.9 27.4 16.7 1 0 0 1,267.6602
Q_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 9 18.90% LIAPVAEEEATVPNNK 8 23 56.0 26.8 48.7 2 0 0 1,694.8960
Q_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 9 18.90% IVADKDYSVTANSK 78 91 62.9 27.9 54.4 2 0 0 1,510.7748
Q_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 9 18.90% VIGSGCNLDSAR 159 170 47.9 26.8 41.0 2 0 0 1,248.6002
Q_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 9 18.90% MVVESAYEVIK 234 244 56.5 27.4 50.3 3 0 0 1,283.6552
Q_11 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 5 9 18.90% SADTLWDIQK 320 329 54.0 28.6 43.7 2 0 0 1,176.5897
Q_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 6 15.00% LIAPVAEEEATVPNNK 8 23 39.7 26.8 25.2 1 0 0 1,694.8960
Q_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 6 15.00% IVADKDYSVTANSK 78 91 24.6 27.9 13.5 0 1 0 1,510.7748
Q_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 6 15.00% MVVESAYEVIK 234 244 32.3 27.1 29.8 2 0 0 1,283.6552
Q_12 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 4 4 6 15.00% GLTSVINQK 300 308 27.8 28.8 17.4 2 0 0 959.5521
Q_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 9 18.30% LIAPVAEEEATVPNNK 8 23 56.7 26.9 48.4 2 0 0 1,694.8960
Q_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 9 18.30% IVADKDYSVTANSK 78 91 29.6 27.8 21.4 0 2 0 1,510.7748
Q_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 9 18.30% MVVESAYEVIK 234 244 43.7 27.4 36.0 1 0 0 1,283.6552
Q_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 9 18.30% LKDDEVAQLK 309 318 42.6 28.6 28.8 2 0 0 1,158.6367
Q_13 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 5 5 9 18.30% SADTLWDIQK 320 329 45.5 28.6 24.1 2 0 0 1,176.5897
Q_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 6 15.90% LIAPVAEEEATVPNNK 8 23 69.7 26.5 67.5 2 0 0 1,694.8960



Q_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 6 15.90% IVADKDYSVTANSK 78 91 25.7 27.9 20.8 1 1 0 1,510.7748
Q_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 6 15.90% VIGSGCNLDSAR 159 170 47.7 26.9 40.9 2 0 0 1,248.6002
Q_14 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 3 4 6 15.90% MVVESAYEVIK 234 244 50.7 27.1 43.1 2 0 0 1,283.6552
Q_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 3 5 12.60% LIAPVAEEEATVPNNK 8 23 41.3 26.8 25.8 2 0 0 1,694.8960
Q_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 3 5 12.60% IVADKDYSVTANSK 78 91 52.0 27.9 43.6 2 1 0 1,510.7748
Q_15 L‐lactate dehydrogenase B chain LDHB_HUMAN 36,639 2 3 5 12.60% VIGSGCNLDSAR 159 170 49.5 26.7 48.3 2 0 0 1,248.6002
A_22 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 3 3 5 4.07% NVVALDTEVASNR 428 440 62.0 27.8 54.0 2 0 0 1,387.7175
A_22 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 3 3 5 4.07% IYWSDLSQR 441 449 25.8 26.7 17.2 1 0 0 1,167.5793
A_22 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 3 3 5 4.07% AHGVSSYDTVISR 459 471 24.1 28.0 21.2 0 2 0 1,391.6913
B_22 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 2 2 3 2.56% NVVALDTEVASNR 428 440 74.1 27.4 67.9 1 0 0 1,387.7175
B_22 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 2 2 3 2.56% IYWSDLSQR 441 449 40.6 26.7 27.7 2 0 0 1,167.5793
C_22 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 5 6 10 7.21% CQCEEGFQLDPHTK 377 390 24.1 25.0 15.6 0 1 0 1,748.7370
C_22 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 5 6 10 7.21% NVVALDTEVASNR 428 440 84.3 27.8 74.8 2 0 0 1,387.7175
C_22 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 5 6 10 7.21% IYWSDLSQR 441 449 45.3 26.8 32.3 2 0 0 1,167.5793
C_22 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 5 6 10 7.21% AHGVSSYDTVISR 459 471 36.0 27.9 23.8 2 2 0 1,391.6913
C_22 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 5 6 10 7.21% FTCACPDGMLLAR 694 706 27.3 25.0 27.3 1 0 0 1,527.6755
I_19 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 3 3 5 4.07% NVVALDTEVASNR 428 440 78.3 27.8 72.3 2 0 0 1,387.7175
I_19 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 3 3 5 4.07% IYWSDLSQR 441 449 37.1 26.7 26.5 2 0 0 1,167.5793
I_19 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 3 3 5 4.07% AHGVSSYDTVISR 459 471 22.5 28.0 14.5 0 1 0 1,391.6913
J_18 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 2 2 3 2.56% NVVALDTEVASNR 428 440 73.7 27.2 68.4 2 0 0 1,387.7175
J_18 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 2 2 3 2.56% IYWSDLSQR 441 449 42.3 26.0 28.7 1 0 0 1,167.5793
K_18 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 2 2 4 2.56% NVVALDTEVASNR 428 440 70.5 27.8 65.0 2 0 0 1,387.7175
K_18 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 2 2 4 2.56% IYWSDLSQR 441 449 34.8 26.9 25.3 2 0 0 1,167.5793
O_13 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 3 3 4 3.84% SEYTSLIPNLR 417 427 25.8 28.6 15.3 1 0 0 1,292.6845
O_13 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 3 3 4 3.84% NVVALDTEVASNR 428 440 79.8 27.6 79.2 2 0 0 1,387.7175
O_13 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 3 3 4 3.84% IYWSDLSQR 441 449 26.1 26.3 17.1 1 0 0 1,167.5793
P_13 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 2 2 3 2.56% NVVALDTEVASNR 428 440 84.3 27.8 73.0 2 0 0 1,387.7175
P_13 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 2 2 3 2.56% IYWSDLSQR 441 449 32.8 26.5 23.1 1 0 0 1,167.5793
Q_13 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 2 2 3 2.56% NVVALDTEVASNR 428 440 73.5 27.8 69.2 2 0 0 1,387.7175
Q_13 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 2 2 3 2.56% IYWSDLSQR 441 449 23.4 26.3 14.9 1 0 0 1,167.5793
Q_14 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 2 2 3 2.56% NVVALDTEVASNR 428 440 72.2 27.8 63.9 2 0 0 1,387.7175
Q_14 Low‐density lipoprotein receptor LDLR_HUMAN 95,375 2 2 3 2.56% IYWSDLSQR 441 449 21.6 26.3 18.3 1 0 0 1,167.5793
A_03 Galectin‐1 LEG1_HUMAN 14,716 4 5 13 37.80% DSNNLCLHFNPR 38 49 49.5 25.0 33.0 2 2 0 1,486.6856
A_03 Galectin‐1 LEG1_HUMAN 14,716 4 5 13 37.80% FNAHGDANTIVCNSK 50 64 76.3 25.0 70.0 3 0 0 1,647.7544
A_03 Galectin‐1 LEG1_HUMAN 14,716 4 5 13 37.80% LPDGYEFK 101 108 45.9 25.5 31.8 4 0 0 968.4725
A_03 Galectin‐1 LEG1_HUMAN 14,716 4 5 13 37.80% LNLEAINYMAADGDFK 113 128 60.7 26.3 46.2 2 0 0 1,800.8475
A_04 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% DSNNLCLHFNPR 38 49 26.9 25.0 21.1 0 1 0 1,486.6856
A_04 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% FNAHGDANTIVCNSK 50 64 58.5 25.0 53.0 2 0 0 1,647.7544
A_04 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% LPDGYEFK 101 108 30.6 25.0 27.5 2 0 0 968.4725
A_05 Galectin‐1 LEG1_HUMAN 14,716 3 4 6 25.90% DSNNLCLHFNPR 38 49 44.0 25.0 33.4 2 1 0 1,486.6856
A_05 Galectin‐1 LEG1_HUMAN 14,716 3 4 6 25.90% FNAHGDANTIVCNSK 50 64 64.1 25.0 57.4 2 0 0 1,647.7544
A_05 Galectin‐1 LEG1_HUMAN 14,716 3 4 6 25.90% LPDGYEFK 101 108 23.2 25.6 16.3 1 0 0 968.4725
A_06 Galectin‐1 LEG1_HUMAN 14,716 2 2 3 20.00% DSNNLCLHFNPR 38 49 14.9 25.0 10.5 0 1 0 1,486.6856
A_06 Galectin‐1 LEG1_HUMAN 14,716 2 2 3 20.00% FNAHGDANTIVCNSK 50 64 45.6 25.0 36.5 2 0 0 1,647.7544
B_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 9 25.90% DSNNLCLHFNPR 38 49 19.0 25.0 18.4 0 1 0 1,486.6856
B_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 9 25.90% FNAHGDANTIVCNSK 50 64 50.4 25.0 48.4 3 1 0 1,647.7544
B_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 9 25.90% LPDGYEFK 101 108 26.3 25.6 16.5 4 0 0 968.4725
B_05 Galectin‐1 LEG1_HUMAN 14,716 2 4 7 20.00% DSNNLCLHFNPR 38 49 44.9 25.0 27.1 1 2 0 1,486.6856
B_05 Galectin‐1 LEG1_HUMAN 14,716 2 4 7 20.00% FNAHGDANTIVCNSK 50 64 73.1 25.0 73.1 2 2 0 1,647.7544
B_06 Galectin‐1 LEG1_HUMAN 14,716 3 4 6 25.90% DSNNLCLHFNPR 38 49 21.3 25.0 12.4 0 1 0 1,486.6856
B_06 Galectin‐1 LEG1_HUMAN 14,716 3 4 6 25.90% FNAHGDANTIVCNSK 50 64 52.0 25.0 42.5 2 1 0 1,647.7544
B_06 Galectin‐1 LEG1_HUMAN 14,716 3 4 6 25.90% LPDGYEFK 101 108 23.5 25.0 12.6 2 0 0 968.4725
C_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 9 25.90% DSNNLCLHFNPR 38 49 37.5 25.0 20.2 2 1 0 1,486.6856
C_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 9 25.90% FNAHGDANTIVCNSK 50 64 51.2 25.0 45.8 3 0 0 1,647.7544
C_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 9 25.90% LPDGYEFK 101 108 43.1 25.5 30.9 3 0 0 968.4725
C_04 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% DSNNLCLHFNPR 38 49 45.6 25.0 34.0 2 0 0 1,486.6856
C_04 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% FNAHGDANTIVCNSK 50 64 39.9 25.0 35.7 2 0 0 1,647.7544
C_04 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% LPDGYEFK 101 108 23.3 25.5 21.0 1 0 0 968.4725
C_05 Galectin‐1 LEG1_HUMAN 14,716 2 3 6 20.00% DSNNLCLHFNPR 38 49 54.5 25.0 47.8 2 2 0 1,486.6856
C_05 Galectin‐1 LEG1_HUMAN 14,716 2 3 6 20.00% FNAHGDANTIVCNSK 50 64 56.3 25.0 47.9 2 0 0 1,647.7544
C_06 Galectin‐1 LEG1_HUMAN 14,716 2 2 3 20.00% DSNNLCLHFNPR 38 49 18.4 25.0 14.9 0 2 0 1,486.6856
C_06 Galectin‐1 LEG1_HUMAN 14,716 2 2 3 20.00% FNAHGDANTIVCNSK 50 64 26.0 25.0 26.0 1 0 0 1,647.7544
D_05 Galectin‐1 LEG1_HUMAN 14,716 4 7 11 37.80% DSNNLCLHFNPR 38 49 43.5 25.0 31.7 2 1 0 1,486.6856
D_05 Galectin‐1 LEG1_HUMAN 14,716 4 7 11 37.80% FNAHGDANTIVCNSK 50 64 29.6 25.0 26.7 2 1 0 1,647.7544
D_05 Galectin‐1 LEG1_HUMAN 14,716 4 7 11 37.80% LPDGYEFK 101 108 32.2 25.0 27.0 1 0 0 968.4725
D_05 Galectin‐1 LEG1_HUMAN 14,716 4 7 11 37.80% LNLEAINYMAADGDFK 113 128 112.0 25.4 100.0 2 2 0 1,800.8475
E_05 Galectin‐1 LEG1_HUMAN 14,716 2 2 3 17.80% LPDGYEFK 101 108 37.4 25.0 36.1 2 0 0 968.4725
E_05 Galectin‐1 LEG1_HUMAN 14,716 2 2 3 17.80% LNLEAINYMAADGDFK 113 128 80.3 25.4 74.0 1 0 0 1,800.8475
F_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 6 25.90% DSNNLCLHFNPR 38 49 31.0 25.0 9.3 2 0 0 1,486.6856
F_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 6 25.90% FNAHGDANTIVCNSK 50 64 51.4 25.0 45.5 2 1 0 1,647.7544
F_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 6 25.90% LPDGYEFK 101 108 18.2 25.0 10.8 1 0 0 968.4725
F_04 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% DSNNLCLHFNPR 38 49 47.7 25.0 31.8 2 0 0 1,486.6856
F_04 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% FNAHGDANTIVCNSK 50 64 66.5 25.0 58.0 2 2 0 1,647.7544
F_04 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% LPDGYEFK 101 108 27.6 25.0 15.8 2 0 0 968.4725
F_05 Galectin‐1 LEG1_HUMAN 14,716 3 4 7 25.90% DSNNLCLHFNPR 38 49 39.3 25.0 36.2 2 0 0 1,486.6856
F_05 Galectin‐1 LEG1_HUMAN 14,716 3 4 7 25.90% FNAHGDANTIVCNSK 50 64 64.5 25.0 62.8 2 1 0 1,647.7544
F_05 Galectin‐1 LEG1_HUMAN 14,716 3 4 7 25.90% LPDGYEFK 101 108 26.8 25.0 24.6 2 0 0 968.4725
F_06 Galectin‐1 LEG1_HUMAN 14,716 2 3 5 17.00% FNAHGDANTIVCNSK 50 64 51.7 25.0 43.2 2 1 0 1,647.7544
F_06 Galectin‐1 LEG1_HUMAN 14,716 2 3 5 17.00% LPDGYEFK 101 108 26.0 25.6 17.6 2 0 0 968.4725
F_07 Galectin‐1 LEG1_HUMAN 14,716 2 3 5 17.00% FNAHGDANTIVCNSK 50 64 36.6 25.0 33.0 2 1 0 1,647.7544
F_07 Galectin‐1 LEG1_HUMAN 14,716 2 3 5 17.00% LPDGYEFK 101 108 28.9 25.0 24.3 2 0 0 968.4725
F_11 Galectin‐1 LEG1_HUMAN 14,716 2 2 2 20.00% DSNNLCLHFNPR 38 49 17.0 25.0 9.9 0 1 0 1,486.6856
F_11 Galectin‐1 LEG1_HUMAN 14,716 2 2 2 20.00% FNAHGDANTIVCNSK 50 64 23.7 25.0 14.7 0 1 0 1,647.7544
G_04 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% DSNNLCLHFNPR 38 49 27.1 25.0 23.1 2 0 0 1,486.6856
G_04 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% FNAHGDANTIVCNSK 50 64 49.3 25.0 41.0 2 0 0 1,647.7544
G_04 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% LPDGYEFK 101 108 20.8 25.2 11.4 1 0 0 968.4725
G_05 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% DSNNLCLHFNPR 38 49 41.0 25.0 20.2 2 0 0 1,486.6856
G_05 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% FNAHGDANTIVCNSK 50 64 55.9 25.0 49.1 2 2 0 1,647.7544
G_05 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% LPDGYEFK 101 108 25.3 25.0 19.6 2 0 0 968.4725
G_06 Galectin‐1 LEG1_HUMAN 14,716 2 3 5 17.00% FNAHGDANTIVCNSK 50 64 37.8 25.0 37.8 2 1 0 1,647.7544
G_06 Galectin‐1 LEG1_HUMAN 14,716 2 3 5 17.00% LPDGYEFK 101 108 26.2 25.1 22.2 2 0 0 968.4725
G_07 Galectin‐1 LEG1_HUMAN 14,716 2 2 2 17.00% FNAHGDANTIVCNSK 50 64 28.5 25.0 24.2 0 1 0 1,647.7544
G_07 Galectin‐1 LEG1_HUMAN 14,716 2 2 2 17.00% LPDGYEFK 101 108 25.2 25.2 19.7 1 0 0 968.4725
H_02 Galectin‐1 LEG1_HUMAN 14,716 3 5 8 25.90% DSNNLCLHFNPR 38 49 43.5 25.0 35.2 2 1 0 1,486.6856
H_02 Galectin‐1 LEG1_HUMAN 14,716 3 5 8 25.90% FNAHGDANTIVCNSK 50 64 32.2 25.0 30.8 2 1 0 1,647.7544
H_02 Galectin‐1 LEG1_HUMAN 14,716 3 5 8 25.90% LPDGYEFK 101 108 42.0 25.0 36.1 2 0 0 968.4725
H_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% DSNNLCLHFNPR 38 49 52.7 25.0 43.1 2 0 0 1,486.6856
H_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% FNAHGDANTIVCNSK 50 64 65.2 25.0 62.2 2 2 0 1,647.7544
H_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% LPDGYEFK 101 108 35.4 25.0 26.2 2 0 0 968.4725
I_02 Galectin‐1 LEG1_HUMAN 14,716 2 3 5 14.80% DSNNLCLHFNPR 38 49 40.4 25.0 23.0 2 1 0 1,486.6856
I_02 Galectin‐1 LEG1_HUMAN 14,716 2 3 5 14.80% LPDGYEFK 101 108 40.0 25.1 30.8 2 0 0 968.4725
I_03 Galectin‐1 LEG1_HUMAN 14,716 4 6 10 28.90% DSNNLCLHFNPR 38 49 55.9 25.0 33.7 2 2 0 1,486.6856
I_03 Galectin‐1 LEG1_HUMAN 14,716 4 6 10 28.90% FNAHGDANTIVCNSK 50 64 36.9 25.0 33.0 1 2 0 1,647.7544
I_03 Galectin‐1 LEG1_HUMAN 14,716 4 6 10 28.90% LPDGYEFK 101 108 38.9 25.0 33.9 2 0 0 968.4725
I_03 Galectin‐1 LEG1_HUMAN 14,716 4 6 10 28.90% LPDGYEFKFPNR 101 112 20.7 27.1 11.9 0 1 0 1,482.7377
J_03 Galectin‐1 LEG1_HUMAN 14,716 3 3 8 25.90% DSNNLCLHFNPR 38 49 52.5 25.0 36.1 2 0 0 1,486.6856
J_03 Galectin‐1 LEG1_HUMAN 14,716 3 3 8 25.90% FNAHGDANTIVCNSK 50 64 30.6 25.0 29.0 2 0 0 1,647.7544
J_03 Galectin‐1 LEG1_HUMAN 14,716 3 3 8 25.90% LPDGYEFK 101 108 37.6 25.0 33.9 4 0 0 968.4725
K_03 Galectin‐1 LEG1_HUMAN 14,716 4 6 16 28.90% DSNNLCLHFNPR 38 49 53.6 25.0 41.0 2 1 0 1,486.6856
K_03 Galectin‐1 LEG1_HUMAN 14,716 4 6 16 28.90% FNAHGDANTIVCNSK 50 64 39.8 25.0 32.8 4 3 0 1,647.7544
K_03 Galectin‐1 LEG1_HUMAN 14,716 4 6 16 28.90% LPDGYEFK 101 108 37.9 25.0 33.3 5 0 0 968.4725
K_03 Galectin‐1 LEG1_HUMAN 14,716 4 6 16 28.90% LPDGYEFKFPNR 101 112 18.9 26.8 18.9 0 1 0 1,482.7377



K_04 Galectin‐1 LEG1_HUMAN 14,716 3 4 6 25.90% DSNNLCLHFNPR 38 49 27.0 25.0 22.6 0 2 0 1,486.6856
K_04 Galectin‐1 LEG1_HUMAN 14,716 3 4 6 25.90% FNAHGDANTIVCNSK 50 64 32.6 25.0 24.7 2 1 0 1,647.7544
K_04 Galectin‐1 LEG1_HUMAN 14,716 3 4 6 25.90% LPDGYEFK 101 108 21.8 25.0 21.2 1 0 0 968.4725
L_02 Galectin‐1 LEG1_HUMAN 14,716 4 4 6 28.90% DSNNLCLHFNPR 38 49 62.1 25.0 42.9 2 0 0 1,486.6856
L_02 Galectin‐1 LEG1_HUMAN 14,716 4 4 6 28.90% FNAHGDANTIVCNSK 50 64 67.3 25.4 63.3 2 0 0 1,647.7544
L_02 Galectin‐1 LEG1_HUMAN 14,716 4 4 6 28.90% LPDGYEFK 101 108 42.5 25.1 36.3 1 0 0 968.4725
L_02 Galectin‐1 LEG1_HUMAN 14,716 4 4 6 28.90% LPDGYEFKFPNR 101 112 26.5 26.9 22.8 1 0 0 1,482.7377
L_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% DSNNLCLHFNPR 38 49 23.0 25.0 20.9 0 2 0 1,486.6856
L_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% FNAHGDANTIVCNSK 50 64 78.9 25.0 77.5 2 2 0 1,647.7544
L_03 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% LPDGYEFK 101 108 37.0 25.0 27.5 2 0 0 968.4725
M_02 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% DSNNLCLHFNPR 38 49 40.7 25.0 24.0 2 2 0 1,486.6856
M_02 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% FNAHGDANTIVCNSK 50 64 61.3 25.0 56.3 2 0 0 1,647.7544
M_02 Galectin‐1 LEG1_HUMAN 14,716 3 4 8 25.90% LPDGYEFK 101 108 25.8 25.1 25.8 2 0 0 968.4725
M_03 Galectin‐1 LEG1_HUMAN 14,716 3 3 6 25.90% DSNNLCLHFNPR 38 49 35.4 25.0 27.6 2 0 0 1,486.6856
M_03 Galectin‐1 LEG1_HUMAN 14,716 3 3 6 25.90% FNAHGDANTIVCNSK 50 64 26.9 25.0 26.7 2 0 0 1,647.7544
M_03 Galectin‐1 LEG1_HUMAN 14,716 3 3 6 25.90% LPDGYEFK 101 108 30.5 25.0 27.3 2 0 0 968.4725
M_09 Galectin‐1 LEG1_HUMAN 14,716 2 2 2 14.80% DSNNLCLHFNPR 38 49 20.2 25.0 13.6 0 1 0 1,486.6856
M_09 Galectin‐1 LEG1_HUMAN 14,716 2 2 2 14.80% LPDGYEFK 101 108 24.4 25.0 23.1 1 0 0 968.4725
N_02 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% DSNNLCLHFNPR 38 49 40.2 25.2 26.2 2 0 0 1,486.6856
N_02 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% FNAHGDANTIVCNSK 50 64 46.4 25.2 44.8 2 0 0 1,647.7544
N_02 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% LPDGYEFK 101 108 25.2 26.1 21.9 1 0 0 968.4725
N_03 Galectin‐1 LEG1_HUMAN 14,716 2 3 6 20.00% DSNNLCLHFNPR 38 49 37.5 25.2 30.0 2 0 0 1,486.6856
N_03 Galectin‐1 LEG1_HUMAN 14,716 2 3 6 20.00% FNAHGDANTIVCNSK 50 64 35.0 25.3 29.6 2 2 0 1,647.7544
O_02 Galectin‐1 LEG1_HUMAN 14,716 2 2 4 14.80% DSNNLCLHFNPR 38 49 32.8 25.0 26.0 2 0 0 1,486.6856
O_02 Galectin‐1 LEG1_HUMAN 14,716 2 2 4 14.80% LPDGYEFK 101 108 24.4 25.1 23.0 2 0 0 968.4725
P_02 Galectin‐1 LEG1_HUMAN 14,716 3 5 8 25.90% DSNNLCLHFNPR 38 49 50.8 25.2 41.6 2 2 0 1,486.6856
P_02 Galectin‐1 LEG1_HUMAN 14,716 3 5 8 25.90% FNAHGDANTIVCNSK 50 64 66.9 25.3 62.9 2 1 0 1,647.7544
P_02 Galectin‐1 LEG1_HUMAN 14,716 3 5 8 25.90% LPDGYEFK 101 108 25.2 25.0 22.7 1 0 0 968.4725
P_03 Galectin‐1 LEG1_HUMAN 14,716 2 3 5 20.00% DSNNLCLHFNPR 38 49 39.2 25.4 34.5 2 0 0 1,486.6856
P_03 Galectin‐1 LEG1_HUMAN 14,716 2 3 5 20.00% FNAHGDANTIVCNSK 50 64 32.4 25.1 27.8 2 1 0 1,647.7544
Q_02 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% DSNNLCLHFNPR 38 49 43.6 25.2 34.7 2 0 0 1,486.6856
Q_02 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% FNAHGDANTIVCNSK 50 64 56.5 25.2 55.2 2 0 0 1,647.7544
Q_02 Galectin‐1 LEG1_HUMAN 14,716 3 3 5 25.90% LPDGYEFK 101 108 22.7 25.0 22.7 1 0 0 968.4725
Q_03 Galectin‐1 LEG1_HUMAN 14,716 2 4 7 20.00% DSNNLCLHFNPR 38 49 40.7 25.2 31.7 2 1 0 1,486.6856
Q_03 Galectin‐1 LEG1_HUMAN 14,716 2 4 7 20.00% FNAHGDANTIVCNSK 50 64 36.2 25.0 35.4 2 2 0 1,647.7544
A_08 Galectin‐3 LEG3_HUMAN 26,153 3 3 6 14.80% MLITILGTVKPNANR 130 144 27.3 25.0 13.1 0 2 0 1,656.9468
A_08 Galectin‐3 LEG3_HUMAN 26,153 3 3 6 14.80% GNDVAFHFNPR 152 162 56.2 25.1 45.8 2 0 0 1,273.6072
A_08 Galectin‐3 LEG3_HUMAN 26,153 3 3 6 14.80% IQVLVEPDHFK 200 210 33.6 26.4 33.6 2 0 0 1,324.7261
A_09 Galectin‐3 LEG3_HUMAN 26,153 2 3 4 11.60% MLITILGTVKPNANR 130 144 41.2 25.2 27.8 1 2 0 1,656.9468
A_09 Galectin‐3 LEG3_HUMAN 26,153 2 3 4 11.60% VAVNDAHLLQYNHR 211 224 17.4 29.0 17.0 0 1 0 1,649.8506
B_08 Galectin‐3 LEG3_HUMAN 26,153 3 3 3 14.80% MLITILGTVKPNANR 130 144 44.4 25.2 26.0 0 1 0 1,656.9468
B_08 Galectin‐3 LEG3_HUMAN 26,153 3 3 3 14.80% GNDVAFHFNPR 152 162 31.1 25.2 20.6 1 0 0 1,273.6072
B_08 Galectin‐3 LEG3_HUMAN 26,153 3 3 3 14.80% IQVLVEPDHFK 200 210 43.4 26.4 41.5 1 0 0 1,324.7261
H_07 Galectin‐3 LEG3_HUMAN 26,153 3 3 6 14.80% MLITILGTVKPNANR 130 144 40.8 25.0 23.0 0 2 0 1,656.9468
H_07 Galectin‐3 LEG3_HUMAN 26,153 3 3 6 14.80% GNDVAFHFNPR 152 162 57.1 25.3 46.3 2 0 0 1,273.6072
H_07 Galectin‐3 LEG3_HUMAN 26,153 3 3 6 14.80% IQVLVEPDHFK 200 210 37.2 26.4 28.8 2 0 0 1,324.7261
J_07 Galectin‐3 LEG3_HUMAN 26,153 2 2 3 10.40% MLITILGTVKPNANR 130 144 22.6 25.0 7.5 0 1 0 1,656.9468
J_07 Galectin‐3 LEG3_HUMAN 26,153 2 2 3 10.40% GNDVAFHFNPR 152 162 35.7 25.0 31.2 2 0 0 1,273.6072
K_07 Galectin‐3 LEG3_HUMAN 26,153 3 3 4 14.80% MLITILGTVKPNANR 130 144 26.9 25.0 16.4 0 1 0 1,656.9468
K_07 Galectin‐3 LEG3_HUMAN 26,153 3 3 4 14.80% GNDVAFHFNPR 152 162 36.1 25.0 25.7 2 0 0 1,273.6072
K_07 Galectin‐3 LEG3_HUMAN 26,153 3 3 4 14.80% IQVLVEPDHFK 200 210 23.8 26.4 18.3 1 0 0 1,324.7261
Q_05 Galectin‐3 LEG3_HUMAN 26,153 2 3 3 11.60% MLITILGTVKPNANR 130 144 40.1 25.0 40.1 1 1 0 1,656.9468
Q_05 Galectin‐3 LEG3_HUMAN 26,153 2 3 3 11.60% VAVNDAHLLQYNHR 211 224 34.4 29.0 27.9 0 1 0 1,649.8506
A_06 Lactoylglutathione lyase LGUL_HUMAN 20,779 2 2 2 9.24% VLGMTLIQK 52 60 39.3 25.5 27.9 1 0 0 1,018.5968
A_06 Lactoylglutathione lyase LGUL_HUMAN 20,779 2 2 2 9.24% RFEELGVK 141 148 32.4 26.8 14.4 1 0 0 977.5415
A_07 Lactoylglutathione lyase LGUL_HUMAN 20,779 3 3 5 14.70% DFLLQQTMLR 29 38 48.5 27.8 24.4 2 0 0 1,280.6670
A_07 Lactoylglutathione lyase LGUL_HUMAN 20,779 3 3 5 14.70% VLGMTLIQK 52 60 27.2 25.5 20.5 1 0 0 1,018.5968
A_07 Lactoylglutathione lyase LGUL_HUMAN 20,779 3 3 5 14.70% RFEELGVK 141 148 44.0 26.9 24.7 2 0 0 977.5415
B_06 Lactoylglutathione lyase LGUL_HUMAN 20,779 3 3 6 14.10% DFLLQQTMLR 29 38 50.2 27.8 25.5 2 0 0 1,280.6670
B_06 Lactoylglutathione lyase LGUL_HUMAN 20,779 3 3 6 14.10% SLDFYTR 45 51 34.1 25.0 27.6 2 0 0 901.4414
B_06 Lactoylglutathione lyase LGUL_HUMAN 20,779 3 3 6 14.10% VLGMTLIQK 52 60 32.4 25.5 22.6 2 0 0 1,018.5968
B_07 Lactoylglutathione lyase LGUL_HUMAN 20,779 2 3 5 10.30% DFLLQQTMLR 29 38 53.4 27.5 32.8 4 0 0 1,280.6670
B_07 Lactoylglutathione lyase LGUL_HUMAN 20,779 2 3 5 10.30% VLGMTLIQK 52 60 25.6 25.5 14.6 1 0 0 1,018.5968
C_06 Lactoylglutathione lyase LGUL_HUMAN 20,779 2 2 4 9.24% VLGMTLIQK 52 60 31.0 25.5 23.2 2 0 0 1,018.5968
C_06 Lactoylglutathione lyase LGUL_HUMAN 20,779 2 2 4 9.24% RFEELGVK 141 148 29.6 27.7 7.4 2 0 0 977.5415
D_11 Lactoylglutathione lyase LGUL_HUMAN 20,779 5 5 7 23.90% DFLLQQTMLR 29 38 55.0 27.4 37.8 2 0 0 1,280.6670
D_11 Lactoylglutathione lyase LGUL_HUMAN 20,779 5 5 7 23.90% KSLDFYTR 44 51 20.1 25.9 14.6 1 0 0 1,029.5364
D_11 Lactoylglutathione lyase LGUL_HUMAN 20,779 5 5 7 23.90% SLDFYTR 45 51 23.6 25.0 17.6 2 0 0 901.4414
D_11 Lactoylglutathione lyase LGUL_HUMAN 20,779 5 5 7 23.90% VLGMTLIQK 52 60 38.8 25.0 24.3 1 0 0 1,018.5968
D_11 Lactoylglutathione lyase LGUL_HUMAN 20,779 5 5 7 23.90% GFGHIGIAVPDVYSACK 124 140 26.0 27.8 20.2 0 1 0 1,790.8896
F_08 Lactoylglutathione lyase LGUL_HUMAN 20,779 2 2 4 10.30% DFLLQQTMLR 29 38 45.1 27.6 23.9 2 0 0 1,280.6670
F_08 Lactoylglutathione lyase LGUL_HUMAN 20,779 2 2 4 10.30% VLGMTLIQK 52 60 51.6 25.9 38.8 2 0 0 1,002.6018
F_09 Lactoylglutathione lyase LGUL_HUMAN 20,779 3 5 10 14.10% DFLLQQTMLR 29 38 60.7 27.8 41.1 4 0 0 1,280.6670
F_09 Lactoylglutathione lyase LGUL_HUMAN 20,779 3 5 10 14.10% VLGMTLIQK 52 60 54.5 25.9 38.9 4 0 0 1,002.6018
F_09 Lactoylglutathione lyase LGUL_HUMAN 20,779 3 5 10 14.10% CDFPIMK 61 67 23.1 25.0 5.7 2 0 0 910.4163
F_10 Lactoylglutathione lyase LGUL_HUMAN 20,779 2 2 4 10.30% DFLLQQTMLR 29 38 60.1 27.8 38.6 2 0 0 1,280.6670
F_10 Lactoylglutathione lyase LGUL_HUMAN 20,779 2 2 4 10.30% VLGMTLIQK 52 60 57.7 25.9 45.3 2 0 0 1,002.6018
G_09 Lactoylglutathione lyase LGUL_HUMAN 20,779 3 3 6 14.10% DFLLQQTMLR 29 38 50.2 27.6 24.9 2 0 0 1,280.6670
G_09 Lactoylglutathione lyase LGUL_HUMAN 20,779 3 3 6 14.10% VLGMTLIQK 52 60 49.1 25.0 45.3 2 0 0 1,002.6018
G_09 Lactoylglutathione lyase LGUL_HUMAN 20,779 3 3 6 14.10% CDFPIMK 61 67 30.0 25.0 5.6 2 0 0 926.4112
M_05 Lactoylglutathione lyase LGUL_HUMAN 20,779 2 2 3 10.30% DFLLQQTMLR 29 38 40.7 27.7 14.9 2 0 0 1,280.6670
M_05 Lactoylglutathione lyase LGUL_HUMAN 20,779 2 2 3 10.30% VLGMTLIQK 52 60 28.9 26.2 13.8 1 0 0 1,018.5968
A_19 LIM domain and actin‐binding protein 1 LIMA1_HUMAN 85,226 2 2 3 2.90% ISANENSLAVR 325 335 47.3 28.2 35.7 2 0 0 1,173.6221
A_19 LIM domain and actin‐binding protein 1 LIMA1_HUMAN 85,226 2 2 3 2.90% VGVLAASMEAK 501 511 36.1 28.5 28.0 1 0 0 1,091.5766
B_19 LIM domain and actin‐binding protein 1 LIMA1_HUMAN 85,226 2 2 3 2.90% ISANENSLAVR 325 335 47.7 28.2 35.4 2 0 0 1,173.6221
B_19 LIM domain and actin‐binding protein 1 LIMA1_HUMAN 85,226 2 2 3 2.90% VGVLAASMEAK 501 511 27.0 28.5 19.6 1 0 0 1,091.5766
B_11 LIM and senescent cell antigen‐like‐containing domain protein 1 LIMS1_HUMAN 37,251 2 2 3 8.62% NDPYHPDHFNCANCGK 151 166 16.4 25.0 16.4 0 1 0 1,945.7706
B_11 LIM and senescent cell antigen‐like‐containing domain protein 1 LIMS1_HUMAN 37,251 2 2 3 8.62% VIEGDVVSALNK 258 269 88.1 28.1 71.0 2 0 0 1,243.6893
A_12 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.80% LNEAKEEFTSGGPLGQK 72 88 26.7 28.4 21.4 0 1 0 1,804.9078
A_12 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.80% TAPYVVTGSVDQTVK 391 405 62.3 27.9 53.4 2 0 0 1,564.8218
A_13 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 6 10.70% SNGYEEAYSVFK 21 32 60.3 25.0 60.3 2 0 0 1,393.6269
A_13 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 6 10.70% LNEAKEEFTSGGPLGQK 72 88 32.7 28.5 13.9 0 2 0 1,804.9078
A_13 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 6 10.70% TAPYVVTGSVDQTVK 391 405 77.8 27.7 74.8 2 0 0 1,564.8218
A_28 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.80% LNEAKEEFTSGGPLGQK 72 88 24.4 28.4 14.4 0 1 0 1,804.9078
A_28 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.80% TAPYVVTGSVDQTVK 391 405 54.9 27.7 51.0 2 0 0 1,564.8218
A_29 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.80% LNEAKEEFTSGGPLGQK 72 88 19.4 28.4 13.5 0 1 0 1,804.9078
A_29 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.80% TAPYVVTGSVDQTVK 391 405 61.6 28.0 55.5 2 0 0 1,564.8218
A_30 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 5 11.70% LNEAKEEFTSGGPLGQK 72 88 33.0 28.3 11.5 0 2 0 1,804.9078
A_30 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 5 11.70% GHTDSVQDISFDHSGK 148 163 21.1 25.0 12.2 0 1 0 1,729.7778
A_30 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 5 11.70% TAPYVVTGSVDQTVK 391 405 64.9 27.7 58.3 2 0 0 1,564.8218
A_31 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.80% LNEAKEEFTSGGPLGQK 72 88 18.4 28.5 0.0 0 1 0 1,804.9078
A_31 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.80% TAPYVVTGSVDQTVK 391 405 77.8 27.7 73.5 2 0 0 1,564.8218
A_32 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.56% GHTDSVQDISFDHSGK 148 163 22.0 25.0 20.6 0 1 0 1,729.7778
A_32 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.56% TAPYVVTGSVDQTVK 391 405 50.5 27.7 43.5 2 0 0 1,564.8218
B_13 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.80% LNEAKEEFTSGGPLGQK 72 88 28.8 28.5 20.7 0 1 0 1,804.9078
B_13 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.80% TAPYVVTGSVDQTVK 391 405 79.6 27.7 73.6 2 0 0 1,564.8218
B_29 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 5 10.70% EAELDVNEELDKK 34 46 22.8 26.9 15.8 0 1 0 1,531.7488
B_29 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 5 10.70% GHTDSVQDISFDHSGK 148 163 31.1 25.0 28.3 0 2 0 1,729.7778
B_29 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 5 10.70% TAPYVVTGSVDQTVK 391 405 52.5 27.3 45.2 2 0 0 1,564.8218
B_32 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 5 10.70% EAELDVNEELDKK 34 46 18.8 26.6 5.1 0 1 0 1,531.7488
B_32 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 5 10.70% GHTDSVQDISFDHSGK 148 163 26.1 25.0 26.1 0 2 0 1,729.7778
B_32 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 5 10.70% TAPYVVTGSVDQTVK 391 405 63.0 27.3 59.2 2 0 0 1,564.8218



C_12 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 6 11.00% SNGYEEAYSVFKK 21 33 25.6 25.8 23.0 0 2 0 1,521.7219
C_12 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 6 11.00% LNEAKEEFTSGGPLGQK 72 88 31.8 28.1 27.6 0 2 0 1,804.9078
C_12 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 6 11.00% TAPYVVTGSVDQTVK 391 405 83.3 27.7 74.5 2 0 0 1,564.8218
C_13 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 2 7.80% LNEAKEEFTSGGPLGQK 72 88 21.3 28.3 15.0 0 1 0 1,804.9078
C_13 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 2 7.80% TAPYVVTGSVDQTVK 391 405 54.3 27.7 46.1 1 0 0 1,564.8218
F_15 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 4 9.76% GHTDSVQDISFDHSGK 148 163 37.4 25.0 31.2 0 2 0 1,729.7778
F_15 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 4 9.76% FILSCADDK 352 360 23.8 25.0 5.9 1 0 0 1,068.5032
F_15 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 4 9.76% TAPYVVTGSVDQTVK 391 405 63.3 27.7 56.2 1 0 0 1,564.8218
H_21 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 6.83% SNGYEEAYSVFKK 21 33 19.0 26.2 13.2 0 1 0 1,521.7219
H_21 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 6.83% TAPYVVTGSVDQTVK 391 405 44.4 27.3 33.9 2 0 0 1,564.8218
H_24 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 5 9.76% GHTDSVQDISFDHSGK 148 163 40.5 25.0 38.4 0 2 0 1,729.7778
H_24 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 5 9.76% FILSCADDK 352 360 23.9 25.0 12.4 1 0 0 1,068.5032
H_24 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 3 3 5 9.76% TAPYVVTGSVDQTVK 391 405 60.9 28.0 53.4 2 0 0 1,564.8218
I_11 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 4 7.80% LNEAKEEFTSGGPLGQK 72 88 26.6 28.5 11.4 0 2 0 1,804.9078
I_11 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 4 7.80% TAPYVVTGSVDQTVK 391 405 74.4 27.3 64.3 2 0 0 1,564.8218
I_24 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 6.83% SNGYEEAYSVFKK 21 33 28.1 26.4 25.7 0 1 0 1,521.7219
I_24 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 6.83% TAPYVVTGSVDQTVK 391 405 43.4 27.6 36.3 2 0 0 1,564.8218
K_23 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.80% LNEAKEEFTSGGPLGQK 72 88 31.4 28.7 17.4 0 1 0 1,804.9078
K_23 Platelet‐activating factor acetylhydrolase IB subunit alpha LIS1_HUMAN 46,637 2 2 3 7.80% TAPYVVTGSVDQTVK 391 405 44.4 27.3 38.3 2 0 0 1,564.8218
A_16 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 2 2 4 4.26% SAYEFSETESMLK 231 243 76.0 25.0 76.0 2 0 0 1,537.6727
A_16 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 2 2 4 4.26% EDDLNSFNATDLK 481 493 36.3 25.0 31.5 2 0 0 1,481.6756
A_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 5 6 9 10.60% GSPMEISLPIALSK 84 97 33.6 28.2 29.4 1 0 0 1,458.7875
A_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 5 6 9 10.60% SSALQWLTPEQTSGK 113 127 38.6 28.3 32.5 1 0 0 1,632.8229
A_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 5 6 9 10.60% ELVALMSAIR 166 175 62.3 27.6 48.0 3 0 0 1,118.6239
A_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 5 6 9 10.60% SAYEFSETESMLK 231 243 75.2 25.0 63.7 2 0 0 1,537.6727
A_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 5 6 9 10.60% EDDLNSFNATDLK 481 493 78.8 25.0 67.8 2 0 0 1,481.6756
B_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 13 14.60% PEIVDTCSLASPASVCR 2 18 117.0 25.5 117.0 2 0 0 1,861.8784
B_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 13 14.60% GSPMEISLPIALSK 84 97 37.3 28.1 20.9 2 0 0 1,458.7875
B_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 13 14.60% SSALQWLTPEQTSGK 113 127 53.3 28.2 52.6 2 0 0 1,632.8229
B_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 13 14.60% ELVALMSAIR 166 175 75.7 28.0 60.9 2 0 0 1,102.6289
B_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 13 14.60% SAYEFSETESMLK 231 243 72.3 25.0 70.0 2 0 0 1,537.6727
B_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 13 14.60% TFGETHPFTK 356 365 24.4 27.1 16.2 1 0 0 1,164.5685
B_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 13 14.60% WEDAIPLALK 548 557 33.1 25.8 18.0 2 0 0 1,155.6410
C_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 12 13.60% SSALQWLTPEQTSGK 113 127 29.4 28.2 29.4 2 0 0 1,632.8229
C_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 12 13.60% AILPCQDTPSVK 143 154 28.9 27.9 26.7 1 0 0 1,328.6881
C_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 12 13.60% LTYTAEVSVPK 155 165 57.8 27.8 46.7 2 0 0 1,207.6569
C_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 12 13.60% ELVALMSAIR 166 175 41.6 28.0 34.3 2 0 0 1,102.6289
C_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 12 13.60% TLVWSEKEQVEK 219 230 43.4 28.1 35.6 2 0 0 1,475.7741
C_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 12 13.60% SAYEFSETESMLK 231 243 59.4 25.0 59.4 2 0 0 1,537.6727
C_17 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 7 7 12 13.60% TFGETHPFTK 356 365 31.6 27.2 26.5 1 0 0 1,164.5685
D_23 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 8 9 15 15.70% TLTGTAALTVQSQEDNLR 34 51 80.1 27.6 75.2 2 2 0 1,917.9878
D_23 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 8 9 15 15.70% AILPCQDTPSVK 143 154 23.6 27.8 16.3 2 0 0 1,328.6881
D_23 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 8 9 15 15.70% LTYTAEVSVPK 155 165 71.8 27.8 63.5 2 0 0 1,207.6569
D_23 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 8 9 15 15.70% ELVALMSAIR 166 175 53.3 27.2 46.2 2 0 0 1,118.6239
D_23 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 8 9 15 15.70% SAYEFSETESMLK 231 243 53.4 25.0 47.1 2 0 0 1,537.6727
D_23 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 8 9 15 15.70% EDDLNSFNATDLK 481 493 46.3 25.0 30.2 1 0 0 1,481.6756
D_23 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 8 9 15 15.70% APLPLGHIK 511 519 21.7 25.0 16.2 1 0 0 945.5882
D_23 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 8 9 15 15.70% WEDAIPLALK 548 557 29.8 25.8 17.5 1 0 0 1,155.6410
F_16 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 4 4 7 8.51% TLTGTAALTVQSQEDNLR 34 51 47.1 27.6 41.3 0 2 0 1,917.9878
F_16 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 4 4 7 8.51% LTYTAEVSVPK 155 165 56.7 28.1 44.1 2 0 0 1,207.6569
F_16 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 4 4 7 8.51% ELVALMSAIR 166 175 93.3 28.0 78.0 2 0 0 1,102.6289
F_16 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 4 4 7 8.51% EDDLNSFNATDLK 481 493 39.4 25.0 34.9 1 0 0 1,481.6756
L_10 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 6 7 12 13.30% TLTGTAALTVQSQEDNLR 34 51 101.0 27.5 90.8 2 0 0 1,917.9878
L_10 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 6 7 12 13.30% GSPMEISLPIALSK 84 97 44.2 28.2 38.4 1 0 0 1,458.7875
L_10 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 6 7 12 13.30% LTYTAEVSVPK 155 165 59.8 28.2 49.0 2 0 0 1,207.6569
L_10 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 6 7 12 13.30% TLVWSEKEQVEK 219 230 39.0 28.4 34.5 2 0 0 1,475.7741
L_10 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 6 7 12 13.30% SAYEFSETESMLK 231 243 70.0 25.0 70.0 4 0 0 1,537.6727
L_10 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 6 7 12 13.30% ASMHPVTAMLVGK 594 606 28.3 28.2 23.9 0 1 0 1,373.6917
M_10 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 2 3 3 5.07% TLTGTAALTVQSQEDNLR 34 51 76.9 27.3 70.0 1 1 0 1,917.9878
M_10 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 2 3 3 5.07% SAYEFSETESMLK 231 243 49.6 25.0 48.2 1 0 0 1,537.6727
O_10 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 2 3 3 5.07% TLTGTAALTVQSQEDNLR 34 51 71.0 27.6 55.9 1 1 0 1,917.9878
O_10 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 2 3 3 5.07% SAYEFSETESMLK 231 243 48.1 25.0 44.8 1 0 0 1,537.6727
P_09 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 2 2 2 4.75% TLTGTAALTVQSQEDNLR 34 51 60.9 27.1 60.9 1 0 0 1,917.9878
P_09 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 2 2 2 4.75% LTYTAEVSVPK 155 165 43.6 27.6 34.8 1 0 0 1,207.6569
Q_09 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 3 4 6 6.87% TLTGTAALTVQSQEDNLR 34 51 101.0 27.6 85.9 1 2 0 1,917.9878
Q_09 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 3 4 6 6.87% LTYTAEVSVPK 155 165 46.4 28.2 39.0 2 0 0 1,207.6569
Q_09 Leukotriene A‐4 hydrolase LKHA4_HUMAN 69,287 3 4 6 6.87% SAYEFSETESMLK 231 243 61.9 25.0 53.9 1 0 0 1,537.6727
A_09 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 2 2 2 6.74% DRLVPGPVFGSK 140 151 29.9 27.8 26.0 1 0 0 1,271.7108
A_09 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 2 2 2 6.74% WTELAGCTADFR 196 207 20.8 25.0 20.8 1 0 0 1,426.6421
B_09 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 3 3 6 8.43% WTELAGCTADFR 196 207 42.7 25.0 42.7 2 0 0 1,426.6421
B_09 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 3 3 6 8.43% DHDTFLAVR 210 218 28.6 26.8 20.0 2 0 0 1,073.5375
B_09 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 3 3 6 8.43% NCIDITGVR 238 246 43.8 28.0 27.4 2 0 0 1,047.5253
C_09 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 3 3 5 8.43% DRLVPGPVFGSK 140 151 39.8 28.3 36.7 2 0 0 1,271.7108
C_09 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 3 3 5 8.43% DHDTFLAVR 210 218 30.3 26.1 18.1 1 0 0 1,073.5375
C_09 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 3 3 5 8.43% NCIDITGVR 238 246 46.4 27.0 29.6 2 0 0 1,047.5253
D_14 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 3 3 4 8.43% WTELAGCTADFR 196 207 37.2 25.0 37.2 1 0 0 1,426.6421
D_14 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 3 3 4 8.43% DHDTFLAVR 210 218 29.6 26.1 24.5 1 0 0 1,073.5375
D_14 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 3 3 4 8.43% NCIDITGVR 238 246 43.5 27.3 30.4 2 0 0 1,047.5253
F_11 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 2 2 4 5.90% DRLVPGPVFGSK 140 151 52.0 27.9 45.5 2 0 0 1,271.7108
F_11 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 2 2 4 5.90% NCIDITGVR 238 246 58.9 27.5 37.7 2 0 0 1,047.5253
G_10 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 2 2 3 5.06% DHDTFLAVR 210 218 28.1 27.7 26.9 1 0 0 1,073.5375
G_10 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 2 2 3 5.06% NCIDITGVR 238 246 37.0 28.0 9.5 2 0 0 1,047.5253
G_11 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 4 4 7 8.43% DRLVPGPVFGSK 140 151 39.9 27.7 33.8 2 0 0 1,271.7108
G_11 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 4 4 7 8.43% LVPGPVFGSK 142 151 27.7 28.6 22.5 1 0 0 1,000.5827
G_11 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 4 4 7 8.43% DHDTFLAVR 210 218 39.8 27.2 30.9 2 0 0 1,073.5375
G_11 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 4 4 7 8.43% NCIDITGVR 238 246 65.2 27.8 41.5 2 0 0 1,047.5253
I_08 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 3 3 4 9.27% DRLVPGPVFGSK 140 151 26.9 27.9 24.4 1 0 0 1,271.7108
I_08 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 3 3 4 9.27% WTELAGCTADFR 196 207 22.2 25.0 15.0 2 0 0 1,426.6421
I_08 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 3 3 4 9.27% NCIDITGVR 238 246 19.9 28.3 9.4 1 0 0 1,047.5253
K_08 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 2 2 2 5.90% DRLVPGPVFGSK 140 151 23.2 28.0 18.5 1 0 0 1,271.7108
K_08 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 2 2 2 5.90% NCIDITGVR 238 246 25.6 28.3 11.6 1 0 0 1,047.5253
O_06 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 2 2 3 5.90% WTELAGCTADFR 196 207 49.7 25.0 45.4 1 0 0 1,426.6421
O_06 Vesicular integral‐membrane protein VIP36 LMAN2_HUMAN 40,215 2 2 3 5.90% NCIDITGVR 238 246 40.2 28.3 21.9 2 0 0 1,047.5253
A_05 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 3.77% QNGDDPLLTYR 472 482 21.2 27.3 13.9 1 0 0 1,291.6279
A_05 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 3.77% TALINSTGEEVAMR 528 541 50.2 27.9 38.7 2 0 0 1,507.7422
A_06 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 2 3.46% LQEKEDLQELNDR 29 41 22.1 27.1 11.3 1 0 0 1,629.8081
A_06 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 2 3.46% ITESEEVVSR 63 72 60.6 27.6 53.5 1 0 0 1,148.5793
A_07 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 7 7.38% SGAQASSTPLSPTR 12 25 51.4 27.3 42.4 2 0 0 1,359.6863
A_07 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 7 7.38% LKDLEALLNSK 134 144 31.9 26.1 21.2 1 0 0 1,243.7258
A_07 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 7 7.38% DLEALLNSK 136 144 51.8 28.5 37.9 2 0 0 1,002.5467
A_07 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 7 7.38% EAALSTALSEKR 145 156 27.2 27.8 22.1 1 0 0 1,275.6903
A_07 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 7 7.38% LQTMKEELDFQK 197 208 30.2 27.3 25.4 1 0 0 1,525.7570
A_16 Prelamin‐A/C LMNA_HUMAN 74,141 12 12 21 18.70% SGAQASSTPLSPTR 12 25 49.5 27.3 42.0 2 0 0 1,359.6863
A_16 Prelamin‐A/C LMNA_HUMAN 74,141 12 12 21 18.70% LQEKEDLQELNDR 29 41 22.9 27.4 22.6 1 0 0 1,629.8081
A_16 Prelamin‐A/C LMNA_HUMAN 74,141 12 12 21 18.70% ITESEEVVSR 63 72 41.6 27.6 37.5 2 0 0 1,148.5793
A_16 Prelamin‐A/C LMNA_HUMAN 74,141 12 12 21 18.70% LKDLEALLNSK 134 144 31.4 26.1 22.7 2 0 0 1,243.7258
A_16 Prelamin‐A/C LMNA_HUMAN 74,141 12 12 21 18.70% DLEALLNSK 136 144 37.8 27.7 28.0 2 0 0 1,002.5467
A_16 Prelamin‐A/C LMNA_HUMAN 74,141 12 12 21 18.70% LADALQELR 241 249 74.0 26.8 37.1 2 0 0 1,028.5736
A_16 Prelamin‐A/C LMNA_HUMAN 74,141 12 12 21 18.70% NSNLVGAAHEELQQSR 281 296 27.6 27.3 24.6 0 2 0 1,752.8623
A_16 Prelamin‐A/C LMNA_HUMAN 74,141 12 12 21 18.70% IDSLSAQLSQLQK 299 311 63.9 27.5 31.1 2 0 0 1,430.7851
A_16 Prelamin‐A/C LMNA_HUMAN 74,141 12 12 21 18.70% VAVEEVDEEGK 440 450 81.8 25.9 72.8 2 0 0 1,203.5740
A_16 Prelamin‐A/C LMNA_HUMAN 74,141 12 12 21 18.70% AQNTWGCGNSLR 516 527 55.0 25.0 51.2 2 0 0 1,363.6172



A_16 Prelamin‐A/C LMNA_HUMAN 74,141 12 12 21 18.70% TALINSTGEEVAMR 528 541 72.8 27.4 63.8 1 0 0 1,507.7422
A_16 Prelamin‐A/C LMNA_HUMAN 74,141 12 12 21 18.70% TALINSTGEEVAMRK 528 542 18.4 28.5 11.5 0 1 0 1,635.8372
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% SGAQASSTPLSPTR 12 25 56.9 27.2 52.6 2 0 0 1,359.6863
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% LQEKEDLQELNDR 29 41 52.8 27.4 43.2 2 0 0 1,629.8081
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% EDLQELNDR 33 41 46.6 25.0 40.0 2 0 0 1,131.5278
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% ITESEEVVSR 63 72 67.9 27.6 57.1 2 0 0 1,148.5793
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% AAYEAELGDARK 79 90 34.9 27.8 29.0 1 0 0 1,293.6434
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% DLEALLNSK 136 144 53.7 27.7 43.9 2 0 0 1,002.5467
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% EAALSTALSEK 145 155 47.2 28.5 39.6 2 0 0 1,119.5892
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% LEAALGEAK 172 180 21.8 27.7 6.6 1 0 0 901.4990
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% LQTMKEELDFQK 197 208 41.2 27.2 34.7 2 1 0 1,525.7570
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% EELDFQK 202 208 20.1 25.9 4.9 1 0 0 908.4361
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% LADALQELR 241 249 46.9 26.8 17.5 1 0 0 1,028.5736
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% NSNLVGAAHEELQQSR 281 296 77.0 27.5 74.7 2 2 0 1,752.8623
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% IRIDSLSAQLSQLQK 297 311 16.3 25.0 6.0 0 1 0 1,699.9703
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% IDSLSAQLSQLQK 299 311 58.5 26.9 28.5 2 0 0 1,430.7851
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% LRDLEDSLAR 320 329 36.8 28.8 23.9 2 0 0 1,187.6380
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% DLEDSLAR 322 329 31.4 27.2 8.0 2 0 0 918.4528
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% LALDMEIHAYR 367 377 41.7 27.6 41.5 2 0 0 1,347.6727
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% VAVEEVDEEGK 440 450 80.0 25.5 78.8 2 0 0 1,203.5740
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% VAVEEVDEEGKFVR 440 453 76.9 28.4 74.8 2 2 0 1,605.8119
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% SNEDQSMGNWQIK 458 470 63.2 25.0 47.4 2 0 0 1,552.6698
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% QNGDDPLLTYR 472 482 41.3 27.5 33.4 2 0 0 1,291.6279
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% AQNTWGCGNSLR 516 527 52.6 25.0 49.8 2 0 0 1,363.6172
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% TALINSTGEEVAMR 528 541 74.6 27.8 58.6 3 0 0 1,507.7422
A_17 Prelamin‐A/C LMNA_HUMAN 74,141 24 28 49 32.50% TALINSTGEEVAMRK 528 542 44.2 28.5 35.0 2 0 0 1,635.8372
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% SGAQASSTPLSPTR 12 25 52.8 27.3 41.1 2 0 0 1,359.6863
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% LQEKEDLQELNDR 29 41 69.0 27.5 58.9 2 0 0 1,629.8081
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% ITESEEVVSR 63 72 81.3 27.6 62.5 2 0 0 1,148.5793
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% EAALSTALSEK 145 155 43.5 28.6 39.1 1 0 0 1,119.5892
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% LQTMKEELDFQK 197 208 34.1 27.2 27.1 2 0 0 1,525.7570
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% NSNLVGAAHEELQQSR 281 296 80.0 27.5 71.6 2 2 0 1,752.8623
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% IDSLSAQLSQLQK 299 311 71.2 27.4 31.9 2 1 0 1,430.7851
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% LRDLEDSLAR 320 329 25.0 28.3 13.2 1 0 0 1,187.6380
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% VAVEEVDEEGK 440 450 75.4 25.5 75.4 2 0 0 1,203.5740
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% SNEDQSMGNWQIK 458 470 46.9 25.0 38.0 2 0 0 1,552.6698
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% AQNTWGCGNSLR 516 527 55.4 25.0 55.4 2 0 0 1,363.6172
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% TALINSTGEEVAMR 528 541 63.8 27.7 54.1 2 0 0 1,507.7422
A_18 Prelamin‐A/C LMNA_HUMAN 74,141 13 15 27 24.40% TVLCGTCGQPADK 585 597 39.3 25.0 29.5 2 0 0 1,406.6406
A_25 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 4 2.86% ITESEEVVSR 63 72 48.2 27.3 38.7 2 0 0 1,148.5793
A_25 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 4 2.86% LADALQELR 241 249 62.4 26.6 22.3 2 0 0 1,028.5736
B_08 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 6 4.82% LKDLEALLNSK 134 144 55.8 26.6 43.1 2 0 0 1,243.7258
B_08 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 6 4.82% EAALSTALSEK 145 155 31.1 28.5 27.0 2 0 0 1,119.5892
B_08 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 6 4.82% TLEGELHDLR 157 166 38.6 26.6 31.5 2 0 0 1,182.6115
B_15 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 3.92% LQEKEDLQELNDR 29 41 37.0 27.3 20.2 0 2 0 1,629.8081
B_15 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 3.92% IDSLSAQLSQLQK 299 311 52.0 27.5 27.7 1 0 0 1,430.7851
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% SGAQASSTPLSPTR 12 25 48.9 28.1 42.4 2 0 0 1,359.6863
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% LQEKEDLQELNDR 29 41 53.7 27.4 45.3 2 0 0 1,629.8081
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% EDLQELNDR 33 41 36.6 25.0 26.3 2 0 0 1,131.5278
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% SLETENAGLR 51 60 38.2 27.9 20.2 1 0 0 1,089.5535
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% ITESEEVVSR 63 72 47.2 27.6 39.5 2 0 0 1,148.5793
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% AAYEAELGDARK 79 90 24.1 27.7 14.6 2 0 0 1,293.6434
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% EGDLIAAQAR 124 133 58.2 27.3 0.0 1 0 0 1,043.5481
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% EAALSTALSEK 145 155 44.2 28.8 38.3 2 0 0 1,119.5892
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% TLEGELHDLR 157 166 40.2 26.9 36.0 2 0 0 1,182.6115
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% LQTMKEELDFQK 197 208 46.5 27.2 39.0 2 0 0 1,525.7570
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% EELDFQK 202 208 33.1 25.7 11.7 2 0 0 908.4361
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% LADALQELR 241 249 67.3 26.5 33.8 2 0 0 1,028.5736
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% NSNLVGAAHEELQQSR 281 296 41.2 27.4 41.2 2 2 0 1,752.8623
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% IRIDSLSAQLSQLQK 297 311 40.5 25.0 26.2 0 2 0 1,699.9703
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% IDSLSAQLSQLQK 299 311 56.0 27.5 29.1 2 0 0 1,430.7851
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% LALDMEIHAYR 367 377 49.0 27.5 43.2 2 0 0 1,347.6727
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% VAVEEVDEEGK 440 450 75.7 25.8 65.1 2 0 0 1,203.5740
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% VAVEEVDEEGKFVR 440 453 57.6 28.6 51.7 2 2 0 1,605.8119
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% SNEDQSMGNWQIK 458 470 69.4 25.0 62.4 2 0 0 1,552.6698
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% QNGDDPLLTYR 472 482 38.2 27.3 35.4 2 0 0 1,291.6279
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% AQNTWGCGNSLR 516 527 51.6 25.0 51.6 2 0 0 1,363.6172
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% TALINSTGEEVAMR 528 541 88.4 27.4 83.8 4 2 0 1,507.7422
B_17 Prelamin‐A/C LMNA_HUMAN 74,141 23 27 52 32.80% TALINSTGEEVAMRK 528 542 40.9 28.6 31.2 2 0 0 1,635.8372
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% LQEKEDLQELNDR 29 41 72.7 27.4 62.0 2 0 0 1,629.8081
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% ITESEEVVSR 63 72 64.4 27.8 54.2 2 0 0 1,148.5793
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% AAYEAELGDAR 79 89 64.4 26.5 50.4 2 0 0 1,165.5484
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% DLEALLNSK 136 144 33.6 27.7 23.4 2 0 0 1,002.5467
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% LQTMKEELDFQK 197 208 29.2 27.4 20.2 1 0 0 1,525.7570
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% NSNLVGAAHEELQQSR 281 296 46.0 27.4 41.6 2 2 0 1,752.8623
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% IDSLSAQLSQLQK 299 311 63.0 27.5 36.0 2 0 0 1,430.7851
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% DLEDSLAR 322 329 23.5 26.9 14.9 1 0 0 918.4528
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% VAVEEVDEEGK 440 450 47.7 25.9 42.6 2 0 0 1,203.5740
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% SNEDQSMGNWQIK 458 470 55.1 25.0 49.2 1 0 0 1,552.6698
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% AQNTWGCGNSLR 516 527 51.7 25.0 51.7 2 0 0 1,363.6172
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% TALINSTGEEVAMR 528 541 72.7 27.9 61.6 2 0 0 1,507.7422
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% TALINSTGEEVAMRK 528 542 23.7 28.4 15.7 0 1 0 1,635.8372
B_18 Prelamin‐A/C LMNA_HUMAN 74,141 14 15 26 25.60% ASASGSGAQVGGPISSGSSASSVTVTR 598 624 76.3 26.9 64.0 0 2 0 2,365.1589
B_19 Prelamin‐A/C LMNA_HUMAN 74,141 6 6 10 14.60% ITESEEVVSR 63 72 58.2 28.0 44.2 2 0 0 1,148.5793
B_19 Prelamin‐A/C LMNA_HUMAN 74,141 6 6 10 14.60% NSNLVGAAHEELQQSR 281 296 31.0 27.4 25.7 0 2 0 1,752.8623
B_19 Prelamin‐A/C LMNA_HUMAN 74,141 6 6 10 14.60% IDSLSAQLSQLQK 299 311 66.7 27.4 41.1 2 0 0 1,430.7851
B_19 Prelamin‐A/C LMNA_HUMAN 74,141 6 6 10 14.60% TALINSTGEEVAMR 528 541 56.0 27.8 44.3 1 0 0 1,507.7422
B_19 Prelamin‐A/C LMNA_HUMAN 74,141 6 6 10 14.60% ASASGSGAQVGGPISSGSSASSVTVTR 598 624 44.8 26.9 38.2 0 1 0 2,365.1589
B_19 Prelamin‐A/C LMNA_HUMAN 74,141 6 6 10 14.60% SVGGSGGGSFGDNLVTR 628 644 95.2 26.4 86.3 2 0 0 1,566.7508
C_04 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 3.46% QNGDDPLLTYR 472 482 22.0 27.5 21.4 1 0 0 1,291.6279
C_04 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 3.46% AQNTWGCGNSLR 516 527 21.4 25.0 21.4 2 0 0 1,363.6172
C_06 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 5 5.27% ITESEEVVSR 63 72 87.5 27.3 73.9 2 0 0 1,148.5793
C_06 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 5 5.27% LADALQELR 241 249 66.3 26.8 35.7 2 0 0 1,028.5736
C_06 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 5 5.27% NSNLVGAAHEELQQSR 281 296 19.9 27.1 10.1 0 1 0 1,752.8623
C_07 Prelamin‐A/C LMNA_HUMAN 74,141 8 8 13 12.70% SGAQASSTPLSPTR 12 25 52.3 27.3 34.3 2 0 0 1,359.6863
C_07 Prelamin‐A/C LMNA_HUMAN 74,141 8 8 13 12.70% LRITESEEVVSR 61 72 55.4 28.8 33.4 1 0 0 1,417.7645
C_07 Prelamin‐A/C LMNA_HUMAN 74,141 8 8 13 12.70% ITESEEVVSR 63 72 49.0 27.6 31.7 2 0 0 1,148.5793
C_07 Prelamin‐A/C LMNA_HUMAN 74,141 8 8 13 12.70% AAYEAELGDARK 79 90 27.4 27.9 21.1 1 0 0 1,293.6434
C_07 Prelamin‐A/C LMNA_HUMAN 74,141 8 8 13 12.70% LKDLEALLNSK 134 144 42.2 26.6 34.5 2 0 0 1,243.7258
C_07 Prelamin‐A/C LMNA_HUMAN 74,141 8 8 13 12.70% EAALSTALSEKR 145 156 25.6 27.7 15.6 1 0 0 1,275.6903
C_07 Prelamin‐A/C LMNA_HUMAN 74,141 8 8 13 12.70% LQTMKEELDFQK 197 208 23.9 27.4 15.6 2 0 0 1,525.7570
C_07 Prelamin‐A/C LMNA_HUMAN 74,141 8 8 13 12.70% NIYSEELRETK 209 219 21.8 27.5 15.7 2 0 0 1,381.6958
C_08 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 6 7.08% SGAQASSTPLSPTR 12 25 54.1 27.2 47.8 2 0 0 1,359.6863
C_08 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 6 7.08% ITESEEVVSR 63 72 34.8 27.6 14.8 2 0 0 1,148.5793
C_08 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 6 7.08% AAYEAELGDARK 79 90 32.6 27.8 24.1 1 0 0 1,293.6434
C_08 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 6 7.08% LKDLEALLNSK 134 144 29.1 25.7 28.7 1 0 0 1,243.7258
C_11 Prelamin‐A/C LMNA_HUMAN 74,141 5 6 9 8.43% NSNLVGAAHEELQQSR 281 296 66.3 27.2 64.5 2 0 0 1,752.8623
C_11 Prelamin‐A/C LMNA_HUMAN 74,141 5 6 9 8.43% VAVEEVDEEGK 440 450 43.2 25.6 37.4 1 0 0 1,203.5740
C_11 Prelamin‐A/C LMNA_HUMAN 74,141 5 6 9 8.43% VAVEEVDEEGKFVR 440 453 44.6 28.2 42.3 1 2 0 1,605.8119
C_11 Prelamin‐A/C LMNA_HUMAN 74,141 5 6 9 8.43% AQNTWGCGNSLR 516 527 25.8 25.0 25.8 1 0 0 1,363.6172
C_11 Prelamin‐A/C LMNA_HUMAN 74,141 5 6 9 8.43% TALINSTGEEVAMR 528 541 85.1 27.8 74.2 2 0 0 1,507.7422
C_12 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 6 5.72% LQEKEDLQELNDR 29 41 38.8 27.3 20.5 0 2 0 1,629.8081



C_12 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 6 5.72% LADALQELR 241 249 55.1 26.8 17.7 2 0 0 1,028.5736
C_12 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 6 5.72% NSNLVGAAHEELQQSR 281 296 28.7 27.1 23.9 0 2 0 1,752.8623
C_13 Prelamin‐A/C LMNA_HUMAN 74,141 6 6 9 12.00% LQEKEDLQELNDR 29 41 23.2 27.4 4.3 1 0 0 1,629.8081
C_13 Prelamin‐A/C LMNA_HUMAN 74,141 6 6 9 12.00% ITESEEVVSR 63 72 44.4 27.6 34.8 1 0 0 1,148.5793
C_13 Prelamin‐A/C LMNA_HUMAN 74,141 6 6 9 12.00% NSNLVGAAHEELQQSR 281 296 51.0 27.2 42.6 2 0 0 1,752.8623
C_13 Prelamin‐A/C LMNA_HUMAN 74,141 6 6 9 12.00% IDSLSAQLSQLQK 299 311 48.5 27.4 28.6 2 0 0 1,430.7851
C_13 Prelamin‐A/C LMNA_HUMAN 74,141 6 6 9 12.00% VAVEEVDEEGKFVR 440 453 59.7 28.3 54.2 2 0 0 1,605.8119
C_13 Prelamin‐A/C LMNA_HUMAN 74,141 6 6 9 12.00% TALINSTGEEVAMR 528 541 54.8 27.5 46.0 1 0 0 1,507.7422
C_16 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 8 9.34% LQEKEDLQELNDR 29 41 22.4 27.2 13.0 0 1 0 1,629.8081
C_16 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 8 9.34% ITESEEVVSR 63 72 54.8 27.3 43.0 2 0 0 1,148.5793
C_16 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 8 9.34% LADALQELR 241 249 63.5 26.8 19.0 2 0 0 1,028.5736
C_16 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 8 9.34% NSNLVGAAHEELQQSR 281 296 42.4 27.2 34.2 0 2 0 1,752.8623
C_16 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 8 9.34% VAVEEVDEEGKFVR 440 453 35.5 28.3 27.6 1 0 0 1,605.8119
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% SGAQASSTPLSPTR 12 25 63.8 27.5 58.5 2 0 0 1,359.6863
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% LQEKEDLQELNDR 29 41 57.3 27.3 40.5 2 0 0 1,629.8081
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% LRITESEEVVSR 61 72 42.1 28.8 38.7 2 0 0 1,417.7645
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% ITESEEVVSR 63 72 66.5 27.3 58.3 2 0 0 1,148.5793
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% AAYEAELGDARK 79 90 54.8 27.8 49.4 1 0 0 1,293.6434
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% EAALSTALSEKR 145 156 36.1 27.7 20.0 1 0 0 1,275.6903
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% TLEGELHDLRGQVAK 157 171 45.3 26.9 39.3 0 1 0 1,665.8921
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% LQTMKEELDFQK 197 208 38.5 27.4 24.9 1 1 0 1,525.7570
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% NIYSEELR 209 216 24.5 26.8 15.1 1 0 0 1,023.5105
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% NIYSEELRETK 209 219 39.6 27.5 32.9 1 0 0 1,381.6958
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% LADALQELR 241 249 43.7 26.8 20.5 1 0 0 1,028.5736
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% NSNLVGAAHEELQQSR 281 296 59.5 27.2 57.8 2 2 0 1,752.8623
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% IRIDSLSAQLSQLQK 297 311 47.0 25.0 41.1 2 0 0 1,699.9703
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% IDSLSAQLSQLQK 299 311 58.4 27.4 30.4 2 0 0 1,430.7851
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% LRDLEDSLAR 320 329 47.9 28.5 32.7 2 0 0 1,187.6380
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% VAVEEVDEEGK 440 450 52.2 25.9 46.5 2 0 0 1,203.5740
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% VAVEEVDEEGKFVR 440 453 73.0 28.3 65.5 2 2 0 1,605.8119
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% SNEDQSMGNWQIK 458 470 26.3 25.0 17.6 1 0 0 1,552.6698
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% AQNTWGCGNSLR 516 527 50.7 25.0 46.5 2 0 0 1,363.6172
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% TALINSTGEEVAMR 528 541 81.2 27.7 62.4 4 0 0 1,491.7472
C_17 Prelamin‐A/C LMNA_HUMAN 74,141 21 25 41 30.90% TALINSTGEEVAMRK 528 542 39.8 28.6 37.9 2 0 0 1,635.8372
C_18 Prelamin‐A/C LMNA_HUMAN 74,141 9 10 19 17.60% SGAQASSTPLSPTR 12 25 37.0 27.3 32.9 2 0 0 1,359.6863
C_18 Prelamin‐A/C LMNA_HUMAN 74,141 9 10 19 17.60% LQEKEDLQELNDR 29 41 63.1 27.2 49.9 2 0 0 1,629.8081
C_18 Prelamin‐A/C LMNA_HUMAN 74,141 9 10 19 17.60% ITESEEVVSR 63 72 67.4 27.4 57.9 2 0 0 1,148.5793
C_18 Prelamin‐A/C LMNA_HUMAN 74,141 9 10 19 17.60% NSNLVGAAHEELQQSR 281 296 66.2 27.5 56.6 2 2 0 1,752.8623
C_18 Prelamin‐A/C LMNA_HUMAN 74,141 9 10 19 17.60% IDSLSAQLSQLQK 299 311 53.2 27.4 27.3 2 0 0 1,430.7851
C_18 Prelamin‐A/C LMNA_HUMAN 74,141 9 10 19 17.60% VAVEEVDEEGK 440 450 39.1 26.2 33.1 2 0 0 1,203.5740
C_18 Prelamin‐A/C LMNA_HUMAN 74,141 9 10 19 17.60% SNEDQSMGNWQIKR 458 471 19.1 25.0 16.2 0 1 0 1,708.7709
C_18 Prelamin‐A/C LMNA_HUMAN 74,141 9 10 19 17.60% AQNTWGCGNSLR 516 527 48.6 25.0 44.5 2 0 0 1,363.6172
C_18 Prelamin‐A/C LMNA_HUMAN 74,141 9 10 19 17.60% TALINSTGEEVAMR 528 541 79.1 27.9 69.0 2 0 0 1,507.7422
C_19 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 4 5.27% ITESEEVVSR 63 72 66.1 27.6 48.1 1 0 0 1,148.5793
C_19 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 4 5.27% LADALQELR 241 249 54.8 26.8 23.0 2 0 0 1,028.5736
C_19 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 4 5.27% NSNLVGAAHEELQQSR 281 296 23.9 27.1 17.7 0 1 0 1,752.8623
D_23 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 6 6.93% LQEKEDLQELNDR 29 41 31.3 27.3 17.1 0 1 0 1,629.8081
D_23 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 6 6.93% LADALQELR 241 249 61.7 27.4 31.1 2 0 0 1,028.5736
D_23 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 6 6.93% NSNLVGAAHEELQQSR 281 296 42.0 26.7 36.6 0 2 0 1,752.8623
D_23 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 6 6.93% DLEDSLAR 322 329 27.5 27.0 12.3 1 0 0 918.4528
G_10 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 4 1.81% EAALSTALSEK 145 155 46.6 28.6 42.6 2 0 0 1,119.5892
G_10 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 4 1.81% EAALSTALSEKR 145 156 27.0 27.4 21.0 2 0 0 1,275.6903
H_05 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 4.07% LQEKEDLQELNDR 29 41 29.7 27.9 16.4 0 1 0 1,629.8081
H_05 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 4.07% VAVEEVDEEGKFVR 440 453 81.2 28.3 75.9 2 0 0 1,605.8119
H_07 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 6 8.43% VAVEEVDEEGKFVR 440 453 35.6 28.3 35.6 1 0 0 1,605.8119
H_07 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 6 8.43% QNGDDPLLTYR 472 482 25.3 27.3 19.8 1 0 0 1,291.6279
H_07 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 6 8.43% TALINSTGEEVAMR 528 541 72.1 27.8 60.6 2 0 0 1,491.7472
H_07 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 6 8.43% SVGGSGGGSFGDNLVTR 628 644 75.7 26.4 71.5 2 0 0 1,566.7508
H_14 Prelamin‐A/C LMNA_HUMAN 74,141 8 12 20 14.00% LQEKEDLQELNDR 29 41 63.9 27.4 58.8 2 2 0 1,629.8081
H_14 Prelamin‐A/C LMNA_HUMAN 74,141 8 12 20 14.00% EAALSTALSEK 145 155 32.4 28.5 28.9 1 0 0 1,119.5892
H_14 Prelamin‐A/C LMNA_HUMAN 74,141 8 12 20 14.00% EAALSTALSEKR 145 156 58.2 27.9 42.1 1 0 0 1,275.6903
H_14 Prelamin‐A/C LMNA_HUMAN 74,141 8 12 20 14.00% LADALQELR 241 249 71.7 26.6 36.2 2 0 0 1,028.5736
H_14 Prelamin‐A/C LMNA_HUMAN 74,141 8 12 20 14.00% NSNLVGAAHEELQQSR 281 296 59.7 27.2 56.4 2 2 0 1,752.8623
H_14 Prelamin‐A/C LMNA_HUMAN 74,141 8 12 20 14.00% IRIDSLSAQLSQLQK 297 311 64.5 25.0 53.3 2 1 0 1,699.9703
H_14 Prelamin‐A/C LMNA_HUMAN 74,141 8 12 20 14.00% VAVEEVDEEGKFVR 440 453 80.1 28.6 78.3 2 2 0 1,605.8119
H_14 Prelamin‐A/C LMNA_HUMAN 74,141 8 12 20 14.00% TALINSTGEEVAMR 528 541 61.3 27.9 51.1 1 0 0 1,507.7422
H_15 Prelamin‐A/C LMNA_HUMAN 74,141 4 5 9 8.43% LQEKEDLQELNDR 29 41 60.9 27.4 53.8 2 2 0 1,629.8081
H_15 Prelamin‐A/C LMNA_HUMAN 74,141 4 5 9 8.43% NSNLVGAAHEELQQSR 281 296 78.4 27.2 76.6 2 0 0 1,752.8623
H_15 Prelamin‐A/C LMNA_HUMAN 74,141 4 5 9 8.43% IDSLSAQLSQLQK 299 311 58.8 27.5 19.4 2 0 0 1,430.7851
H_15 Prelamin‐A/C LMNA_HUMAN 74,141 4 5 9 8.43% TALINSTGEEVAMR 528 541 36.4 27.8 24.2 1 0 0 1,491.7472
H_16 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 9 11.10% LQEKEDLQELNDR 29 41 27.3 27.3 12.9 1 1 0 1,629.8081
H_16 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 9 11.10% NIYSEELR 209 216 22.7 27.3 7.6 1 0 0 1,023.5105
H_16 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 9 11.10% LADALQELR 241 249 63.5 26.6 31.4 1 0 0 1,028.5736
H_16 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 9 11.10% IDSLSAQLSQLQK 299 311 69.4 27.5 43.3 2 0 0 1,430.7851
H_16 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 9 11.10% TALINSTGEEVAMR 528 541 49.9 28.2 42.8 1 0 0 1,491.7472
H_16 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 9 11.10% SVGGSGGGSFGDNLVTR 628 644 72.8 26.4 67.8 2 0 0 1,566.7508
I_14 Prelamin‐A/C LMNA_HUMAN 74,141 9 12 19 17.00% LQEKEDLQELNDR 29 41 69.2 27.4 58.0 2 0 0 1,629.8081
I_14 Prelamin‐A/C LMNA_HUMAN 74,141 9 12 19 17.00% EAALSTALSEK 145 155 26.0 28.8 17.8 1 0 0 1,119.5892
I_14 Prelamin‐A/C LMNA_HUMAN 74,141 9 12 19 17.00% LQTMKEELDFQK 197 208 22.8 27.5 18.4 0 1 0 1,525.7570
I_14 Prelamin‐A/C LMNA_HUMAN 74,141 9 12 19 17.00% NIYSEELR 209 216 30.8 26.3 21.2 1 0 0 1,023.5105
I_14 Prelamin‐A/C LMNA_HUMAN 74,141 9 12 19 17.00% NSNLVGAAHEELQQSR 281 296 55.7 27.3 50.3 1 2 0 1,752.8623
I_14 Prelamin‐A/C LMNA_HUMAN 74,141 9 12 19 17.00% IRIDSLSAQLSQLQK 297 311 33.8 25.0 21.5 0 2 0 1,699.9703
I_14 Prelamin‐A/C LMNA_HUMAN 74,141 9 12 19 17.00% LRDLEDSLAR 320 329 24.3 28.1 14.8 1 0 0 1,187.6380
I_14 Prelamin‐A/C LMNA_HUMAN 74,141 9 12 19 17.00% VAVEEVDEEGKFVR 440 453 70.7 28.6 61.3 2 2 0 1,605.8119
I_14 Prelamin‐A/C LMNA_HUMAN 74,141 9 12 19 17.00% TALINSTGEEVAMR 528 541 81.9 27.8 72.9 4 0 0 1,507.7422
I_15 Prelamin‐A/C LMNA_HUMAN 74,141 6 9 15 12.80% LQEKEDLQELNDR 29 41 73.3 27.4 64.4 2 2 0 1,629.8081
I_15 Prelamin‐A/C LMNA_HUMAN 74,141 6 9 15 12.80% NSNLVGAAHEELQQSR 281 296 60.8 27.4 60.8 2 2 0 1,752.8623
I_15 Prelamin‐A/C LMNA_HUMAN 74,141 6 9 15 12.80% IRIDSLSAQLSQLQK 297 311 39.7 25.0 32.5 1 1 0 1,699.9703
I_15 Prelamin‐A/C LMNA_HUMAN 74,141 6 9 15 12.80% IDSLSAQLSQLQK 299 311 79.0 27.3 34.3 2 0 0 1,430.7851
I_15 Prelamin‐A/C LMNA_HUMAN 74,141 6 9 15 12.80% TALINSTGEEVAMR 528 541 41.6 28.2 34.1 1 0 0 1,491.7472
I_15 Prelamin‐A/C LMNA_HUMAN 74,141 6 9 15 12.80% ASASGSGAQVGGPISSGSSASSVTVTR 598 624 72.4 27.0 67.0 0 2 0 2,365.1589
J_14 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 5 5.42% LADALQELR 241 249 73.5 27.8 37.8 2 0 0 1,028.5736
J_14 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 5 5.42% NSNLVGAAHEELQQSR 281 296 33.1 28.4 28.1 0 2 0 1,752.8623
J_14 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 5 5.42% QNGDDPLLTYR 472 482 29.2 27.5 17.8 1 0 0 1,291.6279
K_14 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 26 18.70% LQEKEDLQELNDR 29 41 47.6 27.9 36.6 2 2 0 1,629.8081
K_14 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 26 18.70% AAYEAELGDAR 79 89 61.3 26.2 45.3 2 0 0 1,165.5484
K_14 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 26 18.70% EAALSTALSEK 145 155 22.5 28.6 13.0 1 0 0 1,119.5892
K_14 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 26 18.70% EAALSTALSEKR 145 156 29.1 27.5 21.3 1 0 0 1,275.6903
K_14 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 26 18.70% NIYSEELR 209 216 26.7 27.1 17.7 1 0 0 1,023.5105
K_14 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 26 18.70% NSNLVGAAHEELQQSR 281 296 58.2 27.5 58.0 2 2 0 1,752.8623
K_14 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 26 18.70% IRIDSLSAQLSQLQK 297 311 55.0 25.0 42.8 2 2 0 1,699.9703
K_14 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 26 18.70% LRDLEDSLAR 320 329 35.2 28.8 24.2 2 0 0 1,187.6380
K_14 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 26 18.70% VAVEEVDEEGKFVR 440 453 81.8 28.4 79.9 2 2 0 1,605.8119
K_14 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 26 18.70% QNGDDPLLTYR 472 482 27.5 27.5 20.8 1 0 0 1,291.6279
K_14 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 26 18.70% TALINSTGEEVAMR 528 541 30.9 27.9 22.9 2 0 0 1,507.7422
K_15 Prelamin‐A/C LMNA_HUMAN 74,141 5 7 12 11.90% LQEKEDLQELNDR 29 41 47.0 27.4 33.5 2 2 0 1,629.8081
K_15 Prelamin‐A/C LMNA_HUMAN 74,141 5 7 12 11.90% TLEGELHDLR 157 166 31.4 26.4 23.3 1 0 0 1,182.6115
K_15 Prelamin‐A/C LMNA_HUMAN 74,141 5 7 12 11.90% NSNLVGAAHEELQQSR 281 296 92.3 27.5 89.2 2 1 0 1,752.8623
K_15 Prelamin‐A/C LMNA_HUMAN 74,141 5 7 12 11.90% IDSLSAQLSQLQK 299 311 53.5 27.6 14.1 2 0 0 1,430.7851
K_15 Prelamin‐A/C LMNA_HUMAN 74,141 5 7 12 11.90% ASASGSGAQVGGPISSGSSASSVTVTR 598 624 43.0 26.9 32.3 0 2 0 2,365.1589
L_09 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 2 3.77% LADALQELR 241 249 35.9 27.8 18.7 1 0 0 1,028.5736
L_09 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 2 3.77% NSNLVGAAHEELQQSR 281 296 23.2 27.4 16.0 0 1 0 1,752.8623



L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% LQEKEDLQELNDR 29 41 66.3 27.9 61.1 2 2 0 1,629.8081
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% ARLQLELSK 100 108 32.0 25.5 12.7 2 0 0 1,057.6365
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% EAALSTALSEK 145 155 34.9 28.6 30.4 2 0 0 1,119.5892
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% EAALSTALSEKR 145 156 57.3 27.4 48.6 1 0 0 1,275.6903
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% KQLQDEMLR 181 189 25.7 28.8 9.9 1 0 0 1,176.6044
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% LQTMKEELDFQK 197 208 35.9 27.2 31.6 1 0 0 1,525.7570
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% NIYSEELR 209 216 28.5 27.1 10.6 1 0 0 1,023.5105
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% LADALQELR 241 249 71.2 27.8 36.3 2 0 0 1,028.5736
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% NSNLVGAAHEELQQSR 281 296 69.7 27.6 67.7 1 2 0 1,752.8623
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% IRIDSLSAQLSQLQK 297 311 74.1 25.0 70.2 1 2 0 1,699.9703
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% IDSLSAQLSQLQK 299 311 77.2 27.4 51.0 2 0 0 1,430.7851
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% VAVEEVDEEGKFVR 440 453 77.7 28.2 71.4 2 0 0 1,605.8119
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% AQNTWGCGNSLR 516 527 67.0 25.0 67.0 2 0 0 1,363.6172
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% TALINSTGEEVAMR 528 541 73.5 27.7 61.5 4 0 0 1,491.7472
L_10 Prelamin‐A/C LMNA_HUMAN 74,141 15 19 31 21.70% TALINSTGEEVAMRK 528 542 27.9 28.3 27.4 1 0 0 1,635.8372
L_11 Prelamin‐A/C LMNA_HUMAN 74,141 11 16 24 22.40% LQEKEDLQELNDR 29 41 46.9 27.9 42.9 1 0 0 1,629.8081
L_11 Prelamin‐A/C LMNA_HUMAN 74,141 11 16 24 22.40% EAALSTALSEKR 145 156 35.8 27.4 20.4 2 0 0 1,275.6903
L_11 Prelamin‐A/C LMNA_HUMAN 74,141 11 16 24 22.40% NIYSEELRETK 209 219 40.3 28.0 28.1 2 1 0 1,381.6958
L_11 Prelamin‐A/C LMNA_HUMAN 74,141 11 16 24 22.40% LADALQELR 241 249 47.7 27.8 26.7 2 0 0 1,028.5736
L_11 Prelamin‐A/C LMNA_HUMAN 74,141 11 16 24 22.40% NSNLVGAAHEELQQSR 281 296 81.6 27.9 79.7 2 2 0 1,752.8623
L_11 Prelamin‐A/C LMNA_HUMAN 74,141 11 16 24 22.40% IRIDSLSAQLSQLQK 297 311 38.9 25.0 32.6 1 2 0 1,699.9703
L_11 Prelamin‐A/C LMNA_HUMAN 74,141 11 16 24 22.40% VAVEEVDEEGKFVR 440 453 61.5 28.4 57.5 1 1 0 1,605.8119
L_11 Prelamin‐A/C LMNA_HUMAN 74,141 11 16 24 22.40% TALINSTGEEVAMR 528 541 64.2 27.8 60.9 3 0 0 1,507.7422
L_11 Prelamin‐A/C LMNA_HUMAN 74,141 11 16 24 22.40% TALINSTGEEVAMRK 528 542 22.1 28.4 18.4 0 1 0 1,635.8372
L_11 Prelamin‐A/C LMNA_HUMAN 74,141 11 16 24 22.40% ASASGSGAQVGGPISSGSSASSVTVTR 598 624 53.0 27.2 49.6 0 1 0 2,365.1589
L_11 Prelamin‐A/C LMNA_HUMAN 74,141 11 16 24 22.40% SVGGSGGGSFGDNLVTR 628 644 85.9 26.6 81.7 2 0 0 1,566.7508
L_12 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 3.92% LADALQELR 241 249 73.4 27.3 41.8 2 0 0 1,028.5736
L_12 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 3.92% SVGGSGGGSFGDNLVTR 628 644 55.3 26.9 50.6 1 0 0 1,566.7508
L_13 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 8 11.10% NSNLVGAAHEELQQSR 281 296 29.3 27.5 15.6 0 1 0 1,752.8623
L_13 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 8 11.10% IRIDSLSAQLSQLQK 297 311 27.9 25.0 22.5 0 2 0 1,699.9703
L_13 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 8 11.10% AQNTWGCGNSLR 516 527 33.8 25.0 33.8 1 0 0 1,363.6172
L_13 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 8 11.10% TALINSTGEEVAMR 528 541 61.7 28.0 55.7 2 0 0 1,507.7422
L_13 Prelamin‐A/C LMNA_HUMAN 74,141 5 5 8 11.10% SVGGSGGGSFGDNLVTR 628 644 32.1 26.4 26.7 2 0 0 1,566.7508
L_14 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 4.52% NSNLVGAAHEELQQSR 281 296 19.7 27.7 9.1 0 2 0 1,752.8623
L_14 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 4.52% TALINSTGEEVAMR 528 541 44.5 27.9 40.4 1 0 0 1,507.7422
L_15 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 4 5.72% LADALQELR 241 249 57.7 27.4 20.3 1 0 0 1,028.5736
L_15 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 4 5.72% NSNLVGAAHEELQQSR 281 296 50.3 27.7 42.3 0 2 0 1,752.8623
L_15 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 4 5.72% IDSLSAQLSQLQK 299 311 43.3 27.4 22.3 1 0 0 1,430.7851
M_08 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 4 3.77% LADALQELR 241 249 54.3 27.8 28.9 2 0 0 1,028.5736
M_08 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 4 3.77% NSNLVGAAHEELQQSR 281 296 37.7 27.4 23.0 0 2 0 1,752.8623
M_10 Prelamin‐A/C LMNA_HUMAN 74,141 10 12 17 18.70% SGAQASSTPLSPTR 12 25 56.3 27.4 47.3 2 0 0 1,359.6863
M_10 Prelamin‐A/C LMNA_HUMAN 74,141 10 12 17 18.70% LQEKEDLQELNDR 29 41 23.9 27.5 6.8 0 1 0 1,629.8081
M_10 Prelamin‐A/C LMNA_HUMAN 74,141 10 12 17 18.70% ITESEEVVSR 63 72 73.6 27.8 52.8 2 0 0 1,148.5793
M_10 Prelamin‐A/C LMNA_HUMAN 74,141 10 12 17 18.70% EAALSTALSEK 145 155 28.2 28.6 22.7 1 0 0 1,119.5892
M_10 Prelamin‐A/C LMNA_HUMAN 74,141 10 12 17 18.70% LADALQELR 241 249 55.5 27.8 25.5 2 0 0 1,028.5736
M_10 Prelamin‐A/C LMNA_HUMAN 74,141 10 12 17 18.70% NSNLVGAAHEELQQSR 281 296 25.1 27.6 19.9 1 0 0 1,752.8623
M_10 Prelamin‐A/C LMNA_HUMAN 74,141 10 12 17 18.70% VAVEEVDEEGKFVR 440 453 36.5 28.4 35.3 1 1 0 1,605.8119
M_10 Prelamin‐A/C LMNA_HUMAN 74,141 10 12 17 18.70% QNGDDPLLTYR 472 482 28.4 27.5 20.8 1 0 0 1,291.6279
M_10 Prelamin‐A/C LMNA_HUMAN 74,141 10 12 17 18.70% AQNTWGCGNSLR 516 527 54.8 25.0 53.5 2 0 0 1,363.6172
M_10 Prelamin‐A/C LMNA_HUMAN 74,141 10 12 17 18.70% TALINSTGEEVAMR 528 541 91.6 27.7 88.2 3 0 0 1,507.7422
M_11 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 10 12.80% LADALQELR 241 249 58.1 26.1 15.6 2 0 0 1,028.5736
M_11 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 10 12.80% NSNLVGAAHEELQQSR 281 296 35.8 27.5 20.5 1 2 0 1,752.8623
M_11 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 10 12.80% IRIDSLSAQLSQLQK 297 311 22.9 25.0 15.1 0 1 0 1,699.9703
M_11 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 10 12.80% VAVEEVDEEGKFVR 440 453 45.0 28.3 39.8 1 0 0 1,605.8119
M_11 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 10 12.80% TALINSTGEEVAMR 528 541 55.9 27.9 45.2 1 0 0 1,507.7422
M_11 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 10 12.80% SVGGSGGGSFGDNLVTR 628 644 90.4 26.7 85.2 2 0 0 1,566.7508
N_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 29 19.00% LQEKEDLQELNDR 29 41 65.5 28.0 49.5 2 2 0 1,629.8081
N_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 29 19.00% LQTMKEELDFQK 197 208 28.0 27.4 21.2 0 2 0 1,525.7570
N_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 29 19.00% LADALQELR 241 249 64.9 27.3 31.8 2 0 0 1,028.5736
N_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 29 19.00% NSNLVGAAHEELQQSR 281 296 53.9 28.2 53.9 2 2 0 1,752.8623
N_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 29 19.00% IRIDSLSAQLSQLQK 297 311 26.3 25.0 20.2 0 1 0 1,699.9703
N_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 29 19.00% IDSLSAQLSQLQK 299 311 71.6 26.8 37.4 2 0 0 1,430.7851
N_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 29 19.00% LRDLEDSLAR 320 329 32.7 28.5 25.9 2 0 0 1,187.6380
N_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 29 19.00% VAVEEVDEEGKFVR 440 453 46.3 28.4 42.8 2 2 0 1,605.8119
N_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 29 19.00% QNGDDPLLTYR 472 482 26.9 27.1 22.7 2 0 0 1,291.6279
N_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 29 19.00% AQNTWGCGNSLR 516 527 55.3 25.0 55.3 2 0 0 1,363.6172
N_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 15 29 19.00% TALINSTGEEVAMR 528 541 66.9 27.9 61.6 4 0 0 1,507.7422
N_11 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 11 13.70% LQEKEDLQELNDR 29 41 34.2 27.9 26.6 0 1 0 1,629.8081
N_11 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 11 13.70% LADALQELR 241 249 55.5 27.3 28.6 2 0 0 1,028.5736
N_11 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 11 13.70% NSNLVGAAHEELQQSR 281 296 27.8 28.2 23.8 1 1 0 1,752.8623
N_11 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 11 13.70% AQNTWGCGNSLR 516 527 40.8 25.0 39.7 2 0 0 1,363.6172
N_11 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 11 13.70% TALINSTGEEVAMR 528 541 78.7 28.0 74.5 2 0 0 1,507.7422
N_11 Prelamin‐A/C LMNA_HUMAN 74,141 6 7 11 13.70% ASASGSGAQVGGPISSGSSASSVTVTR 598 624 46.5 27.2 42.3 0 2 0 2,365.1589
N_12 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 4 5.87% LADALQELR 241 249 41.9 27.8 23.1 2 0 0 1,028.5736
N_12 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 4 5.87% NSNLVGAAHEELQQSR 281 296 25.5 27.9 14.1 0 1 0 1,752.8623
N_12 Prelamin‐A/C LMNA_HUMAN 74,141 3 3 4 5.87% TALINSTGEEVAMR 528 541 34.8 27.8 30.0 1 0 0 1,507.7422
N_16 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 2 3.31% LQEKEDLQELNDR 29 41 27.6 27.6 15.7 0 1 0 1,629.8081
N_16 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 2 3.31% LADALQELR 241 249 46.4 27.8 24.5 1 0 0 1,028.5736
O_08 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 3.77% LADALQELR 241 249 59.2 27.8 33.8 2 0 0 1,028.5736
O_08 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 3.77% NSNLVGAAHEELQQSR 281 296 22.8 28.2 5.7 0 1 0 1,752.8623
O_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 17 16.40% LQEKEDLQELNDR 29 41 38.0 28.0 26.6 0 1 0 1,629.8081
O_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 17 16.40% NIYSEELR 209 216 21.5 26.9 8.9 1 0 0 1,023.5105
O_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 17 16.40% LADALQELR 241 249 62.8 27.8 32.6 2 0 0 1,028.5736
O_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 17 16.40% NSNLVGAAHEELQQSR 281 296 47.4 27.6 36.1 1 2 0 1,752.8623
O_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 17 16.40% IRIDSLSAQLSQLQK 297 311 41.8 25.0 35.6 0 2 0 1,699.9703
O_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 17 16.40% DLEDSLAR 322 329 25.4 28.2 13.0 1 0 0 918.4528
O_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 17 16.40% VAVEEVDEEGKFVR 440 453 34.1 28.4 25.1 0 2 0 1,605.8119
O_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 17 16.40% AQNTWGCGNSLR 516 527 29.4 25.0 23.6 2 0 0 1,363.6172
O_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 17 16.40% TALINSTGEEVAMR 528 541 68.3 27.7 67.2 3 0 0 1,491.7472
O_11 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 3.46% LADALQELR 241 249 52.6 27.8 26.7 2 0 0 1,028.5736
O_11 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 3 3.46% TALINSTGEEVAMR 528 541 38.4 28.0 31.7 1 0 0 1,507.7422
P_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 18 17.60% LQEKEDLQELNDR 29 41 35.7 27.9 23.7 0 1 0 1,629.8081
P_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 18 17.60% EAALSTALSEKR 145 156 24.0 27.4 17.6 1 0 0 1,275.6903
P_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 18 17.60% LQTMKEELDFQK 197 208 27.7 27.1 20.0 0 1 0 1,525.7570
P_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 18 17.60% LADALQELR 241 249 56.5 27.3 27.8 2 0 0 1,028.5736
P_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 18 17.60% NSNLVGAAHEELQQSR 281 296 48.7 28.2 39.8 2 2 0 1,752.8623
P_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 18 17.60% IRIDSLSAQLSQLQK 297 311 29.0 25.0 24.9 0 1 0 1,699.9703
P_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 18 17.60% VAVEEVDEEGKFVR 440 453 55.4 28.5 55.4 2 2 0 1,605.8119
P_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 18 17.60% AQNTWGCGNSLR 516 527 44.0 25.0 42.9 2 0 0 1,363.6172
P_10 Prelamin‐A/C LMNA_HUMAN 74,141 9 11 18 17.60% TALINSTGEEVAMR 528 541 75.5 27.9 68.5 2 0 0 1,507.7422
P_11 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 8 8.89% NSNLVGAAHEELQQSR 281 296 42.9 28.4 34.6 0 2 0 1,752.8623
P_11 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 8 8.89% AQNTWGCGNSLR 516 527 40.8 25.0 40.8 2 0 0 1,363.6172
P_11 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 8 8.89% TALINSTGEEVAMR 528 541 76.6 27.8 76.6 2 0 0 1,507.7422
P_11 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 8 8.89% SVGGSGGGSFGDNLVTR 628 644 98.6 26.8 91.9 2 0 0 1,566.7508
Q_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 14 24 19.40% LQEKEDLQELNDR 29 41 23.5 27.9 6.4 0 2 0 1,629.8081
Q_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 14 24 19.40% ITESEEVVSR 63 72 45.1 27.3 27.6 2 0 0 1,148.5793
Q_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 14 24 19.40% ARLQLELSK 100 108 20.9 25.5 13.8 1 0 0 1,057.6365
Q_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 14 24 19.40% EGDLIAAQAR 124 133 78.2 27.2 0.0 2 0 0 1,043.5481
Q_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 14 24 19.40% LADALQELR 241 249 59.7 27.3 25.2 2 0 0 1,028.5736
Q_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 14 24 19.40% NSNLVGAAHEELQQSR 281 296 49.8 28.2 49.8 2 2 0 1,752.8623
Q_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 14 24 19.40% DLEDSLAR 322 329 32.4 28.2 13.6 1 0 0 918.4528
Q_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 14 24 19.40% VAVEEVDEEGKFVR 440 453 72.9 28.2 72.9 2 1 0 1,605.8119



Q_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 14 24 19.40% SNEDQSMGNWQIKR 458 471 30.0 25.0 9.7 0 2 0 1,708.7709
Q_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 14 24 19.40% AQNTWGCGNSLR 516 527 44.7 25.0 44.7 2 0 0 1,363.6172
Q_10 Prelamin‐A/C LMNA_HUMAN 74,141 11 14 24 19.40% TALINSTGEEVAMR 528 541 72.1 28.1 65.2 3 0 0 1,507.7422
Q_11 Prelamin‐A/C LMNA_HUMAN 74,141 7 7 11 16.40% LADALQELR 241 249 63.4 27.4 31.1 2 0 0 1,028.5736
Q_11 Prelamin‐A/C LMNA_HUMAN 74,141 7 7 11 16.40% NSNLVGAAHEELQQSR 281 296 33.6 27.7 19.6 0 1 0 1,752.8623
Q_11 Prelamin‐A/C LMNA_HUMAN 74,141 7 7 11 16.40% VAVEEVDEEGKFVR 440 453 35.3 28.5 31.3 0 1 0 1,605.8119
Q_11 Prelamin‐A/C LMNA_HUMAN 74,141 7 7 11 16.40% AQNTWGCGNSLR 516 527 61.0 25.0 56.0 2 0 0 1,363.6172
Q_11 Prelamin‐A/C LMNA_HUMAN 74,141 7 7 11 16.40% TALINSTGEEVAMR 528 541 77.4 28.1 72.1 2 0 0 1,507.7422
Q_11 Prelamin‐A/C LMNA_HUMAN 74,141 7 7 11 16.40% ASASGSGAQVGGPISSGSSASSVTVTR 598 624 34.8 27.5 28.6 0 1 0 2,365.1589
Q_11 Prelamin‐A/C LMNA_HUMAN 74,141 7 7 11 16.40% SVGGSGGGSFGDNLVTR 628 644 79.9 26.8 68.4 2 0 0 1,566.7508
Q_14 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 2 3.77% LADALQELR 241 249 42.0 27.8 18.7 1 0 0 1,028.5736
Q_14 Prelamin‐A/C LMNA_HUMAN 74,141 2 2 2 3.77% NSNLVGAAHEELQQSR 281 296 29.1 28.4 19.6 0 1 0 1,752.8623
Q_16 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 5 8.13% LQEKEDLQELNDR 29 41 24.5 27.8 13.0 0 1 0 1,629.8081
Q_16 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 5 8.13% EAALSTALSEK 145 155 23.7 28.2 16.2 1 0 0 1,119.5892
Q_16 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 5 8.13% NSNLVGAAHEELQQSR 281 296 28.2 28.4 22.4 0 2 0 1,752.8623
Q_16 Prelamin‐A/C LMNA_HUMAN 74,141 4 4 5 8.13% VAVEEVDEEGKFVR 440 453 28.0 28.5 21.5 0 1 0 1,605.8119
C_07 Lamin‐B1 LMNB1_HUMAN 66,410 2 2 4 4.10% AGGPTTPLSPTR 15 26 24.6 26.8 20.1 2 0 0 1,154.6166
C_07 Lamin‐B1 LMNB1_HUMAN 66,410 2 2 4 4.10% DAALATALGDKK 146 157 25.1 28.0 3.7 2 0 0 1,173.6476
C_13 Lamin‐B1 LMNB1_HUMAN 66,410 2 2 2 3.58% ALYETELADAR 80 90 27.8 27.2 20.5 1 0 0 1,251.6216
C_13 Lamin‐B1 LMNB1_HUMAN 66,410 2 2 2 3.58% IQELEDLLAK 321 330 56.1 27.2 22.5 1 0 0 1,171.6571
N_10 Lamin‐B1 LMNB1_HUMAN 66,410 3 3 5 5.63% ALYETELADAR 80 90 55.8 27.5 41.2 2 0 0 1,251.6216
N_10 Lamin‐B1 LMNB1_HUMAN 66,410 3 3 5 5.63% DAALATALGDKK 146 157 41.4 28.7 25.4 2 0 0 1,173.6476
N_10 Lamin‐B1 LMNB1_HUMAN 66,410 3 3 5 5.63% IQELEDLLAK 321 330 25.2 28.4 0.0 1 0 0 1,171.6571
A_05 Lamin‐B2 LMNB2_HUMAN 67,690 2 2 3 4.17% QVLEGEEIAYK 486 496 51.8 27.3 38.7 2 0 0 1,278.6577
A_05 Lamin‐B2 LMNB2_HUMAN 67,690 2 2 3 4.17% TVLVNADGEEVAMR 542 555 53.0 27.7 48.0 1 0 0 1,519.7422
A_17 Lamin‐B2 LMNB2_HUMAN 67,690 3 3 4 6.00% ALYESELADAR 74 84 44.2 26.5 33.6 2 0 0 1,237.6059
A_17 Lamin‐B2 LMNB2_HUMAN 67,690 3 3 4 6.00% QVLEGEEIAYK 486 496 22.9 27.3 9.3 1 0 0 1,278.6577
A_17 Lamin‐B2 LMNB2_HUMAN 67,690 3 3 4 6.00% TVLVNADGEEVAMR 542 555 43.7 27.7 43.2 1 0 0 1,519.7422
B_04 Lamin‐B2 LMNB2_HUMAN 67,690 2 2 4 4.17% QVLEGEEIAYK 486 496 29.4 27.5 19.3 2 0 0 1,278.6577
B_04 Lamin‐B2 LMNB2_HUMAN 67,690 2 2 4 4.17% TVLVNADGEEVAMR 542 555 54.8 28.1 53.1 2 0 0 1,519.7422
C_04 Lamin‐B2 LMNB2_HUMAN 67,690 2 2 4 4.33% GQSSWGTGESFR 530 541 18.6 25.0 18.6 1 0 0 1,298.5760
C_04 Lamin‐B2 LMNB2_HUMAN 67,690 2 2 4 4.33% TVLVNADGEEVAMR 542 555 67.6 27.7 65.5 3 0 0 1,519.7422
C_05 Lamin‐B2 LMNB2_HUMAN 67,690 3 3 6 6.17% QVLEGEEIAYK 486 496 37.8 27.5 27.5 2 0 0 1,278.6577
C_05 Lamin‐B2 LMNB2_HUMAN 67,690 3 3 6 6.17% GQSSWGTGESFR 530 541 29.3 25.0 28.5 2 0 0 1,298.5760
C_05 Lamin‐B2 LMNB2_HUMAN 67,690 3 3 6 6.17% TVLVNADGEEVAMR 542 555 59.4 28.1 55.6 2 0 0 1,519.7422
C_07 Lamin‐B2 LMNB2_HUMAN 67,690 3 3 5 3.67% ALYESELADAR 74 84 47.9 26.4 37.4 2 0 0 1,237.6059
C_07 Lamin‐B2 LMNB2_HUMAN 67,690 3 3 5 3.67% ALYESELADARR 74 85 25.0 28.5 10.3 0 1 0 1,393.7070
C_07 Lamin‐B2 LMNB2_HUMAN 67,690 3 3 5 3.67% GLESDVAELR 152 161 74.2 27.1 56.1 2 0 0 1,088.5583
C_17 Lamin‐B2 LMNB2_HUMAN 67,690 2 2 2 4.17% ALYESELADAR 74 84 36.9 26.1 27.6 1 0 0 1,237.6059
C_17 Lamin‐B2 LMNB2_HUMAN 67,690 2 2 2 4.17% TVLVNADGEEVAMR 542 555 58.2 27.7 50.8 1 0 0 1,519.7422
F_08 Lamin‐B2 LMNB2_HUMAN 67,690 3 4 6 6.17% QVLEGEEIAYK 486 496 29.4 27.3 20.0 2 0 0 1,278.6577
F_08 Lamin‐B2 LMNB2_HUMAN 67,690 3 4 6 6.17% GQSSWGTGESFR 530 541 37.3 25.0 37.3 1 0 0 1,298.5760
F_08 Lamin‐B2 LMNB2_HUMAN 67,690 3 4 6 6.17% TVLVNADGEEVAMR 542 555 58.5 28.0 55.0 3 0 0 1,503.7472
N_10 Lamin‐B2 LMNB2_HUMAN 67,690 2 2 4 3.17% GLESDVAELR 152 161 59.3 28.5 29.3 2 0 0 1,088.5583
N_10 Lamin‐B2 LMNB2_HUMAN 67,690 2 2 4 3.17% MAQALEELR 236 244 29.5 28.3 12.2 2 0 0 1,076.5406
Q_10 Lamin‐B2 LMNB2_HUMAN 67,690 2 2 3 3.67% ALYESELADAR 74 84 54.8 27.3 43.3 2 0 0 1,237.6059
Q_10 Lamin‐B2 LMNB2_HUMAN 67,690 2 2 3 3.67% QVLEGEEIAYK 486 496 32.5 27.7 26.7 1 0 0 1,278.6577
B_22 Lon protease homolog, mitochondrial LONM_HUMAN 106,491 3 3 5 3.65% QLEVEPEEPEAENK 219 232 33.6 25.5 33.6 1 0 0 1,640.7651
B_22 Lon protease homolog, mitochondrial LONM_HUMAN 106,491 3 3 5 3.65% YSNENLDLAR 473 482 57.3 26.6 45.4 2 0 0 1,194.5749
B_22 Lon protease homolog, mitochondrial LONM_HUMAN 106,491 3 3 5 3.65% LSSDVLTLLIK 691 701 51.8 25.0 35.7 2 0 0 1,201.7404
H_19 Lon protease homolog, mitochondrial LONM_HUMAN 106,491 2 2 2 2.50% QLEVEPEEPEAENK 219 232 21.7 25.5 21.1 1 0 0 1,640.7651
H_19 Lon protease homolog, mitochondrial LONM_HUMAN 106,491 2 2 2 2.50% YSNENLDLAR 473 482 39.7 26.9 19.3 1 0 0 1,194.5749
B_07 Loricrin LORI_HUMAN 25,759 2 2 3 4.17% KQPTPQPPVDCVK 6 18 29.9 27.7 22.5 2 0 0 1,493.7784
B_07 Loricrin LORI_HUMAN 25,759 2 2 3 4.17% QPTPQPPVDCVK 7 18 29.2 27.8 15.7 1 0 0 1,365.6834
A_19 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 2 2 3 3.75% VVCGMFGFPGER 229 240 37.4 25.0 33.7 2 0 0 1,371.6185
A_19 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 2 2 3 3.75% FNAESQGCNHEEDAGVR 407 423 25.6 25.0 25.6 1 0 0 1,919.7937
A_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 9 13 21 12.80% SWTASSSYGK 107 116 25.6 25.0 13.2 1 0 0 1,073.4897
A_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 9 13 21 12.80% RTPVMEGYVEVK 198 209 25.9 28.0 9.9 2 2 0 1,407.7301
A_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 9 13 21 12.80% TPVMEGYVEVK 199 209 55.5 26.9 51.1 2 0 0 1,267.6240
A_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 9 13 21 12.80% VVCGMFGFPGER 229 240 45.5 25.0 35.9 2 0 0 1,371.6185
A_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 9 13 21 12.80% AYKPEQPLVR 318 327 39.2 28.1 27.8 2 0 0 1,200.6736
A_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 9 13 21 12.80% FNAESQGCNHEEDAGVR 407 423 52.8 25.0 52.8 2 1 0 1,919.7937
A_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 9 13 21 12.80% CNTPAMGLQK 424 433 30.5 25.3 12.8 2 0 0 1,119.5287
A_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 9 13 21 12.80% CSGTELSLAHCR 511 522 50.7 25.0 36.8 2 1 0 1,390.6203
A_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 9 13 21 12.80% FSSQIHNNGQSDFRPK 599 614 38.8 26.3 31.3 2 0 0 1,861.8940
A_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 5 8 13 9.30% TPVMEGYVEVK 199 209 43.1 26.9 31.6 2 0 0 1,267.6240
A_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 5 8 13 9.30% FNAESQGCNHEEDAGVR 407 423 31.9 25.0 26.5 2 1 0 1,919.7937
A_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 5 8 13 9.30% CSGTELSLAHCR 511 522 69.6 25.0 69.0 2 0 0 1,390.6203
A_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 5 8 13 9.30% FSSQIHNNGQSDFRPK 599 614 51.1 25.9 45.9 1 2 1 1,861.8940
A_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 5 8 13 9.30% ASFCLEDTECEGDIQK 654 669 59.9 25.0 59.9 2 0 0 1,901.7895
B_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 10 16 13.30% RTPVMEGYVEVK 198 209 25.0 28.0 20.2 0 1 0 1,423.7251
B_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 10 16 13.30% TPVMEGYVEVK 199 209 47.4 26.9 42.8 2 0 0 1,267.6240
B_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 10 16 13.30% LGQGIGPIHLNEIQCTGNEK 381 400 40.8 28.0 37.7 0 1 0 2,178.0976
B_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 10 16 13.30% FNAESQGCNHEEDAGVR 407 423 68.3 25.0 68.3 2 1 0 1,919.7937
B_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 10 16 13.30% CSGTELSLAHCR 511 522 52.6 25.0 49.2 2 2 0 1,390.6203
B_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 10 16 13.30% FSSQIHNNGQSDFRPK 599 614 31.5 26.6 30.9 1 0 0 1,861.8940
B_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 10 16 13.30% HAWIWHDCHR 618 627 28.9 25.0 28.9 0 2 0 1,417.6331
B_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 10 16 13.30% ASFCLEDTECEGDIQK 654 669 71.7 25.0 71.7 2 0 0 1,901.7895
B_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 6 8 13 10.90% TPVMEGYVEVK 199 209 48.0 26.9 43.6 2 0 0 1,267.6240
B_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 6 8 13 10.90% VVCGMFGFPGER 229 240 26.5 25.0 26.2 1 0 0 1,371.6185
B_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 6 8 13 10.90% FNAESQGCNHEEDAGVR 407 423 23.1 25.0 13.4 1 2 0 1,919.7937
B_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 6 8 13 10.90% CSGTELSLAHCR 511 522 59.2 25.0 58.1 2 1 0 1,390.6203
B_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 6 8 13 10.90% FSSQIHNNGQSDFRPK 599 614 41.4 26.5 35.6 0 2 0 1,861.8940
B_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 6 8 13 10.90% ASFCLEDTECEGDIQK 654 669 82.4 25.0 82.4 2 0 0 1,901.7895
B_22 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 2 2 2 4.26% FNAESQGCNHEEDAGVR 407 423 36.8 25.0 30.5 0 1 0 1,919.7937
B_22 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 2 2 2 4.26% FSSQIHNNGQSDFRPK 599 614 21.5 26.5 18.3 0 1 0 1,861.8940
C_19 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 3 4 6 6.33% VVCGMFGFPGER 229 240 42.1 25.0 35.3 2 0 0 1,371.6185
C_19 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 3 4 6 6.33% LGQGIGPIHLNEIQCTGNEK 381 400 32.7 28.0 29.3 0 1 0 2,178.0976
C_19 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 3 4 6 6.33% FNAESQGCNHEEDAGVR 407 423 41.0 25.0 41.0 2 1 0 1,919.7937
C_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 11 16 26 16.10% RTPVMEGYVEVK 198 209 26.4 27.8 17.0 2 1 0 1,407.7301
C_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 11 16 26 16.10% TPVMEGYVEVK 199 209 40.8 27.6 35.5 2 0 0 1,251.6290
C_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 11 16 26 16.10% VVCGMFGFPGER 229 240 47.7 25.0 36.2 2 0 0 1,371.6185
C_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 11 16 26 16.10% AYKPEQPLVR 318 327 27.2 27.8 18.5 2 0 0 1,200.6736
C_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 11 16 26 16.10% LRGGAYIGEGRVEVLK 328 343 19.5 25.0 14.8 0 2 0 1,716.9757
C_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 11 16 26 16.10% GGAYIGEGRVEVLK 330 343 29.5 27.6 19.0 2 1 0 1,447.7905
C_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 11 16 26 16.10% LGQGIGPIHLNEIQCTGNEK 381 400 47.0 28.0 42.9 0 2 0 2,178.0976
C_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 11 16 26 16.10% FNAESQGCNHEEDAGVR 407 423 61.2 25.0 56.8 2 1 0 1,919.7937
C_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 11 16 26 16.10% CSGTELSLAHCR 511 522 55.8 25.0 55.7 2 2 0 1,390.6203
C_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 11 16 26 16.10% FSSQIHNNGQSDFRPK 599 614 21.9 25.9 19.3 2 0 0 1,861.8940
C_20 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 11 16 26 16.10% HAWIWHDCHR 618 627 18.8 25.0 18.2 0 1 0 1,417.6331
C_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 11 18 12.90% TPVMEGYVEVK 199 209 42.2 27.6 32.0 2 0 0 1,251.6290
C_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 11 18 12.90% VVCGMFGFPGER 229 240 29.4 25.0 22.2 1 0 0 1,371.6185
C_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 11 18 12.90% LRGGAYIGEGRVEVLK 328 343 24.1 25.0 21.4 0 1 0 1,716.9757
C_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 11 18 12.90% GGAYIGEGRVEVLK 330 343 21.3 27.3 16.7 0 1 0 1,447.7905
C_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 11 18 12.90% FNAESQGCNHEEDAGVR 407 423 48.6 25.0 48.0 2 1 0 1,919.7937
C_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 11 18 12.90% CSGTELSLAHCR 511 522 44.4 25.0 30.5 2 2 0 1,390.6203
C_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 11 18 12.90% FSSQIHNNGQSDFRPK 599 614 52.4 26.0 44.7 2 2 0 1,861.8940
C_21 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 8 11 18 12.90% ASFCLEDTECEGDIQK 654 669 67.8 25.0 67.8 2 0 0 1,901.7895
C_22 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 2 2 4 4.26% FNAESQGCNHEEDAGVR 407 423 31.2 25.0 18.2 0 2 0 1,919.7937
C_22 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 2 2 4 4.26% FSSQIHNNGQSDFRPK 599 614 22.8 25.9 18.0 0 2 0 1,861.8940
C_23 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 2 2 2 4.26% FNAESQGCNHEEDAGVR 407 423 36.8 25.0 32.3 0 1 0 1,919.7937
C_23 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 2 2 2 4.26% FSSQIHNNGQSDFRPK 599 614 27.9 26.3 16.6 0 1 0 1,861.8940



C_25 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 2 2 2 4.26% FNAESQGCNHEEDAGVR 407 423 19.7 25.0 15.0 0 1 0 1,919.7937
C_25 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 2 2 2 4.26% FSSQIHNNGQSDFRPK 599 614 19.5 26.1 11.9 0 1 0 1,861.8940
H_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 2 2 3 3.49% TPVMEGYVEVK 199 209 50.7 27.6 44.6 2 0 0 1,251.6290
H_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 2 2 3 3.49% FSSQIHNNGQSDFRPK 599 614 20.9 26.7 16.6 0 1 0 1,861.8940
I_16 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 4 4 5 7.24% TPVMEGYVEVK 199 209 41.6 26.7 34.2 2 0 0 1,267.6240
I_16 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 4 4 5 7.24% GGAYIGEGRVEVLK 330 343 31.1 27.3 26.7 1 0 0 1,447.7905
I_16 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 4 4 5 7.24% WDLVSASVVCR 355 365 30.2 27.8 22.6 1 0 0 1,291.6463
I_16 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 4 4 5 7.24% LGQGIGPIHLNEIQCTGNEK 381 400 29.6 28.0 28.3 0 1 0 2,178.0976
I_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 10 11 18 14.10% KRTPVMEGYVEVK 197 209 23.1 27.5 16.9 0 1 0 1,535.8251
I_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 10 11 18 14.10% RTPVMEGYVEVK 198 209 34.4 28.2 16.9 0 2 0 1,407.7301
I_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 10 11 18 14.10% TPVMEGYVEVK 199 209 25.8 26.9 19.4 1 0 0 1,267.6240
I_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 10 11 18 14.10% TPVMEGYVEVKEGK 199 212 21.7 27.4 10.1 0 2 0 1,581.7831
I_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 10 11 18 14.10% VVCGMFGFPGER 229 240 45.4 25.0 45.4 2 0 0 1,355.6236
I_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 10 11 18 14.10% GGAYIGEGRVEVLK 330 343 23.7 27.4 14.3 1 0 0 1,447.7905
I_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 10 11 18 14.10% ELGFGSAKEAVTGSR 366 380 51.7 28.0 35.7 2 1 0 1,508.7704
I_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 10 11 18 14.10% LGQGIGPIHLNEIQCTGNEK 381 400 41.7 28.0 34.9 0 2 0 2,178.0976
I_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 10 11 18 14.10% FSSQIHNNGQSDFRPK 599 614 29.9 26.4 25.5 0 2 0 1,861.8940
I_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 10 11 18 14.10% ASFCLEDTECEGDIQK 654 669 94.3 25.0 94.3 2 0 0 1,901.7895
J_16 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 3 4 6 4.78% TPVMEGYVEVK 199 209 42.7 27.7 32.6 4 0 0 1,251.6290
J_16 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 3 4 6 4.78% CNTPAMGLQK 424 433 25.4 25.7 7.0 1 0 0 1,119.5287
J_16 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 3 4 6 4.78% FSSQIHNNGQSDFRPK 599 614 29.0 27.3 14.6 0 1 0 1,861.8940
J_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 4 5 9 7.11% TPVMEGYVEVK 199 209 53.2 27.1 51.7 4 0 0 1,267.6240
J_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 4 5 9 7.11% VVCGMFGFPGER 229 240 23.3 25.0 21.0 1 0 0 1,371.6185
J_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 4 5 9 7.11% FSSQIHNNGQSDFRPK 599 614 22.3 27.0 16.6 0 2 0 1,861.8940
J_17 Lysyl oxidase homolog 2 LOXL2_HUMAN 86,723 4 5 9 7.11% ASFCLEDTECEGDIQK 654 669 49.7 25.0 49.7 2 0 0 1,901.7895
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% SGGLGGSHALLLLR 115 128 31.2 25.0 29.9 0 2 0 1,350.7854
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% SCGSLLPELK 129 138 33.7 27.9 17.9 2 0 0 1,103.5767
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% LIASYCNVGDIEGASK 203 218 98.8 27.6 88.9 2 0 0 1,696.8212
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% NVQGIIEILK 454 463 37.5 25.0 28.8 2 0 0 1,126.6832
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% SNTLPISLQSIR 530 541 66.7 27.3 43.6 2 0 0 1,328.7533
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% QLILVLCSEENMQK 684 697 58.9 28.1 52.8 1 0 0 1,720.8610
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% LDSSAVLDTGK 740 750 46.6 28.9 31.3 2 0 0 1,105.5737
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% LVEKGETDLIQK 865 876 38.7 26.9 26.8 2 2 0 1,372.7685
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% IQEENVIPR 981 989 48.8 26.6 30.2 2 0 0 1,097.5950
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% TVLDQQQTPSR 1129 1139 21.8 27.1 12.2 1 0 0 1,272.6544
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% VIQALAMKGDVENIEVVQK 1145 1163 51.8 26.6 42.3 0 2 0 2,100.1372
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% GDVENIEVVQK 1153 1163 41.8 27.9 27.9 2 0 0 1,229.6373
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% MLNGLEDSIGLSK 1164 1176 67.3 27.8 54.1 2 0 0 1,392.7042
A_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 14 15 27 11.70% VIEEQLEPAVEK 1225 1236 46.2 26.9 36.6 1 0 0 1,383.7367
A_25 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 5 5 8 4.45% SGGLGGSHALLLLR 115 128 20.9 25.0 11.6 0 1 0 1,350.7854
A_25 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 5 5 8 4.45% LIASYCNVGDIEGASK 203 218 44.1 27.6 41.1 1 0 0 1,696.8212
A_25 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 5 5 8 4.45% NVQGIIEILK 454 463 22.1 25.0 22.0 2 0 0 1,126.6832
A_25 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 5 5 8 4.45% SNTLPISLQSIR 530 541 37.0 27.2 23.3 2 0 0 1,328.7533
A_25 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 5 5 8 4.45% GAYDIFLNAK 1050 1059 36.5 27.1 20.4 2 0 0 1,111.5783
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% EKDIQEESTFSSR 65 77 47.0 26.1 42.9 2 0 0 1,555.7235
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% SGGLGGSHALLLLR 115 128 29.5 25.0 22.5 0 2 0 1,350.7854
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% SCGSLLPELK 129 138 46.9 28.8 39.8 2 0 0 1,103.5767
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% LIASYCNVGDIEGASK 203 218 93.6 27.6 86.6 2 0 0 1,696.8212
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% AGDMENAENILTVMR 245 259 61.8 25.0 55.9 2 0 0 1,695.7678
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% NVQGIIEILK 454 463 44.4 25.0 36.8 2 0 0 1,126.6832
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% SNTLPISLQSIR 530 541 44.9 27.3 26.1 2 0 0 1,328.7533
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% LDSSAVLDTGK 740 750 68.0 28.6 54.2 2 0 0 1,105.5737
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% LVEKGETDLIQK 865 876 32.1 26.8 10.0 2 0 0 1,372.7685
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% LQWFCDR 923 929 24.6 25.0 7.4 1 0 0 1,024.4670
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% CVANNQVETLEK 930 941 31.2 26.7 22.3 1 0 0 1,404.6788
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% IQEENVIPR 981 989 47.9 26.5 21.8 2 0 0 1,097.5950
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% HSLNSSSASTTEPDFQK 1021 1037 57.0 27.0 55.5 2 2 0 1,835.8406
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% GFTLNDAANSR 1099 1109 53.5 26.6 42.0 2 0 0 1,165.5596
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% TVLDQQQTPSR 1129 1139 30.0 27.1 23.0 1 0 0 1,272.6544
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% VIQALAMKGDVENIEVVQK 1145 1163 44.3 26.4 31.9 0 1 0 2,100.1372
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% GDVENIEVVQK 1153 1163 47.9 27.7 39.3 2 0 0 1,229.6373
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% MLNGLEDSIGLSK 1164 1176 78.2 27.8 64.9 2 0 0 1,392.7042
B_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 19 20 36 16.10% VIEEQLEPAVEK 1225 1236 54.2 26.8 40.2 2 0 0 1,383.7367
B_25 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 2 2 2 1.58% NVQGIIEILK 454 463 38.5 25.0 33.7 1 0 0 1,126.6832
B_25 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 2 2 2 1.58% SNTLPISLQSIR 530 541 25.4 27.2 22.1 1 0 0 1,328.7533
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% SGGLGGSHALLLLR 115 128 45.5 25.0 35.4 0 2 0 1,350.7854
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% LIASYCNVGDIEGASK 203 218 89.4 27.8 84.2 2 0 0 1,696.8212
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% AGDMENAENILTVMR 245 259 58.1 25.0 47.0 2 0 0 1,695.7678
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% NVQGIIEILK 454 463 33.6 25.0 28.3 2 0 0 1,126.6832
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% SNTLPISLQSIR 530 541 55.3 27.5 37.6 2 0 0 1,328.7533
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% LVEKGETDLIQK 865 876 22.8 27.7 12.7 1 0 0 1,372.7685
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% LQWFCDR 923 929 21.4 25.0 13.2 1 0 0 1,024.4670
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% IQEENVIPR 981 989 23.9 25.9 19.8 2 0 0 1,097.5950
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% VIQALAMKGDVENIEVVQK 1145 1163 52.2 27.1 42.8 0 2 0 2,100.1372
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% MLNGLEDSIGLSK 1164 1176 71.0 27.8 59.5 2 0 0 1,392.7042
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% MVFINNIALAQIK 1177 1189 81.8 25.8 68.3 1 0 0 1,490.8401
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% VIEEQLEPAVEK 1225 1236 55.2 26.8 42.7 2 0 0 1,383.7367
C_24 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 13 13 23 11.70% NTKLDDLFLKR 1348 1358 39.9 25.6 35.3 0 2 0 1,362.7742
C_25 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 2 2 3 1.58% NVQGIIEILK 454 463 23.7 25.0 15.9 1 0 0 1,126.6832
C_25 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 2 2 3 1.58% SNTLPISLQSIR 530 541 33.8 27.5 24.6 2 0 0 1,328.7533
H_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 11 11 19 8.32% SGGLGGSHALLLLR 115 128 47.0 25.0 40.2 0 2 0 1,350.7854
H_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 11 11 19 8.32% LIASYCNVGDIEGASK 203 218 70.7 27.8 66.0 2 0 0 1,696.8212
H_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 11 11 19 8.32% NVQGIIEILK 454 463 38.8 25.0 31.4 2 0 0 1,126.6832
H_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 11 11 19 8.32% SNTLPISLQSIR 530 541 43.3 27.2 11.0 2 0 0 1,328.7533
H_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 11 11 19 8.32% LQWFCDR 923 929 24.7 25.0 11.7 2 0 0 1,024.4670
H_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 11 11 19 8.32% IQEENVIPR 981 989 34.3 25.5 7.9 1 0 0 1,097.5950
H_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 11 11 19 8.32% DYLKEAVTTLK 1118 1128 38.6 25.4 32.7 2 0 0 1,280.7098
H_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 11 11 19 8.32% MLNGLEDSIGLSK 1164 1176 74.1 28.5 59.0 2 0 0 1,376.7092
H_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 11 11 19 8.32% KVIEEQLEPAVEK 1224 1236 30.1 26.3 19.5 0 1 0 1,511.8317
H_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 11 11 19 8.32% VIEEQLEPAVEK 1225 1236 56.5 26.7 45.3 2 0 0 1,383.7367
H_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 11 11 19 8.32% NTKLDDLFLKR 1348 1358 30.9 25.8 27.1 0 1 0 1,362.7742
H_21 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 3 3 5 2.44% NVQGIIEILK 454 463 34.4 25.0 25.2 2 0 0 1,126.6832
H_21 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 3 3 5 2.44% SNTLPISLQSIR 530 541 36.2 27.3 21.8 2 0 0 1,328.7533
H_21 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 3 3 5 2.44% LVEKGETDLIQK 865 876 17.9 27.1 16.5 0 1 0 1,372.7685
I_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 6 6 10 5.31% SGGLGGSHALLLLR 115 128 35.2 25.0 22.8 0 2 0 1,350.7854
I_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 6 6 10 5.31% LIASYCNVGDIEGASK 203 218 65.2 27.6 58.7 2 0 0 1,696.8212
I_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 6 6 10 5.31% NVQGIIEILK 454 463 26.7 25.0 17.5 2 0 0 1,126.6832
I_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 6 6 10 5.31% LVEKGETDLIQK 865 876 17.6 26.8 12.4 0 1 0 1,372.7685
I_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 6 6 10 5.31% GAYDIFLNAK 1050 1059 61.7 27.1 42.9 2 0 0 1,111.5783
I_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 6 6 10 5.31% VIEEQLEPAVEK 1225 1236 33.2 27.3 22.8 1 0 0 1,383.7367
K_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 8 8 14 6.67% SGGLGGSHALLLLR 115 128 37.3 25.0 32.8 0 2 0 1,350.7854
K_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 8 8 14 6.67% FSPTDFLAK 179 187 21.7 26.6 15.4 1 0 0 1,025.5303
K_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 8 8 14 6.67% LIASYCNVGDIEGASK 203 218 72.2 27.6 66.1 2 0 0 1,696.8212
K_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 8 8 14 6.67% SNTLPISLQSIR 530 541 41.8 26.8 26.8 2 0 0 1,328.7533
K_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 8 8 14 6.67% IQEENVIPR 981 989 29.3 26.1 22.0 1 0 0 1,097.5950
K_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 8 8 14 6.67% GAYDIFLNAK 1050 1059 53.8 27.3 45.8 2 0 0 1,111.5783
K_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 8 8 14 6.67% GFTLNDAANSR 1099 1109 47.0 27.3 35.9 2 0 0 1,165.5596
K_20 Leucine‐rich PPR motif‐containing protein, mitochondrial LPPRC_HUMAN 157,912 8 8 14 6.67% VIEEQLEPAVEK 1225 1236 45.3 27.3 34.4 2 0 0 1,383.7367
A_18 Leucine‐rich repeat‐containing protein 47 LRC47_HUMAN 63,475 2 2 3 3.95% ELLLTGPGLEER 23 34 49.9 26.8 41.2 2 0 0 1,326.7266
A_18 Leucine‐rich repeat‐containing protein 47 LRC47_HUMAN 63,475 2 2 3 3.95% TAATLATHELR 371 381 44.9 27.1 33.6 1 0 0 1,183.6430
B_18 Leucine‐rich repeat‐containing protein 47 LRC47_HUMAN 63,475 2 2 4 3.95% ELLLTGPGLEER 23 34 51.9 26.7 41.4 2 0 0 1,326.7266
B_18 Leucine‐rich repeat‐containing protein 47 LRC47_HUMAN 63,475 2 2 4 3.95% TAATLATHELR 371 381 58.0 26.7 46.5 2 0 0 1,183.6430



A_07 Leucine‐rich repeat‐containing protein 59 LRC59_HUMAN 34,931 3 3 5 10.70% LQQLPADFGR 74 83 40.2 27.9 23.4 2 0 0 1,144.6111
A_07 Leucine‐rich repeat‐containing protein 59 LRC59_HUMAN 34,931 3 3 5 10.70% LVNLQHLDLLNNK 84 96 68.9 25.0 54.9 2 0 0 1,533.8749
A_07 Leucine‐rich repeat‐containing protein 59 LRC59_HUMAN 34,931 3 3 5 10.70% DNPLDPVLAK 117 126 48.0 25.5 40.2 1 0 0 1,081.5890
B_07 Leucine‐rich repeat‐containing protein 59 LRC59_HUMAN 34,931 4 5 9 14.70% LQQLPADFGR 74 83 30.5 27.9 15.9 2 0 0 1,144.6111
B_07 Leucine‐rich repeat‐containing protein 59 LRC59_HUMAN 34,931 4 5 9 14.70% LVNLQHLDLLNNK 84 96 69.4 25.0 54.6 2 2 0 1,533.8749
B_07 Leucine‐rich repeat‐containing protein 59 LRC59_HUMAN 34,931 4 5 9 14.70% LVTLPVSFAQLK 97 108 28.7 25.0 22.8 1 0 0 1,315.7985
B_07 Leucine‐rich repeat‐containing protein 59 LRC59_HUMAN 34,931 4 5 9 14.70% DNPLDPVLAK 117 126 41.6 25.5 31.8 2 0 0 1,081.5890
D_12 Leucine‐rich repeat‐containing protein 59 LRC59_HUMAN 34,931 2 2 4 6.51% ATILDLSCNK 41 50 40.1 27.9 38.3 2 0 0 1,134.5825
D_12 Leucine‐rich repeat‐containing protein 59 LRC59_HUMAN 34,931 2 2 4 6.51% LQQLPADFGR 74 83 30.8 27.9 9.7 2 0 0 1,144.6111
H_06 Leucine‐rich repeat‐containing protein 59 LRC59_HUMAN 34,931 3 3 5 11.40% NKLQQLPADFGR 72 83 25.0 27.7 22.0 1 0 0 1,386.7490
H_06 Leucine‐rich repeat‐containing protein 59 LRC59_HUMAN 34,931 3 3 5 11.40% LVNLQHLDLLNNK 84 96 72.9 25.0 57.1 2 0 0 1,533.8749
H_06 Leucine‐rich repeat‐containing protein 59 LRC59_HUMAN 34,931 3 3 5 11.40% DNPLDPVLAK 117 126 41.3 25.4 32.9 2 0 0 1,081.5890
A_25 Low‐density lipoprotein receptor‐related protein 5 LRP5_HUMAN 179,148 3 3 5 2.04% AGAEEVLLLAR 338 348 75.0 25.0 64.8 2 0 0 1,141.6576
A_25 Low‐density lipoprotein receptor‐related protein 5 LRP5_HUMAN 179,148 3 3 5 2.04% NLYWTDTGTDR 429 439 32.3 25.0 18.4 1 0 0 1,341.6071
A_25 Low‐density lipoprotein receptor‐related protein 5 LRP5_HUMAN 179,148 3 3 5 2.04% IECANLDGQER 484 494 19.0 25.0 19.0 2 0 0 1,304.5901
C_25 Low‐density lipoprotein receptor‐related protein 5 LRP5_HUMAN 179,148 4 4 7 2.79% NLYWTDTGTDR 429 439 39.3 25.0 39.3 2 0 0 1,341.6071
C_25 Low‐density lipoprotein receptor‐related protein 5 LRP5_HUMAN 179,148 4 4 7 2.79% ILVSEDLDEPR 452 462 36.9 27.1 36.9 1 0 0 1,285.6636
C_25 Low‐density lipoprotein receptor‐related protein 5 LRP5_HUMAN 179,148 4 4 7 2.79% ANDLTIDYADQR 806 817 51.7 25.4 49.4 2 0 0 1,394.6548
C_25 Low‐density lipoprotein receptor‐related protein 5 LRP5_HUMAN 179,148 4 4 7 2.79% GYLYFTNMQDR 1079 1089 35.9 25.0 31.0 2 0 0 1,423.6312
C_25 Low‐density lipoprotein receptor‐related protein 6 LRP6_HUMAN 180,432 2 2 3 2.23% DGATELLLLAR 325 335 35.1 28.3 5.9 2 0 0 1,171.6683
C_25 Low‐density lipoprotein receptor‐related protein 6 LRP6_HUMAN 180,432 2 2 3 2.23% NLYWTDTGTDR 416 426 39.3 25.0 39.3 2 0 0 1,341.6071
C_25 Low‐density lipoprotein receptor‐related protein 6 LRP6_HUMAN 180,432 2 2 3 2.23% SVGVVLKGEQDRPR 1047 1060 16.1 25.5 7.7 0 1 0 1,539.8603
A_23 Leucine‐rich repeat flightless‐interacting protein 1 LRRF1_HUMAN 89,253 2 2 4 3.71% SAVEAQNEVTENPK 618 631 35.7 26.1 31.6 2 0 0 1,515.7285
A_23 Leucine‐rich repeat flightless‐interacting protein 1 LRRF1_HUMAN 89,253 2 2 4 3.71% IAAESSENVDCPENPK 634 649 36.8 25.0 31.5 2 0 0 1,759.7804
B_23 Leucine‐rich repeat flightless‐interacting protein 1 LRRF1_HUMAN 89,253 2 2 3 3.71% SAVEAQNEVTENPK 618 631 36.5 25.9 35.8 1 0 0 1,515.7285
B_23 Leucine‐rich repeat flightless‐interacting protein 1 LRRF1_HUMAN 89,253 2 2 3 3.71% IAAESSENVDCPENPK 634 649 49.1 25.0 49.1 2 0 0 1,759.7804
A_07 Protein LSM12 homolog LSM12_HUMAN 21,700 2 2 4 13.80% LQGEVVAFDYQSK 25 37 75.5 27.1 68.5 2 0 0 1,483.7428
A_07 Protein LSM12 homolog LSM12_HUMAN 21,700 2 2 4 13.80% TETPPPLASLNVSK 73 86 35.7 26.9 31.6 2 0 0 1,453.7898
A_04 U6 snRNA‐associated Sm‐like protein LSm4 LSM4_HUMAN 15,350 2 2 2 15.80% TAQNHPMLVELK 9 20 19.1 28.0 1.1 0 1 0 1,396.7255
A_04 U6 snRNA‐associated Sm‐like protein LSm4 LSM4_HUMAN 15,350 2 2 2 15.80% IPDEIIDMVK 71 80 22.2 28.2 20.7 1 0 0 1,188.6184
H_02 U6 snRNA‐associated Sm‐like protein LSm7 LSM7_HUMAN 11,603 2 2 2 15.50% ESILDLSK 10 17 46.5 28.0 26.0 1 0 0 904.4987
H_02 U6 snRNA‐associated Sm‐like protein LSm7 LSM7_HUMAN 11,603 2 2 2 15.50% QLGLVVCR 70 77 25.9 30.0 16.3 1 0 0 944.5347
A_25 Latent‐transforming growth factor beta‐binding protein 1 LTBP1_HUMAN 186,787 2 2 4 1.45% HPPEASVQIHQVSR 489 502 32.3 27.5 31.6 0 2 0 1,584.8241
A_25 Latent‐transforming growth factor beta‐binding protein 1 LTBP1_HUMAN 186,787 2 2 4 1.45% EEPVEALTFSR 778 788 25.0 27.4 18.9 2 0 0 1,277.6372
C_25 Latent‐transforming growth factor beta‐binding protein 1 LTBP1_HUMAN 186,787 3 3 4 2.03% HPPEASVQIHQVSR 489 502 32.5 27.5 25.0 0 2 0 1,584.8241
C_25 Latent‐transforming growth factor beta‐binding protein 1 LTBP1_HUMAN 186,787 3 3 4 2.03% EEPVEALTFSR 778 788 32.3 27.2 29.5 1 0 0 1,277.6372
C_25 Latent‐transforming growth factor beta‐binding protein 1 LTBP1_HUMAN 186,787 3 3 4 2.03% YTCICYEGYR 896 905 17.6 25.0 17.6 1 0 0 1,384.5661
A_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 6 9 4.78% AISMLQGLCYR 666 676 27.7 26.7 27.2 2 0 0 1,327.6498
A_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 6 9 4.78% SLGPGTCTLPLAQR 677 690 35.8 27.6 30.8 1 0 0 1,470.7736
A_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 6 9 4.78% EICPAGHGYTYASSDIR 722 738 16.8 25.0 14.4 0 1 0 1,896.8546
A_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 6 9 4.78% GAGGQSMSEAPTGDHAPAPTR 1390 1410 24.3 25.0 13.7 0 2 0 2,010.8937
A_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 6 9 4.78% VTNDVCSEPLR 1590 1600 31.2 25.6 26.6 1 0 0 1,289.6155
A_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 6 9 4.78% SSEVYAQLCNVAR 1628 1640 88.5 26.8 80.3 2 0 0 1,496.7161
A_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 6 12 4.61% EQDAPVAGLQPVER 74 87 47.5 28.6 41.6 2 0 0 1,508.7705
A_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 6 12 4.61% AISMLQGLCYR 666 676 25.4 26.3 15.6 2 0 0 1,327.6498
A_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 6 12 4.61% SLGPGTCTLPLAQR 677 690 47.3 27.6 37.7 2 0 0 1,470.7736
A_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 6 12 4.61% GAGGQSMSEAPTGDHAPAPTR 1390 1410 41.3 25.0 40.6 0 2 0 2,010.8937
A_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 6 12 4.61% VTNDVCSEPLR 1590 1600 31.1 25.5 31.1 2 0 0 1,289.6155
A_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 6 12 4.61% SSEVYAQLCNVAR 1628 1640 72.3 27.0 67.0 2 0 0 1,496.7161
A_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 13 24 8.68% EQDAPVAGLQPVER 74 87 76.6 28.5 65.6 1 0 0 1,508.7705
A_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 13 24 8.68% GSCSRPQLCVCR 199 210 16.4 25.0 4.9 0 1 0 1,479.6614
A_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 13 24 8.68% IVFTPTICK 353 361 31.3 27.6 13.1 2 0 0 1,078.5967
A_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 13 24 8.68% AISMLQGLCYR 666 676 42.9 26.3 41.4 2 0 0 1,327.6498
A_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 13 24 8.68% SLGPGTCTLPLAQR 677 690 68.4 27.6 50.7 2 0 0 1,470.7736
A_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 13 24 8.68% CPLPGTEAFR 712 721 36.7 27.0 16.2 2 0 0 1,147.5566
A_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 13 24 8.68% GQSGSCVDVNECLTPGVCAHGK 1003 1024 29.3 25.0 29.3 0 2 0 2,332.0117
A_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 13 24 8.68% CSCEQGYEVTSDEK 1034 1047 56.0 25.0 56.0 2 0 0 1,691.6525
A_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 13 24 8.68% GAGGQSMSEAPTGDHAPAPTR 1390 1410 46.8 25.0 43.8 0 2 0 2,010.8937
A_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 13 24 8.68% VTNDVCSEPLR 1590 1600 29.9 25.5 26.0 2 0 0 1,289.6155
A_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 13 24 8.68% CHCSPGYVAEAGPPHCTAK 1802 1820 18.2 25.0 18.2 0 2 0 2,098.8893
A_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 13 24 8.68% CHCSPGYVAEAGPPHCTAKE 1802 1821 44.5 25.0 44.5 0 2 2 2,227.9319
A_28 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.53% EQDAPVAGLQPVER 74 87 58.5 28.3 48.9 2 0 0 1,508.7705
A_28 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.53% GAGGQSMSEAPTGDHAPAPTR 1390 1410 43.7 25.0 43.0 0 2 0 2,010.8937
A_28 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.53% VTNDVCSEPLR 1590 1600 23.0 25.5 23.0 1 0 0 1,289.6155
B_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 3 1.48% SLGPGTCTLPLAQR 677 690 35.4 27.6 27.4 1 0 0 1,470.7736
B_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 3 1.48% SSEVYAQLCNVAR 1628 1640 73.0 27.2 68.1 2 0 0 1,496.7161
B_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 4 7 2.53% IVFTPTICK 353 361 31.3 27.5 11.8 1 0 0 1,078.5967
B_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 4 7 2.53% SLGPGTCTLPLAQR 677 690 34.8 27.6 23.7 2 0 0 1,470.7736
B_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 4 7 2.53% CPLPGTEAFR 712 721 34.8 27.4 15.8 2 0 0 1,147.5566
B_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 4 7 2.53% SSEVYAQLCNVAR 1628 1640 69.7 27.2 64.4 2 0 0 1,496.7161
B_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 9 10 17 6.48% EQDAPVAGLQPVER 74 87 64.0 28.5 52.9 2 0 0 1,508.7705
B_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 9 10 17 6.48% IVFTPTICK 353 361 28.0 27.5 11.6 2 0 0 1,078.5967
B_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 9 10 17 6.48% AISMLQGLCYR 666 676 53.7 26.3 48.7 2 0 0 1,327.6498
B_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 9 10 17 6.48% SLGPGTCTLPLAQR 677 690 59.4 27.6 51.0 2 0 0 1,470.7736
B_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 9 10 17 6.48% EICPAGHGYTYASSDIR 722 738 15.6 25.0 13.5 0 1 0 1,896.8546
B_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 9 10 17 6.48% GQSGSCVDVNECLTPGVCAHGK 1003 1024 21.4 25.0 21.4 0 2 0 2,332.0117
B_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 9 10 17 6.48% VTNDVCSEPLR 1590 1600 28.5 25.4 28.4 1 0 0 1,289.6155
B_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 9 10 17 6.48% CHCSPGYVAEAGPPHCTAK 1802 1820 26.7 25.0 26.7 0 3 1 2,098.8893
B_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 9 10 17 6.48% CHCSPGYVAEAGPPHCTAKE 1802 1821 26.8 25.0 26.8 0 0 1 2,227.9319
C_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 7 11 5.11% EQDAPVAGLQPVER 74 87 50.6 28.4 43.0 1 0 0 1,508.7705
C_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 7 11 5.11% SLGPGTCTLPLAQR 677 690 52.3 27.5 45.0 2 0 0 1,470.7736
C_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 7 11 5.11% CPLPGTEAFR 712 721 25.7 26.5 11.1 1 0 0 1,147.5566
C_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 7 11 5.11% GQSGSCVDVNECLTPGVCAHGK 1003 1024 18.1 25.0 18.1 0 1 0 2,332.0117
C_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 7 11 5.11% SSEVYAQLCNVAR 1628 1640 80.6 26.9 75.6 2 0 0 1,496.7161
C_25 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 6 7 11 5.11% CHCSPGYVAEAGPPHCTAKE 1802 1821 37.5 25.0 37.5 0 2 2 2,227.9319
C_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 11 11 16 8.95% EQDAPVAGLQPVER 74 87 68.2 28.4 58.6 2 0 0 1,508.7705
C_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 11 11 16 8.95% GSCSRPQLCVCR 199 210 15.6 25.0 8.8 0 1 0 1,479.6614
C_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 11 11 16 8.95% IVFTPTICK 353 361 37.6 27.6 26.0 2 0 0 1,078.5967
C_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 11 11 16 8.95% SLGPGTCTLPLAQR 677 690 74.1 27.6 66.3 2 0 0 1,470.7736
C_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 11 11 16 8.95% CPLPGTEAFR 712 721 21.6 26.6 10.9 1 0 0 1,147.5566
C_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 11 11 16 8.95% EICPAGHGYTYASSDIR 722 738 26.1 25.0 15.4 0 1 0 1,896.8546
C_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 11 11 16 8.95% GQSGSCVDVNECLTPGVCAHGK 1003 1024 28.0 25.0 28.0 0 2 0 2,332.0117
C_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 11 11 16 8.95% GAGGQSMSEAPTGDHAPAPTR 1390 1410 25.7 25.0 20.9 0 2 0 2,010.8937
C_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 11 11 16 8.95% VTNDVCSEPLR 1590 1600 24.7 25.3 17.3 1 0 0 1,289.6155
C_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 11 11 16 8.95% SSEVYAQLCNVAR 1628 1640 81.1 27.0 71.3 1 0 0 1,496.7161
C_26 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 11 11 16 8.95% CHCSPGYVAEAGPPHCTAKE 1802 1821 20.4 25.0 20.4 0 1 0 2,227.9319
C_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 14 24 10.50% EQDAPVAGLQPVER 74 87 67.1 28.8 55.3 2 2 0 1,508.7705
C_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 14 24 10.50% CEEVIPDEEFDPQNSR 218 233 40.1 25.0 40.1 2 0 0 1,963.8340
C_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 14 24 10.50% IKIVFTPTICK 351 361 33.5 25.0 27.2 2 0 0 1,319.7758
C_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 14 24 10.50% IVFTPTICK 353 361 28.2 27.6 14.9 1 0 0 1,078.5967
C_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 14 24 10.50% VHIHHPPEASVQIHQVAQVR 476 495 35.5 25.2 31.0 0 0 1 2,282.2265
C_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 14 24 10.50% AISMLQGLCYR 666 676 39.3 26.5 36.0 2 0 0 1,327.6498
C_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 14 24 10.50% SLGPGTCTLPLAQR 677 690 65.6 27.8 46.9 2 0 0 1,470.7736
C_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 14 24 10.50% EICPAGHGYTYASSDIR 722 738 78.6 25.0 75.0 2 0 0 1,896.8546
C_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 14 24 10.50% GQSGSCVDVNECLTPGVCAHGK 1003 1024 41.5 25.0 39.7 0 2 0 2,332.0117
C_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 14 24 10.50% CSCEQGYEVTSDEKGCQDVDECASR 1034 1058 44.3 25.0 42.5 0 1 0 2,969.1291
C_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 14 24 10.50% GAGGQSMSEAPTGDHAPAPTR 1390 1410 29.8 25.0 21.8 0 1 0 2,010.8937
C_27 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 12 14 24 10.50% CHCSPGYVAEAGPPHCTAKE 1802 1821 41.7 25.0 41.7 0 2 2 2,227.9319
C_28 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 6 2.25% EQDAPVAGLQPVER 74 87 40.4 28.4 34.0 2 0 0 1,508.7705
C_28 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 6 2.25% SLGPGTCTLPLAQR 677 690 64.6 27.6 55.7 2 0 0 1,470.7736
C_28 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 6 2.25% SSEVYAQLCNVAR 1628 1640 58.4 27.0 49.5 2 0 0 1,496.7161
C_29 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.25% EQDAPVAGLQPVER 74 87 58.1 28.6 43.5 2 0 0 1,508.7705



C_29 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.25% SLGPGTCTLPLAQR 677 690 37.1 27.5 36.6 1 0 0 1,470.7736
C_29 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.25% SSEVYAQLCNVAR 1628 1640 69.7 27.0 61.7 2 0 0 1,496.7161
D_30 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 2 1.21% IVFTPTICK 353 361 25.7 28.0 18.0 1 0 0 1,078.5967
D_30 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 2 1.21% SSEVYAQLCNVAR 1628 1640 41.1 26.8 39.4 1 0 0 1,496.7161
E_30 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 2 1.10% IVFTPTICK 353 361 29.8 27.9 22.9 1 0 0 1,078.5967
E_30 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 2 1.10% VTNDVCSEPLR 1590 1600 34.7 25.3 28.7 1 0 0 1,289.6155
H_20 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 2 1.48% SLGPGTCTLPLAQR 677 690 34.4 27.6 24.9 1 0 0 1,470.7736
H_20 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 2 1.48% SSEVYAQLCNVAR 1628 1640 53.5 26.9 45.8 1 0 0 1,496.7161
H_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.25% EQDAPVAGLQPVER 74 87 46.2 27.9 43.0 1 0 0 1,508.7705
H_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.25% SLGPGTCTLPLAQR 677 690 75.4 27.6 63.7 2 0 0 1,470.7736
H_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.25% SSEVYAQLCNVAR 1628 1640 96.9 26.8 93.4 2 0 0 1,496.7161
H_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 5 7 3.19% IVFTPTICK 353 361 33.0 27.5 16.5 1 0 0 1,078.5967
H_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 5 7 3.19% SLGPGTCTLPLAQR 677 690 57.7 27.6 49.5 2 0 0 1,470.7736
H_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 5 7 3.19% GQSGSCVDVNECLTPGVCAHGK 1003 1024 38.0 25.0 37.3 0 1 0 2,332.0117
H_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 5 7 3.19% SSEVYAQLCNVAR 1628 1640 89.7 26.8 79.2 2 1 0 1,496.7161
H_23 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 4 1.48% SLGPGTCTLPLAQR 677 690 40.4 27.6 30.1 2 0 0 1,470.7736
H_23 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 4 1.48% SSEVYAQLCNVAR 1628 1640 82.5 27.0 80.9 2 0 0 1,496.7161
I_20 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 4 1.48% SLGPGTCTLPLAQR 677 690 32.1 27.4 27.7 2 0 0 1,470.7736
I_20 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 4 1.48% SSEVYAQLCNVAR 1628 1640 91.9 27.0 83.3 2 0 0 1,496.7161
I_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 5 6 10 4.39% EQDAPVAGLQPVER 74 87 46.4 28.4 46.4 2 0 0 1,508.7705
I_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 5 6 10 4.39% SLGPGTCTLPLAQR 677 690 38.1 27.4 25.4 2 0 0 1,470.7736
I_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 5 6 10 4.39% EICPAGHGYTYASSDIR 722 738 23.4 25.0 22.7 0 2 0 1,896.8546
I_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 5 6 10 4.39% GQSGSCVDVNECLTPGVCAHGK 1003 1024 22.2 25.0 22.2 0 1 0 2,332.0117
I_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 5 6 10 4.39% SSEVYAQLCNVAR 1628 1640 96.7 27.0 76.8 2 1 0 1,496.7161
I_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 16 5.49% EQDAPVAGLQPVER 74 87 66.0 27.9 48.3 2 1 0 1,508.7705
I_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 16 5.49% IVFTPTICK 353 361 42.1 27.6 22.9 1 0 0 1,078.5967
I_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 16 5.49% AISMLQGLCYR 666 676 43.0 26.3 41.1 2 0 0 1,327.6498
I_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 16 5.49% SLGPGTCTLPLAQR 677 690 47.8 27.6 30.0 2 0 0 1,470.7736
I_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 16 5.49% EICPAGHGYTYASSDIR 722 738 21.4 25.0 19.9 0 2 0 1,896.8546
I_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 16 5.49% GQSGSCVDVNECLTPGVCAHGK 1003 1024 49.5 25.0 49.5 0 2 0 2,332.0117
I_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 16 5.49% SSEVYAQLCNVAR 1628 1640 79.1 26.9 73.7 2 2 0 1,496.7161
J_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.42% SLGPGTCTLPLAQR 677 690 56.0 28.0 42.2 2 0 0 1,470.7736
J_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.42% EICPAGHGYTYASSDIR 722 738 16.9 25.0 15.6 0 1 0 1,896.8546
J_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.42% SSEVYAQLCNVAR 1628 1640 94.9 27.0 92.5 2 0 0 1,496.7161
J_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 4 7 2.75% EQDAPVAGLQPVER 74 87 53.6 28.1 48.3 2 0 0 1,508.7705
J_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 4 7 2.75% IVFTPTICK 353 361 25.6 25.8 17.3 1 0 0 1,078.5967
J_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 4 7 2.75% SLGPGTCTLPLAQR 677 690 34.9 28.1 28.8 2 0 0 1,470.7736
J_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 4 7 2.75% SSEVYAQLCNVAR 1628 1640 76.3 27.1 73.3 2 0 0 1,496.7161
K_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.36% EQDAPVAGLQPVER 74 87 64.2 28.0 53.4 2 0 0 1,508.7705
K_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.36% SGEPPRPLPPAAPRPR 533 548 17.2 25.0 17.2 0 1 0 1,694.9451
K_21 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 5 2.36% SSEVYAQLCNVAR 1628 1640 89.5 26.8 84.7 2 0 0 1,496.7161
K_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 14 5.49% EQDAPVAGLQPVER 74 87 57.6 28.1 45.7 2 1 0 1,508.7705
K_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 14 5.49% IVFTPTICK 353 361 27.3 27.5 12.4 1 0 0 1,078.5967
K_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 14 5.49% AISMLQGLCYR 666 676 32.8 26.9 32.8 1 0 0 1,327.6498
K_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 14 5.49% SLGPGTCTLPLAQR 677 690 70.4 28.0 58.6 2 0 0 1,470.7736
K_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 14 5.49% EICPAGHGYTYASSDIR 722 738 18.5 25.0 17.8 0 1 0 1,896.8546
K_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 14 5.49% GQSGSCVDVNECLTPGVCAHGK 1003 1024 32.5 25.0 25.3 0 2 0 2,332.0117
K_22 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 7 9 14 5.49% SSEVYAQLCNVAR 1628 1640 88.8 27.1 82.5 2 2 0 1,496.7161
K_23 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 5 8 3.46% EQDAPVAGLQPVER 74 87 55.0 28.0 48.4 2 0 0 1,508.7705
K_23 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 5 8 3.46% SLGPGTCTLPLAQR 677 690 57.1 28.0 46.0 2 0 0 1,470.7736
K_23 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 5 8 3.46% GQSGSCVDVNECLTPGVCAHGK 1003 1024 28.1 25.0 28.1 0 1 0 2,332.0117
K_23 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 5 8 3.46% SSEVYAQLCNVAR 1628 1640 93.0 27.0 81.2 2 1 0 1,496.7161
N_16 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 4 8 3.24% SLGPGTCTLPLAQR 677 690 57.2 28.3 47.1 2 0 0 1,470.7736
N_16 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 4 8 3.24% GAGGQSMSEAPTGDHAPAPTR 1390 1410 45.1 25.0 42.9 0 2 0 2,010.8937
N_16 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 4 8 3.24% VTNDVCSEPLR 1590 1600 43.0 25.6 43.0 2 0 0 1,289.6155
N_16 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 4 4 8 3.24% SSEVYAQLCNVAR 1628 1640 73.4 27.0 67.9 2 0 0 1,496.7161
P_15 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 4 2.42% STPLGQQQPAPR 124 135 24.4 28.0 21.0 2 0 0 1,279.6755
P_15 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 4 2.42% GAGGQSMSEAPTGDHAPAPTR 1390 1410 57.1 25.0 50.4 0 1 0 2,010.8937
P_15 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 3 3 4 2.42% VTNDVCSEPLR 1590 1600 23.1 26.1 19.2 1 0 0 1,289.6155
Q_15 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 2 1.37% EQDAPVAGLQPVER 74 87 41.0 28.1 31.0 1 0 0 1,508.7705
Q_15 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 2 1.37% VTNDVCSEPLR 1590 1600 25.5 26.1 21.5 1 0 0 1,289.6155
Q_16 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 3 1.92% SLGPGTCTLPLAQR 677 690 39.3 27.9 28.2 1 0 0 1,470.7736
Q_16 Latent‐transforming growth factor beta‐binding protein 2 LTBP2_HUMAN 195,043 2 2 3 1.92% GAGGQSMSEAPTGDHAPAPTR 1390 1410 54.3 25.0 52.2 0 2 0 2,010.8937
C_25 Latent‐transforming growth factor beta‐binding protein 4 LTBP4_HUMAN 173,428 2 2 2 1.85% AGPDLASCLDVDECRER 952 968 25.4 25.0 21.5 0 1 0 1,962.8647
C_25 Latent‐transforming growth factor beta‐binding protein 4 LTBP4_HUMAN 173,428 2 2 2 1.85% GYLAPSGDLSLRR 1240 1252 20.3 27.7 14.1 0 1 0 1,404.7595
A_08 Latexin LXN_HUMAN 25,750 2 2 4 9.46% FAVEEIIQK 56 64 54.7 27.7 34.5 2 0 0 1,076.5987
A_08 Latexin LXN_HUMAN 25,750 2 2 4 9.46% NPDEEDNTFYQR 98 109 66.9 25.0 66.9 2 0 0 1,527.6347
B_08 Latexin LXN_HUMAN 25,750 2 2 4 9.46% FAVEEIIQK 56 64 56.3 27.7 40.0 2 0 0 1,076.5987
B_08 Latexin LXN_HUMAN 25,750 2 2 4 9.46% NPDEEDNTFYQR 98 109 65.8 25.0 63.2 2 0 0 1,527.6347
C_08 Latexin LXN_HUMAN 25,750 2 2 4 9.46% FAVEEIIQK 56 64 36.2 27.7 22.4 2 0 0 1,076.5987
C_08 Latexin LXN_HUMAN 25,750 2 2 4 9.46% NPDEEDNTFYQR 98 109 42.5 25.0 42.5 2 0 0 1,527.6347
D_13 Latexin LXN_HUMAN 25,750 3 3 3 17.60% AALVAQNYINYQQGTPHR 13 30 25.5 27.3 16.0 0 1 0 2,044.0359
D_13 Latexin LXN_HUMAN 25,750 3 3 3 17.60% FAVEEIIQK 56 64 37.3 28.4 19.1 1 0 0 1,076.5987
D_13 Latexin LXN_HUMAN 25,750 3 3 3 17.60% NPDEEDNTFYQR 98 109 26.2 25.0 26.2 1 0 0 1,527.6347
D_14 Latexin LXN_HUMAN 25,750 2 2 3 12.20% AALVAQNYINYQQGTPHR 13 30 31.3 27.2 16.7 0 1 0 2,044.0359
D_14 Latexin LXN_HUMAN 25,750 2 2 3 12.20% FAVEEIIQK 56 64 34.7 27.7 16.2 2 0 0 1,076.5987
F_10 Latexin LXN_HUMAN 25,750 2 2 4 9.91% QASMEDIPGR 39 48 43.4 25.0 33.0 2 0 0 1,103.5151
F_10 Latexin LXN_HUMAN 25,750 2 2 4 9.91% NPDEEDNTFYQR 98 109 63.7 25.0 63.7 2 0 0 1,527.6347
G_09 Latexin LXN_HUMAN 25,750 2 2 4 9.46% FAVEEIIQK 56 64 38.5 27.3 14.6 2 0 0 1,076.5987
G_09 Latexin LXN_HUMAN 25,750 2 2 4 9.46% NPDEEDNTFYQR 98 109 40.7 25.0 40.7 2 0 0 1,527.6347
H_07 Latexin LXN_HUMAN 25,750 2 2 4 12.20% AALVAQNYINYQQGTPHR 13 30 25.9 27.0 23.8 0 2 0 2,044.0359
H_07 Latexin LXN_HUMAN 25,750 2 2 4 12.20% FAVEEIIQK 56 64 51.0 27.4 33.7 2 0 0 1,076.5987
K_07 Latexin LXN_HUMAN 25,750 2 2 4 12.20% AALVAQNYINYQQGTPHR 13 30 30.7 27.4 29.1 0 2 0 2,044.0359
K_07 Latexin LXN_HUMAN 25,750 2 2 4 12.20% FAVEEIIQK 56 64 51.3 27.4 33.4 2 0 0 1,076.5987
L_05 Latexin LXN_HUMAN 25,750 2 2 4 9.46% FAVEEIIQK 56 64 46.9 27.8 33.4 2 0 0 1,076.5987
L_05 Latexin LXN_HUMAN 25,750 2 2 4 9.46% NPDEEDNTFYQR 98 109 63.9 25.0 63.9 2 0 0 1,527.6347
L_06 Latexin LXN_HUMAN 25,750 2 2 3 9.46% FAVEEIIQK 56 64 37.5 27.3 22.1 2 0 0 1,076.5987
L_06 Latexin LXN_HUMAN 25,750 2 2 3 9.46% NPDEEDNTFYQR 98 109 38.8 25.0 38.8 1 0 0 1,527.6347
M_05 Latexin LXN_HUMAN 25,750 2 2 4 9.46% FAVEEIIQK 56 64 31.0 27.3 18.0 2 0 0 1,076.5987
M_05 Latexin LXN_HUMAN 25,750 2 2 4 9.46% NPDEEDNTFYQR 98 109 62.9 25.0 62.9 2 0 0 1,527.6347
N_05 Latexin LXN_HUMAN 25,750 2 2 4 9.46% FAVEEIIQK 56 64 36.7 27.8 22.4 2 0 0 1,076.5987
N_05 Latexin LXN_HUMAN 25,750 2 2 4 9.46% NPDEEDNTFYQR 98 109 64.6 25.0 64.6 2 0 0 1,527.6347
O_05 Latexin LXN_HUMAN 25,750 3 3 5 17.60% AALVAQNYINYQQGTPHR 13 30 38.0 27.5 35.8 0 1 0 2,044.0359
O_05 Latexin LXN_HUMAN 25,750 3 3 5 17.60% FAVEEIIQK 56 64 47.9 27.3 32.0 2 0 0 1,076.5987
O_05 Latexin LXN_HUMAN 25,750 3 3 5 17.60% NPDEEDNTFYQR 98 109 39.8 25.0 39.8 2 0 0 1,527.6347
P_05 Latexin LXN_HUMAN 25,750 3 3 5 17.60% AALVAQNYINYQQGTPHR 13 30 41.7 27.8 35.5 0 2 0 2,044.0359
P_05 Latexin LXN_HUMAN 25,750 3 3 5 17.60% FAVEEIIQK 56 64 25.6 27.8 16.4 1 0 0 1,076.5987
P_05 Latexin LXN_HUMAN 25,750 3 3 5 17.60% NPDEEDNTFYQR 98 109 61.2 25.0 61.2 2 0 0 1,527.6347
Q_05 Latexin LXN_HUMAN 25,750 2 2 4 13.50% AALVAQNYINYQQGTPHR 13 30 58.9 27.5 50.3 0 2 0 2,044.0359
Q_05 Latexin LXN_HUMAN 25,750 2 2 4 13.50% NPDEEDNTFYQR 98 109 56.2 25.0 56.2 2 0 0 1,527.6347
C_14 Protein‐lysine 6‐oxidase LYOX_HUMAN 46,944 2 2 3 6.47% CAAEENCLASTAYR 238 251 56.5 25.0 50.6 2 0 0 1,615.6839
C_14 Protein‐lysine 6‐oxidase LYOX_HUMAN 46,944 2 2 3 6.47% NQGTSDFLPSRPR 271 283 20.8 27.5 7.5 0 1 0 1,474.7398
C_15 Protein‐lysine 6‐oxidase LYOX_HUMAN 46,944 3 3 4 9.83% VDGMVGDDPYNPYK 163 176 57.7 25.0 57.7 1 0 0 1,585.6842
C_15 Protein‐lysine 6‐oxidase LYOX_HUMAN 46,944 3 3 4 9.83% CAAEENCLASTAYR 238 251 76.6 25.0 76.6 2 0 0 1,615.6839
C_15 Protein‐lysine 6‐oxidase LYOX_HUMAN 46,944 3 3 4 9.83% NQGTSDFLPSRPR 271 283 24.3 27.5 13.2 0 1 0 1,474.7398
B_06 Acyl‐protein thioesterase 1 LYPA1_HUMAN 24,670 2 2 3 8.26% ALIDQEVK 98 105 24.4 27.5 17.3 1 0 0 915.5147
B_06 Acyl‐protein thioesterase 1 LYPA1_HUMAN 24,670 2 2 3 8.26% TLVNPANVTFK 191 201 54.0 27.2 45.3 2 0 0 1,203.6732
M_04 Acyl‐protein thioesterase 1 LYPA1_HUMAN 24,670 2 2 3 8.26% ALIDQEVK 98 105 19.8 27.0 1.4 1 0 0 915.5147
M_04 Acyl‐protein thioesterase 1 LYPA1_HUMAN 24,670 2 2 3 8.26% TLVNPANVTFK 191 201 19.7 27.0 15.6 2 0 0 1,203.6732
D_13 Lysophospholipase‐like protein 1 LYPL1_HUMAN 26,317 2 2 3 8.02% IIYPTAPPR 56 64 20.3 25.0 16.8 1 0 0 1,027.5936
D_13 Lysophospholipase‐like protein 1 LYPL1_HUMAN 26,317 2 2 3 8.02% ASAVYQALQK 154 163 33.2 28.1 20.8 2 0 0 1,078.5891
A_14 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 2 6.21% IMGITLVSK 38 46 29.5 26.7 9.4 1 0 0 977.5702



A_14 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 2 6.21% ANQQLNFTEAK 48 58 46.2 28.1 32.2 1 0 0 1,263.6328
B_14 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 6.21% ANQQLNFTEAK 48 58 39.5 28.2 25.0 2 0 0 1,263.6328
B_14 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 6.21% NGVGVLIWK 109 117 37.9 27.6 31.7 2 0 0 985.5830
B_15 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 6.21% AEELSIQVSCR 27 37 48.9 27.5 40.8 2 0 0 1,291.6311
B_15 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 6.21% NGVGVLIWK 109 117 45.7 27.5 31.8 2 0 0 985.5830
C_13 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 4 8 12.40% AEELSIQVSCR 27 37 25.9 27.5 21.2 2 0 0 1,291.6311
C_13 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 4 8 12.40% IMGITLVSK 38 46 28.9 26.7 16.4 2 0 0 977.5702
C_13 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 4 8 12.40% ANQQLNFTEAK 48 58 56.2 27.7 37.0 2 0 0 1,263.6328
C_13 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 4 8 12.40% NGVGVLIWK 109 117 51.4 27.5 40.0 2 0 0 985.5830
C_14 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 3 6.21% IMGITLVSK 38 46 28.5 25.0 17.2 1 0 0 977.5702
C_14 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 3 6.21% ANQQLNFTEAK 48 58 49.0 27.7 33.3 2 0 0 1,263.6328
C_15 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 2 6.21% ANQQLNFTEAK 48 58 26.7 27.8 20.0 1 0 0 1,263.6328
C_15 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 2 6.21% NGVGVLIWK 109 117 23.5 27.4 11.9 1 0 0 985.5830
D_19 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 3 6.21% IMGITLVSK 38 46 27.2 25.2 10.7 2 0 0 977.5702
D_19 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 3 6.21% ANQQLNFTEAK 48 58 30.0 27.6 22.7 1 0 0 1,263.6328
D_20 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 4 6 12.40% AEELSIQVSCR 27 37 59.8 27.3 59.2 2 0 0 1,291.6311
D_20 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 4 6 12.40% IMGITLVSK 38 46 25.3 25.2 3.0 2 0 0 977.5702
D_20 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 4 6 12.40% ANQQLNFTEAK 48 58 39.6 27.7 36.6 1 0 0 1,263.6328
D_20 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 4 6 12.40% NGVGVLIWK 109 117 44.8 28.0 37.3 1 0 0 985.5830
E_18 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 4 7 12.40% AEELSIQVSCR 27 37 52.3 27.3 49.3 2 0 0 1,291.6311
E_18 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 4 7 12.40% IMGITLVSK 38 46 24.0 25.0 2.9 2 0 0 977.5702
E_18 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 4 7 12.40% ANQQLNFTEAK 48 58 32.8 27.7 25.1 2 0 0 1,263.6328
E_18 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 4 7 12.40% NGVGVLIWK 109 117 28.4 26.8 21.7 1 0 0 985.5830
E_19 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 5 10 12.40% AEELSIQVSCR 27 37 47.1 27.3 47.1 2 0 0 1,291.6311
E_19 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 5 10 12.40% IMGITLVSK 38 46 37.7 25.0 23.6 4 0 0 977.5702
E_19 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 5 10 12.40% ANQQLNFTEAK 48 58 53.8 27.7 41.3 2 0 0 1,263.6328
E_19 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 5 10 12.40% NGVGVLIWK 109 117 49.6 28.0 35.3 2 0 0 985.5830
E_20 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 6.21% AEELSIQVSCR 27 37 67.2 27.3 57.0 2 0 0 1,291.6311
E_20 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 6.21% IMGITLVSK 38 46 34.5 25.0 25.4 2 0 0 977.5702
E_21 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 5.59% IMGITLVSK 38 46 35.5 25.0 20.9 2 0 0 977.5702
E_21 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 5.59% NGVGVLIWK 109 117 46.2 28.0 37.8 2 0 0 985.5830
G_14 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 3 3 5 9.63% AEELSIQVSCR 27 37 38.8 27.6 38.1 2 0 0 1,291.6311
G_14 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 3 3 5 9.63% ANQQLNFTEAK 48 58 35.5 28.5 26.2 1 0 0 1,263.6328
G_14 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 3 3 5 9.63% NGVGVLIWK 109 117 61.6 27.8 52.1 2 0 0 985.5830
G_15 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 3 6.21% AEELSIQVSCR 27 37 55.1 27.6 52.8 1 0 0 1,291.6311
G_15 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 3 6.21% NGVGVLIWK 109 117 40.0 27.8 25.5 2 0 0 985.5830
G_16 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 2 6.21% ANQQLNFTEAK 48 58 39.2 28.4 31.3 1 0 0 1,263.6328
G_16 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 2 6.21% NGVGVLIWK 109 117 29.5 27.8 23.9 1 0 0 985.5830
L_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 5.59% IMGITLVSK 38 46 32.0 26.4 13.2 2 0 0 977.5702
L_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 5.59% NGVGVLIWK 109 117 35.8 27.8 34.4 2 0 0 985.5830
L_09 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 5 9 14.30% AEELSIQVSCR 27 37 54.6 27.3 51.1 1 0 0 1,291.6311
L_09 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 5 9 14.30% IMGITLVSK 38 46 31.6 26.6 15.6 2 0 0 977.5702
L_09 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 5 9 14.30% LLGLSLAGKDQVETALK 63 79 46.4 25.0 43.0 2 2 0 1,756.0218
L_09 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 5 9 14.30% NGVGVLIWK 109 117 33.4 27.8 32.1 2 0 0 985.5830
M_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 3 8.70% AEELSIQVSCR 27 37 58.1 27.6 56.3 2 0 0 1,291.6311
M_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 3 8.70% LLGLSLAGKDQVETALK 63 79 69.0 25.0 66.0 1 0 0 1,756.0218
N_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 3 3 4 9.63% AEELSIQVSCR 27 37 32.3 27.3 27.1 2 0 0 1,291.6311
N_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 3 3 4 9.63% IMGITLVSK 38 46 31.8 25.9 18.9 1 0 0 977.5702
N_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 3 3 4 9.63% ANQQLNFTEAK 48 58 38.5 28.0 35.2 1 0 0 1,263.6328
N_14 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 3 6.21% ANQQLNFTEAK 48 58 26.1 28.0 12.4 1 0 0 1,263.6328
N_14 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 3 6.21% NGVGVLIWK 109 117 26.9 27.9 21.7 2 0 0 985.5830
N_15 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 6.21% ANQQLNFTEAK 48 58 51.3 28.0 45.4 2 0 0 1,263.6328
N_15 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 6.21% NGVGVLIWK 109 117 36.3 27.8 27.1 2 0 0 985.5830
O_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 5 9 14.90% AEELSIQVSCR 27 37 33.5 27.6 32.4 1 0 0 1,291.6311
O_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 5 9 14.90% IMGITLVSK 38 46 24.2 25.0 12.3 2 0 0 961.5752
O_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 5 9 14.90% ANQQLNFTEAK 48 58 50.2 28.5 30.6 2 0 0 1,263.6328
O_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 4 5 9 14.90% LLGLSLAGKDQVETALK 63 79 45.8 25.0 44.4 2 2 0 1,756.0218
O_13 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 3 6.21% AEELSIQVSCR 27 37 37.1 27.4 32.5 1 0 0 1,291.6311
O_13 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 3 6.21% NGVGVLIWK 109 117 28.6 27.8 19.8 2 0 0 985.5830
P_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 3 3 6 9.63% AEELSIQVSCR 27 37 50.0 27.7 44.3 2 0 0 1,291.6311
P_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 3 3 6 9.63% IMGITLVSK 38 46 33.3 25.9 20.2 2 0 0 977.5702
P_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 3 3 6 9.63% ANQQLNFTEAK 48 58 43.5 28.4 27.8 2 0 0 1,263.6328
Q_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 6.83% AEELSIQVSCR 27 37 52.2 27.7 46.6 2 0 0 1,291.6311
Q_08 Lymphatic vessel endothelial hyaluronic acid receptor 1 LYVE1_HUMAN 35,214 2 2 4 6.83% ANQQLNFTEAK 48 58 47.5 28.0 40.6 2 0 0 1,263.6328
A_01 Lysozyme C‐2 LYZ2_MOUSE 16,689 2 2 3 27.00% GDQSTDYGIFQINSR 66 80 67.0 25.0 63.1 2 0 0 1,700.7876
A_01 Lysozyme C‐2 LYZ2_MOUSE 16,689 2 2 3 27.00% AVNACGINCSALLQDDITAAIQCAK 91 115 33.6 26.4 30.5 0 1 0 2,677.2745
A_11 Leucine zipper transcription factor‐like protein 1 LZTL1_HUMAN 34,578 2 2 3 7.36% LQTDISELENR 98 108 52.9 27.8 35.2 1 0 0 1,317.6646
A_11 Leucine zipper transcription factor‐like protein 1 LZTL1_HUMAN 34,578 2 2 3 7.36% ELLEQVAEFEK 109 119 62.2 28.4 51.7 2 0 0 1,334.6839
B_19 Endoplasmic reticulum mannosyl‐oligosaccharide 1,2‐alpha‐mannosidase MA1B1_HUMAN 79,582 2 2 3 4.72% DVDVNLFESTIR 323 334 65.7 27.9 48.6 1 0 0 1,407.7115
B_19 Endoplasmic reticulum mannosyl‐oligosaccharide 1,2‐alpha‐mannosidase MA1B1_HUMAN 79,582 2 2 3 4.72% VPSGGYSSINNVQDPQKPEPR 633 653 39.7 27.5 39.7 0 2 0 2,269.1209
B_23 Alpha‐mannosidase 2 MA2A1_HUMAN 131,146 2 2 2 2.27% DSVINLSESVEDGPK 74 88 32.2 28.3 23.9 1 0 0 1,588.7702
B_23 Alpha‐mannosidase 2 MA2A1_HUMAN 131,146 2 2 2 2.27% VLLAPLGDDFR 418 428 31.1 28.0 21.4 1 0 0 1,215.6734
C_03 Lysosomal alpha‐mannosidase MA2B1_HUMAN 113,745 2 2 4 2.47% LEHQFAVGEDSGR 917 929 24.6 25.0 20.5 0 2 0 1,444.6816
C_03 Lysosomal alpha‐mannosidase MA2B1_HUMAN 113,745 2 2 4 2.47% LQETTLVANQLR 951 962 90.4 28.1 75.7 2 0 0 1,385.7748
F_05 Lysosomal alpha‐mannosidase MA2B1_HUMAN 113,745 2 2 3 2.47% LEHQFAVGEDSGR 917 929 25.7 25.1 25.3 0 1 0 1,444.6816
F_05 Lysosomal alpha‐mannosidase MA2B1_HUMAN 113,745 2 2 3 2.47% LQETTLVANQLR 951 962 71.0 28.2 53.4 2 0 0 1,385.7748
G_05 Lysosomal alpha‐mannosidase MA2B1_HUMAN 113,745 2 2 3 2.47% LEHQFAVGEDSGR 917 929 27.8 25.1 20.4 0 1 0 1,444.6816
G_05 Lysosomal alpha‐mannosidase MA2B1_HUMAN 113,745 2 2 3 2.47% LQETTLVANQLR 951 962 84.3 27.2 71.2 2 0 0 1,385.7748
L_02 Lysosomal alpha‐mannosidase MA2B1_HUMAN 113,745 2 2 3 2.47% LEHQFAVGEDSGR 917 929 25.9 25.1 23.0 0 1 0 1,444.6816
L_02 Lysosomal alpha‐mannosidase MA2B1_HUMAN 113,745 2 2 3 2.47% LQETTLVANQLR 951 962 67.8 27.2 56.1 2 0 0 1,385.7748
A_22 Alpha‐mannosidase 2C1 MA2C1_HUMAN 115,835 2 2 3 1.83% LPYQEAVQR 54 62 24.3 28.1 15.5 1 0 0 1,103.5844
A_22 Alpha‐mannosidase 2C1 MA2C1_HUMAN 115,835 2 2 3 1.83% GSILSLSLLR 879 888 36.1 25.0 21.5 2 0 0 1,058.6569
A_27 Microtubule‐actin cross‐linking factor 1, isoforms 1/2/3/5 MACF1_HUMAN 838,314 2 2 3 0.28% DSVLFSVADR 1006 1015 23.2 27.3 18.5 1 0 0 1,108.5633
A_27 Microtubule‐actin cross‐linking factor 1, isoforms 1/2/3/5 MACF1_HUMAN 838,314 2 2 3 0.28% ELQDALALISR 1619 1629 39.0 26.6 29.5 2 0 0 1,228.6897
A_29 Microtubule‐actin cross‐linking factor 1, isoforms 1/2/3/5 MACF1_HUMAN 838,314 4 4 5 0.74% ELQDALALISR 1619 1629 31.1 26.2 21.1 1 0 0 1,228.6897
A_29 Microtubule‐actin cross‐linking factor 1, isoforms 1/2/3/5 MACF1_HUMAN 838,314 4 4 5 0.74% AFLAELEQNSPK 4512 4523 56.7 28.7 39.3 2 0 0 1,346.6951
A_29 Microtubule‐actin cross‐linking factor 1, isoforms 1/2/3/5 MACF1_HUMAN 838,314 4 4 5 0.74% AGNELLESSAGDDASSLR 6286 6303 56.0 26.5 56.0 1 0 0 1,791.8356
A_29 Microtubule‐actin cross‐linking factor 1, isoforms 1/2/3/5 MACF1_HUMAN 838,314 4 4 5 0.74% DQIIELDQTGNQLK 6497 6510 67.8 27.7 49.1 1 0 0 1,614.8337
A_30 Microtubule‐actin cross‐linking factor 1, isoforms 1/2/3/5 MACF1_HUMAN 838,314 3 3 3 0.42% ITGQLESLESR 5423 5433 47.5 28.7 38.1 1 0 0 1,232.6482
A_30 Microtubule‐actin cross‐linking factor 1, isoforms 1/2/3/5 MACF1_HUMAN 838,314 3 3 3 0.42% QLEDILVLAK 5447 5456 23.7 25.0 9.8 1 0 0 1,141.6829
A_30 Microtubule‐actin cross‐linking factor 1, isoforms 1/2/3/5 MACF1_HUMAN 838,314 3 3 3 0.42% VDEIDAAIQR 5663 5672 35.2 26.1 9.2 1 0 0 1,129.5849
B_27 Microtubule‐actin cross‐linking factor 1, isoforms 1/2/3/5 MACF1_HUMAN 838,314 2 2 4 0.28% DSVLFSVADR 1006 1015 38.9 27.2 29.0 2 0 0 1,108.5633
B_27 Microtubule‐actin cross‐linking factor 1, isoforms 1/2/3/5 MACF1_HUMAN 838,314 2 2 4 0.28% ELQDALALISR 1619 1629 34.2 26.6 13.2 2 0 0 1,228.6897
A_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 3 3 6 17.30% DVTFSPASIEK 45 55 30.4 28.5 17.5 2 0 0 1,193.6049
A_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 3 3 6 17.30% QIDLSTVDLK 121 130 27.9 29.1 16.2 2 0 0 1,131.6258
A_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 3 3 6 17.30% ILDDWGETCK 140 149 60.6 25.0 58.2 2 0 0 1,236.5568
A_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 7 16.80% DVTFSPASIEK 45 55 47.2 28.5 34.3 2 0 0 1,193.6049
A_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 7 16.80% DSQICELK 110 117 43.1 26.2 16.9 1 0 0 992.4719
A_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 7 16.80% KILDDWGETCK 139 149 50.0 26.3 46.7 2 0 0 1,364.6518
A_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 7 16.80% ILDDWGETCK 140 149 61.2 25.0 60.5 2 0 0 1,236.5568
B_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 2 2 3 11.70% DSQICELKYDK 110 120 20.2 25.7 15.3 1 0 0 1,398.6572
B_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 2 2 3 11.70% ILDDWGETCK 140 149 64.9 25.0 64.7 2 0 0 1,236.5568
B_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 3 3 6 17.30% DVTFSPASIEK 45 55 40.2 27.6 30.2 2 0 0 1,193.6049
B_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 3 3 6 17.30% QIDLSTVDLK 121 130 45.1 28.3 31.0 2 0 0 1,131.6258
B_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 3 3 6 17.30% ILDDWGETCK 140 149 61.7 25.0 61.5 2 0 0 1,236.5568
C_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 6 17.90% DSQICELKYDK 110 120 35.8 25.4 27.9 2 0 0 1,398.6572
C_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 6 17.90% QIDLSTVDLK 121 130 26.3 28.2 16.3 1 0 0 1,131.6258
C_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 6 17.90% KILDDWGETCK 139 149 21.1 26.0 16.3 1 0 0 1,364.6518
C_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 6 17.90% ILDDWGETCK 140 149 44.1 25.0 44.1 2 0 0 1,236.5568
C_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 3 3 6 14.00% QIDLSTVDLK 121 130 22.9 28.2 19.9 2 0 0 1,131.6258
C_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 3 3 6 14.00% ILDDWGETCK 140 149 41.2 25.0 41.2 2 0 0 1,236.5568
C_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 3 3 6 14.00% ILDDWGETCKGCAEK 140 154 22.5 25.0 20.6 0 2 0 1,781.7837



F_07 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 2 2 3 12.30% DVTFSPASIEK 45 55 49.2 27.6 30.3 2 0 0 1,193.6049
F_07 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 2 2 3 12.30% DSQICELKYDK 110 120 27.5 25.7 21.4 1 0 0 1,398.6572
F_08 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 6 24.00% DVTFSPASIEK 45 55 59.4 28.5 40.1 2 0 0 1,193.6049
F_08 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 6 24.00% DSQICELKYDK 110 120 21.9 25.4 10.3 1 0 0 1,398.6572
F_08 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 6 24.00% QIDLSTVDLK 121 130 48.0 28.2 35.5 2 0 0 1,131.6258
F_08 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 6 24.00% KILDDWGETCK 139 149 17.9 26.1 15.7 0 1 0 1,364.6518
H_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 2 2 4 12.30% DVTFSPASIEK 45 55 47.4 28.6 31.4 2 0 0 1,193.6049
H_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 2 2 4 12.30% DSQICELKYDK 110 120 27.4 25.6 23.6 2 0 0 1,398.6572
I_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 5 5 7 31.30% QGDCEVCISYLGR 24 36 34.6 25.0 29.4 2 0 0 1,556.6834
I_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 5 5 7 31.30% DVTFSPASIEK 45 55 51.2 28.3 38.6 2 0 0 1,193.6049
I_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 5 5 7 31.30% DSQICELKYDK 110 120 20.6 26.0 12.4 0 1 0 1,398.6572
I_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 5 5 7 31.30% QIDLSTVDLKK 121 131 30.7 26.7 17.8 1 0 0 1,259.7208
I_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 5 5 7 31.30% ILDDWGETCK 140 149 32.2 25.0 32.2 1 0 0 1,236.5568
I_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 2 2 4 11.70% DVTFSPASIEK 45 55 63.0 28.3 50.6 2 0 0 1,193.6049
I_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 2 2 4 11.70% ILDDWGETCK 140 149 54.4 25.0 48.0 2 0 0 1,236.5568
J_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 5 19.00% DRDVTFSPASIEK 43 55 26.3 27.8 17.1 0 1 0 1,464.7330
J_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 5 19.00% DVTFSPASIEK 45 55 45.0 28.5 32.4 2 0 0 1,193.6049
J_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 5 19.00% QIDLSTVDLKK 121 131 28.3 26.4 17.7 1 0 0 1,259.7208
J_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 4 4 5 19.00% ILDDWGETCK 140 149 30.3 25.0 30.3 1 0 0 1,236.5568
J_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 2 2 3 11.70% DVTFSPASIEK 45 55 45.9 28.7 33.8 2 0 0 1,193.6049
J_05 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 2 2 3 11.70% ILDDWGETCK 140 149 40.5 25.0 35.4 1 0 0 1,236.5568
J_16 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 2 2 2 11.70% DVTFSPASIEK 45 55 31.4 28.2 25.1 1 0 0 1,193.6049
J_16 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 2 2 2 11.70% QIDLSTVDLK 121 130 26.4 28.7 16.5 1 0 0 1,131.6258
K_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 6 6 11 41.90% QGDCEVCISYLGR 24 36 63.2 25.0 58.3 2 0 0 1,556.6834
K_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 6 6 11 41.90% DVTFSPASIEK 45 55 48.3 28.5 22.2 2 0 0 1,193.6049
K_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 6 6 11 41.90% LCYYIGATEDAATK 71 84 84.3 25.9 77.4 2 0 0 1,575.7361
K_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 6 6 11 41.90% IINEVSKPLSHHIPVEK 85 101 44.2 25.0 36.8 0 2 0 1,940.0965
K_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 6 6 11 41.90% QIDLSTVDLK 121 130 42.4 28.2 35.4 1 0 0 1,131.6258
K_04 Mesencephalic astrocyte‐derived neurotrophic factor MANF_BOVIN 20,358 6 6 11 41.90% ILDDWGETCK 140 149 61.8 25.0 59.1 2 0 0 1,236.5568
A_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 7 7 13 12.30% GMAFTLQER 37 45 37.2 25.2 31.0 2 0 0 1,068.5144
A_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 7 7 13 12.30% GLFISISDR 132 140 47.2 26.8 20.4 2 0 0 1,007.5521
A_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 7 7 13 12.30% DPFYMGLYQK 215 224 43.1 25.0 39.1 2 0 0 1,277.5873
A_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 7 7 13 12.30% LFTPDVIR 398 405 28.4 28.5 10.9 1 0 0 960.5514
A_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 7 7 13 12.30% HISDSVFLEAAK 485 496 33.6 28.6 31.2 2 0 0 1,316.6845
A_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 7 7 13 12.30% ALTSQLTDEELAQGR 497 511 73.1 28.2 61.8 2 0 0 1,631.8237
A_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 7 7 13 12.30% VTEYLYANK 530 538 37.6 26.8 37.1 2 0 0 1,100.5622
B_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 5 5 10 9.08% IETQDIQALR 58 67 51.4 28.3 27.4 2 0 0 1,186.6428
B_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 5 5 10 9.08% YIYIMGIQER 82 91 42.1 27.8 36.7 2 0 0 1,301.6560
B_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 5 5 10 9.08% GLFISISDR 132 140 53.6 26.7 39.1 2 0 0 1,007.5521
B_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 5 5 10 9.08% ALTSQLTDEELAQGR 497 511 72.1 28.6 57.7 2 0 0 1,631.8237
B_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 5 5 10 9.08% VTEYLYANK 530 538 30.8 26.8 28.1 2 0 0 1,100.5622
C_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 4 4 7 7.36% YIYIMGIQER 82 91 44.5 27.3 36.7 2 0 0 1,301.6560
C_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 4 4 7 7.36% GLFISISDR 132 140 42.6 26.9 32.9 2 0 0 1,007.5521
C_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 4 4 7 7.36% ALTSQLTDEELAQGR 497 511 81.7 28.2 72.2 2 0 0 1,631.8237
C_16 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 4 4 7 7.36% VTEYLYANK 530 538 24.7 26.9 24.7 1 0 0 1,100.5622
D_23 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 2 2 3 4.11% GLFISISDR 132 140 34.0 28.1 16.8 1 0 0 1,007.5521
D_23 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 2 2 3 4.11% ALTSQLTDEELAQGR 497 511 59.4 28.4 49.0 2 0 0 1,631.8237
H_14 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 2 2 3 4.11% GLFISISDR 132 140 42.6 26.7 22.1 1 0 0 1,007.5521
H_14 NAD‐dependent malic enzyme, mitochondrial MAOM_HUMAN 65,446 2 2 3 4.11% ALTSQLTDEELAQGR 497 511 79.2 28.4 68.5 2 0 0 1,631.8237
H_06 Microtubule‐associated protein 1B MAP1B_HUMAN 270,634 2 2 2 1.46% NVDVEFFK 2371 2378 29.7 25.5 27.8 1 0 0 997.4989
H_06 Microtubule‐associated protein 1B MAP1B_HUMAN 270,634 2 2 2 1.46% SSYYVVSGNDPAAEEPSR 2382 2399 93.9 25.0 89.7 1 0 0 1,927.8667
H_06 Microtubule‐associated protein 1B MAP1B_HUMAN 270,634 2 2 2 1.46% AVLDALLEGK 2400 2409 45.4 27.9 27.2 2 0 0 1,028.5988
H_14 Microtubule‐associated protein 1B MAP1B_HUMAN 270,634 2 2 2 1.13% TPEEGGYSYDISEK 1949 1962 53.8 25.0 53.8 1 0 0 1,574.6858
H_14 Microtubule‐associated protein 1B MAP1B_HUMAN 270,634 2 2 2 1.13% TTSPPEVSGYSYEK 1963 1976 28.8 25.0 22.4 1 0 0 1,544.7115
A_02 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% TTTLSGTAPAAGVVPSR 872 888 59.5 27.2 49.2 2 0 0 1,585.8545
A_02 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% LATNTSAPDLK 923 933 36.2 28.2 29.1 1 0 0 1,130.6053
A_03 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.91% TTTLSGTAPAAGVVPSR 872 888 41.0 27.4 29.1 1 0 0 1,585.8545
A_03 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.91% LATNTSAPDLK 923 933 38.6 28.2 20.6 2 0 0 1,130.6053
A_03 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.91% VGSLDNVGHLPAGGAVK 1071 1087 47.1 27.6 36.4 0 2 0 1,590.8600
A_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 3.65% LATNTSAPDLK 923 933 26.1 28.2 16.3 2 0 0 1,130.6053
A_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 3.65% VGSLDNVGHLPAGGAVK 1071 1087 55.1 27.3 41.1 2 2 0 1,590.8600
A_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 3.65% EAQTLDSQIQETSI 1139 1152 60.1 27.5 58.8 2 0 0 1,562.7546
A_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% VGSLDNVGHLPAGGAVK 1071 1087 62.8 27.5 52.4 2 0 0 1,590.8600
A_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% EAQTLDSQIQETSI 1139 1152 53.5 27.3 41.9 2 0 0 1,562.7546
A_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% VGSLDNVGHLPAGGAVK 1071 1087 63.4 27.4 45.9 2 0 0 1,590.8600
A_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% EAQTLDSQIQETSI 1139 1152 65.1 27.3 57.0 2 0 0 1,562.7546
A_07 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.91% DGVLTLANNVTPAK 561 574 28.5 26.3 22.4 1 0 0 1,412.7745
A_07 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.91% VGSLDNVGHLPAGGAVK 1071 1087 57.2 27.6 45.7 0 2 0 1,590.8600
A_07 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.91% EAQTLDSQIQETSI 1139 1152 58.0 27.2 56.6 2 0 0 1,562.7546
A_08 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% VGSLDNVGHLPAGGAVK 1071 1087 36.4 27.5 27.4 0 2 0 1,590.8600
A_08 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% EAQTLDSQIQETSI 1139 1152 48.0 27.3 47.0 2 0 0 1,562.7546
A_25 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% DGVLTLANNVTPAK 561 574 38.3 26.4 24.6 2 0 0 1,412.7745
A_25 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% TTTLSGTAPAAGVVPSR 872 888 40.4 27.3 32.8 2 0 0 1,585.8545
B_02 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.43% TTTLSGTAPAAGVVPSR 872 888 42.2 27.5 37.3 2 0 0 1,585.8545
B_02 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.43% LATNTSAPDLK 923 933 38.2 28.2 29.4 2 0 0 1,130.6053
B_03 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.91% TTTLSGTAPAAGVVPSR 872 888 42.2 27.1 31.5 2 0 0 1,585.8545
B_03 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.91% LATNTSAPDLK 923 933 37.5 28.2 24.5 1 0 0 1,130.6053
B_03 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.91% VGSLDNVGHLPAGGAVK 1071 1087 46.4 27.6 29.2 0 2 0 1,590.8600
B_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 7 4.17% TTTLSGTAPAAGVVPSR 872 888 52.9 27.1 35.6 1 0 0 1,585.8545
B_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 7 4.17% VGSLDNVGHLPAGGAVK 1071 1087 67.6 27.4 57.6 2 2 0 1,590.8600
B_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 7 4.17% EAQTLDSQIQETSI 1139 1152 54.2 27.5 46.3 2 0 0 1,562.7546
B_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% VGSLDNVGHLPAGGAVK 1071 1087 52.7 27.6 40.1 0 2 0 1,590.8600
B_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% EAQTLDSQIQETSI 1139 1152 56.3 27.2 51.9 2 0 0 1,562.7546
B_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% VGSLDNVGHLPAGGAVK 1071 1087 54.4 27.4 39.5 2 0 0 1,590.8600
B_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% EAQTLDSQIQETSI 1139 1152 62.0 27.3 57.3 2 0 0 1,562.7546
B_07 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% VGSLDNVGHLPAGGAVK 1071 1087 36.6 27.5 28.2 0 2 0 1,590.8600
B_07 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.69% EAQTLDSQIQETSI 1139 1152 63.8 27.4 63.8 2 0 0 1,562.7546
B_25 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 2 2.69% DGVLTLANNVTPAK 561 574 30.2 26.3 16.0 1 0 0 1,412.7745
B_25 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 2 2.69% TTTLSGTAPAAGVVPSR 872 888 35.2 27.5 33.6 1 0 0 1,585.8545
C_02 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.43% TTTLSGTAPAAGVVPSR 872 888 43.5 27.5 31.9 2 0 0 1,585.8545
C_02 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.43% LATNTSAPDLK 923 933 25.0 28.2 14.5 2 0 0 1,130.6053
C_03 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.43% TTTLSGTAPAAGVVPSR 872 888 49.9 27.2 42.9 2 0 0 1,585.8545
C_03 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.43% LATNTSAPDLK 923 933 48.1 28.2 36.2 2 0 0 1,130.6053
C_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 3 6 2.69% VGSLDNVGHLPAGGAVK 1071 1087 49.7 27.5 35.6 2 2 0 1,590.8600
C_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 3 6 2.69% EAQTLDSQIQETSI 1139 1152 47.5 27.3 47.5 2 0 0 1,562.7546
C_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 4.17% TTTLSGTAPAAGVVPSR 872 888 22.0 27.4 20.8 1 0 0 1,585.8545
C_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 4.17% VGSLDNVGHLPAGGAVK 1071 1087 45.7 27.5 40.1 0 2 0 1,590.8600
C_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 4.17% EAQTLDSQIQETSI 1139 1152 52.7 27.3 47.8 2 0 0 1,562.7546
C_25 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.60% VALSSETEVALAR 436 448 34.2 28.4 30.1 1 0 0 1,345.7321
C_25 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.60% TTTLSGTAPAAGVVPSR 872 888 53.0 27.4 40.9 2 0 0 1,585.8545
D_28 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.08% VALSSETEVALAR 436 448 65.0 28.7 50.0 2 0 0 1,345.7321
D_28 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.08% LATNTSAPDLK 923 933 28.6 28.2 21.9 1 0 0 1,130.6053
D_29 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.08% VALSSETEVALAR 436 448 56.2 28.1 46.9 2 0 0 1,345.7321
D_29 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.08% LATNTSAPDLK 923 933 22.5 28.8 11.6 2 0 0 1,130.6053
F_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% TTTLSGTAPAAGVVPSR 872 888 37.7 27.4 29.5 1 0 0 1,585.8545
F_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% LATNTSAPDLK 923 933 31.6 28.2 19.7 2 0 0 1,130.6053
F_09 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.17% LATNTSAPDLK 923 933 45.3 29.5 26.0 1 0 0 1,130.6053
F_09 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.17% EAQTLDSQIQETSI 1139 1152 47.1 27.3 45.6 2 0 0 1,562.7546
F_10 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.08% VALSSETEVALAR 436 448 43.3 28.2 33.1 1 0 0 1,345.7321
F_10 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.08% LATNTSAPDLK 923 933 28.5 29.6 18.1 2 0 0 1,130.6053
F_11 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.08% VALSSETEVALAR 436 448 42.6 28.2 32.5 2 0 0 1,345.7321
F_11 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.08% LATNTSAPDLK 923 933 34.4 29.5 22.6 2 0 0 1,130.6053



H_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 4 3.91% TTTLSGTAPAAGVVPSR 872 888 55.8 27.5 48.4 2 0 0 1,585.8545
H_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 4 3.91% LATNTSAPDLK 923 933 32.1 29.6 24.5 1 0 0 1,130.6053
H_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 4 3.91% VGSLDNVGHLPAGGAVK 1071 1087 24.9 27.0 23.4 1 0 0 1,590.8600
H_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 4.17% TTTLSGTAPAAGVVPSR 872 888 59.3 27.5 45.4 2 0 0 1,585.8545
H_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 4.17% VGSLDNVGHLPAGGAVK 1071 1087 60.8 27.6 48.5 2 2 0 1,590.8600
H_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 4.17% EAQTLDSQIQETSI 1139 1152 77.1 27.5 71.4 2 0 0 1,562.7546
H_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 3 6 2.69% VGSLDNVGHLPAGGAVK 1071 1087 49.0 27.3 37.5 2 2 0 1,590.8600
H_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 3 6 2.69% EAQTLDSQIQETSI 1139 1152 74.7 27.2 72.4 2 0 0 1,562.7546
H_07 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 6 3.91% DGVLTLANNVTPAK 561 574 33.2 26.4 21.8 2 0 0 1,412.7745
H_07 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 6 3.91% VGSLDNVGHLPAGGAVK 1071 1087 56.8 27.6 36.4 0 2 0 1,590.8600
H_07 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 6 3.91% EAQTLDSQIQETSI 1139 1152 61.7 27.5 57.1 2 0 0 1,562.7546
H_08 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 3.91% DGVLTLANNVTPAK 561 574 50.2 26.4 44.7 2 0 0 1,412.7745
H_08 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 3.91% VGSLDNVGHLPAGGAVK 1071 1087 43.5 27.6 34.7 2 2 0 1,590.8600
H_08 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 3.91% EAQTLDSQIQETSI 1139 1152 50.1 27.6 43.8 2 0 0 1,562.7546
H_09 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 6 5.03% DGVLTLANNVTPAK 561 574 44.8 26.3 31.1 1 0 0 1,412.7745
H_09 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 6 5.03% CSLPAEEDSVLEK 635 647 36.8 25.4 25.8 2 0 0 1,476.6888
H_09 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 6 5.03% VGSLDNVGHLPAGGAVK 1071 1087 23.4 27.6 13.3 0 2 0 1,590.8600
H_09 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 6 5.03% EAQTLDSQIQETSI 1139 1152 33.7 27.4 33.7 1 0 0 1,562.7546
H_13 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.17% WPTETDVSSAK 322 332 23.7 26.0 21.1 2 0 0 1,220.5794
H_13 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.17% NVVLPTETEVAPAK 333 346 26.0 26.6 16.6 1 0 0 1,467.8054
H_14 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% WPTETDVSSAK 322 332 30.6 25.8 25.7 1 0 0 1,220.5794
H_14 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% TTTLSGTAPAAGVVPSR 872 888 53.1 27.5 36.7 2 0 0 1,585.8545
H_16 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.26% NVVLPTETEVAPAK 333 346 38.4 26.6 38.4 1 0 0 1,467.8054
H_16 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.26% QPAPTTIGGLNK 727 738 26.9 26.3 14.0 2 0 0 1,196.6636
H_19 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% WPTETDVSSAK 322 332 28.9 26.0 25.7 2 0 0 1,220.5794
H_19 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% TTTLSGTAPAAGVVPSR 872 888 22.9 27.3 15.4 1 0 0 1,585.8545
H_20 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.17% WPTETDVSSAK 322 332 29.1 26.0 29.1 2 0 0 1,220.5794
H_20 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.17% DGVLTLANNVTPAK 561 574 54.9 26.4 42.6 2 0 0 1,412.7745
H_21 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.82% CSLPAEEDSVLEK 635 647 41.0 25.4 27.9 2 0 0 1,476.6888
H_21 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.82% VGSLDNVGHLPAGGAVK 1071 1087 37.3 27.6 25.2 0 1 0 1,590.8600
H_21 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.82% EAQTLDSQIQETSI 1139 1152 38.1 27.2 33.7 2 0 0 1,562.7546
I_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 4.17% TTTLSGTAPAAGVVPSR 872 888 48.9 27.5 41.6 2 0 0 1,585.8545
I_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 4.17% VGSLDNVGHLPAGGAVK 1071 1087 72.1 27.5 61.7 2 2 0 1,590.8600
I_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 4.17% EAQTLDSQIQETSI 1139 1152 73.1 27.3 69.4 2 0 0 1,562.7546
I_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 4.17% TTTLSGTAPAAGVVPSR 872 888 40.3 27.3 27.3 2 0 0 1,585.8545
I_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 4.17% VGSLDNVGHLPAGGAVK 1071 1087 74.0 27.7 66.8 2 2 0 1,590.8600
I_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 8 4.17% EAQTLDSQIQETSI 1139 1152 98.5 27.3 94.9 2 0 0 1,562.7546
I_07 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.69% VGSLDNVGHLPAGGAVK 1071 1087 40.9 27.5 33.2 0 1 0 1,590.8600
I_07 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.69% EAQTLDSQIQETSI 1139 1152 61.2 27.3 57.3 2 0 0 1,562.7546
I_16 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 2 2.69% DGVLTLANNVTPAK 561 574 51.9 26.3 40.3 1 0 0 1,412.7745
I_16 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 2 2.69% TTTLSGTAPAAGVVPSR 872 888 41.8 27.5 34.7 1 0 0 1,585.8545
I_19 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 4 3.12% WPTETDVSSAK 322 332 21.9 25.9 21.9 1 0 0 1,220.5794
I_19 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 4 3.12% VALSSETEVALAR 436 448 65.3 28.2 54.9 2 0 0 1,345.7321
I_19 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 4 3.12% QPAPTTIGGLNK 727 738 24.8 26.3 16.8 1 0 0 1,196.6636
I_20 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 6 4.77% WPTETDVSSAK 322 332 33.0 26.0 29.3 2 0 0 1,220.5794
I_20 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 6 4.77% VALSSETEVALAR 436 448 59.6 28.2 51.1 1 0 0 1,345.7321
I_20 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 6 4.77% DGVLTLANNVTPAK 561 574 47.3 26.3 39.3 2 0 0 1,412.7745
I_20 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 6 4.77% VGSLDNVGHLPAGGAVK 1071 1087 25.9 27.3 20.8 0 1 0 1,590.8600
I_21 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 4 3.82% VALSSETEVALAR 436 448 35.7 28.1 23.4 1 0 0 1,345.7321
I_21 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 4 3.82% VGSLDNVGHLPAGGAVK 1071 1087 32.2 27.3 26.0 0 2 0 1,590.8600
I_21 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 4 3.82% EAQTLDSQIQETSI 1139 1152 31.9 27.2 31.9 1 0 0 1,562.7546
J_14 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.47% NVVLPTETEVAPAK 333 346 38.6 25.7 28.8 2 0 0 1,467.8054
J_14 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.47% ALPLEAEVAPVK 465 476 20.9 25.0 17.5 1 0 0 1,236.7199
J_14 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.47% DGVLTLANNVTPAK 561 574 46.8 25.9 39.1 2 0 0 1,412.7745
J_17 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.26% NVVLPTETEVAPAK 333 346 31.2 25.7 21.4 2 0 0 1,467.8054
J_17 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.26% ALPLEAEVAPVK 465 476 22.0 25.0 21.4 1 0 0 1,236.7199
J_19 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.26% ALPLEAEVAPVK 465 476 31.3 25.0 27.4 2 0 0 1,236.7199
J_19 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.26% DGVLTLANNVTPAK 561 574 57.8 25.6 47.5 2 0 0 1,412.7745
K_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 6 4.17% TTTLSGTAPAAGVVPSR 872 888 37.8 27.5 26.7 1 0 0 1,585.8545
K_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 6 4.17% VGSLDNVGHLPAGGAVK 1071 1087 68.3 27.5 59.3 2 2 0 1,590.8600
K_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 4 6 4.17% EAQTLDSQIQETSI 1139 1152 31.8 27.2 28.0 1 0 0 1,562.7546
K_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 3 5 2.69% VGSLDNVGHLPAGGAVK 1071 1087 36.4 27.7 32.6 2 1 0 1,590.8600
K_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 3 5 2.69% EAQTLDSQIQETSI 1139 1152 57.7 27.2 57.3 2 0 0 1,562.7546
K_07 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 2 2.69% VGSLDNVGHLPAGGAVK 1071 1087 33.6 27.5 25.0 0 1 0 1,590.8600
K_07 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 2 2.69% EAQTLDSQIQETSI 1139 1152 51.3 27.3 40.5 1 0 0 1,562.7546
K_10 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 2 2.69% DGVLTLANNVTPAK 561 574 35.8 26.3 27.3 1 0 0 1,412.7745
K_10 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 2 2.69% VGSLDNVGHLPAGGAVK 1071 1087 30.7 27.6 21.2 0 1 0 1,590.8600
K_17 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.65% NVVLPTETEVAPAK 333 346 26.8 26.3 20.1 2 0 0 1,467.8054
K_17 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.65% DVTPPPETEVVLIK 519 532 22.6 25.6 17.4 1 0 0 1,536.8522
K_17 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 5 3.65% DGVLTLANNVTPAK 561 574 58.6 25.9 48.5 2 0 0 1,412.7745
K_19 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 7 4.60% VALSSETEVALAR 436 448 52.7 28.0 44.7 2 0 0 1,345.7321
K_19 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 7 4.60% ALPLEAEVAPVK 465 476 32.7 25.0 31.9 2 0 0 1,236.7199
K_19 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 7 4.60% DVTPPPETEVVLIK 519 532 26.3 26.3 23.0 1 0 0 1,536.8522
K_19 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 7 4.60% DGVLTLANNVTPAK 561 574 63.6 26.3 47.6 2 0 0 1,412.7745
K_20 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% NVVLPTETEVAPAK 333 346 21.1 25.8 14.9 1 0 0 1,467.8054
K_20 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% DGVLTLANNVTPAK 561 574 40.5 25.9 30.3 2 0 0 1,412.7745
K_21 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 8 5.12% NVVLPTETEVAPAK 333 346 28.3 26.3 27.9 2 0 0 1,467.8054
K_21 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 8 5.12% DGVLTLANNVTPAK 561 574 56.5 26.3 36.6 2 0 0 1,412.7745
K_21 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 8 5.12% VGSLDNVGHLPAGGAVK 1071 1087 26.1 27.5 23.3 0 2 0 1,590.8600
K_21 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 4 4 8 5.12% EAQTLDSQIQETSI 1139 1152 54.0 27.2 49.9 2 0 0 1,562.7546
L_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.43% LATNTSAPDLK 923 933 33.7 29.2 26.3 2 0 0 1,130.6053
L_04 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 4 2.43% VGSLDNVGHLPAGGAVK 1071 1087 38.3 27.7 29.6 0 2 0 1,590.8600
L_09 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% LATNTSAPDLK 923 933 31.9 29.3 24.0 1 0 0 1,130.6053
L_09 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% VGSLDNVGHLPAGGAVK 1071 1087 30.6 27.7 25.3 0 2 0 1,590.8600
L_14 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 6 3.56% VALSSETEVALAR 436 448 91.7 28.0 77.5 2 0 0 1,345.7321
L_14 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 6 3.56% TTTLSGTAPAAGVVPSR 872 888 68.3 26.9 60.2 2 0 0 1,585.8545
L_14 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 3 3 6 3.56% LATNTSAPDLK 923 933 58.3 28.9 42.6 2 0 0 1,130.6053
M_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% LATNTSAPDLK 923 933 32.4 28.9 22.2 1 0 0 1,130.6053
M_05 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% VGSLDNVGHLPAGGAVK 1071 1087 45.1 27.7 35.6 0 2 0 1,590.8600
M_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% LATNTSAPDLK 923 933 38.9 28.9 20.7 2 0 0 1,130.6053
M_06 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 3 2.43% VGSLDNVGHLPAGGAVK 1071 1087 20.8 27.0 13.8 0 1 0 1,590.8600
Q_12 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 2 2.08% VALSSETEVALAR 436 448 63.0 27.6 51.4 1 0 0 1,345.7321
Q_12 Microtubule‐associated protein 4 MAP4_HUMAN 121,006 2 2 2 2.08% LATNTSAPDLK 923 933 24.0 29.0 17.9 1 0 0 1,130.6053
A_07 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 5 9 17.80% TAAKGEAAAERPGEAAVASSPSK 8 30 40.7 28.2 34.5 0 1 0 2,156.0942
A_07 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 5 9 17.80% GEAAAERPGEAAVASSPSK 12 30 70.9 27.4 61.4 2 2 0 1,784.8773
A_07 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 5 9 17.80% EEPAAAGSGAASPSAAEK 70 87 63.0 25.1 63.0 2 0 0 1,600.7449
A_07 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 5 9 17.80% GEPAAAAAPEAGASPVEK 88 105 77.9 27.4 61.3 2 0 0 1,622.8021
A_08 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 3 6 11.10% GEAAAERPGEAAVASSPSK 12 30 47.4 27.4 40.9 2 2 0 1,784.8773
A_08 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 3 6 11.10% GEPAAAAAPEAGASPVEK 88 105 79.8 27.7 68.7 2 0 0 1,622.8021
A_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 3 11.10% GEAAAERPGEAAVASSPSK 12 30 35.0 27.3 27.7 0 1 0 1,784.8773
A_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 3 11.10% GEPAAAAAPEAGASPVEK 88 105 68.1 27.6 56.6 2 0 0 1,622.8021
A_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 8 20.80% GEAAAERPGEAAVASSPSK 12 30 52.0 27.4 44.7 2 2 0 1,784.8773
A_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 8 20.80% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 78.0 25.0 73.2 0 2 0 2,982.3924
A_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 8 20.80% GEPAAAAAPEAGASPVEK 88 105 47.7 27.7 37.6 2 0 0 1,622.8021
A_11 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% GEAAAERPGEAAVASSPSK 12 30 68.1 27.3 60.0 2 2 0 1,784.8773
A_11 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 39.9 25.0 36.0 0 1 0 2,982.3924
A_11 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% GEPAAAAAPEAGASPVEK 88 105 70.8 27.7 61.1 2 0 0 1,622.8021
A_15 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 11.10% GEAAAERPGEAAVASSPSK 12 30 56.2 27.0 47.3 0 2 0 1,784.8773
A_15 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 11.10% GEPAAAAAPEAGASPVEK 88 105 67.2 27.7 59.6 2 0 0 1,622.8021
A_16 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 6 11 22.00% TAAKGEAAAERPGEAAVASSPSK 8 30 40.6 28.3 29.6 0 2 0 2,156.0942
A_16 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 6 11 22.00% GEAAAERPGEAAVASSPSK 12 30 53.7 27.4 44.5 2 1 0 1,784.8773
A_16 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 6 11 22.00% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 66.1 25.0 66.1 0 2 0 2,982.3924



A_16 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 6 11 22.00% GEPAAAAAPEAGASPVEK 88 105 79.0 27.7 67.0 2 2 0 1,622.8021
A_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 6 8 13 26.50% TAAKGEAAAERPGEAAVASSPSK 8 30 32.9 28.2 26.4 0 1 0 2,156.0942
A_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 6 8 13 26.50% GEAAAERPGEAAVASSPSK 12 30 64.2 27.4 52.0 2 2 0 1,784.8773
A_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 6 8 13 26.50% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 83.7 25.0 83.6 0 2 0 2,982.3924
A_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 6 8 13 26.50% EEPAAAGSGAASPSAAEK 70 87 70.1 25.0 64.6 2 0 0 1,600.7449
A_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 6 8 13 26.50% GEPAAAAAPEAGASPVEK 88 105 74.7 27.5 65.0 2 1 0 1,622.8021
A_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 6 8 13 26.50% AEDGATPSPSNETPK 138 152 33.9 25.0 24.2 1 0 0 1,500.6814
A_18 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 11.10% GEAAAERPGEAAVASSPSK 12 30 59.1 27.4 53.0 0 2 0 1,784.8773
A_18 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 11.10% GEPAAAAAPEAGASPVEK 88 105 56.5 27.7 45.1 2 0 0 1,622.8021
B_07 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 3 6 11.10% GEAAAERPGEAAVASSPSK 12 30 62.0 27.4 54.7 2 2 0 1,784.8773
B_07 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 3 6 11.10% GEPAAAAAPEAGASPVEK 88 105 79.2 27.7 62.4 2 0 0 1,622.8021
B_08 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% GEAAAERPGEAAVASSPSK 12 30 55.0 27.1 46.1 2 2 0 1,784.8773
B_08 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 70.3 25.0 65.2 0 1 0 2,982.3924
B_08 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% GEPAAAAAPEAGASPVEK 88 105 71.9 27.6 55.1 2 0 0 1,622.8021
B_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 3 15.10% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 64.4 25.0 61.3 0 1 0 2,982.3924
B_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 3 15.10% GEPAAAAAPEAGASPVEK 88 105 78.9 27.6 68.2 2 0 0 1,622.8021
B_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 11.10% GEAAAERPGEAAVASSPSK 12 30 45.6 27.4 38.5 0 2 0 1,784.8773
B_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 11.10% GEPAAAAAPEAGASPVEK 88 105 56.8 27.7 50.4 2 0 0 1,622.8021
B_11 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% GEAAAERPGEAAVASSPSK 12 30 52.9 27.4 46.3 2 2 0 1,784.8773
B_11 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 60.7 25.0 60.7 0 1 0 2,982.3924
B_11 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% GEPAAAAAPEAGASPVEK 88 105 74.2 27.7 57.8 2 0 0 1,622.8021
B_15 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 11.10% GEAAAERPGEAAVASSPSK 12 30 50.8 27.4 42.1 0 2 0 1,784.8773
B_15 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 11.10% GEPAAAAAPEAGASPVEK 88 105 78.9 27.7 61.9 2 0 0 1,622.8021
B_16 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% GEAAAERPGEAAVASSPSK 12 30 66.3 27.0 58.6 0 2 0 1,784.8773
B_16 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 84.7 25.0 84.7 0 2 0 2,982.3924
B_16 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% GEPAAAAAPEAGASPVEK 88 105 68.6 27.5 57.8 2 1 0 1,622.8021
B_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 6 11 30.40% GEAAAERPGEAAVASSPSK 12 30 59.9 27.4 51.7 1 2 0 1,784.8773
B_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 6 11 30.40% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 91.7 25.0 86.5 0 2 0 2,982.3924
B_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 6 11 30.40% GEPAAAAAPEAGASPVEK 88 105 69.7 27.7 59.8 2 2 0 1,622.8021
B_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 6 11 30.40% EAPAEGEAAEPGSPTAAEGEAASAASSTSSPK 106 137 26.3 25.0 24.8 0 2 0 2,915.3025
B_18 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 5 20.80% GEAAAERPGEAAVASSPSK 12 30 51.9 27.0 46.7 0 2 0 1,784.8773
B_18 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 5 20.80% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 59.2 25.0 59.2 0 1 0 2,982.3924
B_18 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 5 20.80% GEPAAAAAPEAGASPVEK 88 105 79.8 27.7 71.2 2 0 0 1,622.8021
C_07 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 5 12.30% TAAKGEAAAERPGEAAVASSPSK 8 30 32.2 28.2 20.3 0 1 0 2,156.0942
C_07 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 5 12.30% GEAAAERPGEAAVASSPSK 12 30 48.8 27.2 39.6 0 2 0 1,784.8773
C_07 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 5 12.30% GEPAAAAAPEAGASPVEK 88 105 54.4 27.7 46.5 2 0 0 1,622.8021
C_08 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 5 12.30% TAAKGEAAAERPGEAAVASSPSK 8 30 42.5 28.3 40.8 0 1 0 2,156.0942
C_08 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 5 12.30% GEAAAERPGEAAVASSPSK 12 30 45.3 27.2 40.3 0 2 0 1,784.8773
C_08 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 5 12.30% GEPAAAAAPEAGASPVEK 88 105 45.2 27.7 43.4 2 0 0 1,622.8021
C_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 3 5 6.93% TAAKGEAAAERPGEAAVASSPSK 8 30 59.5 28.3 54.8 0 2 0 2,156.0942
C_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 3 5 6.93% GEAAAERPGEAAVASSPSK 12 30 62.9 27.4 46.7 1 2 0 1,784.8773
C_15 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 3 11.10% GEAAAERPGEAAVASSPSK 12 30 38.0 27.3 34.1 0 2 0 1,784.8773
C_15 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 3 11.10% GEPAAAAAPEAGASPVEK 88 105 48.9 27.7 34.6 1 0 0 1,622.8021
C_16 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 5 9 12.30% TAAKGEAAAERPGEAAVASSPSK 8 30 43.6 28.3 39.2 0 2 1 2,156.0942
C_16 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 5 9 12.30% GEAAAERPGEAAVASSPSK 12 30 57.8 27.0 56.8 2 2 0 1,784.8773
C_16 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 5 9 12.30% GEPAAAAAPEAGASPVEK 88 105 59.3 27.7 50.5 2 0 0 1,622.8021
C_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 5 8 12.30% TAAKGEAAAERPGEAAVASSPSK 8 30 36.4 28.3 34.0 0 2 1 2,156.0942
C_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 5 8 12.30% GEAAAERPGEAAVASSPSK 12 30 58.1 27.4 53.8 1 2 0 1,784.8773
C_17 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 5 8 12.30% GEPAAAAAPEAGASPVEK 88 105 67.6 27.7 52.2 2 0 0 1,622.8021
D_25 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 6 16.60% TAAKGEAAAERPGEAAVASSPSK 8 30 36.6 28.2 22.3 0 0 1 2,156.0942
D_25 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 6 16.60% GEAAAERPGEAAVASSPSK 12 30 51.3 27.3 43.1 1 2 0 1,784.8773
D_25 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 6 16.60% EAPAEGEAAEPGSPTAAEGEAASAASSTSSPK 106 137 35.5 25.0 35.5 0 2 0 2,915.3025
H_14 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 6 24.70% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 71.9 25.0 71.9 0 2 0 2,982.3924
H_14 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 6 24.70% GEPAAAAAPEAGASPVEK 88 105 99.6 27.7 85.8 2 0 0 1,622.8021
H_14 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 6 24.70% EAPAEGEAAEPGSPTAAEGEAASAASSTSSPK 106 137 55.0 25.0 55.0 0 2 0 2,915.3025
I_14 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 3 6 15.10% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 47.4 25.0 47.4 0 2 0 2,982.3924
I_14 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 3 6 15.10% GEPAAAAAPEAGASPVEK 88 105 79.3 27.7 62.1 2 2 0 1,622.8021
J_14 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 15.10% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 83.9 25.2 83.9 0 2 0 2,982.3924
J_14 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 15.10% GEPAAAAAPEAGASPVEK 88 105 74.1 27.6 66.5 2 0 0 1,622.8021
K_14 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 6 24.70% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 72.1 25.0 72.1 0 2 0 2,982.3924
K_14 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 6 24.70% GEPAAAAAPEAGASPVEK 88 105 59.8 27.5 52.7 1 2 0 1,622.8021
K_14 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 6 24.70% EAPAEGEAAEPGSPTAAEGEAASAASSTSSPK 106 137 23.3 25.0 21.7 0 1 0 2,915.3025
L_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 4 22.00% TAAKGEAAAERPGEAAVASSPSK 8 30 26.5 28.1 17.4 0 1 0 2,156.0942
L_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 4 22.00% GEPAAAAAPEAGASPVEK 88 105 68.9 27.6 50.6 2 0 0 1,622.8021
L_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 4 22.00% EAPAEGEAAEPGSPTAAEGEAASAASSTSSPK 106 137 41.4 25.0 40.7 0 1 0 2,915.3025
L_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 4 7 31.60% TAAKGEAAAERPGEAAVASSPSK 8 30 36.9 28.1 30.6 0 2 0 2,156.0942
L_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 4 7 31.60% EELQANGSAPAADKEEPAAAGSGAASPSAAEK 56 87 61.7 25.0 56.5 0 1 0 2,982.3924
L_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 4 7 31.60% GEPAAAAAPEAGASPVEK 88 105 72.9 27.6 62.1 2 0 0 1,622.8021
L_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 4 4 7 31.60% EAPAEGEAAEPGSPTAAEGEAASAASSTSSPK 106 137 64.4 25.0 60.1 0 2 0 2,915.3025
L_11 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 15.10% GEPAAAAAPEAGASPVEK 88 105 75.2 27.7 67.8 2 0 0 1,622.8021
L_11 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 15.10% EAPAEGEAAEPGSPTAAEGEAASAASSTSSPK 106 137 36.7 25.0 36.3 0 2 0 2,915.3025
M_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% GEAAAERPGEAAVASSPSK 12 30 35.0 27.4 30.2 1 2 0 1,784.8773
M_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% GEPAAAAAPEAGASPVEK 88 105 41.2 27.5 39.1 2 0 0 1,622.8021
M_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 7 20.80% EAPAEGEAAEPGSPTAAEGEAASAASSTSSPK 106 137 41.4 25.0 40.8 0 2 0 2,915.3025
N_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 5 12.30% TAAKGEAAAERPGEAAVASSPSK 8 30 21.2 28.1 14.2 0 1 0 2,156.0942
N_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 5 12.30% GEAAAERPGEAAVASSPSK 12 30 36.2 27.5 34.1 0 2 0 1,784.8773
N_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 3 5 12.30% GEPAAAAAPEAGASPVEK 88 105 56.6 27.6 43.8 2 0 0 1,622.8021
O_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 3 15.10% GEPAAAAAPEAGASPVEK 88 105 46.0 27.6 33.3 2 0 0 1,622.8021
O_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 3 15.10% EAPAEGEAAEPGSPTAAEGEAASAASSTSSPK 106 137 29.2 25.0 29.2 0 1 0 2,915.3025
P_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 16.60% TAAKGEAAAERPGEAAVASSPSK 8 30 24.2 27.9 13.0 0 2 0 2,156.0942
P_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 16.60% EAPAEGEAAEPGSPTAAEGEAASAASSTSSPK 106 137 49.9 25.0 45.8 0 2 0 2,915.3025
Q_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 8 20.80% GEAAAERPGEAAVASSPSK 12 30 46.7 27.5 41.8 2 2 0 1,784.8773
Q_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 8 20.80% GEPAAAAAPEAGASPVEK 88 105 60.1 27.6 52.7 2 0 0 1,622.8021
Q_09 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 3 4 8 20.80% EAPAEGEAAEPGSPTAAEGEAASAASSTSSPK 106 137 46.7 25.0 46.0 0 2 0 2,915.3025
Q_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 11.10% GEAAAERPGEAAVASSPSK 12 30 67.8 27.5 59.2 0 2 0 1,784.8773
Q_10 Myristoylated alanine‐rich C‐kinase substrate MARCS_HUMAN 31,554 2 2 4 11.10% GEPAAAAAPEAGASPVEK 88 105 66.4 27.5 58.1 2 0 0 1,622.8021
B_09 Microtubule‐associated protein RP/EB family member 1 MARE1_HUMAN 30,000 2 2 3 10.40% KPLTSSSAAPQRPISTQR 151 168 25.4 25.5 23.3 0 1 0 1,925.0564
B_09 Microtubule‐associated protein RP/EB family member 1 MARE1_HUMAN 30,000 2 2 3 10.40% LTVEDLEKER 205 214 28.0 28.6 24.5 2 0 0 1,231.6530
K_07 Microtubule‐associated protein RP/EB family member 1 MARE1_HUMAN 30,000 2 2 4 11.20% QGQETAVAPSLVAPALNKPK 131 150 49.7 25.0 49.1 2 0 0 2,019.1235
K_07 Microtubule‐associated protein RP/EB family member 1 MARE1_HUMAN 30,000 2 2 4 11.20% LTVEDLEKER 205 214 49.5 28.7 41.2 2 0 0 1,231.6530
A_11 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 2 2 3 7.49% VLVTGATGLLGR 31 42 80.4 25.9 60.5 2 0 0 1,156.7050
A_11 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 2 2 3 7.49% EEDIPAPLNLYGK 149 161 28.7 27.8 21.1 1 0 0 1,458.7477
B_11 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 3 3 5 10.20% VLVTGATGLLGR 31 42 96.3 25.9 71.6 2 0 0 1,156.7050
B_11 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 3 3 5 10.20% EEDIPAPLNLYGK 149 161 46.0 27.8 39.3 2 0 0 1,458.7477
B_11 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 3 3 5 10.20% LETLGIGQR 300 308 47.4 28.9 35.6 1 0 0 986.5631
C_11 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 5 5 8 16.80% LVEEEVNIPNRR 19 30 21.4 26.9 15.4 0 1 0 1,467.7914
C_11 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 5 5 8 16.80% VLVTGATGLLGR 31 42 90.7 25.8 73.2 2 0 0 1,156.7050
C_11 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 5 5 8 16.80% EEDIPAPLNLYGK 149 161 25.2 27.9 14.4 1 0 0 1,458.7477
C_11 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 5 5 8 16.80% IPILYGEVEK 182 191 28.3 27.3 18.4 2 0 0 1,160.6563
C_11 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 5 5 8 16.80% LETLGIGQR 300 308 47.0 28.7 31.2 2 0 0 986.5631
D_17 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 2 2 4 7.49% VLVTGATGLLGR 31 42 86.2 25.6 72.4 2 0 0 1,156.7050
D_17 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 2 2 4 7.49% AVLENNLGAAVLR 169 181 61.8 25.4 47.1 2 0 0 1,339.7692
F_13 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 3 3 4 9.58% LVEEEVNIPNR 19 29 27.2 27.1 24.5 1 0 0 1,311.6903
F_13 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 3 3 4 9.58% VLVTGATGLLGR 31 42 87.5 25.3 66.7 1 0 0 1,156.7050
F_13 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 3 3 4 9.58% LETLGIGQR 300 308 45.6 27.4 32.5 2 0 0 986.5631
H_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 4 4 7 13.80% LVEEEVNIPNRR 19 30 24.1 27.1 17.5 0 2 0 1,467.7914
H_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 4 4 7 13.80% VLVTGATGLLGR 31 42 76.1 25.0 56.6 2 0 0 1,156.7050
H_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 4 4 7 13.80% AVLENNLGAAVLR 169 181 74.5 25.0 60.8 2 0 0 1,339.7692
H_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 4 4 7 13.80% LETLGIGQR 300 308 30.9 28.0 14.4 1 0 0 986.5631
I_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 3 3 6 12.60% VLVTGATGLLGR 31 42 69.2 25.0 56.2 2 0 0 1,156.7050
I_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 3 3 6 12.60% AVLENNLGAAVLR 169 181 68.9 25.3 54.5 2 0 0 1,339.7692
I_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 3 3 6 12.60% NAQLDCSKLETLGIGQR 292 308 34.0 27.8 28.0 0 2 0 1,902.9705



J_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 2 2 4 7.49% VLVTGATGLLGR 31 42 72.7 25.0 52.9 2 0 0 1,156.7050
J_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 2 2 4 7.49% AVLENNLGAAVLR 169 181 75.6 25.0 59.8 2 0 0 1,339.7692
K_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 4 4 7 13.80% LVEEEVNIPNRR 19 30 26.1 26.9 11.4 0 2 0 1,467.7914
K_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 4 4 7 13.80% VLVTGATGLLGR 31 42 94.5 25.0 69.6 2 0 0 1,156.7050
K_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 4 4 7 13.80% EEDIPAPLNLYGK 149 161 42.2 27.9 38.5 1 0 0 1,458.7477
K_09 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 4 4 7 13.80% LETLGIGQR 300 308 38.1 29.2 21.1 2 0 0 986.5631
L_07 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 2 2 3 11.10% VLVTGATGLLGR 31 42 99.0 25.0 74.4 2 0 0 1,156.7050
L_07 Methionine adenosyltransferase 2 subunit beta MAT2B_HUMAN 37,552 2 2 3 11.10% RPDVVENQPDAASQLNVDASGNLAK 98 122 60.8 27.4 51.9 0 1 0 2,608.2963
B_05 Eukaryotic translation elongation factor 1 epsilon‐1 MCA3_HUMAN 19,811 2 2 2 10.30% NDIHTLLK 89 96 31.5 25.0 18.0 1 0 0 953.5416
B_05 Eukaryotic translation elongation factor 1 epsilon‐1 MCA3_HUMAN 19,811 2 2 2 10.30% FIVDLTVQEK 127 136 23.5 27.3 5.5 1 0 0 1,191.6621
C_05 Eukaryotic translation elongation factor 1 epsilon‐1 MCA3_HUMAN 19,811 2 2 3 8.62% QANKEYLLGSTAEEK 54 68 21.3 28.0 18.1 0 2 0 1,680.8440
C_05 Eukaryotic translation elongation factor 1 epsilon‐1 MCA3_HUMAN 19,811 2 2 3 8.62% EYLLGSTAEEK 58 68 22.3 26.7 13.4 1 0 0 1,239.6104
A_15 mRNA cap guanine‐N7 methyltransferase MCES_HUMAN 54,846 2 2 3 4.83% DITVLDLGCGK 198 208 61.1 28.8 51.0 2 0 0 1,190.6089
A_15 mRNA cap guanine‐N7 methyltransferase MCES_HUMAN 54,846 2 2 3 4.83% LVCTDIADVSVK 223 234 30.0 27.7 26.6 1 0 0 1,319.6877
H_13 mRNA cap guanine‐N7 methyltransferase MCES_HUMAN 54,846 2 2 2 4.62% SVLIGEFLEK 181 190 22.6 26.2 16.9 1 0 0 1,134.6406
H_13 mRNA cap guanine‐N7 methyltransferase MCES_HUMAN 54,846 2 2 2 4.62% LVCTDIADVSVK 223 234 34.1 28.1 28.8 1 0 0 1,319.6877
I_13 mRNA cap guanine‐N7 methyltransferase MCES_HUMAN 54,846 2 2 4 4.41% SVLIGEFLEK 181 190 25.8 26.3 20.3 2 0 0 1,134.6406
I_13 mRNA cap guanine‐N7 methyltransferase MCES_HUMAN 54,846 2 2 4 4.41% DITVLDLGCGK 198 208 49.9 28.3 40.2 2 0 0 1,190.6089
K_13 mRNA cap guanine‐N7 methyltransferase MCES_HUMAN 54,846 2 2 3 4.41% SVLIGEFLEK 181 190 37.9 26.3 30.9 1 0 0 1,134.6406
K_13 mRNA cap guanine‐N7 methyltransferase MCES_HUMAN 54,846 2 2 3 4.41% DITVLDLGCGK 198 208 33.5 28.8 28.4 2 0 0 1,190.6089
A_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 6 6 11 7.74% GDINVLLCGDPGTAK 515 529 52.6 26.5 50.9 2 0 0 1,529.7632
A_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 6 6 11 7.74% GVCLIDEFDK 582 591 47.9 26.0 38.7 2 0 0 1,195.5666
A_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 6 6 11 7.74% CTVIAAANPIGGR 624 636 50.1 27.9 39.1 2 0 0 1,299.6839
A_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 6 6 11 7.74% FDILCVVR 657 664 43.7 27.6 22.5 1 0 0 1,021.5500
A_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 6 6 11 7.74% ESMATGSIPITVR 753 765 44.4 28.6 36.5 2 0 0 1,377.7044
A_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 6 6 11 7.74% QLVAEQVTYQR 838 848 37.4 27.9 27.8 2 0 0 1,334.7063
B_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 7 7 14 9.07% VAVGELTDEDVK 451 462 56.7 28.0 45.5 2 0 0 1,274.6476
B_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 7 7 14 9.07% GDINVLLCGDPGTAK 515 529 52.9 27.0 49.6 2 0 0 1,529.7632
B_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 7 7 14 9.07% GVCLIDEFDK 582 591 39.1 25.9 32.8 2 0 0 1,195.5666
B_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 7 7 14 9.07% CTVIAAANPIGGR 624 636 45.2 27.1 29.4 2 0 0 1,299.6839
B_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 7 7 14 9.07% FDILCVVR 657 664 59.8 27.5 30.7 2 0 0 1,021.5500
B_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 7 7 14 9.07% ESMATGSIPITVR 753 765 43.1 28.7 39.7 2 0 0 1,377.7044
B_22 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 7 7 14 9.07% VMLESFIDTQK 797 807 41.6 27.3 28.6 2 0 0 1,310.6662
B_23 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 5 5 10 7.08% VAVGELTDEDVK 451 462 49.9 28.1 37.0 2 0 0 1,274.6476
B_23 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 5 5 10 7.08% GDINVLLCGDPGTAK 515 529 44.5 26.7 43.7 2 0 0 1,529.7632
B_23 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 5 5 10 7.08% CTVIAAANPIGGR 624 636 47.2 26.8 32.8 2 0 0 1,299.6839
B_23 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 5 5 10 7.08% ESMATGSIPITVR 753 765 46.4 28.7 43.2 2 0 0 1,377.7044
B_23 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 5 5 10 7.08% QLVAEQVTYQR 838 848 42.0 28.0 34.2 2 0 0 1,334.7063
H_19 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 4 4 7 5.75% ESLVVNYEDLAAR 228 240 58.7 28.1 55.0 2 0 0 1,478.7485
H_19 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 4 4 7 5.75% GDINVLLCGDPGTAK 515 529 58.0 27.0 58.0 2 0 0 1,529.7632
H_19 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 4 4 7 5.75% CTVIAAANPIGGR 624 636 47.7 27.1 29.2 1 0 0 1,299.6839
H_19 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 4 4 7 5.75% QLVAEQVTYQR 838 848 62.9 28.0 52.2 2 0 0 1,334.7063
I_19 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 3 3 5 4.54% ESLVVNYEDLAAR 228 240 71.1 28.1 64.0 2 0 0 1,478.7485
I_19 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 3 3 5 4.54% GDINVLLCGDPGTAK 515 529 37.6 26.5 33.6 1 0 0 1,529.7632
I_19 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 3 3 5 4.54% CTVIAAANPIGGR 624 636 52.9 27.2 43.2 2 0 0 1,299.6839
K_19 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 2 2 4 2.43% VAVGELTDEDVK 451 462 44.4 28.1 39.4 2 0 0 1,274.6476
K_19 DNA replication licensing factor MCM2 MCM2_HUMAN 101,898 2 2 4 2.43% GVCLIDEFDK 582 591 34.3 25.7 24.2 2 0 0 1,195.5666
A_21 DNA replication licensing factor MCM3 MCM3_HUMAN 90,859 2 2 3 4.33% GSSGVGLTAAVTTDQETGER 372 391 39.8 26.6 27.7 1 0 0 1,935.9256
A_21 DNA replication licensing factor MCM3 MCM3_HUMAN 90,859 2 2 3 4.33% TPMENIGLQDSLLSR 464 478 64.5 27.7 53.4 2 0 0 1,689.8479
A_21 DNA replication licensing factor MCM4 MCM4_HUMAN 96,561 2 2 4 2.67% AGIICQLNAR 601 610 37.8 28.8 25.2 2 0 0 1,115.5991
A_21 DNA replication licensing factor MCM4 MCM4_HUMAN 96,561 2 2 4 2.67% ALADDDFLTVTGK 846 858 60.0 27.9 44.6 2 0 0 1,365.6899
B_21 DNA replication licensing factor MCM4 MCM4_HUMAN 96,561 2 2 3 2.67% AGIICQLNAR 601 610 40.7 28.8 28.3 1 0 0 1,115.5991
B_21 DNA replication licensing factor MCM4 MCM4_HUMAN 96,561 2 2 3 2.67% ALADDDFLTVTGK 846 858 67.2 27.9 58.1 2 0 0 1,365.6899
K_18 DNA replication licensing factor MCM4 MCM4_HUMAN 96,561 2 2 3 2.67% AGIICQLNAR 601 610 29.6 28.7 19.5 1 0 0 1,115.5991
K_18 DNA replication licensing factor MCM4 MCM4_HUMAN 96,561 2 2 3 2.67% ALADDDFLTVTGK 846 858 30.9 28.0 24.0 2 0 0 1,365.6899
L_13 DNA replication licensing factor MCM4 MCM4_HUMAN 96,561 2 2 2 2.43% VNVTGIYR 388 395 45.8 27.0 36.4 1 0 0 921.5152
L_13 DNA replication licensing factor MCM4 MCM4_HUMAN 96,561 2 2 2 2.43% ALADDDFLTVTGK 846 858 41.7 27.6 3.1 1 0 0 1,365.6899
C_20 DNA replication licensing factor MCM5 MCM5_HUMAN 82,288 2 2 4 3.13% IPGIIIAASAVR 151 162 31.5 25.0 31.5 2 0 0 1,180.7413
C_20 DNA replication licensing factor MCM5 MCM5_HUMAN 82,288 2 2 4 3.13% AIACLLFGGSR 352 362 47.5 27.8 43.3 2 0 0 1,164.6195
A_21 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 5 5 8 7.80% IQETQAELPR 208 217 54.2 26.3 42.7 2 0 0 1,184.6271
A_21 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 5 5 8 7.80% ELRDEEQTAESIK 314 326 44.1 26.5 34.8 1 0 0 1,547.7549
A_21 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 5 5 8 7.80% GDINVCIVGDPSTAK 388 402 62.0 27.0 60.8 2 0 0 1,545.7580
A_21 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 5 5 8 7.80% TSILAAANPISGHYDR 497 512 44.8 27.9 44.8 1 0 0 1,685.8606
A_21 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 5 5 8 7.80% ISNLIVLHLR 723 732 40.9 25.0 40.9 2 0 0 1,177.7416
B_21 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 5 5 8 7.31% YTQPNICR 174 181 24.1 26.5 20.6 1 0 0 1,051.4990
B_21 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 5 5 8 7.31% ELRDEEQTAESIK 314 326 32.2 26.7 24.4 2 0 0 1,547.7549
B_21 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 5 5 8 7.31% GDINVCIVGDPSTAK 388 402 48.1 27.1 48.1 2 0 0 1,545.7580
B_21 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 5 5 8 7.31% TSILAAANPISGHYDR 497 512 41.7 28.1 41.1 2 0 0 1,685.8606
B_21 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 5 5 8 7.31% VYSLDDIR 566 573 35.8 27.4 23.5 1 0 0 980.5048
C_21 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 2 2 3 2.56% ESEDFIVEQYK 589 599 40.6 25.0 35.8 1 0 0 1,386.6424
C_21 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 2 2 3 2.56% ISNLIVLHLR 723 732 51.7 25.0 41.1 2 0 0 1,177.7416
H_17 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 2 2 2 2.31% ESEDFIVEQYK 589 599 29.2 25.0 29.2 1 0 0 1,386.6424
H_17 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 2 2 2 2.31% LGFSEYCR 715 722 33.4 25.0 29.8 1 0 0 1,031.4615
I_17 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 4 4 7 5.97% VSGVDGYETEGIRGLR 270 285 36.1 28.0 14.9 0 2 0 1,707.8662
I_17 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 4 4 7 5.97% TSILAAANPISGHYDR 497 512 32.7 27.9 31.9 0 1 0 1,685.8606
I_17 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 4 4 7 5.97% LGFSEYCR 715 722 45.7 25.0 38.3 2 0 0 1,031.4615
I_17 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 4 4 7 5.97% SELVNWYLK 746 754 41.9 27.6 33.5 2 0 0 1,151.6095
K_17 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 3 3 5 4.26% ESEDFIVEQYK 589 599 42.0 25.0 39.3 1 0 0 1,386.6424
K_17 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 3 3 5 4.26% SELVNWYLK 746 754 30.7 27.5 21.8 2 0 0 1,151.6095
K_17 DNA replication licensing factor MCM6 MCM6_HUMAN 92,891 3 3 5 4.26% EIESEIDSEEELINK 755 769 53.8 26.3 38.3 2 0 0 1,776.8387
A_19 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 6 6 7 10.60% MQEHSDQVPVGNIPR 237 251 19.9 26.6 13.8 0 2 0 1,722.8230
A_19 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 6 6 7 10.60% SITVLVEGENTR 252 263 49.9 29.1 12.9 1 0 0 1,317.7009
A_19 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 6 6 7 10.60% QIAEEDFYEK 326 335 20.2 25.0 19.4 1 0 0 1,271.5791
A_19 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 6 6 7 10.60% LAASIAPEIYGHEDVKK 336 352 18.6 27.3 18.1 0 1 0 1,840.9805
A_19 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 6 6 7 10.60% SQLLSYIDR 388 396 29.9 26.5 11.0 1 0 0 1,094.5841
A_19 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 6 6 7 10.60% TQRPADVIFATVR 654 666 30.7 27.7 29.6 1 0 0 1,473.8173
B_19 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 4 4 6 8.07% MQEHSDQVPVGNIPR 237 251 23.2 27.0 12.3 0 1 0 1,722.8230
B_19 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 4 4 6 8.07% SITVLVEGENTR 252 263 41.0 29.1 11.2 2 0 0 1,317.7009
B_19 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 4 4 6 8.07% TAIHEVMEQQTISIAK 456 471 32.3 28.1 27.2 0 1 0 1,814.9319
B_19 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 4 4 6 8.07% MVDVVEKEDVNEAIR 621 635 42.0 27.0 36.8 0 2 0 1,761.8689
H_16 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 2 2 3 3.06% SQLLSYIDR 388 396 45.8 26.5 25.1 2 0 0 1,094.5841
H_16 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 2 2 3 3.06% CSILAAANPAYGR 482 494 36.3 27.9 29.0 1 0 0 1,363.6787
I_16 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 4 4 7 6.54% SITVLVEGENTR 252 263 38.7 29.0 10.3 2 0 0 1,317.7009
I_16 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 4 4 7 6.54% SQLLSYIDR 388 396 59.6 26.1 38.8 2 0 0 1,094.5841
I_16 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 4 4 7 6.54% CSILAAANPAYGR 482 494 40.3 27.8 30.1 2 0 0 1,363.6787
I_16 DNA replication licensing factor MCM7 MCM7_HUMAN 81,309 4 4 7 6.54% TQRPADVIFATVR 654 666 21.6 27.5 13.5 1 0 0 1,473.8173
A_05 Malignant T‐cell‐amplified sequence 1 MCTS1_HUMAN 20,556 2 2 4 11.60% EGPFYPTLR 75 83 38.3 27.6 26.1 2 0 0 1,079.5521
A_05 Malignant T‐cell‐amplified sequence 1 MCTS1_HUMAN 20,556 2 2 4 11.60% YPFILPHQQVDK 88 99 44.7 27.6 32.7 2 0 0 1,484.7898
B_05 Malignant T‐cell‐amplified sequence 1 MCTS1_HUMAN 20,556 2 2 3 12.20% ENVSNCIQLK 9 18 34.8 27.8 28.4 2 0 0 1,204.5991
B_05 Malignant T‐cell‐amplified sequence 1 MCTS1_HUMAN 20,556 2 2 3 12.20% YPFILPHQQVDK 88 99 37.9 27.4 28.8 1 0 0 1,484.7898
A_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 5 6 12 18.00% DVIATDKEDVAFK 67 79 66.9 28.3 60.2 2 2 0 1,450.7426
A_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 5 6 12 18.00% DLDVAILVGSMPR 80 92 38.6 28.3 29.7 2 0 0 1,401.7409
A_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 5 6 12 18.00% VIVVGNPANTNCLTASK 126 142 97.4 27.6 91.5 2 0 0 1,757.9215
A_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 5 6 12 18.00% ENFSCLTR 150 157 22.2 25.0 15.0 2 0 0 1,026.4673
A_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 5 6 12 18.00% LGVTANDVK 171 179 49.5 28.0 30.9 2 0 0 916.5099
B_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 6 7 11 21.90% DVIATDKEDVAFK 67 79 55.3 28.2 49.9 2 1 0 1,450.7426
B_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 6 7 11 21.90% DLDVAILVGSMPR 80 92 30.7 28.2 23.5 1 0 0 1,401.7409
B_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 6 7 11 21.90% VIVVGNPANTNCLTASK 126 142 68.4 27.8 66.9 2 0 0 1,757.9215
B_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 6 7 11 21.90% ENFSCLTR 150 157 25.3 25.0 8.0 2 0 0 1,026.4673
B_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 6 7 11 21.90% GEFVTTVQQR 221 230 54.0 27.9 42.3 2 0 0 1,164.6008
B_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 6 7 11 21.90% FVEGLPINDFSR 299 310 32.5 28.4 20.2 1 0 0 1,393.7111
B_11 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 2 2 4 8.98% DVIATDKEDVAFK 67 79 53.4 28.2 51.5 2 0 0 1,450.7426



B_11 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 2 2 4 8.98% VIVVGNPANTNCLTASK 126 142 76.0 27.7 76.0 2 0 0 1,757.9215
C_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 4 7 9.88% DVIATDKEDVAFK 67 79 67.8 28.2 61.5 2 2 0 1,450.7426
C_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 4 7 9.88% SVKVIVVGNPANTNCLTASK 123 142 42.5 26.5 37.6 0 2 0 2,072.1169
C_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 4 7 9.88% VIVVGNPANTNCLTASK 126 142 97.0 27.6 91.8 1 0 0 1,757.9215
D_16 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 6 7 12 23.70% DVIATDKEDVAFK 67 79 64.2 27.8 56.3 2 0 0 1,450.7426
D_16 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 6 7 12 23.70% DLDVAILVGSMPR 80 92 51.2 28.3 40.1 2 0 0 1,401.7409
D_16 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 6 7 12 23.70% VIVVGNPANTNCLTASK 126 142 76.7 27.6 71.4 2 2 0 1,757.9215
D_16 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 6 7 12 23.70% ENFSCLTR 150 157 35.9 25.0 30.3 2 0 0 1,026.4673
D_16 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 6 7 12 23.70% FVEGLPINDFSR 299 310 37.1 28.1 21.6 1 0 0 1,393.7111
D_16 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 6 7 12 23.70% ELTEEKESAFEFLSSA 319 334 51.4 25.0 42.8 1 0 0 1,816.8487
E_16 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 6 11.10% VIVVGNPANTNCLTASK 126 142 73.0 27.6 70.3 2 0 0 1,757.9215
E_16 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 6 11.10% ENFSCLTR 150 157 35.6 25.0 22.9 2 0 0 1,026.4673
E_16 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 6 11.10% FVEGLPINDFSR 299 310 43.0 28.5 33.5 2 0 0 1,393.7111
F_12 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 4 5 10 15.30% DVIATDKEDVAFK 67 79 69.3 28.2 63.3 2 0 0 1,450.7426
F_12 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 4 5 10 15.30% DLDVAILVGSMPR 80 92 57.2 28.5 51.4 2 0 0 1,401.7409
F_12 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 4 5 10 15.30% VIVVGNPANTNCLTASK 126 142 76.0 27.8 71.6 2 2 0 1,757.9215
F_12 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 4 5 10 15.30% ENFSCLTR 150 157 52.5 25.0 38.8 2 0 0 1,026.4673
F_13 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 4 4 6 15.90% DVIATDKEDVAFK 67 79 69.1 28.2 65.2 2 0 0 1,450.7426
F_13 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 4 4 6 15.90% DLDVAILVGSMPR 80 92 36.4 28.2 32.1 1 0 0 1,401.7409
F_13 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 4 4 6 15.90% VIVVGNPANTNCLTASK 126 142 89.2 27.7 86.2 2 0 0 1,757.9215
F_13 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 4 4 6 15.90% GEFVTTVQQR 221 230 51.7 27.6 33.4 1 0 0 1,164.6008
G_12 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 5 11.40% DLDVAILVGSMPR 80 92 46.4 28.8 44.2 1 0 0 1,401.7409
G_12 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 5 11.40% VIVVGNPANTNCLTASK 126 142 69.1 27.9 68.4 2 0 0 1,757.9215
G_12 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 5 11.40% ENFSCLTR 150 157 49.0 25.0 36.8 2 0 0 1,026.4673
G_13 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 2 2 3 7.49% VIVVGNPANTNCLTASK 126 142 48.2 27.6 48.2 1 0 0 1,757.9215
G_13 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 2 2 3 7.49% ENFSCLTR 150 157 35.0 25.0 28.0 2 0 0 1,026.4673
H_08 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 2 2 4 8.98% DVIATDKEDVAFK 67 79 46.7 28.2 42.2 2 0 0 1,450.7426
H_08 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 2 2 4 8.98% VIVVGNPANTNCLTASK 126 142 74.8 27.7 74.8 2 0 0 1,757.9215
I_08 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 2 2 2 7.49% DVIATDKEDVAFK 67 79 36.2 28.2 25.9 1 0 0 1,450.7426
I_08 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 2 2 2 7.49% FVEGLPINDFSR 299 310 24.8 28.5 20.3 1 0 0 1,393.7111
K_08 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 4 7 12.60% DVIATDKEDVAFK 67 79 50.2 28.2 44.5 2 0 0 1,450.7426
K_08 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 4 7 12.60% VIVVGNPANTNCLTASK 126 142 53.0 27.5 50.0 2 1 0 1,757.9215
K_08 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 4 7 12.60% FVEGLPINDFSR 299 310 41.3 28.2 34.9 2 0 0 1,393.7111
L_06 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 4 4 7 15.30% DVIATDKEDVAFK 67 79 69.0 27.9 62.2 2 0 0 1,450.7426
L_06 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 4 4 7 15.30% DLDVAILVGSMPR 80 92 51.1 28.0 43.4 1 0 0 1,401.7409
L_06 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 4 4 7 15.30% VIVVGNPANTNCLTASK 126 142 74.6 27.8 67.2 2 0 0 1,757.9215
L_06 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 4 4 7 15.30% ENFSCLTR 150 157 32.2 25.0 25.8 2 0 0 1,026.4673
L_07 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 4 12.60% DVIATDKEDVAFK 67 79 52.1 27.8 49.5 1 0 0 1,450.7426
L_07 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 4 12.60% VIVVGNPANTNCLTASK 126 142 60.3 27.6 60.3 2 0 0 1,757.9215
L_07 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 4 12.60% FVEGLPINDFSR 299 310 46.5 28.4 36.8 1 0 0 1,393.7111
L_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 6 11.10% VIVVGNPANTNCLTASK 126 142 83.0 27.6 83.0 2 0 0 1,757.9215
L_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 6 11.10% ENFSCLTR 150 157 27.8 25.0 17.0 2 0 0 1,026.4673
L_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 6 11.10% FVEGLPINDFSR 299 310 27.9 28.5 24.8 2 0 0 1,393.7111
M_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 5 11.40% VIVVGNPANTNCLTASK 126 142 71.2 27.8 71.2 2 0 0 1,757.9215
M_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 5 11.40% LGVTANDVK 171 179 35.0 28.0 21.5 2 0 0 916.5099
M_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 3 3 5 11.40% FVEGLPINDFSR 299 310 20.9 28.2 13.5 1 0 0 1,393.7111
O_06 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 2 2 3 5.99% ENFSCLTR 150 157 48.2 25.0 32.1 1 0 0 1,026.4673
O_06 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 2 2 3 5.99% FVEGLPINDFSR 299 310 41.6 28.5 33.9 2 0 0 1,393.7111
P_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 2 2 3 7.49% VIVVGNPANTNCLTASK 126 142 86.5 27.6 86.5 2 0 0 1,757.9215
P_10 Malate dehydrogenase, cytoplasmic MDHC_HUMAN 36,427 2 2 3 7.49% ENFSCLTR 150 157 22.8 25.0 12.7 1 0 0 1,026.4673
A_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 5 11.80% TIIPLISQCTPK 204 215 32.0 26.5 25.6 1 0 0 1,370.7715
A_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 5 11.80% AGAGSATLSMAYAGAR 242 257 65.2 25.9 61.8 2 0 0 1,454.7056
A_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 5 11.80% FVFSLVDAMNGK 258 269 69.6 27.2 66.4 2 0 0 1,343.6665
A_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 12 22 39.10% GYLGPEQLPDCLK 79 91 70.4 27.3 64.4 2 0 0 1,489.7359
A_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 12 22 39.10% GCDVVVIPAGVPR 92 104 80.7 27.2 76.0 2 0 0 1,338.7200
A_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 12 22 39.10% IFGVTTLDIVR 166 176 54.9 25.0 44.4 1 0 0 1,233.7203
A_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 12 22 39.10% ANTFVAELK 177 185 55.1 27.5 32.9 2 0 0 992.5411
A_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 12 22 39.10% VNVPVIGGHAGK 192 203 25.1 25.4 25.1 1 0 0 1,147.6583
A_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 12 22 39.10% TIIPLISQCTPK 204 215 41.6 26.6 31.9 2 0 0 1,370.7715
A_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 12 22 39.10% VDFPQDQLTALTGR 216 229 68.2 28.0 16.5 2 0 0 1,560.8019
A_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 12 22 39.10% IQEAGTEVVK 230 239 37.9 28.6 16.3 2 0 0 1,073.5838
A_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 12 22 39.10% AGAGSATLSMAYAGAR 242 257 84.6 25.9 78.5 4 0 0 1,454.7056
A_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 12 22 39.10% FVFSLVDAMNGK 258 269 73.2 27.6 70.2 2 0 0 1,343.6665
A_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 12 22 39.10% EGVVECSFVK 270 279 43.8 25.7 41.0 2 0 0 1,153.5558
A_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 5 10.90% GCDVVVIPAGVPR 92 104 59.4 27.4 54.3 2 0 0 1,338.7200
A_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 5 10.90% TIIPLISQCTPK 204 215 34.2 26.5 26.5 1 0 0 1,370.7715
A_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 5 10.90% FVFSLVDAMNGK 258 269 47.0 27.2 44.0 2 0 0 1,343.6665
B_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 6 11.80% TIIPLISQCTPK 204 215 44.0 26.2 32.5 2 0 0 1,370.7715
B_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 6 11.80% AGAGSATLSMAYAGAR 242 257 96.4 25.3 86.9 2 0 0 1,470.7006
B_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 6 11.80% FVFSLVDAMNGK 258 269 50.9 27.4 45.3 2 0 0 1,343.6665
B_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 11 20 35.50% GYLGPEQLPDCLK 79 91 22.5 26.9 8.7 1 0 0 1,489.7359
B_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 11 20 35.50% GCDVVVIPAGVPR 92 104 57.9 27.3 49.4 1 0 0 1,338.7200
B_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 11 20 35.50% IFGVTTLDIVR 166 176 55.5 25.0 41.7 2 0 0 1,233.7203
B_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 11 20 35.50% ANTFVAELK 177 185 47.7 27.5 24.1 2 0 0 992.5411
B_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 11 20 35.50% TIIPLISQCTPK 204 215 48.2 26.6 40.0 2 0 0 1,370.7715
B_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 11 20 35.50% VDFPQDQLTALTGR 216 229 60.4 28.0 13.2 2 0 0 1,560.8019
B_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 11 20 35.50% AGAGSATLSMAYAGAR 242 257 76.5 26.3 72.8 4 0 0 1,454.7056
B_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 11 20 35.50% FVFSLVDAMNGK 258 269 55.8 27.6 55.8 2 0 0 1,343.6665
B_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 11 20 35.50% EGVVECSFVK 270 279 45.0 25.7 41.6 2 0 0 1,153.5558
B_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 11 20 35.50% MISDAIPELK 315 324 39.5 28.1 32.6 2 0 0 1,132.5921
B_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 6 9 22.80% GYLGPEQLPDCLK 79 91 23.4 26.9 21.5 1 0 0 1,489.7359
B_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 6 9 22.80% GCDVVVIPAGVPR 92 104 49.0 27.3 38.6 2 0 0 1,338.7200
B_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 6 9 22.80% IFGVTTLDIVR 166 176 30.8 25.0 24.0 1 0 0 1,233.7203
B_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 6 9 22.80% TIIPLISQCTPK 204 215 33.3 26.5 30.6 1 0 0 1,370.7715
B_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 6 9 22.80% AGAGSATLSMAYAGAR 242 257 49.9 26.3 30.2 2 0 0 1,454.7056
B_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 6 9 22.80% FVFSLVDAMNGK 258 269 62.2 27.3 58.1 2 0 0 1,343.6665
C_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 5 6 10 17.80% IFGVTTLDIVR 166 176 24.4 25.0 10.1 2 0 0 1,233.7203
C_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 5 6 10 17.80% ANTFVAELK 177 185 55.2 27.3 42.0 1 0 0 992.5411
C_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 5 6 10 17.80% TIIPLISQCTPK 204 215 41.5 26.1 29.8 2 0 0 1,370.7715
C_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 5 6 10 17.80% AGAGSATLSMAYAGAR 242 257 75.7 25.3 65.4 3 0 0 1,470.7006
C_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 5 6 10 17.80% FVFSLVDAMNGK 258 269 43.8 27.3 38.1 2 0 0 1,343.6665
C_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 11 19 37.60% GYLGPEQLPDCLK 79 91 39.4 27.3 34.8 2 0 0 1,489.7359
C_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 11 19 37.60% GCDVVVIPAGVPR 92 104 68.1 27.2 57.0 2 0 0 1,338.7200
C_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 11 19 37.60% IFGVTTLDIVR 166 176 44.7 25.0 31.0 2 0 0 1,233.7203
C_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 11 19 37.60% ANTFVAELK 177 185 55.7 27.4 38.2 2 0 0 992.5411
C_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 11 19 37.60% TIIPLISQCTPK 204 215 38.7 26.5 23.2 2 0 0 1,370.7715
C_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 11 19 37.60% VDFPQDQLTALTGR 216 229 62.8 28.2 13.8 2 0 0 1,560.8019
C_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 11 19 37.60% AGAGSATLSMAYAGAR 242 257 90.8 25.9 80.1 2 0 0 1,454.7056
C_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 11 19 37.60% FVFSLVDAMNGK 258 269 58.2 27.1 48.3 2 0 0 1,343.6665
C_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 11 19 37.60% NLGIGKVSSFEEK 302 314 21.6 27.7 13.9 0 1 0 1,407.7479
C_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 11 19 37.60% MISDAIPELK 315 324 35.1 27.7 28.2 1 0 0 1,132.5921
C_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 11 11 19 37.60% MISDAIPELKASIK 315 328 19.8 27.1 13.0 0 1 0 1,531.8403
C_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 6 10.40% GCDVVVIPAGVPR 92 104 40.2 27.2 38.5 2 0 0 1,338.7200
C_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 6 10.40% FVFSLVDAMNGK 258 269 38.5 26.9 34.8 2 0 0 1,343.6665
C_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 6 10.40% MISDAIPELK 315 324 36.2 27.9 21.7 2 0 0 1,132.5921
D_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 12 22 39.10% VAVLGASGGIGQPLSLLLK 27 45 91.8 25.0 85.3 2 0 0 1,793.0898
D_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 12 22 39.10% GYLGPEQLPDCLK 79 91 37.8 27.0 28.6 2 0 0 1,489.7359
D_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 12 22 39.10% GCDVVVIPAGVPR 92 104 53.6 27.9 48.3 2 0 0 1,338.7200
D_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 12 22 39.10% IFGVTTLDIVR 166 176 33.8 25.0 25.3 1 0 0 1,233.7203
D_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 12 22 39.10% ANTFVAELK 177 185 51.9 28.1 29.9 2 0 0 992.5411
D_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 12 22 39.10% VNVPVIGGHAGK 192 203 33.6 25.8 25.0 2 0 0 1,147.6583
D_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 12 22 39.10% TIIPLISQCTPK 204 215 51.4 26.9 41.7 2 0 0 1,370.7715



D_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 12 22 39.10% AGAGSATLSMAYAGAR 242 257 72.2 26.1 61.8 4 0 0 1,454.7056
D_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 12 22 39.10% SQETECTYFSTPLLLGK 280 296 53.7 26.5 53.7 1 0 0 1,973.9527
D_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 10 12 22 39.10% MISDAIPELK 315 324 46.6 28.5 37.7 4 0 0 1,132.5921
E_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 9 10 16 32.20% GYLGPEQLPDCLK 79 91 29.3 26.9 21.0 1 0 0 1,489.7359
E_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 9 10 16 32.20% GCDVVVIPAGVPR 92 104 59.0 27.2 49.1 2 0 0 1,338.7200
E_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 9 10 16 32.20% ANTFVAELK 177 185 31.6 27.3 16.3 1 0 0 992.5411
E_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 9 10 16 32.20% VNVPVIGGHAGK 192 203 33.7 25.4 29.3 2 0 0 1,147.6583
E_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 9 10 16 32.20% TIIPLISQCTPK 204 215 60.6 26.4 51.5 2 0 0 1,370.7715
E_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 9 10 16 32.20% VDFPQDQLTALTGR 216 229 70.2 28.3 14.1 2 0 0 1,560.8019
E_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 9 10 16 32.20% AGAGSATLSMAYAGAR 242 257 55.0 25.3 50.4 2 0 0 1,470.7006
E_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 9 10 16 32.20% EGVVECSFVK 270 279 18.2 26.1 14.9 1 0 0 1,153.5558
E_16 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 9 10 16 32.20% MISDAIPELK 315 324 31.0 29.0 23.5 3 0 0 1,132.5921
F_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 2 2 3 7.40% GCDVVVIPAGVPR 92 104 26.0 27.4 17.2 1 0 0 1,338.7200
F_11 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 2 2 3 7.40% TIIPLISQCTPK 204 215 41.7 26.5 33.5 2 0 0 1,370.7715
F_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 8 15 22.80% GYLGPEQLPDCLK 79 91 59.5 27.3 49.6 2 0 0 1,489.7359
F_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 8 15 22.80% GCDVVVIPAGVPR 92 104 59.9 27.3 54.4 2 0 0 1,338.7200
F_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 8 15 22.80% ANTFVAELK 177 185 59.8 27.4 29.1 1 0 0 992.5411
F_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 8 15 22.80% TIIPLISQCTPK 204 215 58.8 26.1 48.9 2 0 0 1,370.7715
F_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 8 15 22.80% VDFPQDQLTALTGR 216 229 64.0 28.0 9.8 2 0 0 1,560.8019
F_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 8 15 22.80% AGAGSATLSMAYAGAR 242 257 88.7 25.9 83.8 4 2 0 1,454.7056
G_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 13 24.30% GCDVVVIPAGVPR 92 104 59.5 27.2 53.5 2 0 0 1,338.7200
G_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 13 24.30% ANTFVAELK 177 185 59.9 28.1 34.7 2 0 0 992.5411
G_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 13 24.30% VNVPVIGGHAGK 192 203 19.5 25.4 19.5 1 0 0 1,147.6583
G_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 13 24.30% TIIPLISQCTPK 204 215 37.0 26.6 21.1 2 0 0 1,370.7715
G_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 13 24.30% AGAGSATLSMAYAGAR 242 257 64.5 25.3 58.4 2 0 0 1,470.7006
G_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 13 24.30% EGVVECSFVK 270 279 43.3 26.0 38.6 2 0 0 1,153.5558
G_12 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 13 24.30% MISDAIPELK 315 324 51.5 28.3 41.2 2 0 0 1,132.5921
H_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 16 29.00% GYLGPEQLPDCLK 79 91 28.9 27.1 15.4 2 0 0 1,489.7359
H_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 16 29.00% ANTFVAELK 177 185 34.8 28.1 22.7 2 0 0 992.5411
H_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 16 29.00% VNVPVIGGHAGK 192 203 19.7 25.0 19.6 1 0 0 1,147.6583
H_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 16 29.00% TIIPLISQCTPK 204 215 41.3 26.5 27.1 2 0 0 1,370.7715
H_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 16 29.00% VDFPQDQLTALTGR 216 229 68.4 28.0 17.0 2 0 0 1,560.8019
H_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 16 29.00% AGAGSATLSMAYAGAR 242 257 86.8 26.1 83.0 3 0 0 1,454.7056
H_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 16 29.00% FVFSLVDAMNGK 258 269 61.4 27.2 61.2 2 0 0 1,343.6665
H_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 16 29.00% MISDAIPELK 315 324 67.7 28.3 55.3 2 0 0 1,132.5921
H_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 4 4 6 14.50% ANTFVAELK 177 185 37.1 27.0 25.1 1 0 0 992.5411
H_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 4 4 6 14.50% TIIPLISQCTPK 204 215 27.2 26.4 19.5 2 0 0 1,370.7715
H_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 4 4 6 14.50% AGAGSATLSMAYAGAR 242 257 53.0 25.3 45.0 1 0 0 1,470.7006
H_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 4 4 6 14.50% FVFSLVDAMNGK 258 269 61.3 27.3 61.3 2 0 0 1,343.6665
H_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 2 2 3 7.40% GCDVVVIPAGVPR 92 104 33.7 27.4 27.8 1 0 0 1,338.7200
H_10 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 2 2 3 7.40% TIIPLISQCTPK 204 215 27.4 26.1 20.2 2 0 0 1,370.7715
H_23 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 2 2 3 7.40% GCDVVVIPAGVPR 92 104 37.3 27.3 34.1 2 0 0 1,338.7200
H_23 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 2 2 3 7.40% TIIPLISQCTPK 204 215 20.0 26.5 14.9 1 0 0 1,370.7715
H_24 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 2 2 4 7.40% GCDVVVIPAGVPR 92 104 59.7 27.3 51.2 2 0 0 1,338.7200
H_24 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 2 2 4 7.40% TIIPLISQCTPK 204 215 41.0 26.5 33.8 2 0 0 1,370.7715
I_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 15 29.30% GYLGPEQLPDCLK 79 91 23.3 27.1 16.8 2 0 0 1,489.7359
I_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 15 29.30% ANTFVAELK 177 185 31.3 28.1 20.9 2 0 0 992.5411
I_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 15 29.30% TIIPLISQCTPK 204 215 47.3 26.1 39.2 2 0 0 1,370.7715
I_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 15 29.30% VDFPQDQLTALTGR 216 229 30.5 28.0 9.7 1 0 0 1,560.8019
I_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 15 29.30% AGAGSATLSMAYAGAR 242 257 83.2 26.2 83.2 2 0 0 1,454.7056
I_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 15 29.30% FVFSLVDAMNGK 258 269 46.5 27.2 40.1 2 0 0 1,343.6665
I_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 15 29.30% NLGIGKVSSFEEK 302 314 43.8 27.3 34.0 1 1 0 1,407.7479
I_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 15 29.30% MISDAIPELK 315 324 46.0 28.3 35.5 2 0 0 1,132.5921
I_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 2 2 3 8.28% TIIPLISQCTPK 204 215 40.7 26.1 33.0 2 0 0 1,370.7715
I_09 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 2 2 3 8.28% AGAGSATLSMAYAGAR 242 257 38.5 26.1 30.2 1 0 0 1,454.7056
J_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 14 28.10% GYLGPEQLPDCLK 79 91 21.7 27.2 14.3 1 0 0 1,489.7359
J_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 14 28.10% IFGVTTLDIVR 166 176 55.2 25.0 40.1 2 0 0 1,233.7203
J_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 14 28.10% ANTFVAELK 177 185 36.6 28.0 21.8 2 0 0 992.5411
J_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 14 28.10% VNVPVIGGHAGK 192 203 20.6 25.0 16.2 1 0 0 1,147.6583
J_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 14 28.10% TIIPLISQCTPK 204 215 37.1 26.6 28.4 1 0 0 1,370.7715
J_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 14 28.10% AGAGSATLSMAYAGAR 242 257 46.9 25.8 39.5 3 0 0 1,470.7006
J_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 14 28.10% FVFSLVDAMNGK 258 269 56.5 27.2 55.9 2 0 0 1,343.6665
J_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 8 9 14 28.10% MISDAIPELK 315 324 39.1 28.0 31.9 2 0 0 1,132.5921
K_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 6 10 21.00% GYLGPEQLPDCLK 79 91 36.6 27.3 27.0 2 0 0 1,489.7359
K_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 6 10 21.00% IFGVTTLDIVR 166 176 46.3 25.0 33.2 2 0 0 1,233.7203
K_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 6 10 21.00% ANTFVAELK 177 185 42.8 28.1 25.9 1 0 0 992.5411
K_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 6 10 21.00% VNVPVIGGHAGK 192 203 30.7 25.1 27.6 1 0 0 1,147.6583
K_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 6 10 21.00% TIIPLISQCTPK 204 215 40.0 26.6 25.6 2 0 0 1,370.7715
K_08 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 6 6 10 21.00% VDFPQDQLTALTGR 216 229 63.7 27.8 15.7 2 0 0 1,560.8019
L_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 6 10.90% ANTFVAELK 177 185 53.2 28.2 39.2 2 0 0 992.5411
L_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 6 10.90% TIIPLISQCTPK 204 215 32.4 26.6 23.9 2 0 0 1,370.7715
L_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 6 10.90% AGAGSATLSMAYAGAR 242 257 88.2 25.4 81.4 2 0 0 1,470.7006
M_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 25.70% GYLGPEQLPDCLK 79 91 45.5 27.2 32.9 2 0 0 1,489.7359
M_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 25.70% IFGVTTLDIVR 166 176 53.3 25.0 40.6 2 0 0 1,233.7203
M_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 25.70% ANTFVAELK 177 185 38.0 28.1 21.7 2 0 0 992.5411
M_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 25.70% TIIPLISQCTPK 204 215 36.5 26.5 27.2 2 0 0 1,370.7715
M_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 25.70% VDFPQDQLTALTGR 216 229 81.5 28.1 13.2 2 0 0 1,560.8019
M_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 25.70% AGAGSATLSMAYAGAR 242 257 69.3 25.5 60.1 2 0 0 1,470.7006
M_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 25.70% FVFSLVDAMNGK 258 269 76.5 27.3 73.1 2 0 0 1,343.6665
N_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 4 4 7 12.10% ANTFVAELK 177 185 26.1 28.0 17.8 1 0 0 992.5411
N_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 4 4 7 12.10% TIIPLISQCTPK 204 215 42.3 26.3 29.7 2 0 0 1,370.7715
N_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 4 4 7 12.10% IQEAGTEVVK 230 239 29.6 29.2 6.2 2 0 0 1,073.5838
N_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 4 4 7 12.10% MISDAIPELK 315 324 41.5 27.9 29.4 2 0 0 1,132.5921
O_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 26.90% GYLGPEQLPDCLK 79 91 40.7 27.2 33.9 2 0 0 1,489.7359
O_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 26.90% GCDVVVIPAGVPR 92 104 56.1 27.2 54.1 2 0 0 1,338.7200
O_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 26.90% IFGVTTLDIVR 166 176 52.8 25.0 42.2 2 0 0 1,233.7203
O_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 26.90% TIIPLISQCTPK 204 215 47.7 26.6 38.2 2 0 0 1,370.7715
O_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 26.90% VDFPQDQLTALTGR 216 229 69.4 28.4 14.6 2 0 0 1,560.8019
O_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 26.90% AGAGSATLSMAYAGAR 242 257 75.6 25.6 65.2 2 0 0 1,470.7006
O_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 7 7 14 26.90% FVFSLVDAMNGK 258 269 61.0 27.5 55.3 2 0 0 1,343.6665
O_07 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 2 2 2 5.92% IFGVTTLDIVR 166 176 41.0 25.0 30.0 1 0 0 1,233.7203
O_07 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 2 2 2 5.92% ANTFVAELK 177 185 20.4 28.2 15.5 1 0 0 992.5411
P_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 5 10.40% ANTFVAELK 177 185 28.6 28.0 19.7 2 0 0 992.5411
P_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 5 10.40% AGAGSATLSMAYAGAR 242 257 68.3 25.8 59.7 2 0 0 1,470.7006
P_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 3 3 5 10.40% EGVVECSFVK 270 279 23.9 25.9 22.6 1 0 0 1,153.5558
Q_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 5 6 12 18.00% GYLGPEQLPDCLK 79 91 33.0 27.1 26.2 2 0 0 1,489.7359
Q_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 5 6 12 18.00% IFGVTTLDIVR 166 176 62.1 25.0 54.2 2 0 0 1,233.7203
Q_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 5 6 12 18.00% ANTFVAELK 177 185 42.2 28.0 24.0 2 0 0 992.5411
Q_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 5 6 12 18.00% TIIPLISQCTPK 204 215 49.6 26.3 38.2 2 0 0 1,370.7715
Q_06 Malate dehydrogenase, mitochondrial MDHM_HUMAN 35,504 5 6 12 18.00% AGAGSATLSMAYAGAR 242 257 80.7 25.4 73.6 4 0 0 1,470.7006
A_11 Methylosome protein 50 MEP50_HUMAN 36,723 3 3 5 9.94% SDGALLLGASSLSGR 38 52 66.7 28.2 54.3 2 0 0 1,403.7490
A_11 Methylosome protein 50 MEP50_HUMAN 36,723 3 3 5 9.94% DSVFLSCSEDNR 180 191 51.5 25.0 50.9 1 0 0 1,428.6060
A_11 Methylosome protein 50 MEP50_HUMAN 36,723 3 3 5 9.94% ILLWDTR 192 198 42.5 29.4 35.1 2 0 0 916.5252
A_12 Methylosome protein 50 MEP50_HUMAN 36,723 2 2 3 6.43% SDGALLLGASSLSGR 38 52 64.8 28.7 53.3 2 0 0 1,403.7490
A_12 Methylosome protein 50 MEP50_HUMAN 36,723 2 2 3 6.43% ILLWDTR 192 198 31.7 29.4 28.6 1 0 0 916.5252
B_11 Methylosome protein 50 MEP50_HUMAN 36,723 2 2 4 6.43% SDGALLLGASSLSGR 38 52 91.6 28.4 85.4 2 0 0 1,403.7490
B_11 Methylosome protein 50 MEP50_HUMAN 36,723 2 2 4 6.43% ILLWDTR 192 198 42.4 29.4 35.1 2 0 0 916.5252
B_12 Methylosome protein 50 MEP50_HUMAN 36,723 2 2 2 6.43% SDGALLLGASSLSGR 38 52 61.5 28.2 52.4 1 0 0 1,403.7490
B_12 Methylosome protein 50 MEP50_HUMAN 36,723 2 2 2 6.43% ILLWDTR 192 198 28.3 29.4 21.3 1 0 0 916.5252
F_13 Methylosome protein 50 MEP50_HUMAN 36,723 2 2 3 7.89% SDGALLLGASSLSGR 38 52 80.1 28.4 71.0 2 0 0 1,403.7490
F_13 Methylosome protein 50 MEP50_HUMAN 36,723 2 2 3 7.89% DSVFLSCSEDNR 180 191 32.6 25.0 32.6 1 0 0 1,428.6060
J_09 Methylosome protein 50 MEP50_HUMAN 36,723 2 2 3 7.89% ETPPPLVPPAAR 4 15 20.5 27.3 6.5 1 0 0 1,244.6999



J_09 Methylosome protein 50 MEP50_HUMAN 36,723 2 2 3 7.89% SDGALLLGASSLSGR 38 52 68.1 27.9 62.8 2 0 0 1,403.7490
K_09 Methylosome protein 50 MEP50_HUMAN 36,723 2 2 3 7.89% ETPPPLVPPAAR 4 15 21.7 27.5 9.1 1 0 0 1,244.6999
K_09 Methylosome protein 50 MEP50_HUMAN 36,723 2 2 3 7.89% SDGALLLGASSLSGR 38 52 70.4 28.4 67.4 2 0 0 1,403.7490
A_07 LDLR chaperone MESD MESD_HUMAN 26,078 2 3 5 11.50% DDDIEEGDLPEHK 73 85 40.1 25.0 40.1 1 2 0 1,511.6500
A_07 LDLR chaperone MESD MESD_HUMAN 26,078 2 3 5 11.50% CADVTLEGQVYPGK 180 193 65.2 26.3 56.6 2 0 0 1,536.7365
A_08 LDLR chaperone MESD MESD_HUMAN 26,078 5 6 11 26.10% DDDIEEGDLPEHK 73 85 69.4 25.0 67.5 2 1 0 1,511.6500
A_08 LDLR chaperone MESD MESD_HUMAN 26,078 5 6 11 26.10% RPSAPVDFSK 86 95 44.3 28.1 34.3 2 0 0 1,103.5844
A_08 LDLR chaperone MESD MESD_HUMAN 26,078 5 6 11 26.10% TLMMFVTVSGSPTEK 113 127 50.5 26.3 45.0 2 0 0 1,659.7970
A_08 LDLR chaperone MESD MESD_HUMAN 26,078 5 6 11 26.10% DGSYAWEIK 163 171 47.4 25.0 27.9 2 0 0 1,068.4997
A_08 LDLR chaperone MESD MESD_HUMAN 26,078 5 6 11 26.10% CADVTLEGQVYPGK 180 193 68.9 26.5 58.6 2 0 0 1,536.7365
B_08 LDLR chaperone MESD MESD_HUMAN 26,078 7 8 14 32.90% LLEQWEK 66 72 33.7 29.6 22.6 1 0 0 945.5041
B_08 LDLR chaperone MESD MESD_HUMAN 26,078 7 8 14 32.90% DDDIEEGDLPEHK 73 85 66.8 25.0 66.8 2 2 0 1,511.6500
B_08 LDLR chaperone MESD MESD_HUMAN 26,078 7 8 14 32.90% IDPSKPESILK 96 106 29.9 25.6 13.1 2 0 0 1,226.6993
B_08 LDLR chaperone MESD MESD_HUMAN 26,078 7 8 14 32.90% TLMMFVTVSGSPTEK 113 127 47.6 26.3 44.8 2 0 0 1,659.7970
B_08 LDLR chaperone MESD MESD_HUMAN 26,078 7 8 14 32.90% DGSYAWEIK 163 171 41.0 25.0 21.7 2 0 0 1,068.4997
B_08 LDLR chaperone MESD MESD_HUMAN 26,078 7 8 14 32.90% DFLVGQDR 172 179 33.9 28.1 14.4 1 0 0 949.4739
B_08 LDLR chaperone MESD MESD_HUMAN 26,078 7 8 14 32.90% CADVTLEGQVYPGK 180 193 109.0 26.2 100.0 2 0 0 1,536.7365
C_08 LDLR chaperone MESD MESD_HUMAN 26,078 2 2 4 10.30% RPSAPVDFSK 86 95 27.8 28.1 19.2 2 0 0 1,103.5844
C_08 LDLR chaperone MESD MESD_HUMAN 26,078 2 2 4 10.30% CADVTLEGQVYPGK 180 193 66.6 26.2 64.9 2 0 0 1,536.7365
F_11 LDLR chaperone MESD MESD_HUMAN 26,078 2 2 4 9.40% DFLVGQDR 172 179 25.9 28.1 13.4 2 0 0 949.4739
F_11 LDLR chaperone MESD MESD_HUMAN 26,078 2 2 4 9.40% CADVTLEGQVYPGK 180 193 92.4 26.4 84.9 2 0 0 1,536.7365
I_07 LDLR chaperone MESD MESD_HUMAN 26,078 3 3 6 13.20% DIRDYNDADMAR 54 65 24.5 25.0 17.2 0 2 0 1,454.6330
I_07 LDLR chaperone MESD MESD_HUMAN 26,078 3 3 6 13.20% CADVTLEGQVYPGK 180 193 58.5 26.2 57.8 2 0 0 1,536.7365
I_07 LDLR chaperone MESD MESD_HUMAN 26,078 3 3 6 13.20% CADVTLEGQVYPGKGGGSK 180 198 32.0 26.7 28.3 0 2 0 1,922.9280
Q_05 LDLR chaperone MESD MESD_HUMAN 26,078 2 2 3 10.30% RPSAPVDFSK 86 95 28.6 29.3 19.8 1 0 0 1,103.5844
Q_05 LDLR chaperone MESD MESD_HUMAN 26,078 2 2 3 10.30% CADVTLEGQVYPGK 180 193 49.6 26.3 39.0 2 0 0 1,536.7365
A_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 5 8 2.66% SAMCAFPIK 360 368 22.2 25.3 18.5 1 0 0 1,040.4904
A_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 5 8 2.66% FMQVVVSR 462 469 48.1 27.2 32.0 2 0 0 965.5236
A_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 5 8 2.66% ETSIFSYR 732 739 44.5 25.1 37.4 2 0 0 1,002.4890
A_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 5 8 2.66% EDPIVYEIHPTK 740 751 39.5 28.0 32.3 2 1 0 1,440.7371
A_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 12 5.68% GDLTIANLGTSEGR 448 461 82.6 27.8 75.5 2 0 0 1,403.7127
A_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 12 5.68% FMQVVVSR 462 469 49.0 27.2 37.3 3 0 0 965.5236
A_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 12 5.68% IPLNGLGCR 513 521 31.3 26.6 17.2 2 0 0 999.5406
A_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 12 5.68% VFPNSAPLEGGTR 568 580 28.0 27.6 20.5 1 0 0 1,344.6907
A_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 12 5.68% ETSIFSYR 732 739 36.3 25.0 31.8 1 0 0 1,002.4890
A_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 12 5.68% EDPIVYEIHPTK 740 751 48.1 27.9 43.1 2 0 0 1,440.7371
A_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 12 5.68% GNDIDPEAVKGEVLK 862 876 20.7 27.6 16.4 0 1 0 1,583.8278
B_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 5 8 2.66% YVNDFFNK 369 376 28.6 25.3 17.2 1 0 0 1,046.4941
B_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 5 8 2.66% FMQVVVSR 462 469 51.2 27.3 32.6 2 0 0 965.5236
B_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 5 8 2.66% IPLNGLGCR 513 521 33.9 26.5 21.1 2 0 0 999.5406
B_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 5 8 2.66% EDPIVYEIHPTK 740 751 42.7 27.8 37.1 2 1 0 1,440.7371
B_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 4 7 2.37% YVNDFFNK 369 376 38.6 25.2 28.6 2 0 0 1,046.4941
B_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 4 7 2.37% FMQVVVSR 462 469 33.7 27.0 24.9 2 0 0 981.5186
B_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 4 7 2.37% IPLNGLGCR 513 521 35.8 26.5 21.0 2 0 0 999.5406
B_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 4 7 2.37% ETSIFSYR 732 739 21.3 25.0 13.8 1 0 0 1,002.4890
C_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 5 5 8 3.74% FMQVVVSR 462 469 53.1 27.3 37.7 2 0 0 965.5236
C_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 5 5 8 3.74% IPLNGLGCR 513 521 34.5 26.6 21.5 2 0 0 999.5406
C_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 5 5 8 3.74% ETSIFSYR 732 739 51.8 25.0 43.3 2 0 0 1,002.4890
C_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 5 5 8 3.74% EDPIVYEIHPTK 740 751 23.8 27.8 18.8 0 1 0 1,440.7371
C_19 Hepatocyte growth factor receptor MET_HUMAN 155,543 5 5 8 3.74% GNDIDPEAVKGEVLK 862 876 46.0 27.6 37.5 1 0 0 1,583.8278
C_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 7 12 4.32% YVNDFFNK 369 376 26.6 25.3 18.9 1 0 0 1,046.4941
C_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 7 12 4.32% TEFTTALQR 418 426 54.5 27.2 47.8 2 0 0 1,066.5528
C_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 7 12 4.32% FMQVVVSR 462 469 35.1 27.0 25.7 2 0 0 981.5186
C_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 7 12 4.32% ETSIFSYR 732 739 35.8 25.0 26.6 2 0 0 1,002.4890
C_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 7 12 4.32% EDPIVYEIHPTK 740 751 34.8 28.0 27.7 2 1 0 1,440.7371
C_20 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 7 12 4.32% GNDIDPEAVKGEVLK 862 876 59.5 27.3 47.6 2 0 0 1,583.8278
D_23 Hepatocyte growth factor receptor MET_HUMAN 155,543 2 2 2 1.29% TEFTTALQR 418 426 30.4 28.0 17.8 1 0 0 1,066.5528
D_23 Hepatocyte growth factor receptor MET_HUMAN 155,543 2 2 2 1.29% IPLNGLGCR 513 521 22.8 26.7 16.7 1 0 0 999.5406
D_24 Hepatocyte growth factor receptor MET_HUMAN 155,543 2 2 3 1.22% FMQVVVSR 462 469 28.5 27.0 11.3 1 0 0 981.5186
D_24 Hepatocyte growth factor receptor MET_HUMAN 155,543 2 2 3 1.22% NLNSVSVPR 766 774 51.2 26.4 39.7 2 0 0 985.5424
E_24 Hepatocyte growth factor receptor MET_HUMAN 155,543 3 3 4 1.80% TEFTTALQR 418 426 49.4 27.7 43.2 2 0 0 1,066.5528
E_24 Hepatocyte growth factor receptor MET_HUMAN 155,543 3 3 4 1.80% FMQVVVSR 462 469 28.6 27.0 13.3 1 0 0 981.5186
E_24 Hepatocyte growth factor receptor MET_HUMAN 155,543 3 3 4 1.80% ETSIFSYR 732 739 22.4 25.0 16.6 1 0 0 1,002.4890
H_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 8 8 14 6.33% TEFTTALQR 418 426 43.4 27.2 37.8 2 0 0 1,066.5528
H_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 8 8 14 6.33% FMQVVVSR 462 469 49.9 27.2 31.6 2 0 0 965.5236
H_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 8 8 14 6.33% IPLNGLGCR 513 521 34.8 26.5 21.5 2 0 0 999.5406
H_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 8 8 14 6.33% VFPNSAPLEGGTR 568 580 27.0 27.9 22.9 2 0 0 1,344.6907
H_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 8 8 14 6.33% ETSIFSYR 732 739 21.5 25.0 17.5 2 0 0 1,002.4890
H_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 8 8 14 6.33% EDPIVYEIHPTK 740 751 23.2 27.9 18.2 1 0 0 1,440.7371
H_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 8 8 14 6.33% SFISGGSTITGVGK 752 765 69.3 27.7 0.0 2 0 0 1,310.6952
H_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 8 8 14 6.33% GNDIDPEAVKGEVLK 862 876 21.1 27.7 10.1 0 1 0 1,583.8278
H_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 6 7 5.04% TEFTTALQR 418 426 18.5 27.6 16.5 1 0 0 1,066.5528
H_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 6 7 5.04% GDLTIANLGTSEGR 448 461 50.1 28.0 47.3 1 0 0 1,403.7127
H_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 6 7 5.04% IPLNGLGCR 513 521 23.9 26.5 11.6 1 0 0 999.5406
H_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 6 7 5.04% SFISGGSTITGVGK 752 765 35.2 27.2 0.0 1 0 0 1,310.6952
H_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 6 7 5.04% NLNSVSVPR 766 774 36.4 26.5 25.5 2 0 0 985.5424
H_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 6 7 5.04% GNDIDPEAVKGEVLK 862 876 17.6 27.7 11.4 0 1 0 1,583.8278
I_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 16 5.76% GDLTIANLGTSEGR 448 461 86.5 27.7 79.9 2 0 0 1,403.7127
I_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 16 5.76% IPLNGLGCR 513 521 35.1 26.5 27.3 2 0 0 999.5406
I_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 16 5.76% VFPNSAPLEGGTR 568 580 35.2 28.0 32.9 2 0 0 1,344.6907
I_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 16 5.76% ETSIFSYR 732 739 39.5 25.0 28.5 2 0 0 1,002.4890
I_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 16 5.76% EDPIVYEIHPTK 740 751 39.7 28.0 33.5 2 2 0 1,440.7371
I_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 16 5.76% NLNSVSVPR 766 774 35.7 25.8 31.7 2 0 0 985.5424
I_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 16 5.76% GNDIDPEAVKGEVLK 862 876 55.7 27.3 40.8 2 0 0 1,583.8278
I_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 2 2 3 2.09% SFISGGSTITGVGK 752 765 62.4 27.2 0.0 2 0 0 1,310.6952
I_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 2 2 3 2.09% GNDIDPEAVKGEVLK 862 876 22.6 27.6 15.4 0 1 0 1,583.8278
J_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 8 14 4.75% TEFTTALQR 418 426 52.6 27.4 40.2 2 0 0 1,066.5528
J_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 8 14 4.75% GDLTIANLGTSEGR 448 461 88.6 28.2 68.3 2 0 0 1,403.7127
J_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 8 14 4.75% FMQVVVSR 462 469 56.0 26.7 45.1 2 0 0 965.5236
J_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 8 14 4.75% ETSIFSYR 732 739 23.9 25.0 5.1 2 0 0 1,002.4890
J_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 8 14 4.75% EDPIVYEIHPTK 740 751 34.1 27.9 20.8 2 1 0 1,440.7371
J_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 8 14 4.75% GNDIDPEAVKGEVLK 862 876 50.3 27.8 35.7 2 1 0 1,583.8278
J_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 6 9 4.53% TEFTTALQR 418 426 23.3 26.9 19.0 2 0 0 1,066.5528
J_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 6 9 4.53% GDLTIANLGTSEGR 448 461 56.9 28.0 32.7 1 0 0 1,403.7127
J_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 6 9 4.53% IPLNGLGCR 513 521 29.8 26.2 20.5 1 0 0 999.5406
J_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 6 9 4.53% ETSIFSYR 732 739 19.2 25.0 15.5 1 0 0 1,002.4890
J_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 6 9 4.53% SFISGGSTITGVGK 752 765 40.2 26.8 0.0 2 0 0 1,310.6952
J_17 Hepatocyte growth factor receptor MET_HUMAN 155,543 6 6 9 4.53% NLNSVSVPR 766 774 41.8 25.8 32.8 2 0 0 985.5424
K_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 9 10 15 7.05% TEFTTALQR 418 426 58.2 27.6 33.6 2 0 0 1,066.5528
K_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 9 10 15 7.05% GDLTIANLGTSEGR 448 461 75.2 27.8 63.7 1 0 0 1,403.7127
K_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 9 10 15 7.05% FMQVVVSR 462 469 45.1 27.3 30.0 3 0 0 965.5236
K_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 9 10 15 7.05% VFPNSAPLEGGTR 568 580 28.5 27.8 25.3 1 0 0 1,344.6907
K_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 9 10 15 7.05% ETSIFSYR 732 739 23.0 25.3 10.1 1 0 0 1,002.4890
K_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 9 10 15 7.05% EDPIVYEIHPTK 740 751 50.4 27.9 41.8 2 0 0 1,440.7371
K_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 9 10 15 7.05% NLNSVSVPR 766 774 48.9 26.5 36.8 2 0 0 985.5424
K_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 9 10 15 7.05% GNDIDPEAVKGEVLK 862 876 44.8 27.6 35.6 2 0 0 1,583.8278
K_16 Hepatocyte growth factor receptor MET_HUMAN 155,543 9 10 15 7.05% LNSELNIEWK 903 912 34.3 28.6 25.2 1 0 0 1,245.6474
L_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 2 2 2 1.65% TEFTTALQR 418 426 32.3 26.7 20.1 1 0 0 1,066.5528
L_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 2 2 2 1.65% SFISGGSTITGVGK 752 765 22.7 27.0 0.0 1 0 0 1,310.6952
M_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 5 5 9 3.81% YVNDFFNK 369 376 23.6 25.9 19.6 2 0 0 1,046.4941
M_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 5 5 9 3.81% TEFTTALQR 418 426 43.4 27.6 36.9 1 0 0 1,066.5528
M_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 5 5 9 3.81% GDLTIANLGTSEGR 448 461 99.3 27.8 83.1 2 0 0 1,403.7127



M_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 5 5 9 3.81% FMQVVVSR 462 469 38.6 27.3 32.8 2 0 0 965.5236
M_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 5 5 9 3.81% SFISGGSTITGVGK 752 765 71.3 27.2 0.0 2 0 0 1,310.6952
N_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 14 5.11% SAMCAFPIK 360 368 29.8 25.0 26.9 2 0 0 1,040.4904
N_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 14 5.11% TEFTTALQR 418 426 43.2 26.9 24.7 2 0 0 1,066.5528
N_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 14 5.11% GDLTIANLGTSEGR 448 461 88.7 28.4 74.9 2 0 0 1,403.7127
N_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 14 5.11% FMQVVVSR 462 469 37.4 26.7 31.4 4 0 0 965.5236
N_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 14 5.11% IPLNGLGCR 513 521 34.6 26.2 22.6 1 0 0 999.5406
N_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 14 5.11% ETSIFSYR 732 739 29.6 25.8 26.1 1 0 0 1,002.4890
N_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 7 8 14 5.11% SFISGGSTITGVGK 752 765 82.9 27.6 0.0 2 0 0 1,310.6952
O_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 4 5 3.38% TEFTTALQR 418 426 27.4 27.5 21.7 1 0 0 1,066.5528
O_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 4 5 3.38% GDLTIANLGTSEGR 448 461 93.9 28.4 81.2 2 0 0 1,403.7127
O_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 4 5 3.38% SFISGGSTITGVGK 752 765 57.9 27.6 0.0 1 0 0 1,310.6952
O_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 4 5 3.38% QAISSTVLGK 913 922 33.0 25.9 12.0 1 0 0 1,003.5783
P_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 4 7 3.31% SAMCAFPIK 360 368 20.5 25.2 19.9 1 0 0 1,040.4904
P_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 4 7 3.31% GDLTIANLGTSEGR 448 461 72.9 28.1 63.4 2 0 0 1,403.7127
P_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 4 7 3.31% SFISGGSTITGVGK 752 765 81.2 27.0 0.0 2 0 0 1,310.6952
P_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 4 4 7 3.31% NLNSVSVPR 766 774 42.8 25.9 29.2 2 0 0 985.5424
Q_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 3 3 5 2.37% SFISGGSTITGVGK 752 765 57.8 26.8 0.0 2 0 0 1,310.6952
Q_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 3 3 5 2.37% NLNSVSVPR 766 774 53.8 25.7 41.0 2 0 0 985.5424
Q_12 Hepatocyte growth factor receptor MET_HUMAN 155,543 3 3 5 2.37% QAISSTVLGK 913 922 23.8 25.3 9.9 1 0 0 1,003.5783
A_12 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 3 3 4 10.10% YLDEDTIYHLQPSGR 235 249 26.1 26.0 16.9 0 1 0 1,806.8659
A_12 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 3 3 4 10.10% FVIGGPQGDAGLTGR 250 264 87.7 28.3 80.7 2 0 0 1,444.7546
A_12 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 3 3 4 10.10% DSFPWEVPKK 383 392 24.6 28.4 19.4 1 0 0 1,232.6311
A_13 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 2 2 3 7.59% YLDEDTIYHLQPSGR 235 249 27.5 26.0 22.8 0 1 0 1,806.8659
A_13 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 2 2 3 7.59% FVIGGPQGDAGLTGR 250 264 93.3 28.3 82.7 2 0 0 1,444.7546
B_12 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 2 3 4 7.59% YLDEDTIYHLQPSGR 235 249 38.3 26.5 37.6 1 2 0 1,806.8659
B_12 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 2 3 4 7.59% FVIGGPQGDAGLTGR 250 264 86.6 27.8 77.9 1 0 0 1,444.7546
C_12 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 4 4 7 10.60% TQVTVQYMQDR 182 192 59.6 26.1 56.2 2 0 0 1,384.6527
C_12 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 4 4 7 10.60% YLDEDTIYHLQPSGR 235 249 32.0 25.6 25.1 0 2 0 1,806.8659
C_12 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 4 4 7 10.60% FVIGGPQGDAGLTGR 250 264 75.7 28.3 62.8 2 0 0 1,444.7546
C_12 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 4 4 7 10.60% FVIGGPQGDAGLTGRK 250 265 22.9 28.0 14.0 0 1 0 1,572.8496
D_20 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 3 3 6 9.87% TGMILLAGEITSR 62 74 82.4 28.7 74.7 2 0 0 1,377.7409
D_20 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 3 3 6 9.87% TQVTVQYMQDR 182 192 33.8 25.6 33.8 2 0 0 1,384.6527
D_20 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 3 3 6 9.87% FVIGGPQGDAGLTGR 250 264 81.6 27.6 68.7 2 0 0 1,444.7546
E_20 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 2 2 3 7.09% TGMILLAGEITSR 62 74 44.2 28.3 37.2 1 0 0 1,377.7409
E_20 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 2 2 3 7.09% FVIGGPQGDAGLTGR 250 264 84.9 27.9 73.4 2 0 0 1,444.7546
F_14 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 3 4 8 9.87% TGMILLAGEITSR 62 74 79.4 27.6 65.0 4 0 0 1,361.7459
F_14 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 3 4 8 9.87% TQVTVQYMQDR 182 192 48.0 26.0 45.4 2 0 0 1,368.6577
F_14 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 3 4 8 9.87% FVIGGPQGDAGLTGR 250 264 91.4 27.8 85.4 2 0 0 1,444.7546
G_14 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 2 2 3 6.08% TGMILLAGEITSR 62 74 80.0 27.5 63.1 2 0 0 1,377.7409
G_14 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 2 2 3 6.08% TQVTVQYMQDR 182 192 39.3 25.9 35.3 1 0 0 1,368.6577
G_15 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 2 2 4 6.08% TGMILLAGEITSR 62 74 84.7 28.0 73.1 2 0 0 1,377.7409
G_15 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 2 2 4 6.08% TQVTVQYMQDR 182 192 54.0 25.9 50.7 2 0 0 1,368.6577
H_10 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 3 3 5 10.10% TGMILLAGEITSR 62 74 67.6 27.8 61.7 2 0 0 1,361.7459
H_10 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 3 3 5 10.10% NGTLPWLRPDSK 170 181 24.2 26.9 18.4 1 0 0 1,383.7381
H_10 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 3 3 5 10.10% FVIGGPQGDAGLTGR 250 264 76.4 28.1 66.7 2 0 0 1,444.7546
I_10 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 4 4 6 12.20% NGTLPWLRPDSK 170 181 21.7 27.3 14.0 1 0 0 1,383.7381
I_10 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 4 4 6 12.20% TQVTVQYMQDR 182 192 42.3 25.9 37.9 2 0 0 1,368.6577
I_10 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 4 4 6 12.20% FVIGGPQGDAGLTGRK 250 265 44.7 27.9 37.0 2 0 0 1,572.8496
I_10 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 4 4 6 12.20% DSFPWEVPK 383 391 24.8 27.0 22.5 1 0 0 1,104.5361
K_10 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 5 5 7 9.37% FVIGGPQGDAGLTGR 250 264 45.6 28.1 32.1 1 0 0 1,444.7546
K_10 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 5 5 7 9.37% FVIGGPQGDAGLTGRK 250 265 39.8 27.8 31.3 1 0 0 1,572.8496
K_10 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 5 5 7 9.37% DLDLKKPIYQR 363 373 18.1 27.0 14.2 0 2 0 1,388.7899
K_10 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 5 5 7 9.37% DSFPWEVPK 383 391 41.1 26.8 39.3 2 0 0 1,104.5361
K_10 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 5 5 7 9.37% DSFPWEVPKK 383 392 22.1 28.4 18.1 1 0 0 1,232.6311
K_11 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 2 2 3 5.82% FVIGGPQGDAGLTGR 250 264 104.0 28.1 97.0 2 0 0 1,444.7546
K_11 S‐adenosylmethionine synthase isoform type‐2 METK2_HUMAN 43,661 2 2 3 5.82% ELLEIVKK 344 351 17.3 25.0 7.6 1 0 0 971.6137
C_12 Lactadherin MFGM_HUMAN 43,123 2 2 3 5.43% EVTGIITQGAR 298 308 59.2 28.3 52.3 2 0 0 1,144.6322
C_12 Lactadherin MFGM_HUMAN 43,123 2 2 3 5.43% NLFETPILAR 356 365 36.9 27.3 17.5 1 0 0 1,173.6627
A_04 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 3 3 5 24.30% YANNSNYKNDVMIR 36 49 21.9 25.0 18.5 0 2 0 1,717.7962
A_04 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 3 3 5 24.30% EDDALWPPPDR 74 84 24.7 25.0 19.2 1 0 0 1,310.6014
A_04 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 3 3 5 24.30% IGSLIDVNQSK 106 116 67.4 28.0 48.5 2 0 0 1,173.6475
C_04 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 2 2 3 16.90% YANNSNYKNDVMIR 36 49 39.6 25.0 28.6 0 1 0 1,717.7962
C_04 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 2 2 3 16.90% IGSLIDVNQSK 106 116 65.1 28.7 46.0 2 0 0 1,173.6475
D_06 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 2 2 3 13.50% IIDDSEITK 65 73 29.1 28.7 17.0 1 0 0 1,033.5414
D_06 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 2 2 3 13.50% IGSLIDVNQSK 106 116 66.3 28.5 41.4 2 0 0 1,173.6475
F_07 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 2 2 3 16.90% YANNSNYKNDVMIR 36 49 33.7 25.0 24.6 0 1 0 1,717.7962
F_07 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 2 2 3 16.90% IGSLIDVNQSK 106 116 72.0 29.0 52.7 2 0 0 1,173.6475
L_03 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 2 2 4 16.90% YANNSNYKNDVMIR 36 49 22.9 25.0 16.4 0 2 0 1,717.7962
L_03 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 2 2 4 16.90% IGSLIDVNQSK 106 116 58.8 28.7 26.0 2 0 0 1,173.6475
N_03 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 2 2 3 16.90% YANNSNYKNDVMIR 36 49 20.4 25.0 14.0 0 1 0 1,717.7962
N_03 Protein mago nashi homolog 2 MGN2_HUMAN 17,309 2 2 3 16.90% IGSLIDVNQSK 106 116 68.9 28.2 52.4 2 0 0 1,173.6475
N_02 Matrix Gla protein MGP_HUMAN 12,354 2 2 4 23.30% NANTFISPQQR 39 49 42.1 27.6 32.1 2 0 0 1,275.6440
N_02 Matrix Gla protein MGP_HUMAN 12,354 2 2 4 23.30% YAMVYGYNAAYNR 82 94 67.4 25.0 62.0 2 0 0 1,571.6946
A_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% PMFIVNTNVPR 2 12 53.5 28.0 41.1 2 0 0 1,287.6878
A_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% LLCGLLAER 79 87 61.2 28.5 44.1 2 0 0 1,044.5872
A_03 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 5 17.40% PMFIVNTNVPR 2 12 90.7 28.0 78.4 4 0 0 1,287.6878
A_03 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 5 17.40% LLCGLLAER 79 87 69.3 28.6 47.9 1 0 0 1,044.5872
A_04 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% PMFIVNTNVPR 2 12 73.9 28.3 71.9 2 0 0 1,303.6828
A_04 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% LLCGLLAER 79 87 51.8 28.6 35.7 2 0 0 1,044.5872
B_03 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 5 17.40% PMFIVNTNVPR 2 12 62.0 28.0 45.9 3 0 0 1,287.6878
B_03 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 5 17.40% LLCGLLAER 79 87 66.8 28.6 47.8 2 0 0 1,044.5872
C_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% PMFIVNTNVPR 2 12 78.6 28.3 78.6 2 0 0 1,303.6828
C_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% LLCGLLAER 79 87 43.2 28.6 30.6 2 0 0 1,044.5872
C_03 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% PMFIVNTNVPR 2 12 69.1 28.1 68.4 4 0 0 1,303.6828
C_03 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% LLCGLLAER 79 87 48.3 28.6 29.7 2 0 0 1,044.5872
D_04 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% PMFIVNTNVPR 2 12 69.7 28.2 56.8 4 0 0 1,287.6878
D_04 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% LLCGLLAER 79 87 55.2 27.0 34.5 2 0 0 1,044.5872
E_04 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% PMFIVNTNVPR 2 12 39.4 28.3 36.8 2 0 0 1,303.6828
E_04 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% LLCGLLAER 79 87 64.0 27.7 45.7 2 0 0 1,044.5872
F_04 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% PMFIVNTNVPR 2 12 58.2 28.4 58.2 4 0 0 1,303.6828
F_04 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% LLCGLLAER 79 87 55.6 28.5 43.4 2 0 0 1,044.5872
F_05 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% PMFIVNTNVPR 2 12 60.6 28.4 55.3 2 0 0 1,303.6828
F_05 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% LLCGLLAER 79 87 36.8 28.5 28.4 2 0 0 1,044.5872
G_04 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% PMFIVNTNVPR 2 12 34.4 27.9 34.4 2 0 0 1,303.6828
G_04 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% LLCGLLAER 79 87 53.5 27.1 40.2 2 0 0 1,044.5872
H_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% PMFIVNTNVPR 2 12 73.7 28.1 69.0 4 0 0 1,303.6828
H_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% LLCGLLAER 79 87 69.4 28.9 50.3 2 0 0 1,044.5872
I_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% PMFIVNTNVPR 2 12 77.7 28.0 70.5 4 0 0 1,303.6828
I_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% LLCGLLAER 79 87 66.2 28.5 48.0 2 0 0 1,044.5872
J_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% PMFIVNTNVPR 2 12 61.5 28.5 54.7 2 0 0 1,303.6828
J_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% LLCGLLAER 79 87 58.6 27.3 43.4 2 0 0 1,044.5872
K_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 8 17.40% PMFIVNTNVPR 2 12 56.4 28.2 51.8 2 0 0 1,303.6828
K_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 8 17.40% LLCGLLAER 79 87 62.0 28.9 47.8 6 0 0 1,044.5872
L_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% PMFIVNTNVPR 2 12 75.1 28.5 66.6 4 0 0 1,303.6828
L_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% LLCGLLAER 79 87 51.1 28.9 35.7 2 0 0 1,044.5872
M_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% PMFIVNTNVPR 2 12 64.4 28.4 46.4 4 0 0 1,303.6828
M_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% LLCGLLAER 79 87 54.4 28.9 40.4 2 0 0 1,044.5872
N_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% PMFIVNTNVPR 2 12 59.9 28.1 55.7 2 0 0 1,303.6828
N_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% LLCGLLAER 79 87 47.0 27.3 36.9 2 0 0 1,044.5872
O_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% PMFIVNTNVPR 2 12 48.5 28.2 48.5 4 0 0 1,303.6828
O_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% LLCGLLAER 79 87 27.9 27.1 19.3 2 0 0 1,044.5872



P_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% PMFIVNTNVPR 2 12 72.0 28.6 64.4 4 0 0 1,303.6828
P_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 6 17.40% LLCGLLAER 79 87 49.5 27.3 33.4 2 0 0 1,044.5872
Q_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 5 17.40% PMFIVNTNVPR 2 12 71.7 28.6 63.5 3 0 0 1,303.6828
Q_02 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 3 5 17.40% LLCGLLAER 79 87 57.7 27.1 43.0 2 0 0 1,044.5872
Q_03 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% PMFIVNTNVPR 2 12 52.4 28.8 42.5 2 0 0 1,303.6828
Q_03 Macrophage migration inhibitory factor MIF_HUMAN 12,477 2 2 4 17.40% LLCGLLAER 79 87 33.1 27.3 23.2 2 0 0 1,044.5872
A_13 Multiple inositol polyphosphate phosphatase 1 MINP1_HUMAN 55,053 2 2 3 6.16% DPVASSLSPYFGTK 37 50 75.2 26.8 69.7 2 0 0 1,468.7319
A_13 Multiple inositol polyphosphate phosphatase 1 MINP1_HUMAN 55,053 2 2 3 6.16% DILQSCQTSEECELAR 464 479 60.5 25.0 60.5 1 0 0 1,938.8534
A_11 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 2 12.80% YIHSANVLHR 139 148 33.5 26.3 27.0 1 0 0 1,209.6486
A_11 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 2 12.80% DLKPSNLLLNTTCDLK 149 164 42.8 27.6 0.0 0 2 0 1,844.9790
A_11 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 2 12.80% NYLLSLPHK 262 270 22.3 25.8 0.0 1 0 0 1,084.6150
A_11 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 2 12.80% LKELIFEETAR 343 353 23.1 26.7 13.2 0 1 0 1,348.7472
B_11 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 4 12.20% GQVFDVGPR 16 24 41.9 27.7 29.8 2 0 0 974.5055
B_11 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 4 12.20% DLKPSNLLLNTTCDLK 149 164 36.7 27.6 0.0 2 2 0 1,844.9790
B_11 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 4 12.20% ICDFGLAR 165 172 34.6 27.0 0.0 2 0 0 951.4718
B_11 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 4 12.20% LKELIFEETAR 343 353 33.2 27.3 21.4 0 2 0 1,348.7472
C_11 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 3 7.78% GQVFDVGPR 16 24 34.7 27.9 25.8 2 0 0 974.5055
C_11 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 3 7.78% ICDFGLAR 165 172 25.8 27.2 0.0 1 0 0 951.4718
C_11 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 3 7.78% LKELIFEETAR 343 353 21.4 26.7 10.8 0 1 0 1,348.7472
F_14 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 3 3 6 5.56% GQVFDVGPR 16 24 43.0 27.6 31.2 2 0 0 974.5055
F_14 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 3 3 6 5.56% LKELIFEETAR 343 353 22.6 27.3 16.3 0 2 0 1,348.7472
F_14 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 3 3 6 5.56% ELIFEETAR 345 353 51.7 28.4 33.5 2 0 0 1,107.5681
I_09 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 3 5 7.78% GQVFDVGPR 16 24 36.9 29.1 25.0 2 0 0 974.5055
I_09 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 3 5 7.78% ICDFGLAR 165 172 33.1 27.1 0.0 2 0 0 951.4718
I_09 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 3 5 7.78% LKELIFEETAR 343 353 40.7 26.4 32.4 1 2 0 1,348.7472
K_09 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 3 3 6 10.00% GQVFDVGPR 16 24 27.2 29.2 22.5 2 0 0 974.5055
K_09 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 3 3 6 10.00% DLKPSNLLLNTTCDLK 149 164 21.7 27.6 0.0 0 1 0 1,844.9790
K_09 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 3 3 6 10.00% LKELIFEETAR 343 353 50.3 26.7 35.9 2 0 0 1,348.7472
K_09 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 3 3 6 10.00% ELIFEETAR 345 353 34.4 28.1 23.9 2 0 0 1,107.5681
L_07 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 4 3.06% LKELIFEETAR 343 353 25.4 26.7 19.0 0 2 0 1,348.7472
L_07 Mitogen‐activated protein kinase 1 MK01_HUMAN 41,378 2 2 4 3.06% ELIFEETAR 345 353 32.7 28.0 23.6 2 0 0 1,107.5681
A_11 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 2 2 3 6.86% YIHSANVLHR 156 165 33.5 26.3 27.0 1 0 0 1,209.6486
A_11 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 2 2 3 6.86% DLKPSNLLINTTCDLK 166 181 42.8 27.6 0.0 0 2 0 1,844.9790
A_12 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 4 4 7 10.60% ISPFEHQTYCQR 73 84 34.1 25.0 28.4 2 0 0 1,565.7166
A_12 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 4 4 7 10.60% YIHSANVLHR 156 165 24.4 26.8 18.8 1 0 0 1,209.6486
A_12 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 4 4 7 10.60% APEIMLNSK 212 220 36.3 28.8 27.4 2 0 0 1,018.5239
A_12 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 4 4 7 10.60% FQPGVLEAP 371 379 29.7 25.2 17.8 2 0 0 957.5041
B_11 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 2 3 6 6.33% DLKPSNLLINTTCDLK 166 181 36.7 27.6 0.0 2 2 0 1,844.9790
B_11 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 2 3 6 6.33% ICDFGLAR 182 189 34.6 27.0 0.0 2 0 0 951.4718
B_12 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 2 2 3 4.75% APEIMLNSK 212 220 28.6 28.8 28.6 1 0 0 1,018.5239
B_12 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 2 2 3 4.75% FQPGVLEAP 371 379 38.2 25.2 20.9 2 0 0 957.5041
C_12 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 2 2 3 6.86% RTEGVGPGVPGEVEMVK 16 32 27.5 27.3 21.2 0 2 0 1,756.8901
C_12 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 2 2 3 6.86% FQPGVLEAP 371 379 27.1 25.0 21.6 1 0 0 957.5041
H_10 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 3 3 6 6.86% ICDFGLAR 182 189 41.5 27.5 0.0 2 0 0 951.4718
H_10 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 3 3 6 6.86% NYLQSLPSK 279 287 30.2 27.3 16.5 2 0 0 1,049.5626
H_10 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 3 3 6 6.86% FQPGVLEAP 371 379 25.8 25.4 15.7 2 0 0 957.5041
Q_07 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 2 2 3 6.86% RTEGVGPGVPGEVEMVK 16 32 30.1 27.5 17.2 0 2 0 1,756.8901
Q_07 Mitogen‐activated protein kinase 3 MK03_HUMAN 43,137 2 2 3 6.86% NYLQSLPSK 279 287 29.1 28.4 23.2 1 0 0 1,049.5626
A_11 Mitogen‐activated protein kinase 14 MK14_HUMAN 41,295 2 2 3 5.28% ILDFGLAR 166 173 45.8 26.8 0.0 2 0 0 904.5252
A_11 Mitogen‐activated protein kinase 14 MK14_HUMAN 41,295 2 2 3 5.28% NYIQSLTQMPK 257 267 39.2 27.5 25.8 1 0 0 1,338.6724
B_11 Mitogen‐activated protein kinase 14 MK14_HUMAN 41,295 2 2 2 5.28% ILDFGLAR 166 173 23.3 26.4 0.0 1 0 0 904.5252
B_11 Mitogen‐activated protein kinase 14 MK14_HUMAN 41,295 2 2 2 5.28% NYIQSLTQMPK 257 267 43.4 27.5 39.6 1 0 0 1,338.6724
A_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 4 18.70% LNGTDPEDVIR 93 103 35.4 26.9 27.4 1 0 0 1,228.6170
A_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 4 18.70% FTDEEVDELYR 133 143 83.1 25.0 83.1 2 0 0 1,415.6326
A_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 4 18.70% GNFNYIEFTR 151 160 27.4 25.6 19.0 1 0 0 1,260.6007
A_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 8 17 30.40% EAFNMIDQNR 35 44 52.0 25.0 39.4 6 0 0 1,237.5630
A_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 8 17 30.40% LNGTDPEDVIR 93 103 45.0 26.7 29.4 2 0 0 1,228.6170
A_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 8 17 30.40% ELLTTMGDR 124 132 34.9 26.3 24.4 2 0 0 1,035.5141
A_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 8 17 30.40% FTDEEVDELYR 133 143 65.0 25.0 57.0 2 0 0 1,415.6326
A_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 8 17 30.40% KGNFNYIEFTR 150 160 40.3 27.3 35.7 2 2 0 1,388.6957
A_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 8 17 30.40% GNFNYIEFTR 151 160 55.6 25.2 48.0 1 0 0 1,260.6007
B_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,780 2 2 4 12.30% FTDEEVDELYR 134 144 72.3 25.0 72.3 2 0 0 1,415.6326
B_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,780 2 2 4 12.30% GNFNYIEFTR 152 161 36.6 25.6 22.6 2 0 0 1,260.6007
B_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 8 14 36.80% EAFNMIDQNR 35 44 46.2 25.0 42.5 4 0 0 1,253.5580
B_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 8 14 36.80% EDLHDMLASLGK 51 62 36.1 26.1 22.0 2 0 0 1,344.6467
B_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 8 14 36.80% LNGTDPEDVIR 93 103 72.4 26.9 57.8 2 0 0 1,228.6170
B_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 8 14 36.80% ELLTTMGDR 124 132 34.6 26.3 25.5 2 0 0 1,035.5141
B_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 8 14 36.80% FTDEEVDELYR 133 143 70.5 25.0 62.8 2 0 0 1,415.6326
B_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 8 14 36.80% GNFNYIEFTR 151 160 60.6 25.6 59.9 2 0 0 1,260.6007
B_06 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 5 18.10% EAFNMIDQNR 35 44 21.9 25.0 18.1 1 0 0 1,253.5580
B_06 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 5 18.10% FTDEEVDELYR 133 143 70.9 25.0 54.3 2 0 0 1,415.6326
B_06 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 5 18.10% GNFNYIEFTR 151 160 35.7 25.6 34.8 2 0 0 1,260.6007
C_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 5 18.70% LNGTDPEDVIR 93 103 40.8 26.9 32.2 1 0 0 1,228.6170
C_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 5 18.70% FTDEEVDELYR 133 143 63.2 25.0 60.6 2 0 0 1,415.6326
C_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 5 18.70% GNFNYIEFTR 151 160 28.7 25.6 22.2 2 0 0 1,260.6007
C_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 5 9 24.60% EAFNMIDQNR 35 44 36.6 25.0 31.8 3 0 0 1,253.5580
C_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 5 9 24.60% LNGTDPEDVIR 93 103 38.2 26.6 23.0 2 0 0 1,228.6170
C_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 5 9 24.60% FTDEEVDELYR 133 143 70.4 25.0 66.4 2 0 0 1,415.6326
C_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 5 9 24.60% GNFNYIEFTR 151 160 58.3 25.5 49.7 2 0 0 1,260.6007
C_06 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% LNGTDPEDVIR 93 103 52.6 26.9 39.5 2 0 0 1,228.6170
C_06 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% FTDEEVDELYR 133 143 71.6 25.0 71.6 2 0 0 1,415.6326
C_06 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% GNFNYIEFTR 151 160 42.8 25.6 41.4 2 0 0 1,260.6007
D_09 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.10% EAFNMIDQNR 35 44 20.1 25.0 16.2 2 0 0 1,253.5580
D_09 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.10% LNGTDPEDVIR 93 103 37.2 26.7 30.4 2 0 0 1,228.6170
D_09 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.10% GNFNYIEFTR 151 160 50.7 25.6 46.9 2 0 0 1,260.6007
F_08 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 5 17.50% EAFNMIDQNR 35 44 20.2 25.0 15.6 2 0 0 1,237.5630
F_08 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 5 17.50% LNGTDPEDVIR 93 103 70.5 27.4 54.0 2 0 0 1,228.6170
F_08 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 5 17.50% ELLTTMGDR 124 132 29.3 26.3 22.3 1 0 0 1,035.5141
F_09 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 4 8 18.10% EAFNMIDQNR 35 44 38.5 25.0 30.9 4 0 0 1,237.5630
F_09 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 4 8 18.10% FTDEEVDELYR 133 143 76.8 25.0 76.8 2 0 0 1,415.6326
F_09 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 4 8 18.10% GNFNYIEFTR 151 160 51.2 25.6 45.7 2 0 0 1,260.6007
H_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 7 13 30.40% EAFNMIDQNR 35 44 24.7 25.0 20.2 1 0 0 1,237.5630
H_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 7 13 30.40% LNGTDPEDVIR 93 103 75.4 27.5 61.4 2 0 0 1,228.6170
H_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 7 13 30.40% ELLTTMGDR 124 132 49.5 26.1 45.0 2 0 0 1,035.5141
H_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 7 13 30.40% FTDEEVDELYR 133 143 62.0 25.0 59.2 2 0 0 1,415.6326
H_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 7 13 30.40% KGNFNYIEFTR 150 160 46.8 27.2 45.8 2 2 0 1,388.6957
H_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 6 7 13 30.40% GNFNYIEFTR 151 160 54.5 25.3 47.7 2 0 0 1,260.6007
H_06 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 2 2 3 12.30% FTDEEVDELYR 133 143 25.9 25.0 22.8 1 0 0 1,415.6326
H_06 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 2 2 3 12.30% GNFNYIEFTR 151 160 51.6 25.3 40.0 2 0 0 1,260.6007
I_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% LNGTDPEDVIR 93 103 42.6 27.5 35.8 2 0 0 1,228.6170
I_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% FTDEEVDELYR 133 143 66.4 25.0 65.5 2 0 0 1,415.6326
I_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% GNFNYIEFTR 151 160 48.1 25.7 40.1 2 0 0 1,260.6007
I_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 5 6 13 24.60% LNGTDPEDVIR 93 103 68.4 27.4 55.5 4 0 0 1,228.6170
I_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 5 6 13 24.60% ELLTTMGDR 124 132 45.4 26.7 34.2 3 0 0 1,051.5091
I_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 5 6 13 24.60% FTDEEVDELYR 133 143 64.2 25.0 64.2 2 0 0 1,415.6326
I_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 5 6 13 24.60% KGNFNYIEFTR 150 160 41.0 27.4 38.0 2 0 0 1,388.6957
I_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 5 6 13 24.60% GNFNYIEFTR 151 160 57.9 25.2 49.5 2 0 0 1,260.6007
I_06 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 2 2 4 12.30% FTDEEVDELYR 133 143 55.3 25.0 55.3 2 0 0 1,415.6326
I_06 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 2 2 4 12.30% GNFNYIEFTR 151 160 57.1 25.2 52.5 2 0 0 1,260.6007
J_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% LNGTDPEDVIR 93 103 51.3 27.5 35.5 2 0 0 1,228.6170
J_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% FTDEEVDELYR 133 143 68.8 25.0 68.8 2 0 0 1,415.6326
J_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% GNFNYIEFTR 151 160 65.1 25.7 53.8 2 0 0 1,260.6007



K_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% LNGTDPEDVIR 93 103 45.0 27.6 36.3 2 0 0 1,228.6170
K_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% FTDEEVDELYR 133 143 64.4 25.0 61.8 2 0 0 1,415.6326
K_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% GNFNYIEFTR 151 160 58.2 25.3 41.8 2 0 0 1,260.6007
K_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 4 8 19.30% LNGTDPEDVIR 93 103 49.5 27.5 37.4 2 0 0 1,228.6170
K_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 4 8 19.30% FTDEEVDELYR 133 143 70.1 25.0 70.1 2 0 0 1,415.6326
K_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 4 8 19.30% KGNFNYIEFTR 150 160 42.6 27.4 42.6 2 0 0 1,388.6957
K_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 4 8 19.30% GNFNYIEFTR 151 160 58.0 25.3 43.3 2 0 0 1,260.6007
L_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 4 7 19.30% LNGTDPEDVIR 93 103 54.8 27.6 37.0 2 0 0 1,228.6170
L_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 4 7 19.30% FTDEEVDELYR 133 143 60.4 25.0 60.4 2 0 0 1,415.6326
L_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 4 7 19.30% KGNFNYIEFTR 150 160 36.0 27.6 29.0 1 0 0 1,388.6957
L_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 4 7 19.30% GNFNYIEFTR 151 160 71.8 25.7 60.0 2 0 0 1,260.6007
L_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 2 2 3 12.30% LNGTDPEDVIR 93 103 39.5 27.5 28.0 1 0 0 1,228.6170
L_05 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 2 2 3 12.30% GNFNYIEFTR 151 160 37.3 25.9 26.7 2 0 0 1,260.6007
M_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 4 6 24.60% EAFNMIDQNR 35 44 35.7 25.0 26.4 1 0 0 1,253.5580
M_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 4 6 24.60% LNGTDPEDVIR 93 103 25.3 27.6 16.9 1 0 0 1,228.6170
M_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 4 6 24.60% FTDEEVDELYR 133 143 64.6 25.0 64.6 2 0 0 1,415.6326
M_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 4 4 6 24.60% GNFNYIEFTR 151 160 43.4 25.7 34.0 2 0 0 1,260.6007
N_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% LNGTDPEDVIR 93 103 38.0 27.5 26.5 2 0 0 1,228.6170
N_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% FTDEEVDELYR 133 143 64.0 25.0 62.1 2 0 0 1,415.6326
N_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% GNFNYIEFTR 151 160 57.9 26.0 51.9 2 0 0 1,260.6007
O_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% LNGTDPEDVIR 93 103 59.0 27.0 45.8 2 0 0 1,228.6170
O_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% FTDEEVDELYR 133 143 83.9 25.0 80.7 2 0 0 1,415.6326
O_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% GNFNYIEFTR 151 160 60.5 25.7 46.7 2 0 0 1,260.6007
P_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 5 18.10% EAFNMIDQNR 35 44 35.0 25.0 25.4 1 0 0 1,253.5580
P_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 5 18.10% FTDEEVDELYR 133 143 55.8 25.0 55.8 2 0 0 1,415.6326
P_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 5 18.10% GNFNYIEFTR 151 160 58.4 25.9 55.0 2 0 0 1,260.6007
Q_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% LNGTDPEDVIR 93 103 63.2 27.5 47.6 2 0 0 1,228.6170
Q_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% FTDEEVDELYR 133 143 64.3 25.0 61.6 2 0 0 1,415.6326
Q_04 Myosin regulatory light chain 12A ML12A_HUMAN 19,795 3 3 6 18.70% GNFNYIEFTR 151 160 71.5 25.9 61.1 2 0 0 1,260.6007
B_14 Mixed lineage kinase domain‐like protein MLKL_HUMAN 54,481 2 2 3 4.88% LQAGSIAIVR 235 244 22.0 25.0 9.2 1 0 0 1,027.6259
B_14 Mixed lineage kinase domain‐like protein MLKL_HUMAN 54,481 2 2 3 4.88% SSNFLVTQGYQVK 334 346 57.0 27.7 46.8 2 0 0 1,470.7587
A_11 Interstitial collagenase MMP1_HUMAN 54,008 2 2 2 4.26% IENYTPDLPR 118 127 29.8 27.7 28.1 1 0 0 1,217.6162
A_11 Interstitial collagenase MMP1_HUMAN 54,008 2 2 2 4.26% LTFDAITTIR 282 291 25.7 26.8 0.0 1 0 0 1,150.6468
A_13 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 4.90% QMQEFFGLK 66 74 23.4 25.0 6.4 1 0 0 1,143.5505
A_13 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 4.90% SQNPVQPIGPQTPK 263 276 67.0 28.0 61.2 2 0 0 1,490.7964
A_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 19.00% LKQMQEFFGLK 64 74 46.0 26.9 36.4 2 0 0 1,384.7296
A_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 19.00% QMQEFFGLK 66 74 36.8 25.3 15.4 2 0 0 1,143.5505
A_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 19.00% WEQTHLTYR 109 117 46.3 27.1 28.7 2 0 0 1,233.6011
A_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 19.00% IENYTPDLPR 118 127 48.5 27.8 43.1 2 0 0 1,217.6162
A_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 19.00% SQNPVQPIGPQTPK 263 276 27.4 28.1 19.8 0 1 0 1,490.7964
A_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 19.00% LTFDAITTIR 282 291 58.9 26.8 0.0 1 0 0 1,150.6468
A_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 19.00% DIYSSFGFPR 363 372 59.5 25.4 52.0 2 0 0 1,188.5684
A_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 19.00% HIDAALSEENTGK 376 388 35.9 27.1 31.6 2 1 0 1,384.6704
A_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 19.00% MIAHDFPGIGHK 414 425 35.2 26.9 22.1 2 0 0 1,338.6626
A_15 Interstitial collagenase MMP1_HUMAN 54,008 5 5 7 10.70% WEQTHLTYR 109 117 43.8 26.9 29.9 2 0 0 1,233.6011
A_15 Interstitial collagenase MMP1_HUMAN 54,008 5 5 7 10.70% IENYTPDLPR 118 127 46.1 27.6 41.2 2 0 0 1,217.6162
A_15 Interstitial collagenase MMP1_HUMAN 54,008 5 5 7 10.70% LTFDAITTIR 282 291 47.5 26.9 0.0 1 0 0 1,150.6468
A_15 Interstitial collagenase MMP1_HUMAN 54,008 5 5 7 10.70% HIDAALSEENTGK 376 388 28.9 26.7 23.7 1 0 0 1,384.6704
A_15 Interstitial collagenase MMP1_HUMAN 54,008 5 5 7 10.70% ANSWFNCR 460 467 38.9 25.0 32.8 1 0 0 1,054.4522
B_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 19 17.70% LKQMQEFFGLK 64 74 21.1 26.9 17.5 1 0 0 1,384.7296
B_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 19 17.70% QMQEFFGLK 66 74 55.6 25.2 39.9 4 0 0 1,127.5555
B_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 19 17.70% WEQTHLTYR 109 117 42.6 27.1 27.2 2 0 0 1,233.6011
B_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 19 17.70% IENYTPDLPR 118 127 46.0 28.0 36.3 2 0 0 1,217.6162
B_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 19 17.70% LTFDAITTIR 282 291 60.4 26.8 0.0 2 0 0 1,150.6468
B_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 19 17.70% DIYSSFGFPR 363 372 50.6 25.3 42.7 2 0 0 1,188.5684
B_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 19 17.70% HIDAALSEENTGK 376 388 66.8 27.0 63.9 2 0 0 1,384.6704
B_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 19 17.70% MIAHDFPGIGHK 414 425 35.6 27.2 21.0 2 0 0 1,338.6626
B_14 Interstitial collagenase MMP1_HUMAN 54,008 9 10 19 17.70% ANSWFNCR 460 467 41.6 25.0 29.1 2 0 0 1,054.4522
B_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 9.17% WEQTHLTYR 109 117 33.3 26.9 21.5 2 0 0 1,233.6011
B_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 9.17% IENYTPDLPR 118 127 38.5 27.4 34.2 2 0 0 1,217.6162
B_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 9.17% SQNPVQPIGPQTPK 263 276 60.5 28.0 55.1 2 0 0 1,490.7964
B_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 9.17% DIYSSFGFPR 363 372 46.5 25.8 40.5 2 0 0 1,188.5684
C_02 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 3.62% QMQEFFGLK 66 74 28.0 25.0 15.7 2 0 0 1,143.5505
C_02 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 3.62% ANSWFNCR 460 467 21.1 25.0 21.1 1 0 0 1,054.4522
C_04 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 3.84% IENYTPDLPR 118 127 41.3 27.8 39.6 2 0 0 1,217.6162
C_04 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 3.84% ANSWFNCR 460 467 21.1 25.0 19.9 1 0 0 1,054.4522
C_07 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% SQNPVQPIGPQTPK 263 276 40.5 28.0 34.5 2 0 0 1,490.7964
C_07 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% LTFDAITTIR 282 291 25.3 25.7 0.0 1 0 0 1,150.6468
C_08 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% SQNPVQPIGPQTPK 263 276 36.0 28.0 31.4 2 0 0 1,490.7964
C_08 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% LTFDAITTIR 282 291 22.1 25.7 0.0 1 0 0 1,150.6468
C_10 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 4.26% IENYTPDLPR 118 127 29.5 27.6 29.5 1 0 0 1,217.6162
C_10 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 4.26% LTFDAITTIR 282 291 47.4 26.9 0.0 2 0 0 1,150.6468
C_11 Interstitial collagenase MMP1_HUMAN 54,008 2 2 2 4.05% QMQEFFGLK 66 74 21.7 25.0 15.0 1 0 0 1,143.5505
C_11 Interstitial collagenase MMP1_HUMAN 54,008 2 2 2 4.05% IENYTPDLPR 118 127 45.5 28.1 39.4 1 0 0 1,217.6162
C_12 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 7.04% WEQTHLTYR 109 117 29.6 26.7 22.4 2 0 0 1,233.6011
C_12 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 7.04% SQNPVQPIGPQTPK 263 276 62.2 28.0 57.8 2 0 0 1,490.7964
C_12 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 7.04% DIYSSFGFPR 363 372 43.4 25.6 33.7 1 0 0 1,188.5684
C_13 Interstitial collagenase MMP1_HUMAN 54,008 7 7 12 13.20% LKQMQEFFGLK 64 74 23.0 27.0 18.2 0 1 0 1,384.7296
C_13 Interstitial collagenase MMP1_HUMAN 54,008 7 7 12 13.20% QMQEFFGLK 66 74 33.8 25.0 24.2 2 0 0 1,143.5505
C_13 Interstitial collagenase MMP1_HUMAN 54,008 7 7 12 13.20% WEQTHLTYR 109 117 40.8 26.7 33.4 2 0 0 1,233.6011
C_13 Interstitial collagenase MMP1_HUMAN 54,008 7 7 12 13.20% SQNPVQPIGPQTPK 263 276 71.0 28.0 60.5 2 0 0 1,490.7964
C_13 Interstitial collagenase MMP1_HUMAN 54,008 7 7 12 13.20% LTFDAITTIR 282 291 36.9 25.8 0.0 1 0 0 1,150.6468
C_13 Interstitial collagenase MMP1_HUMAN 54,008 7 7 12 13.20% DIYSSFGFPR 363 372 38.3 25.6 28.4 2 0 0 1,188.5684
C_13 Interstitial collagenase MMP1_HUMAN 54,008 7 7 12 13.20% ANSWFNCR 460 467 34.1 25.0 34.1 2 0 0 1,054.4522
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% YLEKYYNLK 37 45 40.8 28.0 30.0 2 0 0 1,233.6514
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% LKQMQEFFGLK 64 74 46.3 26.6 34.3 2 4 0 1,384.7296
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% QMQEFFGLK 66 74 43.1 25.0 28.8 4 0 0 1,143.5505
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% VTGKPDAETLKVMK 75 88 26.4 27.3 20.4 0 1 0 1,532.8356
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% CGVPDVAQFVLTEGNPR 92 108 29.0 27.2 22.6 0 2 0 1,858.9118
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% WEQTHLTYR 109 117 40.2 26.7 25.6 2 0 0 1,233.6011
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% IENYTPDLPR 118 127 44.4 28.1 35.6 1 0 0 1,217.6162
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% VSEGQADIMISFVR 152 165 93.3 26.7 91.3 2 0 0 1,567.7786
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% WTNNFREYNLHR 203 214 19.0 26.2 14.2 0 1 0 1,649.7930
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% SQNPVQPIGPQTPK 263 276 60.0 28.1 51.4 4 1 0 1,490.7964
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% LTFDAITTIR 282 291 68.4 25.8 0.0 1 0 0 1,150.6468
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% GEVMFFKDR 292 300 27.7 25.2 16.0 1 0 0 1,128.5507
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% YWAVQGQNVLHGYPK 348 362 25.9 27.9 19.4 0 1 0 1,759.8915
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% DIYSSFGFPR 363 372 45.6 25.5 36.8 2 0 0 1,188.5684
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% TVKHIDAALSEENTGK 373 388 44.0 28.0 35.2 0 1 0 1,712.8815
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% HIDAALSEENTGK 376 388 56.3 26.9 56.3 2 2 0 1,384.6704
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% TYFFVANK 389 396 42.7 27.8 31.1 2 0 0 989.5090
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% MIAHDFPGIGHK 414 425 29.6 27.6 23.2 1 0 0 1,338.6626
C_14 Interstitial collagenase MMP1_HUMAN 54,008 19 24 43 42.20% ANSWFNCR 460 467 36.4 25.0 36.4 4 0 0 1,054.4522
C_15 Interstitial collagenase MMP1_HUMAN 54,008 10 12 19 20.30% LKQMQEFFGLK 64 74 38.9 26.7 30.4 2 2 0 1,384.7296
C_15 Interstitial collagenase MMP1_HUMAN 54,008 10 12 19 20.30% QMQEFFGLK 66 74 34.3 25.0 18.8 2 0 0 1,143.5505
C_15 Interstitial collagenase MMP1_HUMAN 54,008 10 12 19 20.30% WEQTHLTYR 109 117 42.2 26.7 29.0 2 0 0 1,233.6011
C_15 Interstitial collagenase MMP1_HUMAN 54,008 10 12 19 20.30% IENYTPDLPR 118 127 26.8 27.7 12.0 1 0 0 1,217.6162
C_15 Interstitial collagenase MMP1_HUMAN 54,008 10 12 19 20.30% SQNPVQPIGPQTPK 263 276 57.3 28.1 49.4 1 0 0 1,490.7964
C_15 Interstitial collagenase MMP1_HUMAN 54,008 10 12 19 20.30% DIYSSFGFPR 363 372 65.6 25.6 56.0 2 0 0 1,188.5684
C_15 Interstitial collagenase MMP1_HUMAN 54,008 10 12 19 20.30% HIDAALSEENTGK 376 388 43.1 27.1 38.2 2 0 0 1,384.6704
C_15 Interstitial collagenase MMP1_HUMAN 54,008 10 12 19 20.30% TYFFVANK 389 396 29.4 28.5 24.6 1 0 0 989.5090
C_15 Interstitial collagenase MMP1_HUMAN 54,008 10 12 19 20.30% MIAHDFPGIGHK 414 425 36.5 27.2 33.9 2 0 0 1,338.6626



C_15 Interstitial collagenase MMP1_HUMAN 54,008 10 12 19 20.30% ANSWFNCR 460 467 38.8 25.0 29.7 2 0 0 1,054.4522
C_17 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% IENYTPDLPR 118 127 42.0 27.6 36.3 2 0 0 1,217.6162
C_17 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% SQNPVQPIGPQTPK 263 276 41.4 28.0 37.7 1 0 0 1,490.7964
C_21 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% IENYTPDLPR 118 127 26.2 27.8 23.2 2 0 0 1,217.6162
C_21 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% SQNPVQPIGPQTPK 263 276 37.9 28.0 31.5 2 0 0 1,490.7964
C_22 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 7.25% IENYTPDLPR 118 127 43.1 27.8 40.0 2 0 0 1,217.6162
C_22 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 7.25% SQNPVQPIGPQTPK 263 276 40.8 28.0 35.0 2 0 0 1,490.7964
C_22 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 7.25% LTFDAITTIR 282 291 29.0 26.4 0.0 1 0 0 1,150.6468
C_23 Interstitial collagenase MMP1_HUMAN 54,008 2 2 2 5.12% SQNPVQPIGPQTPK 263 276 45.4 28.1 38.7 1 0 0 1,490.7964
C_23 Interstitial collagenase MMP1_HUMAN 54,008 2 2 2 5.12% LTFDAITTIR 282 291 45.7 25.8 0.0 1 0 0 1,150.6468
C_24 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% IENYTPDLPR 118 127 33.2 28.1 31.9 2 0 0 1,217.6162
C_24 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% SQNPVQPIGPQTPK 263 276 33.0 28.4 25.0 2 0 0 1,490.7964
C_24 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% LTFDAITTIR 282 291 49.1 26.8 0.0 2 0 0 1,150.6468
C_25 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% IENYTPDLPR 118 127 28.4 27.6 26.5 2 0 0 1,217.6162
C_25 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% SQNPVQPIGPQTPK 263 276 51.4 28.1 42.2 2 0 0 1,490.7964
C_25 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% LTFDAITTIR 282 291 23.3 25.8 0.0 2 0 0 1,150.6468
D_21 Interstitial collagenase MMP1_HUMAN 54,008 4 5 8 10.00% IENYTPDLPR 118 127 40.1 28.0 32.4 2 0 0 1,217.6162
D_21 Interstitial collagenase MMP1_HUMAN 54,008 4 5 8 10.00% SQNPVQPIGPQTPK 263 276 45.0 27.9 42.2 2 0 0 1,490.7964
D_21 Interstitial collagenase MMP1_HUMAN 54,008 4 5 8 10.00% DIYSSFGFPR 363 372 49.2 25.0 38.9 2 0 0 1,188.5684
D_21 Interstitial collagenase MMP1_HUMAN 54,008 4 5 8 10.00% HIDAALSEENTGK 376 388 54.7 26.7 52.7 1 1 0 1,384.6704
E_19 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% IENYTPDLPR 118 127 44.6 27.7 40.2 2 0 0 1,217.6162
E_19 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% SQNPVQPIGPQTPK 263 276 58.8 28.1 52.5 2 0 0 1,490.7964
E_19 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% DIYSSFGFPR 363 372 31.5 25.0 21.1 2 0 0 1,188.5684
E_20 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 9.38% IENYTPDLPR 118 127 46.0 27.7 30.0 2 0 0 1,217.6162
E_20 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 9.38% SQNPVQPIGPQTPK 263 276 38.6 28.0 31.3 2 0 0 1,490.7964
E_20 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 9.38% LTFDAITTIR 282 291 71.6 26.9 0.0 2 0 0 1,150.6468
E_20 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 9.38% DIYSSFGFPR 363 372 42.7 25.0 32.2 2 0 0 1,188.5684
E_21 Interstitial collagenase MMP1_HUMAN 54,008 8 9 15 18.60% IENYTPDLPR 118 127 42.5 28.1 36.7 2 0 0 1,217.6162
E_21 Interstitial collagenase MMP1_HUMAN 54,008 8 9 15 18.60% VSEGQADIMISFVR 152 165 84.4 27.1 78.6 2 0 0 1,567.7786
E_21 Interstitial collagenase MMP1_HUMAN 54,008 8 9 15 18.60% SQNPVQPIGPQTPK 263 276 61.0 28.0 57.3 2 0 0 1,490.7964
E_21 Interstitial collagenase MMP1_HUMAN 54,008 8 9 15 18.60% LTFDAITTIR 282 291 60.0 26.9 0.0 2 0 0 1,150.6468
E_21 Interstitial collagenase MMP1_HUMAN 54,008 8 9 15 18.60% DIYSSFGFPR 363 372 57.4 25.0 50.8 2 0 0 1,188.5684
E_21 Interstitial collagenase MMP1_HUMAN 54,008 8 9 15 18.60% HIDAALSEENTGK 376 388 62.8 26.9 57.2 2 1 0 1,384.6704
E_21 Interstitial collagenase MMP1_HUMAN 54,008 8 9 15 18.60% TYFFVANK 389 396 24.6 27.8 14.7 1 0 0 989.5090
E_21 Interstitial collagenase MMP1_HUMAN 54,008 8 9 15 18.60% ANSWFNCR 460 467 27.4 25.0 27.4 1 0 0 1,054.4522
E_22 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 12.40% IENYTPDLPR 118 127 38.0 28.1 33.2 2 0 0 1,217.6162
E_22 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 12.40% VSEGQADIMISFVR 152 165 61.0 27.0 53.4 2 0 0 1,567.7786
E_22 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 12.40% SQNPVQPIGPQTPK 263 276 51.4 28.1 44.1 2 0 0 1,490.7964
E_22 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 12.40% LTFDAITTIR 282 291 75.7 26.9 0.0 2 0 0 1,150.6468
E_22 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 12.40% DIYSSFGFPR 363 372 42.2 25.5 28.7 2 0 0 1,188.5684
E_27 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% IENYTPDLPR 118 127 23.4 28.1 8.3 2 0 0 1,217.6162
E_27 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% SQNPVQPIGPQTPK 263 276 30.5 28.0 25.0 2 0 0 1,490.7964
E_28 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% IENYTPDLPR 118 127 41.2 27.4 34.6 2 0 0 1,217.6162
E_28 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% SQNPVQPIGPQTPK 263 276 43.1 28.0 30.8 1 0 0 1,490.7964
E_29 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 7.25% IENYTPDLPR 118 127 34.6 27.6 22.4 1 0 0 1,217.6162
E_29 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 7.25% SQNPVQPIGPQTPK 263 276 38.3 28.1 38.3 1 0 0 1,490.7964
E_29 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 7.25% LTFDAITTIR 282 291 54.6 26.9 0.0 2 0 0 1,150.6468
E_30 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 7.25% IENYTPDLPR 118 127 35.3 27.7 29.5 1 0 0 1,217.6162
E_30 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 7.25% SQNPVQPIGPQTPK 263 276 43.8 28.0 42.8 2 0 0 1,490.7964
E_30 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 7.25% LTFDAITTIR 282 291 48.5 26.9 0.0 1 0 0 1,150.6468
E_31 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% IENYTPDLPR 118 127 28.9 27.7 24.2 2 0 0 1,217.6162
E_31 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% SQNPVQPIGPQTPK 263 276 32.7 28.0 25.2 2 0 0 1,490.7964
F_15 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% SQNPVQPIGPQTPK 263 276 66.7 28.0 61.3 2 0 0 1,490.7964
F_15 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% LTFDAITTIR 282 291 70.5 25.8 0.0 2 0 0 1,150.6468
F_16 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.04% QMQEFFGLK 66 74 33.2 25.7 20.1 2 0 0 1,127.5555
F_16 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.04% SQNPVQPIGPQTPK 263 276 62.4 28.2 61.5 2 0 0 1,490.7964
F_16 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.04% LTFDAITTIR 282 291 80.0 26.8 0.0 2 0 0 1,150.6468
G_09 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 6.82% IENYTPDLPR 118 127 26.1 28.5 21.7 1 0 0 1,217.6162
G_09 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 6.82% SQNPVQPIGPQTPK 263 276 53.2 28.2 51.3 2 0 0 1,490.7964
G_09 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 6.82% ANSWFNCR 460 467 36.5 25.0 36.5 1 0 0 1,054.4522
G_11 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% IENYTPDLPR 118 127 39.6 28.4 31.7 2 0 0 1,217.6162
G_11 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% SQNPVQPIGPQTPK 263 276 50.0 28.2 48.2 2 0 0 1,490.7964
G_14 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 4.69% SQNPVQPIGPQTPK 263 276 52.4 28.0 52.1 2 0 0 1,490.7964
G_14 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 4.69% ANSWFNCR 460 467 26.1 25.0 25.4 2 0 0 1,054.4522
G_15 Interstitial collagenase MMP1_HUMAN 54,008 5 5 8 10.90% QMQEFFGLK 66 74 25.4 25.1 11.9 2 0 0 1,143.5505
G_15 Interstitial collagenase MMP1_HUMAN 54,008 5 5 8 10.90% IENYTPDLPR 118 127 44.9 28.4 38.0 2 0 0 1,217.6162
G_15 Interstitial collagenase MMP1_HUMAN 54,008 5 5 8 10.90% SQNPVQPIGPQTPK 263 276 50.0 28.0 42.0 2 0 0 1,490.7964
G_15 Interstitial collagenase MMP1_HUMAN 54,008 5 5 8 10.90% LTFDAITTIR 282 291 31.6 26.6 0.0 1 0 0 1,150.6468
G_15 Interstitial collagenase MMP1_HUMAN 54,008 5 5 8 10.90% TYFFVANK 389 396 23.6 27.7 19.5 1 0 0 989.5090
G_16 Interstitial collagenase MMP1_HUMAN 54,008 5 6 12 12.60% LKQMQEFFGLK 64 74 28.8 26.8 19.0 0 2 0 1,384.7296
G_16 Interstitial collagenase MMP1_HUMAN 54,008 5 6 12 12.60% IENYTPDLPR 118 127 51.2 28.5 35.7 2 0 0 1,217.6162
G_16 Interstitial collagenase MMP1_HUMAN 54,008 5 6 12 12.60% VSEGQADIMISFVR 152 165 70.8 26.9 66.9 2 0 0 1,567.7786
G_16 Interstitial collagenase MMP1_HUMAN 54,008 5 6 12 12.60% SQNPVQPIGPQTPK 263 276 58.2 28.0 54.7 2 2 0 1,490.7964
G_16 Interstitial collagenase MMP1_HUMAN 54,008 5 6 12 12.60% LTFDAITTIR 282 291 72.9 26.6 0.0 2 0 0 1,150.6468
H_12 Interstitial collagenase MMP1_HUMAN 54,008 5 6 9 10.70% SQNPVQPIGPQTPK 263 276 58.2 28.2 55.5 2 1 0 1,490.7964
H_12 Interstitial collagenase MMP1_HUMAN 54,008 5 6 9 10.70% LTFDAITTIR 282 291 25.2 25.7 0.0 1 0 0 1,150.6468
H_12 Interstitial collagenase MMP1_HUMAN 54,008 5 6 9 10.70% DIYSSFGFPR 363 372 62.8 25.6 50.9 2 0 0 1,188.5684
H_12 Interstitial collagenase MMP1_HUMAN 54,008 5 6 9 10.70% TYFFVANK 389 396 27.2 28.3 23.0 1 0 0 989.5090
H_12 Interstitial collagenase MMP1_HUMAN 54,008 5 6 9 10.70% ANSWFNCR 460 467 34.7 25.0 30.0 2 0 0 1,054.4522
H_13 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 16.60% QMQEFFGLK 66 74 42.4 25.4 27.0 2 0 0 1,127.5555
H_13 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 16.60% WEQTHLTYR 109 117 29.4 27.1 22.8 2 0 0 1,233.6011
H_13 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 16.60% IENYTPDLPR 118 127 51.1 28.0 46.7 2 0 0 1,217.6162
H_13 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 16.60% SQNPVQPIGPQTPK 263 276 51.0 28.3 46.8 2 0 0 1,490.7964
H_13 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 16.60% LTFDAITTIR 282 291 76.9 26.4 0.0 2 0 0 1,150.6468
H_13 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 16.60% DIYSSFGFPR 363 372 51.7 25.3 40.4 2 0 0 1,188.5684
H_13 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 16.60% TYFFVANK 389 396 36.3 28.2 26.9 1 0 0 989.5090
H_13 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 16.60% ANSWFNCR 460 467 38.1 25.0 35.8 2 0 0 1,054.4522
H_14 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% IENYTPDLPR 118 127 35.8 27.4 31.5 2 0 0 1,217.6162
H_14 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% SQNPVQPIGPQTPK 263 276 45.3 28.1 45.3 2 0 0 1,490.7964
H_14 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% LTFDAITTIR 282 291 44.9 26.8 0.0 2 0 0 1,150.6468
H_24 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% SQNPVQPIGPQTPK 263 276 61.3 28.1 57.9 2 0 0 1,490.7964
H_24 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% LTFDAITTIR 282 291 29.5 26.8 0.0 1 0 0 1,150.6468
I_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.70% SQNPVQPIGPQTPK 263 276 55.3 28.2 49.9 2 0 0 1,490.7964
I_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.70% LTFDAITTIR 282 291 68.3 25.8 0.0 1 0 0 1,150.6468
I_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.70% DIYSSFGFPR 363 372 62.9 25.8 55.5 2 0 0 1,188.5684
I_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.70% TYFFVANK 389 396 35.6 28.2 30.1 2 0 0 989.5090
I_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.70% ANSWFNCR 460 467 24.3 25.0 24.3 2 0 0 1,054.4522
I_13 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 5.54% DIYSSFGFPR 363 372 66.1 25.8 59.0 2 0 0 1,188.5684
I_13 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 5.54% TYFFVANK 389 396 26.8 28.3 23.3 1 0 0 989.5090
I_13 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 5.54% ANSWFNCR 460 467 36.0 25.0 36.0 1 0 0 1,054.4522
J_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 11 10.70% IENYTPDLPR 118 127 46.7 28.4 28.8 2 0 0 1,217.6162
J_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 11 10.70% SQNPVQPIGPQTPK 263 276 42.2 27.8 42.2 4 0 0 1,490.7964
J_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 11 10.70% DIYSSFGFPR 363 372 48.3 25.9 43.4 2 0 0 1,188.5684
J_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 11 10.70% TYFFVANK 389 396 35.2 27.7 28.8 1 0 0 989.5090
J_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 11 10.70% ANSWFNCR 460 467 43.2 25.0 39.5 2 0 0 1,054.4522
J_13 Interstitial collagenase MMP1_HUMAN 54,008 6 6 12 12.60% QMQEFFGLK 66 74 21.2 25.0 0.7 2 0 0 1,143.5505
J_13 Interstitial collagenase MMP1_HUMAN 54,008 6 6 12 12.60% IENYTPDLPR 118 127 52.6 28.4 39.6 2 0 0 1,217.6162
J_13 Interstitial collagenase MMP1_HUMAN 54,008 6 6 12 12.60% SQNPVQPIGPQTPK 263 276 64.1 27.8 62.6 2 0 0 1,490.7964
J_13 Interstitial collagenase MMP1_HUMAN 54,008 6 6 12 12.60% DIYSSFGFPR 363 372 53.1 26.0 40.7 2 0 0 1,188.5684
J_13 Interstitial collagenase MMP1_HUMAN 54,008 6 6 12 12.60% TYFFVANK 389 396 32.6 27.7 26.3 2 0 0 989.5090
J_13 Interstitial collagenase MMP1_HUMAN 54,008 6 6 12 12.60% ANSWFNCR 460 467 35.6 25.0 31.5 2 0 0 1,054.4522
J_14 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% SQNPVQPIGPQTPK 263 276 52.6 27.7 47.7 2 0 0 1,490.7964



J_14 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% LTFDAITTIR 282 291 50.8 26.1 0.0 2 0 0 1,150.6468
J_15 Interstitial collagenase MMP1_HUMAN 54,008 2 2 2 5.12% IENYTPDLPR 118 127 26.0 28.5 18.0 1 0 0 1,217.6162
J_15 Interstitial collagenase MMP1_HUMAN 54,008 2 2 2 5.12% SQNPVQPIGPQTPK 263 276 23.0 27.8 19.6 1 0 0 1,490.7964
J_24 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 4.69% SQNPVQPIGPQTPK 263 276 44.2 28.0 34.9 2 0 0 1,490.7964
J_24 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 4.69% ANSWFNCR 460 467 38.5 25.0 37.6 2 0 0 1,054.4522
K_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.53% IENYTPDLPR 118 127 42.4 27.7 36.3 1 0 0 1,217.6162
K_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.53% SQNPVQPIGPQTPK 263 276 46.2 28.2 46.2 2 0 0 1,490.7964
K_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.53% TYFFVANK 389 396 36.4 28.2 31.2 2 0 0 989.5090
K_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.53% ANSWFNCR 460 467 35.4 25.0 30.5 2 0 0 1,054.4522
K_13 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 12.60% WEQTHLTYR 109 117 25.9 26.9 19.3 2 0 0 1,233.6011
K_13 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 12.60% SQNPVQPIGPQTPK 263 276 24.1 28.1 14.6 0 1 0 1,490.7964
K_13 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 12.60% LTFDAITTIR 282 291 66.0 26.8 0.0 2 0 0 1,150.6468
K_13 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 12.60% DIYSSFGFPR 363 372 49.7 25.3 43.2 2 0 0 1,188.5684
K_13 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 12.60% TYFFVANK 389 396 38.1 28.2 27.3 2 0 0 989.5090
K_13 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 12.60% ANSWFNCR 460 467 38.6 25.0 32.3 2 0 0 1,054.4522
K_14 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% SQNPVQPIGPQTPK 263 276 48.0 28.1 39.6 2 0 0 1,490.7964
K_14 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% LTFDAITTIR 282 291 39.5 26.4 0.0 1 0 0 1,150.6468
K_24 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 4.69% SQNPVQPIGPQTPK 263 276 41.8 28.1 34.6 2 0 0 1,490.7964
K_24 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 4.69% ANSWFNCR 460 467 23.3 25.0 23.3 1 0 0 1,054.4522
L_07 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% SQNPVQPIGPQTPK 263 276 45.6 28.2 38.0 2 0 0 1,490.7964
L_07 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% LTFDAITTIR 282 291 58.1 26.6 0.0 2 0 0 1,150.6468
L_08 Interstitial collagenase MMP1_HUMAN 54,008 11 14 24 22.60% LKQMQEFFGLK 64 74 39.9 26.6 32.0 1 2 0 1,384.7296
L_08 Interstitial collagenase MMP1_HUMAN 54,008 11 14 24 22.60% QMQEFFGLK 66 74 31.1 26.0 19.9 2 0 0 1,127.5555
L_08 Interstitial collagenase MMP1_HUMAN 54,008 11 14 24 22.60% WEQTHLTYR 109 117 49.8 27.5 39.0 2 0 0 1,233.6011
L_08 Interstitial collagenase MMP1_HUMAN 54,008 11 14 24 22.60% VSEGQADIMISFVR 152 165 82.5 26.9 76.3 2 2 0 1,567.7786
L_08 Interstitial collagenase MMP1_HUMAN 54,008 11 14 24 22.60% SQNPVQPIGPQTPK 263 276 56.0 28.0 53.3 2 0 0 1,490.7964
L_08 Interstitial collagenase MMP1_HUMAN 54,008 11 14 24 22.60% ACDSKLTFDAITTIR 277 291 41.1 27.1 32.4 0 2 0 1,711.8686
L_08 Interstitial collagenase MMP1_HUMAN 54,008 11 14 24 22.60% LTFDAITTIR 282 291 68.6 26.6 0.0 2 0 0 1,150.6468
L_08 Interstitial collagenase MMP1_HUMAN 54,008 11 14 24 22.60% GEVMFFKDR 292 300 39.2 25.6 19.5 2 0 0 1,144.5457
L_08 Interstitial collagenase MMP1_HUMAN 54,008 11 14 24 22.60% DIYSSFGFPR 363 372 62.4 26.1 50.8 2 0 0 1,188.5684
L_08 Interstitial collagenase MMP1_HUMAN 54,008 11 14 24 22.60% TVKHIDAALSEENTGK 373 388 40.8 28.2 36.1 0 1 0 1,712.8815
L_08 Interstitial collagenase MMP1_HUMAN 54,008 11 14 24 22.60% TYFFVANK 389 396 36.8 28.8 24.8 2 0 0 989.5090
L_09 Interstitial collagenase MMP1_HUMAN 54,008 7 9 17 17.70% LKQMQEFFGLK 64 74 38.8 26.9 37.2 2 0 0 1,384.7296
L_09 Interstitial collagenase MMP1_HUMAN 54,008 7 9 17 17.70% WEQTHLTYR 109 117 45.6 27.5 32.3 2 0 0 1,233.6011
L_09 Interstitial collagenase MMP1_HUMAN 54,008 7 9 17 17.70% VSEGQADIMISFVR 152 165 91.7 27.5 91.7 2 2 0 1,551.7836
L_09 Interstitial collagenase MMP1_HUMAN 54,008 7 9 17 17.70% LTFDAITTIR 282 291 75.7 26.4 0.0 2 0 0 1,150.6468
L_09 Interstitial collagenase MMP1_HUMAN 54,008 7 9 17 17.70% YWAVQGQNVLHGYPK 348 362 48.6 27.7 47.5 1 2 0 1,759.8915
L_09 Interstitial collagenase MMP1_HUMAN 54,008 7 9 17 17.70% TVKHIDAALSEENTGK 373 388 47.9 28.5 39.8 0 2 0 1,712.8815
L_09 Interstitial collagenase MMP1_HUMAN 54,008 7 9 17 17.70% ANSWFNCR 460 467 45.5 25.0 45.5 2 0 0 1,054.4522
L_10 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.74% WEQTHLTYR 109 117 36.3 27.5 28.6 2 0 0 1,233.6011
L_10 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.74% VSEGQADIMISFVR 152 165 94.9 27.2 85.1 2 0 0 1,567.7786
L_10 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.74% LTFDAITTIR 282 291 79.3 26.1 0.0 2 0 0 1,150.6468
L_10 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.74% ANSWFNCR 460 467 46.1 25.0 45.9 2 0 0 1,054.4522
L_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.00% WEQTHLTYR 109 117 43.1 27.4 36.7 1 0 0 1,233.6011
L_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.00% IENYTPDLPR 118 127 50.9 28.5 32.0 2 0 0 1,217.6162
L_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.00% SQNPVQPIGPQTPK 263 276 48.1 28.2 43.4 2 0 0 1,490.7964
L_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.00% LTFDAITTIR 282 291 51.5 26.6 0.0 2 0 0 1,150.6468
L_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.00% DIYSSFGFPR 363 372 50.1 25.4 41.7 2 0 0 1,188.5684
L_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.00% ANSWFNCR 460 467 41.0 25.0 39.8 2 0 0 1,054.4522
L_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% IENYTPDLPR 118 127 42.7 28.4 35.0 2 0 0 1,217.6162
L_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% SQNPVQPIGPQTPK 263 276 44.5 27.7 33.2 2 0 0 1,490.7964
L_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% LTFDAITTIR 282 291 44.0 26.1 0.0 2 0 0 1,150.6468
L_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% ANSWFNCR 460 467 36.3 25.0 31.6 2 0 0 1,054.4522
L_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.10% IENYTPDLPR 118 127 50.1 28.5 31.5 2 0 0 1,217.6162
L_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.10% SQNPVQPIGPQTPK 263 276 54.4 28.0 51.3 2 0 0 1,490.7964
L_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.10% LTFDAITTIR 282 291 71.1 26.6 0.0 2 0 0 1,150.6468
L_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.10% DIYSSFGFPR 363 372 48.4 26.0 37.8 2 0 0 1,188.5684
L_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.10% ANSWFNCR 460 467 36.1 25.0 29.9 2 0 0 1,054.4522
L_14 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 6.82% IENYTPDLPR 118 127 46.1 28.4 25.9 1 0 0 1,217.6162
L_14 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 6.82% SQNPVQPIGPQTPK 263 276 50.8 28.0 47.4 2 0 0 1,490.7964
L_14 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 6.82% ANSWFNCR 460 467 28.5 25.0 19.7 2 0 0 1,054.4522
L_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% IENYTPDLPR 118 127 45.4 28.4 25.8 2 0 0 1,217.6162
L_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% SQNPVQPIGPQTPK 263 276 50.0 28.2 45.8 2 0 0 1,490.7964
L_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% LTFDAITTIR 282 291 44.8 26.1 0.0 2 0 0 1,150.6468
L_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% ANSWFNCR 460 467 43.7 25.0 42.9 2 0 0 1,054.4522
L_16 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% IENYTPDLPR 118 127 50.5 28.4 28.9 2 0 0 1,217.6162
L_16 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% SQNPVQPIGPQTPK 263 276 52.3 28.2 46.7 2 0 0 1,490.7964
L_16 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% LTFDAITTIR 282 291 75.5 26.4 0.0 2 0 0 1,150.6468
M_07 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 14.10% IENYTPDLPR 118 127 29.9 28.2 13.1 1 0 0 1,217.6162
M_07 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 14.10% VSEGQADIMISFVR 152 165 100.0 27.3 90.8 2 0 0 1,567.7786
M_07 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 14.10% SQNPVQPIGPQTPK 263 276 36.2 28.2 33.9 2 0 0 1,490.7964
M_07 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 14.10% LTFDAITTIR 282 291 74.8 26.4 0.0 2 0 0 1,150.6468
M_07 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 14.10% DIYSSFGFPR 363 372 39.5 25.8 32.7 2 0 0 1,188.5684
M_07 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 14.10% ANSWFNCR 460 467 43.5 25.0 42.3 2 0 0 1,054.4522
M_08 Interstitial collagenase MMP1_HUMAN 54,008 10 13 24 23.50% LKQMQEFFGLK 64 74 27.6 26.8 21.1 0 1 0 1,384.7296
M_08 Interstitial collagenase MMP1_HUMAN 54,008 10 13 24 23.50% WEQTHLTYR 109 117 53.5 27.0 39.8 2 0 0 1,233.6011
M_08 Interstitial collagenase MMP1_HUMAN 54,008 10 13 24 23.50% IENYTPDLPR 118 127 51.4 28.4 21.1 2 0 0 1,217.6162
M_08 Interstitial collagenase MMP1_HUMAN 54,008 10 13 24 23.50% VSEGQADIMISFVR 152 165 91.7 27.8 91.7 4 2 0 1,551.7836
M_08 Interstitial collagenase MMP1_HUMAN 54,008 10 13 24 23.50% SQNPVQPIGPQTPK 263 276 64.6 28.1 57.7 2 0 0 1,490.7964
M_08 Interstitial collagenase MMP1_HUMAN 54,008 10 13 24 23.50% LTFDAITTIR 282 291 77.7 26.4 0.0 2 0 0 1,150.6468
M_08 Interstitial collagenase MMP1_HUMAN 54,008 10 13 24 23.50% GEVMFFKDR 292 300 34.8 25.0 24.3 1 0 0 1,144.5457
M_08 Interstitial collagenase MMP1_HUMAN 54,008 10 13 24 23.50% YWAVQGQNVLHGYPK 348 362 63.6 27.7 62.1 2 2 0 1,759.8915
M_08 Interstitial collagenase MMP1_HUMAN 54,008 10 13 24 23.50% DIYSSFGFPR 363 372 50.3 25.8 38.7 2 0 0 1,188.5684
M_08 Interstitial collagenase MMP1_HUMAN 54,008 10 13 24 23.50% TYFFVANK 389 396 36.3 28.8 28.8 2 0 0 989.5090
M_09 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.90% WEQTHLTYR 109 117 20.5 27.5 11.7 1 0 0 1,233.6011
M_09 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.90% IENYTPDLPR 118 127 51.2 28.4 35.4 2 0 0 1,217.6162
M_09 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.90% SQNPVQPIGPQTPK 263 276 55.4 28.0 48.7 2 0 0 1,490.7964
M_09 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.90% LTFDAITTIR 282 291 36.3 26.4 0.0 2 0 0 1,150.6468
M_09 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.90% ANSWFNCR 460 467 34.4 25.0 33.7 2 0 0 1,054.4522
M_10 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 8.10% VSEGQADIMISFVR 152 165 72.7 27.1 70.4 2 0 0 1,567.7786
M_10 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 8.10% SQNPVQPIGPQTPK 263 276 26.0 28.2 24.3 2 0 0 1,490.7964
M_10 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 8.10% DIYSSFGFPR 363 372 30.2 25.3 21.9 1 0 0 1,188.5684
M_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.00% WEQTHLTYR 109 117 29.1 27.0 24.5 1 0 0 1,233.6011
M_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.00% IENYTPDLPR 118 127 54.1 27.7 48.0 2 0 0 1,217.6162
M_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.00% SQNPVQPIGPQTPK 263 276 54.3 28.1 46.3 2 0 0 1,490.7964
M_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.00% LTFDAITTIR 282 291 59.9 26.4 0.0 2 0 0 1,150.6468
M_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.00% DIYSSFGFPR 363 372 49.7 25.4 41.8 2 0 0 1,188.5684
M_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.00% ANSWFNCR 460 467 36.5 25.0 35.0 2 0 0 1,054.4522
M_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% SQNPVQPIGPQTPK 263 276 52.3 28.1 47.7 2 0 0 1,490.7964
M_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% LTFDAITTIR 282 291 53.6 26.4 0.0 2 0 0 1,150.6468
M_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% DIYSSFGFPR 363 372 58.2 25.3 46.9 2 0 0 1,188.5684
M_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% ANSWFNCR 460 467 35.5 25.0 30.0 1 0 0 1,054.4522
M_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.10% IENYTPDLPR 118 127 54.3 28.2 33.9 2 0 0 1,217.6162
M_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.10% SQNPVQPIGPQTPK 263 276 57.2 28.2 51.7 2 0 0 1,490.7964
M_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.10% LTFDAITTIR 282 291 76.9 26.4 0.0 2 0 0 1,150.6468
M_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.10% DIYSSFGFPR 363 372 46.5 25.8 35.6 2 0 0 1,188.5684
M_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.10% ANSWFNCR 460 467 35.5 25.0 28.5 2 0 0 1,054.4522
M_14 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% IENYTPDLPR 118 127 38.5 27.7 27.6 2 0 0 1,217.6162
M_14 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% SQNPVQPIGPQTPK 263 276 53.3 28.1 46.3 2 0 0 1,490.7964
M_14 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% LTFDAITTIR 282 291 75.1 26.4 0.0 2 0 0 1,150.6468
M_14 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% ANSWFNCR 460 467 36.5 25.0 36.1 2 0 0 1,054.4522
M_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% SQNPVQPIGPQTPK 263 276 45.8 28.1 38.3 2 0 0 1,490.7964



M_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% LTFDAITTIR 282 291 77.2 26.4 0.0 2 0 0 1,150.6468
M_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% DIYSSFGFPR 363 372 36.0 25.3 27.0 2 0 0 1,188.5684
M_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% ANSWFNCR 460 467 35.3 25.0 28.9 2 0 0 1,054.4522
M_16 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 12.20% QMQEFFGLK 66 74 22.7 25.8 9.0 1 0 0 1,127.5555
M_16 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 12.20% IENYTPDLPR 118 127 51.5 27.7 44.2 2 0 0 1,217.6162
M_16 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 12.20% VSEGQADIMISFVR 152 165 86.9 26.8 81.6 2 0 0 1,567.7786
M_16 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 12.20% SQNPVQPIGPQTPK 263 276 50.7 28.1 45.9 2 0 0 1,490.7964
M_16 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 12.20% LTFDAITTIR 282 291 74.6 26.4 0.0 2 0 0 1,150.6468
N_05 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 6.82% SQNPVQPIGPQTPK 263 276 67.0 27.8 60.3 2 0 0 1,490.7964
N_05 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 6.82% LTFDAITTIR 282 291 34.8 26.1 0.0 2 0 0 1,150.6468
N_05 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 6.82% ANSWFNCR 460 467 31.6 25.0 30.6 2 0 0 1,054.4522
N_06 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% IENYTPDLPR 118 127 29.2 28.2 21.7 2 0 0 1,217.6162
N_06 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.12% SQNPVQPIGPQTPK 263 276 38.2 27.7 31.4 1 0 0 1,490.7964
N_07 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 11.90% IENYTPDLPR 118 127 54.1 28.4 31.6 2 0 0 1,217.6162
N_07 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 11.90% VSEGQADIMISFVR 152 165 88.9 27.2 81.0 1 0 0 1,567.7786
N_07 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 11.90% SQNPVQPIGPQTPK 263 276 53.7 28.0 48.3 2 0 0 1,490.7964
N_07 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 11.90% LTFDAITTIR 282 291 44.3 26.1 0.0 2 0 0 1,150.6468
N_07 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 11.90% ANSWFNCR 460 467 34.2 25.0 33.2 2 0 0 1,054.4522
N_08 Interstitial collagenase MMP1_HUMAN 54,008 8 8 17 17.50% QMQEFFGLK 66 74 21.4 25.0 10.6 1 0 0 1,143.5505
N_08 Interstitial collagenase MMP1_HUMAN 54,008 8 8 17 17.50% VTGKPDAETLK 75 85 20.4 28.7 5.5 1 0 0 1,158.6367
N_08 Interstitial collagenase MMP1_HUMAN 54,008 8 8 17 17.50% IENYTPDLPR 118 127 24.4 28.3 22.0 1 0 0 1,217.6162
N_08 Interstitial collagenase MMP1_HUMAN 54,008 8 8 17 17.50% ADVDHAIEK 128 136 43.6 26.3 15.6 2 0 0 997.4950
N_08 Interstitial collagenase MMP1_HUMAN 54,008 8 8 17 17.50% SQNPVQPIGPQTPK 263 276 62.5 27.7 58.5 6 0 0 1,490.7964
N_08 Interstitial collagenase MMP1_HUMAN 54,008 8 8 17 17.50% HIDAALSEENTGK 376 388 69.6 27.0 63.6 4 0 0 1,384.6704
N_08 Interstitial collagenase MMP1_HUMAN 54,008 8 8 17 17.50% TYFFVANK 389 396 20.9 27.7 3.0 1 0 0 989.5090
N_08 Interstitial collagenase MMP1_HUMAN 54,008 8 8 17 17.50% SMDPGYPK 406 413 28.3 25.0 21.5 1 0 0 910.3977
N_09 Interstitial collagenase MMP1_HUMAN 54,008 9 12 21 18.30% LKQMQEFFGLK 64 74 35.3 27.3 33.2 2 2 0 1,384.7296
N_09 Interstitial collagenase MMP1_HUMAN 54,008 9 12 21 18.30% QMQEFFGLK 66 74 27.7 25.6 10.5 1 0 0 1,127.5555
N_09 Interstitial collagenase MMP1_HUMAN 54,008 9 12 21 18.30% WEQTHLTYR 109 117 53.3 27.5 42.8 2 0 0 1,233.6011
N_09 Interstitial collagenase MMP1_HUMAN 54,008 9 12 21 18.30% IENYTPDLPR 118 127 51.2 28.5 23.2 2 0 0 1,217.6162
N_09 Interstitial collagenase MMP1_HUMAN 54,008 9 12 21 18.30% VSEGQADIMISFVR 152 165 81.9 27.4 76.6 2 1 0 1,567.7786
N_09 Interstitial collagenase MMP1_HUMAN 54,008 9 12 21 18.30% SQNPVQPIGPQTPK 263 276 58.4 28.2 50.5 2 1 0 1,490.7964
N_09 Interstitial collagenase MMP1_HUMAN 54,008 9 12 21 18.30% LTFDAITTIR 282 291 76.6 26.6 0.0 2 0 0 1,150.6468
N_09 Interstitial collagenase MMP1_HUMAN 54,008 9 12 21 18.30% DIYSSFGFPR 363 372 57.3 26.1 50.4 2 0 0 1,188.5684
N_09 Interstitial collagenase MMP1_HUMAN 54,008 9 12 21 18.30% ANSWFNCR 460 467 52.7 25.0 42.0 2 0 0 1,054.4522
N_10 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 17.50% QMQEFFGLK 66 74 41.7 25.0 24.9 2 0 0 1,143.5505
N_10 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 17.50% WEQTHLTYR 109 117 22.3 27.5 17.3 1 0 0 1,233.6011
N_10 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 17.50% IENYTPDLPR 118 127 57.0 28.4 31.7 2 0 0 1,217.6162
N_10 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 17.50% VSEGQADIMISFVR 152 165 77.3 27.3 70.9 2 0 0 1,567.7786
N_10 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 17.50% SQNPVQPIGPQTPK 263 276 52.7 28.2 47.2 2 0 0 1,490.7964
N_10 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 17.50% LTFDAITTIR 282 291 77.0 26.1 0.0 2 0 0 1,150.6468
N_10 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 17.50% TYFFVANK 389 396 31.3 27.7 19.9 2 0 0 989.5090
N_10 Interstitial collagenase MMP1_HUMAN 54,008 8 8 15 17.50% ANSWFNCR 460 467 52.0 25.0 47.3 2 0 0 1,054.4522
N_11 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% IENYTPDLPR 118 127 43.0 28.5 12.8 2 0 0 1,217.6162
N_11 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% SQNPVQPIGPQTPK 263 276 51.7 28.0 45.9 2 0 0 1,490.7964
N_11 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% LTFDAITTIR 282 291 47.5 26.1 0.0 2 0 0 1,150.6468
N_11 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% ANSWFNCR 460 467 34.3 25.0 34.3 2 0 0 1,054.4522
N_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 10.70% IENYTPDLPR 118 127 43.2 28.4 26.1 2 0 0 1,217.6162
N_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 10.70% SQNPVQPIGPQTPK 263 276 53.8 27.7 49.7 2 0 0 1,490.7964
N_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 10.70% LTFDAITTIR 282 291 48.4 26.1 0.0 2 0 0 1,150.6468
N_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 10.70% TYFFVANK 389 396 29.5 27.7 22.4 2 0 0 989.5090
N_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 10.70% ANSWFNCR 460 467 34.4 25.0 33.3 2 0 0 1,054.4522
N_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.70% IENYTPDLPR 118 127 48.4 28.3 19.0 2 0 0 1,217.6162
N_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.70% SQNPVQPIGPQTPK 263 276 56.6 27.7 51.3 2 0 0 1,490.7964
N_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.70% LTFDAITTIR 282 291 73.3 26.1 0.0 2 0 0 1,150.6468
N_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.70% TYFFVANK 389 396 30.6 27.7 14.4 1 0 0 989.5090
N_13 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 10.70% ANSWFNCR 460 467 35.3 25.0 29.5 2 0 0 1,054.4522
N_14 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 6.82% SQNPVQPIGPQTPK 263 276 55.8 28.0 55.8 2 0 0 1,490.7964
N_14 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 6.82% LTFDAITTIR 282 291 52.5 26.1 0.0 2 0 0 1,150.6468
N_14 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 6.82% ANSWFNCR 460 467 39.3 25.0 33.7 2 0 0 1,054.4522
N_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% SQNPVQPIGPQTPK 263 276 53.0 28.2 45.5 2 0 0 1,490.7964
N_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% LTFDAITTIR 282 291 79.5 26.6 0.0 2 0 0 1,150.6468
N_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% DIYSSFGFPR 363 372 55.5 26.0 49.0 2 0 0 1,188.5684
N_15 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 8.96% ANSWFNCR 460 467 34.5 25.0 33.0 2 0 0 1,054.4522
N_16 Interstitial collagenase MMP1_HUMAN 54,008 5 7 12 10.90% QMQEFFGLK 66 74 41.1 25.6 26.0 3 0 0 1,127.5555
N_16 Interstitial collagenase MMP1_HUMAN 54,008 5 7 12 10.90% IENYTPDLPR 118 127 45.7 28.4 29.8 2 0 0 1,217.6162
N_16 Interstitial collagenase MMP1_HUMAN 54,008 5 7 12 10.90% SQNPVQPIGPQTPK 263 276 56.2 28.2 48.3 2 2 0 1,490.7964
N_16 Interstitial collagenase MMP1_HUMAN 54,008 5 7 12 10.90% LTFDAITTIR 282 291 69.7 26.1 0.0 2 0 0 1,150.6468
N_16 Interstitial collagenase MMP1_HUMAN 54,008 5 7 12 10.90% TYFFVANK 389 396 31.5 27.8 21.3 1 0 0 989.5090
O_05 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 6.82% SQNPVQPIGPQTPK 263 276 27.4 28.2 22.2 1 0 0 1,490.7964
O_05 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 6.82% LTFDAITTIR 282 291 65.5 26.4 0.0 2 0 0 1,150.6468
O_05 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 6.82% ANSWFNCR 460 467 21.8 25.0 21.1 1 0 0 1,054.4522
O_06 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% SQNPVQPIGPQTPK 263 276 51.5 27.6 50.3 2 0 0 1,490.7964
O_06 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% LTFDAITTIR 282 291 41.3 26.6 0.0 2 0 0 1,150.6468
O_06 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 7.25% DIYSSFGFPR 363 372 38.3 26.3 30.7 2 0 0 1,188.5684
O_07 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 11.90% VSEGQADIMISFVR 152 165 81.6 27.1 75.1 2 0 0 1,567.7786
O_07 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 11.90% SQNPVQPIGPQTPK 263 276 59.7 28.2 59.4 2 0 0 1,490.7964
O_07 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 11.90% LTFDAITTIR 282 291 65.2 26.6 0.0 2 0 0 1,150.6468
O_07 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 11.90% DIYSSFGFPR 363 372 56.1 25.1 46.8 2 0 0 1,188.5684
O_07 Interstitial collagenase MMP1_HUMAN 54,008 5 5 9 11.90% ANSWFNCR 460 467 22.5 25.0 22.5 1 0 0 1,054.4522
O_08 Interstitial collagenase MMP1_HUMAN 54,008 12 16 27 29.40% QMQEFFGLK 66 74 44.9 26.0 37.3 3 0 0 1,127.5555
O_08 Interstitial collagenase MMP1_HUMAN 54,008 12 16 27 29.40% CGVPDVAQFVLTEGNPR 92 108 103.0 27.3 98.4 2 1 0 1,858.9118
O_08 Interstitial collagenase MMP1_HUMAN 54,008 12 16 27 29.40% WEQTHLTYR 109 117 43.3 27.4 41.5 2 0 0 1,233.6011
O_08 Interstitial collagenase MMP1_HUMAN 54,008 12 16 27 29.40% IENYTPDLPR 118 127 54.1 28.5 35.3 2 0 0 1,217.6162
O_08 Interstitial collagenase MMP1_HUMAN 54,008 12 16 27 29.40% VSEGQADIMISFVR 152 165 83.8 27.4 82.0 4 0 0 1,551.7836
O_08 Interstitial collagenase MMP1_HUMAN 54,008 12 16 27 29.40% SQNPVQPIGPQTPK 263 276 44.3 28.0 44.3 2 0 0 1,490.7964
O_08 Interstitial collagenase MMP1_HUMAN 54,008 12 16 27 29.40% ACDSKLTFDAITTIR 277 291 45.1 26.8 42.3 2 0 0 1,711.8686
O_08 Interstitial collagenase MMP1_HUMAN 54,008 12 16 27 29.40% LTFDAITTIR 282 291 77.5 26.6 0.0 2 0 0 1,150.6468
O_08 Interstitial collagenase MMP1_HUMAN 54,008 12 16 27 29.40% GEVMFFKDR 292 300 25.9 25.3 13.9 1 0 0 1,144.5457
O_08 Interstitial collagenase MMP1_HUMAN 54,008 12 16 27 29.40% YWAVQGQNVLHGYPK 348 362 50.9 27.7 47.7 1 2 0 1,759.8915
O_08 Interstitial collagenase MMP1_HUMAN 54,008 12 16 27 29.40% DIYSSFGFPR 363 372 46.6 25.9 36.8 2 0 0 1,188.5684
O_08 Interstitial collagenase MMP1_HUMAN 54,008 12 16 27 29.40% TVKHIDAALSEENTGK 373 388 27.1 28.2 21.3 0 1 0 1,712.8815
O_09 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 21.10% QMQEFFGLK 66 74 29.4 26.0 11.3 2 0 0 1,127.5555
O_09 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 21.10% WEQTHLTYR 109 117 46.5 27.4 40.2 1 0 0 1,233.6011
O_09 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 21.10% IENYTPDLPR 118 127 56.6 28.4 39.5 1 0 0 1,217.6162
O_09 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 21.10% VSEGQADIMISFVR 152 165 87.1 27.6 83.9 4 0 0 1,551.7836
O_09 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 21.10% SQNPVQPIGPQTPK 263 276 56.0 28.0 52.9 2 0 0 1,490.7964
O_09 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 21.10% LTFDAITTIR 282 291 79.6 26.4 0.0 2 0 0 1,150.6468
O_09 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 21.10% YWAVQGQNVLHGYPK 348 362 22.2 27.5 14.8 0 1 0 1,759.8915
O_09 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 21.10% DIYSSFGFPR 363 372 49.6 25.9 41.6 2 0 0 1,188.5684
O_09 Interstitial collagenase MMP1_HUMAN 54,008 9 10 17 21.10% ANSWFNCR 460 467 43.6 25.0 43.6 2 0 0 1,054.4522
O_10 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.90% VSEGQADIMISFVR 152 165 68.3 27.2 58.5 2 0 0 1,567.7786
O_10 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.90% SQNPVQPIGPQTPK 263 276 67.4 28.0 63.6 2 0 0 1,490.7964
O_10 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.90% LTFDAITTIR 282 291 67.8 26.6 0.0 2 0 0 1,150.6468
O_10 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.90% DIYSSFGFPR 363 372 50.0 26.1 42.7 2 0 0 1,188.5684
O_10 Interstitial collagenase MMP1_HUMAN 54,008 5 5 10 11.90% ANSWFNCR 460 467 40.9 25.0 40.2 2 0 0 1,054.4522
O_11 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% IENYTPDLPR 118 127 39.1 28.4 21.0 2 0 0 1,217.6162
O_11 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% SQNPVQPIGPQTPK 263 276 38.8 28.2 31.6 2 0 0 1,490.7964
O_11 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% LTFDAITTIR 282 291 69.3 26.6 0.0 2 0 0 1,150.6468
O_11 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% ANSWFNCR 460 467 23.8 25.0 23.8 1 0 0 1,054.4522
O_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 8 11.10% IENYTPDLPR 118 127 49.3 28.4 29.9 1 0 0 1,217.6162
O_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 8 11.10% SQNPVQPIGPQTPK 263 276 39.3 28.0 38.5 2 0 0 1,490.7964



O_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 8 11.10% LTFDAITTIR 282 291 43.6 26.1 0.0 2 0 0 1,150.6468
O_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 8 11.10% DIYSSFGFPR 363 372 44.4 26.3 38.0 2 0 0 1,188.5684
O_12 Interstitial collagenase MMP1_HUMAN 54,008 5 5 8 11.10% ANSWFNCR 460 467 25.5 25.0 22.6 1 0 0 1,054.4522
O_13 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 10.20% VSEGQADIMISFVR 152 165 77.5 27.3 71.3 2 0 0 1,567.7786
O_13 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 10.20% SQNPVQPIGPQTPK 263 276 42.8 27.7 39.8 2 0 0 1,490.7964
O_13 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 10.20% LTFDAITTIR 282 291 79.5 26.6 0.0 2 0 0 1,150.6468
O_13 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 10.20% DIYSSFGFPR 363 372 40.8 25.1 28.1 2 0 0 1,188.5684
O_14 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 8.10% VSEGQADIMISFVR 152 165 73.7 27.2 66.9 2 0 0 1,567.7786
O_14 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 8.10% SQNPVQPIGPQTPK 263 276 24.9 28.0 24.9 1 0 0 1,490.7964
O_14 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 8.10% LTFDAITTIR 282 291 54.0 26.4 0.0 2 0 0 1,150.6468
O_16 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 9.38% IENYTPDLPR 118 127 53.9 28.4 31.4 1 0 0 1,217.6162
O_16 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 9.38% VSEGQADIMISFVR 152 165 81.3 27.3 75.4 2 0 0 1,567.7786
O_16 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 9.38% LTFDAITTIR 282 291 42.3 26.4 0.0 2 0 0 1,150.6468
O_16 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 9.38% DIYSSFGFPR 363 372 47.3 26.1 43.2 2 0 0 1,188.5684
P_07 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 4.69% SQNPVQPIGPQTPK 263 276 54.0 27.7 53.0 2 0 0 1,490.7964
P_07 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 4.69% ANSWFNCR 460 467 26.5 25.0 21.4 1 0 0 1,054.4522
P_08 Interstitial collagenase MMP1_HUMAN 54,008 10 14 25 23.20% LKQMQEFFGLK 64 74 43.3 26.7 36.5 2 0 0 1,384.7296
P_08 Interstitial collagenase MMP1_HUMAN 54,008 10 14 25 23.20% VSEGQADIMISFVR 152 165 88.8 27.5 85.6 4 1 0 1,551.7836
P_08 Interstitial collagenase MMP1_HUMAN 54,008 10 14 25 23.20% SQNPVQPIGPQTPK 263 276 57.2 27.6 53.9 2 2 0 1,490.7964
P_08 Interstitial collagenase MMP1_HUMAN 54,008 10 14 25 23.20% ACDSKLTFDAITTIR 277 291 44.5 26.8 35.6 0 2 0 1,711.8686
P_08 Interstitial collagenase MMP1_HUMAN 54,008 10 14 25 23.20% LTFDAITTIR 282 291 79.6 26.1 0.0 2 0 0 1,150.6468
P_08 Interstitial collagenase MMP1_HUMAN 54,008 10 14 25 23.20% GEVMFFKDR 292 300 36.7 25.7 25.5 1 0 0 1,144.5457
P_08 Interstitial collagenase MMP1_HUMAN 54,008 10 14 25 23.20% YWAVQGQNVLHGYPK 348 362 64.1 27.7 59.0 2 1 0 1,759.8915
P_08 Interstitial collagenase MMP1_HUMAN 54,008 10 14 25 23.20% DIYSSFGFPR 363 372 46.7 26.1 37.8 2 0 0 1,188.5684
P_08 Interstitial collagenase MMP1_HUMAN 54,008 10 14 25 23.20% HIDAALSEENTGK 376 388 39.4 26.9 37.6 2 0 0 1,384.6704
P_08 Interstitial collagenase MMP1_HUMAN 54,008 10 14 25 23.20% TYFFVANK 389 396 36.4 27.7 27.4 2 0 0 989.5090
P_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 12 14.30% LKQMQEFFGLK 64 74 27.4 27.3 21.0 1 0 0 1,384.7296
P_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 12 14.30% QMQEFFGLK 66 74 21.8 25.7 10.6 1 0 0 1,127.5555
P_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 12 14.30% VSEGQADIMISFVR 152 165 87.9 27.8 87.9 1 2 0 1,551.7836
P_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 12 14.30% SQNPVQPIGPQTPK 263 276 51.3 28.0 46.2 1 0 0 1,490.7964
P_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 12 14.30% LTFDAITTIR 282 291 71.3 26.6 0.0 2 0 0 1,150.6468
P_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 12 14.30% DIYSSFGFPR 363 372 43.2 26.1 37.8 2 0 0 1,188.5684
P_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 12 14.30% ANSWFNCR 460 467 34.2 25.0 34.2 2 0 0 1,054.4522
P_10 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 8.10% VSEGQADIMISFVR 152 165 73.4 27.3 71.9 2 0 0 1,567.7786
P_10 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 8.10% SQNPVQPIGPQTPK 263 276 51.8 27.8 47.2 2 0 0 1,490.7964
P_10 Interstitial collagenase MMP1_HUMAN 54,008 3 3 6 8.10% LTFDAITTIR 282 291 55.3 26.1 0.0 2 0 0 1,150.6468
P_11 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% IENYTPDLPR 118 127 56.6 28.2 34.1 2 0 0 1,217.6162
P_11 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% SQNPVQPIGPQTPK 263 276 54.6 27.8 54.6 2 0 0 1,490.7964
P_11 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% LTFDAITTIR 282 291 50.2 26.1 0.0 2 0 0 1,150.6468
P_11 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% ANSWFNCR 460 467 35.8 25.0 31.6 1 0 0 1,054.4522
P_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% IENYTPDLPR 118 127 51.6 27.7 22.0 1 0 0 1,217.6162
P_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% SQNPVQPIGPQTPK 263 276 38.8 27.8 31.9 2 0 0 1,490.7964
P_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% LTFDAITTIR 282 291 48.4 26.6 0.0 2 0 0 1,150.6468
P_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% ANSWFNCR 460 467 35.4 25.0 34.1 2 0 0 1,054.4522
P_13 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 9.81% VSEGQADIMISFVR 152 165 84.4 27.2 75.7 2 0 0 1,567.7786
P_13 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 9.81% SQNPVQPIGPQTPK 263 276 45.3 27.7 39.6 2 0 0 1,490.7964
P_13 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 9.81% LTFDAITTIR 282 291 59.7 26.1 0.0 2 0 0 1,150.6468
P_13 Interstitial collagenase MMP1_HUMAN 54,008 4 4 8 9.81% ANSWFNCR 460 467 38.5 25.0 35.7 2 0 0 1,054.4522
P_14 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% SQNPVQPIGPQTPK 263 276 50.6 27.8 47.5 2 0 0 1,490.7964
P_14 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% LTFDAITTIR 282 291 50.5 26.6 0.0 2 0 0 1,150.6468
P_15 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% IENYTPDLPR 118 127 36.4 28.3 17.5 2 0 0 1,217.6162
P_15 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 5.12% SQNPVQPIGPQTPK 263 276 59.8 27.8 54.0 2 0 0 1,490.7964
P_16 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 15.10% IENYTPDLPR 118 127 47.5 28.4 14.0 2 0 0 1,217.6162
P_16 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 15.10% VSEGQADIMISFVR 152 165 77.9 26.9 74.0 2 0 0 1,567.7786
P_16 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 15.10% SQNPVQPIGPQTPK 263 276 58.2 28.2 48.4 2 0 0 1,490.7964
P_16 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 15.10% LTFDAITTIR 282 291 57.7 26.4 0.0 1 0 0 1,150.6468
P_16 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 15.10% DIYSSFGFPR 363 372 44.4 25.5 39.1 2 0 0 1,188.5684
P_16 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 15.10% HIDAALSEENTGK 376 388 53.5 27.1 52.2 2 0 0 1,384.6704
Q_04 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.97% VSEGQADIMISFVR 152 165 69.9 27.1 67.0 1 0 0 1,567.7786
Q_04 Interstitial collagenase MMP1_HUMAN 54,008 2 2 3 5.97% SQNPVQPIGPQTPK 263 276 39.3 28.0 39.3 2 0 0 1,490.7964
Q_05 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 8.10% VSEGQADIMISFVR 152 165 83.5 27.2 74.7 1 0 0 1,567.7786
Q_05 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 8.10% SQNPVQPIGPQTPK 263 276 47.0 28.0 42.1 2 0 0 1,490.7964
Q_05 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 8.10% LTFDAITTIR 282 291 48.8 26.1 0.0 2 0 0 1,150.6468
Q_06 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 7.25% IENYTPDLPR 118 127 25.5 28.3 14.5 1 0 0 1,217.6162
Q_06 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 7.25% VSEGQADIMISFVR 152 165 68.7 27.3 63.2 1 0 0 1,567.7786
Q_06 Interstitial collagenase MMP1_HUMAN 54,008 3 3 4 7.25% LTFDAITTIR 282 291 48.7 26.6 0.0 2 0 0 1,150.6468
Q_07 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 7.25% SQNPVQPIGPQTPK 263 276 56.5 28.0 56.5 2 0 0 1,490.7964
Q_07 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 7.25% LTFDAITTIR 282 291 62.4 26.1 0.0 2 0 0 1,150.6468
Q_07 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 7.25% DIYSSFGFPR 363 372 22.2 25.9 8.4 1 0 0 1,188.5684
Q_08 Interstitial collagenase MMP1_HUMAN 54,008 9 9 16 20.70% QMQEFFGLK 66 74 36.5 25.6 14.3 2 0 0 1,127.5555
Q_08 Interstitial collagenase MMP1_HUMAN 54,008 9 9 16 20.70% WEQTHLTYR 109 117 50.1 27.4 45.7 1 0 0 1,233.6011
Q_08 Interstitial collagenase MMP1_HUMAN 54,008 9 9 16 20.70% IENYTPDLPR 118 127 37.2 28.2 21.0 2 0 0 1,217.6162
Q_08 Interstitial collagenase MMP1_HUMAN 54,008 9 9 16 20.70% VSEGQADIMISFVR 152 165 81.9 27.4 74.5 2 0 0 1,567.7786
Q_08 Interstitial collagenase MMP1_HUMAN 54,008 9 9 16 20.70% SQNPVQPIGPQTPK 263 276 57.4 28.0 52.6 2 0 0 1,490.7964
Q_08 Interstitial collagenase MMP1_HUMAN 54,008 9 9 16 20.70% LTFDAITTIR 282 291 71.5 26.6 0.0 2 0 0 1,150.6468
Q_08 Interstitial collagenase MMP1_HUMAN 54,008 9 9 16 20.70% DIYSSFGFPR 363 372 56.6 25.4 46.5 2 0 0 1,188.5684
Q_08 Interstitial collagenase MMP1_HUMAN 54,008 9 9 16 20.70% HIDAALSEENTGK 376 388 51.2 27.0 47.7 2 0 0 1,384.6704
Q_08 Interstitial collagenase MMP1_HUMAN 54,008 9 9 16 20.70% TYFFVANK 389 396 37.7 27.8 23.0 1 0 0 989.5090
Q_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 15 14.50% WEQTHLTYR 109 117 21.6 27.5 15.7 1 0 0 1,233.6011
Q_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 15 14.50% IENYTPDLPR 118 127 52.2 28.4 23.0 2 0 0 1,217.6162
Q_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 15 14.50% LTFDAITTIR 282 291 79.7 26.1 0.0 2 0 0 1,150.6468
Q_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 15 14.50% DIYSSFGFPR 363 372 47.4 25.8 40.5 2 0 0 1,188.5684
Q_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 15 14.50% HIDAALSEENTGK 376 388 60.8 26.9 58.0 2 2 0 1,384.6704
Q_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 15 14.50% TYFFVANK 389 396 40.6 27.7 25.8 2 0 0 989.5090
Q_09 Interstitial collagenase MMP1_HUMAN 54,008 7 8 15 14.50% ANSWFNCR 460 467 35.0 25.0 35.0 2 0 0 1,054.4522
Q_10 Interstitial collagenase MMP1_HUMAN 54,008 6 7 11 14.70% VSEGQADIMISFVR 152 165 82.2 27.3 79.5 2 0 0 1,567.7786
Q_10 Interstitial collagenase MMP1_HUMAN 54,008 6 7 11 14.70% SQNPVQPIGPQTPK 263 276 48.6 27.7 42.9 2 0 0 1,490.7964
Q_10 Interstitial collagenase MMP1_HUMAN 54,008 6 7 11 14.70% LTFDAITTIR 282 291 55.7 26.6 0.0 2 0 0 1,150.6468
Q_10 Interstitial collagenase MMP1_HUMAN 54,008 6 7 11 14.70% DIYSSFGFPR 363 372 34.1 25.4 30.2 1 0 0 1,188.5684
Q_10 Interstitial collagenase MMP1_HUMAN 54,008 6 7 11 14.70% HIDAALSEENTGK 376 388 31.4 26.6 26.3 2 1 0 1,384.6704
Q_10 Interstitial collagenase MMP1_HUMAN 54,008 6 7 11 14.70% ANSWFNCR 460 467 20.6 25.0 20.1 1 0 0 1,054.4522
Q_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.60% WEQTHLTYR 109 117 34.0 27.5 27.7 1 0 0 1,233.6011
Q_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.60% SQNPVQPIGPQTPK 263 276 57.0 27.8 52.6 2 0 0 1,490.7964
Q_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.60% LTFDAITTIR 282 291 82.2 26.1 0.0 2 0 0 1,150.6468
Q_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.60% DIYSSFGFPR 363 372 40.9 25.1 30.2 2 0 0 1,188.5684
Q_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.60% HIDAALSEENTGK 376 388 53.7 26.6 53.7 2 0 0 1,384.6704
Q_11 Interstitial collagenase MMP1_HUMAN 54,008 6 6 11 13.60% ANSWFNCR 460 467 43.1 25.0 42.3 2 0 0 1,054.4522
Q_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 9.59% SQNPVQPIGPQTPK 263 276 50.6 28.2 44.8 2 0 0 1,490.7964
Q_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 9.59% LTFDAITTIR 282 291 55.3 26.6 0.0 2 0 0 1,150.6468
Q_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 9.59% HIDAALSEENTGK 376 388 41.2 26.9 36.2 2 0 0 1,384.6704
Q_12 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 9.59% ANSWFNCR 460 467 34.0 25.0 26.2 1 0 0 1,054.4522
Q_13 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% IENYTPDLPR 118 127 50.3 28.2 32.7 2 0 0 1,217.6162
Q_13 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% SQNPVQPIGPQTPK 263 276 50.2 27.6 50.2 2 0 0 1,490.7964
Q_13 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% LTFDAITTIR 282 291 82.1 26.1 0.0 2 0 0 1,150.6468
Q_13 Interstitial collagenase MMP1_HUMAN 54,008 4 4 7 8.96% ANSWFNCR 460 467 36.6 25.0 36.1 1 0 0 1,054.4522
Q_14 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 4.69% SQNPVQPIGPQTPK 263 276 47.5 27.6 39.1 2 0 0 1,490.7964
Q_14 Interstitial collagenase MMP1_HUMAN 54,008 2 2 4 4.69% ANSWFNCR 460 467 36.2 25.0 31.3 2 0 0 1,054.4522
Q_15 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 7.46% SQNPVQPIGPQTPK 263 276 55.4 27.8 52.1 2 0 0 1,490.7964
Q_15 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 7.46% HIDAALSEENTGK 376 388 39.0 26.6 28.5 2 0 0 1,384.6704
Q_15 Interstitial collagenase MMP1_HUMAN 54,008 3 3 5 7.46% ANSWFNCR 460 467 35.6 25.0 35.0 1 0 0 1,054.4522
Q_16 Interstitial collagenase MMP1_HUMAN 54,008 6 6 12 13.40% SQNPVQPIGPQTPK 263 276 58.1 28.0 51.8 2 0 0 1,490.7964
Q_16 Interstitial collagenase MMP1_HUMAN 54,008 6 6 12 13.40% LTFDAITTIR 282 291 79.0 26.1 0.0 2 0 0 1,150.6468



Q_16 Interstitial collagenase MMP1_HUMAN 54,008 6 6 12 13.40% DIYSSFGFPR 363 372 42.9 25.1 37.3 2 0 0 1,188.5684
Q_16 Interstitial collagenase MMP1_HUMAN 54,008 6 6 12 13.40% HIDAALSEENTGK 376 388 74.3 26.9 69.9 2 0 0 1,384.6704
Q_16 Interstitial collagenase MMP1_HUMAN 54,008 6 6 12 13.40% TYFFVANK 389 396 28.0 27.7 12.5 2 0 0 989.5090
Q_16 Interstitial collagenase MMP1_HUMAN 54,008 6 6 12 13.40% ANSWFNCR 460 467 44.6 25.0 40.5 2 0 0 1,054.4522
H_13 Stromelysin‐2 MMP10_HUMAN 54,153 2 2 4 4.20% GNEFWAIR 356 363 44.3 27.2 25.7 2 0 0 992.4948
H_13 Stromelysin‐2 MMP10_HUMAN 54,153 2 2 4 4.20% LIADDFPGVEPK 424 435 43.2 28.0 35.4 2 0 0 1,300.6786
I_13 Stromelysin‐2 MMP10_HUMAN 54,153 2 2 4 4.20% GNEFWAIR 356 363 48.4 27.0 34.4 2 0 0 992.4948
I_13 Stromelysin‐2 MMP10_HUMAN 54,153 2 2 4 4.20% LIADDFPGVEPK 424 435 69.7 28.0 59.2 2 0 0 1,300.6786
J_13 Stromelysin‐2 MMP10_HUMAN 54,153 2 2 4 4.20% GNEFWAIR 356 363 39.1 28.1 24.5 2 0 0 992.4948
J_13 Stromelysin‐2 MMP10_HUMAN 54,153 2 2 4 4.20% LIADDFPGVEPK 424 435 44.1 28.5 37.4 2 0 0 1,300.6786
K_13 Stromelysin‐2 MMP10_HUMAN 54,153 2 2 4 4.20% GNEFWAIR 356 363 42.3 27.2 29.4 2 0 0 992.4948
K_13 Stromelysin‐2 MMP10_HUMAN 54,153 2 2 4 4.20% LIADDFPGVEPK 424 435 68.0 28.1 59.8 2 0 0 1,300.6786
O_09 Stromelysin‐2 MMP10_HUMAN 54,153 3 3 4 6.72% LDTDTLEVMR 78 87 48.1 26.7 35.2 1 0 0 1,208.5830
O_09 Stromelysin‐2 MMP10_HUMAN 54,153 3 3 4 6.72% IVNYTPDLPR 117 126 30.9 28.8 26.1 1 0 0 1,187.6420
O_09 Stromelysin‐2 MMP10_HUMAN 54,153 3 3 4 6.72% LIADDFPGVEPK 424 435 51.3 27.8 38.2 2 0 0 1,300.6786
Q_09 Stromelysin‐2 MMP10_HUMAN 54,153 2 2 3 4.62% IVNYTPDLPR 117 126 26.1 28.9 20.0 1 0 0 1,187.6420
Q_09 Stromelysin‐2 MMP10_HUMAN 54,153 2 2 3 4.62% LIADDFPGVEPK 424 435 35.1 28.3 26.1 2 0 0 1,300.6786
B_02 Matrix metalloproteinase‐14 MMP14_HUMAN 65,896 3 4 7 6.01% SPQSLSAAIAAMQK 57 70 70.6 29.1 57.8 4 0 0 1,418.7309
B_02 Matrix metalloproteinase‐14 MMP14_HUMAN 65,896 3 4 7 6.01% FYGLQVTGK 71 79 49.0 25.2 43.5 2 0 0 1,012.5463
B_02 Matrix metalloproteinase‐14 MMP14_HUMAN 65,896 3 4 7 6.01% CGVPDKFGAEIK 93 104 25.8 27.7 9.6 1 0 0 1,320.6619
B_14 Matrix metalloproteinase‐14 MMP14_HUMAN 65,896 2 2 4 3.95% VGEYATYEAIR 135 145 43.4 26.1 32.3 2 0 0 1,271.6266
B_14 Matrix metalloproteinase‐14 MMP14_HUMAN 65,896 2 2 4 3.95% GLPASINTAYER 363 374 36.3 28.2 32.2 2 0 0 1,291.6641
C_01 Matrix metalloproteinase‐14 MMP14_HUMAN 65,896 2 2 3 3.95% SPQSLSAAIAAMQK 57 70 58.0 29.1 51.4 2 0 0 1,418.7309
C_01 Matrix metalloproteinase‐14 MMP14_HUMAN 65,896 2 2 3 3.95% FYGLQVTGK 71 79 24.9 26.1 20.1 1 0 0 1,012.5463
C_02 Matrix metalloproteinase‐14 MMP14_HUMAN 65,896 3 4 6 6.01% SPQSLSAAIAAMQK 57 70 75.5 28.7 59.7 2 1 0 1,418.7309
C_02 Matrix metalloproteinase‐14 MMP14_HUMAN 65,896 3 4 6 6.01% FYGLQVTGK 71 79 36.8 26.2 35.0 2 0 0 1,012.5463
C_02 Matrix metalloproteinase‐14 MMP14_HUMAN 65,896 3 4 6 6.01% CGVPDKFGAEIK 93 104 21.4 27.8 2.2 1 0 0 1,320.6619
I_12 Matrix metalloproteinase‐14 MMP14_HUMAN 65,896 2 2 3 3.95% VGEYATYEAIR 135 145 32.4 26.1 26.0 1 0 0 1,271.6266
I_12 Matrix metalloproteinase‐14 MMP14_HUMAN 65,896 2 2 3 3.95% GLPASINTAYER 363 374 40.8 28.2 38.5 2 0 0 1,291.6641
A_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.64% FQGTSYDSCTTEGR 297 310 94.6 25.0 86.6 2 0 0 1,608.6596
A_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.64% WCGTTEDYDR 316 325 20.4 25.0 20.4 1 0 0 1,302.5057
A_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.64% QDIVFDGIAQIR 471 482 39.6 28.3 25.6 1 0 0 1,374.7378
A_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.64% IDAVYEAPQEEK 520 531 67.2 26.2 47.7 2 0 0 1,391.6690
A_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.64% VDAAFNWSK 568 576 37.0 26.4 37.0 2 0 0 1,037.5050
A_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 12 12 23 19.10% ESCNLFVLK 63 71 35.9 27.1 12.9 1 0 0 1,109.5660
A_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 12 12 23 19.10% AFQVWSDVTPLR 147 158 60.2 28.0 48.7 2 0 0 1,418.7427
A_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 12 12 23 19.10% IHDGEADIMINFGR 162 175 26.5 25.3 18.2 0 2 0 1,603.7536
A_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 12 12 23 19.10% WEHGDGYPFDGK 176 187 16.5 25.0 16.1 0 1 0 1,407.5966
A_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 12 12 23 19.10% FPFLFNGK 235 242 34.2 26.1 16.4 1 0 0 969.5193
A_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 12 12 23 19.10% FQGTSYDSCTTEGR 297 310 87.3 25.0 79.5 2 0 0 1,608.6596
A_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 12 12 23 19.10% WCGTTEDYDR 316 325 36.0 25.0 32.7 2 0 0 1,302.5057
A_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 12 12 23 19.10% MWCATTANYDDDR 373 385 74.8 25.0 66.1 2 0 0 1,634.6211
A_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 12 12 23 19.10% MWCATTANYDDDRK 373 386 80.4 25.0 60.0 2 0 0 1,762.7161
A_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 12 12 23 19.10% QDIVFDGIAQIR 471 482 71.5 28.5 53.5 4 0 0 1,374.7378
A_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 12 12 23 19.10% IDAVYEAPQEEK 520 531 63.5 26.2 41.8 2 0 0 1,391.6690
A_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 12 12 23 19.10% VDAAFNWSK 568 576 48.9 27.0 42.5 2 0 0 1,037.5050
A_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% FQGTSYDSCTTEGR 297 310 55.5 25.0 55.5 2 0 0 1,608.6596
A_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% IDAVYEAPQEEK 520 531 45.6 26.2 31.6 2 0 0 1,391.6690
A_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% VDAAFNWSK 568 576 35.1 27.0 29.3 2 0 0 1,037.5050
B_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 7.73% FPFLFNGK 235 242 33.9 25.4 12.3 2 0 0 969.5193
B_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 7.73% WCGTTEDYDR 316 325 22.7 25.0 22.7 1 0 0 1,302.5057
B_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 7.73% QDIVFDGIAQIR 471 482 50.6 28.4 31.7 2 0 0 1,374.7378
B_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 7.73% IDAVYEAPQEEK 520 531 57.5 26.1 35.7 2 0 0 1,391.6690
B_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 7.73% VDAAFNWSK 568 576 23.7 26.4 21.1 1 0 0 1,037.5050
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% ESCNLFVLK 63 71 32.3 27.0 21.7 1 0 0 1,109.5660
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% CGNPDVANYNFFPR 102 115 49.4 25.0 49.4 2 0 0 1,670.7380
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% WDKNQITYR 119 127 34.2 27.7 29.9 2 0 0 1,223.6168
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% AFQVWSDVTPLR 147 158 52.1 28.1 41.2 2 0 0 1,418.7427
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% IHDGEADIMINFGR 162 175 26.9 25.8 26.9 0 2 0 1,603.7536
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% FPFLFNGK 235 242 37.5 26.5 19.7 2 0 0 969.5193
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% FQGTSYDSCTTEGR 297 310 57.1 25.0 47.4 1 0 0 1,608.6596
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% WCGTTEDYDR 316 325 38.2 25.0 33.2 2 0 0 1,302.5057
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% MWCATTANYDDDR 373 385 61.1 25.0 54.4 2 0 0 1,634.6211
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% MWCATTANYDDDRK 373 386 68.9 25.0 62.1 2 0 0 1,762.7161
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% QDIVFDGIAQIR 471 482 58.5 28.3 33.0 4 0 0 1,374.7378
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% IDAVYEAPQEEK 520 531 59.3 26.1 40.3 2 0 0 1,391.6690
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% GYPKPLTSLGLPPDVQR 551 567 20.9 25.2 16.4 0 1 0 1,838.0174
B_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 14 26 23.30% VDAAFNWSK 568 576 34.6 26.7 34.6 1 0 0 1,037.5050
B_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 13 12.60% AFQVWSDVTPLR 147 158 47.2 28.2 31.4 2 0 0 1,418.7427
B_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 13 12.60% FQGTSYDSCTTEGR 297 310 77.1 25.0 69.3 2 0 0 1,608.6596
B_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 13 12.60% WCGTTEDYDR 316 325 25.4 25.0 25.4 1 0 0 1,302.5057
B_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 13 12.60% MWCATTANYDDDRK 373 386 20.5 25.0 20.5 0 2 0 1,762.7161
B_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 13 12.60% QDIVFDGIAQIR 471 482 62.5 28.7 45.8 2 0 0 1,374.7378
B_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 13 12.60% IDAVYEAPQEEK 520 531 51.3 26.7 34.5 2 0 0 1,391.6690
B_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 13 12.60% VDAAFNWSK 568 576 42.5 26.3 42.1 2 0 0 1,037.5050
C_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.48% FQGTSYDSCTTEGR 297 310 69.6 25.0 69.6 2 0 0 1,608.6596
C_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.48% VDAAFNWSK 568 576 21.8 27.0 16.8 1 0 0 1,037.5050
C_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.64% WDKNQITYR 119 127 23.4 27.7 18.4 1 0 0 1,223.6168
C_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.64% FQGTSYDSCTTEGR 297 310 83.4 25.0 83.4 2 0 0 1,608.6596
C_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.64% IDAVYEAPQEEK 520 531 53.5 26.2 35.1 2 0 0 1,391.6690
C_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.64% VDAAFNWSK 568 576 47.9 26.7 42.1 2 0 0 1,037.5050
C_17 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.64% GAYYLKLENQSLK 634 646 32.5 27.3 25.3 1 0 0 1,526.8214
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% ESCNLFVLKDTLK 63 75 34.3 27.7 19.5 2 0 0 1,566.8198
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% ESCNLFVLKDTLKK 63 76 37.7 26.7 22.4 2 0 0 1,694.9148
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% CGNPDVANYNFFPR 102 115 50.6 25.0 50.6 2 0 0 1,670.7380
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% AFQVWSDVTPLR 147 158 67.2 28.4 46.1 2 0 0 1,418.7427
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% IHDGEADIMINFGR 162 175 56.0 25.7 56.0 1 2 0 1,603.7536
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% WEHGDGYPFDGK 176 187 37.7 25.0 37.7 2 0 0 1,407.5966
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% FQGTSYDSCTTEGR 297 310 73.8 25.0 68.9 4 0 0 1,608.6596
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% WCGTTEDYDR 316 325 43.3 25.0 43.3 2 0 0 1,302.5057
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% SDGKMWCATTANYDDDRK 369 386 30.3 25.0 25.8 0 1 0 2,149.8916
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% MWCATTANYDDDR 373 385 93.1 25.0 77.9 2 0 0 1,634.6211
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% MWCATTANYDDDRK 373 386 49.1 25.0 43.0 2 1 0 1,762.7161
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% QDIVFDGIAQIR 471 482 51.0 28.0 26.0 2 0 0 1,374.7378
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% GEIFFFKDR 483 491 52.1 26.8 16.2 2 0 0 1,158.5943
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% IDAVYEAPQEEK 520 531 63.5 26.2 44.8 2 0 0 1,391.6690
C_18 72 kDa type IV collagenase MMP2_HUMAN 73,885 15 17 33 23.30% GAYYLKLENQSLK 634 646 63.3 27.5 53.4 2 0 0 1,526.8214
C_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 9 8.94% AFQVWSDVTPLR 147 158 38.5 28.4 25.9 2 0 0 1,418.7427
C_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 9 8.94% WEHGDGYPFDGK 176 187 20.6 25.0 20.6 1 0 0 1,407.5966
C_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 9 8.94% FQGTSYDSCTTEGR 297 310 93.3 25.0 87.7 2 0 0 1,608.6596
C_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 9 8.94% GEIFFFKDR 483 491 32.3 26.9 17.1 2 0 0 1,158.5943
C_19 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 9 8.94% IDAVYEAPQEEK 520 531 64.7 26.2 47.2 2 0 0 1,391.6690
D_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 11 16.20% FFGLPQTGDLDQNTIETMR 80 98 31.3 25.8 31.3 0 1 0 2,199.0391
D_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 11 16.20% IIGYTPDLDPETVDDAFAR 128 146 68.8 26.5 68.1 1 0 0 2,108.0186
D_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 11 16.20% AFQVWSDVTPLR 147 158 68.2 28.7 38.8 2 0 0 1,418.7427
D_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 11 16.20% IHDGEADIMINFGR 162 175 18.5 25.0 17.9 0 2 0 1,603.7536
D_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 11 16.20% FQGTSYDSCTTEGR 297 310 48.8 25.0 48.8 2 0 0 1,608.6596
D_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 11 16.20% IDAVYEAPQEEK 520 531 52.6 26.1 41.0 2 0 0 1,391.6690
D_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 7 11 16.20% GYPKPLTSLGLPPDVQR 551 567 22.0 25.9 20.4 0 1 0 1,838.0174
E_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 8 14 16.20% FFGLPQTGDLDQNTIETMR 80 98 21.5 25.9 19.2 0 1 0 2,199.0391
E_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 8 14 16.20% IIGYTPDLDPETVDDAFAR 128 146 60.6 26.5 54.0 1 0 0 2,108.0186
E_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 8 14 16.20% AFQVWSDVTPLR 147 158 64.2 28.4 48.6 2 0 0 1,418.7427



E_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 8 14 16.20% IHDGEADIMINFGR 162 175 29.1 25.0 25.5 0 2 0 1,603.7536
E_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 8 14 16.20% FPFLFNGK 235 242 31.7 26.1 16.7 2 0 0 969.5193
E_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 8 14 16.20% FQGTSYDSCTTEGR 297 310 50.4 25.0 46.6 2 0 0 1,608.6596
E_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 8 14 16.20% IDAVYEAPQEEK 520 531 37.4 26.2 22.5 2 0 0 1,391.6690
E_25 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 8 14 16.20% VDAAFNWSK 568 576 32.8 26.7 22.4 2 0 0 1,037.5050
F_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.94% FQGTSYDSCTTEGR 297 310 54.2 25.0 54.2 2 0 0 1,608.6596
F_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.94% IDAVYEAPQEEK 520 531 58.6 27.0 33.5 1 0 0 1,391.6690
G_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% FQGTSYDSCTTEGR 297 310 80.0 25.0 69.6 2 0 0 1,608.6596
G_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% IDAVYEAPQEEK 520 531 38.6 26.8 25.1 2 0 0 1,391.6690
G_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% VDAAFNWSK 568 576 49.1 26.9 49.1 2 0 0 1,037.5050
H_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 8 14 12.40% ESCNLFVLK 63 71 33.2 27.7 18.8 1 0 0 1,109.5660
H_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 8 14 12.40% CGNPDVANYNFFPR 102 115 33.0 25.0 33.0 1 0 0 1,670.7380
H_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 8 14 12.40% WEHGDGYPFDGK 176 187 50.7 25.0 50.7 2 2 0 1,407.5966
H_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 8 14 12.40% FQGTSYDSCTTEGR 297 310 47.0 25.0 42.2 2 0 0 1,608.6596
H_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 8 14 12.40% QDIVFDGIAQIR 471 482 46.2 28.0 24.0 2 0 0 1,374.7378
H_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 8 14 12.40% GEIFFFKDR 483 491 46.3 26.9 21.5 2 0 0 1,158.5943
H_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 7 8 14 12.40% IDAVYEAPQEEK 520 531 63.5 26.2 44.4 2 0 0 1,391.6690
H_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 4.55% ESCNLFVLK 63 71 26.9 27.7 17.3 1 0 0 1,109.5660
H_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 4.55% IDAVYEAPQEEK 520 531 50.5 26.1 35.2 2 0 0 1,391.6690
H_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 4.55% VDAAFNWSK 568 576 45.2 26.7 43.4 2 0 0 1,037.5050
I_14 72 kDa type IV collagenase MMP2_HUMAN 73,885 4 4 7 6.36% AFQVWSDVTPLR 147 158 49.0 28.5 40.7 2 0 0 1,418.7427
I_14 72 kDa type IV collagenase MMP2_HUMAN 73,885 4 4 7 6.36% GEIFFFKDR 483 491 53.5 27.4 21.1 2 0 0 1,158.5943
I_14 72 kDa type IV collagenase MMP2_HUMAN 73,885 4 4 7 6.36% IDAVYEAPQEEK 520 531 57.1 26.6 38.5 1 0 0 1,391.6690
I_14 72 kDa type IV collagenase MMP2_HUMAN 73,885 4 4 7 6.36% VDAAFNWSK 568 576 41.2 26.6 41.2 2 0 0 1,037.5050
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% ESCNLFVLK 63 71 40.0 27.0 28.0 1 0 0 1,109.5660
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% ESCNLFVLKDTLKK 63 76 64.2 26.7 49.0 2 2 0 1,694.9148
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% CGNPDVANYNFFPR 102 115 53.1 25.0 53.1 2 0 0 1,670.7380
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% AFQVWSDVTPLR 147 158 77.9 28.4 58.0 2 0 0 1,418.7427
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% WEHGDGYPFDGK 176 187 16.3 25.0 16.3 0 1 0 1,407.5966
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% FPFLFNGK 235 242 37.4 26.1 15.7 1 0 0 969.5193
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% FQGTSYDSCTTEGR 297 310 48.7 25.0 48.7 2 0 0 1,608.6596
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% MWCATTANYDDDR 373 385 61.2 25.0 61.2 1 0 0 1,618.6262
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% MWCATTANYDDDRK 373 386 47.2 25.0 47.2 1 0 0 1,746.7212
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% QDIVFDGIAQIR 471 482 81.2 28.6 50.3 2 0 0 1,374.7378
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% IDAVYEAPQEEK 520 531 44.7 26.1 26.0 2 0 0 1,391.6690
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% VDAAFNWSK 568 576 49.8 26.7 44.7 2 0 0 1,037.5050
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% GAYYLKLENQSLK 634 646 56.7 27.3 52.8 2 0 0 1,526.8214
I_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 14 15 25 22.00% FGSIKSDWLGC 650 660 84.6 25.1 75.0 2 0 0 1,269.5934
I_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 4 3.18% IDAVYEAPQEEK 520 531 53.5 26.7 42.4 2 0 0 1,391.6690
I_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 4 3.18% VDAAFNWSK 568 576 36.3 26.8 31.7 2 0 0 1,037.5050
J_14 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 4.39% FPFLFNGK 235 242 18.6 25.4 0.0 1 0 0 969.5193
J_14 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 4.39% IDAVYEAPQEEK 520 531 44.1 26.6 35.5 2 0 0 1,391.6690
J_14 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 4.39% VDAAFNWSK 568 576 40.9 27.2 40.9 2 0 0 1,037.5050
J_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 10 20 13.90% ESCNLFVLK 63 71 42.2 27.2 28.6 2 0 0 1,109.5660
J_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 10 20 13.90% AFQVWSDVTPLR 147 158 57.6 28.0 38.0 2 0 0 1,418.7427
J_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 10 20 13.90% WEHGDGYPFDGK 176 187 44.3 25.0 44.0 2 2 0 1,407.5966
J_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 10 20 13.90% FPFLFNGK 235 242 26.9 25.4 16.6 2 0 0 969.5193
J_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 10 20 13.90% FQGTSYDSCTTEGR 297 310 31.0 25.0 31.0 1 0 0 1,608.6596
J_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 10 20 13.90% MWCATTANYDDDR 373 385 75.0 25.0 75.0 2 0 0 1,618.6262
J_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 10 20 13.90% QDIVFDGIAQIR 471 482 57.6 28.1 47.0 2 1 0 1,374.7378
J_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 8 10 20 13.90% IDAVYEAPQEEK 520 531 51.6 26.6 48.0 4 0 0 1,391.6690
J_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 4 3.18% IDAVYEAPQEEK 520 531 52.3 26.6 40.1 2 0 0 1,391.6690
J_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 4 3.18% VDAAFNWSK 568 576 35.0 26.7 32.6 2 0 0 1,037.5050
J_24 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 2.58% FPFLFNGK 235 242 22.4 25.4 18.4 1 0 0 969.5193
J_24 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 2.58% VDAAFNWSK 568 576 35.3 26.7 31.9 2 0 0 1,037.5050
K_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 11 12 22 17.60% ESCNLFVLK 63 71 35.7 27.5 23.4 2 0 0 1,109.5660
K_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 11 12 22 17.60% ESCNLFVLKDTLKK 63 76 15.9 26.3 15.3 0 1 0 1,694.9148
K_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 11 12 22 17.60% CGNPDVANYNFFPR 102 115 48.2 25.0 48.2 2 0 0 1,670.7380
K_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 11 12 22 17.60% AFQVWSDVTPLR 147 158 60.9 28.1 43.4 2 0 0 1,418.7427
K_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 11 12 22 17.60% WEHGDGYPFDGK 176 187 23.9 25.0 23.9 2 2 0 1,407.5966
K_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 11 12 22 17.60% FPFLFNGK 235 242 29.6 26.1 15.9 1 0 0 969.5193
K_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 11 12 22 17.60% FQGTSYDSCTTEGR 297 310 49.9 25.0 49.9 2 0 0 1,608.6596
K_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 11 12 22 17.60% QDIVFDGIAQIR 471 482 52.8 28.7 31.9 2 0 0 1,374.7378
K_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 11 12 22 17.60% GEIFFFKDR 483 491 50.5 27.2 21.1 2 0 0 1,158.5943
K_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 11 12 22 17.60% IDAVYEAPQEEK 520 531 56.4 26.7 38.3 2 0 0 1,391.6690
K_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 11 12 22 17.60% VDAAFNWSK 568 576 45.6 26.8 39.8 2 0 0 1,037.5050
K_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 4.39% FPFLFNGK 235 242 27.8 26.5 17.5 1 0 0 969.5193
K_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 4.39% IDAVYEAPQEEK 520 531 57.0 26.9 41.5 2 0 0 1,391.6690
K_16 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 4.39% VDAAFNWSK 568 576 43.0 26.9 36.3 2 0 0 1,037.5050
L_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.94% FQGTSYDSCTTEGR 297 310 61.6 25.0 47.9 2 0 0 1,608.6596
L_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.94% IDAVYEAPQEEK 520 531 62.9 26.8 49.6 1 0 0 1,391.6690
L_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 4 4 6 7.12% AFQVWSDVTPLR 147 158 43.9 28.1 33.0 1 0 0 1,418.7427
L_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 4 4 6 7.12% FQGTSYDSCTTEGR 297 310 38.1 25.0 38.1 1 0 0 1,608.6596
L_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 4 4 6 7.12% IDAVYEAPQEEK 520 531 47.1 26.6 29.8 2 0 0 1,391.6690
L_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 4 4 6 7.12% VDAAFNWSK 568 576 36.8 26.7 32.1 2 0 0 1,037.5050
M_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% FQGTSYDSCTTEGR 297 310 44.3 25.0 41.4 2 0 0 1,608.6596
M_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% IDAVYEAPQEEK 520 531 37.0 26.6 29.5 2 0 0 1,391.6690
M_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% VDAAFNWSK 568 576 27.2 26.9 27.2 1 0 0 1,037.5050
M_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.18% IDAVYEAPQEEK 520 531 71.0 26.9 52.5 2 0 0 1,391.6690
M_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.18% VDAAFNWSK 568 576 27.1 26.9 22.4 1 0 0 1,037.5050
M_12 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.94% FQGTSYDSCTTEGR 297 310 35.3 25.0 35.3 1 0 0 1,608.6596
M_12 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.94% IDAVYEAPQEEK 520 531 62.7 26.9 49.6 2 0 0 1,391.6690
M_14 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 2 3.18% IDAVYEAPQEEK 520 531 34.7 26.9 20.3 1 0 0 1,391.6690
M_14 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 2 3.18% VDAAFNWSK 568 576 31.0 26.9 31.0 1 0 0 1,037.5050
N_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% FQGTSYDSCTTEGR 297 310 74.1 25.0 69.2 1 0 0 1,608.6596
N_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% IDAVYEAPQEEK 520 531 54.9 26.8 43.4 2 0 0 1,391.6690
N_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% VDAAFNWSK 568 576 45.3 26.7 43.2 2 0 0 1,037.5050
N_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.79% ESCNLFVLK 63 71 30.2 27.8 13.2 1 0 0 1,109.5660
N_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.79% FQGTSYDSCTTEGR 297 310 53.6 25.0 53.6 2 0 0 1,608.6596
N_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.79% MWCATTANYDDDRK 373 386 18.7 25.0 18.7 0 1 0 1,762.7161
N_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.79% IDAVYEAPQEEK 520 531 60.0 26.8 49.5 2 0 0 1,391.6690
N_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 5 5 8 8.79% VDAAFNWSK 568 576 35.4 26.7 34.3 2 0 0 1,037.5050
N_12 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% FQGTSYDSCTTEGR 297 310 42.7 25.0 40.4 2 0 0 1,608.6596
N_12 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% IDAVYEAPQEEK 520 531 49.0 26.6 31.0 2 0 0 1,391.6690
N_12 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% VDAAFNWSK 568 576 35.0 27.2 28.1 2 0 0 1,037.5050
N_13 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% FQGTSYDSCTTEGR 297 310 38.4 25.0 38.4 2 0 0 1,608.6596
N_13 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% IDAVYEAPQEEK 520 531 38.6 26.6 38.6 2 0 0 1,391.6690
N_13 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% VDAAFNWSK 568 576 30.5 27.2 27.3 2 0 0 1,037.5050
N_14 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 4 5.30% FQGTSYDSCTTEGR 297 310 58.5 25.0 47.6 2 0 0 1,608.6596
N_14 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 4 5.30% IDAVYEAPQEEK 520 531 40.6 26.8 36.7 1 0 0 1,391.6690
N_14 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 4 5.30% VDAAFNWSK 568 576 35.4 26.7 32.4 1 0 0 1,037.5050
N_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% FQGTSYDSCTTEGR 297 310 56.9 25.0 50.5 2 0 0 1,608.6596
N_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% IDAVYEAPQEEK 520 531 47.7 26.6 30.5 2 0 0 1,391.6690
N_15 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% VDAAFNWSK 568 576 42.3 26.7 37.5 2 0 0 1,037.5050
P_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% FQGTSYDSCTTEGR 297 310 23.9 25.0 17.5 1 0 0 1,608.6596
P_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% IDAVYEAPQEEK 520 531 51.4 26.6 47.0 2 0 0 1,391.6690
P_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% VDAAFNWSK 568 576 29.3 26.7 24.4 2 0 0 1,037.5050
P_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% FQGTSYDSCTTEGR 297 310 48.0 25.0 48.0 2 0 0 1,608.6596
P_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% IDAVYEAPQEEK 520 531 52.7 26.6 32.7 2 0 0 1,391.6690
P_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 6 5.30% VDAAFNWSK 568 576 29.0 27.2 24.9 2 0 0 1,037.5050
P_12 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% FQGTSYDSCTTEGR 297 310 35.2 25.0 35.2 1 0 0 1,608.6596
P_12 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% IDAVYEAPQEEK 520 531 44.1 26.6 41.2 2 0 0 1,391.6690



P_12 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% VDAAFNWSK 568 576 32.6 26.7 25.8 2 0 0 1,037.5050
Q_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.48% FQGTSYDSCTTEGR 297 310 69.1 25.0 69.1 1 0 0 1,608.6596
Q_10 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.48% VDAAFNWSK 568 576 28.9 27.2 22.9 2 0 0 1,037.5050
Q_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% FQGTSYDSCTTEGR 297 310 51.9 25.0 49.0 2 0 0 1,608.6596
Q_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% IDAVYEAPQEEK 520 531 48.9 26.8 38.4 2 0 0 1,391.6690
Q_11 72 kDa type IV collagenase MMP2_HUMAN 73,885 3 3 5 5.30% VDAAFNWSK 568 576 34.4 27.2 34.4 1 0 0 1,037.5050
Q_12 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.94% FQGTSYDSCTTEGR 297 310 42.0 25.0 42.0 2 0 0 1,608.6596
Q_12 72 kDa type IV collagenase MMP2_HUMAN 73,885 2 2 3 3.94% IDAVYEAPQEEK 520 531 25.8 27.0 25.4 1 0 0 1,391.6690
C_21 Matrix metalloproteinase‐9 MMP9_BOVIN 79,088 2 2 2 3.37% QPTVVVFPGEPR 25 36 29.2 27.0 20.3 1 0 0 1,325.7213
C_21 Matrix metalloproteinase‐9 MMP9_BOVIN 79,088 2 2 2 3.37% GVVIPTYFGNAK 215 226 23.5 26.7 10.4 1 0 0 1,265.6889
A_23 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 7 4.72% GVAEQQQQQGCGDPEVMQK 305 323 35.4 25.0 32.2 0 2 0 2,132.9339
A_23 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 7 4.72% TVSSLSEDLESTR 412 424 55.7 26.8 49.3 2 0 0 1,423.6911
A_23 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 7 4.72% QTHLEGALEQEHSR 485 498 40.1 27.3 29.0 0 1 0 1,634.7882
A_23 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 7 4.72% DQALQLQVLNSR 891 902 77.7 27.2 47.6 2 0 0 1,384.7544
A_24 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 10 7.08% GVAEQQQQQGCGDPEVMQK 305 323 47.7 25.0 42.0 0 1 0 2,132.9339
A_24 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 10 7.08% TVSSLSEDLESTR 412 424 73.5 26.5 68.6 2 0 0 1,423.6911
A_24 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 10 7.08% QTHLEGALEQEHSR 485 498 42.0 26.9 37.3 0 2 0 1,634.7882
A_24 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 10 7.08% LKEVHEQLLSTEQVSDQK 513 530 40.5 26.8 36.7 0 2 0 2,111.0981
A_24 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 10 7.08% DQALQLQVLNSR 891 902 88.6 27.2 68.0 2 0 0 1,384.7544
A_24 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 10 7.08% HSLPDIQLLQK 951 961 31.9 25.1 31.9 1 0 0 1,291.7371
A_25 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.04% GPCGWTGGSCPQR 236 248 33.7 25.0 33.7 1 0 0 1,419.5895
A_25 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.04% AQEQQSLIHTNQAESHTAVGR 284 304 51.3 27.3 45.9 0 2 0 2,305.1280
A_25 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.04% TVSSLSEDLESTR 412 424 58.7 26.8 55.8 1 0 0 1,423.6911
A_25 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.04% QTHLEGALEQEHSR 485 498 24.2 27.2 15.9 0 1 0 1,634.7882
A_25 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.04% LKEVHEQLLSTEQVSDQK 513 530 47.1 27.2 36.6 0 2 0 2,111.0981
A_25 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.04% YNFVLQVAK 796 804 51.4 25.0 28.9 2 0 0 1,081.6040
A_25 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.04% DQALQLQVLNSR 891 902 81.7 27.2 61.5 2 0 0 1,384.7544
A_25 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.04% SLPGSLANVVK 989 999 32.9 25.0 28.5 2 0 0 1,084.6361
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% KSNEQATSLNTVGGTGGIGGVGGTGGVGNR 148 177 54.8 26.9 49.0 0 1 0 2,702.3456
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% GPCGWTGGSCPQR 236 248 36.8 25.0 36.8 2 0 0 1,419.5895
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% AQEQQSLIHTNQAESHTAVGR 284 304 68.4 27.3 63.5 0 2 0 2,305.1280
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% GVAEQQQQQGCGDPEVMQK 305 323 40.3 25.0 40.3 0 2 0 2,132.9339
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% KIDNISLTVNDVR 341 353 24.0 27.2 19.2 0 1 0 1,486.8225
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% TVSSLSEDLESTR 412 424 67.3 26.7 66.4 2 0 0 1,423.6911
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% QTHLEGALEQEHSR 485 498 25.1 27.3 21.6 0 1 0 1,634.7882
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% LKEVHEQLLSTEQVSDQK 513 530 46.9 27.1 41.9 0 2 0 2,111.0981
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% EVHEQLLSTEQVSDQK 515 530 31.7 27.3 20.5 0 1 0 1,869.9190
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% YNFVLQVAK 796 804 54.0 25.0 30.6 2 0 0 1,081.6040
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% DQALQLQVLNSR 891 902 92.8 27.2 60.8 2 0 0 1,384.7544
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% HSLPDIQLLQK 951 961 48.7 25.5 40.6 2 0 0 1,291.7371
A_26 Multimerin‐1 MMRN1_HUMAN 138,113 13 13 21 15.00% SLPGSLANVVK 989 999 31.9 25.0 22.2 1 0 0 1,084.6361
A_27 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 14 8.39% AQEQQSLIHTNQAESHTAVGR 284 304 70.4 27.2 60.4 0 2 0 2,305.1280
A_27 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 14 8.39% GVAEQQQQQGCGDPEVMQK 305 323 43.3 25.0 37.1 0 2 0 2,132.9339
A_27 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 14 8.39% TVSSLSEDLESTR 412 424 85.6 26.5 81.2 2 0 0 1,423.6911
A_27 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 14 8.39% QTHLEGALEQEHSR 485 498 50.4 26.9 42.7 0 2 0 1,634.7882
A_27 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 14 8.39% DQALQLQVLNSR 891 902 84.2 27.2 49.7 2 0 0 1,384.7544
A_27 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 14 8.39% SLPGSLANVVK 989 999 33.8 25.0 25.9 2 0 0 1,084.6361
A_27 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 14 8.39% LVEENALAPDFSK 1080 1092 55.9 28.3 44.6 2 0 0 1,432.7319
A_28 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 4 2.04% TVSSLSEDLESTR 412 424 55.0 26.7 51.5 2 0 0 1,423.6911
A_28 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 4 2.04% DQALQLQVLNSR 891 902 84.8 27.2 53.3 2 0 0 1,384.7544
A_29 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 4.56% TVSSLSEDLESTR 412 424 51.5 26.6 47.0 2 0 0 1,423.6911
A_29 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 4.56% LKEVHEQLLSTEQVSDQK 513 530 23.0 27.2 19.6 0 1 0 2,111.0981
A_29 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 4.56% DQALQLQVLNSR 891 902 80.4 27.2 70.2 2 0 0 1,384.7544
A_29 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 4.56% LVEENALAPDFSK 1080 1092 36.8 28.3 31.1 1 0 0 1,432.7319
A_30 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 10 5.13% TVSSLSEDLESTR 412 424 59.5 26.3 50.4 2 0 0 1,423.6911
A_30 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 10 5.13% QTHLEGALEQEHSR 485 498 25.5 26.9 19.5 0 2 0 1,634.7882
A_30 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 10 5.13% DQALQLQVLNSR 891 902 88.7 27.4 68.7 2 0 0 1,384.7544
A_30 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 10 5.13% HSLPDIQLLQK 951 961 42.2 25.1 32.8 2 0 0 1,291.7371
A_30 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 10 5.13% LVEENALAPDFSK 1080 1092 60.0 28.3 44.9 2 0 0 1,432.7319
A_31 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 7 4.07% QTHLEGALEQEHSR 485 498 24.0 27.3 20.7 0 1 0 1,634.7882
A_31 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 7 4.07% DQALQLQVLNSR 891 902 72.4 27.5 53.9 2 0 0 1,384.7544
A_31 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 7 4.07% HSLPDIQLLQK 951 961 33.3 25.1 24.4 2 0 0 1,291.7371
A_31 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 7 4.07% LVEENALAPDFSK 1080 1092 64.4 28.2 58.4 2 0 0 1,432.7319
A_32 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 5 3.09% TVSSLSEDLESTR 412 424 46.0 26.3 46.0 1 0 0 1,423.6911
A_32 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 5 3.09% DQALQLQVLNSR 891 902 74.9 27.2 57.2 2 0 0 1,384.7544
A_32 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 5 3.09% LVEENALAPDFSK 1080 1092 61.8 28.2 49.6 2 0 0 1,432.7319
B_23 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 4 2.04% TVSSLSEDLESTR 412 424 55.8 26.8 55.2 2 0 0 1,423.6911
B_23 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 4 2.04% DQALQLQVLNSR 891 902 76.3 27.6 43.6 2 0 0 1,384.7544
B_24 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 9 6.43% TVSSLSEDLESTR 412 424 61.6 26.8 57.7 2 0 0 1,423.6911
B_24 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 9 6.43% QTHLEGALEQEHSR 485 498 28.1 27.3 19.1 0 1 0 1,634.7882
B_24 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 9 6.43% LKEVHEQLLSTEQVSDQK 513 530 46.1 27.2 39.1 0 2 0 2,111.0981
B_24 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 9 6.43% DQALQLQVLNSR 891 902 88.3 27.2 75.6 2 0 0 1,384.7544
B_24 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 9 6.43% HSLPDIQLLQK 951 961 28.7 25.1 15.4 1 0 0 1,291.7371
B_24 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 9 6.43% SLPGSLANVVK 989 999 21.7 25.0 16.2 1 0 0 1,084.6361
B_25 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 12 7.82% GPCGWTGGSCPQR 236 248 24.6 25.0 24.6 2 0 0 1,419.5895
B_25 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 12 7.82% AQEQQSLIHTNQAESHTAVGR 284 304 61.0 27.3 57.3 0 2 0 2,305.1280
B_25 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 12 7.82% GVAEQQQQQGCGDPEVMQK 305 323 45.0 25.0 34.3 0 2 0 2,132.9339
B_25 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 12 7.82% TVSSLSEDLESTR 412 424 70.9 26.8 65.4 2 0 0 1,423.6911
B_25 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 12 7.82% LKEVHEQLLSTEQVSDQK 513 530 47.1 27.0 41.3 0 2 0 2,111.0981
B_25 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 12 7.82% DQALQLQVLNSR 891 902 88.0 27.5 57.6 2 0 0 1,384.7544
B_26 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.85% GPCGWTGGSCPQR 236 248 32.7 25.0 32.7 2 0 0 1,419.5895
B_26 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.85% AQEQQSLIHTNQAESHTAVGR 284 304 69.7 27.5 65.3 0 2 0 2,305.1280
B_26 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.85% GVAEQQQQQGCGDPEVMQK 305 323 37.5 25.0 37.5 0 1 0 2,132.9339
B_26 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.85% TVSSLSEDLESTR 412 424 43.2 27.0 38.3 1 0 0 1,423.6911
B_26 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.85% QTHLEGALEQEHSR 485 498 26.4 27.6 20.5 0 2 0 1,634.7882
B_26 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.85% LKEVHEQLLSTEQVSDQK 513 530 50.4 27.2 46.2 0 2 0 2,111.0981
B_26 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.85% DQALQLQVLNSR 891 902 98.6 27.5 76.4 2 0 0 1,384.7544
B_26 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 13 9.85% HSLPDIQLLQK 951 961 34.0 25.6 33.5 1 0 0 1,291.7371
B_27 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 16 11.20% KSNEQATSLNTVGGTGGIGGVGGTGGVGNR 148 177 30.9 27.0 30.1 0 1 0 2,702.3456
B_27 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 16 11.20% AQEQQSLIHTNQAESHTAVGR 284 304 70.6 27.5 67.9 0 2 0 2,305.1280
B_27 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 16 11.20% GVAEQQQQQGCGDPEVMQK 305 323 34.8 25.0 27.9 0 2 0 2,132.9339
B_27 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 16 11.20% TVSSLSEDLESTR 412 424 65.7 27.0 58.0 2 0 0 1,423.6911
B_27 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 16 11.20% LKEVHEQLLSTEQVSDQK 513 530 28.4 27.2 26.6 0 2 0 2,111.0981
B_27 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 16 11.20% EVHEQLLSTEQVSDQK 515 530 46.6 27.2 25.8 0 2 0 1,869.9190
B_27 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 16 11.20% DQALQLQVLNSR 891 902 80.2 27.5 55.5 2 0 0 1,384.7544
B_27 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 16 11.20% HSLPDIQLLQK 951 961 37.2 25.6 35.8 2 0 0 1,291.7371
B_27 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 16 11.20% LVEENALAPDFSK 1080 1092 67.0 28.4 64.6 1 0 0 1,432.7319
B_28 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 3 2.04% TVSSLSEDLESTR 412 424 85.0 26.8 80.2 1 0 0 1,423.6911
B_28 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 3 2.04% DQALQLQVLNSR 891 902 84.2 27.5 53.6 2 0 0 1,384.7544
B_29 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 7 5.70% AQEQQSLIHTNQAESHTAVGR 284 304 27.3 27.3 16.6 0 1 0 2,305.1280
B_29 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 7 5.70% TVSSLSEDLESTR 412 424 67.6 27.0 67.1 2 0 0 1,423.6911
B_29 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 7 5.70% DQALQLQVLNSR 891 902 79.7 27.2 67.7 2 0 0 1,384.7544
B_29 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 7 5.70% HSLPDIQLLQK 951 961 25.6 25.6 15.3 1 0 0 1,291.7371
B_29 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 7 5.70% LVEENALAPDFSK 1080 1092 31.1 28.6 20.2 1 0 0 1,432.7319
B_30 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 8 5.70% AQEQQSLIHTNQAESHTAVGR 284 304 25.0 27.3 22.9 0 1 0 2,305.1280
B_30 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 8 5.70% TVSSLSEDLESTR 412 424 64.7 26.8 58.6 2 0 0 1,423.6911
B_30 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 8 5.70% DQALQLQVLNSR 891 902 98.5 27.5 72.1 2 0 0 1,384.7544
B_30 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 8 5.70% HSLPDIQLLQK 951 961 23.8 25.6 13.2 1 0 0 1,291.7371
B_30 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 8 5.70% LVEENALAPDFSK 1080 1092 69.9 28.4 63.5 2 0 0 1,432.7319
B_31 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 3.83% DQALQLQVLNSR 891 902 76.3 27.2 45.5 2 0 0 1,384.7544
B_31 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 3.83% HSLPDIQLLQK 951 961 32.2 25.6 32.2 2 0 0 1,291.7371
B_31 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 3.83% SLPGSLANVVK 989 999 24.8 25.0 19.1 1 0 0 1,084.6361



B_31 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 3.83% LVEENALAPDFSK 1080 1092 50.9 28.4 50.9 1 0 0 1,432.7319
B_32 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 4 2.04% TVSSLSEDLESTR 412 424 71.6 26.8 65.6 2 0 0 1,423.6911
B_32 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 4 2.04% DQALQLQVLNSR 891 902 69.0 27.2 65.4 2 0 0 1,384.7544
C_18 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 2 3.50% KSNEQATSLNTVGGTGGIGGVGGTGGVGNR 148 177 58.7 26.9 51.8 0 1 0 2,702.3456
C_18 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 2 3.50% GPCGWTGGSCPQR 236 248 44.3 25.0 44.3 1 0 0 1,419.5895
C_23 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 4 2.52% GVAEQQQQQGCGDPEVMQK 305 323 40.3 25.0 37.5 0 2 0 2,132.9339
C_23 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 4 2.52% DQALQLQVLNSR 891 902 79.8 27.4 41.9 2 0 0 1,384.7544
C_24 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 17 9.69% AQEQQSLIHTNQAESHTAVGR 284 304 44.2 27.1 39.8 0 1 0 2,305.1280
C_24 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 17 9.69% TVSSLSEDLESTR 412 424 68.9 26.4 68.1 2 0 0 1,423.6911
C_24 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 17 9.69% QTHLEGALEQEHSR 485 498 34.4 26.8 29.5 0 2 0 1,634.7882
C_24 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 17 9.69% LKEVHEQLLSTEQVSDQK 513 530 58.5 26.9 53.0 0 2 0 2,111.0981
C_24 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 17 9.69% YNFVLQVAK 796 804 56.7 25.2 33.6 2 0 0 1,081.6040
C_24 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 17 9.69% GSVVTNERDQALQLQVLNSR 883 902 57.5 26.6 38.1 0 2 0 2,227.1790
C_24 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 17 9.69% DQALQLQVLNSR 891 902 91.2 27.4 58.0 2 0 0 1,384.7544
C_24 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 17 9.69% HSLPDIQLLQK 951 961 35.0 25.2 25.5 2 0 0 1,291.7371
C_24 Multimerin‐1 MMRN1_HUMAN 138,113 9 9 17 9.69% GLTEFVEPIIQIK 962 974 63.0 25.2 56.2 2 0 0 1,486.8518
C_25 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 23 12.10% GPCGWTGGSCPQR 236 248 59.5 25.0 59.5 2 0 0 1,419.5895
C_25 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 23 12.10% AQEQQSLIHTNQAESHTAVGR 284 304 61.2 27.2 61.2 0 2 0 2,305.1280
C_25 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 23 12.10% TVSSLSEDLESTR 412 424 71.5 26.7 68.5 2 0 0 1,423.6911
C_25 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 23 12.10% QTHLEGALEQEHSR 485 498 21.0 26.9 14.1 0 1 0 1,634.7882
C_25 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 23 12.10% LKEVHEQLLSTEQVSDQK 513 530 59.3 26.8 53.5 0 2 0 2,111.0981
C_25 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 23 12.10% YNFVLQVAK 796 804 54.7 25.1 28.8 2 0 0 1,081.6040
C_25 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 23 12.10% KGSVVTNERDQALQLQVLNSR 882 902 26.4 25.2 23.6 0 2 0 2,355.2740
C_25 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 23 12.10% GSVVTNERDQALQLQVLNSR 883 902 55.7 26.8 41.2 0 2 0 2,227.1790
C_25 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 23 12.10% DQALQLQVLNSR 891 902 83.3 27.4 61.3 2 0 0 1,384.7544
C_25 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 23 12.10% HSLPDIQLLQK 951 961 49.9 25.1 40.0 2 0 0 1,291.7371
C_25 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 23 12.10% GLTEFVEPIIQIK 962 974 56.4 25.2 44.4 2 0 0 1,486.8518
C_25 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 23 12.10% NTDNIIYPEEYSSCSR 1032 1047 31.7 25.0 22.4 2 0 0 1,947.8389
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% KSNEQATSLNTVGGTGGIGGVGGTGGVGNR 148 177 77.7 26.9 70.8 0 2 0 2,702.3456
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% LSPTVILDNQVTYVPGGK 218 235 27.9 25.9 26.0 2 0 0 1,901.0381
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% GPCGWTGGSCPQR 236 248 44.0 25.0 44.0 2 0 0 1,419.5895
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% AQEQQSLIHTNQAESHTAVGR 284 304 73.2 27.1 73.2 0 2 0 2,305.1280
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% GVAEQQQQQGCGDPEVMQK 305 323 57.9 25.0 40.6 2 2 0 2,132.9339
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% KIDNISLTVNDVR 341 353 20.5 27.7 18.2 0 1 0 1,486.8225
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% IFQNDMQETVAQLFK 397 411 70.2 27.1 57.9 2 0 0 1,827.8948
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% TVSSLSEDLESTR 412 424 60.3 26.6 54.8 2 0 0 1,423.6911
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% FVLVQENRPTLTDIVELR 443 460 26.1 25.0 26.1 0 2 0 2,142.1919
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% QTHLEGALEQEHSR 485 498 50.8 26.9 47.7 0 2 0 1,634.7882
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% LKEVHEQLLSTEQVSDQK 513 530 44.7 26.8 39.4 1 2 0 2,111.0981
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% QTMTYEQPKEAIVIRK 661 676 22.7 26.8 20.9 0 1 0 1,951.0320
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% YNFVLQVAK 796 804 47.7 25.2 25.6 2 0 0 1,081.6040
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% VTQTLIPYYISVKK 869 882 22.5 25.0 15.7 1 0 0 1,652.9623
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% KGSVVTNERDQALQLQVLNSR 882 902 52.7 25.2 51.8 0 2 2 2,355.2740
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% HSLPDIQLLQK 951 961 31.7 25.1 21.2 2 0 0 1,291.7371
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% GLTEFVEPIIQIK 962 974 58.0 25.6 48.2 2 0 0 1,486.8518
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% NTDNIIYPEEYSSCSR 1032 1047 51.0 25.0 44.4 2 0 0 1,947.8389
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% IPYLGVYVFK 1139 1148 30.3 25.6 19.7 2 0 0 1,198.6871
C_26 Multimerin‐1 MMRN1_HUMAN 138,113 20 24 44 25.80% LAFESENINSEIHCDR 1170 1185 59.5 25.0 53.1 2 2 0 1,933.8709
C_27 Multimerin‐1 MMRN1_HUMAN 138,113 11 11 22 14.30% KSNEQATSLNTVGGTGGIGGVGGTGGVGNR 148 177 83.0 26.9 81.7 0 2 0 2,702.3456
C_27 Multimerin‐1 MMRN1_HUMAN 138,113 11 11 22 14.30% AQEQQSLIHTNQAESHTAVGR 284 304 52.7 27.0 48.5 0 2 0 2,305.1280
C_27 Multimerin‐1 MMRN1_HUMAN 138,113 11 11 22 14.30% GVAEQQQQQGCGDPEVMQK 305 323 32.9 25.0 30.6 0 2 0 2,132.9339
C_27 Multimerin‐1 MMRN1_HUMAN 138,113 11 11 22 14.30% TVSSLSEDLESTR 412 424 71.4 26.3 66.8 2 0 0 1,423.6911
C_27 Multimerin‐1 MMRN1_HUMAN 138,113 11 11 22 14.30% QTHLEGALEQEHSR 485 498 30.5 27.0 26.9 0 2 0 1,634.7882
C_27 Multimerin‐1 MMRN1_HUMAN 138,113 11 11 22 14.30% LKEVHEQLLSTEQVSDQK 513 530 39.4 26.8 35.4 0 2 0 2,111.0981
C_27 Multimerin‐1 MMRN1_HUMAN 138,113 11 11 22 14.30% GSVVTNERDQALQLQVLNSR 883 902 45.5 26.6 29.5 0 2 0 2,227.1790
C_27 Multimerin‐1 MMRN1_HUMAN 138,113 11 11 22 14.30% DQALQLQVLNSR 891 902 87.8 27.2 57.3 2 0 0 1,384.7544
C_27 Multimerin‐1 MMRN1_HUMAN 138,113 11 11 22 14.30% HSLPDIQLLQK 951 961 65.5 25.2 57.0 2 0 0 1,291.7371
C_27 Multimerin‐1 MMRN1_HUMAN 138,113 11 11 22 14.30% GLTEFVEPIIQIK 962 974 68.1 25.6 59.8 2 0 0 1,486.8518
C_27 Multimerin‐1 MMRN1_HUMAN 138,113 11 11 22 14.30% LAFESENINSEIHCDR 1170 1185 40.6 25.0 39.1 0 2 0 1,933.8709
C_28 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 5.05% AQEQQSLIHTNQAESHTAVGR 284 304 25.3 27.1 17.8 0 1 0 2,305.1280
C_28 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 5.05% LKEVHEQLLSTEQVSDQK 513 530 46.5 26.9 41.6 0 2 0 2,111.0981
C_28 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 5.05% DQALQLQVLNSR 891 902 70.8 27.4 53.9 2 0 0 1,384.7544
C_28 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 5.05% HSLPDIQLLQK 951 961 21.9 26.1 20.7 1 0 0 1,291.7371
C_29 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 8.55% AQEQQSLIHTNQAESHTAVGR 284 304 45.3 27.3 42.8 0 2 0 2,305.1280
C_29 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 8.55% GVAEQQQQQGCGDPEVMQK 305 323 56.5 25.0 56.5 0 2 0 2,132.9339
C_29 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 8.55% TVSSLSEDLESTR 412 424 62.1 26.7 60.0 2 0 0 1,423.6911
C_29 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 8.55% LKEVHEQLLSTEQVSDQK 513 530 46.7 26.7 38.9 0 2 0 2,111.0981
C_29 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 8.55% DQALQLQVLNSR 891 902 83.0 27.2 52.6 2 0 0 1,384.7544
C_29 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 8.55% HSLPDIQLLQK 951 961 30.8 25.6 25.9 2 0 0 1,291.7371
C_29 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 8.55% SLPGSLANVVK 989 999 19.2 25.0 8.0 1 0 0 1,084.6361
C_30 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 22 15.30% KSNEQATSLNTVGGTGGIGGVGGTGGVGNR 148 177 66.2 27.0 57.2 0 1 0 2,702.3456
C_30 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 22 15.30% GPCGWTGGSCPQR 236 248 35.5 25.0 35.5 2 0 0 1,419.5895
C_30 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 22 15.30% AQEQQSLIHTNQAESHTAVGR 284 304 65.4 26.7 65.4 0 2 0 2,305.1280
C_30 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 22 15.30% GVAEQQQQQGCGDPEVMQK 305 323 33.8 25.0 30.7 0 2 0 2,132.9339
C_30 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 22 15.30% TVSSLSEDLESTR 412 424 68.4 26.6 61.8 2 0 0 1,423.6911
C_30 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 22 15.30% LKEVHEQLLSTEQVSDQK 513 530 39.6 26.8 34.3 0 2 0 2,111.0981
C_30 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 22 15.30% GSVVTNERDQALQLQVLNSR 883 902 49.1 26.6 37.2 0 2 0 2,227.1790
C_30 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 22 15.30% DQALQLQVLNSR 891 902 72.2 26.7 52.0 2 0 0 1,384.7544
C_30 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 22 15.30% HSLPDIQLLQK 951 961 40.1 25.2 22.4 2 0 0 1,291.7371
C_30 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 22 15.30% SLPGSLANVVK 989 999 27.5 25.0 23.3 1 0 0 1,084.6361
C_30 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 22 15.30% NTDNIIYPEEYSSCSR 1032 1047 36.1 25.0 36.1 2 0 0 1,947.8389
C_30 Multimerin‐1 MMRN1_HUMAN 138,113 12 12 22 15.30% LAFESENINSEIHCDR 1170 1185 26.6 25.0 23.8 0 2 0 1,933.8709
C_31 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 14 9.36% GPCGWTGGSCPQR 236 248 18.5 25.0 18.5 1 0 0 1,419.5895
C_31 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 14 9.36% AQEQQSLIHTNQAESHTAVGR 284 304 39.9 27.2 16.3 0 2 0 2,305.1280
C_31 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 14 9.36% TVSSLSEDLESTR 412 424 64.7 26.5 58.7 2 0 0 1,423.6911
C_31 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 14 9.36% QTHLEGALEQEHSR 485 498 25.3 27.3 23.6 0 1 0 1,634.7882
C_31 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 14 9.36% LKEVHEQLLSTEQVSDQK 513 530 36.8 26.9 29.9 0 2 0 2,111.0981
C_31 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 14 9.36% DQALQLQVLNSR 891 902 93.8 27.2 63.3 2 0 0 1,384.7544
C_31 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 14 9.36% HSLPDIQLLQK 951 961 29.0 25.6 22.1 2 0 0 1,291.7371
C_31 Multimerin‐1 MMRN1_HUMAN 138,113 8 8 14 9.36% LVEENALAPDFSK 1080 1092 56.1 28.1 51.6 2 0 0 1,432.7319
C_32 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 7 8.71% KSNEQATSLNTVGGTGGIGGVGGTGGVGNR 148 177 77.9 27.0 73.1 0 1 0 2,702.3456
C_32 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 7 8.71% AQEQQSLIHTNQAESHTAVGR 284 304 22.3 27.1 20.0 0 1 0 2,305.1280
C_32 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 7 8.71% TVSSLSEDLESTR 412 424 44.6 26.3 44.6 1 0 0 1,423.6911
C_32 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 7 8.71% LKEVHEQLLSTEQVSDQK 513 530 30.9 26.8 21.0 0 1 0 2,111.0981
C_32 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 7 8.71% DQALQLQVLNSR 891 902 80.7 27.4 51.4 2 0 0 1,384.7544
C_32 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 7 8.71% LVEENALAPDFSK 1080 1092 38.2 28.1 33.7 1 0 0 1,432.7319
E_29 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 3 1.79% YNFVLQVAK 796 804 34.8 25.5 22.3 2 0 0 1,081.6040
E_29 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 3 1.79% LVEENALAPDFSK 1080 1092 40.2 28.0 26.3 1 0 0 1,432.7319
E_32 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 3 1.79% YNFVLQVAK 796 804 38.1 25.1 26.0 2 0 0 1,081.6040
E_32 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 3 1.79% LVEENALAPDFSK 1080 1092 25.5 28.0 18.1 1 0 0 1,432.7319
H_21 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 3 2.04% TVSSLSEDLESTR 412 424 38.2 26.8 38.2 1 0 0 1,423.6911
H_21 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 3 2.04% DQALQLQVLNSR 891 902 69.7 27.2 39.5 2 0 0 1,384.7544
H_22 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 5 3.50% TVSSLSEDLESTR 412 424 68.8 26.8 65.2 2 0 0 1,423.6911
H_22 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 5 3.50% LKEVHEQLLSTEQVSDQK 513 530 39.4 27.1 33.8 0 1 0 2,111.0981
H_22 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 5 3.50% DQALQLQVLNSR 891 902 87.9 27.5 62.1 2 0 0 1,384.7544
I_20 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 3 2.04% TVSSLSEDLESTR 412 424 66.5 27.0 61.6 1 0 0 1,423.6911
I_20 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 3 2.04% DQALQLQVLNSR 891 902 92.1 27.2 59.3 2 0 0 1,384.7544
I_22 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 6 2.93% TVSSLSEDLESTR 412 424 56.7 27.0 52.6 2 0 0 1,423.6911
I_22 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 6 2.93% DQALQLQVLNSR 891 902 73.1 27.4 44.3 2 0 0 1,384.7544
I_22 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 6 2.93% HSLPDIQLLQK 951 961 29.7 25.6 25.1 2 0 0 1,291.7371
J_22 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 7 4.56% TVSSLSEDLESTR 412 424 54.3 27.5 49.0 2 0 0 1,423.6911
J_22 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 7 4.56% LKEVHEQLLSTEQVSDQK 513 530 31.3 26.9 25.9 0 1 0 2,111.0981



J_22 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 7 4.56% DQALQLQVLNSR 891 902 75.0 27.0 68.3 2 0 0 1,384.7544
J_22 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 7 4.56% LVEENALAPDFSK 1080 1092 45.4 28.3 36.7 2 0 0 1,432.7319
K_20 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 3 2.04% TVSSLSEDLESTR 412 424 63.9 27.0 59.8 2 0 0 1,423.6911
K_20 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 3 2.04% DQALQLQVLNSR 891 902 60.1 27.2 47.6 1 0 0 1,384.7544
K_21 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 4.80% AQEQQSLIHTNQAESHTAVGR 284 304 50.3 27.5 41.5 0 1 0 2,305.1280
K_21 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 4.80% TVSSLSEDLESTR 412 424 56.6 27.0 50.9 2 0 0 1,423.6911
K_21 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 4.80% DQALQLQVLNSR 891 902 81.5 27.5 63.1 2 0 0 1,384.7544
K_21 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 6 4.80% LVEENALAPDFSK 1080 1092 45.2 28.6 45.2 1 0 0 1,432.7319
K_22 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 12 10.00% KSNEQATSLNTVGGTGGIGGVGGTGGVGNR 148 177 50.8 26.8 38.2 0 1 0 2,702.3456
K_22 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 12 10.00% AQEQQSLIHTNQAESHTAVGR 284 304 31.5 27.4 26.6 0 2 0 2,305.1280
K_22 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 12 10.00% TVSSLSEDLESTR 412 424 60.3 27.0 57.2 2 0 0 1,423.6911
K_22 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 12 10.00% LKEVHEQLLSTEQVSDQK 513 530 63.0 27.0 54.4 0 2 0 2,111.0981
K_22 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 12 10.00% DQALQLQVLNSR 891 902 108.0 27.0 93.9 2 0 0 1,384.7544
K_22 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 12 10.00% NTDNIIYPEEYSSCSR 1032 1047 22.3 25.0 22.3 1 0 0 1,947.8389
K_22 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 12 10.00% LVEENALAPDFSK 1080 1092 77.8 28.6 72.1 2 0 0 1,432.7319
L_16 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 7 6.92% KSNEQATSLNTVGGTGGIGGVGGTGGVGNR 148 177 97.8 26.8 85.3 0 1 0 2,702.3456
L_16 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 7 6.92% AQEQQSLIHTNQAESHTAVGR 284 304 62.8 27.5 62.8 0 1 0 2,305.1280
L_16 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 7 6.92% MTDQVNYQAMK 324 334 35.0 25.0 35.0 1 0 0 1,360.5873
L_16 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 7 6.92% QTHLEGALEQEHSR 485 498 31.2 27.3 19.7 0 2 0 1,634.7882
L_16 Multimerin‐1 MMRN1_HUMAN 138,113 5 5 7 6.92% YNFVLQVAK 796 804 51.6 25.4 34.9 2 0 0 1,081.6040
M_16 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 4 1.71% YNFVLQVAK 796 804 46.2 25.0 32.3 2 0 0 1,081.6040
M_16 Multimerin‐1 MMRN1_HUMAN 138,113 2 2 4 1.71% DQALQLQVLNSR 891 902 84.3 27.4 68.1 2 0 0 1,384.7544
N_15 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 9 6.84% AQEQQSLIHTNQAESHTAVGR 284 304 41.8 27.4 41.8 0 1 0 2,305.1280
N_15 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 9 6.84% TVSSLSEDLESTR 412 424 54.1 27.4 50.4 2 0 0 1,423.6911
N_15 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 9 6.84% LKEVHEQLLSTEQVSDQK 513 530 32.5 27.0 30.0 0 1 0 2,111.0981
N_15 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 9 6.84% YNFVLQVAK 796 804 44.2 25.7 27.1 2 0 0 1,081.6040
N_15 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 9 6.84% DQALQLQVLNSR 891 902 103.0 27.5 88.6 2 0 0 1,384.7544
N_15 Multimerin‐1 MMRN1_HUMAN 138,113 6 6 9 6.84% HSLPDIQLLQK 951 961 30.9 25.0 21.4 1 0 0 1,291.7371
N_16 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 7.82% AQEQQSLIHTNQAESHTAVGR 284 304 51.8 27.5 51.2 0 2 0 2,305.1280
N_16 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 7.82% GVAEQQQQQGCGDPEVMQK 305 323 33.7 25.0 30.8 0 1 0 2,132.9339
N_16 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 7.82% MTDQVNYQAMK 324 334 56.4 25.0 56.4 2 0 0 1,360.5873
N_16 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 7.82% TVSSLSEDLESTR 412 424 60.6 27.4 58.6 2 0 0 1,423.6911
N_16 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 7.82% YNFVLQVAK 796 804 37.7 25.6 21.7 2 0 0 1,081.6040
N_16 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 7.82% DQALQLQVLNSR 891 902 98.9 27.4 86.6 2 0 0 1,384.7544
N_16 Multimerin‐1 MMRN1_HUMAN 138,113 7 7 13 7.82% HSLPDIQLLQK 951 961 30.5 25.0 21.8 2 0 0 1,291.7371
O_15 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 4 2.93% TVSSLSEDLESTR 412 424 64.1 27.4 60.7 2 0 0 1,423.6911
O_15 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 4 2.93% DQALQLQVLNSR 891 902 87.9 26.7 74.8 1 0 0 1,384.7544
O_15 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 4 2.93% SLPGSLANVVK 989 999 28.4 26.2 13.7 1 0 0 1,084.6361
Q_15 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 5 2.69% TVSSLSEDLESTR 412 424 62.1 27.4 57.5 2 0 0 1,423.6911
Q_15 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 5 2.69% YNFVLQVAK 796 804 42.4 25.6 26.0 2 0 0 1,081.6040
Q_15 Multimerin‐1 MMRN1_HUMAN 138,113 3 3 5 2.69% SLPGSLANVVK 989 999 27.2 26.2 17.8 1 0 0 1,084.6361
Q_16 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 4 4.32% AQEQQSLIHTNQAESHTAVGR 284 304 42.2 27.4 39.8 0 1 0 2,305.1280
Q_16 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 4 4.32% YNFVLQVAK 796 804 41.5 25.5 28.6 1 0 0 1,081.6040
Q_16 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 4 4.32% DQALQLQVLNSR 891 902 62.6 27.5 51.8 1 0 0 1,384.7544
Q_16 Multimerin‐1 MMRN1_HUMAN 138,113 4 4 4 4.32% SLPGSLANVVK 989 999 25.2 26.2 21.3 1 0 0 1,084.6361
B_04 Multimerin‐2 MMRN2_HUMAN 104,408 2 2 4 2.85% FLIHSQQPCPQGAPDCQK 77 94 25.7 25.6 18.8 0 2 0 2,110.9801
B_04 Multimerin‐2 MMRN2_HUMAN 104,408 2 2 4 2.85% EAEPLVDIR 798 806 30.6 25.3 29.6 2 0 0 1,041.5576
C_04 Multimerin‐2 MMRN2_HUMAN 104,408 2 2 4 2.85% FLIHSQQPCPQGAPDCQK 77 94 36.4 25.6 31.1 0 2 0 2,110.9801
C_04 Multimerin‐2 MMRN2_HUMAN 104,408 2 2 4 2.85% EAEPLVDIR 798 806 34.7 25.3 22.1 2 0 0 1,041.5576
C_05 Multimerin‐2 MMRN2_HUMAN 104,408 2 2 4 2.85% FLIHSQQPCPQGAPDCQK 77 94 32.0 25.6 25.3 0 2 0 2,110.9801
C_05 Multimerin‐2 MMRN2_HUMAN 104,408 2 2 4 2.85% EAEPLVDIR 798 806 34.7 25.3 20.9 2 0 0 1,041.5576
I_05 Multimerin‐2 MMRN2_HUMAN 104,408 2 2 4 2.85% FLIHSQQPCPQGAPDCQK 77 94 23.3 25.5 20.5 0 2 0 2,110.9801
I_05 Multimerin‐2 MMRN2_HUMAN 104,408 2 2 4 2.85% EAEPLVDIR 798 806 36.1 26.0 14.8 2 0 0 1,041.5576
J_05 Multimerin‐2 MMRN2_HUMAN 104,408 2 2 3 2.85% FLIHSQQPCPQGAPDCQK 77 94 18.2 25.5 14.5 0 1 0 2,110.9801
J_05 Multimerin‐2 MMRN2_HUMAN 104,408 2 2 3 2.85% EAEPLVDIR 798 806 29.1 26.0 20.4 2 0 0 1,041.5576
A_15 Moesin MOES_HUMAN 67,822 2 2 3 3.12% FVIKPIDK 255 262 20.4 25.0 14.2 1 0 0 959.5926
A_15 Moesin MOES_HUMAN 67,822 2 2 3 3.12% APDFVFYAPR 264 273 56.2 27.4 49.6 2 0 0 1,182.5942
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% KESPLLFK 72 79 38.5 25.2 21.1 2 0 0 961.5718
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% SGYLAGDKLLPQR 144 156 44.4 28.0 39.0 2 2 0 1,417.7800
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% IQVWHEEHR 172 180 59.9 27.7 58.6 2 0 0 1,233.6123
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% GMLREDAVLEYLK 181 193 36.6 27.7 33.4 0 2 0 1,552.8042
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% EDAVLEYLK 185 193 40.2 27.8 28.9 1 0 0 1,079.5620
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% FVIKPIDK 255 262 33.3 25.0 17.8 2 0 0 959.5926
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% KAPDFVFYAPR 263 273 45.0 27.9 41.5 2 0 0 1,310.6892
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% APDFVFYAPR 264 273 62.9 27.4 58.4 2 0 0 1,182.5942
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% ILALCMGNHELYMR 280 293 53.4 25.7 52.0 2 0 0 1,752.8231
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% RKPDTIEVQQMK 295 306 28.8 28.1 21.6 0 2 0 1,472.7892
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% ERQEAEEAKEALLQASR 392 408 71.2 27.9 63.6 2 0 1 1,957.9938
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% QEAEEAKEALLQASR 394 408 89.1 28.1 71.3 2 2 0 1,672.8501
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% KTQEQLALEMAELTAR 412 427 79.4 28.4 75.1 2 0 0 1,847.9534
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% TQEQLALEMAELTAR 413 427 106.0 27.2 98.1 2 2 0 1,719.8584
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% ESEAVEWQQK 439 448 36.9 25.0 32.7 4 0 0 1,233.5746
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% AQMVQEDLEK 449 458 29.3 25.0 22.9 2 0 0 1,206.5673
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% TAMSTPHVAEPAENEQDEQDENGAEASADLR 465 495 78.8 25.0 77.6 0 2 0 3,328.4145
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% ALTSELANAR 524 533 70.1 29.0 58.2 3 0 0 1,045.5636
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% ALTSELANARDESKK 524 538 28.9 28.3 21.9 1 0 0 1,632.8552
A_18 Moesin MOES_HUMAN 67,822 20 25 49 34.00% QRIDEFESM 569 577 38.2 25.0 38.2 3 0 0 1,170.5097
A_19 Moesin MOES_HUMAN 67,822 7 7 11 14.20% QLFDQVVK 28 35 30.6 28.6 8.7 2 0 0 976.5463
A_19 Moesin MOES_HUMAN 67,822 7 7 11 14.20% FVIKPIDKK 255 263 30.5 25.0 13.3 1 0 0 1,087.6876
A_19 Moesin MOES_HUMAN 67,822 7 7 11 14.20% APDFVFYAPR 264 273 63.5 26.7 57.1 2 0 0 1,182.5942
A_19 Moesin MOES_HUMAN 67,822 7 7 11 14.20% ILALCMGNHELYMR 280 293 24.7 26.0 13.8 1 0 0 1,752.8231
A_19 Moesin MOES_HUMAN 67,822 7 7 11 14.20% ERQEAEEAKEALLQASR 392 408 42.3 27.6 42.3 0 2 0 1,957.9938
A_19 Moesin MOES_HUMAN 67,822 7 7 11 14.20% TQEQLALEMAELTAR 413 427 91.8 27.2 87.3 2 0 0 1,719.8584
A_19 Moesin MOES_HUMAN 67,822 7 7 11 14.20% QRIDEFESM 569 577 23.2 25.0 18.2 1 0 0 1,170.5097
A_28 Moesin MOES_HUMAN 67,822 2 2 2 3.12% ALELEQER 372 379 34.0 26.9 15.0 1 0 0 987.5106
A_28 Moesin MOES_HUMAN 67,822 2 2 2 3.12% ALTSELANAR 524 533 21.9 29.0 4.9 1 0 0 1,045.5636
A_29 Moesin MOES_HUMAN 67,822 3 3 4 3.81% ALELEQER 372 379 32.5 26.9 22.2 1 0 0 987.5106
A_29 Moesin MOES_HUMAN 67,822 3 3 4 3.81% ALTSELANAR 524 533 39.0 28.1 27.9 2 0 0 1,045.5636
A_29 Moesin MOES_HUMAN 67,822 3 3 4 3.81% ALTSELANARDESK 524 537 32.2 28.3 24.5 1 0 0 1,504.7602
A_30 Moesin MOES_HUMAN 67,822 3 3 5 5.89% ALELEQER 372 379 31.7 26.8 8.9 1 0 0 987.5106
A_30 Moesin MOES_HUMAN 67,822 3 3 5 5.89% KTQEQLALEMAELTAR 412 427 39.2 28.4 26.6 0 2 0 1,847.9534
A_30 Moesin MOES_HUMAN 67,822 3 3 5 5.89% ALTSELANAR 524 533 57.0 29.0 37.0 2 0 0 1,045.5636
A_31 Moesin MOES_HUMAN 67,822 2 2 2 5.72% ERQEAEEAKEALLQASR 392 408 28.0 27.7 18.5 0 1 0 1,957.9938
A_31 Moesin MOES_HUMAN 67,822 2 2 2 5.72% KTQEQLALEMAELTAR 412 427 22.1 28.3 8.3 0 1 0 1,847.9534
A_32 Moesin MOES_HUMAN 67,822 4 4 4 7.45% APDFVFYAPR 264 273 21.8 26.9 21.8 1 0 0 1,182.5942
A_32 Moesin MOES_HUMAN 67,822 4 4 4 7.45% ALELEQER 372 379 34.8 26.9 19.8 1 0 0 987.5106
A_32 Moesin MOES_HUMAN 67,822 4 4 4 7.45% TQEQLALEMAELTAR 413 427 73.8 27.5 72.8 1 0 0 1,719.8584
A_32 Moesin MOES_HUMAN 67,822 4 4 4 7.45% ESEAVEWQQK 439 448 36.5 25.0 32.6 1 0 0 1,233.5746
B_11 Moesin MOES_HUMAN 67,822 2 2 2 2.95% QLFDQVVK 28 35 24.4 28.0 3.3 1 0 0 976.5463
B_11 Moesin MOES_HUMAN 67,822 2 2 2 2.95% EDAVLEYLK 185 193 31.6 28.5 29.2 1 0 0 1,079.5620
B_15 Moesin MOES_HUMAN 67,822 2 2 3 3.12% QLFDQVVK 28 35 39.8 28.6 22.1 1 0 0 976.5463
B_15 Moesin MOES_HUMAN 67,822 2 2 3 3.12% APDFVFYAPR 264 273 55.4 26.7 51.6 2 0 0 1,182.5942
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% QLFDQVVK 28 35 40.1 28.0 19.6 1 0 0 976.5463
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% EVWFFGLQYQDTK 41 53 62.7 27.4 48.2 1 0 0 1,660.8007
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% KESPLLFK 72 79 31.6 25.0 0.4 1 0 0 961.5718
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% SGYLAGDKLLPQR 144 156 29.8 27.6 29.8 1 0 0 1,417.7800
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% IQVWHEEHR 172 180 37.8 27.8 33.8 2 0 0 1,233.6123
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% GMLREDAVLEYLK 181 193 42.5 28.1 37.1 0 2 0 1,552.8042
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% EDAVLEYLK 185 193 46.9 27.7 33.7 2 0 0 1,079.5620
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% IAQDLEMYGVNYFSIK 194 209 72.2 27.8 58.0 2 0 0 1,890.9307
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% GSELWLGVDALGLNIYEQNDR 213 233 77.5 27.8 57.3 1 0 0 2,362.1676
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% FVIKPIDK 255 262 37.6 25.0 19.2 2 0 0 959.5926



B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% KAPDFVFYAPR 263 273 49.5 27.8 49.1 2 0 0 1,310.6892
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% APDFVFYAPR 264 273 54.3 26.7 49.8 2 0 0 1,182.5942
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% ILALCMGNHELYMR 280 293 59.4 25.9 46.4 2 1 0 1,752.8231
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% RKPDTIEVQQMK 295 306 24.9 28.6 8.4 0 2 0 1,488.7842
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% ALELEQER 372 379 49.7 26.8 17.2 2 0 0 987.5106
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% ERQEAEEAKEALLQASR 392 408 50.1 27.7 50.1 2 2 0 1,957.9938
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% QEAEEAKEALLQASR 394 408 58.2 28.0 46.3 2 1 0 1,672.8501
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% KTQEQLALEMAELTAR 412 427 94.1 28.5 90.2 3 0 0 1,847.9534
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% TQEQLALEMAELTAR 413 427 114.0 28.4 108.0 4 4 0 1,703.8634
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% ISQLEMAR 428 435 31.0 27.6 16.2 2 0 0 963.4929
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% AQMVQEDLEK 449 458 42.7 26.6 30.9 2 0 0 1,190.5723
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% TAMSTPHVAEPAENEQDEQDENGAEASADLR 465 495 120.0 25.0 120.0 0 2 0 3,328.4145
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% ALTSELANAR 524 533 70.5 27.8 61.8 4 0 0 1,045.5636
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% ALTSELANARDESK 524 537 58.6 28.3 48.5 2 0 0 1,504.7602
B_18 Moesin MOES_HUMAN 67,822 25 32 57 44.90% QRIDEFESM 569 577 21.5 25.0 21.5 1 0 0 1,170.5097
B_19 Moesin MOES_HUMAN 67,822 11 12 21 18.00% QLFDQVVK 28 35 36.9 28.6 17.0 1 0 0 976.5463
B_19 Moesin MOES_HUMAN 67,822 11 12 21 18.00% GMLREDAVLEYLK 181 193 43.9 28.1 27.2 2 2 0 1,552.8042
B_19 Moesin MOES_HUMAN 67,822 11 12 21 18.00% FVIKPIDK 255 262 27.0 25.0 16.2 2 0 0 959.5926
B_19 Moesin MOES_HUMAN 67,822 11 12 21 18.00% FVIKPIDKK 255 263 20.2 25.0 1.7 2 0 0 1,087.6876
B_19 Moesin MOES_HUMAN 67,822 11 12 21 18.00% APDFVFYAPR 264 273 56.1 26.7 46.5 2 0 0 1,182.5942
B_19 Moesin MOES_HUMAN 67,822 11 12 21 18.00% ILALCMGNHELYMR 280 293 18.0 26.4 9.0 0 2 0 1,736.8282
B_19 Moesin MOES_HUMAN 67,822 11 12 21 18.00% QEAEEAKEALLQASR 394 408 23.8 28.0 18.0 0 1 0 1,672.8501
B_19 Moesin MOES_HUMAN 67,822 11 12 21 18.00% KTQEQLALEMAELTAR 412 427 37.2 28.2 31.7 0 1 0 1,847.9534
B_19 Moesin MOES_HUMAN 67,822 11 12 21 18.00% TQEQLALEMAELTAR 413 427 85.0 27.5 83.7 2 0 0 1,719.8584
B_19 Moesin MOES_HUMAN 67,822 11 12 21 18.00% ALTSELANAR 524 533 86.9 28.0 71.4 2 0 0 1,045.5636
B_19 Moesin MOES_HUMAN 67,822 11 12 21 18.00% QRIDEFESM 569 577 28.8 25.0 28.8 2 0 0 1,170.5097
B_32 Moesin MOES_HUMAN 67,822 2 3 4 4.33% TQEQLALEMAELTAR 413 427 54.0 27.5 48.4 1 1 0 1,719.8584
B_32 Moesin MOES_HUMAN 67,822 2 3 4 4.33% ALTSELANAR 524 533 40.8 28.8 20.8 2 0 0 1,045.5636
C_15 Moesin MOES_HUMAN 67,822 2 2 2 4.68% APDFVFYAPR 264 273 38.2 26.7 38.2 1 0 0 1,182.5942
C_15 Moesin MOES_HUMAN 67,822 2 2 2 4.68% ERQEAEEAKEALLQASR 392 408 18.9 27.8 12.0 0 1 0 1,957.9938
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% QLFDQVVK 28 35 40.1 28.7 17.8 2 0 0 976.5463
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% KESPLLFK 72 79 45.4 25.1 15.6 2 0 0 961.5718
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% SGYLAGDKLLPQR 144 156 64.5 27.4 56.2 2 0 0 1,417.7800
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% GMLREDAVLEYLK 181 193 43.1 28.1 33.0 2 2 0 1,552.8042
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% FVIKPIDK 255 262 37.4 25.0 14.8 1 0 0 959.5926
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% FVIKPIDKK 255 263 21.0 25.0 11.9 1 0 0 1,087.6876
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% APDFVFYAPR 264 273 56.0 26.9 52.2 2 0 0 1,182.5942
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% ILALCMGNHELYMR 280 293 45.4 25.3 41.8 2 0 0 1,752.8231
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% ERQEAEEAKEALLQASR 392 408 70.8 27.8 55.7 2 2 0 1,957.9938
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% QEAEEAKEALLQASR 394 408 52.3 28.1 43.1 2 1 0 1,672.8501
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% KTQEQLALEMAELTAR 412 427 84.5 28.2 73.2 2 0 0 1,847.9534
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% TQEQLALEMAELTAR 413 427 81.9 27.2 74.0 2 2 0 1,719.8584
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% ESEAVEWQQK 439 448 36.5 25.0 34.1 2 0 0 1,233.5746
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% AQMVQEDLEK 449 458 26.8 25.9 18.4 1 0 0 1,190.5723
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% AQMVQEDLEKTR 449 460 40.2 27.0 27.8 2 0 0 1,463.7161
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% ALTSELANAR 524 533 74.9 28.9 56.0 2 0 0 1,045.5636
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% ALTSELANARDESK 524 537 59.9 28.1 49.3 2 0 0 1,504.7602
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% ALTSELANARDESKK 524 538 34.3 28.5 23.5 2 0 0 1,632.8552
C_18 Moesin MOES_HUMAN 67,822 19 23 41 26.70% QRIDEFESM 569 577 24.4 25.0 21.1 1 0 0 1,170.5097
C_19 Moesin MOES_HUMAN 67,822 5 5 8 10.70% APDFVFYAPR 264 273 54.6 27.4 43.9 2 0 0 1,182.5942
C_19 Moesin MOES_HUMAN 67,822 5 5 8 10.70% ERQEAEEAKEALLQASR 392 408 53.4 27.9 48.5 0 2 0 1,957.9938
C_19 Moesin MOES_HUMAN 67,822 5 5 8 10.70% TQEQLALEMAELTAR 413 427 51.4 27.4 49.2 1 0 0 1,719.8584
C_19 Moesin MOES_HUMAN 67,822 5 5 8 10.70% ESEAVEWQQK 439 448 23.5 25.0 18.2 1 0 0 1,233.5746
C_19 Moesin MOES_HUMAN 67,822 5 5 8 10.70% ALTSELANAR 524 533 50.5 28.9 31.0 2 0 0 1,045.5636
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% VTTMDAELEFAIQPNTTGK 9 27 85.0 27.0 80.4 2 3 0 2,082.0063
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% KESPLLFK 72 79 31.3 25.1 15.6 2 0 0 961.5718
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% SGYLAGDKLLPQR 144 156 30.9 27.8 26.9 0 2 0 1,417.7800
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% EDAVLEYLK 185 193 33.8 28.2 14.2 1 0 0 1,079.5620
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% IAQDLEMYGVNYFSIK 194 209 78.7 26.7 72.5 2 1 0 1,906.9257
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% KAPDFVFYAPR 263 273 41.2 27.7 35.5 2 0 0 1,310.6892
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% APDFVFYAPR 264 273 60.3 26.6 57.5 2 0 0 1,182.5942
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% ILALCMGNHELYMR 280 293 16.5 26.0 7.2 0 1 0 1,736.8282
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% RALELEQER 371 379 55.1 28.3 38.2 2 0 0 1,143.6117
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% ERQEAEEAKEALLQASR 392 408 40.8 28.0 29.5 0 2 0 1,957.9938
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% QEAEEAKEALLQASR 394 408 28.2 28.1 20.9 0 2 0 1,672.8501
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% KTQEQLALEMAELTAR 412 427 49.7 27.9 40.4 2 3 0 1,847.9534
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% TQEQLALEMAELTAR 413 427 99.2 27.8 95.9 4 1 0 1,703.8634
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% ISQLEMAR 428 435 34.3 27.6 18.0 3 0 0 963.4929
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% ESEAVEWQQK 439 448 23.6 25.0 23.6 1 0 0 1,233.5746
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% AQMVQEDLEK 449 458 44.7 25.0 32.5 3 0 0 1,206.5673
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% AQMVQEDLEKTR 449 460 22.4 27.0 13.0 0 1 0 1,463.7161
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% ALTSELANAR 524 533 87.1 29.0 76.7 2 0 0 1,045.5636
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% ALTSELANARDESK 524 537 57.5 28.0 47.2 2 0 0 1,504.7602
D_25 Moesin MOES_HUMAN 67,822 20 28 47 32.10% QRIDEFESM 569 577 22.9 25.0 20.8 1 0 0 1,170.5097
D_26 Moesin MOES_HUMAN 67,822 2 2 3 3.29% IGFPWSEIR 238 246 44.3 28.5 33.6 1 0 0 1,104.5837
D_26 Moesin MOES_HUMAN 67,822 2 2 3 3.29% APDFVFYAPR 264 273 63.4 26.9 59.4 2 0 0 1,182.5942
E_25 Moesin MOES_HUMAN 67,822 9 10 16 17.20% VTTMDAELEFAIQPNTTGK 9 27 46.5 26.9 42.4 0 2 0 2,082.0063
E_25 Moesin MOES_HUMAN 67,822 9 10 16 17.20% QLFDQVVK 28 35 29.7 28.5 8.3 2 0 0 976.5463
E_25 Moesin MOES_HUMAN 67,822 9 10 16 17.20% IGFPWSEIR 238 246 48.0 28.9 33.2 2 0 0 1,104.5837
E_25 Moesin MOES_HUMAN 67,822 9 10 16 17.20% APDFVFYAPR 264 273 60.8 26.6 54.9 2 0 0 1,182.5942
E_25 Moesin MOES_HUMAN 67,822 9 10 16 17.20% RALELEQER 371 379 34.9 28.1 26.2 2 0 0 1,143.6117
E_25 Moesin MOES_HUMAN 67,822 9 10 16 17.20% KTQEQLALEMAELTAR 412 427 28.3 28.3 25.9 0 1 0 1,847.9534
E_25 Moesin MOES_HUMAN 67,822 9 10 16 17.20% ISQLEMAR 428 435 22.9 27.8 11.3 1 0 0 963.4929
E_25 Moesin MOES_HUMAN 67,822 9 10 16 17.20% AQMVQEDLEK 449 458 37.8 25.0 24.2 2 0 0 1,206.5673
E_25 Moesin MOES_HUMAN 67,822 9 10 16 17.20% ALTSELANAR 524 533 72.7 29.0 59.7 2 0 0 1,045.5636
F_16 Moesin MOES_HUMAN 67,822 3 3 5 6.07% QLFDQVVK 28 35 58.1 28.0 28.0 2 0 0 976.5463
F_16 Moesin MOES_HUMAN 67,822 3 3 5 6.07% APDFVFYAPR 264 273 37.9 26.7 37.9 2 0 0 1,182.5942
F_16 Moesin MOES_HUMAN 67,822 3 3 5 6.07% ERQEAEEAKEALLQASR 392 408 36.1 27.8 30.3 0 1 0 1,957.9938
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% SGYLAGDKLLPQR 144 156 77.8 27.4 70.5 2 0 0 1,417.7800
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% FVIKPIDK 255 262 35.2 25.0 14.5 2 0 0 959.5926
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% KAPDFVFYAPR 263 273 29.5 27.9 29.5 1 0 0 1,310.6892
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% APDFVFYAPR 264 273 64.0 27.4 59.0 2 0 0 1,182.5942
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% ERQEAEEAKEALLQASR 392 408 52.5 27.7 46.8 2 2 2 1,957.9938
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% QEAEEAKEALLQASR 394 408 67.2 28.1 59.7 2 2 0 1,672.8501
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% KTQEQLALEMAELTAR 412 427 52.7 28.4 48.7 1 0 0 1,847.9534
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% TQEQLALEMAELTAR 413 427 91.7 27.2 82.2 3 0 0 1,719.8584
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% AQMVQEDLEK 449 458 23.9 25.4 14.7 1 0 0 1,206.5673
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% ALTSELANAR 524 533 66.2 28.1 52.5 2 0 0 1,045.5636
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% ALTSELANARDESK 524 537 71.2 28.1 59.7 2 0 0 1,504.7602
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% ALTSELANARDESKK 524 538 18.5 28.4 6.9 0 1 0 1,632.8552
H_15 Moesin MOES_HUMAN 67,822 13 17 29 17.20% QRIDEFESM 569 577 34.5 25.0 4.9 2 0 0 1,154.5147
H_16 Moesin MOES_HUMAN 67,822 4 5 8 7.80% IGFPWSEIR 238 246 27.8 28.8 17.8 1 0 0 1,104.5837
H_16 Moesin MOES_HUMAN 67,822 4 5 8 7.80% APDFVFYAPR 264 273 53.4 26.7 51.4 2 0 0 1,182.5942
H_16 Moesin MOES_HUMAN 67,822 4 5 8 7.80% ERQEAEEAKEALLQASR 392 408 51.7 27.7 46.1 0 2 2 1,957.9938
H_16 Moesin MOES_HUMAN 67,822 4 5 8 7.80% QRIDEFESM 569 577 24.6 25.0 4.5 1 0 0 1,154.5147
H_17 Moesin MOES_HUMAN 67,822 3 3 5 6.41% SGYLAGDKLLPQR 144 156 27.2 27.5 20.1 0 1 0 1,417.7800
H_17 Moesin MOES_HUMAN 67,822 3 3 5 6.41% APDFVFYAPR 264 273 56.5 26.5 48.4 2 0 0 1,182.5942
H_17 Moesin MOES_HUMAN 67,822 3 3 5 6.41% ALTSELANARDESK 524 537 30.7 28.4 20.4 2 0 0 1,504.7602
H_19 Moesin MOES_HUMAN 67,822 4 4 6 6.76% APDFVFYAPR 264 273 67.5 26.7 67.5 2 0 0 1,182.5942
H_19 Moesin MOES_HUMAN 67,822 4 4 6 6.76% QEAEEAKEALLQASR 394 408 21.2 28.1 18.6 0 1 0 1,672.8501
H_19 Moesin MOES_HUMAN 67,822 4 4 6 6.76% ALTSELANAR 524 533 33.4 28.8 25.0 2 0 0 1,045.5636
H_19 Moesin MOES_HUMAN 67,822 4 4 6 6.76% ALTSELANARDESK 524 537 37.2 28.1 27.0 1 0 0 1,504.7602



H_20 Moesin MOES_HUMAN 67,822 5 5 9 8.49% QLFDQVVK 28 35 50.7 28.0 31.3 2 0 0 976.5463
H_20 Moesin MOES_HUMAN 67,822 5 5 9 8.49% APDFVFYAPR 264 273 69.5 26.7 65.5 2 0 0 1,182.5942
H_20 Moesin MOES_HUMAN 67,822 5 5 9 8.49% ERQEAEEAKEALLQASR 392 408 60.3 27.7 60.3 0 2 0 1,957.9938
H_20 Moesin MOES_HUMAN 67,822 5 5 9 8.49% ALTSELANAR 524 533 44.1 28.8 36.0 2 0 0 1,045.5636
H_20 Moesin MOES_HUMAN 67,822 5 5 9 8.49% ALTSELANARDESK 524 537 26.0 28.4 24.3 1 0 0 1,504.7602
H_21 Moesin MOES_HUMAN 67,822 7 7 13 10.70% QLFDQVVK 28 35 33.8 27.7 13.2 2 0 0 976.5463
H_21 Moesin MOES_HUMAN 67,822 7 7 13 10.70% SGYLAGDKLLPQR 144 156 27.5 27.5 21.2 1 0 0 1,417.7800
H_21 Moesin MOES_HUMAN 67,822 7 7 13 10.70% APDFVFYAPR 264 273 60.1 26.7 57.2 2 0 0 1,182.5942
H_21 Moesin MOES_HUMAN 67,822 7 7 13 10.70% ERQEAEEAKEALLQASR 392 408 37.8 27.5 29.3 0 2 0 1,957.9938
H_21 Moesin MOES_HUMAN 67,822 7 7 13 10.70% QEAEEAKEALLQASR 394 408 37.9 28.0 27.5 0 2 0 1,672.8501
H_21 Moesin MOES_HUMAN 67,822 7 7 13 10.70% ALTSELANAR 524 533 32.8 28.0 24.9 2 0 0 1,045.5636
H_21 Moesin MOES_HUMAN 67,822 7 7 13 10.70% ALTSELANARDESK 524 537 30.3 28.4 25.3 2 0 0 1,504.7602
H_22 Moesin MOES_HUMAN 67,822 3 3 5 6.41% SGYLAGDKLLPQR 144 156 31.6 27.5 20.1 0 2 0 1,417.7800
H_22 Moesin MOES_HUMAN 67,822 3 3 5 6.41% APDFVFYAPR 264 273 75.5 26.7 67.2 2 0 0 1,182.5942
H_22 Moesin MOES_HUMAN 67,822 3 3 5 6.41% ALTSELANARDESK 524 537 34.8 28.6 34.7 1 0 0 1,504.7602
H_23 Moesin MOES_HUMAN 67,822 4 4 7 7.11% APDFVFYAPR 264 273 54.8 26.7 49.0 2 0 0 1,182.5942
H_23 Moesin MOES_HUMAN 67,822 4 4 7 7.11% ERQEAEEAKEALLQASR 392 408 43.8 27.7 38.1 0 2 0 1,957.9938
H_23 Moesin MOES_HUMAN 67,822 4 4 7 7.11% ALTSELANAR 524 533 44.2 27.8 22.7 2 0 0 1,045.5636
H_23 Moesin MOES_HUMAN 67,822 4 4 7 7.11% ALTSELANARDESK 524 537 24.8 28.1 15.4 1 0 0 1,504.7602
H_24 Moesin MOES_HUMAN 67,822 8 9 15 15.90% QLFDQVVK 28 35 31.6 27.7 0.0 1 0 0 976.5463
H_24 Moesin MOES_HUMAN 67,822 8 9 15 15.90% SGYLAGDKLLPQR 144 156 29.6 27.4 25.0 1 2 0 1,417.7800
H_24 Moesin MOES_HUMAN 67,822 8 9 15 15.90% IGFPWSEIR 238 246 25.5 28.8 11.6 1 0 0 1,104.5837
H_24 Moesin MOES_HUMAN 67,822 8 9 15 15.90% FVIKPIDK 255 262 35.0 25.0 25.1 2 0 0 959.5926
H_24 Moesin MOES_HUMAN 67,822 8 9 15 15.90% APDFVFYAPR 264 273 74.0 26.7 66.7 2 0 0 1,182.5942
H_24 Moesin MOES_HUMAN 67,822 8 9 15 15.90% QEAEEAKEALLQASR 394 408 53.0 28.1 37.5 2 0 0 1,672.8501
H_24 Moesin MOES_HUMAN 67,822 8 9 15 15.90% TQEQLALEMAELTAR 413 427 78.6 27.8 63.6 2 0 0 1,719.8584
H_24 Moesin MOES_HUMAN 67,822 8 9 15 15.90% ALTSELANARDESK 524 537 29.7 28.1 20.7 2 0 0 1,504.7602
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% VTTMDAELEFAIQPNTTGK 9 27 61.7 27.2 56.9 2 0 0 2,082.0063
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% YGDFNKEVHKSGYLAGDK 134 151 31.1 26.7 31.1 0 2 0 2,027.9823
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% SGYLAGDKLLPQR 144 156 54.1 27.4 35.4 2 2 0 1,417.7800
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% VLEQHKLNKDQWEER 157 171 37.1 27.1 31.8 0 2 0 1,951.9986
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% EDAVLEYLK 185 193 40.1 28.5 18.3 2 0 0 1,079.5620
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% APDFVFYAPR 264 273 66.8 26.7 59.4 3 0 0 1,182.5942
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% QIEEQTKKAQQELEEQTR 353 370 27.4 28.4 25.9 0 2 0 2,216.1156
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% ERQEAEEAKEALLQASR 392 408 57.8 27.6 56.6 2 2 2 1,957.9938
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% QEAEEAKEALLQASR 394 408 73.6 28.1 64.1 2 2 0 1,672.8501
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% KTQEQLALEMAELTAR 412 427 49.3 28.4 42.8 1 0 0 1,847.9534
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% TQEQLALEMAELTAR 413 427 87.6 28.3 79.5 4 2 0 1,703.8634
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% ALTSELANAR 524 533 57.0 28.1 43.0 2 0 0 1,045.5636
I_15 Moesin MOES_HUMAN 67,822 13 19 38 24.40% ALTSELANARDESK 524 537 83.1 28.1 72.2 2 0 0 1,504.7602
I_16 Moesin MOES_HUMAN 67,822 4 4 6 7.11% SGYLAGDKLLPQR 144 156 26.9 27.5 21.5 1 0 0 1,417.7800
I_16 Moesin MOES_HUMAN 67,822 4 4 6 7.11% KAPDFVFYAPR 263 273 25.9 27.8 25.3 1 0 0 1,310.6892
I_16 Moesin MOES_HUMAN 67,822 4 4 6 7.11% APDFVFYAPR 264 273 62.5 27.4 56.3 2 0 0 1,182.5942
I_16 Moesin MOES_HUMAN 67,822 4 4 6 7.11% ERQEAEEAKEALLQASR 392 408 44.6 27.7 38.8 0 2 0 1,957.9938
I_17 Moesin MOES_HUMAN 67,822 2 2 3 3.99% SGYLAGDKLLPQR 144 156 23.4 27.3 18.4 0 1 0 1,417.7800
I_17 Moesin MOES_HUMAN 67,822 2 2 3 3.99% APDFVFYAPR 264 273 48.8 26.7 48.8 2 0 0 1,182.5942
I_20 Moesin MOES_HUMAN 67,822 2 2 3 3.12% QLFDQVVK 28 35 22.7 28.0 0.8 1 0 0 976.5463
I_20 Moesin MOES_HUMAN 67,822 2 2 3 3.12% APDFVFYAPR 264 273 67.2 26.7 62.3 2 0 0 1,182.5942
I_24 Moesin MOES_HUMAN 67,822 4 5 7 6.93% SGYLAGDKLLPQR 144 156 38.0 27.5 38.0 2 1 0 1,417.7800
I_24 Moesin MOES_HUMAN 67,822 4 5 7 6.93% APDFVFYAPR 264 273 55.9 26.7 55.9 2 0 0 1,182.5942
I_24 Moesin MOES_HUMAN 67,822 4 5 7 6.93% ERQEAEEAKEALLQASR 392 408 22.9 27.7 20.1 0 1 0 1,957.9938
I_24 Moesin MOES_HUMAN 67,822 4 5 7 6.93% QEAEEAKEALLQASR 394 408 26.3 28.0 20.4 0 1 0 1,672.8501
J_15 Moesin MOES_HUMAN 67,822 8 8 16 13.50% QLFDQVVK 28 35 42.8 28.5 19.7 1 0 0 976.5463
J_15 Moesin MOES_HUMAN 67,822 8 8 16 13.50% EDAVLEYLK 185 193 36.9 28.2 22.5 2 0 0 1,079.5620
J_15 Moesin MOES_HUMAN 67,822 8 8 16 13.50% FVIKPIDK 255 262 25.6 25.0 12.4 2 0 0 959.5926
J_15 Moesin MOES_HUMAN 67,822 8 8 16 13.50% KAPDFVFYAPR 263 273 31.0 27.4 26.6 2 0 0 1,310.6892
J_15 Moesin MOES_HUMAN 67,822 8 8 16 13.50% APDFVFYAPR 264 273 53.9 26.5 50.2 2 0 0 1,182.5942
J_15 Moesin MOES_HUMAN 67,822 8 8 16 13.50% ERQEAEEAKEALLQASR 392 408 45.4 27.4 44.8 0 2 0 1,957.9938
J_15 Moesin MOES_HUMAN 67,822 8 8 16 13.50% TQEQLALEMAELTAR 413 427 70.3 27.8 67.1 2 0 0 1,719.8584
J_15 Moesin MOES_HUMAN 67,822 8 8 16 13.50% ALTSELANAR 524 533 60.1 29.1 38.0 3 0 0 1,045.5636
J_16 Moesin MOES_HUMAN 67,822 5 5 8 7.80% QLFDQVVK 28 35 49.3 28.5 28.6 2 0 0 976.5463
J_16 Moesin MOES_HUMAN 67,822 5 5 8 7.80% APDFVFYAPR 264 273 60.0 26.4 58.7 2 0 0 1,182.5942
J_16 Moesin MOES_HUMAN 67,822 5 5 8 7.80% ERQEAEEAKEALLQASR 392 408 25.0 27.3 17.5 0 1 0 1,957.9938
J_16 Moesin MOES_HUMAN 67,822 5 5 8 7.80% QEAEEAKEALLQASR 394 408 49.5 28.1 46.0 0 2 0 1,672.8501
J_16 Moesin MOES_HUMAN 67,822 5 5 8 7.80% AQMVQEDLEK 449 458 22.1 26.7 7.9 1 0 0 1,190.5723
J_24 Moesin MOES_HUMAN 67,822 3 3 4 6.41% APDFVFYAPR 264 273 46.7 26.9 44.0 2 0 0 1,182.5942
J_24 Moesin MOES_HUMAN 67,822 3 3 4 6.41% ERQEAEEAKEALLQASR 392 408 27.5 27.5 22.5 0 1 0 1,957.9938
J_24 Moesin MOES_HUMAN 67,822 3 3 4 6.41% ALTSELANAR 524 533 34.9 28.9 21.9 1 0 0 1,045.5636
K_14 Moesin MOES_HUMAN 67,822 2 2 3 4.68% APDFVFYAPR 264 273 53.3 26.7 47.0 1 0 0 1,182.5942
K_14 Moesin MOES_HUMAN 67,822 2 2 3 4.68% ERQEAEEAKEALLQASR 392 408 38.6 27.4 32.2 0 2 0 1,957.9938
K_15 Moesin MOES_HUMAN 67,822 12 16 33 20.50% SGYLAGDKLLPQR 144 156 64.6 27.6 61.7 2 2 0 1,417.7800
K_15 Moesin MOES_HUMAN 67,822 12 16 33 20.50% VLEQHKLNKDQWEER 157 171 25.5 27.4 19.4 0 1 0 1,951.9986
K_15 Moesin MOES_HUMAN 67,822 12 16 33 20.50% EDAVLEYLK 185 193 36.2 27.8 22.5 2 0 0 1,079.5620
K_15 Moesin MOES_HUMAN 67,822 12 16 33 20.50% IGFPWSEIR 238 246 56.9 28.8 40.7 2 0 0 1,104.5837
K_15 Moesin MOES_HUMAN 67,822 12 16 33 20.50% FVIKPIDK 255 262 37.9 25.0 12.8 2 0 0 959.5926
K_15 Moesin MOES_HUMAN 67,822 12 16 33 20.50% APDFVFYAPR 264 273 54.2 26.7 50.5 4 0 0 1,182.5942
K_15 Moesin MOES_HUMAN 67,822 12 16 33 20.50% ERQEAEEAKEALLQASR 392 408 55.4 27.5 52.2 2 2 2 1,957.9938
K_15 Moesin MOES_HUMAN 67,822 12 16 33 20.50% QEAEEAKEALLQASR 394 408 95.3 28.1 76.6 2 0 0 1,672.8501
K_15 Moesin MOES_HUMAN 67,822 12 16 33 20.50% TQEQLALEMAELTAR 413 427 91.2 27.7 85.7 2 2 0 1,719.8584
K_15 Moesin MOES_HUMAN 67,822 12 16 33 20.50% ISQLEMAR 428 435 32.3 27.9 14.4 2 0 0 963.4929
K_15 Moesin MOES_HUMAN 67,822 12 16 33 20.50% ALTSELANAR 524 533 67.6 28.8 50.5 2 0 0 1,045.5636
K_15 Moesin MOES_HUMAN 67,822 12 16 33 20.50% ALTSELANARDESK 524 537 57.9 28.3 47.9 2 0 0 1,504.7602
K_16 Moesin MOES_HUMAN 67,822 5 5 7 10.10% IGFPWSEIR 238 246 27.8 28.8 14.6 1 0 0 1,104.5837
K_16 Moesin MOES_HUMAN 67,822 5 5 7 10.10% FVIKPIDK 255 262 21.8 25.0 16.6 1 0 0 959.5926
K_16 Moesin MOES_HUMAN 67,822 5 5 7 10.10% APDFVFYAPR 264 273 62.9 26.7 57.4 2 0 0 1,182.5942
K_16 Moesin MOES_HUMAN 67,822 5 5 7 10.10% ERQEAEEAKEALLQASR 392 408 45.5 27.7 43.7 0 2 0 1,957.9938
K_16 Moesin MOES_HUMAN 67,822 5 5 7 10.10% ALTSELANARDESK 524 537 33.8 28.4 23.0 1 0 0 1,504.7602
K_21 Moesin MOES_HUMAN 67,822 2 2 3 4.68% APDFVFYAPR 264 273 56.2 26.7 45.2 2 0 0 1,182.5942
K_21 Moesin MOES_HUMAN 67,822 2 2 3 4.68% ERQEAEEAKEALLQASR 392 408 24.3 27.8 20.0 0 1 0 1,957.9938
K_24 Moesin MOES_HUMAN 67,822 6 7 8 10.60% ERQEAEEAKEALLQASR 392 408 28.1 27.6 21.1 0 1 0 1,957.9938
K_24 Moesin MOES_HUMAN 67,822 6 7 8 10.60% ISQLEMAR 428 435 44.2 28.6 29.7 2 0 0 947.4979
K_24 Moesin MOES_HUMAN 67,822 6 7 8 10.60% AQMVQEDLEK 449 458 28.5 26.3 18.4 1 0 0 1,190.5723
K_24 Moesin MOES_HUMAN 67,822 6 7 8 10.60% ALTSELANAR 524 533 24.8 28.9 10.9 1 0 0 1,045.5636
K_24 Moesin MOES_HUMAN 67,822 6 7 8 10.60% ALTSELANARDESK 524 537 30.7 28.5 19.8 1 0 0 1,504.7602
K_24 Moesin MOES_HUMAN 67,822 6 7 8 10.60% TANDMIHAENMR 539 550 28.2 25.0 24.6 1 1 0 1,402.6202
L_08 Moesin MOES_HUMAN 67,822 2 2 4 3.47% APDFVFYAPR 264 273 52.9 26.4 52.4 2 0 0 1,182.5942
L_08 Moesin MOES_HUMAN 67,822 2 2 4 3.47% ALTSELANAR 524 533 63.5 28.9 50.4 2 0 0 1,045.5636
L_09 Moesin MOES_HUMAN 67,822 3 3 4 4.68% IGFPWSEIR 238 246 27.3 28.9 13.8 1 0 0 1,104.5837
L_09 Moesin MOES_HUMAN 67,822 3 3 4 4.68% APDFVFYAPR 264 273 63.9 26.9 59.7 2 0 0 1,182.5942
L_09 Moesin MOES_HUMAN 67,822 3 3 4 4.68% ISQLEMAR 428 435 38.3 27.8 20.3 1 0 0 963.4929
L_10 Moesin MOES_HUMAN 67,822 4 4 7 9.88% KAPDFVFYAPR 263 273 43.4 27.4 43.4 1 0 0 1,310.6892
L_10 Moesin MOES_HUMAN 67,822 4 4 7 9.88% ERQEAEEAKEALLQASR 392 408 44.0 27.4 42.0 0 2 0 1,957.9938
L_10 Moesin MOES_HUMAN 67,822 4 4 7 9.88% TQEQLALEMAELTAR 413 427 78.3 27.8 77.6 2 0 0 1,719.8584
L_10 Moesin MOES_HUMAN 67,822 4 4 7 9.88% ALTSELANARDESK 524 537 37.3 28.7 31.1 2 0 0 1,504.7602
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% VTTMDAELEFAIQPNTTGK 9 27 88.2 27.4 88.2 2 0 0 2,082.0063
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% GMLREDAVLEYLK 181 193 34.5 27.9 26.4 2 1 0 1,552.8042
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% EDAVLEYLK 185 193 38.0 28.5 24.2 2 0 0 1,079.5620
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% KAPDFVFYAPR 263 273 45.0 27.2 45.0 1 0 0 1,310.6892
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% APDFVFYAPR 264 273 55.5 26.8 51.0 2 0 0 1,182.5942
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% ILALCMGNHELYMR 280 293 44.7 26.0 42.4 1 0 0 1,752.8231
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% RKPDTIEVQQMK 295 306 24.3 28.1 9.0 1 3 0 1,488.7842
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% ALELEQER 372 379 43.4 28.1 26.6 1 0 0 987.5106



L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% ERQEAEEAKEALLQASR 392 408 57.5 27.4 49.2 1 2 0 1,957.9938
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% QEAEEAKEALLQASR 394 408 73.4 28.2 64.1 2 0 0 1,672.8501
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% DQKKTQEQLALEMAELTAR 409 427 47.6 27.8 39.5 0 1 0 2,219.1340
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% KTQEQLALEMAELTAR 412 427 104.0 28.2 95.0 4 2 0 1,847.9534
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% TQEQLALEMAELTAR 413 427 106.0 28.0 98.7 4 2 0 1,703.8634
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% ISQLEMAR 428 435 48.2 28.5 22.5 6 0 0 947.4979
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% AQMVQEDLEK 449 458 26.7 25.7 15.6 1 0 0 1,206.5673
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% AQMVQEDLEKTR 449 460 25.7 27.6 19.0 0 2 0 1,463.7161
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% TAMSTPHVAEPAENEQDEQDENGAEASADLR 465 495 81.1 25.0 81.0 0 2 0 3,328.4145
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% ALTSELANAR 524 533 72.8 28.9 60.1 2 0 0 1,045.5636
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% ALTSELANARDESKK 524 538 39.7 28.2 30.5 2 0 0 1,632.8552
L_11 Moesin MOES_HUMAN 67,822 20 29 51 32.60% QRIDEFESM 569 577 32.6 25.0 7.4 2 0 0 1,154.5147
L_12 Moesin MOES_HUMAN 67,822 5 6 8 9.71% ERQEAEEAKEALLQASR 392 408 51.8 27.4 45.9 0 2 1 1,957.9938
L_12 Moesin MOES_HUMAN 67,822 5 6 8 9.71% KTQEQLALEMAELTAR 412 427 33.4 28.2 22.1 0 1 0 1,847.9534
L_12 Moesin MOES_HUMAN 67,822 5 6 8 9.71% TQEQLALEMAELTAR 413 427 64.9 27.9 64.9 2 0 0 1,719.8584
L_12 Moesin MOES_HUMAN 67,822 5 6 8 9.71% ALTSELANARDESK 524 537 30.5 28.4 23.2 1 0 0 1,504.7602
L_12 Moesin MOES_HUMAN 67,822 5 6 8 9.71% QRIDEFESM 569 577 24.1 25.0 24.1 1 0 0 1,170.5097
L_13 Moesin MOES_HUMAN 67,822 8 8 14 16.80% VTTMDAELEFAIQPNTTGK 9 27 68.2 27.1 62.2 2 0 0 2,082.0063
L_13 Moesin MOES_HUMAN 67,822 8 8 14 16.80% IGFPWSEIR 238 246 31.5 28.8 20.2 1 0 0 1,104.5837
L_13 Moesin MOES_HUMAN 67,822 8 8 14 16.80% APDFVFYAPR 264 273 62.5 26.9 57.1 2 0 0 1,182.5942
L_13 Moesin MOES_HUMAN 67,822 8 8 14 16.80% RKPDTIEVQQMK 295 306 24.9 28.2 10.1 0 2 0 1,488.7842
L_13 Moesin MOES_HUMAN 67,822 8 8 14 16.80% ERQEAEEAKEALLQASR 392 408 45.8 27.4 39.6 0 2 0 1,957.9938
L_13 Moesin MOES_HUMAN 67,822 8 8 14 16.80% KTQEQLALEMAELTAR 412 427 40.9 28.2 39.7 0 2 0 1,847.9534
L_13 Moesin MOES_HUMAN 67,822 8 8 14 16.80% TQEQLALEMAELTAR 413 427 80.1 27.4 75.8 2 0 0 1,719.8584
L_13 Moesin MOES_HUMAN 67,822 8 8 14 16.80% ALTSELANARDESK 524 537 30.9 28.4 24.8 1 0 0 1,504.7602
L_14 Moesin MOES_HUMAN 67,822 7 7 10 10.20% FVIKPIDK 255 262 26.0 25.0 13.7 1 0 0 959.5926
L_14 Moesin MOES_HUMAN 67,822 7 7 10 10.20% APDFVFYAPR 264 273 60.2 26.4 53.1 2 0 0 1,182.5942
L_14 Moesin MOES_HUMAN 67,822 7 7 10 10.20% ERQEAEEAKEALLQASR 392 408 35.5 27.5 32.8 0 1 0 1,957.9938
L_14 Moesin MOES_HUMAN 67,822 7 7 10 10.20% QEAEEAKEALLQASR 394 408 53.1 28.1 48.5 0 1 0 1,672.8501
L_14 Moesin MOES_HUMAN 67,822 7 7 10 10.20% KTQEQLALEMAELTAR 412 427 38.4 28.1 24.6 0 2 0 1,847.9534
L_14 Moesin MOES_HUMAN 67,822 7 7 10 10.20% TQEQLALEMAELTAR 413 427 88.7 27.3 88.3 2 0 0 1,719.8584
L_14 Moesin MOES_HUMAN 67,822 7 7 10 10.20% ISQLEMAR 428 435 23.2 27.8 5.3 1 0 0 963.4929
L_15 Moesin MOES_HUMAN 67,822 4 4 8 6.24% APDFVFYAPR 264 273 62.6 26.9 55.9 2 0 0 1,182.5942
L_15 Moesin MOES_HUMAN 67,822 4 4 8 6.24% KTQEQLALEMAELTAR 412 427 31.2 28.5 23.4 0 2 0 1,847.9534
L_15 Moesin MOES_HUMAN 67,822 4 4 8 6.24% TQEQLALEMAELTAR 413 427 69.8 27.3 63.8 2 0 0 1,719.8584
L_15 Moesin MOES_HUMAN 67,822 4 4 8 6.24% ALTSELANAR 524 533 65.8 28.9 53.4 2 0 0 1,045.5636
L_16 Moesin MOES_HUMAN 67,822 5 5 8 7.11% IGFPWSEIR 238 246 29.8 28.8 20.1 2 0 0 1,104.5837
L_16 Moesin MOES_HUMAN 67,822 5 5 8 7.11% FVIKPIDK 255 262 26.1 25.0 13.0 2 0 0 959.5926
L_16 Moesin MOES_HUMAN 67,822 5 5 8 7.11% APDFVFYAPR 264 273 62.9 26.8 54.4 2 0 0 1,182.5942
L_16 Moesin MOES_HUMAN 67,822 5 5 8 7.11% ALTSELANAR 524 533 55.4 28.9 46.6 1 0 0 1,045.5636
L_16 Moesin MOES_HUMAN 67,822 5 5 8 7.11% ALTSELANARDESK 524 537 42.8 28.1 37.1 1 0 0 1,504.7602
M_10 Moesin MOES_HUMAN 67,822 2 2 3 3.12% APDFVFYAPR 264 273 28.0 26.7 27.3 2 0 0 1,182.5942
M_10 Moesin MOES_HUMAN 67,822 2 2 3 3.12% ISQLEMAR 428 435 26.3 28.5 5.9 1 0 0 947.4979
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% VTTMDAELEFAIQPNTTGK 9 27 76.8 27.1 72.6 2 0 0 2,082.0063
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% IGFPWSEIR 238 246 33.5 29.0 21.2 2 0 0 1,104.5837
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% KAPDFVFYAPR 263 273 45.0 27.2 45.0 2 0 0 1,310.6892
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% APDFVFYAPR 264 273 50.6 26.7 48.9 2 0 0 1,182.5942
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% ILALCMGNHELYMR 280 293 24.8 26.0 23.7 1 0 0 1,752.8231
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% RKPDTIEVQQMK 295 306 24.1 28.3 17.5 0 1 0 1,488.7842
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% ERQEAEEAKEALLQASR 392 408 53.8 27.6 48.1 0 2 0 1,957.9938
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% QEAEEAKEALLQASR 394 408 54.3 28.1 38.5 2 0 0 1,672.8501
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% KTQEQLALEMAELTAR 412 427 71.1 28.4 63.4 2 2 0 1,847.9534
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% TQEQLALEMAELTAR 413 427 83.9 27.6 82.0 2 0 0 1,719.8584
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% ISQLEMAR 428 435 37.8 27.6 12.9 2 0 0 963.4929
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% AQMVQEDLEK 449 458 29.0 26.3 20.9 2 0 0 1,190.5723
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% TAMSTPHVAEPAENEQDEQDENGAEASADLR 465 495 91.2 25.0 91.2 0 2 0 3,328.4145
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% ALTSELANAR 524 533 63.4 28.8 52.6 2 0 0 1,045.5636
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% ALTSELANARDESK 524 537 59.0 28.4 53.2 2 0 0 1,504.7602
M_11 Moesin MOES_HUMAN 67,822 16 18 31 29.50% QRIDEFESM 569 577 27.9 25.0 0.2 1 0 0 1,154.5147
M_12 Moesin MOES_HUMAN 67,822 2 2 3 4.68% APDFVFYAPR 264 273 35.3 26.7 35.3 2 0 0 1,182.5942
M_12 Moesin MOES_HUMAN 67,822 2 2 3 4.68% ERQEAEEAKEALLQASR 392 408 25.8 27.7 25.8 0 1 0 1,957.9938
M_14 Moesin MOES_HUMAN 67,822 3 3 5 6.07% APDFVFYAPR 264 273 52.5 26.7 52.5 2 0 0 1,182.5942
M_14 Moesin MOES_HUMAN 67,822 3 3 5 6.07% QEAEEAKEALLQASR 394 408 36.9 28.3 28.8 0 2 0 1,672.8501
M_14 Moesin MOES_HUMAN 67,822 3 3 5 6.07% AQMVQEDLEK 449 458 28.0 25.2 18.2 1 0 0 1,206.5673
N_11 Moesin MOES_HUMAN 67,822 3 3 5 4.16% KTQEQLALEMAELTAR 412 427 34.7 28.1 28.9 0 2 0 1,847.9534
N_11 Moesin MOES_HUMAN 67,822 3 3 5 4.16% TQEQLALEMAELTAR 413 427 66.3 27.7 58.5 2 0 0 1,719.8584
N_11 Moesin MOES_HUMAN 67,822 3 3 5 4.16% ISQLEMAR 428 435 30.4 28.3 12.7 1 0 0 963.4929
O_10 Moesin MOES_HUMAN 67,822 2 2 2 3.47% APDFVFYAPR 264 273 44.6 26.5 44.4 1 0 0 1,182.5942
O_10 Moesin MOES_HUMAN 67,822 2 2 2 3.47% ALTSELANAR 524 533 38.9 28.6 30.6 1 0 0 1,045.5636
O_11 Moesin MOES_HUMAN 67,822 9 10 16 15.80% VTTMDAELEFAIQPNTTGK 9 27 68.2 27.4 64.4 2 0 0 2,082.0063
O_11 Moesin MOES_HUMAN 67,822 9 10 16 15.80% EDAVLEYLK 185 193 22.9 28.2 6.2 1 0 0 1,079.5620
O_11 Moesin MOES_HUMAN 67,822 9 10 16 15.80% APDFVFYAPR 264 273 67.3 26.5 67.3 2 0 0 1,182.5942
O_11 Moesin MOES_HUMAN 67,822 9 10 16 15.80% KTQEQLALEMAELTAR 412 427 45.1 28.0 36.8 0 1 0 1,847.9534
O_11 Moesin MOES_HUMAN 67,822 9 10 16 15.80% TQEQLALEMAELTAR 413 427 83.0 27.4 80.6 2 2 0 1,719.8584
O_11 Moesin MOES_HUMAN 67,822 9 10 16 15.80% ISQLEMAR 428 435 25.9 28.6 10.6 1 0 0 947.4979
O_11 Moesin MOES_HUMAN 67,822 9 10 16 15.80% AQMVQEDLEK 449 458 20.6 26.5 0.0 1 0 0 1,190.5723
O_11 Moesin MOES_HUMAN 67,822 9 10 16 15.80% ALTSELANAR 524 533 65.4 28.6 54.4 2 0 0 1,045.5636
O_11 Moesin MOES_HUMAN 67,822 9 10 16 15.80% QRIDEFESM 569 577 30.0 25.0 30.0 2 0 0 1,170.5097
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% VTTMDAELEFAIQPNTTGK 9 27 94.2 27.5 94.2 2 0 0 2,082.0063
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% QLFDQVVK 28 35 37.1 28.4 21.3 1 0 0 976.5463
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% GMLREDAVLEYLK 181 193 23.9 27.5 16.9 0 1 0 1,552.8042
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% IGFPWSEIR 238 246 36.5 28.8 24.1 1 0 0 1,104.5837
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% KAPDFVFYAPR 263 273 46.1 27.2 42.0 2 0 0 1,310.6892
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% APDFVFYAPR 264 273 60.0 26.4 53.8 2 0 0 1,182.5942
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% RKPDTIEVQQMK 295 306 37.3 28.1 30.0 0 3 0 1,472.7892
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% ERQEAEEAKEALLQASR 392 408 41.7 27.5 39.8 0 2 0 1,957.9938
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% QEAEEAKEALLQASR 394 408 26.2 28.1 14.7 1 0 0 1,672.8501
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% KTQEQLALEMAELTAR 412 427 39.1 27.9 29.8 0 2 0 1,847.9534
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% TQEQLALEMAELTAR 413 427 98.1 27.8 92.0 2 2 0 1,719.8584
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% ISQLEMAR 428 435 43.6 28.6 19.7 3 0 0 947.4979
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% AQMVQEDLEK 449 458 45.3 25.8 23.6 4 0 0 1,206.5673
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% TAMSTPHVAEPAENEQDEQDENGAEASADLR 465 495 84.2 25.0 79.2 0 1 0 3,328.4145
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% ALTSELANARDESK 524 537 49.1 28.6 40.4 1 0 0 1,504.7602
P_11 Moesin MOES_HUMAN 67,822 16 20 31 30.70% QRIDEFESM 569 577 40.8 25.0 35.5 1 0 0 1,170.5097
P_14 Moesin MOES_HUMAN 67,822 2 2 3 3.47% APDFVFYAPR 264 273 44.3 26.9 38.2 2 0 0 1,182.5942
P_14 Moesin MOES_HUMAN 67,822 2 2 3 3.47% AQMVQEDLEK 449 458 25.5 25.5 10.0 1 0 0 1,206.5673
P_15 Moesin MOES_HUMAN 67,822 3 3 4 4.68% ALELEQER 372 379 41.1 27.5 9.8 2 0 0 987.5106
P_15 Moesin MOES_HUMAN 67,822 3 3 4 4.68% ESEAVEWQQK 439 448 22.0 25.4 13.6 1 0 0 1,233.5746
P_15 Moesin MOES_HUMAN 67,822 3 3 4 4.68% QRIDEFESM 569 577 19.6 25.0 19.6 1 0 0 1,170.5097
Q_08 Moesin MOES_HUMAN 67,822 2 2 3 3.47% AQMVQEDLEK 449 458 28.5 25.9 22.4 1 0 0 1,206.5673
Q_08 Moesin MOES_HUMAN 67,822 2 2 3 3.47% ALTSELANAR 524 533 48.5 28.9 34.6 2 0 0 1,045.5636
Q_10 Moesin MOES_HUMAN 67,822 5 5 8 9.01% TQEQLALEMAELTAR 413 427 78.2 27.8 74.9 1 0 0 1,719.8584
Q_10 Moesin MOES_HUMAN 67,822 5 5 8 9.01% ISQLEMAR 428 435 43.5 28.6 28.3 2 0 0 947.4979
Q_10 Moesin MOES_HUMAN 67,822 5 5 8 9.01% ESEAVEWQQK 439 448 25.1 25.3 19.5 2 0 0 1,233.5746
Q_10 Moesin MOES_HUMAN 67,822 5 5 8 9.01% ALTSELANAR 524 533 56.2 29.1 35.1 1 0 0 1,045.5636
Q_10 Moesin MOES_HUMAN 67,822 5 5 8 9.01% QRIDEFESM 569 577 38.7 25.0 37.9 2 0 0 1,170.5097
Q_11 Moesin MOES_HUMAN 67,822 12 15 26 22.00% VTTMDAELEFAIQPNTTGK 9 27 91.5 27.4 84.8 2 0 0 2,082.0063
Q_11 Moesin MOES_HUMAN 67,822 12 15 26 22.00% FVIKPIDK 255 262 27.1 25.0 16.8 2 0 0 959.5926
Q_11 Moesin MOES_HUMAN 67,822 12 15 26 22.00% RALELEQER 371 379 32.1 28.2 17.4 1 0 0 1,143.6117
Q_11 Moesin MOES_HUMAN 67,822 12 15 26 22.00% ALELEQER 372 379 36.1 27.6 16.1 2 0 0 987.5106
Q_11 Moesin MOES_HUMAN 67,822 12 15 26 22.00% ERQEAEEAKEALLQASR 392 408 30.2 27.4 23.6 0 1 0 1,957.9938
Q_11 Moesin MOES_HUMAN 67,822 12 15 26 22.00% QEAEEAKEALLQASR 394 408 49.0 28.1 40.4 1 0 0 1,672.8501



Q_11 Moesin MOES_HUMAN 67,822 12 15 26 22.00% KTQEQLALEMAELTAR 412 427 54.7 27.9 46.4 0 2 0 1,847.9534
Q_11 Moesin MOES_HUMAN 67,822 12 15 26 22.00% TQEQLALEMAELTAR 413 427 93.6 27.8 88.8 2 2 0 1,719.8584
Q_11 Moesin MOES_HUMAN 67,822 12 15 26 22.00% ISQLEMAR 428 435 60.7 28.6 40.5 5 0 0 947.4979
Q_11 Moesin MOES_HUMAN 67,822 12 15 26 22.00% AQMVQEDLEK 449 458 42.6 26.5 30.9 3 0 0 1,190.5723
Q_11 Moesin MOES_HUMAN 67,822 12 15 26 22.00% TAMSTPHVAEPAENEQDEQDENGAEASADLR 465 495 78.9 25.0 77.8 0 2 0 3,328.4145
Q_11 Moesin MOES_HUMAN 67,822 12 15 26 22.00% QRIDEFESM 569 577 23.4 25.0 2.8 1 0 0 1,154.5147
Q_14 Moesin MOES_HUMAN 67,822 3 3 4 6.76% APDFVFYAPR 264 273 54.6 27.0 47.0 2 0 0 1,182.5942
Q_14 Moesin MOES_HUMAN 67,822 3 3 4 6.76% TQEQLALEMAELTAR 413 427 69.2 27.8 61.3 1 0 0 1,719.8584
Q_14 Moesin MOES_HUMAN 67,822 3 3 4 6.76% ALTSELANARDESK 524 537 25.9 28.6 22.2 1 0 0 1,504.7602
Q_15 Moesin MOES_HUMAN 67,822 2 2 3 3.47% APDFVFYAPR 264 273 66.2 26.9 62.2 2 0 0 1,182.5942
Q_15 Moesin MOES_HUMAN 67,822 2 2 3 3.47% AQMVQEDLEK 449 458 37.2 25.5 26.9 1 0 0 1,206.5673
Q_16 Moesin MOES_HUMAN 67,822 2 2 3 3.81% APDFVFYAPR 264 273 47.6 26.4 47.6 2 0 0 1,182.5942
Q_16 Moesin MOES_HUMAN 67,822 2 2 3 3.81% RKPDTIEVQQMK 295 306 23.5 28.2 15.3 0 1 0 1,488.7842
A_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 6 2.01% YDLSALVR 484 491 44.2 26.2 22.2 2 0 0 936.5149
A_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 6 2.01% FLHQDIDSGQGIR 1053 1065 32.0 27.3 23.5 0 1 0 1,485.7447
A_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 6 2.01% DGAGNSFDLSSLSR 1373 1386 75.8 25.8 75.8 2 0 0 1,425.6605
A_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 6 2.01% HQDEAVVLSYVNGDR 1878 1892 25.6 25.9 25.6 0 1 0 1,701.8191
A_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 9 9 15 3.97% VQSSIAFLCGK 126 136 33.7 26.6 27.1 2 0 0 1,209.6297
A_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 9 9 15 3.97% DIDTLRDPGSQLR 214 226 29.0 28.4 21.9 0 1 0 1,485.7659
A_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 9 9 15 3.97% YDLSALVR 484 491 62.3 26.4 29.4 2 0 0 936.5149
A_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 9 9 15 3.97% TWNLGLSNAK 688 697 27.3 28.8 21.3 1 0 0 1,103.5844
A_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 9 9 15 3.97% ATLITFLCDR 724 733 49.7 26.9 46.1 2 0 0 1,209.6298
A_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 9 9 15 3.97% GTADAFIVR 1031 1039 56.3 27.9 36.8 2 0 0 949.5102
A_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 9 9 15 3.97% FVCNDDVYSGPLK 1040 1052 45.1 25.1 41.0 2 0 0 1,513.6993
A_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 9 9 15 3.97% FLHQDIDSGQGIR 1053 1065 21.2 27.4 16.3 0 1 0 1,485.7447
A_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 9 9 15 3.97% VPIDGPPIDIGR 1715 1726 35.4 27.8 25.9 2 0 0 1,248.6950
A_29 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 2 2 4 0.88% YDLSALVR 484 491 25.1 26.2 1.6 2 0 0 936.5149
A_29 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 2 2 4 0.88% DGAGNSFDLSSLSR 1373 1386 38.4 25.9 38.4 2 0 0 1,425.6605
B_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 7 1.81% YDLSALVR 484 491 48.2 26.2 30.9 2 0 0 936.5149
B_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 7 1.81% ATLITFLCDR 724 733 48.2 27.2 43.6 2 0 0 1,209.6298
B_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 7 1.81% FLHQDIDSGQGIR 1053 1065 17.0 27.4 14.5 0 1 0 1,485.7447
B_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 7 1.81% DGAGNSFDLSSLSR 1373 1386 63.7 25.8 54.6 2 0 0 1,425.6605
B_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 7 1.65% YDLSALVR 484 491 37.3 26.1 20.5 2 0 0 936.5149
B_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 7 1.65% TWNLGLSNAK 688 697 22.4 28.8 16.2 1 0 0 1,103.5844
B_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 7 1.65% ATLITFLCDR 724 733 62.6 26.7 53.0 2 0 0 1,209.6298
B_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 7 1.65% FVCNDDVYSGPLK 1040 1052 51.1 25.0 44.8 2 0 0 1,513.6993
C_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 6 6 11 3.09% ATLITFLCDR 724 733 48.6 26.9 48.6 2 0 0 1,209.6298
C_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 6 6 11 3.09% FVCNDDVYSGPLK 1040 1052 54.4 25.0 52.2 2 0 0 1,513.6993
C_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 6 6 11 3.09% FLHQDIDSGQGIR 1053 1065 26.6 27.3 14.3 0 2 0 1,485.7447
C_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 6 6 11 3.09% DGAGNSFDLSSLSR 1373 1386 75.2 25.9 72.5 2 0 0 1,425.6605
C_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 6 6 11 3.09% VPIDGPPIDIGR 1715 1726 31.3 27.8 22.9 2 0 0 1,248.6950
C_27 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 6 6 11 3.09% HQDEAVVLSYVNGDR 1878 1892 40.7 25.8 36.1 0 1 0 1,701.8191
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% VQSSIAFLCGK 126 136 37.2 27.1 32.6 2 0 0 1,209.6297
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% YDLSALVR 484 491 53.4 26.2 25.2 2 0 0 936.5149
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% TWNLGLSNAK 688 697 23.9 28.1 15.0 1 0 0 1,103.5844
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% ATLITFLCDR 724 733 45.0 26.9 40.4 2 0 0 1,209.6298
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% GTADAFIVR 1031 1039 66.1 28.0 42.2 2 0 0 949.5102
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% FVCNDDVYSGPLK 1040 1052 59.3 25.0 53.7 2 0 0 1,513.6993
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% FLHQDIDSGQGIR 1053 1065 21.3 27.3 17.1 1 2 0 1,485.7447
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% KPWTAVDTSVDGR 1104 1116 44.6 28.1 37.7 1 1 0 1,431.7228
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% STAIFFYCDR 1326 1335 54.3 25.0 46.2 2 0 0 1,279.5776
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% DGAGNSFDLSSLSR 1373 1386 61.8 25.8 55.6 2 0 0 1,425.6605
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% VPIDGPPIDIGR 1715 1726 44.0 27.8 33.4 2 0 0 1,248.6950
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% HQDEAVVLSYVNGDR 1878 1892 38.0 25.8 21.8 0 1 0 1,701.8191
C_28 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 13 15 24 6.38% NPACSGANICQVKPNDQHFSR 2185 2205 31.7 25.0 28.8 0 0 1 2,400.0933
H_22 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 3 3 5 1.24% YDLSALVR 484 491 33.6 26.2 12.8 2 0 0 936.5149
H_22 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 3 3 5 1.24% ATLITFLCDR 724 733 57.4 27.3 56.7 2 0 0 1,209.6298
H_22 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 3 3 5 1.24% FVCNDDVYSGPLK 1040 1052 50.7 25.0 37.7 1 0 0 1,513.6993
H_23 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 5 5 10 2.29% YDLSALVR 484 491 47.4 26.2 24.5 2 0 0 936.5149
H_23 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 5 5 10 2.29% ATLITFLCDR 724 733 49.9 27.3 45.5 2 0 0 1,209.6298
H_23 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 5 5 10 2.29% FVCNDDVYSGPLK 1040 1052 52.7 25.0 44.0 2 0 0 1,513.6993
H_23 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 5 5 10 2.29% DGAGNSFDLSSLSR 1373 1386 52.5 25.9 45.8 2 0 0 1,425.6605
H_23 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 5 5 10 2.29% VPIDGPPIDIGR 1715 1726 43.9 27.8 38.1 2 0 0 1,248.6950
I_22 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 5 5 7 2.33% FVCNDDVYSGPLK 1040 1052 46.1 25.0 38.2 2 0 0 1,513.6993
I_22 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 5 5 7 2.33% DGAGNSFDLSSLSR 1373 1386 57.0 25.9 53.5 1 0 0 1,425.6605
I_22 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 5 5 7 2.33% YVDGDLCPDGIR 1455 1466 29.7 25.0 29.7 1 0 0 1,379.6263
I_22 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 5 5 7 2.33% SYEECIIESR 1913 1922 40.5 25.0 30.0 2 0 0 1,285.5729
I_22 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 5 5 7 2.33% GCDVTFEWK 1974 1982 49.4 25.0 41.7 1 0 0 1,141.4984
K_22 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 5 1.69% ACPPGTAACLVR 227 238 21.5 25.7 9.1 1 0 0 1,272.6189
K_22 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 5 1.69% YDLSALVR 484 491 42.2 27.3 14.2 2 0 0 936.5149
K_22 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 5 1.69% SYEECIIESR 1913 1922 25.4 25.0 22.9 1 0 0 1,285.5729
K_22 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 4 4 5 1.69% TASSVIELTCTK 2087 2098 21.9 27.6 15.4 1 0 0 1,309.6669
K_23 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 7 7 11 3.17% DIDTLRDPGSQLR 214 226 35.0 28.5 29.1 0 1 0 1,485.7659
K_23 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 7 7 11 3.17% YDLSALVR 484 491 51.2 26.3 26.1 2 0 0 936.5149
K_23 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 7 7 11 3.17% FVCNDDVYSGPLK 1040 1052 44.7 25.0 39.5 2 0 0 1,513.6993
K_23 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 7 7 11 3.17% DGAGNSFDLSSLSR 1373 1386 70.9 25.9 59.3 1 0 0 1,425.6605
K_23 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 7 7 11 3.17% VPIDGPPIDIGR 1715 1726 50.0 27.4 29.7 2 0 0 1,248.6950
K_23 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 7 7 11 3.17% SYEECIIESR 1913 1922 35.0 25.0 34.5 2 0 0 1,285.5729
K_23 Cation‐independent mannose‐6‐phosphate receptor MPRI_HUMAN 274,373 7 7 11 3.17% GCDVTFEWK 1974 1982 24.1 25.0 24.1 1 0 0 1,141.4984
A_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 8 9 16 6.90% YDNQWFHGCTSTGR 193 206 21.7 25.0 21.7 0 1 0 1,728.7184
A_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 8 9 16 6.90% DCSIALPYVCK 350 360 43.4 25.6 36.4 2 0 0 1,325.6230
A_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 8 9 16 6.90% LCTDHGSQLVTITNR 548 562 45.6 27.2 37.1 0 2 0 1,714.8543
A_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 8 9 16 6.90% CLTALPYICK 942 951 32.3 27.6 18.5 2 0 0 1,238.6274
A_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 8 9 16 6.90% CFQVQGQEPQSR 983 994 47.6 25.0 39.1 2 0 0 1,463.6697
A_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 8 9 16 6.90% SCTEETHGFICQK 1097 1109 57.3 25.0 53.7 2 1 0 1,596.6783
A_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 8 9 16 6.90% LQGAVCGVSSGPPPPR 1238 1253 107.0 27.4 107.0 2 0 0 1,578.8059
A_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 8 9 16 6.90% GAWLGMNFNPK 1327 1337 37.8 27.0 28.1 2 0 0 1,250.5988
A_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 2 2 4 1.83% DCSIALPYVCK 350 360 33.8 25.4 30.4 2 0 0 1,325.6230
A_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 2 2 4 1.83% LQGAVCGVSSGPPPPR 1238 1253 40.5 27.2 36.0 2 0 0 1,578.8059
B_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 10 10 16 8.72% YDNQWFHGCTSTGR 193 206 23.5 25.0 23.5 0 1 0 1,728.7184
B_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 10 10 16 8.72% DCSIALPYVCK 350 360 48.2 25.6 36.1 2 0 0 1,325.6230
B_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 10 10 16 8.72% LCTDHGSQLVTITNR 548 562 38.1 27.6 32.9 1 0 0 1,714.8543
B_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 10 10 16 8.72% FFEHHSTWAQAQR 839 851 28.1 25.0 25.6 0 2 0 1,644.7665
B_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 10 10 16 8.72% CLTALPYICK 942 951 34.4 27.4 26.1 2 0 0 1,238.6274
B_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 10 10 16 8.72% CFQVQGQEPQSR 983 994 43.6 25.0 37.9 2 0 0 1,463.6697
B_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 10 10 16 8.72% SCTEETHGFICQK 1097 1109 21.0 25.0 15.9 1 0 0 1,596.6783
B_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 10 10 16 8.72% TPLWIGLAGEEGSR 1181 1194 28.9 27.9 26.6 2 0 0 1,485.7698
B_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 10 10 16 8.72% LQGAVCGVSSGPPPPR 1238 1253 89.9 27.6 87.7 2 0 0 1,578.8059
B_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 10 10 16 8.72% GAWLGMNFNPK 1327 1337 35.1 27.0 28.8 1 0 0 1,250.5988
B_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 4 5 7 3.38% CLTALPYICK 942 951 30.9 27.6 18.3 2 0 0 1,238.6274
B_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 4 5 7 3.38% SCTEETHGFICQK 1097 1109 35.4 25.0 35.4 1 0 0 1,596.6783
B_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 4 5 7 3.38% LQGAVCGVSSGPPPPR 1238 1253 47.3 27.6 37.6 2 1 0 1,578.8059
B_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 4 5 7 3.38% GAWLGMNFNPK 1327 1337 20.0 27.0 12.3 1 0 0 1,250.5988
C_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 9 10 18 7.30% TLGDQLSLLLGAR 125 137 69.1 26.7 50.5 2 0 0 1,356.7848
C_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 9 10 18 7.30% LCTDHGSQLVTITNR 548 562 25.3 27.2 17.8 0 1 0 1,714.8543
C_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 9 10 18 7.30% FFEHHSTWAQAQR 839 851 29.2 25.0 21.2 0 2 0 1,644.7665
C_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 9 10 18 7.30% CFQVQGQEPQSR 983 994 46.4 25.0 38.6 2 0 0 1,463.6697
C_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 9 10 18 7.30% SCTEETHGFICQK 1097 1109 34.2 25.0 32.0 2 0 0 1,596.6783
C_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 9 10 18 7.30% TPLWIGLAGEEGSR 1181 1194 25.2 28.3 24.7 2 0 0 1,485.7698
C_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 9 10 18 7.30% LQGAVCGVSSGPPPPR 1238 1253 55.1 27.6 55.1 2 0 0 1,578.8059
C_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 9 10 18 7.30% LQGAVCGVSSGPPPPRR 1238 1254 25.8 28.0 14.1 0 1 0 1,734.9070
C_25 C‐type mannose receptor 2 MRC2_HUMAN 166,675 9 10 18 7.30% GAWLGMNFNPK 1327 1337 37.9 26.8 20.7 4 0 0 1,250.5988



C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% YDNQWFHGCTSTGR 193 206 22.8 25.0 22.8 0 2 0 1,728.7184
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% EDGHLWCATTQDYGKDER 207 224 22.8 25.0 21.6 0 1 0 2,180.9305
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% DCSIALPYVCK 350 360 38.1 25.2 27.0 2 0 0 1,325.6230
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% RLCTDHGSQLVTITNR 547 562 20.6 27.3 15.9 0 1 0 1,870.9554
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% FFEHHSTWAQAQR 839 851 34.1 25.0 31.5 0 2 0 1,644.7665
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% CLTALPYICK 942 951 31.8 27.2 14.9 2 0 0 1,238.6274
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% CFQVQGQEPQSR 983 994 52.9 25.0 39.2 2 0 0 1,463.6697
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% WDDRSCTEETHGFICQK 1093 1109 23.4 25.0 22.9 0 1 0 2,168.9127
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% SCTEETHGFICQK 1097 1109 21.6 25.0 16.4 2 0 0 1,596.6783
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% TPLWIGLAGEEGSR 1181 1194 37.6 28.1 37.1 2 1 0 1,485.7698
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% TPLWIGLAGEEGSRR 1181 1195 40.9 27.6 31.4 0 2 0 1,641.8709
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% LQGAVCGVSSGPPPPR 1238 1253 73.9 27.2 71.9 2 0 0 1,578.8059
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% LQGAVCGVSSGPPPPRR 1238 1254 26.4 28.0 15.7 0 2 0 1,734.9070
C_26 C‐type mannose receptor 2 MRC2_HUMAN 166,675 14 16 28 10.40% GAWLGMNFNPK 1327 1337 53.7 27.0 43.5 4 0 0 1,250.5988
I_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 6 6 11 4.53% DCSIALPYVCK 350 360 45.8 25.6 38.0 2 0 0 1,325.6230
I_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 6 6 11 4.53% LCTDHGSQLVTITNR 548 562 34.2 27.3 29.5 0 2 0 1,714.8543
I_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 6 6 11 4.53% CLTALPYICK 942 951 28.5 27.6 21.1 2 0 0 1,238.6274
I_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 6 6 11 4.53% TPLWIGLAGEEGSR 1181 1194 55.4 28.1 51.7 2 0 0 1,485.7698
I_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 6 6 11 4.53% TPLWIGLAGEEGSRR 1181 1195 19.0 27.3 13.3 0 1 0 1,641.8709
I_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 6 6 11 4.53% LQGAVCGVSSGPPPPR 1238 1253 83.4 27.6 83.4 2 0 0 1,578.8059
J_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 2 3 5 2.03% YDNQWFHGCTSTGR 193 206 27.8 25.0 27.8 0 1 0 1,728.7184
J_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 2 3 5 2.03% LQGAVCGVSSGPPPPR 1238 1253 71.9 27.5 62.9 2 2 0 1,578.8059
K_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 5 5 8 3.99% WGFCPIK 225 231 26.6 27.9 10.5 1 0 0 907.4496
K_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 5 5 8 3.99% DCSIALPYVCK 350 360 37.1 25.6 33.0 1 0 0 1,325.6230
K_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 5 5 8 3.99% LCTDHGSQLVTITNR 548 562 30.4 27.5 23.6 0 2 0 1,714.8543
K_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 5 5 8 3.99% CLTALPYICK 942 951 36.9 27.6 25.1 2 0 0 1,238.6274
K_21 C‐type mannose receptor 2 MRC2_HUMAN 166,675 5 5 8 3.99% LQGAVCGVSSGPPPPR 1238 1253 111.0 27.2 111.0 2 0 0 1,578.8059
N_15 C‐type mannose receptor 2 MRC2_HUMAN 166,675 2 2 2 1.83% LQGAVCGVSSGPPPPR 1238 1253 66.5 27.5 66.5 1 0 0 1,578.8059
N_15 C‐type mannose receptor 2 MRC2_HUMAN 166,675 2 2 2 1.83% GAWLGMNFNPK 1327 1337 34.2 27.3 23.2 1 0 0 1,250.5988
C_10 MARCKS‐related protein MRP_HUMAN 19,529 2 2 3 12.80% GDVTAEEAAGASPAK 11 25 45.6 25.8 42.4 2 0 0 1,373.6544
C_10 MARCKS‐related protein MRP_HUMAN 19,529 2 2 3 12.80% GDVTAEEAAGASPAKANGQENGHVK 11 35 44.3 26.1 43.5 0 1 0 2,408.1438
A_22 DNA mismatch repair protein Msh2 MSH2_HUMAN 104,746 3 3 5 3.64% QVGVGYVDSIQR 160 171 25.9 28.4 17.3 2 0 0 1,320.6907
A_22 DNA mismatch repair protein Msh2 MSH2_HUMAN 104,746 3 3 5 3.64% DSLIIIDELGR 742 752 34.6 28.0 26.7 1 0 0 1,243.6895
A_22 DNA mismatch repair protein Msh2 MSH2_HUMAN 104,746 3 3 5 3.64% NNSFVNEIISR 919 929 33.6 28.1 26.0 2 0 0 1,292.6592
B_22 DNA mismatch repair protein Msh2 MSH2_HUMAN 104,746 3 3 5 3.32% NLQSVVLSK 74 82 21.5 25.9 1.6 1 0 0 987.5833
B_22 DNA mismatch repair protein Msh2 MSH2_HUMAN 104,746 3 3 5 3.32% DSLIIIDELGR 742 752 50.1 27.6 40.5 2 0 0 1,243.6895
B_22 DNA mismatch repair protein Msh2 MSH2_HUMAN 104,746 3 3 5 3.32% NNSFVNEIISR 919 929 54.0 28.4 42.5 2 0 0 1,292.6592
A_03 Guanine nucleotide exchange factor MSS4 MSS4_HUMAN 13,839 2 2 2 16.30% VLQPGTALFSR 30 40 24.9 27.7 18.3 1 0 0 1,188.6736
A_03 Guanine nucleotide exchange factor MSS4 MSS4_HUMAN 13,839 2 2 2 16.30% NSFYVALER 111 119 24.9 27.2 21.6 1 0 0 1,098.5577
F_06 Guanine nucleotide exchange factor MSS4 MSS4_HUMAN 13,839 2 2 4 16.30% VLQPGTALFSR 30 40 42.8 27.7 32.2 2 0 0 1,188.6736
F_06 Guanine nucleotide exchange factor MSS4 MSS4_HUMAN 13,839 2 2 4 16.30% NSFYVALER 111 119 44.2 27.5 40.3 2 0 0 1,098.5577
A_08 S‐methyl‐5'‐thioadenosine phosphorylase MTAP_HUMAN 31,236 2 2 3 7.07% NVDCVLLAR 52 60 29.4 28.7 17.8 1 0 0 1,059.5616
A_08 S‐methyl‐5'‐thioadenosine phosphorylase MTAP_HUMAN 31,236 2 2 3 7.07% NMAQFSVLLPR 272 282 24.4 27.6 20.0 2 0 0 1,291.6828
A_09 S‐methyl‐5'‐thioadenosine phosphorylase MTAP_HUMAN 31,236 3 3 5 13.10% NVDCVLLAR 52 60 41.1 28.7 31.1 2 0 0 1,059.5616
A_09 S‐methyl‐5'‐thioadenosine phosphorylase MTAP_HUMAN 31,236 3 3 5 13.10% TTMRPQSFYDGSHSCAR 117 133 18.8 25.0 18.8 0 1 0 2,016.8651
A_09 S‐methyl‐5'‐thioadenosine phosphorylase MTAP_HUMAN 31,236 3 3 5 13.10% NMAQFSVLLPR 272 282 64.9 27.6 54.4 2 0 0 1,291.6828
F_11 S‐methyl‐5'‐thioadenosine phosphorylase MTAP_HUMAN 31,236 2 3 4 7.42% GTMVTIEGPR 167 176 60.2 29.4 41.9 3 0 0 1,060.5457
F_11 S‐methyl‐5'‐thioadenosine phosphorylase MTAP_HUMAN 31,236 2 3 4 7.42% NMAQFSVLLPR 272 282 31.8 27.7 19.5 1 0 0 1,291.6828
A_10 Bifunctional methylenetetrahydrofolate dehydrogenase/cyclohydrolase, mitochondrial MTDC_HUMAN 37,895 2 2 4 6.57% EGAAVIDVGINR 267 278 57.5 26.2 50.2 2 0 0 1,213.6536
A_10 Bifunctional methylenetetrahydrofolate dehydrogenase/cyclohydrolase, mitochondrial MTDC_HUMAN 37,895 2 2 4 6.57% LVGDVDFEGVR 289 299 54.5 28.4 35.8 2 0 0 1,205.6162
C_10 Bifunctional methylenetetrahydrofolate dehydrogenase/cyclohydrolase, mitochondrial MTDC_HUMAN 37,895 2 2 4 6.57% EGAAVIDVGINR 267 278 48.2 26.8 40.9 2 0 0 1,213.6536
C_10 Bifunctional methylenetetrahydrofolate dehydrogenase/cyclohydrolase, mitochondrial MTDC_HUMAN 37,895 2 2 4 6.57% LVGDVDFEGVR 289 299 45.9 27.7 26.5 2 0 0 1,205.6162
A_15 Myotubularin‐related protein 9 MTMR9_HUMAN 63,464 2 2 3 3.28% YHILQESLIK 271 280 27.4 27.0 2.4 1 0 0 1,243.7046
A_15 Myotubularin‐related protein 9 MTMR9_HUMAN 63,464 2 2 3 3.28% GFEALIER 360 367 32.8 28.2 13.6 2 0 0 934.4993
B_06 1,2‐dihydroxy‐3‐keto‐5‐methylthiopentene dioxygenase MTND_HUMAN 21,499 2 2 2 15.10% LDADKYENDPELEK 41 54 32.0 25.1 22.0 1 0 0 1,678.7809
B_06 1,2‐dihydroxy‐3‐keto‐5‐methylthiopentene dioxygenase MTND_HUMAN 21,499 2 2 2 15.10% GDMVTLPAGIYHR 122 134 31.3 27.3 26.7 1 0 0 1,445.7208
F_04 Myotrophin MTPN_HUMAN 12,895 2 2 3 25.40% NGDLDEVKDYVAK 12 24 35.8 27.9 29.2 1 0 0 1,465.7171
F_04 Myotrophin MTPN_HUMAN 12,895 2 2 3 25.40% GPDGLTAFEATDNQAIK 98 114 68.2 27.0 65.5 2 0 0 1,747.8500
H_02 Myotrophin MTPN_HUMAN 12,895 2 2 3 25.40% NGDLDEVKDYVAK 12 24 43.0 27.8 34.8 1 0 0 1,465.7171
H_02 Myotrophin MTPN_HUMAN 12,895 2 2 3 25.40% GPDGLTAFEATDNQAIK 98 114 97.8 27.6 89.8 2 0 0 1,747.8500
L_02 Myotrophin MTPN_HUMAN 12,895 3 3 5 28.00% NGDLDEVKDYVAK 12 24 69.7 28.0 61.0 2 0 0 1,465.7171
L_02 Myotrophin MTPN_HUMAN 12,895 3 3 5 28.00% TVKGPDGLTAFEATDNQAIK 95 114 25.6 27.9 13.3 0 1 0 2,076.0611
L_02 Myotrophin MTPN_HUMAN 12,895 3 3 5 28.00% GPDGLTAFEATDNQAIK 98 114 92.2 27.5 85.1 2 0 0 1,747.8500
M_02 Myotrophin MTPN_HUMAN 12,895 2 2 3 25.40% NGDLDEVKDYVAK 12 24 42.9 27.9 32.6 1 0 0 1,465.7171
M_02 Myotrophin MTPN_HUMAN 12,895 2 2 3 25.40% GPDGLTAFEATDNQAIK 98 114 71.3 27.8 63.6 2 0 0 1,747.8500
A_15 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 4.18% GATLALTQVTPQDER 98 112 40.7 27.5 40.4 2 0 0 1,599.8339
A_15 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 4.18% EVTVPVFYPTEK 240 251 22.9 27.6 22.5 1 0 0 1,408.7359
A_20 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 4.18% GATLALTQVTPQDER 98 112 59.9 27.5 53.0 2 0 0 1,599.8339
A_20 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 4.18% EVTVPVFYPTEK 240 251 24.1 27.4 23.4 1 0 0 1,408.7359
A_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 12 15 27 20.00% GATLALTQVTPQDER 98 112 78.1 27.2 64.3 2 1 0 1,599.8339
A_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 12 15 27 20.00% APEEPNIQVNPLGIPVNSK 135 153 44.6 26.7 44.6 2 2 0 2,016.0762
A_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 12 15 27 20.00% EPEEVATCVGR 154 164 24.6 25.0 24.6 1 0 0 1,246.5733
A_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 12 15 27 20.00% EDKDAQFYCELNYR 215 228 44.8 25.0 38.4 0 2 0 1,850.8015
A_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 12 15 27 20.00% DAQFYCELNYR 218 228 39.9 25.0 35.5 1 0 0 1,478.6369
A_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 12 15 27 20.00% EVTVPVFYPTEK 240 251 59.0 27.5 56.0 2 0 0 1,408.7359
A_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 12 15 27 20.00% VWLEVEPVGMLK 252 263 44.1 27.1 37.3 2 0 0 1,399.7655
A_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 12 15 27 20.00% CLADGNPPPHFSISK 272 286 59.6 26.8 44.8 2 0 0 1,639.7899
A_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 12 15 27 20.00% EAEEETTNDNGVLVLEPAR 293 311 115.0 26.2 102.0 2 2 0 2,085.9936
A_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 12 15 27 20.00% EAEEETTNDNGVLVLEPARK 293 312 60.1 27.2 55.8 2 0 0 2,214.0886
A_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 12 15 27 20.00% GPVLQLHDLK 389 398 52.5 25.2 39.6 2 0 0 1,119.6523
A_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 12 15 27 20.00% GPVLQLHDLKR 389 399 41.7 25.0 41.7 2 0 0 1,275.7534
A_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 5 6.97% GATLALTQVTPQDER 98 112 33.6 27.4 27.7 0 2 0 1,599.8339
A_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 5 6.97% EPEEVATCVGR 154 164 27.7 25.0 23.1 2 0 0 1,246.5733
A_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 5 6.97% EAEEETTNDNGVLVLEPAR 293 311 56.6 26.3 41.6 1 0 0 2,085.9936
B_20 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 4 6.81% GATLALTQVTPQDER 98 112 54.8 27.5 46.2 1 0 0 1,599.8339
B_20 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 4 6.81% EAEEETTNDNGVLVLEPAR 293 311 51.9 26.4 46.4 1 0 0 2,085.9936
B_20 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 4 6.81% GPVLQLHDLK 389 398 39.6 25.3 30.0 2 0 0 1,119.6523
B_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 15 25 21.20% GATLALTQVTPQDER 98 112 76.0 27.4 64.8 2 2 0 1,599.8339
B_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 15 25 21.20% APEEPNIQVNPLGIPVNSK 135 153 54.0 26.6 52.6 2 1 0 2,016.0762
B_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 15 25 21.20% EPEEVATCVGR 154 164 32.3 25.0 32.3 1 0 0 1,246.5733
B_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 15 25 21.20% EDKDAQFYCELNYR 215 228 46.9 25.0 43.5 0 2 0 1,850.8015
B_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 15 25 21.20% EVTVPVFYPTEK 240 251 41.2 27.6 27.7 1 0 0 1,408.7359
B_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 15 25 21.20% VWLEVEPVGMLK 252 263 42.3 27.1 35.2 2 0 0 1,399.7655
B_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 15 25 21.20% CLADGNPPPHFSISK 272 286 60.7 26.8 50.5 2 1 0 1,639.7899
B_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 15 25 21.20% EAEEETTNDNGVLVLEPAR 293 311 92.3 26.6 83.5 2 2 0 2,085.9936
B_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 15 25 21.20% EETGQVLER 380 388 23.1 27.7 12.8 1 0 0 1,060.5270
B_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 15 25 21.20% GPVLQLHDLK 389 398 46.3 26.0 33.2 2 0 0 1,119.6523
B_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 15 25 21.20% GPVLQLHDLKR 389 399 46.7 25.0 42.5 2 0 0 1,275.7534
B_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 14 13.20% GATLALTQVTPQDER 98 112 70.1 27.1 58.6 2 0 0 1,599.8339
B_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 14 13.20% EPEEVATCVGR 154 164 23.4 25.0 13.8 2 0 0 1,246.5733
B_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 14 13.20% EDKDAQFYCELNYR 215 228 19.2 25.0 19.2 0 1 0 1,850.8015
B_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 14 13.20% CLADGNPPPHFSISK 272 286 33.5 26.6 30.8 2 1 0 1,639.7899
B_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 14 13.20% EAEEETTNDNGVLVLEPAR 293 311 78.4 26.6 72.0 2 2 0 2,085.9936
B_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 14 13.20% GPVLQLHDLKR 389 399 44.1 25.0 41.4 2 0 0 1,275.7534
B_23 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 2 3.87% GATLALTQVTPQDER 98 112 42.2 27.5 33.4 1 0 0 1,599.8339
B_23 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 2 3.87% GPVLQLHDLK 389 398 25.0 26.0 16.1 1 0 0 1,119.6523
C_06 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 3 5 4.02% GATLALTQVTPQDER 98 112 63.3 27.4 58.1 2 2 0 1,599.8339
C_06 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 3 5 4.02% EPEEVATCVGR 154 164 21.4 25.0 20.3 1 0 0 1,246.5733
C_15 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 7 12 9.44% GATLALTQVTPQDER 98 112 61.4 27.4 50.6 2 2 0 1,599.8339
C_15 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 7 12 9.44% VWLEVEPVGMLK 252 263 52.3 28.0 41.8 1 0 0 1,415.7605
C_15 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 7 12 9.44% CLADGNPPPHFSISK 272 286 19.3 26.6 7.9 1 2 0 1,639.7899
C_15 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 7 12 9.44% EAEEETTNDNGVLVLEPAR 293 311 73.4 26.4 52.5 2 2 0 2,085.9936



C_20 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 5 5.73% GATLALTQVTPQDER 98 112 70.5 27.5 64.0 2 0 0 1,599.8339
C_20 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 5 5.73% EVTVPVFYPTEK 240 251 22.3 27.6 17.0 2 0 0 1,408.7359
C_20 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 5 5.73% GPVLQLHDLK 389 398 24.5 25.2 10.3 1 0 0 1,119.6523
C_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 14 22 18.10% GATLALTQVTPQDER 98 112 84.0 27.0 73.1 2 0 0 1,599.8339
C_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 14 22 18.10% APEEPNIQVNPLGIPVNSK 135 153 26.6 26.7 22.7 1 1 0 2,016.0762
C_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 14 22 18.10% EPEEVATCVGR 154 164 38.7 25.0 38.7 1 0 0 1,246.5733
C_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 14 22 18.10% EDKDAQFYCELNYR 215 228 28.1 25.0 21.4 0 2 0 1,850.8015
C_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 14 22 18.10% DAQFYCELNYR 218 228 44.4 25.0 44.4 1 0 0 1,478.6369
C_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 14 22 18.10% EVTVPVFYPTEK 240 251 26.1 27.5 24.7 1 0 0 1,408.7359
C_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 14 22 18.10% CLADGNPPPHFSISK 272 286 55.7 26.7 52.8 2 0 0 1,639.7899
C_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 14 22 18.10% EAEEETTNDNGVLVLEPAR 293 311 98.9 26.2 85.7 2 2 0 2,085.9936
C_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 14 22 18.10% EAEEETTNDNGVLVLEPARK 293 312 52.2 27.4 46.9 2 1 0 2,214.0886
C_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 14 22 18.10% GPVLQLHDLK 389 398 45.4 25.2 32.1 2 0 0 1,119.6523
C_21 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 11 14 22 18.10% GPVLQLHDLKR 389 399 42.2 25.0 40.4 2 0 0 1,275.7534
C_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 15 11.30% GATLALTQVTPQDER 98 112 45.1 27.1 34.4 0 2 0 1,599.8339
C_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 15 11.30% EVTVPVFYPTEK 240 251 33.0 27.5 23.5 1 0 0 1,408.7359
C_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 15 11.30% CLADGNPPPHFSISK 272 286 68.1 26.8 57.2 2 2 0 1,639.7899
C_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 15 11.30% EAEEETTNDNGVLVLEPAR 293 311 93.8 26.3 88.5 2 2 0 2,085.9936
C_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 15 11.30% EAEEETTNDNGVLVLEPARK 293 312 51.1 27.2 47.2 2 0 0 2,214.0886
C_22 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 15 11.30% GPVLQLHDLKR 389 399 51.5 25.0 47.4 2 0 0 1,275.7534
D_26 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 5 9 10.70% GATLALTQVTPQDER 98 112 61.7 27.3 53.6 2 0 0 1,599.8339
D_26 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 5 9 10.70% EPEEVATCVGR 154 164 27.8 25.0 24.0 2 0 0 1,246.5733
D_26 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 5 9 10.70% EVTVPVFYPTEK 240 251 37.0 27.5 33.9 2 0 0 1,408.7359
D_26 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 5 9 10.70% VWLEVEPVGMLK 252 263 42.5 27.9 36.3 1 0 0 1,415.7605
D_26 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 5 9 10.70% EAEEETTNDNGVLVLEPAR 293 311 25.7 26.0 20.5 0 2 0 2,085.9936
D_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 7 8 13 15.20% GATLALTQVTPQDER 98 112 70.1 27.3 58.5 2 0 0 1,599.8339
D_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 7 8 13 15.20% APEEPNIQVNPLGIPVNSK 135 153 44.8 26.9 41.5 0 1 0 2,016.0762
D_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 7 8 13 15.20% EPEEVATCVGR 154 164 36.2 25.0 36.2 1 0 0 1,246.5733
D_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 7 8 13 15.20% EVTVPVFYPTEK 240 251 34.9 26.9 22.0 2 0 0 1,408.7359
D_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 7 8 13 15.20% VWLEVEPVGMLK 252 263 73.6 27.8 62.5 2 0 0 1,415.7605
D_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 7 8 13 15.20% EAEEETTNDNGVLVLEPAR 293 311 48.0 26.2 47.2 1 2 0 2,085.9936
D_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 7 8 13 15.20% GPVLQLHDLK 389 398 47.0 26.2 34.0 2 0 0 1,119.6523
E_26 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 5 6.04% GATLALTQVTPQDER 98 112 65.4 27.3 53.3 2 0 0 1,599.8339
E_26 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 5 6.04% EVTVPVFYPTEK 240 251 38.4 27.1 36.8 2 0 0 1,408.7359
E_26 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 5 6.04% VWLEVEPVGMLK 252 263 62.6 27.9 51.9 1 0 0 1,415.7605
E_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 10 12 20 17.80% GATLALTQVTPQDER 98 112 60.1 27.4 53.1 2 0 0 1,599.8339
E_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 10 12 20 17.80% VYKAPEEPNIQVNPLGIPVNSK 132 153 44.7 25.6 44.7 0 2 0 2,406.3029
E_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 10 12 20 17.80% APEEPNIQVNPLGIPVNSK 135 153 39.8 27.1 39.8 1 0 0 2,016.0762
E_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 10 12 20 17.80% EPEEVATCVGR 154 164 38.6 25.0 25.0 1 0 0 1,246.5733
E_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 10 12 20 17.80% EDKDAQFYCELNYR 215 228 22.5 25.0 22.5 0 1 0 1,850.8015
E_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 10 12 20 17.80% DAQFYCELNYR 218 228 61.6 25.0 58.2 2 0 0 1,478.6369
E_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 10 12 20 17.80% EVTVPVFYPTEK 240 251 49.6 27.7 44.4 2 0 0 1,408.7359
E_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 10 12 20 17.80% VWLEVEPVGMLK 252 263 72.5 27.9 61.7 4 0 0 1,415.7605
E_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 10 12 20 17.80% EAEEETTNDNGVLVLEPAR 293 311 49.9 26.2 49.9 1 2 0 2,085.9936
E_27 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 10 12 20 17.80% GPVLQLHDLK 389 398 50.0 26.1 37.0 2 0 0 1,119.6523
G_16 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 4.02% GATLALTQVTPQDER 98 112 72.1 27.0 62.8 2 0 0 1,599.8339
G_16 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 4.02% EPEEVATCVGR 154 164 22.9 25.0 22.9 1 0 0 1,246.5733
H_08 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 4.18% GATLALTQVTPQDER 98 112 78.0 27.1 67.4 2 0 0 1,599.8339
H_08 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 4.18% EVTVPVFYPTEK 240 251 34.8 27.4 33.1 1 0 0 1,408.7359
H_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 6 10 11.10% GATLALTQVTPQDER 98 112 73.1 27.5 65.7 2 2 0 1,599.8339
H_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 6 10 11.10% EVTVPVFYPTEK 240 251 32.2 27.0 30.3 2 0 0 1,408.7359
H_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 6 10 11.10% CLADGNPPPHFSISK 272 286 25.9 26.6 17.8 1 0 0 1,639.7899
H_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 6 10 11.10% EAEEETTNDNGVLVLEPAR 293 311 72.1 26.6 68.3 2 0 0 2,085.9936
H_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 6 10 11.10% GPVLQLHDLKR 389 399 22.0 25.0 22.0 1 0 0 1,275.7534
H_19 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 7 11 11.10% GATLALTQVTPQDER 98 112 52.7 27.4 47.1 0 2 0 1,599.8339
H_19 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 7 11 11.10% EVTVPVFYPTEK 240 251 24.7 27.6 23.8 1 0 0 1,408.7359
H_19 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 7 11 11.10% CLADGNPPPHFSISK 272 286 32.9 27.1 30.8 2 0 0 1,639.7899
H_19 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 7 11 11.10% EAEEETTNDNGVLVLEPAR 293 311 80.6 26.4 74.0 2 1 0 2,085.9936
H_19 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 7 11 11.10% EAEEETTNDNGVLVLEPARK 293 312 30.1 27.5 30.1 1 0 0 2,214.0886
H_19 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 7 11 11.10% GPVLQLHDLK 389 398 41.4 26.0 33.7 2 0 0 1,119.6523
I_08 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 4 4.18% GATLALTQVTPQDER 98 112 63.8 27.2 55.0 2 0 0 1,599.8339
I_08 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 4 4.18% EVTVPVFYPTEK 240 251 35.2 27.6 34.2 2 0 0 1,408.7359
I_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 3 5 5.26% GATLALTQVTPQDER 98 112 76.1 26.9 69.2 2 0 0 1,599.8339
I_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 3 5 5.26% EAEEETTNDNGVLVLEPAR 293 311 70.2 26.6 58.0 2 1 0 2,085.9936
I_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 7 14 9.44% GATLALTQVTPQDER 98 112 81.2 27.5 67.6 2 2 0 1,599.8339
I_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 7 14 9.44% EVTVPVFYPTEK 240 251 33.8 27.6 32.3 2 0 0 1,408.7359
I_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 7 14 9.44% CLADGNPPPHFSISK 272 286 21.0 26.8 10.3 2 2 0 1,639.7899
I_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 7 14 9.44% EAEEETTNDNGVLVLEPAR 293 311 79.5 26.6 72.4 2 2 0 2,085.9936
I_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 13 13.20% GATLALTQVTPQDER 98 112 37.3 27.1 28.4 2 0 0 1,599.8339
I_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 13 13.20% EDKDAQFYCELNYR 215 228 30.1 25.0 25.8 0 1 0 1,850.8015
I_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 13 13.20% EVTVPVFYPTEK 240 251 41.2 27.4 35.2 2 0 0 1,408.7359
I_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 13 13.20% CLADGNPPPHFSISK 272 286 51.6 26.6 45.0 2 1 0 1,639.7899
I_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 13 13.20% EAEEETTNDNGVLVLEPAR 293 311 79.1 26.3 68.6 2 2 0 2,085.9936
I_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 13 13.20% GPVLQLHDLK 389 398 27.9 25.2 21.9 1 0 0 1,119.6523
I_19 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 5 7.59% GATLALTQVTPQDER 98 112 34.1 27.5 28.3 2 0 0 1,599.8339
I_19 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 5 7.59% CLADGNPPPHFSISK 272 286 40.7 26.8 37.3 1 0 0 1,639.7899
I_19 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 5 7.59% EAEEETTNDNGVLVLEPAR 293 311 84.6 26.3 76.8 2 0 0 2,085.9936
J_08 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 4 4.18% GATLALTQVTPQDER 98 112 82.0 26.9 73.2 2 0 0 1,599.8339
J_08 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 4 4.18% EVTVPVFYPTEK 240 251 56.7 27.4 49.0 2 0 0 1,408.7359
J_09 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 4.18% GATLALTQVTPQDER 98 112 67.9 27.2 58.5 2 0 0 1,599.8339
J_09 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 4.18% EVTVPVFYPTEK 240 251 24.7 27.4 24.7 1 0 0 1,408.7359
J_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 3 3 4.49% EAEEETTNDNGVLVLEPAR 293 311 50.9 26.4 46.4 1 1 0 2,085.9936
J_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 3 3 4.49% GPVLQLHDLK 389 398 46.1 25.6 33.7 1 0 0 1,119.6523
J_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 7 14 11.00% GATLALTQVTPQDER 98 112 70.1 27.2 59.5 2 2 0 1,599.8339
J_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 7 14 11.00% EVTVPVFYPTEK 240 251 27.5 27.4 24.2 2 0 0 1,408.7359
J_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 7 14 11.00% CLADGNPPPHFSISK 272 286 38.3 26.9 37.1 2 0 0 1,639.7899
J_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 7 14 11.00% EAEEETTNDNGVLVLEPAR 293 311 79.5 26.5 74.0 2 2 0 2,085.9936
J_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 5 7 14 11.00% GPVLQLHDLK 389 398 46.4 25.5 37.2 2 0 0 1,119.6523
J_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 7 12 11.10% GATLALTQVTPQDER 98 112 54.6 27.2 50.5 2 0 0 1,599.8339
J_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 7 12 11.10% EVTVPVFYPTEK 240 251 37.3 27.2 33.0 2 0 0 1,408.7359
J_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 7 12 11.10% CLADGNPPPHFSISK 272 286 40.1 26.8 35.7 2 0 0 1,639.7899
J_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 7 12 11.10% EAEEETTNDNGVLVLEPAR 293 311 86.8 26.5 77.2 2 1 0 2,085.9936
J_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 7 12 11.10% GPVLQLHDLK 389 398 47.7 25.5 35.5 2 0 0 1,119.6523
J_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 7 12 11.10% GPVLQLHDLKR 389 399 20.8 25.0 18.2 1 0 0 1,275.7534
K_08 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 4 4.18% GATLALTQVTPQDER 98 112 67.1 27.1 61.2 2 0 0 1,599.8339
K_08 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 4 4.18% EVTVPVFYPTEK 240 251 35.2 27.4 30.2 2 0 0 1,408.7359
K_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 3 3 5.26% GATLALTQVTPQDER 98 112 53.5 27.1 45.8 1 0 0 1,599.8339
K_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 3 3 5.26% EAEEETTNDNGVLVLEPAR 293 311 59.9 26.4 50.3 1 1 0 2,085.9936
K_15 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 3 7.12% GATLALTQVTPQDER 98 112 45.4 27.1 45.4 1 0 0 1,599.8339
K_15 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 3 7.12% EVTVPVFYPTEK 240 251 27.4 27.4 16.6 1 0 0 1,408.7359
K_15 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 3 3 7.12% EAEEETTNDNGVLVLEPAR 293 311 56.4 26.6 49.2 1 0 0 2,085.9936
K_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 15 12.70% GATLALTQVTPQDER 98 112 76.9 27.1 68.7 2 2 0 1,599.8339
K_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 15 12.70% DAQFYCELNYR 218 228 24.7 25.0 24.7 1 0 0 1,478.6369
K_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 15 12.70% EVTVPVFYPTEK 240 251 47.1 27.6 37.0 2 0 0 1,408.7359
K_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 15 12.70% CLADGNPPPHFSISK 272 286 45.8 26.7 26.9 2 0 0 1,639.7899
K_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 15 12.70% EAEEETTNDNGVLVLEPAR 293 311 85.3 26.4 75.7 2 2 0 2,085.9936
K_17 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 15 12.70% GPVLQLHDLK 389 398 44.4 25.8 29.4 2 0 0 1,119.6523
K_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 14 11.10% GATLALTQVTPQDER 98 112 64.6 26.7 50.5 1 0 0 1,599.8339
K_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 14 11.10% EVTVPVFYPTEK 240 251 35.1 27.6 25.4 2 0 0 1,408.7359
K_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 14 11.10% CLADGNPPPHFSISK 272 286 38.9 26.8 29.1 2 1 0 1,639.7899
K_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 14 11.10% EAEEETTNDNGVLVLEPAR 293 311 63.9 26.4 56.2 2 2 0 2,085.9936
K_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 14 11.10% GPVLQLHDLK 389 398 37.8 25.8 26.8 2 0 0 1,119.6523



K_18 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 6 8 14 11.10% GPVLQLHDLKR 389 399 42.2 25.0 38.0 2 0 0 1,275.7534
L_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 5 8 8.82% GATLALTQVTPQDER 98 112 61.4 27.0 46.6 2 1 0 1,599.8339
L_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 5 8 8.82% DAQFYCELNYR 218 228 46.8 25.0 38.6 2 0 0 1,478.6369
L_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 5 8 8.82% VWLEVEPVGMLK 252 263 47.7 27.6 39.3 1 0 0 1,415.7605
L_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 5 8 8.82% EAEEETTNDNGVLVLEPAR 293 311 87.8 26.4 79.3 2 0 0 2,085.9936
M_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 5 9 6.97% GATLALTQVTPQDER 98 112 60.2 27.1 48.5 2 2 0 1,599.8339
M_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 5 9 6.97% DAQFYCELNYR 218 228 47.1 25.0 45.1 2 0 0 1,478.6369
M_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 3 5 9 6.97% EAEEETTNDNGVLVLEPAR 293 311 71.5 26.4 64.3 2 1 0 2,085.9936
N_12 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 3.87% GATLALTQVTPQDER 98 112 62.9 27.2 52.5 2 0 0 1,599.8339
N_12 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 3.87% GPVLQLHDLK 389 398 20.5 25.5 11.3 1 0 0 1,119.6523
N_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 4 8 8.51% GATLALTQVTPQDER 98 112 71.9 27.1 59.2 2 0 0 1,599.8339
N_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 4 8 8.51% DAQFYCELNYR 218 228 55.7 25.0 55.0 2 0 0 1,478.6369
N_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 4 8 8.51% EAEEETTNDNGVLVLEPAR 293 311 67.8 26.4 63.6 2 0 0 2,085.9936
N_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 4 8 8.51% GPVLQLHDLK 389 398 45.8 25.5 30.4 2 0 0 1,119.6523
N_15 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 4 3.87% GATLALTQVTPQDER 98 112 63.1 27.2 53.8 2 0 0 1,599.8339
N_15 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 4 3.87% GPVLQLHDLK 389 398 30.8 25.7 22.0 2 0 0 1,119.6523
O_12 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 4 6 8.67% EVTVPVFYPTEK 240 251 37.0 27.4 33.5 2 0 0 1,408.7359
O_12 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 4 6 8.67% CLADGNPPPHFSISK 272 286 21.1 26.8 18.8 0 1 0 1,639.7899
O_12 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 4 6 8.67% EAEEETTNDNGVLVLEPAR 293 311 61.5 26.4 52.1 2 0 0 2,085.9936
O_12 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 4 4 6 8.67% GPVLQLHDLK 389 398 20.5 25.6 10.8 1 0 0 1,119.6523
O_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 4 4.80% EVTVPVFYPTEK 240 251 35.8 27.4 34.3 2 0 0 1,408.7359
O_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 4 4.80% EAEEETTNDNGVLVLEPAR 293 311 47.2 26.4 47.2 2 0 0 2,085.9936
P_12 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 3 4 5.26% GATLALTQVTPQDER 98 112 51.6 27.2 45.5 1 2 0 1,599.8339
P_12 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 3 4 5.26% EAEEETTNDNGVLVLEPAR 293 311 60.6 26.4 56.7 1 0 0 2,085.9936
P_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 2 4.49% EAEEETTNDNGVLVLEPAR 293 311 53.5 26.5 48.8 1 0 0 2,085.9936
P_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 2 4.49% GPVLQLHDLK 389 398 28.3 25.7 18.5 1 0 0 1,119.6523
Q_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 3.87% GATLALTQVTPQDER 98 112 61.0 27.3 50.5 2 0 0 1,599.8339
Q_13 Cell surface glycoprotein MUC18 MUC18_HUMAN 71,607 2 2 3 3.87% GPVLQLHDLK 389 398 26.3 25.5 17.2 1 0 0 1,119.6523
A_19 Methylmalonyl‐CoA mutase, mitochondrial MUTA_HUMAN 83,137 2 2 4 2.93% IIADIFEYTAK 241 251 39.0 26.3 29.7 2 0 0 1,283.6883
A_19 Methylmalonyl‐CoA mutase, mitochondrial MUTA_HUMAN 83,137 2 2 4 2.93% AAVQVLDDIEK 731 741 56.0 28.0 45.5 2 0 0 1,200.6472
B_19 Methylmalonyl‐CoA mutase, mitochondrial MUTA_HUMAN 83,137 3 3 4 4.53% ILFDGIPLEK 172 181 32.5 27.0 21.6 1 0 0 1,144.6615
B_19 Methylmalonyl‐CoA mutase, mitochondrial MUTA_HUMAN 83,137 3 3 4 4.53% IDSGSEVIVGVNK 479 491 29.5 28.7 21.3 1 0 0 1,316.7057
B_19 Methylmalonyl‐CoA mutase, mitochondrial MUTA_HUMAN 83,137 3 3 4 4.53% AAVQVLDDIEK 731 741 57.1 27.9 42.6 2 0 0 1,200.6472
A_12 Diphosphomevalonate decarboxylase MVD1_HUMAN 43,405 2 2 3 5.75% VYGVESDLSEVAR 141 153 80.8 27.8 71.9 2 0 0 1,423.7063
A_12 Diphosphomevalonate decarboxylase MVD1_HUMAN 43,405 2 2 3 5.75% ASVETSPLLR 217 226 25.1 27.5 19.6 1 0 0 1,072.5997
F_14 Diphosphomevalonate decarboxylase MVD1_HUMAN 43,405 2 2 3 5.75% VYGVESDLSEVAR 141 153 79.0 27.8 72.9 2 0 0 1,423.7063
F_14 Diphosphomevalonate decarboxylase MVD1_HUMAN 43,405 2 2 3 5.75% ASVETSPLLR 217 226 38.3 27.2 27.0 1 0 0 1,072.5997
A_21 Major vault protein MVP_HUMAN 99,326 2 2 2 2.80% ELPPGVEELLNK 418 429 28.0 27.5 17.5 1 0 0 1,337.7313
A_21 Major vault protein MVP_HUMAN 99,326 2 2 2 2.80% VPHNAAVQVYDYR 462 474 24.6 27.7 16.1 0 1 0 1,531.7651
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% HYCTVANPVSR 57 67 33.3 25.8 22.7 2 0 0 1,303.6211
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% ALLDFEDKDGDK 125 136 36.8 26.4 31.7 2 0 0 1,365.6536
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% ALQPLEEGEDEEK 336 348 55.6 25.0 53.7 2 0 0 1,486.6910
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% VSHQAGDHWLIR 349 360 35.5 29.1 23.0 2 0 0 1,418.7288
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% GPLEYVPSAK 361 370 32.8 29.3 28.2 2 0 0 1,060.5674
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% VPHNAAVQVYDYR 462 474 34.2 27.8 33.3 1 0 0 1,531.7651
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% GAVASVTFDDFHK 581 593 65.9 27.3 65.5 2 1 0 1,393.6747
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% IEGEGSVLQAK 735 745 56.0 28.2 37.2 2 0 0 1,130.6053
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% AQALAIETEAELQR 748 761 96.7 27.3 83.5 2 0 0 1,542.8123
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% ELELVYAR 767 774 43.2 27.4 34.8 2 0 0 992.5411
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% AQLELEVSK 775 783 44.2 28.0 36.8 2 0 0 1,016.5623
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% AQQLAEVEVK 784 793 39.2 27.0 28.2 1 0 0 1,114.6103
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% QMTEAIGPSTIR 797 808 33.2 27.8 0.0 2 0 0 1,319.6626
A_22 Major vault protein MVP_HUMAN 99,326 14 15 27 17.90% DLAVAGPEMQVK 809 820 38.8 27.7 27.8 2 0 0 1,273.6459
B_22 Major vault protein MVP_HUMAN 99,326 12 12 21 16.10% IPPYHYIHVLDQNSNVSR 10 27 40.6 28.0 36.0 0 2 0 2,152.0934
B_22 Major vault protein MVP_HUMAN 99,326 12 12 21 16.10% HYCTVANPVSR 57 67 39.1 25.8 36.3 2 0 0 1,303.6211
B_22 Major vault protein MVP_HUMAN 99,326 12 12 21 16.10% ALQPLEEGEDEEK 336 348 55.7 25.2 48.0 2 0 0 1,486.6910
B_22 Major vault protein MVP_HUMAN 99,326 12 12 21 16.10% VSHQAGDHWLIR 349 360 42.7 29.1 30.4 2 0 0 1,418.7288
B_22 Major vault protein MVP_HUMAN 99,326 12 12 21 16.10% GPLEYVPSAK 361 370 33.5 29.3 30.9 1 0 0 1,060.5674
B_22 Major vault protein MVP_HUMAN 99,326 12 12 21 16.10% ELPPGVEELLNK 418 429 41.3 27.1 31.3 2 0 0 1,337.7313
B_22 Major vault protein MVP_HUMAN 99,326 12 12 21 16.10% VPHNAAVQVYDYR 462 474 50.8 27.9 41.2 2 0 0 1,531.7651
B_22 Major vault protein MVP_HUMAN 99,326 12 12 21 16.10% IEGEGSVLQAK 735 745 63.6 29.4 39.4 2 0 0 1,130.6053
B_22 Major vault protein MVP_HUMAN 99,326 12 12 21 16.10% VRELELVYAR 765 774 29.1 26.7 19.5 2 0 0 1,247.7106
B_22 Major vault protein MVP_HUMAN 99,326 12 12 21 16.10% AQQLAEVEVK 784 793 34.3 28.7 26.2 2 0 0 1,114.6103
B_22 Major vault protein MVP_HUMAN 99,326 12 12 21 16.10% QMTEAIGPSTIR 797 808 28.2 27.1 0.0 1 0 0 1,319.6626
B_22 Major vault protein MVP_HUMAN 99,326 12 12 21 16.10% DLAVAGPEMQVK 809 820 36.5 27.5 25.8 1 0 0 1,273.6459
C_22 Major vault protein MVP_HUMAN 99,326 7 7 13 9.07% HYCTVANPVSR 57 67 48.6 26.0 45.8 2 0 0 1,303.6211
C_22 Major vault protein MVP_HUMAN 99,326 7 7 13 9.07% ALQPLEEGEDEEK 336 348 38.8 25.2 35.1 2 0 0 1,486.6910
C_22 Major vault protein MVP_HUMAN 99,326 7 7 13 9.07% GPLEYVPSAK 361 370 35.2 29.3 33.4 2 0 0 1,060.5674
C_22 Major vault protein MVP_HUMAN 99,326 7 7 13 9.07% VPHNAAVQVYDYR 462 474 31.7 27.7 29.0 2 0 0 1,531.7651
C_22 Major vault protein MVP_HUMAN 99,326 7 7 13 9.07% GAVASVTFDDFHK 581 593 56.8 27.4 52.3 2 0 0 1,393.6747
C_22 Major vault protein MVP_HUMAN 99,326 7 7 13 9.07% IEGEGSVLQAK 735 745 58.0 28.7 24.6 2 0 0 1,130.6053
C_22 Major vault protein MVP_HUMAN 99,326 7 7 13 9.07% VRELELVYAR 765 774 25.8 26.1 23.9 1 0 0 1,247.7106
D_28 Major vault protein MVP_HUMAN 99,326 2 2 3 2.46% TAVFGFETSEAK 601 612 34.0 26.4 29.6 2 0 0 1,286.6263
D_28 Major vault protein MVP_HUMAN 99,326 2 2 3 2.46% AQQLAEVEVK 784 793 26.7 27.7 22.4 1 0 0 1,114.6103
H_19 Major vault protein MVP_HUMAN 99,326 2 2 4 2.46% GPLEYVPSAK 361 370 37.7 29.0 33.9 2 0 0 1,060.5674
H_19 Major vault protein MVP_HUMAN 99,326 2 2 4 2.46% TAVFGFETSEAK 601 612 49.5 26.3 41.8 2 0 0 1,286.6263
I_18 Major vault protein MVP_HUMAN 99,326 2 2 2 2.80% VPHNAAVQVYDYR 462 474 21.8 27.7 14.7 0 1 0 1,531.7651
I_18 Major vault protein MVP_HUMAN 99,326 2 2 2 2.80% TAVFGFETSEAK 601 612 21.8 26.5 21.8 1 0 0 1,286.6263
I_19 Major vault protein MVP_HUMAN 99,326 2 2 3 2.46% GPLEYVPSAK 361 370 31.0 29.3 31.0 1 0 0 1,060.5674
I_19 Major vault protein MVP_HUMAN 99,326 2 2 3 2.46% TAVFGFETSEAK 601 612 21.0 26.3 19.0 2 0 0 1,286.6263
K_18 Major vault protein MVP_HUMAN 99,326 3 4 7 3.92% GPLEYVPSAK 361 370 31.8 29.1 29.8 2 0 0 1,060.5674
K_18 Major vault protein MVP_HUMAN 99,326 3 4 7 3.92% VPHNAAVQVYDYR 462 474 35.6 28.1 34.0 1 2 0 1,531.7651
K_18 Major vault protein MVP_HUMAN 99,326 3 4 7 3.92% TAVFGFETSEAK 601 612 29.6 25.9 22.9 2 0 0 1,286.6263
L_13 Major vault protein MVP_HUMAN 99,326 4 4 8 6.61% QAIPLDENEGIYVQDVK 378 394 64.2 27.7 54.4 2 0 0 1,930.9759
L_13 Major vault protein MVP_HUMAN 99,326 4 4 8 6.61% TAVFGFETSEAK 601 612 72.5 25.9 69.1 2 0 0 1,286.6263
L_13 Major vault protein MVP_HUMAN 99,326 4 4 8 6.61% SVQLAIEITTNSQEAAAK 657 674 102.0 28.2 89.6 2 0 0 1,873.9866
L_13 Major vault protein MVP_HUMAN 99,326 4 4 8 6.61% DLAVAGPEMQVK 809 820 34.0 27.9 20.2 2 0 0 1,273.6459
L_14 Major vault protein MVP_HUMAN 99,326 3 3 4 3.36% TAVFGFETSEAK 601 612 56.3 25.9 50.9 2 0 0 1,286.6263
L_14 Major vault protein MVP_HUMAN 99,326 3 3 4 3.36% ELELVYAR 767 774 32.5 28.0 25.2 1 0 0 992.5411
L_14 Major vault protein MVP_HUMAN 99,326 3 3 4 3.36% AQQLAEVEVK 784 793 26.5 28.5 14.2 1 0 0 1,114.6103
L_15 Major vault protein MVP_HUMAN 99,326 4 4 5 6.16% ALQPLEEGEDEEK 336 348 25.5 25.4 22.0 1 0 0 1,486.6910
L_15 Major vault protein MVP_HUMAN 99,326 4 4 5 6.16% TAVFGFETSEAK 601 612 58.4 25.9 54.3 2 0 0 1,286.6263
L_15 Major vault protein MVP_HUMAN 99,326 4 4 5 6.16% SVQLAIEITTNSQEAAAK 657 674 65.5 28.5 60.4 1 0 0 1,873.9866
L_15 Major vault protein MVP_HUMAN 99,326 4 4 5 6.16% DLAVAGPEMQVK 809 820 25.3 27.8 5.9 1 0 0 1,273.6459
L_16 Major vault protein MVP_HUMAN 99,326 7 7 13 9.85% HYCTVANPVSR 57 67 34.9 26.0 23.5 2 0 0 1,303.6211
L_16 Major vault protein MVP_HUMAN 99,326 7 7 13 9.85% GPLEYVPSAK 361 370 55.9 29.1 48.7 2 0 0 1,060.5674
L_16 Major vault protein MVP_HUMAN 99,326 7 7 13 9.85% QAIPLDENEGIYVQDVK 378 394 69.4 27.8 59.5 1 0 0 1,930.9759
L_16 Major vault protein MVP_HUMAN 99,326 7 7 13 9.85% LFSVPDFVGDACK 561 573 54.7 26.3 44.3 2 0 0 1,454.6986
L_16 Major vault protein MVP_HUMAN 99,326 7 7 13 9.85% GAVASVTFDDFHK 581 593 65.3 27.5 61.5 2 0 0 1,393.6747
L_16 Major vault protein MVP_HUMAN 99,326 7 7 13 9.85% TAVFGFETSEAK 601 612 68.8 25.9 67.6 2 0 0 1,286.6263
L_16 Major vault protein MVP_HUMAN 99,326 7 7 13 9.85% DLAVAGPEMQVK 809 820 32.2 27.9 22.1 2 0 0 1,273.6459
M_13 Major vault protein MVP_HUMAN 99,326 2 2 3 2.58% TAVFGFETSEAK 601 612 45.6 26.0 45.6 1 0 0 1,286.6263
M_13 Major vault protein MVP_HUMAN 99,326 2 2 3 2.58% IEGEGSVLQAK 735 745 67.3 28.9 44.4 2 0 0 1,130.6053
M_14 Major vault protein MVP_HUMAN 99,326 2 2 3 2.46% GPLEYVPSAK 361 370 32.0 28.7 21.0 1 0 0 1,060.5674
M_14 Major vault protein MVP_HUMAN 99,326 2 2 3 2.46% DLAVAGPEMQVK 809 820 38.9 27.5 29.0 2 0 0 1,273.6459
M_16 Major vault protein MVP_HUMAN 99,326 4 4 6 5.04% GPLEYVPSAK 361 370 30.8 29.3 21.6 1 0 0 1,060.5674
M_16 Major vault protein MVP_HUMAN 99,326 4 4 6 5.04% TAVFGFETSEAK 601 612 52.4 26.0 42.0 2 0 0 1,286.6263
M_16 Major vault protein MVP_HUMAN 99,326 4 4 6 5.04% IEGEGSVLQAK 735 745 52.5 29.4 35.2 1 0 0 1,130.6053
M_16 Major vault protein MVP_HUMAN 99,326 4 4 6 5.04% DLAVAGPEMQVK 809 820 39.9 27.5 30.3 2 0 0 1,273.6459
Q_16 Major vault protein MVP_HUMAN 99,326 3 3 4 3.70% HYCTVANPVSR 57 67 42.0 25.7 39.5 2 0 0 1,303.6211
Q_16 Major vault protein MVP_HUMAN 99,326 3 3 4 3.70% GPLEYVPSAK 361 370 28.0 29.6 21.7 1 0 0 1,060.5674
Q_16 Major vault protein MVP_HUMAN 99,326 3 3 4 3.70% TAVFGFETSEAK 601 612 34.0 25.9 34.0 1 0 0 1,286.6263



B_11 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 4 4.79% YALTTTLSAR 189 198 37.8 25.8 36.8 2 0 0 1,096.5997
B_11 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 4 4.79% LPLPEPWR 317 324 29.4 25.7 12.3 2 0 0 1,007.5674
C_11 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 3 4.79% YALTTTLSAR 189 198 22.4 25.6 20.1 2 0 0 1,096.5997
C_11 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 3 4.79% LPLPEPWR 317 324 26.4 26.0 11.4 1 0 0 1,007.5674
D_18 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 3 4.79% YALTTTLSAR 189 198 57.2 27.1 48.3 2 0 0 1,096.5997
D_18 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 3 4.79% LPLPEPWR 317 324 27.6 27.7 6.0 1 0 0 1,007.5674
F_13 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 4 4 7 10.60% YALTTTLSAR 189 198 48.5 25.8 42.6 2 0 0 1,096.5997
F_13 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 4 4 7 10.60% AMDLVQEEFLQR 220 231 64.6 27.1 49.6 1 0 0 1,494.7259
F_13 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 4 4 7 10.60% ALVEEALAQR 244 253 55.3 25.8 35.9 2 0 0 1,099.6106
F_13 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 4 4 7 10.60% LPLPEPWR 317 324 33.4 25.7 7.1 2 0 0 1,007.5674
G_13 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 4 5.32% YALTTTLSAR 189 198 47.6 26.5 39.4 2 0 0 1,096.5997
G_13 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 4 5.32% ALVEEALAQR 244 253 71.6 27.0 54.5 2 0 0 1,099.6106
L_07 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 4 4 7 11.20% YALTTTLSAR 189 198 56.4 26.5 41.9 2 0 0 1,096.5997
L_07 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 4 4 7 11.20% ALVEEALAQR 244 253 55.2 27.1 41.3 2 0 0 1,099.6106
L_07 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 4 4 7 11.20% FQVDPSGEIVELAK 254 267 32.7 27.7 24.4 2 0 0 1,531.8004
L_07 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 4 4 7 11.20% LPLPEPWR 317 324 29.4 26.0 12.3 1 0 0 1,007.5674
M_07 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 4 5.32% YALTTTLSAR 189 198 45.5 26.5 42.6 2 0 0 1,096.5997
M_07 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 4 5.32% ALVEEALAQR 244 253 39.9 27.0 22.0 2 0 0 1,099.6106
O_07 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 4 5.32% YALTTTLSAR 189 198 53.0 26.5 43.2 2 0 0 1,096.5997
O_07 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 4 5.32% ALVEEALAQR 244 253 43.1 27.0 27.5 2 0 0 1,099.6106
P_07 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 3 5.32% YALTTTLSAR 189 198 53.4 26.4 40.9 2 0 0 1,096.5997
P_07 UPF0160 protein MYG1, mitochondrial MYG1_HUMAN 42,450 2 2 3 5.32% ALVEEALAQR 244 253 58.0 27.1 44.8 1 0 0 1,099.6106
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% KLVWIPSER 34 42 27.9 27.1 8.9 1 0 0 1,127.6572
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% HGFEAASIKEER 43 54 34.4 26.8 27.2 0 2 0 1,373.6808
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% EDQSILCTGESGAGK 170 184 63.7 25.0 58.5 1 0 0 1,551.6958
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% VDYKADEWLMK 584 594 20.4 25.2 15.4 0 1 0 1,413.6721
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% ADEWLMK 588 594 56.4 25.4 35.5 2 0 0 908.4184
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% CNGVLEGIR 701 709 33.7 28.0 20.6 2 0 0 1,017.5147
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% IVFQEFR 719 725 33.0 25.7 22.9 2 0 0 938.5094
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% KMEEEILLLEDQNSK 982 996 23.4 28.1 19.0 0 2 0 1,834.9106
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% MEEEILLLEDQNSK 983 996 93.3 26.7 82.8 2 0 0 1,706.8156
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% IAECSSQLAEEEEK 1008 1021 56.4 25.0 46.1 2 0 0 1,622.7215
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% ALEEETKNHEAQIQDMR 1182 1198 19.5 25.4 7.6 0 1 0 2,057.9559
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% NSLQEQQEEEEEAR 1346 1359 36.2 25.0 36.2 2 0 0 1,718.7464
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% KFDQLLAEEK 1452 1461 42.4 28.3 16.8 2 0 0 1,220.6523
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% FDQLLAEEK 1453 1461 32.2 27.8 25.4 2 0 0 1,092.5573
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% ALEQQVEEMR 1536 1545 38.3 25.0 34.4 2 0 0 1,248.5890
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% ELEAELEDER 1600 1609 48.7 25.0 42.3 2 0 0 1,232.5642
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% DELADEITNSASGK 1711 1724 73.0 25.3 61.5 2 0 0 1,449.6705
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% ATISALEAK 1814 1822 24.9 28.7 10.8 1 0 0 903.5146
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% IGQLEEQLEQEAK 1823 1835 72.1 27.7 63.1 2 0 0 1,514.7699
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% QLEEAEEEATR 1885 1895 44.5 25.0 36.1 2 0 0 1,304.5965
A_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 27 10.80% ELDDATEANEGLSR 1906 1919 95.8 25.0 95.8 2 0 0 1,519.6872
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% EDQSILCTGESGAGK 170 184 73.3 25.0 68.3 2 0 0 1,551.6958
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% EQADFAVEALAK 415 426 65.0 27.9 51.5 2 0 0 1,291.6529
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% DKADFCIIHYAGK 571 583 29.0 28.1 19.1 1 0 0 1,537.7470
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% VDYKADEWLMK 584 594 26.9 25.4 18.1 0 1 0 1,413.6721
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% ADEWLMK 588 594 38.8 25.4 4.8 2 0 0 908.4184
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% CNGVLEGIR 701 709 40.3 28.3 23.8 1 0 0 1,017.5147
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% IVFQEFR 719 725 22.6 25.8 15.8 1 0 0 938.5094
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% YEILTPNAIPK 728 738 44.0 28.0 29.5 2 0 0 1,258.7043
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% ALELDPNLYR 753 762 38.7 28.9 29.2 1 0 0 1,203.6369
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% AGVLAHLEEER 772 782 49.3 27.9 40.2 2 0 0 1,223.6379
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% MEEEILLLEDQNSK 983 996 62.4 26.6 51.2 2 0 0 1,706.8156
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% IAECSSQLAEEEEK 1008 1021 86.7 25.0 77.4 2 0 0 1,622.7215
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% DLSEELEALK 1143 1152 32.5 28.3 21.7 2 0 0 1,146.5890
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% KFDQLLAEEK 1452 1461 33.8 28.3 19.6 1 0 0 1,220.6523
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% ALEQQVEEMR 1536 1545 24.4 25.4 19.8 1 0 0 1,248.5890
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% ELEAELEDER 1600 1609 43.7 25.0 35.5 2 0 0 1,232.5642
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% ELEAELEDERK 1600 1610 17.8 26.4 9.5 0 1 0 1,360.6592
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% DELADEITNSASGK 1711 1724 73.4 25.6 70.8 2 0 0 1,449.6705
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% TTLQVDTLNAELAAER 1762 1777 40.3 28.1 31.4 1 0 0 1,744.9077
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% LQELEGAVK 1801 1809 23.1 27.4 5.9 1 0 0 986.5518
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% IGQLEEQLEQEAK 1823 1835 74.6 27.7 64.4 2 0 0 1,514.7699
B_27 Myosin‐10 MYH10_HUMAN 229,005 15 15 24 11.80% ELDDATEANEGLSR 1906 1919 96.9 25.0 96.9 2 0 0 1,519.6872
C_27 Myosin‐10 MYH10_HUMAN 229,005 5 5 7 6.43% EQADFAVEALAK 415 426 32.0 27.7 28.2 1 0 0 1,291.6529
C_27 Myosin‐10 MYH10_HUMAN 229,005 5 5 7 6.43% ADFCIIHYAGK 573 583 43.6 26.6 32.8 2 0 0 1,294.6250
C_27 Myosin‐10 MYH10_HUMAN 229,005 5 5 7 6.43% AGKLDPHLVLDQLR 687 700 31.2 25.0 30.8 2 1 0 1,574.9016
C_27 Myosin‐10 MYH10_HUMAN 229,005 5 5 7 6.43% LDPHLVLDQLR 690 700 40.5 26.7 31.1 2 0 0 1,318.7480
C_27 Myosin‐10 MYH10_HUMAN 229,005 5 5 7 6.43% CNGVLEGIR 701 709 56.5 28.4 28.1 2 0 0 1,017.5147
C_27 Myosin‐10 MYH10_HUMAN 229,005 5 5 7 6.43% YEILTPNAIPK 728 738 37.8 28.5 25.0 2 0 0 1,258.7043
C_27 Myosin‐10 MYH10_HUMAN 229,005 5 5 7 6.43% AGVLAHLEEERDLK 772 785 19.1 28.0 12.4 0 1 0 1,579.8440
C_27 Myosin‐10 MYH10_HUMAN 229,005 5 5 7 6.43% KQELEEILHDLESR 917 930 46.9 28.3 32.1 0 1 0 1,738.8972
C_27 Myosin‐10 MYH10_HUMAN 229,005 5 5 7 6.43% HATALEELSEQLEQAKR 1201 1217 36.0 28.4 26.4 0 0 1 1,953.0037
C_27 Myosin‐10 MYH10_HUMAN 229,005 5 5 7 6.43% FDQLLAEEK 1453 1461 34.7 27.8 23.9 2 0 0 1,092.5573
C_27 Myosin‐10 MYH10_HUMAN 229,005 5 5 7 6.43% TTLQVDTLNAELAAER 1762 1777 40.0 28.2 31.9 2 0 0 1,744.9077
H_22 Myosin‐10 MYH10_HUMAN 229,005 2 2 3 3.24% AGKLDPHLVLDQLR 687 700 33.4 25.0 22.1 0 2 0 1,574.9016
H_22 Myosin‐10 MYH10_HUMAN 229,005 2 2 3 3.24% LDPHLVLDQLR 690 700 40.0 25.8 30.6 2 0 0 1,318.7480
H_22 Myosin‐10 MYH10_HUMAN 229,005 2 2 3 3.24% ALELDPNLYR 753 762 46.9 28.8 35.8 2 0 0 1,203.6369
H_22 Myosin‐10 MYH10_HUMAN 229,005 2 2 3 3.24% AGVLAHLEEER 772 782 52.4 27.8 31.4 2 0 0 1,223.6379
H_22 Myosin‐10 MYH10_HUMAN 229,005 2 2 3 3.24% AGVLAHLEEERDLK 772 785 36.7 27.7 28.3 0 1 0 1,579.8440
H_22 Myosin‐10 MYH10_HUMAN 229,005 2 2 3 3.24% IAECSSQLAEEEEKAK 1008 1023 16.5 25.8 7.3 0 1 0 1,821.8536
H_22 Myosin‐10 MYH10_HUMAN 229,005 2 2 3 3.24% KFDQLLAEEK 1452 1461 46.7 28.3 31.2 2 0 0 1,220.6523
H_22 Myosin‐10 MYH10_HUMAN 229,005 2 2 3 3.24% FDQLLAEEK 1453 1461 50.1 27.8 33.8 2 0 0 1,092.5573
L_16 Myosin‐10 MYH10_HUMAN 229,005 3 3 3 3.85% EDQSILCTGESGAGK 170 184 53.7 25.0 53.0 2 0 0 1,551.6958
L_16 Myosin‐10 MYH10_HUMAN 229,005 3 3 3 3.85% LDPHLVLDQLR 690 700 48.7 25.9 35.3 2 0 0 1,318.7480
L_16 Myosin‐10 MYH10_HUMAN 229,005 3 3 3 3.85% AGVLAHLEEER 772 782 53.5 27.8 43.1 2 0 0 1,223.6379
L_16 Myosin‐10 MYH10_HUMAN 229,005 3 3 3 3.85% AGVLAHLEEERDLK 772 785 34.7 27.7 23.3 0 1 0 1,579.8440
L_16 Myosin‐10 MYH10_HUMAN 229,005 3 3 3 3.85% KLDAQVQELHAK 1256 1267 25.2 26.9 22.3 0 1 0 1,379.7643
L_16 Myosin‐10 MYH10_HUMAN 229,005 3 3 3 3.85% ELDDATEANEGLSR 1906 1919 88.0 25.0 84.0 1 0 0 1,519.6872
L_16 Myosin‐10 MYH10_HUMAN 229,005 3 3 3 3.85% GGPISFSSSR 1931 1940 38.2 27.3 30.8 1 0 0 994.4952
O_14 Myosin‐6 MYH6_MOUSE 223,571 3 3 4 1.34% SLNDFTTQR 1271 1279 25.6 26.1 22.0 1 0 0 1,081.5273
O_14 Myosin‐6 MYH6_MOUSE 223,571 3 3 4 1.34% SLSTELFK 1478 1485 18.5 26.2 0.0 1 0 0 924.5037
O_14 Myosin‐6 MYH6_MOUSE 223,571 3 3 4 1.34% AQLEFNQIK 1563 1571 36.3 28.4 25.8 2 0 0 1,090.5892
A_21 Myosin‐9 MYH9_HUMAN 226,538 6 6 12 3.42% VIQYLAYVASSHK 187 199 75.9 27.4 69.7 2 0 0 1,478.8001
A_21 Myosin‐9 MYH9_HUMAN 226,538 6 6 12 3.42% TDLLLEPYNK 290 299 46.2 27.4 28.7 2 0 0 1,205.6414
A_21 Myosin‐9 MYH9_HUMAN 226,538 6 6 12 3.42% EQADFAIEALAK 408 419 61.6 27.7 0.0 2 0 0 1,305.6686
A_21 Myosin‐9 MYH9_HUMAN 226,538 6 6 12 3.42% LDPHLVLDQLR 683 693 33.9 26.4 23.4 2 0 0 1,318.7480
A_21 Myosin‐9 MYH9_HUMAN 226,538 6 6 12 3.42% ALELDSNLYR 746 755 54.4 27.8 45.7 2 0 0 1,193.6161
A_21 Myosin‐9 MYH9_HUMAN 226,538 6 6 12 3.42% AGVLAHLEEER 765 775 50.7 28.0 40.0 2 0 0 1,223.6379
A_22 Myosin‐9 MYH9_HUMAN 226,538 3 3 5 1.68% EQADFAIEALAK 408 419 29.5 27.7 0.0 2 0 0 1,305.6686
A_22 Myosin‐9 MYH9_HUMAN 226,538 3 3 5 1.68% YEILTPNSIPK 721 731 23.3 28.2 16.3 1 0 0 1,274.6992
A_22 Myosin‐9 MYH9_HUMAN 226,538 3 3 5 1.68% ALELDSNLYR 746 755 31.9 27.8 23.7 2 0 0 1,193.6161
A_23 Myosin‐9 MYH9_HUMAN 226,538 2 2 4 1.12% TDLLLEPYNK 290 299 32.6 28.3 20.9 2 0 0 1,205.6414
A_23 Myosin‐9 MYH9_HUMAN 226,538 2 2 4 1.12% EQADFAIEALAK 408 419 53.9 27.7 0.0 2 0 0 1,305.6686
A_24 Myosin‐9 MYH9_HUMAN 226,538 7 7 10 4.64% EQADFAIEALAK 408 419 44.6 28.0 0.0 2 0 0 1,305.6686
A_24 Myosin‐9 MYH9_HUMAN 226,538 7 7 10 4.64% ALELDSNLYR 746 755 30.2 27.8 23.1 2 0 0 1,193.6161
A_24 Myosin‐9 MYH9_HUMAN 226,538 7 7 10 4.64% KLEEEQIILEDQNCK 975 989 30.3 27.4 22.7 0 1 0 1,888.9324
A_24 Myosin‐9 MYH9_HUMAN 226,538 7 7 10 4.64% IAEFTTNLTEEEEK 1001 1014 66.7 26.2 47.9 1 0 0 1,653.7855
A_24 Myosin‐9 MYH9_HUMAN 226,538 7 7 10 4.64% KEEELQAALAR 1081 1091 27.9 28.1 19.5 1 0 0 1,257.6798
A_24 Myosin‐9 MYH9_HUMAN 226,538 7 7 10 4.64% QAQQERDELADEIANSSGK 1698 1716 24.6 25.0 19.3 0 1 0 2,088.9794
A_24 Myosin‐9 MYH9_HUMAN 226,538 7 7 10 4.64% RGDLPFVVPR 1923 1932 21.8 25.3 0.9 2 0 0 1,155.6634



A_25 Myosin‐9 MYH9_HUMAN 226,538 6 6 10 3.57% TDLLLEPYNK 290 299 34.5 28.2 25.8 1 0 0 1,205.6414
A_25 Myosin‐9 MYH9_HUMAN 226,538 6 6 10 3.57% EQADFAIEALAK 408 419 22.3 27.7 0.0 2 0 0 1,305.6686
A_25 Myosin‐9 MYH9_HUMAN 226,538 6 6 10 3.57% YEILTPNSIPK 721 731 33.2 28.5 20.2 2 0 0 1,274.6992
A_25 Myosin‐9 MYH9_HUMAN 226,538 6 6 10 3.57% ALELDSNLYR 746 755 34.3 28.5 29.8 2 0 0 1,193.6161
A_25 Myosin‐9 MYH9_HUMAN 226,538 6 6 10 3.57% KQELEEICHDLEAR 910 923 21.4 26.1 17.3 0 2 0 1,769.8489
A_25 Myosin‐9 MYH9_HUMAN 226,538 6 6 10 3.57% IAQLEEQLDNETK 1816 1828 82.1 27.7 72.4 1 0 0 1,530.7648
A_26 Myosin‐9 MYH9_HUMAN 226,538 9 9 14 5.10% TDLLLEPYNK 290 299 53.6 28.2 35.5 2 0 0 1,205.6414
A_26 Myosin‐9 MYH9_HUMAN 226,538 9 9 14 5.10% EQADFAIEALAK 408 419 39.6 27.7 0.0 1 0 0 1,305.6686
A_26 Myosin‐9 MYH9_HUMAN 226,538 9 9 14 5.10% LDPHLVLDQLR 683 693 30.7 26.1 20.2 1 0 0 1,318.7480
A_26 Myosin‐9 MYH9_HUMAN 226,538 9 9 14 5.10% ALELDSNLYR 746 755 32.2 27.8 20.3 2 0 0 1,193.6161
A_26 Myosin‐9 MYH9_HUMAN 226,538 9 9 14 5.10% AGVLAHLEEER 765 775 30.3 27.7 21.4 1 0 0 1,223.6379
A_26 Myosin‐9 MYH9_HUMAN 226,538 9 9 14 5.10% KQELEEICHDLEAR 910 923 31.4 26.2 21.2 0 2 0 1,769.8489
A_26 Myosin‐9 MYH9_HUMAN 226,538 9 9 14 5.10% IAEFTTNLTEEEEK 1001 1014 107.0 26.2 90.0 2 0 0 1,653.7855
A_26 Myosin‐9 MYH9_HUMAN 226,538 9 9 14 5.10% DLEGLSQR 1393 1400 23.4 27.2 12.0 2 0 0 917.4688
A_26 Myosin‐9 MYH9_HUMAN 226,538 9 9 14 5.10% KFDQLLAEEK 1445 1454 25.3 28.3 13.0 1 0 0 1,220.6523
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% SGFEPASLK 39 47 30.3 27.1 21.2 2 0 0 935.4833
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% SMMQDREDQSILCTGESGAGK 160 180 71.3 25.0 68.8 0 2 0 2,331.9853
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% EDQSILCTGESGAGK 166 180 63.7 25.0 58.5 1 0 0 1,551.6958
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% KVIQYLAYVASSHK 186 199 36.8 25.8 28.6 1 2 0 1,606.8951
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% VIQYLAYVASSHK 187 199 73.4 27.4 68.3 2 2 0 1,478.8001
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% TDLLLEPYNK 290 299 59.1 28.2 45.7 2 0 0 1,205.6414
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% FLSNGHVTIPGQQDK 302 316 30.1 27.6 25.5 2 0 0 1,640.8393
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% DMFQETMEAMR 317 327 59.5 25.0 59.5 2 0 0 1,436.5492
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% IMGIPEEEQMGLLR 328 341 54.0 27.3 41.9 2 2 0 1,647.8084
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% VISGVLQLGNIVFK 342 355 46.3 25.0 44.5 1 0 0 1,486.8993
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% VSHLLGINVTDFTR 374 387 62.0 27.6 62.0 2 0 0 1,571.8541
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% EQADFAIEALAK 408 419 72.2 28.0 0.0 2 0 0 1,305.6686
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% VDYKADEWLMK 577 587 20.4 25.2 15.4 0 1 0 1,413.6721
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% ADEWLMK 581 587 56.4 25.4 35.5 2 0 0 908.4184
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% NMDPLNDNIATLLHQSSDK 588 606 25.6 26.0 16.6 0 2 0 2,142.0135
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% FVSELWK 607 613 42.5 27.7 25.4 1 0 0 908.4876
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% CNGVLEGIR 694 702 33.7 28.0 20.6 2 0 0 1,017.5147
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% VVFQEFR 712 718 28.2 26.9 17.0 1 0 0 924.4937
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% QRYEILTPNSIPK 719 731 23.3 27.3 13.2 1 1 0 1,558.8589
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% YEILTPNSIPK 721 731 41.6 28.1 20.7 2 0 0 1,274.6992
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% QACVLMIK 738 745 42.2 27.7 30.2 3 0 0 978.5112
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% ALELDSNLYR 746 755 57.0 28.5 49.8 2 0 0 1,193.6161
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% LTEMETLQSQLMAEK 868 882 74.2 26.5 65.5 4 0 0 1,783.8455
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% KQELEEICHDLEAR 910 923 67.6 26.2 63.2 2 2 0 1,769.8489
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% QELEEICHDLEAR 911 923 46.7 25.0 31.2 2 0 0 1,641.7539
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% KLEEEQIILEDQNCK 975 989 84.7 27.6 73.4 2 0 0 1,888.9324
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% LEEEQIILEDQNCK 976 989 80.5 25.9 72.4 2 2 0 1,760.8374
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% IAEFTTNLTEEEEKSK 1001 1016 54.5 27.2 48.7 2 0 0 1,868.9125
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% NKHEAMITDLEER 1023 1035 45.9 25.8 41.8 2 2 0 1,601.7590
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% HEAMITDLEER 1025 1035 47.9 25.0 47.9 4 0 0 1,359.6211
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% KEEELQAALAR 1081 1091 44.3 28.1 28.8 2 0 0 1,257.6798
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% EEELQAALAR 1082 1091 34.3 27.5 26.9 2 0 0 1,129.5848
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% DLGEELEALK 1136 1145 47.0 28.3 33.4 2 0 0 1,116.5785
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% TELEDTLDSTAAQQELR 1146 1162 96.5 26.9 89.7 2 0 0 1,919.9195
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% HSQAVEELAEQLEQTK 1194 1209 74.1 27.3 73.5 2 0 0 1,839.9084
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% HSQAVEELAEQLEQTKR 1194 1210 62.8 28.1 57.2 0 2 2 1,996.0095
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% QTLENERGELANEVK 1220 1234 52.0 27.7 40.7 2 1 0 1,729.8716
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% KKVEAQLQELQVK 1248 1260 61.9 25.0 51.7 2 0 0 1,540.9059
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% KVEAQLQELQVK 1249 1260 64.3 25.0 55.7 2 0 0 1,412.8109
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% LQVELDNVTGLLSQSDSK 1278 1295 82.7 27.9 56.5 2 1 0 1,946.0079
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% LKQVEDEKNSFR 1331 1342 21.1 28.4 18.5 0 2 0 1,492.7755
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% EQLEEEEEAKHNLEK 1343 1357 37.6 26.3 31.3 2 1 0 1,854.8717
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% QIATLHAQVADMK 1358 1370 39.1 27.2 25.0 0 2 0 1,441.7470
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% KMEDSVGCLETAEEVK 1372 1387 55.7 25.0 41.2 2 2 0 1,840.8305
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% KMEDSVGCLETAEEVKR 1372 1388 42.4 25.4 38.8 0 3 0 1,996.9316
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% MEDSVGCLETAEEVK 1373 1387 97.0 25.0 88.2 2 0 0 1,712.7355
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% MEDSVGCLETAEEVKR 1373 1388 27.1 25.0 23.6 0 2 0 1,868.8366
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% KFDQLLAEEK 1445 1454 42.4 28.3 16.8 2 0 0 1,220.6523
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% FDQLLAEEK 1446 1454 32.2 27.8 25.4 2 0 0 1,092.5573
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% TEMEDLMSSK 1504 1513 24.2 25.0 18.2 2 0 0 1,170.5018
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% TEMEDLMSSKDDVGK 1504 1518 27.9 25.0 13.9 0 3 0 1,700.7357
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% ALEQQVEEMK 1529 1538 58.9 26.9 40.1 4 0 0 1,204.5879
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% LEVNLQAMK 1558 1566 39.0 28.4 17.2 1 0 0 1,061.5661
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% EMEAELEDER 1593 1602 46.2 25.0 39.4 2 0 0 1,250.5206
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% EMEAELEDERK 1593 1603 42.9 25.0 33.8 2 2 0 1,378.6156
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% DLEAHIDSANK 1621 1631 50.5 26.1 43.6 2 0 0 1,212.5856
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% RQAQQERDELADEIANSSGK 1697 1716 53.2 26.7 47.5 0 2 0 2,245.0805
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% QAQQERDELADEIANSSGK 1698 1716 61.0 25.0 55.7 2 2 0 2,088.9794
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% DELADEIANSSGK 1704 1716 101.0 25.0 78.6 2 0 0 1,348.6228
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% YKASITALEAK 1805 1815 24.0 25.6 13.6 1 0 0 1,194.6729
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% IAQLEEQLDNETK 1816 1828 86.4 27.7 74.2 2 0 0 1,530.7648
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% IAQLEEQLDNETKER 1816 1830 34.5 27.8 31.6 1 0 0 1,815.9085
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% LKDVLLQVDDERR 1844 1856 40.5 26.9 29.5 2 2 0 1,598.8863
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% QLEEAEEEAQR 1878 1888 51.0 25.0 40.8 2 0 0 1,331.6074
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% ELEDATETADAMNR 1899 1912 79.9 25.0 75.2 1 2 0 1,581.6699
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% RGDLPFVVPR 1923 1932 62.5 26.1 50.5 2 0 0 1,155.6634
A_27 Myosin‐9 MYH9_HUMAN 226,538 67 88 160 31.10% GDLPFVVPR 1924 1932 38.6 26.3 25.5 2 0 0 999.5623
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% VIQYLAYVASSHK 187 199 75.1 27.4 72.7 2 0 0 1,478.8001
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% TDLLLEPYNK 290 299 42.5 27.4 26.1 2 0 0 1,205.6414
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% IMGIPEEEQMGLLR 328 341 43.2 27.7 36.8 2 0 0 1,647.8084
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% EQADFAIEALAK 408 419 49.9 27.7 0.0 2 0 0 1,305.6686
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% LDPHLVLDQLR 683 693 32.5 26.3 28.0 2 0 0 1,318.7480
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% QRYEILTPNSIPK 719 731 23.1 27.5 18.2 0 2 0 1,558.8589
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% ALELDSNLYR 746 755 45.1 27.8 39.4 2 0 0 1,193.6161
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% KLEEEQIILEDQNCK 975 989 63.7 27.4 63.7 2 0 0 1,888.9324
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% LEEEQIILEDQNCK 976 989 64.2 25.8 56.5 2 0 0 1,760.8374
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% IAEFTTNLTEEEEK 1001 1014 83.9 26.3 68.7 2 0 0 1,653.7855
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% IAEFTTNLTEEEEKSK 1001 1016 25.5 27.2 22.3 0 2 0 1,868.9125
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% NKHEAMITDLEER 1023 1035 28.9 25.5 28.9 0 2 0 1,601.7590
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% KEEELQAALAR 1081 1091 35.6 28.1 21.4 1 0 0 1,257.6798
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% DLGEELEALK 1136 1145 33.4 28.4 20.1 1 0 0 1,116.5785
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% HSQAVEELAEQLEQTKR 1194 1210 65.8 28.0 61.9 0 2 0 1,996.0095
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% AKQTLENERGELANEVK 1218 1234 25.2 27.3 25.2 0 1 0 1,929.0037
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% KKVEAQLQELQVK 1248 1260 57.5 25.0 50.2 2 0 0 1,540.9059
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% KVEAQLQELQVK 1249 1260 56.1 25.5 40.8 2 0 0 1,412.8109
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% KMEDSVGCLETAEEVKR 1372 1388 47.7 25.4 47.7 0 2 2 1,996.9316
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% DLEGLSQR 1393 1400 23.7 27.5 14.0 2 0 0 917.4688
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% KFDQLLAEEK 1445 1454 33.2 28.3 5.9 2 0 0 1,220.6523
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% FDQLLAEEK 1446 1454 44.1 27.8 34.2 2 0 0 1,092.5573
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% ALEQQVEEMK 1529 1538 21.6 26.2 13.0 1 0 0 1,220.5829
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% QAQQERDELADEIANSSGK 1698 1716 53.2 25.0 48.5 0 2 0 2,088.9794
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% DELADEIANSSGK 1704 1716 70.8 25.0 61.2 2 0 0 1,348.6228
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% LKDVLLQVDDERR 1844 1856 26.4 27.4 18.6 0 2 0 1,598.8863
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% ELEDATETADAMNR 1899 1912 55.1 25.0 55.1 2 0 0 1,581.6699
A_28 Myosin‐9 MYH9_HUMAN 226,538 28 29 53 15.10% GDLPFVVPR 1924 1932 23.6 26.3 9.7 1 0 0 999.5623
A_29 Myosin‐9 MYH9_HUMAN 226,538 6 6 9 3.52% VIQYLAYVASSHK 187 199 21.1 27.4 16.1 0 1 0 1,478.8001
A_29 Myosin‐9 MYH9_HUMAN 226,538 6 6 9 3.52% TDLLLEPYNK 290 299 46.7 28.2 33.7 1 0 0 1,205.6414



A_29 Myosin‐9 MYH9_HUMAN 226,538 6 6 9 3.52% YEILTPNSIPK 721 731 32.1 28.2 24.1 2 0 0 1,274.6992
A_29 Myosin‐9 MYH9_HUMAN 226,538 6 6 9 3.52% ALELDSNLYR 746 755 35.3 27.8 27.9 2 0 0 1,193.6161
A_29 Myosin‐9 MYH9_HUMAN 226,538 6 6 9 3.52% KLEEEQIILEDQNCK 975 989 34.5 27.5 29.0 0 2 0 1,888.9324
A_29 Myosin‐9 MYH9_HUMAN 226,538 6 6 9 3.52% RGDLPFVVPR 1923 1932 24.2 25.7 18.2 1 0 0 1,155.6634
A_30 Myosin‐9 MYH9_HUMAN 226,538 7 7 9 3.88% TDLLLEPYNK 290 299 34.2 27.4 21.9 1 0 0 1,205.6414
A_30 Myosin‐9 MYH9_HUMAN 226,538 7 7 9 3.88% EQADFAIEALAK 408 419 37.5 28.0 0.0 1 0 0 1,305.6686
A_30 Myosin‐9 MYH9_HUMAN 226,538 7 7 9 3.88% VVFQEFR 712 718 20.4 26.9 5.5 1 0 0 924.4937
A_30 Myosin‐9 MYH9_HUMAN 226,538 7 7 9 3.88% YEILTPNSIPK 721 731 38.8 28.2 25.5 2 0 0 1,274.6992
A_30 Myosin‐9 MYH9_HUMAN 226,538 7 7 9 3.88% ALELDSNLYR 746 755 50.5 27.8 42.0 2 0 0 1,193.6161
A_30 Myosin‐9 MYH9_HUMAN 226,538 7 7 9 3.88% AGVLAHLEEER 765 775 24.7 28.0 11.9 1 0 0 1,223.6379
A_30 Myosin‐9 MYH9_HUMAN 226,538 7 7 9 3.88% KLEEEQIILEDQNCK 975 989 37.7 27.5 26.5 0 1 0 1,888.9324
A_31 Myosin‐9 MYH9_HUMAN 226,538 4 4 8 2.50% TDLLLEPYNK 290 299 30.2 28.1 21.5 2 0 0 1,205.6414
A_31 Myosin‐9 MYH9_HUMAN 226,538 4 4 8 2.50% ALELDSNLYR 746 755 37.7 27.8 31.7 2 0 0 1,193.6161
A_31 Myosin‐9 MYH9_HUMAN 226,538 4 4 8 2.50% KLEEEQIILEDQNCK 975 989 37.5 27.6 26.5 0 2 0 1,888.9324
A_31 Myosin‐9 MYH9_HUMAN 226,538 4 4 8 2.50% IAEFTTNLTEEEEK 1001 1014 69.0 26.2 52.2 2 0 0 1,653.7855
A_32 Myosin‐9 MYH9_HUMAN 226,538 8 8 11 4.39% VIQYLAYVASSHK 187 199 23.7 27.4 14.1 0 1 0 1,478.8001
A_32 Myosin‐9 MYH9_HUMAN 226,538 8 8 11 4.39% TDLLLEPYNK 290 299 40.5 28.2 30.0 1 0 0 1,205.6414
A_32 Myosin‐9 MYH9_HUMAN 226,538 8 8 11 4.39% VVFQEFR 712 718 23.6 26.9 13.5 1 0 0 924.4937
A_32 Myosin‐9 MYH9_HUMAN 226,538 8 8 11 4.39% YEILTPNSIPK 721 731 28.6 28.1 21.4 2 0 0 1,274.6992
A_32 Myosin‐9 MYH9_HUMAN 226,538 8 8 11 4.39% ALELDSNLYR 746 755 32.6 27.9 28.1 2 0 0 1,193.6161
A_32 Myosin‐9 MYH9_HUMAN 226,538 8 8 11 4.39% IAEFTTNLTEEEEK 1001 1014 72.9 26.2 61.0 2 0 0 1,653.7855
A_32 Myosin‐9 MYH9_HUMAN 226,538 8 8 11 4.39% VEAQLQELQVK 1250 1260 44.6 26.9 35.3 1 0 0 1,284.7159
A_32 Myosin‐9 MYH9_HUMAN 226,538 8 8 11 4.39% RGDLPFVVPR 1923 1932 22.9 25.8 8.2 1 0 0 1,155.6634
B_21 Myosin‐9 MYH9_HUMAN 226,538 7 8 13 4.13% VIQYLAYVASSHK 187 199 56.8 27.1 49.7 2 1 0 1,478.8001
B_21 Myosin‐9 MYH9_HUMAN 226,538 7 8 13 4.13% TDLLLEPYNK 290 299 54.5 28.2 41.2 2 0 0 1,205.6414
B_21 Myosin‐9 MYH9_HUMAN 226,538 7 8 13 4.13% IMGIPEEEQMGLLR 328 341 46.4 27.3 42.9 2 0 0 1,647.8084
B_21 Myosin‐9 MYH9_HUMAN 226,538 7 8 13 4.13% EQADFAIEALAK 408 419 62.7 27.7 0.0 2 0 0 1,305.6686
B_21 Myosin‐9 MYH9_HUMAN 226,538 7 8 13 4.13% LDPHLVLDQLR 683 693 22.2 26.1 9.2 1 0 0 1,318.7480
B_21 Myosin‐9 MYH9_HUMAN 226,538 7 8 13 4.13% ALELDSNLYR 746 755 71.5 28.5 60.0 2 0 0 1,193.6161
B_21 Myosin‐9 MYH9_HUMAN 226,538 7 8 13 4.13% AGVLAHLEEER 765 775 37.3 28.4 27.2 1 0 0 1,223.6379
B_22 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 1.02% TDLLLEPYNK 290 299 26.1 27.7 19.0 1 0 0 1,205.6414
B_22 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 1.02% ALELDSNLYR 746 755 49.9 28.1 41.4 2 0 0 1,193.6161
B_23 Myosin‐9 MYH9_HUMAN 226,538 3 3 5 1.63% TDLLLEPYNK 290 299 28.7 27.7 12.0 2 0 0 1,205.6414
B_23 Myosin‐9 MYH9_HUMAN 226,538 3 3 5 1.63% EQADFAIEALAK 408 419 36.3 27.8 0.0 2 0 0 1,305.6686
B_23 Myosin‐9 MYH9_HUMAN 226,538 3 3 5 1.63% ALELDSNLYR 746 755 26.6 28.5 16.3 1 0 0 1,193.6161
B_24 Myosin‐9 MYH9_HUMAN 226,538 8 8 14 5.51% EQADFAIEALAK 408 419 49.6 27.7 0.0 2 0 0 1,305.6686
B_24 Myosin‐9 MYH9_HUMAN 226,538 8 8 14 5.51% ALELDSNLYR 746 755 30.7 28.3 24.0 2 0 0 1,193.6161
B_24 Myosin‐9 MYH9_HUMAN 226,538 8 8 14 5.51% KLEEEQIILEDQNCK 975 989 47.2 27.6 38.0 0 2 0 1,888.9324
B_24 Myosin‐9 MYH9_HUMAN 226,538 8 8 14 5.51% IAEFTTNLTEEEEK 1001 1014 86.8 26.0 78.2 2 0 0 1,653.7855
B_24 Myosin‐9 MYH9_HUMAN 226,538 8 8 14 5.51% KEEELQAALAR 1081 1091 30.8 28.1 28.1 1 0 0 1,257.6798
B_24 Myosin‐9 MYH9_HUMAN 226,538 8 8 14 5.51% QAQQERDELADEIANSSGK 1698 1716 54.2 25.0 42.7 0 1 0 2,088.9794
B_24 Myosin‐9 MYH9_HUMAN 226,538 8 8 14 5.51% IAQLEEQLDNETK 1816 1828 79.2 27.7 62.9 2 0 0 1,530.7648
B_24 Myosin‐9 MYH9_HUMAN 226,538 8 8 14 5.51% ELEDATETADAMNR 1899 1912 62.7 25.0 62.7 2 0 0 1,581.6699
B_25 Myosin‐9 MYH9_HUMAN 226,538 5 5 7 3.01% EQADFAIEALAK 408 419 25.8 27.7 0.0 1 0 0 1,305.6686
B_25 Myosin‐9 MYH9_HUMAN 226,538 5 5 7 3.01% ALELDSNLYR 746 755 44.3 28.3 37.8 2 0 0 1,193.6161
B_25 Myosin‐9 MYH9_HUMAN 226,538 5 5 7 3.01% AGVLAHLEEER 765 775 42.5 28.4 37.5 2 0 0 1,223.6379
B_25 Myosin‐9 MYH9_HUMAN 226,538 5 5 7 3.01% DELADEIANSSGK 1704 1716 54.8 25.0 49.6 1 0 0 1,348.6228
B_25 Myosin‐9 MYH9_HUMAN 226,538 5 5 7 3.01% IAQLEEQLDNETK 1816 1828 46.5 27.6 40.0 1 0 0 1,530.7648
B_26 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 1.89% ALELDSNLYR 746 755 25.9 28.3 21.3 1 0 0 1,193.6161
B_26 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 1.89% IAEFTTNLTEEEEK 1001 1014 103.0 26.0 84.9 2 0 0 1,653.7855
B_26 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 1.89% DELADEIANSSGK 1704 1716 45.7 25.0 42.3 1 0 0 1,348.6228
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% SGFEPASLK 39 47 44.7 27.0 34.3 2 0 0 935.4833
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% SMMQDREDQSILCTGESGAGK 160 180 61.9 25.0 59.2 0 2 0 2,331.9853
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% EDQSILCTGESGAGK 166 180 73.3 25.0 68.3 2 0 0 1,551.6958
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% KVIQYLAYVASSHK 186 199 35.7 25.0 33.0 0 2 0 1,606.8951
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% VIQYLAYVASSHK 187 199 68.6 27.0 64.9 2 2 0 1,478.8001
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% TDLLLEPYNK 290 299 71.2 28.3 52.2 2 0 0 1,205.6414
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% FLSNGHVTIPGQQDK 302 316 52.3 27.7 46.2 2 0 0 1,640.8393
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% DMFQETMEAMR 317 327 66.7 25.0 66.7 2 0 0 1,436.5492
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% IMGIPEEEQMGLLR 328 341 43.7 27.4 35.4 2 2 0 1,647.8084
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% EQADFAIEALAK 408 419 72.2 28.1 0.0 2 0 0 1,305.6686
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% DKADFCIIHYAGK 564 576 29.0 28.1 19.1 1 0 0 1,537.7470
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% VDYKADEWLMK 577 587 26.9 25.4 18.1 0 1 0 1,413.6721
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% ADEWLMK 581 587 38.8 25.4 4.8 2 0 0 908.4184
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% CNGVLEGIR 694 702 40.3 28.3 23.8 1 0 0 1,017.5147
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% VVFQEFR 712 718 42.6 26.6 33.8 2 0 0 924.4937
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% YEILTPNSIPK 721 731 36.0 28.2 31.9 2 0 0 1,274.6992
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% QACVLMIK 738 745 35.5 27.7 5.0 1 0 0 978.5112
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% ALELDSNLYR 746 755 66.2 28.3 60.5 2 0 0 1,193.6161
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% AGVLAHLEEER 765 775 49.3 27.9 40.2 2 0 0 1,223.6379
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% LTEMETLQSQLMAEK 868 882 60.1 26.6 51.9 2 0 0 1,783.8455
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% KQELEEICHDLEAR 910 923 64.0 26.1 61.8 2 2 0 1,769.8489
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% KLEEEQIILEDQNCK 975 989 87.0 27.8 85.1 2 2 0 1,888.9324
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% LEEEQIILEDQNCK 976 989 98.8 25.8 93.6 2 2 0 1,760.8374
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% IAEFTTNLTEEEEK 1001 1014 98.8 26.2 84.2 2 0 0 1,653.7855
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% NKHEAMITDLEER 1023 1035 37.5 26.1 31.7 2 2 0 1,601.7590
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% HEAMITDLEER 1025 1035 62.2 25.0 58.2 2 0 0 1,359.6211
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% KEEELQAALAR 1081 1091 42.8 27.8 27.8 2 0 0 1,257.6798
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% EEELQAALAR 1082 1091 37.0 27.5 25.4 2 0 0 1,129.5848
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% DLGEELEALK 1136 1145 35.8 28.3 20.6 1 0 0 1,116.5785
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% TELEDTLDSTAAQQELR 1146 1162 88.2 26.9 83.2 2 2 0 1,919.9195
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% HSQAVEELAEQLEQTK 1194 1209 74.3 27.3 64.1 2 1 0 1,839.9084
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% HSQAVEELAEQLEQTKR 1194 1210 48.9 28.1 41.7 0 2 2 1,996.0095
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% QTLENERGELANEVK 1220 1234 37.4 27.6 22.1 2 1 0 1,729.8716
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% KKVEAQLQELQVK 1248 1260 66.8 25.0 49.4 2 0 0 1,540.9059
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% KVEAQLQELQVK 1249 1260 73.6 25.0 63.7 2 0 0 1,412.8109
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% EQLEEEEEAKHNLEK 1343 1357 47.8 26.3 32.0 2 0 0 1,854.8717
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% QIATLHAQVADMKK 1358 1371 25.6 27.7 23.9 0 1 0 1,569.8420
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% KKMEDSVGCLETAEEVK 1371 1387 40.0 25.8 37.1 0 1 0 1,968.9255
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% KMEDSVGCLETAEEVK 1372 1387 41.0 25.0 28.2 0 2 0 1,840.8305
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% KMEDSVGCLETAEEVKR 1372 1388 56.3 25.5 54.8 0 2 0 1,996.9316
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% MEDSVGCLETAEEVK 1373 1387 83.1 25.0 76.1 2 0 0 1,712.7355
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% MEDSVGCLETAEEVKR 1373 1388 18.7 25.0 15.5 1 1 0 1,852.8417
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% DLEGLSQR 1393 1400 31.0 27.2 2.6 1 0 0 917.4688
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% KFDQLLAEEK 1445 1454 33.8 28.3 19.6 1 0 0 1,220.6523
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% TEMEDLMSSKDDVGK 1504 1518 22.4 25.0 17.1 0 2 0 1,716.7306
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% LEVNLQAMK 1558 1566 30.8 29.7 6.2 2 0 0 1,045.5711
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% DLEAHIDSANK 1621 1631 33.7 25.9 21.6 2 0 0 1,212.5856
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% QAQQERDELADEIANSSGK 1698 1716 76.8 25.0 70.9 2 1 0 2,088.9794
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% DELADEIANSSGK 1704 1716 67.5 25.0 56.2 2 0 0 1,348.6228
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% ASITALEAK 1807 1815 53.5 28.7 18.1 1 0 0 903.5146
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% IAQLEEQLDNETK 1816 1828 83.3 27.7 71.3 2 0 0 1,530.7648
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% LKDVLLQVDDERR 1844 1856 43.9 27.7 31.1 2 1 0 1,598.8863
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% ELEDATETADAMNR 1899 1912 93.3 25.0 93.3 4 2 0 1,565.6749
B_27 Myosin‐9 MYH9_HUMAN 226,538 54 70 122 26.40% RGDLPFVVPR 1923 1932 42.3 25.4 24.2 2 0 0 1,155.6634
B_28 Myosin‐9 MYH9_HUMAN 226,538 4 4 6 2.40% TDLLLEPYNK 290 299 54.9 28.3 46.4 2 0 0 1,205.6414
B_28 Myosin‐9 MYH9_HUMAN 226,538 4 4 6 2.40% IAEFTTNLTEEEEK 1001 1014 86.0 26.2 70.8 2 0 0 1,653.7855
B_28 Myosin‐9 MYH9_HUMAN 226,538 4 4 6 2.40% DLGEELEALK 1136 1145 49.4 28.4 32.6 1 0 0 1,116.5785
B_28 Myosin‐9 MYH9_HUMAN 226,538 4 4 6 2.40% DELADEIANSSGK 1704 1716 53.4 25.0 48.0 1 0 0 1,348.6228
B_29 Myosin‐9 MYH9_HUMAN 226,538 4 4 5 2.14% TDLLLEPYNK 290 299 43.6 28.2 36.3 2 0 0 1,205.6414
B_29 Myosin‐9 MYH9_HUMAN 226,538 4 4 5 2.14% EQADFAIEALAK 408 419 26.7 27.7 0.0 1 0 0 1,305.6686
B_29 Myosin‐9 MYH9_HUMAN 226,538 4 4 5 2.14% ALELDSNLYR 746 755 27.4 28.5 19.8 1 0 0 1,193.6161



B_29 Myosin‐9 MYH9_HUMAN 226,538 4 4 5 2.14% DLGEELEALK 1136 1145 28.6 28.3 15.0 1 0 0 1,116.5785
B_30 Myosin‐9 MYH9_HUMAN 226,538 8 8 13 4.90% VIQYLAYVASSHK 187 199 21.1 27.0 9.5 0 1 0 1,478.8001
B_30 Myosin‐9 MYH9_HUMAN 226,538 8 8 13 4.90% TDLLLEPYNK 290 299 36.3 28.1 21.8 1 0 0 1,205.6414
B_30 Myosin‐9 MYH9_HUMAN 226,538 8 8 13 4.90% EQADFAIEALAK 408 419 67.4 27.7 0.0 2 0 0 1,305.6686
B_30 Myosin‐9 MYH9_HUMAN 226,538 8 8 13 4.90% YEILTPNSIPK 721 731 44.2 27.6 33.1 2 0 0 1,274.6992
B_30 Myosin‐9 MYH9_HUMAN 226,538 8 8 13 4.90% ALELDSNLYR 746 755 47.5 28.2 40.3 2 0 0 1,193.6161
B_30 Myosin‐9 MYH9_HUMAN 226,538 8 8 13 4.90% AGVLAHLEEER 765 775 27.5 27.8 21.0 2 0 0 1,223.6379
B_30 Myosin‐9 MYH9_HUMAN 226,538 8 8 13 4.90% KLEEEQIILEDQNCK 975 989 40.9 27.6 32.2 0 2 0 1,888.9324
B_30 Myosin‐9 MYH9_HUMAN 226,538 8 8 13 4.90% ELEDATETADAMNR 1899 1912 31.7 25.0 31.7 1 0 0 1,581.6699
B_31 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.01% VIQYLAYVASSHK 187 199 23.7 27.0 9.8 0 1 0 1,478.8001
B_31 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.01% TDLLLEPYNK 290 299 42.5 28.3 34.1 2 0 0 1,205.6414
B_31 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.01% EQADFAIEALAK 408 419 32.6 27.7 0.0 1 0 0 1,305.6686
B_31 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.01% ALELDSNLYR 746 755 33.2 28.1 23.8 2 0 0 1,193.6161
B_31 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.01% IAEFTTNLTEEEEK 1001 1014 82.9 26.0 70.4 2 0 0 1,653.7855
B_32 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.11% TDLLLEPYNK 290 299 28.0 28.3 21.0 1 0 0 1,205.6414
B_32 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.11% ALELDSNLYR 746 755 41.0 27.7 24.1 2 0 0 1,193.6161
B_32 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.11% IAEFTTNLTEEEEK 1001 1014 92.4 26.1 81.9 2 0 0 1,653.7855
B_32 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.11% DELADEIANSSGK 1704 1716 42.2 25.0 37.5 1 0 0 1,348.6228
B_32 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.11% ELEDATETADAMNR 1899 1912 38.5 25.0 32.9 2 0 0 1,581.6699
C_15 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 2.24% QAQQERDELADEIANSSGK 1698 1716 32.8 25.0 26.1 0 2 0 2,088.9794
C_15 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 2.24% IAQLEEQLDNETKER 1816 1830 29.2 27.7 27.1 0 1 0 1,815.9085
C_15 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 2.24% RGDLPFVVPR 1923 1932 29.0 25.0 11.5 1 0 0 1,155.6634
C_20 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 1.48% ALELDSNLYR 746 755 47.0 28.0 38.7 1 0 0 1,193.6161
C_20 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 1.48% QAQQERDELADEIANSSGK 1698 1716 37.5 25.0 37.5 0 2 0 2,088.9794
C_21 Myosin‐9 MYH9_HUMAN 226,538 7 7 12 4.54% VIQYLAYVASSHK 187 199 46.0 27.4 40.1 2 0 0 1,478.8001
C_21 Myosin‐9 MYH9_HUMAN 226,538 7 7 12 4.54% TDLLLEPYNK 290 299 55.8 27.4 37.5 2 0 0 1,205.6414
C_21 Myosin‐9 MYH9_HUMAN 226,538 7 7 12 4.54% IMGIPEEEQMGLLR 328 341 39.3 27.5 33.3 2 0 0 1,647.8084
C_21 Myosin‐9 MYH9_HUMAN 226,538 7 7 12 4.54% EQADFAIEALAK 408 419 45.7 27.6 0.0 2 0 0 1,305.6686
C_21 Myosin‐9 MYH9_HUMAN 226,538 7 7 12 4.54% LDPHLVLDQLR 683 693 22.6 26.5 12.1 1 0 0 1,318.7480
C_21 Myosin‐9 MYH9_HUMAN 226,538 7 7 12 4.54% ALELDSNLYR 746 755 54.3 28.0 47.0 2 0 0 1,193.6161
C_21 Myosin‐9 MYH9_HUMAN 226,538 7 7 12 4.54% QAQQERDELADEIANSSGK 1698 1716 41.7 25.0 41.7 0 1 0 2,088.9794
C_22 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 1.12% EQADFAIEALAK 408 419 27.1 27.7 0.0 2 0 0 1,305.6686
C_22 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 1.12% ALELDSNLYR 746 755 41.3 27.8 33.1 1 0 0 1,193.6161
C_24 Myosin‐9 MYH9_HUMAN 226,538 10 10 17 6.07% VIQYLAYVASSHK 187 199 53.0 27.4 44.0 2 0 0 1,478.8001
C_24 Myosin‐9 MYH9_HUMAN 226,538 10 10 17 6.07% TDLLLEPYNKYR 290 301 23.7 28.0 7.7 0 2 0 1,524.8058
C_24 Myosin‐9 MYH9_HUMAN 226,538 10 10 17 6.07% IMGIPEEEQMGLLR 328 341 34.0 27.4 26.8 1 0 0 1,647.8084
C_24 Myosin‐9 MYH9_HUMAN 226,538 10 10 17 6.07% ADFCIIHYAGK 566 576 29.1 26.4 26.6 1 0 0 1,294.6250
C_24 Myosin‐9 MYH9_HUMAN 226,538 10 10 17 6.07% QRYEILTPNSIPK 719 731 17.9 27.5 13.2 0 1 0 1,558.8589
C_24 Myosin‐9 MYH9_HUMAN 226,538 10 10 17 6.07% YEILTPNSIPK 721 731 46.5 28.2 35.0 2 0 0 1,274.6992
C_24 Myosin‐9 MYH9_HUMAN 226,538 10 10 17 6.07% ALELDSNLYR 746 755 58.5 28.0 51.1 2 0 0 1,193.6161
C_24 Myosin‐9 MYH9_HUMAN 226,538 10 10 17 6.07% KLEEEQIILEDQNCK 975 989 35.3 27.7 24.9 0 2 0 1,888.9324
C_24 Myosin‐9 MYH9_HUMAN 226,538 10 10 17 6.07% IAEFTTNLTEEEEK 1001 1014 95.0 26.1 79.7 2 0 0 1,653.7855
C_24 Myosin‐9 MYH9_HUMAN 226,538 10 10 17 6.07% HSQAVEELAEQLEQTKR 1194 1210 31.6 27.9 26.2 0 2 0 1,996.0095
C_25 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.27% EQADFAIEALAK 408 419 28.0 28.0 0.0 2 0 0 1,305.6686
C_25 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.27% YEILTPNSIPK 721 731 35.9 28.2 33.8 2 0 0 1,274.6992
C_25 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.27% ALELDSNLYR 746 755 45.5 28.0 38.7 2 0 0 1,193.6161
C_25 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.27% IAEFTTNLTEEEEK 1001 1014 51.3 26.2 41.1 1 0 0 1,653.7855
C_25 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.27% HSQAVEELAEQLEQTKR 1194 1210 21.2 28.1 13.8 0 1 0 1,996.0095
C_26 Myosin‐9 MYH9_HUMAN 226,538 3 3 5 1.94% TDLLLEPYNK 290 299 37.2 28.1 24.4 2 0 0 1,205.6414
C_26 Myosin‐9 MYH9_HUMAN 226,538 3 3 5 1.94% VSHLLGINVTDFTR 374 387 21.3 28.0 20.4 0 1 0 1,571.8541
C_26 Myosin‐9 MYH9_HUMAN 226,538 3 3 5 1.94% IAEFTTNLTEEEEK 1001 1014 74.0 26.1 65.3 2 0 0 1,653.7855
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% KLVWVPSDK 30 38 27.4 28.4 16.5 2 0 0 1,071.6198
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% SMMQDREDQSILCTGESGAGK 160 180 57.2 25.0 52.5 0 2 0 2,331.9853
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% KVIQYLAYVASSHK 186 199 35.7 25.6 26.6 0 2 0 1,606.8951
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% VIQYLAYVASSHK 187 199 65.4 27.6 57.3 2 0 0 1,478.8001
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% QLLQANPILEAFGNAK 210 225 66.5 25.9 58.9 2 0 0 1,726.9488
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% TDLLLEPYNK 290 299 60.3 28.1 48.3 2 0 0 1,205.6414
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% TDLLLEPYNKYR 290 301 26.6 28.0 10.2 1 0 0 1,524.8058
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% IMGIPEEEQMGLLR 328 341 42.9 27.2 33.6 2 1 0 1,647.8084
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% VSHLLGINVTDFTR 374 387 57.3 28.1 49.1 2 1 0 1,571.8541
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% EQADFAIEALAK 408 419 60.9 27.9 0.0 2 0 0 1,305.6686
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% ADFCIIHYAGK 566 576 43.6 26.6 32.8 2 0 0 1,294.6250
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% TVGQLYKEQLAK 645 656 33.5 25.8 27.3 2 0 0 1,377.7738
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% AGKLDPHLVLDQLR 680 693 31.2 25.0 30.8 2 1 0 1,574.9016
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% LDPHLVLDQLR 683 693 40.5 26.7 31.1 2 0 0 1,318.7480
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% CNGVLEGIR 694 702 56.5 28.4 28.1 2 0 0 1,017.5147
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% VVFQEFR 712 718 40.9 26.3 32.4 2 0 0 924.4937
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% QRYEILTPNSIPK 719 731 26.2 27.5 6.4 2 0 0 1,558.8589
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% YEILTPNSIPK 721 731 53.2 28.1 49.9 2 0 0 1,274.6992
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% QACVLMIK 738 745 29.2 28.3 16.6 2 0 0 978.5112
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% ALELDSNLYR 746 755 59.3 28.0 51.6 2 0 0 1,193.6161
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% AGVLAHLEEERDLK 765 778 19.1 28.0 12.4 0 1 0 1,579.8440
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% ITDVIIGFQACCR 779 791 63.0 26.6 54.4 2 0 0 1,552.7613
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% QEEEMMAKEEELVK 843 856 17.0 25.0 17.0 0 1 0 1,754.7825
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% LTEMETLQSQLMAEK 868 882 58.0 26.4 54.8 2 0 0 1,783.8455
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% KLEEEQIILEDQNCK 975 989 88.4 27.7 84.7 2 2 0 1,888.9324
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% LEEEQIILEDQNCK 976 989 98.5 25.5 96.7 2 2 0 1,760.8374
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% IAEFTTNLTEEEEK 1001 1014 90.6 26.1 72.6 2 0 0 1,653.7855
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% IAEFTTNLTEEEEKSK 1001 1016 66.9 27.4 60.7 2 2 0 1,868.9125
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% LKNKHEAMITDLEER 1021 1035 38.5 27.5 17.4 0 2 0 1,842.9381
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% NKHEAMITDLEER 1023 1035 30.8 25.7 27.7 0 3 0 1,601.7590
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% TLEEEAKTHEAQIQEMR 1175 1191 42.4 25.6 37.5 0 2 0 2,058.9763
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% HSQAVEELAEQLEQTKR 1194 1210 72.4 28.0 62.2 0 2 0 1,996.0095
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% AKQTLENERGELANEVK 1218 1234 32.4 27.1 27.3 1 0 2 1,929.0037
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% QTLENERGELANEVK 1220 1234 32.5 27.9 17.6 2 0 0 1,729.8716
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% KKVEAQLQELQVK 1248 1260 68.5 25.0 51.6 2 2 0 1,540.9059
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% KVEAQLQELQVK 1249 1260 70.9 25.5 55.5 2 0 0 1,412.8109
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% EQLEEEEEAKHNLEK 1343 1357 35.2 26.0 32.5 1 0 0 1,854.8717
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% KMEDSVGCLETAEEVK 1372 1387 22.5 25.0 13.8 0 1 0 1,840.8305
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% KMEDSVGCLETAEEVKR 1372 1388 53.5 25.5 53.2 0 2 0 1,996.9316
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% LQQELDDLLVDLDHQR 1418 1433 31.8 27.7 21.9 0 1 0 1,949.9931
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% FDQLLAEEK 1446 1454 34.7 27.8 23.9 2 0 0 1,092.5573
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% ALEEAMEQKAELER 1484 1497 72.1 27.1 64.0 2 0 0 1,662.8005
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% LEVNLQAMK 1558 1566 23.5 29.1 11.5 1 0 0 1,045.5711
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% ASREEILAQAKENEK 1659 1673 39.8 28.2 35.4 0 2 0 1,715.8923
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% DELADEIANSSGK 1704 1716 78.6 25.0 75.9 2 0 0 1,348.6228
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% KANLQIDQINTDLNLER 1754 1770 57.1 26.9 53.6 1 2 0 1,998.0617
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% ANLQIDQINTDLNLER 1755 1770 69.7 27.5 61.2 2 0 0 1,869.9667
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% ASITALEAK 1807 1815 44.1 29.4 14.5 2 0 0 903.5146
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% IAQLEEQLDNETKER 1816 1830 99.1 27.8 90.1 2 0 0 1,815.9085
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% LKDVLLQVDDERR 1844 1856 35.5 27.3 29.5 0 2 0 1,598.8863
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% RQLEEAEEEAQRANASR 1877 1893 26.1 26.6 24.4 0 1 0 1,986.9587
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% ELEDATETADAMNR 1899 1912 58.7 25.0 58.7 2 0 0 1,581.6699
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% RGDLPFVVPR 1923 1932 39.6 25.0 25.8 2 0 0 1,155.6634
C_27 Myosin‐9 MYH9_HUMAN 226,538 54 63 113 28.80% GDLPFVVPR 1924 1932 21.0 26.8 9.2 1 0 0 999.5623
C_28 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 1.33% EQADFAIEALAK 408 419 22.5 28.0 0.0 1 0 0 1,305.6686
C_28 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 1.33% IAEFTTNLTEEEEK 1001 1014 75.2 26.2 58.4 2 0 0 1,653.7855
C_29 Myosin‐9 MYH9_HUMAN 226,538 2 2 2 1.33% EQADFAIEALAK 408 419 23.6 27.8 0.0 1 0 0 1,305.6686
C_29 Myosin‐9 MYH9_HUMAN 226,538 2 2 2 1.33% IAEFTTNLTEEEEK 1001 1014 32.4 26.1 27.9 1 0 0 1,653.7855
C_31 Myosin‐9 MYH9_HUMAN 226,538 2 2 4 1.12% EQADFAIEALAK 408 419 33.2 28.0 0.0 2 0 0 1,305.6686
C_31 Myosin‐9 MYH9_HUMAN 226,538 2 2 4 1.12% ALELDSNLYR 746 755 33.8 28.0 26.9 2 0 0 1,193.6161
H_17 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 1.79% VIQYLAYVASSHK 187 199 24.2 27.0 17.5 0 1 0 1,478.8001



H_17 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 1.79% EQADFAIEALAK 408 419 39.1 27.7 0.0 1 0 0 1,305.6686
H_17 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 1.79% ALELDSNLYR 746 755 56.7 27.7 49.7 2 0 0 1,193.6161
H_20 Myosin‐9 MYH9_HUMAN 226,538 4 4 7 2.24% VIQYLAYVASSHK 187 199 24.7 27.4 15.7 0 1 0 1,478.8001
H_20 Myosin‐9 MYH9_HUMAN 226,538 4 4 7 2.24% TDLLLEPYNK 290 299 39.8 28.2 22.2 2 0 0 1,205.6414
H_20 Myosin‐9 MYH9_HUMAN 226,538 4 4 7 2.24% YEILTPNSIPK 721 731 33.0 28.2 17.6 2 0 0 1,274.6992
H_20 Myosin‐9 MYH9_HUMAN 226,538 4 4 7 2.24% ALELDSNLYR 746 755 57.7 28.5 49.3 2 0 0 1,193.6161
H_21 Myosin‐9 MYH9_HUMAN 226,538 4 4 7 2.70% YEILTPNSIPK 721 731 36.5 28.6 26.6 2 0 0 1,274.6992
H_21 Myosin‐9 MYH9_HUMAN 226,538 4 4 7 2.70% ALELDSNLYR 746 755 46.0 28.3 36.3 2 0 0 1,193.6161
H_21 Myosin‐9 MYH9_HUMAN 226,538 4 4 7 2.70% KKVEAQLQELQVK 1248 1260 31.2 25.0 24.7 0 2 0 1,540.9059
H_21 Myosin‐9 MYH9_HUMAN 226,538 4 4 7 2.70% QAQQERDELADEIANSSGK 1698 1716 28.6 25.0 28.6 0 1 0 2,088.9794
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% KVIQYLAYVASSHK 186 199 33.5 25.6 33.5 0 2 0 1,606.8951
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% VIQYLAYVASSHK 187 199 38.2 27.4 29.0 1 2 0 1,478.8001
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% TDLLLEPYNK 290 299 52.9 27.4 38.0 2 0 0 1,205.6414
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% FLSNGHVTIPGQQDK 302 316 36.6 27.6 27.7 2 2 0 1,640.8393
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% FVSELWK 607 613 28.8 27.5 15.0 1 0 0 908.4876
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% TVGQLYKEQLAK 645 656 23.3 26.3 6.9 1 0 0 1,377.7738
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% AGKLDPHLVLDQLR 680 693 33.4 25.0 22.1 0 2 0 1,574.9016
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% LDPHLVLDQLR 683 693 40.0 25.8 30.6 2 0 0 1,318.7480
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% QRYEILTPNSIPK 719 731 27.3 27.1 12.6 1 0 0 1,558.8589
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% YEILTPNSIPK 721 731 51.5 28.2 35.9 2 0 0 1,274.6992
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% ALELDSNLYR 746 755 52.4 28.5 43.1 1 0 0 1,193.6161
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% AGVLAHLEEER 765 775 52.4 27.8 31.4 2 0 0 1,223.6379
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% AGVLAHLEEERDLK 765 778 36.7 27.7 28.3 0 1 0 1,579.8440
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% KLEEEQIILEDQNCK 975 989 111.0 27.6 104.0 2 0 0 1,888.9324
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% LEEEQIILEDQNCK 976 989 98.4 25.9 91.9 2 2 0 1,760.8374
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% IAEFTTNLTEEEEK 1001 1014 81.6 26.2 71.8 2 0 0 1,653.7855
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% NKHEAMITDLEER 1023 1035 22.2 26.1 19.8 0 1 0 1,585.7640
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% TELEDTLDSTAAQQELR 1146 1162 77.0 27.1 70.4 1 0 0 1,919.9195
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% HSQAVEELAEQLEQTK 1194 1209 36.4 27.4 27.9 0 2 0 1,839.9084
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% AKQTLENERGELANEVK 1218 1234 22.4 27.0 22.4 0 2 0 1,929.0037
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% QTLENERGELANEVK 1220 1234 32.2 27.4 5.6 2 1 0 1,729.8716
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% KKVEAQLQELQVK 1248 1260 55.4 25.0 38.8 2 2 0 1,540.9059
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% KVEAQLQELQVK 1249 1260 72.1 25.0 63.9 2 2 0 1,412.8109
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% EQLEEEEEAKHNLEK 1343 1357 21.6 26.3 10.5 0 1 0 1,854.8717
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% KFDQLLAEEK 1445 1454 46.7 28.3 31.2 2 0 0 1,220.6523
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% FDQLLAEEK 1446 1454 50.1 27.8 33.8 2 0 0 1,092.5573
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% ALEEAMEQKAELER 1484 1497 31.5 27.2 18.7 0 2 0 1,662.8005
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% RQAQQERDELADEIANSSGK 1697 1716 40.2 26.8 33.1 0 2 0 2,245.0805
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% QAQQERDELADEIANSSGK 1698 1716 68.7 25.0 66.5 2 2 0 2,088.9794
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% DELADEIANSSGK 1704 1716 78.4 25.0 65.6 2 0 0 1,348.6228
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% YKASITALEAK 1805 1815 32.5 25.8 27.5 2 0 0 1,194.6729
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% IAQLEEQLDNETK 1816 1828 79.6 27.6 65.2 2 0 0 1,530.7648
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% IAQLEEQLDNETKER 1816 1830 62.4 28.1 52.4 2 0 0 1,815.9085
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% LKDVLLQVDDERR 1844 1856 42.9 27.8 33.4 0 2 0 1,598.8863
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% QLEEAEEEAQRANASR 1878 1893 48.2 25.6 45.1 0 2 0 1,830.8576
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% ELEDATETADAMNR 1899 1912 59.8 25.0 57.1 2 0 0 1,565.6749
H_22 Myosin‐9 MYH9_HUMAN 226,538 37 44 78 18.00% RGDLPFVVPR 1923 1932 48.3 25.3 33.2 2 0 0 1,155.6634
H_23 Myosin‐9 MYH9_HUMAN 226,538 7 7 11 4.95% VIQYLAYVASSHK 187 199 24.7 27.2 20.2 0 1 0 1,478.8001
H_23 Myosin‐9 MYH9_HUMAN 226,538 7 7 11 4.95% ADFCIIHYAGK 566 576 26.8 26.4 22.3 2 0 0 1,294.6250
H_23 Myosin‐9 MYH9_HUMAN 226,538 7 7 11 4.95% ALELDSNLYR 746 755 54.9 28.5 46.0 2 0 0 1,193.6161
H_23 Myosin‐9 MYH9_HUMAN 226,538 7 7 11 4.95% IAEFTTNLTEEEEK 1001 1014 54.5 26.2 37.3 2 0 0 1,653.7855
H_23 Myosin‐9 MYH9_HUMAN 226,538 7 7 11 4.95% AKQTLENERGELANEVK 1218 1234 21.7 27.2 15.1 0 1 0 1,929.0037
H_23 Myosin‐9 MYH9_HUMAN 226,538 7 7 11 4.95% QAQQERDELADEIANSSGK 1698 1716 37.5 25.0 33.9 0 2 0 2,088.9794
H_23 Myosin‐9 MYH9_HUMAN 226,538 7 7 11 4.95% LKDVLLQVDDERR 1844 1856 35.5 27.8 30.0 0 1 0 1,598.8863
H_24 Myosin‐9 MYH9_HUMAN 226,538 8 9 13 4.69% VIQYLAYVASSHK 187 199 56.6 27.1 49.8 2 2 0 1,478.8001
H_24 Myosin‐9 MYH9_HUMAN 226,538 8 9 13 4.69% YEILTPNSIPK 721 731 37.4 28.2 25.1 2 0 0 1,274.6992
H_24 Myosin‐9 MYH9_HUMAN 226,538 8 9 13 4.69% ALELDSNLYR 746 755 55.2 28.5 46.2 2 0 0 1,193.6161
H_24 Myosin‐9 MYH9_HUMAN 226,538 8 9 13 4.69% AKQTLENERGELANEVK 1218 1234 16.9 27.2 7.1 0 1 0 1,929.0037
H_24 Myosin‐9 MYH9_HUMAN 226,538 8 9 13 4.69% KVEAQLQELQVK 1249 1260 30.3 25.5 22.1 0 1 0 1,412.8109
H_24 Myosin‐9 MYH9_HUMAN 226,538 8 9 13 4.69% QAQQERDELADEIANSSGK 1698 1716 19.4 25.0 19.4 0 1 0 2,088.9794
H_24 Myosin‐9 MYH9_HUMAN 226,538 8 9 13 4.69% RGDLPFVVPR 1923 1932 31.5 25.7 16.8 1 0 0 1,155.6634
H_24 Myosin‐9 MYH9_HUMAN 226,538 8 9 13 4.69% GDLPFVVPR 1924 1932 26.8 26.3 16.9 1 0 0 999.5623
I_20 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 1.22% ALELDSNLYR 746 755 42.0 28.5 32.8 2 0 0 1,193.6161
I_20 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 1.22% IAEFTTNLTEEEEK 1001 1014 55.6 26.1 43.6 1 0 0 1,653.7855
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% VIQYLAYVASSHK 187 199 58.8 27.0 53.9 2 2 0 1,478.8001
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% FLSNGHVTIPGQQDK 302 316 31.1 27.7 22.9 0 2 0 1,640.8393
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% EQADFAIEALAK 408 419 65.1 27.6 0.0 2 0 0 1,305.6686
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% ADFCIIHYAGK 566 576 38.1 26.5 30.3 2 0 0 1,294.6250
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% TVGQLYKEQLAK 645 656 20.1 26.0 17.8 1 1 0 1,377.7738
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% LDPHLVLDQLR 683 693 25.1 26.3 20.1 1 0 0 1,318.7480
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% YEILTPNSIPK 721 731 39.5 28.2 28.8 2 0 0 1,274.6992
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% ALELDSNLYR 746 755 60.4 28.5 54.0 2 0 0 1,193.6161
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% LEEEQIILEDQNCK 976 989 33.3 25.8 25.2 2 0 0 1,760.8374
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% IAEFTTNLTEEEEK 1001 1014 83.6 26.2 66.5 2 0 0 1,653.7855
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% IAEFTTNLTEEEEKSK 1001 1016 23.3 27.3 16.5 0 1 0 1,868.9125
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% KVEAQLQELQVK 1249 1260 35.9 25.0 25.1 2 2 0 1,412.8109
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% QAQQERDELADEIANSSGK 1698 1716 57.5 25.0 47.2 0 2 0 2,088.9794
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% YKASITALEAK 1805 1815 24.9 25.6 24.9 2 0 0 1,194.6729
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% IAQLEEQLDNETKER 1816 1830 60.8 28.0 56.5 2 0 0 1,815.9085
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% QLEEAEEEAQRANASR 1878 1893 48.0 25.4 45.3 0 2 0 1,830.8576
I_22 Myosin‐9 MYH9_HUMAN 226,538 17 20 36 10.60% RGDLPFVVPR 1923 1932 41.7 25.3 30.1 2 0 0 1,155.6634
I_24 Myosin‐9 MYH9_HUMAN 226,538 3 3 5 2.04% YEILTPNSIPK 721 731 36.2 28.2 27.2 2 0 0 1,274.6992
I_24 Myosin‐9 MYH9_HUMAN 226,538 3 3 5 2.04% ALELDSNLYR 746 755 34.4 28.5 26.4 2 0 0 1,193.6161
I_24 Myosin‐9 MYH9_HUMAN 226,538 3 3 5 2.04% QAQQERDELADEIANSSGK 1698 1716 22.4 25.0 22.4 0 1 0 2,088.9794
J_22 Myosin‐9 MYH9_HUMAN 226,538 6 6 11 3.83% EQADFAIEALAK 408 419 61.2 28.0 0.0 2 0 0 1,305.6686
J_22 Myosin‐9 MYH9_HUMAN 226,538 6 6 11 3.83% YEILTPNSIPK 721 731 40.7 27.7 34.2 1 0 0 1,274.6992
J_22 Myosin‐9 MYH9_HUMAN 226,538 6 6 11 3.83% ALELDSNLYR 746 755 59.2 28.1 49.5 2 0 0 1,193.6161
J_22 Myosin‐9 MYH9_HUMAN 226,538 6 6 11 3.83% KLEEEQIILEDQNCK 975 989 27.1 27.4 23.5 0 2 0 1,888.9324
J_22 Myosin‐9 MYH9_HUMAN 226,538 6 6 11 3.83% IAEFTTNLTEEEEK 1001 1014 59.7 26.2 49.4 2 0 0 1,653.7855
J_22 Myosin‐9 MYH9_HUMAN 226,538 6 6 11 3.83% DELADEIANSSGK 1704 1716 73.3 25.5 61.1 2 0 0 1,348.6228
K_17 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 1.68% EQADFAIEALAK 408 419 39.1 28.0 0.0 1 0 0 1,305.6686
K_17 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 1.68% YEILTPNSIPK 721 731 36.0 28.2 28.7 1 0 0 1,274.6992
K_17 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 1.68% ALELDSNLYR 746 755 41.4 27.7 36.3 2 0 0 1,193.6161
K_20 Myosin‐9 MYH9_HUMAN 226,538 4 4 5 2.45% EQADFAIEALAK 408 419 32.0 28.0 0.0 1 0 0 1,305.6686
K_20 Myosin‐9 MYH9_HUMAN 226,538 4 4 5 2.45% YEILTPNSIPK 721 731 22.2 27.6 15.6 1 0 0 1,274.6992
K_20 Myosin‐9 MYH9_HUMAN 226,538 4 4 5 2.45% ALELDSNLYR 746 755 54.3 27.7 36.5 2 0 0 1,193.6161
K_20 Myosin‐9 MYH9_HUMAN 226,538 4 4 5 2.45% KLEEEQIILEDQNCK 975 989 19.4 27.6 8.7 0 1 0 1,888.9324
K_21 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 1.79% YEILTPNSIPK 721 731 39.7 28.2 24.7 1 0 0 1,274.6992
K_21 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 1.79% ALELDSNLYR 746 755 42.8 27.7 36.2 2 0 0 1,193.6161
K_21 Myosin‐9 MYH9_HUMAN 226,538 3 3 4 1.79% IAEFTTNLTEEEEK 1001 1014 99.1 26.2 86.2 1 0 0 1,653.7855
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% VIQYLAYVASSHK 187 199 76.4 27.0 70.1 2 1 0 1,478.8001
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% TDLLLEPYNK 290 299 38.9 27.5 31.7 2 0 0 1,205.6414
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% FLSNGHVTIPGQQDK 302 316 18.0 27.6 8.8 0 2 0 1,640.8393
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% ADFCIIHYAGK 566 576 61.4 26.7 60.5 2 0 0 1,294.6250
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% TVGQLYKEQLAK 645 656 21.3 25.7 10.6 1 1 0 1,377.7738
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% LDPHLVLDQLR 683 693 33.4 26.1 27.7 1 0 0 1,318.7480
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% VVFQEFR 712 718 33.8 26.9 22.9 2 0 0 924.4937
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% QRYEILTPNSIPK 719 731 19.1 26.6 11.7 0 1 0 1,558.8589
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% YEILTPNSIPK 721 731 41.8 27.6 22.1 2 0 0 1,274.6992
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% ALELDSNLYR 746 755 61.2 28.1 55.9 2 0 0 1,193.6161
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% AGVLAHLEEERDLK 765 778 21.3 27.7 12.5 0 1 0 1,579.8440
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% KLEEEQIILEDQNCK 975 989 70.2 27.3 67.0 2 1 0 1,888.9324



K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% LEEEQIILEDQNCK 976 989 72.6 26.1 67.9 2 0 0 1,760.8374
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% IAEFTTNLTEEEEK 1001 1014 103.0 26.0 91.6 2 0 0 1,653.7855
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% KKVEAQLQELQVK 1248 1260 63.5 25.0 49.3 2 2 0 1,540.9059
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% KVEAQLQELQVK 1249 1260 38.7 25.0 33.2 2 2 0 1,412.8109
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% FDQLLAEEK 1446 1454 40.8 27.9 34.9 2 0 0 1,092.5573
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% QAQQERDELADEIANSSGK 1698 1716 59.3 25.0 56.5 0 2 0 2,088.9794
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% DELADEIANSSGK 1704 1716 68.2 25.0 46.5 2 0 0 1,348.6228
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% LKDVLLQVDDERR 1844 1856 38.9 27.8 24.8 0 2 0 1,598.8863
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% RGDLPFVVPR 1923 1932 34.3 25.5 26.2 2 0 0 1,155.6634
K_22 Myosin‐9 MYH9_HUMAN 226,538 22 27 47 10.70% GDLPFVVPR 1924 1932 48.9 26.9 37.6 2 0 0 999.5623
K_23 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.52% LDPHLVLDQLR 683 693 29.8 26.3 25.8 1 0 0 1,318.7480
K_23 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.52% ALELDSNLYR 746 755 44.5 27.7 36.2 2 0 0 1,193.6161
K_23 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.52% IAEFTTNLTEEEEK 1001 1014 75.6 26.2 66.4 2 0 0 1,653.7855
K_23 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.52% QTLENERGELANEVK 1220 1234 25.2 27.4 22.0 0 1 0 1,729.8716
K_23 Myosin‐9 MYH9_HUMAN 226,538 5 5 8 3.52% QAQQERDELADEIANSSGK 1698 1716 28.4 25.0 26.9 0 2 0 2,088.9794
K_24 Myosin‐9 MYH9_HUMAN 226,538 2 2 4 1.22% ALELDSNLYR 746 755 66.0 28.2 57.8 2 0 0 1,193.6161
K_24 Myosin‐9 MYH9_HUMAN 226,538 2 2 4 1.22% ELEDATETADAMNR 1899 1912 70.6 25.0 68.5 2 0 0 1,565.6749
L_15 Myosin‐9 MYH9_HUMAN 226,538 11 12 19 6.94% TDLLLEPYNK 290 299 29.6 28.4 19.2 1 0 0 1,205.6414
L_15 Myosin‐9 MYH9_HUMAN 226,538 11 12 19 6.94% EQADFAIEALAK 408 419 75.7 28.0 0.0 2 0 0 1,305.6686
L_15 Myosin‐9 MYH9_HUMAN 226,538 11 12 19 6.94% VVFQEFR 712 718 35.5 26.7 23.4 1 0 0 924.4937
L_15 Myosin‐9 MYH9_HUMAN 226,538 11 12 19 6.94% YEILTPNSIPK 721 731 31.0 27.7 30.3 2 0 0 1,274.6992
L_15 Myosin‐9 MYH9_HUMAN 226,538 11 12 19 6.94% ALELDSNLYR 746 755 62.0 28.0 45.2 2 0 0 1,193.6161
L_15 Myosin‐9 MYH9_HUMAN 226,538 11 12 19 6.94% IAEFTTNLTEEEEKSK 1001 1016 34.6 27.4 23.0 0 2 0 1,868.9125
L_15 Myosin‐9 MYH9_HUMAN 226,538 11 12 19 6.94% KVEAQLQELQVK 1249 1260 18.9 25.0 10.0 0 1 0 1,412.8109
L_15 Myosin‐9 MYH9_HUMAN 226,538 11 12 19 6.94% ALEEAMEQKAELER 1484 1497 19.9 27.4 14.3 1 2 0 1,662.8005
L_15 Myosin‐9 MYH9_HUMAN 226,538 11 12 19 6.94% QAQQERDELADEIANSSGK 1698 1716 44.5 25.2 41.4 0 1 0 2,088.9794
L_15 Myosin‐9 MYH9_HUMAN 226,538 11 12 19 6.94% QLEEAEEEAQRANASR 1878 1893 55.2 26.2 48.4 0 2 0 1,830.8576
L_15 Myosin‐9 MYH9_HUMAN 226,538 11 12 19 6.94% GDLPFVVPR 1924 1932 45.5 26.8 29.3 2 0 0 999.5623
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% NFINNPLAQADWAAK 15 29 68.2 28.1 55.3 1 0 0 1,672.8442
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% EDQSILCTGESGAGK 166 180 53.7 25.0 53.0 2 0 0 1,551.6958
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% VIQYLAYVASSHK 187 199 75.1 26.6 75.1 2 1 0 1,478.8001
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% QLLQANPILEAFGNAK 210 225 79.4 25.9 75.2 2 0 0 1,726.9488
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% TDLLLEPYNKYR 290 301 40.5 27.6 33.9 2 2 0 1,524.8058
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% IMGIPEEEQMGLLR 328 341 43.8 27.7 37.5 1 0 0 1,647.8084
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% VISGVLQLGNIVFK 342 355 64.4 25.0 54.3 1 0 0 1,486.8993
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% VISGVLQLGNIVFKK 342 356 64.6 25.0 64.6 2 1 0 1,614.9943
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% VSHLLGINVTDFTR 374 387 64.4 27.7 61.5 2 2 0 1,571.8541
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% TVGQLYKEQLAK 645 656 54.6 25.7 42.8 2 0 0 1,377.7738
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% LDPHLVLDQLR 683 693 48.7 25.9 35.3 2 0 0 1,318.7480
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% VVFQEFR 712 718 37.4 26.8 21.5 2 0 0 924.4937
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% QRYEILTPNSIPK 719 731 24.0 26.7 14.7 0 1 0 1,558.8589
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% ALELDSNLYR 746 755 55.7 28.1 50.8 2 0 0 1,193.6161
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% AGVLAHLEEER 765 775 53.5 27.8 43.1 2 0 0 1,223.6379
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% AGVLAHLEEERDLK 765 778 34.7 27.7 23.3 0 1 0 1,579.8440
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% ITDVIIGFQACCR 779 791 66.2 27.2 63.7 2 0 0 1,552.7613
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% KQELEEICHDLEAR 910 923 40.3 26.4 33.0 0 2 0 1,769.8489
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% KLEEEQIILEDQNCKLAK 975 992 47.7 27.1 45.9 0 1 0 2,201.1486
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% LEEEQIILEDQNCK 976 989 66.7 26.1 66.7 2 0 0 1,760.8374
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% IAEFTTNLTEEEEK 1001 1014 129.0 26.0 116.0 2 0 0 1,653.7855
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% IAEFTTNLTEEEEKSK 1001 1016 27.7 27.4 21.0 0 1 0 1,868.9125
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% TLEEEAKTHEAQIQEMR 1175 1191 30.3 26.2 29.2 0 2 0 2,058.9763
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% HSQAVEELAEQLEQTKR 1194 1210 83.4 28.1 75.2 0 2 0 1,996.0095
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% AKQTLENERGELANEVK 1218 1234 37.3 27.1 31.6 0 1 0 1,929.0037
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% QTLENERGELANEVK 1220 1234 50.6 27.6 40.1 2 0 0 1,729.8716
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% KKVEAQLQELQVK 1248 1260 65.1 25.0 55.6 2 0 0 1,540.9059
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% KVEAQLQELQVK 1249 1260 73.5 25.0 68.3 2 2 0 1,412.8109
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% LQVELDNVTGLLSQSDSK 1278 1295 118.0 27.8 85.8 2 0 0 1,946.0079
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% QIATLHAQVADMK 1358 1370 51.5 27.2 43.4 1 0 0 1,441.7470
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% KMEDSVGCLETAEEVKR 1372 1388 35.4 26.0 32.1 0 1 0 1,996.9316
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% LQQELDDLLVDLDHQR 1418 1433 27.5 27.6 13.1 0 2 0 1,949.9931
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% ALEEAMEQKAELER 1484 1497 64.0 27.3 56.8 2 1 0 1,662.8005
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% TEMEDLMSSKDDVGK 1504 1518 22.9 25.0 22.1 0 1 0 1,716.7306
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% EMEAELEDER 1593 1602 31.7 25.0 31.7 2 0 0 1,266.5156
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% EMEAELEDERK 1593 1603 22.3 25.0 10.5 0 1 0 1,394.6106
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% DLEAHIDSANKNRDEAIK 1621 1638 32.6 27.5 23.4 0 1 0 2,039.0154
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% ASREEILAQAKENEK 1659 1673 40.4 28.4 34.6 0 2 0 1,715.8923
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% QAQQERDELADEIANSSGK 1698 1716 77.6 25.0 77.3 0 2 0 2,088.9794
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% KANLQIDQINTDLNLER 1754 1770 85.7 27.1 84.8 1 0 0 1,998.0617
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% ANLQIDQINTDLNLER 1755 1770 110.0 27.6 96.2 2 2 0 1,869.9667
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% VKLQEMEGTVK 1792 1802 34.4 27.8 9.7 2 0 0 1,277.6772
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% IAQLEEQLDNETKER 1816 1830 85.0 28.1 69.4 2 0 0 1,815.9085
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% QLEEAEEEAQRANASR 1878 1893 56.7 26.1 53.8 2 2 0 1,830.8576
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% QLEEAEEEAQRANASRR 1878 1894 34.5 26.8 30.2 0 2 0 1,986.9587
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% ELEDATETADAMNR 1899 1912 65.0 25.0 64.8 2 0 0 1,581.6699
L_16 Myosin‐9 MYH9_HUMAN 226,538 47 55 92 27.80% GDLPFVVPR 1924 1932 49.0 26.9 27.7 1 0 0 999.5623
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% TDLLLEPYNK 290 299 28.6 28.3 22.6 2 0 0 1,205.6414
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% IMGIPEEEQMGLLR 328 341 28.8 27.7 22.0 1 0 0 1,647.8084
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% VVFQEFR 712 718 25.6 27.4 13.8 2 0 0 924.4937
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% YEILTPNSIPK 721 731 58.2 27.8 45.2 2 0 0 1,274.6992
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% ALELDSNLYR 746 755 40.5 28.1 34.9 1 0 0 1,193.6161
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% IAEFTTNLTEEEEK 1001 1014 106.0 26.0 91.0 2 0 0 1,653.7855
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% IAEFTTNLTEEEEKSK 1001 1016 30.4 27.2 20.0 0 2 0 1,868.9125
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% QTLENERGELANEVK 1220 1234 33.9 27.8 25.6 0 1 0 1,729.8716
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% KVEAQLQELQVK 1249 1260 16.5 25.0 8.5 0 1 0 1,412.8109
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% KFDQLLAEEK 1445 1454 37.5 28.3 16.3 1 0 0 1,220.6523
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% FDQLLAEEK 1446 1454 28.8 27.9 19.5 2 0 0 1,092.5573
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% ALEEAMEQKAELER 1484 1497 22.5 27.2 12.1 0 1 0 1,662.8005
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% ASREEILAQAKENEK 1659 1673 18.1 28.2 9.9 0 1 0 1,715.8923
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% QAQQERDELADEIANSSGK 1698 1716 55.3 25.0 52.0 0 2 0 2,088.9794
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% QLEEAEEEAQRANASR 1878 1893 32.5 25.6 27.5 0 2 0 1,830.8576
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% RGDLPFVVPR 1923 1932 32.0 25.3 21.0 2 0 0 1,155.6634
M_15 Myosin‐9 MYH9_HUMAN 226,538 17 17 26 9.13% GDLPFVVPR 1924 1932 39.5 26.9 25.4 1 0 0 999.5623
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% EDQSILCTGESGAGK 166 180 61.5 25.0 54.8 2 0 0 1,551.6958
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% TDLLLEPYNK 290 299 55.8 27.5 46.3 2 0 0 1,205.6414
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% IMGIPEEEQMGLLR 328 341 38.3 27.5 33.0 2 0 0 1,647.8084
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% EQADFAIEALAK 408 419 72.1 28.1 0.0 2 0 0 1,305.6686
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% LDPHLVLDQLR 683 693 34.7 26.1 26.4 2 0 0 1,318.7480
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% ALELDSNLYR 746 755 46.3 27.7 36.8 2 0 0 1,193.6161
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% LEEEQIILEDQNCK 976 989 71.3 26.0 66.6 2 0 0 1,760.8374
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% IAEFTTNLTEEEEK 1001 1014 104.0 26.2 93.7 2 0 0 1,653.7855
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% IAEFTTNLTEEEEKSK 1001 1016 56.7 27.2 53.4 1 0 0 1,868.9125
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% DLGEELEALK 1136 1145 46.4 28.4 24.4 2 0 0 1,116.5785
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% KVEAQLQELQVK 1249 1260 28.2 25.0 22.5 0 1 0 1,412.8109
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% KFDQLLAEEK 1445 1454 36.6 27.9 19.2 1 0 0 1,220.6523
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% ALEEAMEQKAELER 1484 1497 48.2 27.3 38.9 2 1 0 1,662.8005
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% TEMEDLMSSKDDVGK 1504 1518 18.3 25.0 18.3 0 1 0 1,716.7306
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% EMEAELEDER 1593 1602 25.3 25.0 25.3 1 0 0 1,266.5156
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% QAQQERDELADEIANSSGK 1698 1716 83.2 25.0 80.5 0 2 0 2,088.9794
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% DELADEIANSSGK 1704 1716 79.4 25.0 66.6 2 0 0 1,348.6228
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% ANLQIDQINTDLNLER 1755 1770 96.0 27.6 86.8 2 0 0 1,869.9667
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% ASITALEAK 1807 1815 50.8 28.7 28.2 1 0 0 903.5146
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% QLEEAEEEAQRANASR 1878 1893 39.3 25.6 36.5 0 2 0 1,830.8576



M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% ELEDATETADAMNR 1899 1912 79.8 25.0 76.4 2 0 0 1,581.6699
M_16 Myosin‐9 MYH9_HUMAN 226,538 22 23 39 13.10% GDLPFVVPR 1924 1932 30.2 27.0 17.9 2 0 0 999.5623
N_15 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 1.28% YEILTPNSIPK 721 731 31.9 27.6 28.2 2 0 0 1,274.6992
N_15 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 1.28% ALEEAMEQKAELER 1484 1497 21.0 27.4 12.4 0 1 0 1,662.8005
N_16 Myosin‐9 MYH9_HUMAN 226,538 7 7 13 4.69% TDLLLEPYNK 290 299 29.2 28.4 22.7 2 0 0 1,205.6414
N_16 Myosin‐9 MYH9_HUMAN 226,538 7 7 13 4.69% EQADFAIEALAK 408 419 58.4 28.0 0.0 2 0 0 1,305.6686
N_16 Myosin‐9 MYH9_HUMAN 226,538 7 7 13 4.69% YEILTPNSIPK 721 731 39.5 27.7 30.3 2 0 0 1,274.6992
N_16 Myosin‐9 MYH9_HUMAN 226,538 7 7 13 4.69% KFDQLLAEEK 1445 1454 28.5 28.1 17.4 1 0 0 1,220.6523
N_16 Myosin‐9 MYH9_HUMAN 226,538 7 7 13 4.69% ALEEAMEQKAELER 1484 1497 23.2 27.5 12.5 0 2 0 1,662.8005
N_16 Myosin‐9 MYH9_HUMAN 226,538 7 7 13 4.69% QAQQERDELADEIANSSGK 1698 1716 64.7 25.2 61.0 0 2 0 2,088.9794
N_16 Myosin‐9 MYH9_HUMAN 226,538 7 7 13 4.69% QLEEAEEEAQRANASR 1878 1893 42.7 26.0 40.1 0 2 0 1,830.8576
O_15 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 0.97% ALELDSNLYR 746 755 34.0 27.9 25.1 2 0 0 1,193.6161
O_15 Myosin‐9 MYH9_HUMAN 226,538 2 2 3 0.97% FDQLLAEEK 1446 1454 31.0 28.1 18.4 1 0 0 1,092.5573
O_16 Myosin‐9 MYH9_HUMAN 226,538 6 6 10 3.57% EQADFAIEALAK 408 419 48.3 28.0 0.0 1 0 0 1,305.6686
O_16 Myosin‐9 MYH9_HUMAN 226,538 6 6 10 3.57% VVFQEFR 712 718 29.0 26.7 19.0 2 0 0 924.4937
O_16 Myosin‐9 MYH9_HUMAN 226,538 6 6 10 3.57% ALELDSNLYR 746 755 53.5 28.0 45.5 2 0 0 1,193.6161
O_16 Myosin‐9 MYH9_HUMAN 226,538 6 6 10 3.57% ANLQIDQINTDLNLER 1755 1770 77.5 27.4 66.5 2 0 0 1,869.9667
O_16 Myosin‐9 MYH9_HUMAN 226,538 6 6 10 3.57% QLEEAEEEAQRANASR 1878 1893 39.2 26.3 36.0 0 1 0 1,830.8576
O_16 Myosin‐9 MYH9_HUMAN 226,538 6 6 10 3.57% GDLPFVVPR 1924 1932 27.4 26.8 13.3 2 0 0 999.5623
P_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 10 4.13% EQADFAIEALAK 408 419 28.2 28.0 0.0 1 0 0 1,305.6686
P_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 10 4.13% VVFQEFR 712 718 27.2 26.7 17.5 1 0 0 924.4937
P_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 10 4.13% YEILTPNSIPK 721 731 33.0 27.6 12.9 2 0 0 1,274.6992
P_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 10 4.13% ALELDSNLYR 746 755 29.6 27.6 22.5 1 0 0 1,193.6161
P_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 10 4.13% DLEGLSQR 1393 1400 24.3 28.7 12.0 1 0 0 917.4688
P_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 10 4.13% FDQLLAEEK 1446 1454 28.5 28.7 20.8 1 0 0 1,092.5573
P_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 10 4.13% ELEDATETADAMNR 1899 1912 69.4 25.0 69.4 2 0 0 1,581.6699
P_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 10 4.13% RGDLPFVVPR 1923 1932 20.0 25.4 9.0 1 0 0 1,155.6634
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% EQADFAIEALAK 408 419 53.0 28.2 0.0 2 0 0 1,305.6686
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% YEILTPNSIPK 721 731 32.6 27.7 29.9 2 0 0 1,274.6992
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% ALELDSNLYR 746 755 50.0 27.6 42.8 2 0 0 1,193.6161
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% IAEFTTNLTEEEEK 1001 1014 85.1 26.3 76.3 1 0 0 1,653.7855
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% IAEFTTNLTEEEEKSK 1001 1016 24.1 27.4 17.2 0 1 0 1,868.9125
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% KVEAQLQELQVK 1249 1260 15.1 25.0 12.1 0 1 0 1,412.8109
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% FDQLLAEEK 1446 1454 41.2 28.8 28.9 1 0 0 1,092.5573
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% ALEEAMEQKAELER 1484 1497 29.2 27.4 21.8 0 2 0 1,662.8005
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% TEMEDLMSSKDDVGK 1504 1518 21.0 25.0 17.4 0 1 0 1,716.7306
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% QAQQERDELADEIANSSGK 1698 1716 46.2 25.3 42.3 0 2 0 2,088.9794
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% ELEDATETADAMNR 1899 1912 79.5 25.0 76.9 2 0 0 1,581.6699
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% RGDLPFVVPR 1923 1932 25.9 25.2 18.9 2 0 0 1,155.6634
P_16 Myosin‐9 MYH9_HUMAN 226,538 13 13 20 7.24% GDLPFVVPR 1924 1932 23.4 26.8 11.8 1 0 0 999.5623
Q_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 12 4.64% CNGVLEGIR 694 702 24.4 27.9 15.1 1 0 0 1,017.5147
Q_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 12 4.64% YEILTPNSIPK 721 731 35.3 27.7 25.0 1 0 0 1,274.6992
Q_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 12 4.64% ALELDSNLYR 746 755 53.8 27.6 45.6 2 0 0 1,193.6161
Q_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 12 4.64% IAEFTTNLTEEEEK 1001 1014 92.7 26.3 78.0 2 0 0 1,653.7855
Q_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 12 4.64% KFDQLLAEEK 1445 1454 26.7 27.8 18.0 1 0 0 1,220.6523
Q_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 12 4.64% DELADEIANSSGK 1704 1716 71.4 25.0 61.5 1 0 0 1,348.6228
Q_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 12 4.64% ELEDATETADAMNR 1899 1912 73.0 25.0 73.0 2 0 0 1,581.6699
Q_15 Myosin‐9 MYH9_HUMAN 226,538 8 8 12 4.64% RGDLPFVVPR 1923 1932 28.6 25.3 17.9 2 0 0 1,155.6634
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% IMGIPEEEQMGLLR 328 341 35.7 27.9 24.9 2 0 0 1,647.8084
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% LDPHLVLDQLR 683 693 27.9 25.9 21.1 2 0 0 1,318.7480
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% ALELDSNLYR 746 755 49.9 28.1 42.7 1 0 0 1,193.6161
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% KQELEEICHDLEAR 910 923 23.5 26.4 19.2 0 2 0 1,769.8489
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% KLEEEQIILEDQNCK 975 989 29.8 27.3 24.0 0 2 0 1,888.9324
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% LEEEQIILEDQNCK 976 989 57.9 26.3 56.3 2 0 0 1,760.8374
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% IAEFTTNLTEEEEK 1001 1014 101.0 26.2 92.6 2 0 0 1,653.7855
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% TLEEEAKTHEAQIQEMR 1175 1191 28.6 26.2 27.6 0 2 0 2,058.9763
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% HSQAVEELAEQLEQTKR 1194 1210 66.5 28.0 57.4 0 2 0 1,996.0095
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% QTLENERGELANEVK 1220 1234 19.6 27.9 14.1 0 1 0 1,729.8716
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% KVEAQLQELQVK 1249 1260 17.4 25.0 16.8 0 1 0 1,412.8109
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% LQVELDNVTGLLSQSDSK 1278 1295 33.6 27.9 30.2 0 1 0 1,946.0079
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% KFDQLLAEEK 1445 1454 35.3 28.2 20.2 2 0 0 1,220.6523
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% ALEEAMEQKAELER 1484 1497 32.9 27.3 26.7 1 1 0 1,662.8005
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% TEMEDLMSSKDDVGK 1504 1518 25.8 25.0 21.3 0 1 0 1,716.7306
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% LEVNLQAMK 1558 1566 39.7 28.9 17.5 2 0 0 1,061.5661
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% EMEAELEDER 1593 1602 39.9 25.0 39.9 1 0 0 1,266.5156
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% ASREEILAQAK 1659 1669 52.2 27.8 31.2 2 0 0 1,215.6692
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% ASREEILAQAKENEK 1659 1673 31.5 28.2 27.3 0 2 0 1,715.8923
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% QAQQERDELADEIANSSGK 1698 1716 72.8 25.2 63.3 0 2 0 2,088.9794
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% DELADEIANSSGK 1704 1716 72.7 25.0 60.1 1 0 0 1,348.6228
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% ANLQIDQINTDLNLER 1755 1770 86.8 27.4 71.4 2 0 0 1,869.9667
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% IAQLEEQLDNETKER 1816 1830 81.1 28.0 64.1 2 0 0 1,815.9085
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% LKDVLLQVDDERR 1844 1856 35.1 27.7 22.5 0 2 0 1,598.8863
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% QLEEAEEEAQRANASR 1878 1893 47.8 26.2 36.7 0 2 0 1,830.8576
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% ELEDATETADAMNR 1899 1912 69.2 25.0 69.2 2 0 0 1,581.6699
Q_16 Myosin‐9 MYH9_HUMAN 226,538 27 28 46 16.90% GDLPFVVPR 1924 1932 32.2 26.8 19.3 1 0 0 999.5623
A_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 16 47.70% EAFQLFDR 14 21 37.5 26.7 27.5 2 0 0 1,025.5051
A_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 16 47.70% ILYSQCGDVMR 27 37 49.1 25.0 42.0 4 0 0 1,357.6240
A_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 16 47.70% ALGQNPTNAEVLK 38 50 46.0 27.3 41.8 2 0 0 1,354.7326
A_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 16 47.70% NKDQGTYEDYVEGLR 80 94 96.2 25.0 92.2 2 0 0 1,786.8244
A_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 16 47.70% VFDKEGNGTVMGAEIR 95 110 80.0 26.5 0.0 2 2 0 1,738.8431
A_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 16 47.70% HVLVTLGEK 111 119 31.3 25.0 30.6 2 0 0 995.5885
A_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 9 15 41.70% EAFQLFDR 14 21 56.6 26.7 43.8 2 0 0 1,025.5051
A_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 9 15 41.70% ILYSQCGDVMR 27 37 68.7 25.0 64.6 2 0 0 1,357.6240
A_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 9 15 41.70% ALGQNPTNAEVLK 38 50 31.2 27.0 25.3 2 0 0 1,354.7326
A_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 9 15 41.70% NKDQGTYEDYVEGLR 80 94 66.9 25.0 66.9 1 1 0 1,786.8244
A_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 9 15 41.70% DQGTYEDYVEGLR 82 94 34.1 25.0 28.8 2 0 0 1,544.6865
A_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 9 15 41.70% VFDKEGNGTVMGAEIR 95 110 65.6 26.7 0.0 2 3 0 1,738.8431
A_05 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% NKDQGTYEDYVEGLR 80 94 41.5 25.0 37.5 0 2 0 1,786.8244
A_05 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% HVLVTLGEK 111 119 21.3 25.0 18.9 2 0 0 995.5885
A_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 15.90% ILYSQCGDVMR 27 37 38.8 25.0 38.8 1 0 0 1,357.6240
A_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 15.90% ALGQNPTNAEVLK 38 50 37.3 27.2 30.8 2 0 0 1,354.7326
B_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 41.70% EAFQLFDR 14 21 61.4 26.6 48.1 2 0 0 1,025.5051
B_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 41.70% ILYSQCGDVMR 27 37 57.3 25.0 57.3 2 0 0 1,357.6240
B_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 41.70% ALGQNPTNAEVLK 38 50 31.4 26.8 19.9 2 0 0 1,354.7326
B_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 41.70% NKDQGTYEDYVEGLR 80 94 78.7 25.0 75.1 2 2 0 1,786.8244
B_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 41.70% DQGTYEDYVEGLR 82 94 48.3 25.0 42.4 1 0 0 1,544.6865
B_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 41.70% VFDKEGNGTVMGAEIR 95 110 51.4 26.5 0.0 2 2 0 1,738.8431
B_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% EAFQLFDR 14 21 38.4 26.7 24.2 2 0 0 1,025.5051
B_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% VFDKEGNGTVMGAEIR 95 110 27.4 26.9 0.0 0 2 0 1,738.8431
B_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 3 4 24.50% EAFQLFDR 14 21 21.0 26.7 12.0 1 0 0 1,025.5051
B_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 3 4 24.50% ALGQNPTNAEVLK 38 50 38.9 27.2 31.4 2 0 0 1,354.7326
B_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 3 4 24.50% VFDKEGNGTVMGAEIR 95 110 19.3 27.0 0.0 0 1 0 1,738.8431
C_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 47.70% EAFQLFDR 14 21 44.8 26.7 34.4 2 0 0 1,025.5051
C_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 47.70% ILYSQCGDVMR 27 37 65.2 25.0 60.7 4 0 0 1,357.6240
C_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 47.70% ALGQNPTNAEVLK 38 50 49.6 27.3 43.5 2 0 0 1,354.7326
C_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 47.70% NKDQGTYEDYVEGLR 80 94 61.2 25.0 52.1 2 2 0 1,786.8244
C_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 47.70% VFDKEGNGTVMGAEIR 95 110 72.4 26.7 0.0 2 0 0 1,738.8431
C_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 47.70% HVLVTLGEK 111 119 26.4 25.0 22.7 1 0 0 995.5885
C_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 4 6 26.50% ILYSQCGDVMR 27 37 51.5 25.0 47.9 2 0 0 1,357.6240
C_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 4 6 26.50% ALGQNPTNAEVLK 38 50 46.1 27.0 41.2 1 0 0 1,354.7326
C_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 4 6 26.50% VFDKEGNGTVMGAEIR 95 110 56.0 26.5 0.0 1 2 0 1,738.8431
C_05 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 4 7 29.10% EAFQLFDR 14 21 39.8 26.5 26.6 2 0 0 1,025.5051



C_05 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 4 7 29.10% ILYSQCGDVMR 27 37 49.5 25.0 49.5 2 0 0 1,357.6240
C_05 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 4 7 29.10% VFDKEGNGTVMGAEIR 95 110 32.7 26.7 0.0 0 2 0 1,738.8431
C_05 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 4 7 29.10% HVLVTLGEK 111 119 23.6 25.0 23.3 1 0 0 995.5885
D_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 3 5 25.80% ILYSQCGDVMR 27 37 47.8 25.0 47.8 2 0 0 1,357.6240
D_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 3 5 25.80% ALGQNPTNAEVLK 38 50 51.0 27.4 39.6 2 0 0 1,354.7326
D_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 3 5 25.80% NKDQGTYEDYVEGLR 80 94 25.4 25.0 21.0 0 1 0 1,786.8244
D_07 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 13.90% EAFQLFDR 14 21 27.4 26.0 25.5 1 0 0 1,025.5051
D_07 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 13.90% ALGQNPTNAEVLK 38 50 34.9 26.8 28.7 2 0 0 1,354.7326
F_05 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% ILYSQCGDVMR 27 37 51.5 25.0 48.1 2 0 0 1,357.6240
F_05 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% ALGQNPTNAEVLK 38 50 50.0 27.0 47.8 2 0 0 1,354.7326
F_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 4 7 31.80% EAFQLFDR 14 21 32.9 26.5 24.0 2 0 0 1,025.5051
F_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 4 7 31.80% ILYSQCGDVMR 27 37 57.7 25.0 52.9 2 0 0 1,357.6240
F_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 4 7 31.80% ALGQNPTNAEVLK 38 50 55.7 27.0 55.7 2 0 0 1,354.7326
F_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 4 7 31.80% VFDKEGNGTVMGAEIR 95 110 58.2 26.5 0.0 1 0 0 1,738.8431
F_08 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% ILYSQCGDVMR 27 37 41.5 25.0 37.3 2 0 0 1,357.6240
F_08 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% ALGQNPTNAEVLK 38 50 51.8 27.0 44.0 2 0 0 1,354.7326
G_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 3 5 15.90% ILYSQCGDVMR 27 37 47.7 25.0 47.2 3 0 0 1,357.6240
G_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 3 5 15.90% ALGQNPTNAEVLK 38 50 42.7 26.9 38.0 2 0 0 1,354.7326
G_07 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 19.20% ALGQNPTNAEVLK 38 50 41.3 26.8 30.5 2 0 0 1,354.7326
G_07 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 19.20% VFDKEGNGTVMGAEIR 95 110 38.5 26.6 0.0 0 1 0 1,738.8431
H_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 5 6 10 36.40% ILYSQCGDVMR 27 37 58.4 25.0 58.4 2 0 0 1,357.6240
H_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 5 6 10 36.40% ALGQNPTNAEVLK 38 50 51.5 27.1 46.2 2 0 0 1,354.7326
H_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 5 6 10 36.40% NKDQGTYEDYVEGLR 80 94 45.1 25.0 33.3 1 2 0 1,786.8244
H_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 5 6 10 36.40% DQGTYEDYVEGLR 82 94 32.5 25.0 29.0 1 0 0 1,544.6865
H_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 5 6 10 36.40% VFDKEGNGTVMGAEIR 95 110 46.4 26.6 0.0 2 0 0 1,738.8431
H_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 7 14 27.80% ILYSQCGDVMR 27 37 54.5 25.0 53.3 2 0 0 1,357.6240
H_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 7 14 27.80% NKDQGTYEDYVEGLR 80 94 62.1 25.0 58.6 0 2 0 1,786.8244
H_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 7 14 27.80% DQGTYEDYVEGLR 82 94 63.4 25.0 62.8 2 0 0 1,544.6865
H_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 7 14 27.80% VFDKEGNGTVMGAEIR 95 110 67.2 28.0 0.0 4 4 0 1,722.8481
I_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 6 10 27.80% ILYSQCGDVMR 27 37 53.8 25.0 48.7 2 0 0 1,357.6240
I_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 6 10 27.80% NKDQGTYEDYVEGLR 80 94 59.4 25.1 59.4 2 1 0 1,786.8244
I_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 6 10 27.80% DQGTYEDYVEGLR 82 94 50.8 25.0 45.3 1 0 0 1,544.6865
I_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 6 10 27.80% VFDKEGNGTVMGAEIR 95 110 47.9 26.7 0.0 2 2 0 1,738.8431
I_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 5 8 16 33.10% EAFQLFDR 14 21 59.2 27.0 47.0 2 0 0 1,025.5051
I_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 5 8 16 33.10% ILYSQCGDVMR 27 37 53.7 25.0 51.2 2 0 0 1,357.6240
I_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 5 8 16 33.10% NKDQGTYEDYVEGLR 80 94 57.5 25.0 49.6 2 2 0 1,786.8244
I_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 5 8 16 33.10% DQGTYEDYVEGLR 82 94 56.5 25.0 47.4 2 0 0 1,544.6865
I_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 5 8 16 33.10% VFDKEGNGTVMGAEIR 95 110 50.0 26.5 0.0 4 2 0 1,738.8431
J_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 3 4 23.20% ILYSQCGDVMR 27 37 41.4 25.0 41.4 2 0 0 1,357.6240
J_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 3 4 23.20% NKDQGTYEDYVEGLR 80 94 38.5 25.1 28.2 0 1 0 1,786.8244
J_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 3 4 23.20% HVLVTLGEK 111 119 22.8 25.0 20.6 1 0 0 995.5885
J_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 13.90% EAFQLFDR 14 21 54.0 26.4 40.1 2 0 0 1,025.5051
J_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 13.90% ALGQNPTNAEVLK 38 50 29.1 26.2 25.4 2 0 0 1,354.7326
K_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 7 13 42.40% ILYSQCGDVMR 27 37 30.7 25.0 23.9 2 0 0 1,357.6240
K_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 7 13 42.40% ALGQNPTNAEVLK 38 50 42.4 27.0 33.3 2 0 0 1,354.7326
K_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 7 13 42.40% NKDQGTYEDYVEGLR 80 94 74.9 25.0 74.9 2 2 0 1,786.8244
K_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 7 13 42.40% DQGTYEDYVEGLR 82 94 62.2 25.0 59.2 2 0 0 1,544.6865
K_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 7 13 42.40% VFDKEGNGTVMGAEIR 95 110 42.9 26.9 0.0 2 0 0 1,738.8431
K_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 7 13 42.40% HVLVTLGEK 111 119 22.6 25.0 21.6 1 0 0 995.5885
K_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 7 12 41.70% EAFQLFDR 14 21 29.2 27.0 18.6 1 0 0 1,025.5051
K_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 7 12 41.70% ILYSQCGDVMR 27 37 47.3 25.0 47.3 2 0 0 1,357.6240
K_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 7 12 41.70% ALGQNPTNAEVLK 38 50 30.1 27.1 29.2 2 0 0 1,354.7326
K_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 7 12 41.70% NKDQGTYEDYVEGLR 80 94 78.9 25.0 71.2 1 2 0 1,786.8244
K_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 7 12 41.70% DQGTYEDYVEGLR 82 94 75.2 25.0 69.1 2 0 0 1,544.6865
K_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 7 12 41.70% VFDKEGNGTVMGAEIR 95 110 40.5 26.7 0.0 2 0 0 1,738.8431
L_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 8 10 18 46.40% ILYSQCGDVMR 27 37 64.4 26.1 60.7 2 0 0 1,341.6291
L_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 8 10 18 46.40% ALGQNPTNAEVLK 38 50 51.9 26.8 43.2 2 0 0 1,354.7326
L_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 8 10 18 46.40% ALGQNPTNAEVLKVLGNPK 38 56 19.2 25.0 17.3 0 2 0 1,963.0973
L_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 8 10 18 46.40% NKDQGTYEDYVEGLR 80 94 79.1 25.1 77.9 2 1 0 1,786.8244
L_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 8 10 18 46.40% DQGTYEDYVEGLR 82 94 58.5 25.0 56.7 2 0 0 1,544.6865
L_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 8 10 18 46.40% VFDKEGNGTVMGAEIR 95 110 60.0 26.7 0.0 2 1 0 1,738.8431
L_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 8 10 18 46.40% EGNGTVMGAEIR 99 110 46.9 26.5 0.0 2 0 0 1,233.5893
L_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 8 10 18 46.40% HVLVTLGEK 111 119 53.0 25.0 46.7 2 0 0 995.5885
L_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% ILYSQCGDVMR 27 37 59.8 25.0 57.1 2 0 0 1,357.6240
L_04 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% ALGQNPTNAEVLK 38 50 44.6 26.4 40.3 2 0 0 1,354.7326
L_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% ILYSQCGDVMR 27 37 60.0 25.1 60.0 2 0 0 1,357.6240
L_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% ALGQNPTNAEVLK 38 50 47.4 26.9 38.4 2 0 0 1,354.7326
L_07 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% ILYSQCGDVMR 27 37 59.1 25.0 53.3 2 0 0 1,357.6240
L_07 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 15.90% ALGQNPTNAEVLK 38 50 44.6 27.0 37.6 2 0 0 1,354.7326
L_16 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 15.90% ILYSQCGDVMR 27 37 31.9 25.0 31.2 1 0 0 1,357.6240
L_16 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 15.90% ALGQNPTNAEVLK 38 50 54.1 26.8 50.7 2 0 0 1,354.7326
M_02 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 14.60% ALGQNPTNAEVLK 38 50 47.5 26.4 37.2 2 0 0 1,354.7326
M_02 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 14.60% HVLVTLGEK 111 119 36.2 25.0 34.5 1 0 0 995.5885
M_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 9 40.40% EAFQLFDR 14 21 37.1 27.0 30.1 2 0 0 1,025.5051
M_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 9 40.40% ILYSQCGDVMR 27 37 52.6 25.4 52.6 2 0 0 1,341.6291
M_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 9 40.40% ALGQNPTNAEVLK 38 50 50.6 27.1 45.1 2 0 0 1,354.7326
M_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 9 40.40% DQGTYEDYVEGLR 82 94 51.0 25.0 44.0 1 0 0 1,544.6865
M_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 9 40.40% VFDKEGNGTVMGAEIR 95 110 33.6 26.9 0.0 0 1 0 1,738.8431
M_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 9 40.40% EGNGTVMGAEIR 99 110 45.5 26.1 0.0 1 0 0 1,233.5893
M_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 15.90% ILYSQCGDVMR 27 37 43.2 25.0 38.9 1 0 0 1,357.6240
M_06 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 15.90% ALGQNPTNAEVLK 38 50 33.4 27.0 30.9 2 0 0 1,354.7326
N_02 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 15.90% ILYSQCGDVMR 27 37 27.0 25.2 24.7 1 0 0 1,357.6240
N_02 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 15.90% ALGQNPTNAEVLK 38 50 37.9 26.4 31.0 2 0 0 1,354.7326
N_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 11 39.10% EAFQLFDR 14 21 34.6 27.3 25.4 2 0 0 1,025.5051
N_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 11 39.10% ILYSQCGDVMR 27 37 49.9 25.7 48.8 2 0 0 1,341.6291
N_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 11 39.10% ALGQNPTNAEVLK 38 50 48.4 26.2 44.0 2 0 0 1,354.7326
N_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 11 39.10% NKDQGTYEDYVEGLR 80 94 34.4 25.1 28.9 0 2 0 1,786.8244
N_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 11 39.10% DQGTYEDYVEGLR 82 94 61.8 25.0 57.5 2 0 0 1,544.6865
N_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 11 39.10% EGNGTVMGAEIR 99 110 38.2 26.3 0.0 1 0 0 1,233.5893
O_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 12 37.10% EAFQLFDR 14 21 45.9 27.0 33.8 2 0 0 1,025.5051
O_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 12 37.10% ILYSQCGDVMR 27 37 51.3 26.1 50.0 2 0 0 1,341.6291
O_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 12 37.10% ALGQNPTNAEVLK 38 50 42.7 26.8 38.7 2 0 0 1,354.7326
O_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 12 37.10% NKDQGTYEDYVEGLR 80 94 45.6 25.1 38.2 0 2 0 1,786.8244
O_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 12 37.10% DQGTYEDYVEGLR 82 94 62.8 25.0 61.6 2 0 0 1,544.6865
O_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 6 12 37.10% HVLVTLGEK 111 119 44.7 25.0 44.7 2 0 0 995.5885
P_02 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 3 5 21.90% ILYSQCGDVMR 27 37 68.0 25.0 66.5 2 0 0 1,357.6240
P_02 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 3 5 21.90% ALGQNPTNAEVLK 38 50 43.8 26.2 39.8 2 0 0 1,354.7326
P_02 Myosin light polypeptide 6 MYL6_HUMAN 16,930 3 3 5 21.90% HVLVTLGEK 111 119 36.3 25.0 29.4 1 0 0 995.5885
P_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 6 10 31.10% EAFQLFDR 14 21 35.6 26.3 27.3 2 0 0 1,025.5051
P_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 6 10 31.10% ILYSQCGDVMR 27 37 59.7 26.1 54.9 4 0 0 1,341.6291
P_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 6 10 31.10% ALGQNPTNAEVLK 38 50 23.2 26.2 16.9 2 0 0 1,354.7326
P_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 4 6 10 31.10% NKDQGTYEDYVEGLR 80 94 53.7 25.7 50.5 1 1 0 1,786.8244
Q_02 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 13.20% ILYSQCGDVMR 27 37 48.9 25.0 45.6 2 0 0 1,357.6240
Q_02 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 4 13.20% HVLVTLGEK 111 119 36.5 25.0 36.5 2 0 0 995.5885
Q_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 41.70% EAFQLFDR 14 21 28.3 27.3 14.4 1 0 0 1,025.5051
Q_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 41.70% ILYSQCGDVMR 27 37 64.8 25.0 64.0 4 0 0 1,357.6240
Q_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 41.70% ALGQNPTNAEVLK 38 50 52.3 26.5 46.1 2 0 0 1,354.7326
Q_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 41.70% NKDQGTYEDYVEGLR 80 94 57.7 25.7 57.4 2 2 0 1,786.8244
Q_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 41.70% DQGTYEDYVEGLR 82 94 68.7 25.0 59.6 2 0 0 1,544.6865
Q_03 Myosin light polypeptide 6 MYL6_HUMAN 16,930 6 8 15 41.70% VFDKEGNGTVMGAEIR 95 110 38.2 26.9 0.0 2 0 0 1,738.8431
Q_07 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 15.90% ILYSQCGDVMR 27 37 29.6 25.0 29.6 1 0 0 1,357.6240
Q_07 Myosin light polypeptide 6 MYL6_HUMAN 16,930 2 2 3 15.90% ALGQNPTNAEVLK 38 50 32.4 26.9 28.9 2 0 0 1,354.7326



A_22 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 5 5 10 4.33% YMDVQFDFK 201 209 35.3 25.0 11.8 2 0 0 1,208.5294
A_22 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 5 5 10 4.33% LLSVEGSTLR 341 350 29.3 26.7 0.6 2 0 0 1,074.6154
A_22 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 5 5 10 4.33% IICDLVEEK 478 486 40.6 28.0 14.3 2 0 0 1,118.5764
A_22 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 5 5 10 4.33% YLGLLENLR 648 656 31.7 26.3 20.7 2 0 0 1,090.6256
A_22 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 5 5 10 4.33% LGTDEISPR 901 909 35.6 26.9 16.6 2 0 0 987.5107
B_22 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 3 3 4 2.54% LLSVEGSTLR 341 350 25.0 27.5 3.4 1 0 0 1,074.6154
B_22 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 3 3 4 2.54% TSFLLNLR 814 821 38.2 25.0 32.3 2 0 0 963.5622
B_22 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 3 3 4 2.54% LGTDEISPR 901 909 36.3 26.2 20.4 1 0 0 987.5107
B_23 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 4 4 7 3.57% YLGLLENLR 648 656 34.7 26.0 30.4 2 0 0 1,090.6256
B_23 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 4 4 7 3.57% TLFATEDALEVR 722 733 23.6 27.7 16.9 1 0 0 1,364.7057
B_23 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 4 4 7 3.57% TSFLLNLR 814 821 42.9 25.0 39.3 2 0 0 963.5622
B_23 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 4 4 7 3.57% LGTDEISPR 901 909 35.4 28.0 21.4 2 0 0 987.5107
C_22 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 2 2 2 1.60% YLGLLENLR 648 656 22.8 25.2 11.5 1 0 0 1,090.6256
C_22 Unconventional myosin‐Ic MYO1C_HUMAN 121,685 2 2 2 1.60% TSFLLNLR 814 821 19.3 25.0 15.1 1 0 0 963.5622
A_24 Unconventional myosin‐VI MYO6_HUMAN 149,697 2 2 2 1.70% SSEELLSALQK 905 915 42.3 29.0 27.8 1 0 0 1,204.6420
A_24 Unconventional myosin‐VI MYO6_HUMAN 149,697 2 2 2 1.70% IQAEVEAQLAR 981 991 27.9 27.1 16.6 1 0 0 1,227.6692
A_09 NKG2D ligand 2 N2DL2_HUMAN 27,369 3 3 5 13.00% WCAVQGQVDEK 49 59 29.0 25.0 18.1 1 0 0 1,319.6050
A_09 NKG2D ligand 2 N2DL2_HUMAN 27,369 3 3 5 13.00% EVVDILTEQLR 96 106 79.1 28.4 67.2 2 0 0 1,314.7265
A_09 NKG2D ligand 2 N2DL2_HUMAN 27,369 3 3 5 13.00% DIQLENYTPK 107 116 28.6 27.6 16.7 2 0 0 1,220.6159
A_10 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 3 8.54% EVVDILTEQLR 96 106 60.7 28.1 48.5 2 0 0 1,314.7265
A_10 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 3 8.54% DIQLENYTPK 107 116 28.1 27.8 23.3 1 0 0 1,220.6159
C_09 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 4 8.94% WCAVQGQVDEK 49 59 53.1 25.0 45.8 2 0 0 1,319.6050
C_09 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 4 8.94% EVVDILTEQLR 96 106 65.4 28.1 55.1 2 0 0 1,314.7265
D_11 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 2 8.54% WCAVQGQVDEK 49 59 30.0 25.0 22.8 1 0 0 1,319.6050
D_11 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 2 8.54% TVTPVSPLGK 70 79 18.7 25.0 17.8 1 0 0 998.5882
E_11 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 3 8.54% TVTPVSPLGK 70 79 22.6 25.0 15.0 2 0 0 998.5882
E_11 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 3 8.54% EVVDILTEQLR 96 106 30.6 28.4 19.8 1 0 0 1,314.7265
F_09 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 4 8.94% WCAVQGQVDEK 49 59 50.3 25.0 38.3 2 0 0 1,319.6050
F_09 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 4 8.94% EVVDILTEQLR 96 106 60.3 28.1 49.6 2 0 0 1,314.7265
F_10 NKG2D ligand 2 N2DL2_HUMAN 27,369 3 3 5 13.00% WCAVQGQVDEK 49 59 27.7 25.0 15.2 2 0 0 1,319.6050
F_10 NKG2D ligand 2 N2DL2_HUMAN 27,369 3 3 5 13.00% TVTPVSPLGK 70 79 29.6 25.0 20.6 1 0 0 998.5882
F_10 NKG2D ligand 2 N2DL2_HUMAN 27,369 3 3 5 13.00% EVVDILTEQLR 96 106 58.0 28.1 41.7 2 0 0 1,314.7265
G_09 NKG2D ligand 2 N2DL2_HUMAN 27,369 4 4 7 17.10% WCAVQGQVDEK 49 59 55.8 25.0 50.2 2 0 0 1,319.6050
G_09 NKG2D ligand 2 N2DL2_HUMAN 27,369 4 4 7 17.10% TVTPVSPLGK 70 79 24.1 25.3 13.7 1 0 0 998.5882
G_09 NKG2D ligand 2 N2DL2_HUMAN 27,369 4 4 7 17.10% EVVDILTEQLR 96 106 56.0 28.4 47.9 2 0 0 1,314.7265
G_09 NKG2D ligand 2 N2DL2_HUMAN 27,369 4 4 7 17.10% DIQLENYTPK 107 116 30.0 28.3 26.3 2 0 0 1,220.6159
H_08 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 2 8.13% TVTPVSPLGK 70 79 18.9 25.5 9.8 1 0 0 998.5882
H_08 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 2 8.13% DIQLENYTPK 107 116 28.4 27.8 17.3 1 0 0 1,220.6159
J_08 NKG2D ligand 2 N2DL2_HUMAN 27,369 4 4 7 17.10% WCAVQGQVDEK 49 59 24.5 25.0 18.3 2 0 0 1,319.6050
J_08 NKG2D ligand 2 N2DL2_HUMAN 27,369 4 4 7 17.10% TVTPVSPLGK 70 79 19.2 25.3 8.0 1 0 0 998.5882
J_08 NKG2D ligand 2 N2DL2_HUMAN 27,369 4 4 7 17.10% EVVDILTEQLR 96 106 77.0 28.9 60.9 2 0 0 1,314.7265
J_08 NKG2D ligand 2 N2DL2_HUMAN 27,369 4 4 7 17.10% DIQLENYTPK 107 116 33.0 28.3 17.6 2 0 0 1,220.6159
K_08 NKG2D ligand 2 N2DL2_HUMAN 27,369 3 3 6 13.00% WCAVQGQVDEK 49 59 28.7 25.0 23.6 2 0 0 1,319.6050
K_08 NKG2D ligand 2 N2DL2_HUMAN 27,369 3 3 6 13.00% EVVDILTEQLR 96 106 61.6 28.3 52.5 2 0 0 1,314.7265
K_08 NKG2D ligand 2 N2DL2_HUMAN 27,369 3 3 6 13.00% DIQLENYTPK 107 116 32.8 27.1 29.4 2 0 0 1,220.6159
N_06 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 2 8.94% WCAVQGQVDEK 49 59 28.6 25.0 19.1 1 0 0 1,319.6050
N_06 NKG2D ligand 2 N2DL2_HUMAN 27,369 2 2 2 8.94% EVVDILTEQLR 96 106 51.3 28.9 29.0 1 0 0 1,314.7265
A_09 N‐alpha‐acetyltransferase 10 NAA10_HUMAN 26,459 2 2 3 14.50% MEEDPDDVPHGHITSLAVK 60 78 42.6 25.7 39.3 0 1 0 2,105.9812
A_09 N‐alpha‐acetyltransferase 10 NAA10_HUMAN 26,459 2 2 3 14.50% DLSEVSETTESTDVK 211 225 98.1 25.0 87.6 2 0 0 1,639.7546
B_09 N‐alpha‐acetyltransferase 10 NAA10_HUMAN 26,459 2 2 4 14.50% MEEDPDDVPHGHITSLAVK 60 78 36.4 25.4 32.1 0 2 0 2,105.9812
B_09 N‐alpha‐acetyltransferase 10 NAA10_HUMAN 26,459 2 2 4 14.50% DLSEVSETTESTDVK 211 225 93.8 25.0 84.9 2 0 0 1,639.7546
A_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 8 9 14 9.93% EEAYELVR 63 70 30.7 26.8 17.2 1 0 0 1,008.4996
A_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 8 9 14 9.93% DLSLLQIQMR 119 128 71.8 28.2 57.6 2 0 0 1,216.6720
A_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 8 9 14 9.93% GELLLQLCR 231 239 50.5 28.7 31.0 2 0 0 1,101.6087
A_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 8 9 14 9.93% IYEEAWTK 279 286 23.2 27.4 19.5 1 0 0 1,039.5095
A_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 8 9 14 9.93% RLPLNFLSGEK 295 305 32.4 26.7 26.6 2 0 0 1,273.7264
A_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 8 9 14 9.93% WMDEAQALDTADR 430 442 88.7 25.0 60.7 2 0 0 1,537.6590
A_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 8 9 14 9.93% DDDDEEIGGPKEELIPEK 629 646 30.8 25.0 27.2 0 1 0 2,027.9297
A_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 8 9 14 9.93% FLLMLQSVK 688 696 45.4 25.0 32.1 3 0 0 1,078.6330
B_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 9 10 17 10.70% DLSLLQIQMR 119 128 58.1 28.4 47.0 4 0 0 1,232.6670
B_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 9 10 17 10.70% LEDAADVYR 240 248 49.3 26.5 35.6 2 0 0 1,051.5055
B_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 9 10 17 10.70% IYEEAWTK 279 286 24.0 27.3 18.8 1 0 0 1,039.5095
B_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 9 10 17 10.70% RLPLNFLSGEK 295 305 48.2 26.7 39.1 2 0 0 1,273.7264
B_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 9 10 17 10.70% LPLNFLSGEK 296 305 36.0 27.7 23.1 2 0 0 1,117.6253
B_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 9 10 17 10.70% WMDEAQALDTADR 430 442 89.6 25.0 56.2 2 0 0 1,537.6590
B_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 9 10 17 10.70% LHDNPLTDENKEHEADTANMSDK 568 590 44.2 25.0 41.5 0 1 0 2,640.1482
B_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 9 10 17 10.70% FLLMLQSVK 688 696 33.3 25.0 24.0 1 0 0 1,094.6280
B_21 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 9 10 17 10.70% LFNTAVCESK 715 724 39.2 26.9 33.7 2 0 0 1,168.5667
L_13 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 2 2 3 2.19% DLSLLQIQMR 119 128 60.6 28.0 49.1 1 0 0 1,232.6670
L_13 N‐alpha‐acetyltransferase 15, NatA auxiliary subunit NAA15_HUMAN 101,278 2 2 3 2.19% LEDAADVYR 240 248 57.8 26.3 46.1 2 0 0 1,051.5055
A_22 N‐alpha‐acetyltransferase 25, NatB auxiliary subunit NAA25_HUMAN 112,298 3 3 5 3.29% ALQQHLCVVQLTR 410 422 19.1 26.1 10.6 0 2 0 1,565.8582
A_22 N‐alpha‐acetyltransferase 25, NatB auxiliary subunit NAA25_HUMAN 112,298 3 3 5 3.29% DTSEYIIQAYK 576 586 57.8 26.8 53.2 2 0 0 1,330.6526
A_22 N‐alpha‐acetyltransferase 25, NatB auxiliary subunit NAA25_HUMAN 112,298 3 3 5 3.29% IPEFIAFR 593 600 21.8 26.9 0.7 1 0 0 992.5564
H_19 N‐alpha‐acetyltransferase 25, NatB auxiliary subunit NAA25_HUMAN 112,298 2 2 4 2.16% ALQQHLCVVQLTR 410 422 28.9 25.6 25.0 0 2 0 1,565.8582
H_19 N‐alpha‐acetyltransferase 25, NatB auxiliary subunit NAA25_HUMAN 112,298 2 2 4 2.16% IPEFIAFR 593 600 52.1 27.2 32.7 2 0 0 992.5564
I_19 N‐alpha‐acetyltransferase 25, NatB auxiliary subunit NAA25_HUMAN 112,298 3 3 6 3.50% VFVDLLPATQCTK 371 383 41.5 28.0 36.9 2 0 0 1,491.7878
I_19 N‐alpha‐acetyltransferase 25, NatB auxiliary subunit NAA25_HUMAN 112,298 3 3 6 3.50% ALQQHLCVVQLTR 410 422 28.5 25.7 25.4 0 2 0 1,565.8582
I_19 N‐alpha‐acetyltransferase 25, NatB auxiliary subunit NAA25_HUMAN 112,298 3 3 6 3.50% IPEFIAFR 593 600 20.8 26.9 8.4 2 0 0 992.5564
A_05 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 4 4 7 25.40% IELGDVTPHNIK 6 17 45.2 27.8 34.3 2 0 0 1,335.7269
A_05 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 4 4 7 25.40% DVLEVGELAK 38 47 50.4 30.1 32.6 2 0 0 1,072.5886
A_05 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 4 4 7 25.40% FGFEIIETK 127 135 45.3 25.6 39.4 1 0 0 1,083.5722
A_05 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 4 4 7 25.40% RIEPADAHVLQK 141 152 25.2 27.0 18.7 0 2 0 1,376.7646
B_04 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 2 2 3 12.40% FGFEIIETK 127 135 23.2 25.9 18.4 2 0 0 1,083.5722
B_04 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 2 2 3 12.40% RIEPADAHVLQK 141 152 20.8 26.8 16.4 0 1 0 1,376.7646
B_05 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 3 3 5 18.30% DVLEVGELAK 38 47 47.7 30.1 31.9 2 0 0 1,072.5886
B_05 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 3 3 5 18.30% FGFEIIETK 127 135 50.8 25.9 36.2 2 0 0 1,083.5722
B_05 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 3 3 5 18.30% RIEPADAHVLQK 141 152 30.7 26.8 17.0 0 1 0 1,376.7646
C_05 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 2 2 3 15.40% RIEPADAHVLQK 141 152 34.1 27.1 26.9 0 2 0 1,376.7646
C_05 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 2 2 3 15.40% NLKVPSGQNADVQK 153 166 23.0 27.2 18.3 0 1 0 1,497.8021
H_05 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 2 2 3 12.40% IELGDVTPHNIK 6 17 39.8 28.0 32.7 1 0 0 1,335.7269
H_05 N‐alpha‐acetyltransferase 50 NAA50_HUMAN 19,399 2 2 3 12.40% FGFEIIETK 127 135 32.5 25.8 14.1 2 0 0 1,083.5722
A_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% SPASDTYIVFGEAK 2086 2099 83.2 26.6 78.6 2 0 0 1,484.7268
A_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% IEDLSQQAQLAAAEK 2100 2114 90.5 27.8 81.7 2 0 0 1,614.8335
A_07 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% SPASDTYIVFGEAK 2086 2099 63.7 26.6 55.5 2 0 0 1,484.7268
A_07 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% IEDLSQQAQLAAAEK 2100 2114 85.9 27.7 74.4 2 0 0 1,614.8335
A_10 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 3 6 1.23% SPASDTYIVFGEAK 2086 2099 87.7 26.9 82.5 2 0 0 1,484.7268
A_10 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 3 6 1.23% DIELVMSQANVSR 2152 2164 84.8 28.0 70.3 4 0 0 1,477.7316
B_07 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 3 1.33% SPASDTYIVFGEAK 2086 2099 72.3 26.9 66.1 2 0 0 1,484.7268
B_07 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 3 1.33% IEDLSQQAQLAAAEK 2100 2114 65.2 27.8 54.0 1 0 0 1,614.8335
B_08 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 3 1.33% SPASDTYIVFGEAK 2086 2099 66.7 26.7 61.8 2 0 0 1,484.7268
B_08 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 3 1.33% IEDLSQQAQLAAAEK 2100 2114 77.0 27.7 71.0 1 0 0 1,614.8335
B_10 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 4 8 1.92% SPASDTYIVFGEAK 2086 2099 90.1 26.6 89.9 2 0 0 1,484.7268
B_10 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 4 8 1.92% IEDLSQQAQLAAAEK 2100 2114 48.2 27.7 43.4 0 2 0 1,614.8335
B_10 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 4 8 1.92% DIELVMSQANVSR 2152 2164 86.4 27.6 17.3 4 0 0 1,461.7366
B_11 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 3 4 1.92% SPASDTYIVFGEAK 2086 2099 75.7 26.9 73.4 2 0 0 1,484.7268
B_11 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 3 4 1.92% IEDLSQQAQLAAAEK 2100 2114 68.1 27.8 60.3 1 0 0 1,614.8335
B_11 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 3 4 1.92% DIELVMSQANVSR 2152 2164 46.2 27.6 10.1 1 0 0 1,461.7366
C_09 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% SPASDTYIVFGEAK 2086 2099 89.3 26.7 82.0 2 0 0 1,484.7268
C_09 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% IEDLSQQAQLAAAEK 2100 2114 68.7 27.8 58.7 2 0 0 1,614.8335
C_10 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.23% SPASDTYIVFGEAK 2086 2099 61.0 26.7 59.2 2 0 0 1,484.7268
C_10 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.23% DIELVMSQANVSR 2152 2164 56.8 27.9 42.1 2 0 0 1,477.7316
H_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 3 5 1.92% SPASDTYIVFGEAK 2086 2099 53.3 26.8 51.7 1 0 0 1,484.7268



H_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 3 5 1.92% IEDLSQQAQLAAAEK 2100 2114 97.1 27.7 86.8 2 0 0 1,614.8335
H_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 3 5 1.92% DIELVMSQANVSR 2152 2164 60.2 27.8 12.1 2 0 0 1,461.7366
H_08 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 4 7 1.92% SPASDTYIVFGEAK 2086 2099 60.2 26.7 57.5 2 1 0 1,484.7268
H_08 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 4 7 1.92% IEDLSQQAQLAAAEK 2100 2114 93.1 27.7 84.2 2 0 0 1,614.8335
H_08 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 4 7 1.92% DIELVMSQANVSR 2152 2164 78.6 27.8 14.2 2 0 0 1,461.7366
H_09 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 3 6 1.92% SPASDTYIVFGEAK 2086 2099 72.0 26.9 65.6 2 0 0 1,484.7268
H_09 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 3 6 1.92% IEDLSQQAQLAAAEK 2100 2114 101.0 27.8 90.5 2 0 0 1,614.8335
H_09 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 3 6 1.92% DIELVMSQANVSR 2152 2164 78.0 27.6 15.3 2 0 0 1,461.7366
I_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.28% IEDLSQQAQLAAAEK 2100 2114 93.8 27.8 82.9 2 0 0 1,614.8335
I_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.28% DIELVMSQANVSR 2152 2164 52.2 27.8 10.7 2 0 0 1,461.7366
K_08 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% SPASDTYIVFGEAK 2086 2099 76.8 26.9 73.6 2 0 0 1,484.7268
K_08 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% IEDLSQQAQLAAAEK 2100 2114 106.0 27.5 91.8 2 0 0 1,614.8335
L_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 4 8 1.92% SPASDTYIVFGEAK 2086 2099 77.8 26.6 77.8 2 0 0 1,484.7268
L_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 4 8 1.92% IEDLSQQAQLAAAEK 2100 2114 97.8 27.6 88.5 2 0 0 1,614.8335
L_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 4 8 1.92% DIELVMSQANVSR 2152 2164 77.9 27.9 66.9 4 0 0 1,477.7316
L_07 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 4 6 1.83% NILFVITKPDVYK 2073 2085 30.8 25.0 28.3 1 0 0 1,549.8990
L_07 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 4 6 1.83% SPASDTYIVFGEAK 2086 2099 93.4 26.6 91.8 2 0 0 1,484.7268
L_07 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 3 4 6 1.83% DIELVMSQANVSR 2152 2164 72.0 28.2 66.2 3 0 0 1,477.7316
L_09 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 3 1.33% SPASDTYIVFGEAK 2086 2099 55.4 26.7 50.8 2 0 0 1,484.7268
L_09 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 3 1.33% IEDLSQQAQLAAAEK 2100 2114 76.6 27.7 68.8 1 0 0 1,614.8335
L_10 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 3 1.33% SPASDTYIVFGEAK 2086 2099 53.8 26.6 49.0 1 0 0 1,484.7268
L_10 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 3 1.33% IEDLSQQAQLAAAEK 2100 2114 72.4 27.7 65.3 2 0 0 1,614.8335
M_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% SPASDTYIVFGEAK 2086 2099 86.6 26.6 80.4 2 0 0 1,484.7268
M_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% IEDLSQQAQLAAAEK 2100 2114 97.7 27.7 89.2 2 0 0 1,614.8335
O_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% SPASDTYIVFGEAK 2086 2099 81.3 26.5 81.3 2 0 0 1,484.7268
O_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% IEDLSQQAQLAAAEK 2100 2114 84.4 27.7 76.3 2 0 0 1,614.8335
P_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% SPASDTYIVFGEAK 2086 2099 67.1 26.7 59.0 2 0 0 1,484.7268
P_06 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 4 1.33% IEDLSQQAQLAAAEK 2100 2114 99.4 27.7 87.7 2 0 0 1,614.8335
Q_07 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 2 1.33% SPASDTYIVFGEAK 2086 2099 68.2 26.9 65.6 1 0 0 1,484.7268
Q_07 Nascent polypeptide‐associated complex subunit alpha, muscle‐specific form NACAM_MOUSE 220,499 2 2 2 1.33% IEDLSQQAQLAAAEK 2100 2114 92.1 27.7 74.7 1 0 0 1,614.8335
F_14 Putative N‐acetylglucosamine‐6‐phosphate deacetylase NAGA_HUMAN 43,748 2 2 4 5.38% IVTLAPELGR 183 192 29.7 25.0 22.1 2 0 0 1,068.6413
F_14 Putative N‐acetylglucosamine‐6‐phosphate deacetylase NAGA_HUMAN 43,748 2 2 4 5.38% DPGIVGLLTSDR 244 255 69.5 27.8 63.3 2 0 0 1,242.6691
F_14 Alpha‐N‐acetylgalactosaminidase NAGAB_HUMAN 46,566 2 2 4 5.11% INQDPLGIQGR 305 315 55.8 27.3 49.0 2 0 0 1,210.6541
F_14 Alpha‐N‐acetylgalactosaminidase NAGAB_HUMAN 46,566 2 2 4 5.11% ASALVFFSCR 335 344 51.2 25.9 50.1 2 0 0 1,157.5771
F_15 Alpha‐N‐acetylgalactosaminidase NAGAB_HUMAN 46,566 2 2 4 5.60% VVQDAQTFAEWK 138 149 60.5 27.6 46.0 2 0 0 1,421.7060
F_15 Alpha‐N‐acetylgalactosaminidase NAGAB_HUMAN 46,566 2 2 4 5.60% LDGCFSTPEER 155 165 44.2 25.0 44.2 2 0 0 1,310.5683
G_15 Alpha‐N‐acetylgalactosaminidase NAGAB_HUMAN 46,566 2 2 4 5.11% INQDPLGIQGR 305 315 59.2 26.7 49.4 2 0 0 1,210.6541
G_15 Alpha‐N‐acetylgalactosaminidase NAGAB_HUMAN 46,566 2 2 4 5.11% ASALVFFSCR 335 344 50.7 26.4 41.7 2 0 0 1,157.5771
G_16 Alpha‐N‐acetylgalactosaminidase NAGAB_HUMAN 46,566 2 2 3 5.35% LDGCFSTPEER 155 165 25.4 25.0 25.4 1 0 0 1,310.5683
G_16 Alpha‐N‐acetylgalactosaminidase NAGAB_HUMAN 46,566 2 2 3 5.35% INQDPLGIQGR 305 315 59.5 26.7 48.1 2 0 0 1,210.6541
A_10 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 3 3 5 11.30% SLGLSLSGGDQEDAGR 70 85 89.0 26.1 83.1 2 0 0 1,561.7455
A_10 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 3 3 5 11.30% LGILTHLYR 198 206 47.4 25.8 28.2 2 0 0 1,085.6467
A_10 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 3 3 5 11.30% KIAEGAQQGDPLSR 219 232 23.5 27.3 22.9 1 0 0 1,469.7709
B_10 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 4 4 7 14.00% AGVDPLVPLR 60 69 44.2 25.0 35.2 1 0 0 1,036.6151
B_10 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 4 4 7 14.00% SLGLSLSGGDQEDAGR 70 85 86.5 26.1 73.4 2 0 0 1,561.7455
B_10 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 4 4 7 14.00% LGILTHLYR 198 206 45.2 26.3 33.3 2 0 0 1,085.6467
B_10 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 4 4 7 14.00% IAEGAQQGDPLSR 220 232 50.0 26.9 37.3 2 0 0 1,341.6759
C_10 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 5 5 8 15.10% SEVLLVSEDGK 15 25 69.2 28.7 64.8 1 0 0 1,175.6155
C_10 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 5 5 8 15.10% KAGVDPLVPLR 59 69 30.7 25.0 17.9 1 0 0 1,164.7101
C_10 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 5 5 8 15.10% SLGLSLSGGDQEDAGR 70 85 75.3 25.9 70.9 2 0 0 1,561.7455
C_10 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 5 5 8 15.10% KIAEGAQQGDPLSR 219 232 37.6 27.2 35.1 2 0 0 1,469.7709
C_10 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 5 5 8 15.10% IAEGAQQGDPLSR 220 232 61.9 27.3 60.9 2 0 0 1,341.6759
D_16 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 5 5 8 18.30% SEVLLVSEDGK 15 25 58.0 28.8 44.2 2 0 0 1,175.6155
D_16 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 5 5 8 18.30% AGVDPLVPLR 60 69 32.9 25.3 23.0 1 0 0 1,036.6151
D_16 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 5 5 8 18.30% SLGLSLSGGDQEDAGR 70 85 57.7 25.7 54.9 2 0 0 1,561.7455
D_16 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 5 5 8 18.30% IAEGAQQGDPLSR 220 232 42.0 27.1 38.8 1 0 0 1,341.6759
D_16 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 5 5 8 18.30% HSSALGGASLGAR 309 321 27.4 27.3 23.4 2 0 0 1,183.6178
F_12 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 4 4 8 14.50% SEVLLVSEDGK 15 25 55.1 28.8 49.4 2 0 0 1,175.6155
F_12 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 4 4 8 14.50% AGVDPLVPLR 60 69 47.3 25.0 38.3 2 0 0 1,036.6151
F_12 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 4 4 8 14.50% SLGLSLSGGDQEDAGR 70 85 90.9 25.9 68.2 2 0 0 1,561.7455
F_12 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 4 4 8 14.50% IAEGAQQGDPLSR 220 232 69.2 27.0 65.7 2 0 0 1,341.6759
I_08 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 2 2 3 7.85% KAGVDPLVPLR 59 69 17.4 25.0 17.4 1 0 0 1,164.7101
I_08 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 2 2 3 7.85% SLGLSLSGGDQEDAGR 70 85 58.0 26.3 55.7 2 0 0 1,561.7455
K_08 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 4 4 6 14.20% KAGVDPLVPLR 59 69 27.6 25.0 13.9 1 0 0 1,164.7101
K_08 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 4 4 6 14.20% SLGLSLSGGDQEDAGR 70 85 67.7 26.2 67.4 2 0 0 1,561.7455
K_08 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 4 4 6 14.20% LGILTHLYR 198 206 39.1 26.6 29.7 2 0 0 1,085.6467
K_08 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 4 4 6 14.20% IAEGAQQGDPLSR 220 232 26.2 27.1 20.3 1 0 0 1,341.6759
L_06 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 2 2 3 8.43% SLGLSLSGGDQEDAGR 70 85 61.3 26.9 57.5 1 0 0 1,561.7455
L_06 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 2 2 3 8.43% IAEGAQQGDPLSR 220 232 76.5 26.9 73.8 2 0 0 1,341.6759
M_06 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 2 2 4 8.43% SLGLSLSGGDQEDAGR 70 85 69.9 26.4 65.8 2 0 0 1,561.7455
M_06 N‐acetyl‐D‐glucosamine kinase NAGK_HUMAN 37,377 2 2 4 8.43% IAEGAQQGDPLSR 220 232 68.2 27.5 65.9 2 0 0 1,341.6759
A_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 4 4 7 7.74% VYSYFECR 33 40 23.0 25.0 12.1 1 0 0 1,123.4876
A_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 4 4 7 7.74% AVPEGFVIPR 118 127 55.1 25.8 47.1 2 0 0 1,084.6150
A_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 4 4 7 7.74% GTDTVAGLALIK 217 228 83.3 26.5 0.0 2 0 0 1,158.6731
A_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 4 4 7 7.74% DLLNCSFK 393 400 34.5 25.1 32.3 2 0 0 996.4820
B_14 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 2 2 4 4.48% AVPEGFVIPR 118 127 31.7 25.7 27.2 2 0 0 1,084.6150
B_14 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 2 2 4 4.48% GTDTVAGLALIK 217 228 62.9 27.7 0.0 2 0 0 1,158.6731
B_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 6 6 9 13.00% DVYKEHFQDDVFNEK 85 99 23.7 25.0 23.7 0 2 0 1,912.8713
B_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 6 6 9 13.00% YDGHLPIEIK 108 117 30.5 26.4 19.2 2 0 0 1,184.6312
B_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 6 6 9 13.00% AVPEGFVIPR 118 127 37.8 25.8 26.4 1 0 0 1,084.6150
B_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 6 6 9 13.00% GTDTVAGLALIK 217 228 57.7 27.7 0.0 2 0 0 1,158.6731
B_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 6 6 9 13.00% DLLNCSFK 393 400 30.7 25.0 24.0 1 0 0 996.4820
B_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 6 6 9 13.00% SYSFDEIRK 470 478 23.1 25.9 16.5 1 0 0 1,144.5633
C_14 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 2 2 3 3.87% AVPEGFVIPR 118 127 43.5 25.8 34.4 2 0 0 1,084.6150
C_14 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 2 2 3 3.87% SYSFDEIRK 470 478 29.4 26.2 20.0 1 0 0 1,144.5633
C_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 3 3 5 6.11% AVPEGFVIPR 118 127 46.1 25.8 38.5 2 0 0 1,084.6150
C_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 3 3 5 6.11% GTDTVAGLALIK 217 228 44.1 26.5 0.0 1 0 0 1,158.6731
C_15 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 3 3 5 6.11% DLLNCSFK 393 400 19.8 25.5 14.9 2 0 0 996.4820
F_16 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 2 2 3 4.48% AVPEGFVIPR 118 127 30.7 25.7 20.4 2 0 0 1,084.6150
F_16 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 2 2 3 4.48% GTDTVAGLALIK 217 228 39.9 26.5 0.0 1 0 0 1,158.6731
I_13 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 2 2 3 4.48% AVPEGFVIPR 118 127 38.8 25.8 30.2 2 0 0 1,084.6150
I_13 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 2 2 3 4.48% GTDTVAGLALIK 217 228 57.2 27.8 0.0 1 0 0 1,158.6731
J_13 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 3 3 6 6.11% GWNYILEK 100 107 42.5 27.7 18.6 2 0 0 1,022.5306
J_13 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 3 3 6 6.11% AVPEGFVIPR 118 127 34.1 25.9 21.6 2 0 0 1,084.6150
J_13 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 3 3 6 6.11% GTDTVAGLALIK 217 228 55.2 26.7 0.0 2 0 0 1,158.6731
K_13 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 3 3 5 6.11% GWNYILEK 100 107 48.7 27.5 23.8 2 0 0 1,022.5306
K_13 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 3 3 5 6.11% AVPEGFVIPR 118 127 30.8 25.8 24.2 2 0 0 1,084.6150
K_13 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 3 3 5 6.11% GTDTVAGLALIK 217 228 40.8 27.7 0.0 1 0 0 1,158.6731
L_09 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 2 2 4 4.68% AVPEGFVIPR 118 127 41.7 25.8 31.5 2 0 0 1,084.6150
L_09 Nicotinamide phosphoribosyltransferase NAMPT_HUMAN 55,523 2 2 4 4.68% NAQLNIELEAAHH 479 491 37.9 27.5 33.0 0 2 0 1,459.7288
A_16 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 3 3 6 3.93% EAQLYAAQAHLK 536 547 47.2 27.5 38.8 2 0 0 1,342.7114
A_16 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 3 3 6 3.93% MAVLNEQVK 618 626 25.8 28.2 18.6 2 0 0 1,047.5504
A_16 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 3 3 6 3.93% SGNVAELALK 662 671 69.7 28.4 56.0 2 0 0 1,001.5626
A_23 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 7 7 13 10.70% QGEVIVSIEEKPK 263 275 31.7 28.1 29.1 1 0 0 1,455.8055
A_23 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 7 7 13 10.70% EVSEEQPVVTLEK 276 288 76.6 28.6 63.9 2 0 0 1,486.7636
A_23 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 7 7 13 10.70% LSVEESEAAGDGVDTK 427 442 92.7 25.0 86.2 2 0 0 1,606.7444
A_23 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 7 7 13 10.70% VQIAANEETQER 456 467 56.3 26.7 51.5 2 0 0 1,387.6812
A_23 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 7 7 13 10.70% EAQLYAAQAHLK 536 547 37.0 27.5 29.9 2 0 0 1,342.7114
A_23 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 7 7 13 10.70% SIEVIENR 610 617 33.0 27.3 21.0 2 0 0 959.5156
A_23 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 7 7 13 10.70% SGNVAELALK 662 671 53.9 28.4 39.9 2 0 0 1,001.5626
B_16 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 3 3 6 3.81% EAQLYAAQAHLK 536 547 59.2 27.5 51.8 2 0 0 1,342.7114
B_16 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 3 3 6 3.81% SIEVIENR 610 617 30.7 27.3 15.2 2 0 0 959.5156



B_16 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 3 3 6 3.81% SGNVAELALK 662 671 64.8 27.4 45.6 2 0 0 1,001.5626
B_23 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 4 4 7 6.73% EVSEEQPVVTLEK 276 288 61.5 28.6 54.0 2 0 0 1,486.7636
B_23 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 4 4 7 6.73% LSVEESEAAGDGVDTK 427 442 70.7 25.0 65.6 2 0 0 1,606.7444
B_23 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 4 4 7 6.73% VQIAANEETQER 456 467 54.2 26.5 44.3 2 0 0 1,387.6812
B_23 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 4 4 7 6.73% EAQLYAAQAHLK 536 547 22.0 27.6 18.0 1 0 0 1,342.7114
C_16 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 2 2 4 2.54% EAQLYAAQAHLK 536 547 56.9 28.0 42.1 2 0 0 1,342.7114
C_16 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 2 2 4 2.54% SIEVIENR 610 617 39.2 28.2 25.5 2 0 0 959.5156
H_14 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 2 2 3 2.66% EAQLYAAQAHLK 536 547 40.5 27.6 33.2 2 0 0 1,342.7114
H_14 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 2 2 3 2.66% MAVLNEQVK 618 626 24.9 28.2 17.2 1 0 0 1,031.5554
K_19 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 2 2 4 2.92% EVSEEQPVVTLEK 276 288 48.3 28.3 42.8 2 0 0 1,486.7636
K_19 Nuclear autoantigenic sperm protein NASP_HUMAN 85,236 2 2 4 2.92% SGNVAELALK 662 671 35.6 29.8 21.9 2 0 0 1,001.5626
A_19 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 3 3 6 4.18% ANNYNEAVYLVR 118 129 52.1 27.5 40.3 2 0 0 1,425.7119
A_19 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 3 3 6 4.18% ATNDEIFSILK 512 522 56.9 28.0 39.2 2 0 0 1,250.6628
A_19 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 3 3 6 4.18% DGVLEEQIER 685 694 46.9 27.3 28.8 2 0 0 1,187.5904
A_20 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 3 3 6 4.18% ANNYNEAVYLVR 118 129 42.4 27.5 26.7 2 0 0 1,425.7119
A_20 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 3 3 6 4.18% ATNDEIFSILK 512 522 51.8 27.9 44.1 2 0 0 1,250.6628
A_20 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 3 3 6 4.18% DGVLEEQIER 685 694 42.9 26.7 30.0 2 0 0 1,187.5904
B_19 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 3 3 5 4.18% ANNYNEAVYLVR 118 129 43.9 27.7 32.0 2 0 0 1,425.7119
B_19 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 3 3 5 4.18% ATNDEIFSILK 512 522 52.3 27.8 39.6 2 0 0 1,250.6628
B_19 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 3 3 5 4.18% DGVLEEQIER 685 694 27.1 27.4 15.2 1 0 0 1,187.5904
B_20 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 4 4 8 5.44% ANNYNEAVYLVR 118 129 51.7 27.5 42.6 2 0 0 1,425.7119
B_20 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 4 4 8 5.44% IFANTESYLK 195 204 36.5 27.5 24.3 2 0 0 1,185.6150
B_20 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 4 4 8 5.44% ATNDEIFSILK 512 522 55.0 27.8 41.7 2 0 0 1,250.6628
B_20 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 4 4 8 5.44% DGVLEEQIER 685 694 50.2 27.3 31.6 2 0 0 1,187.5904
C_20 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 2 2 2 2.91% ANNYNEAVYLVR 118 129 37.4 27.4 24.6 1 0 0 1,425.7119
C_20 Nuclear cap‐binding protein subunit 1 NCBP1_HUMAN 91,841 2 2 2 2.91% ATNDEIFSILK 512 522 32.5 28.0 25.9 1 0 0 1,250.6628
A_22 Nck‐associated protein 1 NCKP1_HUMAN 128,789 2 2 4 1.86% AAEDLFVNIR 306 315 60.0 28.8 43.9 2 0 0 1,147.6106
A_22 Nck‐associated protein 1 NCKP1_HUMAN 128,789 2 2 4 1.86% QVEDGEVFDFR 474 484 40.7 25.0 39.9 2 0 0 1,340.6118
A_23 Nck‐associated protein 1 NCKP1_HUMAN 128,795 2 2 3 1.86% AAEDLFVNIR 306 315 56.3 28.7 45.8 2 0 0 1,147.6106
A_23 Nck‐associated protein 1 NCKP1_HUMAN 128,795 2 2 3 1.86% QVEDGEVFDFR 474 484 39.6 25.0 35.3 1 0 0 1,340.6118
B_23 Nck‐associated protein 1 NCKP1_HUMAN 128,795 3 3 5 3.28% ELATVLSDQPGLLGPK 352 367 35.4 25.5 33.4 2 0 0 1,637.9112
B_23 Nck‐associated protein 1 NCKP1_HUMAN 128,795 3 3 5 3.28% QVEDGEVFDFR 474 484 43.0 25.0 41.6 2 0 0 1,340.6118
B_23 Nck‐associated protein 1 NCKP1_HUMAN 128,795 3 3 5 3.28% EYLTSHLEIR 706 715 25.5 28.7 19.3 1 0 0 1,260.6583
A_17 NADPH‐‐cytochrome P450 reductase NCPR_HUMAN 76,691 3 3 4 5.02% FAVFGLGNK 168 176 39.4 26.6 34.3 2 0 0 952.5251
A_17 NADPH‐‐cytochrome P450 reductase NCPR_HUMAN 76,691 3 3 4 5.02% SYENQKPPFDAK 268 279 22.9 25.9 14.7 0 1 0 1,423.6853
A_17 NADPH‐‐cytochrome P450 reductase NCPR_HUMAN 76,691 3 3 4 5.02% DGALTQLNVAFSR 585 597 31.8 27.8 26.4 1 0 0 1,391.7278
B_17 NADPH‐‐cytochrome P450 reductase NCPR_HUMAN 76,691 3 3 4 4.14% FAVFGLGNK 168 176 24.5 26.6 15.7 1 0 0 952.5251
B_17 NADPH‐‐cytochrome P450 reductase NCPR_HUMAN 76,691 3 3 4 4.14% NPFLAAVTTNR 280 290 51.0 28.8 38.9 2 0 0 1,203.6480
B_17 NADPH‐‐cytochrome P450 reductase NCPR_HUMAN 76,691 3 3 4 4.14% GVATNWLR 488 495 31.4 27.8 15.0 1 0 0 916.4999
B_18 NADPH‐‐cytochrome P450 reductase NCPR_HUMAN 76,691 2 2 3 2.95% FAVFGLGNK 168 176 36.9 26.6 30.7 1 0 0 952.5251
B_18 NADPH‐‐cytochrome P450 reductase NCPR_HUMAN 76,691 2 2 3 2.95% NPFLAAVTTNR 280 290 42.2 28.9 29.8 2 0 0 1,203.6480
A_04 Nucleoside diphosphate kinase 3 NDK3_HUMAN 19,015 2 2 3 16.00% LVQASEELLR 57 66 46.7 27.4 27.6 2 0 0 1,157.6525
A_04 Nucleoside diphosphate kinase 3 NDK3_HUMAN 19,015 2 2 3 16.00% ALIGATNPADAPPGTIR 106 122 55.7 26.7 32.8 1 0 0 1,634.8863
H_04 Nucleoside diphosphate kinase 3 NDK3_HUMAN 19,015 2 2 2 16.00% LVQASEELLR 57 66 29.0 28.6 19.3 1 0 0 1,157.6525
H_04 Nucleoside diphosphate kinase 3 NDK3_HUMAN 19,015 2 2 2 16.00% ALIGATNPADAPPGTIR 106 122 40.9 26.5 29.1 1 0 0 1,634.8863
D_08 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 4 27.00% TFIAIKPDGVQR 7 18 40.1 26.5 26.0 2 0 0 1,344.7636
D_08 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 4 27.00% FMQASEDLLK 40 49 37.1 25.7 22.9 2 0 0 1,197.5822
D_08 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 4 27.00% DRPFFAGLVK 57 66 44.9 27.5 31.0 2 0 0 1,149.6416
D_08 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 4 27.00% GDFCIQVGR 106 114 39.3 25.3 32.8 1 0 0 1,051.4991
I_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 3 5 44.10% TFIAIKPDGVQR 7 18 27.4 26.4 25.1 2 0 0 1,344.7636
I_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 3 5 44.10% GLVGEIIKR 19 27 47.3 25.0 38.1 2 0 0 984.6202
I_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 3 5 44.10% FMQASEDLLK 40 49 55.7 26.6 44.9 4 0 0 1,181.5872
I_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 3 5 44.10% DRPFFAGLVK 57 66 34.8 26.9 20.1 1 0 0 1,149.6416
I_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 3 5 44.10% VMLGETNPADSKPGTIR 89 105 62.9 28.0 56.6 3 5 0 1,801.9116
I_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 3 5 44.10% GDFCIQVGR 106 114 54.6 26.5 44.5 4 0 0 1,051.4991
J_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 3 38.20% TFIAIKPDGVQR 7 18 33.4 26.6 30.4 2 0 0 1,344.7636
J_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 3 38.20% FMQASEDLLK 40 49 34.1 26.4 19.8 2 0 0 1,197.5822
J_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 3 38.20% DRPFFAGLVK 57 66 22.4 26.8 3.8 1 0 0 1,149.6416
J_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 3 38.20% VMLGETNPADSKPGTIR 89 105 43.2 27.6 30.7 1 2 0 1,801.9116
J_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 3 38.20% GDFCIQVGR 106 114 44.4 25.9 39.8 2 0 0 1,051.4991
M_06 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 3 30.30% GLVGEIIKR 19 27 24.6 25.0 20.3 1 0 0 984.6202
M_06 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 3 30.30% FMQASEDLLK 40 49 38.0 26.7 25.4 2 0 0 1,197.5822
M_06 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 3 30.30% DRPFFAGLVK 57 66 23.7 26.8 5.3 1 0 0 1,149.6416
M_06 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 3 30.30% VMLGETNPADSKPGTIR 89 105 40.6 28.0 28.9 0 2 0 1,801.9116
Q_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 4 38.20% TFIAIKPDGVQR 7 18 30.4 26.5 26.6 1 0 0 1,344.7636
Q_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 4 38.20% FMQASEDLLK 40 49 36.8 26.4 18.8 2 0 0 1,197.5822
Q_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 4 38.20% DRPFFAGLVK 57 66 28.6 26.7 10.3 2 0 0 1,149.6416
Q_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 4 38.20% VMLGETNPADSKPGTIR 89 105 74.7 27.8 70.7 2 0 0 1,801.9116
Q_04 Nucleoside diphosphate kinase A NDKA_HUMAN 17,149 2 2 4 38.20% GDFCIQVGR 106 114 45.2 25.9 35.0 2 0 0 1,051.4991
B_02 NEDD8 NEDD8_HUMAN 9,072 2 3 5 17.30% EIEIDIEPTDK 12 22 31.9 26.6 23.4 2 0 0 1,301.6474
B_02 NEDD8 NEDD8_HUMAN 9,072 2 3 5 17.30% EIEIDIEPTDKVER 12 25 38.1 27.7 31.4 2 1 0 1,685.8595
C_02 NEDD8 NEDD8_HUMAN 9,072 2 2 4 17.30% EIEIDIEPTDK 12 22 37.5 26.8 33.5 2 0 0 1,301.6474
C_02 NEDD8 NEDD8_HUMAN 9,072 2 2 4 17.30% EIEIDIEPTDKVER 12 25 34.6 28.0 23.6 2 0 0 1,685.8595
M_08 Neuronal growth regulator 1 NEGR1_HUMAN 38,719 2 2 3 6.50% SSIIFAGGDK 75 84 26.4 26.6 12.1 1 0 0 994.5205
M_08 Neuronal growth regulator 1 NEGR1_HUMAN 38,719 2 2 3 6.50% VVVNFAPTIQEIK 219 231 58.5 25.6 41.5 2 0 0 1,457.8363
O_08 Neuronal growth regulator 1 NEGR1_HUMAN 38,719 2 2 4 8.19% SSIIFAGGDKWSVDPR 75 90 26.2 28.3 16.8 0 2 0 1,734.8811
O_08 Neuronal growth regulator 1 NEGR1_HUMAN 38,719 2 2 4 8.19% VVVNFAPTIQEIK 219 231 58.3 25.1 43.5 2 0 0 1,457.8363
P_08 Neuronal growth regulator 1 NEGR1_HUMAN 38,719 2 2 3 6.50% SSIIFAGGDK 75 84 29.6 27.3 18.0 2 0 0 994.5205
P_08 Neuronal growth regulator 1 NEGR1_HUMAN 38,719 2 2 3 6.50% TMQVHLTVQVPPK 128 140 22.3 27.2 22.3 0 1 0 1,493.8147
A_04 Nestin NEST_HUMAN 177,437 3 3 5 2.28% AHADDELAALR 54 64 27.0 26.5 12.7 2 0 0 1,181.5910
A_04 Nestin NEST_HUMAN 177,437 3 3 5 2.28% DNLAEELEGVAGR 82 94 59.2 25.9 40.3 2 0 0 1,372.6704
A_04 Nestin NEST_HUMAN 177,437 3 3 5 2.28% GEGEGQIWGLVEK 495 507 39.0 28.1 34.2 1 0 0 1,401.7011
A_05 Nestin NEST_HUMAN 177,437 2 2 4 1.73% DNLAEELEGVAGR 82 94 57.7 25.9 47.5 2 0 0 1,372.6704
A_05 Nestin NEST_HUMAN 177,437 2 2 4 1.73% AQDAPLSLLQTQGGR 407 421 59.5 27.1 54.1 2 0 0 1,554.8237
A_06 Nestin NEST_HUMAN 177,437 3 3 4 1.85% DNLAEELEGVAGR 82 94 49.1 26.0 38.2 2 0 0 1,372.6704
A_06 Nestin NEST_HUMAN 177,437 3 3 4 1.85% LELQQLQAER 223 232 23.8 26.7 14.8 1 0 0 1,227.6693
A_06 Nestin NEST_HUMAN 177,437 3 3 4 1.85% LELQFPR 331 337 26.6 29.1 12.9 1 0 0 902.5095
A_07 Nestin NEST_HUMAN 177,437 2 2 2 1.48% GPPAPAPEVEELAR 167 180 34.2 28.6 31.8 1 0 0 1,432.7432
A_07 Nestin NEST_HUMAN 177,437 2 2 2 1.48% SLEEDLETLK 578 587 24.6 28.0 15.3 1 0 0 1,176.5996
A_11 Nestin NEST_HUMAN 177,437 5 5 10 3.64% DNLAEELEGVAGR 82 94 60.1 25.9 46.3 2 0 0 1,372.6704
A_11 Nestin NEST_HUMAN 177,437 5 5 10 3.64% VGLNAQAACAPR 149 160 32.6 25.9 32.6 2 0 0 1,227.6263
A_11 Nestin NEST_HUMAN 177,437 5 5 10 3.64% GPPAPAPEVEELAR 167 180 47.8 28.6 47.8 2 0 0 1,432.7432
A_11 Nestin NEST_HUMAN 177,437 5 5 10 3.64% LELQQLQAER 223 232 44.0 27.1 17.3 2 0 0 1,227.6693
A_11 Nestin NEST_HUMAN 177,437 5 5 10 3.64% SLEEDLETLK 578 587 37.3 27.8 27.4 2 0 0 1,176.5996
A_12 Nestin NEST_HUMAN 177,437 4 4 7 2.53% DNLAEELEGVAGR 82 94 62.1 25.8 40.1 2 0 0 1,372.6704
A_12 Nestin NEST_HUMAN 177,437 4 4 7 2.53% LELQQLQAER 223 232 46.1 26.3 25.5 2 0 0 1,227.6693
A_12 Nestin NEST_HUMAN 177,437 4 4 7 2.53% LELQFPR 331 337 33.7 29.2 23.0 2 0 0 902.5095
A_12 Nestin NEST_HUMAN 177,437 4 4 7 2.53% EDTQTLQSLQK 620 630 29.2 27.2 19.4 1 0 0 1,290.6538
A_13 Nestin NEST_HUMAN 177,437 6 6 11 5.06% DNLAEELEGVAGR 82 94 56.3 26.4 36.7 2 0 0 1,372.6704
A_13 Nestin NEST_HUMAN 177,437 6 6 11 5.06% GPPAPAPEVEELAR 167 180 27.2 28.2 27.2 2 0 0 1,432.7432
A_13 Nestin NEST_HUMAN 177,437 6 6 11 5.06% SLGEEIQESLK 548 558 30.9 28.5 23.8 1 0 0 1,232.6370
A_13 Nestin NEST_HUMAN 177,437 6 6 11 5.06% SLGAWNLENLR 894 904 37.4 28.2 30.7 2 0 0 1,272.6695
A_13 Nestin NEST_HUMAN 177,437 6 6 11 5.06% SLEEEGQELPQSADVQR 934 950 65.1 25.9 60.2 2 0 0 1,914.9041
A_13 Nestin NEST_HUMAN 177,437 6 6 11 5.06% EEVMEPPLEEESLEAK 1117 1132 34.9 25.0 29.2 2 0 0 1,874.8578
A_15 Nestin NEST_HUMAN 177,437 2 2 4 1.36% SLGEEIQESLK 548 558 38.9 28.8 22.6 2 0 0 1,232.6370
A_15 Nestin NEST_HUMAN 177,437 2 2 4 1.36% LLEEENQESLR 883 893 47.3 27.2 39.5 2 0 0 1,359.6751
A_16 Nestin NEST_HUMAN 177,437 2 2 3 1.36% SLGEEIQESLK 548 558 41.1 28.7 25.5 2 0 0 1,232.6370
A_16 Nestin NEST_HUMAN 177,437 2 2 3 1.36% LLEEENQESLR 883 893 34.8 27.1 29.8 1 0 0 1,359.6751
A_21 Nestin NEST_HUMAN 177,437 7 7 10 5.00% SLEEDLETLK 578 587 40.3 28.6 31.9 1 0 0 1,176.5996
A_21 Nestin NEST_HUMAN 177,437 7 7 10 5.00% DVEVVRPLEK 599 608 24.5 25.6 12.8 1 0 0 1,183.6682
A_21 Nestin NEST_HUMAN 177,437 7 7 10 5.00% SLEEQDQETLR 746 756 55.9 26.2 48.9 1 0 0 1,347.6388
A_21 Nestin NEST_HUMAN 177,437 7 7 10 5.00% SLETEILESLK 820 830 44.9 28.1 26.5 2 0 0 1,261.6887



A_21 Nestin NEST_HUMAN 177,437 7 7 10 5.00% SAGQENLETLK 831 841 39.6 28.1 28.0 2 0 0 1,189.6060
A_21 Nestin NEST_HUMAN 177,437 7 7 10 5.00% SLGAWNLENLR 894 904 37.2 28.2 27.3 1 0 0 1,272.6695
A_21 Nestin NEST_HUMAN 177,437 7 7 10 5.00% SLEEEGQELPQSADVQR 934 950 57.6 25.8 51.4 2 0 0 1,914.9041
A_22 Nestin NEST_HUMAN 177,437 3 3 5 2.41% SLGEEIQESLK 548 558 45.9 28.1 21.1 2 0 0 1,232.6370
A_22 Nestin NEST_HUMAN 177,437 3 3 5 2.41% LLEEENQESLR 883 893 47.5 27.0 39.1 2 0 0 1,359.6751
A_22 Nestin NEST_HUMAN 177,437 3 3 5 2.41% SLEEEGQELPQSADVQR 934 950 65.9 26.0 61.6 1 0 0 1,914.9041
A_23 Nestin NEST_HUMAN 177,437 3 3 4 2.34% SLEEDLETLK 578 587 29.9 28.2 25.8 2 0 0 1,176.5996
A_23 Nestin NEST_HUMAN 177,437 3 3 4 2.34% LLEEENQESLR 883 893 39.4 27.2 29.3 1 0 0 1,359.6751
A_23 Nestin NEST_HUMAN 177,437 3 3 4 2.34% SLEEEGQELPQSADVQR 934 950 75.8 25.9 67.1 1 0 0 1,914.9041
A_25 Nestin NEST_HUMAN 177,437 2 2 3 1.30% SLEEDLETLK 578 587 41.6 28.1 27.0 2 0 0 1,176.5996
A_25 Nestin NEST_HUMAN 177,437 2 2 3 1.30% SLEEQDQETLR 746 756 45.3 25.9 34.0 1 0 0 1,347.6388
A_26 Nestin NEST_HUMAN 177,437 3 3 5 1.97% SLEEDLETLK 578 587 37.7 27.8 28.1 2 0 0 1,176.5996
A_26 Nestin NEST_HUMAN 177,437 3 3 5 1.97% SLEEQDQETLR 746 756 25.6 25.8 24.2 1 0 0 1,347.6388
A_26 Nestin NEST_HUMAN 177,437 3 3 5 1.97% LLEEENQESLR 883 893 35.9 27.0 28.3 2 0 0 1,359.6751
B_06 Nestin NEST_HUMAN 177,437 3 3 4 1.85% DNLAEELEGVAGR 82 94 53.6 26.3 41.0 1 0 0 1,372.6704
B_06 Nestin NEST_HUMAN 177,437 3 3 4 1.85% LELQQLQAER 223 232 27.3 27.1 12.2 2 0 0 1,227.6693
B_06 Nestin NEST_HUMAN 177,437 3 3 4 1.85% LELQFPR 331 337 23.2 29.0 16.0 1 0 0 902.5095
B_11 Nestin NEST_HUMAN 177,437 4 4 8 2.96% DNLAEELEGVAGR 82 94 58.0 26.1 42.1 2 0 0 1,372.6704
B_11 Nestin NEST_HUMAN 177,437 4 4 8 2.96% GPPAPAPEVEELAR 167 180 33.6 28.4 31.7 2 0 0 1,432.7432
B_11 Nestin NEST_HUMAN 177,437 4 4 8 2.96% LELQQLQAER 223 232 37.6 27.1 1.2 2 0 0 1,227.6693
B_11 Nestin NEST_HUMAN 177,437 4 4 8 2.96% SLGEEIQESLK 548 558 23.6 28.9 15.3 2 0 0 1,232.6370
B_12 Nestin NEST_HUMAN 177,437 4 4 7 2.47% DNLAEELEGVAGR 82 94 58.2 25.9 47.9 2 0 0 1,372.6704
B_12 Nestin NEST_HUMAN 177,437 4 4 7 2.47% LELQQLQAER 223 232 55.5 27.1 31.0 2 0 0 1,227.6693
B_12 Nestin NEST_HUMAN 177,437 4 4 7 2.47% LELQFPR 331 337 38.2 29.0 26.3 2 0 0 902.5095
B_12 Nestin NEST_HUMAN 177,437 4 4 7 2.47% SLEEDLETLK 578 587 33.6 28.6 24.0 1 0 0 1,176.5996
B_13 Nestin NEST_HUMAN 177,437 4 4 7 3.33% DNLAEELEGVAGR 82 94 60.8 26.1 50.4 2 0 0 1,372.6704
B_13 Nestin NEST_HUMAN 177,437 4 4 7 3.33% GPPAPAPEVEELAR 167 180 24.7 28.5 23.6 2 0 0 1,432.7432
B_13 Nestin NEST_HUMAN 177,437 4 4 7 3.33% LELQQLQAER 223 232 37.0 26.3 18.4 1 0 0 1,227.6693
B_13 Nestin NEST_HUMAN 177,437 4 4 7 3.33% SLEEEGQELPQSADVQR 934 950 73.8 25.9 72.9 2 0 0 1,914.9041
B_18 Nestin NEST_HUMAN 177,437 2 2 3 1.36% SLEEQDQETLR 746 756 30.9 26.2 25.4 1 0 0 1,347.6388
B_18 Nestin NEST_HUMAN 177,437 2 2 3 1.36% SLETEILESLK 820 830 53.1 28.1 34.9 2 0 0 1,261.6887
B_21 Nestin NEST_HUMAN 177,437 6 6 9 4.32% SLEEDLETLK 578 587 50.0 28.6 43.0 1 0 0 1,176.5996
B_21 Nestin NEST_HUMAN 177,437 6 6 9 4.32% SLEEQDQETLR 746 756 44.5 26.2 35.5 2 0 0 1,347.6388
B_21 Nestin NEST_HUMAN 177,437 6 6 9 4.32% SLETEILESLK 820 830 41.4 28.1 24.5 1 0 0 1,261.6887
B_21 Nestin NEST_HUMAN 177,437 6 6 9 4.32% LLEEENQESLR 883 893 44.0 27.2 37.2 2 0 0 1,359.6751
B_21 Nestin NEST_HUMAN 177,437 6 6 9 4.32% SLGAWNLENLR 894 904 26.8 27.9 15.4 1 0 0 1,272.6695
B_21 Nestin NEST_HUMAN 177,437 6 6 9 4.32% EEVMEPPLEEESLEAK 1117 1132 26.4 25.0 23.9 2 0 0 1,874.8578
B_22 Nestin NEST_HUMAN 177,437 3 3 6 1.97% SLGEEIQESLK 548 558 43.9 28.9 32.2 2 0 0 1,232.6370
B_22 Nestin NEST_HUMAN 177,437 3 3 6 1.97% SLEEDLETLK 578 587 47.6 28.5 36.1 2 0 0 1,176.5996
B_22 Nestin NEST_HUMAN 177,437 3 3 6 1.97% LLEEENQESLR 883 893 40.1 26.8 33.7 2 0 0 1,359.6751
B_23 Nestin NEST_HUMAN 177,437 3 3 6 1.97% SLGEEIQESLK 548 558 36.5 28.9 25.7 2 0 0 1,232.6370
B_23 Nestin NEST_HUMAN 177,437 3 3 6 1.97% SLEEDLETLK 578 587 31.5 28.6 13.1 2 0 0 1,176.5996
B_23 Nestin NEST_HUMAN 177,437 3 3 6 1.97% LLEEENQESLR 883 893 45.9 27.2 37.3 2 0 0 1,359.6751
B_24 Nestin NEST_HUMAN 177,437 2 2 2 1.30% SLEEDLETLK 578 587 24.3 28.6 17.5 1 0 0 1,176.5996
B_24 Nestin NEST_HUMAN 177,437 2 2 2 1.30% SLETEILESLK 820 830 39.4 28.0 13.6 1 0 0 1,261.6887
B_25 Nestin NEST_HUMAN 177,437 4 4 4 3.02% SLEEDLETLK 578 587 32.3 28.5 19.0 1 0 0 1,176.5996
B_25 Nestin NEST_HUMAN 177,437 4 4 4 3.02% SLEEQDQETLR 746 756 31.5 25.7 25.5 1 0 0 1,347.6388
B_25 Nestin NEST_HUMAN 177,437 4 4 4 3.02% SLETEILESLK 820 830 48.3 28.0 35.2 1 0 0 1,261.6887
B_25 Nestin NEST_HUMAN 177,437 4 4 4 3.02% SLEEEGQELPQSADVQR 934 950 59.9 25.9 51.3 1 0 0 1,914.9041
B_26 Nestin NEST_HUMAN 177,437 3 3 5 1.97% SLEEDLETLK 578 587 29.1 28.1 21.6 1 0 0 1,176.5996
B_26 Nestin NEST_HUMAN 177,437 3 3 5 1.97% SLEEQDQETLR 746 756 24.7 26.1 19.7 2 0 0 1,347.6388
B_26 Nestin NEST_HUMAN 177,437 3 3 5 1.97% LLEEENQESLR 883 893 39.8 27.2 32.1 2 0 0 1,359.6751
C_12 Nestin NEST_HUMAN 177,437 2 2 4 1.42% DNLAEELEGVAGR 82 94 47.3 25.9 38.1 2 0 0 1,372.6704
C_12 Nestin NEST_HUMAN 177,437 2 2 4 1.42% SLEEDLETLK 578 587 25.2 28.5 16.8 2 0 0 1,176.5996
F_13 Nestin NEST_HUMAN 177,437 2 2 3 1.30% LELQQLQAER 223 232 45.2 27.1 3.9 2 0 0 1,227.6693
F_13 Nestin NEST_HUMAN 177,437 2 2 3 1.30% SLGEEIQESLK 548 558 29.8 28.8 20.5 1 0 0 1,232.6370
F_14 Nestin NEST_HUMAN 177,437 4 4 7 2.96% DNLAEELEGVAGR 82 94 68.9 25.9 45.1 2 0 0 1,372.6704
F_14 Nestin NEST_HUMAN 177,437 4 4 7 2.96% GPPAPAPEVEELAR 167 180 30.8 28.4 23.7 2 0 0 1,432.7432
F_14 Nestin NEST_HUMAN 177,437 4 4 7 2.96% LELQQLQAER 223 232 46.7 26.4 27.5 2 0 0 1,227.6693
F_14 Nestin NEST_HUMAN 177,437 4 4 7 2.96% EDTQTLQSLQK 620 630 31.8 27.7 27.6 1 0 0 1,290.6538
F_15 Nestin NEST_HUMAN 177,437 5 5 6 3.82% GPPAPAPEVEELAR 167 180 38.7 28.4 35.8 1 0 0 1,432.7432
F_15 Nestin NEST_HUMAN 177,437 5 5 6 3.82% LELQQLQAER 223 232 43.1 26.3 19.9 2 0 0 1,227.6693
F_15 Nestin NEST_HUMAN 177,437 5 5 6 3.82% DVEVVRPLEK 599 608 24.1 25.7 17.5 1 0 0 1,183.6682
F_15 Nestin NEST_HUMAN 177,437 5 5 6 3.82% LLEEENQESLR 883 893 48.3 27.0 44.2 1 0 0 1,359.6751
F_15 Nestin NEST_HUMAN 177,437 5 5 6 3.82% SLEEEGQELPQSADVQR 934 950 61.6 26.1 56.8 1 0 0 1,914.9041
H_04 Nestin NEST_HUMAN 177,437 3 3 6 2.71% DNLAEELEGVAGR 82 94 76.7 25.8 57.7 2 0 0 1,372.6704
H_04 Nestin NEST_HUMAN 177,437 3 3 6 2.71% VAIPASVLPGPEEPGGQR 434 451 41.9 27.4 36.7 2 0 0 1,773.9496
H_04 Nestin NEST_HUMAN 177,437 3 3 6 2.71% GEGEGQIWGLVEK 495 507 59.7 28.0 51.8 2 0 0 1,401.7011
H_05 Nestin NEST_HUMAN 177,437 3 3 4 2.59% DNLAEELEGVAGR 82 94 70.2 25.8 54.5 2 0 0 1,372.6704
H_05 Nestin NEST_HUMAN 177,437 3 3 4 2.59% GPPAPAPEVEELAR 167 180 25.3 28.6 20.7 1 0 0 1,432.7432
H_05 Nestin NEST_HUMAN 177,437 3 3 4 2.59% AQDAPLSLLQTQGGR 407 421 59.1 27.1 50.7 1 0 0 1,554.8237
H_06 Nestin NEST_HUMAN 177,437 2 2 3 1.67% DNLAEELEGVAGR 82 94 63.7 26.3 48.4 2 0 0 1,372.6704
H_06 Nestin NEST_HUMAN 177,437 2 2 3 1.67% GPPAPAPEVEELAR 167 180 24.0 28.5 20.2 1 0 0 1,432.7432
H_09 Nestin NEST_HUMAN 177,437 2 2 3 1.30% SLGEEIQESLK 548 558 41.5 28.9 33.0 1 0 0 1,232.6370
H_09 Nestin NEST_HUMAN 177,437 2 2 3 1.30% SLEEDLETLK 578 587 38.1 28.6 22.0 2 0 0 1,176.5996
H_10 Nestin NEST_HUMAN 177,437 5 5 9 3.15% DNLAEELEGVAGR 82 94 59.0 26.3 48.1 2 0 0 1,372.6704
H_10 Nestin NEST_HUMAN 177,437 5 5 9 3.15% LELQQLQAER 223 232 34.3 26.4 13.8 2 0 0 1,227.6693
H_10 Nestin NEST_HUMAN 177,437 5 5 9 3.15% LELQFPR 331 337 31.7 29.0 13.5 1 0 0 902.5095
H_10 Nestin NEST_HUMAN 177,437 5 5 9 3.15% SLGEEIQESLK 548 558 46.3 28.9 33.1 2 0 0 1,232.6370
H_10 Nestin NEST_HUMAN 177,437 5 5 9 3.15% SLEEDLETLK 578 587 33.9 28.6 25.5 2 0 0 1,176.5996
H_12 Nestin NEST_HUMAN 177,437 2 2 3 1.48% GPPAPAPEVEELAR 167 180 30.9 28.5 30.9 1 0 0 1,432.7432
H_12 Nestin NEST_HUMAN 177,437 2 2 3 1.48% SLEEDLETLK 578 587 46.9 28.6 35.3 2 0 0 1,176.5996
H_13 Nestin NEST_HUMAN 177,437 2 2 3 1.54% SLGEEIQESLK 548 558 57.3 28.9 43.2 2 0 0 1,232.6370
H_13 Nestin NEST_HUMAN 177,437 2 2 3 1.54% ELLKDVEVVRPLEK 595 608 18.3 25.0 9.7 0 1 0 1,666.9740
H_14 Nestin NEST_HUMAN 177,437 4 4 7 3.15% GEGEGQIWGLVEK 495 507 40.6 27.9 36.0 2 0 0 1,401.7011
H_14 Nestin NEST_HUMAN 177,437 4 4 7 3.15% SLEEDLETLK 578 587 40.5 28.1 31.3 2 0 0 1,176.5996
H_14 Nestin NEST_HUMAN 177,437 4 4 7 3.15% SLETEILESLK 820 830 57.1 28.1 27.5 2 0 0 1,261.6887
H_14 Nestin NEST_HUMAN 177,437 4 4 7 3.15% SLEEEGQELPQSADVQR 934 950 53.1 26.0 45.9 1 0 0 1,914.9041
H_15 Nestin NEST_HUMAN 177,437 3 3 4 1.97% SLGEEIQESLK 548 558 46.1 28.5 33.7 1 0 0 1,232.6370
H_15 Nestin NEST_HUMAN 177,437 3 3 4 1.97% SLEEDLETLK 578 587 43.1 28.6 33.5 2 0 0 1,176.5996
H_15 Nestin NEST_HUMAN 177,437 3 3 4 1.97% LLEEENQESLR 883 893 46.2 27.0 36.9 1 0 0 1,359.6751
H_16 Nestin NEST_HUMAN 177,437 3 3 5 2.34% SLEEDLETLK 578 587 33.6 28.1 20.7 2 0 0 1,176.5996
H_16 Nestin NEST_HUMAN 177,437 3 3 5 2.34% LLEEENQESLR 883 893 29.8 26.8 24.5 2 0 0 1,359.6751
H_16 Nestin NEST_HUMAN 177,437 3 3 5 2.34% SLEEEGQELPQSADVQR 934 950 65.3 26.3 57.2 1 0 0 1,914.9041
H_17 Nestin NEST_HUMAN 177,437 3 3 6 2.34% SLEEDLETLK 578 587 41.4 28.5 33.6 2 0 0 1,176.5996
H_17 Nestin NEST_HUMAN 177,437 3 3 6 2.34% LLEEENQESLR 883 893 47.0 27.2 38.7 2 0 0 1,359.6751
H_17 Nestin NEST_HUMAN 177,437 3 3 6 2.34% SLEEEGQELPQSADVQR 934 950 67.6 26.2 64.9 2 0 0 1,914.9041
H_19 Nestin NEST_HUMAN 177,437 4 4 8 3.02% SLGEEIQESLK 548 558 49.5 28.9 36.5 2 0 0 1,232.6370
H_19 Nestin NEST_HUMAN 177,437 4 4 8 3.02% SLEEDLETLK 578 587 48.0 28.2 29.0 2 0 0 1,176.5996
H_19 Nestin NEST_HUMAN 177,437 4 4 8 3.02% LLEEENQESLR 883 893 46.3 27.2 38.9 2 0 0 1,359.6751
H_19 Nestin NEST_HUMAN 177,437 4 4 8 3.02% SLEEEGQELPQSADVQR 934 950 60.9 25.9 60.3 2 0 0 1,914.9041
H_20 Nestin NEST_HUMAN 177,437 3 3 6 2.34% SLEEDLETLK 578 587 47.1 28.0 38.2 2 0 0 1,176.5996
H_20 Nestin NEST_HUMAN 177,437 3 3 6 2.34% LLEEENQESLR 883 893 51.0 26.8 37.7 2 0 0 1,359.6751
H_20 Nestin NEST_HUMAN 177,437 3 3 6 2.34% SLEEEGQELPQSADVQR 934 950 69.6 26.2 63.0 2 0 0 1,914.9041
H_21 Nestin NEST_HUMAN 177,437 4 4 6 3.02% SLGEEIQESLK 548 558 43.7 28.8 25.2 2 0 0 1,232.6370
H_21 Nestin NEST_HUMAN 177,437 4 4 6 3.02% SLEEDLETLK 578 587 27.2 28.5 9.6 1 0 0 1,176.5996
H_21 Nestin NEST_HUMAN 177,437 4 4 6 3.02% LLEEENQESLR 883 893 62.9 27.2 55.5 1 0 0 1,359.6751
H_21 Nestin NEST_HUMAN 177,437 4 4 6 3.02% SLEEEGQELPQSADVQR 934 950 60.0 26.3 56.4 2 0 0 1,914.9041
H_22 Nestin NEST_HUMAN 177,437 2 2 2 1.30% SLGEEIQESLK 548 558 26.2 28.8 15.5 1 0 0 1,232.6370
H_22 Nestin NEST_HUMAN 177,437 2 2 2 1.30% SLEEDLETLK 578 587 28.5 28.2 10.0 1 0 0 1,176.5996
I_05 Nestin NEST_HUMAN 177,437 2 2 3 1.73% DNLAEELEGVAGR 82 94 59.3 26.1 46.0 2 0 0 1,372.6704
I_05 Nestin NEST_HUMAN 177,437 2 2 3 1.73% AQDAPLSLLQTQGGR 407 421 56.9 27.2 52.2 1 0 0 1,554.8237



I_10 Nestin NEST_HUMAN 177,437 4 4 5 2.90% DNLAEELEGVAGR 82 94 67.7 26.3 51.7 1 0 0 1,372.6704
I_10 Nestin NEST_HUMAN 177,437 4 4 5 2.90% GPPAPAPEVEELAR 167 180 24.6 28.4 24.6 1 0 0 1,432.7432
I_10 Nestin NEST_HUMAN 177,437 4 4 5 2.90% LELQQLQAER 223 232 29.4 26.4 13.7 1 0 0 1,227.6693
I_10 Nestin NEST_HUMAN 177,437 4 4 5 2.90% SLEEDLETLK 578 587 26.8 28.5 16.5 2 0 0 1,176.5996
I_11 Nestin NEST_HUMAN 177,437 3 3 4 2.10% DNLAEELEGVAGR 82 94 53.5 26.4 36.2 2 0 0 1,372.6704
I_11 Nestin NEST_HUMAN 177,437 3 3 4 2.10% GPPAPAPEVEELAR 167 180 25.9 28.5 25.5 1 0 0 1,432.7432
I_11 Nestin NEST_HUMAN 177,437 3 3 4 2.10% LELQFPR 331 337 23.5 29.0 5.9 1 0 0 902.5095
I_12 Nestin NEST_HUMAN 177,437 2 2 4 1.30% SLGEEIQESLK 548 558 39.8 28.9 24.7 2 0 0 1,232.6370
I_12 Nestin NEST_HUMAN 177,437 2 2 4 1.30% SLEEDLETLK 578 587 26.8 28.6 19.6 2 0 0 1,176.5996
I_19 Nestin NEST_HUMAN 177,437 2 2 2 1.73% LLEEENQESLR 883 893 32.3 27.2 28.8 1 0 0 1,359.6751
I_19 Nestin NEST_HUMAN 177,437 2 2 2 1.73% SLEEEGQELPQSADVQR 934 950 36.6 26.1 32.5 1 0 0 1,914.9041
K_10 Nestin NEST_HUMAN 177,437 4 4 5 2.53% GPPAPAPEVEELAR 167 180 31.5 28.2 22.5 1 0 0 1,432.7432
K_10 Nestin NEST_HUMAN 177,437 4 4 5 2.53% LELQQLQAER 223 232 36.3 26.7 25.6 2 0 0 1,227.6693
K_10 Nestin NEST_HUMAN 177,437 4 4 5 2.53% LELQFPR 331 337 34.1 29.0 14.2 1 0 0 902.5095
K_10 Nestin NEST_HUMAN 177,437 4 4 5 2.53% SLEEDLETLK 578 587 23.6 28.1 16.8 1 0 0 1,176.5996
K_15 Nestin NEST_HUMAN 177,437 2 2 2 1.30% SLGEEIQESLK 548 558 33.4 28.9 23.8 1 0 0 1,232.6370
K_15 Nestin NEST_HUMAN 177,437 2 2 2 1.30% SLEEDLETLK 578 587 28.1 28.2 21.8 1 0 0 1,176.5996
K_17 Nestin NEST_HUMAN 177,437 3 3 5 2.41% EIQDSQVPLEK 533 543 24.4 27.2 23.9 1 0 0 1,285.6636
K_17 Nestin NEST_HUMAN 177,437 3 3 5 2.41% LLEEENQESLR 883 893 39.1 27.4 28.0 2 0 0 1,359.6751
K_17 Nestin NEST_HUMAN 177,437 3 3 5 2.41% SLEEEGQELPQSADVQR 934 950 76.5 26.2 69.4 2 0 0 1,914.9041
K_19 Nestin NEST_HUMAN 177,437 4 4 6 3.02% SLGEEIQESLK 548 558 49.5 28.9 37.0 2 0 0 1,232.6370
K_19 Nestin NEST_HUMAN 177,437 4 4 6 3.02% SLEEDLETLK 578 587 26.6 28.6 23.5 1 0 0 1,176.5996
K_19 Nestin NEST_HUMAN 177,437 4 4 6 3.02% LLEEENQESLR 883 893 55.5 27.0 46.1 2 0 0 1,359.6751
K_19 Nestin NEST_HUMAN 177,437 4 4 6 3.02% SLEEEGQELPQSADVQR 934 950 60.8 26.6 56.3 1 0 0 1,914.9041
K_21 Nestin NEST_HUMAN 177,437 2 2 3 1.30% SLGEEIQESLK 548 558 47.3 28.9 36.0 2 0 0 1,232.6370
K_21 Nestin NEST_HUMAN 177,437 2 2 3 1.30% SLEEDLETLK 578 587 32.1 28.6 24.0 1 0 0 1,176.5996
A_19 Neurolysin, mitochondrial NEUL_HUMAN 80,654 3 3 6 4.26% VTAFLDDLSQK 315 325 39.8 28.4 33.5 2 0 0 1,236.6472
A_19 Neurolysin, mitochondrial NEUL_HUMAN 80,654 3 3 6 4.26% YSIDQEFLK 373 381 30.4 26.1 0.0 2 0 0 1,142.5729
A_19 Neurolysin, mitochondrial NEUL_HUMAN 80,654 3 3 6 4.26% LVNTGLLTLR 568 577 68.1 25.0 58.4 2 0 0 1,099.6835
B_19 Neurolysin, mitochondrial NEUL_HUMAN 80,654 2 2 3 2.84% WDLSPEQIK 50 58 25.0 26.9 15.1 1 0 0 1,115.5733
B_19 Neurolysin, mitochondrial NEUL_HUMAN 80,654 2 2 3 2.84% VTAFLDDLSQK 315 325 37.7 28.4 26.4 2 0 0 1,236.6472
C_19 Neurolysin, mitochondrial NEUL_HUMAN 80,654 2 2 4 2.98% VTAFLDDLSQK 315 325 34.7 28.0 30.9 2 0 0 1,236.6472
C_19 Neurolysin, mitochondrial NEUL_HUMAN 80,654 2 2 4 2.98% LVNTGLLTLR 568 577 51.7 25.0 41.5 2 0 0 1,099.6835
D_25 Neurolysin, mitochondrial NEUL_HUMAN 80,654 4 4 6 6.96% TEELIVQTK 61 69 29.7 29.4 17.4 1 0 0 1,060.5886
D_25 Neurolysin, mitochondrial NEUL_HUMAN 80,654 4 4 6 6.96% VTAFLDDLSQK 315 325 33.6 27.8 31.5 2 0 0 1,236.6472
D_25 Neurolysin, mitochondrial NEUL_HUMAN 80,654 4 4 6 6.96% LVNTGLLTLR 568 577 71.6 25.0 60.1 2 0 0 1,099.6835
D_25 Neurolysin, mitochondrial NEUL_HUMAN 80,654 4 4 6 6.96% VDQSLHTNTSLDAASEYAK 584 602 27.4 26.2 20.7 0 1 0 2,049.9724
H_16 Neurolysin, mitochondrial NEUL_HUMAN 80,654 2 2 3 3.12% DGSPIADDLLEK 551 562 20.0 26.5 14.5 1 0 0 1,272.6321
H_16 Neurolysin, mitochondrial NEUL_HUMAN 80,654 2 2 3 3.12% LVNTGLLTLR 568 577 33.5 25.0 30.6 2 0 0 1,099.6835
Q_11 Neurolysin, mitochondrial NEUL_HUMAN 80,654 2 2 2 2.84% TEELIVQTK 61 69 32.5 27.9 11.1 1 0 0 1,060.5886
Q_11 Neurolysin, mitochondrial NEUL_HUMAN 80,654 2 2 2 2.84% VTAFLDDLSQK 315 325 32.6 27.9 25.8 1 0 0 1,236.6472
A_11 Sialidase‐1 NEUR1_HUMAN 45,467 2 2 3 5.78% GTLLAFAEAR 88 97 48.0 27.5 40.1 2 0 0 1,048.5786
A_11 Sialidase‐1 NEUR1_HUMAN 45,467 2 2 3 5.78% YGSGVSGIPYGQPK 242 255 33.3 27.9 30.2 1 0 0 1,409.7061
B_07 NFU1 iron‐sulfur cluster scaffold homolog, mitochondrial NFU1_HUMAN 28,463 3 3 6 16.10% IRPTVQEDGGDVIYK 181 195 40.4 27.9 38.9 0 2 0 1,689.8809
B_07 NFU1 iron‐sulfur cluster scaffold homolog, mitochondrial NFU1_HUMAN 28,463 3 3 6 16.10% GFEDGIVQLK 196 205 54.1 27.9 40.0 2 0 0 1,105.5890
B_07 NFU1 iron‐sulfur cluster scaffold homolog, mitochondrial NFU1_HUMAN 28,463 3 3 6 16.10% LQGSCTSCPSSIITLK 206 221 51.9 27.8 47.0 2 0 0 1,751.8669
I_06 NFU1 iron‐sulfur cluster scaffold homolog, mitochondrial NFU1_HUMAN 28,463 2 2 3 10.20% GFEDGIVQLK 196 205 34.8 28.0 24.4 2 0 0 1,105.5890
I_06 NFU1 iron‐sulfur cluster scaffold homolog, mitochondrial NFU1_HUMAN 28,463 2 2 3 10.20% LQGSCTSCPSSIITLK 206 221 44.1 27.7 28.3 1 0 0 1,751.8669
A_03 NHP2‐like protein 1 NH2L1_HUMAN 14,174 2 2 4 21.90% ACGVSRPVIACSVTIK 92 107 22.1 28.5 12.3 0 2 0 1,717.9089
A_03 NHP2‐like protein 1 NH2L1_HUMAN 14,174 2 2 4 21.90% QQIQSIQQSIER 114 125 64.4 28.1 44.3 2 0 0 1,457.7708
H_03 NHP2‐like protein 1 NH2L1_HUMAN 14,174 3 3 5 31.20% LLDLVQQSCNYK 22 33 79.2 27.4 69.8 2 0 0 1,480.7466
H_03 NHP2‐like protein 1 NH2L1_HUMAN 14,174 3 3 5 31.20% ACGVSRPVIACSVTIK 92 107 26.3 28.6 19.3 0 1 0 1,717.9089
H_03 NHP2‐like protein 1 NH2L1_HUMAN 14,174 3 3 5 31.20% QQIQSIQQSIER 114 125 71.9 28.2 59.2 2 0 0 1,457.7708
I_03 NHP2‐like protein 1 NH2L1_HUMAN 14,174 2 2 3 21.90% ACGVSRPVIACSVTIK 92 107 24.2 28.7 12.6 0 1 0 1,717.9089
I_03 NHP2‐like protein 1 NH2L1_HUMAN 14,174 2 2 3 21.90% QQIQSIQQSIER 114 125 84.2 28.2 68.9 2 0 0 1,457.7708
K_03 NHP2‐like protein 1 NH2L1_HUMAN 14,174 2 2 3 21.90% ACGVSRPVIACSVTIK 92 107 26.4 28.6 16.4 0 1 0 1,717.9089
K_03 NHP2‐like protein 1 NH2L1_HUMAN 14,174 2 2 3 21.90% QQIQSIQQSIER 114 125 46.4 28.2 31.4 2 0 0 1,457.7708
B_18 NHL repeat‐containing protein 2 NHLC2_HUMAN 79,446 2 2 4 3.31% DSLVYQYLQK 35 44 37.0 27.2 33.4 2 0 0 1,256.6522
B_18 NHL repeat‐containing protein 2 NHLC2_HUMAN 79,446 2 2 4 3.31% SENAVVDGPFLVEK 574 587 53.9 28.4 44.9 2 0 0 1,503.7690
B_19 NHL repeat‐containing protein 2 NHLC2_HUMAN 79,446 2 2 4 3.31% DSLVYQYLQK 35 44 42.5 27.2 31.4 2 0 0 1,256.6522
B_19 NHL repeat‐containing protein 2 NHLC2_HUMAN 79,446 2 2 4 3.31% SENAVVDGPFLVEK 574 587 53.4 28.5 43.6 2 0 0 1,503.7690
F_14 Na(+)/H(+) exchange regulatory cofactor NHE‐RF2 NHRF2_HUMAN 37,413 2 2 2 7.72% LLVVDQETDEELR 85 97 72.5 27.9 65.0 1 0 0 1,558.7961
F_14 Na(+)/H(+) exchange regulatory cofactor NHE‐RF2 NHRF2_HUMAN 37,413 2 2 2 7.72% LIEVNGQNVEGLR 196 208 50.5 27.8 27.0 1 0 0 1,440.7806
H_10 Na(+)/H(+) exchange regulatory cofactor NHE‐RF2 NHRF2_HUMAN 37,413 2 2 4 8.01% RVEPGSPAEAAALR 38 51 38.3 27.3 33.2 0 2 0 1,423.7652
H_10 Na(+)/H(+) exchange regulatory cofactor NHE‐RF2 NHRF2_HUMAN 37,413 2 2 4 8.01% LIEVNGQNVEGLR 196 208 58.2 27.8 44.6 2 0 0 1,440.7806
I_10 Na(+)/H(+) exchange regulatory cofactor NHE‐RF2 NHRF2_HUMAN 37,413 2 2 4 8.01% RVEPGSPAEAAALR 38 51 29.4 27.4 16.2 0 2 0 1,423.7652
I_10 Na(+)/H(+) exchange regulatory cofactor NHE‐RF2 NHRF2_HUMAN 37,413 2 2 4 8.01% LIEVNGQNVEGLR 196 208 69.5 27.8 55.9 2 0 0 1,440.7806
K_10 Na(+)/H(+) exchange regulatory cofactor NHE‐RF2 NHRF2_HUMAN 37,413 2 2 3 8.01% RVEPGSPAEAAALR 38 51 29.5 27.4 24.0 0 1 0 1,423.7652
K_10 Na(+)/H(+) exchange regulatory cofactor NHE‐RF2 NHRF2_HUMAN 37,413 2 2 3 8.01% LIEVNGQNVEGLR 196 208 54.3 27.8 42.0 2 0 0 1,440.7806
A_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 5 6 12 8.18% VEGPAFTDAIR 204 214 95.1 28.5 83.5 2 0 0 1,175.6056
A_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 5 6 12 8.18% VQQVQPAMQAVIR 294 306 50.5 26.3 35.8 4 0 0 1,467.8101
A_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 5 6 12 8.18% TDMDQIITSK 307 316 49.7 26.9 44.9 2 0 0 1,151.5615
A_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 5 6 12 8.18% EVTDMNLNVINEGGIDK 368 384 64.7 26.6 48.0 2 0 0 1,876.8960
A_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 5 6 12 8.18% FDVSSTSVFK 421 430 37.5 26.3 34.8 2 0 0 1,116.5571
A_21 Niban‐like protein 1 NIBL1_HUMAN 84,139 2 2 3 3.08% VQQVQPAMQAVIR 294 306 62.7 27.6 28.5 1 0 0 1,483.8051
A_21 Niban‐like protein 1 NIBL1_HUMAN 84,139 2 2 3 3.08% FDVSSTSVFK 421 430 28.6 26.3 16.9 2 0 0 1,116.5571
B_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 5 5 8 8.04% VEGPAFTDAIR 204 214 71.0 27.9 54.6 1 0 0 1,175.6056
B_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 5 5 8 8.04% ARFEEVLSK 285 293 23.2 28.2 17.7 1 0 0 1,078.5891
B_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 5 5 8 8.04% VQQVQPAMQAVIR 294 306 44.3 27.6 26.1 2 0 0 1,483.8051
B_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 5 5 8 8.04% EVTDMNLNVINEGGIDK 368 384 72.0 26.6 59.0 2 0 0 1,876.8960
B_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 5 5 8 8.04% FDVSSTSVFK 421 430 43.7 26.3 38.6 2 0 0 1,116.5571
B_21 Niban‐like protein 1 NIBL1_HUMAN 84,139 2 2 4 2.82% VEGPAFTDAIR 204 214 71.1 27.9 54.7 2 0 0 1,175.6056
B_21 Niban‐like protein 1 NIBL1_HUMAN 84,139 2 2 4 2.82% FDVSSTSVFK 421 430 41.5 26.3 33.2 2 0 0 1,116.5571
C_18 Niban‐like protein 1 NIBL1_HUMAN 84,139 2 2 2 2.82% VEGPAFTDAIR 204 214 62.0 28.3 52.9 1 0 0 1,175.6056
C_18 Niban‐like protein 1 NIBL1_HUMAN 84,139 2 2 2 2.82% FDVSSTSVFK 421 430 25.3 26.3 19.3 1 0 0 1,116.5571
C_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 5 4.56% VEGPAFTDAIR 204 214 70.8 27.8 56.4 2 0 0 1,175.6056
C_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 5 4.56% VQQVQPAMQAVIR 294 306 53.5 27.6 31.9 2 0 0 1,483.8051
C_20 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 5 4.56% FDVSSTSVFK 421 430 31.3 26.3 27.4 1 0 0 1,116.5571
C_21 Niban‐like protein 1 NIBL1_HUMAN 84,139 2 2 3 2.82% VEGPAFTDAIR 204 214 36.5 27.8 17.2 2 0 0 1,175.6056
C_21 Niban‐like protein 1 NIBL1_HUMAN 84,139 2 2 3 2.82% FDVSSTSVFK 421 430 25.3 26.3 18.3 1 0 0 1,116.5571
H_16 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 6 4.56% VEGPAFTDAIR 204 214 76.8 28.5 58.5 2 0 0 1,175.6056
H_16 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 6 4.56% VQQVQPAMQAVIR 294 306 47.6 27.3 19.5 2 0 0 1,483.8051
H_16 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 6 4.56% FDVSSTSVFK 421 430 45.1 26.3 40.6 2 0 0 1,116.5571
H_17 Niban‐like protein 1 NIBL1_HUMAN 84,139 4 5 10 5.90% VEGPAFTDAIR 204 214 66.1 28.4 54.2 2 0 0 1,175.6056
H_17 Niban‐like protein 1 NIBL1_HUMAN 84,139 4 5 10 5.90% VQQVQPAMQAVIR 294 306 48.1 27.3 31.8 4 0 0 1,483.8051
H_17 Niban‐like protein 1 NIBL1_HUMAN 84,139 4 5 10 5.90% TDMDQIITSK 307 316 45.7 27.3 43.2 2 0 0 1,151.5615
H_17 Niban‐like protein 1 NIBL1_HUMAN 84,139 4 5 10 5.90% FDVSSTSVFK 421 430 37.8 26.5 34.2 2 0 0 1,116.5571
I_16 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 5 4.56% VEGPAFTDAIR 204 214 75.6 28.4 64.6 2 0 0 1,175.6056
I_16 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 5 4.56% VQQVQPAMQAVIR 294 306 20.3 27.2 11.8 1 0 0 1,483.8051
I_16 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 5 4.56% FDVSSTSVFK 421 430 40.3 26.5 35.9 2 0 0 1,116.5571
J_16 Niban‐like protein 1 NIBL1_HUMAN 84,139 2 2 3 3.22% VEGPAFTDAIR 204 214 53.0 28.7 42.3 2 0 0 1,175.6056
J_16 Niban‐like protein 1 NIBL1_HUMAN 84,139 2 2 3 3.22% VQQVQPAMQAVIR 294 306 36.5 25.6 26.1 1 0 0 1,467.8101
K_16 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 6 4.56% VEGPAFTDAIR 204 214 97.3 28.1 87.6 2 0 0 1,175.6056
K_16 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 6 4.56% VQQVQPAMQAVIR 294 306 26.2 27.6 4.1 2 0 0 1,483.8051
K_16 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 6 4.56% FDVSSTSVFK 421 430 36.2 26.5 26.1 2 0 0 1,116.5571
M_12 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 4 6 5.23% IVFSGNLFQHQEDSK 69 83 21.5 27.4 7.1 0 1 0 1,748.8603
M_12 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 4 6 5.23% VEGPAFTDAIR 204 214 72.5 28.4 63.6 2 0 0 1,175.6056
M_12 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 4 6 5.23% VQQVQPAMQAVIR 294 306 39.8 27.3 13.4 3 0 0 1,483.8051
P_12 Niban‐like protein 1 NIBL1_HUMAN 84,139 2 2 4 3.22% VEGPAFTDAIR 204 214 38.5 28.8 29.4 2 0 0 1,175.6056
P_12 Niban‐like protein 1 NIBL1_HUMAN 84,139 2 2 4 3.22% VQQVQPAMQAVIR 294 306 38.4 27.5 20.1 2 0 0 1,483.8051
Q_12 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 5 4.56% VEGPAFTDAIR 204 214 56.5 28.6 44.3 2 0 0 1,175.6056
Q_12 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 5 4.56% VQQVQPAMQAVIR 294 306 34.0 27.5 13.5 2 0 0 1,483.8051



Q_12 Niban‐like protein 1 NIBL1_HUMAN 84,139 3 3 5 4.56% FDVSSTSVFK 421 430 32.8 26.6 28.9 1 0 0 1,116.5571
A_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 13 7.38% SNGAYNIFANDR 232 243 53.0 25.0 45.2 2 0 0 1,341.6181
A_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 13 7.38% QAEVTFVGHPGNLVIK 519 534 23.0 26.4 10.9 0 1 0 1,708.9382
A_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 13 7.38% YALSNSIGPVR 651 661 65.0 28.6 55.4 2 0 0 1,176.6371
A_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 13 7.38% TQFTCECSIGFR 691 702 66.6 25.0 66.6 2 0 0 1,505.6513
A_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 13 7.38% QDLGSPEGIAVDHLGR 1018 1033 52.2 28.0 48.8 0 2 0 1,663.8401
A_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 13 7.38% VLFETDLVNPR 1057 1067 41.4 28.7 30.1 2 0 0 1,302.7053
A_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 13 7.38% CPDNTLGVDCIEQK 1234 1247 71.0 25.0 53.7 2 0 0 1,648.7309
B_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 12 6.58% EDLSPSITQR 124 133 27.9 27.8 17.3 1 0 0 1,145.5798
B_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 12 6.58% SNGAYNIFANDR 232 243 75.3 25.4 65.1 2 0 0 1,341.6181
B_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 12 6.58% YALSNSIGPVR 651 661 71.7 28.6 60.0 2 0 0 1,176.6371
B_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 12 6.58% ASLHGGEPTTIIR 1005 1017 25.2 27.5 13.7 0 1 0 1,351.7330
B_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 12 6.58% NIFWTDSNLDR 1034 1044 25.2 26.1 17.8 2 0 0 1,380.6543
B_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 12 6.58% VLFETDLVNPR 1057 1067 46.8 29.2 37.4 2 0 0 1,302.7053
B_24 Nidogen‐1 NID1_HUMAN 136,376 7 7 12 6.58% CPDNTLGVDCIEQK 1234 1247 62.2 25.0 56.0 2 0 0 1,648.7309
C_21 Nidogen‐1 NID1_HUMAN 136,376 2 2 3 1.76% YALSNSIGPVR 651 661 56.2 28.0 43.0 1 0 0 1,176.6371
C_21 Nidogen‐1 NID1_HUMAN 136,376 2 2 3 1.76% VLFETDLVNPR 1057 1067 43.0 28.9 33.1 2 0 0 1,302.7053
C_23 Nidogen‐1 NID1_HUMAN 136,376 2 2 4 1.76% YALSNSIGPVR 651 661 44.7 27.9 34.0 2 0 0 1,176.6371
C_23 Nidogen‐1 NID1_HUMAN 136,376 2 2 4 1.76% VLFETDLVNPR 1057 1067 39.2 28.7 33.2 2 0 0 1,302.7053
C_24 Nidogen‐1 NID1_HUMAN 136,376 11 15 25 10.40% VYYREDLSPSITQR 120 133 38.7 27.0 36.2 2 1 0 1,726.8759
C_24 Nidogen‐1 NID1_HUMAN 136,376 11 15 25 10.40% SNGAYNIFANDR 232 243 57.2 25.1 49.7 2 0 0 1,341.6181
C_24 Nidogen‐1 NID1_HUMAN 136,376 11 15 25 10.40% QAEVTFVGHPGNLVIK 519 534 53.2 26.7 42.5 2 1 0 1,708.9382
C_24 Nidogen‐1 NID1_HUMAN 136,376 11 15 25 10.40% YALSNSIGPVR 651 661 75.8 28.0 59.7 2 0 0 1,176.6371
C_24 Nidogen‐1 NID1_HUMAN 136,376 11 15 25 10.40% VIIGLAFDCVDK 979 990 53.7 27.2 52.7 2 0 0 1,349.7136
C_24 Nidogen‐1 NID1_HUMAN 136,376 11 15 25 10.40% ASLHGGEPTTIIR 1005 1017 38.4 27.5 22.4 2 1 0 1,351.7330
C_24 Nidogen‐1 NID1_HUMAN 136,376 11 15 25 10.40% QDLGSPEGIAVDHLGR 1018 1033 57.2 27.9 52.5 0 2 0 1,663.8401
C_24 Nidogen‐1 NID1_HUMAN 136,376 11 15 25 10.40% NIFWTDSNLDR 1034 1044 35.6 25.7 27.7 1 0 0 1,380.6543
C_24 Nidogen‐1 NID1_HUMAN 136,376 11 15 25 10.40% RVLFETDLVNPR 1056 1067 36.8 27.3 31.5 2 2 0 1,458.8064
C_24 Nidogen‐1 NID1_HUMAN 136,376 11 15 25 10.40% VLFETDLVNPR 1057 1067 54.3 28.7 44.8 1 0 0 1,302.7053
C_24 Nidogen‐1 NID1_HUMAN 136,376 11 15 25 10.40% MNSVVALDLAISK 1170 1182 50.0 28.1 42.0 2 0 0 1,376.7455
C_25 Nidogen‐1 NID1_HUMAN 136,376 2 2 4 1.76% YALSNSIGPVR 651 661 55.3 27.9 44.7 2 0 0 1,176.6371
C_25 Nidogen‐1 NID1_HUMAN 136,376 2 2 4 1.76% VLFETDLVNPR 1057 1067 45.1 28.7 36.9 2 0 0 1,302.7053
D_29 Nidogen‐1 NID1_HUMAN 136,376 2 2 4 1.68% EDLSPSITQR 124 133 29.4 27.0 24.4 2 0 0 1,145.5798
D_29 Nidogen‐1 NID1_HUMAN 136,376 2 2 4 1.68% VLFETDLVNPR 1057 1067 46.0 28.7 33.5 2 0 0 1,302.7053
H_21 Nidogen‐1 NID1_HUMAN 136,376 2 2 4 1.76% YALSNSIGPVR 651 661 39.3 28.6 33.9 2 0 0 1,176.6371
H_21 Nidogen‐1 NID1_HUMAN 136,376 2 2 4 1.76% VLFETDLVNPR 1057 1067 45.8 28.7 35.1 2 0 0 1,302.7053
I_20 Nidogen‐1 NID1_HUMAN 136,376 3 3 5 3.29% VYYREDLSPSITQR 120 133 29.5 27.2 24.0 0 1 0 1,726.8759
I_20 Nidogen‐1 NID1_HUMAN 136,376 3 3 5 3.29% YALSNSIGPVR 651 661 55.1 28.6 42.2 2 0 0 1,176.6371
I_20 Nidogen‐1 NID1_HUMAN 136,376 3 3 5 3.29% QDLGSPEGIAVDHLGR 1018 1033 66.0 27.9 58.9 0 2 0 1,663.8401
J_20 Nidogen‐1 NID1_HUMAN 136,376 3 3 6 2.73% NGFSITGGEFTR 507 518 36.2 25.8 36.2 2 0 0 1,285.6172
J_20 Nidogen‐1 NID1_HUMAN 136,376 3 3 6 2.73% YALSNSIGPVR 651 661 68.0 27.6 56.9 2 0 0 1,176.6371
J_20 Nidogen‐1 NID1_HUMAN 136,376 3 3 6 2.73% VLFETDLVNPR 1057 1067 49.7 28.6 35.2 2 0 0 1,302.7053
K_20 Nidogen‐1 NID1_HUMAN 136,376 3 3 5 2.97% VYYREDLSPSITQR 120 133 31.3 26.9 21.1 0 2 0 1,726.8759
K_20 Nidogen‐1 NID1_HUMAN 136,376 3 3 5 2.97% NGFSITGGEFTR 507 518 35.4 25.2 30.4 1 0 0 1,285.6172
K_20 Nidogen‐1 NID1_HUMAN 136,376 3 3 5 2.97% VLFETDLVNPR 1057 1067 54.0 28.7 39.6 2 0 0 1,302.7053
K_21 Nidogen‐1 NID1_HUMAN 136,376 2 2 4 1.84% NGFSITGGEFTR 507 518 45.3 25.4 36.8 2 0 0 1,285.6172
K_21 Nidogen‐1 NID1_HUMAN 136,376 2 2 4 1.84% VLFETDLVNPR 1057 1067 63.1 28.7 40.7 2 0 0 1,302.7053
N_15 Nidogen‐1 NID1_HUMAN 136,376 2 2 3 1.76% YALSNSIGPVR 651 661 67.4 27.6 54.8 2 0 0 1,176.6371
N_15 Nidogen‐1 NID1_HUMAN 136,376 2 2 3 1.76% VLFETDLVNPR 1057 1067 31.6 28.7 19.0 1 0 0 1,302.7053
C_25 Nidogen‐2 NID2_HUMAN 151,253 3 3 5 2.62% ESYNVQLQLPAR 213 224 35.1 28.4 23.4 2 0 0 1,417.7434
C_25 Nidogen‐2 NID2_HUMAN 151,253 3 3 5 2.62% HPSFPTTQQLNVDR 715 728 28.2 27.0 17.7 0 2 0 1,639.8188
C_25 Nidogen‐2 NID2_HUMAN 151,253 3 3 5 2.62% MVYWTDVAGR 1155 1164 26.0 25.6 26.0 1 0 0 1,197.5721
C_26 Nidogen‐2 NID2_HUMAN 151,253 4 4 7 3.20% ESYNVQLQLPAR 213 224 40.9 28.3 27.0 2 0 0 1,417.7434
C_26 Nidogen‐2 NID2_HUMAN 151,253 4 4 7 3.20% VFALYNDEER 729 738 30.7 25.5 22.1 2 0 0 1,255.5953
C_26 Nidogen‐2 NID2_HUMAN 151,253 4 4 7 3.20% MVYWTDVAGR 1155 1164 25.0 26.0 22.8 1 0 0 1,197.5721
C_26 Nidogen‐2 NID2_HUMAN 151,253 4 4 7 3.20% KVLFYTDLVNPR 1221 1232 20.4 26.1 8.2 0 2 0 1,464.8210
H_21 Nidogen‐2 NID2_HUMAN 151,253 2 2 2 1.89% ESYNVQLQLPAR 213 224 23.6 28.7 9.1 1 0 0 1,417.7434
H_21 Nidogen‐2 NID2_HUMAN 151,253 2 2 2 1.89% HPSFPTTQQLNVDR 715 728 17.1 27.2 7.4 0 1 0 1,639.8188
A_09 Nitrilase homolog 1 NIT1_HUMAN 35,897 5 6 12 19.90% DPAETLHLSEPLGGK 94 108 54.6 28.5 53.3 2 2 0 1,563.8016
A_09 Nitrilase homolog 1 NIT1_HUMAN 35,897 5 6 12 19.90% LLEEYTQLAR 109 118 44.6 28.0 32.9 2 0 0 1,235.6631
A_09 Nitrilase homolog 1 NIT1_HUMAN 35,897 5 6 12 19.90% AIETQCYVVAAAQCGR 246 261 72.4 25.1 36.6 2 0 0 1,796.8419
A_09 Nitrilase homolog 1 NIT1_HUMAN 35,897 5 6 12 19.90% CSEGPGLCLAR 285 295 38.9 25.0 24.4 2 0 0 1,219.5560
A_09 Nitrilase homolog 1 NIT1_HUMAN 35,897 5 6 12 19.90% RPDLYGNLGHPLS 315 327 36.9 27.6 33.9 2 0 0 1,438.7439
B_09 Nitrilase homolog 1 NIT1_HUMAN 35,897 2 3 5 6.73% DPAETLHLSEPLGGK 94 108 56.7 28.6 48.7 2 1 0 1,563.8016
B_09 Nitrilase homolog 1 NIT1_HUMAN 35,897 2 3 5 6.73% IDLNYLR 296 302 25.3 26.8 18.4 2 0 0 906.5044
I_08 Nitrilase homolog 1 NIT1_HUMAN 35,897 2 2 3 5.20% LLEEYTQLAR 109 118 28.1 28.1 15.5 1 0 0 1,235.6631
I_08 Nitrilase homolog 1 NIT1_HUMAN 35,897 2 2 3 5.20% IDLNYLR 296 302 34.0 26.8 21.2 2 0 0 906.5044
A_09 Omega‐amidase NIT2 NIT2_HUMAN 30,609 3 3 5 15.20% FAELAQIYAQR 158 168 47.1 28.6 30.8 2 0 0 1,309.6899
A_09 Omega‐amidase NIT2 NIT2_HUMAN 30,609 3 3 5 15.20% AVDNQVYVATASPAR 196 210 64.9 27.6 58.5 2 0 0 1,561.7968
A_09 Omega‐amidase NIT2 NIT2_HUMAN 30,609 3 3 5 15.20% AGTEEAIVYSDIDLKK 235 250 33.4 27.4 25.5 0 1 0 1,751.9064
B_09 Omega‐amidase NIT2 NIT2_HUMAN 30,609 2 2 4 9.42% FAELAQIYAQR 158 168 40.9 28.3 26.6 2 0 0 1,309.6899
B_09 Omega‐amidase NIT2 NIT2_HUMAN 30,609 2 2 4 9.42% AVDNQVYVATASPAR 196 210 78.0 27.8 71.3 2 0 0 1,561.7968
C_09 Omega‐amidase NIT2 NIT2_HUMAN 30,609 2 2 4 9.42% FAELAQIYAQR 158 168 38.4 28.4 18.7 2 0 0 1,309.6899
C_09 Omega‐amidase NIT2 NIT2_HUMAN 30,609 2 2 4 9.42% AVDNQVYVATASPAR 196 210 42.4 27.6 38.3 2 0 0 1,561.7968
H_08 Omega‐amidase NIT2 NIT2_HUMAN 30,609 2 2 3 9.42% FAELAQIYAQR 158 168 46.8 28.4 34.7 2 0 0 1,309.6899
H_08 Omega‐amidase NIT2 NIT2_HUMAN 30,609 2 2 3 9.42% AVDNQVYVATASPAR 196 210 71.1 27.7 63.4 1 0 0 1,561.7968
L_06 Omega‐amidase NIT2 NIT2_HUMAN 30,609 2 2 3 9.42% FAELAQIYAQR 158 168 40.0 27.5 23.1 2 0 0 1,309.6899
L_06 Omega‐amidase NIT2 NIT2_HUMAN 30,609 2 2 3 9.42% AVDNQVYVATASPAR 196 210 50.1 27.5 41.5 1 0 0 1,561.7968
A_14 Notchless protein homolog 1 NLE1_PONAB 53,313 2 2 2 4.74% TLESQAVETEK 76 86 23.4 28.4 20.3 1 0 0 1,234.6162
A_14 Notchless protein homolog 1 NLE1_PONAB 53,313 2 2 2 4.74% YLASGSGDTTVR 128 139 33.0 27.3 27.0 1 0 0 1,226.6012
A_21 Neuroligin‐1 NLGN1_HUMAN 93,836 2 2 3 3.10% LGVLGFLSTGDQAAK 229 243 47.3 27.7 42.5 2 0 0 1,476.8059
A_21 Neuroligin‐1 NLGN1_HUMAN 93,836 2 2 3 3.10% ELVDQDIQPAR 358 368 32.3 27.1 27.8 1 0 0 1,283.6592
I_17 Neuroligin‐1 NLGN1_HUMAN 93,836 3 3 3 3.57% LGVLGFLSTGDQAAK 229 243 39.4 27.6 31.2 1 0 0 1,476.8059
I_17 Neuroligin‐1 NLGN1_HUMAN 93,836 3 3 3 3.57% KPYKELVDQDIQPAR 354 368 20.5 27.2 7.4 0 1 0 1,799.9653
I_17 Neuroligin‐1 NLGN1_HUMAN 93,836 3 3 3 3.57% ELVDQDIQPAR 358 368 30.3 27.1 20.5 1 0 0 1,283.6592
K_17 Neuroligin‐1 NLGN1_HUMAN 93,836 2 2 3 2.26% ELVDQDIQPAR 358 368 30.2 27.1 25.3 2 0 0 1,283.6592
K_17 Neuroligin‐1 NLGN1_HUMAN 93,836 2 2 3 2.26% FEEVAWTR 587 594 34.3 26.9 25.9 1 0 0 1,037.5050
A_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 5 5 8 8.04% KLEEEGEQFVK 443 453 24.6 28.3 21.1 1 0 0 1,335.6792
A_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 5 5 8 8.04% EATWVVDVK 471 479 41.6 28.7 26.5 1 0 0 1,046.5517
A_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 5 5 8 8.04% MNPQSAFFQGK 512 522 58.0 25.0 45.6 2 0 0 1,270.5886
A_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 5 5 8 8.04% LQNLQLQPGNAK 535 546 49.2 26.3 38.8 2 0 0 1,323.7381
A_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 5 5 8 8.04% LQNLQLQPGNAKL 535 547 48.5 25.0 48.5 2 0 0 1,436.8222
C_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 5 5 10 6.58% KLEEEGEQFVK 443 453 29.8 28.3 23.9 2 0 0 1,335.6792
C_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 5 5 10 6.58% KLEEEGEQFVKK 443 454 37.0 27.9 31.5 0 2 0 1,463.7742
C_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 5 5 10 6.58% MNPQSAFFQGK 512 522 56.8 25.0 42.9 2 0 0 1,270.5886
C_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 5 5 10 6.58% LQNLQLQPGNAK 535 546 64.6 25.9 46.2 2 0 0 1,323.7381
C_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 5 5 10 6.58% LQNLQLQPGNAKL 535 547 62.9 25.0 57.1 2 0 0 1,436.8222
F_05 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 3 3 5 6.03% KLEEEGEQFVKK 443 454 34.3 27.7 26.7 0 1 0 1,463.7742
F_05 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 3 3 5 6.03% EATWVVDVK 471 479 28.0 28.9 17.0 2 0 0 1,046.5517
F_05 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 3 3 5 6.03% LQNLQLQPGNAK 535 546 52.9 25.9 41.3 2 0 0 1,323.7381
H_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 6 6 10 8.04% ANLVFKEIEK 433 442 36.5 26.3 27.8 1 0 0 1,190.6780
H_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 6 6 10 8.04% KLEEEGEQFVK 443 453 43.3 28.2 35.2 2 0 0 1,335.6792
H_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 6 6 10 8.04% KLEEEGEQFVKK 443 454 24.5 27.8 12.8 0 1 0 1,463.7742
H_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 6 6 10 8.04% EATWVVDVK 471 479 47.4 28.9 27.9 2 0 0 1,046.5517
H_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 6 6 10 8.04% LQNLQLQPGNAK 535 546 69.6 25.9 58.2 2 0 0 1,323.7381
H_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 6 6 10 8.04% LQNLQLQPGNAKL 535 547 53.8 25.0 50.4 2 0 0 1,436.8222
I_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 3 3 6 6.03% EATWVVDVK 471 479 29.9 29.0 22.7 2 0 0 1,046.5517
I_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 3 3 6 6.03% MNPQSAFFQGK 512 522 33.2 25.0 23.5 2 0 0 1,270.5886
I_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 3 3 6 6.03% LQNLQLQPGNAKL 535 547 53.5 25.0 49.0 2 0 0 1,436.8222
K_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 2 2 4 4.57% KLEEEGEQFVKK 443 454 23.4 27.7 20.5 0 2 0 1,463.7742
K_03 Non‐specific lipid‐transfer protein NLTP_HUMAN 58,995 2 2 4 4.57% LQNLQLQPGNAKL 535 547 55.4 25.0 49.6 2 0 0 1,436.8222
A_32 Glycylpeptide N‐tetradecanoyltransferase 1 NMT1_HUMAN 56,807 2 2 3 4.84% AIELFSVGQGPAK 95 107 37.6 28.0 28.7 2 0 0 1,316.7210



A_32 Glycylpeptide N‐tetradecanoyltransferase 1 NMT1_HUMAN 56,807 2 2 3 4.84% DIPVVHQLLTR 345 355 25.0 25.0 10.3 1 0 0 1,290.7530
L_09 Glycylpeptide N‐tetradecanoyltransferase 1 NMT1_HUMAN 56,807 4 4 5 11.50% GSETDSAQDQPVKMNSLPAER 68 88 41.3 25.0 32.1 0 2 0 2,276.0462
L_09 Glycylpeptide N‐tetradecanoyltransferase 1 NMT1_HUMAN 56,807 4 4 5 11.50% AIELFSVGQGPAK 95 107 30.6 28.3 24.3 1 0 0 1,316.7210
L_09 Glycylpeptide N‐tetradecanoyltransferase 1 NMT1_HUMAN 56,807 4 4 5 11.50% SYQFWDTQPVPK 116 127 46.7 26.6 46.7 1 0 0 1,495.7217
L_09 Glycylpeptide N‐tetradecanoyltransferase 1 NMT1_HUMAN 56,807 4 4 5 11.50% DIPVVHQLLTR 345 355 35.4 25.0 28.1 1 0 0 1,290.7530
A_07 Nicotinamide N‐methyltransferase NNMT_HUMAN 29,575 2 2 3 6.82% DTYLSHFNPR 9 18 34.0 26.9 28.1 1 0 0 1,249.5960
A_07 Nicotinamide N‐methyltransferase NNMT_HUMAN 29,575 2 2 3 6.82% IFCLDGVK 48 55 32.7 27.3 10.9 2 0 0 951.4970
B_08 Nicotinamide N‐methyltransferase NNMT_HUMAN 29,575 2 2 3 6.82% DTYLSHFNPR 9 18 38.6 26.8 35.9 1 0 0 1,249.5960
B_08 Nicotinamide N‐methyltransferase NNMT_HUMAN 29,575 2 2 3 6.82% IFCLDGVK 48 55 35.4 27.7 19.7 2 0 0 951.4970
Q_05 Nicotinamide N‐methyltransferase NNMT_HUMAN 29,575 2 2 3 7.58% DTYLSHFNPR 9 18 34.2 26.8 26.9 2 0 0 1,249.5960
Q_05 Nicotinamide N‐methyltransferase NNMT_HUMAN 29,575 2 2 3 7.58% SSYYMIGEQK 201 210 33.5 25.0 27.8 1 0 0 1,221.5457
D_12 NAD(P)H‐hydrate epimerase NNRE_HUMAN 31,675 3 3 3 13.20% LFGYEPTIYYPK 133 144 40.1 28.1 40.1 1 0 0 1,490.7567
D_12 NAD(P)H‐hydrate epimerase NNRE_HUMAN 31,675 3 3 3 13.20% GNAGGIQPDLLISLTAPK 228 245 64.6 26.0 57.8 1 0 0 1,764.9858
D_12 NAD(P)H‐hydrate epimerase NNRE_HUMAN 31,675 3 3 3 13.20% FVPPALEK 262 269 17.1 25.8 6.4 1 0 0 900.5190
A_15 Non‐POU domain‐containing octamer‐binding protein NONO_HUMAN 54,232 2 2 3 4.88% FACHSASLTVR 143 153 22.5 27.4 15.7 1 0 0 1,248.6153
A_15 Non‐POU domain‐containing octamer‐binding protein NONO_HUMAN 54,232 2 2 3 4.88% GIVEFSGKPAAR 191 202 34.0 28.1 28.6 2 0 0 1,231.6794
B_15 Non‐POU domain‐containing octamer‐binding protein NONO_HUMAN 54,232 2 2 2 4.46% VELDNMPLR 127 135 32.4 27.3 21.1 1 0 0 1,102.5563
B_15 Non‐POU domain‐containing octamer‐binding protein NONO_HUMAN 54,232 2 2 2 4.46% GIVEFSGKPAAR 191 202 27.6 28.0 24.1 1 0 0 1,231.6794
L_09 Non‐POU domain‐containing octamer‐binding protein NONO_HUMAN 54,232 2 2 3 5.52% GIVEFSGKPAAR 191 202 37.9 28.2 33.1 2 0 0 1,231.6794
L_09 Non‐POU domain‐containing octamer‐binding protein NONO_HUMAN 54,232 2 2 3 5.52% FAQPGSFEYEYAMR 257 270 41.7 25.0 40.2 1 0 0 1,711.7421
A_14 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 4.80% VLAALQER 37 44 30.0 25.1 21.1 2 0 0 899.5309
A_14 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 4.80% FYEEVHDLER 84 93 32.3 25.9 20.3 2 0 0 1,336.6168
A_15 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 3 3 4 9.33% VLAALQER 37 44 23.4 25.1 20.5 1 0 0 899.5309
A_15 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 3 3 4 9.33% LDNVPHTPSSYIETLPK 45 61 31.6 27.4 22.2 0 1 0 1,910.9860
A_15 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 3 3 4 9.33% FYEEVHDLER 84 93 25.0 26.0 24.0 2 0 0 1,336.6168
B_14 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 4.80% VLAALQER 37 44 45.2 25.1 38.0 2 0 0 899.5309
B_14 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 4.80% FYEEVHDLER 84 93 29.0 25.9 26.2 2 0 0 1,336.6168
B_15 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 2 4.80% VLAALQER 37 44 27.2 25.0 12.2 1 0 0 899.5309
B_15 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 2 4.80% FYEEVHDLER 84 93 23.8 26.0 15.2 1 0 0 1,336.6168
C_14 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 4.80% VLAALQER 37 44 26.2 25.0 14.6 2 0 0 899.5309
C_14 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 4.80% FYEEVHDLER 84 93 25.3 25.6 23.0 2 0 0 1,336.6168
C_15 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 3 3 5 5.07% VLAALQER 37 44 35.5 25.1 29.8 2 0 0 899.5309
C_15 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 3 3 5 5.07% FYEEVHDLER 84 93 38.0 26.2 32.2 2 0 0 1,336.6168
C_15 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 3 3 5 5.07% FYEEVHDLERK 84 94 17.4 26.9 7.4 0 1 0 1,464.7118
H_13 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 2.93% FYEEVHDLER 84 93 31.8 26.4 25.6 2 0 0 1,336.6168
H_13 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 2.93% FYEEVHDLERK 84 94 26.0 26.9 9.8 0 2 0 1,464.7118
K_13 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 2.93% FYEEVHDLER 84 93 35.5 26.5 29.5 2 0 0 1,336.6168
K_13 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 2.93% FYEEVHDLERK 84 94 28.1 27.2 21.6 0 2 0 1,464.7118
L_08 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 3 6.67% NASNTEKLTDQVMQNPR 20 36 41.2 26.5 34.0 0 2 0 1,961.9347
L_08 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 3 6.67% VLAALQER 37 44 29.1 26.8 24.9 1 0 0 899.5309
L_09 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 4 4 7 9.87% NASNTEKLTDQVMQNPR 20 36 31.4 26.5 24.5 0 2 0 1,961.9347
L_09 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 4 4 7 9.87% VLAALQER 37 44 48.9 25.0 38.7 2 0 0 899.5309
L_09 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 4 4 7 9.87% KYAALYQPLFDK 94 105 42.7 28.1 33.3 1 0 0 1,456.7836
L_09 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 4 4 7 9.87% YAALYQPLFDK 95 105 53.8 27.7 45.2 2 0 0 1,328.6886
M_08 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 7.20% LDNVPHTPSSYIETLPK 45 61 22.3 27.1 20.5 0 2 0 1,910.9860
M_08 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 7.20% FYEEVHDLER 84 93 33.4 26.4 24.3 2 0 0 1,336.6168
P_08 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 3 4.80% VLAALQER 37 44 24.0 26.5 15.9 1 0 0 899.5309
P_08 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 3 4.80% FYEEVHDLER 84 93 32.8 26.6 27.4 2 0 0 1,336.6168
Q_08 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 4.80% VLAALQER 37 44 43.0 26.5 31.0 2 0 0 899.5309
Q_08 Nucleosome assembly protein 1‐like 4 NP1L4_HUMAN 42,824 2 2 4 4.80% FYEEVHDLER 84 93 35.5 26.6 28.3 2 0 0 1,336.6168
A_04 Epididymal secretory protein E1 NPC2_HUMAN 16,570 3 3 4 25.80% DCGSVDGVIK 26 35 23.5 25.0 14.2 1 0 0 1,049.4934
A_04 Epididymal secretory protein E1 NPC2_HUMAN 16,570 3 3 4 25.80% EVNVSPCPTQPCQLSK 36 51 71.2 26.0 70.1 2 0 0 1,843.8679
A_04 Epididymal secretory protein E1 NPC2_HUMAN 16,570 3 3 4 25.80% DKTYSYLNKLPVK 104 116 14.7 26.3 5.0 0 1 0 1,568.8684
A_05 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 4 17.20% DCGSVDGVIK 26 35 24.0 25.0 12.6 2 0 0 1,049.4934
A_05 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 4 17.20% EVNVSPCPTQPCQLSK 36 51 63.8 26.0 60.4 2 0 0 1,843.8679
B_04 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 3 6 17.20% DCGSVDGVIK 26 35 33.1 25.0 23.1 2 0 0 1,049.4934
B_04 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 3 6 17.20% EVNVSPCPTQPCQLSK 36 51 61.7 25.9 57.1 2 2 0 1,843.8679
C_04 Epididymal secretory protein E1 NPC2_HUMAN 16,570 3 3 6 24.50% DCGSVDGVIK 26 35 26.9 25.0 16.1 2 0 0 1,049.4934
C_04 Epididymal secretory protein E1 NPC2_HUMAN 16,570 3 3 6 24.50% EVNVSPCPTQPCQLSK 36 51 52.6 25.9 49.7 2 0 0 1,843.8679
C_04 Epididymal secretory protein E1 NPC2_HUMAN 16,570 3 3 6 24.50% TYSYLNKLPVK 106 116 36.4 26.1 29.9 2 0 0 1,325.7464
C_05 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 2 19.20% EVNVSPCPTQPCQLSK 36 51 27.4 26.0 24.8 1 0 0 1,843.8679
C_05 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 2 19.20% DKTYSYLNKLPVK 104 116 19.9 26.0 11.8 1 0 0 1,568.8684
F_06 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 2 17.20% DCGSVDGVIK 26 35 21.8 25.0 11.6 1 0 0 1,049.4934
F_06 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 2 17.20% EVNVSPCPTQPCQLSK 36 51 52.5 26.0 52.4 1 0 0 1,843.8679
F_07 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 4 17.20% DCGSVDGVIK 26 35 30.4 25.0 20.6 2 0 0 1,049.4934
F_07 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 4 17.20% EVNVSPCPTQPCQLSK 36 51 63.8 25.8 60.8 2 0 0 1,843.8679
F_08 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 4 17.20% DCGSVDGVIK 26 35 27.5 25.0 17.7 2 0 0 1,049.4934
F_08 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 4 17.20% EVNVSPCPTQPCQLSK 36 51 56.3 26.1 50.4 2 0 0 1,843.8679
F_09 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 3 17.20% DCGSVDGVIK 26 35 31.5 25.0 22.5 1 0 0 1,049.4934
F_09 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 3 17.20% EVNVSPCPTQPCQLSK 36 51 65.9 26.0 65.9 2 0 0 1,843.8679
G_06 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 3 17.20% DCGSVDGVIK 26 35 35.2 26.3 24.0 2 0 0 1,049.4934
G_06 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 2 3 17.20% EVNVSPCPTQPCQLSK 36 51 37.3 26.2 34.0 1 0 0 1,843.8679
G_08 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 3 4 17.20% DCGSVDGVIK 26 35 34.6 26.1 22.0 1 0 0 1,049.4934
G_08 Epididymal secretory protein E1 NPC2_HUMAN 16,570 2 3 4 17.20% EVNVSPCPTQPCQLSK 36 51 57.7 26.2 56.3 2 1 0 1,843.8679
B_17 Nuclear protein localization protein 4 homolog NPL4_HUMAN 68,121 2 2 3 4.11% FVALENISCK 180 189 37.2 27.9 25.3 2 0 0 1,180.6031
B_17 Nuclear protein localization protein 4 homolog NPL4_HUMAN 68,121 2 2 3 4.11% HVDNIMFENHTVADR 222 236 32.2 25.0 28.5 0 1 0 1,813.8287
A_07 Protein NipSnap homolog 3A NPS3A_HUMAN 28,467 4 4 6 18.20% MNEFLENFEK 49 58 25.6 25.0 18.5 1 0 0 1,300.5878
A_07 Protein NipSnap homolog 3A NPS3A_HUMAN 28,467 4 4 6 18.20% MNTVFHIWK 81 89 25.7 27.7 17.4 2 0 0 1,191.5980
A_07 Protein NipSnap homolog 3A NPS3A_HUMAN 28,467 4 4 6 18.20% AVHAHVNLGYTK 168 179 48.5 27.8 43.7 2 0 0 1,309.7011
A_07 Protein NipSnap homolog 3A NPS3A_HUMAN 28,467 4 4 6 18.20% LVGVFHTEYGALNR 180 193 32.6 28.6 30.0 0 1 0 1,575.8278
B_07 Protein NipSnap homolog 3A NPS3A_HUMAN 28,467 3 3 5 13.40% MNEFLENFEK 49 58 24.8 25.0 9.1 1 0 0 1,300.5878
B_07 Protein NipSnap homolog 3A NPS3A_HUMAN 28,467 3 3 5 13.40% MNTVFHIWK 81 89 45.8 27.7 28.9 2 0 0 1,191.5980
B_07 Protein NipSnap homolog 3A NPS3A_HUMAN 28,467 3 3 5 13.40% LVGVFHTEYGALNR 180 193 46.5 28.4 38.1 2 0 0 1,575.8278
A_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 6 7 11 18.20% RALIVLAHSER 5 15 21.6 25.0 16.9 1 0 0 1,264.7484
A_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 6 7 11 18.20% ALIVLAHSER 6 15 28.6 25.0 28.6 1 0 0 1,108.6473
A_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 6 7 11 18.20% TSFNYAMKEAAAAALK 16 31 16.9 27.3 1.2 0 1 0 1,702.8469
A_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 6 7 11 18.20% EGHLSPDIVAEQK 78 90 54.8 27.4 42.0 2 2 0 1,422.7225
A_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 6 7 11 18.20% EGHLSPDIVAEQKK 78 91 24.3 27.8 20.8 0 2 0 1,550.8175
A_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 6 7 11 18.20% IQILEGWKK 202 210 30.8 26.4 18.8 2 0 0 1,114.6621
B_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 5 6 12 15.70% ALIVLAHSER 6 15 53.6 25.0 49.6 2 0 0 1,108.6473
B_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 5 6 12 15.70% EGHLSPDIVAEQK 78 90 46.7 27.5 35.3 2 2 0 1,422.7225
B_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 5 6 12 15.70% IQILEGWK 202 209 48.4 28.9 26.0 2 0 0 986.5671
B_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 5 6 12 15.70% IQILEGWKK 202 210 34.8 26.4 16.1 2 0 0 1,114.6621
B_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 5 6 12 15.70% FGLSVGHHLGK 252 262 59.0 27.1 43.1 2 0 0 1,151.6321
C_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 3 3 5 11.70% ALIVLAHSER 6 15 58.5 25.0 54.1 2 0 0 1,108.6473
C_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 3 3 5 11.70% EGHLSPDIVAEQK 78 90 24.4 27.6 2.8 0 2 0 1,422.7225
C_09 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 3 3 5 11.70% IQILEGWKK 202 210 24.5 26.8 7.4 1 0 0 1,114.6621
D_14 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 2 2 3 9.49% LKDPANFQYPAESVLAYK 60 77 24.6 27.5 24.6 0 1 0 2,054.0594
D_14 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 2 2 3 9.49% IQILEGWK 202 209 30.1 28.9 8.5 2 0 0 986.5671
F_11 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 2 3 5 8.39% ALIVLAHSER 6 15 45.3 25.0 38.2 1 0 0 1,108.6473
F_11 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 2 3 5 8.39% EGHLSPDIVAEQK 78 90 55.2 27.7 39.3 2 2 0 1,422.7225
F_12 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 2 2 3 8.39% ALIVLAHSER 6 15 25.7 25.0 23.7 1 0 0 1,108.6473
F_12 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 2 2 3 8.39% EGHLSPDIVAEQK 78 90 28.1 27.6 3.6 0 2 0 1,422.7225
H_07 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 3 3 5 7.30% IQILEGWK 202 209 36.8 28.9 17.3 2 0 0 986.5671
H_07 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 3 3 5 7.30% IQILEGWKK 202 210 32.6 26.9 15.6 2 0 0 1,114.6621
H_07 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 3 3 5 7.30% FGLSVGHHLGK 252 262 36.1 27.1 23.4 1 0 0 1,151.6321
I_08 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 2 3 5 7.66% EGHLSPDIVAEQK 78 90 29.7 27.5 18.7 2 2 0 1,422.7225
I_08 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 2 3 5 7.66% IQILEGWK 202 209 28.8 28.9 8.5 1 0 0 986.5671
J_07 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 2 2 2 7.66% EGHLSPDIVAEQK 78 90 33.5 27.5 11.1 0 1 0 1,422.7225
J_07 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 2 2 2 7.66% IQILEGWK 202 209 47.9 29.1 20.8 1 0 0 986.5671
K_07 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 3 3 5 8.03% EGHLSPDIVAEQK 78 90 37.7 27.5 32.5 2 0 0 1,422.7225
K_07 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 3 3 5 8.03% IQILEGWK 202 209 35.0 28.9 11.9 2 0 0 986.5671



K_07 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 3 3 5 8.03% IQILEGWKK 202 210 28.8 26.6 12.3 1 0 0 1,114.6621
L_06 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 3 3 3 11.70% EGHLSPDIVAEQK 78 90 36.0 27.5 24.2 1 0 0 1,422.7225
L_06 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 3 3 3 11.70% IQILEGWK 202 209 25.2 29.1 3.4 1 0 0 986.5671
L_06 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 3 3 3 11.70% FGLSVGHHLGK 252 262 44.7 26.3 38.1 1 0 0 1,151.6321
Q_06 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 2 2 3 8.03% EGHLSPDIVAEQK 78 90 26.4 28.0 4.4 0 2 0 1,422.7225
Q_06 NAD(P)H dehydrogenase [quinone] 1 NQO1_HUMAN 30,869 2 2 3 8.03% IQILEGWKK 202 210 24.6 26.7 4.8 1 0 0 1,114.6621
A_17 Nuclear receptor‐binding protein NRBP_HUMAN 59,845 2 2 3 4.67% IGSVAPDTINNHVK 218 231 37.5 27.5 31.5 0 2 0 1,464.7806
A_17 Nuclear receptor‐binding protein NRBP_HUMAN 59,845 2 2 3 4.67% LTSLLEETLNK 507 517 50.8 27.5 39.7 1 0 0 1,260.7047
A_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 5.75% ENIVIQCEAK 62 71 24.5 28.0 21.3 1 0 0 1,203.6039
A_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 5.75% AETYEGVYQCTAR 114 126 54.0 25.0 52.3 2 0 0 1,547.6795
A_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 5.75% NALGAIHHTISVR 344 356 37.6 27.0 37.4 1 0 0 1,388.7757
A_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 5.75% KIDGDTIIFSNVQER 411 425 31.5 28.3 27.0 0 1 0 1,734.9023
A_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 5.75% DSTGTYTCVAR 518 528 37.9 25.0 31.7 2 0 0 1,230.5420
A_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 5.75% SLPSEASEQYLTK 730 742 49.0 27.0 28.2 2 0 0 1,452.7217
A_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 25 10.80% ENIVIQCEAK 62 71 31.7 28.0 22.0 1 0 0 1,203.6039
A_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 25 10.80% AETYEGVYQCTAR 114 126 73.8 25.0 61.4 2 2 0 1,547.6795
A_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 25 10.80% GAAVSNNIVVRPSR 130 143 26.6 26.4 16.7 2 0 0 1,439.8076
A_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 25 10.80% ERPPTFLTPEGNASNK 265 280 30.2 27.4 22.1 1 0 0 1,757.8818
A_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 25 10.80% NALGAIHHTISVR 344 356 65.3 26.9 62.4 2 1 0 1,388.7757
A_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 25 10.80% KIDGDTIIFSNVQER 411 425 105.0 27.8 100.0 2 2 0 1,734.9023
A_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 25 10.80% IDGDTIIFSNVQER 412 425 74.8 28.0 67.1 2 0 0 1,606.8073
A_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 25 10.80% DSTGTYTCVAR 518 528 29.3 25.0 26.0 1 0 0 1,230.5420
A_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 25 10.80% NEVHLEIK 536 543 36.5 26.4 18.4 2 0 0 981.5364
A_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 25 10.80% SVQLSWTPGDDNNSPITK 662 679 30.2 26.5 25.0 2 0 0 1,958.9456
A_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 25 10.80% LSPYVNYSFR 711 720 35.6 27.2 27.1 1 0 0 1,245.6261
A_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 25 10.80% SLPSEASEQYLTK 730 742 74.3 27.0 52.9 2 0 0 1,452.7217
A_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 11 6.21% GAAVSNNIVVRPSR 130 143 45.9 26.4 38.0 0 2 0 1,439.8076
A_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 11 6.21% KIDGDTIIFSNVQER 411 425 93.5 28.3 89.3 2 0 0 1,734.9023
A_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 11 6.21% DSTGTYTCVAR 518 528 63.7 25.0 57.3 2 0 0 1,230.5420
A_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 11 6.21% SVQLSWTPGDDNNSPITK 662 679 39.4 26.6 38.2 1 0 0 1,958.9456
A_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 11 6.21% LSPYVNYSFR 711 720 43.6 26.9 33.9 2 0 0 1,245.6261
A_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 11 6.21% SLPSEASEQYLTK 730 742 72.0 27.0 45.7 2 0 0 1,452.7217
A_25 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.07% GAAVSNNIVVRPSR 130 143 23.5 26.1 17.3 0 2 0 1,439.8076
A_25 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.07% SLPSEASEQYLTK 730 742 26.7 27.0 19.6 1 0 0 1,452.7217
B_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 3 5 2.76% AETYEGVYQCTAR 114 126 38.7 25.0 32.1 1 0 0 1,547.6795
B_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 3 5 2.76% LSPYVNYSFR 711 720 33.8 26.9 27.3 2 0 0 1,245.6261
B_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 3 5 2.76% SLPSEASEQYLTK 730 742 59.8 27.3 43.5 2 0 0 1,452.7217
B_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 11 12 23 9.82% ENIVIQCEAK 62 71 36.0 28.0 34.3 2 0 0 1,203.6039
B_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 11 12 23 9.82% GAAVSNNIVVRPSR 130 143 40.0 26.5 27.1 2 0 0 1,439.8076
B_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 11 12 23 9.82% ERPPTFLTPEGNASNK 265 280 32.1 27.5 23.3 2 0 0 1,757.8818
B_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 11 12 23 9.82% NALGAIHHTISVR 344 356 49.8 27.1 43.5 2 0 0 1,388.7757
B_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 11 12 23 9.82% KIDGDTIIFSNVQER 411 425 102.0 28.0 96.8 2 2 0 1,734.9023
B_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 11 12 23 9.82% IDGDTIIFSNVQER 412 425 62.1 27.9 59.3 2 0 0 1,606.8073
B_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 11 12 23 9.82% DSTGTYTCVAR 518 528 27.8 25.0 27.1 2 0 0 1,230.5420
B_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 11 12 23 9.82% NEVHLEIK 536 543 24.4 25.6 11.5 1 0 0 981.5364
B_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 11 12 23 9.82% SVQLSWTPGDDNNSPITK 662 679 24.3 26.4 17.8 2 0 0 1,958.9456
B_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 11 12 23 9.82% LSPYVNYSFR 711 720 33.4 27.2 24.9 2 0 0 1,245.6261
B_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 11 12 23 9.82% SLPSEASEQYLTK 730 742 74.2 27.0 49.1 2 0 0 1,452.7217
B_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% AETYEGVYQCTAR 114 126 63.6 25.0 55.4 2 0 0 1,547.6795
B_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% GAAVSNNIVVRPSR 130 143 39.3 26.4 29.8 0 2 0 1,439.8076
B_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% KIDGDTIIFSNVQER 411 425 107.0 28.0 98.4 2 2 0 1,734.9023
B_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% IDGDTIIFSNVQER 412 425 66.3 27.8 62.6 2 0 0 1,606.8073
B_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% SVQLSWTPGDDNNSPITK 662 679 52.5 26.4 38.8 1 0 0 1,958.9456
B_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% LSPYVNYSFR 711 720 45.8 27.2 37.2 2 0 0 1,245.6261
B_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% SLPSEASEQYLTK 730 742 73.3 27.0 52.0 2 0 0 1,452.7217
C_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 6 10 4.60% AETYEGVYQCTAR 114 126 41.1 25.0 38.7 2 0 0 1,547.6795
C_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 6 10 4.60% KIDGDTIIFSNVQER 411 425 62.7 28.2 57.1 2 2 0 1,734.9023
C_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 6 10 4.60% QPEYAVVQR 551 559 23.7 27.7 11.1 1 0 0 1,089.5687
C_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 6 10 4.60% LSPYVNYSFR 711 720 43.1 27.2 37.1 1 0 0 1,245.6261
C_22 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 6 10 4.60% SLPSEASEQYLTK 730 742 69.9 27.1 53.0 2 0 0 1,452.7217
C_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 16 30 11.20% ENIVIQCEAK 62 71 43.2 27.7 38.5 2 0 0 1,203.6039
C_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 16 30 11.20% AETYEGVYQCTAR 114 126 61.1 25.0 57.0 2 0 0 1,547.6795
C_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 16 30 11.20% GAAVSNNIVVRPSR 130 143 29.2 26.1 21.3 2 2 0 1,439.8076
C_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 16 30 11.20% ERPPTFLTPEGNASNK 265 280 51.0 27.5 42.7 1 0 0 1,757.8818
C_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 16 30 11.20% ERPPTFLTPEGNASNKEELR 265 284 37.4 27.5 29.9 0 2 0 2,285.1522
C_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 16 30 11.20% TLQIIHVSEADSGNYQCIAK 324 343 43.3 27.5 36.9 0 2 0 2,247.1076
C_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 16 30 11.20% NALGAIHHTISVR 344 356 70.2 27.0 63.0 2 2 0 1,388.7757
C_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 16 30 11.20% KIDGDTIIFSNVQER 411 425 71.3 28.2 60.6 2 2 0 1,734.9023
C_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 16 30 11.20% IDGDTIIFSNVQER 412 425 66.6 28.0 54.9 2 0 0 1,606.8073
C_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 16 30 11.20% SVQLSWTPGDDNNSPITK 662 679 41.8 26.5 37.7 2 1 0 1,958.9456
C_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 16 30 11.20% LSPYVNYSFR 711 720 27.8 26.7 21.4 2 0 0 1,245.6261
C_23 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 16 30 11.20% SLPSEASEQYLTK 730 742 67.3 27.0 46.0 2 0 0 1,452.7217
C_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 8 15 6.13% GAAVSNNIVVRPSR 130 143 38.3 26.8 24.9 2 1 0 1,439.8076
C_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 8 15 6.13% TLQIIHVSEADSGNYQCIAK 324 343 64.8 27.3 52.2 0 2 0 2,247.1076
C_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 8 15 6.13% KIDGDTIIFSNVQER 411 425 92.3 28.1 86.9 2 2 0 1,734.9023
C_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 8 15 6.13% IDGDTIIFSNVQER 412 425 61.7 28.0 52.6 2 0 0 1,606.8073
C_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 8 15 6.13% SVQLSWTPGDDNNSPITK 662 679 56.0 26.1 42.7 2 0 0 1,958.9456
C_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 8 15 6.13% SLPSEASEQYLTK 730 742 62.2 26.9 44.2 2 0 0 1,452.7217
C_25 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 6 11 5.21% GAAVSNNIVVRPSR 130 143 29.1 26.1 25.2 0 2 0 1,439.8076
C_25 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 6 11 5.21% KIDGDTIIFSNVQER 411 425 71.6 28.0 65.0 2 2 0 1,734.9023
C_25 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 6 11 5.21% LSPYVNYSFR 711 720 39.8 27.1 34.0 1 0 0 1,245.6261
C_25 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 6 11 5.21% SLPSEASEQYLTK 730 742 60.3 27.0 34.9 2 0 0 1,452.7217
C_25 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 6 11 5.21% VFNTPEGVPSAPSSLK 944 959 42.7 27.8 38.0 2 0 0 1,629.8483
D_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 27 11.00% ENIVIQCEAK 62 71 36.9 27.8 31.4 2 0 0 1,203.6039
D_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 27 11.00% AETYEGVYQCTAR 114 126 60.3 25.0 60.3 2 0 0 1,547.6795
D_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 27 11.00% GAAVSNNIVVRPSR 130 143 34.2 26.8 26.2 2 1 0 1,439.8076
D_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 27 11.00% ISWLTNGVPIEIAPDDPSR 392 410 24.5 27.7 16.8 0 1 0 2,080.0712
D_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 27 11.00% KIDGDTIIFSNVQER 411 425 66.8 28.2 64.6 2 2 0 1,734.9023
D_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 27 11.00% IDGDTIIFSNVQER 412 425 60.8 27.9 43.2 2 0 0 1,606.8073
D_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 27 11.00% NEVHLEIK 536 543 29.5 26.0 13.6 2 0 0 981.5364
D_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 27 11.00% SVQLSWTPGDDNNSPITK 662 679 49.1 25.9 41.3 2 1 0 1,958.9456
D_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 27 11.00% LSPYVNYSFR 711 720 39.3 26.9 27.5 2 0 0 1,245.6261
D_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 27 11.00% VMAVNSIGK 721 729 29.2 28.2 16.6 2 0 0 918.5077
D_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 27 11.00% SLPSEASEQYLTK 730 742 69.8 26.7 61.5 2 0 0 1,452.7217
D_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 12 15 27 11.00% YIVSGTPTFVPYLIK 806 820 81.9 26.3 70.0 2 0 0 1,697.9514
D_29 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 5 3.99% ENIVIQCEAK 62 71 27.4 27.5 25.6 1 0 0 1,203.6039
D_29 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 5 3.99% GAAVSNNIVVRPSR 130 143 23.9 26.8 18.8 0 1 0 1,439.8076
D_29 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 5 3.99% KIDGDTIIFSNVQER 411 425 41.8 27.9 33.8 0 1 0 1,734.9023
D_29 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 5 3.99% SLPSEASEQYLTK 730 742 47.4 26.7 37.7 2 0 0 1,452.7217
E_08 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 4 1.92% GEGPASPDRVFNTPEGVPSAPSSLK 935 959 32.7 26.7 26.6 0 2 0 2,496.2367
E_08 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 4 1.92% VFNTPEGVPSAPSSLK 944 959 58.9 28.0 51.1 2 0 0 1,629.8483
E_25 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.07% GAAVSNNIVVRPSR 130 143 19.0 26.1 17.4 0 1 0 1,439.8076
E_25 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.07% SLPSEASEQYLTK 730 742 31.9 26.7 26.0 2 0 0 1,452.7217
E_27 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 5 3.99% GAAVSNNIVVRPSR 130 143 26.2 26.1 14.3 0 1 0 1,439.8076
E_27 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 5 3.99% KIDGDTIIFSNVQER 411 425 31.0 28.3 19.5 0 1 0 1,734.9023
E_27 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 5 3.99% LSPYVNYSFR 711 720 21.1 26.9 12.7 1 0 0 1,245.6261
E_27 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 5 3.99% SLPSEASEQYLTK 730 742 28.6 26.7 25.5 2 0 0 1,452.7217
E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% ENIVIQCEAK 62 71 50.9 27.8 42.6 2 0 0 1,203.6039
E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% AETYEGVYQCTAR 114 126 61.8 25.0 61.8 2 2 0 1,547.6795
E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% GAAVSNNIVVRPSR 130 143 45.9 26.1 38.6 1 2 0 1,439.8076
E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% EDYICYAR 214 221 38.7 25.0 37.0 2 0 0 1,089.4670
E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% ERPPTFLTPEGNASNK 265 280 24.2 27.5 15.3 0 1 0 1,757.8818



E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% TLQIIHVSEADSGNYQCIAK 324 343 58.4 27.5 48.2 0 2 0 2,247.1076
E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% KIDGDTIIFSNVQER 411 425 68.7 28.3 64.2 2 1 0 1,734.9023
E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% IDGDTIIFSNVQER 412 425 63.2 27.8 52.0 2 0 0 1,606.8073
E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% NEVHLEIK 536 543 35.9 25.9 21.6 2 0 0 981.5364
E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% SVQLSWTPGDDNNSPITK 662 679 62.6 26.1 40.1 2 0 0 1,958.9456
E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% VMAVNSIGK 721 729 34.3 28.7 26.9 3 0 0 918.5077
E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% SLPSEASEQYLTK 730 742 73.2 26.7 62.5 2 2 0 1,452.7217
E_28 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 13 18 32 12.20% YIVSGTPTFVPYLIK 806 820 84.2 26.0 73.3 2 0 0 1,697.9514
E_29 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 5.44% ENIVIQCEAK 62 71 31.5 27.4 22.4 2 0 0 1,203.6039
E_29 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 5.44% KIDGDTIIFSNVQER 411 425 34.5 28.2 20.1 0 2 0 1,734.9023
E_29 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 5.44% NEVHLEIK 536 543 22.7 26.4 13.8 1 0 0 981.5364
E_29 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 5.44% LSPYVNYSFR 711 720 25.8 26.9 22.2 1 0 0 1,245.6261
E_29 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 5.44% SLPSEASEQYLTK 730 742 68.1 27.0 49.9 2 0 0 1,452.7217
E_29 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 5.44% YIVSGTPTFVPYLIK 806 820 38.7 26.1 32.1 1 0 0 1,697.9514
G_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 4 2.07% GAAVSNNIVVRPSR 130 143 41.0 26.1 27.0 0 2 0 1,439.8076
G_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 4 2.07% SLPSEASEQYLTK 730 742 36.1 27.4 22.0 2 0 0 1,452.7217
G_16 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.07% GAAVSNNIVVRPSR 130 143 35.0 26.1 30.6 0 1 0 1,439.8076
G_16 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.07% SLPSEASEQYLTK 730 742 45.4 27.4 37.2 2 0 0 1,452.7217
H_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.15% KIDGDTIIFSNVQER 411 425 40.8 28.0 21.5 0 2 0 1,734.9023
H_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.15% SLPSEASEQYLTK 730 742 60.6 27.3 36.3 1 0 0 1,452.7217
H_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 5 9 3.99% GAAVSNNIVVRPSR 130 143 43.7 26.5 29.0 1 0 0 1,439.8076
H_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 5 9 3.99% KIDGDTIIFSNVQER 411 425 60.6 28.0 51.6 2 2 0 1,734.9023
H_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 5 9 3.99% LSPYVNYSFR 711 720 47.9 27.2 39.8 2 0 0 1,245.6261
H_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 5 9 3.99% SLPSEASEQYLTK 730 742 65.0 27.0 42.1 2 0 0 1,452.7217
H_21 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.07% GAAVSNNIVVRPSR 130 143 16.6 26.4 11.3 0 1 0 1,439.8076
H_21 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.07% SLPSEASEQYLTK 730 742 57.0 27.3 44.3 2 0 0 1,452.7217
H_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 2 2.07% GAAVSNNIVVRPSR 130 143 30.2 26.5 20.1 0 1 0 1,439.8076
H_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 2 2.07% SLPSEASEQYLTK 730 742 47.4 27.0 36.1 1 0 0 1,452.7217
I_18 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 4 2.15% KIDGDTIIFSNVQER 411 425 23.6 28.0 15.1 0 2 0 1,734.9023
I_18 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 4 2.15% SLPSEASEQYLTK 730 742 47.5 27.3 34.2 2 0 0 1,452.7217
I_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 4 7 2.91% KIDGDTIIFSNVQER 411 425 62.9 28.2 56.0 1 2 0 1,734.9023
I_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 4 7 2.91% LSPYVNYSFR 711 720 34.8 27.2 30.3 2 0 0 1,245.6261
I_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 4 7 2.91% SLPSEASEQYLTK 730 742 68.7 27.0 50.3 2 0 0 1,452.7217
I_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 9 14 6.60% GAAVSNNIVVRPSR 130 143 16.9 26.3 2.5 0 1 0 1,439.8076
I_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 9 14 6.60% KIDGDTIIFSNVQER 411 425 70.9 28.0 64.2 2 2 0 1,734.9023
I_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 9 14 6.60% IDGDTIIFSNVQER 412 425 60.0 27.9 54.6 2 0 0 1,606.8073
I_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 9 14 6.60% SVQLSWTPGDDNNSPITK 662 679 28.5 26.6 23.6 1 0 0 1,958.9456
I_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 9 14 6.60% LSPYVNYSFR 711 720 47.6 27.2 38.5 2 0 0 1,245.6261
I_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 9 14 6.60% SLPSEASEQYLTK 730 742 65.9 27.0 45.0 2 1 0 1,452.7217
I_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 9 14 6.60% VFNTPEGVPSAPSSLK 944 959 37.9 27.7 37.8 1 0 0 1,629.8483
J_07 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 4 2.30% GAAVSNNIVVRPSR 130 143 29.6 26.1 17.3 0 2 0 1,439.8076
J_07 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 4 2.30% VFNTPEGVPSAPSSLK 944 959 84.4 27.9 70.7 2 0 0 1,629.8483
J_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 9 3.91% NALGAIHHTISVR 344 356 27.9 27.5 17.1 0 1 0 1,388.7757
J_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 9 3.91% KIDGDTIIFSNVQER 411 425 52.5 27.9 40.9 0 2 0 1,734.9023
J_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 9 3.91% IDGDTIIFSNVQER 412 425 43.6 27.9 33.7 2 0 0 1,606.8073
J_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 9 3.91% LSPYVNYSFR 711 720 39.3 26.6 26.2 2 0 0 1,245.6261
J_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 9 3.91% SLPSEASEQYLTK 730 742 66.1 27.4 44.1 2 0 0 1,452.7217
J_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 3 5 2.84% GAAVSNNIVVRPSR 130 143 24.4 25.7 21.2 1 0 0 1,439.8076
J_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 3 5 2.84% LSPYVNYSFR 711 720 30.2 27.3 20.8 2 0 0 1,245.6261
J_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 3 5 2.84% SLPSEASEQYLTK 730 742 77.3 27.4 56.9 2 0 0 1,452.7217
K_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 17 7.67% GKPPPSFSWTR 72 82 28.9 27.9 20.4 1 0 0 1,259.6532
K_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 17 7.67% ERPPTFLTPEGNASNK 265 280 20.4 27.6 18.0 0 1 0 1,757.8818
K_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 17 7.67% ERPPTFLTPEGNASNKEELR 265 284 19.6 27.4 18.1 0 1 0 2,285.1522
K_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 17 7.67% NALGAIHHTISVR 344 356 18.9 27.2 13.4 0 1 0 1,388.7757
K_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 17 7.67% KIDGDTIIFSNVQER 411 425 106.0 28.0 95.3 2 2 0 1,734.9023
K_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 17 7.67% IDGDTIIFSNVQER 412 425 60.7 27.9 55.6 2 0 0 1,606.8073
K_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 17 7.67% SVQLSWTPGDDNNSPITK 662 679 51.4 26.6 45.0 2 0 0 1,958.9456
K_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 17 7.67% LSPYVNYSFR 711 720 44.0 27.0 37.0 2 0 0 1,245.6261
K_19 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 17 7.67% SLPSEASEQYLTK 730 742 70.1 27.3 49.4 2 1 0 1,452.7217
K_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 6 10 3.91% NALGAIHHTISVR 344 356 27.6 27.7 22.6 1 1 0 1,388.7757
K_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 6 10 3.91% KIDGDTIIFSNVQER 411 425 80.1 27.9 75.0 2 2 0 1,734.9023
K_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 6 10 3.91% LSPYVNYSFR 711 720 55.3 27.0 41.4 2 0 0 1,245.6261
K_20 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 6 10 3.91% SLPSEASEQYLTK 730 742 85.3 27.2 61.7 2 0 0 1,452.7217
K_21 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 8 4.14% KIDGDTIIFSNVQER 411 425 33.0 28.2 21.9 0 2 0 1,734.9023
K_21 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 8 4.14% LSPYVNYSFR 711 720 36.3 26.9 27.5 2 0 0 1,245.6261
K_21 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 8 4.14% SLPSEASEQYLTK 730 742 63.7 27.3 45.4 2 0 0 1,452.7217
K_21 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 8 4.14% VFNTPEGVPSAPSSLK 944 959 67.3 27.7 61.0 2 0 0 1,629.8483
K_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.07% GAAVSNNIVVRPSR 130 143 22.3 25.9 12.5 0 1 0 1,439.8076
K_24 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.07% SLPSEASEQYLTK 730 742 73.3 27.0 46.5 2 0 0 1,452.7217
L_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 4 1.99% AETYEGVYQCTAR 114 126 61.1 25.0 57.3 2 0 0 1,547.6795
L_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 4 1.99% SLPSEASEQYLTK 730 742 54.5 27.2 33.8 2 0 0 1,452.7217
L_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 14 6.44% ENIVIQCEAK 62 71 40.0 28.0 35.0 2 0 0 1,203.6039
L_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 14 6.44% AETYEGVYQCTAR 114 126 77.2 25.0 67.5 2 0 0 1,547.6795
L_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 14 6.44% GAAVSNNIVVRPSR 130 143 24.6 26.1 17.3 0 1 0 1,439.8076
L_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 14 6.44% KIDGDTIIFSNVQER 411 425 70.2 27.9 67.1 2 2 0 1,734.9023
L_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 14 6.44% LSPYVNYSFR 711 720 49.0 27.0 40.0 2 0 0 1,245.6261
L_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 14 6.44% VMAVNSIGK 721 729 27.8 28.6 20.4 1 0 0 934.5027
L_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 14 6.44% SLPSEASEQYLTK 730 742 65.8 27.4 49.3 2 0 0 1,452.7217
L_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 7 3.83% ENIVIQCEAK 62 71 27.8 27.3 24.4 2 0 0 1,203.6039
L_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 7 3.83% AETYEGVYQCTAR 114 126 67.9 25.0 54.8 2 0 0 1,547.6795
L_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 7 3.83% GAAVSNNIVVRPSR 130 143 19.0 26.1 13.1 0 1 0 1,439.8076
L_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 4 4 7 3.83% SLPSEASEQYLTK 730 742 66.4 27.4 44.8 2 0 0 1,452.7217
M_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 8 13 7.82% ENIVIQCEAK 62 71 44.6 27.8 39.3 2 0 0 1,203.6039
M_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 8 13 7.82% AETYEGVYQCTAR 114 126 49.7 25.0 41.6 2 0 0 1,547.6795
M_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 8 13 7.82% GAAVSNNIVVRPSR 130 143 20.1 25.9 16.3 0 1 0 1,439.8076
M_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 8 13 7.82% KIDGDTIIFSNVQER 411 425 39.4 28.1 30.0 0 2 0 1,734.9023
M_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 8 13 7.82% SVQLSWTPGDDNNSPITK 662 679 31.6 26.6 25.9 1 0 0 1,958.9456
M_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 8 13 7.82% LSPYVNYSFR 711 720 43.9 27.0 34.0 2 0 0 1,245.6261
M_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 8 13 7.82% VMAVNSIGK 721 729 34.4 28.5 23.8 1 0 0 934.5027
M_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 8 13 7.82% SLPSEASEQYLTK 730 742 63.5 27.2 44.0 2 0 0 1,452.7217
M_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 16 8.36% ENIVIQCEAK 62 71 43.4 28.0 33.3 2 0 0 1,203.6039
M_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 16 8.36% AETYEGVYQCTAR 114 126 44.9 25.0 40.7 0 1 0 1,547.6795
M_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 16 8.36% GAAVSNNIVVRPSR 130 143 29.0 26.1 19.4 1 0 0 1,439.8076
M_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 16 8.36% KIDGDTIIFSNVQER 411 425 74.2 27.9 70.0 2 2 0 1,734.9023
M_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 16 8.36% GSMVSFECK 560 568 26.4 25.0 22.3 1 0 0 1,060.4438
M_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 16 8.36% LSPYVNYSFR 711 720 49.2 26.9 42.1 2 0 0 1,245.6261
M_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 16 8.36% VMAVNSIGK 721 729 32.5 28.5 21.1 1 0 0 934.5027
M_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 16 8.36% SLPSEASEQYLTK 730 742 59.8 27.3 34.7 2 0 0 1,452.7217
M_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 16 8.36% VFNTPEGVPSAPSSLK 944 959 42.6 27.8 38.1 2 0 0 1,629.8483
M_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 7 4.60% ENIVIQCEAK 62 71 33.1 28.0 33.1 1 0 0 1,203.6039
M_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 7 4.60% AETYEGVYQCTAR 114 126 57.4 25.0 56.6 2 0 0 1,547.6795
M_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 7 4.60% KIDGDTIIFSNVQER 411 425 68.2 28.0 66.8 1 0 0 1,734.9023
M_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 7 4.60% VMAVNSIGK 721 729 26.3 28.8 21.5 1 0 0 934.5027
M_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 7 4.60% SLPSEASEQYLTK 730 742 62.7 27.3 38.8 2 0 0 1,452.7217
N_05 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.30% GAAVSNNIVVRPSR 130 143 33.1 26.1 32.4 0 1 0 1,439.8076
N_05 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 3 2.30% VFNTPEGVPSAPSSLK 944 959 65.1 27.9 59.7 2 0 0 1,629.8483
N_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% AETYEGVYQCTAR 114 126 68.4 25.0 46.9 2 0 0 1,547.6795
N_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% GAAVSNNIVVRPSR 130 143 30.6 25.7 26.2 0 2 0 1,439.8076
N_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% KIDGDTIIFSNVQER 411 425 72.7 28.1 68.1 2 2 0 1,734.9023
N_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% GSMVSFECK 560 568 28.7 25.0 20.2 1 0 0 1,060.4438
N_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% LSPYVNYSFR 711 720 43.5 27.3 35.6 2 0 0 1,245.6261
N_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% VMAVNSIGK 721 729 37.5 28.6 27.7 2 0 0 934.5027



N_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.37% SLPSEASEQYLTK 730 742 68.6 27.4 50.4 2 0 0 1,452.7217
N_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 7 12 5.75% ENIVIQCEAK 62 71 56.1 28.0 47.7 2 0 0 1,203.6039
N_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 7 12 5.75% GAAVSNNIVVRPSR 130 143 42.7 26.1 35.7 0 2 0 1,439.8076
N_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 7 12 5.75% NALGAIHHTISVR 344 356 18.9 27.5 9.8 0 1 0 1,388.7757
N_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 7 12 5.75% KIDGDTIIFSNVQER 411 425 36.5 27.7 29.9 1 2 0 1,734.9023
N_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 7 12 5.75% LSPYVNYSFR 711 720 40.7 27.4 34.6 2 0 0 1,245.6261
N_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 7 12 5.75% SLPSEASEQYLTK 730 742 67.2 27.4 43.2 2 0 0 1,452.7217
N_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 16 6.44% ENIVIQCEAK 62 71 33.5 27.3 33.5 2 0 0 1,203.6039
N_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 16 6.44% AETYEGVYQCTAR 114 126 77.6 25.0 73.8 2 0 0 1,547.6795
N_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 16 6.44% GAAVSNNIVVRPSR 130 143 26.7 26.1 24.9 0 2 0 1,439.8076
N_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 16 6.44% KIDGDTIIFSNVQER 411 425 63.4 28.1 63.0 2 2 0 1,734.9023
N_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 16 6.44% LSPYVNYSFR 711 720 43.7 27.3 32.2 2 0 0 1,245.6261
N_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 16 6.44% VMAVNSIGK 721 729 38.9 28.6 30.0 2 0 0 934.5027
N_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 16 6.44% SLPSEASEQYLTK 730 742 67.2 27.4 52.8 2 0 0 1,452.7217
O_05 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 4 2.30% GAAVSNNIVVRPSR 130 143 23.5 26.2 23.0 0 2 0 1,439.8076
O_05 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 2 2 4 2.30% VFNTPEGVPSAPSSLK 944 959 58.6 27.8 52.3 2 0 0 1,629.8483
O_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 8 5.29% AETYEGVYQCTAR 114 126 62.7 25.0 54.9 2 0 0 1,547.6795
O_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 8 5.29% KIDGDTIIFSNVQER 411 425 27.3 27.7 22.5 0 1 0 1,734.9023
O_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 8 5.29% SVQLSWTPGDDNNSPITK 662 679 39.4 26.7 35.4 1 0 0 1,958.9456
O_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 8 5.29% LSPYVNYSFR 711 720 27.2 27.0 18.0 2 0 0 1,245.6261
O_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 5 5 8 5.29% SLPSEASEQYLTK 730 742 60.3 27.4 40.8 2 0 0 1,452.7217
O_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 6.37% AETYEGVYQCTAR 114 126 45.0 25.0 41.6 2 0 0 1,547.6795
O_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 6.37% GAAVSNNIVVRPSR 130 143 34.8 26.4 21.6 0 1 0 1,439.8076
O_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 6.37% KIDGDTIIFSNVQER 411 425 37.2 28.0 27.5 0 2 0 1,734.9023
O_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 6.37% SVQLSWTPGDDNNSPITK 662 679 63.6 26.9 51.8 2 0 0 1,958.9456
O_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 6.37% LSPYVNYSFR 711 720 18.8 27.0 6.4 1 0 0 1,245.6261
O_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 9 6.37% SLPSEASEQYLTK 730 742 69.2 27.4 44.8 1 0 0 1,452.7217
O_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 3 5 3.07% AETYEGVYQCTAR 114 126 42.9 25.0 42.9 2 0 0 1,547.6795
O_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 3 5 3.07% GAAVSNNIVVRPSR 130 143 25.7 26.0 19.4 0 1 0 1,439.8076
O_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 3 5 3.07% SLPSEASEQYLTK 730 742 57.0 27.4 42.2 2 0 0 1,452.7217
P_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 9 17 7.75% AETYEGVYQCTAR 114 126 81.5 25.0 64.4 2 0 0 1,547.6795
P_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 9 17 7.75% GAAVSNNIVVRPSR 130 143 31.2 25.6 26.2 0 2 0 1,439.8076
P_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 9 17 7.75% KIDGDTIIFSNVQER 411 425 79.5 28.0 79.5 2 2 0 1,734.9023
P_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 9 17 7.75% GSMVSFECK 560 568 21.8 25.0 11.2 1 0 0 1,060.4438
P_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 9 17 7.75% SVQLSWTPGDDNNSPITK 662 679 48.8 26.8 40.9 2 0 0 1,958.9456
P_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 9 17 7.75% LSPYVNYSFR 711 720 59.0 27.5 48.4 2 0 0 1,245.6261
P_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 9 17 7.75% VMAVNSIGK 721 729 31.1 27.9 21.0 2 0 0 934.5027
P_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 8 9 17 7.75% SLPSEASEQYLTK 730 742 72.5 27.4 47.9 2 0 0 1,452.7217
P_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.44% ENIVIQCEAK 62 71 47.0 27.3 39.8 2 0 0 1,203.6039
P_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.44% AETYEGVYQCTAR 114 126 65.5 25.0 50.7 2 0 0 1,547.6795
P_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.44% GAAVSNNIVVRPSR 130 143 46.5 26.0 41.2 0 2 0 1,439.8076
P_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.44% KIDGDTIIFSNVQER 411 425 85.1 28.1 84.9 2 2 0 1,734.9023
P_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.44% LSPYVNYSFR 711 720 52.0 27.4 40.9 2 0 0 1,245.6261
P_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.44% VMAVNSIGK 721 729 27.7 28.6 18.5 1 0 0 934.5027
P_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 7 8 15 6.44% SLPSEASEQYLTK 730 742 75.6 27.4 55.4 2 0 0 1,452.7217
P_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 3 5 2.76% ENIVIQCEAK 62 71 26.4 27.3 24.5 1 0 0 1,203.6039
P_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 3 5 2.76% AETYEGVYQCTAR 114 126 56.2 25.0 46.7 2 0 0 1,547.6795
P_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 3 3 5 2.76% SLPSEASEQYLTK 730 742 57.0 27.4 40.9 2 0 0 1,452.7217
Q_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 19 8.82% ENIVIQCEAK 62 71 48.8 28.4 42.1 2 0 0 1,203.6039
Q_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 19 8.82% AETYEGVYQCTAR 114 126 75.4 25.0 67.5 2 1 0 1,547.6795
Q_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 19 8.82% GAAVSNNIVVRPSR 130 143 31.5 26.2 28.1 0 2 0 1,439.8076
Q_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 19 8.82% NALGAIHHTISVR 344 356 19.8 26.8 8.7 0 1 0 1,388.7757
Q_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 19 8.82% KIDGDTIIFSNVQER 411 425 60.2 27.9 57.9 2 2 0 1,734.9023
Q_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 19 8.82% SVQLSWTPGDDNNSPITK 662 679 55.6 26.9 51.4 2 0 0 1,958.9456
Q_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 19 8.82% LSPYVNYSFR 711 720 45.1 27.0 35.8 2 0 0 1,245.6261
Q_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 19 8.82% VMAVNSIGK 721 729 30.7 28.6 19.1 1 0 0 934.5027
Q_13 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 11 19 8.82% SLPSEASEQYLTK 730 742 61.3 27.4 45.7 2 0 0 1,452.7217
Q_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 14 8.97% AETYEGVYQCTAR 114 126 74.8 25.0 69.0 2 0 0 1,547.6795
Q_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 14 8.97% GAAVSNNIVVRPSR 130 143 44.4 26.0 34.2 0 1 0 1,439.8076
Q_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 14 8.97% KIDGDTIIFSNVQER 411 425 54.9 28.1 52.4 1 1 0 1,734.9023
Q_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 14 8.97% GSMVSFECK 560 568 20.1 25.0 14.1 1 0 0 1,060.4438
Q_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 14 8.97% SVQLSWTPGDDNNSPITK 662 679 59.9 26.7 52.1 2 0 0 1,958.9456
Q_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 14 8.97% LSPYVNYSFR 711 720 63.9 27.5 52.9 2 0 0 1,245.6261
Q_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 14 8.97% VMAVNSIGK 721 729 36.5 28.6 26.3 1 0 0 934.5027
Q_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 14 8.97% SLPSEASEQYLTK 730 742 65.9 27.4 48.6 2 0 0 1,452.7217
Q_14 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 9 10 14 8.97% VFNTPEGVPSAPSSLK 944 959 43.3 28.0 41.6 1 0 0 1,629.8483
Q_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 12 5.29% ENIVIQCEAK 62 71 39.7 28.0 34.6 2 0 0 1,203.6039
Q_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 12 5.29% AETYEGVYQCTAR 114 126 68.2 25.0 62.7 2 0 0 1,547.6795
Q_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 12 5.29% GAAVSNNIVVRPSR 130 143 28.8 26.1 22.8 0 2 0 1,439.8076
Q_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 12 5.29% LSPYVNYSFR 711 720 43.2 27.5 32.5 2 0 0 1,245.6261
Q_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 12 5.29% VMAVNSIGK 721 729 26.8 28.6 25.1 2 0 0 934.5027
Q_15 Neuronal cell adhesion molecule NRCAM_HUMAN 143,891 6 6 12 5.29% SLPSEASEQYLTK 730 742 66.1 27.4 44.1 2 0 0 1,452.7217
A_23 Nardilysin NRDC_HUMAN 131,576 3 3 4 2.61% TVFQFDVQR 271 279 34.4 27.2 24.8 1 0 0 1,139.5844
A_23 Nardilysin NRDC_HUMAN 131,576 3 3 4 2.61% ANLVLLSGANEGK 606 618 47.0 27.6 45.6 2 0 0 1,285.7111
A_23 Nardilysin NRDC_HUMAN 131,576 3 3 4 2.61% LLILEYAR 817 824 24.6 25.0 7.5 1 0 0 990.5983
A_24 Nardilysin NRDC_HUMAN 131,576 2 2 4 1.83% ANLVLLSGANEGK 606 618 65.2 27.6 61.3 2 0 0 1,285.7111
A_24 Nardilysin NRDC_HUMAN 131,576 2 2 4 1.83% LLILEYAR 817 824 36.3 25.0 28.9 2 0 0 990.5983
B_24 Nardilysin NRDC_HUMAN 131,576 5 5 7 4.17% TVFQFDVQR 271 279 35.6 27.3 22.1 2 0 0 1,139.5844
B_24 Nardilysin NRDC_HUMAN 131,576 5 5 7 4.17% ANLVLLSGANEGK 606 618 55.1 27.6 51.8 1 0 0 1,285.7111
B_24 Nardilysin NRDC_HUMAN 131,576 5 5 7 4.17% FHLISPLIQK 707 716 24.0 25.0 9.3 1 0 0 1,195.7199
B_24 Nardilysin NRDC_HUMAN 131,576 5 5 7 4.17% LLILEYAR 817 824 40.6 25.0 36.3 1 0 0 990.5983
B_24 Nardilysin NRDC_HUMAN 131,576 5 5 7 4.17% SDLVNWFK 1065 1072 35.1 27.5 15.7 2 0 0 1,008.5149
N_08 Pro‐neuregulin‐1, membrane‐bound isoform NRG1_HUMAN 70,392 2 2 4 3.59% CETSSEYSSLR 57 67 25.2 25.0 18.7 2 0 0 1,318.5579
N_08 Pro‐neuregulin‐1, membrane‐bound isoform NRG1_HUMAN 70,392 2 2 4 3.59% ASLADSGEYMCK 102 113 44.6 25.0 44.6 2 0 0 1,347.5556
A_20 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 79.7 27.0 61.8 2 0 0 1,278.7053
A_20 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 71.4 25.0 65.1 2 0 0 1,655.7296
A_21 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 82.0 26.9 60.8 2 0 0 1,278.7053
A_21 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 53.2 25.0 50.7 2 0 0 1,655.7296
A_22 Neuropilin‐1 NRP1_HUMAN 103,137 3 3 5 4.33% FVTAVGTQGAISK 335 347 77.8 27.0 63.7 2 0 0 1,278.7053
A_22 Neuropilin‐1 NRP1_HUMAN 103,137 3 3 5 4.33% IKPATWETGISMR 406 418 18.4 28.2 9.9 0 1 0 1,505.7783
A_22 Neuropilin‐1 NRP1_HUMAN 103,137 3 3 5 4.33% SFEGNNNYDTPELR 539 552 67.4 25.0 63.8 2 0 0 1,655.7296
B_20 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 3 2.93% FVTAVGTQGAISK 335 347 77.5 26.7 58.9 2 0 0 1,278.7053
B_20 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 3 2.93% SFEGNNNYDTPELR 539 552 50.0 25.0 45.2 1 0 0 1,655.7296
B_21 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 77.8 26.9 62.0 2 0 0 1,278.7053
B_21 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 52.8 25.0 51.1 2 0 0 1,655.7296
B_22 Neuropilin‐1 NRP1_HUMAN 103,137 3 3 5 4.33% FVTAVGTQGAISK 335 347 80.1 26.6 55.3 2 0 0 1,278.7053
B_22 Neuropilin‐1 NRP1_HUMAN 103,137 3 3 5 4.33% IKPATWETGISMR 406 418 25.6 28.2 15.9 0 1 0 1,505.7783
B_22 Neuropilin‐1 NRP1_HUMAN 103,137 3 3 5 4.33% SFEGNNNYDTPELR 539 552 56.8 25.0 56.8 2 0 0 1,655.7296
B_23 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 81.7 27.0 63.1 2 0 0 1,278.7053
B_23 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 46.6 25.0 40.3 2 0 0 1,655.7296
C_20 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 81.6 27.0 59.3 2 0 0 1,278.7053
C_20 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 58.6 25.0 53.8 2 0 0 1,655.7296
C_21 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 92.0 26.8 72.6 2 0 0 1,278.7053
C_21 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 51.4 25.0 51.1 2 0 0 1,655.7296
C_22 Neuropilin‐1 NRP1_HUMAN 103,137 4 4 6 5.53% FVTAVGTQGAISK 335 347 101.0 26.9 83.0 2 0 0 1,278.7053
C_22 Neuropilin‐1 NRP1_HUMAN 103,137 4 4 6 5.53% IKPATWETGISMR 406 418 27.9 28.3 24.7 0 1 0 1,505.7783
C_22 Neuropilin‐1 NRP1_HUMAN 103,137 4 4 6 5.53% IGYSNNGSDWK 517 527 20.9 25.0 14.1 1 0 0 1,240.5593
C_22 Neuropilin‐1 NRP1_HUMAN 103,137 4 4 6 5.53% SFEGNNNYDTPELR 539 552 80.8 25.0 80.7 2 0 0 1,655.7296
C_23 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 87.8 26.8 68.5 2 0 0 1,278.7053
C_23 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 54.9 25.0 53.1 2 0 0 1,655.7296
H_16 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 49.5 27.0 30.6 2 0 0 1,278.7053
H_16 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 56.7 25.0 56.7 2 0 0 1,655.7296



H_19 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 99.0 27.0 81.2 2 0 0 1,278.7053
H_19 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 60.3 25.0 60.3 2 0 0 1,655.7296
H_20 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 74.8 26.8 57.8 2 0 0 1,278.7053
H_20 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 50.0 25.0 50.0 2 0 0 1,655.7296
I_16 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 83.8 26.8 62.9 2 0 0 1,278.7053
I_16 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 74.8 25.0 71.4 2 0 0 1,655.7296
I_17 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 78.0 26.6 61.8 2 0 0 1,278.7053
I_17 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 57.2 25.0 57.2 2 0 0 1,655.7296
I_18 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 76.6 27.0 58.5 2 0 0 1,278.7053
I_18 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 63.3 25.0 63.3 2 0 0 1,655.7296
I_19 Neuropilin‐1 NRP1_HUMAN 103,137 3 3 6 5.42% FVTAVGTQGAISK 335 347 82.3 27.0 60.8 2 0 0 1,278.7053
I_19 Neuropilin‐1 NRP1_HUMAN 103,137 3 3 6 5.42% SFEGNNNYDTPELR 539 552 66.8 25.0 61.5 2 0 0 1,655.7296
I_19 Neuropilin‐1 NRP1_HUMAN 103,137 3 3 6 5.42% TGPIQDHTGDGNFIYSQADENQK 680 702 39.8 25.0 39.8 0 2 0 2,535.1386
I_24 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 3 2.93% FVTAVGTQGAISK 335 347 38.1 26.6 32.9 2 0 0 1,278.7053
I_24 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 3 2.93% SFEGNNNYDTPELR 539 552 37.0 25.0 37.0 1 0 0 1,655.7296
J_16 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 78.8 26.6 55.8 2 0 0 1,278.7053
J_16 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 46.0 25.0 46.0 2 0 0 1,655.7296
J_17 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 65.6 26.5 55.6 2 0 0 1,278.7053
J_17 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 67.7 25.0 62.8 2 0 0 1,655.7296
J_18 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 3 2.93% FVTAVGTQGAISK 335 347 17.7 26.5 13.4 1 0 0 1,278.7053
J_18 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 3 2.93% SFEGNNNYDTPELR 539 552 52.7 25.0 52.7 2 0 0 1,655.7296
J_21 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 80.1 26.6 60.4 2 0 0 1,278.7053
J_21 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 60.0 25.0 53.9 2 0 0 1,655.7296
J_24 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 27.8 26.6 18.7 2 0 0 1,278.7053
J_24 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 61.1 25.0 56.0 2 0 0 1,655.7296
K_16 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 3 2.93% FVTAVGTQGAISK 335 347 75.5 26.6 61.2 2 0 0 1,278.7053
K_16 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 3 2.93% SFEGNNNYDTPELR 539 552 35.1 25.0 31.3 1 0 0 1,655.7296
K_17 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 76.7 26.6 59.2 2 0 0 1,278.7053
K_17 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 45.7 25.0 33.3 2 0 0 1,655.7296
K_18 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 92.8 26.6 74.3 2 0 0 1,278.7053
K_18 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 65.8 25.0 57.1 2 0 0 1,655.7296
K_19 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 90.2 26.6 72.2 2 0 0 1,278.7053
K_19 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 79.8 25.0 77.2 2 0 0 1,655.7296
N_13 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 3 2.93% FVTAVGTQGAISK 335 347 57.0 26.6 41.4 2 0 0 1,278.7053
N_13 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 3 2.93% SFEGNNNYDTPELR 539 552 30.4 25.0 29.7 1 0 0 1,655.7296
N_15 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% FVTAVGTQGAISK 335 347 77.4 26.6 58.7 2 0 0 1,278.7053
N_15 Neuropilin‐1 NRP1_HUMAN 103,137 2 2 4 2.93% SFEGNNNYDTPELR 539 552 57.3 25.0 56.7 2 0 0 1,655.7296
A_21 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.37% IANEQISASSTYSDGR 288 303 78.6 25.3 78.6 2 0 0 1,698.7929
A_21 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.37% DWEYIQDPR 534 542 25.2 25.0 21.8 2 0 0 1,221.5536
A_21 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.37% SPVCMEFQYQATGGR 712 726 71.8 25.0 71.8 1 0 0 1,746.7575
A_21 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.37% SGEIAIDDIR 781 790 47.6 27.7 31.5 2 0 0 1,088.5584
A_22 Neuropilin‐2 NRP2_HUMAN 104,861 6 7 11 7.30% IANEQISASSTYSDGR 288 303 62.9 25.3 62.9 2 0 0 1,698.7929
A_22 Neuropilin‐2 NRP2_HUMAN 104,861 6 7 11 7.30% EYLQVDLR 327 334 39.3 27.9 20.2 1 0 0 1,035.5470
A_22 Neuropilin‐2 NRP2_HUMAN 104,861 6 7 11 7.30% GGDSITAVEAR 508 518 27.6 27.7 16.0 1 0 0 1,075.5379
A_22 Neuropilin‐2 NRP2_HUMAN 104,861 6 7 11 7.30% DWEYIQDPR 534 542 33.5 25.0 29.7 2 0 0 1,221.5536
A_22 Neuropilin‐2 NRP2_HUMAN 104,861 6 7 11 7.30% WSPAGIGMR 578 586 28.9 27.1 12.1 2 0 0 990.4827
A_22 Neuropilin‐2 NRP2_HUMAN 104,861 6 7 11 7.30% SPVCMEFQYQATGGR 712 726 66.7 25.0 66.7 2 1 0 1,746.7575
B_21 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 2.69% IANEQISASSTYSDGR 288 303 62.3 25.3 62.3 2 0 0 1,698.7929
B_21 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 2.69% DWEYIQDPR 534 542 27.3 25.0 27.3 2 0 0 1,221.5536
B_22 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 9.02% YDFIEIR 85 91 50.6 25.1 34.3 2 0 0 955.4884
B_22 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 9.02% IANEQISASSTYSDGR 288 303 77.0 25.5 73.4 2 0 0 1,698.7929
B_22 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 9.02% LHGDDNGWTPNLDSNK 311 326 16.7 25.0 15.0 0 1 0 1,782.8044
B_22 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 9.02% GGDSITAVEAR 508 518 57.1 27.8 38.0 1 0 0 1,075.5379
B_22 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 9.02% DWEYIQDPR 534 542 39.7 25.0 37.7 2 0 0 1,221.5536
B_22 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 9.02% SPVCMEFQYQATGGR 712 726 84.7 25.0 84.7 2 0 0 1,746.7575
B_22 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 9.02% SGEIAIDDIR 781 790 54.6 27.4 44.2 1 0 0 1,088.5584
C_21 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.59% IANEQISASSTYSDGR 288 303 73.3 25.3 73.3 2 0 0 1,698.7929
C_21 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.59% GGDSITAVEAR 508 518 31.0 27.1 18.1 1 0 0 1,075.5379
C_21 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.59% SPVCMEFQYQATGGR 712 726 78.0 25.0 70.0 2 0 0 1,746.7575
C_21 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.59% SGEIAIDDIR 781 790 48.5 27.4 38.7 2 0 0 1,088.5584
C_22 Neuropilin‐2 NRP2_HUMAN 104,861 9 10 17 11.80% DGDSESADLLGK 92 103 65.1 25.0 54.8 2 0 0 1,206.5487
C_22 Neuropilin‐2 NRP2_HUMAN 104,861 9 10 17 11.80% IANEQISASSTYSDGR 288 303 77.8 25.6 75.0 2 0 0 1,698.7929
C_22 Neuropilin‐2 NRP2_HUMAN 104,861 9 10 17 11.80% IRPQTWHSGIALR 409 421 23.7 26.0 20.4 0 1 0 1,534.8602
C_22 Neuropilin‐2 NRP2_HUMAN 104,861 9 10 17 11.80% GGDSITAVEAR 508 518 29.1 27.4 18.0 1 0 0 1,075.5379
C_22 Neuropilin‐2 NRP2_HUMAN 104,861 9 10 17 11.80% DWEYIQDPR 534 542 37.2 25.0 35.5 2 0 0 1,221.5536
C_22 Neuropilin‐2 NRP2_HUMAN 104,861 9 10 17 11.80% LFEGNMHYDTPDIR 548 561 23.0 25.0 21.7 0 1 0 1,723.7747
C_22 Neuropilin‐2 NRP2_HUMAN 104,861 9 10 17 11.80% LISPPVHLPR 702 711 24.8 25.0 17.4 2 0 0 1,128.6889
C_22 Neuropilin‐2 NRP2_HUMAN 104,861 9 10 17 11.80% SPVCMEFQYQATGGR 712 726 74.2 25.0 74.2 2 2 0 1,746.7575
C_22 Neuropilin‐2 NRP2_HUMAN 104,861 9 10 17 11.80% SGEIAIDDIR 781 790 32.9 27.4 17.5 2 0 0 1,088.5584
D_27 Neuropilin‐2 NRP2_HUMAN 104,861 3 3 5 4.40% IANEQISASSTYSDGR 288 303 64.6 25.5 62.2 2 0 0 1,698.7929
D_27 Neuropilin‐2 NRP2_HUMAN 104,861 3 3 5 4.40% VFQANNDATEVVLNK 383 397 81.1 28.0 77.8 2 0 0 1,661.8493
D_27 Neuropilin‐2 NRP2_HUMAN 104,861 3 3 5 4.40% SGEIAIDDIR 781 790 45.9 27.7 36.2 1 0 0 1,088.5584
E_27 Neuropilin‐2 NRP2_HUMAN 104,861 3 3 6 4.40% IANEQISASSTYSDGR 288 303 72.8 25.5 71.5 2 0 0 1,698.7929
E_27 Neuropilin‐2 NRP2_HUMAN 104,861 3 3 6 4.40% VFQANNDATEVVLNK 383 397 81.2 28.0 69.1 2 0 0 1,661.8493
E_27 Neuropilin‐2 NRP2_HUMAN 104,861 3 3 6 4.40% SGEIAIDDIR 781 790 43.8 27.1 29.2 2 0 0 1,088.5584
H_17 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 2 3.33% IANEQISASSTYSDGR 288 303 49.5 25.8 49.5 1 0 0 1,698.7929
H_17 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 2 3.33% VFQANNDATEVVLNK 383 397 45.5 28.1 41.1 1 0 0 1,661.8493
H_19 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 8 5.37% YDFIEIR 85 91 40.4 25.1 29.2 2 0 0 955.4884
H_19 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 8 5.37% DGDSESADLLGK 92 103 35.5 25.0 22.6 2 0 0 1,206.5487
H_19 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 8 5.37% IANEQISASSTYSDGR 288 303 94.5 25.4 94.5 2 0 0 1,698.7929
H_19 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 8 5.37% VFQANNDATEVVLNK 383 397 72.9 28.3 60.8 2 0 0 1,661.8493
H_20 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 2.69% VFQANNDATEVVLNK 383 397 61.1 28.2 50.1 2 0 0 1,661.8493
H_20 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 2.69% SGEIAIDDIR 781 790 34.9 27.2 22.9 2 0 0 1,088.5584
H_24 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 3.33% IANEQISASSTYSDGR 288 303 47.4 25.3 47.4 2 0 0 1,698.7929
H_24 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 3.33% VFQANNDATEVVLNK 383 397 47.0 28.1 39.7 2 0 0 1,661.8493
I_18 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 6 5.48% IANEQISASSTYSDGR 288 303 66.7 25.7 62.5 2 0 0 1,698.7929
I_18 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 6 5.48% VFQANNDATEVVLNK 383 397 65.7 28.1 48.9 2 0 0 1,661.8493
I_18 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 6 5.48% FDPIPAQYVR 563 572 24.1 28.1 12.7 1 0 0 1,205.6314
I_18 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 6 5.48% LISPPVHLPR 702 711 29.4 25.2 15.1 1 0 0 1,128.6889
I_19 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 8.59% YDFIEIR 85 91 26.6 25.2 14.0 1 0 0 955.4884
I_19 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 8.59% DGDSESADLLGK 92 103 24.4 25.0 12.1 1 0 0 1,206.5487
I_19 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 8.59% IANEQISASSTYSDGR 288 303 62.0 25.6 62.0 2 0 0 1,698.7929
I_19 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 8.59% VFQANNDATEVVLNK 383 397 84.2 28.2 72.3 2 0 0 1,661.8493
I_19 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 8.59% DWEYIQDPR 534 542 39.6 25.0 34.0 2 0 0 1,221.5536
I_19 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 8.59% RFDPIPAQYVR 562 572 26.0 28.8 9.0 0 1 0 1,361.7325
I_19 Neuropilin‐2 NRP2_HUMAN 104,861 7 7 11 8.59% SGEIAIDDIR 781 790 45.7 28.8 25.3 2 0 0 1,088.5584
J_17 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 3.33% IANEQISASSTYSDGR 288 303 41.9 25.9 36.9 2 0 0 1,698.7929
J_17 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 3.33% VFQANNDATEVVLNK 383 397 89.4 28.2 79.7 2 0 0 1,661.8493
J_18 Neuropilin‐2 NRP2_HUMAN 104,861 3 3 5 4.40% IANEQISASSTYSDGR 288 303 48.2 26.0 39.7 2 0 0 1,698.7929
J_18 Neuropilin‐2 NRP2_HUMAN 104,861 3 3 5 4.40% VFQANNDATEVVLNK 383 397 75.8 28.2 66.0 2 0 0 1,661.8493
J_18 Neuropilin‐2 NRP2_HUMAN 104,861 3 3 5 4.40% LISPPVHLPR 702 711 21.6 25.0 20.4 1 0 0 1,128.6889
J_19 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.37% IANEQISASSTYSDGR 288 303 64.8 25.9 62.4 2 0 0 1,698.7929
J_19 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.37% VFQANNDATEVVLNK 383 397 78.5 28.4 67.5 2 0 0 1,661.8493
J_19 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.37% DWEYIQDPR 534 542 37.0 25.0 33.6 2 0 0 1,221.5536
J_19 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.37% FDPIPAQYVR 563 572 25.7 28.0 16.9 1 0 0 1,205.6314
K_17 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 3.33% IANEQISASSTYSDGR 288 303 40.7 25.6 40.7 2 0 0 1,698.7929
K_17 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 3.33% VFQANNDATEVVLNK 383 397 76.5 28.3 67.5 2 0 0 1,661.8493
K_18 Neuropilin‐2 NRP2_HUMAN 104,861 3 3 5 4.40% IANEQISASSTYSDGR 288 303 58.3 25.8 55.2 2 0 0 1,698.7929
K_18 Neuropilin‐2 NRP2_HUMAN 104,861 3 3 5 4.40% VFQANNDATEVVLNK 383 397 79.1 28.4 64.1 2 0 0 1,661.8493
K_18 Neuropilin‐2 NRP2_HUMAN 104,861 3 3 5 4.40% FDPIPAQYVR 563 572 28.9 28.1 12.1 1 0 0 1,205.6314
K_19 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 3.33% IANEQISASSTYSDGR 288 303 73.3 25.5 73.1 2 0 0 1,698.7929
K_19 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 3.33% VFQANNDATEVVLNK 383 397 77.5 28.4 67.9 2 0 0 1,661.8493



L_14 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 3 2.79% IANEQISASSTYSDGR 288 303 63.8 25.6 63.8 2 0 0 1,698.7929
L_14 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 3 2.79% SGEIAIDDIR 781 790 25.6 28.4 4.9 1 0 0 1,088.5584
M_14 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 2 2.79% IANEQISASSTYSDGR 288 303 57.0 25.5 57.0 1 0 0 1,698.7929
M_14 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 2 2.79% SGEIAIDDIR 781 790 30.4 28.2 18.0 1 0 0 1,088.5584
N_13 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.69% DGDSESADLLGK 92 103 25.0 25.0 17.6 2 0 0 1,206.5487
N_13 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.69% IANEQISASSTYSDGR 288 303 71.4 26.1 71.4 2 0 0 1,698.7929
N_13 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.69% VFQANNDATEVVLNK 383 397 38.0 28.2 20.2 1 0 0 1,661.8493
N_13 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.69% SGEIAIDDIR 781 790 42.4 28.4 29.0 2 0 0 1,088.5584
N_14 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.69% DGDSESADLLGK 92 103 23.4 25.0 18.2 2 0 0 1,206.5487
N_14 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.69% IANEQISASSTYSDGR 288 303 64.9 25.6 64.9 2 0 0 1,698.7929
N_14 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.69% VFQANNDATEVVLNK 383 397 25.4 28.4 23.0 1 0 0 1,661.8493
N_14 Neuropilin‐2 NRP2_HUMAN 104,861 4 4 7 5.69% SGEIAIDDIR 781 790 58.8 28.2 41.3 2 0 0 1,088.5584
N_15 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 2.79% IANEQISASSTYSDGR 288 303 87.1 25.6 86.8 2 0 0 1,698.7929
N_15 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 4 2.79% SGEIAIDDIR 781 790 49.5 28.5 30.4 2 0 0 1,088.5584
Q_15 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 2 2.79% IANEQISASSTYSDGR 288 303 68.4 25.8 65.4 1 0 0 1,698.7929
Q_15 Neuropilin‐2 NRP2_HUMAN 104,861 2 2 2 2.79% SGEIAIDDIR 781 790 32.8 28.5 18.7 1 0 0 1,088.5584
A_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.40% DIEAMDPSILK 151 161 38.7 27.2 21.0 2 0 0 1,247.6191
A_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.40% AENSSLNLIGK 188 198 36.8 28.3 16.4 2 0 0 1,145.6161
A_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.40% GILLYGPPGCGK 255 266 33.9 28.5 21.2 1 0 0 1,231.6507
A_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.40% GSMAGSTGVHDTVVNQLLSK 338 357 50.3 27.8 47.5 0 2 0 2,017.0021
A_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.40% VLDDGELLVQQTK 517 529 16.6 28.3 5.5 0 1 0 1,457.7849
A_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.40% TPLVSVLLEGPPHSGK 534 549 36.7 25.9 31.5 0 2 0 1,630.9165
A_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.40% IAEESNFPFIK 556 566 38.6 27.4 30.4 2 0 0 1,294.6678
A_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.40% SQLSCVVVDDIER 595 607 84.4 28.1 74.5 2 0 0 1,519.7422
B_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.10% GILLYGPPGCGK 255 266 33.2 28.7 22.5 2 0 0 1,231.6507
B_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.10% YVGESEANIR 294 303 31.1 27.4 17.3 2 0 0 1,137.5534
B_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.10% GSMAGSTGVHDTVVNQLLSK 338 357 53.5 27.6 46.3 0 2 0 2,017.0021
B_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.10% VLDDGELLVQQTK 517 529 65.5 28.2 54.0 2 0 0 1,457.7849
B_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.10% TPLVSVLLEGPPHSGK 534 549 45.4 25.9 44.6 0 1 0 1,630.9165
B_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.10% IAEESNFPFIK 556 566 28.5 27.5 19.7 2 0 0 1,294.6678
B_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.10% SQLSCVVVDDIER 595 607 88.5 27.7 82.6 2 0 0 1,519.7422
B_19 Vesicle‐fusing ATPase NSF_MOUSE 82,539 8 8 14 14.10% LLDYVPIGPR 608 617 30.3 27.5 25.1 1 0 0 1,142.6570
C_19 Vesicle‐fusing ATPase NSF_MOUSE 82,617 4 4 7 6.18% YVGESEANIR 294 303 24.4 27.1 20.3 1 0 0 1,137.5534
C_19 Vesicle‐fusing ATPase NSF_MOUSE 82,617 4 4 7 6.18% VLDDGELLVQQTK 517 529 68.1 28.2 52.0 2 0 0 1,457.7849
C_19 Vesicle‐fusing ATPase NSF_MOUSE 82,617 4 4 7 6.18% SQLSCVVVDDIER 595 607 64.0 27.9 52.2 2 0 0 1,519.7422
C_19 Vesicle‐fusing ATPase NSF_MOUSE 82,617 4 4 7 6.18% LLDYVPIGPR 608 617 38.1 28.0 32.3 2 0 0 1,142.6570
I_16 Vesicle‐fusing ATPase NSF_MOUSE 82,539 2 2 3 3.36% NFSGAELEGLVR 435 446 52.6 28.0 19.6 1 0 0 1,291.6641
I_16 Vesicle‐fusing ATPase NSF_MOUSE 82,539 2 2 3 3.36% SQLSCVVVDDIER 595 607 44.8 28.0 38.7 2 0 0 1,519.7422
A_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 6 10.80% DLIHDQDEDEEEEEGQR 77 93 32.3 25.0 29.3 0 2 0 2,085.8483
A_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 6 10.80% SPNELVDDLFK 114 124 35.2 28.4 27.6 2 0 0 1,276.6421
A_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 6 10.80% EANLLNAVIVQR 357 368 43.5 25.3 38.3 2 0 0 1,339.7692
A_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 6 13.50% SPNELVDDLFK 114 124 37.1 28.5 34.2 1 0 0 1,276.6421
A_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 6 13.50% LGAAPEEESAYVAGEK 157 172 25.3 27.1 20.5 1 0 0 1,620.7752
A_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 6 13.50% SGFSLDNGELR 189 199 46.5 26.3 37.6 2 0 0 1,194.5750
A_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 6 13.50% EANLLNAVIVQR 357 368 48.8 25.3 33.9 2 0 0 1,339.7692
A_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 9 15.40% DLIHDQDEDEEEEEGQR 77 93 41.9 25.0 38.0 0 2 0 2,085.8483
A_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 9 15.40% SPNELVDDLFK 114 124 55.6 28.4 46.2 1 0 0 1,276.6421
A_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 9 15.40% LGAAPEEESAYVAGEK 157 172 53.4 26.8 53.4 2 0 0 1,620.7752
A_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 9 15.40% LGAAPEEESAYVAGEKR 157 173 23.8 27.4 16.9 0 2 0 1,776.8763
A_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 9 15.40% EANLLNAVIVQR 357 368 60.1 25.1 54.4 2 0 0 1,339.7692
B_08 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 3 6.22% SGFSLDNGELR 189 199 25.1 26.9 18.2 1 0 0 1,194.5750
B_08 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 3 6.22% EANLLNAVIVQR 357 368 38.0 25.3 32.1 2 0 0 1,339.7692
B_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 5 10.50% SPNELVDDLFK 114 124 45.2 28.2 32.0 2 0 0 1,276.6421
B_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 5 10.50% LGAAPEEESAYVAGEK 157 172 27.0 27.2 24.6 1 0 0 1,620.7752
B_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 5 10.50% EANLLNAVIVQR 357 368 38.1 25.6 28.9 2 0 0 1,339.7692
B_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 4 10.50% SPNELVDDLFK 114 124 31.3 28.4 12.2 1 0 0 1,276.6421
B_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 4 10.50% LGAAPEEESAYVAGEK 157 172 28.8 27.2 28.8 1 0 0 1,620.7752
B_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 4 10.50% EANLLNAVIVQR 357 368 56.1 25.3 49.7 2 0 0 1,339.7692
B_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 5 8 15.10% DLIHDQDEDEEEEEGQR 77 93 74.6 25.0 74.6 1 1 0 2,085.8483
B_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 5 8 15.10% SPNELVDDLFK 114 124 51.9 28.4 38.9 2 0 0 1,276.6421
B_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 5 8 15.10% LGAAPEEESAYVAGEK 157 172 63.8 27.2 55.8 2 0 0 1,620.7752
B_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 5 8 15.10% EANLLNAVIVQR 357 368 63.3 25.1 55.6 2 0 0 1,339.7692
C_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 3 6.22% SPNELVDDLFK 114 124 34.0 28.4 34.0 1 0 0 1,276.6421
C_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 3 6.22% EANLLNAVIVQR 357 368 46.2 25.1 41.4 2 0 0 1,339.7692
C_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 9 19.70% DLIHDQDEDEEEEEGQR 77 93 52.3 25.0 38.7 0 2 0 2,085.8483
C_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 9 19.70% SPNELVDDLFK 114 124 46.8 28.3 39.2 2 0 0 1,276.6421
C_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 9 19.70% SPGETSKPRPFAGGGYR 140 156 21.7 27.9 14.8 0 1 0 1,763.8825
C_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 9 19.70% LGAAPEEESAYVAGEK 157 172 52.0 26.8 51.1 2 0 0 1,620.7752
C_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 9 19.70% EANLLNAVIVQR 357 368 61.5 25.0 54.2 2 0 0 1,339.7692
C_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 4 6.22% SPNELVDDLFK 114 124 29.5 28.4 27.7 2 0 0 1,276.6421
C_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 4 6.22% EANLLNAVIVQR 357 368 27.0 25.3 21.1 2 0 0 1,339.7692
F_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 3 6.22% SPNELVDDLFK 114 124 49.1 29.0 36.5 1 0 0 1,276.6421
F_13 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 3 6.22% EANLLNAVIVQR 357 368 66.2 25.1 62.0 2 0 0 1,339.7692
F_15 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 8 15.10% DLIHDQDEDEEEEEGQR 77 93 46.9 25.0 40.8 0 2 0 2,085.8483
F_15 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 8 15.10% LGAAPEEESAYVAGEK 157 172 33.0 27.1 33.0 2 0 0 1,620.7752
F_15 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 8 15.10% SGFSLDNGELR 189 199 55.4 26.9 45.5 2 0 0 1,194.5750
F_15 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 8 15.10% EANLLNAVIVQR 357 368 70.8 25.3 64.6 2 0 0 1,339.7692
G_15 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 4 6.22% SGFSLDNGELR 189 199 49.8 26.7 39.8 2 0 0 1,194.5750
G_15 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 4 6.22% EANLLNAVIVQR 357 368 54.2 25.0 43.3 2 0 0 1,339.7692
H_07 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 4 6.22% SGFSLDNGELR 189 199 53.8 26.5 43.5 2 0 0 1,194.5750
H_07 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 4 6.22% EANLLNAVIVQR 357 368 47.3 25.0 36.3 2 0 0 1,339.7692
H_09 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 5 12.20% DLIHDQDEDEEEEEGQR 77 93 36.3 25.0 32.8 0 2 0 2,085.8483
H_09 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 5 12.20% LGAAPEEESAYVAGEK 157 172 37.8 27.0 34.5 1 0 0 1,620.7752
H_09 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 5 12.20% EANLLNAVIVQR 357 368 50.3 25.0 37.9 2 0 0 1,339.7692
H_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 3 7.84% LGAAPEEESAYVAGEKR 157 173 19.2 27.7 9.0 0 1 0 1,776.8763
H_12 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 3 7.84% EANLLNAVIVQR 357 368 50.3 25.6 40.5 2 0 0 1,339.7692
I_09 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 5 10.80% DLIHDQDEDEEEEEGQR 77 93 29.5 25.0 25.9 0 1 0 2,085.8483
I_09 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 5 10.80% SPNELVDDLFK 114 124 50.0 28.5 44.2 2 0 0 1,276.6421
I_09 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 5 10.80% EANLLNAVIVQR 357 368 38.9 25.3 32.7 2 0 0 1,339.7692
I_10 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 4 6.22% SPNELVDDLFK 114 124 36.1 28.4 32.8 2 0 0 1,276.6421
I_10 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 2 2 4 6.22% EANLLNAVIVQR 357 368 47.4 25.1 40.8 2 0 0 1,339.7692
I_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 9 11 19 29.20% DLIHDQDEDEEEEEGQR 77 93 54.8 25.0 41.5 0 2 0 2,085.8483
I_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 9 11 19 29.20% KKSPNELVDDLFK 112 124 22.2 27.8 18.2 0 1 0 1,532.8321
I_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 9 11 19 29.20% SPNELVDDLFK 114 124 49.6 29.0 27.5 2 0 0 1,276.6421
I_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 9 11 19 29.20% LGAAPEEESAYVAGEK 157 172 67.3 27.3 62.5 2 0 0 1,620.7752
I_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 9 11 19 29.20% LGAAPEEESAYVAGEKR 157 173 59.5 27.6 45.6 2 1 0 1,776.8763
I_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 9 11 19 29.20% SGFSLDNGELR 189 199 72.6 26.6 56.1 2 0 0 1,194.5750
I_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 9 11 19 29.20% SYQDPSNAQFLESIR 200 214 60.8 26.1 49.2 2 0 0 1,754.8344
I_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 9 11 19 29.20% LGSTAPQVLSTSSPAQQAENEAK 260 282 74.7 27.5 69.2 1 2 0 2,314.1522
I_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 9 11 19 29.20% EANLLNAVIVQR 357 368 67.1 25.3 55.4 2 0 0 1,339.7692
J_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 6 11 21.10% DLIHDQDEDEEEEEGQR 77 93 39.6 25.0 35.9 0 2 0 2,085.8483
J_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 6 11 21.10% SPNELVDDLFK 114 124 62.1 28.3 40.1 2 0 0 1,276.6421
J_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 6 11 21.10% LGAAPEEESAYVAGEK 157 172 74.0 27.7 64.3 2 0 0 1,620.7752
J_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 6 11 21.10% SGFSLDNGELR 189 199 42.3 26.5 36.4 2 0 0 1,194.5750
J_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 6 11 21.10% LGSTAPQVLSTSSPAQQAENEAK 260 282 55.5 27.7 51.1 1 2 0 2,314.1522
K_09 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 7 15.40% DLIHDQDEDEEEEEGQR 77 93 40.7 25.0 37.3 0 1 0 2,085.8483
K_09 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 7 15.40% SPNELVDDLFK 114 124 48.2 28.2 33.7 2 0 0 1,276.6421
K_09 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 7 15.40% LGAAPEEESAYVAGEK 157 172 44.1 27.5 41.6 1 0 0 1,620.7752
K_09 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 7 15.40% LGAAPEEESAYVAGEKR 157 173 18.5 27.8 14.7 0 1 0 1,776.8763
K_09 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 5 5 7 15.40% EANLLNAVIVQR 357 368 56.6 25.0 49.4 2 0 0 1,339.7692
K_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 7 9 17 24.60% DLIHDQDEDEEEEEGQR 77 93 44.0 25.0 40.5 1 2 0 2,085.8483
K_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 7 9 17 24.60% SPNELVDDLFK 114 124 61.8 28.5 46.1 2 0 0 1,276.6421



K_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 7 9 17 24.60% LGAAPEEESAYVAGEK 157 172 64.3 27.3 62.9 2 0 0 1,620.7752
K_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 7 9 17 24.60% LGAAPEEESAYVAGEKR 157 173 53.3 27.8 45.1 2 2 0 1,776.8763
K_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 7 9 17 24.60% SGFSLDNGELR 189 199 52.1 26.5 38.5 2 0 0 1,194.5750
K_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 7 9 17 24.60% LGSTAPQVLSTSSPAQQAENEAK 260 282 91.2 27.6 83.1 2 0 0 2,314.1522
K_11 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 7 9 17 24.60% EANLLNAVIVQR 357 368 62.2 25.0 52.5 2 0 0 1,339.7692
L_07 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 4 11.60% SPNELVDDLFK 114 124 26.8 28.6 17.8 1 0 0 1,276.6421
L_07 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 4 11.60% LGAAPEEESAYVAGEKR 157 173 28.9 27.8 23.0 0 1 0 1,776.8763
L_07 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 3 3 4 11.60% SYQDPSNAQFLESIR 200 214 78.0 26.5 57.3 2 0 0 1,754.8344
L_08 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 7 17.00% SPNELVDDLFK 114 124 40.4 28.6 35.4 2 0 0 1,276.6421
L_08 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 7 17.00% LGAAPEEESAYVAGEKR 157 173 37.5 27.5 33.0 0 2 0 1,776.8763
L_08 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 7 17.00% LGSTAPQVLSTSSPAQQAENEAK 260 282 50.7 27.6 50.7 1 0 0 2,314.1522
L_08 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 7 17.00% EANLLNAVIVQR 357 368 54.1 25.0 48.4 2 0 0 1,339.7692
Q_07 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 7 11.60% LGAAPEEESAYVAGEK 157 172 47.2 27.4 42.2 2 0 0 1,620.7752
Q_07 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 7 11.60% LGAAPEEESAYVAGEKR 157 173 37.0 27.8 25.0 0 2 0 1,776.8763
Q_07 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 7 11.60% SGFSLDNGELR 189 199 27.9 26.5 24.1 2 0 0 1,194.5750
Q_07 NSFL1 cofactor p47 NSF1C_HUMAN 40,573 4 4 7 11.60% SYQDPSNAQFLESIR 200 214 68.9 26.6 52.0 1 0 0 1,754.8344
C_15 5'‐nucleotidase domain‐containing protein 2 NT5D2_HUMAN 60,721 2 2 3 3.46% TGAIIPELER 375 384 18.7 25.0 17.1 2 0 0 1,098.6155
C_15 5'‐nucleotidase domain‐containing protein 2 NT5D2_HUMAN 60,721 2 2 3 3.46% VDFTFYPR 481 488 29.4 25.3 24.5 1 0 0 1,044.5149
L_02 Nuclear transport factor 2 NTF2_HUMAN 14,479 2 3 6 22.00% AAIVEKLSSLPFQK 50 63 66.6 25.0 59.7 2 2 0 1,530.8891
L_02 Nuclear transport factor 2 NTF2_HUMAN 14,479 2 3 6 22.00% NINDAWVCTNDMFR 107 120 85.7 25.0 85.7 2 0 0 1,771.7527
C_14 Neurotrimin NTRI_HUMAN 37,971 2 2 2 6.69% VHLIVQVSPK 128 137 23.2 25.0 19.5 1 0 0 1,119.6885
C_14 Neurotrimin NTRI_HUMAN 37,971 2 2 2 6.69% VTVNYPPYISEAK 217 229 30.3 27.7 21.3 1 0 0 1,480.7682
C_15 Neurotrimin NTRI_HUMAN 37,971 2 2 4 4.36% VKVTVNYPPYISEAK 215 229 31.8 26.7 26.9 0 2 0 1,707.9316
C_15 Neurotrimin NTRI_HUMAN 37,971 2 2 4 4.36% VTVNYPPYISEAK 217 229 35.2 27.8 32.7 2 0 0 1,480.7682
H_13 Neurotrimin NTRI_HUMAN 37,971 2 2 3 9.59% EQSGDYECSASNDVAAPVVR 194 213 60.9 25.0 60.9 1 0 0 2,153.9404
H_13 Neurotrimin NTRI_HUMAN 37,971 2 2 3 9.59% VTVNYPPYISEAK 217 229 26.4 27.9 17.9 2 0 0 1,480.7682
J_13 Neurotrimin NTRI_HUMAN 37,971 2 2 4 9.59% EQSGDYECSASNDVAAPVVR 194 213 89.4 25.0 88.9 2 0 0 2,153.9404
J_13 Neurotrimin NTRI_HUMAN 37,971 2 2 4 9.59% VTVNYPPYISEAK 217 229 36.2 27.7 32.0 2 0 0 1,480.7682
L_09 Neurotrimin NTRI_HUMAN 37,971 2 2 2 9.88% EQSGDYECSASNDVAAPVVRR 194 214 53.2 25.0 53.2 0 1 0 2,310.0415
L_09 Neurotrimin NTRI_HUMAN 37,971 2 2 2 9.88% VTVNYPPYISEAK 217 229 32.7 27.5 27.4 1 0 0 1,480.7682
M_08 Neurotrimin NTRI_HUMAN 37,971 2 2 2 9.01% VHLIVQVSPK 128 137 32.9 25.0 30.5 1 0 0 1,119.6885
M_08 Neurotrimin NTRI_HUMAN 37,971 2 2 2 9.01% EQSGDYECSASNDVAAPVVRR 194 214 63.9 25.0 63.9 0 1 0 2,310.0415
N_09 Neurotrimin NTRI_HUMAN 37,971 3 3 6 12.50% VHLIVQVSPK 128 137 39.0 25.0 39.0 2 0 0 1,119.6885
N_09 Neurotrimin NTRI_HUMAN 37,971 3 3 6 12.50% EQSGDYECSASNDVAAPVVR 194 213 75.3 25.0 75.3 2 0 0 2,153.9404
N_09 Neurotrimin NTRI_HUMAN 37,971 3 3 6 12.50% VTVNYPPYISEAK 217 229 28.4 27.7 26.1 2 0 0 1,480.7682
O_08 Neurotrimin NTRI_HUMAN 37,971 2 2 3 10.50% EQSGDYECSASNDVAAPVVRR 194 214 35.8 25.0 35.1 0 1 0 2,310.0415
O_08 Neurotrimin NTRI_HUMAN 37,971 2 2 3 10.50% VKVTVNYPPYISEAK 215 229 27.8 26.9 23.7 0 2 0 1,707.9316
O_09 Neurotrimin NTRI_HUMAN 37,971 4 4 6 12.80% VHLIVQVSPK 128 137 21.1 25.0 21.1 1 0 0 1,119.6885
O_09 Neurotrimin NTRI_HUMAN 37,971 4 4 6 12.80% EQSGDYECSASNDVAAPVVR 194 213 56.4 25.0 56.4 2 0 0 2,153.9404
O_09 Neurotrimin NTRI_HUMAN 37,971 4 4 6 12.80% EQSGDYECSASNDVAAPVVRR 194 214 37.6 25.0 34.4 0 1 0 2,310.0415
O_09 Neurotrimin NTRI_HUMAN 37,971 4 4 6 12.80% VTVNYPPYISEAK 217 229 33.2 27.6 31.9 2 0 0 1,480.7682
P_08 Neurotrimin NTRI_HUMAN 37,971 2 2 3 7.27% VHLIVQVSPK 128 137 29.7 25.0 27.1 2 0 0 1,119.6885
P_08 Neurotrimin NTRI_HUMAN 37,971 2 2 3 7.27% VKVTVNYPPYISEAK 215 229 20.4 26.5 18.1 0 1 0 1,707.9316
P_09 Neurotrimin NTRI_HUMAN 37,971 2 2 4 6.69% VHLIVQVSPK 128 137 28.8 25.0 28.8 2 0 0 1,119.6885
P_09 Neurotrimin NTRI_HUMAN 37,971 2 2 4 6.69% VTVNYPPYISEAK 217 229 38.9 27.8 38.9 2 0 0 1,480.7682
Q_09 Neurotrimin NTRI_HUMAN 37,971 2 2 3 6.69% VHLIVQVSPK 128 137 28.8 25.0 28.8 2 0 0 1,119.6885
Q_09 Neurotrimin NTRI_HUMAN 37,971 2 2 3 6.69% VTVNYPPYISEAK 217 229 27.3 27.8 24.9 1 0 0 1,480.7682
A_03 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 4 4.56% DLELLIQTATR 153 163 64.7 27.5 50.4 2 0 0 1,272.7160
A_03 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 4 4.56% LPEVEVPQHL 452 461 39.1 28.6 33.8 2 0 0 1,160.6311
A_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 6 7 11 13.40% LQAANAEDIK 72 81 44.1 26.7 35.7 2 0 0 1,072.5634
A_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 6 7 11 13.40% MDAEQDPNVQVDHLNLLK 119 136 35.7 27.2 31.4 0 1 0 2,095.0128
A_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 6 7 11 13.40% DLELLIQTATR 153 163 42.4 27.5 26.0 1 0 0 1,272.7160
A_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 6 7 11 13.40% YLESLGEEQR 190 199 40.0 26.3 36.8 2 0 0 1,223.5903
A_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 6 7 11 13.40% YLESLGEEQRK 190 200 31.5 28.1 16.8 2 0 0 1,351.6853
A_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 6 7 11 13.40% ELQQAVLHMEQR 388 399 67.6 27.1 59.4 2 1 0 1,497.7480
B_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 8 8 14 19.50% MDAEQDPNVQVDHLNLLK 119 136 35.5 27.2 32.7 0 2 0 2,095.0128
B_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 8 8 14 19.50% YLESLGEEQR 190 199 36.8 26.2 29.7 2 0 0 1,223.5903
B_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 8 8 14 19.50% YLESLGEEQRK 190 200 23.4 27.7 9.7 1 0 0 1,351.6853
B_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 8 8 14 19.50% VNVPGSQAQLK 219 229 36.0 25.6 28.7 2 0 0 1,140.6372
B_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 8 8 14 19.50% LSQETEALGR 368 377 46.2 28.1 30.8 2 0 0 1,103.5692
B_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 8 8 14 19.50% ELQQAVLHMEQR 388 399 50.6 27.2 40.4 2 0 0 1,497.7480
B_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 8 8 14 19.50% FHPDTDDVPVPAPAGDQK 422 439 19.7 26.1 19.7 1 0 0 1,905.8981
B_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 8 8 14 19.50% LPEVEVPQHL 452 461 43.8 28.8 38.8 2 0 0 1,160.6311
B_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 4 4.12% VNVPGSQAQLK 219 229 45.5 26.5 34.0 2 0 0 1,140.6372
B_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 4 4.12% FEEELAAR 350 357 32.4 27.3 25.0 2 0 0 964.4734
C_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 9 10 19 23.20% MDAEQDPNVQVDHLNLLK 119 136 38.0 26.9 35.3 0 2 0 2,095.0128
C_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 9 10 19 23.20% QFEHLDPQNQHTFEAR 137 152 36.4 25.0 31.6 0 2 0 1,996.9261
C_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 9 10 19 23.20% DLELLIQTATR 153 163 70.9 27.6 58.8 2 0 0 1,272.7160
C_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 9 10 19 23.20% YLESLGEEQR 190 199 44.8 25.7 38.5 2 0 0 1,223.5903
C_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 9 10 19 23.20% YLESLGEEQRK 190 200 35.9 28.1 15.9 2 0 0 1,351.6853
C_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 9 10 19 23.20% VNVPGSQAQLK 219 229 36.0 26.2 29.0 1 0 0 1,140.6372
C_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 9 10 19 23.20% ELQQAVLHMEQR 388 399 55.1 27.2 48.1 2 0 0 1,497.7480
C_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 9 10 19 23.20% FHPDTDDVPVPAPAGDQK 422 439 31.7 26.1 31.7 2 2 0 1,905.8981
C_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 9 10 19 23.20% LPEVEVPQHL 452 461 57.0 28.2 45.4 2 0 0 1,160.6311
C_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 6 6 10 13.40% DLELLIQTATR 153 163 96.2 27.9 78.2 2 0 0 1,272.7160
C_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 6 6 10 13.40% YLESLGEEQR 190 199 24.0 25.8 13.8 1 0 0 1,223.5903
C_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 6 6 10 13.40% YLESLGEEQRK 190 200 29.1 27.8 12.4 2 0 0 1,351.6853
C_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 6 6 10 13.40% ELQQAVLHMEQR 388 399 43.8 27.1 33.1 2 0 0 1,497.7480
C_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 6 6 10 13.40% FHPDTDDVPVPAPAGDQK 422 439 19.4 26.2 11.4 0 1 0 1,905.8981
C_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 6 6 10 13.40% LPEVEVPQHL 452 461 58.8 28.2 53.2 2 0 0 1,160.6311
D_22 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 3 4.12% VNVPGSQAQLK 219 229 33.2 26.2 29.7 2 0 0 1,140.6372
D_22 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 3 4.12% FEEELAAR 350 357 23.0 27.7 11.4 1 0 0 964.4734
D_23 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 3 4.12% VNVPGSQAQLK 219 229 25.7 26.0 18.8 2 0 0 1,140.6372
D_23 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 3 4.12% FEEELAAR 350 357 28.6 27.6 7.9 1 0 0 964.4734
E_23 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 4 4.12% VNVPGSQAQLK 219 229 22.3 25.6 18.7 2 0 0 1,140.6372
E_23 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 4 4.12% FEEELAAR 350 357 28.8 27.7 15.5 2 0 0 964.4734
F_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 4 6 8.89% DLELLIQTATR 153 163 76.3 27.5 61.0 2 0 0 1,272.7160
F_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 4 6 8.89% YLESLGEEQR 190 199 44.8 26.2 26.8 2 0 0 1,223.5903
F_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 4 6 8.89% FEEELAAR 350 357 23.0 27.3 15.9 1 0 0 964.4734
F_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 4 6 8.89% ELQQAVLHMEQR 388 399 41.4 27.1 33.8 1 0 0 1,497.7480
G_11 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 4 4.12% DLELLIQTATR 153 163 38.7 27.5 17.4 2 0 0 1,272.7160
G_11 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 4 4.12% FEEELAAR 350 357 42.5 27.6 29.6 2 0 0 964.4734
G_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 5 6.51% DLELLIQTATR 153 163 68.0 27.5 56.5 2 0 0 1,272.7160
G_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 5 6.51% VNVPGSQAQLK 219 229 34.4 26.0 10.6 2 0 0 1,140.6372
G_15 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 5 6.51% FEEELAAR 350 357 40.6 27.1 28.6 1 0 0 964.4734
G_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 4 6 8.89% DLELLIQTATR 153 163 81.1 27.4 67.9 2 0 0 1,272.7160
G_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 4 6 8.89% YLESLGEEQR 190 199 32.4 26.6 32.4 1 0 0 1,223.5903
G_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 4 6 8.89% FEEELAAR 350 357 45.8 27.6 27.3 1 0 0 964.4734
G_16 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 4 6 8.89% ELQQAVLHMEQR 388 399 23.3 28.1 19.0 0 2 0 1,481.7530
H_14 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 4 7 9.98% DLELLIQTATR 153 163 67.5 27.6 52.5 2 0 0 1,272.7160
H_14 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 4 7 9.98% DLAQYDAAHHEEFKR 164 178 27.0 26.0 23.2 0 2 0 1,829.8566
H_14 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 4 7 9.98% YLESLGEEQR 190 199 25.3 25.9 21.1 1 0 0 1,223.5903
H_14 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 4 7 9.98% LPEVEVPQHL 452 461 57.3 28.7 49.9 2 0 0 1,160.6311
I_13 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 2 4.56% DLELLIQTATR 153 163 81.3 27.9 69.0 1 0 0 1,272.7160
I_13 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 2 4.56% YLESLGEEQR 190 199 22.7 26.2 22.7 1 0 0 1,223.5903
I_14 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 9.33% DLAQYDAAHHEEFKR 164 178 23.2 26.1 21.0 0 1 0 1,829.8566
I_14 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 9.33% YLESLGEEQR 190 199 20.3 26.3 10.5 1 0 0 1,223.5903
I_14 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 9.33% FHPDTDDVPVPAPAGDQK 422 439 31.2 26.1 14.3 0 2 0 1,905.8981
J_13 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 5 9 11.90% QFEHLDPQNQHTFEAR 137 152 14.8 25.7 2.5 0 1 0 1,996.9261
J_13 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 5 9 11.90% DLELLIQTATR 153 163 77.4 27.6 63.3 2 0 0 1,272.7160
J_13 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 5 9 11.90% FHPDTDDVPVPAPAGDQK 422 439 35.3 26.7 21.0 2 2 0 1,905.8981
J_13 Nucleobindin‐1 NUCB1_HUMAN 53,880 4 5 9 11.90% LPEVEVPQHL 452 461 38.8 29.0 32.4 2 0 0 1,160.6311



J_14 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 3 6.07% FHPDTDDVPVPAPAGDQK 422 439 27.2 26.8 16.0 0 1 0 1,905.8981
J_14 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 3 6.07% LPEVEVPQHL 452 461 58.9 29.1 53.3 2 0 0 1,160.6311
K_13 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 6.72% DLELLIQTATR 153 163 53.8 27.6 43.1 1 0 0 1,272.7160
K_13 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 6.72% YLESLGEEQR 190 199 31.7 26.3 28.0 1 0 0 1,223.5903
K_13 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 6.72% LPEVEVPQHL 452 461 54.1 28.8 48.3 2 0 0 1,160.6311
K_14 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 6 8.46% DLELLIQTATR 153 163 73.7 27.6 60.6 2 0 0 1,272.7160
K_14 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 6 8.46% FHPDTDDVPVPAPAGDQK 422 439 22.4 26.4 6.9 0 2 0 1,905.8981
K_14 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 6 8.46% LPEVEVPQHL 452 461 53.8 28.3 46.8 2 0 0 1,160.6311
L_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 7.38% DLELLIQTATR 153 163 93.3 27.6 76.7 2 0 0 1,272.7160
L_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 7.38% VNVPGSQAQLK 219 229 28.5 26.0 17.4 1 0 0 1,140.6372
L_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 7.38% ELQQAVLHMEQR 388 399 41.3 27.3 37.5 1 0 0 1,497.7480
M_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 3 4.99% VNVPGSQAQLK 219 229 20.5 25.7 17.2 2 0 0 1,140.6372
M_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 3 4.99% ELQQAVLHMEQR 388 399 21.4 27.3 4.4 0 1 0 1,497.7480
N_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 6 7.16% DLELLIQTATR 153 163 81.6 27.6 65.5 2 0 0 1,272.7160
N_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 6 7.16% YLESLGEEQRK 190 200 32.2 28.0 15.8 2 0 0 1,351.6853
N_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 6 7.16% VNVPGSQAQLK 219 229 41.3 25.7 25.9 2 0 0 1,140.6372
O_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 7.16% YLESLGEEQR 190 199 35.0 26.6 28.3 1 0 0 1,223.5903
O_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 7.16% VNVPGSQAQLK 219 229 22.7 25.4 15.0 1 0 0 1,140.6372
O_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 7.16% ELQQAVLHMEQR 388 399 25.6 27.2 15.2 0 2 0 1,497.7480
P_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 6.51% YLESLGEEQR 190 199 22.6 26.6 22.6 1 0 0 1,223.5903
P_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 6.51% VNVPGSQAQLK 219 229 33.5 25.9 25.5 2 0 0 1,140.6372
P_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 3 3 4 6.51% RFEEELAAR 349 357 22.0 27.4 15.2 1 0 0 1,120.5745
Q_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 2 4.56% DLELLIQTATR 153 163 25.7 27.6 17.1 1 0 0 1,272.7160
Q_09 Nucleobindin‐1 NUCB1_HUMAN 53,880 2 2 2 4.56% YLESLGEEQR 190 199 26.3 26.3 21.7 1 0 0 1,223.5903
A_14 Nucleobindin‐2 NUCB2_HUMAN 50,197 3 3 4 7.62% QVIDVLETDK 60 69 29.2 29.1 18.3 1 0 0 1,159.6207
A_14 Nucleobindin‐2 NUCB2_HUMAN 50,197 3 3 4 7.62% LVTLEEFLK 312 320 38.2 25.2 26.6 1 0 0 1,091.6348
A_14 Nucleobindin‐2 NUCB2_HUMAN 50,197 3 3 4 7.62% LEYHQVIQQMEQK 387 399 20.1 27.0 13.1 0 2 0 1,689.8267
B_14 Nucleobindin‐2 NUCB2_HUMAN 50,197 3 3 4 7.62% QVIDVLETDK 60 69 40.1 28.1 32.5 1 0 0 1,159.6207
B_14 Nucleobindin‐2 NUCB2_HUMAN 50,197 3 3 4 7.62% LVTLEEFLK 312 320 29.9 25.2 20.6 2 0 0 1,091.6348
B_14 Nucleobindin‐2 NUCB2_HUMAN 50,197 3 3 4 7.62% LEYHQVIQQMEQK 387 399 17.0 27.0 14.5 0 1 0 1,689.8267
C_14 Nucleobindin‐2 NUCB2_HUMAN 50,197 3 3 3 9.52% LSKELDLVSHHVR 88 100 20.6 26.1 19.0 0 1 0 1,532.8544
C_14 Nucleobindin‐2 NUCB2_HUMAN 50,197 3 3 3 9.52% VYDPKNEEDDMVEMEEER 277 294 33.5 25.0 30.4 0 1 0 2,288.9172
C_14 Nucleobindin‐2 NUCB2_HUMAN 50,197 3 3 3 9.52% LVTLEEFLK 312 320 26.0 25.0 9.2 1 0 0 1,091.6348
A_21 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.37% NDLAVVDVR 334 342 44.4 26.7 35.4 2 0 0 1,000.5422
A_21 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.37% SISLYYTGEK 458 467 38.0 27.6 20.1 2 0 0 1,160.5834
A_21 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.37% GLSEDTTEETLK 578 589 58.6 26.0 43.6 2 0 0 1,322.6324
B_03 Nucleolin NUCL_HUMAN 76,616 2 2 4 2.96% GLSEDTTEETLK 578 589 36.1 26.1 31.6 2 0 0 1,322.6324
B_03 Nucleolin NUCL_HUMAN 76,616 2 2 4 2.96% VTLDWAKPK 640 648 49.7 28.5 38.6 2 0 0 1,057.6042
B_21 Nucleolin NUCL_HUMAN 76,616 4 4 8 6.34% NDLAVVDVR 334 342 32.8 26.1 28.5 2 0 0 1,000.5422
B_21 Nucleolin NUCL_HUMAN 76,616 4 4 8 6.34% SISLYYTGEK 458 467 38.9 27.5 27.9 2 0 0 1,160.5834
B_21 Nucleolin NUCL_HUMAN 76,616 4 4 8 6.34% GLSEDTTEETLK 578 589 60.6 26.7 45.7 2 0 0 1,322.6324
B_21 Nucleolin NUCL_HUMAN 76,616 4 4 8 6.34% GFGFVDFNSEEDAK 611 624 32.8 25.0 32.8 2 0 0 1,561.6806
C_24 Nucleolin NUCL_HUMAN 76,616 2 2 4 2.68% NDLAVVDVR 334 342 47.3 26.7 38.7 2 0 0 1,000.5422
C_24 Nucleolin NUCL_HUMAN 76,616 2 2 4 2.68% SISLYYTGEK 458 467 27.8 28.0 16.4 2 0 0 1,160.5834
H_04 Nucleolin NUCL_HUMAN 76,616 2 2 4 3.66% GLSEDTTEETLK 578 589 49.6 26.5 39.1 2 0 0 1,322.6324
H_04 Nucleolin NUCL_HUMAN 76,616 2 2 4 3.66% GFGFVDFNSEEDAK 611 624 52.4 25.0 46.5 2 0 0 1,561.6806
H_17 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.82% EVFEDAAEIR 411 420 49.1 27.1 41.6 2 0 0 1,178.5688
H_17 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.82% SISLYYTGEK 458 467 23.4 27.6 17.9 1 0 0 1,160.5834
H_19 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.08% NDLAVVDVR 334 342 38.1 26.1 34.3 2 0 0 1,000.5422
H_19 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.08% EVFEDAAEIR 411 420 36.4 26.8 16.4 2 0 0 1,178.5688
H_19 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.08% SISLYYTGEK 458 467 42.7 28.0 34.9 2 0 0 1,160.5834
I_18 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.39% NDLAVVDVR 334 342 41.6 26.1 37.7 2 0 0 1,000.5422
I_18 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.39% GIAYIEFK 430 437 23.2 25.2 10.5 1 0 0 940.5139
J_03 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.96% GLSEDTTEETLK 578 589 27.0 26.7 22.3 1 0 0 1,322.6324
J_03 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.96% VTLDWAKPK 640 648 47.9 28.4 41.9 2 0 0 1,057.6042
K_17 Nucleolin NUCL_HUMAN 76,616 2 2 4 2.68% NDLAVVDVR 334 342 57.0 28.1 41.9 2 0 0 1,000.5422
K_17 Nucleolin NUCL_HUMAN 76,616 2 2 4 2.68% SISLYYTGEK 458 467 27.0 27.9 22.2 2 0 0 1,160.5834
K_18 Nucleolin NUCL_HUMAN 76,616 3 3 4 4.08% NDLAVVDVR 334 342 40.1 27.9 26.5 1 0 0 1,000.5422
K_18 Nucleolin NUCL_HUMAN 76,616 3 3 4 4.08% EVFEDAAEIR 411 420 42.2 27.6 25.4 2 0 0 1,178.5688
K_18 Nucleolin NUCL_HUMAN 76,616 3 3 4 4.08% SISLYYTGEK 458 467 30.0 27.9 20.9 1 0 0 1,160.5834
L_12 Nucleolin NUCL_HUMAN 76,616 2 2 4 2.68% NDLAVVDVR 334 342 60.0 27.6 43.2 2 0 0 1,000.5422
L_12 Nucleolin NUCL_HUMAN 76,616 2 2 4 2.68% EVFEDAAEIR 411 420 39.0 27.7 24.0 2 0 0 1,178.5688
L_13 Nucleolin NUCL_HUMAN 76,616 8 8 13 12.40% NDLAVVDVR 334 342 50.0 27.9 38.9 2 0 0 1,000.5422
L_13 Nucleolin NUCL_HUMAN 76,616 8 8 13 12.40% EVFEDAAEIR 411 420 62.1 27.3 38.5 2 0 0 1,178.5688
L_13 Nucleolin NUCL_HUMAN 76,616 8 8 13 12.40% GIAYIEFK 430 437 27.3 26.0 19.7 1 0 0 940.5139
L_13 Nucleolin NUCL_HUMAN 76,616 8 8 13 12.40% SISLYYTGEK 458 467 51.8 28.1 41.9 2 0 0 1,160.5834
L_13 Nucleolin NUCL_HUMAN 76,616 8 8 13 12.40% SISLYYTGEKGQNQDYR 458 474 31.3 26.1 26.4 0 2 0 2,021.9564
L_13 Nucleolin NUCL_HUMAN 76,616 8 8 13 12.40% AIRLELQGPR 552 561 22.5 25.0 16.2 1 0 0 1,152.6849
L_13 Nucleolin NUCL_HUMAN 76,616 8 8 13 12.40% GLSEDTTEETLKESFDGSVR 578 597 63.3 25.8 59.5 0 1 0 2,200.0254
L_13 Nucleolin NUCL_HUMAN 76,616 8 8 13 12.40% GFGFVDFNSEEDAK 611 624 62.0 25.0 62.0 2 0 0 1,561.6806
L_14 Nucleolin NUCL_HUMAN 76,616 4 4 8 5.21% NDLAVVDVR 334 342 49.6 27.6 42.9 2 0 0 1,000.5422
L_14 Nucleolin NUCL_HUMAN 76,616 4 4 8 5.21% EVFEDAAEIR 411 420 55.9 27.5 40.6 2 0 0 1,178.5688
L_14 Nucleolin NUCL_HUMAN 76,616 4 4 8 5.21% GIAYIEFK 430 437 27.1 25.7 19.9 2 0 0 940.5139
L_14 Nucleolin NUCL_HUMAN 76,616 4 4 8 5.21% SISLYYTGEK 458 467 50.3 28.1 41.3 2 0 0 1,160.5834
L_15 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.68% NDLAVVDVR 334 342 62.9 28.1 45.7 2 0 0 1,000.5422
L_15 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.68% SISLYYTGEK 458 467 25.0 27.6 18.9 1 0 0 1,160.5834
M_11 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.68% NDLAVVDVR 334 342 31.6 26.1 31.6 2 0 0 1,000.5422
M_11 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.68% SISLYYTGEK 458 467 26.8 27.9 22.2 1 0 0 1,160.5834
M_12 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.08% NDLAVVDVR 334 342 61.1 26.1 57.0 2 0 0 1,000.5422
M_12 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.08% EVFEDAAEIR 411 420 50.8 27.5 32.3 2 0 0 1,178.5688
M_12 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.08% SISLYYTGEK 458 467 39.2 27.5 31.0 2 0 0 1,160.5834
M_13 Nucleolin NUCL_HUMAN 76,616 3 3 4 3.94% EVFEDAAEIR 411 420 59.3 26.6 43.0 2 0 0 1,178.5688
M_13 Nucleolin NUCL_HUMAN 76,616 3 3 4 3.94% GIAYIEFK 430 437 31.4 26.0 22.6 1 0 0 940.5139
M_13 Nucleolin NUCL_HUMAN 76,616 3 3 4 3.94% SISLYYTGEK 458 467 32.8 27.9 18.9 1 0 0 1,160.5834
M_14 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.23% GIAYIEFK 430 437 27.9 25.2 19.7 2 0 0 940.5139
M_14 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.23% SISLYYTGEK 458 467 42.5 27.6 35.2 2 0 0 1,160.5834
M_14 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.23% GLSEDTTEETLK 578 589 59.8 26.5 59.8 2 0 0 1,322.6324
M_15 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.68% NDLAVVDVR 334 342 43.9 27.9 34.8 2 0 0 1,000.5422
M_15 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.68% SISLYYTGEK 458 467 32.6 27.9 25.3 1 0 0 1,160.5834
M_16 Nucleolin NUCL_HUMAN 76,616 3 3 5 4.08% TGISDVFAK 325 333 21.8 27.1 10.4 1 0 0 937.4990
M_16 Nucleolin NUCL_HUMAN 76,616 3 3 5 4.08% EVFEDAAEIR 411 420 52.6 26.6 43.5 2 0 0 1,178.5688
M_16 Nucleolin NUCL_HUMAN 76,616 3 3 5 4.08% SISLYYTGEK 458 467 30.9 27.6 25.6 2 0 0 1,160.5834
N_16 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.68% NDLAVVDVR 334 342 27.9 27.6 21.2 1 0 0 1,000.5422
N_16 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.68% SISLYYTGEK 458 467 26.8 28.0 18.8 2 0 0 1,160.5834
P_12 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.08% NDLAVVDVR 334 342 51.2 27.6 39.2 2 0 0 1,000.5422
P_12 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.08% EVFEDAAEIR 411 420 54.4 27.3 35.1 2 0 0 1,178.5688
P_12 Nucleolin NUCL_HUMAN 76,616 3 3 6 4.08% SISLYYTGEK 458 467 45.5 27.6 38.3 2 0 0 1,160.5834
Q_13 Nucleolin NUCL_HUMAN 76,616 3 3 5 4.08% NDLAVVDVR 334 342 55.2 27.6 47.5 2 0 0 1,000.5422
Q_13 Nucleolin NUCL_HUMAN 76,616 3 3 5 4.08% EVFEDAAEIR 411 420 41.1 27.7 23.0 1 0 0 1,178.5688
Q_13 Nucleolin NUCL_HUMAN 76,616 3 3 5 4.08% SISLYYTGEK 458 467 37.8 28.0 30.6 2 0 0 1,160.5834
Q_14 Nucleolin NUCL_HUMAN 76,616 3 3 5 4.08% NDLAVVDVR 334 342 48.0 27.6 39.8 2 0 0 1,000.5422
Q_14 Nucleolin NUCL_HUMAN 76,616 3 3 5 4.08% EVFEDAAEIR 411 420 31.4 27.6 5.7 1 0 0 1,178.5688
Q_14 Nucleolin NUCL_HUMAN 76,616 3 3 5 4.08% SISLYYTGEK 458 467 36.3 28.0 26.0 2 0 0 1,160.5834
Q_15 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.68% NDLAVVDVR 334 342 42.3 27.6 33.5 2 0 0 1,000.5422
Q_15 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.68% SISLYYTGEK 458 467 23.7 27.6 18.6 1 0 0 1,160.5834
Q_16 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.82% EVFEDAAEIR 411 420 31.8 27.2 21.2 1 0 0 1,178.5688
Q_16 Nucleolin NUCL_HUMAN 76,616 2 2 3 2.82% SISLYYTGEK 458 467 46.4 27.6 40.4 2 0 0 1,160.5834
A_11 Nuclear migration protein nudC NUDC_HUMAN 38,244 2 2 3 7.85% LKPNLGNGADLPNYR 159 173 35.3 27.5 27.7 0 2 0 1,641.8709
A_11 Nuclear migration protein nudC NUDC_HUMAN 38,244 2 2 3 7.85% LVSSDPEINTK 257 267 45.8 27.9 29.9 1 0 0 1,202.6264
A_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 6 7 14 23.30% LITQTFSHHNQLAQK 54 68 48.1 27.1 36.0 2 0 0 1,765.9345
A_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 6 7 14 23.30% LQLEIDQK 115 122 35.3 27.8 5.0 2 0 0 986.5519
A_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 6 7 14 23.30% LKPNLGNGADLPNYR 159 173 65.1 27.4 62.8 2 2 0 1,641.8709



A_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 6 7 14 23.30% GQPAIIDGELYNEVK 213 227 69.9 27.3 57.6 2 0 0 1,645.8434
A_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 6 7 14 23.30% VEESSWLIEDGK 228 239 81.1 26.2 59.8 2 0 0 1,391.6690
A_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 6 7 14 23.30% FMDQHPEMDFSK 316 327 25.3 25.0 25.3 0 2 0 1,543.6194
B_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 6 8 13 24.20% LITQTFSHHNQLAQK 54 68 25.2 27.2 20.9 1 0 0 1,765.9345
B_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 6 8 13 24.20% LKPNLGNGADLPNYR 159 173 40.4 27.0 38.0 2 2 0 1,641.8709
B_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 6 8 13 24.20% GQPAIIDGELYNEVK 213 227 66.4 27.2 64.8 2 0 0 1,645.8434
B_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 6 8 13 24.20% VEESSWLIEDGK 228 239 81.8 26.2 71.2 2 0 0 1,391.6690
B_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 6 8 13 24.20% LVSSDPEINTK 257 267 43.9 28.9 31.2 1 0 0 1,202.6264
B_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 6 8 13 24.20% FMDQHPEMDFSK 316 327 27.7 25.0 27.7 1 2 0 1,543.6194
B_13 Nuclear migration protein nudC NUDC_HUMAN 38,244 5 5 8 18.40% TDFFIGGEEGMAEK 40 53 55.7 25.0 50.4 2 0 0 1,546.6733
B_13 Nuclear migration protein nudC NUDC_HUMAN 38,244 5 5 8 18.40% LQLEIDQK 115 122 33.6 27.4 8.5 1 0 0 986.5519
B_13 Nuclear migration protein nudC NUDC_HUMAN 38,244 5 5 8 18.40% GQPAIIDGELYNEVK 213 227 75.3 27.2 71.1 2 0 0 1,645.8434
B_13 Nuclear migration protein nudC NUDC_HUMAN 38,244 5 5 8 18.40% VEESSWLIEDGK 228 239 78.6 26.2 59.5 2 0 0 1,391.6690
B_13 Nuclear migration protein nudC NUDC_HUMAN 38,244 5 5 8 18.40% FMDQHPEMDFSK 316 327 18.9 25.0 18.9 0 1 0 1,543.6194
C_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 5 5 7 18.10% TDFFIGGEEGMAEK 40 53 46.4 25.0 43.4 2 0 0 1,546.6733
C_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 5 5 7 18.10% LQLEIDQK 115 122 26.5 27.9 5.7 1 0 0 986.5519
C_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 5 5 7 18.10% LKPNLGNGADLPNYR 159 173 43.1 27.3 43.1 2 0 0 1,641.8709
C_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 5 5 7 18.10% LVSSDPEINTK 257 267 63.0 28.4 48.5 1 0 0 1,202.6264
C_12 Nuclear migration protein nudC NUDC_HUMAN 38,244 5 5 7 18.10% FMDQHPEMDFSK 316 327 20.5 25.0 20.5 0 1 0 1,543.6194
D_19 Nuclear migration protein nudC NUDC_HUMAN 38,244 2 2 4 5.74% LQLEIDQK 115 122 28.2 28.7 4.1 2 0 0 986.5519
D_19 Nuclear migration protein nudC NUDC_HUMAN 38,244 2 2 4 5.74% LVSSDPEINTK 257 267 37.7 28.4 28.8 2 0 0 1,202.6264
F_14 Nuclear migration protein nudC NUDC_HUMAN 38,244 2 2 4 7.55% TDFFIGGEEGMAEK 40 53 54.9 25.0 52.0 2 0 0 1,546.6733
F_14 Nuclear migration protein nudC NUDC_HUMAN 38,244 2 2 4 7.55% LVSSDPEINTK 257 267 25.5 28.8 18.9 2 0 0 1,202.6264
I_10 Nuclear migration protein nudC NUDC_HUMAN 38,244 4 4 6 15.70% TDFFIGGEEGMAEK 40 53 34.2 25.0 34.2 2 0 0 1,546.6733
I_10 Nuclear migration protein nudC NUDC_HUMAN 38,244 4 4 6 15.70% LITQTFSHHNQLAQK 54 68 35.0 26.8 30.5 1 0 0 1,765.9345
I_10 Nuclear migration protein nudC NUDC_HUMAN 38,244 4 4 6 15.70% LQLEIDQK 115 122 34.4 29.7 9.5 1 0 0 986.5519
I_10 Nuclear migration protein nudC NUDC_HUMAN 38,244 4 4 6 15.70% LKPNLGNGADLPNYR 159 173 47.5 27.0 36.5 2 0 0 1,641.8709
K_10 Nuclear migration protein nudC NUDC_HUMAN 38,244 2 2 4 9.06% LKPNLGNGADLPNYR 159 173 52.0 27.0 47.6 2 0 0 1,641.8709
K_10 Nuclear migration protein nudC NUDC_HUMAN 38,244 2 2 4 9.06% GQPAIIDGELYNEVK 213 227 71.9 27.3 67.6 2 0 0 1,645.8434
K_11 Nuclear migration protein nudC NUDC_HUMAN 38,244 4 5 8 16.00% LITQTFSHHNQLAQK 54 68 34.2 27.2 31.9 2 1 0 1,765.9345
K_11 Nuclear migration protein nudC NUDC_HUMAN 38,244 4 5 8 16.00% LQLEIDQK 115 122 28.6 27.4 8.3 1 0 0 986.5519
K_11 Nuclear migration protein nudC NUDC_HUMAN 38,244 4 5 8 16.00% LKPNLGNGADLPNYR 159 173 36.0 27.0 36.0 2 0 0 1,641.8709
K_11 Nuclear migration protein nudC NUDC_HUMAN 38,244 4 5 8 16.00% GQPAIIDGELYNEVK 213 227 81.5 27.3 77.4 2 0 0 1,645.8434
L_07 Nuclear migration protein nudC NUDC_HUMAN 38,244 2 2 2 8.16% GQPAIIDGELYNEVK 213 227 58.7 27.3 52.1 1 0 0 1,645.8434
L_07 Nuclear migration protein nudC NUDC_HUMAN 38,244 2 2 2 8.16% FMDQHPEMDFSK 316 327 16.2 25.0 16.2 0 1 0 1,543.6194
A_15 NudC domain‐containing protein 1 NUDC1_HUMAN 66,758 2 2 2 3.77% LPTDLTACDNR 104 114 48.6 25.3 46.0 1 0 0 1,275.6000
A_15 NudC domain‐containing protein 1 NUDC1_HUMAN 66,758 2 2 2 3.77% ESNSLEISLIK 340 350 24.7 28.5 18.8 1 0 0 1,232.6733
B_05 Diphosphoinositol polyphosphate phosphohydrolase 1 NUDT3_HUMAN 19,362 2 2 3 14.00% SESEEEVLLVSSSR 28 41 43.4 27.1 41.3 2 0 0 1,550.7543
B_05 Diphosphoinositol polyphosphate phosphohydrolase 1 NUDT3_HUMAN 19,362 2 2 3 14.00% LVGIFENQER 80 89 27.2 28.9 24.1 1 0 0 1,204.6321
C_06 Diphosphoinositol polyphosphate phosphohydrolase 2 NUDT4_HUMAN 20,306 2 3 5 13.30% SEQEDEVLLVSSSR 28 41 57.1 27.0 46.5 2 1 0 1,577.7653
C_06 Diphosphoinositol polyphosphate phosphohydrolase 2 NUDT4_HUMAN 20,306 2 3 5 13.30% LLGIFENQDR 80 89 51.7 29.5 46.9 2 0 0 1,204.6322
F_09 Diphosphoinositol polyphosphate phosphohydrolase 2 NUDT4_HUMAN 20,306 2 2 4 13.30% SEQEDEVLLVSSSR 28 41 67.0 27.4 56.8 2 0 0 1,577.7653
F_09 Diphosphoinositol polyphosphate phosphohydrolase 2 NUDT4_HUMAN 20,306 2 2 4 13.30% LLGIFENQDR 80 89 55.0 29.5 50.7 2 0 0 1,204.6322
F_10 Diphosphoinositol polyphosphate phosphohydrolase 2 NUDT4_HUMAN 20,306 2 2 4 13.30% SEQEDEVLLVSSSR 28 41 56.2 27.3 48.4 2 0 0 1,577.7653
F_10 Diphosphoinositol polyphosphate phosphohydrolase 2 NUDT4_HUMAN 20,306 2 2 4 13.30% LLGIFENQDR 80 89 42.4 29.2 29.7 2 0 0 1,204.6322
G_09 Diphosphoinositol polyphosphate phosphohydrolase 2 NUDT4_HUMAN 20,306 2 2 4 13.30% SEQEDEVLLVSSSR 28 41 42.9 27.7 31.2 2 0 0 1,577.7653
G_09 Diphosphoinositol polyphosphate phosphohydrolase 2 NUDT4_HUMAN 20,306 2 2 4 13.30% LLGIFENQDR 80 89 38.2 29.5 31.6 2 0 0 1,204.6322
A_08 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 3 3 4 11.40% KEQTADGVAVIPVLQR 55 70 51.1 25.0 44.5 1 0 0 1,723.9703
A_08 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 3 3 4 11.40% EQTADGVAVIPVLQR 56 70 61.9 26.0 52.9 2 0 0 1,595.8753
A_08 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 3 3 4 11.40% VYSYALALK 197 205 45.8 25.3 34.4 1 0 0 1,027.5822
A_09 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 2 2 4 11.90% EQTADGVAVIPVLQR 56 70 51.7 25.7 38.9 2 0 0 1,595.8753
A_09 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 2 2 4 11.90% TLHYECIVLVK 71 81 34.5 28.2 22.8 0 2 0 1,374.7451
B_08 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 4 5 10 18.30% QYIISEELISEGK 15 27 47.3 28.0 36.7 2 0 0 1,508.7844
B_08 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 4 5 10 18.30% KEQTADGVAVIPVLQR 55 70 39.7 25.0 0.0 0 2 0 1,723.9703
B_08 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 4 5 10 18.30% EQTADGVAVIPVLQR 56 70 70.7 25.7 58.2 2 2 0 1,595.8753
B_08 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 4 5 10 18.30% TLHYECIVLVK 71 81 30.9 28.2 21.0 2 0 0 1,374.7451
B_09 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 2 2 4 7.31% KEQTADGVAVIPVLQR 55 70 31.9 25.0 9.5 0 2 0 1,723.9703
B_09 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 2 2 4 7.31% EQTADGVAVIPVLQR 56 70 62.2 26.0 44.9 2 0 0 1,595.8753
C_09 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 2 2 4 7.31% KEQTADGVAVIPVLQR 55 70 28.2 25.0 15.0 0 2 0 1,723.9703
C_09 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 2 2 4 7.31% EQTADGVAVIPVLQR 56 70 62.9 26.2 48.5 2 0 0 1,595.8753
D_15 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 2 2 3 11.40% KEQTADGVAVIPVLQR 55 70 33.3 25.4 13.2 0 1 0 1,723.9703
D_15 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 2 2 3 11.40% VYSYALALK 197 205 27.5 25.3 21.5 2 0 0 1,027.5822
F_10 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 3 4 7 11.40% KEQTADGVAVIPVLQR 55 70 68.8 25.0 63.5 2 2 0 1,723.9703
F_10 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 3 4 7 11.40% EQTADGVAVIPVLQR 56 70 65.1 26.0 50.1 2 0 0 1,595.8753
F_10 ADP‐sugar pyrophosphatase NUDT5_HUMAN 24,328 3 4 7 11.40% VYSYALALK 197 205 37.5 25.8 21.4 1 0 0 1,027.5822
A_11 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 3 3 5 11.40% WGPNHAADPIITR 165 177 30.8 28.3 17.3 0 2 0 1,447.7442
A_11 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 3 3 5 11.40% EFGEEALNSLQK 230 241 54.9 27.3 40.7 2 0 0 1,364.6693
A_11 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 3 3 5 11.40% DAHWSEDSEADCHAL 336 350 29.5 25.0 29.5 0 1 0 1,742.6712
B_11 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 4 4 7 14.60% WGPNHAADPIITR 165 177 27.9 28.2 17.2 0 2 0 1,447.7442
B_11 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 4 4 7 14.60% EFGEEALNSLQK 230 241 50.2 27.3 38.0 2 0 0 1,364.6693
B_11 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 4 4 7 14.60% LFSQDHLVIYK 256 266 20.5 27.7 6.6 0 1 0 1,362.7417
B_11 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 4 4 7 14.60% DAHWSEDSEADCHAL 336 350 32.6 25.0 32.6 0 2 0 1,742.6712
C_11 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 2 2 3 7.14% WGPNHAADPIITR 165 177 20.4 28.3 16.0 0 1 0 1,447.7442
C_11 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 2 2 3 7.14% EFGEEALNSLQK 230 241 48.5 26.5 37.1 2 0 0 1,364.6693
F_13 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 2 2 3 7.71% EFGEEALNSLQK 230 241 52.2 27.3 34.4 2 0 0 1,364.6693
F_13 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 2 2 3 7.71% DAHWSEDSEADCHAL 336 350 29.1 25.0 29.1 0 1 0 1,742.6712
H_09 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 2 2 2 7.14% NGLYEIENGRPR 137 148 19.9 27.6 15.3 0 1 0 1,417.7183
H_09 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 2 2 2 7.14% WGPNHAADPIITR 165 177 35.2 28.3 22.1 0 1 0 1,447.7442
K_09 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 2 2 4 7.14% WGPNHAADPIITR 165 177 37.3 28.2 27.5 0 2 0 1,447.7442
K_09 ADP‐ribose pyrophosphatase, mitochondrial NUDT9_HUMAN 39,126 2 2 4 7.14% EFGEEALNSLQK 230 241 45.1 27.4 37.9 2 0 0 1,364.6693
A_14 Nucleoredoxin NXN_HUMAN 48,394 2 2 4 7.59% LRGDAAAGPGPGAGAGAAAEPEPR 60 83 55.7 27.8 43.5 0 2 0 2,116.0533
A_14 Nucleoredoxin NXN_HUMAN 48,394 2 2 4 7.59% EVIAGPLLR 172 180 46.1 25.0 37.9 2 0 0 967.5936
B_14 Nucleoredoxin NXN_HUMAN 48,394 2 2 4 7.59% LRGDAAAGPGPGAGAGAAAEPEPR 60 83 51.2 27.8 48.5 0 2 0 2,116.0533
B_14 Nucleoredoxin NXN_HUMAN 48,394 2 2 4 7.59% EVIAGPLLR 172 180 60.2 25.0 51.3 2 0 0 967.5936
C_14 Nucleoredoxin NXN_HUMAN 48,394 2 2 3 7.59% LRGDAAAGPGPGAGAGAAAEPEPR 60 83 52.7 27.5 52.3 0 2 0 2,116.0533
C_14 Nucleoredoxin NXN_HUMAN 48,394 2 2 3 7.59% EVIAGPLLR 172 180 36.5 25.0 34.2 1 0 0 967.5936
F_15 Nucleoredoxin NXN_HUMAN 48,394 3 3 5 11.50% LVTGGGEEVDVHSLGAR 13 29 40.5 27.9 31.5 0 1 0 1,695.8662
F_15 Nucleoredoxin NXN_HUMAN 48,394 3 3 5 11.50% LRGDAAAGPGPGAGAGAAAEPEPR 60 83 63.5 27.7 57.5 0 2 0 2,116.0533
F_15 Nucleoredoxin NXN_HUMAN 48,394 3 3 5 11.50% EVIAGPLLR 172 180 46.3 25.0 36.2 2 0 0 967.5936
A_13 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 4 4 8 11.20% TVQGPPTSDDIFER 33 46 58.7 26.1 50.0 2 0 0 1,561.7495
A_13 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 4 4 8 11.20% VLPMNTGVEAGETACK 136 151 90.1 25.8 88.6 2 0 0 1,692.7933
A_13 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 4 4 8 11.20% LPSDVVTAVR 363 372 42.9 25.9 36.7 2 0 0 1,056.6048
A_13 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 4 4 8 11.20% GLLNAIVIK 375 383 40.0 25.0 30.1 2 0 0 940.6191
B_13 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 4 4 7 10.90% TVQGPPTSDDIFER 33 46 57.3 26.4 46.6 2 0 0 1,561.7495
B_13 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 4 4 7 10.90% YGAHNYHPLPVALER 50 64 22.4 28.2 18.3 0 1 0 1,736.8867
B_13 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 4 4 7 10.90% LPSDVVTAVR 363 372 49.3 25.9 43.6 2 0 0 1,056.6048
B_13 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 4 4 7 10.90% GLLNAIVIK 375 383 42.2 25.0 38.5 2 0 0 940.6191
C_12 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 3 3 6 8.88% TVQGPPTSDDIFER 33 46 53.9 26.2 40.5 2 0 0 1,561.7495
C_12 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 3 3 6 8.88% VLPMNTGVEAGETACK 136 151 47.5 25.8 45.2 2 0 0 1,692.7933
C_12 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 3 3 6 8.88% GLLNAIVIK 375 383 47.7 25.0 39.3 2 0 0 940.6191
C_13 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 2 2 3 5.24% TVQGPPTSDDIFER 33 46 40.2 26.2 39.4 1 0 0 1,561.7495
C_13 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 2 2 3 5.24% GLLNAIVIK 375 383 44.6 25.0 40.4 2 0 0 940.6191
I_11 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 2 2 4 5.24% TVQGPPTSDDIFER 33 46 42.0 26.9 26.5 2 0 0 1,561.7495
I_11 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 2 2 4 5.24% GLLNAIVIK 375 383 40.9 25.0 33.6 2 0 0 940.6191
K_11 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 3 3 6 7.52% TVQGPPTSDDIFER 33 46 47.8 26.9 38.2 2 0 0 1,561.7495
K_11 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 3 3 6 7.52% LPSDVVTAVR 363 372 70.8 25.5 60.8 2 0 0 1,056.6048
K_11 Ornithine aminotransferase, mitochondrial OAT_HUMAN 48,536 3 3 6 7.52% GLLNAIVIK 375 383 55.7 25.0 43.1 2 0 0 940.6191
A_22 2‐oxoglutarate dehydrogenase, mitochondrial ODO1_HUMAN 115,937 2 2 4 1.66% FEEFLQR 264 270 31.7 26.3 10.9 2 0 0 968.4836
A_22 2‐oxoglutarate dehydrogenase, mitochondrial ODO1_HUMAN 115,937 2 2 4 1.66% DVVVDLVCYR 500 509 54.1 27.3 51.4 2 0 0 1,237.6246
B_22 2‐oxoglutarate dehydrogenase, mitochondrial ODO1_HUMAN 115,937 4 4 7 3.81% LVEDHLAVQSLIR 123 135 32.3 25.2 23.3 0 2 0 1,492.8483
B_22 2‐oxoglutarate dehydrogenase, mitochondrial ODO1_HUMAN 115,937 4 4 7 3.81% FEEFLQR 264 270 32.5 25.9 11.0 2 0 0 968.4836
B_22 2‐oxoglutarate dehydrogenase, mitochondrial ODO1_HUMAN 115,937 4 4 7 3.81% DVVVDLVCYR 500 509 60.5 27.4 51.9 2 0 0 1,237.6246



B_22 2‐oxoglutarate dehydrogenase, mitochondrial ODO1_HUMAN 115,937 4 4 7 3.81% KPLIIFTPK 852 860 31.0 25.0 29.0 1 0 0 1,056.6818
C_22 2‐oxoglutarate dehydrogenase, mitochondrial ODO1_HUMAN 115,937 2 2 2 1.56% FEEFLQR 264 270 19.7 26.3 7.4 1 0 0 968.4836
C_22 2‐oxoglutarate dehydrogenase, mitochondrial ODO1_HUMAN 115,937 2 2 2 1.56% KPLIIFTPK 852 860 24.4 25.0 24.4 1 0 0 1,056.6818
H_19 2‐oxoglutarate dehydrogenase, mitochondrial ODO1_HUMAN 115,937 3 3 5 2.54% FEEFLQR 264 270 25.6 25.9 9.8 1 0 0 968.4836
H_19 2‐oxoglutarate dehydrogenase, mitochondrial ODO1_HUMAN 115,937 3 3 5 2.54% LNVLANVIR 315 323 29.3 25.0 23.9 2 0 0 1,011.6309
H_19 2‐oxoglutarate dehydrogenase, mitochondrial ODO1_HUMAN 115,937 3 3 5 2.54% DVVVDLVCYR 500 509 51.9 27.3 43.5 2 0 0 1,237.6246
A_14 Dihydrolipoyllysine‐residue succinyltransferase component of 2‐oxoglutarate dehydrogenase complex, mitochondrial ODO2_HUMAN 48,755 2 2 3 5.08% TPAFAESVTEGDVR 75 88 83.6 26.8 80.5 2 0 0 1,478.7122
A_14 Dihydrolipoyllysine‐residue succinyltransferase component of 2‐oxoglutarate dehydrogenase complex, mitochondrial ODO2_HUMAN 48,755 2 2 3 5.08% LGFMSAFVK 278 286 20.9 26.3 15.1 1 0 0 1,015.5282
C_14 Dihydrolipoyllysine‐residue succinyltransferase component of 2‐oxoglutarate dehydrogenase complex, mitochondrial ODO2_HUMAN 48,755 2 2 4 5.74% TPAFAESVTEGDVR 75 88 69.7 26.6 65.8 2 0 0 1,478.7122
C_14 Dihydrolipoyllysine‐residue succinyltransferase component of 2‐oxoglutarate dehydrogenase complex, mitochondrial ODO2_HUMAN 48,755 2 2 4 5.74% NVEAMNFADIER 334 345 80.5 25.0 80.5 2 0 0 1,424.6475
G_15 Dihydrolipoyllysine‐residue succinyltransferase component of 2‐oxoglutarate dehydrogenase complex, mitochondrial ODO2_HUMAN 48,755 2 2 3 5.08% VEGGTPLFTLR 134 144 41.5 27.7 29.7 2 0 0 1,189.6577
G_15 Dihydrolipoyllysine‐residue succinyltransferase component of 2‐oxoglutarate dehydrogenase complex, mitochondrial ODO2_HUMAN 48,755 2 2 3 5.08% NVEAMNFADIER 334 345 50.8 25.0 47.5 1 0 0 1,424.6475
F_15 GDP‐fucose protein O‐fucosyltransferase 2 OFUT2_HUMAN 49,977 2 2 4 4.66% QDVPSLEGAVR 304 314 42.6 26.7 27.8 2 0 0 1,170.6114
F_15 GDP‐fucose protein O‐fucosyltransferase 2 OFUT2_HUMAN 49,977 2 2 4 4.66% VFVATDAVR 328 336 53.4 26.8 41.6 2 0 0 977.5414
B_17 2‐oxoglutarate and iron‐dependent oxygenase domain‐containing protein 1 OGFD1_HUMAN 63,248 3 3 4 5.17% ILFEDFR 118 124 22.9 26.2 18.5 1 0 0 939.4935
B_17 2‐oxoglutarate and iron‐dependent oxygenase domain‐containing protein 1 OGFD1_HUMAN 63,248 3 3 4 5.17% SWLSDISK 125 132 23.0 27.0 0.0 1 0 0 935.4833
B_17 2‐oxoglutarate and iron‐dependent oxygenase domain‐containing protein 1 OGFD1_HUMAN 63,248 3 3 4 5.17% IDLESTIDMSCAK 133 145 60.2 25.0 58.4 2 0 0 1,498.6766
A_12 Obg‐like ATPase 1 OLA1_HUMAN 44,745 3 3 5 10.40% KGGDGIKPPPIIGR 5 18 23.0 25.0 0.0 0 1 0 1,404.8326
A_12 Obg‐like ATPase 1 OLA1_HUMAN 44,745 3 3 5 10.40% YLEANMTQSALPK 282 294 57.4 27.7 53.7 2 0 0 1,481.7306
A_12 Obg‐like ATPase 1 OLA1_HUMAN 44,745 3 3 5 10.40% YEDFKEEGSENAVK 350 363 38.4 25.0 30.8 2 0 0 1,644.7388
A_13 Obg‐like ATPase 1 OLA1_HUMAN 44,745 3 3 4 9.09% KGGDGIKPPPIIGR 5 18 19.1 25.0 0.0 0 1 0 1,404.8326
A_13 Obg‐like ATPase 1 OLA1_HUMAN 44,745 3 3 4 9.09% LQELSAEER 271 279 30.5 27.7 19.0 1 0 0 1,074.5426
A_13 Obg‐like ATPase 1 OLA1_HUMAN 44,745 3 3 4 9.09% YLEANMTQSALPK 282 294 50.4 27.5 44.8 2 0 0 1,481.7306
B_12 Obg‐like ATPase 1 OLA1_HUMAN 44,745 3 4 5 10.40% KGGDGIKPPPIIGR 5 18 43.5 25.0 0.0 0 1 0 1,404.8326
B_12 Obg‐like ATPase 1 OLA1_HUMAN 44,745 3 4 5 10.40% YLEANMTQSALPK 282 294 50.4 27.4 45.5 2 0 0 1,481.7306
B_12 Obg‐like ATPase 1 OLA1_HUMAN 44,745 3 4 5 10.40% YEDFKEEGSENAVK 350 363 41.6 25.0 41.6 1 1 0 1,644.7388
B_13 Obg‐like ATPase 1 OLA1_HUMAN 44,745 4 4 7 13.10% KGGDGIKPPPIIGR 5 18 33.9 25.0 0.0 0 2 0 1,404.8326
B_13 Obg‐like ATPase 1 OLA1_HUMAN 44,745 4 4 7 13.10% DEEMIGPIIDK 156 166 27.2 25.9 0.0 1 0 0 1,275.6141
B_13 Obg‐like ATPase 1 OLA1_HUMAN 44,745 4 4 7 13.10% YLEANMTQSALPK 282 294 61.8 27.4 53.3 2 0 0 1,481.7306
B_13 Obg‐like ATPase 1 OLA1_HUMAN 44,745 4 4 7 13.10% YEDFKEEGSENAVK 350 363 26.7 25.0 25.1 0 2 0 1,644.7388
F_15 Obg‐like ATPase 1 OLA1_HUMAN 44,745 2 3 3 6.82% YLEANMTQSALPK 282 294 40.5 27.4 40.5 1 0 0 1,481.7306
F_15 Obg‐like ATPase 1 OLA1_HUMAN 44,745 2 3 3 6.82% YEDFKEEGSENAVK 350 363 22.9 25.0 17.0 1 1 0 1,644.7388
I_11 Obg‐like ATPase 1 OLA1_HUMAN 44,745 3 3 6 9.60% KGGDGIKPPPIIGR 5 18 27.7 25.0 0.0 0 2 0 1,404.8326
I_11 Obg‐like ATPase 1 OLA1_HUMAN 44,745 3 3 6 9.60% IGIVGLPNVGK 25 35 42.5 25.0 36.7 2 0 0 1,066.6621
I_11 Obg‐like ATPase 1 OLA1_HUMAN 44,745 3 3 6 9.60% YLEANMTQSALPK 282 294 66.9 27.5 57.0 2 0 0 1,465.7356
J_11 Obg‐like ATPase 1 OLA1_HUMAN 44,745 2 2 4 6.31% KGGDGIKPPPIIGR 5 18 25.4 25.0 0.0 0 2 0 1,404.8326
J_11 Obg‐like ATPase 1 OLA1_HUMAN 44,745 2 2 4 6.31% IGIVGLPNVGK 25 35 37.4 25.0 33.9 2 0 0 1,066.6621
K_11 Obg‐like ATPase 1 OLA1_HUMAN 44,745 2 2 3 8.08% KGGDGIKPPPIIGR 5 18 38.5 25.0 0.0 0 2 0 1,404.8326
K_11 Obg‐like ATPase 1 OLA1_HUMAN 44,745 2 2 3 8.08% AFEDDDITHVEGSVDPIR 126 143 19.0 25.0 10.0 0 1 0 2,014.9355
L_07 Obg‐like ATPase 1 OLA1_HUMAN 44,745 2 2 4 6.06% IGIVGLPNVGK 25 35 37.9 25.0 37.9 2 0 0 1,066.6621
L_07 Obg‐like ATPase 1 OLA1_HUMAN 44,745 2 2 4 6.06% YLEANMTQSALPK 282 294 70.2 27.3 59.0 2 0 0 1,481.7306
L_08 Obg‐like ATPase 1 OLA1_HUMAN 44,745 2 2 3 6.82% YLEANMTQSALPK 282 294 57.0 27.3 43.5 2 0 0 1,481.7306
L_08 Obg‐like ATPase 1 OLA1_HUMAN 44,745 2 2 3 6.82% YEDFKEEGSENAVK 350 363 14.7 25.0 13.8 0 1 0 1,644.7388
Q_07 Obg‐like ATPase 1 OLA1_HUMAN 44,745 2 2 3 6.06% IGIVGLPNVGK 25 35 37.7 25.0 37.7 1 0 0 1,066.6621
Q_07 Obg‐like ATPase 1 OLA1_HUMAN 44,745 2 2 3 6.06% YLEANMTQSALPK 282 294 72.7 27.6 64.4 2 0 0 1,481.7306
A_10 Probable tRNA threonylcarbamoyladenosine biosynthesis protein OSGEP OSGEP_HUMAN 36,426 3 3 3 9.55% PAVLGFEGSANK 2 13 35.3 28.0 30.6 1 0 0 1,189.6212
A_10 Probable tRNA threonylcarbamoyladenosine biosynthesis protein OSGEP OSGEP_HUMAN 36,426 3 3 3 9.55% LVELPYTVK 190 198 32.4 25.8 30.9 1 0 0 1,061.6242
A_10 Probable tRNA threonylcarbamoyladenosine biosynthesis protein OSGEP OSGEP_HUMAN 36,426 3 3 3 9.55% TPLSDSGVTQR 313 323 32.6 27.6 23.6 1 0 0 1,160.5907
B_10 Probable tRNA threonylcarbamoyladenosine biosynthesis protein OSGEP OSGEP_HUMAN 36,426 2 2 2 8.36% PAVLGFEGSANK 2 13 30.0 28.0 30.0 1 0 0 1,189.6212
B_10 Probable tRNA threonylcarbamoyladenosine biosynthesis protein OSGEP OSGEP_HUMAN 36,426 2 2 2 8.36% ISNDPSPGYNIEQMAK 170 185 29.4 25.3 29.4 1 0 0 1,779.8220
H_06 Osteoclast‐stimulating factor 1 OSTF1_HUMAN 23,843 2 2 4 9.35% ALYTFEPR 19 26 42.0 26.3 29.0 2 0 0 996.5149
H_06 Osteoclast‐stimulating factor 1 OSTF1_HUMAN 23,843 2 2 4 9.35% LGDTALHAAAWK 139 150 67.1 26.3 55.6 2 0 0 1,253.6638
I_06 Osteoclast‐stimulating factor 1 OSTF1_HUMAN 23,843 2 2 3 9.35% ALYTFEPR 19 26 34.0 26.7 28.9 2 0 0 996.5149
I_06 Osteoclast‐stimulating factor 1 OSTF1_HUMAN 23,843 2 2 3 9.35% LGDTALHAAAWK 139 150 26.2 26.4 18.5 1 0 0 1,253.6638
K_06 Osteoclast‐stimulating factor 1 OSTF1_HUMAN 23,843 2 2 4 9.35% ALYTFEPR 19 26 24.4 26.5 15.4 2 0 0 996.5149
K_06 Osteoclast‐stimulating factor 1 OSTF1_HUMAN 23,843 2 2 4 9.35% LGDTALHAAAWK 139 150 48.2 26.7 44.1 2 0 0 1,253.6638
A_09 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 5 9 18.10% IQQEIAVQNPLVSER 37 51 85.7 26.5 76.1 2 1 0 1,723.9338
A_09 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 5 9 18.10% EYAEDDNIYQQK 60 71 52.5 25.0 52.5 2 0 0 1,515.6599
A_09 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 5 9 18.10% FFEHFIEGGR 189 198 50.5 26.5 41.8 2 0 0 1,238.5953
A_09 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 5 9 18.10% EFCQQEVEPMCK 202 213 33.8 25.0 33.8 2 0 0 1,600.6442
A_10 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 4 9.23% IQQEIAVQNPLVSER 37 51 85.2 26.6 72.8 2 0 0 1,723.9338
A_10 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 4 9.23% FFEHFIEGGR 189 198 37.7 26.6 33.3 2 0 0 1,238.5953
B_09 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 5 5 9 19.90% IQQEIAVQNPLVSER 37 51 66.1 26.9 50.3 2 0 0 1,723.9338
B_09 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 5 5 9 19.90% LELSVLYK 52 59 26.8 25.0 14.4 2 0 0 964.5714
B_09 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 5 5 9 19.90% EYAEDDNIYQQK 60 71 58.0 25.0 58.0 2 0 0 1,515.6599
B_09 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 5 5 9 19.90% LLTSGYLQR 177 185 57.0 26.6 43.6 2 0 0 1,050.5943
B_09 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 5 5 9 19.90% FFEHFIEGGR 189 198 27.2 26.5 24.8 1 0 0 1,238.5953
B_10 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 3 5 12.20% IQQEIAVQNPLVSER 37 51 76.5 26.5 67.7 2 0 0 1,723.9338
B_10 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 3 5 12.20% LELSVLYK 52 59 23.2 25.0 11.5 1 0 0 964.5714
B_10 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 3 5 12.20% FFEHFIEGGR 189 198 33.6 26.6 26.6 2 0 0 1,238.5953
C_09 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 3 5 12.50% IQQEIAVQNPLVSER 37 51 56.3 26.9 45.3 1 0 0 1,723.9338
C_09 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 3 5 12.50% LLTSGYLQR 177 185 45.0 26.6 37.0 2 0 0 1,050.5943
C_09 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 3 5 12.50% FFEHFIEGGR 189 198 20.9 26.4 20.9 2 0 0 1,238.5953
D_15 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 2 6.27% LELSVLYK 52 59 24.9 25.0 19.6 1 0 0 964.5714
D_15 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 2 6.27% LLTSGYLQR 177 185 26.8 27.0 19.9 1 0 0 1,050.5943
F_11 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 3 3 9.96% LELSVLYK 52 59 26.2 25.0 23.1 1 0 0 964.5714
F_11 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 3 3 9.96% LLTSGYLQR 177 185 41.8 25.1 36.5 1 0 0 1,050.5943
F_11 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 3 3 9.96% FFEHFIEGGR 189 198 25.2 26.6 20.0 1 0 0 1,238.5953
G_11 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 4 7.75% LLTSGYLQR 177 185 44.4 26.1 36.0 2 0 0 1,050.5943
G_11 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 4 7.75% EFCQQEVEPMCK 202 213 21.6 25.0 21.6 2 0 0 1,600.6442
H_07 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 2 8.86% IQQEIAVQNPLVSER 37 51 53.4 26.7 46.2 1 0 0 1,723.9338
H_07 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 2 8.86% LLTSGYLQR 177 185 35.7 26.2 23.0 1 0 0 1,050.5943
H_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 3 4 12.90% IQQEIAVQNPLVSER 37 51 56.5 26.4 45.5 2 0 0 1,723.9338
H_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 3 4 12.90% LELSVLYK 52 59 18.6 25.0 11.1 1 0 0 964.5714
H_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 3 4 12.90% EYAEDDNIYQQK 60 71 38.4 25.0 32.6 1 0 0 1,515.6599
I_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 5 9 15.50% IQQEIAVQNPLVSER 37 51 65.0 26.4 55.8 2 2 0 1,723.9338
I_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 5 9 15.50% LELSVLYK 52 59 17.9 25.0 2.8 1 0 0 964.5714
I_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 5 9 15.50% LLTSGYLQR 177 185 37.1 26.2 24.2 2 0 0 1,050.5943
I_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 5 9 15.50% FFEHFIEGGR 189 198 44.5 26.2 44.3 2 0 0 1,238.5953
J_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 4 6 11.80% IQQEIAVQNPLVSER 37 51 72.5 26.4 63.3 2 1 0 1,723.9338
J_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 4 6 11.80% LELSVLYK 52 59 25.3 25.0 9.7 1 0 0 964.5714
J_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 3 4 6 11.80% LLTSGYLQR 177 185 41.1 26.1 30.4 2 0 0 1,050.5943
K_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 5 8 15.50% IQQEIAVQNPLVSER 37 51 79.8 26.5 72.9 2 2 0 1,723.9338
K_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 5 8 15.50% LELSVLYK 52 59 32.3 25.0 22.3 2 0 0 964.5714
K_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 5 8 15.50% LLTSGYLQR 177 185 27.1 26.2 17.3 1 0 0 1,050.5943
K_08 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 5 8 15.50% FFEHFIEGGR 189 198 28.4 26.4 19.8 1 0 0 1,238.5953
L_06 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 4 7 18.10% IQQEIAVQNPLVSER 37 51 85.3 25.9 75.9 2 0 0 1,723.9338
L_06 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 4 7 18.10% EYAEDDNIYQQK 60 71 53.1 25.0 53.1 2 0 0 1,515.6599
L_06 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 4 7 18.10% FFEHFIEGGR 189 198 36.5 26.5 23.1 1 0 0 1,238.5953
L_06 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 4 4 7 18.10% EFCQQEVEPMCK 202 213 33.8 25.0 33.8 2 0 0 1,600.6442
M_06 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 4 9.96% IQQEIAVQNPLVSER 37 51 85.9 26.3 75.3 2 0 0 1,723.9338
M_06 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 4 9.96% EYAEDDNIYQQK 60 71 60.0 25.0 59.0 2 0 0 1,515.6599
P_06 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 2 7.75% EYAEDDNIYQQK 60 71 37.7 25.0 37.7 1 0 0 1,515.6599
P_06 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 2 7.75% LLTSGYLQR 177 185 22.5 25.9 10.5 1 0 0 1,050.5943
Q_06 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 3 9.96% IQQEIAVQNPLVSER 37 51 80.2 26.4 66.5 1 0 0 1,723.9338
Q_06 Ubiquitin thioesterase OTUB1 OTUB1_HUMAN 31,285 2 2 3 9.96% EYAEDDNIYQQK 60 71 73.7 25.0 69.1 2 0 0 1,515.6599
A_07 Ovarian cancer‐associated gene 2 protein OVCA2_HUMAN 24,419 2 2 4 9.25% VLCLAGFR 9 16 47.0 28.6 23.8 2 0 0 935.5132
A_07 Ovarian cancer‐associated gene 2 protein OVCA2_HUMAN 24,419 2 2 4 9.25% SDFGSCPPEEQPR 59 71 44.7 25.0 44.7 2 0 0 1,505.6327
B_07 Ovarian cancer‐associated gene 2 protein OVCA2_HUMAN 24,419 2 2 4 9.25% VLCLAGFR 9 16 34.5 28.6 20.7 2 0 0 935.5132
B_07 Ovarian cancer‐associated gene 2 protein OVCA2_HUMAN 24,419 2 2 4 9.25% SDFGSCPPEEQPR 59 71 39.6 25.0 39.6 2 0 0 1,505.6327
F_09 Ovarian cancer‐associated gene 2 protein OVCA2_HUMAN 24,419 2 2 4 9.25% VLCLAGFR 9 16 44.7 28.6 28.3 2 0 0 935.5132
F_09 Ovarian cancer‐associated gene 2 protein OVCA2_HUMAN 24,419 2 2 4 9.25% SDFGSCPPEEQPR 59 71 40.5 25.0 40.5 2 0 0 1,505.6327



F_10 Ovarian cancer‐associated gene 2 protein OVCA2_HUMAN 24,419 2 2 3 9.25% VLCLAGFR 9 16 34.3 28.6 20.1 1 0 0 935.5132
F_10 Ovarian cancer‐associated gene 2 protein OVCA2_HUMAN 24,419 2 2 3 9.25% SDFGSCPPEEQPR 59 71 45.4 25.0 45.4 2 0 0 1,505.6327
G_09 Ovarian cancer‐associated gene 2 protein OVCA2_HUMAN 24,419 2 2 3 9.25% VLCLAGFR 9 16 28.0 27.5 15.5 2 0 0 935.5132
G_09 Ovarian cancer‐associated gene 2 protein OVCA2_HUMAN 24,419 2 2 3 9.25% SDFGSCPPEEQPR 59 71 37.1 25.0 37.1 1 0 0 1,505.6327
H_06 Ovarian cancer‐associated gene 2 protein OVCA2_HUMAN 24,419 2 2 4 9.25% VLCLAGFR 9 16 49.8 28.6 28.3 2 0 0 935.5132
H_06 Ovarian cancer‐associated gene 2 protein OVCA2_HUMAN 24,419 2 2 4 9.25% SDFGSCPPEEQPR 59 71 35.9 25.0 35.9 2 0 0 1,505.6327
A_20 Prolyl 3‐hydroxylase 1 P3H1_HUMAN 83,395 4 4 8 7.74% VVMDGVISDHECQELQR 472 488 43.1 25.0 42.1 0 2 0 2,030.9272
A_20 Prolyl 3‐hydroxylase 1 P3H1_HUMAN 83,395 4 4 8 7.74% LTNVAATSGDGYR 489 501 54.4 27.5 54.1 2 0 0 1,324.6492
A_20 Prolyl 3‐hydroxylase 1 P3H1_HUMAN 83,395 4 4 8 7.74% TVTAEVQPQCGR 636 647 54.9 26.8 48.3 2 0 0 1,345.6530
A_20 Prolyl 3‐hydroxylase 1 P3H1_HUMAN 83,395 4 4 8 7.74% AVGFSSGTENPHGVK 648 662 41.5 27.2 41.5 2 0 0 1,486.7285
B_20 Prolyl 3‐hydroxylase 1 P3H1_HUMAN 83,395 4 5 7 7.88% QNCVTELASHPSR 280 292 33.0 25.0 28.9 0 1 0 1,498.7067
B_20 Prolyl 3‐hydroxylase 1 P3H1_HUMAN 83,395 4 5 7 7.88% VVMDGVISDHECQELQR 472 488 13.0 25.0 10.2 0 1 0 2,030.9272
B_20 Prolyl 3‐hydroxylase 1 P3H1_HUMAN 83,395 4 5 7 7.88% LTNVAATSGDGYR 489 501 49.5 27.3 45.0 2 0 0 1,324.6492
B_20 Prolyl 3‐hydroxylase 1 P3H1_HUMAN 83,395 4 5 7 7.88% AVGFSSGTENPHGVK 648 662 61.8 27.3 35.2 2 1 0 1,486.7285
C_20 Prolyl 3‐hydroxylase 1 P3H1_HUMAN 83,395 2 2 3 4.35% VVMDGVISDHECQELQR 472 488 30.2 25.0 29.3 0 1 0 2,030.9272
C_20 Prolyl 3‐hydroxylase 1 P3H1_HUMAN 83,395 2 2 3 4.35% AVGFSSGTENPHGVK 648 662 49.5 26.9 43.3 2 0 0 1,486.7285
A_16 Prolyl 4‐hydroxylase subunit alpha‐1 P4HA1_HUMAN 61,052 3 3 6 7.49% QYFPNDEDQVGAAK 119 132 55.4 25.0 48.2 2 0 0 1,581.7181
A_16 Prolyl 4‐hydroxylase subunit alpha‐1 P4HA1_HUMAN 61,052 3 3 6 7.49% LQDTYNLDTDTISK 137 150 83.8 26.6 80.5 2 0 0 1,626.7860
A_16 Prolyl 4‐hydroxylase subunit alpha‐1 P4HA1_HUMAN 61,052 3 3 6 7.49% QLDEGEISTIDK 193 204 28.8 27.0 18.4 2 0 0 1,347.6641
B_16 Prolyl 4‐hydroxylase subunit alpha‐1 P4HA1_HUMAN 61,052 2 2 4 5.24% QYFPNDEDQVGAAK 119 132 50.6 25.0 41.9 2 0 0 1,581.7181
B_16 Prolyl 4‐hydroxylase subunit alpha‐1 P4HA1_HUMAN 61,052 2 2 4 5.24% LQDTYNLDTDTISK 137 150 72.0 26.7 70.1 2 0 0 1,626.7860
C_16 Prolyl 4‐hydroxylase subunit alpha‐1 P4HA1_HUMAN 61,052 5 5 7 11.80% DLVTSLKDYIK 37 47 27.4 25.2 25.8 1 0 0 1,294.7255
C_16 Prolyl 4‐hydroxylase subunit alpha‐1 P4HA1_HUMAN 61,052 5 5 7 11.80% DPEGFVGHPVNAFK 73 86 17.8 26.9 14.6 0 1 0 1,513.7435
C_16 Prolyl 4‐hydroxylase subunit alpha‐1 P4HA1_HUMAN 61,052 5 5 7 11.80% QYFPNDEDQVGAAK 119 132 50.5 25.0 42.3 2 0 0 1,581.7181
C_16 Prolyl 4‐hydroxylase subunit alpha‐1 P4HA1_HUMAN 61,052 5 5 7 11.80% LQDTYNLDTDTISK 137 150 96.8 26.6 94.9 2 0 0 1,626.7860
C_16 Prolyl 4‐hydroxylase subunit alpha‐1 P4HA1_HUMAN 61,052 5 5 7 11.80% LLELDPEHQR 231 240 25.3 28.0 18.1 1 0 0 1,249.6537
H_14 Prolyl 4‐hydroxylase subunit alpha‐1 P4HA1_HUMAN 61,052 2 2 3 5.24% QYFPNDEDQVGAAK 119 132 56.5 25.0 42.5 1 0 0 1,581.7181
H_14 Prolyl 4‐hydroxylase subunit alpha‐1 P4HA1_HUMAN 61,052 2 2 3 5.24% LQDTYNLDTDTISK 137 150 92.5 26.7 87.8 2 0 0 1,626.7860
A_15 Prolyl 4‐hydroxylase subunit alpha‐2 P4HA2_HUMAN 60,903 2 2 3 3.74% APQLLIAPFK 319 328 24.7 25.0 16.0 1 0 0 1,097.6719
A_15 Prolyl 4‐hydroxylase subunit alpha‐2 P4HA2_HUMAN 60,903 2 2 3 3.74% TGVLTVASYR 371 380 57.7 26.4 52.2 2 0 0 1,066.5891
A_08 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 3 3 4 14.70% VVVLGLLPR 133 141 54.8 25.0 54.8 2 0 0 965.6507
A_08 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 3 3 4 14.70% LGYTPVCR 199 206 25.1 26.7 18.8 1 0 0 965.4874
A_08 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 3 3 4 14.70% LLAQDQGQGAPLLEPAP 215 231 31.8 28.2 24.2 1 0 0 1,717.9123
B_08 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 3 3 3 15.20% AIVQLVNER 119 127 31.4 25.4 22.2 1 0 0 1,041.6051
B_08 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 3 3 3 15.20% VVVLGLLPR 133 141 26.8 25.0 26.8 1 0 0 965.6507
B_08 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 3 3 3 15.20% LLAQDQGQGAPLLEPAP 215 231 41.4 28.2 27.3 1 0 0 1,717.9123
C_08 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 3 3 5 11.30% AIVQLVNER 119 127 32.8 25.0 20.2 2 0 0 1,041.6051
C_08 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 3 3 5 11.30% VVVLGLLPR 133 141 46.9 25.0 46.9 2 0 0 965.6507
C_08 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 3 3 5 11.30% LGYTPVCR 199 206 26.9 26.7 10.1 1 0 0 965.4874
F_10 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 2 2 4 7.36% VVVLGLLPR 133 141 50.1 25.0 50.1 2 0 0 965.6507
F_10 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 2 2 4 7.36% LGYTPVCR 199 206 34.6 26.6 25.6 2 0 0 965.4874
G_10 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 2 2 3 7.36% VVVLGLLPR 133 141 39.8 25.0 39.8 2 0 0 965.6507
G_10 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 2 2 3 7.36% LGYTPVCR 199 206 38.7 26.5 27.3 1 0 0 965.4874
H_07 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 2 2 3 7.79% AIVQLVNER 119 127 24.5 25.0 10.8 1 0 0 1,041.6051
H_07 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 2 2 3 7.79% VVVLGLLPR 133 141 50.8 25.0 50.8 2 0 0 965.6507
K_07 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 3 3 4 15.20% AIVQLVNER 119 127 21.3 25.3 12.8 1 0 0 1,041.6051
K_07 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 3 3 4 15.20% VVVLGLLPR 133 141 53.3 25.0 53.3 2 0 0 965.6507
K_07 Platelet‐activating factor acetylhydrolase IB subunit gamma PA1B3_HUMAN 25,734 3 3 4 15.20% LLAQDQGQGAPLLEPAP 215 231 30.3 28.2 22.4 1 0 0 1,717.9123
A_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 15 31 32.70% SDQDYILK 94 101 29.3 26.0 17.2 2 0 0 981.4889
A_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 15 31 32.70% SDQDYILKEGDLVK 94 107 33.8 27.8 25.8 0 2 0 1,622.8275
A_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 15 31 32.70% AAHLCAEAALR 145 155 42.5 27.1 36.5 2 0 0 1,182.6048
A_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 15 31 32.70% LVKPGNQNTQVTEAWNK 156 172 45.0 26.9 37.8 2 2 0 1,927.0033
A_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 15 31 32.70% VAHSFNCTPIEGMLSHQLK 173 191 29.2 26.3 27.6 0 2 0 2,185.0530
A_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 15 31 32.70% TIIQNPTDQQK 200 210 45.6 27.0 36.9 2 0 0 1,285.6749
A_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 15 31 32.70% TIIQNPTDQQKK 200 211 27.5 27.6 17.7 1 0 0 1,413.7699
A_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 15 31 32.70% AFFSEVER 264 271 51.9 25.4 37.5 2 0 0 984.4784
A_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 15 31 32.70% HELLQPFNVLYEK 299 311 35.5 27.7 23.5 2 2 0 1,629.8636
A_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 15 31 32.70% FTVLLMPNGPMR 321 332 57.3 28.2 34.0 4 0 0 1,407.7125
A_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 15 31 32.70% ITSGPFEPDLYK 333 344 59.0 27.6 54.6 2 0 0 1,366.6891
A_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 15 31 32.70% SEMEVQDAELK 345 355 67.0 25.8 53.6 4 0 0 1,278.5883
B_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 14 25 35.50% SDQDYILK 94 101 49.6 25.8 32.3 2 0 0 981.4889
B_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 14 25 35.50% AAHLCAEAALR 145 155 53.9 27.3 46.1 2 0 0 1,182.6048
B_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 14 25 35.50% LVKPGNQNTQVTEAWNK 156 172 23.6 27.3 19.9 0 2 0 1,927.0033
B_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 14 25 35.50% VAHSFNCTPIEGMLSHQLK 173 191 29.8 26.3 22.4 0 1 0 2,185.0530
B_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 14 25 35.50% TIIQNPTDQQK 200 210 37.1 27.3 16.2 3 0 0 1,285.6749
B_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 14 25 35.50% AFFSEVER 264 271 53.5 25.6 44.1 2 0 0 984.4784
B_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 14 25 35.50% FDAMPFTLR 273 281 32.4 25.1 23.9 1 0 0 1,113.5399
B_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 14 25 35.50% HELLQPFNVLYEK 299 311 47.6 27.8 40.1 2 2 0 1,629.8636
B_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 14 25 35.50% EGEFVAQFK 312 320 22.6 26.1 10.0 1 0 0 1,054.5204
B_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 14 25 35.50% FTVLLMPNGPMR 321 332 25.9 28.3 4.3 1 0 0 1,391.7176
B_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 14 25 35.50% ITSGPFEPDLYK 333 344 54.7 27.8 48.9 2 0 0 1,366.6891
B_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 12 14 25 35.50% SEMEVQDAELK 345 355 66.1 25.8 53.5 4 0 0 1,278.5883
C_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 13 24.60% SDQDYILK 94 101 21.5 25.9 9.4 2 0 0 981.4889
C_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 13 24.60% AAHLCAEAALR 145 155 24.0 26.7 21.0 1 0 0 1,182.6048
C_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 13 24.60% LVKPGNQNTQVTEAWNK 156 172 30.6 27.5 30.6 0 2 0 1,927.0033
C_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 13 24.60% TIIQNPTDQQK 200 210 39.7 27.0 24.7 2 0 0 1,285.6749
C_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 13 24.60% FDAMPFTLR 273 281 31.5 25.5 31.0 2 0 0 1,113.5399
C_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 13 24.60% FTVLLMPNGPMR 321 332 41.4 28.1 28.7 1 0 0 1,407.7125
C_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 13 24.60% SEMEVQDAELK 345 355 35.3 25.0 30.7 2 0 0 1,294.5833
C_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 13 24.60% TAENATSGETLEENEAGD 377 394 73.7 25.0 69.6 1 0 0 1,837.7571
C_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 10 12 21 28.20% SDQDYILK 94 101 32.4 26.0 18.0 1 0 0 981.4889
C_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 10 12 21 28.20% SDQDYILKEGDLVK 94 107 37.8 27.8 25.7 1 0 0 1,622.8275
C_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 10 12 21 28.20% AAHLCAEAALR 145 155 36.4 27.1 31.9 2 0 0 1,182.6048
C_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 10 12 21 28.20% LVKPGNQNTQVTEAWNK 156 172 50.7 27.4 49.6 2 2 0 1,927.0033
C_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 10 12 21 28.20% TIIQNPTDQQK 200 210 33.7 27.0 24.8 2 0 0 1,285.6749
C_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 10 12 21 28.20% AFFSEVER 264 271 45.7 25.7 38.7 2 0 0 984.4784
C_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 10 12 21 28.20% EGEFVAQFK 312 320 33.0 26.1 24.2 2 0 0 1,054.5204
C_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 10 12 21 28.20% FTVLLMPNGPMR 321 332 45.5 28.0 37.0 2 0 0 1,407.7125
C_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 10 12 21 28.20% SEMEVQDAELK 345 355 51.7 25.0 43.3 3 0 0 1,294.5833
C_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 10 12 21 28.20% TAENATSGETLEENEAGD 377 394 86.5 25.0 86.5 2 0 0 1,837.7571
D_19 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 6 10.20% TIIQNPTDQQK 200 210 29.2 27.0 14.6 2 0 0 1,285.6749
D_19 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 6 10.20% AFFSEVER 264 271 35.6 25.5 26.7 2 0 0 984.4784
D_19 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 6 10.20% FDAMPFTLR 273 281 21.2 25.5 14.5 1 0 0 1,113.5399
D_19 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 6 10.20% ITSGPFEPDLYK 333 344 40.0 27.3 29.9 1 0 0 1,366.6891
D_20 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 15 22.60% SDQDYILK 94 101 43.6 25.9 23.3 2 0 0 981.4889
D_20 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 15 22.60% AAHLCAEAALR 145 155 35.5 26.9 22.9 1 0 0 1,182.6048
D_20 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 15 22.60% TIIQNPTDQQK 200 210 56.4 27.1 45.1 2 0 0 1,285.6749
D_20 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 15 22.60% AFFSEVER 264 271 37.6 25.0 24.2 2 0 0 984.4784
D_20 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 15 22.60% FDAMPFTLR 273 281 20.4 25.5 10.9 2 0 0 1,113.5399
D_20 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 15 22.60% FTVLLMPNGPMR 321 332 47.8 28.1 39.5 2 0 0 1,407.7125
D_20 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 15 22.60% ITSGPFEPDLYK 333 344 61.0 27.5 56.1 2 0 0 1,366.6891
D_20 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 8 8 15 22.60% TAENATSGETLEENEAGD 377 394 44.3 25.0 44.3 2 0 0 1,837.7571
E_19 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 3 4.82% TIIQNPTDQQK 200 210 44.3 27.8 36.1 2 0 0 1,285.6749
E_19 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 3 4.82% AFFSEVER 264 271 21.6 25.0 10.8 1 0 0 984.4784
F_15 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 14 18.00% SLVEASSSGVSVLSLCEK 34 51 81.5 27.8 75.2 2 0 0 1,851.9368
F_15 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 14 18.00% SDQDYILK 94 101 50.3 26.1 34.0 2 0 0 981.4889
F_15 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 14 18.00% AAHLCAEAALR 145 155 44.3 27.3 37.2 2 0 0 1,182.6048
F_15 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 14 18.00% LVKPGNQNTQVTEAWNK 156 172 45.8 27.3 37.5 2 2 0 1,927.0033
F_15 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 14 18.00% AFFSEVER 264 271 50.0 25.0 41.5 2 0 0 984.4784
F_15 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 14 18.00% FDAMPFTLR 273 281 32.8 25.1 24.0 2 0 0 1,113.5399
G_15 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 3 3 4 9.90% LVKPGNQNTQVTEAWNK 156 172 26.6 27.1 26.6 0 1 0 1,927.0033
G_15 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 3 3 4 9.90% TIIQNPTDQQK 200 210 25.2 27.3 19.2 1 0 0 1,285.6749



G_15 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 3 3 4 9.90% SEMEVQDAELK 345 355 44.5 26.2 37.2 2 0 0 1,278.5883
H_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 12 17.50% SDQDYILKEGDLVK 94 107 24.7 27.8 15.9 0 1 0 1,622.8275
H_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 12 17.50% LVKPGNQNTQVTEAWNK 156 172 45.2 27.3 45.2 2 2 0 1,927.0033
H_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 12 17.50% AFFSEVER 264 271 56.6 25.0 40.8 2 0 0 984.4784
H_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 12 17.50% FDAMPFTLR 273 281 24.7 25.1 19.5 1 0 0 1,113.5399
H_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 12 17.50% EGEFVAQFK 312 320 33.0 26.1 20.6 2 0 0 1,054.5204
H_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 12 17.50% ITSGPFEPDLYK 333 344 51.7 27.2 47.2 2 0 0 1,366.6891
H_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 4 5.08% AFFSEVER 264 271 30.7 25.0 24.5 2 0 0 984.4784
H_13 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 4 5.08% ITSGPFEPDLYK 333 344 40.1 27.2 34.2 2 0 0 1,366.6891
H_23 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 4 7.36% LVKPGNQNTQVTEAWNK 156 172 28.0 27.3 15.5 0 2 0 1,927.0033
H_23 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 4 7.36% ITSGPFEPDLYK 333 344 42.6 27.6 28.7 2 0 0 1,366.6891
H_24 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 3 6.35% LVKPGNQNTQVTEAWNK 156 172 24.4 27.3 24.4 0 2 0 1,927.0033
H_24 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 3 6.35% AFFSEVER 264 271 29.7 25.0 21.1 1 0 0 984.4784
I_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 14 19.50% SDQDYILKEGDLVK 94 107 41.8 27.6 23.6 2 0 0 1,622.8275
I_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 14 19.50% LVKPGNQNTQVTEAWNK 156 172 40.5 27.2 38.7 2 2 0 1,927.0033
I_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 14 19.50% AFFSEVER 264 271 54.7 25.4 44.5 2 0 0 984.4784
I_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 14 19.50% FDAMPFTLR 273 281 32.4 25.5 20.2 2 0 0 1,113.5399
I_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 14 19.50% SEMEVQDAELK 345 355 57.4 25.9 48.3 2 0 0 1,278.5883
I_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 6 7 14 19.50% TAENATSGETLEENEAGD 377 394 51.8 25.0 51.8 2 0 0 1,837.7571
I_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 4 6.35% LVKPGNQNTQVTEAWNK 156 172 42.0 27.1 39.1 0 2 0 1,927.0033
I_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 4 6.35% AFFSEVER 264 271 39.5 25.0 20.3 2 0 0 984.4784
J_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 4 12.20% LVKPGNQNTQVTEAWNK 156 172 28.1 27.1 23.1 0 1 0 1,927.0033
J_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 4 12.20% AFFSEVER 264 271 42.5 25.4 31.4 1 0 0 984.4784
J_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 4 12.20% ITSGPFEPDLYK 333 344 50.2 27.2 38.2 1 0 0 1,366.6891
J_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 4 12.20% SEMEVQDAELK 345 355 30.4 26.1 28.2 1 0 0 1,278.5883
J_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 3 7.36% LVKPGNQNTQVTEAWNK 156 172 21.7 27.2 18.6 0 1 0 1,927.0033
J_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 3 7.36% ITSGPFEPDLYK 333 344 43.3 27.8 33.7 2 0 0 1,366.6891
K_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 3 6 8.88% LVKPGNQNTQVTEAWNK 156 172 46.7 27.0 41.8 2 2 0 1,927.0033
K_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 3 6 8.88% TAENATSGETLEENEAGD 377 394 109.0 25.0 109.0 2 0 0 1,837.7571
K_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 5 9 14.00% LVKPGNQNTQVTEAWNK 156 172 32.9 27.4 29.0 1 2 0 1,927.0033
K_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 5 9 14.00% AFFSEVER 264 271 48.5 25.0 38.7 2 0 0 984.4784
K_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 5 9 14.00% ITSGPFEPDLYK 333 344 51.6 27.8 38.8 2 0 0 1,366.6891
K_12 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 5 9 14.00% TAENATSGETLEENEAGD 377 394 72.4 25.0 72.4 2 0 0 1,837.7571
K_24 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 3 3 4 9.39% LVKPGNQNTQVTEAWNK 156 172 27.4 27.0 25.3 0 1 0 1,927.0033
K_24 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 3 3 4 9.39% AFFSEVER 264 271 23.3 25.4 15.2 1 0 0 984.4784
K_24 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 3 3 4 9.39% ITSGPFEPDLYK 333 344 40.0 27.7 28.2 2 0 0 1,366.6891
L_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 7 11.70% SDQDYILK 94 101 24.4 27.2 11.0 2 0 0 981.4889
L_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 7 11.70% LVKPGNQNTQVTEAWNK 156 172 30.0 27.1 30.0 0 2 0 1,927.0033
L_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 7 11.70% FDAMPFTLR 273 281 35.3 25.4 28.6 1 0 0 1,113.5399
L_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 7 11.70% ITSGPFEPDLYK 333 344 50.9 27.7 41.0 2 0 0 1,366.6891
L_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 2 6.35% LVKPGNQNTQVTEAWNK 156 172 23.0 27.0 23.0 0 1 0 1,927.0033
L_11 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 2 6.35% AFFSEVER 264 271 23.3 25.1 18.1 1 0 0 984.4784
M_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 5 5 8 14.00% SLVEASSSGVSVLSLCEK 34 51 76.7 27.6 67.3 2 0 0 1,851.9368
M_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 5 5 8 14.00% SDQDYILK 94 101 22.5 25.8 11.7 1 0 0 981.4889
M_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 5 5 8 14.00% AFFSEVER 264 271 37.8 25.0 28.4 2 0 0 984.4784
M_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 5 5 8 14.00% FDAMPFTLR 273 281 27.4 25.3 15.8 2 0 0 1,113.5399
M_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 5 5 8 14.00% FTVLLMPNGPMR 321 332 36.8 27.9 35.5 1 0 0 1,407.7125
N_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 4 7.36% TIIQNPTDQQK 200 210 30.7 27.1 17.1 2 0 0 1,285.6749
N_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 2 2 4 7.36% TAENATSGETLEENEAGD 377 394 89.1 25.0 89.1 2 0 0 1,837.7571
P_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 3 3 5 7.11% AAHLCAEAALR 145 155 45.2 26.9 36.6 2 0 0 1,182.6048
P_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 3 3 5 7.11% AFFSEVER 264 271 36.7 25.1 25.6 2 0 0 984.4784
P_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 3 3 5 7.11% EGEFVAQFK 312 320 34.5 26.9 29.0 1 0 0 1,054.5204
Q_07 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 6 12.20% SDQDYILK 94 101 30.5 26.5 14.3 2 0 0 981.4889
Q_07 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 6 12.20% LVKPGNQNTQVTEAWNK 156 172 29.9 26.9 28.8 0 1 0 1,927.0033
Q_07 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 6 12.20% ITSGPFEPDLYK 333 344 58.0 27.8 40.5 2 0 0 1,366.6891
Q_07 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 4 6 12.20% SEMEVQDAELK 345 355 26.3 26.2 12.8 1 0 0 1,278.5883
Q_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 5 9 9.90% SDQDYILK 94 101 36.1 26.4 24.8 2 0 0 981.4889
Q_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 5 9 9.90% AFFSEVER 264 271 34.0 25.2 23.9 2 0 0 984.4784
Q_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 5 9 9.90% ITSGPFEPDLYK 333 344 43.9 27.8 31.3 2 0 0 1,366.6891
Q_08 Proliferation‐associated protein 2G4 PA2G4_HUMAN 43,787 4 5 9 9.90% SEMEVQDAELK 345 355 45.0 25.8 33.5 3 0 0 1,278.5883
A_12 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 4 4.56% FSPAGPILSIR 31 41 53.1 27.5 48.4 2 0 0 1,157.6678
A_12 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 4 4.56% SGVGNIFIK 96 104 21.8 26.0 12.1 1 0 0 934.5357
A_12 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 4 4.56% GFGFVSFER 232 240 27.6 26.4 19.0 1 0 0 1,045.5101
A_13 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 6 4.87% FSPAGPILSIR 31 41 32.5 27.2 23.6 2 0 0 1,157.6678
A_13 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 6 4.87% ALDTMNFDVIK 68 78 48.5 26.8 40.0 2 0 0 1,282.6350
A_13 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 6 4.87% GFGFVSFER 232 240 42.7 26.0 31.6 2 0 0 1,045.5101
A_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 4 4 6 6.29% FSPAGPILSIR 31 41 36.1 27.2 28.8 1 0 0 1,157.6678
A_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 4 4 6 6.29% ALDTMNFDVIK 68 78 35.6 27.1 19.1 2 0 0 1,282.6350
A_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 4 4 6 6.29% SGVGNIFIK 96 104 32.0 26.9 22.3 2 0 0 934.5357
A_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 4 4 6 6.29% GFGFVSFER 232 240 20.3 26.0 15.8 1 0 0 1,045.5101
A_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 13 11.50% ALDTMNFDVIK 68 78 68.1 26.9 58.7 2 0 0 1,282.6350
A_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 13 11.50% SGVGNIFIK 96 104 55.6 26.1 33.9 2 0 0 934.5357
A_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 13 11.50% NLDDGIDDER 300 309 42.0 25.0 27.4 2 0 0 1,161.5021
A_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 13 11.50% KEFSPFGTITSAK 312 324 47.7 27.2 42.8 1 0 0 1,412.7421
A_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 13 11.50% EFSPFGTITSAK 313 324 35.0 26.3 25.2 2 0 0 1,284.6471
A_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 13 11.50% IVATKPLYVALAQR 357 370 54.4 25.0 54.4 2 0 0 1,542.9367
A_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 13 11.50% SKVDEAVAVLQAHQAK 605 620 63.2 26.4 63.2 0 2 0 1,693.9232
A_23 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 2 4.25% FSPAGPILSIR 31 41 22.1 27.7 16.2 1 0 0 1,157.6678
A_23 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 2 4.25% SKVDEAVAVLQAHQAK 605 620 28.2 26.7 22.4 0 1 0 1,693.9232
A_25 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 3 5.66% ALDTMNFDVIK 68 78 45.3 27.1 35.4 1 0 0 1,282.6350
A_25 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 3 5.66% SGVGNIFIK 96 104 27.2 26.1 19.0 1 0 0 934.5357
A_25 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 3 5.66% SKVDEAVAVLQAHQAK 605 620 20.2 26.7 16.5 0 1 0 1,693.9232
A_28 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 2 3.46% FSPAGPILSIR 31 41 32.5 27.7 19.6 1 0 0 1,157.6678
A_28 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 2 3.46% ALDTMNFDVIK 68 78 20.7 27.0 13.1 1 0 0 1,282.6350
A_32 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 5 5.66% ALDTMNFDVIK 68 78 23.9 27.6 12.8 1 0 0 1,282.6350
A_32 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 5 5.66% SGVGNIFIK 96 104 53.0 26.5 28.2 2 0 0 934.5357
A_32 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 5 5.66% SKVDEAVAVLQAHQAK 605 620 34.9 26.4 34.9 0 2 0 1,693.9232
B_12 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 5 4.56% FSPAGPILSIR 31 41 44.1 27.7 32.5 2 0 0 1,157.6678
B_12 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 5 4.56% SGVGNIFIK 96 104 45.8 26.1 34.3 2 0 0 934.5357
B_12 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 5 4.56% GFGFVSFER 232 240 24.6 26.5 16.9 1 0 0 1,045.5101
B_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.14% FSPAGPILSIR 31 41 32.0 27.2 24.7 1 0 0 1,157.6678
B_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.14% GFGFVSFER 232 240 32.1 26.0 21.5 2 0 0 1,045.5101
B_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 12 12.90% ALDTMNFDVIK 68 78 71.3 27.1 59.0 2 0 0 1,282.6350
B_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 12 12.90% SGVGNIFIK 96 104 58.1 26.1 39.0 2 0 0 934.5357
B_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 12 12.90% AKEFTNVYIK 187 196 27.1 26.8 15.5 1 0 0 1,212.6623
B_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 12 12.90% NLDDGIDDER 300 309 38.7 25.0 27.3 2 0 0 1,161.5021
B_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 12 12.90% EFSPFGTITSAK 313 324 27.9 26.6 19.3 1 0 0 1,284.6471
B_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 12 12.90% IVATKPLYVALAQR 357 370 63.6 25.0 63.6 2 0 0 1,542.9367
B_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 7 12 12.90% SKVDEAVAVLQAHQAK 605 620 69.2 26.1 69.2 0 2 0 1,693.9232
B_32 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 5 5 8 9.28% FSPAGPILSIR 31 41 32.8 27.7 24.9 1 0 0 1,157.6678
B_32 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 5 5 8 9.28% ALDTMNFDVIK 68 78 56.4 27.3 46.7 2 0 0 1,282.6350
B_32 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 5 5 8 9.28% SGVGNIFIK 96 104 49.3 26.0 35.2 1 0 0 934.5357
B_32 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 5 5 8 9.28% EFSPFGTITSAK 313 324 23.1 26.5 12.1 2 0 0 1,284.6471
B_32 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 5 5 8 9.28% SKVDEAVAVLQAHQAK 605 620 32.3 26.1 32.3 0 2 0 1,693.9232
C_12 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 6 5.35% FSPAGPILSIR 31 41 32.2 26.9 21.9 2 0 0 1,157.6678
C_12 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 6 5.35% ALDTMNFDVIK 68 78 54.5 26.8 46.5 2 0 0 1,282.6350
C_12 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 6 5.35% EFSPFGTITSAK 313 324 35.2 26.4 24.7 2 0 0 1,284.6471
C_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 5 5.03% FSPAGPILSIR 31 41 25.9 26.9 25.8 2 0 0 1,157.6678
C_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 5 5.03% GFGFVSFER 232 240 23.9 26.1 18.4 1 0 0 1,045.5101
C_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 5 5.03% EFSPFGTITSAK 313 324 35.0 26.3 31.1 2 0 0 1,284.6471
C_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 15 11.50% ALDTMNFDVIK 68 78 51.2 26.9 44.1 2 0 0 1,282.6350
C_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 15 11.50% SGVGNIFIK 96 104 48.7 26.9 37.4 2 0 0 934.5357



C_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 15 11.50% NLDDGIDDER 300 309 27.5 25.0 27.5 2 0 0 1,161.5021
C_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 15 11.50% KEFSPFGTITSAK 312 324 24.2 27.0 18.3 1 0 0 1,412.7421
C_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 15 11.50% EFSPFGTITSAK 313 324 42.9 26.6 37.7 2 0 0 1,284.6471
C_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 15 11.50% IVATKPLYVALAQR 357 370 52.7 25.0 44.4 2 2 0 1,542.9367
C_18 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 15 11.50% SKVDEAVAVLQAHQAK 605 620 55.5 26.4 55.3 0 2 0 1,693.9232
F_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.46% FSPAGPILSIR 31 41 43.1 27.6 36.8 2 0 0 1,157.6678
F_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.46% ALDTMNFDVIK 68 78 27.9 27.1 23.7 1 0 0 1,282.6350
F_16 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 4 5.66% FSPAGPILSIR 31 41 23.7 27.7 18.1 1 0 0 1,157.6678
F_16 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 4 5.66% ALDTMNFDVIK 68 78 30.8 27.1 22.7 1 0 0 1,282.6350
F_16 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 4 5.66% IVATKPLYVALAQR 357 370 31.4 25.0 26.6 0 2 0 1,542.9367
H_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 4 5 10 7.55% ALDTMNFDVIK 68 78 63.7 27.1 46.1 4 0 0 1,282.6350
H_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 4 5 10 7.55% SGVGNIFIK 96 104 58.4 26.1 41.1 2 0 0 934.5357
H_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 4 5 10 7.55% EFSPFGTITSAK 313 324 45.1 26.6 30.2 2 0 0 1,284.6471
H_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 4 5 10 7.55% SKVDEAVAVLQAHQAK 605 620 57.8 26.5 57.0 0 2 0 1,693.9232
H_21 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 2 3.14% FSPAGPILSIR 31 41 31.4 27.4 25.2 1 0 0 1,157.6678
H_21 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 2 3.14% SGVGNIFIK 96 104 30.6 26.0 24.5 1 0 0 934.5357
I_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 14 10.80% FSPAGPILSIR 31 41 50.1 27.2 34.5 2 0 0 1,157.6678
I_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 14 10.80% ALDTMNFDVIK 68 78 55.3 26.8 33.4 3 0 0 1,282.6350
I_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 14 10.80% SGVGNIFIK 96 104 53.6 26.5 38.6 2 0 0 934.5357
I_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 14 10.80% YQGVNLYVK 291 299 29.0 26.1 24.3 1 0 0 1,083.5833
I_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 14 10.80% KEFSPFGTITSAK 312 324 55.5 27.2 50.0 2 0 0 1,412.7421
I_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 14 10.80% EFSPFGTITSAK 313 324 33.2 26.6 28.6 2 0 0 1,284.6471
I_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 7 8 14 10.80% SKVDEAVAVLQAHQAK 605 620 54.3 26.2 54.3 0 2 0 1,693.9232
I_20 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 2 3.14% FSPAGPILSIR 31 41 26.1 27.2 20.5 1 0 0 1,157.6678
I_20 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 2 3.14% SGVGNIFIK 96 104 20.0 26.0 9.1 1 0 0 934.5357
I_21 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.14% FSPAGPILSIR 31 41 24.0 27.2 21.3 1 0 0 1,157.6678
I_21 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.14% SGVGNIFIK 96 104 24.2 26.0 12.9 2 0 0 934.5357
J_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 4 3.93% SGVGNIFIK 96 104 50.4 27.4 39.0 2 0 0 934.5357
J_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 4 3.93% SKVDEAVAVLQAHQAK 605 620 24.2 25.9 24.2 0 2 0 1,693.9232
K_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 10 11 19 14.20% FSPAGPILSIR 31 41 44.8 27.6 32.5 2 0 0 1,157.6678
K_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 10 11 19 14.20% ALDTMNFDVIK 68 78 61.6 27.1 47.0 2 0 0 1,282.6350
K_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 10 11 19 14.20% SGVGNIFIK 96 104 60.3 26.0 42.3 2 0 0 934.5357
K_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 10 11 19 14.20% GFGFVSFER 232 240 30.0 26.5 22.6 2 0 0 1,045.5101
K_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 10 11 19 14.20% YQGVNLYVK 291 299 31.5 26.3 29.7 1 0 0 1,083.5833
K_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 10 11 19 14.20% NLDDGIDDERLR 300 311 18.2 26.9 4.1 0 2 0 1,430.6873
K_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 10 11 19 14.20% KEFSPFGTITSAK 312 324 64.8 27.1 56.2 2 2 0 1,412.7421
K_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 10 11 19 14.20% EFSPFGTITSAK 313 324 40.3 27.0 29.9 2 0 0 1,284.6471
K_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 10 11 19 14.20% SKVDEAVAVLQAHQAK 605 620 54.6 26.1 54.6 0 1 0 1,693.9232
K_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 10 11 19 14.20% VDEAVAVLQAHQAK 607 620 22.3 27.5 12.7 0 1 0 1,478.7962
L_11 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 6 6 10 11.00% FSPAGPILSIR 31 41 37.5 27.4 35.3 1 0 0 1,157.6678
L_11 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 6 6 10 11.00% ALDTMNFDVIK 68 78 61.0 27.6 49.3 2 0 0 1,282.6350
L_11 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 6 6 10 11.00% AKEFTNVYIK 187 196 32.2 26.3 28.4 2 0 0 1,212.6623
L_11 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 6 6 10 11.00% NLDDGIDDERLR 300 311 24.4 26.8 14.5 1 0 0 1,430.6873
L_11 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 6 6 10 11.00% EFSPFGTITSAK 313 324 45.0 26.5 25.6 2 0 0 1,284.6471
L_11 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 6 6 10 11.00% IVATKPLYVALAQR 357 370 38.7 25.0 38.7 2 0 0 1,542.9367
L_14 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.62% ALDTMNFDVIK 68 78 58.7 27.3 46.5 2 0 0 1,282.6350
L_14 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.62% EFSPFGTITSAK 313 324 35.7 26.5 29.7 1 0 0 1,284.6471
L_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.14% FSPAGPILSIR 31 41 28.3 27.7 22.5 2 0 0 1,157.6678
L_15 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.14% SGVGNIFIK 96 104 39.7 27.4 22.0 1 0 0 934.5357
M_11 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 6 5.35% FSPAGPILSIR 31 41 25.7 27.4 17.1 2 0 0 1,157.6678
M_11 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 6 5.35% ALDTMNFDVIK 68 78 49.0 27.6 30.9 2 0 0 1,282.6350
M_11 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 3 3 6 5.35% EFSPFGTITSAK 313 324 35.2 26.6 22.4 2 0 0 1,284.6471
M_16 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.62% ALDTMNFDVIK 68 78 50.4 27.5 36.0 2 0 0 1,282.6350
M_16 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.62% EFSPFGTITSAK 313 324 26.8 27.0 20.4 1 0 0 1,284.6471
Q_11 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.46% FSPAGPILSIR 31 41 26.9 27.7 21.5 1 0 0 1,157.6678
Q_11 Polyadenylate‐binding protein 1 PABP1_HUMAN 70,671 2 2 3 3.46% ALDTMNFDVIK 68 78 54.1 27.3 41.0 2 0 0 1,282.6350
C_18 Polyadenylate‐binding protein 4 PABP4_HUMAN 70,784 2 2 3 5.59% FSPAGPVLSIR 31 41 28.3 28.1 16.6 1 0 0 1,143.6521
C_18 Polyadenylate‐binding protein 4 PABP4_HUMAN 70,784 2 2 3 5.59% ALDTMNFDVIK 68 78 51.2 26.9 44.1 2 0 0 1,282.6350
C_18 Polyadenylate‐binding protein 4 PABP4_HUMAN 70,784 2 2 3 5.59% IVGSKPLYVALAQR 357 370 24.4 25.0 6.8 0 2 0 1,514.9054
K_15 Polyadenylate‐binding protein 4 PABP4_HUMAN 70,784 2 2 4 5.59% FSPAGPVLSIR 31 41 30.4 27.9 24.2 2 0 0 1,143.6521
K_15 Polyadenylate‐binding protein 4 PABP4_HUMAN 70,784 2 2 4 5.59% ALDTMNFDVIK 68 78 61.6 27.1 47.0 2 0 0 1,282.6350
K_15 Polyadenylate‐binding protein 4 PABP4_HUMAN 70,784 2 2 4 5.59% IVGSKPLYVALAQR 357 370 40.0 25.0 15.0 0 2 0 1,514.9054
A_16 Protein kinase C and casein kinase substrate in neurons protein 2 PACN2_HUMAN 55,739 4 4 6 7.61% AYAQQLTEWAR 54 64 48.0 28.1 39.4 1 0 0 1,336.6644
A_16 Protein kinase C and casein kinase substrate in neurons protein 2 PACN2_HUMAN 55,739 4 4 6 7.61% VSELHLEVK 93 101 30.5 25.0 23.1 2 0 0 1,053.5939
A_16 Protein kinase C and casein kinase substrate in neurons protein 2 PACN2_HUMAN 55,739 4 4 6 7.61% EVLLEVQK 246 253 26.4 27.4 8.0 1 0 0 957.5616
A_16 Protein kinase C and casein kinase substrate in neurons protein 2 PACN2_HUMAN 55,739 4 4 6 7.61% AADAVEDLR 276 284 49.4 25.7 37.1 2 0 0 959.4793
B_16 Protein kinase C and casein kinase substrate in neurons protein 2 PACN2_HUMAN 55,739 2 2 2 4.12% VSELHLEVK 93 101 22.4 25.0 15.8 1 0 0 1,053.5939
B_16 Protein kinase C and casein kinase substrate in neurons protein 2 PACN2_HUMAN 55,739 2 2 2 4.12% ADPSLNPEQLK 178 188 21.6 26.5 16.2 1 0 0 1,211.6268
A_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 4 5 7.71% VFQQVAQASK 42 51 46.3 27.8 32.4 1 0 0 1,105.6000
A_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 4 5 7.71% FIINDWVK 157 164 34.2 28.5 23.1 1 0 0 1,034.5670
A_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 4 5 7.71% KPLENLGMTDMFR 311 323 39.8 26.0 37.5 1 2 0 1,583.7559
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% VFQQVAQASK 42 51 78.3 27.6 50.8 4 0 0 1,105.6000
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% VFQQVAQASKDR 42 53 32.0 28.7 24.6 0 2 0 1,376.7281
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% IDDKGMAPALR 89 99 53.9 28.4 42.0 1 0 0 1,202.6201
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% ELMGPWNK 104 111 24.0 26.7 ‐1.2 1 0 0 990.4715
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% DEISTTDAIFVQR 112 124 74.0 28.1 57.6 2 0 0 1,494.7436
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% STVKQVDFSEVER 142 154 44.6 28.7 34.5 0 1 0 1,523.7700
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% QVDFSEVER 146 154 53.1 25.3 36.8 2 0 0 1,108.5269
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% FIINDWVK 157 164 41.1 28.1 25.4 2 0 0 1,034.5670
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% GMISNLLGK 169 177 45.1 27.9 37.4 2 0 0 948.5185
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% LVLVNALYFNGQWK 186 199 74.4 25.8 74.4 2 0 0 1,664.9159
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% SDGSTVSVPMMAQTNK 215 230 49.8 25.0 38.5 3 0 0 1,684.7518
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% KPLENLGMTDMFR 311 323 67.3 26.0 64.1 2 4 0 1,583.7559
A_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 14 30 34.80% QFQADFTSLSDQEPLHVAQALQK 324 346 43.8 27.4 39.3 0 2 0 2,601.2946
A_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% QVDFSEVER 146 154 32.4 25.3 19.8 2 0 0 1,108.5269
A_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% FIINDWVK 157 164 26.2 28.4 11.6 1 0 0 1,034.5670
A_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 4 7 9.45% QVDFSEVER 146 154 52.3 25.3 39.8 2 0 0 1,108.5269
A_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 4 7 9.45% SDGSTVSVPMMAQTNK 215 230 32.8 25.0 25.2 2 0 0 1,684.7518
A_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 4 7 9.45% KPLENLGMTDMFR 311 323 51.1 26.0 40.9 1 2 0 1,583.7559
A_22 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 5.97% FIINDWVK 157 164 29.1 28.5 10.5 1 0 0 1,034.5670
A_22 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 5.97% SDGSTVSVPMMAQTNK 215 230 21.7 25.0 14.0 2 0 0 1,684.7518
B_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 5 8 11.40% FIINDWVK 157 164 21.9 28.4 0.6 1 0 0 1,034.5670
B_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 5 8 11.40% GMISNLLGK 169 177 46.4 27.7 30.3 2 0 0 948.5185
B_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 5 8 11.40% SDGSTVSVPMMAQTNK 215 230 32.0 25.0 24.7 2 0 0 1,684.7518
B_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 5 8 11.40% KPLENLGMTDMFR 311 323 51.9 26.0 48.5 1 2 0 1,583.7559
B_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 13 25 25.60% VFQQVAQASKDR 42 53 21.2 28.6 20.9 0 1 0 1,376.7281
B_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 13 25 25.60% ELMGPWNK 104 111 29.5 26.3 0.0 2 0 0 990.4715
B_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 13 25 25.60% DEISTTDAIFVQR 112 124 63.4 28.0 53.4 2 0 0 1,494.7436
B_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 13 25 25.60% LVQGFMPHFFR 128 138 43.8 28.3 43.4 2 0 0 1,394.7039
B_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 13 25 25.60% STVKQVDFSEVER 142 154 30.2 28.3 21.7 0 1 0 1,523.7700
B_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 13 25 25.60% QVDFSEVER 146 154 49.5 25.3 32.6 2 0 0 1,108.5269
B_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 13 25 25.60% FIINDWVK 157 164 36.2 28.5 18.6 1 0 0 1,034.5670
B_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 13 25 25.60% GMISNLLGK 169 177 36.5 27.9 31.7 4 0 0 948.5185
B_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 13 25 25.60% SDGSTVSVPMMAQTNK 215 230 40.8 25.0 30.5 6 0 0 1,652.7619
B_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 13 25 25.60% KPLENLGMTDMFR 311 323 74.0 26.0 66.9 2 2 0 1,583.7559
B_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 5 9 11.40% QVDFSEVER 146 154 48.9 25.3 32.6 2 0 0 1,108.5269
B_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 5 9 11.40% FIINDWVK 157 164 29.9 28.4 7.4 2 0 0 1,034.5670
B_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 5 9 11.40% SDGSTVSVPMMAQTNK 215 230 29.9 25.0 29.1 2 0 0 1,684.7518
B_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 5 9 11.40% KPLENLGMTDMFR 311 323 38.4 26.0 34.5 1 2 0 1,583.7559
B_22 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 9.20% FIINDWVK 157 164 38.0 28.4 23.9 2 0 0 1,034.5670
B_22 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 9.20% SDGSTVSVPMMAQTNK 215 230 23.2 25.0 20.9 1 0 0 1,684.7518
B_22 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 9.20% KPLENLGMTDMFR 311 323 28.8 25.9 25.9 0 2 0 1,583.7559



C_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 13 25 30.60% VFQQVAQASK 42 51 57.4 27.3 36.4 2 0 0 1,105.6000
C_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 13 25 30.60% VFQQVAQASKDR 42 53 40.5 28.6 30.7 2 2 0 1,376.7281
C_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 13 25 30.60% DEISTTDAIFVQR 112 124 83.4 28.0 65.8 2 0 0 1,494.7436
C_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 13 25 30.60% STVKQVDFSEVER 142 154 52.7 28.7 34.5 2 0 0 1,523.7700
C_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 13 25 30.60% QVDFSEVER 146 154 41.3 25.6 27.8 3 0 0 1,108.5269
C_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 13 25 30.60% FIINDWVK 157 164 29.9 28.3 12.7 2 0 0 1,034.5670
C_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 13 25 30.60% GMISNLLGK 169 177 48.5 27.0 38.8 2 0 0 948.5185
C_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 13 25 30.60% SDGSTVSVPMMAQTNK 215 230 36.5 25.0 14.6 2 0 0 1,684.7518
C_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 13 25 30.60% KPLENLGMTDMFR 311 323 51.7 25.9 44.2 2 1 0 1,583.7559
C_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 13 25 30.60% QFQADFTSLSDQEPLHVAQALQK 324 346 40.4 27.4 35.6 0 1 0 2,601.2946
C_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 13 25 30.60% HNPTGTVLFMGQVMEP 387 402 80.9 25.0 77.3 2 0 0 1,789.8250
C_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 12 17 33 34.30% VFQQVAQASKDR 42 53 59.4 28.7 50.3 2 1 0 1,376.7281
C_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 12 17 33 34.30% IDDKGMAPALR 89 99 29.9 28.1 19.0 1 0 0 1,186.6251
C_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 12 17 33 34.30% DEISTTDAIFVQR 112 124 79.8 28.1 69.5 2 0 0 1,494.7436
C_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 12 17 33 34.30% STVKQVDFSEVER 142 154 43.3 28.7 35.5 0 1 0 1,523.7700
C_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 12 17 33 34.30% QVDFSEVER 146 154 52.2 25.3 40.0 4 0 0 1,108.5269
C_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 12 17 33 34.30% FIINDWVK 157 164 44.5 29.0 21.8 1 0 0 1,034.5670
C_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 12 17 33 34.30% THTKGMISNLLGK 165 177 26.4 27.7 24.3 2 0 0 1,415.7678
C_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 12 17 33 34.30% GMISNLLGK 169 177 38.4 28.2 25.3 4 0 0 932.5235
C_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 12 17 33 34.30% SDGSTVSVPMMAQTNK 215 230 56.9 25.0 50.3 5 0 0 1,652.7619
C_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 12 17 33 34.30% KPLENLGMTDMFR 311 323 56.1 26.0 52.2 3 2 0 1,583.7559
C_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 12 17 33 34.30% QFQADFTSLSDQEPLHVAQALQK 324 346 107.0 27.3 97.8 0 2 0 2,601.2946
C_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 12 17 33 34.30% HNPTGTVLFMGQVMEP 387 402 52.0 25.0 43.6 2 1 0 1,789.8250
C_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 6 6.47% QVDFSEVER 146 154 38.9 25.3 30.0 2 0 0 1,108.5269
C_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 6 6.47% FIINDWVK 157 164 40.9 28.3 25.5 2 0 0 1,034.5670
C_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 6 6.47% GMISNLLGK 169 177 36.9 27.0 29.7 2 0 0 948.5185
C_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 2 4.23% QVDFSEVER 146 154 23.2 25.3 8.5 1 0 0 1,108.5269
C_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 2 4.23% FIINDWVK 157 164 24.8 28.3 11.8 1 0 0 1,034.5670
C_20 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 2 4.48% QVDFSEVER 146 154 34.6 25.3 23.4 1 0 0 1,108.5269
C_20 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 2 4.48% GMISNLLGK 169 177 33.6 27.0 21.7 1 0 0 948.5185
C_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 6 10 14.40% VFQQVAQASKDR 42 53 31.7 28.3 22.2 1 1 0 1,376.7281
C_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 6 10 14.40% QVDFSEVER 146 154 49.8 25.4 37.3 2 0 0 1,108.5269
C_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 6 10 14.40% FIINDWVK 157 164 44.4 28.1 23.9 2 0 0 1,034.5670
C_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 6 10 14.40% SDGSTVSVPMMAQTNK 215 230 25.8 25.0 25.8 2 0 0 1,684.7518
C_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 6 10 14.40% KPLENLGMTDMFR 311 323 30.9 26.1 30.9 0 2 0 1,583.7559
C_22 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 4 6.72% VFQQVAQASK 42 51 23.6 27.6 8.7 1 0 0 1,105.6000
C_22 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 4 6.72% FIINDWVK 157 164 29.6 28.4 10.8 1 0 0 1,034.5670
C_22 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 4 6.72% GMISNLLGK 169 177 40.4 27.9 31.2 2 0 0 948.5185
C_25 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% QVDFSEVER 146 154 23.1 25.3 4.0 1 0 0 1,108.5269
C_25 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% FIINDWVK 157 164 32.0 28.1 11.1 2 0 0 1,034.5670
D_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 11 20 26.10% VFQQVAQASK 42 51 64.3 27.8 38.5 2 0 0 1,105.6000
D_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 11 20 26.10% DEISTTDAIFVQR 112 124 63.5 28.0 48.6 2 2 0 1,494.7436
D_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 11 20 26.10% STVKQVDFSEVER 142 154 30.3 27.5 24.9 0 2 0 1,523.7700
D_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 11 20 26.10% FIINDWVK 157 164 33.5 28.2 16.0 1 0 0 1,034.5670
D_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 11 20 26.10% GMISNLLGK 169 177 41.1 27.2 27.6 2 0 0 948.5185
D_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 11 20 26.10% KPLENLGMTDMFR 311 323 30.6 26.1 28.9 0 1 0 1,583.7559
D_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 11 20 26.10% VKIEVNESGTVASSSTAVIVSAR 347 369 65.0 26.3 57.7 0 2 0 2,304.2404
D_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 11 20 26.10% IEVNESGTVASSSTAVIVSAR 349 369 92.2 27.6 78.4 2 2 0 2,077.0770
D_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 11 20 26.10% HNPTGTVLFMGQVMEP 387 402 78.6 25.0 74.8 2 0 0 1,789.8250
D_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 15 22.40% VFQQVAQASK 42 51 60.2 27.3 42.7 2 0 0 1,105.6000
D_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 15 22.40% DEISTTDAIFVQR 112 124 62.3 27.9 54.1 2 0 0 1,494.7436
D_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 15 22.40% QVDFSEVER 146 154 23.2 25.9 16.8 2 0 0 1,108.5269
D_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 15 22.40% GMISNLLGK 169 177 42.7 27.0 28.6 2 0 0 948.5185
D_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 15 22.40% FSLETEVDLR 301 310 56.5 27.9 46.8 2 0 0 1,208.6158
D_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 15 22.40% VKIEVNESGTVASSSTAVIVSAR 347 369 26.6 26.3 14.4 0 1 0 2,304.2404
D_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 15 22.40% IEVNESGTVASSSTAVIVSAR 349 369 55.8 28.0 47.2 0 2 0 2,077.0770
D_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 15 22.40% HNPTGTVLFMGQVMEP 387 402 62.5 25.0 55.2 2 0 0 1,789.8250
E_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 16 32 31.60% VFQQVAQASK 42 51 32.4 27.3 21.7 2 0 0 1,105.6000
E_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 16 32 31.60% DEISTTDAIFVQR 112 124 67.2 27.8 57.0 2 2 0 1,494.7436
E_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 16 32 31.60% QVDFSEVER 146 154 24.9 25.4 17.5 2 0 0 1,108.5269
E_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 16 32 31.60% FIINDWVK 157 164 37.9 28.5 19.2 1 0 0 1,034.5670
E_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 16 32 31.60% GMISNLLGK 169 177 48.4 27.0 43.3 2 0 0 948.5185
E_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 16 32 31.60% SDGSTVSVPMMAQTNK 215 230 27.4 25.0 0.0 1 0 0 1,668.7569
E_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 16 32 31.60% FSLETEVDLR 301 310 61.8 28.1 49.7 2 0 0 1,208.6158
E_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 16 32 31.60% KPLENLGMTDMFR 311 323 41.5 25.8 31.0 1 3 0 1,583.7559
E_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 16 32 31.60% VKIEVNESGTVASSSTAVIVSAR 347 369 40.1 26.4 31.0 0 2 0 2,304.2404
E_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 16 32 31.60% IEVNESGTVASSSTAVIVSAR 349 369 78.3 27.7 66.8 2 2 0 2,077.0770
E_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 11 16 32 31.60% HNPTGTVLFMGQVMEP 387 402 75.1 25.0 44.5 6 2 0 1,773.8301
E_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 9 20.10% VFQQVAQASK 42 51 26.6 27.6 14.1 1 0 0 1,105.6000
E_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 9 20.10% DEISTTDAIFVQR 112 124 34.4 27.8 25.6 1 0 0 1,494.7436
E_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 9 20.10% GMISNLLGK 169 177 40.3 27.0 28.6 2 0 0 948.5185
E_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 9 20.10% FSLETEVDLR 301 310 67.6 28.0 49.1 2 0 0 1,208.6158
E_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 9 20.10% VKIEVNESGTVASSSTAVIVSAR 347 369 20.5 26.4 18.5 0 2 0 2,304.2404
E_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 9 20.10% HNPTGTVLFMGQVMEP 387 402 30.3 25.0 26.7 1 0 0 1,789.8250
F_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 13.20% VFQQVAQASK 42 51 38.8 28.0 28.8 2 0 0 1,105.6000
F_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 13.20% DEISTTDAIFVQR 112 124 73.6 28.0 56.8 2 0 0 1,494.7436
F_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 13.20% FIINDWVK 157 164 33.1 28.1 10.9 2 0 0 1,034.5670
F_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 13.20% GMISNLLGK 169 177 39.6 27.7 34.3 2 0 0 948.5185
F_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 13.20% KPLENLGMTDMFR 311 323 32.7 26.0 27.6 0 2 0 1,583.7559
F_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 14 23.40% VFQQVAQASK 42 51 57.2 28.0 46.6 2 0 0 1,105.6000
F_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 14 23.40% ELMGPWNK 104 111 33.0 26.4 1.1 1 0 0 990.4715
F_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 14 23.40% DEISTTDAIFVQR 112 124 72.6 28.3 57.7 2 0 0 1,494.7436
F_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 14 23.40% FIINDWVK 157 164 38.9 28.1 18.5 2 0 0 1,034.5670
F_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 14 23.40% SDGSTVSVPMMAQTNK 215 230 40.5 25.0 28.8 2 0 0 1,652.7619
F_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 14 23.40% FSLETEVDLR 301 310 74.6 28.4 59.3 1 0 0 1,208.6158
F_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 14 23.40% KPLENLGMTDMFR 311 323 47.9 26.0 41.2 0 2 0 1,583.7559
F_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 14 23.40% HNPTGTVLFMGQVMEP 387 402 69.7 25.3 68.9 2 0 0 1,789.8250
F_15 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.48% FIINDWVK 157 164 31.6 28.4 15.9 2 0 0 1,034.5670
F_15 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.48% FSLETEVDLR 301 310 54.6 27.4 41.8 2 0 0 1,208.6158
F_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% FIINDWVK 157 164 27.3 28.4 7.9 2 0 0 1,034.5670
F_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% GMISNLLGK 169 177 32.4 28.1 25.8 1 0 0 932.5235
G_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 9 13 19.40% VFQQVAQASK 42 51 43.5 27.7 35.2 1 0 0 1,105.6000
G_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 9 13 19.40% DEISTTDAIFVQR 112 124 69.0 27.8 51.3 2 0 0 1,494.7436
G_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 9 13 19.40% QVDFSEVER 146 154 33.5 25.6 25.3 1 0 0 1,108.5269
G_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 9 13 19.40% FIINDWVK 157 164 32.8 28.4 11.4 2 0 0 1,034.5670
G_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 9 13 19.40% GMISNLLGK 169 177 39.2 27.9 28.9 1 0 0 932.5235
G_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 9 13 19.40% SDGSTVSVPMMAQTNK 215 230 24.9 25.4 24.9 3 0 0 1,652.7619
G_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 9 13 19.40% KPLENLGMTDMFR 311 323 32.4 26.3 31.9 1 2 0 1,583.7559
G_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 12 24 23.40% VFQQVAQASK 42 51 50.9 27.5 37.2 2 0 0 1,105.6000
G_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 12 24 23.40% DEISTTDAIFVQR 112 124 93.5 27.8 78.0 2 2 0 1,494.7436
G_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 12 24 23.40% QVDFSEVER 146 154 48.8 25.6 34.0 2 0 0 1,108.5269
G_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 12 24 23.40% FIINDWVK 157 164 33.5 28.2 13.5 2 0 0 1,034.5670
G_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 12 24 23.40% GMISNLLGK 169 177 53.3 27.9 29.3 3 0 0 932.5235
G_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 12 24 23.40% SDGSTVSVPMMAQTNK 215 230 48.6 25.5 34.2 5 0 0 1,652.7619
G_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 12 24 23.40% KPLENLGMTDMFR 311 323 55.6 26.1 46.9 2 2 0 1,583.7559
G_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 12 24 23.40% HNPTGTVLFMGQVMEP 387 402 46.2 25.9 44.7 2 0 0 1,789.8250
G_15 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 6 10.70% DEISTTDAIFVQR 112 124 64.7 27.8 54.2 2 0 0 1,494.7436
G_15 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 6 10.70% QVDFSEVER 146 154 35.7 26.4 21.1 2 0 0 1,108.5269
G_15 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 6 10.70% FIINDWVK 157 164 27.2 28.2 14.4 1 0 0 1,034.5670
G_15 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 6 10.70% KPLENLGMTDMFR 311 323 25.4 26.1 18.5 0 1 0 1,583.7559
H_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 7.46% DEISTTDAIFVQR 112 124 39.5 27.9 18.8 2 0 0 1,494.7436
H_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 7.46% QVDFSEVER 146 154 37.6 25.8 26.9 2 0 0 1,108.5269



H_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 7.46% FIINDWVK 157 164 30.1 28.4 10.4 1 0 0 1,034.5670
H_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 9 9.70% DEISTTDAIFVQR 112 124 70.5 27.9 56.4 2 0 0 1,494.7436
H_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 9 9.70% QVDFSEVER 146 154 35.4 25.4 25.1 3 0 0 1,108.5269
H_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 9 9.70% FIINDWVK 157 164 44.8 28.1 28.4 2 0 0 1,034.5670
H_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 9 9.70% GMISNLLGK 169 177 39.1 27.9 31.0 2 0 0 948.5185
H_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% QVDFSEVER 146 154 37.1 25.3 26.8 2 0 0 1,108.5269
H_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% FIINDWVK 157 164 31.9 28.4 12.0 1 0 0 1,034.5670
H_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% QVDFSEVER 146 154 52.7 25.9 38.5 2 0 0 1,108.5269
H_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% FIINDWVK 157 164 24.1 28.5 11.1 1 0 0 1,034.5670
H_23 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% FIINDWVK 157 164 40.5 28.5 20.2 2 0 0 1,034.5670
H_23 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% GMISNLLGK 169 177 33.0 28.1 26.0 2 0 0 932.5235
I_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% QVDFSEVER 146 154 48.9 25.3 37.5 2 0 0 1,108.5269
I_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% FIINDWVK 157 164 31.6 28.5 16.5 2 0 0 1,034.5670
I_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 9 10.70% DEISTTDAIFVQR 112 124 37.0 28.1 33.8 1 0 0 1,494.7436
I_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 9 10.70% STVKQVDFSEVER 142 154 31.1 28.2 22.3 0 2 0 1,523.7700
I_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 9 10.70% QVDFSEVER 146 154 54.8 25.8 39.6 2 0 0 1,108.5269
I_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 9 10.70% FIINDWVK 157 164 40.6 28.5 22.6 2 0 0 1,034.5670
I_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 9 10.70% GMISNLLGK 169 177 34.7 27.7 23.5 2 0 0 948.5185
I_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 24 28.10% DEISTTDAIFVQR 112 124 61.2 27.9 46.4 2 0 0 1,494.7436
I_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 24 28.10% STVKQVDFSEVER 142 154 70.2 28.4 62.4 2 2 0 1,523.7700
I_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 24 28.10% QVDFSEVER 146 154 72.6 25.7 46.9 4 0 0 1,108.5269
I_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 24 28.10% QVDFSEVERAR 146 156 29.8 28.0 18.8 1 0 0 1,335.6651
I_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 24 28.10% FIINDWVK 157 164 39.4 28.5 17.4 2 0 0 1,034.5670
I_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 24 28.10% GMISNLLGK 169 177 37.8 27.7 33.2 2 0 0 948.5185
I_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 24 28.10% SDGSTVSVPMMAQTNK 215 230 46.0 25.0 38.7 2 0 0 1,652.7619
I_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 24 28.10% KPLENLGMTDMFR 311 323 39.2 26.0 31.9 0 4 0 1,583.7559
I_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 24 28.10% QFQADFTSLSDQEPLHVAQALQK 324 346 70.5 27.4 66.2 0 2 0 2,601.2946
I_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 24 28.10% HNPTGTVLFMGQVMEP 387 402 60.8 25.8 60.4 1 0 0 1,789.8250
I_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 8 9.70% DEISTTDAIFVQR 112 124 58.2 28.0 39.4 2 0 0 1,494.7436
I_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 8 9.70% QVDFSEVER 146 154 48.6 25.8 37.5 2 0 0 1,108.5269
I_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 8 9.70% FIINDWVK 157 164 33.8 28.5 14.5 2 0 0 1,034.5670
I_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 8 9.70% GMISNLLGK 169 177 35.3 27.7 31.3 2 0 0 948.5185
I_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 2 4.23% QVDFSEVER 146 154 34.5 25.7 24.9 1 0 0 1,108.5269
I_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 2 4.23% FIINDWVK 157 164 37.1 28.5 17.2 1 0 0 1,034.5670
I_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% QVDFSEVER 146 154 38.0 25.7 25.9 2 0 0 1,108.5269
I_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% FIINDWVK 157 164 37.0 28.5 17.0 2 0 0 1,034.5670
I_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 6.47% QVDFSEVER 146 154 46.1 25.9 29.5 2 0 0 1,108.5269
I_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 6.47% FIINDWVK 157 164 33.1 28.5 15.9 2 0 0 1,034.5670
I_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 6.47% GMISNLLGK 169 177 26.3 27.7 16.3 1 0 0 948.5185
I_17 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% QVDFSEVER 146 154 34.1 25.8 23.2 1 0 0 1,108.5269
I_17 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% FIINDWVK 157 164 33.3 28.5 15.9 2 0 0 1,034.5670
I_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% QVDFSEVER 146 154 34.8 26.0 24.4 1 0 0 1,108.5269
I_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% FIINDWVK 157 164 42.9 28.5 22.3 2 0 0 1,034.5670
I_24 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 4 6.47% QVDFSEVER 146 154 31.7 25.8 22.2 1 0 0 1,108.5269
I_24 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 4 6.47% FIINDWVK 157 164 32.9 28.5 18.2 2 0 0 1,034.5670
I_24 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 4 6.47% GMISNLLGK 169 177 30.9 27.7 19.8 1 0 0 948.5185
J_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% QVDFSEVER 146 154 37.0 26.4 22.1 2 0 0 1,108.5269
J_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% FIINDWVK 157 164 24.7 28.4 9.3 2 0 0 1,034.5670
J_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 6 10 11.70% ELMGPWNK 104 111 23.1 27.6 16.6 1 0 0 990.4715
J_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 6 10 11.70% DEISTTDAIFVQR 112 124 51.3 27.7 39.1 2 0 0 1,494.7436
J_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 6 10 11.70% QVDFSEVER 146 154 25.6 25.9 17.2 2 0 0 1,108.5269
J_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 6 10 11.70% FIINDWVK 157 164 32.2 28.4 16.0 2 0 0 1,034.5670
J_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 6 10 11.70% GMISNLLGK 169 177 38.8 28.3 20.5 3 0 0 948.5185
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% VFQQVAQASK 42 51 51.1 27.5 34.9 4 0 0 1,105.6000
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% ELMGPWNK 104 111 38.4 25.8 13.4 2 0 0 974.4765
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% DEISTTDAIFVQR 112 124 74.4 28.2 58.1 4 0 0 1,494.7436
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% LVQGFMPHFFR 128 138 37.9 28.1 34.0 2 0 0 1,394.7039
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% STVKQVDFSEVER 142 154 34.6 28.3 28.2 0 2 0 1,523.7700
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% QVDFSEVER 146 154 44.6 25.9 19.1 10 0 0 1,108.5269
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% FIINDWVK 157 164 45.0 27.1 29.4 3 0 0 1,034.5670
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% GMISNLLGK 169 177 40.0 28.3 27.3 5 0 0 948.5185
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% LVLVNALYFNGQWK 186 199 83.3 25.8 72.3 2 0 0 1,664.9159
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% SDGSTVSVPMMAQTNK 215 230 46.7 25.5 38.1 4 0 0 1,652.7619
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% KPLENLGMTDMFR 311 323 49.1 27.0 21.8 4 2 0 1,567.7610
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% QFQADFTSLSDQEPLHVAQALQK 324 346 67.9 27.2 67.7 0 2 0 2,601.2946
J_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 18 50 39.60% IEVNESGTVASSSTAVIVSAR 349 369 116.0 28.0 100.0 2 2 0 2,077.0770
J_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 7 14 16.90% DEISTTDAIFVQR 112 124 47.9 27.9 32.2 2 0 0 1,494.7436
J_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 7 14 16.90% QVDFSEVER 146 154 52.7 25.9 32.8 3 0 0 1,108.5269
J_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 7 14 16.90% FIINDWVK 157 164 24.4 28.2 7.5 2 0 0 1,034.5670
J_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 7 14 16.90% GMISNLLGK 169 177 43.5 28.3 28.8 4 0 0 948.5185
J_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 7 14 16.90% SDGSTVSVPMMAQTNK 215 230 33.5 25.8 26.5 2 0 0 1,652.7619
J_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 7 14 16.90% KPLENLGMTDMFR 311 323 30.2 26.5 24.0 0 1 0 1,583.7559
J_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 6 7.46% DEISTTDAIFVQR 112 124 53.3 27.9 33.1 2 0 0 1,494.7436
J_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 6 7.46% FIINDWVK 157 164 33.3 28.4 18.1 2 0 0 1,034.5670
J_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 6 7.46% GMISNLLGK 169 177 28.7 28.3 15.4 2 0 0 948.5185
J_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 5.22% DEISTTDAIFVQR 112 124 44.6 27.9 25.0 2 0 0 1,494.7436
J_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 5.22% FIINDWVK 157 164 29.9 28.4 10.4 2 0 0 1,034.5670
J_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 8.21% QVDFSEVER 146 154 36.0 25.9 23.8 2 0 0 1,108.5269
J_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 8.21% FIINDWVK 157 164 35.0 28.4 19.7 2 0 0 1,034.5670
J_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 8.21% SDGSTVSVPMMAQTNK 215 230 21.2 25.5 15.4 1 0 0 1,652.7619
J_17 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% QVDFSEVER 146 154 34.7 25.9 22.9 2 0 0 1,108.5269
J_17 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% FIINDWVK 157 164 20.7 28.4 7.1 1 0 0 1,034.5670
J_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% QVDFSEVER 146 154 36.5 26.0 21.6 1 0 0 1,108.5269
J_18 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% FIINDWVK 157 164 26.4 28.4 10.1 2 0 0 1,034.5670
J_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 5.22% DEISTTDAIFVQR 112 124 35.5 28.2 30.7 1 0 0 1,494.7436
J_19 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 5.22% FIINDWVK 157 164 31.7 28.4 15.7 2 0 0 1,034.5670
J_20 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% FIINDWVK 157 164 20.1 28.4 7.6 1 0 0 1,034.5670
J_20 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% GMISNLLGK 169 177 28.2 28.3 18.4 2 0 0 948.5185
J_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% FIINDWVK 157 164 38.6 28.2 21.3 2 0 0 1,034.5670
J_21 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% GMISNLLGK 169 177 33.0 28.4 29.0 2 0 0 948.5185
K_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% QVDFSEVER 146 154 63.7 25.8 45.6 2 0 0 1,108.5269
K_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% FIINDWVK 157 164 37.8 28.5 22.7 2 0 0 1,034.5670
K_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 30 28.10% VFQQVAQASK 42 51 38.5 27.5 24.9 3 0 0 1,105.6000
K_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 30 28.10% ELMGPWNK 104 111 48.3 26.4 23.7 1 0 0 990.4715
K_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 30 28.10% DEISTTDAIFVQR 112 124 67.6 28.0 46.9 2 0 0 1,494.7436
K_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 30 28.10% STVKQVDFSEVER 142 154 40.7 28.1 25.1 0 2 0 1,523.7700
K_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 30 28.10% QVDFSEVER 146 154 46.6 25.8 36.9 8 0 0 1,108.5269
K_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 30 28.10% FIINDWVK 157 164 41.1 28.5 23.8 3 0 0 1,034.5670
K_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 30 28.10% GMISNLLGK 169 177 39.1 27.7 34.4 5 0 0 948.5185
K_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 30 28.10% SDGSTVSVPMMAQTNK 215 230 39.3 25.1 38.4 2 0 0 1,652.7619
K_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 30 28.10% KPLENLGMTDMFR 311 323 37.9 26.1 31.6 2 0 0 1,583.7559
K_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 11 30 28.10% QFQADFTSLSDQEPLHVAQALQK 324 346 49.7 27.3 38.0 0 2 0 2,601.2946
K_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 7 7.71% DEISTTDAIFVQR 112 124 73.8 27.9 63.7 2 0 0 1,494.7436
K_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 7 7.71% QVDFSEVER 146 154 47.7 25.7 37.7 3 0 0 1,108.5269
K_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 7 7.71% GMISNLLGK 169 177 33.0 27.7 22.1 2 0 0 948.5185
K_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% QVDFSEVER 146 154 34.2 25.8 19.4 2 0 0 1,108.5269
K_14 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.23% FIINDWVK 157 164 25.2 28.5 10.0 1 0 0 1,034.5670
K_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% QVDFSEVER 146 154 34.2 25.7 29.1 2 0 0 1,108.5269
K_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% FIINDWVK 157 164 26.6 28.5 11.4 2 0 0 1,034.5670
K_17 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% QVDFSEVER 146 154 34.5 25.6 26.4 2 0 0 1,108.5269
K_17 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.23% FIINDWVK 157 164 29.1 28.4 13.3 2 0 0 1,034.5670
K_24 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 6 10.40% QVDFSEVER 146 154 31.6 25.9 23.0 1 0 0 1,108.5269



K_24 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 6 10.40% FIINDWVK 157 164 31.4 28.5 14.8 2 0 0 1,034.5670
K_24 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 6 10.40% GMISNLLGK 169 177 24.2 27.7 16.6 1 0 0 948.5185
K_24 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 6 10.40% SDGSTVSVPMMAQTNK 215 230 50.3 25.1 44.5 2 0 0 1,652.7619
L_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 7.21% KPLENLGMTDMFR 311 323 29.4 26.1 19.4 0 2 0 1,583.7559
L_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 7.21% HNPTGTVLFMGQVMEP 387 402 82.6 25.8 82.6 2 0 0 1,789.8250
L_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 14 25 30.10% VFQQVAQASK 42 51 25.4 27.5 8.8 1 0 0 1,105.6000
L_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 14 25 30.10% DEISTTDAIFVQR 112 124 63.9 27.9 53.6 2 0 0 1,494.7436
L_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 14 25 30.10% STVKQVDFSEVER 142 154 55.6 28.4 47.1 2 2 0 1,523.7700
L_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 14 25 30.10% GMISNLLGK 169 177 35.8 28.7 20.7 4 0 0 948.5185
L_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 14 25 30.10% SDGSTVSVPMMAQTNK 215 230 22.0 25.0 18.3 1 0 0 1,684.7518
L_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 14 25 30.10% FSLETEVDLR 301 310 67.2 28.7 52.1 2 0 0 1,208.6158
L_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 14 25 30.10% KPLENLGMTDMFR 311 323 52.4 26.0 44.9 2 2 0 1,583.7559
L_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 14 25 30.10% IEVNESGTVASSSTAVIVSAR 349 369 110.0 28.0 92.5 2 2 0 2,077.0770
L_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 14 25 30.10% HNPTGTVLFMGQVMEP 387 402 87.8 25.8 83.6 2 1 0 1,789.8250
L_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 9.20% DEISTTDAIFVQR 112 124 57.7 27.9 47.5 2 0 0 1,494.7436
L_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 9.20% FIINDWVK 157 164 29.3 28.4 12.1 2 0 0 1,034.5670
L_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 9.20% HNPTGTVLFMGQVMEP 387 402 59.8 25.7 58.6 1 0 0 1,789.8250
M_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 13 26.40% VFQQVAQASK 42 51 39.0 27.6 26.9 2 0 0 1,105.6000
M_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 13 26.40% DEISTTDAIFVQR 112 124 65.3 27.9 55.1 2 0 0 1,494.7436
M_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 13 26.40% QVDFSEVER 146 154 48.4 25.8 30.4 1 0 0 1,108.5269
M_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 13 26.40% FIINDWVK 157 164 25.1 28.5 3.8 1 0 0 1,034.5670
M_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 13 26.40% SDGSTVSVPMMAQTNK 215 230 25.5 25.0 25.5 1 0 0 1,684.7518
M_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 13 26.40% KPLENLGMTDMFR 311 323 42.1 26.0 36.4 0 2 0 1,583.7559
M_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 13 26.40% IEVNESGTVASSSTAVIVSAR 349 369 90.0 27.5 73.7 2 0 0 2,077.0770
M_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 8 8 13 26.40% HNPTGTVLFMGQVMEP 387 402 73.4 25.6 71.9 2 0 0 1,789.8250
M_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 12 22 26.90% IDDKGMAPALR 89 99 33.0 28.4 12.5 1 0 0 1,202.6201
M_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 12 22 26.90% DEISTTDAIFVQR 112 124 75.7 28.1 58.1 2 2 0 1,494.7436
M_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 12 22 26.90% STVKQVDFSEVER 142 154 33.6 28.2 22.3 1 0 0 1,523.7700
M_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 12 22 26.90% GMISNLLGK 169 177 29.5 27.7 23.1 1 0 0 948.5185
M_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 12 22 26.90% FSLETEVDLR 301 310 72.7 28.4 57.5 2 0 0 1,208.6158
M_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 12 22 26.90% KPLENLGMTDMFR 311 323 56.3 26.1 53.3 2 0 0 1,583.7559
M_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 12 22 26.90% VKIEVNESGTVASSSTAVIVSAR 347 369 50.0 25.4 42.1 0 1 0 2,304.2404
M_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 12 22 26.90% IEVNESGTVASSSTAVIVSAR 349 369 118.0 27.8 100.0 2 2 0 2,077.0770
M_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 12 22 26.90% HNPTGTVLFMGQVMEP 387 402 81.6 25.5 81.6 4 2 0 1,789.8250
M_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 4 7 7.96% GMISNLLGK 169 177 36.2 28.3 16.2 2 0 0 948.5185
M_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 4 7 7.96% VKIEVNESGTVASSSTAVIVSAR 347 369 41.4 25.3 32.7 0 2 0 2,304.2404
M_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 4 7 7.96% IEVNESGTVASSSTAVIVSAR 349 369 61.8 28.0 51.2 2 1 0 2,077.0770
M_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 7 10.90% VFQQVAQASK 42 51 66.8 27.6 53.7 2 0 0 1,105.6000
M_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 7 10.90% QVDFSEVER 146 154 34.2 25.4 27.0 2 0 0 1,108.5269
M_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 7 10.90% GMISNLLGK 169 177 27.3 28.4 15.9 2 0 0 948.5185
M_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 7 10.90% SDGSTVSVPMMAQTNK 215 230 27.1 25.0 22.3 1 0 0 1,684.7518
M_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 11 18.90% DEISTTDAIFVQR 112 124 52.7 28.1 40.0 2 0 0 1,494.7436
M_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 11 18.90% QVDFSEVER 146 154 49.2 25.8 37.4 2 0 0 1,108.5269
M_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 11 18.90% FIINDWVK 157 164 28.8 28.4 9.0 2 0 0 1,034.5670
M_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 11 18.90% GMISNLLGK 169 177 30.0 27.7 24.3 2 0 0 948.5185
M_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 11 18.90% IEVNESGTVASSSTAVIVSAR 349 369 59.0 27.8 44.8 1 0 0 2,077.0770
M_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 11 18.90% HNPTGTVLFMGQVMEP 387 402 59.1 25.8 54.7 2 0 0 1,789.8250
M_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 4 8.46% QVDFSEVER 146 154 53.6 25.8 39.6 2 0 0 1,108.5269
M_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 4 8.46% GMISNLLGK 169 177 38.3 27.7 28.8 1 0 0 948.5185
M_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 4 8.46% HNPTGTVLFMGQVMEP 387 402 52.0 25.6 52.0 1 0 0 1,789.8250
M_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 2 4.23% QVDFSEVER 146 154 38.4 25.7 26.9 1 0 0 1,108.5269
M_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 2 4.23% FIINDWVK 157 164 28.4 28.5 6.2 1 0 0 1,034.5670
N_05 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.48% QVDFSEVER 146 154 48.8 26.4 37.6 2 0 0 1,108.5269
N_05 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 4.48% GMISNLLGK 169 177 26.6 28.4 16.2 2 0 0 948.5185
N_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 19.90% VFQQVAQASK 42 51 29.5 27.5 20.5 1 0 0 1,105.6000
N_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 19.90% DEISTTDAIFVQR 112 124 62.3 28.2 45.3 2 0 0 1,494.7436
N_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 19.90% QVDFSEVER 146 154 47.8 25.9 31.2 1 0 0 1,108.5269
N_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 19.90% GMISNLLGK 169 177 42.9 28.3 33.9 2 0 0 948.5185
N_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 19.90% FSLETEVDLR 301 310 67.3 28.0 53.8 2 0 0 1,208.6158
N_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 19.90% KPLENLGMTDMFR 311 323 35.6 26.3 33.6 0 2 0 1,583.7559
N_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 19.90% HNPTGTVLFMGQVMEP 387 402 72.4 25.7 69.5 1 0 0 1,789.8250
N_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 18 13.70% VFQQVAQASK 42 51 82.5 27.5 54.4 7 0 0 1,105.6000
N_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 18 13.70% IDDKGMAPALR 89 99 31.0 28.8 19.9 2 0 0 1,202.6201
N_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 18 13.70% QVDFSEVER 146 154 50.0 25.9 27.6 3 0 0 1,108.5269
N_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 18 13.70% GMISNLLGK 169 177 31.9 28.3 18.2 1 0 0 948.5185
N_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 18 13.70% SDGSTVSVPMMAQTNK 215 230 47.2 25.0 47.2 5 0 0 1,684.7518
N_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 14.70% DEISTTDAIFVQR 112 124 65.3 28.2 57.3 2 0 0 1,494.7436
N_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 14.70% QVDFSEVER 146 154 47.7 26.4 31.1 2 0 0 1,108.5269
N_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 14.70% FIINDWVK 157 164 34.3 28.4 12.6 2 0 0 1,034.5670
N_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 14.70% KPLENLGMTDMFR 311 323 38.3 26.1 32.8 0 2 0 1,583.7559
N_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 14.70% HNPTGTVLFMGQVMEP 387 402 69.6 25.9 60.1 2 0 0 1,789.8250
N_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 9 19.20% VFQQVAQASK 42 51 34.1 27.5 24.7 1 0 0 1,105.6000
N_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 9 19.20% DEISTTDAIFVQR 112 124 50.8 27.9 38.6 2 0 0 1,494.7436
N_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 9 19.20% QVDFSEVER 146 154 38.9 25.9 22.6 2 0 0 1,108.5269
N_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 9 19.20% SDGSTVSVPMMAQTNK 215 230 23.4 25.0 14.3 1 0 0 1,684.7518
N_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 9 19.20% KPLENLGMTDMFR 311 323 24.8 26.5 21.0 0 1 0 1,583.7559
N_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 9 19.20% HNPTGTVLFMGQVMEP 387 402 107.0 25.9 98.6 2 0 0 1,789.8250
N_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 9 14.90% DEISTTDAIFVQR 112 124 54.9 27.9 44.6 2 0 0 1,494.7436
N_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 9 14.90% QVDFSEVER 146 154 50.6 26.4 34.7 2 0 0 1,108.5269
N_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 9 14.90% GMISNLLGK 169 177 48.5 28.3 39.1 2 0 0 948.5185
N_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 9 14.90% KPLENLGMTDMFR 311 323 43.7 26.3 41.3 0 2 0 1,583.7559
N_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 9 14.90% HNPTGTVLFMGQVMEP 387 402 55.2 25.7 48.8 1 0 0 1,789.8250
N_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 21.40% VFQQVAQASK 42 51 23.8 27.5 4.7 1 0 0 1,105.6000
N_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 21.40% DEISTTDAIFVQR 112 124 63.5 27.8 48.9 2 0 0 1,494.7436
N_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 21.40% QVDFSEVER 146 154 34.7 25.9 20.8 2 0 0 1,108.5269
N_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 21.40% GMISNLLGK 169 177 38.6 28.3 24.5 2 0 0 948.5185
N_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 21.40% SDGSTVSVPMMAQTNK 215 230 25.6 25.0 23.7 1 0 0 1,684.7518
N_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 21.40% KPLENLGMTDMFR 311 323 36.2 26.5 32.7 0 1 0 1,583.7559
N_12 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 7 7 11 21.40% HNPTGTVLFMGQVMEP 387 402 43.5 25.9 35.9 2 0 0 1,789.8250
N_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 3 9.45% GMISNLLGK 169 177 41.0 28.3 30.8 1 0 0 948.5185
N_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 3 9.45% KPLENLGMTDMFR 311 323 21.2 26.3 14.9 0 1 0 1,583.7559
N_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 3 9.45% HNPTGTVLFMGQVMEP 387 402 36.6 25.7 32.0 1 0 0 1,789.8250
O_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 13.70% DEISTTDAIFVQR 112 124 62.8 27.8 49.3 2 0 0 1,494.7436
O_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 13.70% QVDFSEVER 146 154 58.3 25.8 42.5 2 0 0 1,108.5269
O_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 13.70% FIINDWVK 157 164 28.8 28.2 7.7 2 0 0 1,034.5670
O_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 13.70% GMISNLLGK 169 177 38.5 28.5 29.7 2 0 0 948.5185
O_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 10 13.70% HNPTGTVLFMGQVMEP 387 402 62.2 25.8 62.2 2 0 0 1,789.8250
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% VFQQVAQASK 42 51 47.5 27.5 37.5 2 0 0 1,105.6000
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% ELMGPWNK 104 111 24.6 27.5 1.4 1 0 0 990.4715
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% DEISTTDAIFVQR 112 124 74.8 28.1 56.9 2 0 0 1,494.7436
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% LVQGFMPHFFR 128 138 40.0 28.5 38.1 2 0 0 1,394.7039
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% QVDFSEVER 146 154 47.2 25.9 30.3 2 0 0 1,108.5269
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% ARFIINDWVK 155 164 32.5 27.2 17.3 2 0 0 1,261.7052
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% FIINDWVK 157 164 35.2 28.2 20.1 1 0 0 1,034.5670
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% SDGSTVSVPMMAQTNK 215 230 37.8 25.0 0.0 1 0 0 1,668.7569
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% FSLETEVDLR 301 310 62.8 28.1 49.2 2 0 0 1,208.6158
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% KPLENLGMTDMFR 311 323 64.2 26.5 62.5 1 4 0 1,583.7559
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% VKIEVNESGTVASSSTAVIVSAR 347 369 34.5 25.2 34.5 0 2 0 2,304.2404
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% IEVNESGTVASSSTAVIVSAR 349 369 97.7 28.1 80.2 2 2 0 2,077.0770
O_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 15 30 34.60% HNPTGTVLFMGQVMEP 387 402 76.5 25.7 70.8 4 0 0 1,789.8250
O_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 6 13.70% QVDFSEVER 146 154 34.0 25.4 25.3 1 0 0 1,108.5269
O_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 6 13.70% GMISNLLGK 169 177 38.9 28.3 36.2 2 0 0 948.5185



O_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 6 13.70% IEVNESGTVASSSTAVIVSAR 349 369 90.2 27.8 70.2 1 0 0 2,077.0770
O_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 6 13.70% HNPTGTVLFMGQVMEP 387 402 64.8 25.8 59.4 2 0 0 1,789.8250
O_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 6.22% GMISNLLGK 169 177 38.3 28.4 17.0 2 0 0 948.5185
O_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 6.22% HNPTGTVLFMGQVMEP 387 402 49.4 25.7 48.7 2 0 0 1,789.8250
O_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.48% QVDFSEVER 146 154 33.6 26.3 25.4 1 0 0 1,108.5269
O_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.48% GMISNLLGK 169 177 35.8 28.3 29.3 2 0 0 948.5185
P_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 8 15.20% VFQQVAQASK 42 51 32.6 27.5 13.7 1 0 0 1,105.6000
P_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 8 15.20% DEISTTDAIFVQR 112 124 62.0 28.2 41.6 2 0 0 1,494.7436
P_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 8 15.20% QVDFSEVER 146 154 72.4 25.9 46.8 2 0 0 1,108.5269
P_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 8 15.20% KPLENLGMTDMFR 311 323 41.6 26.0 40.0 0 2 0 1,583.7559
P_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 5 5 8 15.20% HNPTGTVLFMGQVMEP 387 402 55.5 25.9 46.7 1 0 0 1,789.8250
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% VFQQVAQASKDR 42 53 46.3 28.0 38.4 2 2 0 1,376.7281
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% IDDKGMAPALR 89 99 28.7 27.9 14.7 1 0 0 1,202.6201
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% DEISTTDAIFVQR 112 124 68.0 27.9 53.5 2 0 0 1,494.7436
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% LVQGFMPHFFR 128 138 45.2 28.1 41.5 2 0 0 1,394.7039
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% QVDFSEVER 146 154 54.9 26.0 29.0 1 0 0 1,108.5269
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% FIINDWVK 157 164 30.3 28.4 10.4 2 0 0 1,034.5670
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% GMISNLLGK 169 177 41.6 28.3 24.8 2 0 0 948.5185
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% SDGSTVSVPMMAQTNK 215 230 35.0 25.0 5.1 3 0 0 1,668.7569
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% FSLETEVDLR 301 310 68.6 28.0 52.5 1 0 0 1,208.6158
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% KPLENLGMTDMFR 311 323 50.2 26.3 40.2 2 3 0 1,583.7559
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% VKIEVNESGTVASSSTAVIVSAR 347 369 48.8 25.0 45.6 0 2 0 2,304.2404
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% IEVNESGTVASSSTAVIVSAR 349 369 124.0 27.9 106.0 2 2 0 2,077.0770
P_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 13 17 35 37.60% HNPTGTVLFMGQVMEP 387 402 88.2 25.9 84.3 4 2 0 1,789.8250
P_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 10.40% DEISTTDAIFVQR 112 124 37.5 27.9 27.5 1 0 0 1,494.7436
P_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 10.40% KPLENLGMTDMFR 311 323 32.9 26.2 32.9 0 2 0 1,583.7559
P_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 10.40% HNPTGTVLFMGQVMEP 387 402 73.2 25.9 71.5 2 0 0 1,789.8250
P_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 6.22% QVDFSEVER 146 154 33.5 25.9 22.2 2 0 0 1,108.5269
P_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 4 6.22% HNPTGTVLFMGQVMEP 387 402 55.0 25.9 54.0 2 0 0 1,789.8250
P_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 4 8.46% QVDFSEVER 146 154 37.2 25.9 24.3 1 0 0 1,108.5269
P_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 4 8.46% GMISNLLGK 169 177 30.7 28.3 21.9 1 0 0 948.5185
P_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 4 8.46% HNPTGTVLFMGQVMEP 387 402 48.8 25.9 48.8 2 0 0 1,789.8250
P_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 6.97% VFQQVAQASK 42 51 42.3 27.5 32.8 2 0 0 1,105.6000
P_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 6.97% QVDFSEVER 146 154 35.8 26.1 25.0 2 0 0 1,108.5269
P_16 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 3 3 5 6.97% GMISNLLGK 169 177 29.8 28.3 20.7 1 0 0 948.5185
Q_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 12 27 31.80% VFQQVAQASKDR 42 53 28.1 28.3 20.4 0 2 0 1,376.7281
Q_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 12 27 31.80% DEISTTDAIFVQR 112 124 67.0 27.9 47.2 2 0 0 1,494.7436
Q_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 12 27 31.80% LVQGFMPHFFR 128 138 47.8 28.3 36.7 2 0 0 1,394.7039
Q_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 12 27 31.80% QVDFSEVER 146 154 54.6 26.4 36.7 2 0 0 1,108.5269
Q_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 12 27 31.80% FIINDWVK 157 164 37.9 28.4 19.5 2 0 0 1,034.5670
Q_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 12 27 31.80% GMISNLLGK 169 177 46.9 28.3 35.6 2 0 0 948.5185
Q_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 12 27 31.80% SDGSTVSVPMMAQTNK 215 230 42.5 25.0 1.5 3 0 0 1,668.7569
Q_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 12 27 31.80% KPLENLGMTDMFR 311 323 62.0 26.5 53.6 2 2 0 1,583.7559
Q_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 12 27 31.80% IEVNESGTVASSSTAVIVSAR 349 369 110.0 28.1 88.7 2 2 0 2,077.0770
Q_07 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 10 12 27 31.80% HNPTGTVLFMGQVMEP 387 402 82.9 25.7 81.8 4 0 0 1,789.8250
Q_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 13 25 25.40% VFQQVAQASKDR 42 53 34.8 28.2 27.1 1 2 0 1,376.7281
Q_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 13 25 25.40% DEISTTDAIFVQR 112 124 78.3 28.2 59.2 2 0 0 1,494.7436
Q_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 13 25 25.40% STVKQVDFSEVER 142 154 49.5 28.3 35.6 1 2 0 1,523.7700
Q_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 13 25 25.40% QVDFSEVER 146 154 47.1 26.1 33.3 2 0 0 1,108.5269
Q_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 13 25 25.40% FIINDWVK 157 164 30.3 28.2 15.6 2 0 0 1,034.5670
Q_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 13 25 25.40% GMISNLLGK 169 177 50.6 28.3 39.8 4 0 0 948.5185
Q_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 13 25 25.40% SDGSTVSVPMMAQTNK 215 230 41.0 25.0 8.8 4 0 0 1,668.7569
Q_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 13 25 25.40% FSLETEVDLR 301 310 71.4 28.0 56.0 1 0 0 1,208.6158
Q_08 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 9 13 25 25.40% IEVNESGTVASSSTAVIVSAR 349 369 111.0 27.8 88.6 2 2 0 2,077.0770
Q_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 10 19.90% VFQQVAQASK 42 51 48.8 27.5 36.1 2 0 0 1,105.6000
Q_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 10 19.90% FIINDWVK 157 164 25.8 28.4 2.8 1 0 0 1,034.5670
Q_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 10 19.90% GMISNLLGK 169 177 33.3 28.3 23.4 2 0 0 948.5185
Q_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 10 19.90% SDGSTVSVPMMAQTNK 215 230 21.4 25.0 16.1 1 0 0 1,684.7518
Q_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 10 19.90% IEVNESGTVASSSTAVIVSAR 349 369 93.1 28.0 79.1 2 0 0 2,077.0770
Q_09 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 6 6 10 19.90% HNPTGTVLFMGQVMEP 387 402 73.3 25.9 67.1 2 0 0 1,789.8250
Q_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 7 13.90% VFQQVAQASK 42 51 58.0 27.5 40.9 2 0 0 1,105.6000
Q_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 7 13.90% GMISNLLGK 169 177 38.5 28.3 24.5 2 0 0 948.5185
Q_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 7 13.90% IEVNESGTVASSSTAVIVSAR 349 369 75.1 27.9 65.8 1 0 0 2,077.0770
Q_10 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 7 13.90% HNPTGTVLFMGQVMEP 387 402 58.7 25.9 50.6 2 0 0 1,789.8250
Q_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 7 11.90% VFQQVAQASK 42 51 28.1 27.5 21.2 1 0 0 1,105.6000
Q_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 7 11.90% DEISTTDAIFVQR 112 124 50.3 27.9 42.3 2 0 0 1,494.7436
Q_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 7 11.90% GMISNLLGK 169 177 38.2 28.4 23.8 2 0 0 948.5185
Q_11 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 4 4 7 11.90% HNPTGTVLFMGQVMEP 387 402 58.0 25.6 57.7 2 0 0 1,789.8250
Q_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.48% QVDFSEVER 146 154 37.6 25.9 28.3 1 0 0 1,108.5269
Q_13 Plasminogen activator inhibitor 1 PAI1_HUMAN 45,060 2 2 3 4.48% GMISNLLGK 169 177 35.2 28.3 19.7 2 0 0 948.5185
A_13 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 5 5 8 11.10% GKIPNLLPEGSVDGDTR 179 195 31.8 27.1 19.3 1 0 0 1,767.9239
A_13 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 5 5 8 11.10% IPNLLPEGSVDGDTR 181 195 36.6 27.9 33.8 1 0 0 1,582.8074
A_13 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 5 5 8 11.10% MVLVNAVYFK 196 205 47.0 27.0 42.2 2 0 0 1,199.6493
A_13 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 5 5 8 11.10% TPVQMMYLR 230 238 36.7 25.0 31.2 2 0 0 1,170.5647
A_13 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 5 5 8 11.10% ITNCILFFGR 402 411 59.7 26.9 52.8 2 0 0 1,240.6508
B_12 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 3 3 4 9.64% GSYPDAILQAQAADK 88 102 54.2 27.5 49.0 1 0 0 1,547.7702
B_12 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 3 3 4 9.64% IPNLLPEGSVDGDTR 181 195 32.9 28.0 22.4 1 0 0 1,582.8074
B_12 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 3 3 4 9.64% MVLVNAVYFK 196 205 34.9 27.6 25.9 2 0 0 1,199.6493
B_13 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 6 6 11 14.70% GSYPDAILQAQAADK 88 102 86.4 27.5 75.3 2 0 0 1,547.7702
B_13 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 6 6 11 14.70% GKIPNLLPEGSVDGDTR 179 195 31.6 27.3 24.7 0 2 0 1,767.9239
B_13 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 6 6 11 14.70% IPNLLPEGSVDGDTR 181 195 39.7 27.8 32.0 2 0 0 1,582.8074
B_13 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 6 6 11 14.70% MVLVNAVYFK 196 205 62.6 27.6 50.2 2 0 0 1,199.6493
B_13 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 6 6 11 14.70% TPVQMMYLR 230 238 21.4 25.5 16.3 1 0 0 1,170.5647
B_13 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 6 6 11 14.70% LNIGYIEDLK 241 250 63.6 27.8 49.2 2 0 0 1,177.6465
F_15 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 4 5 9 11.60% GSYPDAILQAQAADK 88 102 90.7 27.5 79.0 2 0 0 1,547.7702
F_15 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 4 5 9 11.60% IPNLLPEGSVDGDTR 181 195 40.8 28.0 37.3 2 0 0 1,582.8074
F_15 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 4 5 9 11.60% MVLVNAVYFK 196 205 71.0 26.7 66.5 3 0 0 1,183.6543
F_15 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 4 5 9 11.60% LNGLYPFR 216 223 50.3 26.4 43.9 2 0 0 979.5360
I_11 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 4 4 7 8.67% GKIPNLLPEGSVDGDTR 179 195 31.7 26.9 25.7 1 0 0 1,767.9239
I_11 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 4 4 7 8.67% IPNLLPEGSVDGDTR 181 195 51.2 28.0 50.0 2 0 0 1,582.8074
I_11 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 4 4 7 8.67% TPVQMMYLR 230 238 45.9 27.4 43.6 2 0 0 1,138.5748
I_11 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 4 4 7 8.67% ITNCILFFGR 402 411 33.7 26.9 26.8 2 0 0 1,240.6508
J_11 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 2 2 4 7.23% GSYPDAILQAQAADK 88 102 75.6 27.6 71.4 2 0 0 1,547.7702
J_11 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 2 2 4 7.23% IPNLLPEGSVDGDTR 181 195 54.4 28.1 36.5 2 0 0 1,582.8074
K_11 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 4 4 7 12.00% GSYPDAILQAQAADK 88 102 91.2 27.7 81.1 2 0 0 1,547.7702
K_11 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 4 4 7 12.00% IPNLLPEGSVDGDTR 181 195 47.1 28.1 33.5 2 0 0 1,582.8074
K_11 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 4 4 7 12.00% MVLVNAVYFK 196 205 59.1 26.0 51.7 1 0 0 1,183.6543
K_11 Plasminogen activator inhibitor 2 PAI2_HUMAN 46,598 4 4 7 12.00% ITNCILFFGR 402 411 49.1 26.9 39.8 2 0 0 1,240.6508
A_14 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 4 4 7 12.30% PGHLQEGFGCVVTNR 2 16 93.3 26.5 81.7 2 0 0 1,670.8069
A_14 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 4 4 7 12.30% KNPLPPSVGVVDKK 79 92 29.3 25.0 26.1 0 2 0 1,477.8739
A_14 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 4 4 7 12.30% ENEVEEVKEEGPK 274 286 60.6 26.3 53.8 2 0 0 1,515.7174
A_14 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 4 4 7 12.30% EMTLDEWK 287 294 19.8 25.0 7.9 1 0 0 1,067.4716
B_14 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 4 4 7 14.20% PGHLQEGFGCVVTNR 2 16 78.5 26.7 57.0 2 0 0 1,670.8069
B_14 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 4 4 7 14.20% KNPLPPSVGVVDKK 79 92 49.2 25.0 30.4 0 2 0 1,477.8739
B_14 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 4 4 7 14.20% ENEVEEVKEEGPK 274 286 68.6 26.3 55.6 2 0 0 1,515.7174
B_14 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 4 4 7 14.20% SEEAHAEDSVMDHHFR 330 345 32.0 25.0 29.7 0 1 0 1,912.7879
C_14 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 2 2 2 6.86% GGSGSHNWGTVKDELTESPK 217 236 21.6 25.4 20.9 0 1 0 2,085.9838
C_14 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 2 2 2 6.86% AKVEFNIR 302 309 27.7 27.7 22.3 1 0 0 976.5574
F_15 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 2 2 2 5.64% PGHLQEGFGCVVTNR 2 16 32.8 26.3 27.2 0 1 0 1,670.8069
F_15 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 2 2 2 5.64% AKVEFNIR 302 309 29.4 26.0 17.9 1 0 0 976.5574
I_12 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 2 2 3 5.15% TDKSSASAPDVDDPEAFPALA 388 408 41.1 25.6 41.1 2 0 0 2,103.9719
I_12 Plasminogen activator inhibitor 1 RNA‐binding protein PAIRB_HUMAN 44,966 2 2 3 5.15% SSASAPDVDDPEAFPALA 391 408 53.1 25.0 51.8 1 0 0 1,759.8022



A_16 Serine/threonine‐protein kinase PAK 2 PAK2_HUMAN 58,044 5 6 8 10.70% KNPQAVLDVLK 118 128 29.7 25.0 17.9 2 0 0 1,224.7312
A_16 Serine/threonine‐protein kinase PAK 2 PAK2_HUMAN 58,044 5 6 8 10.70% NPQAVLDVLK 119 128 20.9 25.0 14.9 1 0 0 1,096.6362
A_16 Serine/threonine‐protein kinase PAK 2 PAK2_HUMAN 58,044 5 6 8 10.70% DGFPSGTPALNAK 148 160 22.5 27.2 4.3 1 0 0 1,274.6377
A_16 Serine/threonine‐protein kinase PAK 2 PAK2_HUMAN 58,044 5 6 8 10.70% SVIDPVPAPVGDSHVDGAAK 197 216 21.2 27.9 12.5 0 2 0 1,930.9871
A_16 Serine/threonine‐protein kinase PAK 2 PAK2_HUMAN 58,044 5 6 8 10.70% KELIINEILVMK 288 299 28.1 25.0 23.5 1 1 0 1,458.8603
B_16 Serine/threonine‐protein kinase PAK 2 PAK2_HUMAN 58,044 2 2 3 2.10% KNPQAVLDVLK 118 128 21.4 25.0 12.7 2 0 0 1,224.7312
B_16 Serine/threonine‐protein kinase PAK 2 PAK2_HUMAN 58,044 2 2 3 2.10% NPQAVLDVLK 119 128 21.5 25.0 21.5 1 0 0 1,096.6362
C_16 Serine/threonine‐protein kinase PAK 2 PAK2_HUMAN 58,044 2 3 5 4.39% KNPQAVLDVLK 118 128 20.4 25.0 10.2 1 0 0 1,224.7312
C_16 Serine/threonine‐protein kinase PAK 2 PAK2_HUMAN 58,044 2 3 5 4.39% KELIINEILVMK 288 299 55.8 25.0 51.7 2 2 0 1,458.8603
B_18 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 1 PAPS1_HUMAN 70,833 2 2 2 5.45% GCTVWLTGLSGAGK 52 65 76.8 27.7 68.5 2 0 0 1,406.7099
B_18 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 1 PAPS1_HUMAN 70,833 2 2 2 5.45% TDAETLPALK 249 258 34.5 28.8 25.5 1 0 0 1,058.5730
B_18 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 1 PAPS1_HUMAN 70,833 2 2 2 5.45% AWTVLTEYYK 610 619 29.1 27.9 26.0 1 0 0 1,273.6463
A_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 8 8 13 15.30% DIHELFVPENK 223 233 35.7 27.3 26.9 2 0 0 1,340.6846
A_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 8 8 13 15.30% NPVHNGHALLMQDTR 412 426 18.2 27.1 10.3 0 1 0 1,718.8393
A_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 8 8 13 15.30% DDDVPLDWR 450 458 17.9 25.0 17.9 1 0 0 1,130.5115
A_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 8 8 13 15.30% QHAAVLEEGVLDPK 461 474 22.2 27.8 5.4 1 0 0 1,505.7960
A_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 8 8 13 15.30% MIAGANFYIVGR 501 512 58.0 27.0 43.2 2 0 0 1,327.6828
A_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 8 8 13 15.30% AMDFYDPAR 561 569 36.1 25.0 36.1 2 0 0 1,101.4671
A_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 8 8 13 15.30% HNEFDFISGTR 570 580 46.0 25.1 46.0 2 0 0 1,322.6124
A_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 8 8 13 15.30% EGENPPDGFMAPK 587 599 35.8 25.0 34.6 2 0 0 1,404.6103
B_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 6 6 9 12.10% GCTVWLTGLSGAGK 42 55 88.2 28.0 74.7 2 0 0 1,406.7099
B_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 6 6 9 12.10% NPVHNGHALLMQDTR 412 426 28.5 27.4 25.0 0 1 0 1,718.8393
B_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 6 6 9 12.10% DDDVPLDWR 450 458 33.5 25.0 33.5 2 0 0 1,130.5115
B_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 6 6 9 12.10% MIAGANFYIVGR 501 512 57.1 26.5 41.2 2 0 0 1,327.6828
B_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 6 6 9 12.10% HNEFDFISGTR 570 580 39.5 25.5 35.7 1 0 0 1,322.6124
B_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 6 6 9 12.10% EGENPPDGFMAPK 587 599 23.9 25.0 23.9 1 0 0 1,404.6103
B_18 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 2 2 3 4.23% GCTVWLTGLSGAGK 42 55 76.8 27.7 68.5 2 0 0 1,406.7099
B_18 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 2 2 3 4.23% MIAGANFYIVGR 501 512 64.0 26.5 42.8 1 0 0 1,327.6828
C_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 3 3 4 6.84% GCTVWLTGLSGAGK 42 55 59.6 27.8 52.6 2 0 0 1,406.7099
C_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 3 3 4 6.84% AEAETLPSLSITK 239 251 41.5 28.3 20.5 1 0 0 1,359.7367
C_17 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 3 3 4 6.84% NPVHNGHALLMQDTR 412 426 19.3 26.9 16.4 0 1 0 1,718.8393
I_14 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 3 3 4 6.51% GCTVWLTGLSGAGK 42 55 70.9 27.7 52.1 2 0 0 1,406.7099
I_14 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 3 3 4 6.51% GFTGIDSDYEKPETPER 174 190 17.6 25.0 14.3 0 1 0 1,940.8875
I_14 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 3 3 4 6.51% DDDVPLDWR 450 458 20.5 25.0 20.5 1 0 0 1,130.5115
L_10 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 4 4 7 7.49% AEAETLPSLSITK 239 251 59.9 27.8 49.7 2 0 0 1,359.7367
L_10 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 4 4 7 7.49% DDDVPLDWR 450 458 30.9 25.0 30.9 2 0 0 1,130.5115
L_10 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 4 4 7 7.49% HNEFDFISGTR 570 580 43.5 25.7 43.5 2 0 0 1,322.6124
L_10 Bifunctional 3'‐phosphoadenosine 5'‐phosphosulfate synthase 2 PAPS2_HUMAN 69,502 4 4 7 7.49% EGENPPDGFMAPK 587 599 22.9 25.0 22.9 1 0 0 1,404.6103
A_05 Protein DJ‐1 PARK7_HUMAN 20,035 2 2 2 15.30% GAEEMETVIPVDVMR 13 27 44.2 25.4 40.4 1 0 0 1,707.7930
A_05 Protein DJ‐1 PARK7_HUMAN 20,035 2 2 2 15.30% DVVICPDASLEDAK 49 62 31.8 25.2 27.1 1 0 0 1,531.7311
A_06 Protein DJ‐1 PARK7_HUMAN 20,035 5 7 14 24.90% GAEEMETVIPVDVMR 13 27 60.9 25.3 50.2 2 2 0 1,707.7930
A_06 Protein DJ‐1 PARK7_HUMAN 20,035 5 7 14 24.90% GAEEMETVIPVDVMRR 13 28 49.2 26.6 44.4 0 2 0 1,863.8941
A_06 Protein DJ‐1 PARK7_HUMAN 20,035 5 7 14 24.90% VTVAGLAGKDPVQCSR 33 48 93.2 27.6 90.7 2 2 0 1,657.8692
A_06 Protein DJ‐1 PARK7_HUMAN 20,035 5 7 14 24.90% DVVICPDASLEDAK 49 62 40.6 25.0 37.4 2 0 0 1,531.7311
A_06 Protein DJ‐1 PARK7_HUMAN 20,035 5 7 14 24.90% DVVICPDASLEDAKK 49 63 63.9 27.4 51.3 2 0 0 1,659.8261
B_06 Protein DJ‐1 PARK7_HUMAN 20,035 6 7 10 30.70% GAEEMETVIPVDVMR 13 27 49.1 25.4 34.9 2 0 0 1,707.7930
B_06 Protein DJ‐1 PARK7_HUMAN 20,035 6 7 10 30.70% GAEEMETVIPVDVMRR 13 28 25.4 26.6 17.7 0 1 0 1,863.8941
B_06 Protein DJ‐1 PARK7_HUMAN 20,035 6 7 10 30.70% VTVAGLAGKDPVQCSR 33 48 61.8 28.0 57.0 1 1 0 1,657.8692
B_06 Protein DJ‐1 PARK7_HUMAN 20,035 6 7 10 30.70% DVVICPDASLEDAK 49 62 40.1 25.2 35.4 2 0 0 1,531.7311
B_06 Protein DJ‐1 PARK7_HUMAN 20,035 6 7 10 30.70% DVVICPDASLEDAKK 49 63 55.2 27.4 49.0 2 0 0 1,659.8261
B_06 Protein DJ‐1 PARK7_HUMAN 20,035 6 7 10 30.70% VEKDGLILTSR 146 156 33.7 27.3 23.1 1 0 0 1,230.7054
C_06 Protein DJ‐1 PARK7_HUMAN 20,035 5 7 13 30.70% GAEEMETVIPVDVMR 13 27 38.0 25.1 32.6 2 2 0 1,707.7930
C_06 Protein DJ‐1 PARK7_HUMAN 20,035 5 7 13 30.70% GAEEMETVIPVDVMRR 13 28 37.4 26.6 22.8 0 2 0 1,863.8941
C_06 Protein DJ‐1 PARK7_HUMAN 20,035 5 7 13 30.70% VTVAGLAGKDPVQCSR 33 48 61.7 28.1 48.0 2 2 0 1,657.8692
C_06 Protein DJ‐1 PARK7_HUMAN 20,035 5 7 13 30.70% DVVICPDASLEDAKK 49 63 40.1 27.4 32.7 2 0 0 1,659.8261
C_06 Protein DJ‐1 PARK7_HUMAN 20,035 5 7 13 30.70% VEKDGLILTSR 146 156 33.2 27.2 26.4 1 0 0 1,230.7054
D_10 Protein DJ‐1 PARK7_HUMAN 20,035 4 4 6 29.60% GAEEMETVIPVDVMR 13 27 29.2 25.0 29.2 2 0 0 1,707.7930
D_10 Protein DJ‐1 PARK7_HUMAN 20,035 4 4 6 29.60% GAEEMETVIPVDVMRR 13 28 31.8 26.6 24.2 0 2 0 1,863.8941
D_10 Protein DJ‐1 PARK7_HUMAN 20,035 4 4 6 29.60% DVVICPDASLEDAK 49 62 22.4 25.0 17.9 1 0 0 1,531.7311
D_10 Protein DJ‐1 PARK7_HUMAN 20,035 4 4 6 29.60% EGPYDVVVLPGGNLGAQNLSESAAVK 64 89 40.4 27.2 35.1 0 1 0 2,584.3255
D_11 Protein DJ‐1 PARK7_HUMAN 20,035 4 4 7 24.30% GAEEMETVIPVDVMR 13 27 30.7 25.2 19.8 2 0 0 1,707.7930
D_11 Protein DJ‐1 PARK7_HUMAN 20,035 4 4 7 24.30% GAEEMETVIPVDVMRR 13 28 25.9 26.4 8.6 0 1 0 1,863.8941
D_11 Protein DJ‐1 PARK7_HUMAN 20,035 4 4 7 24.30% VTVAGLAGKDPVQCSR 33 48 45.4 27.9 44.2 0 2 0 1,657.8692
D_11 Protein DJ‐1 PARK7_HUMAN 20,035 4 4 7 24.30% DVVICPDASLEDAK 49 62 29.5 25.0 24.5 2 0 0 1,531.7311
F_08 Protein DJ‐1 PARK7_HUMAN 20,035 3 4 8 16.40% VTVAGLAGKDPVQCSR 33 48 58.2 27.6 55.9 0 2 0 1,657.8692
F_08 Protein DJ‐1 PARK7_HUMAN 20,035 3 4 8 16.40% DVVICPDASLEDAK 49 62 28.6 25.0 24.7 2 0 0 1,531.7311
F_08 Protein DJ‐1 PARK7_HUMAN 20,035 3 4 8 16.40% DVVICPDASLEDAKK 49 63 33.8 27.4 12.0 2 2 0 1,659.8261
F_09 Protein DJ‐1 PARK7_HUMAN 20,035 4 6 12 24.30% GAEEMETVIPVDVMR 13 27 52.8 25.4 43.8 2 0 0 1,707.7930
F_09 Protein DJ‐1 PARK7_HUMAN 20,035 4 6 12 24.30% VTVAGLAGKDPVQCSR 33 48 80.9 27.7 69.9 2 2 0 1,657.8692
F_09 Protein DJ‐1 PARK7_HUMAN 20,035 4 6 12 24.30% DVVICPDASLEDAK 49 62 53.7 25.0 50.4 2 0 0 1,531.7311
F_09 Protein DJ‐1 PARK7_HUMAN 20,035 4 6 12 24.30% DVVICPDASLEDAKK 49 63 60.0 27.4 49.2 2 2 0 1,659.8261
G_08 Protein DJ‐1 PARK7_HUMAN 20,035 5 6 11 24.90% GAEEMETVIPVDVMR 13 27 46.1 25.6 43.3 1 0 0 1,707.7930
G_08 Protein DJ‐1 PARK7_HUMAN 20,035 5 6 11 24.90% GAEEMETVIPVDVMRR 13 28 32.6 26.9 24.5 0 2 0 1,863.8941
G_08 Protein DJ‐1 PARK7_HUMAN 20,035 5 6 11 24.90% VTVAGLAGKDPVQCSR 33 48 72.3 27.6 63.4 2 2 0 1,657.8692
G_08 Protein DJ‐1 PARK7_HUMAN 20,035 5 6 11 24.90% DVVICPDASLEDAK 49 62 59.2 25.4 56.8 2 0 0 1,531.7311
G_08 Protein DJ‐1 PARK7_HUMAN 20,035 5 6 11 24.90% DVVICPDASLEDAKK 49 63 54.3 27.6 49.2 2 0 0 1,659.8261
H_05 Protein DJ‐1 PARK7_HUMAN 20,035 3 3 6 16.40% VTVAGLAGKDPVQCSR 33 48 74.5 27.7 69.6 0 2 0 1,657.8692
H_05 Protein DJ‐1 PARK7_HUMAN 20,035 3 3 6 16.40% DVVICPDASLEDAK 49 62 60.8 25.2 53.9 2 0 0 1,531.7311
H_05 Protein DJ‐1 PARK7_HUMAN 20,035 3 3 6 16.40% DVVICPDASLEDAKK 49 63 54.3 27.5 44.1 2 0 0 1,659.8261
I_05 Protein DJ‐1 PARK7_HUMAN 20,035 3 3 5 16.40% VTVAGLAGKDPVQCSR 33 48 51.2 27.6 38.0 0 1 0 1,657.8692
I_05 Protein DJ‐1 PARK7_HUMAN 20,035 3 3 5 16.40% DVVICPDASLEDAK 49 62 42.0 25.2 32.5 2 0 0 1,531.7311
I_05 Protein DJ‐1 PARK7_HUMAN 20,035 3 3 5 16.40% DVVICPDASLEDAKK 49 63 44.1 27.5 34.7 2 0 0 1,659.8261
J_05 Protein DJ‐1 PARK7_HUMAN 20,035 2 2 4 16.40% VTVAGLAGKDPVQCSR 33 48 58.1 27.8 48.0 0 2 0 1,657.8692
J_05 Protein DJ‐1 PARK7_HUMAN 20,035 2 2 4 16.40% DVVICPDASLEDAKK 49 63 36.7 27.6 26.1 2 0 0 1,659.8261
K_05 Protein DJ‐1 PARK7_HUMAN 20,035 3 3 6 16.40% VTVAGLAGKDPVQCSR 33 48 68.6 27.6 60.7 0 2 0 1,657.8692
K_05 Protein DJ‐1 PARK7_HUMAN 20,035 3 3 6 16.40% DVVICPDASLEDAK 49 62 50.9 25.2 47.0 2 0 0 1,531.7311
K_05 Protein DJ‐1 PARK7_HUMAN 20,035 3 3 6 16.40% DVVICPDASLEDAKK 49 63 49.6 27.4 37.7 2 0 0 1,659.8261
L_04 Protein DJ‐1 PARK7_HUMAN 20,035 6 6 10 27.00% GAEEMETVIPVDVMR 13 27 44.0 26.0 35.3 2 0 0 1,707.7930
L_04 Protein DJ‐1 PARK7_HUMAN 20,035 6 6 10 27.00% GAEEMETVIPVDVMRR 13 28 24.5 27.0 13.6 0 1 0 1,863.8941
L_04 Protein DJ‐1 PARK7_HUMAN 20,035 6 6 10 27.00% AGIKVTVAGLAGKDPVQCSR 29 48 41.2 25.9 40.9 0 2 0 2,027.1069
L_04 Protein DJ‐1 PARK7_HUMAN 20,035 6 6 10 27.00% VTVAGLAGKDPVQCSR 33 48 56.2 27.6 46.1 0 2 0 1,657.8692
L_04 Protein DJ‐1 PARK7_HUMAN 20,035 6 6 10 27.00% DVVICPDASLEDAK 49 62 52.8 25.4 51.2 2 0 0 1,531.7311
L_04 Protein DJ‐1 PARK7_HUMAN 20,035 6 6 10 27.00% DVVICPDASLEDAKK 49 63 21.4 27.9 14.1 0 1 0 1,659.8261
M_04 Protein DJ‐1 PARK7_HUMAN 20,035 2 2 3 15.30% GAEEMETVIPVDVMR 13 27 37.9 25.6 31.0 1 0 0 1,707.7930
M_04 Protein DJ‐1 PARK7_HUMAN 20,035 2 2 3 15.30% DVVICPDASLEDAK 49 62 43.3 25.1 40.4 2 0 0 1,531.7311
O_04 Protein DJ‐1 PARK7_HUMAN 20,035 3 3 4 16.90% GAEEMETVIPVDVMR 13 27 57.5 25.9 54.0 1 0 0 1,707.7930
O_04 Protein DJ‐1 PARK7_HUMAN 20,035 3 3 4 16.90% GAEEMETVIPVDVMRR 13 28 43.7 26.9 38.0 0 1 0 1,863.8941
O_04 Protein DJ‐1 PARK7_HUMAN 20,035 3 3 4 16.90% VTVAGLAGKDPVQCSR 33 48 58.5 27.6 52.0 0 2 0 1,657.8692
P_04 Protein DJ‐1 PARK7_HUMAN 20,035 2 2 3 16.40% GAEEMETVIPVDVMR 13 27 25.0 26.0 18.8 1 0 0 1,707.7930
P_04 Protein DJ‐1 PARK7_HUMAN 20,035 2 2 3 16.40% VTVAGLAGKDPVQCSR 33 48 46.8 27.6 33.2 0 2 0 1,657.8692
Q_04 Protein DJ‐1 PARK7_HUMAN 20,035 4 6 8 24.30% GAEEMETVIPVDVMR 13 27 34.2 26.1 29.1 2 0 0 1,707.7930
Q_04 Protein DJ‐1 PARK7_HUMAN 20,035 4 6 8 24.30% VTVAGLAGKDPVQCSR 33 48 58.9 27.6 56.7 1 2 0 1,657.8692
Q_04 Protein DJ‐1 PARK7_HUMAN 20,035 4 6 8 24.30% DVVICPDASLEDAK 49 62 30.8 25.7 30.4 1 0 0 1,531.7311
Q_04 Protein DJ‐1 PARK7_HUMAN 20,035 4 6 8 24.30% DVVICPDASLEDAKK 49 63 35.9 27.5 26.3 1 1 0 1,659.8261
A_22 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 5 5 8 7.30% GFSLLATEDKEALKK 183 197 20.2 26.2 17.0 0 1 0 1,649.9111
A_22 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 5 5 8 7.30% VVSEDFLQDVSASTK 453 467 65.5 27.2 61.6 2 0 0 1,624.8065
A_22 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 5 5 8 7.30% AEPVEVVAPR 487 496 29.8 26.4 27.4 2 0 0 1,066.5891
A_22 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 5 5 8 7.30% GGAAVDPDSGLEHSAHVLEK 529 548 18.7 27.1 10.7 0 1 0 1,988.9674
A_22 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 5 5 8 7.30% KPPLLNNADSVQAK 748 761 42.6 26.9 36.7 2 0 0 1,494.8276
B_22 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 2 2 3 3.45% VVSEDFLQDVSASTK 453 467 73.1 27.2 73.1 2 0 0 1,624.8065
B_22 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 2 2 3 3.45% GGAAVDPDSGLEHSAHVLEK 529 548 19.7 27.2 8.9 0 1 0 1,988.9674
B_23 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 5 6 11 7.10% VVSEDFLQDVSASTK 453 467 91.6 27.2 85.9 2 0 0 1,624.8065



B_23 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 5 6 11 7.10% AEPVEVVAPR 487 496 38.0 26.1 32.4 2 0 0 1,066.5891
B_23 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 5 6 11 7.10% GGAAVDPDSGLEHSAHVLEK 529 548 22.9 27.1 18.1 0 1 0 1,988.9674
B_23 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 5 6 11 7.10% KPPLLNNADSVQAK 748 761 33.4 26.6 31.5 2 2 0 1,494.8276
B_23 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 5 6 11 7.10% TTNFAGILSQGLR 866 878 46.0 27.3 33.7 2 0 0 1,377.7486
I_19 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 2 2 2 2.37% TLGDFAAEYAK 109 119 34.5 25.8 31.6 1 0 0 1,185.5787
I_19 Poly [ADP‐ribose] polymerase 1 PARP1_HUMAN 113,088 2 2 2 2.37% TTNFAGILSQGLR 866 878 50.8 28.0 39.8 1 0 0 1,377.7486
A_26 Poly [ADP‐ribose] polymerase 4 PARP4_HUMAN 192,598 3 3 5 1.80% AEGILLLVK 297 305 24.2 25.0 23.9 1 0 0 955.6188
A_26 Poly [ADP‐ribose] polymerase 4 PARP4_HUMAN 192,598 3 3 5 1.80% SPVDVLQIFR 407 416 41.0 27.4 24.7 2 0 0 1,173.6627
A_26 Poly [ADP‐ribose] polymerase 4 PARP4_HUMAN 192,598 3 3 5 1.80% LFACGIGSTANR 999 1010 29.8 27.6 27.2 2 0 0 1,266.6260
B_26 Poly [ADP‐ribose] polymerase 4 PARP4_HUMAN 192,598 2 2 3 1.22% AEGILLLVK 297 305 26.9 25.0 22.3 2 0 0 955.6188
B_26 Poly [ADP‐ribose] polymerase 4 PARP4_HUMAN 192,598 2 2 3 1.22% LFACGIGSTANR 999 1010 30.3 27.6 24.2 1 0 0 1,266.6260
A_11 Alpha‐parvin PARVA_HUMAN 42,245 2 2 3 8.06% LNVAEVTQSEIAQK 141 154 82.0 28.1 66.6 2 0 0 1,529.8170
A_11 Alpha‐parvin PARVA_HUMAN 42,245 2 2 3 8.06% QIQEEITGNTEALSGR 229 244 57.6 27.8 55.1 1 0 0 1,745.8666
A_13 Alpha‐parvin PARVA_HUMAN 42,245 3 3 6 10.20% DLAEDLYDGQVLQK 118 131 58.7 27.7 44.5 2 0 0 1,606.7962
A_13 Alpha‐parvin PARVA_HUMAN 42,245 3 3 6 10.20% QIQEEITGNTEALSGR 229 244 85.6 27.9 83.9 2 0 0 1,745.8666
A_13 Alpha‐parvin PARVA_HUMAN 42,245 3 3 6 10.20% VLYNLFTK 360 367 28.4 25.0 20.1 2 0 0 997.5717
B_11 Alpha‐parvin PARVA_HUMAN 42,245 2 2 2 5.91% LNVAEVTQSEIAQK 141 154 70.8 28.0 58.8 1 0 0 1,529.8170
B_11 Alpha‐parvin PARVA_HUMAN 42,245 2 2 2 5.91% VLYNLFTK 360 367 42.3 25.0 30.7 1 0 0 997.5717
B_13 Alpha‐parvin PARVA_HUMAN 42,245 4 4 6 14.00% DLAEDLYDGQVLQK 118 131 47.4 27.8 32.0 1 0 0 1,606.7962
B_13 Alpha‐parvin PARVA_HUMAN 42,245 4 4 6 14.00% LNVAEVTQSEIAQK 141 154 30.0 28.1 22.7 0 2 0 1,529.8170
B_13 Alpha‐parvin PARVA_HUMAN 42,245 4 4 6 14.00% QIQEEITGNTEALSGR 229 244 86.3 27.7 82.4 2 0 0 1,745.8666
B_13 Alpha‐parvin PARVA_HUMAN 42,245 4 4 6 14.00% VLYNLFTK 360 367 22.1 25.0 17.2 1 0 0 997.5717
I_11 Alpha‐parvin PARVA_HUMAN 42,245 2 2 3 6.45% QIQEEITGNTEALSGR 229 244 88.8 28.0 81.9 2 0 0 1,745.8666
I_11 Alpha‐parvin PARVA_HUMAN 42,245 2 2 3 6.45% VLYNLFTK 360 367 27.3 25.0 23.9 1 0 0 997.5717
K_11 Alpha‐parvin PARVA_HUMAN 42,245 3 3 4 10.20% DLAEDLYDGQVLQK 118 131 58.8 27.8 42.3 1 0 0 1,606.7962
K_11 Alpha‐parvin PARVA_HUMAN 42,245 3 3 4 10.20% QIQEEITGNTEALSGR 229 244 90.4 28.3 84.1 2 0 0 1,745.8666
K_11 Alpha‐parvin PARVA_HUMAN 42,245 3 3 4 10.20% VLYNLFTK 360 367 25.4 25.0 19.6 1 0 0 997.5717
L_09 Paxillin PAXI_HUMAN 64,505 2 2 3 5.92% FIHQQPQSSSPVYGSSAK 76 93 21.6 28.1 8.7 0 1 0 1,947.9559
L_09 Paxillin PAXI_HUMAN 64,505 2 2 3 5.92% TSSVSNPQDSVGSPCSR 94 110 31.2 25.0 29.7 2 0 0 1,764.7817
L_10 Paxillin PAXI_HUMAN 64,505 2 2 3 5.92% FIHQQPQSSSPVYGSSAK 76 93 41.0 28.1 35.1 0 1 0 1,947.9559
L_10 Paxillin PAXI_HUMAN 64,505 2 2 3 5.92% TSSVSNPQDSVGSPCSR 94 110 54.8 25.0 44.9 2 0 0 1,764.7817
A_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 3 9.55% LVVPATQCGSLIGK 102 115 32.2 28.2 21.2 2 0 0 1,442.8038
A_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 3 9.55% ESTGAQVQVAGDMLPNSTER 125 144 24.9 25.2 23.4 0 1 0 2,105.9770
A_08 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 8 12.60% INISEGNCPER 47 57 37.4 25.0 37.4 2 0 0 1,288.5951
A_08 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 8 12.60% LVVPATQCGSLIGK 102 115 34.7 28.2 24.8 2 0 0 1,442.8038
A_08 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 8 12.60% ESTGAQVQVAGDMLPNSTER 125 144 64.9 25.6 53.3 2 2 0 2,105.9770
A_10 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 3 9.55% LVVPATQCGSLIGK 102 115 25.3 28.2 15.8 1 0 0 1,442.8038
A_10 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 3 9.55% ESTGAQVQVAGDMLPNSTER 125 144 75.2 25.6 64.8 1 1 0 2,105.9770
A_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 8 9 16 28.70% INISEGNCPER 47 57 53.8 25.0 48.9 2 0 0 1,288.5951
A_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 8 9 16 28.70% IITLTGPTNAIFK 58 70 51.5 25.0 43.7 2 0 0 1,388.8150
A_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 8 9 16 28.70% AFAMIIDK 71 78 24.0 26.6 9.9 2 0 0 924.4861
A_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 8 9 16 28.70% LVVPATQCGSLIGK 102 115 68.3 28.3 47.1 2 0 0 1,442.8038
A_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 8 9 16 28.70% ESTGAQVQVAGDMLPNSTER 125 144 97.0 25.6 88.7 2 2 0 2,105.9770
A_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 8 9 16 28.70% AITIAGVPQSVTECVK 145 160 42.6 27.6 42.2 2 0 0 1,672.8940
A_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 8 9 16 28.70% QGANINEIR 298 306 34.9 25.8 20.8 1 0 0 1,014.5327
A_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 8 9 16 28.70% IANPVEGSSGR 315 325 19.2 26.2 12.2 1 0 0 1,086.5538
A_12 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 4 8.71% INISEGNCPER 47 57 52.8 25.0 52.8 2 0 0 1,288.5951
A_12 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 4 8.71% ESTGAQVQVAGDMLPNSTER 125 144 36.3 25.2 35.5 0 2 0 2,105.9770
B_08 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 6 12.60% INISEGNCPER 47 57 51.8 25.0 49.2 2 0 0 1,288.5951
B_08 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 6 12.60% LVVPATQCGSLIGK 102 115 40.8 28.2 32.4 2 0 0 1,442.8038
B_08 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 6 12.60% ESTGAQVQVAGDMLPNSTER 125 144 69.8 25.6 67.1 1 1 0 2,105.9770
B_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 6 7 13 23.00% INISEGNCPER 47 57 54.4 25.0 50.1 2 0 0 1,288.5951
B_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 6 7 13 23.00% IITLTGPTNAIFK 58 70 58.4 25.0 50.3 2 0 0 1,388.8150
B_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 6 7 13 23.00% AFAMIIDK 71 78 30.9 26.6 16.7 1 0 0 924.4861
B_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 6 7 13 23.00% LVVPATQCGSLIGK 102 115 52.2 28.2 30.6 2 0 0 1,442.8038
B_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 6 7 13 23.00% ESTGAQVQVAGDMLPNSTER 125 144 84.1 25.6 63.7 2 2 0 2,105.9770
B_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 6 7 13 23.00% AITIAGVPQSVTECVK 145 160 70.2 27.6 63.3 2 0 0 1,672.8940
B_12 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 4 5 8 17.10% INISEGNCPER 47 57 33.3 25.0 30.7 2 0 0 1,288.5951
B_12 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 4 5 8 17.10% LVVPATQCGSLIGK 102 115 31.0 28.1 21.7 1 0 0 1,442.8038
B_12 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 4 5 8 17.10% ESTGAQVQVAGDMLPNSTER 125 144 57.6 25.6 48.6 1 2 0 2,105.9770
B_12 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 4 5 8 17.10% AITIAGVPQSVTECVK 145 160 34.4 27.8 21.3 2 0 0 1,672.8940
C_06 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 3 7.02% INISEGNCPER 47 57 53.3 25.0 53.3 2 0 0 1,288.5951
C_06 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 3 7.02% LVVPATQCGSLIGK 102 115 27.6 28.2 21.2 1 0 0 1,442.8038
C_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 3 7.02% INISEGNCPER 47 57 35.3 25.0 35.3 2 0 0 1,288.5951
C_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 3 7.02% LVVPATQCGSLIGK 102 115 31.3 28.0 21.3 1 0 0 1,442.8038
C_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 4 5 10 17.10% INISEGNCPER 47 57 47.6 25.0 43.2 2 0 0 1,288.5951
C_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 4 5 10 17.10% LVVPATQCGSLIGK 102 115 52.7 28.4 31.0 2 0 0 1,442.8038
C_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 4 5 10 17.10% ESTGAQVQVAGDMLPNSTER 125 144 65.0 25.1 65.0 2 2 0 2,105.9770
C_11 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 4 5 10 17.10% AITIAGVPQSVTECVK 145 160 39.1 27.6 32.9 2 0 0 1,672.8940
C_12 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 3 8.71% INISEGNCPER 47 57 27.3 25.0 23.0 1 0 0 1,288.5951
C_12 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 3 8.71% ESTGAQVQVAGDMLPNSTER 125 144 44.1 25.2 38.4 1 1 0 2,105.9770
D_18 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 3 5 10.70% INISEGNCPER 47 57 52.9 25.0 52.9 2 0 0 1,288.5951
D_18 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 3 5 10.70% IITLTGPTNAIFK 58 70 51.6 25.0 47.7 2 0 0 1,388.8150
D_18 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 3 5 10.70% LVVPATQCGSLIGK 102 115 32.7 27.8 25.5 1 0 0 1,442.8038
F_10 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 4 7.02% INISEGNCPER 47 57 25.4 25.0 25.4 2 0 0 1,288.5951
F_10 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 4 7.02% LVVPATQCGSLIGK 102 115 35.9 27.9 25.1 2 0 0 1,442.8038
F_13 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 5 5 8 19.40% INISEGNCPER 47 57 49.5 25.0 47.1 2 0 0 1,288.5951
F_13 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 5 5 8 19.40% AFAMIIDK 71 78 27.3 26.8 15.2 1 0 0 924.4861
F_13 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 5 5 8 19.40% LVVPATQCGSLIGK 102 115 46.3 28.2 26.5 2 0 0 1,442.8038
F_13 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 5 5 8 19.40% ESTGAQVQVAGDMLPNSTER 125 144 71.5 25.6 60.0 1 0 0 2,105.9770
F_13 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 5 5 8 19.40% AITIAGVPQSVTECVK 145 160 61.0 27.7 55.0 2 0 0 1,672.8940
H_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 3 6 12.10% IITLTGPTNAIFK 58 70 49.2 25.0 40.8 2 0 0 1,388.8150
H_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 3 6 12.10% LVVPATQCGSLIGK 102 115 48.3 27.9 25.6 2 0 0 1,442.8038
H_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 3 6 12.10% AITIAGVPQSVTECVK 145 160 41.2 27.8 38.3 2 0 0 1,672.8940
H_09 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 4 8.43% LVVPATQCGSLIGK 102 115 68.4 28.2 35.1 2 0 0 1,442.8038
H_09 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 4 8.43% AITIAGVPQSVTECVK 145 160 50.8 27.7 40.8 2 0 0 1,672.8940
I_09 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 5 9.55% LVVPATQCGSLIGK 102 115 56.0 28.2 29.2 2 0 0 1,442.8038
I_09 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 5 9.55% ESTGAQVQVAGDMLPNSTER 125 144 74.7 25.6 60.1 2 1 0 2,105.9770
J_09 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 4 8.43% LVVPATQCGSLIGK 102 115 54.5 28.4 37.6 2 0 0 1,442.8038
J_09 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 4 8.43% AITIAGVPQSVTECVK 145 160 38.2 27.8 33.4 2 0 0 1,672.8940
K_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 3 8.43% LVVPATQCGSLIGK 102 115 33.4 27.9 20.2 2 0 0 1,442.8038
K_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 3 8.43% AITIAGVPQSVTECVK 145 160 28.2 27.7 24.8 1 0 0 1,672.8940
K_09 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 6 14.00% LVVPATQCGSLIGK 102 115 59.9 27.8 39.7 2 0 0 1,442.8038
K_09 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 6 14.00% ESTGAQVQVAGDMLPNSTER 125 144 63.4 26.1 53.8 1 1 0 2,105.9770
K_09 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 6 14.00% AITIAGVPQSVTECVK 145 160 53.8 27.7 46.2 2 0 0 1,672.8940
L_06 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 3 9.55% LVVPATQCGSLIGK 102 115 29.9 28.4 25.4 1 0 0 1,442.8038
L_06 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 3 9.55% ESTGAQVQVAGDMLPNSTER 125 144 68.3 26.3 63.8 1 1 0 2,105.9770
L_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 4 6 11 19.70% IITLTGPTNAIFK 58 70 59.5 25.0 50.4 2 0 0 1,388.8150
L_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 4 6 11 19.70% LEEDINSSMTNSTAASRPPVTLR 79 101 81.2 27.3 74.4 0 1 0 2,505.2251
L_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 4 6 11 19.70% LVVPATQCGSLIGK 102 115 57.8 28.5 28.7 2 0 0 1,442.8038
L_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 4 6 11 19.70% ESTGAQVQVAGDMLPNSTER 125 144 92.9 26.1 75.2 4 2 0 2,105.9770
L_10 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 2 9.55% LVVPATQCGSLIGK 102 115 27.2 28.4 20.8 1 0 0 1,442.8038
L_10 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 2 9.55% ESTGAQVQVAGDMLPNSTER 125 144 60.6 26.2 56.0 1 0 0 2,105.9770
L_16 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 3 9.27% IITLTGPTNAIFK 58 70 53.5 25.0 43.5 2 0 0 1,388.8150
L_16 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 3 9.27% ESTGAQVQVAGDMLPNSTER 125 144 67.8 26.1 60.3 1 0 0 2,105.9770
M_05 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 3 9.55% LVVPATQCGSLIGK 102 115 31.2 28.2 16.9 2 0 0 1,442.8038
M_05 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 3 9.55% ESTGAQVQVAGDMLPNSTER 125 144 42.8 26.2 38.8 0 1 0 2,105.9770
M_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 8 13.20% IITLTGPTNAIFK 58 70 61.8 25.0 55.1 2 0 0 1,388.8150
M_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 8 13.20% LVVPATQCGSLIGK 102 115 58.1 28.4 34.4 2 0 0 1,442.8038
M_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 8 13.20% ESTGAQVQVAGDMLPNSTER 125 144 97.6 26.2 85.8 2 2 0 2,105.9770
N_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 4 9.55% LVVPATQCGSLIGK 102 115 50.0 28.4 32.7 2 0 0 1,442.8038
N_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 4 9.55% ESTGAQVQVAGDMLPNSTER 125 144 62.2 26.3 57.8 1 1 0 2,105.9770



O_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 5 9.55% LVVPATQCGSLIGK 102 115 41.3 27.6 27.0 2 0 0 1,442.8038
O_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 5 9.55% ESTGAQVQVAGDMLPNSTER 125 144 69.9 26.3 59.8 2 1 0 2,105.9770
P_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 4 9.55% LVVPATQCGSLIGK 102 115 48.4 28.4 26.3 2 0 0 1,442.8038
P_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 2 4 9.55% ESTGAQVQVAGDMLPNSTER 125 144 69.6 26.3 65.6 2 0 0 2,105.9770
Q_05 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 6 14.00% LVVPATQCGSLIGK 102 115 34.8 27.6 22.0 2 0 0 1,442.8038
Q_05 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 6 14.00% ESTGAQVQVAGDMLPNSTER 125 144 65.2 26.1 62.8 1 2 0 2,105.9770
Q_05 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 3 4 6 14.00% AITIAGVPQSVTECVK 145 160 36.2 27.8 30.7 1 0 0 1,672.8940
Q_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 5 8.71% INISEGNCPER 47 57 54.0 25.0 50.0 2 0 0 1,288.5951
Q_07 Poly(rC)‐binding protein 1 PCBP1_HUMAN 37,498 2 3 5 8.71% ESTGAQVQVAGDMLPNSTER 125 144 85.5 26.3 73.1 2 1 0 2,105.9770
B_08 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 3 16.00% INISEGNCPER 47 57 51.8 25.0 49.2 2 0 0 1,288.5951
B_08 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 3 16.00% IITLAGPTNAIFK 58 70 36.1 25.0 34.0 2 0 0 1,358.8044
B_08 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 3 16.00% LVVPASQCGSLIGK 102 115 47.6 27.6 39.9 1 0 0 1,428.7881
B_08 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 3 16.00% ESTGAQVQVAGDMLPNSTER 125 144 69.8 25.6 67.1 1 1 0 2,105.9770
B_12 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 4 16.00% INISEGNCPER 47 57 33.3 25.0 30.7 2 0 0 1,288.5951
B_12 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 4 16.00% IITLAGPTNAIFK 58 70 37.0 25.0 32.2 2 0 0 1,358.8044
B_12 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 4 16.00% LVVPASQCGSLIGK 102 115 51.4 27.6 42.3 2 0 0 1,428.7881
B_12 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 4 16.00% ESTGAQVQVAGDMLPNSTER 125 144 57.6 25.6 48.6 1 2 0 2,105.9770
C_11 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 3 15.20% INISEGNCPER 47 57 47.6 25.0 43.2 2 0 0 1,288.5951
C_11 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 3 15.20% IITLAGPTNAIFK 58 70 51.9 25.0 51.9 2 0 0 1,358.8044
C_11 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 3 15.20% ESTGAQVQVAGDMLPNSTER 125 144 65.0 25.1 65.0 2 2 0 2,105.9770
C_11 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 3 15.20% IANPVEGSTDR 320 330 34.7 26.0 27.6 1 0 0 1,158.5750
H_07 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 3 7.46% IITLAGPTNAIFK 58 70 48.1 25.0 45.8 2 0 0 1,358.8044
H_07 Poly(rC)‐binding protein 2 PCBP2_MOUSE 38,223 2 2 3 7.46% LVVPASQCGSLIGK 102 115 40.5 27.5 39.1 1 0 0 1,428.7881
A_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 12.60% FAELVLEKPLDR 180 191 63.8 27.2 51.1 2 0 0 1,429.8051
A_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 12.60% ELFGLSPR 299 306 24.5 28.1 16.6 1 0 0 918.5044
A_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 12.60% DLGPNAVPAHCK 332 343 26.2 27.2 16.7 2 0 0 1,278.6261
A_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 12.60% VLDANDNAPEISFSTVK 348 364 83.7 28.3 75.8 2 1 0 1,819.9073
A_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 12.60% EAGDSYTLTVVAR 424 436 53.8 27.3 47.6 2 0 0 1,381.6958
A_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 12.60% SIQVQVSDVNDNAPR 448 462 100.0 27.1 91.8 2 0 0 1,641.8191
A_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 12.60% DFSFQVEAR 538 546 61.2 25.0 39.9 2 0 0 1,098.5214
A_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 12.60% SAEPGYLLTR 593 602 38.0 27.8 24.8 1 0 0 1,106.5841
A_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 12.60% VAAVDADDGENAR 603 615 20.7 25.0 20.7 1 0 0 1,302.5921
A_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 12.60% GNEMNLFR 623 630 53.3 25.0 40.0 4 0 0 980.4618
A_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 12.60% RDPQRPYELVIEVR 648 661 19.2 26.2 12.9 0 1 0 1,769.9658
A_21 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 10 7.60% FAELVLEKPLDR 180 191 41.5 27.2 25.9 2 1 0 1,429.8051
A_21 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 10 7.60% DLGPNAVPAHCK 332 343 34.5 27.2 34.3 1 0 0 1,278.6261
A_21 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 10 7.60% VLDANDNAPEISFSTVK 348 364 64.9 28.2 54.2 2 0 0 1,819.9073
A_21 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 10 7.60% NYYTIVTEAPLDR 411 423 38.6 28.1 29.9 1 0 0 1,554.7799
A_21 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 10 7.60% SIQVQVSDVNDNAPR 448 462 107.0 27.1 97.9 2 0 0 1,641.8191
A_21 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 10 7.60% SAEPGYLLTR 593 602 26.8 27.8 17.1 1 0 0 1,106.5841
B_20 Protocadherin‐10 PCD10_HUMAN 112,936 12 13 25 13.20% FAELVLEKPLDR 180 191 49.2 27.3 33.5 2 2 0 1,429.8051
B_20 Protocadherin‐10 PCD10_HUMAN 112,936 12 13 25 13.20% ARELFGLSPR 297 306 32.6 29.0 17.3 2 0 0 1,145.6426
B_20 Protocadherin‐10 PCD10_HUMAN 112,936 12 13 25 13.20% ELFGLSPR 299 306 39.7 28.1 28.0 2 0 0 918.5044
B_20 Protocadherin‐10 PCD10_HUMAN 112,936 12 13 25 13.20% DLGPNAVPAHCK 332 343 35.3 27.5 29.2 2 0 0 1,278.6261
B_20 Protocadherin‐10 PCD10_HUMAN 112,936 12 13 25 13.20% VLDANDNAPEISFSTVK 348 364 97.1 28.3 90.1 2 0 0 1,819.9073
B_20 Protocadherin‐10 PCD10_HUMAN 112,936 12 13 25 13.20% NYYTIVTEAPLDR 411 423 47.0 27.8 32.3 2 0 0 1,554.7799
B_20 Protocadherin‐10 PCD10_HUMAN 112,936 12 13 25 13.20% EAGDSYTLTVVAR 424 436 69.0 27.3 63.8 2 0 0 1,381.6958
B_20 Protocadherin‐10 PCD10_HUMAN 112,936 12 13 25 13.20% SIQVQVSDVNDNAPR 448 462 103.0 27.3 94.7 2 0 0 1,641.8191
B_20 Protocadherin‐10 PCD10_HUMAN 112,936 12 13 25 13.20% DFSFQVEAR 538 546 56.8 25.0 28.3 2 0 0 1,098.5214
B_20 Protocadherin‐10 PCD10_HUMAN 112,936 12 13 25 13.20% SAEPGYLLTR 593 602 35.4 27.8 21.9 1 0 0 1,106.5841
B_20 Protocadherin‐10 PCD10_HUMAN 112,936 12 13 25 13.20% VAAVDADDGENAR 603 615 39.5 25.0 35.8 2 0 0 1,302.5921
B_20 Protocadherin‐10 PCD10_HUMAN 112,936 12 13 25 13.20% DPQRPYELVIEVR 649 661 44.3 26.8 30.6 0 2 0 1,613.8647
B_21 Protocadherin‐10 PCD10_HUMAN 112,936 5 6 11 6.25% FAELVLEKPLDR 180 191 44.1 26.9 26.3 1 2 0 1,429.8051
B_21 Protocadherin‐10 PCD10_HUMAN 112,936 5 6 11 6.25% ELFGLSPR 299 306 30.3 28.1 24.1 2 0 0 918.5044
B_21 Protocadherin‐10 PCD10_HUMAN 112,936 5 6 11 6.25% VLDANDNAPEISFSTVK 348 364 55.6 28.4 49.9 2 0 0 1,819.9073
B_21 Protocadherin‐10 PCD10_HUMAN 112,936 5 6 11 6.25% NYYTIVTEAPLDR 411 423 36.3 28.1 23.4 2 0 0 1,554.7799
B_21 Protocadherin‐10 PCD10_HUMAN 112,936 5 6 11 6.25% SIQVQVSDVNDNAPR 448 462 93.7 27.1 89.6 2 0 0 1,641.8191
C_19 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 4 3.08% VLDANDNAPEISFSTVK 348 364 48.8 28.2 46.1 2 0 0 1,819.9073
C_19 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 4 3.08% SIQVQVSDVNDNAPR 448 462 99.8 27.3 98.0 2 0 0 1,641.8191
C_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 13.00% FAELVLEKPLDR 180 191 39.2 27.4 25.0 2 2 0 1,429.8051
C_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 13.00% ELFGLSPR 299 306 26.2 28.1 14.4 1 0 0 918.5044
C_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 13.00% DLGPNAVPAHCK 332 343 38.3 27.3 33.7 2 0 0 1,278.6261
C_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 13.00% VLDANDNAPEISFSTVK 348 364 92.0 28.3 86.8 2 0 0 1,819.9073
C_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 13.00% NYYTIVTEAPLDR 411 423 36.8 27.7 19.5 1 0 0 1,554.7799
C_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 13.00% EAGDSYTLTVVAR 424 436 75.0 27.7 64.7 2 0 0 1,381.6958
C_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 13.00% SIQVQVSDVNDNAPR 448 462 104.0 27.2 93.7 2 0 0 1,641.8191
C_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 13.00% SAEPGYLLTR 593 602 30.1 27.8 25.6 1 0 0 1,106.5841
C_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 13.00% VAAVDADDGENAR 603 615 45.6 25.0 42.3 2 0 0 1,302.5921
C_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 13.00% GNEMNLFR 623 630 35.6 25.0 29.4 3 0 0 996.4568
C_20 Protocadherin‐10 PCD10_HUMAN 112,936 11 13 21 13.00% RDPQRPYELVIEVR 648 661 17.2 25.9 5.6 0 1 0 1,769.9658
C_21 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 11 8.65% FAELVLEKPLDR 180 191 31.6 27.4 20.3 0 1 0 1,429.8051
C_21 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 11 8.65% ELFGLSPR 299 306 24.9 28.7 13.6 2 0 0 918.5044
C_21 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 11 8.65% DLGPNAVPAHCK 332 343 21.8 27.2 21.8 1 0 0 1,278.6261
C_21 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 11 8.65% VLDANDNAPEISFSTVK 348 364 83.8 28.3 78.7 2 0 0 1,819.9073
C_21 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 11 8.65% NYYTIVTEAPLDR 411 423 36.0 28.0 24.2 1 0 0 1,554.7799
C_21 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 11 8.65% EAGDSYTLTVVAR 424 436 56.2 27.2 48.2 2 0 0 1,381.6958
C_21 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 11 8.65% SIQVQVSDVNDNAPR 448 462 107.0 27.3 99.4 2 0 0 1,641.8191
D_23 Protocadherin‐10 PCD10_HUMAN 112,936 4 4 6 5.10% ELFGLSPR 299 306 28.2 28.5 15.8 1 0 0 918.5044
D_23 Protocadherin‐10 PCD10_HUMAN 112,936 4 4 6 5.10% VLDANDNAPEISFSTVK 348 364 42.3 28.3 36.7 1 0 0 1,819.9073
D_23 Protocadherin‐10 PCD10_HUMAN 112,936 4 4 6 5.10% EAGDSYTLTVVAR 424 436 50.1 27.8 44.4 2 0 0 1,381.6958
D_23 Protocadherin‐10 PCD10_HUMAN 112,936 4 4 6 5.10% SIQVQVSDVNDNAPR 448 462 57.7 27.2 54.5 2 0 0 1,641.8191
D_26 Protocadherin‐10 PCD10_HUMAN 112,936 10 11 21 13.90% FPLESAFDPDVGTNSLR 141 157 33.6 27.3 30.7 1 0 0 1,864.9077
D_26 Protocadherin‐10 PCD10_HUMAN 112,936 10 11 21 13.90% YVLTAVDGGGGGGVGEGGGGGGGAGLPPQQQR 199 230 37.9 26.1 31.5 0 2 0 2,782.3510
D_26 Protocadherin‐10 PCD10_HUMAN 112,936 10 11 21 13.90% ELFGLSPR 299 306 24.9 28.7 11.5 2 0 0 918.5044
D_26 Protocadherin‐10 PCD10_HUMAN 112,936 10 11 21 13.90% VLDANDNAPEISFSTVK 348 364 79.9 28.3 65.8 2 2 0 1,819.9073
D_26 Protocadherin‐10 PCD10_HUMAN 112,936 10 11 21 13.90% NYYTIVTEAPLDR 411 423 52.6 28.1 44.9 2 0 0 1,554.7799
D_26 Protocadherin‐10 PCD10_HUMAN 112,936 10 11 21 13.90% EAGDSYTLTVVAR 424 436 64.8 27.6 60.5 2 0 0 1,381.6958
D_26 Protocadherin‐10 PCD10_HUMAN 112,936 10 11 21 13.90% SIQVQVSDVNDNAPR 448 462 88.5 27.1 81.3 2 0 0 1,641.8191
D_26 Protocadherin‐10 PCD10_HUMAN 112,936 10 11 21 13.90% DFSFQVEAR 538 546 54.1 25.0 37.2 2 0 0 1,098.5214
D_26 Protocadherin‐10 PCD10_HUMAN 112,936 10 11 21 13.90% GNEMNLFR 623 630 52.1 25.0 43.9 2 0 0 980.4618
D_26 Protocadherin‐10 PCD10_HUMAN 112,936 10 11 21 13.90% DPQRPYELVIEVR 649 661 37.9 27.2 28.2 0 2 0 1,613.8647
E_23 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 4 2.98% ELFGLSPR 299 306 24.0 28.5 8.8 1 0 0 918.5044
E_23 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 4 2.98% EAGDSYTLTVVAR 424 436 39.6 27.5 39.6 1 0 0 1,381.6958
E_23 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 4 2.98% SAEPGYLLTR 593 602 29.7 27.8 21.5 2 0 0 1,106.5841
E_24 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 12 7.31% ELFGLSPR 299 306 25.7 28.5 11.1 1 0 0 918.5044
E_24 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 12 7.31% VLDANDNAPEISFSTVK 348 364 65.0 28.2 52.3 2 0 0 1,819.9073
E_24 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 12 7.31% EAGDSYTLTVVAR 424 436 61.8 27.3 57.8 2 0 0 1,381.6958
E_24 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 12 7.31% SIQVQVSDVNDNAPR 448 462 86.3 27.2 76.0 2 2 0 1,641.8191
E_24 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 12 7.31% SAEPGYLLTR 593 602 31.2 27.8 24.9 2 0 0 1,106.5841
E_24 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 12 7.31% DPQRPYELVIEVR 649 661 30.1 27.4 23.3 0 1 0 1,613.8647
E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% FPLESAFDPDVGTNSLR 141 157 70.0 27.3 63.2 2 0 0 1,864.9077
E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% FAELVLEKPLDR 180 191 39.5 27.2 35.7 2 0 0 1,429.8051
E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% YVLTAVDGGGGGGVGEGGGGGGGAGLPPQQQR 199 230 68.7 26.3 64.4 0 1 0 2,782.3510
E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% ELFGLSPR 299 306 36.6 28.5 26.5 1 0 0 918.5044
E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% DLGPNAVPAHCK 332 343 28.3 27.2 25.3 1 0 0 1,278.6261
E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% VLDANDNAPEISFSTVK 348 364 74.5 28.2 66.7 2 0 0 1,819.9073
E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% NYYTIVTEAPLDR 411 423 82.6 27.9 72.7 2 0 0 1,554.7799
E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% EAGDSYTLTVVAR 424 436 44.3 27.8 37.3 2 0 0 1,381.6958
E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% SIQVQVSDVNDNAPR 448 462 90.1 27.1 81.9 2 2 0 1,641.8191
E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% SFDYEQLK 530 537 20.9 25.0 16.5 1 0 0 1,029.4888
E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% DFSFQVEAR 538 546 40.2 25.0 29.1 2 0 0 1,098.5214
E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% GNEMNLFR 623 630 48.8 25.0 36.3 1 0 0 980.4618



E_26 Protocadherin‐10 PCD10_HUMAN 112,936 13 14 23 17.00% DPQRPYELVIEVR 649 661 34.9 27.4 30.5 0 2 0 1,613.8647
E_27 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 3 2.02% ELFGLSPR 299 306 20.7 28.5 14.9 2 0 0 918.5044
E_27 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 3 2.02% EAGDSYTLTVVAR 424 436 47.8 27.8 42.0 1 0 0 1,381.6958
F_15 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 5 3.27% SIQVQVSDVNDNAPR 448 462 95.3 27.2 85.3 1 0 0 1,641.8191
F_15 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 5 3.27% DFSFQVEAR 538 546 48.3 25.0 33.2 2 0 0 1,098.5214
F_15 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 5 3.27% SAEPGYLLTR 593 602 36.3 27.8 26.5 2 0 0 1,106.5841
F_16 Protocadherin‐10 PCD10_HUMAN 112,936 3 4 7 3.94% VLDANDNAPEISFSTVK 348 364 53.6 28.3 51.4 1 0 0 1,819.9073
F_16 Protocadherin‐10 PCD10_HUMAN 112,936 3 4 7 3.94% SIQVQVSDVNDNAPR 448 462 100.0 27.1 91.7 2 2 0 1,641.8191
F_16 Protocadherin‐10 PCD10_HUMAN 112,936 3 4 7 3.94% DFSFQVEAR 538 546 50.1 25.0 34.1 2 0 0 1,098.5214
G_13 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 4 2.40% SIQVQVSDVNDNAPR 448 462 72.2 27.2 72.2 2 0 0 1,641.8191
G_13 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 4 2.40% SAEPGYLLTR 593 602 33.0 28.6 22.6 2 0 0 1,106.5841
G_14 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 3 2.69% EAGDSYTLTVVAR 424 436 44.0 28.0 39.2 1 0 0 1,381.6958
G_14 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 3 2.69% SIQVQVSDVNDNAPR 448 462 69.0 27.2 69.0 2 0 0 1,641.8191
G_15 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 6 3.27% SIQVQVSDVNDNAPR 448 462 97.3 27.1 86.6 2 0 0 1,641.8191
G_15 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 6 3.27% DFSFQVEAR 538 546 44.7 25.0 34.9 2 0 0 1,098.5214
G_15 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 6 3.27% SAEPGYLLTR 593 602 44.3 28.1 31.8 2 0 0 1,106.5841
G_16 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 6 3.56% EAGDSYTLTVVAR 424 436 64.2 27.6 53.8 2 0 0 1,381.6958
G_16 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 6 3.56% SIQVQVSDVNDNAPR 448 462 95.4 27.2 87.8 2 0 0 1,641.8191
G_16 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 6 3.56% DFSFQVEAR 538 546 44.5 25.0 30.7 2 0 0 1,098.5214
H_16 Protocadherin‐10 PCD10_HUMAN 112,936 8 8 15 9.42% FAELVLEKPLDR 180 191 37.8 27.3 27.3 0 2 0 1,429.8051
H_16 Protocadherin‐10 PCD10_HUMAN 112,936 8 8 15 9.42% ARELFGLSPR 297 306 32.2 28.2 25.1 2 0 0 1,145.6426
H_16 Protocadherin‐10 PCD10_HUMAN 112,936 8 8 15 9.42% VLDANDNAPEISFSTVK 348 364 117.0 28.2 109.0 2 0 0 1,819.9073
H_16 Protocadherin‐10 PCD10_HUMAN 112,936 8 8 15 9.42% NYYTIVTEAPLDR 411 423 31.5 28.0 26.1 1 0 0 1,554.7799
H_16 Protocadherin‐10 PCD10_HUMAN 112,936 8 8 15 9.42% EAGDSYTLTVVAR 424 436 54.8 27.3 46.6 2 0 0 1,381.6958
H_16 Protocadherin‐10 PCD10_HUMAN 112,936 8 8 15 9.42% SIQVQVSDVNDNAPR 448 462 92.7 27.3 88.9 2 0 0 1,641.8191
H_16 Protocadherin‐10 PCD10_HUMAN 112,936 8 8 15 9.42% SAEPGYLLTR 593 602 38.9 28.5 30.7 2 0 0 1,106.5841
H_16 Protocadherin‐10 PCD10_HUMAN 112,936 8 8 15 9.42% GNEMNLFR 623 630 52.6 25.0 42.2 2 0 0 980.4618
H_17 Protocadherin‐10 PCD10_HUMAN 112,936 4 5 8 5.10% ELFGLSPR 299 306 27.2 28.1 5.1 1 0 0 918.5044
H_17 Protocadherin‐10 PCD10_HUMAN 112,936 4 5 8 5.10% VLDANDNAPEISFSTVK 348 364 59.0 28.1 52.6 2 0 0 1,819.9073
H_17 Protocadherin‐10 PCD10_HUMAN 112,936 4 5 8 5.10% EAGDSYTLTVVAR 424 436 49.9 27.5 38.8 2 0 0 1,381.6958
H_17 Protocadherin‐10 PCD10_HUMAN 112,936 4 5 8 5.10% SIQVQVSDVNDNAPR 448 462 97.0 27.3 84.1 2 1 0 1,641.8191
I_16 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 14 7.31% ARELFGLSPR 297 306 32.8 28.3 21.0 2 0 0 1,145.6426
I_16 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 14 7.31% ELFGLSPR 299 306 28.0 28.1 17.7 2 0 0 918.5044
I_16 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 14 7.31% VLDANDNAPEISFSTVK 348 364 70.3 28.3 59.9 2 0 0 1,819.9073
I_16 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 14 7.31% NYYTIVTEAPLDR 411 423 56.6 27.9 38.8 2 0 0 1,554.7799
I_16 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 14 7.31% EAGDSYTLTVVAR 424 436 57.5 27.3 53.5 2 0 0 1,381.6958
I_16 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 14 7.31% SIQVQVSDVNDNAPR 448 462 112.0 27.1 102.0 2 0 0 1,641.8191
I_16 Protocadherin‐10 PCD10_HUMAN 112,936 7 7 14 7.31% GNEMNLFR 623 630 23.9 25.0 12.3 2 0 0 980.4618
I_17 Protocadherin‐10 PCD10_HUMAN 112,936 4 5 10 5.29% VLDANDNAPEISFSTVK 348 364 55.2 28.3 46.2 2 0 0 1,819.9073
I_17 Protocadherin‐10 PCD10_HUMAN 112,936 4 5 10 5.29% EAGDSYTLTVVAR 424 436 58.9 27.3 50.9 2 0 0 1,381.6958
I_17 Protocadherin‐10 PCD10_HUMAN 112,936 4 5 10 5.29% SIQVQVSDVNDNAPR 448 462 90.6 27.1 82.0 2 2 0 1,641.8191
I_17 Protocadherin‐10 PCD10_HUMAN 112,936 4 5 10 5.29% SAEPGYLLTR 593 602 34.9 27.7 20.7 2 0 0 1,106.5841
J_16 Protocadherin‐10 PCD10_HUMAN 112,936 6 6 11 5.96% FAELVLEKPLDR 180 191 53.1 26.1 38.2 2 0 0 1,429.8051
J_16 Protocadherin‐10 PCD10_HUMAN 112,936 6 6 11 5.96% ARELFGLSPR 297 306 33.6 27.5 23.5 2 0 0 1,145.6426
J_16 Protocadherin‐10 PCD10_HUMAN 112,936 6 6 11 5.96% ELFGLSPR 299 306 27.3 28.5 18.5 1 0 0 918.5044
J_16 Protocadherin‐10 PCD10_HUMAN 112,936 6 6 11 5.96% VLDANDNAPEISFSTVK 348 364 110.0 28.3 103.0 2 0 0 1,819.9073
J_16 Protocadherin‐10 PCD10_HUMAN 112,936 6 6 11 5.96% SIQVQVSDVNDNAPR 448 462 90.7 27.2 81.3 2 0 0 1,641.8191
J_16 Protocadherin‐10 PCD10_HUMAN 112,936 6 6 11 5.96% GNEMNLFR 623 630 41.9 25.4 25.1 2 0 0 980.4618
J_17 Protocadherin‐10 PCD10_HUMAN 112,936 4 4 7 4.52% EAGDSYTLTVVAR 424 436 61.8 28.0 55.1 2 0 0 1,381.6958
J_17 Protocadherin‐10 PCD10_HUMAN 112,936 4 4 7 4.52% SIQVQVSDVNDNAPR 448 462 95.8 27.3 88.1 2 0 0 1,641.8191
J_17 Protocadherin‐10 PCD10_HUMAN 112,936 4 4 7 4.52% DFSFQVEAR 538 546 33.5 25.1 24.9 2 0 0 1,098.5214
J_17 Protocadherin‐10 PCD10_HUMAN 112,936 4 4 7 4.52% SAEPGYLLTR 593 602 29.4 28.5 22.6 1 0 0 1,106.5841
K_16 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 13 7.50% ARELFGLSPR 297 306 39.2 28.5 24.9 1 0 0 1,145.6426
K_16 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 13 7.50% VLDANDNAPEISFSTVK 348 364 92.3 28.4 85.0 2 0 0 1,819.9073
K_16 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 13 7.50% NYYTIVTEAPLDR 411 423 68.7 28.0 44.7 2 0 0 1,554.7799
K_16 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 13 7.50% EAGDSYTLTVVAR 424 436 66.6 27.6 60.1 2 0 0 1,381.6958
K_16 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 13 7.50% SIQVQVSDVNDNAPR 448 462 108.0 27.3 92.3 2 2 0 1,641.8191
K_16 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 13 7.50% SAEPGYLLTR 593 602 51.8 28.5 38.0 2 0 0 1,106.5841
K_24 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 3 2.21% SIQVQVSDVNDNAPR 448 462 93.5 27.3 89.0 2 0 0 1,641.8191
K_24 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 3 2.21% GNEMNLFR 623 630 21.4 25.9 16.4 1 0 0 980.4618
L_13 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 3 3.08% VLDANDNAPEISFSTVK 348 364 76.8 28.2 67.9 1 0 0 1,819.9073
L_13 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 3 3.08% SIQVQVSDVNDNAPR 448 462 93.4 27.1 87.4 2 0 0 1,641.8191
M_12 Protocadherin‐10 PCD10_HUMAN 112,936 7 8 13 8.56% FAELVLEKPLDR 180 191 33.2 26.7 27.7 1 1 0 1,429.8051
M_12 Protocadherin‐10 PCD10_HUMAN 112,936 7 8 13 8.56% VLDANDNAPEISFSTVK 348 364 87.6 28.3 82.8 2 0 0 1,819.9073
M_12 Protocadherin‐10 PCD10_HUMAN 112,936 7 8 13 8.56% NYYTIVTEAPLDR 411 423 52.8 27.9 44.7 2 0 0 1,554.7799
M_12 Protocadherin‐10 PCD10_HUMAN 112,936 7 8 13 8.56% SIQVQVSDVNDNAPR 448 462 96.6 27.2 88.3 2 0 0 1,641.8191
M_12 Protocadherin‐10 PCD10_HUMAN 112,936 7 8 13 8.56% DFSFQVEAR 538 546 38.6 25.0 24.6 2 0 0 1,098.5214
M_12 Protocadherin‐10 PCD10_HUMAN 112,936 7 8 13 8.56% SAEPGYLLTR 593 602 45.0 28.5 34.1 1 0 0 1,106.5841
M_12 Protocadherin‐10 PCD10_HUMAN 112,936 7 8 13 8.56% DPQRPYELVIEVR 649 661 22.5 26.6 20.1 0 2 0 1,613.8647
M_13 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 2 2.40% SIQVQVSDVNDNAPR 448 462 62.1 27.3 54.9 1 0 0 1,641.8191
M_13 Protocadherin‐10 PCD10_HUMAN 112,936 2 2 2 2.40% SAEPGYLLTR 593 602 33.0 28.5 25.3 1 0 0 1,106.5841
N_12 Protocadherin‐10 PCD10_HUMAN 112,936 6 6 11 7.12% ELFGLSPR 299 306 30.1 28.5 17.3 2 0 0 918.5044
N_12 Protocadherin‐10 PCD10_HUMAN 112,936 6 6 11 7.12% DLGPNAVPAHCK 332 343 33.4 27.3 32.4 1 0 0 1,278.6261
N_12 Protocadherin‐10 PCD10_HUMAN 112,936 6 6 11 7.12% VLDANDNAPEISFSTVK 348 364 74.5 28.3 69.7 2 0 0 1,819.9073
N_12 Protocadherin‐10 PCD10_HUMAN 112,936 6 6 11 7.12% EAGDSYTLTVVAR 424 436 60.8 27.9 52.2 2 0 0 1,381.6958
N_12 Protocadherin‐10 PCD10_HUMAN 112,936 6 6 11 7.12% SIQVQVSDVNDNAPR 448 462 81.6 27.5 78.6 2 0 0 1,641.8191
N_12 Protocadherin‐10 PCD10_HUMAN 112,936 6 6 11 7.12% DFSFQVEAR 538 546 41.9 25.1 31.5 2 0 0 1,098.5214
N_13 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 6 4.33% VLDANDNAPEISFSTVK 348 364 79.1 28.3 78.0 2 0 0 1,819.9073
N_13 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 6 4.33% EAGDSYTLTVVAR 424 436 54.7 28.0 46.9 2 0 0 1,381.6958
N_13 Protocadherin‐10 PCD10_HUMAN 112,936 3 3 6 4.33% SIQVQVSDVNDNAPR 448 462 87.1 27.1 84.5 2 0 0 1,641.8191
O_12 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 13 8.75% VLDANDNAPEISFSTVK 348 364 73.1 28.1 59.0 2 0 0 1,819.9073
O_12 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 13 8.75% NYYTIVTEAPLDR 411 423 60.0 27.9 47.3 2 0 0 1,554.7799
O_12 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 13 8.75% EAGDSYTLTVVAR 424 436 69.2 28.0 63.1 2 0 0 1,381.6958
O_12 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 13 8.75% SIQVQVSDVNDNAPR 448 462 80.7 27.1 79.4 2 1 0 1,641.8191
O_12 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 13 8.75% VAAVDADDGENARLTYSIVR 603 622 37.3 27.9 27.9 0 2 0 2,135.0728
O_12 Protocadherin‐10 PCD10_HUMAN 112,936 6 7 13 8.75% DPQRPYELVIEVR 649 661 30.8 27.3 25.3 0 2 0 1,613.8647
P_12 Protocadherin‐10 PCD10_HUMAN 112,936 9 10 18 10.60% FAELVLEKPLDR 180 191 63.8 26.1 47.6 2 1 0 1,429.8051
P_12 Protocadherin‐10 PCD10_HUMAN 112,936 9 10 18 10.60% ELFGLSPR 299 306 21.6 28.5 14.2 1 0 0 918.5044
P_12 Protocadherin‐10 PCD10_HUMAN 112,936 9 10 18 10.60% VLDANDNAPEISFSTVK 348 364 76.4 28.2 67.8 2 0 0 1,819.9073
P_12 Protocadherin‐10 PCD10_HUMAN 112,936 9 10 18 10.60% NYYTIVTEAPLDR 411 423 68.8 28.1 57.8 2 0 0 1,554.7799
P_12 Protocadherin‐10 PCD10_HUMAN 112,936 9 10 18 10.60% EAGDSYTLTVVAR 424 436 55.1 27.5 50.8 2 0 0 1,381.6958
P_12 Protocadherin‐10 PCD10_HUMAN 112,936 9 10 18 10.60% SIQVQVSDVNDNAPR 448 462 88.1 27.3 81.9 2 0 0 1,641.8191
P_12 Protocadherin‐10 PCD10_HUMAN 112,936 9 10 18 10.60% DFSFQVEAR 538 546 36.3 25.1 26.0 2 0 0 1,098.5214
P_12 Protocadherin‐10 PCD10_HUMAN 112,936 9 10 18 10.60% SAEPGYLLTR 593 602 59.4 28.6 51.6 2 0 0 1,106.5841
P_12 Protocadherin‐10 PCD10_HUMAN 112,936 9 10 18 10.60% DPQRPYELVIEVR 649 661 34.5 27.2 21.6 0 2 0 1,613.8647
Q_12 Protocadherin‐10 PCD10_HUMAN 112,936 5 5 9 6.06% VLDANDNAPEISFSTVK 348 364 75.1 28.3 68.1 2 0 0 1,819.9073
Q_12 Protocadherin‐10 PCD10_HUMAN 112,936 5 5 9 6.06% EAGDSYTLTVVAR 424 436 56.4 27.5 50.1 2 0 0 1,381.6958
Q_12 Protocadherin‐10 PCD10_HUMAN 112,936 5 5 9 6.06% SIQVQVSDVNDNAPR 448 462 107.0 27.3 102.0 2 0 0 1,641.8191
Q_12 Protocadherin‐10 PCD10_HUMAN 112,936 5 5 9 6.06% SAEPGYLLTR 593 602 58.9 28.5 50.7 2 0 0 1,106.5841
Q_12 Protocadherin‐10 PCD10_HUMAN 112,936 5 5 9 6.06% GNEMNLFR 623 630 22.9 25.8 22.1 1 0 0 980.4618
A_20 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 4 2.53% YQVSEEVPSGTVIGK 34 48 65.5 27.9 65.3 2 0 0 1,592.8167
A_20 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 4 2.53% DADSGANGEPLYSIR 625 639 80.1 25.0 74.7 2 0 0 1,564.7239
B_20 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 4 2.53% YQVSEEVPSGTVIGK 34 48 79.1 28.0 75.0 2 0 0 1,592.8167
B_20 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 4 2.53% DADSGANGEPLYSIR 625 639 73.2 25.0 67.9 2 0 0 1,564.7239
C_20 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 4 2.53% YQVSEEVPSGTVIGK 34 48 59.7 27.7 57.2 2 0 0 1,592.8167
C_20 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 4 2.53% DADSGANGEPLYSIR 625 639 78.3 25.0 70.6 2 0 0 1,564.7239
C_21 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 4 2.53% YQVSEEVPSGTVIGK 34 48 85.6 27.8 80.6 2 0 0 1,592.8167
C_21 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 4 2.53% DADSGANGEPLYSIR 625 639 51.4 25.0 38.8 2 0 0 1,564.7239
I_17 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 3 2.53% YQVSEEVPSGTVIGK 34 48 58.1 27.8 58.1 2 0 0 1,592.8167
I_17 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 3 2.53% DADSGANGEPLYSIR 625 639 46.5 25.0 40.7 1 0 0 1,564.7239
J_17 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 3 2.28% YQVSEEVPSGTVIGK 34 48 69.2 28.0 62.1 2 0 0 1,592.8167
J_17 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 3 2.28% DLGPNPIPAHCK 326 337 25.3 27.5 14.6 1 0 0 1,318.6575



K_16 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 4 2.53% YQVSEEVPSGTVIGK 34 48 84.8 27.6 75.7 2 0 0 1,592.8167
K_16 Protocadherin‐12 PCD12_HUMAN 128,997 2 2 4 2.53% DADSGANGEPLYSIR 625 639 59.5 25.0 59.0 2 0 0 1,564.7239
O_12 Protocadherin‐12 PCD12_HUMAN 128,997 4 4 8 4.65% YQVSEEVPSGTVIGK 34 48 45.8 27.9 42.6 2 0 0 1,592.8167
O_12 Protocadherin‐12 PCD12_HUMAN 128,997 4 4 8 4.65% GEQELEISESASLR 138 151 55.0 27.3 48.4 2 0 0 1,547.7548
O_12 Protocadherin‐12 PCD12_HUMAN 128,997 4 4 8 4.65% NPAYEVDVQAR 315 325 48.5 27.2 41.1 2 0 0 1,261.6171
O_12 Protocadherin‐12 PCD12_HUMAN 128,997 4 4 8 4.65% DADSGANGEPLYSIR 625 639 48.4 25.0 46.8 2 0 0 1,564.7239
P_12 Protocadherin‐12 PCD12_HUMAN 128,997 3 3 5 2.87% YQVSEEVPSGTVIGK 34 48 57.5 28.0 48.0 2 0 0 1,592.8167
P_12 Protocadherin‐12 PCD12_HUMAN 128,997 3 3 5 2.87% HAELIVVK 193 200 21.4 25.0 18.2 1 0 0 908.5564
P_12 Protocadherin‐12 PCD12_HUMAN 128,997 3 3 5 2.87% NPAYEVDVQAR 315 325 48.7 27.1 40.0 2 0 0 1,261.6171
A_20 Protocadherin gamma‐A11 PCDGB_HUMAN 101,545 2 2 3 2.25% TQLFAVNPR 73 81 36.0 28.4 27.0 2 0 0 1,045.5789
A_20 Protocadherin gamma‐A11 PCDGB_HUMAN 101,545 2 2 3 2.25% NPELVLEGSLDR 192 203 42.2 26.9 36.4 1 0 0 1,341.7010
B_20 Protocadherin gamma‐A11 PCDGB_HUMAN 101,545 2 2 2 3.74% NPELVLEGSLDR 192 203 61.6 27.3 55.5 1 0 0 1,341.7010
B_20 Protocadherin gamma‐A11 PCDGB_HUMAN 101,545 2 2 2 3.74% VSVPENISSGTR 250 261 23.5 27.9 20.0 1 0 0 1,245.6433
B_20 Protocadherin gamma‐A11 PCDGB_HUMAN 101,545 2 2 2 3.74% DSGQNAWLSYR 598 608 25.1 25.0 25.1 2 0 0 1,296.5967
B_20 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 2 2 4 2.15% IYGVEVEVR 116 124 40.4 27.0 29.3 2 0 0 1,063.5782
B_20 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 2 2 4 2.15% DSGQNAWLSYR 597 607 25.1 25.0 25.1 2 0 0 1,296.5967
C_20 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 2 2 3 2.79% AAHHLVLTASDGGDPVR 206 222 30.7 28.1 23.0 0 2 0 1,715.8825
C_20 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 2 2 3 2.79% ALLDRDALK 631 639 27.4 27.4 7.6 1 0 0 1,014.5944
H_16 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 2 2 4 2.15% TQLFALNPR 72 80 32.9 28.3 19.5 2 0 0 1,059.5946
H_16 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 2 2 4 2.15% DSGQNAWLSYR 597 607 46.3 25.0 44.4 2 0 0 1,296.5967
J_16 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 2 2 4 2.15% DSGQNAWLSYR 597 607 60.3 25.4 52.2 2 0 0 1,296.5967
J_16 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 2 2 4 2.15% ALLDRDALK 631 639 31.0 28.6 13.4 2 0 0 1,014.5944
K_16 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 3 3 6 3.97% AAHHLVLTASDGGDPVR 206 222 35.9 28.2 21.5 0 2 0 1,715.8825
K_16 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 3 3 6 3.97% DSGQNAWLSYR 597 607 44.7 25.0 30.5 2 0 0 1,296.5967
K_16 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 3 3 6 3.97% ALLDRDALK 631 639 33.8 28.6 11.1 2 0 0 1,014.5944
M_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 3 3 5 3.22% IYGVEVEVR 116 124 32.2 28.0 26.0 2 0 0 1,063.5782
M_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 3 3 5 3.22% SAEPGYLVTK 581 590 49.3 28.3 38.2 2 0 0 1,064.5623
M_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 3 3 5 3.22% DSGQNAWLSYR 597 607 40.9 25.4 35.2 1 0 0 1,296.5967
N_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 4 4 6 4.29% IYGVEVEVR 116 124 34.1 28.0 26.0 2 0 0 1,063.5782
N_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 4 4 6 4.29% DINDNAPYFR 125 134 25.4 25.0 12.8 1 0 0 1,224.5644
N_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 4 4 6 4.29% SAEPGYLVTK 581 590 31.8 28.3 15.8 1 0 0 1,064.5623
N_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 4 4 6 4.29% DSGQNAWLSYR 597 607 61.6 25.4 57.2 2 0 0 1,296.5967
O_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 4 4 7 4.18% TQLFALNPR 72 80 38.1 28.3 27.8 2 0 0 1,059.5946
O_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 4 4 7 4.18% IYGVEVEVR 116 124 29.5 28.2 20.8 2 0 0 1,063.5782
O_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 4 4 7 4.18% SAEPGYLVTK 581 590 32.1 28.4 17.7 1 0 0 1,064.5623
O_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 4 4 7 4.18% DSGQNAWLSYR 597 607 40.0 25.1 35.3 2 0 0 1,296.5967
P_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 4 4 7 4.18% TQLFALNPR 72 80 43.2 28.3 28.5 2 0 0 1,059.5946
P_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 4 4 7 4.18% IYGVEVEVR 116 124 32.0 28.0 21.5 2 0 0 1,063.5782
P_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 4 4 7 4.18% SAEPGYLVTK 581 590 33.0 28.4 27.4 1 0 0 1,064.5623
P_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 4 4 7 4.18% DSGQNAWLSYR 597 607 36.1 25.2 29.4 2 0 0 1,296.5967
Q_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 2 2 2 2.15% TQLFALNPR 72 80 33.5 28.4 24.0 1 0 0 1,059.5946
Q_12 Protocadherin gamma‐A12 PCDGC_HUMAN 100,957 2 2 2 2.15% DSGQNAWLSYR 597 607 43.1 25.2 42.4 1 0 0 1,296.5967
A_19 Protocadherin gamma‐B7 PCDGJ_HUMAN 100,975 2 2 3 2.69% DLGLSVLDVSAR 53 64 52.3 28.3 42.0 2 0 0 1,244.6846
A_19 Protocadherin gamma‐B7 PCDGJ_HUMAN 100,975 2 2 3 2.69% VSYSLIASDLESR 487 499 36.2 27.8 34.4 1 0 0 1,439.7376
B_19 Protocadherin gamma‐B7 PCDGJ_HUMAN 100,975 2 2 4 2.69% DLGLSVLDVSAR 53 64 77.5 28.2 66.1 2 0 0 1,244.6846
B_19 Protocadherin gamma‐B7 PCDGJ_HUMAN 100,975 2 2 4 2.69% VSYSLIASDLESR 487 499 68.6 27.6 56.5 2 0 0 1,439.7376
C_19 Protocadherin gamma‐B7 PCDGJ_HUMAN 100,975 2 2 4 2.69% DLGLSVLDVSAR 53 64 76.8 28.3 68.6 2 0 0 1,244.6846
C_19 Protocadherin gamma‐B7 PCDGJ_HUMAN 100,975 2 2 4 2.69% VSYSLIASDLESR 487 499 76.0 27.5 66.2 2 0 0 1,439.7376
A_22 Protocadherin‐1 PCDH1_HUMAN 114,744 2 2 3 2.26% TGDIFTTETSIDR 105 117 68.9 25.8 58.7 2 0 0 1,455.6964
A_22 Protocadherin‐1 PCDH1_HUMAN 114,744 2 2 3 2.26% EQQSTYTFQLK 676 686 21.5 26.1 21.5 1 0 0 1,372.6744
B_22 Protocadherin‐1 PCDH1_HUMAN 114,744 2 2 3 2.08% LEVGAPYLR 92 100 42.4 28.2 38.6 1 0 0 1,017.5728
B_22 Protocadherin‐1 PCDH1_HUMAN 114,744 2 2 3 2.08% TGDIFTTETSIDR 105 117 85.6 26.1 74.6 2 0 0 1,455.6964
C_22 Protocadherin‐1 PCDH1_HUMAN 114,744 2 2 4 2.08% LEVGAPYLR 92 100 40.3 28.7 34.5 2 0 0 1,017.5728
C_22 Protocadherin‐1 PCDH1_HUMAN 114,744 2 2 4 2.08% TGDIFTTETSIDR 105 117 63.2 25.8 57.8 2 0 0 1,455.6964
C_23 Protocadherin‐1 PCDH1_HUMAN 114,744 2 2 4 2.08% LEVGAPYLR 92 100 31.0 28.7 22.8 2 0 0 1,017.5728
C_23 Protocadherin‐1 PCDH1_HUMAN 114,744 2 2 4 2.08% TGDIFTTETSIDR 105 117 41.6 25.8 38.5 2 0 0 1,455.6964
C_22 Protocadherin‐9 PCDH9_HUMAN 136,066 2 2 3 1.62% YIFGAQVAPATK 289 300 31.6 26.8 24.5 2 0 0 1,265.6889
C_22 Protocadherin‐9 PCDH9_HUMAN 136,066 2 2 3 1.62% FIFTVTAR 538 545 21.3 25.1 7.5 1 0 0 954.5407
P_13 Protocadherin‐9 PCDH9_HUMAN 136,066 2 2 3 2.10% YIFGAQVAPATK 289 300 21.7 26.0 16.1 1 0 0 1,265.6889
P_13 Protocadherin‐9 PCDH9_HUMAN 136,066 2 2 3 2.10% VTVLASDGSSTPAR 328 341 44.6 28.7 38.2 2 0 0 1,360.7067
A_13 Pachytene checkpoint protein 2 homolog PCH2_HUMAN 48,552 4 4 7 9.03% NVQSVSIIDTELK 69 81 46.0 28.4 40.7 2 0 0 1,445.7847
A_13 Pachytene checkpoint protein 2 homolog PCH2_HUMAN 48,552 4 4 7 9.03% VVLLHGPPGTGK 174 185 23.8 25.0 19.6 1 0 0 1,174.6945
A_13 Pachytene checkpoint protein 2 homolog PCH2_HUMAN 48,552 4 4 7 9.03% VVNAVLTQIDQIK 276 288 70.3 25.0 47.7 2 0 0 1,440.8422
A_13 Pachytene checkpoint protein 2 homolog PCH2_HUMAN 48,552 4 4 7 9.03% VVNAVLTQIDQIKR 276 289 32.5 25.0 24.7 0 2 0 1,596.9433
B_13 Pachytene checkpoint protein 2 homolog PCH2_HUMAN 48,552 2 2 3 6.25% NVQSVSIIDTELK 69 81 38.6 28.2 32.9 2 0 0 1,445.7847
B_13 Pachytene checkpoint protein 2 homolog PCH2_HUMAN 48,552 2 2 3 6.25% VVNAVLTQIDQIKR 276 289 29.4 25.0 29.4 0 1 0 1,596.9433
C_13 Pachytene checkpoint protein 2 homolog PCH2_HUMAN 48,552 2 2 3 6.25% NVQSVSIIDTELK 69 81 38.9 28.2 25.3 1 0 0 1,445.7847
C_13 Pachytene checkpoint protein 2 homolog PCH2_HUMAN 48,552 2 2 3 6.25% VVNAVLTQIDQIKR 276 289 40.1 25.0 38.8 0 2 0 1,596.9433
A_17 Phosphoenolpyruvate carboxykinase [GTP], mitochondrial PCKGM_HUMAN 70,731 4 4 6 7.19% YVAAAFPSACGK 297 308 25.9 25.2 16.7 2 0 0 1,241.5983
A_17 Phosphoenolpyruvate carboxykinase [GTP], mitochondrial PCKGM_HUMAN 70,731 4 4 6 7.19% EGALDLSGLR 579 588 37.1 28.5 28.4 1 0 0 1,030.5529
A_17 Phosphoenolpyruvate carboxykinase [GTP], mitochondrial PCKGM_HUMAN 70,731 4 4 6 7.19% SYLTEQVNQDLPK 612 624 46.7 28.1 41.2 2 0 0 1,534.7749
A_17 Phosphoenolpyruvate carboxykinase [GTP], mitochondrial PCKGM_HUMAN 70,731 4 4 6 7.19% EVLAELEALER 625 635 59.5 27.9 46.8 1 0 0 1,271.6842
A_09 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 6 9.96% NLAMGVNLTSMSK 65 77 85.8 27.3 66.1 4 0 0 1,381.6815
A_09 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 6 9.96% FSASGELGNGNIK 169 181 93.8 27.8 83.2 2 0 0 1,293.6434
A_10 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 4 8 19.90% NLAMGVNLTSMSK 65 77 57.0 26.4 56.1 2 0 0 1,397.6764
A_10 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 4 8 19.90% CAGNEDIITLR 81 91 67.4 27.1 53.5 2 0 0 1,261.6207
A_10 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 4 8 19.90% DLSHIGDAVVISCAK 150 164 47.1 27.4 47.1 2 0 0 1,584.8052
A_10 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 4 8 19.90% FSASGELGNGNIK 169 181 94.9 27.9 87.4 2 0 0 1,293.6434
B_09 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 4 9 18.40% NLAMGVNLTSMSK 65 77 77.2 27.3 61.7 4 0 0 1,381.6815
B_09 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 4 9 18.40% DLSHIGDAVVISCAK 150 164 27.2 27.4 13.8 0 2 0 1,584.8052
B_09 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 4 9 18.40% FSASGELGNGNIK 169 181 102.0 28.0 94.3 2 0 0 1,293.6434
B_09 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 4 9 18.40% YLNFFTK 211 217 23.9 28.8 7.7 1 0 0 932.4876
B_10 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 3 4 7 14.90% NLAMGVNLTSMSK 65 77 56.5 26.4 51.2 2 0 0 1,397.6764
B_10 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 3 4 7 14.90% CAGNEDIITLR 81 91 57.0 27.2 44.7 1 0 0 1,261.6207
B_10 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 3 4 7 14.90% DLSHIGDAVVISCAK 150 164 51.0 27.1 44.2 2 2 0 1,584.8052
C_09 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 3 3 5 13.00% SEGFDTYR 54 61 20.7 25.0 20.7 1 0 0 974.4214
C_09 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 3 3 5 13.00% NLAMGVNLTSMSK 65 77 63.5 26.0 58.4 2 0 0 1,397.6764
C_09 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 3 3 5 13.00% FSASGELGNGNIK 169 181 96.4 27.9 87.5 2 0 0 1,293.6434
C_10 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 3 7.66% FSASGELGNGNIK 169 181 80.8 28.0 65.8 2 0 0 1,293.6434
C_10 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 3 7.66% YLNFFTK 211 217 24.9 29.0 8.9 1 0 0 932.4876
D_15 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 7 10 25.70% NLAMGVNLTSMSK 65 77 88.0 26.4 85.4 2 0 0 1,397.6764
D_15 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 7 10 25.70% AEDNADTLALVFEAPNQEK 92 110 69.0 26.1 65.9 1 1 0 2,074.9929
D_15 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 7 10 25.70% DLSHIGDAVVISCAK 150 164 32.9 27.4 32.6 2 1 0 1,584.8052
D_15 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 7 10 25.70% FSASGELGNGNIK 169 181 93.4 27.9 81.9 2 0 0 1,293.6434
D_15 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 7 10 25.70% YLNFFTK 211 217 27.2 27.7 18.2 1 0 0 932.4876
D_16 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 4 9.96% NLAMGVNLTSMSK 65 77 59.7 26.3 56.3 2 0 0 1,397.6764
D_16 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 4 9.96% FSASGELGNGNIK 169 181 96.3 27.9 85.1 2 0 0 1,293.6434
E_15 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 3 9.96% NLAMGVNLTSMSK 65 77 48.9 26.1 48.9 1 0 0 1,397.6764
E_15 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 3 9.96% FSASGELGNGNIK 169 181 87.9 28.0 80.6 2 0 0 1,293.6434
F_11 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 7 14 22.60% NLAMGVNLTSMSK 65 77 91.2 27.2 78.9 5 0 0 1,381.6815
F_11 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 7 14 22.60% CAGNEDIITLR 81 91 73.9 27.2 59.6 2 0 0 1,261.6207
F_11 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 7 14 22.60% DLSHIGDAVVISCAK 150 164 57.2 27.3 55.2 2 2 0 1,584.8052
F_11 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 7 14 22.60% FSASGELGNGNIK 169 181 105.0 28.3 95.3 2 0 0 1,293.6434
F_11 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 7 14 22.60% YLNFFTK 211 217 29.9 28.8 15.6 1 0 0 932.4876
G_11 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 4 8 10.70% NLAMGVNLTSMSK 65 77 77.0 27.3 58.6 4 0 0 1,381.6815
G_11 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 4 8 10.70% DLSHIGDAVVISCAK 150 164 67.5 27.5 67.5 2 2 0 1,584.8052
H_07 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 6 11 22.60% NLAMGVNLTSMSK 65 77 55.6 28.0 55.6 2 0 0 1,365.6865
H_07 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 6 11 22.60% CAGNEDIITLR 81 91 73.4 27.2 57.4 2 0 0 1,261.6207
H_07 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 6 11 22.60% DLSHIGDAVVISCAK 150 164 57.5 27.2 57.5 2 2 0 1,584.8052
H_07 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 6 11 22.60% FSASGELGNGNIK 169 181 95.4 27.9 84.0 2 0 0 1,293.6434
H_07 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 6 11 22.60% YLNFFTK 211 217 32.4 28.8 18.5 1 0 0 932.4876
H_08 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 5 10 19.90% CAGNEDIITLR 81 91 73.9 27.2 55.8 2 0 0 1,261.6207



H_08 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 5 10 19.90% DLSHIGDAVVISCAK 150 164 73.9 27.4 71.7 2 2 0 1,584.8052
H_08 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 5 10 19.90% FSASGELGNGNIK 169 181 90.8 27.8 80.3 2 0 0 1,293.6434
H_08 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 5 10 19.90% YYLAPKIEDEEGS 249 261 38.4 25.0 32.4 2 0 0 1,513.7058
H_09 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 4 7.66% FSASGELGNGNIK 169 181 77.7 27.8 70.9 2 0 0 1,293.6434
H_09 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 4 7.66% YLNFFTK 211 217 31.9 28.8 17.4 2 0 0 932.4876
I_08 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 5 9 19.90% CAGNEDIITLR 81 91 70.3 27.1 55.8 2 0 0 1,261.6207
I_08 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 5 9 19.90% DLSHIGDAVVISCAK 150 164 62.5 27.3 58.6 2 2 0 1,584.8052
I_08 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 5 9 19.90% FSASGELGNGNIK 169 181 81.7 28.0 69.7 2 0 0 1,293.6434
I_08 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 5 9 19.90% YYLAPKIEDEEGS 249 261 43.1 25.0 42.2 1 0 0 1,513.7058
J_07 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 3 10.70% DLSHIGDAVVISCAK 150 164 37.8 27.6 37.8 1 0 0 1,584.8052
J_07 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 3 10.70% FSASGELGNGNIK 169 181 81.2 27.6 72.8 2 0 0 1,293.6434
J_08 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 3 10.70% DLSHIGDAVVISCAK 150 164 26.5 27.5 11.3 0 1 0 1,584.8052
J_08 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 3 10.70% FSASGELGNGNIK 169 181 75.0 27.8 63.0 2 0 0 1,293.6434
K_07 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 3 7.66% FSASGELGNGNIK 169 181 86.1 28.0 76.0 2 0 0 1,293.6434
K_07 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 3 7.66% YLNFFTK 211 217 28.3 28.8 15.9 1 0 0 932.4876
K_08 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 3 6 10.70% DLSHIGDAVVISCAK 150 164 64.1 27.2 61.7 2 2 0 1,584.8052
K_08 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 3 6 10.70% FSASGELGNGNIK 169 181 62.2 27.9 54.4 2 0 0 1,293.6434
L_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 5 12 24.90% NLAMGVNLTSMSK 65 77 76.7 26.9 67.2 4 0 0 1,397.6764
L_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 5 12 24.90% CAGNEDIITLR 81 91 71.5 27.5 57.3 2 0 0 1,261.6207
L_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 5 12 24.90% DLSHIGDAVVISCAK 150 164 58.5 27.6 58.5 2 0 0 1,584.8052
L_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 5 12 24.90% FSASGELGNGNIK 169 181 102.0 27.8 93.1 2 0 0 1,293.6434
L_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 5 5 12 24.90% YYLAPKIEDEEGS 249 261 38.1 25.0 38.1 2 0 0 1,513.7058
M_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 5 9 19.90% NLAMGVNLTSMSK 65 77 77.7 26.8 71.8 2 0 0 1,397.6764
M_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 5 9 19.90% CAGNEDIITLR 81 91 69.9 27.1 55.6 2 0 0 1,261.6207
M_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 5 9 19.90% DLSHIGDAVVISCAK 150 164 55.3 27.3 46.0 2 1 0 1,584.8052
M_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 5 9 19.90% FSASGELGNGNIK 169 181 97.5 27.8 81.4 2 0 0 1,293.6434
N_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 3 3 4 12.30% SEGFDTYR 54 61 30.0 25.0 21.0 1 0 0 974.4214
N_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 3 3 4 12.30% CAGNEDIITLR 81 91 30.9 27.6 23.5 1 0 0 1,261.6207
N_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 3 3 4 12.30% FSASGELGNGNIK 169 181 42.9 27.8 32.4 2 0 0 1,293.6434
O_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 3 3 3 14.20% NLAMGVNLTSMSK 65 77 50.6 26.9 44.3 1 0 0 1,397.6764
O_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 3 3 3 14.20% CAGNEDIITLR 81 91 51.0 27.0 42.2 1 0 0 1,261.6207
O_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 3 3 3 14.20% FSASGELGNGNIK 169 181 61.3 27.9 55.8 1 0 0 1,293.6434
P_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 4 9.96% NLAMGVNLTSMSK 65 77 59.7 26.9 50.1 2 0 0 1,397.6764
P_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 2 2 4 9.96% FSASGELGNGNIK 169 181 91.3 27.6 77.1 2 0 0 1,293.6434
Q_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 4 7 19.90% NLAMGVNLTSMSK 65 77 69.2 26.7 65.5 2 0 0 1,397.6764
Q_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 4 7 19.90% CAGNEDIITLR 81 91 51.1 27.5 42.2 2 0 0 1,261.6207
Q_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 4 7 19.90% DLSHIGDAVVISCAK 150 164 54.7 27.5 54.7 1 0 0 1,584.8052
Q_06 Proliferating cell nuclear antigen PCNA_HUMAN 28,749 4 4 7 19.90% FSASGELGNGNIK 169 181 107.0 27.8 96.7 2 0 0 1,293.6434
A_06 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 3 5 14.60% SAEEEAADLPTKPTK 53 67 36.8 27.5 30.1 1 2 0 1,586.7910
A_06 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 3 5 14.60% FGFAIGSQTTK 71 81 40.9 27.0 34.8 2 0 0 1,156.5998
A_07 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 4 5 9 27.00% SAEEEAADLPTKPTK 53 67 59.2 27.8 48.3 2 2 0 1,586.7910
A_07 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 4 5 9 27.00% FGFAIGSQTTK 71 81 57.7 26.6 41.0 2 0 0 1,156.5998
A_07 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 4 5 9 27.00% ETVPTLAPK 97 105 21.7 25.0 5.0 1 0 0 955.5460
A_07 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 4 5 9 27.00% DTPTSAGPNSFNK 138 150 43.3 25.0 42.5 2 0 0 1,335.6176
B_07 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 2 4 14.60% SAEEEAADLPTKPTK 53 67 86.2 27.7 71.2 2 0 0 1,586.7910
B_07 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 2 4 14.60% FGFAIGSQTTK 71 81 73.7 26.6 65.7 2 0 0 1,156.5998
C_06 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 3 3 4 21.90% SAEEEAADLPTKPTK 53 67 28.3 27.5 23.4 1 0 0 1,586.7910
C_06 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 3 3 4 21.90% FGFAIGSQTTK 71 81 60.1 26.9 52.7 2 0 0 1,156.5998
C_06 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 3 3 4 21.90% DTPTSAGPNSFNK 138 150 17.9 25.0 17.9 1 0 0 1,335.6176
C_07 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 2 2 14.60% SAEEEAADLPTKPTK 53 67 32.9 27.6 27.1 0 1 0 1,586.7910
C_07 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 2 2 14.60% FGFAIGSQTTK 71 81 35.9 26.6 25.0 1 0 0 1,156.5998
D_10 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 2 2 11.20% FGFAIGSQTTK 71 81 21.8 27.0 16.7 1 0 0 1,156.5998
D_10 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 2 2 11.20% ETVPTLAPK 97 105 20.0 25.0 11.6 1 0 0 955.5460
F_10 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 3 4 14.60% SAEEEAADLPTKPTK 53 67 51.9 27.6 45.5 1 1 0 1,586.7910
F_10 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 3 4 14.60% FGFAIGSQTTK 71 81 31.5 27.1 27.3 2 0 0 1,156.5998
I_07 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 2 4 14.60% SAEEEAADLPTKPTK 53 67 37.7 27.7 26.8 0 2 0 1,586.7910
I_07 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 2 4 14.60% FGFAIGSQTTK 71 81 30.6 26.3 24.6 2 0 0 1,156.5998
K_06 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 3 6 14.60% SAEEEAADLPTKPTK 53 67 41.4 27.8 33.9 2 2 0 1,586.7910
K_06 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 3 6 14.60% FGFAIGSQTTK 71 81 53.3 26.3 44.4 2 0 0 1,156.5998
L_05 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 2 4 11.20% FGFAIGSQTTK 71 81 48.4 26.8 43.2 2 0 0 1,156.5998
L_05 PEST proteolytic signal‐containing nuclear protein PCNP_HUMAN 18,925 2 2 4 11.20% ETVPTLAPK 97 105 23.2 25.0 8.2 2 0 0 955.5460
C_16 Lysosomal Pro‐X carboxypeptidase PCP_HUMAN 55,801 2 3 5 4.23% YLVADKYWK 72 80 41.9 26.4 22.9 2 0 0 1,185.6303
C_16 Lysosomal Pro‐X carboxypeptidase PCP_HUMAN 55,801 2 3 5 4.23% NALDPMSVLLAR 463 474 46.5 26.9 41.4 3 0 0 1,299.7090
C_17 Lysosomal Pro‐X carboxypeptidase PCP_HUMAN 55,801 3 3 5 6.25% VDHFGFNTVK 57 66 30.3 27.5 23.3 1 0 0 1,163.5844
C_17 Lysosomal Pro‐X carboxypeptidase PCP_HUMAN 55,801 3 3 5 6.25% YLVADKYWK 72 80 29.5 26.2 19.1 2 0 0 1,185.6303
C_17 Lysosomal Pro‐X carboxypeptidase PCP_HUMAN 55,801 3 3 5 6.25% NALDPMSVLLAR 463 474 26.9 26.9 24.9 2 0 0 1,299.7090
D_21 Lysosomal Pro‐X carboxypeptidase PCP_HUMAN 55,801 2 2 2 3.83% VVCQYLK 308 314 22.0 26.4 1.5 1 0 0 909.4863
D_21 Lysosomal Pro‐X carboxypeptidase PCP_HUMAN 55,801 2 2 2 3.83% NALDPMSVLLAR 463 474 24.9 28.1 22.1 1 0 0 1,315.7040
D_22 Lysosomal Pro‐X carboxypeptidase PCP_HUMAN 55,801 2 2 3 3.83% VVCQYLK 308 314 23.1 26.4 10.7 1 0 0 909.4863
D_22 Lysosomal Pro‐X carboxypeptidase PCP_HUMAN 55,801 2 2 3 3.83% NALDPMSVLLAR 463 474 33.0 28.0 28.1 2 0 0 1,315.7040
F_16 Lysosomal Pro‐X carboxypeptidase PCP_HUMAN 55,801 2 2 3 4.44% VDHFGFNTVK 57 66 34.4 28.1 25.0 1 0 0 1,163.5844
F_16 Lysosomal Pro‐X carboxypeptidase PCP_HUMAN 55,801 2 2 3 4.44% NALDPMSVLLAR 463 474 48.7 27.2 37.5 2 0 0 1,299.7090
A_13 Programmed cell death 1 ligand 2 PD1L2_HUMAN 30,957 2 2 3 9.16% ATLLEEQLPLGK 73 84 20.6 25.5 13.0 1 0 0 1,311.7521
A_13 Programmed cell death 1 ligand 2 PD1L2_HUMAN 30,957 2 2 3 9.16% TPEGLYQVTSVLR 169 181 31.9 27.7 25.5 2 0 0 1,462.7901
C_13 Programmed cell death 1 ligand 2 PD1L2_HUMAN 30,957 2 2 3 9.16% ATLLEEQLPLGK 73 84 56.2 25.9 41.0 2 0 0 1,311.7521
C_13 Programmed cell death 1 ligand 2 PD1L2_HUMAN 30,957 2 2 3 9.16% TPEGLYQVTSVLR 169 181 48.0 27.5 42.3 1 0 0 1,462.7901
I_12 Programmed cell death 1 ligand 2 PD1L2_HUMAN 30,957 2 2 4 9.16% ATLLEEQLPLGK 73 84 37.1 25.4 24.4 2 0 0 1,311.7521
I_12 Programmed cell death 1 ligand 2 PD1L2_HUMAN 30,957 2 2 4 9.16% TPEGLYQVTSVLR 169 181 58.3 27.3 51.7 2 0 0 1,462.7901
K_12 Programmed cell death 1 ligand 2 PD1L2_HUMAN 30,957 2 2 3 9.16% ATLLEEQLPLGK 73 84 31.6 25.4 22.7 2 0 0 1,311.7521
K_12 Programmed cell death 1 ligand 2 PD1L2_HUMAN 30,957 2 2 3 9.16% TPEGLYQVTSVLR 169 181 71.7 27.3 65.7 1 0 0 1,462.7901
A_07 Programmed cell death protein 10 PDC10_HUMAN 24,703 2 2 2 10.80% AEKENPGLTQDIIMK 51 65 36.3 28.1 29.5 0 1 0 1,702.8684
A_07 Programmed cell death protein 10 PDC10_HUMAN 24,703 2 2 2 10.80% IPDEINDR 117 124 21.7 25.2 11.1 1 0 0 971.4794
C_07 Programmed cell death protein 10 PDC10_HUMAN 24,703 2 2 4 9.43% VNLSAAQTLR 36 45 43.4 28.5 27.8 2 0 0 1,072.6109
C_07 Programmed cell death protein 10 PDC10_HUMAN 24,703 2 2 4 9.43% AINVFVSANR 187 196 45.0 28.5 35.4 2 0 0 1,090.6002
A_20 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 3 2.76% LLDEEEATDNDLR 457 469 70.6 25.0 60.5 2 0 0 1,532.7077
A_20 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 3 2.76% NIQVSHQEFSK 628 638 26.0 27.2 19.4 1 0 0 1,316.6593
C_20 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 2 2.88% LLDEEEATDNDLR 457 469 61.7 25.0 61.7 1 0 0 1,532.7077
C_20 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 2 2.88% TMQGSEVVNVLK 542 553 32.8 28.4 24.1 1 0 0 1,320.6829
H_16 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 3 2.42% LLDEEEATDNDLR 457 469 83.1 25.0 80.9 2 0 0 1,532.7077
H_16 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 3 2.42% CSDIVFAR 691 698 38.8 25.4 34.7 1 0 0 967.4666
H_17 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 4 2.53% EVFPVLAAK 240 248 31.3 27.8 17.3 2 0 0 973.5717
H_17 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 4 2.53% LLDEEEATDNDLR 457 469 80.8 25.0 76.6 2 0 0 1,532.7077
H_19 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 4 4 7 5.18% YYDQICSIEPK 71 81 47.2 25.0 44.2 2 0 0 1,415.6513
H_19 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 4 4 7 5.18% LALASLGYEK 111 120 40.8 25.6 39.9 2 0 0 1,064.5987
H_19 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 4 4 7 5.18% STPVNVPISQK 340 350 21.6 25.9 14.2 1 0 0 1,169.6525
H_19 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 4 4 7 5.18% LLDEEEATDNDLR 457 469 66.7 25.0 58.6 2 0 0 1,532.7077
I_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 7 11 6.68% TSEVDLAKPLVK 12 23 31.5 26.0 24.4 2 0 0 1,299.7520
I_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 7 11 6.68% YYDQICSIEPK 71 81 65.1 25.0 59.5 2 0 0 1,415.6513
I_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 7 11 6.68% LLDEEEATDNDLR 457 469 94.0 25.0 90.5 2 0 0 1,532.7077
I_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 7 11 6.68% LLDEEEATDNDLRAK 457 471 31.7 26.6 26.8 0 2 0 1,731.8398
I_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 7 11 6.68% TMQGSEVVNVLK 542 553 39.9 28.7 35.7 2 0 0 1,304.6879
I_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 7 11 6.68% CSDIVFAR 691 698 21.0 25.5 14.2 1 0 0 967.4666
J_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 5 5 8 6.11% YYDQICSIEPK 71 81 43.0 25.2 40.9 2 0 0 1,415.6513
J_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 5 5 8 6.11% LALASLGYEK 111 120 49.5 26.2 44.0 2 0 0 1,064.5987
J_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 5 5 8 6.11% STPVNVPISQK 340 350 21.0 25.7 11.5 1 0 0 1,169.6525
J_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 5 5 8 6.11% LLDEEEATDNDLR 457 469 79.2 25.6 68.8 2 0 0 1,532.7077
J_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 5 5 8 6.11% CSDIVFAR 691 698 35.8 25.9 26.3 1 0 0 967.4666
K_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 6 10 7.60% TSEVDLAKPLVK 12 23 32.8 25.6 26.0 2 0 0 1,299.7520
K_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 6 10 7.60% YYDQICSIEPK 71 81 46.1 25.2 36.8 2 0 0 1,415.6513
K_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 6 10 7.60% LALASLGYEK 111 120 46.7 26.7 38.3 2 0 0 1,064.5987
K_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 6 10 7.60% LLDEEEATDNDLR 457 469 79.5 25.5 75.6 2 0 0 1,532.7077
K_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 6 10 7.60% TMQGSEVVNVLK 542 553 26.8 28.9 21.0 1 0 0 1,320.6829



K_18 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 6 10 7.60% CSDIVFAR 691 698 30.1 25.9 20.8 1 0 0 967.4666
L_13 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 6 10 8.41% LALASLGYEK 111 120 57.7 26.7 50.9 2 0 0 1,064.5987
L_13 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 6 10 8.41% SVIEQGGIQTVDQLIK 423 438 75.0 25.7 60.5 2 0 0 1,727.9541
L_13 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 6 10 8.41% LLDEEEATDNDLR 457 469 88.6 25.5 85.2 2 0 0 1,532.7077
L_13 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 6 10 8.41% TPSNELYKPLR 479 489 25.4 27.9 20.9 1 0 0 1,317.7162
L_13 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 6 10 8.41% TMQGSEVVNVLK 542 553 73.2 28.5 62.8 2 0 0 1,320.6829
L_13 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 6 6 10 8.41% SLLSNLDEVKK 554 564 26.5 26.9 3.6 1 0 0 1,245.7050
M_13 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 4 4 7 5.07% LALASLGYEK 111 120 44.3 26.7 40.7 2 0 0 1,064.5987
M_13 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 4 4 7 5.07% ETVLSALSR 165 173 32.0 28.1 21.0 1 0 0 975.5469
M_13 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 4 4 7 5.07% LLDEEEATDNDLR 457 469 85.6 25.6 85.6 2 0 0 1,532.7077
M_13 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 4 4 7 5.07% TMQGSEVVNVLK 542 553 70.6 28.9 59.1 2 0 0 1,320.6829
P_12 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 3 2.88% LLDEEEATDNDLR 457 469 55.2 25.3 55.2 1 0 0 1,532.7077
P_12 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 3 2.88% TMQGSEVVNVLK 542 553 48.0 28.6 35.2 2 0 0 1,320.6829
Q_12 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 4 2.88% LLDEEEATDNDLR 457 469 87.7 25.6 85.8 2 0 0 1,532.7077
Q_12 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 4 2.88% TMQGSEVVNVLK 542 553 46.2 28.8 30.7 2 0 0 1,320.6829
Q_13 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 2 2.88% LLDEEEATDNDLR 457 469 55.8 25.7 50.7 1 0 0 1,532.7077
Q_13 Programmed cell death 6‐interacting protein PDC6I_HUMAN 96,025 2 2 2 2.88% TMQGSEVVNVLK 542 553 32.3 28.4 28.0 1 0 0 1,320.6829
A_15 Programmed cell death protein 4 PDCD4_HUMAN 51,736 2 2 3 4.69% DLPELALDTPR 246 256 31.1 26.8 23.3 1 0 0 1,239.6582
A_15 Programmed cell death protein 4 PDCD4_HUMAN 51,736 2 2 3 4.69% APQLVGQFIAR 257 267 43.1 27.1 35.9 2 0 0 1,199.6896
A_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 5 7 14 37.60% NSILAQVLDQSAR 41 53 101.0 28.4 82.6 2 2 0 1,414.7649
A_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 5 7 14 37.60% LSNLALVKPEK 56 66 26.4 25.0 19.2 2 0 0 1,211.7359
A_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 5 7 14 37.60% AVENYLIQMAR 69 79 61.7 27.8 53.9 4 0 0 1,307.6776
A_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 5 7 14 37.60% VSEQGLIEILK 87 97 70.4 25.9 48.8 2 0 0 1,228.7149
A_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 5 7 14 37.60% VSEQGLIEILKK 87 98 51.3 25.5 46.9 2 0 0 1,356.8099
A_04 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 4 19.20% NSILAQVLDQSAR 41 53 74.4 28.4 54.9 2 0 0 1,414.7649
A_04 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 4 19.20% AVENYLIQMAR 69 79 40.4 27.2 36.0 2 0 0 1,323.6726
B_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 3 3 5 28.80% NSILAQVLDQSAR 41 53 94.7 28.4 72.3 2 0 0 1,414.7649
B_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 3 3 5 28.80% AVENYLIQMAR 69 79 57.4 27.2 31.6 2 0 0 1,323.6726
B_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 3 3 5 28.80% VSEQGLIEILKK 87 98 19.0 25.3 15.6 0 1 0 1,356.8099
C_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 3 3 5 20.00% NSILAQVLDQSAR 41 53 76.6 28.0 63.7 2 0 0 1,414.7649
C_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 3 3 5 20.00% VSEQGLIEILK 87 97 44.3 25.9 31.1 2 0 0 1,228.7149
C_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 3 3 5 20.00% VSEQGLIEILKK 87 98 29.0 25.5 24.5 1 0 0 1,356.8099
D_06 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 3 19.20% NSILAQVLDQSAR 41 53 101.0 28.0 83.4 1 0 0 1,414.7649
D_06 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 3 19.20% AVENYLIQMAR 69 79 63.1 27.2 50.5 2 0 0 1,323.6726
F_05 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 4 19.20% NSILAQVLDQSAR 41 53 93.1 28.4 74.5 2 0 0 1,414.7649
F_05 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 4 19.20% AVENYLIQMAR 69 79 44.4 27.4 31.3 2 0 0 1,323.6726
F_06 Programmed cell death protein 5 PDCD5_HUMAN 14,285 3 3 6 28.00% NSILAQVLDQSAR 41 53 83.5 28.0 67.9 2 0 0 1,414.7649
F_06 Programmed cell death protein 5 PDCD5_HUMAN 14,285 3 3 6 28.00% AVENYLIQMAR 69 79 61.4 27.6 47.7 2 0 0 1,323.6726
F_06 Programmed cell death protein 5 PDCD5_HUMAN 14,285 3 3 6 28.00% VSEQGLIEILK 87 97 48.2 26.1 34.9 2 0 0 1,228.7149
H_02 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 4 19.20% NSILAQVLDQSAR 41 53 88.8 27.8 78.6 2 0 0 1,414.7649
H_02 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 4 19.20% AVENYLIQMAR 69 79 60.4 27.5 42.2 2 0 0 1,323.6726
H_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 5 7 14 37.60% NSILAQVLDQSAR 41 53 86.5 27.9 60.0 2 2 0 1,414.7649
H_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 5 7 14 37.60% LSNLALVKPEK 56 66 33.8 25.0 25.9 2 0 0 1,211.7359
H_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 5 7 14 37.60% AVENYLIQMAR 69 79 70.8 27.4 53.6 4 0 0 1,323.6726
H_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 5 7 14 37.60% VSEQGLIEILK 87 97 66.6 25.6 58.8 2 0 0 1,228.7149
H_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 5 7 14 37.60% VSEQGLIEILKK 87 98 45.2 25.0 39.1 2 0 0 1,356.8099
H_04 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 3 19.20% NSILAQVLDQSAR 41 53 89.5 27.9 76.1 2 0 0 1,414.7649
H_04 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 3 19.20% AVENYLIQMAR 69 79 34.5 27.5 24.6 1 0 0 1,323.6726
I_02 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 3 6 19.20% NSILAQVLDQSAR 41 53 101.0 28.4 75.3 2 0 0 1,414.7649
I_02 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 3 6 19.20% AVENYLIQMAR 69 79 60.7 27.5 50.3 4 0 0 1,323.6726
I_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 4 4 7 28.80% NSILAQVLDQSAR 41 53 101.0 27.7 77.7 2 0 0 1,414.7649
I_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 4 4 7 28.80% AVENYLIQMAR 69 79 64.7 27.5 47.0 2 0 0 1,323.6726
I_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 4 4 7 28.80% VSEQGLIEILK 87 97 53.0 25.8 40.7 2 0 0 1,228.7149
I_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 4 4 7 28.80% VSEQGLIEILKK 87 98 27.8 25.0 23.3 1 0 0 1,356.8099
J_02 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 4 19.20% NSILAQVLDQSAR 41 53 84.9 27.7 72.3 2 0 0 1,414.7649
J_02 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 4 19.20% AVENYLIQMAR 69 79 57.8 27.8 48.7 2 0 0 1,323.6726
J_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 4 5 9 36.80% NSILAQVLDQSAR 41 53 98.2 27.9 74.8 2 0 0 1,414.7649
J_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 4 5 9 36.80% LSNLALVKPEK 56 66 18.6 25.0 6.6 1 0 0 1,211.7359
J_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 4 5 9 36.80% AVENYLIQMAR 69 79 66.5 27.9 51.7 4 0 0 1,323.6726
J_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 4 5 9 36.80% VSEQGLIEILK 87 97 58.5 25.9 49.7 2 0 0 1,228.7149
K_02 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 4 19.20% NSILAQVLDQSAR 41 53 101.0 27.8 88.0 2 0 0 1,414.7649
K_02 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 4 19.20% AVENYLIQMAR 69 79 73.0 27.9 57.3 2 0 0 1,323.6726
K_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 3 5 9 28.80% NSILAQVLDQSAR 41 53 88.7 28.4 59.5 2 2 0 1,414.7649
K_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 3 5 9 28.80% AVENYLIQMAR 69 79 56.0 27.5 43.2 2 0 0 1,323.6726
K_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 3 5 9 28.80% VSEQGLIEILKK 87 98 45.9 25.0 37.2 2 1 0 1,356.8099
L_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 4 19.20% NSILAQVLDQSAR 41 53 99.8 27.5 85.0 2 0 0 1,414.7649
L_03 Programmed cell death protein 5 PDCD5_HUMAN 14,285 2 2 4 19.20% AVENYLIQMAR 69 79 70.2 27.9 57.5 2 0 0 1,323.6726
C_05 Programmed cell death protein 6 PDCD6_HUMAN 21,869 3 3 3 17.30% SIISMFDR 67 74 19.5 25.2 3.0 1 0 0 984.4820
C_05 Programmed cell death protein 6 PDCD6_HUMAN 21,869 3 3 3 17.30% TYDRDNSGMIDKNELK 101 116 18.0 25.0 12.2 0 1 0 1,914.8865
C_05 Programmed cell death protein 6 PDCD6_HUMAN 21,869 3 3 3 17.30% QALSGFGYR 117 125 37.2 26.1 30.4 1 0 0 998.5054
I_05 Programmed cell death protein 6 PDCD6_HUMAN 21,869 2 2 4 10.50% QALSGFGYR 117 125 54.4 25.8 41.4 2 0 0 998.5054
I_05 Programmed cell death protein 6 PDCD6_HUMAN 21,869 2 2 4 10.50% LSDQFHDILIR 126 136 31.6 27.6 20.5 0 2 0 1,356.7272
A_09 Phosducin‐like protein 3 PDCL3_HUMAN 27,616 3 4 8 14.60% FGEVLEISGK 91 100 45.6 27.3 41.5 2 0 0 1,078.5780
A_09 Phosducin‐like protein 3 PDCL3_HUMAN 27,616 3 4 8 14.60% AISTTCIPNYPDR 149 161 50.5 26.3 42.3 2 0 0 1,507.7211
A_09 Phosducin‐like protein 3 PDCL3_HUMAN 27,616 3 4 8 14.60% KPIEDVLLSSVR 214 225 47.7 25.3 42.6 2 2 0 1,355.7894
B_09 Phosducin‐like protein 3 PDCL3_HUMAN 27,616 2 2 4 10.50% AISTTCIPNYPDR 149 161 50.4 26.6 45.9 2 0 0 1,507.7211
B_09 Phosducin‐like protein 3 PDCL3_HUMAN 27,616 2 2 4 10.50% KPIEDVLLSSVR 214 225 20.4 26.1 13.6 0 2 0 1,355.7894
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% KSNFAEALAAHK 31 42 53.0 28.4 45.9 2 0 0 1,286.6851
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% SNFAEALAAHK 32 42 60.9 27.0 55.6 2 0 0 1,158.5901
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% VDATEESDLAQQYGVR 82 97 90.0 25.7 83.3 2 0 0 1,780.8349
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% EADDIVNWLKK 121 131 28.8 28.8 17.6 1 0 0 1,330.7003
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% YQLDKDGVVLFK 196 207 54.2 27.5 46.9 2 2 0 1,424.7786
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% YQLDKDGVVLFKK 196 208 32.5 25.6 29.4 0 2 0 1,552.8736
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% THILLFLPK 255 263 35.9 25.0 35.9 2 0 0 1,081.6770
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% ILEFFGLKK 301 309 28.0 25.0 28.0 2 0 0 1,094.6610
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% LITLEEEMTK 317 326 65.8 28.1 52.1 4 0 0 1,206.6288
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% YKPESEELTAER 327 338 52.7 26.3 36.5 2 4 0 1,451.7013
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% IKPHLMSQELPEDWDK 351 366 22.9 27.3 16.3 0 1 0 1,981.9692
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% NFEDVAFDEK 376 385 50.3 25.0 40.2 2 0 0 1,213.5372
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% NFEDVAFDEKK 376 386 59.5 25.6 44.8 2 0 0 1,341.6322
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% QLAPIWDK 402 409 33.5 25.1 19.3 2 0 0 970.5358
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% LGETYKDHENIVIAK 410 424 53.9 28.0 45.6 2 2 0 1,729.9121
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% MDSTANEVEAVK 425 436 80.3 25.0 66.9 2 0 0 1,309.5941
A_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 21 42 32.10% TVIDYNGER 453 461 58.9 26.7 48.8 2 0 0 1,066.5164
A_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 9 15 17.90% SNFAEALAAHK 32 42 36.5 26.7 28.6 2 0 0 1,158.5901
A_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 9 15 17.90% EADDIVNWLK 121 130 40.5 27.5 31.5 1 0 0 1,202.6053
A_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 9 15 17.90% YQLDKDGVVLFK 196 207 28.8 26.9 23.7 0 2 0 1,424.7786
A_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 9 15 17.90% LITLEEEMTK 317 326 45.7 28.6 30.5 1 0 0 1,222.6238
A_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 9 15 17.90% YKPESEELTAER 327 338 39.0 26.2 21.8 0 2 0 1,451.7013
A_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 9 15 17.90% LGETYKDHENIVIAK 410 424 42.7 27.9 37.2 1 2 0 1,729.9121
A_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 9 15 17.90% MDSTANEVEAVK 425 436 70.9 25.0 64.0 2 0 0 1,309.5941
A_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 9 15 17.90% TVIDYNGER 453 461 24.1 26.7 20.9 2 0 0 1,066.5164
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% SNFAEALAAHK 32 42 58.4 27.4 49.2 2 0 0 1,158.5901
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% VDATEESDLAQQYGVR 82 97 89.7 25.9 82.4 2 0 0 1,780.8349
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% EADDIVNWLK 121 130 46.1 27.3 36.1 2 0 0 1,202.6053
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% YQLDKDGVVLFK 196 207 53.1 26.9 42.7 2 2 0 1,424.7786
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% ENLLDFIK 223 230 46.6 27.5 39.2 2 0 0 991.5460
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% THILLFLPK 255 263 47.6 25.0 47.6 2 0 0 1,081.6770
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% ILEFFGLK 301 308 24.6 25.3 9.1 2 0 0 966.5660
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% ILEFFGLKK 301 309 33.5 25.0 22.6 2 0 0 1,094.6610
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% LITLEEEMTK 317 326 48.5 28.1 35.7 2 0 0 1,206.6288
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% YKPESEELTAER 327 338 38.2 26.2 29.0 2 0 0 1,451.7013



B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% IKPHLMSQELPEDWDK 351 366 27.8 27.5 15.8 0 1 0 1,981.9692
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% IKPHLMSQELPEDWDKQPVK 351 370 38.2 27.6 34.0 0 0 1 2,434.2440
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% NFEDVAFDEK 376 385 55.3 25.0 47.7 2 0 0 1,213.5372
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% NFEDVAFDEKK 376 386 39.7 25.6 28.4 2 0 0 1,341.6322
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% LGETYKDHENIVIAK 410 424 48.6 28.0 47.1 2 2 0 1,729.9121
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% MDSTANEVEAVK 425 436 78.2 25.0 65.8 2 0 0 1,309.5941
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% FFPASADR 445 452 23.4 26.2 7.3 2 0 0 910.4417
B_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 18 20 37 33.90% TVIDYNGER 453 461 23.7 26.4 16.2 1 0 0 1,066.5164
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% KSNFAEALAAHK 31 42 57.3 28.5 50.0 1 0 0 1,286.6851
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% SNFAEALAAHK 32 42 55.6 27.0 48.2 2 0 0 1,158.5901
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% VDATEESDLAQQYGVR 82 97 78.2 26.0 72.4 2 0 0 1,780.8349
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% EADDIVNWLK 121 130 44.3 27.5 30.3 2 0 0 1,202.6053
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% YQLDKDGVVLFK 196 207 46.8 26.9 41.8 2 2 0 1,424.7786
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% DGVVLFKK 201 208 26.4 25.0 16.0 1 0 0 905.5456
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% THILLFLPK 255 263 38.8 25.0 38.8 2 0 0 1,081.6770
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% ILEFFGLKK 301 309 24.0 25.0 17.9 1 0 0 1,094.6610
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% LITLEEEMTK 317 326 67.9 28.3 51.7 4 0 0 1,222.6238
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% YKPESEELTAER 327 338 44.8 26.3 24.8 0 2 0 1,451.7013
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% NFEDVAFDEKK 376 386 56.7 25.6 41.2 2 0 0 1,341.6322
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% LGETYKDHENIVIAK 410 424 44.4 28.1 38.6 2 2 0 1,729.9121
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% MDSTANEVEAVK 425 436 48.2 25.0 43.0 2 0 0 1,309.5941
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% FFPASADR 445 452 37.6 26.2 22.9 2 0 0 910.4417
B_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 15 18 33 28.70% TVIDYNGER 453 461 24.6 27.1 21.5 2 0 0 1,066.5164
C_12 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 3 5.51% VDATEESDLAQQYGVR 82 97 64.6 25.8 58.1 2 0 0 1,780.8349
C_12 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 3 5.51% YKPESEELTAER 327 338 22.7 26.2 4.9 0 1 0 1,451.7013
C_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 3 5.12% VDATEESDLAQQYGVR 82 97 49.4 25.4 43.3 2 0 0 1,780.8349
C_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 3 5.12% EADDIVNWLK 121 130 21.3 27.2 12.9 1 0 0 1,202.6053
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% KSNFAEALAAHK 31 42 25.3 29.0 15.0 2 0 0 1,286.6851
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% SNFAEALAAHK 32 42 58.4 26.7 48.4 2 0 0 1,158.5901
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% VDATEESDLAQQYGVR 82 97 85.0 25.7 77.7 2 2 0 1,780.8349
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% EADDIVNWLK 121 130 52.9 27.4 39.2 2 0 0 1,202.6053
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% EADDIVNWLKK 121 131 36.0 28.3 17.5 2 0 0 1,330.7003
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% YQLDKDGVVLFK 196 207 61.3 26.9 54.9 2 2 0 1,424.7786
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% YQLDKDGVVLFKK 196 208 42.3 25.2 33.5 0 1 0 1,552.8736
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% THILLFLPK 255 263 27.3 25.0 27.3 2 0 0 1,081.6770
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% SVSDYDGKLSNFK 264 276 51.9 26.4 41.5 2 0 0 1,459.7064
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% ILEFFGLK 301 308 42.1 25.1 13.1 1 0 0 966.5660
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% ILEFFGLKK 301 309 28.8 25.0 23.7 1 0 0 1,094.6610
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% LITLEEEMTK 317 326 74.7 28.7 65.0 3 0 0 1,206.6288
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% YKPESEELTAER 327 338 33.8 26.3 15.4 1 2 0 1,451.7013
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% NFEDVAFDEK 376 385 55.1 25.0 46.4 2 0 0 1,213.5372
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% NFEDVAFDEKK 376 386 43.3 25.4 30.4 2 0 0 1,341.6322
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% LGETYKDHENIVIAK 410 424 42.2 28.3 33.8 2 2 0 1,729.9121
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% MDSTANEVEAVK 425 436 76.4 25.0 57.7 4 0 0 1,309.5941
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% VHSFPTLK 437 444 29.0 25.0 14.8 1 0 0 928.5251
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% FFPASADR 445 452 31.1 26.1 18.3 2 0 0 910.4417
C_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 20 26 46 33.10% TVIDYNGER 453 461 34.6 26.6 26.7 2 0 0 1,066.5164
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% SNFAEALAAHK 32 42 60.9 26.7 51.2 2 0 0 1,158.5901
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% VDATEESDLAQQYGVR 82 97 74.3 25.8 67.6 2 2 0 1,780.8349
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% EADDIVNWLK 121 130 42.8 27.3 29.7 2 0 0 1,202.6053
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% EADDIVNWLKK 121 131 49.3 28.5 32.6 1 0 0 1,330.7003
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% YQLDKDGVVLFK 196 207 48.0 27.5 39.3 2 2 0 1,424.7786
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% THILLFLPK 255 263 28.4 25.0 28.4 2 0 0 1,081.6770
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% SVSDYDGKLSNFK 264 276 63.7 26.4 53.6 2 0 0 1,459.7064
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% ILEFFGLK 301 308 32.3 25.1 0.0 2 0 0 966.5660
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% ILEFFGLKK 301 309 19.0 25.0 13.7 1 0 0 1,094.6610
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% LITLEEEMTK 317 326 71.5 27.7 62.5 4 0 0 1,206.6288
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% YKPESEELTAER 327 338 35.3 26.2 21.6 2 2 0 1,451.7013
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% NFEDVAFDEKK 376 386 52.5 25.4 38.1 2 0 0 1,341.6322
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% QLAPIWDK 402 409 21.6 25.1 16.1 1 0 0 970.5358
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% LGETYKDHENIVIAK 410 424 37.2 27.8 36.3 2 2 0 1,729.9121
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% MDSTANEVEAVK 425 436 52.8 25.0 46.3 2 0 0 1,309.5941
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% FFPASADR 445 452 21.5 26.2 10.8 1 0 0 910.4417
C_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 17 22 39 32.70% TVIDYNGER 453 461 44.4 26.7 35.0 1 0 0 1,066.5164
D_20 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 2 4.33% LITLEEEMTK 317 326 26.3 27.9 18.3 1 0 0 1,222.6238
D_20 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 2 4.33% YKPESEELTAER 327 338 25.1 26.3 13.8 0 1 0 1,451.7013
D_21 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 3 4 7 7.48% VDATEESDLAQQYGVR 82 97 66.5 25.5 63.7 2 1 0 1,780.8349
D_21 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 3 4 7 7.48% LITLEEEMTK 317 326 40.9 28.4 24.1 2 0 0 1,222.6238
D_21 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 3 4 7 7.48% YKPESEELTAER 327 338 28.8 26.2 14.6 0 2 0 1,451.7013
D_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 25 24.80% SNFAEALAAHK 32 42 54.4 26.6 52.8 2 0 0 1,158.5901
D_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 25 24.80% VDATEESDLAQQYGVR 82 97 71.6 25.1 64.0 2 2 0 1,780.8349
D_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 25 24.80% YQLDKDGVVLFK 196 207 41.6 27.5 41.5 2 0 0 1,424.7786
D_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 25 24.80% ENLLDFIK 223 230 38.4 27.3 29.3 2 0 0 991.5460
D_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 25 24.80% HNQLPLVIEFTEQTAPK 231 247 39.8 27.0 28.4 0 2 0 1,965.0442
D_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 25 24.80% ILFIFIDSDHTDNQR 286 300 27.0 28.0 16.3 0 1 0 1,833.9132
D_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 25 24.80% ILEFFGLK 301 308 46.9 25.0 32.3 2 0 0 966.5660
D_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 25 24.80% LITLEEEMTK 317 326 64.9 28.3 56.1 4 0 0 1,206.6288
D_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 25 24.80% YKPESEELTAER 327 338 39.9 26.3 29.5 2 1 0 1,451.7013
D_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 25 24.80% FFPASADR 445 452 34.0 26.3 19.7 1 0 0 910.4417
D_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 25 24.80% TVIDYNGER 453 461 25.6 26.3 24.9 2 0 0 1,066.5164
D_23 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 3 4.72% VDATEESDLAQQYGVR 82 97 56.6 25.6 45.8 2 0 0 1,780.8349
D_23 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 3 4.72% ILEFFGLK 301 308 26.8 25.1 12.4 1 0 0 966.5660
E_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 24 28.70% SNFAEALAAHK 32 42 36.4 26.6 32.7 2 0 0 1,158.5901
E_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 24 28.70% VDATEESDLAQQYGVR 82 97 77.7 25.5 72.7 2 2 0 1,780.8349
E_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 24 28.70% EADDIVNWLK 121 130 38.0 26.0 29.5 1 0 0 1,202.6053
E_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 24 28.70% YQLDKDGVVLFK 196 207 48.0 27.5 29.1 2 2 0 1,424.7786
E_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 24 28.70% NNFEGEVTKENLLDFIK 214 230 31.4 27.3 20.1 0 2 0 2,010.0180
E_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 24 28.70% HNQLPLVIEFTEQTAPK 231 247 46.1 27.1 35.3 0 2 0 1,965.0442
E_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 24 28.70% ILFIFIDSDHTDNQR 286 300 38.8 28.2 31.2 0 2 0 1,833.9132
E_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 24 28.70% LITLEEEMTK 317 326 37.4 28.6 18.8 1 0 0 1,222.6238
E_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 24 28.70% YKPESEELTAER 327 338 32.1 26.2 24.3 1 2 0 1,451.7013
E_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 24 28.70% NFEDVAFDEKK 376 386 54.7 25.4 44.1 2 0 0 1,341.6322
E_22 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 24 28.70% LGETYKDHENIVIAK 410 424 22.4 27.9 7.2 0 1 0 1,729.9121
E_23 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 6 9.45% VDATEESDLAQQYGVR 82 97 50.3 25.2 48.2 2 0 0 1,780.8349
E_23 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 6 9.45% LITLEEEMTK 317 326 27.2 28.4 15.6 2 0 0 1,222.6238
E_23 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 6 9.45% YKPESEELTAER 327 338 26.6 26.3 14.4 0 1 0 1,451.7013
E_23 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 6 9.45% NFEDVAFDEK 376 385 22.1 25.0 22.1 1 0 0 1,213.5372
F_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 3 3 4 6.30% EADDIVNWLK 121 130 26.5 26.9 17.4 1 0 0 1,202.6053
F_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 3 3 4 6.30% YKPESEELTAER 327 338 17.4 26.2 0.0 0 1 0 1,451.7013
F_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 3 3 4 6.30% NFEDVAFDEK 376 385 27.6 25.0 22.1 2 0 0 1,213.5372
F_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 3 3 4 6.30% EADDIVNWLK 121 130 32.2 27.3 22.2 1 0 0 1,202.6053
F_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 3 3 4 6.30% YKPESEELTAER 327 338 29.9 26.2 16.0 0 2 0 1,451.7013
F_15 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 3 3 4 6.30% NFEDVAFDEK 376 385 31.9 25.0 24.6 1 0 0 1,213.5372
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% VDATEESDLAQQYGVR 82 97 87.9 25.9 80.7 2 2 0 1,780.8349
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% EADDIVNWLKK 121 131 47.7 27.9 33.2 2 0 0 1,330.7003
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% YQLDKDGVVLFK 196 207 55.9 27.1 47.0 2 0 0 1,424.7786
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% YQLDKDGVVLFKK 196 208 34.3 25.2 32.3 0 1 0 1,552.8736
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% THILLFLPK 255 263 49.4 25.0 47.8 2 0 0 1,081.6770
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% SVSDYDGKLSNFK 264 276 61.4 26.7 41.1 1 0 0 1,459.7064
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% ILFIFIDSDHTDNQR 286 300 34.9 27.9 28.2 0 1 0 1,833.9132
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% YKPESEELTAER 327 338 37.3 26.2 14.9 1 2 0 1,451.7013
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% NFEDVAFDEK 376 385 50.7 25.0 40.5 2 0 0 1,213.5372



F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% NFEDVAFDEKK 376 386 47.3 25.6 31.9 2 0 0 1,341.6322
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% QLAPIWDK 402 409 36.8 25.1 23.1 1 0 0 970.5358
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% LGETYKDHENIVIAK 410 424 52.4 27.9 47.0 2 2 0 1,729.9121
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% MDSTANEVEAVK 425 436 74.4 25.0 62.4 3 0 0 1,293.5991
F_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 14 18 29 28.10% FFPASADR 445 452 24.6 26.2 9.0 1 0 0 910.4417
G_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 3 5 3.94% LITLEEEMTK 317 326 33.7 28.1 32.3 3 0 0 1,206.6288
G_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 3 5 3.94% NFEDVAFDEK 376 385 30.1 25.0 23.5 2 0 0 1,213.5372
G_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 17 19.10% SNFAEALAAHK 32 42 73.5 27.4 63.6 2 0 0 1,158.5901
G_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 17 19.10% VDATEESDLAQQYGVR 82 97 64.0 26.3 55.2 2 0 0 1,780.8349
G_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 17 19.10% SVSDYDGKLSNFK 264 276 35.8 26.9 19.3 1 0 0 1,459.7064
G_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 17 19.10% YKPESEELTAER 327 338 44.0 26.7 33.7 2 1 0 1,451.7013
G_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 17 19.10% NFEDVAFDEK 376 385 50.3 25.0 44.8 2 0 0 1,213.5372
G_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 17 19.10% QLAPIWDK 402 409 48.9 25.5 31.9 2 0 0 970.5358
G_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 17 19.10% LGETYKDHENIVIAK 410 424 40.2 27.9 31.8 0 2 0 1,729.9121
G_16 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 17 19.10% MDSTANEVEAVK 425 436 76.8 25.3 61.7 3 0 0 1,293.5991
H_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 4 5.12% VDATEESDLAQQYGVR 82 97 68.0 25.8 65.2 2 0 0 1,780.8349
H_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 4 5.12% EADDIVNWLK 121 130 33.4 26.8 21.3 2 0 0 1,202.6053
H_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 10 10 16 20.70% VDATEESDLAQQYGVR 82 97 84.9 25.7 79.2 2 0 0 1,780.8349
H_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 10 10 16 20.70% EADDIVNWLK 121 130 55.8 26.9 43.8 2 0 0 1,202.6053
H_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 10 10 16 20.70% EADDIVNWLKK 121 131 24.9 28.3 12.2 1 0 0 1,330.7003
H_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 10 10 16 20.70% YQLDKDGVVLFK 196 207 61.8 27.4 56.6 2 0 0 1,424.7786
H_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 10 10 16 20.70% SVSDYDGKLSNFK 264 276 47.7 26.7 39.1 2 0 0 1,459.7064
H_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 10 10 16 20.70% ILEFFGLK 301 308 42.5 25.1 13.1 2 0 0 966.5660
H_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 10 10 16 20.70% NFEDVAFDEK 376 385 31.6 25.0 31.6 1 0 0 1,213.5372
H_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 10 10 16 20.70% QLAPIWDK 402 409 28.1 25.9 17.5 1 0 0 970.5358
H_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 10 10 16 20.70% LGETYKDHENIVIAK 410 424 35.4 27.9 30.5 0 2 0 1,729.9121
H_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 10 10 16 20.70% MDSTANEVEAVK 425 436 34.7 25.0 33.3 1 0 0 1,293.5991
I_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 5 6 11 12.00% VDATEESDLAQQYGVR 82 97 74.1 26.0 66.9 2 2 0 1,780.8349
I_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 5 6 11 12.00% EADDIVNWLK 121 130 56.5 27.3 43.7 2 0 0 1,202.6053
I_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 5 6 11 12.00% LITLEEEMTK 317 326 37.9 28.1 32.6 2 0 0 1,206.6288
I_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 5 6 11 12.00% NFEDVAFDEK 376 385 40.7 25.0 34.0 2 0 0 1,213.5372
I_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 5 6 11 12.00% LGETYKDHENIVIAK 410 424 30.7 28.0 29.4 0 1 0 1,729.9121
I_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 7 8 14 15.70% VDATEESDLAQQYGVR 82 97 86.6 26.1 79.7 2 2 0 1,780.8349
I_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 7 8 14 15.70% EADDIVNWLK 121 130 37.2 27.3 29.0 2 0 0 1,202.6053
I_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 7 8 14 15.70% YQLDKDGVVLFK 196 207 54.3 27.1 50.3 2 0 0 1,424.7786
I_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 7 8 14 15.70% THILLFLPK 255 263 28.8 25.0 28.8 2 0 0 1,081.6770
I_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 7 8 14 15.70% NFEDVAFDEK 376 385 55.2 25.0 47.5 2 0 0 1,213.5372
I_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 7 8 14 15.70% QLAPIWDK 402 409 23.4 25.1 6.8 1 0 0 970.5358
I_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 7 8 14 15.70% LGETYKDHENIVIAK 410 424 44.4 28.0 38.9 0 1 0 1,729.9121
J_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 7 7.28% VDATEESDLAQQYGVR 82 97 66.3 26.3 59.1 2 0 0 1,780.8349
J_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 7 7.28% EADDIVNWLK 121 130 38.4 27.3 24.1 2 0 0 1,202.6053
J_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 7 7.28% NFEDVAFDEK 376 385 40.4 25.0 34.2 2 0 0 1,213.5372
J_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 7 7.28% NFEDVAFDEKK 376 386 25.1 26.1 18.7 1 0 0 1,341.6322
J_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 7 9.25% SNFAEALAAHK 32 42 24.2 27.2 17.6 1 0 0 1,158.5901
J_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 7 9.25% VDATEESDLAQQYGVR 82 97 68.8 26.2 61.8 2 0 0 1,780.8349
J_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 7 9.25% EADDIVNWLK 121 130 48.1 27.7 33.7 2 0 0 1,202.6053
J_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 7 9.25% NFEDVAFDEK 376 385 40.8 25.0 36.4 2 0 0 1,213.5372
K_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 12 13 22 26.40% SNFAEALAAHK 32 42 44.0 26.9 37.2 2 0 0 1,158.5901
K_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 12 13 22 26.40% VDATEESDLAQQYGVR 82 97 91.9 26.1 85.0 2 2 0 1,780.8349
K_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 12 13 22 26.40% EADDIVNWLK 121 130 49.2 26.8 37.8 2 0 0 1,202.6053
K_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 12 13 22 26.40% YQLDKDGVVLFKK 196 208 37.5 25.0 36.7 0 2 0 1,552.8736
K_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 12 13 22 26.40% THILLFLPK 255 263 33.8 25.0 33.8 1 0 0 1,081.6770
K_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 12 13 22 26.40% SVSDYDGKLSNFK 264 276 53.7 26.8 44.4 1 0 0 1,459.7064
K_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 12 13 22 26.40% ILEFFGLKK 301 309 24.6 25.0 16.1 2 0 0 1,094.6610
K_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 12 13 22 26.40% YKPESEELTAER 327 338 30.3 26.6 17.2 0 1 0 1,451.7013
K_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 12 13 22 26.40% NFEDVAFDEK 376 385 44.6 25.0 38.9 2 0 0 1,213.5372
K_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 12 13 22 26.40% QLAPIWDK 402 409 42.8 25.1 28.1 2 0 0 970.5358
K_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 12 13 22 26.40% LGETYKDHENIVIAK 410 424 23.7 28.1 15.1 0 2 0 1,729.9121
K_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 12 13 22 26.40% FFPASADR 445 452 21.5 26.2 8.7 1 0 0 910.4417
K_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 16 16.50% SNFAEALAAHK 32 42 58.2 27.4 51.9 2 0 0 1,158.5901
K_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 16 16.50% VDATEESDLAQQYGVR 82 97 73.7 26.1 66.5 2 2 0 1,780.8349
K_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 16 16.50% EADDIVNWLK 121 130 55.8 27.3 44.5 1 0 0 1,202.6053
K_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 16 16.50% YQLDKDGVVLFK 196 207 49.8 27.0 39.8 2 0 0 1,424.7786
K_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 16 16.50% YQLDKDGVVLFKK 196 208 29.5 25.0 27.5 0 1 0 1,552.8736
K_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 16 16.50% ILEFFGLKK 301 309 22.4 25.0 17.4 2 0 0 1,094.6610
K_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 16 16.50% NFEDVAFDEK 376 385 42.9 25.0 35.0 2 0 0 1,213.5372
K_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 8 10 16 16.50% LGETYKDHENIVIAK 410 424 30.3 28.1 28.4 1 1 0 1,729.9121
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% SNFAEALAAHK 32 42 43.8 26.9 37.4 2 0 0 1,158.5901
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% LAKVDATEESDLAQQYGVR 79 97 39.6 28.4 30.9 0 2 0 2,093.0511
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% VDATEESDLAQQYGVR 82 97 91.8 26.3 91.8 2 2 0 1,780.8349
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% EADDIVNWLK 121 130 41.4 27.5 27.3 2 0 0 1,202.6053
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% EADDIVNWLKK 121 131 44.7 28.0 28.3 2 0 0 1,330.7003
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% YQLDKDGVVLFKK 196 208 37.4 25.0 30.3 0 2 0 1,552.8736
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% SVSDYDGKLSNFK 264 276 74.4 26.9 62.9 2 0 0 1,459.7064
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% ILFIFIDSDHTDNQR 286 300 64.1 28.0 59.7 2 1 0 1,833.9132
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% ILEFFGLK 301 308 27.8 25.0 15.9 2 0 0 966.5660
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% ILEFFGLKK 301 309 23.9 25.0 20.1 1 0 0 1,094.6610
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% NFEDVAFDEK 376 385 50.5 25.0 44.6 2 0 0 1,213.5372
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% NFEDVAFDEKK 376 386 48.2 25.6 33.7 2 0 0 1,341.6322
L_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 13 16 29 22.40% MDSTANEVEAVK 425 436 36.2 25.4 21.9 3 0 0 1,293.5991
L_10 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 5 9.45% VDATEESDLAQQYGVR 82 97 83.4 26.3 71.3 2 0 0 1,780.8349
L_10 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 5 9.45% EADDIVNWLK 121 130 38.4 27.5 33.5 1 0 0 1,202.6053
L_10 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 5 9.45% YKPESEELTAER 327 338 23.4 26.7 14.1 1 0 0 1,451.7013
L_10 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 4 4 5 9.45% NFEDVAFDEK 376 385 26.8 25.0 16.6 1 0 0 1,213.5372
L_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 3 5.12% VDATEESDLAQQYGVR 82 97 51.8 26.2 51.8 2 0 0 1,780.8349
L_13 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 3 5.12% LITLEEEMTK 317 326 25.3 28.1 25.3 1 0 0 1,222.6238
L_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 2 5.12% VDATEESDLAQQYGVR 82 97 52.7 26.3 52.7 1 0 0 1,780.8349
L_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 2 5.12% LITLEEEMTK 317 326 27.6 28.2 27.6 1 0 0 1,222.6238
M_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 4 3.94% LITLEEEMTK 317 326 38.7 28.3 27.0 2 0 0 1,222.6238
M_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 4 3.94% NFEDVAFDEK 376 385 43.3 25.0 39.1 2 0 0 1,213.5372
M_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 2 5.12% VDATEESDLAQQYGVR 82 97 65.0 25.9 58.0 1 0 0 1,780.8349
M_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 2 5.12% LITLEEEMTK 317 326 29.2 28.1 23.2 1 0 0 1,222.6238
N_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 27 21.30% SNFAEALAAHK 32 42 37.5 27.4 32.2 2 0 0 1,158.5901
N_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 27 21.30% VDATEESDLAQQYGVR 82 97 91.8 26.4 91.8 2 0 0 1,780.8349
N_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 27 21.30% EADDIVNWLK 121 130 51.2 27.7 38.5 2 0 0 1,202.6053
N_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 27 21.30% THILLFLPK 255 263 28.0 25.0 28.0 2 0 0 1,081.6770
N_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 27 21.30% ILEFFGLK 301 308 27.4 25.0 16.1 2 0 0 966.5660
N_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 27 21.30% LITLEEEMTK 317 326 60.3 28.2 50.7 3 0 0 1,222.6238
N_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 27 21.30% YKPESEELTAER 327 338 47.3 26.7 36.7 2 2 0 1,451.7013
N_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 27 21.30% NFEDVAFDEK 376 385 49.8 25.0 41.2 2 0 0 1,213.5372
N_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 27 21.30% NFEDVAFDEKK 376 386 46.7 25.7 32.8 2 0 0 1,341.6322
N_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 27 21.30% MDSTANEVEAVK 425 436 66.4 25.0 57.4 4 0 0 1,309.5941
N_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 11 14 27 21.30% TVIDYNGER 453 461 26.1 26.8 20.0 2 0 0 1,066.5164
O_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 5 5 9 9.65% VDATEESDLAQQYGVR 82 97 73.2 26.4 72.2 2 0 0 1,780.8349
O_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 5 5 9 9.65% EADDIVNWLK 121 130 28.9 27.5 20.0 2 0 0 1,202.6053
O_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 5 5 9 9.65% NFEDVAFDEK 376 385 54.4 25.0 47.5 2 0 0 1,213.5372
O_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 5 5 9 9.65% NFEDVAFDEKK 376 386 62.6 26.2 48.7 2 0 0 1,341.6322
O_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 5 5 9 9.65% MDSTANEVEAVK 425 436 23.1 25.0 14.8 1 0 0 1,309.5941
P_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 9 11 18 17.50% SNFAEALAAHK 32 42 22.0 27.4 18.2 1 0 0 1,158.5901
P_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 9 11 18 17.50% VDATEESDLAQQYGVR 82 97 75.8 26.4 72.8 2 0 0 1,780.8349
P_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 9 11 18 17.50% EADDIVNWLK 121 130 47.1 27.5 30.3 2 0 0 1,202.6053
P_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 9 11 18 17.50% THILLFLPK 255 263 34.3 25.0 34.3 2 0 0 1,081.6770



P_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 9 11 18 17.50% ILEFFGLK 301 308 23.3 25.0 15.5 2 0 0 966.5660
P_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 9 11 18 17.50% YKPESEELTAER 327 338 19.8 26.7 9.3 1 2 0 1,451.7013
P_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 9 11 18 17.50% NFEDVAFDEK 376 385 45.7 25.0 39.4 2 0 0 1,213.5372
P_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 9 11 18 17.50% NFEDVAFDEKK 376 386 36.8 26.1 26.6 1 0 0 1,341.6322
P_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 9 11 18 17.50% MDSTANEVEAVK 425 436 51.2 25.6 40.7 3 0 0 1,293.5991
Q_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 6 6 8 13.60% VDATEESDLAQQYGVR 82 97 72.7 26.3 72.7 2 0 0 1,780.8349
Q_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 6 6 8 13.60% EADDIVNWLK 121 130 43.8 27.5 29.2 1 0 0 1,202.6053
Q_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 6 6 8 13.60% LITLEEEMTK 317 326 24.6 27.8 18.6 1 0 0 1,206.6288
Q_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 6 6 8 13.60% YKPESEELTAER 327 338 27.1 26.7 12.8 0 2 0 1,451.7013
Q_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 6 6 8 13.60% MDSTANEVEAVK 425 436 45.4 25.6 30.3 1 0 0 1,293.5991
Q_09 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 6 6 8 13.60% TVIDYNGER 453 461 29.2 26.8 24.3 1 0 0 1,066.5164
Q_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 3 5.12% VDATEESDLAQQYGVR 82 97 51.2 26.4 45.6 1 0 0 1,780.8349
Q_14 Protein disulfide‐isomerase PDIA1_HUMAN 57,118 2 2 3 5.12% LITLEEEMTK 317 326 28.4 28.1 22.1 2 0 0 1,222.6238
A_02 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.13% YGVSGYPTLK 95 104 22.6 27.1 20.5 2 0 0 1,084.5674
A_02 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.13% GFPTIYFSPANK 449 460 45.2 27.2 43.7 1 0 0 1,341.6838
A_02 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.13% EATNPPVIQEEKPK 483 496 24.9 28.1 12.4 2 0 0 1,579.8328
A_03 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.13% LAPEYEAAATR 63 73 27.4 27.5 18.6 1 0 0 1,191.6004
A_03 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.13% YGVSGYPTLK 95 104 29.1 27.1 24.8 2 0 0 1,084.5674
A_03 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.13% MDATANDVPSPYEVR 434 448 52.3 25.0 43.2 1 0 0 1,680.7535
A_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 3 7.13% FVMQEEFSR 336 344 22.1 25.0 18.0 1 0 0 1,188.5354
A_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 3 7.13% SEPIPESNDGPVK 367 379 26.0 26.0 18.7 1 0 0 1,368.6643
A_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 3 7.13% EATNPPVIQEEKPK 483 496 25.9 28.1 17.2 1 0 0 1,579.8328
A_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.92% LAPEYEAAATR 63 73 35.4 27.5 25.9 1 0 0 1,191.6004
A_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.92% MDATANDVPSPYEVR 434 448 66.1 25.0 65.1 2 0 0 1,680.7535
A_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.92% EATNPPVIQEEKPK 483 496 27.0 28.0 15.1 1 0 0 1,579.8328
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% RLAPEYEAAATR 62 73 55.2 28.4 50.1 2 0 0 1,347.7015
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% LAPEYEAAATR 63 73 73.8 27.6 60.9 2 0 0 1,191.6004
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% YGVSGYPTLK 95 104 42.3 27.1 36.1 3 0 0 1,084.5674
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% IFRDGEEAGAYDGPR 105 119 64.2 25.2 60.9 2 2 0 1,652.7665
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% DGEEAGAYDGPR 108 119 52.8 25.0 52.8 4 0 0 1,236.5129
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% TADGIVSHLK 120 129 36.7 25.6 33.4 2 0 0 1,040.5736
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% TADGIVSHLKK 120 130 27.8 25.0 22.8 1 0 0 1,168.6686
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% QAGPASVPLR 131 140 39.4 25.0 28.0 2 0 0 995.5633
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% QAGPASVPLRTEEEFK 131 146 27.6 27.7 13.9 1 0 0 1,758.9022
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% QAGPASVPLRTEEEFKK 131 147 33.5 27.3 22.2 1 0 0 1,886.9972
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% FEDKTVAYTEQK 215 226 59.2 26.7 44.2 2 0 0 1,458.7112
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% FLDAGHKLNFAVASRK 290 305 36.8 26.3 29.1 0 1 0 1,773.9759
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% FVMQEEFSR 336 344 39.2 25.0 30.5 2 0 0 1,172.5404
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% FLQDYFDGNLK 352 362 59.3 25.6 51.2 2 0 0 1,359.6581
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% FLQDYFDGNLKR 352 363 81.3 27.9 72.6 2 1 0 1,515.7592
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% YLKSEPIPESNDGPVK 364 379 31.8 27.7 28.0 1 0 0 1,772.9067
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% SEPIPESNDGPVK 367 379 39.2 25.9 38.1 2 0 0 1,368.6643
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% VVVAENFDEIVNNENK 380 395 82.3 27.2 71.9 2 2 0 1,832.9024
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% LSKDPNIVIAK 423 433 54.3 25.0 38.9 2 0 0 1,197.7203
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% MDATANDVPSPYEVR 434 448 97.1 25.0 92.7 2 2 0 1,680.7535
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% GFPTIYFSPANK 449 460 62.4 27.1 51.0 2 0 0 1,341.6838
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% GFPTIYFSPANKK 449 461 32.8 27.2 22.8 1 0 0 1,469.7788
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% ELSDFISYLQR 472 482 49.6 27.2 28.2 2 0 0 1,370.6951
A_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 24 28 52 41.60% EATNPPVIQEEKPK 483 496 56.8 28.0 46.2 2 0 0 1,579.8328
A_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 14 19.60% LAPEYEAAATR 63 73 79.9 28.0 62.5 2 0 0 1,191.6004
A_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 14 19.60% YGVSGYPTLK 95 104 43.1 27.1 38.8 2 0 0 1,084.5674
A_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 14 19.60% IFRDGEEAGAYDGPR 105 119 37.6 25.1 31.8 0 1 0 1,652.7665
A_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 14 19.60% DGEEAGAYDGPR 108 119 48.5 25.0 48.5 2 0 0 1,236.5129
A_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 14 19.60% FVMQEEFSR 336 344 22.9 25.0 22.9 1 0 0 1,172.5404
A_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 14 19.60% SEPIPESNDGPVK 367 379 23.4 25.8 20.8 1 0 0 1,368.6643
A_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 14 19.60% MDATANDVPSPYEVR 434 448 70.1 25.0 69.1 2 0 0 1,680.7535
A_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 14 19.60% GFPTIYFSPANK 449 460 24.0 27.2 16.1 1 0 0 1,341.6838
A_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 14 19.60% EATNPPVIQEEKPK 483 496 23.8 28.0 15.1 2 0 0 1,579.8328
B_02 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.95% LAPEYEAAATR 63 73 25.2 27.6 16.8 1 0 0 1,191.6004
B_02 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.95% EATNPPVIQEEKPK 483 496 26.5 28.0 19.7 1 0 0 1,579.8328
B_03 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 5.74% MDATANDVPSPYEVR 434 448 71.8 25.0 70.8 1 0 0 1,680.7535
B_03 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 5.74% EATNPPVIQEEKPK 483 496 22.6 28.0 12.8 1 0 0 1,579.8328
B_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 6.73% LAPEYEAAATR 63 73 46.3 27.5 30.8 1 0 0 1,191.6004
B_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 6.73% FVMQEEFSR 336 344 28.9 25.0 26.5 2 0 0 1,188.5354
B_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 6.73% EATNPPVIQEEKPK 483 496 26.9 28.1 23.3 1 0 0 1,579.8328
B_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 9 11.90% LAPEYEAAATR 63 73 32.0 27.4 20.0 2 0 0 1,191.6004
B_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 9 11.90% YGVSGYPTLK 95 104 43.5 27.1 40.5 2 0 0 1,084.5674
B_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 9 11.90% QAGPASVPLR 131 140 44.2 25.0 36.8 2 0 0 995.5633
B_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 9 11.90% MDATANDVPSPYEVR 434 448 67.1 25.0 60.6 2 0 0 1,680.7535
B_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 9 11.90% EATNPPVIQEEKPK 483 496 33.3 28.1 26.4 1 0 0 1,579.8328
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% LAPEYEAAATR 63 73 81.0 27.4 72.0 2 0 0 1,191.6004
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% LKGIVPLAK 74 82 35.1 25.0 23.4 2 0 0 938.6399
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% YGVSGYPTLK 95 104 48.2 27.1 42.7 2 0 0 1,084.5674
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% IFRDGEEAGAYDGPR 105 119 90.3 25.5 87.0 2 2 0 1,652.7665
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% DGEEAGAYDGPR 108 119 53.7 25.0 53.7 2 0 0 1,236.5129
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% TADGIVSHLK 120 129 33.9 25.5 30.1 2 0 0 1,040.5736
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% QAGPASVPLR 131 140 30.6 25.0 20.7 2 0 0 995.5633
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% QAGPASVPLRTEEEFK 131 146 26.9 27.9 17.2 2 0 0 1,758.9022
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% QAGPASVPLRTEEEFKK 131 147 30.6 27.0 19.7 2 0 0 1,886.9972
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% FEDKTVAYTEQK 215 226 58.6 26.4 46.5 2 1 0 1,458.7112
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% FLDAGHKLNFAVASR 290 304 24.8 28.3 16.5 0 2 0 1,645.8809
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% FLDAGHKLNFAVASRK 290 305 26.6 26.4 14.9 0 2 0 1,773.9759
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% TAKGEKFVMQEEFSR 330 344 17.7 26.5 13.8 0 2 0 1,802.8743
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% FVMQEEFSR 336 344 47.2 25.0 41.2 2 0 0 1,172.5404
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% FLQDYFDGNLK 352 362 71.3 25.6 61.5 2 0 0 1,359.6581
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% FLQDYFDGNLKR 352 363 50.5 27.6 40.7 2 0 0 1,515.7592
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% SEPIPESNDGPVK 367 379 38.5 25.8 33.8 2 0 0 1,368.6643
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% VVVAENFDEIVNNENK 380 395 101.0 27.1 88.1 2 2 0 1,832.9024
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% LSKDPNIVIAK 423 433 60.4 25.0 44.6 2 0 0 1,197.7203
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% MDATANDVPSPYEVR 434 448 97.2 25.0 94.3 2 1 0 1,680.7535
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% GFPTIYFSPANK 449 460 41.7 27.2 31.2 2 0 0 1,341.6838
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% ELSDFISYLQR 472 482 48.9 26.5 40.6 2 0 0 1,370.6951
B_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 23 27 52 43.40% EATNPPVIQEEKPK 483 496 38.2 28.1 23.9 2 0 0 1,579.8328
B_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 15 17.60% RLAPEYEAAATR 62 73 22.0 28.7 16.5 1 0 0 1,347.7015
B_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 15 17.60% LAPEYEAAATR 63 73 50.8 27.5 37.2 2 0 0 1,191.6004
B_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 15 17.60% IFRDGEEAGAYDGPR 105 119 33.8 25.3 30.2 0 2 0 1,652.7665
B_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 15 17.60% DGEEAGAYDGPR 108 119 19.9 25.0 19.9 1 0 0 1,236.5129
B_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 15 17.60% FVMQEEFSR 336 344 43.1 25.0 37.3 2 0 0 1,172.5404
B_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 15 17.60% SEPIPESNDGPVK 367 379 20.8 25.7 9.9 1 0 0 1,368.6643
B_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 15 17.60% LSKDPNIVIAK 423 433 52.5 25.0 39.9 2 0 0 1,197.7203
B_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 15 17.60% MDATANDVPSPYEVR 434 448 76.6 25.0 72.1 2 0 0 1,680.7535
B_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 9 15 17.60% EATNPPVIQEEKPK 483 496 40.1 28.1 30.0 2 0 0 1,579.8328
C_03 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.95% YGVSGYPTLK 95 104 31.8 27.1 24.0 1 0 0 1,084.5674
C_03 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.95% MDATANDVPSPYEVR 434 448 69.9 25.0 67.3 2 0 0 1,680.7535
C_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.72% YGVSGYPTLK 95 104 36.8 27.5 35.7 2 0 0 1,084.5674
C_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.72% MDATANDVPSPYEVR 434 448 67.4 25.0 67.4 2 0 0 1,680.7535
C_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.72% EATNPPVIQEEKPK 483 496 28.7 28.0 20.5 1 0 0 1,579.8328
C_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 7 7 12 16.80% LAPEYEAAATR 63 73 25.2 27.6 20.0 1 0 0 1,191.6004
C_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 7 7 12 16.80% YGVSGYPTLK 95 104 45.8 27.5 40.6 2 0 0 1,084.5674
C_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 7 7 12 16.80% IFRDGEEAGAYDGPR 105 119 46.5 25.0 41.8 0 2 0 1,652.7665
C_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 7 7 12 16.80% FVMQEEFSR 336 344 20.6 25.0 20.6 2 0 0 1,188.5354
C_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 7 7 12 16.80% LSKDPNIVIAK 423 433 35.9 25.0 26.2 2 0 0 1,197.7203



C_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 7 7 12 16.80% MDATANDVPSPYEVR 434 448 78.9 25.0 77.5 2 0 0 1,680.7535
C_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 7 7 12 16.80% EATNPPVIQEEKPK 483 496 48.3 28.1 33.5 1 0 0 1,579.8328
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% RLAPEYEAAATR 62 73 35.1 28.2 33.6 2 0 0 1,347.7015
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% LAPEYEAAATR 63 73 71.7 27.6 54.7 2 0 0 1,191.6004
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% LKGIVPLAK 74 82 30.5 25.0 19.4 1 0 0 938.6399
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% YGVSGYPTLK 95 104 41.7 26.9 32.1 2 0 0 1,084.5674
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% IFRDGEEAGAYDGPR 105 119 83.4 25.0 80.1 2 2 0 1,652.7665
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% DGEEAGAYDGPR 108 119 67.6 25.0 60.9 4 0 0 1,236.5129
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% TADGIVSHLK 120 129 24.7 25.6 20.1 2 0 0 1,040.5736
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% TADGIVSHLKK 120 130 57.2 25.0 48.8 2 0 0 1,168.6686
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% QAGPASVPLRTEEEFK 131 146 26.2 27.8 22.2 1 0 0 1,758.9022
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% QAGPASVPLRTEEEFKK 131 147 42.1 27.3 32.6 1 0 0 1,886.9972
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% FEDKTVAYTEQK 215 226 39.8 26.5 29.5 2 0 0 1,458.7112
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% KFLDAGHKLNFAVASR 289 304 54.6 26.7 45.6 0 2 0 1,773.9759
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% FLDAGHKLNFAVASRK 290 305 31.9 26.3 26.6 0 1 0 1,773.9759
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% FVMQEEFSR 336 344 48.2 25.0 39.5 4 0 0 1,188.5354
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% FVMQEEFSRDGK 336 347 15.9 25.0 11.6 0 1 0 1,488.6789
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% FLQDYFDGNLK 352 362 64.8 25.8 55.3 2 0 0 1,359.6581
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% FLQDYFDGNLKR 352 363 40.1 27.5 36.4 2 1 0 1,515.7592
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% YLKSEPIPESNDGPVK 364 379 47.1 27.7 43.6 2 2 0 1,772.9067
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% SEPIPESNDGPVK 367 379 45.2 25.9 40.8 2 0 0 1,368.6643
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% VVVAENFDEIVNNENK 380 395 83.6 27.0 75.4 2 2 0 1,832.9024
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% LSKDPNIVIAK 423 433 52.0 25.0 40.1 2 0 0 1,197.7203
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% MDATANDVPSPYEVR 434 448 85.5 25.0 82.8 2 2 0 1,680.7535
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% GFPTIYFSPANK 449 460 52.7 27.1 46.5 2 0 0 1,341.6838
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% ELSDFISYLQR 472 482 51.7 27.2 42.9 2 0 0 1,370.6951
C_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 25 31 59 44.00% EATNPPVIQEEKPK 483 496 50.3 28.0 36.2 3 0 0 1,579.8328
C_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 10 17 19.80% RLAPEYEAAATR 62 73 24.9 28.2 19.9 1 0 0 1,347.7015
C_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 10 17 19.80% LAPEYEAAATR 63 73 56.0 27.6 46.3 2 0 0 1,191.6004
C_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 10 17 19.80% YGVSGYPTLK 95 104 37.4 27.1 31.0 2 0 0 1,084.5674
C_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 10 17 19.80% IFRDGEEAGAYDGPR 105 119 44.4 25.1 39.5 2 2 0 1,652.7665
C_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 10 17 19.80% TADGIVSHLKK 120 130 28.0 25.0 23.7 1 0 0 1,168.6686
C_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 10 17 19.80% MDATANDVPSPYEVR 434 448 63.0 25.0 60.7 2 0 0 1,680.7535
C_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 10 17 19.80% GFPTIYFSPANK 449 460 27.7 27.1 21.3 2 0 0 1,341.6838
C_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 10 17 19.80% ELSDFISYLQR 472 482 31.5 27.2 26.8 2 0 0 1,370.6951
C_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 10 17 19.80% EATNPPVIQEEKPK 483 496 27.3 27.7 16.5 1 0 0 1,579.8328
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% RLAPEYEAAATR 62 73 29.4 27.9 21.3 2 0 0 1,347.7015
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% LAPEYEAAATR 63 73 64.9 27.6 52.7 2 0 0 1,191.6004
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% YGVSGYPTLK 95 104 52.5 27.0 37.5 2 0 0 1,084.5674
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% DLLIAYYDVDYEK 259 271 67.1 26.3 66.8 2 0 0 1,619.7841
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% FLDAGHKLNFAVASR 290 304 30.7 28.2 12.8 0 1 0 1,645.8809
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% FVMQEEFSR 336 344 28.0 25.0 19.0 2 0 0 1,172.5404
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% FLQDYFDGNLK 352 362 71.8 25.2 61.5 2 0 0 1,359.6581
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% FLQDYFDGNLKR 352 363 35.2 27.6 31.6 2 0 0 1,515.7592
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% SEPIPESNDGPVK 367 379 38.9 26.4 30.0 2 0 0 1,368.6643
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% VVVAENFDEIVNNENK 380 395 89.7 26.9 78.0 2 0 0 1,832.9024
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% LSKDPNIVIAK 423 433 39.3 25.0 32.1 2 0 0 1,197.7203
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% MDATANDVPSPYEVR 434 448 72.1 25.0 72.1 4 0 0 1,680.7535
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% GFPTIYFSPANK 449 460 61.7 27.3 49.0 2 0 0 1,341.6838
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% ELSDFISYLQR 472 482 64.5 27.1 53.1 2 0 0 1,370.6951
D_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 31 32.30% EATNPPVIQEEKPK 483 496 47.1 27.9 40.5 2 0 0 1,579.8328
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% LAPEYEAAATR 63 73 30.7 27.7 27.1 1 0 0 1,191.6004
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% YGVSGYPTLK 95 104 39.2 27.0 28.0 2 0 0 1,084.5674
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% TADGIVSHLK 120 129 45.8 25.6 39.2 2 0 0 1,040.5736
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% DLLIAYYDVDYEK 259 271 73.9 26.5 72.1 2 0 0 1,619.7841
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% FVMQEEFSR 336 344 34.7 25.0 34.5 4 0 0 1,172.5404
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% FLQDYFDGNLK 352 362 62.8 25.0 52.8 2 0 0 1,359.6581
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% FLQDYFDGNLKR 352 363 20.1 27.5 9.3 1 0 0 1,515.7592
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% SEPIPESNDGPVK 367 379 34.7 25.6 29.2 2 0 0 1,368.6643
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% VVVAENFDEIVNNENK 380 395 80.9 26.9 66.8 2 0 0 1,832.9024
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% LSKDPNIVIAK 423 433 30.3 25.0 17.1 2 0 0 1,197.7203
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% MDATANDVPSPYEVR 434 448 62.5 25.0 62.5 4 0 0 1,680.7535
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% GFPTIYFSPANK 449 460 62.5 26.9 54.1 2 0 0 1,341.6838
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% ELSDFISYLQR 472 482 59.9 26.8 46.7 2 0 0 1,370.6951
D_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 16 30 31.10% EATNPPVIQEEKPK 483 496 61.0 27.7 51.7 2 0 0 1,579.8328
D_23 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 6 5.94% LAPEYEAAATR 63 73 36.1 27.7 32.7 2 0 0 1,191.6004
D_23 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 6 5.94% YGVSGYPTLK 95 104 31.0 27.5 31.0 2 0 0 1,084.5674
D_23 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 6 5.94% FVMQEEFSR 336 344 20.9 25.0 20.9 2 0 0 1,188.5354
E_07 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.16% LAPEYEAAATR 63 73 42.8 27.6 38.8 1 0 0 1,191.6004
E_07 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.16% YGVSGYPTLK 95 104 27.5 27.5 18.9 1 0 0 1,084.5674
E_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 8 10.90% LAPEYEAAATR 63 73 32.8 27.5 22.0 2 0 0 1,191.6004
E_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 8 10.90% YGVSGYPTLK 95 104 48.4 27.5 43.7 2 0 0 1,084.5674
E_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 8 10.90% QAGPASVPLR 131 140 30.4 25.0 22.7 1 0 0 995.5633
E_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 8 10.90% SEPIPESNDGPVK 367 379 29.2 25.9 21.2 1 0 0 1,368.6643
E_21 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 8 10.90% ELSDFISYLQR 472 482 45.4 27.1 34.6 2 0 0 1,370.6951
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% LAPEYEAAATR 63 73 49.7 27.5 39.3 2 0 0 1,191.6004
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% YGVSGYPTLK 95 104 50.1 26.9 43.5 2 0 0 1,084.5674
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% IFRDGEEAGAYDGPR 105 119 37.5 25.0 37.5 0 2 0 1,652.7665
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% QAGPASVPLR 131 140 38.1 25.0 30.0 1 0 0 995.5633
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% FEDKTVAYTEQK 215 226 19.8 26.3 6.1 0 1 0 1,458.7112
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% DLLIAYYDVDYEK 259 271 67.5 26.5 66.3 2 0 0 1,619.7841
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% FVMQEEFSR 336 344 40.1 25.0 35.9 2 0 0 1,188.5354
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% FLQDYFDGNLK 352 362 63.5 25.0 53.0 2 0 0 1,359.6581
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% FLQDYFDGNLKR 352 363 28.8 27.7 23.9 1 0 0 1,515.7592
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% VVVAENFDEIVNNENK 380 395 88.5 26.8 67.8 2 0 0 1,832.9024
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% LSKDPNIVIAK 423 433 34.0 25.0 26.0 2 0 0 1,197.7203
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% MDATANDVPSPYEVR 434 448 59.5 25.0 56.8 4 0 0 1,664.7585
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% GFPTIYFSPANK 449 460 53.2 27.0 44.9 1 0 0 1,341.6838
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% ELSDFISYLQR 472 482 57.0 26.6 48.5 2 0 0 1,370.6951
E_22 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 15 16 28 33.90% EATNPPVIQEEKPK 483 496 32.5 28.0 24.1 2 0 0 1,579.8328
E_23 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.16% LAPEYEAAATR 63 73 25.3 27.4 7.5 1 0 0 1,191.6004
E_23 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.16% YGVSGYPTLK 95 104 27.5 27.0 23.6 1 0 0 1,084.5674
F_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.52% YGVSGYPTLK 95 104 27.8 27.1 27.8 1 0 0 1,084.5674
F_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.52% IFRDGEEAGAYDGPR 105 119 34.2 25.4 21.5 0 2 0 1,652.7665
F_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.52% SEPIPESNDGPVK 367 379 30.5 25.9 30.3 2 0 0 1,368.6643
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% RLAPEYEAAATR 62 73 43.6 28.3 36.9 2 0 0 1,347.7015
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% LAPEYEAAATR 63 73 88.9 28.0 78.6 1 0 0 1,191.6004
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% YGVSGYPTLK 95 104 32.8 27.1 29.7 1 0 0 1,084.5674
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% IFRDGEEAGAYDGPR 105 119 79.9 25.4 74.2 2 2 0 1,652.7665
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% DGEEAGAYDGPR 108 119 20.3 25.0 20.3 1 0 0 1,236.5129
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% TADGIVSHLK 120 129 23.8 25.7 21.7 1 0 0 1,040.5736
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% QAGPASVPLRTEEEFK 131 146 27.8 27.7 26.5 0 1 0 1,758.9022
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% QAGPASVPLRTEEEFKK 131 147 31.3 27.6 25.9 1 1 0 1,886.9972
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% FLQDYFDGNLK 352 362 48.3 25.6 34.9 2 0 0 1,359.6581
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% FLQDYFDGNLKR 352 363 42.1 27.6 32.6 2 1 0 1,515.7592
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% YLKSEPIPESNDGPVK 364 379 27.1 27.4 9.4 1 1 0 1,772.9067
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% SEPIPESNDGPVK 367 379 39.7 26.0 38.3 2 0 0 1,368.6643
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% VVVAENFDEIVNNENK 380 395 96.0 27.0 81.6 2 0 0 1,832.9024
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% MDATANDVPSPYEVR 434 448 91.4 25.0 91.4 4 0 0 1,680.7535
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% GFPTIYFSPANKK 449 461 35.8 26.9 27.5 2 0 0 1,469.7788
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% ELSDFISYLQR 472 482 45.6 27.2 38.7 2 0 0 1,370.6951
F_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 22 34 31.90% EATNPPVIQEEKPK 483 496 38.9 28.0 31.8 2 0 0 1,579.8328



G_06 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 4 3.96% YGVSGYPTLK 95 104 46.5 27.1 37.8 2 0 0 1,084.5674
G_06 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 4 3.96% QAGPASVPLR 131 140 22.6 25.0 15.6 2 0 0 995.5633
G_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.16% LAPEYEAAATR 63 73 47.6 28.7 33.5 2 0 0 1,191.6004
G_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.16% QAGPASVPLR 131 140 20.4 25.0 16.5 1 0 0 995.5633
G_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 4 5 6 8.51% LAPEYEAAATR 63 73 33.5 28.7 21.6 2 0 0 1,191.6004
G_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 4 5 6 8.51% YGVSGYPTLK 95 104 29.7 27.1 24.2 1 0 0 1,084.5674
G_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 4 5 6 8.51% FVMQEEFSR 336 344 30.2 25.0 30.2 2 0 0 1,172.5404
G_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 4 5 6 8.51% SEPIPESNDGPVK 367 379 26.5 26.5 23.7 1 0 0 1,368.6643
G_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 4 4 6 9.50% LAPEYEAAATR 63 73 76.9 28.7 66.5 2 0 0 1,191.6004
G_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 4 4 6 9.50% IFRDGEEAGAYDGPR 105 119 26.8 25.4 26.8 0 1 0 1,652.7665
G_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 4 4 6 9.50% FVMQEEFSR 336 344 26.5 25.0 26.5 2 0 0 1,188.5354
G_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 4 4 6 9.50% SEPIPESNDGPVK 367 379 21.8 25.7 17.6 1 0 0 1,368.6643
G_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 13 25 25.90% RLAPEYEAAATR 62 73 36.1 28.4 29.3 2 0 0 1,347.7015
G_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 13 25 25.90% LAPEYEAAATR 63 73 80.1 28.8 68.4 2 0 0 1,191.6004
G_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 13 25 25.90% IFRDGEEAGAYDGPR 105 119 60.8 25.8 53.8 2 2 0 1,652.7665
G_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 13 25 25.90% TADGIVSHLK 120 129 43.4 26.1 32.4 2 0 0 1,040.5736
G_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 13 25 25.90% QAGPASVPLRTEEEFK 131 146 24.3 28.2 21.5 0 1 0 1,758.9022
G_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 13 25 25.90% FVMQEEFSR 336 344 61.4 25.0 54.1 2 0 0 1,188.5354
G_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 13 25 25.90% SEPIPESNDGPVK 367 379 56.5 25.9 53.1 2 0 0 1,368.6643
G_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 13 25 25.90% VVVAENFDEIVNNENK 380 395 39.8 27.5 32.8 2 0 0 1,832.9024
G_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 13 25 25.90% LSKDPNIVIAK 423 433 43.0 25.0 34.3 2 0 0 1,197.7203
G_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 13 25 25.90% MDATANDVPSPYEVR 434 448 85.9 25.0 81.4 4 0 0 1,680.7535
G_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 13 25 25.90% EATNPPVIQEEKPK 483 496 55.5 28.0 41.0 2 0 0 1,579.8328
H_10 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.95% YGVSGYPTLK 95 104 25.2 27.2 22.8 2 0 0 1,084.5674
H_10 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.95% IFRDGEEAGAYDGPR 105 119 28.6 25.1 20.5 0 1 0 1,652.7665
H_12 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.55% YGVSGYPTLK 95 104 28.6 27.1 24.7 2 0 0 1,084.5674
H_12 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.55% SEPIPESNDGPVK 367 379 20.8 25.8 18.7 1 0 0 1,368.6643
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% LAPEYEAAATR 63 73 37.3 27.6 29.4 2 0 0 1,191.6004
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% LKGIVPLAK 74 82 22.7 25.0 19.9 1 0 0 938.6399
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% YGVSGYPTLK 95 104 52.3 27.1 43.3 2 0 0 1,084.5674
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% IFRDGEEAGAYDGPR 105 119 60.7 25.3 56.4 2 3 0 1,652.7665
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% QAGPASVPLRTEEEFKK 131 147 17.2 27.3 16.3 0 1 0 1,886.9972
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% FLDAGHKLNFAVASR 290 304 19.6 28.2 13.9 0 2 0 1,645.8809
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% FLQDYFDGNLK 352 362 56.1 26.1 45.2 2 0 0 1,359.6581
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% FLQDYFDGNLKR 352 363 42.7 28.0 32.0 2 2 0 1,515.7592
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% YLKSEPIPESNDGPVK 364 379 27.0 27.4 19.9 0 1 0 1,772.9067
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% VVVAENFDEIVNNENK 380 395 59.0 27.4 39.5 1 0 0 1,832.9024
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% LSKDPNIVIAK 423 433 47.3 25.0 31.7 2 0 0 1,197.7203
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% MDATANDVPSPYEVR 434 448 91.4 25.0 86.5 4 0 0 1,664.7585
H_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 13 16 29 31.50% GFPTIYFSPANK 449 460 39.5 26.9 38.0 2 0 0 1,341.6838
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% LAPEYEAAATR 63 73 68.0 28.0 55.1 2 0 0 1,191.6004
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% YGVSGYPTLK 95 104 25.2 27.1 21.6 1 0 0 1,084.5674
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% IFRDGEEAGAYDGPR 105 119 90.3 25.3 84.3 2 3 0 1,652.7665
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% QAGPASVPLRTEEEFKK 131 147 32.9 27.6 30.4 2 1 0 1,886.9972
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% FLDAGHKLNFAVASR 290 304 56.2 28.0 41.8 2 0 0 1,645.8809
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% FVMQEEFSR 336 344 42.6 25.0 35.7 2 0 0 1,172.5404
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% FLQDYFDGNLK 352 362 57.1 26.0 40.5 2 0 0 1,359.6581
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% FLQDYFDGNLKR 352 363 41.3 27.8 33.4 2 2 0 1,515.7592
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% YLKSEPIPESNDGPVK 364 379 33.9 27.2 32.0 2 0 0 1,772.9067
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% SEPIPESNDGPVK 367 379 38.5 26.0 32.9 2 0 0 1,368.6643
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% LSKDPNIVIAK 423 433 50.0 25.0 35.8 2 0 0 1,197.7203
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% MDATANDVPSPYEVR 434 448 80.3 25.0 77.6 4 0 0 1,680.7535
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% GFPTIYFSPANKK 449 461 30.4 26.9 25.6 1 0 0 1,469.7788
H_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 14 18 34 30.70% ELSDFISYLQR 472 482 57.2 26.7 47.2 2 0 0 1,370.6951
H_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 4 4.95% YGVSGYPTLK 95 104 31.3 27.1 29.1 2 0 0 1,084.5674
H_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 4 4.95% IFRDGEEAGAYDGPR 105 119 38.1 25.1 31.6 0 2 0 1,652.7665
H_20 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.95% YGVSGYPTLK 95 104 28.1 27.1 23.8 2 0 0 1,084.5674
H_20 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.95% IFRDGEEAGAYDGPR 105 119 27.7 25.1 27.7 0 1 0 1,652.7665
H_24 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 5.94% IFRDGEEAGAYDGPR 105 119 42.8 25.3 38.2 0 2 0 1,652.7665
H_24 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 5.94% MDATANDVPSPYEVR 434 448 40.4 25.0 33.9 1 0 0 1,680.7535
I_02 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.95% YGVSGYPTLK 95 104 40.0 27.1 40.0 1 0 0 1,084.5674
I_02 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.95% MDATANDVPSPYEVR 434 448 42.0 25.0 40.1 2 0 0 1,680.7535
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% LAPEYEAAATR 63 73 27.7 27.9 24.4 2 0 0 1,191.6004
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% VDCTANTNTCNKYGVSGYPTLK 83 104 50.6 25.0 48.0 0 2 0 2,463.1281
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% YGVSGYPTLK 95 104 39.6 27.1 29.9 2 0 0 1,084.5674
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% IFRDGEEAGAYDGPR 105 119 48.5 25.2 44.1 2 2 0 1,652.7665
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% QAGPASVPLRTEEEFK 131 146 30.0 27.9 18.8 0 2 0 1,758.9022
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% QAGPASVPLRTEEEFKK 131 147 24.0 27.6 13.8 1 0 0 1,886.9972
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% FLDAGHKLNFAVASR 290 304 74.6 28.3 57.3 1 0 0 1,645.8809
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% FVMQEEFSR 336 344 40.9 25.0 33.8 1 0 0 1,172.5404
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% FLQDYFDGNLK 352 362 66.8 26.0 56.6 2 0 0 1,359.6581
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% FLQDYFDGNLKR 352 363 39.3 27.8 28.0 2 2 0 1,515.7592
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% YLKSEPIPESNDGPVK 364 379 43.7 27.5 43.7 1 0 0 1,772.9067
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% SEPIPESNDGPVK 367 379 29.5 25.7 28.6 2 0 0 1,368.6643
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% VVVAENFDEIVNNENK 380 395 73.7 27.2 60.6 2 2 0 1,832.9024
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% LSKDPNIVIAK 423 433 28.7 25.0 13.9 1 0 0 1,197.7203
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% MDATANDVPSPYEVR 434 448 88.2 25.0 81.4 4 0 0 1,680.7535
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% GFPTIYFSPANK 449 460 50.4 27.2 49.2 2 0 0 1,341.6838
I_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 17 21 37 36.00% ELSDFISYLQR 472 482 51.2 27.2 42.3 2 0 0 1,370.6951
I_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 12 14 23 26.30% LAPEYEAAATR 63 73 29.4 28.0 18.0 1 0 0 1,191.6004
I_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 12 14 23 26.30% IFRDGEEAGAYDGPR 105 119 46.7 25.3 42.9 2 1 0 1,652.7665
I_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 12 14 23 26.30% QAGPASVPLRTEEEFK 131 146 28.1 27.7 16.8 0 1 0 1,758.9022
I_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 12 14 23 26.30% FVMQEEFSR 336 344 44.2 25.0 37.4 2 0 0 1,172.5404
I_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 12 14 23 26.30% FLQDYFDGNLK 352 362 57.2 26.0 42.7 2 0 0 1,359.6581
I_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 12 14 23 26.30% FLQDYFDGNLKR 352 363 41.7 27.8 36.4 2 0 0 1,515.7592
I_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 12 14 23 26.30% YLKSEPIPESNDGPVK 364 379 26.1 27.5 21.5 2 0 0 1,772.9067
I_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 12 14 23 26.30% SEPIPESNDGPVK 367 379 23.7 25.6 19.5 1 0 0 1,368.6643
I_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 12 14 23 26.30% VVVAENFDEIVNNENK 380 395 78.9 27.5 60.5 2 0 0 1,832.9024
I_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 12 14 23 26.30% LSKDPNIVIAK 423 433 47.5 25.0 40.9 1 0 0 1,197.7203
I_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 12 14 23 26.30% MDATANDVPSPYEVR 434 448 79.2 25.0 72.1 4 0 0 1,680.7535
I_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 12 14 23 26.30% GFPTIYFSPANK 449 460 34.6 27.2 26.7 2 0 0 1,341.6838
J_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 12 20 21.00% LAPEYEAAATR 63 73 30.3 28.7 19.7 1 0 0 1,191.6004
J_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 12 20 21.00% IFRDGEEAGAYDGPR 105 119 43.5 25.9 39.2 2 2 0 1,652.7665
J_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 12 20 21.00% QAGPASVPLR 131 140 26.7 25.0 18.5 1 0 0 995.5633
J_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 12 20 21.00% QAGPASVPLRTEEEFK 131 146 28.3 28.2 21.8 0 1 0 1,758.9022
J_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 12 20 21.00% FVMQEEFSR 336 344 46.7 25.0 46.7 2 0 0 1,188.5354
J_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 12 20 21.00% FLQDYFDGNLK 352 362 55.2 26.4 43.2 2 0 0 1,359.6581
J_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 12 20 21.00% FLQDYFDGNLKR 352 363 26.6 27.6 12.1 1 0 0 1,515.7592
J_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 12 20 21.00% VVVAENFDEIVNNENK 380 395 67.9 27.5 45.5 2 0 0 1,832.9024
J_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 12 20 21.00% MDATANDVPSPYEVR 434 448 76.0 25.0 71.9 4 0 0 1,680.7535
J_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 12 20 21.00% GFPTIYFSPANK 449 460 39.7 27.4 32.8 2 0 0 1,341.6838
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% LAPEYEAAATR 63 73 43.5 27.5 30.3 2 0 0 1,191.6004
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% YGVSGYPTLK 95 104 52.9 27.2 40.5 2 0 0 1,084.5674
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% IFRDGEEAGAYDGPR 105 119 66.3 25.5 54.3 2 2 0 1,652.7665
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% QAGPASVPLRTEEEFK 131 146 29.9 27.9 27.3 1 1 0 1,758.9022
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% QAGPASVPLRTEEEFKK 131 147 29.7 27.3 18.8 2 0 0 1,886.9972
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% FLDAGHKLNFAVASR 290 304 77.3 28.0 57.5 1 0 0 1,645.8809
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% FVMQEEFSR 336 344 36.9 25.0 30.2 3 0 0 1,172.5404
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% FLQDYFDGNLK 352 362 59.4 25.8 47.1 2 0 0 1,359.6581
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% FLQDYFDGNLKR 352 363 48.2 27.8 41.5 2 0 0 1,515.7592
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% YLKSEPIPESNDGPVK 364 379 39.4 27.5 39.4 2 0 0 1,772.9067
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% SEPIPESNDGPVK 367 379 18.7 25.7 12.5 1 0 0 1,368.6643



K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% VVVAENFDEIVNNENK 380 395 79.6 27.4 56.0 2 2 0 1,832.9024
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% LSKDPNIVIAK 423 433 19.6 25.0 12.5 1 0 0 1,197.7203
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% MDATANDVPSPYEVR 434 448 84.9 25.0 75.7 4 0 0 1,664.7585
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% GFPTIYFSPANKK 449 461 33.4 26.9 19.3 1 0 0 1,469.7788
K_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 16 21 34 33.90% ELSDFISYLQR 472 482 47.1 27.3 39.2 1 0 0 1,370.6951
K_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 4 6 7.72% IFRDGEEAGAYDGPR 105 119 35.7 25.4 30.6 1 2 0 1,652.7665
K_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 4 6 7.72% SEPIPESNDGPVK 367 379 26.5 25.8 24.6 1 0 0 1,368.6643
K_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 4 6 7.72% LSKDPNIVIAK 423 433 23.6 25.0 15.1 2 0 0 1,197.7203
L_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 5.15% LAPEYEAAATR 63 73 55.8 28.8 46.3 2 0 0 1,191.6004
L_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 5.15% MDATANDVPSPYEVR 434 448 61.7 25.0 58.7 1 0 0 1,680.7535
L_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 24 25.00% RLAPEYEAAATR 62 73 41.6 28.4 39.6 2 0 0 1,347.7015
L_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 24 25.00% LAPEYEAAATR 63 73 61.9 28.4 51.9 2 0 0 1,191.6004
L_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 24 25.00% IFRDGEEAGAYDGPR 105 119 53.8 25.9 53.6 2 0 0 1,652.7665
L_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 24 25.00% FVMQEEFSR 336 344 39.1 25.0 35.1 2 0 0 1,188.5354
L_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 24 25.00% FLQDYFDGNLKR 352 363 37.3 27.5 28.0 2 0 0 1,515.7592
L_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 24 25.00% SEPIPESNDGPVK 367 379 45.1 26.0 37.9 2 0 0 1,368.6643
L_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 24 25.00% VVVAENFDEIVNNENK 380 395 90.8 27.6 79.2 2 0 0 1,832.9024
L_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 24 25.00% LSKDPNIVIAK 423 433 54.1 25.0 43.5 2 0 0 1,197.7203
L_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 24 25.00% MDATANDVPSPYEVR 434 448 85.2 25.0 81.9 4 0 0 1,680.7535
L_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 24 25.00% GFPTIYFSPANK 449 460 43.1 27.2 35.5 2 0 0 1,341.6838
L_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 24 25.00% ELSDFISYLQR 472 482 60.0 26.9 49.6 2 0 0 1,370.6951
L_10 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.52% YGVSGYPTLK 95 104 39.3 27.1 36.6 2 0 0 1,084.5674
L_10 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.52% SEPIPESNDGPVK 367 379 23.3 25.8 21.2 1 0 0 1,368.6643
L_10 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.52% MDATANDVPSPYEVR 434 448 66.3 25.0 59.0 2 0 0 1,680.7535
L_12 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 5.15% LAPEYEAAATR 63 73 23.6 28.5 14.8 1 0 0 1,191.6004
L_12 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 5.15% IFRDGEEAGAYDGPR 105 119 26.3 26.0 23.2 0 1 0 1,652.7665
L_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 4 5.15% LAPEYEAAATR 63 73 66.1 28.4 53.8 2 0 0 1,191.6004
L_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 4 5.15% MDATANDVPSPYEVR 434 448 47.5 25.0 47.5 2 0 0 1,680.7535
L_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 5.15% LAPEYEAAATR 63 73 59.5 28.7 44.5 2 0 0 1,191.6004
L_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 5.15% MDATANDVPSPYEVR 434 448 43.7 25.0 43.7 1 0 0 1,680.7535
L_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 6 7.13% LAPEYEAAATR 63 73 45.0 28.7 37.2 2 0 0 1,191.6004
L_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 6 7.13% YGVSGYPTLK 95 104 31.4 27.1 23.6 2 0 0 1,084.5674
L_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 6 7.13% MDATANDVPSPYEVR 434 448 53.5 25.0 53.5 2 0 0 1,680.7535
M_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 4 4 6 9.11% LAPEYEAAATR 63 73 45.8 27.4 37.4 2 0 0 1,191.6004
M_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 4 4 6 9.11% IFRDGEEAGAYDGPR 105 119 42.0 25.4 37.1 0 2 0 1,652.7665
M_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 4 4 6 9.11% FVMQEEFSR 336 344 33.1 25.0 26.4 1 0 0 1,188.5354
M_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 4 4 6 9.11% LSKDPNIVIAK 423 433 21.0 25.0 12.9 1 0 0 1,197.7203
M_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 8 8 13 18.60% LAPEYEAAATR 63 73 31.9 28.7 25.4 1 0 0 1,191.6004
M_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 8 8 13 18.60% YGVSGYPTLK 95 104 38.0 27.1 34.4 2 0 0 1,084.5674
M_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 8 8 13 18.60% IFRDGEEAGAYDGPR 105 119 62.0 25.5 54.5 0 2 0 1,652.7665
M_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 8 8 13 18.60% QAGPASVPLR 131 140 20.3 25.0 6.4 2 0 0 995.5633
M_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 8 8 13 18.60% FVMQEEFSR 336 344 35.8 25.0 31.9 2 0 0 1,188.5354
M_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 8 8 13 18.60% SEPIPESNDGPVK 367 379 24.3 26.5 17.1 1 0 0 1,368.6643
M_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 8 8 13 18.60% LSKDPNIVIAK 423 433 24.3 25.0 16.5 1 0 0 1,197.7203
M_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 8 8 13 18.60% MDATANDVPSPYEVR 434 448 74.1 25.0 74.1 2 0 0 1,680.7535
M_12 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.16% LAPEYEAAATR 63 73 39.7 27.4 23.7 1 0 0 1,191.6004
M_12 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.16% YGVSGYPTLK 95 104 24.6 27.1 17.2 1 0 0 1,084.5674
M_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.16% LAPEYEAAATR 63 73 41.1 27.4 32.6 1 0 0 1,191.6004
M_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.16% YGVSGYPTLK 95 104 34.2 27.1 29.2 2 0 0 1,084.5674
M_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 4 5.15% LAPEYEAAATR 63 73 34.4 28.8 24.3 2 0 0 1,191.6004
M_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 4 5.15% MDATANDVPSPYEVR 434 448 51.5 25.0 49.1 2 0 0 1,680.7535
M_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 5.15% LAPEYEAAATR 63 73 45.5 27.5 34.0 1 0 0 1,191.6004
M_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 5.15% MDATANDVPSPYEVR 434 448 39.4 25.0 39.4 1 0 0 1,680.7535
N_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 21 25.00% LAPEYEAAATR 63 73 64.6 28.7 54.2 2 0 0 1,191.6004
N_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 21 25.00% TADGIVSHLK 120 129 33.5 26.1 30.8 2 0 0 1,040.5736
N_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 21 25.00% TADGIVSHLKK 120 130 28.0 25.0 17.1 2 0 0 1,168.6686
N_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 21 25.00% FLDAGHKLNFAVASR 290 304 37.1 27.9 31.0 0 1 0 1,645.8809
N_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 21 25.00% FVMQEEFSR 336 344 38.7 25.0 35.1 2 0 0 1,172.5404
N_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 21 25.00% FLQDYFDGNLKR 352 363 52.1 27.6 48.8 1 0 0 1,515.7592
N_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 21 25.00% VVVAENFDEIVNNENK 380 395 87.0 27.5 78.8 2 0 0 1,832.9024
N_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 21 25.00% LSKDPNIVIAK 423 433 37.2 25.0 21.9 2 0 0 1,197.7203
N_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 21 25.00% MDATANDVPSPYEVR 434 448 85.0 25.0 82.6 4 0 0 1,680.7535
N_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 21 25.00% GFPTIYFSPANK 449 460 31.9 27.1 28.9 1 0 0 1,341.6838
N_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 11 12 21 25.00% EATNPPVIQEEKPK 483 496 52.4 27.9 41.5 2 0 0 1,579.8328
N_10 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 6 11.90% LAPEYEAAATR 63 73 23.9 28.5 15.4 1 0 0 1,191.6004
N_10 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 6 11.90% IFRDGEEAGAYDGPR 105 119 21.6 25.8 21.6 0 1 0 1,652.7665
N_10 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 6 11.90% QAGPASVPLR 131 140 21.7 25.0 16.5 2 0 0 995.5633
N_10 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 6 11.90% FVMQEEFSR 336 344 22.6 25.0 22.6 1 0 0 1,188.5354
N_10 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 5 6 11.90% MDATANDVPSPYEVR 434 448 31.8 25.0 31.8 1 0 0 1,680.7535
N_12 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.13% LAPEYEAAATR 63 73 31.7 28.7 21.5 2 0 0 1,191.6004
N_12 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.13% YGVSGYPTLK 95 104 35.0 27.2 29.1 1 0 0 1,084.5674
N_12 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.13% MDATANDVPSPYEVR 434 448 46.6 25.0 45.7 1 0 0 1,680.7535
N_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.13% LAPEYEAAATR 63 73 38.3 28.5 32.3 2 0 0 1,191.6004
N_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.13% YGVSGYPTLK 95 104 31.2 27.2 31.2 1 0 0 1,084.5674
N_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.13% MDATANDVPSPYEVR 434 448 48.2 25.0 33.8 1 0 0 1,680.7535
N_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.13% LAPEYEAAATR 63 73 39.7 28.7 29.7 1 0 0 1,191.6004
N_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.13% YGVSGYPTLK 95 104 43.1 27.5 30.5 2 0 0 1,084.5674
N_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.13% MDATANDVPSPYEVR 434 448 50.2 25.0 50.2 2 0 0 1,680.7535
N_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.13% LAPEYEAAATR 63 73 39.1 28.7 32.8 2 0 0 1,191.6004
N_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.13% YGVSGYPTLK 95 104 23.5 27.4 19.3 1 0 0 1,084.5674
N_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 7.13% MDATANDVPSPYEVR 434 448 51.3 25.0 47.2 1 0 0 1,680.7535
N_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.16% LAPEYEAAATR 63 73 44.5 28.8 35.2 1 0 0 1,191.6004
N_16 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.16% YGVSGYPTLK 95 104 26.8 27.2 25.5 1 0 0 1,084.5674
O_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 8.12% LAPEYEAAATR 63 73 41.0 28.7 30.3 2 0 0 1,191.6004
O_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 8.12% IFRDGEEAGAYDGPR 105 119 21.2 25.8 16.6 0 1 0 1,652.7665
O_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 8.12% MDATANDVPSPYEVR 434 448 42.5 25.0 35.0 2 0 0 1,680.7535
O_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 11 18 22.00% LAPEYEAAATR 63 73 33.0 28.5 24.4 1 0 0 1,191.6004
O_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 11 18 22.00% YGVSGYPTLK 95 104 45.1 27.2 40.3 2 0 0 1,084.5674
O_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 11 18 22.00% IFRDGEEAGAYDGPR 105 119 50.8 25.8 45.6 0 1 0 1,652.7665
O_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 11 18 22.00% FVMQEEFSR 336 344 49.2 25.0 46.6 2 0 0 1,188.5354
O_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 11 18 22.00% FLQDYFDGNLKR 352 363 33.9 27.8 28.1 1 2 0 1,515.7592
O_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 11 18 22.00% VVVAENFDEIVNNENK 380 395 76.3 27.5 54.3 2 0 0 1,832.9024
O_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 11 18 22.00% LSKDPNIVIAK 423 433 23.8 25.0 15.2 1 0 0 1,197.7203
O_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 11 18 22.00% MDATANDVPSPYEVR 434 448 48.0 25.0 45.8 4 0 0 1,680.7535
O_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 9 11 18 22.00% GFPTIYFSPANK 449 460 36.9 27.4 31.8 2 0 0 1,341.6838
O_10 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.95% YGVSGYPTLK 95 104 37.6 27.2 30.9 1 0 0 1,084.5674
O_10 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.95% MDATANDVPSPYEVR 434 448 24.3 25.0 22.0 1 0 0 1,680.7535
O_11 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.16% LAPEYEAAATR 63 73 26.6 28.7 12.8 1 0 0 1,191.6004
O_11 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 2 4.16% YGVSGYPTLK 95 104 24.7 27.2 16.5 1 0 0 1,084.5674
P_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 4 5.15% LAPEYEAAATR 63 73 52.7 28.5 41.5 2 0 0 1,191.6004
P_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 4 5.15% MDATANDVPSPYEVR 434 448 52.5 25.0 52.5 2 0 0 1,680.7535
P_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 11 19 24.80% LAPEYEAAATR 63 73 78.2 28.5 60.7 2 0 0 1,191.6004
P_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 11 19 24.80% TADGIVSHLK 120 129 24.4 26.1 22.2 2 0 0 1,040.5736
P_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 11 19 24.80% FLDAGHKLNFAVASR 290 304 26.3 27.6 22.0 0 2 0 1,645.8809
P_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 11 19 24.80% FVMQEEFSR 336 344 36.1 25.0 28.9 2 0 0 1,172.5404
P_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 11 19 24.80% FLQDYFDGNLKR 352 363 39.9 27.6 33.1 2 0 0 1,515.7592
P_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 11 19 24.80% VVVAENFDEIVNNENK 380 395 82.4 27.5 63.8 2 0 0 1,832.9024
P_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 11 19 24.80% LSKDPNIVIAK 423 433 42.9 25.0 32.4 2 0 0 1,197.7203
P_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 11 19 24.80% MDATANDVPSPYEVR 434 448 72.3 25.0 72.3 3 0 0 1,680.7535
P_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 11 19 24.80% GFPTIYFSPANK 449 460 45.4 27.5 38.5 1 0 0 1,341.6838
P_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 10 11 19 24.80% EATNPPVIQEEKPK 483 496 46.7 28.0 41.2 1 0 0 1,579.8328
P_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.16% LAPEYEAAATR 63 73 27.8 28.5 15.3 1 0 0 1,191.6004



P_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 2 2 3 4.16% YGVSGYPTLK 95 104 35.8 27.1 28.4 2 0 0 1,084.5674
Q_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 6.93% LAPEYEAAATR 63 73 25.2 28.7 12.9 1 0 0 1,191.6004
Q_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 6.93% FVMQEEFSR 336 344 20.1 25.0 16.7 1 0 0 1,172.5404
Q_08 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 4 6.93% MDATANDVPSPYEVR 434 448 76.9 25.0 76.9 2 0 0 1,680.7535
Q_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 6 10 13.90% YGVSGYPTLK 95 104 32.1 27.2 25.2 2 0 0 1,084.5674
Q_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 6 10 13.90% IFRDGEEAGAYDGPR 105 119 46.3 26.0 41.5 0 2 0 1,652.7665
Q_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 6 10 13.90% VVVAENFDEIVNNENK 380 395 75.8 27.5 70.7 1 0 0 1,832.9024
Q_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 6 10 13.90% MDATANDVPSPYEVR 434 448 91.2 25.0 89.6 4 0 0 1,680.7535
Q_09 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 5 6 10 13.90% EATNPPVIQEEKPK 483 496 28.2 27.6 27.8 1 0 0 1,579.8328
Q_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 6 7.13% LAPEYEAAATR 63 73 51.3 28.7 42.8 2 0 0 1,191.6004
Q_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 6 7.13% YGVSGYPTLK 95 104 32.7 26.9 28.6 2 0 0 1,084.5674
Q_13 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 6 7.13% MDATANDVPSPYEVR 434 448 51.2 25.0 51.2 2 0 0 1,680.7535
Q_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.13% LAPEYEAAATR 63 73 55.3 28.7 42.3 1 0 0 1,191.6004
Q_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.13% YGVSGYPTLK 95 104 33.6 27.2 29.2 2 0 0 1,084.5674
Q_14 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.13% MDATANDVPSPYEVR 434 448 55.9 25.0 55.9 2 0 0 1,680.7535
Q_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.13% LAPEYEAAATR 63 73 55.4 28.7 41.5 2 0 0 1,191.6004
Q_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.13% YGVSGYPTLK 95 104 29.1 27.2 22.3 2 0 0 1,084.5674
Q_15 Protein disulfide‐isomerase A3 PDIA3_HUMAN 56,782 3 3 5 7.13% MDATANDVPSPYEVR 434 448 53.3 25.0 51.3 1 0 0 1,680.7535
A_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 3 3 8 5.43% IDATSASVLASR 120 131 68.6 28.3 57.3 2 0 0 1,190.6375
A_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 3 3 8 5.43% FDVSGYPTLK 247 256 50.8 26.3 0.0 4 0 0 1,126.5780
A_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 3 3 8 5.43% VSQGQLVVMQPEK 350 362 34.1 27.9 30.3 2 0 0 1,458.7623
A_17 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 6 3.41% IDATSASVLASR 120 131 84.1 28.5 67.6 2 0 0 1,190.6375
A_17 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 6 3.41% FDVSGYPTLK 247 256 38.1 26.3 0.0 4 0 0 1,126.5780
A_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 11 13 24 22.60% IDATSASVLASR 120 131 50.7 28.5 39.0 1 0 0 1,190.6375
A_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 11 13 24 22.60% FDVSGYPTLK 247 256 60.0 26.4 0.0 4 0 0 1,126.5780
A_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 11 13 24 22.60% GESDPAYQQYQDAANNLR 314 331 96.6 25.0 91.2 2 2 0 2,039.9054
A_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 11 13 24 22.60% FHHTFSTEIAK 336 346 21.9 27.3 8.9 1 0 0 1,317.6586
A_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 11 13 24 22.60% VSQGQLVVMQPEK 350 362 70.5 27.9 64.0 4 0 0 1,458.7623
A_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 11 13 24 22.60% DLGLSESGEDVNAAILDESGKK 464 485 28.2 27.3 21.0 0 2 0 2,247.0990
A_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 11 13 24 22.60% FAMEPEEFDSDTLR 486 499 68.1 25.0 68.1 2 0 0 1,702.7267
A_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 11 13 24 22.60% TFDSIVMDPK 534 543 44.5 25.1 44.5 2 0 0 1,168.5557
A_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 11 13 24 22.60% QLEPVYNSLAK 560 570 39.9 27.7 30.3 2 0 0 1,261.6787
A_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 11 13 24 22.60% MDATANDVPSDR 583 594 41.8 25.0 36.7 1 0 0 1,291.5584
A_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 11 13 24 22.60% FEGGDRDLEHLSK 617 629 24.5 26.0 14.2 1 0 0 1,502.7236
A_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 9 11 20 16.10% IDATSASVLASR 120 131 51.6 28.3 36.8 1 0 0 1,190.6375
A_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 9 11 20 16.10% VDATAETDLAK 235 245 33.7 27.7 0.0 2 0 0 1,133.5686
A_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 9 11 20 16.10% VDATAETDLAKR 235 246 47.4 28.4 40.5 2 0 0 1,289.6697
A_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 9 11 20 16.10% FDVSGYPTLK 247 256 53.5 28.3 0.0 2 0 0 1,126.5780
A_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 9 11 20 16.10% VSQGQLVVMQPEK 350 362 83.0 27.9 76.1 4 0 0 1,458.7623
A_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 9 11 20 16.10% DLGLSESGEDVNAAILDESGKK 464 485 34.3 27.3 28.0 0 2 0 2,247.0990
A_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 9 11 20 16.10% FAMEPEEFDSDTLR 486 499 55.5 25.0 48.8 2 0 0 1,702.7267
A_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 9 11 20 16.10% TFDSIVMDPK 534 543 53.0 25.0 45.8 3 0 0 1,168.5557
A_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 9 11 20 16.10% QLEPVYNSLAK 560 570 45.8 27.7 37.6 2 0 0 1,261.6787
B_10 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 5 3.41% IDATSASVLASR 120 131 26.3 28.1 19.7 1 0 0 1,190.6375
B_10 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 5 3.41% FDVSGYPTLK 247 256 41.3 26.3 0.0 4 0 0 1,126.5780
B_17 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 6 3.41% IDATSASVLASR 120 131 67.8 28.1 55.8 2 0 0 1,190.6375
B_17 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 6 3.41% FDVSGYPTLK 247 256 48.3 26.8 0.0 4 0 0 1,126.5780
B_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 15 12.40% IDATSASVLASR 120 131 85.6 28.5 67.7 2 0 0 1,190.6375
B_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 15 12.40% RFDVSGYPTLK 246 256 43.8 26.7 33.7 2 0 0 1,282.6791
B_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 15 12.40% FDVSGYPTLK 247 256 56.8 26.8 0.0 4 0 0 1,126.5780
B_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 15 12.40% DGDDVIIIGVFK 302 313 75.6 27.3 60.2 2 0 0 1,290.6943
B_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 15 12.40% GESDPAYQQYQDAANNLR 314 331 69.1 25.0 69.1 1 0 0 2,039.9054
B_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 15 12.40% VSQGQLVVMQPEK 350 362 81.4 27.9 78.2 2 0 0 1,458.7623
B_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 15 12.40% FAMEPEEFDSDTLR 486 499 40.4 25.0 40.4 2 0 0 1,702.7267
B_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 16 30 23.90% IDATSASVLASR 120 131 93.5 28.3 77.3 2 0 0 1,190.6375
B_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 16 30 23.90% VDATAETDLAK 235 245 58.6 28.2 30.2 2 0 0 1,133.5686
B_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 16 30 23.90% FDVSGYPTLK 247 256 63.0 26.3 0.0 2 0 0 1,126.5780
B_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 16 30 23.90% DGDDVIIIGVFK 302 313 73.1 27.2 60.4 2 0 0 1,290.6943
B_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 16 30 23.90% GESDPAYQQYQDAANNLR 314 331 94.8 25.0 88.9 2 2 0 2,039.9054
B_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 16 30 23.90% VSQGQLVVMQPEK 350 362 79.0 27.6 69.4 4 2 0 1,442.7673
B_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 16 30 23.90% SHMMDVQGSTQDSAIK 371 386 20.1 25.0 0.0 0 1 0 1,750.7737
B_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 16 30 23.90% SHMMDVQGSTQDSAIKDFVLK 371 391 40.2 25.8 40.2 0 1 2 2,369.1115
B_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 16 30 23.90% DLGLSESGEDVNAAILDESGKK 464 485 30.5 27.3 28.9 0 2 0 2,247.0990
B_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 16 30 23.90% FAMEPEEFDSDTLR 486 499 50.3 25.0 50.3 2 0 0 1,702.7267
B_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 16 30 23.90% TFDSIVMDPK 534 543 43.9 26.5 14.1 2 0 0 1,152.5607
B_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 16 30 23.90% QLEPVYNSLAK 560 570 42.2 27.9 30.8 2 0 0 1,261.6787
B_20 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 4 3.41% IDATSASVLASR 120 131 47.0 28.4 35.2 2 0 0 1,190.6375
B_20 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 4 3.41% FDVSGYPTLK 247 256 41.8 26.3 0.0 2 0 0 1,126.5780
C_17 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 6 3.41% IDATSASVLASR 120 131 55.7 28.5 46.5 2 0 0 1,190.6375
C_17 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 6 3.41% FDVSGYPTLK 247 256 52.6 28.4 0.0 4 0 0 1,126.5780
C_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 12 22 18.10% QFAPEYEK 96 103 24.5 25.0 1.4 1 0 0 1,011.4782
C_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 12 22 18.10% IANILKDKDPPIPVAK 104 119 37.8 25.0 37.0 0 2 0 1,732.0371
C_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 12 22 18.10% IDATSASVLASR 120 131 94.2 28.5 82.0 2 0 0 1,190.6375
C_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 12 22 18.10% VDATAETDLAK 235 245 51.0 27.9 30.8 2 0 0 1,133.5686
C_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 12 22 18.10% VDATAETDLAKR 235 246 58.6 28.6 52.4 2 0 0 1,289.6697
C_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 12 22 18.10% RFDVSGYPTLK 246 256 40.0 26.8 28.7 2 0 0 1,282.6791
C_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 12 22 18.10% FDVSGYPTLK 247 256 49.9 28.3 0.0 4 0 0 1,126.5780
C_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 12 22 18.10% DGDDVIIIGVFK 302 313 48.2 28.2 37.4 1 0 0 1,290.6943
C_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 12 22 18.10% VSQGQLVVMQPEK 350 362 64.2 27.9 60.5 2 0 0 1,458.7623
C_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 12 22 18.10% TFDSIVMDPK 534 543 43.6 25.1 37.7 2 0 0 1,168.5557
C_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 12 22 18.10% QLEPVYNSLAK 560 570 32.9 27.6 24.2 1 0 0 1,261.6787
C_18 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 12 12 22 18.10% FEGGDRDLEHLSK 617 629 25.1 26.2 21.5 1 0 0 1,502.7236
C_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 10 12 23 18.40% IANILKDKDPPIPVAK 104 119 32.2 25.0 29.6 0 2 0 1,732.0371
C_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 10 12 23 18.40% IDATSASVLASR 120 131 57.2 28.5 40.7 2 0 0 1,190.6375
C_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 10 12 23 18.40% VDATAETDLAK 235 245 54.8 27.9 28.7 2 0 0 1,133.5686
C_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 10 12 23 18.40% VDATAETDLAKR 235 246 36.1 28.7 36.1 2 0 0 1,289.6697
C_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 10 12 23 18.40% FDVSGYPTLK 247 256 57.2 26.4 0.0 4 0 0 1,126.5780
C_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 10 12 23 18.40% VSQGQLVVMQPEK 350 362 73.2 28.2 64.9 4 0 0 1,458.7623
C_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 10 12 23 18.40% SHMMDVQGSTQDSAIKDFVLK 371 391 20.8 25.8 18.3 0 1 1 2,369.1115
C_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 10 12 23 18.40% FAMEPEEFDSDTLR 486 499 54.8 25.0 54.8 2 0 0 1,702.7267
C_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 10 12 23 18.40% TFDSIVMDPK 534 543 28.3 26.6 5.0 1 0 0 1,152.5607
C_19 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 10 12 23 18.40% QLEPVYNSLAK 560 570 44.0 27.9 32.5 2 0 0 1,261.6787
D_25 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 6 13 8.37% VDATAETDLAK 235 245 68.3 28.0 38.8 2 0 0 1,133.5686
D_25 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 6 13 8.37% VDATAETDLAKR 235 246 58.6 28.4 51.6 2 0 0 1,289.6697
D_25 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 6 13 8.37% RFDVSGYPTLK 246 256 29.4 26.6 15.6 2 0 0 1,282.6791
D_25 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 6 13 8.37% FDVSGYPTLK 247 256 52.2 28.3 0.0 4 0 0 1,126.5780
D_25 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 6 13 8.37% DLGLSESGEDVNAAILDESGKK 464 485 24.1 27.1 16.6 0 2 0 2,247.0990
D_25 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 6 13 8.37% TFDSIVMDPK 534 543 23.7 25.4 23.7 1 0 0 1,168.5557
E_25 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 3 3 5 4.81% IDATSASVLASR 120 131 53.2 28.5 43.1 2 0 0 1,190.6375
E_25 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 3 3 5 4.81% RSPPIPLAK 226 234 34.9 25.0 29.6 1 0 0 978.6096
E_25 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 3 3 5 4.81% FDVSGYPTLK 247 256 35.8 26.3 0.0 2 0 0 1,126.5780
H_15 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 4 5 9 7.44% IDATSASVLASR 120 131 107.0 28.3 92.1 2 0 0 1,190.6375
H_15 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 4 5 9 7.44% RFDVSGYPTLK 246 256 46.8 26.7 34.3 2 0 0 1,282.6791
H_15 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 4 5 9 7.44% DGDDVIIIGVFK 302 313 37.8 27.9 23.1 1 0 0 1,290.6943
H_15 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 4 5 9 7.44% VSQGQLVVMQPEK 350 362 54.2 27.4 41.9 4 0 0 1,442.7673
H_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 7 15 9.77% RFDVSGYPTLK 246 256 50.4 26.7 39.3 2 0 0 1,282.6791
H_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 7 15 9.77% FDVSGYPTLK 247 256 50.7 26.3 0.0 4 0 0 1,126.5780
H_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 7 15 9.77% GESDPAYQQYQDAANNLR 314 331 68.4 25.0 63.1 1 0 0 2,039.9054
H_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 7 15 9.77% VSQGQLVVMQPEK 350 362 73.1 27.6 65.0 4 0 0 1,442.7673
H_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 7 15 9.77% TFDSIVMDPK 534 543 53.3 27.3 25.9 2 0 0 1,152.5607
H_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 7 15 9.77% QLEPVYNSLAK 560 570 60.2 27.9 44.3 2 0 0 1,261.6787
H_24 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 6 1.71% RFDVSGYPTLK 246 256 30.1 26.8 11.8 2 0 0 1,282.6791



H_24 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 6 1.71% FDVSGYPTLK 247 256 34.4 26.6 0.0 4 0 0 1,126.5780
I_15 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 4 6 9 6.67% KGQAVDYEGSRTQEEIVAK 145 163 32.1 27.6 23.3 0 2 1 2,108.0620
I_15 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 4 6 9 6.67% RFDVSGYPTLK 246 256 48.5 26.7 38.6 1 0 0 1,282.6791
I_15 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 4 6 9 6.67% FDVSGYPTLK 247 256 42.5 26.6 0.0 2 0 0 1,126.5780
I_15 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 4 6 9 6.67% VSQGQLVVMQPEK 350 362 64.5 27.8 52.5 3 0 0 1,442.7673
J_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 4 4 9 6.67% IDATSASVLASR 120 131 90.4 28.4 70.8 2 0 0 1,190.6375
J_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 4 4 9 6.67% FDVSGYPTLK 247 256 41.9 27.2 0.0 4 0 0 1,126.5780
J_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 4 4 9 6.67% TFDSIVMDPK 534 543 24.5 27.8 1.9 1 0 0 1,152.5607
J_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 4 4 9 6.67% QLEPVYNSLAK 560 570 29.5 28.0 17.2 2 0 0 1,261.6787
K_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 4 3.57% IDATSASVLASR 120 131 85.4 27.7 74.7 2 0 0 1,190.6375
K_16 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 4 3.57% QLEPVYNSLAK 560 570 41.1 27.9 33.1 2 0 0 1,261.6787
L_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 14 12.10% IDATSASVLASR 120 131 33.2 28.3 19.8 1 0 0 1,190.6375
L_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 14 12.10% RFDVSGYPTLK 246 256 28.7 26.7 16.6 2 0 0 1,282.6791
L_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 14 12.10% FDVSGYPTLK 247 256 41.1 27.4 0.0 4 0 0 1,126.5780
L_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 14 12.10% DLGLSESGEDVNAAILDESGKK 464 485 27.5 27.4 24.8 0 2 0 2,247.0990
L_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 14 12.10% TFDSIVMDPK 534 543 50.0 26.5 44.0 2 0 0 1,168.5557
L_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 14 12.10% QLEPVYNSLAK 560 570 27.5 28.0 20.7 2 0 0 1,261.6787
L_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 7 7 14 12.10% MDATANDVPSDR 583 594 35.4 25.0 35.4 1 0 0 1,307.5534
M_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 11 8.99% FDVSGYPTLK 247 256 47.5 26.5 0.0 4 0 0 1,126.5780
M_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 11 8.99% VSQGQLVVMQPEK 350 362 40.1 27.5 33.7 1 0 0 1,442.7673
M_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 11 8.99% FAMEPEEFDSDTLR 486 499 60.6 25.0 60.6 2 0 0 1,702.7267
M_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 11 8.99% TFDSIVMDPK 534 543 43.1 25.7 35.8 2 0 0 1,168.5557
M_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 11 8.99% QLEPVYNSLAK 560 570 28.1 27.9 21.7 2 0 0 1,261.6787
M_13 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 3 3.88% IDATSASVLASR 120 131 76.3 28.1 63.8 2 0 0 1,190.6375
M_13 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 3 3.88% VSQGQLVVMQPEK 350 362 42.9 28.2 33.4 1 0 0 1,458.7623
N_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 6 12 8.53% IDATSASVLASR 120 131 79.8 28.4 61.4 2 0 0 1,190.6375
N_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 6 12 8.53% VDATAETDLAK 235 245 44.1 28.0 37.0 2 0 0 1,133.5686
N_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 6 12 8.53% RFDVSGYPTLK 246 256 20.5 26.8 5.0 1 0 0 1,282.6791
N_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 6 12 8.53% FDVSGYPTLK 247 256 46.6 27.4 0.0 4 0 0 1,126.5780
N_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 6 12 8.53% TFDSIVMDPK 534 543 39.5 26.6 34.6 2 0 0 1,168.5557
N_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 6 6 12 8.53% QLEPVYNSLAK 560 570 34.8 28.0 26.4 1 0 0 1,261.6787
N_12 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 3 3 7 5.12% IDATSASVLASR 120 131 80.0 27.7 64.0 2 0 0 1,190.6375
N_12 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 3 3 7 5.12% VDATAETDLAK 235 245 40.6 27.3 25.2 1 0 0 1,133.5686
N_12 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 3 3 7 5.12% FDVSGYPTLK 247 256 47.3 27.2 0.0 4 0 0 1,126.5780
N_13 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 4 3.88% IDATSASVLASR 120 131 72.5 27.7 48.2 2 0 0 1,190.6375
N_13 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 4 3.88% VSQGQLVVMQPEK 350 362 49.3 28.3 39.0 2 0 0 1,458.7623
O_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 10 8.68% IDATSASVLASR 120 131 88.0 28.4 70.3 2 0 0 1,190.6375
O_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 10 8.68% FDVSGYPTLK 247 256 52.6 26.5 0.0 4 0 0 1,126.5780
O_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 10 8.68% VSQGQLVVMQPEK 350 362 53.0 28.3 40.6 2 0 0 1,458.7623
O_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 10 8.68% TFDSIVMDPK 534 543 35.1 26.2 30.9 1 0 0 1,168.5557
O_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 10 8.68% QLEPVYNSLAK 560 570 24.2 28.0 17.2 1 0 0 1,261.6787
P_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 9 9.15% VDATAETDLAK 235 245 45.6 27.2 40.8 2 0 0 1,133.5686
P_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 9 9.15% FDVSGYPTLK 247 256 35.0 27.4 0.0 4 0 0 1,126.5780
P_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 9 9.15% VSQGQLVVMQPEK 350 362 33.8 27.6 26.8 1 0 0 1,442.7673
P_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 9 9.15% FAMEPEEFDSDTLR 486 499 29.5 25.0 29.5 1 0 0 1,702.7267
P_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 5 5 9 9.15% QLEPVYNSLAK 560 570 27.5 28.0 22.6 1 0 0 1,261.6787
Q_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 3 3 7 5.43% IDATSASVLASR 120 131 90.7 28.4 79.0 2 0 0 1,190.6375
Q_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 3 3 7 5.43% FDVSGYPTLK 247 256 54.4 27.2 0.0 4 0 0 1,126.5780
Q_11 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 3 3 7 5.43% VSQGQLVVMQPEK 350 362 42.7 28.1 33.8 1 0 0 1,442.7673
Q_14 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 6 3.41% IDATSASVLASR 120 131 81.6 27.7 63.5 2 0 0 1,190.6375
Q_14 Protein disulfide‐isomerase A4 PDIA4_HUMAN 72,934 2 2 6 3.41% FDVSGYPTLK 247 256 36.1 27.2 0.0 4 0 0 1,126.5780
B_15 Protein disulfide‐isomerase A5 PDIA5_HUMAN 59,595 3 3 5 6.17% LLSTVAQAVK 66 75 41.9 25.0 34.7 2 0 0 1,029.6303
B_15 Protein disulfide‐isomerase A5 PDIA5_HUMAN 59,595 3 3 5 6.17% GPPLWEEDPGAK 140 151 28.4 25.9 22.8 1 0 0 1,295.6269
B_15 Protein disulfide‐isomerase A5 PDIA5_HUMAN 59,595 3 3 5 6.17% TELGFTNYIR 493 502 37.4 26.8 29.2 2 0 0 1,213.6212
A_10 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 8.18% DVIELTDDSFDK 161 172 61.2 25.0 59.2 2 0 0 1,396.6481
A_10 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 8.18% LAAVDATVNQVLASR 217 231 71.0 26.5 59.3 2 0 0 1,527.8489
A_10 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 8.18% NSYLEVLLK 314 322 28.5 25.8 22.8 2 0 0 1,078.6143
A_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 10 13 25 24.30% AATALKDVVK 68 77 30.5 26.1 7.4 1 0 0 1,015.6147
A_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 10 13 25 24.30% TGEAIVDAALSALR 119 132 99.9 27.9 77.5 2 2 0 1,386.7588
A_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 10 13 25 24.30% KDVIELTDDSFDK 160 172 79.6 27.8 57.1 2 2 0 1,524.7431
A_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 10 13 25 24.30% DVIELTDDSFDK 161 172 68.9 25.0 65.4 2 0 0 1,396.6481
A_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 10 13 25 24.30% NLEPEWAAAASEVK 195 208 35.5 26.4 27.5 0 2 0 1,514.7485
A_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 10 13 25 24.30% VKLAAVDATVNQVLASR 215 231 94.7 25.0 83.3 2 0 0 1,755.0123
A_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 10 13 25 24.30% LAAVDATVNQVLASR 217 231 94.0 27.0 74.7 2 2 0 1,527.8489
A_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 10 13 25 24.30% NSYLEVLLK 314 322 49.9 25.0 42.2 2 0 0 1,078.6143
A_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 10 13 25 24.30% GSFSEQGINEFLR 374 386 89.3 26.5 68.1 2 0 0 1,483.7176
A_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 10 13 25 24.30% GSTAPVGGGAFPTIVER 393 409 91.1 28.1 82.4 2 0 0 1,615.8440
A_14 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 2 4 6.14% DVIELTDDSFDK 161 172 40.9 25.0 39.2 2 0 0 1,396.6481
A_14 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 2 4 6.14% LAAVDATVNQVLASR 217 231 74.2 26.5 54.1 2 0 0 1,527.8489
B_10 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 8.18% DVIELTDDSFDK 161 172 35.8 25.0 35.8 2 0 0 1,396.6481
B_10 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 8.18% LAAVDATVNQVLASR 217 231 62.2 26.5 49.8 2 0 0 1,527.8489
B_10 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 8.18% NSYLEVLLK 314 322 26.5 25.8 21.1 2 0 0 1,078.6143
B_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 9 12 22 24.10% TGEAIVDAALSALR 119 132 86.7 28.0 72.5 2 0 0 1,386.7588
B_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 9 12 22 24.10% KDVIELTDDSFDK 160 172 81.9 28.0 55.7 2 1 0 1,524.7431
B_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 9 12 22 24.10% DVIELTDDSFDK 161 172 76.5 25.0 74.2 2 0 0 1,396.6481
B_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 9 12 22 24.10% NLEPEWAAAASEVK 195 208 56.2 26.6 47.5 2 2 0 1,514.7485
B_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 9 12 22 24.10% LAAVDATVNQVLASR 217 231 91.6 26.8 71.1 2 2 0 1,527.8489
B_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 9 12 22 24.10% GESPVDYDGGR 246 256 35.8 25.0 32.1 1 0 0 1,151.4965
B_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 9 12 22 24.10% NSYLEVLLK 314 322 50.8 25.8 38.6 2 0 0 1,078.6143
B_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 9 12 22 24.10% GSFSEQGINEFLR 374 386 75.1 26.5 55.1 2 0 0 1,483.7176
B_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 9 12 22 24.10% GSTAPVGGGAFPTIVER 393 409 89.0 27.9 76.6 2 0 0 1,615.8440
B_14 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 8.18% DVIELTDDSFDK 161 172 40.4 25.0 40.4 2 0 0 1,396.6481
B_14 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 8.18% LAAVDATVNQVLASR 217 231 81.4 26.5 62.1 2 0 0 1,527.8489
B_14 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 8.18% NSYLEVLLK 314 322 24.7 25.8 23.0 2 0 0 1,078.6143
C_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 11 15 29 25.70% AATALKDVVK 68 77 28.0 26.1 14.3 2 0 0 1,015.6147
C_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 11 15 29 25.70% TGEAIVDAALSALR 119 132 86.3 28.0 71.3 2 0 0 1,386.7588
C_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 11 15 29 25.70% KDVIELTDDSFDK 160 172 94.2 27.8 76.4 2 2 0 1,524.7431
C_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 11 15 29 25.70% DVIELTDDSFDK 161 172 65.0 25.0 59.6 2 0 0 1,396.6481
C_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 11 15 29 25.70% NLEPEWAAAASEVK 195 208 42.6 26.1 35.9 2 0 0 1,514.7485
C_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 11 15 29 25.70% VKLAAVDATVNQVLASR 215 231 79.1 25.0 63.2 2 2 0 1,755.0123
C_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 11 15 29 25.70% LAAVDATVNQVLASR 217 231 91.8 27.0 75.3 2 2 0 1,527.8489
C_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 11 15 29 25.70% IFQKGESPVDYDGGR 242 256 60.7 26.9 51.3 2 2 0 1,667.8026
C_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 11 15 29 25.70% GESPVDYDGGR 246 256 36.6 25.0 27.0 1 0 0 1,151.4965
C_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 11 15 29 25.70% GSFSEQGINEFLR 374 386 46.1 26.5 32.5 2 0 0 1,483.7176
C_13 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 11 15 29 25.70% GSTAPVGGGAFPTIVER 393 409 85.2 28.1 75.1 2 0 0 1,615.8440
C_14 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 3 4 5.45% LAAVDATVNQVLASR 217 231 79.8 26.6 65.1 2 1 0 1,527.8489
C_14 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 3 4 5.45% NSYLEVLLK 314 322 23.3 25.0 14.5 1 0 0 1,078.6143
D_20 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 5 9.55% AATALKDVVK 68 77 26.9 27.4 17.4 2 0 0 1,015.6147
D_20 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 5 9.55% LAAVDATVNQVLASR 217 231 74.3 27.5 59.6 1 0 0 1,527.8489
D_20 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 5 9.55% GSTAPVGGGAFPTIVER 393 409 63.3 28.1 52.6 2 0 0 1,615.8440
F_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 2 2 5.45% LAAVDATVNQVLASR 217 231 80.8 26.8 69.4 1 0 0 1,527.8489
F_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 2 2 5.45% NSYLEVLLK 314 322 25.1 26.1 16.5 1 0 0 1,078.6143
F_15 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 4 5 8 12.50% TGEAIVDAALSALR 119 132 66.6 28.0 53.6 1 0 0 1,386.7588
F_15 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 4 5 8 12.50% DVIELTDDSFDK 161 172 69.1 25.0 64.9 2 0 0 1,396.6481
F_15 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 4 5 8 12.50% NLEPEWAAAASEVK 195 208 24.1 26.1 17.6 1 0 0 1,514.7485
F_15 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 4 5 8 12.50% LAAVDATVNQVLASR 217 231 104.0 26.6 87.0 2 2 0 1,527.8489
G_15 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 3 5 6.14% DVIELTDDSFDK 161 172 33.2 25.4 28.7 1 0 0 1,396.6481
G_15 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 3 5 6.14% LAAVDATVNQVLASR 217 231 79.8 26.1 66.7 2 2 0 1,527.8489
H_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 6 6 11 16.40% KDVIELTDDSFDK 160 172 69.9 28.0 57.0 2 0 0 1,524.7431
H_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 6 6 11 16.40% DVIELTDDSFDK 161 172 79.2 25.0 76.5 2 0 0 1,396.6481
H_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 6 6 11 16.40% NLEPEWAAAASEVK 195 208 56.9 26.6 51.8 2 0 0 1,514.7485
H_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 6 6 11 16.40% LAAVDATVNQVLASR 217 231 87.8 26.8 71.3 2 0 0 1,527.8489



H_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 6 6 11 16.40% GSFSEQGINEFLR 374 386 57.7 26.4 40.1 1 0 0 1,483.7176
H_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 6 6 11 16.40% GSTAPVGGGAFPTIVER 393 409 95.9 27.9 83.3 2 0 0 1,615.8440
I_11 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 2 4 6.82% LAAVDATVNQVLASR 217 231 39.8 27.0 23.2 0 2 0 1,527.8489
I_11 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 2 4 6.82% IFQKGESPVDYDGGR 242 256 56.3 27.3 49.4 0 2 0 1,667.8026
I_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 5 7 12 16.40% DVIELTDDSFDK 161 172 54.7 25.2 46.9 1 0 0 1,396.6481
I_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 5 7 12 16.40% LAAVDATVNQVLASR 217 231 103.0 26.5 88.4 2 1 0 1,527.8489
I_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 5 7 12 16.40% IFQKGESPVDYDGGR 242 256 37.1 27.3 32.9 2 2 0 1,667.8026
I_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 5 7 12 16.40% GSFSEQGINEFLR 374 386 50.2 26.5 20.0 2 0 0 1,483.7176
I_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 5 7 12 16.40% GSTAPVGGGAFPTIVER 393 409 93.5 27.9 88.4 2 0 0 1,615.8440
J_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 10.00% DVIELTDDSFDK 161 172 68.5 25.1 65.2 2 0 0 1,396.6481
J_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 10.00% LAAVDATVNQVLASR 217 231 38.4 26.1 15.6 0 2 0 1,527.8489
J_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 10.00% GSTAPVGGGAFPTIVER 393 409 55.8 28.1 46.2 2 0 0 1,615.8440
K_11 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 2 3 7.05% NLEPEWAAAASEVK 195 208 28.1 26.6 19.0 1 0 0 1,514.7485
K_11 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 2 3 7.05% GSTAPVGGGAFPTIVER 393 409 64.3 27.9 60.9 2 0 0 1,615.8440
K_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 8 9 17 23.00% TGEAIVDAALSALR 119 132 105.0 27.9 78.1 2 0 0 1,386.7588
K_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 8 9 17 23.00% KDVIELTDDSFDK 160 172 60.6 28.0 46.5 2 0 0 1,524.7431
K_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 8 9 17 23.00% DVIELTDDSFDK 161 172 68.3 25.0 61.2 2 0 0 1,396.6481
K_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 8 9 17 23.00% NLEPEWAAAASEVK 195 208 77.5 26.6 66.2 2 0 0 1,514.7485
K_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 8 9 17 23.00% LAAVDATVNQVLASR 217 231 111.0 26.5 94.2 2 2 0 1,527.8489
K_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 8 9 17 23.00% IFQKGESPVDYDGGR 242 256 30.4 27.5 24.6 1 0 0 1,667.8026
K_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 8 9 17 23.00% GSFSEQGINEFLR 374 386 70.4 26.4 47.5 2 0 0 1,483.7176
K_12 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 8 9 17 23.00% GSTAPVGGGAFPTIVER 393 409 106.0 27.9 93.1 2 0 0 1,615.8440
L_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 2 3 6.36% LAAVDATVNQVLASR 217 231 105.0 26.1 91.6 2 0 0 1,527.8489
L_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 2 3 6.36% GSFSEQGINEFLR 374 386 45.9 26.6 25.4 1 0 0 1,483.7176
M_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 9.09% TGEAIVDAALSALR 119 132 92.7 27.8 68.2 2 0 0 1,386.7588
M_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 9.09% VKLAAVDATVNQVLASR 215 231 35.2 25.0 34.1 0 2 0 1,755.0123
M_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 9.09% NSYLEVLLK 314 322 36.0 25.8 25.3 2 0 0 1,078.6143
O_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 4 4 8 12.50% TGEAIVDAALSALR 119 132 96.4 27.5 79.8 2 0 0 1,386.7588
O_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 4 4 8 12.50% LAAVDATVNQVLASR 217 231 101.0 26.7 87.6 2 0 0 1,527.8489
O_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 4 4 8 12.50% NSYLEVLLK 314 322 44.3 25.8 29.9 2 0 0 1,078.6143
O_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 4 4 8 12.50% GSTAPVGGGAFPTIVER 393 409 57.3 27.9 48.8 2 0 0 1,615.8440
P_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 2 4 7.27% LAAVDATVNQVLASR 217 231 81.2 26.2 68.1 2 0 0 1,527.8489
P_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 2 2 4 7.27% GSTAPVGGGAFPTIVER 393 409 58.1 27.7 48.7 2 0 0 1,615.8440
Q_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 9.55% AATALKDVVK 68 77 35.1 26.2 20.0 2 0 0 1,015.6147
Q_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 9.55% LAAVDATVNQVLASR 217 231 102.0 26.1 83.8 2 0 0 1,527.8489
Q_08 Protein disulfide‐isomerase A6 PDIA6_HUMAN 48,122 3 3 6 9.55% GSTAPVGGGAFPTIVER 393 409 73.7 28.1 70.4 2 0 0 1,615.8440
A_11 Polymerase delta‐interacting protein 2 PDIP2_HUMAN 42,033 2 2 3 7.61% VLETVGVFEVPK 61 72 73.5 27.2 63.9 2 0 0 1,316.7461
A_11 Polymerase delta‐interacting protein 2 PDIP2_HUMAN 42,033 2 2 3 7.61% SQTEAVTFLANHDDSR 150 165 15.9 25.0 11.4 0 1 0 1,790.8304
B_11 Polymerase delta‐interacting protein 2 PDIP2_HUMAN 42,033 2 2 3 7.61% VLETVGVFEVPK 61 72 66.2 27.2 58.5 2 0 0 1,316.7461
B_11 Polymerase delta‐interacting protein 2 PDIP2_HUMAN 42,033 2 2 3 7.61% SQTEAVTFLANHDDSR 150 165 19.5 25.0 12.0 0 1 0 1,790.8304
K_09 Polymerase delta‐interacting protein 2 PDIP2_HUMAN 42,033 2 2 3 6.52% VLETVGVFEVPK 61 72 34.7 26.4 25.0 1 0 0 1,316.7461
K_09 Polymerase delta‐interacting protein 2 PDIP2_HUMAN 42,033 2 2 3 6.52% LENLDSDVVQLR 269 280 55.0 27.5 48.8 2 0 0 1,400.7381
A_02 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 6.38% DFEQPLAISR 23 32 42.0 27.6 20.7 2 0 0 1,175.6056
A_02 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 6.38% CGTGIVGVFVK 263 273 33.6 27.8 16.9 1 0 0 1,136.6134
A_03 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 4 4 8 11.60% LVGGKDFEQPLAISR 18 32 32.1 27.3 25.0 0 2 0 1,629.8961
A_03 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 4 4 8 11.60% DFEQPLAISR 23 32 54.6 27.8 32.5 2 0 0 1,175.6056
A_03 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 4 4 8 11.60% GCTDNLTLTVAR 72 83 66.1 27.4 56.4 2 0 0 1,320.6578
A_03 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 4 4 8 11.60% CGTGIVGVFVK 263 273 39.7 27.8 25.5 2 0 0 1,136.6134
A_04 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 8.51% GCTDNLTLTVAR 72 83 35.1 27.5 24.0 1 0 0 1,320.6578
A_04 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 8.51% SAMPFTASPASSTTAR 123 138 32.2 26.1 31.0 2 0 0 1,598.7479
A_05 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 4 7.90% DFEQPLAISR 23 32 59.7 27.9 35.0 2 0 0 1,175.6056
A_05 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 4 7.90% SAMPFTASPASSTTAR 123 138 50.5 26.4 40.4 2 0 0 1,598.7479
A_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 6 11.20% DFEQPLAISR 23 32 33.0 27.8 15.7 2 0 0 1,175.6056
A_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 6 11.20% SAMPFTASPASSTTAR 123 138 32.5 26.3 24.5 2 0 0 1,598.7479
A_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 6 11.20% CGTGIVGVFVK 263 273 36.0 27.8 19.5 2 0 0 1,136.6134
A_08 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 7.90% DFEQPLAISR 23 32 56.3 28.5 25.1 1 0 0 1,175.6056
A_08 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 7.90% SAMPFTASPASSTTAR 123 138 58.7 26.2 54.4 2 0 0 1,598.7479
A_10 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 4 8.21% SAMPFTASPASSTTAR 123 138 49.1 26.4 48.4 2 0 0 1,598.7479
A_10 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 4 8.21% CGTGIVGVFVK 263 273 38.7 27.8 22.1 2 0 0 1,136.6134
A_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 4 5 10 19.80% LVGGKDFEQPLAISR 18 32 39.7 27.4 27.9 0 2 0 1,629.8961
A_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 4 5 10 19.80% MNLASEPQEVLHIGSAHNR 104 122 50.8 27.6 47.3 0 2 2 2,119.0350
A_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 4 5 10 19.80% SAMPFTASPASSTTAR 123 138 42.3 26.3 31.5 2 0 0 1,598.7479
A_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 4 5 10 19.80% HPECYVCTDCGTNLK 280 294 38.2 25.0 37.9 0 2 0 1,853.7617
B_02 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 6.38% DFEQPLAISR 23 32 43.0 28.5 14.2 2 0 0 1,175.6056
B_02 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 6.38% CGTGIVGVFVK 263 273 37.3 28.2 29.0 1 0 0 1,136.6134
B_03 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 5 7.90% LVGGKDFEQPLAISR 18 32 31.6 27.2 20.6 0 1 0 1,629.8961
B_03 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 5 7.90% DFEQPLAISR 23 32 41.0 27.8 25.7 2 0 0 1,175.6056
B_03 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 5 7.90% CGTGIVGVFVK 263 273 44.2 28.2 22.8 2 0 0 1,136.6134
B_08 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 7.90% DFEQPLAISR 23 32 45.0 27.9 24.1 2 0 0 1,175.6056
B_08 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 7.90% SAMPFTASPASSTTAR 123 138 35.0 26.3 32.9 1 0 0 1,598.7479
B_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 7 8 14 28.30% LVGGKDFEQPLAISR 18 32 33.0 27.6 23.1 0 2 0 1,629.8961
B_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 7 8 14 28.30% IKGCTDNLTLTVAR 70 83 31.0 28.1 16.6 0 2 0 1,561.8369
B_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 7 8 14 28.30% VWSPLVTEEGKR 88 99 48.0 28.0 38.1 1 0 0 1,400.7533
B_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 7 8 14 28.30% MNLASEPQEVLHIGSAHNR 104 122 57.3 27.5 50.3 0 2 2 2,119.0350
B_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 7 8 14 28.30% SAMPFTASPASSTTAR 123 138 48.8 26.4 44.1 2 0 0 1,598.7479
B_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 7 8 14 28.30% HRHPECYVCTDCGTNLK 278 294 34.3 25.0 34.3 0 1 0 2,146.9217
B_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 7 8 14 28.30% HPECYVCTDCGTNLK 280 294 38.2 25.0 36.9 0 2 0 1,853.7617
C_04 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 2 8.21% SAMPFTASPASSTTAR 123 138 39.2 26.4 33.8 1 0 0 1,598.7479
C_04 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 2 8.21% CGTGIVGVFVK 263 273 24.2 27.8 18.4 1 0 0 1,136.6134
C_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 5 14.90% IKGCTDNLTLTVAR 70 83 40.6 28.1 32.3 0 2 0 1,561.8369
C_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 5 14.90% MNLASEPQEVLHIGSAHNR 104 122 24.0 26.8 21.6 0 1 0 2,119.0350
C_11 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 5 14.90% SAMPFTASPASSTTAR 123 138 43.9 26.3 43.9 2 0 0 1,598.7479
D_16 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 7.90% DFEQPLAISR 23 32 27.8 28.0 15.4 1 0 0 1,175.6056
D_16 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 7.90% SAMPFTASPASSTTAR 123 138 52.9 26.3 47.2 2 0 0 1,598.7479
F_03 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 4 10.00% DFEQPLAISR 23 32 35.7 28.5 24.9 1 0 0 1,175.6056
F_03 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 4 10.00% GCTDNLTLTVAR 72 83 28.1 27.7 15.6 2 0 0 1,320.6578
F_03 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 4 10.00% CGTGIVGVFVK 263 273 42.0 27.8 26.3 1 0 0 1,136.6134
F_04 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 6.38% DFEQPLAISR 23 32 41.1 28.5 22.3 2 0 0 1,175.6056
F_04 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 6.38% CGTGIVGVFVK 263 273 27.2 28.1 19.7 1 0 0 1,136.6134
F_05 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 4 6.69% DFEQPLAISR 23 32 32.7 28.5 3.8 2 0 0 1,175.6056
F_05 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 4 6.69% GCTDNLTLTVAR 72 83 37.6 27.6 27.2 2 0 0 1,320.6578
F_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 4 6.38% DFEQPLAISR 23 32 27.0 28.5 14.3 2 0 0 1,175.6056
F_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 4 6.38% CGTGIVGVFVK 263 273 31.4 27.8 17.1 2 0 0 1,136.6134
H_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 4 5 9 16.70% LVGGKDFEQPLAISR 18 32 36.9 27.6 30.3 0 2 0 1,629.8961
H_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 4 5 9 16.70% GCTDNLTLTVAR 72 83 52.0 27.7 36.1 2 0 0 1,320.6578
H_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 4 5 9 16.70% VWSPLVTEEGKR 88 99 16.6 27.5 5.3 0 1 0 1,400.7533
H_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 4 5 9 16.70% SAMPFTASPASSTTAR 123 138 40.1 26.6 32.3 4 0 0 1,582.7529
I_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 9.42% LVGGKDFEQPLAISR 18 32 34.7 27.4 19.3 0 1 0 1,629.8961
I_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 9.42% SAMPFTASPASSTTAR 123 138 44.1 26.4 38.2 2 0 0 1,598.7479
J_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 6.99% GCTDNLTLTVAR 72 83 39.5 27.7 28.4 1 0 0 1,320.6578
J_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 3 6.99% CGTGIVGVFVK 263 273 57.8 27.1 47.2 2 0 0 1,136.6134
K_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 5 5 10 19.10% DFEQPLAISR 23 32 62.9 28.1 39.9 2 0 0 1,175.6056
K_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 5 5 10 19.10% IKGCTDNLTLTVAR 70 83 44.6 28.2 40.9 2 0 0 1,561.8369
K_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 5 5 10 19.10% VWSPLVTEEGKR 88 99 27.8 27.4 22.8 2 0 0 1,400.7533
K_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 5 5 10 19.10% SAMPFTASPASSTTAR 123 138 39.3 26.9 35.3 2 0 0 1,598.7479
K_09 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 5 5 10 19.10% CGTGIVGVFVK 263 273 39.8 28.1 24.9 2 0 0 1,136.6134
L_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 5 12.80% SAMPFTASPASSTTAR 123 138 69.2 26.6 65.3 2 0 0 1,598.7479
L_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 5 12.80% CGTGIVGVFVK 263 273 42.4 27.2 33.5 2 0 0 1,136.6134
L_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 5 12.80% VTPPEGYEVVTVFPK 315 329 29.4 27.7 2.2 1 0 0 1,661.8786
M_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 4 8.51% GCTDNLTLTVAR 72 83 50.4 27.8 40.2 2 0 0 1,320.6578
M_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 4 8.51% SAMPFTASPASSTTAR 123 138 78.3 26.9 72.3 2 0 0 1,598.7479
P_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 4 8.51% GCTDNLTLTVAR 72 83 42.9 27.9 30.5 2 0 0 1,320.6578



P_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 2 2 4 8.51% SAMPFTASPASSTTAR 123 138 69.2 26.9 62.0 2 0 0 1,598.7479
Q_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 6 12.50% IKGCTDNLTLTVAR 70 83 39.0 27.5 34.7 0 2 0 1,561.8369
Q_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 6 12.50% SAMPFTASPASSTTAR 123 138 74.7 26.8 63.3 2 0 0 1,598.7479
Q_07 PDZ and LIM domain protein 1 PDLI1_HUMAN 36,071 3 3 6 12.50% CGTGIVGVFVK 263 273 40.7 27.2 31.9 2 0 0 1,136.6134
B_04 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 2 2 4 7.88% DFSAPLTISR 22 31 45.2 27.8 38.5 2 0 0 1,106.5841
B_04 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 2 2 4 7.88% IHIDPEIQDGSPTTSR 102 117 27.3 27.5 11.6 0 2 0 1,765.8718
C_04 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 2 2 4 7.88% DFSAPLTISR 22 31 36.9 27.8 32.0 2 0 0 1,106.5841
C_04 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 2 2 4 7.88% IHIDPEIQDGSPTTSR 102 117 26.9 27.6 20.0 0 2 0 1,765.8718
C_11 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 2 2 3 5.15% VDLGSEVYR 184 192 25.6 26.6 4.2 1 0 0 1,037.5262
C_11 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 2 2 3 5.15% GYFFLDER 292 299 22.5 25.3 15.2 2 0 0 1,046.4942
H_05 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 2 2 3 5.45% DFSAPLTISR 22 31 41.9 27.7 33.0 2 0 0 1,106.5841
H_05 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 2 2 3 5.45% GYFFLDER 292 299 24.4 25.9 15.9 1 0 0 1,046.4942
H_09 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 3 3 4 9.70% GPSPWGFR 9 16 32.1 27.9 18.0 2 0 0 903.4472
H_09 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 3 3 4 9.70% DFSAPLTISR 22 31 27.2 28.5 24.5 1 0 0 1,106.5841
H_09 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 3 3 4 9.70% MLREPAEPVAAEPK 193 206 17.0 27.4 10.3 0 1 0 1,537.8044
L_07 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 3 3 6 10.00% VDLGSEVYR 184 192 35.3 27.2 28.6 2 0 0 1,037.5262
L_07 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 3 3 6 10.00% LGAPLSGLQGLPECTR 242 257 35.6 27.8 19.7 2 0 0 1,668.8741
L_07 PDZ and LIM domain protein 4 PDLI4_HUMAN 35,398 3 3 6 10.00% GYFFLDER 292 299 35.2 25.3 29.7 2 0 0 1,046.4942
A_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 6 8 13 11.40% DFNMPLTISSLK 23 34 46.1 28.0 36.6 2 0 0 1,381.7034
A_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 6 8 13 11.40% GCTGSLNMTLQR 72 83 54.9 25.9 46.1 2 0 0 1,353.6251
A_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 6 8 13 11.40% ASAAPKPEPVPVQK 84 97 30.9 26.4 26.2 2 1 0 1,418.8003
A_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 6 8 13 11.40% ASAAPKPEPVPVQKGEPK 84 101 22.7 25.7 16.8 0 1 0 1,830.0122
A_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 6 8 13 11.40% EVVKPVPITSPAVSK 102 116 68.9 25.0 61.2 2 2 0 1,550.9153
A_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 6 8 13 11.40% LIEDTEDWRPR 264 274 23.5 26.5 5.0 0 1 0 1,429.7072
A_04 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 2 4.87% ASAAPKPEPVPVQK 84 97 23.7 26.0 23.0 0 1 0 1,418.8003
A_04 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 2 4.87% EVVKPVPITSPAVSK 102 116 16.9 25.0 15.0 0 1 0 1,550.9153
A_07 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 3 3 3 6.54% ASAAPKPEPVPVQK 84 97 17.5 26.0 15.9 0 1 0 1,418.8003
A_07 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 3 3 3 6.54% SPSWQRPNQGVPSTGR 360 375 20.2 27.2 17.7 0 1 0 1,753.8729
A_07 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 3 3 3 6.54% GPFLVALGK 429 437 39.1 28.0 33.3 1 0 0 901.5507
A_16 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 3.86% ASAAPKPEPVPVQK 84 97 18.0 26.4 16.4 0 1 0 1,418.8003
A_16 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 3.86% GPFLVALGK 429 437 29.9 28.0 16.7 2 0 0 901.5507
A_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 7 8 13 16.40% ASAAPKPEPVPVQK 84 97 23.0 26.6 23.0 2 2 0 1,418.8003
A_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 7 8 13 16.40% EVVKPVPITSPAVSK 102 116 32.1 25.0 32.1 2 0 0 1,550.9153
A_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 7 8 13 16.40% ILAQITGTEHLK 285 296 21.2 25.0 11.2 1 0 0 1,323.7633
A_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 7 8 13 16.40% KANNSQEPSPQLASSVASTR 305 324 25.4 27.7 17.7 0 1 0 2,072.0366
A_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 7 8 13 16.40% SPSWQRPNQGVPSTGR 360 375 22.8 26.9 21.0 0 1 0 1,753.8729
A_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 7 8 13 16.40% GPFLVALGK 429 437 45.3 28.0 36.5 2 0 0 901.5507
A_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 7 8 13 16.40% NTMAYIGFVEEK 451 462 36.3 25.6 29.5 2 0 0 1,417.6669
B_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 4.53% GCTGSLNMTLQR 72 83 36.9 25.9 27.7 2 0 0 1,353.6251
B_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 4.53% EVVKPVPITSPAVSK 102 116 31.4 25.0 17.8 0 1 0 1,550.9153
B_07 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 3 3 6 6.04% SPSWQRPNQGVPSTGR 360 375 21.2 26.9 15.4 0 2 0 1,753.8729
B_07 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 3 3 6 6.04% GPFLVALGK 429 437 55.3 28.0 40.4 2 0 0 901.5507
B_07 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 3 3 6 6.04% GALYCELCYEK 463 473 49.0 25.0 42.6 2 0 0 1,405.6128
B_08 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 2 3.36% GPFLVALGK 429 437 48.7 28.0 41.2 1 0 0 901.5507
B_08 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 2 3.36% GALYCELCYEK 463 473 34.3 25.0 30.2 1 0 0 1,405.6128
B_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 5 5 6 10.10% ASAAPKPEPVPVQK 84 97 25.1 25.9 25.0 0 1 0 1,418.8003
B_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 5 5 6 10.10% EVVKPVPITSPAVSK 102 116 28.8 25.0 28.8 1 0 0 1,550.9153
B_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 5 5 6 10.10% LIEDTEDWRPR 264 274 16.7 26.3 4.2 0 1 0 1,429.7072
B_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 5 5 6 10.10% GPFLVALGK 429 437 61.7 28.0 50.5 2 0 0 901.5507
B_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 5 5 6 10.10% GALYCELCYEK 463 473 26.4 25.0 23.1 1 0 0 1,405.6128
C_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 3 4 7 6.88% GCTGSLNMTLQR 72 83 33.8 25.7 30.6 2 0 0 1,353.6251
C_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 3 4 7 6.88% ASAAPKPEPVPVQK 84 97 27.0 26.2 19.0 0 1 0 1,418.8003
C_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 3 4 7 6.88% EVVKPVPITSPAVSK 102 116 33.5 25.0 32.4 2 2 0 1,550.9153
C_06 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 3.86% ASAAPKPEPVPVQK 84 97 24.8 26.0 18.0 0 1 0 1,418.8003
C_06 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 3.86% GPFLVALGK 429 437 40.8 28.0 26.5 2 0 0 901.5507
C_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 3.36% LIEDTEDWRPR 264 274 19.1 26.3 7.5 0 1 0 1,429.7072
C_17 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 3.36% GPFLVALGK 429 437 43.8 28.0 26.1 2 0 0 901.5507
F_05 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 4.53% GCTGSLNMTLQR 72 83 40.1 26.3 32.7 1 0 0 1,353.6251
F_05 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 4.53% EVVKPVPITSPAVSK 102 116 38.4 25.0 33.0 2 0 0 1,550.9153
H_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 4 4.36% EVVKPVPITSPAVSK 102 116 32.7 25.0 25.3 0 2 0 1,550.9153
H_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 4 4.36% LIEDTEDWRPR 264 274 25.6 26.3 15.6 0 2 0 1,429.7072
H_04 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 3 3 5 6.38% GCTGSLNMTLQR 72 83 43.5 26.4 31.9 1 0 0 1,337.6302
H_04 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 3 3 5 6.38% EVVKPVPITSPAVSK 102 116 42.5 25.0 42.0 2 0 0 1,550.9153
H_04 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 3 3 5 6.38% LIEDTEDWRPR 264 274 25.1 26.2 13.9 0 2 0 1,429.7072
H_05 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 2 4.36% YTEFYHVPTHSDASK 247 261 22.0 25.3 22.0 0 1 0 1,781.8129
H_05 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 2 4.36% LIEDTEDWRPR 264 274 22.7 26.5 15.6 0 1 0 1,429.7072
H_06 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 4 3.36% GPFLVALGK 429 437 47.7 28.0 29.8 2 0 0 901.5507
H_06 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 4 3.36% GALYCELCYEK 463 473 45.5 25.0 43.7 2 0 0 1,405.6128
I_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 3 4 4.36% EVVKPVPITSPAVSK 102 116 33.4 25.0 26.4 1 2 0 1,550.9153
I_03 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 3 4 4.36% LIEDTEDWRPR 264 274 25.7 26.2 17.7 0 1 0 1,429.7072
I_04 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 4.53% GCTGSLNMTLQR 72 83 39.7 26.4 39.7 1 0 0 1,337.6302
I_04 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 4.53% EVVKPVPITSPAVSK 102 116 34.0 25.0 33.7 2 0 0 1,550.9153
I_09 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 2 5.20% EVVKPVPITSPAVSK 102 116 20.0 25.0 20.0 0 1 0 1,550.9153
I_09 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 2 5.20% SPSWQRPNQGVPSTGR 360 375 22.3 27.3 10.5 0 1 0 1,753.8729
I_10 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 4.03% EVVKPVPITSPAVSK 102 116 33.2 25.0 31.9 0 1 0 1,550.9153
I_10 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 4.03% GPFLVALGK 429 437 32.3 28.0 21.3 2 0 0 901.5507
K_24 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 4.19% SPSWQRPNQGVPSTGR 360 375 17.9 27.0 14.3 0 1 0 1,753.8729
K_24 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 3 4.19% GPFLVALGK 429 437 43.4 28.0 31.8 2 0 0 901.5507
L_10 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 4 5.87% EVVKPVPITSPAVSK 102 116 33.2 25.0 31.5 0 2 0 1,550.9153
L_10 PDZ and LIM domain protein 5 PDLI5_HUMAN 63,944 2 2 4 5.87% KANNSQEPSPQLASSVASTR 305 324 33.6 27.7 33.6 0 2 0 2,072.0366
A_07 PDZ and LIM domain protein 7 PDLI7_HUMAN 49,844 2 2 3 4.60% DFNVPLSISR 23 32 25.2 28.7 18.7 2 0 0 1,147.6106
A_07 PDZ and LIM domain protein 7 PDLI7_HUMAN 49,844 2 2 3 4.60% YTFAPSVSLNK 104 114 24.9 27.0 24.9 1 0 0 1,226.6415
A_14 PDZ and LIM domain protein 7 PDLI7_HUMAN 49,844 2 2 4 7.22% HSQPATPTPLQSR 246 258 34.4 28.5 28.5 2 0 0 1,419.7340
A_14 PDZ and LIM domain protein 7 PDLI7_HUMAN 49,844 2 2 4 7.22% TSIVQAAAGGVPGGGSNNGK 259 278 77.8 27.0 71.1 2 0 0 1,741.8829
H_05 PDZ and LIM domain protein 7 PDLI7_HUMAN 49,844 2 2 3 5.69% LQGGKDFNVPLSISR 18 32 27.2 27.5 27.0 0 1 0 1,630.8913
H_05 PDZ and LIM domain protein 7 PDLI7_HUMAN 49,844 2 2 3 5.69% VLEEGGFFEEK 314 324 61.3 25.5 52.6 2 0 0 1,283.6155
I_06 PDZ and LIM domain protein 7 PDLI7_HUMAN 49,844 2 2 3 4.60% DFNVPLSISR 23 32 35.5 28.7 30.0 2 0 0 1,147.6106
I_06 PDZ and LIM domain protein 7 PDLI7_HUMAN 49,844 2 2 3 4.60% VLEEGGFFEEK 314 324 23.4 25.5 21.4 1 0 0 1,283.6155
A_03 Astrocytic phosphoprotein PEA‐15 PEA15_HUMAN 15,041 2 3 6 16.90% RPDLLTMVVDYR 72 83 47.9 28.0 32.9 2 2 0 1,493.7783
A_03 Astrocytic phosphoprotein PEA‐15 PEA15_HUMAN 15,041 2 3 6 16.90% ISEEDELDTK 89 98 36.9 25.0 36.9 2 0 0 1,178.5425
A_04 Astrocytic phosphoprotein PEA‐15 PEA15_HUMAN 15,041 2 3 5 16.90% RPDLLTMVVDYR 72 83 27.3 27.8 26.9 1 2 0 1,493.7783
A_04 Astrocytic phosphoprotein PEA‐15 PEA15_HUMAN 15,041 2 3 5 16.90% ISEEDELDTK 89 98 47.0 25.0 46.5 2 0 0 1,178.5425
H_04 Astrocytic phosphoprotein PEA‐15 PEA15_HUMAN 15,041 2 3 5 19.20% RPDLLTMVVDYR 72 83 43.2 27.6 32.1 1 2 0 1,493.7783
H_04 Astrocytic phosphoprotein PEA‐15 PEA15_HUMAN 15,041 2 3 5 19.20% ISEEDELDTKLTR 89 101 27.5 27.6 25.6 0 2 0 1,548.7754
L_03 Astrocytic phosphoprotein PEA‐15 PEA15_HUMAN 15,041 3 4 7 21.50% RPDLLTMVVDYR 72 83 35.3 28.5 26.1 0 1 0 1,493.7783
L_03 Astrocytic phosphoprotein PEA‐15 PEA15_HUMAN 15,041 3 4 7 21.50% VLKISEEDELDTK 86 98 49.8 28.4 36.3 2 2 0 1,518.7900
L_03 Astrocytic phosphoprotein PEA‐15 PEA15_HUMAN 15,041 3 4 7 21.50% ISEEDELDTKLTR 89 101 69.7 28.2 58.1 2 0 0 1,548.7754
A_06 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 3 5 19.80% NRPTSISWDGLDSGK 48 62 60.5 27.3 46.4 2 0 0 1,632.7978
A_06 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 3 5 19.80% LYTLVLTDPDAPSR 63 76 74.6 28.4 62.4 2 0 0 1,560.8270
A_06 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 3 5 19.80% LYEQLSGK 180 187 25.4 26.3 18.6 1 0 0 937.4990
B_06 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 3 4 20.30% NRPTSISWDGLDSGK 48 62 43.5 27.4 39.0 0 2 0 1,632.7978
B_06 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 3 4 20.30% LYTLVLTDPDAPSR 63 76 80.6 28.7 72.5 1 0 0 1,560.8270
B_06 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 3 4 20.30% CDEPILSNR 133 141 22.8 25.0 10.9 1 0 0 1,103.5151
D_10 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 4 8 26.20% NRPTSISWDGLDSGK 48 62 48.8 27.0 44.0 0 2 0 1,632.7978
D_10 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 4 8 26.20% LYTLVLTDPDAPSR 63 76 60.5 28.2 45.7 2 0 0 1,560.8270
D_10 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 4 8 26.20% GNDISSGTVLSDYVGSGPPK 94 113 98.2 26.9 96.3 2 2 0 1,949.9453
F_09 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 3 5 26.20% NRPTSISWDGLDSGK 48 62 62.4 27.3 58.2 0 2 0 1,632.7978
F_09 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 3 5 26.20% LYTLVLTDPDAPSR 63 76 68.1 28.7 61.8 2 0 0 1,560.8270
F_09 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 3 5 26.20% GNDISSGTVLSDYVGSGPPK 94 113 96.3 27.2 94.8 1 0 0 1,949.9453
L_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 4 7 26.70% NRPTSISWDGLDSGK 48 62 52.9 27.7 40.5 2 1 0 1,632.7978
L_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 4 7 26.70% LYTLVLTDPDAPSRK 63 77 30.8 26.7 27.0 0 2 0 1,688.9220
L_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 4 7 26.70% GNDISSGTVLSDYVGSGPPK 94 113 103.0 27.2 93.3 2 0 0 1,949.9453



N_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 2 2 2 18.20% LYTLVLTDPDAPSR 63 76 55.3 28.1 51.4 1 0 0 1,560.8270
N_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 2 2 2 18.20% GNDISSGTVLSDYVGSGPPK 94 113 76.9 27.3 72.7 1 0 0 1,949.9453
O_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 3 5 26.20% NRPTSISWDGLDSGK 48 62 36.8 27.8 34.9 0 1 0 1,632.7978
O_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 3 5 26.20% LYTLVLTDPDAPSR 63 76 83.2 28.1 76.9 2 0 0 1,560.8270
O_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 3 5 26.20% GNDISSGTVLSDYVGSGPPK 94 113 100.0 27.2 99.7 2 0 0 1,949.9453
P_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 4 7 26.20% NRPTSISWDGLDSGK 48 62 44.5 27.7 35.4 1 2 0 1,632.7978
P_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 4 7 26.20% LYTLVLTDPDAPSR 63 76 74.4 28.4 66.5 2 0 0 1,560.8270
P_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 3 4 7 26.20% GNDISSGTVLSDYVGSGPPK 94 113 100.0 27.3 100.0 2 0 0 1,949.9453
Q_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 4 4 7 26.70% NRPTSISWDGLDSGK 48 62 47.3 27.9 35.7 2 0 0 1,632.7978
Q_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 4 4 7 26.70% LYTLVLTDPDAPSR 63 76 65.3 28.1 54.3 2 0 0 1,560.8270
Q_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 4 4 7 26.70% LYTLVLTDPDAPSRK 63 77 25.4 26.9 16.8 0 1 0 1,688.9220
Q_04 Phosphatidylethanolamine‐binding protein 1 PEBP1_HUMAN 21,057 4 4 7 26.70% GNDISSGTVLSDYVGSGPPK 94 113 104.0 27.3 99.8 2 0 0 1,949.9453
B_22 Platelet endothelial cell adhesion molecule PECA1_HUMAN 82,536 4 4 6 6.78% STESYFIPEVR 90 100 29.4 26.3 23.1 1 0 0 1,327.6528
B_22 Platelet endothelial cell adhesion molecule PECA1_HUMAN 82,536 4 4 6 6.78% SELVTVTESFSTPK 224 237 51.7 28.2 43.8 2 0 0 1,524.7792
B_22 Platelet endothelial cell adhesion molecule PECA1_HUMAN 82,536 4 4 6 6.78% SDSGTYICTAGIDK 379 392 43.8 25.0 37.2 1 0 0 1,487.6685
B_22 Platelet endothelial cell adhesion molecule PECA1_HUMAN 82,536 4 4 6 6.78% ISYDAQFEVIK 413 423 39.2 27.7 25.0 2 0 0 1,312.6784
C_22 Platelet endothelial cell adhesion molecule PECA1_HUMAN 82,536 3 3 6 5.15% STESYFIPEVR 90 100 39.1 26.5 30.3 2 0 0 1,327.6528
C_22 Platelet endothelial cell adhesion molecule PECA1_HUMAN 82,536 3 3 6 5.15% EDTIVSQTQDFTK 362 374 58.0 25.3 55.6 2 0 0 1,511.7226
C_22 Platelet endothelial cell adhesion molecule PECA1_HUMAN 82,536 3 3 6 5.15% SDSGTYICTAGIDK 379 392 42.2 25.0 35.0 2 0 0 1,487.6685
C_23 Platelet endothelial cell adhesion molecule PECA1_HUMAN 82,536 2 2 4 3.39% STESYFIPEVR 90 100 41.4 26.5 25.6 2 0 0 1,327.6528
C_23 Platelet endothelial cell adhesion molecule PECA1_HUMAN 82,536 2 2 4 3.39% SELVTVTESFSTPK 224 237 68.7 28.2 58.4 2 0 0 1,524.7792
K_19 Platelet endothelial cell adhesion molecule PECA1_HUMAN 82,536 2 2 3 3.39% STESYFIPEVR 90 100 45.1 26.8 37.0 2 0 0 1,327.6528
K_19 Platelet endothelial cell adhesion molecule PECA1_HUMAN 82,536 2 2 3 3.39% SDSGTYICTAGIDK 379 392 46.5 25.0 41.2 1 0 0 1,487.6685
D_21 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 5 5 9 9.94% VPLALFALNR 18 27 68.1 26.3 63.0 2 0 0 1,113.6779
D_21 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 5 5 9 9.94% KNPAVQAGSIVVLQGGEETQR 36 56 38.9 26.7 30.8 0 1 0 2,181.1624
D_21 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 5 5 9 9.94% NPAVQAGSIVVLQGGEETQR 37 56 45.8 27.1 41.9 0 2 0 2,053.0674
D_21 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 5 5 9 9.94% YCTDTGVLFR 57 66 56.0 25.0 50.6 2 0 0 1,231.5777
D_21 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 5 5 9 9.94% AVYEAVLR 304 311 32.3 27.1 20.7 2 0 0 920.5199
E_21 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 2 2 4 3.85% VPLALFALNR 18 27 56.4 26.4 50.0 2 0 0 1,113.6779
E_21 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 2 2 4 3.85% TDMELEVLR 188 196 45.2 27.7 36.0 2 0 0 1,121.5509
F_15 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 4 4 8 8.32% VPLALFALNR 18 27 44.2 25.5 44.2 2 0 0 1,113.6779
F_15 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 4 4 8 8.32% KNPAVQAGSIVVLQGGEETQR 36 56 49.5 26.7 43.5 0 2 0 2,181.1624
F_15 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 4 4 8 8.32% NPAVQAGSIVVLQGGEETQR 37 56 53.2 27.0 52.2 0 2 0 2,053.0674
F_15 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 4 4 8 8.32% YCTDTGVLFR 57 66 55.5 25.0 45.6 2 0 0 1,231.5777
F_16 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 2 2 4 3.85% YCTDTGVLFR 57 66 28.9 25.0 23.8 2 0 0 1,231.5777
F_16 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 2 2 4 3.85% TDMELEVLR 188 196 51.0 28.0 41.3 2 0 0 1,105.5559
G_16 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 4 4 7 7.30% YCTDTGVLFR 57 66 38.1 25.0 27.0 2 0 0 1,231.5777
G_16 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 4 4 7 7.30% VFKTDMELEVLR 185 196 21.8 28.0 17.1 0 1 0 1,495.7827
G_16 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 4 4 7 7.30% TDMELEVLR 188 196 68.3 28.8 52.8 2 0 0 1,105.5559
G_16 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 4 4 7 7.30% TVEEIEACMAGCDK 471 484 62.0 25.0 62.0 2 0 0 1,612.6654
L_09 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 2 2 3 4.06% VPLALFALNR 18 27 58.1 25.5 50.7 2 0 0 1,113.6779
L_09 Xaa‐Pro dipeptidase PEPD_HUMAN 54,548 2 2 3 4.06% YCTDTGVLFR 57 66 26.4 25.0 19.7 1 0 0 1,231.5777
D_05 Prefoldin subunit 1 PFD1_HUMAN 14,211 2 2 3 15.60% AFTELQAK 12 19 19.0 27.2 2.8 1 0 0 907.4884
D_05 Prefoldin subunit 1 PFD1_HUMAN 14,211 2 2 3 15.60% LADIQIEQLNR 29 39 58.5 26.2 53.8 2 0 0 1,312.7221
H_03 Prefoldin subunit 1 PFD1_HUMAN 14,211 2 2 3 19.70% LADIQIEQLNR 29 39 62.7 26.4 43.6 2 0 0 1,312.7221
H_03 Prefoldin subunit 1 PFD1_HUMAN 14,211 2 2 3 19.70% EAEDNIREMLMAR 107 119 24.1 25.0 23.7 0 1 0 1,609.7310
A_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 4 5 8 24.70% GAVSAEQVIAGFNR 19 32 35.2 28.4 17.5 2 2 0 1,418.7386
A_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 4 5 8 24.70% MVGGVLVER 73 81 54.0 29.4 36.5 1 0 0 975.5293
A_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 4 5 8 24.70% EVLPALENNK 85 94 20.5 25.0 16.4 1 0 0 1,126.6103
A_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 4 5 8 24.70% EVLPALENNKEQIQK 85 99 33.1 26.3 19.6 2 0 0 1,752.9492
B_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 3 4 7 18.80% GAVSAEQVIAGFNR 19 32 59.5 28.4 48.8 2 2 0 1,418.7386
B_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 3 4 7 18.80% EVLPALENNK 85 94 21.3 25.0 18.2 1 0 0 1,126.6103
B_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 3 4 7 18.80% EVLPALENNKEQIQK 85 99 50.3 26.2 40.4 2 0 0 1,752.9492
C_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 3 3 5 24.70% GAVSAEQVIAGFNR 19 32 32.8 28.4 27.5 2 0 0 1,418.7386
C_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 3 3 5 24.70% MVGGVLVER 73 81 51.2 29.1 39.9 2 0 0 975.5293
C_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 3 3 5 24.70% EVLPALENNKEQIQK 85 99 36.0 26.3 33.0 1 0 0 1,752.9492
D_07 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 2 3 14.90% GAVSAEQVIAGFNR 19 32 45.9 28.5 34.3 1 0 0 1,418.7386
D_07 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 2 3 14.90% MVGGVLVER 73 81 40.1 29.0 27.6 2 0 0 975.5293
F_07 Prefoldin subunit 2 PFD2_HUMAN 16,648 4 4 5 23.40% MVGGVLVER 73 81 49.3 29.2 31.8 2 0 0 975.5293
F_07 Prefoldin subunit 2 PFD2_HUMAN 16,648 4 4 5 23.40% EVLPALENNK 85 94 19.8 25.0 16.8 1 0 0 1,126.6103
F_07 Prefoldin subunit 2 PFD2_HUMAN 16,648 4 4 5 23.40% EVLPALENNKEQIQK 85 99 26.0 26.5 23.6 0 1 0 1,752.9492
F_07 Prefoldin subunit 2 PFD2_HUMAN 16,648 4 4 5 23.40% IIETLTQQLQAK 100 111 60.5 26.6 51.9 1 0 0 1,385.8001
G_07 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 3 6 13.60% MVGGVLVER 73 81 39.4 28.6 30.0 4 0 0 975.5293
G_07 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 3 6 13.60% IIETLTQQLQAK 100 111 72.0 25.1 60.1 2 0 0 1,385.8001
H_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 4 6 10 32.50% GAVSAEQVIAGFNR 19 32 50.5 28.6 43.2 2 2 0 1,418.7386
H_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 4 6 10 32.50% MVGGVLVER 73 81 49.4 29.3 32.7 2 0 0 959.5343
H_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 4 6 10 32.50% EVLPALENNKEQIQK 85 99 35.0 25.9 19.6 1 1 0 1,752.9492
H_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 4 6 10 32.50% IIETLTQQLQAK 100 111 75.3 25.8 69.8 2 0 0 1,385.8001
I_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 2 4 17.50% EVLPALENNKEQIQK 85 99 36.2 25.9 28.3 2 0 0 1,752.9492
I_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 2 4 17.50% IIETLTQQLQAK 100 111 76.0 25.9 68.2 2 0 0 1,385.8001
L_03 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 2 4 13.60% MVGGVLVER 73 81 46.7 28.6 25.2 2 0 0 975.5293
L_03 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 2 4 13.60% IIETLTQQLQAK 100 111 78.4 25.3 73.8 2 0 0 1,385.8001
L_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 2 2 14.90% GAVSAEQVIAGFNR 19 32 57.5 28.4 49.0 1 0 0 1,418.7386
L_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 2 2 14.90% MVGGVLVER 73 81 59.4 28.6 48.4 1 0 0 975.5293
Q_03 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 2 2 13.60% MVGGVLVER 73 81 39.6 28.5 31.9 1 0 0 975.5293
Q_03 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 2 2 13.60% IIETLTQQLQAK 100 111 42.9 25.1 39.6 1 0 0 1,385.8001
Q_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 2 2 13.60% MVGGVLVER 73 81 43.1 28.5 24.9 1 0 0 975.5293
Q_04 Prefoldin subunit 2 PFD2_HUMAN 16,648 2 2 2 13.60% IIETLTQQLQAK 100 111 61.7 25.3 55.2 1 0 0 1,385.8001
A_06 Prefoldin subunit 3 PFD3_HUMAN 22,659 2 2 4 11.20% FLLADNLYCK 105 114 51.1 26.5 40.9 2 0 0 1,256.6345
A_06 Prefoldin subunit 3 PFD3_HUMAN 22,659 2 2 4 11.20% DQFTTTEVNMAR 167 178 77.8 25.0 64.4 2 0 0 1,428.6425
C_06 Prefoldin subunit 3 PFD3_HUMAN 22,659 2 2 4 9.64% FMELNLAQK 62 70 25.5 26.9 16.3 2 0 0 1,109.5661
C_06 Prefoldin subunit 3 PFD3_HUMAN 22,659 2 2 4 9.64% FLLADNLYCK 105 114 40.8 26.5 34.7 2 0 0 1,256.6345
F_09 Prefoldin subunit 3 PFD3_HUMAN 22,659 2 2 2 8.63% FLLADNLYCK 105 114 30.8 26.5 22.7 1 0 0 1,256.6345
F_09 Prefoldin subunit 3 PFD3_HUMAN 22,659 2 2 2 8.63% VYNWDVK 179 185 23.9 26.5 13.7 1 0 0 923.4621
H_06 Prefoldin subunit 3 PFD3_HUMAN 22,659 2 3 4 10.70% FMELNLAQK 62 70 33.3 27.7 30.0 1 0 0 1,109.5661
H_06 Prefoldin subunit 3 PFD3_HUMAN 22,659 2 3 4 10.70% DQFTTTEVNMAR 167 178 68.5 25.0 64.7 3 0 0 1,412.6475
I_06 Prefoldin subunit 3 PFD3_HUMAN 22,659 3 3 6 13.20% FMELNLAQK 62 70 38.5 27.7 22.6 2 0 0 1,093.5711
I_06 Prefoldin subunit 3 PFD3_HUMAN 22,659 3 3 6 13.20% FLLADNLYCK 105 114 45.9 26.4 26.3 2 0 0 1,256.6345
I_06 Prefoldin subunit 3 PFD3_HUMAN 22,659 3 3 6 13.20% VYNWDVK 179 185 24.9 26.6 15.4 2 0 0 923.4621
L_05 Prefoldin subunit 3 PFD3_HUMAN 22,659 3 3 4 13.20% FMELNLAQK 62 70 27.2 27.3 17.6 1 0 0 1,109.5661
L_05 Prefoldin subunit 3 PFD3_HUMAN 22,659 3 3 4 13.20% FLLADNLYCK 105 114 49.1 27.2 37.6 2 0 0 1,256.6345
L_05 Prefoldin subunit 3 PFD3_HUMAN 22,659 3 3 4 13.20% VYNWDVK 179 185 32.7 26.8 19.0 1 0 0 923.4621
A_04 Prefoldin subunit 4 PFD4_HUMAN 15,329 2 2 3 20.10% AAAEDVNVTFEDQQK 8 22 55.3 25.4 55.3 2 0 0 1,664.7763
A_04 Prefoldin subunit 4 PFD4_HUMAN 15,329 2 2 3 20.10% FGSNINLEADES 123 134 21.4 25.0 21.4 1 0 0 1,295.5750
F_06 Prefoldin subunit 4 PFD4_HUMAN 15,329 3 4 7 20.90% KAAAEDVNVTFEDQQK 7 22 51.4 27.1 47.0 0 2 0 1,792.8713
F_06 Prefoldin subunit 4 PFD4_HUMAN 15,329 3 4 7 20.90% AAAEDVNVTFEDQQK 8 22 84.0 25.3 82.6 2 1 0 1,664.7763
F_06 Prefoldin subunit 4 PFD4_HUMAN 15,329 3 4 7 20.90% FGSNINLEADES 123 134 41.0 25.0 36.5 2 0 0 1,295.5750
H_04 Prefoldin subunit 4 PFD4_HUMAN 15,329 3 3 5 29.10% AAAEDVNVTFEDQQK 8 22 58.2 25.4 58.2 2 0 0 1,664.7763
H_04 Prefoldin subunit 4 PFD4_HUMAN 15,329 3 3 5 29.10% NLQEEIDALESR 93 104 70.7 27.4 58.2 2 0 0 1,416.6966
H_04 Prefoldin subunit 4 PFD4_HUMAN 15,329 3 3 5 29.10% FGSNINLEADES 123 134 39.0 25.0 35.9 1 0 0 1,295.5750
L_03 Prefoldin subunit 4 PFD4_HUMAN 15,329 3 3 5 22.40% AAAEDVNVTFEDQQK 8 22 87.0 26.0 85.5 2 0 0 1,664.7763
L_03 Prefoldin subunit 4 PFD4_HUMAN 15,329 3 3 5 22.40% AAAEDVNVTFEDQQKINK 8 25 30.7 27.5 26.8 0 1 0 2,019.9983
L_03 Prefoldin subunit 4 PFD4_HUMAN 15,329 3 3 5 22.40% VLADLKVQLYAK 111 122 68.1 25.0 42.9 2 0 0 1,360.8200
M_03 Prefoldin subunit 4 PFD4_HUMAN 15,329 2 2 3 20.10% AAAEDVNVTFEDQQK 8 22 65.8 25.5 64.5 2 0 0 1,664.7763
M_03 Prefoldin subunit 4 PFD4_HUMAN 15,329 2 2 3 20.10% FGSNINLEADES 123 134 36.2 25.0 35.2 1 0 0 1,295.5750
A_04 Prefoldin subunit 5 PFD5_HUMAN 17,328 2 2 3 14.90% DCLNVLNK 48 55 47.2 28.5 28.2 2 0 0 975.4929
A_04 Prefoldin subunit 5 PFD5_HUMAN 17,328 2 2 3 14.90% IQQLTALGAAQATAK 139 153 50.3 26.4 44.1 0 1 0 1,484.8433
C_04 Prefoldin subunit 5 PFD5_HUMAN 17,328 2 3 6 14.90% DCLNVLNK 48 55 31.3 28.5 14.6 2 0 0 975.4929
C_04 Prefoldin subunit 5 PFD5_HUMAN 17,328 2 3 6 14.90% IQQLTALGAAQATAK 139 153 126.0 26.6 111.0 2 2 0 1,484.8433
F_07 Prefoldin subunit 5 PFD5_HUMAN 17,328 2 2 3 10.40% IQQLTALGAAQATAK 139 153 117.0 26.5 106.0 2 0 0 1,484.8433
F_07 Prefoldin subunit 5 PFD5_HUMAN 17,328 2 2 3 10.40% IQQLTALGAAQATAKA 139 154 47.5 25.6 47.5 1 0 0 1,555.8804
G_07 Prefoldin subunit 5 PFD5_HUMAN 17,328 2 2 4 14.90% DCLNVLNK 48 55 26.2 28.0 16.0 2 0 0 975.4929



G_07 Prefoldin subunit 5 PFD5_HUMAN 17,328 2 2 4 14.90% IQQLTALGAAQATAK 139 153 94.2 26.2 86.4 2 0 0 1,484.8433
H_04 Prefoldin subunit 5 PFD5_HUMAN 17,328 2 2 4 14.90% DCLNVLNK 48 55 39.7 28.3 18.5 2 0 0 975.4929
H_04 Prefoldin subunit 5 PFD5_HUMAN 17,328 2 2 4 14.90% IQQLTALGAAQATAK 139 153 111.0 26.4 94.7 2 0 0 1,484.8433
I_04 Prefoldin subunit 5 PFD5_HUMAN 17,328 2 2 4 14.90% DCLNVLNK 48 55 34.9 28.3 14.4 2 0 0 975.4929
I_04 Prefoldin subunit 5 PFD5_HUMAN 17,328 2 2 4 14.90% IQQLTALGAAQATAK 139 153 112.0 26.4 98.1 2 0 0 1,484.8433
A_03 Prefoldin subunit 6 PFD6_HUMAN 14,555 3 3 6 17.80% RLDYITAEIK 79 88 31.4 25.4 22.8 2 0 0 1,221.6839
A_03 Prefoldin subunit 6 PFD6_HUMAN 14,555 3 3 6 17.80% RLDYITAEIKR 79 89 49.7 25.6 42.0 0 2 0 1,377.7850
A_03 Prefoldin subunit 6 PFD6_HUMAN 14,555 3 3 6 17.80% ETLAQLQQEFQR 106 117 60.4 28.7 51.0 2 0 0 1,490.7599
F_06 Prefoldin subunit 6 PFD6_HUMAN 14,555 2 2 2 8.53% RLDYITAEIKR 79 89 28.6 25.6 23.0 0 1 0 1,377.7850
F_06 Prefoldin subunit 6 PFD6_HUMAN 14,555 2 2 2 8.53% LDYITAEIK 80 88 23.0 26.5 13.9 1 0 0 1,065.5828
H_03 Prefoldin subunit 6 PFD6_HUMAN 14,555 3 3 5 17.80% RLDYITAEIKR 79 89 53.9 25.6 41.0 0 2 0 1,377.7850
H_03 Prefoldin subunit 6 PFD6_HUMAN 14,555 3 3 5 17.80% LDYITAEIK 80 88 50.3 26.9 42.2 2 0 0 1,065.5828
H_03 Prefoldin subunit 6 PFD6_HUMAN 14,555 3 3 5 17.80% ETLAQLQQEFQR 106 117 65.4 28.7 60.5 1 0 0 1,490.7599
K_03 Prefoldin subunit 6 PFD6_HUMAN 14,555 3 3 5 8.53% RLDYITAEIK 79 88 21.6 25.9 14.1 1 0 0 1,221.6839
K_03 Prefoldin subunit 6 PFD6_HUMAN 14,555 3 3 5 8.53% RLDYITAEIKR 79 89 43.1 25.5 32.4 0 2 0 1,377.7850
K_03 Prefoldin subunit 6 PFD6_HUMAN 14,555 3 3 5 8.53% LDYITAEIK 80 88 34.0 26.9 30.5 2 0 0 1,065.5828
L_03 Prefoldin subunit 6 PFD6_HUMAN 14,555 2 2 4 16.30% LDYITAEIK 80 88 31.2 26.7 20.0 2 0 0 1,065.5828
L_03 Prefoldin subunit 6 PFD6_HUMAN 14,555 2 2 4 16.30% ETLAQLQQEFQR 106 117 58.4 28.7 53.8 2 0 0 1,490.7599
A_08 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 4 4 6 21.30% HGESAWNLENR 11 21 70.9 25.0 70.7 2 0 0 1,312.6028
A_08 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 4 4 6 21.30% HYGGLTGLNKAETAAK 91 106 41.5 28.3 41.5 1 0 0 1,630.8549
A_08 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 4 4 6 21.30% YADLTEDQLPSCESLK 142 157 34.1 25.0 28.5 1 0 0 1,868.8585
A_08 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 4 4 6 21.30% VLIAAHGNSLR 181 191 62.2 25.0 58.2 2 0 0 1,150.6691
B_08 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 5 5 11 26.00% HGESAWNLENR 11 21 54.6 25.0 48.6 2 0 0 1,312.6028
B_08 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 5 5 11 26.00% FSGWYDADLSPAGHEEAK 22 39 46.9 25.0 44.8 0 2 0 1,979.8771
B_08 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 5 5 11 26.00% HYGGLTGLNK 91 100 35.0 28.3 26.0 1 0 0 1,059.5583
B_08 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 5 5 11 26.00% YADLTEDQLPSCESLK 142 157 57.1 25.0 45.9 2 0 0 1,868.8585
B_08 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 5 5 11 26.00% VLIAAHGNSLR 181 191 58.8 25.6 48.0 4 0 0 1,150.6691
C_08 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 2 2 4 8.66% HGESAWNLENR 11 21 27.6 25.0 27.6 2 0 0 1,312.6028
C_08 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 2 2 4 8.66% VLIAAHGNSLR 181 191 58.1 25.0 52.5 2 0 0 1,150.6691
D_13 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 7 7 12 35.80% HGESAWNLENR 11 21 47.7 25.0 47.7 2 0 0 1,312.6028
D_13 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 7 7 12 35.80% FSGWYDADLSPAGHEEAK 22 39 34.5 25.0 31.5 0 2 0 1,979.8771
D_13 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 7 7 12 35.80% DAGYEFDICFTSVQK 47 61 30.0 25.0 26.3 1 0 0 1,779.7896
D_13 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 7 7 12 35.80% DAGYEFDICFTSVQKR 47 62 17.4 25.0 12.9 0 1 0 1,935.8907
D_13 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 7 7 12 35.80% YADLTEDQLPSCESLKDTIAR 142 162 50.7 26.2 46.7 0 2 0 2,425.1555
D_13 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 7 7 12 35.80% ALPFWNEEIVPQIK 163 176 61.7 27.8 46.6 2 0 0 1,683.9106
D_13 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 7 7 12 35.80% VLIAAHGNSLR 181 191 41.6 25.2 35.2 2 0 0 1,150.6691
E_12 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 3 3 3 13.80% HYGGLTGLNK 91 100 16.9 27.7 8.8 1 0 0 1,059.5583
E_12 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 3 3 3 13.80% ALPFWNEEIVPQIK 163 176 30.8 27.5 15.5 1 0 0 1,683.9106
E_12 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 3 3 3 13.80% VLIAAHGNSLR 181 191 24.0 25.2 18.8 1 0 0 1,150.6691
L_05 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 2 2 3 10.60% HGESAWNLENR 11 21 73.0 25.0 69.0 2 0 0 1,312.6028
L_05 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 2 2 3 10.60% YADLTEDQLPSCESLK 142 157 39.1 25.1 36.8 1 0 0 1,868.8585
L_09 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 2 2 4 8.66% HGESAWNLENR 11 21 56.2 25.0 56.2 2 0 0 1,312.6028
L_09 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 2 2 4 8.66% VLIAAHGNSLR 181 191 46.1 25.0 35.9 2 0 0 1,150.6691
P_09 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 2 2 3 8.66% HGESAWNLENR 11 21 22.5 25.0 22.5 1 0 0 1,312.6028
P_09 Phosphoglycerate mutase 1 PGAM1_HUMAN 28,805 2 2 3 8.66% VLIAAHGNSLR 181 191 44.2 25.0 32.6 2 0 0 1,150.6691
A_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 7 16 1.55% LVSEDPINDGEWHR 4282 4295 61.1 26.2 61.1 2 2 0 1,666.7821
A_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 7 16 1.55% RGSIQVDGEELVSGR 4304 4318 56.6 28.0 45.2 0 2 0 1,601.8243
A_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 7 16 1.55% GSIQVDGEELVSGR 4305 4318 72.8 27.2 29.5 4 0 0 1,445.7232
A_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 7 16 1.55% SPGPNVAVNAK 4319 4329 52.6 26.0 47.6 2 0 0 1,053.5687
A_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 7 16 1.55% GSVYIGGAPDVATLTGGR 4330 4347 68.7 27.9 58.5 2 0 0 1,690.8761
A_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 7 16 1.55% FSSGITGCVK 4348 4357 25.8 26.3 5.7 2 0 0 1,055.5191
A_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.50% LEGDTLIIPR 3258 3267 28.6 25.0 21.1 2 0 0 1,126.6469
A_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.50% AGLSSGFIGCVR 3810 3821 44.5 27.6 30.7 1 0 0 1,223.6202
A_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 5 0.82% SIEYSPQLEDAGSR 93 106 53.2 25.4 52.8 1 0 0 1,551.7286
A_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 5 0.82% LEGDTLIIPR 3258 3267 41.9 25.5 34.6 2 0 0 1,126.6469
A_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 5 0.82% AGLSSGFIGCVR 3810 3821 62.5 28.2 51.5 2 0 0 1,223.6202
A_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 7 1.02% LEGDTLIIPR 3258 3267 40.4 25.5 33.3 2 0 0 1,126.6469
A_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 7 1.02% IAHVELADAGQYR 3542 3554 29.5 27.8 15.2 1 0 0 1,442.7387
A_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 7 1.02% FDAGSGMATIR 3737 3747 67.4 25.0 56.1 2 0 0 1,141.5308
A_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 7 1.02% YELGSGLAVLR 3993 4003 61.8 27.2 43.8 2 0 0 1,177.6576
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% SIEYSPQLEDAGSR 93 106 68.3 25.3 60.3 2 0 0 1,551.7286
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% TPSGLYLGTCER 1147 1158 29.9 26.4 29.9 2 0 0 1,353.6469
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% SPAYTLVWTR 1799 1808 27.3 27.0 22.2 1 0 0 1,193.6313
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% AMDFNGILTIR 1818 1828 47.0 27.5 36.8 2 0 0 1,266.6513
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% LPQVSPADSGEYVCR 2104 2118 24.7 25.9 21.9 1 0 0 1,677.7902
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% AVTLECVSAGEPR 3129 3141 88.4 26.8 77.4 2 0 0 1,388.6839
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% CSATGSPAPTIHWSK 3233 3247 25.9 25.4 24.4 0 1 0 1,599.7585
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% LEGDTLIIPR 3258 3267 61.6 25.0 48.5 2 0 0 1,126.6469
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% IAHVELADAGQYR 3542 3554 70.9 27.6 63.8 2 0 0 1,442.7387
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% RVPGSPTNLANR 3708 3719 23.4 26.4 15.5 2 0 0 1,281.7022
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% VPGSPTNLANR 3709 3719 39.3 27.8 33.9 1 0 0 1,125.6011
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% FDAGSGMATIR 3737 3747 72.3 25.0 65.8 2 0 0 1,141.5308
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% AGLSSGFIGCVR 3810 3821 63.1 28.2 46.0 2 0 0 1,223.6202
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% YELGSGLAVLR 3993 4003 72.1 27.7 49.1 2 0 0 1,177.6576
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% CLCLPGFSGPR 4164 4174 39.5 25.5 36.4 2 0 0 1,263.5975
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% LVSEDPINDGEWHR 4282 4295 25.9 26.1 23.6 0 1 0 1,666.7821
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% GSIQVDGEELVSGR 4305 4318 50.4 27.1 31.0 2 0 0 1,445.7232
A_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 30 4.74% FSSGITGCVK 4348 4357 24.7 26.3 9.0 1 0 0 1,055.5191
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% SIEYSPQLEDAGSR 93 106 75.3 25.5 70.6 2 0 0 1,551.7286
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% RPEEVCGPTQFR 363 374 34.1 26.1 15.6 0 2 0 1,475.7061
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% EQAWQRPDGQPATR 1061 1074 22.2 26.7 16.4 0 1 0 1,639.7937
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% TPSGLYLGTCER 1147 1158 36.2 26.2 36.2 2 0 0 1,353.6469
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% AMDFNGILTIR 1818 1828 40.5 27.5 29.1 2 0 0 1,266.6513
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% LYQASPADSGEYVCR 2394 2408 33.1 25.0 30.0 1 0 0 1,715.7694
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% LHQMSVADSGEYVCR 2683 2697 41.8 25.0 17.9 0 2 0 1,767.7789
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% AVTLECVSAGEPR 3129 3141 81.8 26.6 73.2 2 0 0 1,388.6839
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% CSATGSPAPTIHWSK 3233 3247 30.0 25.6 19.7 0 1 0 1,599.7585
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% SIGASVEFHCAVPSDR 3412 3427 18.8 25.6 15.4 0 1 0 1,731.8119
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% VGGHLRPGIVQSGGVVR 3525 3541 40.2 25.0 35.8 0 2 0 1,687.9716
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% IAHVELADAGQYR 3542 3554 62.4 27.3 55.8 2 0 0 1,442.7387
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% AFAHLQVPER 3652 3661 37.8 27.2 31.1 2 0 0 1,167.6269
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% AGLSSGFIGCVR 3810 3821 72.8 28.2 48.4 2 0 0 1,223.6202
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% YELGSGLAVLR 3993 4003 82.1 27.2 67.1 2 0 0 1,177.6576
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% GDLCEHEENPCQLR 4137 4150 20.3 25.0 19.2 0 2 0 1,756.7380
A_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 30 5.12% CLCLPGFSGPR 4164 4174 26.9 25.9 21.0 2 0 0 1,263.5975
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% SIEYSPQLEDAGSR 93 106 78.2 25.3 74.2 2 0 0 1,551.7286
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% LGTVPQFPR 189 197 41.0 27.2 21.8 2 0 0 1,014.5732
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% RPEEVCGPTQFR 363 374 29.6 25.8 19.2 0 2 0 1,475.7061
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% FDQPDDFK 544 551 22.4 25.0 17.9 1 0 0 1,011.4420
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% ATATSCRPCPCPYIDASR 806 823 25.8 25.0 25.8 0 1 0 2,082.9155
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% RCESCAPGYEGNPIQPGGK 850 868 22.6 25.0 18.3 0 1 0 2,076.9229
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% EQAWQRPDGQPATR 1061 1074 19.1 26.6 17.9 0 1 0 1,639.7937
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% TPSGLYLGTCER 1147 1158 58.4 26.2 54.7 2 0 0 1,353.6469
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% SQSVRPGADVTFICTAK 1780 1796 25.3 28.1 22.1 0 1 0 1,836.9274
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% SPAYTLVWTR 1799 1808 32.2 26.8 21.9 2 0 0 1,193.6313
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% AMDFNGILTIR 1818 1828 37.5 28.0 30.5 2 0 0 1,266.6513
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% LPQVSPADSGEYVCR 2104 2118 52.2 25.6 52.2 1 0 0 1,677.7902
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% LYQASPADSGEYVCR 2394 2408 48.7 25.0 47.2 2 0 0 1,715.7694
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% LLQVTPADSGEYVCR 2490 2504 49.4 26.4 38.7 1 0 0 1,707.8372
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% LSGSHSQGVAYPVR 2524 2537 20.9 27.5 9.8 0 1 0 1,457.7495
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% LHQMSVADSGEYVCR 2683 2697 59.0 25.0 37.9 0 2 0 1,767.7789
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% LHHVSPADSGEYVCR 2780 2794 53.1 25.5 39.3 0 2 0 1,726.7966



A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% VAEGQTLDLK 2838 2847 50.1 28.5 42.6 2 0 0 1,073.5839
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% LHLVSPADSGEYVCR 2978 2992 31.4 26.5 30.6 0 1 0 1,702.8218
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% AVTLECVSAGEPR 3129 3141 79.2 26.8 65.8 2 0 0 1,388.6839
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% IAHVELADAGQYR 3542 3554 46.0 27.4 40.4 2 1 0 1,442.7387
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% VPGSPTNLANR 3709 3719 24.2 27.8 20.5 1 0 0 1,125.6011
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% FDAGSGMATIR 3737 3747 53.9 25.0 45.9 4 0 0 1,141.5308
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% AGLSSGFIGCVR 3810 3821 53.2 28.2 43.4 2 0 0 1,223.6202
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% YELGSGLAVLR 3993 4003 65.0 27.2 48.3 2 0 0 1,177.6576
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% GDLCEHEENPCQLR 4137 4150 35.0 25.0 35.0 0 2 0 1,756.7380
A_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 29 46 8.06% CLCLPGFSGPR 4164 4174 23.9 25.5 23.4 1 0 0 1,263.5975
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% SIEYSPQLEDAGSR 93 106 90.5 25.0 82.5 2 0 0 1,551.7286
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% LGTVPQFPR 189 197 28.2 27.6 15.1 2 0 0 1,014.5732
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% CDGDFDCEDRTDEANCPTK 344 362 29.0 25.0 29.0 0 1 0 2,304.8442
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% RPEEVCGPTQFR 363 374 45.8 25.8 44.3 2 2 0 1,475.7061
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% ESDQGAYTCEAMNAR 471 485 45.3 25.0 45.3 2 0 0 1,718.6745
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% LRFDQPDDFK 542 551 27.1 26.6 12.9 1 0 0 1,280.6272
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% FDQPDDFK 544 551 24.4 25.0 18.5 2 0 0 1,011.4420
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% ATATSCRPCPCPYIDASR 806 823 36.5 25.0 36.5 0 2 0 2,082.9155
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% RCESCAPGYEGNPIQPGGK 850 868 29.8 25.0 27.6 0 2 0 2,076.9229
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% EQAWQRPDGQPATR 1061 1074 28.4 26.6 24.1 0 2 0 1,639.7937
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% TPSGLYLGTCER 1147 1158 49.2 26.2 47.6 2 0 0 1,353.6469
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% SQSVRPGADVTFICTAK 1780 1796 39.8 28.1 36.4 0 2 0 1,836.9274
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% SPAYTLVWTR 1799 1808 54.3 27.3 47.3 2 0 0 1,193.6313
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% AMDFNGILTIR 1818 1828 47.9 28.0 33.6 2 0 0 1,266.6513
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% LPQVSPADSGEYVCR 2104 2118 72.7 25.8 66.5 2 0 0 1,677.7902
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% LYQASPADSGEYVCR 2394 2408 86.0 25.0 79.6 2 0 0 1,715.7694
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% LLQVTPADSGEYVCR 2490 2504 54.0 26.7 44.9 1 0 0 1,707.8372
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% QPQAIITWYK 2656 2665 26.7 28.3 6.8 1 0 0 1,247.6784
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% LHQMSVADSGEYVCR 2683 2697 68.9 25.0 49.9 0 2 0 1,767.7789
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% LHHVSPADSGEYVCR 2780 2794 76.1 25.5 65.7 2 2 0 1,726.7966
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% VAEGQTLDLK 2838 2847 31.4 28.5 22.0 2 0 0 1,073.5839
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% IAHVELADAGQYR 3542 3554 72.4 27.4 66.7 2 2 0 1,442.7387
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% AFAHLQVPER 3652 3661 39.5 27.0 29.8 2 0 0 1,167.6269
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% FDAGSGMATIR 3737 3747 85.7 25.0 66.9 2 0 0 1,141.5308
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% AGLSSGFIGCVR 3810 3821 76.8 28.2 63.1 2 0 0 1,223.6202
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% YELGSGLAVLR 3993 4003 67.3 26.7 54.1 2 0 0 1,177.6576
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% GDLCEHEENPCQLR 4137 4150 31.4 25.0 22.1 0 2 0 1,756.7380
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% CLCLPGFSGPR 4164 4174 27.9 25.5 20.4 2 0 0 1,263.5975
A_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 32 59 8.45% LVSEDPINDGEWHR 4282 4295 16.7 26.1 14.1 0 1 0 1,666.7821
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% SIEYSPQLEDAGSR 93 106 68.5 25.1 58.8 2 0 0 1,551.7286
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% IPGDQVVSVVFIK 126 138 25.9 25.0 22.3 1 0 0 1,400.8149
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LGTVPQFPR 189 197 36.8 27.6 24.5 1 0 0 1,014.5732
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% CDGDFDCEDRTDEANCPTK 344 362 55.8 25.0 55.8 0 2 0 2,304.8442
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% RPEEVCGPTQFR 363 374 55.5 26.1 50.3 2 2 0 1,475.7061
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% ESDQGAYTCEAMNAR 471 485 49.8 25.0 49.8 3 1 0 1,718.6745
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LRFDQPDDFK 542 551 38.5 26.8 22.7 1 0 0 1,280.6272
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% FDQPDDFK 544 551 21.9 25.0 17.8 2 0 0 1,011.4420
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% AGFFGDAMK 797 805 22.9 25.0 16.9 2 0 0 959.4293
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% RCESCAPGYEGNPIQPGGK 850 868 43.3 25.0 38.6 0 2 0 2,076.9229
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% CESCAPGYEGNPIQPGGK 851 868 81.4 25.0 81.4 2 2 0 1,920.8218
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LCNECADGSFHLSTR 902 916 75.7 25.0 73.2 2 0 0 1,766.7586
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% FLGDKVTSYGGELR 997 1010 49.2 27.9 38.5 0 2 0 1,541.7960
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% EQAWQRPDGQPATR 1061 1074 30.2 26.6 20.8 0 1 0 1,639.7937
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% TPSGLYLGTCER 1147 1158 58.9 26.4 58.9 2 0 0 1,353.6469
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% CEQCQPGYYGDAQR 1187 1200 55.8 25.0 55.8 2 2 0 1,731.6852
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% CAPGYYGNPSQGQPCQR 1249 1265 56.9 25.0 56.9 2 2 0 1,939.8176
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% SIVPQGGSHSLR 1686 1697 27.9 26.5 13.6 2 0 0 1,237.6648
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% SQSVRPGADVTFICTAK 1780 1796 50.1 28.1 45.1 2 2 0 1,836.9274
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% SPAYTLVWTR 1799 1808 57.1 27.7 49.3 2 0 0 1,193.6313
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LPAVEPTDQAQYLCR 1920 1934 65.5 27.2 56.6 2 2 0 1,760.8638
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% IQVVVLSASDASPPPVK 2038 2054 58.0 25.0 54.4 2 0 0 1,706.9688
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LPQVSPADSGEYVCR 2104 2118 71.3 25.6 69.0 2 2 0 1,677.7902
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LYQASPADSGEYVCR 2394 2408 76.4 25.0 71.4 2 0 0 1,715.7694
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LLQVTPADSGEYVCR 2490 2504 79.5 26.9 70.7 2 2 0 1,707.8372
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LSGSHSQGVAYPVR 2524 2537 48.9 27.3 40.3 2 2 0 1,457.7495
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LHQMSVADSGEYVCR 2683 2697 80.9 25.0 72.6 2 0 0 1,767.7789
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LHHVSPADSGEYVCR 2780 2794 79.9 25.4 72.0 2 2 0 1,726.7966
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% VAEGQTLDLK 2838 2847 50.0 28.6 40.8 2 0 0 1,073.5839
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LHLVSPADSGEYVCR 2978 2992 47.1 26.5 45.0 2 1 0 1,702.8218
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% AVTLECVSAGEPR 3129 3141 25.1 26.9 14.6 0 1 0 1,388.6839
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% CSATGSPAPTIHWSK 3233 3247 35.1 25.7 32.6 0 2 0 1,599.7585
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LEGDTLIIPR 3258 3267 62.1 25.5 48.7 2 0 0 1,126.6469
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% NELLHFER 3347 3354 44.3 26.2 19.8 2 0 0 1,057.5425
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% SIGASVEFHCAVPSDR 3412 3427 47.2 25.1 42.7 2 0 0 1,731.8119
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% VGGHLRPGIVQSGGVVR 3525 3541 25.5 25.0 19.1 2 0 0 1,687.9716
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% IAHVELADAGQYR 3542 3554 66.4 27.7 62.1 2 0 0 1,442.7387
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% RVPGSPTNLANR 3708 3719 24.0 26.4 19.4 1 0 0 1,281.7022
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% VPGSPTNLANR 3709 3719 32.0 27.8 31.9 1 0 0 1,125.6011
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% FDAGSGMATIR 3737 3747 68.1 25.7 60.0 2 0 0 1,125.5358
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% AGLSSGFIGCVR 3810 3821 58.6 28.2 48.2 2 0 0 1,223.6202
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% YELGSGLAVLR 3993 4003 77.0 26.8 62.8 2 0 0 1,177.6576
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% GDLCEHEENPCQLR 4137 4150 18.9 25.0 18.9 0 1 0 1,756.7380
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% CLCLPGFSGPR 4164 4174 27.8 25.9 23.3 2 0 0 1,263.5975
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% LVSEDPINDGEWHR 4282 4295 37.7 26.2 37.7 1 2 0 1,666.7821
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% RGSIQVDGEELVSGR 4304 4318 44.7 28.0 35.9 2 2 0 1,601.8243
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% GSIQVDGEELVSGR 4305 4318 71.1 27.1 42.8 2 0 0 1,445.7232
A_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 48 63 113 13.70% GSVYIGGAPDVATLTGGR 4330 4347 40.4 27.8 29.8 1 0 0 1,690.8761
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% SIEYSPQLEDAGSR 93 106 86.9 25.1 83.9 2 2 0 1,551.7286
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% EVSEAVVDTLESEYLK 110 125 51.9 26.8 43.8 2 0 0 1,810.8957
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% IPGDQVVSVVFIK 126 138 52.2 25.3 42.2 2 0 0 1,400.8149
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% CDGDFDCEDRTDEANCPTK 344 362 38.1 25.0 38.1 0 2 0 2,304.8442
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% TDEANCPTKRPEEVCGPTQFR 354 374 19.0 25.0 19.0 0 1 0 2,492.1296
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% RPEEVCGPTQFR 363 374 64.1 25.8 56.5 2 2 0 1,475.7061
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% SDEFGCMPPQVVTPPR 398 413 45.0 25.0 41.3 2 0 0 1,832.8308
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LNWGHIPSHPR 442 452 28.3 27.0 28.3 1 0 0 1,313.6862
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% ESDQGAYTCEAMNAR 471 485 75.4 25.0 75.4 4 2 0 1,718.6745
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% VDSYGGSLR 607 615 35.7 26.1 25.2 1 0 0 953.4687
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% MASVGLSDIAMDTTVTHATSHGR 702 724 36.5 25.0 36.5 0 0 1 2,390.1077
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% CPIGYSGLSCESCDAHFTR 733 751 22.0 25.0 21.2 0 2 0 2,216.9159
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% AGFFGDAMK 797 805 44.2 25.0 31.4 1 0 0 959.4293
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% ATATSCRPCPCPYIDASR 806 823 45.2 25.0 45.2 1 2 0 2,082.9155
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% RCESCAPGYEGNPIQPGGK 850 868 40.6 25.0 34.2 2 2 0 2,076.9229
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% CESCAPGYEGNPIQPGGK 851 868 96.0 25.0 96.0 2 2 0 1,920.8218
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LCNECADGSFHLSTR 902 916 105.0 25.0 100.0 2 2 0 1,766.7586
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% CFCMGVSR 924 931 21.4 25.0 21.4 1 0 0 1,016.4111
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% FLGDKVTSYGGELR 997 1010 61.8 27.9 54.0 2 2 0 1,541.7960
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% VTSYGGELR 1002 1010 41.0 27.2 35.1 1 0 0 981.5000
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% EQAWQRPDGQPATR 1061 1074 20.6 26.8 11.4 0 2 0 1,639.7937
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% TPSGLYLGTCER 1147 1158 57.2 26.4 57.2 2 0 0 1,353.6469
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% CEQCQPGYYGDAQR 1187 1200 75.6 25.0 70.4 2 2 0 1,731.6852
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% CAPGYYGNPSQGQPCQR 1249 1265 68.3 25.0 66.7 2 2 0 1,939.8176
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% RSYEIMFR 1457 1464 21.6 26.1 0.0 1 0 0 1,117.5459



A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% SYEIMFR 1458 1464 26.1 25.0 19.5 2 0 0 961.4448
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% SIVPQGGSHSLR 1686 1697 39.9 26.7 32.1 2 0 0 1,237.6648
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% SQSVRPGADVTFICTAK 1780 1796 57.9 28.1 50.8 2 2 0 1,836.9274
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% SKSPAYTLVWTR 1797 1808 39.4 27.3 28.9 2 0 0 1,408.7583
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% SPAYTLVWTR 1799 1808 79.2 27.3 67.5 2 0 0 1,193.6313
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% AMDFNGILTIR 1818 1828 38.1 27.7 29.3 1 0 0 1,250.6563
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LPAVEPTDQAQYLCR 1920 1934 83.5 27.2 76.8 2 0 0 1,760.8638
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% IQVVVLSASDASPPPVK 2038 2054 77.1 25.0 76.2 2 1 0 1,706.9688
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LPQVSPADSGEYVCR 2104 2118 72.7 25.6 70.8 2 1 0 1,677.7902
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LYQASPADSGEYVCR 2394 2408 84.8 25.0 83.4 2 0 0 1,715.7694
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LLQVTPADSGEYVCR 2490 2504 92.0 26.3 90.9 2 2 0 1,707.8372
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LSGSHSQGVAYPVR 2524 2537 52.8 27.5 39.3 2 4 0 1,457.7495
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% QPQAIITWYK 2656 2665 24.4 28.4 21.1 1 0 0 1,247.6784
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LHQMSVADSGEYVCR 2683 2697 75.2 25.0 69.8 2 4 0 1,767.7789
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LHHVSPADSGEYVCR 2780 2794 64.4 25.2 59.7 2 5 0 1,726.7966
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% VAEGQTLDLK 2838 2847 59.1 28.5 42.9 2 0 0 1,073.5839
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% CVVPGQAHAQVTWHK 2848 2862 32.3 27.6 17.0 2 0 0 1,717.8592
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LHLVSPADSGEYVCR 2978 2992 77.1 26.6 68.7 2 2 0 1,702.8218
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% AVTLECVSAGEPR 3129 3141 26.6 26.0 7.1 0 2 0 1,388.6839
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% CSATGSPAPTIHWSK 3233 3247 60.9 25.5 55.0 2 2 0 1,599.7585
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% SPLPWQHR 3250 3257 29.5 28.2 18.4 2 0 0 1,020.5374
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LEGDTLIIPR 3258 3267 63.8 25.0 53.2 2 0 0 1,126.6469
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% NELLHFER 3347 3354 32.2 26.2 13.5 2 0 0 1,057.5425
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% SIGASVEFHCAVPSDR 3412 3427 54.7 25.3 48.5 2 2 0 1,731.8119
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% EGGQLPPGHSVQDGVLR 3436 3452 39.0 28.4 29.6 3 2 0 1,745.8932
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% VGGHLRPGIVQSGGVVR 3525 3541 37.8 25.0 37.8 2 2 0 1,687.9716
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% IAHVELADAGQYR 3542 3554 74.8 27.6 70.5 2 0 0 1,442.7387
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LDGSLPPDSR 3611 3620 45.1 26.4 39.0 1 0 0 1,056.5322
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% VKAFAHLQVPER 3650 3661 28.1 25.0 21.5 0 1 0 1,394.7903
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% ITFRPDSADGMLLYNGQK 3690 3707 27.5 27.3 18.9 0 1 0 2,042.0015
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% VPGSPTNLANR 3709 3719 25.8 27.8 20.2 2 0 0 1,125.6011
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% FDAGSGMATIR 3737 3747 73.8 25.0 58.9 6 0 0 1,141.5308
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% AGLSSGFIGCVR 3810 3821 65.5 27.6 52.3 2 0 0 1,223.6202
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% YELGSGLAVLR 3993 4003 73.8 26.8 55.3 2 0 0 1,177.6576
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% SAEPLALGR 4004 4012 29.9 25.3 16.6 2 0 0 913.5102
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% GCVGEVSVNGK 4075 4085 33.1 25.9 25.0 2 0 0 1,105.5307
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% DGFKGDLCEHEENPCQLR 4133 4150 37.1 25.0 37.1 0 1 0 2,203.9499
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% GDLCEHEENPCQLR 4137 4150 63.9 25.0 63.9 2 2 0 1,756.7380
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% CLCLPGFSGPR 4164 4174 36.6 25.5 29.5 2 0 0 1,263.5975
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% LVSEDPINDGEWHR 4282 4295 58.5 26.3 58.2 2 2 0 1,666.7821
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% GSIQVDGEELVSGR 4305 4318 72.3 27.1 44.7 2 0 0 1,445.7232
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% SPGPNVAVNAK 4319 4329 39.7 26.4 35.4 2 0 0 1,053.5687
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% GSVYIGGAPDVATLTGGR 4330 4347 65.0 27.7 55.4 2 0 0 1,690.8761
A_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 96 183 19.50% FSSGITGCVK 4348 4357 47.5 26.3 26.8 2 0 0 1,055.5191
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% SIEYSPQLEDAGSR 93 106 80.2 25.0 70.7 2 2 0 1,551.7286
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% EVSEAVVDTLESEYLK 110 125 77.2 27.0 77.2 1 0 0 1,810.8957
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% IPGDQVVSVVFIK 126 138 47.1 25.0 37.3 2 0 0 1,400.8149
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LGTVPQFPR 189 197 52.0 27.6 33.3 2 0 0 1,014.5732
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% CDGDFDCEDRTDEANCPTK 344 362 44.9 25.0 44.9 0 2 0 2,304.8442
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% RPEEVCGPTQFR 363 374 39.0 25.8 29.1 2 2 0 1,475.7061
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% SDEFGCMPPQVVTPPR 398 413 32.3 25.0 32.3 1 0 0 1,832.8308
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LNWGHIPSHPR 442 452 26.3 27.0 18.7 1 0 0 1,313.6862
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% ESDQGAYTCEAMNAR 471 485 66.8 25.0 66.8 4 4 0 1,718.6745
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LRFDQPDDFK 542 551 42.7 26.9 27.4 2 0 0 1,280.6272
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% GHTPTQPGALNQR 648 660 24.0 28.5 7.1 0 1 0 1,376.7031
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% MASVGLSDIAMDTTVTHATSHGR 702 724 68.8 25.0 60.0 0 2 0 2,390.1077
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% AGFFGDAMK 797 805 36.6 25.0 26.3 1 0 0 959.4293
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% ATATSCRPCPCPYIDASR 806 823 48.5 25.0 48.5 1 2 0 2,082.9155
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% ATATSCRPCPCPYIDASRR 806 824 14.8 25.0 14.2 0 1 0 2,239.0166
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% RCESCAPGYEGNPIQPGGK 850 868 48.5 25.0 46.8 1 2 0 2,076.9229
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% CESCAPGYEGNPIQPGGK 851 868 81.6 25.0 81.6 2 1 0 1,920.8218
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LCNECADGSFHLSTR 902 916 67.7 25.0 65.8 2 2 0 1,766.7586
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% CFCMGVSR 924 931 41.2 25.0 41.2 2 0 0 1,016.4111
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% FLGDKVTSYGGELR 997 1010 48.8 27.8 38.5 0 2 0 1,541.7960
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% EQAWQRPDGQPATR 1061 1074 23.0 26.6 6.9 0 1 0 1,639.7937
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% TPSGLYLGTCER 1147 1158 49.4 26.4 49.4 2 0 0 1,353.6469
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% CEQCQPGYYGDAQR 1187 1200 47.6 25.0 47.6 2 2 0 1,731.6852
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% CAPGYYGNPSQGQPCQR 1249 1265 47.7 25.0 47.0 2 2 0 1,939.8176
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% RSYEIMFR 1457 1464 24.3 27.2 18.0 1 0 0 1,101.5509
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% SYEIMFR 1458 1464 47.3 25.0 35.8 2 0 0 945.4498
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% ALEVEECR 1524 1531 38.2 25.1 23.6 2 0 0 1,005.4670
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% SIVPQGGSHSLR 1686 1697 26.6 26.7 18.3 1 0 0 1,237.6648
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% SQSVRPGADVTFICTAK 1780 1796 54.8 28.1 54.8 2 2 0 1,836.9274
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% SPAYTLVWTR 1799 1808 73.1 27.7 65.4 2 0 0 1,193.6313
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% AMDFNGILTIR 1818 1828 31.5 27.9 26.5 1 0 0 1,250.6563
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LPAVEPTDQAQYLCR 1920 1934 65.6 27.0 56.7 2 2 0 1,760.8638
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% IQVVVLSASDASPPPVK 2038 2054 90.2 25.0 84.6 2 2 0 1,706.9688
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LPQVSPADSGEYVCR 2104 2118 56.4 25.9 56.4 2 2 0 1,677.7902
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LYQASPADSGEYVCR 2394 2408 62.8 25.0 55.6 2 0 0 1,715.7694
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LLQVTPADSGEYVCR 2490 2504 59.0 26.4 58.0 1 0 0 1,707.8372
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LSGSHSQGVAYPVR 2524 2537 53.5 27.5 48.5 2 2 0 1,457.7495
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LHQMSVADSGEYVCR 2683 2697 79.1 25.0 78.2 4 4 0 1,767.7789
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LHHVSPADSGEYVCR 2780 2794 49.4 25.3 44.3 2 4 0 1,726.7966
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% VAEGQTLDLK 2838 2847 45.7 28.5 30.6 2 0 0 1,073.5839
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% CVVPGQAHAQVTWHK 2848 2862 36.8 27.6 23.0 2 0 0 1,717.8592
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LHLVSPADSGEYVCR 2978 2992 58.3 26.7 46.3 2 2 0 1,702.8218
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% AVTLECVSAGEPR 3129 3141 77.8 26.9 65.8 2 2 0 1,388.6839
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% CSATGSPAPTIHWSK 3233 3247 45.1 25.7 43.7 1 2 0 1,599.7585
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% SPLPWQHR 3250 3257 27.7 27.4 18.7 1 0 0 1,020.5374
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LEGDTLIIPR 3258 3267 66.4 25.5 50.8 2 0 0 1,126.6469
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% NELLHFER 3347 3354 47.0 26.2 25.0 2 0 0 1,057.5425
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% SIGASVEFHCAVPSDR 3412 3427 41.1 25.2 38.8 2 0 0 1,731.8119
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% EGGQLPPGHSVQDGVLR 3436 3452 43.2 28.5 26.6 1 2 0 1,745.8932
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% VGGHLRPGIVQSGGVVR 3525 3541 42.2 25.0 35.9 2 2 0 1,687.9716
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% IAHVELADAGQYR 3542 3554 75.1 27.4 69.5 2 0 0 1,442.7387
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LDGSLPPDSR 3611 3620 45.5 26.5 36.1 2 0 0 1,056.5322
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% VKAFAHLQVPER 3650 3661 33.7 25.8 25.4 0 2 0 1,394.7903
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% FDAGSGMATIR 3737 3747 85.4 25.0 73.1 4 0 0 1,141.5308
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% AGLSSGFIGCVR 3810 3821 64.1 28.2 52.4 2 0 0 1,223.6202
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% CEHSQALHCHPEACGPDATCVNRPDGR 3880 3906 29.5 25.0 29.5 0 0 1 3,131.3050
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% SAEPLALGR 4004 4012 30.9 25.0 10.8 4 0 0 913.5102
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% GCVGEVSVNGK 4075 4085 36.7 25.9 33.7 2 0 0 1,105.5307
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% GDLCEHEENPCQLR 4137 4150 58.9 25.0 58.9 2 2 0 1,756.7380
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% CLCLPGFSGPR 4164 4174 36.0 25.5 31.0 2 0 0 1,263.5975
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% LVSEDPINDGEWHR 4282 4295 59.3 26.2 59.3 2 2 0 1,666.7821
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% RGSIQVDGEELVSGR 4304 4318 51.7 28.0 45.1 0 2 0 1,601.8243
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% GSIQVDGEELVSGR 4305 4318 39.4 27.1 25.9 2 0 0 1,445.7232
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% SPGPNVAVNAK 4319 4329 47.3 26.0 45.5 2 0 0 1,053.5687
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% GSVYIGGAPDVATLTGGR 4330 4347 64.1 27.8 57.0 2 0 0 1,690.8761
A_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 66 94 174 19.20% FSSGITGCVK 4348 4357 39.5 26.0 18.9 2 0 0 1,055.5191
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% SIEYSPQLEDAGSR 93 106 89.5 25.3 83.0 2 2 0 1,551.7286
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% IPGDQVVSVVFIK 126 138 43.5 25.0 37.1 2 0 0 1,400.8149



A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LGTVPQFPR 189 197 28.1 27.6 13.3 1 0 0 1,014.5732
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% CDGDFDCEDRTDEANCPTK 344 362 50.0 25.0 50.0 0 2 0 2,304.8442
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% RPEEVCGPTQFR 363 374 43.7 26.1 39.3 2 0 0 1,475.7061
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% SDEFGCMPPQVVTPPR 398 413 44.0 25.0 34.7 1 0 0 1,832.8308
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% DVKESDQGAYTCEAMNAR 468 485 33.6 25.0 33.6 0 2 0 2,060.8649
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% ESDQGAYTCEAMNAR 471 485 40.1 25.0 40.0 2 2 0 1,718.6745
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% FDQPDDFK 544 551 35.2 25.0 18.3 2 0 0 1,011.4420
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% MASVGLSDIAMDTTVTHATSHGR 702 724 45.8 25.0 45.4 0 2 0 2,390.1077
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% AGFFGDAMK 797 805 21.1 25.0 13.9 1 0 0 959.4293
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% ATATSCRPCPCPYIDASR 806 823 50.8 25.0 47.3 0 2 0 2,082.9155
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% RCESCAPGYEGNPIQPGGK 850 868 30.8 25.0 27.2 0 2 0 2,076.9229
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% CESCAPGYEGNPIQPGGK 851 868 60.9 25.0 60.9 2 2 0 1,920.8218
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LCNECADGSFHLSTR 902 916 75.1 25.0 75.1 2 1 0 1,766.7586
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% FLGDKVTSYGGELR 997 1010 46.8 28.1 34.3 0 2 0 1,541.7960
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% VTSYGGELR 1002 1010 27.1 26.3 21.4 1 0 0 981.5000
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% EQAWQRPDGQPATR 1061 1074 21.1 26.8 13.6 0 1 0 1,639.7937
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% TPSGLYLGTCER 1147 1158 59.4 26.2 59.4 2 0 0 1,353.6469
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% CEQCQPGYYGDAQR 1187 1200 62.5 25.0 62.5 2 1 0 1,731.6852
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% CAPGYYGNPSQGQPCQR 1249 1265 40.6 25.0 40.6 2 2 0 1,939.8176
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% SIVPQGGSHSLR 1686 1697 25.9 26.7 14.0 2 0 0 1,237.6648
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% SQSVRPGADVTFICTAK 1780 1796 58.4 28.1 55.4 2 1 0 1,836.9274
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% SPAYTLVWTR 1799 1808 57.6 27.3 48.9 2 0 0 1,193.6313
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LPAVEPTDQAQYLCR 1920 1934 83.2 27.1 76.7 2 0 0 1,760.8638
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% AAGVPSATITWR 1979 1990 33.2 28.3 30.4 1 0 0 1,229.6637
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% IQVVVLSASDASPPPVK 2038 2054 61.7 25.0 46.3 2 1 0 1,706.9688
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LRLPQVSPADSGEYVCR 2102 2118 48.0 27.8 43.2 0 2 0 1,946.9754
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LPQVSPADSGEYVCR 2104 2118 73.7 25.6 73.7 2 0 0 1,677.7902
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LYQASPADSGEYVCR 2394 2408 84.1 25.0 79.5 2 0 0 1,715.7694
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LLQVTPADSGEYVCR 2490 2504 77.8 26.6 72.9 2 0 0 1,707.8372
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LSGSHSQGVAYPVR 2524 2537 45.2 27.5 34.3 2 2 0 1,457.7495
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LHQMSVADSGEYVCR 2683 2697 66.5 25.0 66.5 2 0 0 1,767.7789
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LHHVSPADSGEYVCR 2780 2794 57.2 25.3 46.0 2 2 0 1,726.7966
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% VAEGQTLDLK 2838 2847 35.9 28.6 26.9 1 0 0 1,073.5839
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LHLVSPADSGEYVCR 2978 2992 58.6 26.6 45.8 2 2 0 1,702.8218
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% AVTLECVSAGEPR 3129 3141 99.5 26.0 85.3 2 0 0 1,388.6839
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% CSATGSPAPTIHWSK 3233 3247 27.9 25.0 22.8 0 2 0 1,599.7585
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LEGDTLIIPR 3258 3267 61.8 25.0 49.8 2 0 0 1,126.6469
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% NELLHFER 3347 3354 31.9 26.2 20.8 2 0 0 1,057.5425
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% SIGASVEFHCAVPSDR 3412 3427 53.9 25.0 45.8 2 0 0 1,731.8119
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% EGGQLPPGHSVQDGVLR 3436 3452 44.3 28.4 35.1 2 2 0 1,745.8932
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% VGGHLRPGIVQSGGVVR 3525 3541 28.9 25.0 26.5 1 0 0 1,687.9716
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% IAHVELADAGQYR 3542 3554 64.3 27.6 58.2 2 2 0 1,442.7387
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LDGSLPPDSR 3611 3620 44.4 26.5 34.3 2 0 0 1,056.5322
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% RVPGSPTNLANR 3708 3719 25.2 26.4 19.3 1 0 0 1,281.7022
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% VPGSPTNLANR 3709 3719 66.8 27.8 58.2 2 0 0 1,125.6011
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% FDAGSGMATIR 3737 3747 59.9 25.6 52.9 4 0 0 1,125.5358
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% AGLSSGFIGCVR 3810 3821 66.5 27.6 49.0 2 0 0 1,223.6202
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% YELGSGLAVLR 3993 4003 71.4 27.7 52.9 2 0 0 1,177.6576
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% GDLCEHEENPCQLR 4137 4150 25.2 25.0 24.3 0 2 0 1,756.7380
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% CLCLPGFSGPR 4164 4174 28.4 25.5 28.4 1 0 0 1,263.5975
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% LVSEDPINDGEWHR 4282 4295 39.1 25.8 39.1 2 1 0 1,666.7821
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% RGSIQVDGEELVSGR 4304 4318 40.5 28.0 32.9 0 2 0 1,601.8243
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% GSIQVDGEELVSGR 4305 4318 70.6 27.1 43.0 2 0 0 1,445.7232
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% GSVYIGGAPDVATLTGGR 4330 4347 67.6 27.7 60.6 2 0 0 1,690.8761
A_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 57 72 129 16.20% FSSGITGCVK 4348 4357 31.6 26.2 8.3 2 0 0 1,055.5191
B_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 7 12 1.30% LVSEDPINDGEWHR 4282 4295 43.1 26.2 35.6 2 1 0 1,666.7821
B_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 7 12 1.30% RGSIQVDGEELVSGR 4304 4318 54.2 28.1 42.4 2 1 0 1,601.8243
B_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 7 12 1.30% GSIQVDGEELVSGR 4305 4318 41.8 27.2 24.4 2 0 0 1,445.7232
B_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 7 12 1.30% GSVYIGGAPDVATLTGGR 4330 4347 74.1 28.0 63.4 2 0 0 1,690.8761
B_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 7 12 1.30% FSSGITGCVK 4348 4357 47.7 26.3 35.4 2 0 0 1,055.5191
B_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 4 0.82% LEGDTLIIPR 3258 3267 25.7 25.5 13.0 1 0 0 1,126.6469
B_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 4 0.82% AGLSSGFIGCVR 3810 3821 39.4 28.2 32.7 2 0 0 1,223.6202
B_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 4 0.82% GDLCEHEENPCQLR 4137 4150 20.0 25.0 16.5 0 1 0 1,756.7380
B_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 12 1.87% SIEYSPQLEDAGSR 93 106 58.0 25.0 58.0 1 0 0 1,551.7286
B_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 12 1.87% AVTLECVSAGEPR 3129 3141 55.5 26.8 44.5 2 0 0 1,388.6839
B_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 12 1.87% LEGDTLIIPR 3258 3267 54.4 25.5 40.4 2 0 0 1,126.6469
B_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 12 1.87% VPGSPTNLANR 3709 3719 26.0 27.6 22.6 1 0 0 1,125.6011
B_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 12 1.87% FDAGSGMATIR 3737 3747 63.8 25.2 53.0 2 0 0 1,141.5308
B_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 12 1.87% AGLSSGFIGCVR 3810 3821 64.2 28.2 49.3 2 0 0 1,223.6202
B_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 12 1.87% YELGSGLAVLR 3993 4003 72.4 26.8 55.0 2 0 0 1,177.6576
B_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 12 13 23 3.44% SIEYSPQLEDAGSR 93 106 39.2 25.2 39.2 1 0 0 1,551.7286
B_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 12 13 23 3.44% RPEEVCGPTQFR 363 374 17.2 26.1 12.8 0 1 0 1,475.7061
B_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 12 13 23 3.44% AVTLECVSAGEPR 3129 3141 71.7 26.6 59.1 2 0 0 1,388.6839
B_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 12 13 23 3.44% LEGDTLIIPR 3258 3267 51.5 25.0 40.1 2 0 0 1,126.6469
B_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 12 13 23 3.44% SIGASVEFHCAVPSDR 3412 3427 30.6 25.3 26.6 0 2 0 1,731.8119
B_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 12 13 23 3.44% IAHVELADAGQYR 3542 3554 55.8 27.7 49.3 2 2 0 1,442.7387
B_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 12 13 23 3.44% VPGSPTNLANR 3709 3719 23.2 27.6 16.1 2 0 0 1,125.6011
B_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 12 13 23 3.44% FDAGSGMATIR 3737 3747 54.9 25.0 46.2 2 0 0 1,141.5308
B_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 12 13 23 3.44% AGLSSGFIGCVR 3810 3821 70.2 28.0 58.9 2 0 0 1,223.6202
B_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 12 13 23 3.44% YELGSGLAVLR 3993 4003 82.0 26.7 63.7 2 0 0 1,177.6576
B_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 12 13 23 3.44% GDLCEHEENPCQLR 4137 4150 22.8 25.0 12.7 0 1 0 1,756.7380
B_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 12 13 23 3.44% GSIQVDGEELVSGR 4305 4318 53.4 27.1 37.0 2 0 0 1,445.7232
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% SIEYSPQLEDAGSR 93 106 89.3 25.5 81.8 2 0 0 1,551.7286
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% LGTVPQFPR 189 197 28.4 27.8 15.2 2 0 0 1,014.5732
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% RPEEVCGPTQFR 363 374 31.2 26.1 22.5 0 2 0 1,475.7061
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% TPSGLYLGTCER 1147 1158 20.7 26.6 20.7 2 0 0 1,353.6469
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% SQSVRPGADVTFICTAK 1780 1796 28.8 28.1 22.3 0 2 0 1,836.9274
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% AMDFNGILTIR 1818 1828 45.9 27.6 39.5 2 0 0 1,266.6513
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% AVTLECVSAGEPR 3129 3141 82.4 26.5 69.5 2 0 0 1,388.6839
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% LEGDTLIIPR 3258 3267 59.5 25.0 49.9 2 0 0 1,126.6469
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% IAHVELADAGQYR 3542 3554 45.3 27.7 40.0 2 0 0 1,442.7387
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% AFAHLQVPER 3652 3661 33.8 26.6 23.3 2 0 0 1,167.6269
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% VPGSPTNLANR 3709 3719 30.6 27.6 30.3 1 0 0 1,125.6011
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% AGLSSGFIGCVR 3810 3821 79.0 28.2 54.8 2 0 0 1,223.6202
B_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 13 13 25 3.53% YELGSGLAVLR 3993 4003 70.8 26.9 55.1 2 0 0 1,177.6576
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% SIEYSPQLEDAGSR 93 106 76.8 25.3 65.6 2 0 0 1,551.7286
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% LGTVPQFPR 189 197 35.4 28.3 23.4 1 0 0 1,014.5732
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% RPEEVCGPTQFR 363 374 37.8 26.1 23.4 1 2 0 1,475.7061
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% ATATSCRPCPCPYIDASR 806 823 45.8 25.0 42.5 0 2 0 2,082.9155
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% EQAWQRPDGQPATR 1061 1074 20.6 26.8 11.5 0 2 0 1,639.7937
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% TPSGLYLGTCER 1147 1158 50.5 26.4 50.5 2 0 0 1,353.6469
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% SQSVRPGADVTFICTAK 1780 1796 32.4 28.1 26.6 0 2 0 1,836.9274
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% SPAYTLVWTR 1799 1808 54.3 26.8 46.5 2 0 0 1,193.6313
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% LPQVSPADSGEYVCR 2104 2118 59.2 25.8 59.2 2 0 0 1,677.7902
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% LYQASPADSGEYVCR 2394 2408 64.3 25.0 51.7 2 0 0 1,715.7694
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% LLQVTPADSGEYVCR 2490 2504 58.5 26.9 54.1 2 0 0 1,707.8372
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% LHQMSVADSGEYVCR 2683 2697 48.5 25.0 30.9 0 2 0 1,767.7789
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% LHHVSPADSGEYVCR 2780 2794 39.6 25.8 35.7 1 2 0 1,726.7966
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% VAEGQTLDLK 2838 2847 46.2 28.6 35.5 2 0 0 1,073.5839
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% LHLVSPADSGEYVCR 2978 2992 37.5 26.9 37.5 0 2 0 1,702.8218
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% AVTLECVSAGEPR 3129 3141 95.7 26.8 74.1 2 0 0 1,388.6839
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% CSATGSPAPTIHWSK 3233 3247 23.7 25.8 22.2 0 1 0 1,599.7585



B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% SIGASVEFHCAVPSDR 3412 3427 25.1 25.4 14.6 0 2 0 1,731.8119
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% EGGQLPPGHSVQDGVLR 3436 3452 19.9 28.6 10.6 0 1 0 1,745.8932
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% IAHVELADAGQYR 3542 3554 38.6 27.7 36.4 0 2 0 1,442.7387
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% AFAHLQVPER 3652 3661 32.3 26.8 23.3 1 0 0 1,167.6269
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% VPGSPTNLANR 3709 3719 37.6 27.5 28.3 2 0 0 1,125.6011
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% AGLSSGFIGCVR 3810 3821 63.7 27.7 49.9 2 0 0 1,223.6202
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% YELGSGLAVLR 3993 4003 89.3 26.7 71.3 2 0 0 1,177.6576
B_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 27 48 7.70% GDLCEHEENPCQLR 4137 4150 23.3 25.0 23.3 0 2 0 1,756.7380
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% SIEYSPQLEDAGSR 93 106 88.2 25.4 81.5 2 0 0 1,551.7286
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% LGTVPQFPR 189 197 31.3 27.2 20.0 1 0 0 1,014.5732
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% RPEEVCGPTQFR 363 374 46.8 26.3 38.0 2 1 0 1,475.7061
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% ESDQGAYTCEAMNAR 471 485 53.2 25.0 53.2 2 0 0 1,718.6745
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% FDQPDDFK 544 551 23.0 25.0 10.9 2 0 0 1,011.4420
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% ATATSCRPCPCPYIDASR 806 823 39.2 25.0 39.2 0 2 0 2,082.9155
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% RCESCAPGYEGNPIQPGGK 850 868 25.2 25.0 19.0 0 2 0 2,076.9229
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% TPSGLYLGTCER 1147 1158 62.5 26.1 60.8 2 0 0 1,353.6469
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% CEQCQPGYYGDAQR 1187 1200 45.1 25.0 45.1 1 0 0 1,731.6852
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% SQSVRPGADVTFICTAK 1780 1796 45.3 27.6 35.9 0 2 0 1,836.9274
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% SPAYTLVWTR 1799 1808 55.0 26.7 46.0 2 0 0 1,193.6313
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% AMDFNGILTIR 1818 1828 55.1 28.0 41.2 2 0 0 1,266.6513
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% LPAVEPTDQAQYLCR 1920 1934 60.3 27.3 47.2 2 0 0 1,760.8638
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% AAGVPSATITWR 1979 1990 31.2 28.0 22.2 1 0 0 1,229.6637
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% LPQVSPADSGEYVCR 2104 2118 95.0 25.6 95.0 2 0 0 1,677.7902
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% LYQASPADSGEYVCR 2394 2408 71.4 25.0 69.9 2 0 0 1,715.7694
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% LLQVTPADSGEYVCR 2490 2504 71.9 26.6 67.3 2 0 0 1,707.8372
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% LSGSHSQGVAYPVR 2524 2537 23.5 27.3 12.6 0 2 0 1,457.7495
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% LHQMSVADSGEYVCR 2683 2697 55.6 25.0 46.8 1 0 0 1,767.7789
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% LHHVSPADSGEYVCR 2780 2794 69.9 25.6 63.2 2 2 0 1,726.7966
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% VAEGQTLDLK 2838 2847 30.4 28.6 23.4 1 0 0 1,073.5839
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% LHLVSPADSGEYVCR 2978 2992 49.6 26.5 46.4 0 2 0 1,702.8218
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% SPLPWQHR 3250 3257 27.8 28.5 5.6 1 0 0 1,020.5374
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% LEGDTLIIPR 3258 3267 72.3 25.0 57.7 2 0 0 1,126.6469
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% SIGASVEFHCAVPSDR 3412 3427 41.4 25.7 33.7 1 2 0 1,731.8119
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% AFAHLQVPER 3652 3661 45.0 27.2 38.5 2 0 0 1,167.6269
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% FDAGSGMATIR 3737 3747 76.5 25.0 65.7 2 0 0 1,141.5308
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% AGLSSGFIGCVR 3810 3821 73.4 27.7 63.3 2 0 0 1,223.6202
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% YELGSGLAVLR 3993 4003 48.1 26.9 39.2 2 0 0 1,177.6576
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% SAEPLALGR 4004 4012 21.5 25.0 12.2 1 0 0 913.5102
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% GDLCEHEENPCQLR 4137 4150 30.5 25.0 25.0 0 2 0 1,756.7380
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% CLCLPGFSGPR 4164 4174 33.0 25.5 32.2 2 0 0 1,263.5975
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% LVSEDPINDGEWHR 4282 4295 27.5 26.2 26.0 0 1 0 1,666.7821
B_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 37 64 10.00% GSIQVDGEELVSGR 4305 4318 50.6 27.2 38.7 2 0 0 1,445.7232
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% SIEYSPQLEDAGSR 93 106 74.4 25.3 61.1 2 0 0 1,551.7286
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LGTVPQFPR 189 197 45.3 27.8 30.5 2 0 0 1,014.5732
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% CDGDFDCEDRTDEANCPTK 344 362 29.7 25.0 29.7 0 1 0 2,304.8442
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% RPEEVCGPTQFR 363 374 44.2 26.3 38.7 2 0 0 1,475.7061
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% ESDQGAYTCEAMNAR 471 485 68.6 25.0 68.6 2 1 0 1,718.6745
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LRFDQPDDFK 542 551 25.9 27.5 2.9 2 0 0 1,280.6272
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% FDQPDDFK 544 551 30.2 25.0 16.1 1 0 0 1,011.4420
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% MASVGLSDIAMDTTVTHATSHGR 702 724 34.2 25.0 29.9 0 2 0 2,390.1077
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% AGFFGDAMK 797 805 21.8 25.0 21.8 1 0 0 959.4293
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% ATATSCRPCPCPYIDASR 806 823 51.3 25.0 49.7 0 2 0 2,082.9155
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% RCESCAPGYEGNPIQPGGK 850 868 46.4 25.0 43.3 0 2 0 2,076.9229
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% CESCAPGYEGNPIQPGGK 851 868 66.7 25.0 66.7 1 2 0 1,920.8218
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LCNECADGSFHLSTR 902 916 78.8 25.0 77.6 2 0 0 1,766.7586
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% VTSYGGELR 1002 1010 25.4 27.4 17.3 1 0 0 981.5000
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% EQAWQRPDGQPATR 1061 1074 36.5 26.8 30.4 1 2 0 1,639.7937
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% TPSGLYLGTCER 1147 1158 48.0 26.3 48.0 2 0 0 1,353.6469
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% CEQCQPGYYGDAQR 1187 1200 43.9 25.0 41.0 2 1 0 1,731.6852
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% CAPGYYGNPSQGQPCQR 1249 1265 59.0 25.0 58.6 2 2 0 1,939.8176
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% SYEIMFR 1458 1464 24.3 25.0 19.6 1 0 0 961.4448
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% TCESLGAGGYR 1627 1637 33.1 25.0 28.7 1 0 0 1,170.5209
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% SIVPQGGSHSLR 1686 1697 29.8 26.5 18.1 2 0 0 1,237.6648
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% SQSVRPGADVTFICTAK 1780 1796 82.9 27.7 80.5 2 2 0 1,836.9274
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% SPAYTLVWTR 1799 1808 50.8 27.0 42.3 2 0 0 1,193.6313
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LPAVEPTDQAQYLCR 1920 1934 98.2 27.5 89.8 2 2 0 1,760.8638
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% IQVVVLSASDASPPPVK 2038 2054 90.3 25.0 82.3 2 2 0 1,706.9688
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LPQVSPADSGEYVCR 2104 2118 86.6 26.1 86.6 2 2 0 1,677.7902
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LYQASPADSGEYVCR 2394 2408 68.2 25.0 55.7 2 0 0 1,715.7694
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LLQVTPADSGEYVCR 2490 2504 75.6 26.4 70.4 2 2 0 1,707.8372
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LSGSHSQGVAYPVR 2524 2537 58.4 27.5 45.2 2 1 0 1,457.7495
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LHQMSVADSGEYVCR 2683 2697 63.0 25.0 58.3 2 0 0 1,767.7789
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LHHVSPADSGEYVCR 2780 2794 59.2 25.5 47.6 1 2 0 1,726.7966
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% VAEGQTLDLK 2838 2847 39.3 28.6 25.4 2 0 0 1,073.5839
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LHLVSPADSGEYVCR 2978 2992 64.7 26.8 57.3 2 2 0 1,702.8218
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% AVTLECVSAGEPR 3129 3141 72.8 26.5 61.3 2 0 0 1,388.6839
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% CSATGSPAPTIHWSK 3233 3247 56.1 25.9 47.7 1 2 0 1,599.7585
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LEGDTLIIPR 3258 3267 42.8 25.0 32.4 2 0 0 1,126.6469
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% SIGASVEFHCAVPSDR 3412 3427 52.4 25.9 48.4 2 2 0 1,731.8119
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% EGGQLPPGHSVQDGVLR 3436 3452 26.8 28.8 15.6 0 1 0 1,745.8932
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% VGGHLRPGIVQSGGVVR 3525 3541 38.8 25.0 32.8 2 2 0 1,687.9716
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% IAHVELADAGQYR 3542 3554 64.2 27.3 59.6 2 0 0 1,442.7387
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LDGSLPPDSR 3611 3620 36.3 26.4 19.1 1 0 0 1,056.5322
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% AGLSSGFIGCVR 3810 3821 63.4 27.7 42.8 2 0 0 1,223.6202
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% CEHSQALHCHPEACGPDATCVNRPDGR 3880 3906 28.0 25.0 28.0 0 0 1 3,131.3050
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% YELGSGLAVLR 3993 4003 89.1 27.0 62.0 2 0 0 1,177.6576
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% GDLCEHEENPCQLR 4137 4150 34.1 25.0 31.2 2 0 0 1,756.7380
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% CLCLPGFSGPR 4164 4174 43.4 26.1 36.9 2 0 0 1,263.5975
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% LVSEDPINDGEWHR 4282 4295 45.2 26.2 43.3 2 0 0 1,666.7821
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% RGSIQVDGEELVSGR 4304 4318 47.6 28.1 29.5 0 2 0 1,601.8243
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% GSIQVDGEELVSGR 4305 4318 58.3 27.1 35.8 2 0 0 1,445.7232
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% GSVYIGGAPDVATLTGGR 4330 4347 47.7 28.0 44.5 2 0 0 1,690.8761
B_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 51 67 117 15.40% FSSGITGCVK 4348 4357 33.3 26.0 11.7 1 0 0 1,055.5191
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% SIEYSPQLEDAGSR 93 106 86.9 25.3 78.7 2 2 0 1,551.7286
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% EVSEAVVDTLESEYLK 110 125 56.4 27.0 48.2 2 0 0 1,810.8957
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% IPGDQVVSVVFIK 126 138 65.0 25.0 60.5 2 0 0 1,400.8149
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LGTVPQFPR 189 197 35.5 27.1 21.0 2 0 0 1,014.5732
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% CDGDFDCEDRTDEANCPTK 344 362 38.3 25.0 38.3 1 1 0 2,304.8442
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% TDEANCPTKRPEEVCGPTQFR 354 374 20.9 25.0 20.5 0 1 0 2,492.1296
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% RPEEVCGPTQFR 363 374 40.1 26.0 25.8 2 2 0 1,475.7061
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% SDEFGCMPPQVVTPPR 398 413 41.5 25.0 38.8 2 0 0 1,832.8308
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% ESDQGAYTCEAMNAR 471 485 66.4 25.0 66.4 4 2 0 1,702.6796
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% GHTPTQPGALNQR 648 660 32.6 28.5 20.6 0 1 0 1,376.7031
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% QVQFSEEHWVHESGRPVQR 661 679 68.9 27.0 64.3 0 2 0 2,335.1326
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% MASVGLSDIAMDTTVTHATSHGR 702 724 49.8 25.5 45.6 0 1 2 2,374.1128
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% AGFFGDAMK 797 805 41.6 25.0 29.1 2 0 0 959.4293
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% ATATSCRPCPCPYIDASR 806 823 42.6 25.0 42.6 2 2 0 2,082.9155
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% RCESCAPGYEGNPIQPGGK 850 868 58.2 25.0 54.9 2 2 0 2,076.9229
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% CESCAPGYEGNPIQPGGK 851 868 73.0 25.0 73.0 2 2 0 1,920.8218
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LCNECADGSFHLSTR 902 916 92.9 25.0 90.3 2 2 0 1,766.7586
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% CFCMGVSR 924 931 24.1 25.0 24.1 1 0 0 1,016.4111
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% FLGDKVTSYGGELR 997 1010 74.7 27.7 70.7 2 2 0 1,541.7960



B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% VTSYGGELR 1002 1010 34.9 27.4 29.3 2 0 0 981.5000
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% EQAWQRPDGQPATR 1061 1074 27.0 26.8 22.1 0 1 0 1,639.7937
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% TPSGLYLGTCER 1147 1158 62.0 26.2 62.0 2 0 0 1,353.6469
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% CEQCQPGYYGDAQR 1187 1200 65.1 25.0 52.8 2 0 0 1,731.6852
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% CAPGYYGNPSQGQPCQR 1249 1265 77.5 25.0 75.5 2 2 0 1,939.8176
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% RSYEIMFR 1457 1464 22.6 26.4 16.5 2 0 0 1,101.5509
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% ALEVEECR 1524 1531 25.0 25.0 14.6 2 0 0 1,005.4670
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% TCESLGAGGYR 1627 1637 50.2 25.0 43.6 1 0 0 1,170.5209
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% SIVPQGGSHSLR 1686 1697 34.6 26.7 21.9 2 0 0 1,237.6648
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% SQSVRPGADVTFICTAK 1780 1796 77.6 27.7 74.6 2 2 0 1,836.9274
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% AMDFNGILTIR 1818 1828 54.5 27.6 48.5 3 0 0 1,266.6513
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LPAVEPTDQAQYLCR 1920 1934 89.7 27.2 81.6 2 2 0 1,760.8638
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% IQVVVLSASDASPPPVK 2038 2054 83.5 25.0 81.5 2 2 0 1,706.9688
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LPQVSPADSGEYVCR 2104 2118 82.9 25.8 80.0 2 2 0 1,677.7902
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LYQASPADSGEYVCR 2394 2408 70.8 25.0 64.3 2 2 0 1,715.7694
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LLQVTPADSGEYVCR 2490 2504 82.0 26.8 75.0 2 2 0 1,707.8372
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% VVGSSGTQEASVLVTIQQR 2505 2523 26.4 26.7 18.5 0 2 0 1,959.0506
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LSGSHSQGVAYPVR 2524 2537 66.1 27.3 55.8 2 2 0 1,457.7495
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% IPQVTPADSGEYVCHVSNGAGSR 2587 2609 55.5 25.7 47.3 0 2 0 2,401.1202
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LHQMSVADSGEYVCR 2683 2697 65.5 25.0 45.2 2 2 0 1,767.7789
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LHHVSPADSGEYVCR 2780 2794 60.6 25.5 51.7 2 4 0 1,726.7966
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% VAEGQTLDLK 2838 2847 61.8 29.5 40.0 2 0 0 1,073.5839
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% CVVPGQAHAQVTWHK 2848 2862 52.5 27.6 39.6 2 0 0 1,717.8592
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LHLVSPADSGEYVCR 2978 2992 69.1 26.7 57.8 2 2 0 1,702.8218
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% AVTLECVSAGEPR 3129 3141 45.2 26.8 29.1 2 2 0 1,388.6839
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% CSATGSPAPTIHWSK 3233 3247 54.7 25.9 49.2 2 2 0 1,599.7585
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% SPLPWQHR 3250 3257 38.7 28.5 12.0 2 0 0 1,020.5374
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LEGDTLIIPR 3258 3267 61.4 25.0 46.4 2 0 0 1,126.6469
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% NELLHFER 3347 3354 27.1 26.5 9.6 2 0 0 1,057.5425
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% SIGASVEFHCAVPSDR 3412 3427 47.0 25.6 36.3 2 2 0 1,731.8119
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% EGGQLPPGHSVQDGVLR 3436 3452 48.5 28.5 39.2 2 1 0 1,745.8932
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% VGGHLRPGIVQSGGVVR 3525 3541 52.0 25.0 44.8 2 2 0 1,687.9716
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LDGSLPPDSR 3611 3620 29.2 26.4 20.8 2 0 0 1,056.5322
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% ITFRPDSADGMLLYNGQK 3690 3707 32.2 27.5 27.3 0 2 0 2,042.0015
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% RVPGSPTNLANR 3708 3719 40.2 26.3 17.9 2 0 0 1,281.7022
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% VPGSPTNLANR 3709 3719 41.5 27.5 34.8 2 0 0 1,125.6011
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% FDAGSGMATIR 3737 3747 75.1 26.0 63.8 6 0 0 1,125.5358
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% AGLSSGFIGCVR 3810 3821 69.6 28.0 55.1 2 0 0 1,223.6202
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% CEHSQALHCHPEACGPDATCVNRPDGR 3880 3906 37.8 25.0 37.8 0 2 0 3,131.3050
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% YELGSGLAVLR 3993 4003 81.1 26.9 48.7 2 0 0 1,177.6576
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% SAEPLALGR 4004 4012 26.7 25.0 16.0 2 0 0 913.5102
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% GCVGEVSVNGK 4075 4085 35.8 26.9 29.8 1 0 0 1,105.5307
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% DGFKGDLCEHEENPCQLR 4133 4150 57.3 25.0 52.4 0 2 0 2,203.9499
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% GDLCEHEENPCQLR 4137 4150 32.8 25.0 26.7 2 2 0 1,756.7380
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% CLCLPGFSGPR 4164 4174 38.9 26.1 38.9 2 0 0 1,263.5975
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% LVSEDPINDGEWHR 4282 4295 59.8 26.1 59.8 2 2 0 1,666.7821
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% GSIQVDGEELVSGR 4305 4318 64.1 27.2 40.3 2 0 0 1,445.7232
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% SPGPNVAVNAK 4319 4329 48.7 25.9 45.1 2 0 0 1,053.5687
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% GSVYIGGAPDVATLTGGR 4330 4347 42.4 27.8 38.8 2 0 0 1,690.8761
B_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 101 194 20.50% FSSGITGCVK 4348 4357 40.6 26.0 20.0 2 0 0 1,055.5191
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% SIEYSPQLEDAGSR 93 106 82.3 25.3 77.2 2 2 0 1,551.7286
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LGTVPQFPR 189 197 31.7 27.8 20.9 2 0 0 1,014.5732
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% CDGDFDCEDRTDEANCPTK 344 362 47.9 25.0 47.9 0 2 0 2,304.8442
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% TDEANCPTKRPEEVCGPTQFR 354 374 24.4 25.0 22.2 0 2 0 2,492.1296
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% RPEEVCGPTQFR 363 374 43.5 26.0 20.5 2 2 0 1,475.7061
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% SDEFGCMPPQVVTPPR 398 413 55.6 25.0 52.6 2 0 0 1,832.8308
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% ESDQGAYTCEAMNAR 471 485 67.5 25.0 67.5 4 3 0 1,702.6796
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LRFDQPDDFK 542 551 27.8 26.7 12.6 2 0 0 1,280.6272
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% VDSYGGSLR 607 615 21.4 26.2 16.2 1 0 0 953.4687
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% GHTPTQPGALNQR 648 660 39.4 29.0 27.5 0 2 0 1,376.7031
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% QVQFSEEHWVHESGRPVQR 661 679 58.5 27.1 58.2 0 2 0 2,335.1326
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% MASVGLSDIAMDTTVTHATSHGR 702 724 27.0 25.5 23.3 0 0 1 2,374.1128
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% CPIGYSGLSCESCDAHFTR 733 751 41.3 25.0 35.8 0 1 0 2,216.9159
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% AGFFGDAMK 797 805 29.2 25.0 19.7 2 0 0 959.4293
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% ATATSCRPCPCPYIDASR 806 823 46.2 25.0 45.7 2 2 0 2,082.9155
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% RCESCAPGYEGNPIQPGGK 850 868 47.7 25.0 43.4 2 2 0 2,076.9229
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% CESCAPGYEGNPIQPGGK 851 868 88.2 25.0 88.2 2 2 0 1,920.8218
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% CRPVNQEIVR 869 878 38.6 27.6 30.0 1 0 0 1,270.6685
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LCNECADGSFHLSTR 902 916 91.0 25.0 84.4 2 2 0 1,766.7586
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% CFCMGVSR 924 931 23.2 25.0 23.2 1 0 0 1,016.4111
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% VTSYGGELR 1002 1010 32.7 27.6 21.5 2 0 0 981.5000
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% EQAWQRPDGQPATR 1061 1074 24.5 26.8 21.4 0 2 0 1,639.7937
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% TPSGLYLGTCER 1147 1158 62.5 26.2 62.5 2 0 0 1,353.6469
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% CEQCQPGYYGDAQR 1187 1200 58.5 25.0 56.9 2 2 0 1,731.6852
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% CAPGYYGNPSQGQPCQR 1249 1265 58.1 25.0 58.1 2 2 0 1,939.8176
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% RSYEIMFR 1457 1464 39.4 26.3 24.7 1 0 0 1,117.5459
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% SYEIMFR 1458 1464 37.0 25.0 34.8 2 0 0 961.4448
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% ALEVEECR 1524 1531 34.0 26.3 20.9 1 0 0 1,005.4670
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% SIVPQGGSHSLR 1686 1697 26.4 26.7 18.4 1 0 0 1,237.6648
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% SQSVRPGADVTFICTAK 1780 1796 56.3 27.7 52.2 2 2 0 1,836.9274
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% SKSPAYTLVWTR 1797 1808 43.8 26.9 41.6 2 0 0 1,408.7583
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% SPAYTLVWTR 1799 1808 61.4 27.0 54.2 2 0 0 1,193.6313
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% AMDFNGILTIR 1818 1828 35.9 27.9 30.1 2 0 0 1,250.6563
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LPAVEPTDQAQYLCR 1920 1934 81.9 27.5 70.3 2 2 0 1,760.8638
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% AAGVPSATITWR 1979 1990 47.1 28.3 39.8 1 0 0 1,229.6637
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% IQVVVLSASDASPPPVK 2038 2054 61.0 25.0 52.1 2 2 0 1,706.9688
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LRLPQVSPADSGEYVCR 2102 2118 46.0 27.7 40.2 0 2 0 1,946.9754
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LPQVSPADSGEYVCR 2104 2118 78.4 25.6 72.1 2 0 0 1,677.7902
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LYQASPADSGEYVCR 2394 2408 57.9 25.0 50.3 2 2 0 1,715.7694
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LLQVTPADSGEYVCR 2490 2504 73.8 26.4 63.9 2 2 0 1,707.8372
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% VVGSSGTQEASVLVTIQQR 2505 2523 50.0 26.6 46.8 1 2 0 1,959.0506
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LSGSHSQGVAYPVR 2524 2537 43.4 27.2 37.9 2 2 0 1,457.7495
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% IPQVTPADSGEYVCHVSNGAGSR 2587 2609 53.2 25.6 53.2 0 2 0 2,401.1202
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LHQMSVADSGEYVCR 2683 2697 68.7 25.0 45.6 4 4 0 1,767.7789
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LHHVSPADSGEYVCR 2780 2794 40.2 25.5 29.6 2 4 0 1,726.7966
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% VAEGQTLDLK 2838 2847 43.9 29.9 31.7 2 0 0 1,073.5839
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% CVVPGQAHAQVTWHK 2848 2862 40.1 27.8 27.2 2 0 0 1,717.8592
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LHLVSPADSGEYVCR 2978 2992 70.3 26.7 58.0 2 2 0 1,702.8218
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% AVTLECVSAGEPR 3129 3141 78.3 26.9 68.8 2 2 0 1,388.6839
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% CSATGSPAPTIHWSK 3233 3247 62.4 25.8 51.9 2 2 0 1,599.7585
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% SPLPWQHR 3250 3257 35.0 28.6 11.8 2 0 0 1,020.5374
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LEGDTLIIPR 3258 3267 61.6 25.0 48.2 2 0 0 1,126.6469
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% SIGASVEFHCAVPSDR 3412 3427 46.5 25.6 41.8 2 2 0 1,731.8119
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% EGGQLPPGHSVQDGVLR 3436 3452 36.8 28.7 22.2 2 2 0 1,745.8932
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% VGGHLRPGIVQSGGVVR 3525 3541 56.8 25.0 48.9 2 2 0 1,687.9716
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% IAHVELADAGQYR 3542 3554 80.4 27.7 74.7 2 0 0 1,442.7387
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LDGSLPPDSR 3611 3620 45.5 26.2 39.9 2 0 0 1,056.5322
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% ITFRPDSADGMLLYNGQK 3690 3707 28.7 27.4 17.2 0 2 0 2,042.0015
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% VPGSPTNLANR 3709 3719 36.0 27.6 31.6 1 0 0 1,125.6011
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% FDAGSGMATIR 3737 3747 75.7 26.0 64.8 6 0 0 1,125.5358
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% AGLSSGFIGCVR 3810 3821 65.1 27.7 53.0 2 0 0 1,223.6202
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% CEHSQALHCHPEACGPDATCVNRPDGR 3880 3906 65.5 25.0 65.5 0 2 0 3,131.3050



B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% YELGSGLAVLR 3993 4003 89.8 27.0 70.1 2 0 0 1,177.6576
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% SAEPLALGR 4004 4012 32.5 25.0 11.8 2 0 0 913.5102
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% GCVGEVSVNGK 4075 4085 36.5 26.7 31.9 2 0 0 1,105.5307
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% DGFKGDLCEHEENPCQLR 4133 4150 47.5 25.0 45.5 0 2 0 2,203.9499
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% GDLCEHEENPCQLR 4137 4150 43.1 25.0 36.8 2 2 0 1,756.7380
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% CLCLPGFSGPR 4164 4174 42.2 26.1 37.6 2 0 0 1,263.5975
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% LVSEDPINDGEWHR 4282 4295 51.0 26.2 46.6 2 2 0 1,666.7821
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% RGSIQVDGEELVSGR 4304 4318 49.2 28.2 31.4 0 2 0 1,601.8243
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% GSIQVDGEELVSGR 4305 4318 65.2 27.1 41.7 3 0 0 1,445.7232
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% SPGPNVAVNAK 4319 4329 23.2 26.5 23.2 1 0 0 1,053.5687
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% GSVYIGGAPDVATLTGGR 4330 4347 56.5 27.8 48.7 2 0 0 1,690.8761
B_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 74 106 203 21.30% FSSGITGCVK 4348 4357 35.1 26.5 16.8 2 0 0 1,055.5191
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% SIEYSPQLEDAGSR 93 106 75.1 25.3 68.0 2 0 0 1,551.7286
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LGTVPQFPR 189 197 33.7 28.3 14.8 2 0 0 1,014.5732
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% RPEEVCGPTQFR 363 374 27.5 26.3 22.8 2 0 0 1,475.7061
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% ESDQGAYTCEAMNAR 471 485 46.9 25.0 46.9 3 1 0 1,718.6745
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LRFDQPDDFK 542 551 24.0 27.5 13.4 2 0 0 1,280.6272
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% FDQPDDFK 544 551 21.6 25.0 17.2 1 0 0 1,011.4420
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% AGFFGDAMK 797 805 22.8 25.0 18.9 1 0 0 959.4293
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% ATATSCRPCPCPYIDASR 806 823 41.2 25.0 41.2 0 2 0 2,082.9155
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% RCESCAPGYEGNPIQPGGK 850 868 37.2 25.0 28.2 0 2 0 2,076.9229
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% CESCAPGYEGNPIQPGGK 851 868 70.6 25.0 70.6 2 1 0 1,920.8218
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LCNECADGSFHLSTR 902 916 59.4 25.0 59.4 2 0 0 1,766.7586
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% FLGDKVTSYGGELR 997 1010 58.2 27.7 53.5 1 2 0 1,541.7960
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% CEQCQPGYYGDAQR 1187 1200 43.5 25.0 42.0 2 0 0 1,731.6852
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% CAPGYYGNPSQGQPCQR 1249 1265 62.6 25.0 57.3 2 2 0 1,939.8176
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% SYEIMFR 1458 1464 23.5 25.0 21.9 1 0 0 961.4448
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% TCESLGAGGYR 1627 1637 52.4 25.0 48.9 1 0 0 1,170.5209
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% SIVPQGGSHSLR 1686 1697 24.2 26.7 14.7 2 0 0 1,237.6648
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% SQSVRPGADVTFICTAK 1780 1796 52.0 27.7 43.2 2 2 0 1,836.9274
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% SPAYTLVWTR 1799 1808 54.5 27.0 48.5 2 0 0 1,193.6313
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LPAVEPTDQAQYLCR 1920 1934 94.4 27.5 92.1 2 2 0 1,760.8638
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% IQVVVLSASDASPPPVK 2038 2054 77.1 25.0 65.4 2 0 0 1,706.9688
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LPQVSPADSGEYVCR 2104 2118 60.8 25.6 56.7 2 0 0 1,677.7902
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LYQASPADSGEYVCR 2394 2408 64.3 25.0 57.2 2 0 0 1,715.7694
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LLQVTPADSGEYVCR 2490 2504 70.5 26.9 67.2 2 0 0 1,707.8372
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% VVGSSGTQEASVLVTIQQR 2505 2523 34.4 26.6 27.1 1 0 0 1,959.0506
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LSGSHSQGVAYPVR 2524 2537 22.6 27.3 0.0 0 1 0 1,457.7495
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LHQMSVADSGEYVCR 2683 2697 58.5 25.0 58.5 2 0 0 1,767.7789
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LHHVSPADSGEYVCR 2780 2794 60.3 25.8 50.2 2 2 0 1,726.7966
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LHLVSPADSGEYVCR 2978 2992 57.1 26.8 56.0 1 1 0 1,702.8218
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% AVTLECVSAGEPR 3129 3141 85.5 26.5 75.6 2 0 0 1,388.6839
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% CSATGSPAPTIHWSK 3233 3247 32.7 25.9 27.3 0 2 0 1,599.7585
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LEGDTLIIPR 3258 3267 68.1 25.0 54.5 2 0 0 1,126.6469
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% SIGASVEFHCAVPSDR 3412 3427 56.5 26.2 48.0 2 0 0 1,731.8119
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% EGGQLPPGHSVQDGVLR 3436 3452 32.3 28.6 16.7 1 1 0 1,745.8932
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% VGGHLRPGIVQSGGVVR 3525 3541 37.2 25.0 31.1 0 2 0 1,687.9716
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% IAHVELADAGQYR 3542 3554 75.2 27.7 65.2 2 0 0 1,442.7387
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% FDAGSGMATIR 3737 3747 76.1 25.0 60.2 4 0 0 1,141.5308
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% AGLSSGFIGCVR 3810 3821 57.0 28.0 46.8 2 0 0 1,223.6202
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% YELGSGLAVLR 3993 4003 79.8 26.7 59.3 2 0 0 1,177.6576
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% SAEPLALGR 4004 4012 26.7 25.0 16.5 1 0 0 913.5102
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% CLCLPGFSGPR 4164 4174 35.0 26.2 31.5 2 0 0 1,263.5975
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% LVSEDPINDGEWHR 4282 4295 54.3 26.3 50.4 2 2 0 1,666.7821
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% RGSIQVDGEELVSGR 4304 4318 76.5 28.0 66.3 2 2 0 1,601.8243
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% GSIQVDGEELVSGR 4305 4318 81.2 27.2 56.8 3 0 0 1,445.7232
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% GSVYIGGAPDVATLTGGR 4330 4347 63.7 28.0 51.5 2 0 0 1,690.8761
B_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 46 59 103 13.40% FSSGITGCVK 4348 4357 25.4 26.4 2.7 1 0 0 1,055.5191
C_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 5 10 0.66% LVSEDPINDGEWHR 4282 4295 37.3 26.2 37.3 2 2 0 1,666.7821
C_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 5 10 0.66% RGSIQVDGEELVSGR 4304 4318 40.2 28.1 32.7 2 2 0 1,601.8243
C_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 5 10 0.66% GSIQVDGEELVSGR 4305 4318 59.2 27.1 35.7 2 0 0 1,445.7232
C_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 9 20 1.87% SLPEVPETIELEVR 4222 4235 27.3 27.2 25.8 1 0 0 1,610.8637
C_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 9 20 1.87% LVSEDPINDGEWHR 4282 4295 35.9 26.1 35.7 3 0 0 1,666.7821
C_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 9 20 1.87% RGSIQVDGEELVSGR 4304 4318 66.9 28.0 55.8 2 2 0 1,601.8243
C_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 9 20 1.87% GSIQVDGEELVSGR 4305 4318 83.5 27.1 47.5 4 2 0 1,445.7232
C_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 9 20 1.87% SPGPNVAVNAK 4319 4329 54.5 26.4 45.5 2 0 0 1,053.5687
C_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 9 20 1.87% GSVYIGGAPDVATLTGGR 4330 4347 62.6 27.9 51.9 2 0 0 1,690.8761
C_06 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 9 20 1.87% FSSGITGCVK 4348 4357 36.1 25.5 21.6 2 0 0 1,055.5191
C_07 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 4 6 0.91% AMDFNGILTIR 1818 1828 25.4 28.0 16.1 1 0 0 1,266.6513
C_07 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 4 6 0.91% LVSEDPINDGEWHR 4282 4295 26.2 26.3 21.5 0 1 0 1,666.7821
C_07 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 4 6 0.91% RGSIQVDGEELVSGR 4304 4318 33.2 27.8 25.8 2 2 0 1,601.8243
C_19 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 4 0.52% AGLSSGFIGCVR 3810 3821 54.7 27.6 36.6 2 0 0 1,223.6202
C_19 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 4 0.52% YELGSGLAVLR 3993 4003 47.3 26.4 32.4 2 0 0 1,177.6576
C_20 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.52% AGLSSGFIGCVR 3810 3821 38.3 28.2 23.8 1 0 0 1,223.6202
C_20 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.52% YELGSGLAVLR 3993 4003 44.5 26.4 37.7 2 0 0 1,177.6576
C_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 6 10 1.64% AMDFNGILTIR 1818 1828 32.7 28.0 29.2 2 0 0 1,266.6513
C_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 6 10 1.64% LEGDTLIIPR 3258 3267 40.6 25.0 27.8 2 0 0 1,126.6469
C_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 6 10 1.64% VGGHLRPGIVQSGGVVR 3525 3541 22.1 25.0 22.1 0 2 0 1,687.9716
C_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 6 10 1.64% FDAGSGMATIR 3737 3747 35.9 25.0 29.4 1 0 0 1,141.5308
C_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 6 10 1.64% AGLSSGFIGCVR 3810 3821 55.1 28.2 41.4 2 0 0 1,223.6202
C_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 6 10 1.64% CLCLPGFSGPR 4164 4174 34.3 25.5 29.3 1 0 0 1,263.5975
C_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 13 2.16% TPSGLYLGTCER 1147 1158 23.6 26.0 16.0 1 0 0 1,353.6469
C_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 13 2.16% AMDFNGILTIR 1818 1828 31.2 28.0 22.8 2 0 0 1,266.6513
C_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 13 2.16% LEGDTLIIPR 3258 3267 30.1 25.0 22.6 1 0 0 1,126.6469
C_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 13 2.16% VGGHLRPGIVQSGGVVR 3525 3541 30.3 25.0 25.2 0 2 0 1,687.9716
C_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 13 2.16% FDAGSGMATIR 3737 3747 41.5 25.0 25.2 2 0 0 1,141.5308
C_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 13 2.16% AGLSSGFIGCVR 3810 3821 50.5 28.2 32.2 2 0 0 1,223.6202
C_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 13 2.16% YELGSGLAVLR 3993 4003 64.1 27.3 49.3 2 0 0 1,177.6576
C_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 13 2.16% CLCLPGFSGPR 4164 4174 38.2 25.5 37.2 1 0 0 1,263.5975
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% FLGDKVTSYGGELR 997 1010 46.7 28.1 35.7 0 2 0 1,541.7960
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% SQSVRPGADVTFICTAK 1780 1796 31.1 28.2 24.0 0 2 0 1,836.9274
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% SPAYTLVWTR 1799 1808 65.5 27.3 59.3 2 0 0 1,193.6313
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% LPAVEPTDQAQYLCR 1920 1934 50.6 27.1 41.9 1 0 0 1,760.8638
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% LHHVSPADSGEYVCR 2780 2794 28.9 25.3 24.3 0 1 0 1,726.7966
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% AVTLECVSAGEPR 3129 3141 65.6 26.0 53.5 2 0 0 1,388.6839
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% NELLHFER 3347 3354 34.1 26.1 14.7 2 0 0 1,057.5425
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% VGGHLRPGIVQSGGVVR 3525 3541 34.0 25.0 24.7 0 2 0 1,687.9716
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% IAHVELADAGQYR 3542 3554 60.8 27.6 55.8 2 2 0 1,442.7387
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% YELGSGLAVLR 3993 4003 97.0 27.7 75.2 2 0 0 1,177.6576
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% CLCLPGFSGPR 4164 4174 35.0 25.5 33.8 2 0 0 1,263.5975
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% LVSEDPINDGEWHR 4282 4295 32.0 25.8 28.0 0 1 0 1,666.7821
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% GSIQVDGEELVSGR 4305 4318 42.7 27.2 31.7 1 0 0 1,445.7232
C_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 14 15 25 4.33% GSVYIGGAPDVATLTGGR 4330 4347 36.3 27.8 36.3 1 0 0 1,690.8761
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% SIEYSPQLEDAGSR 93 106 56.4 25.1 52.7 2 0 0 1,551.7286
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% FLGDKVTSYGGELR 997 1010 26.6 28.1 12.2 0 2 0 1,541.7960
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% TPSGLYLGTCER 1147 1158 51.2 26.0 51.2 2 0 0 1,353.6469
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% SQSVRPGADVTFICTAK 1780 1796 47.3 28.3 44.1 0 2 0 1,836.9274
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% SPAYTLVWTR 1799 1808 47.9 27.3 43.5 2 0 0 1,193.6313
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% AMDFNGILTIR 1818 1828 49.0 28.0 37.2 2 0 0 1,266.6513
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% LPAVEPTDQAQYLCR 1920 1934 27.9 27.1 26.0 1 0 0 1,760.8638
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% LYQASPADSGEYVCR 2394 2408 54.6 25.0 53.7 1 0 0 1,715.7694
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% LLQVTPADSGEYVCR 2490 2504 43.8 26.4 43.8 2 0 0 1,707.8372



C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% LSGSHSQGVAYPVR 2524 2537 18.6 27.2 3.8 0 2 0 1,457.7495
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% LHQMSVADSGEYVCR 2683 2697 43.5 25.0 21.8 0 1 0 1,767.7789
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% LHLVSPADSGEYVCR 2978 2992 27.8 26.6 25.5 0 2 0 1,702.8218
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% AVTLECVSAGEPR 3129 3141 81.2 26.9 70.3 2 0 0 1,388.6839
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% SIGASVEFHCAVPSDR 3412 3427 49.1 25.9 43.2 2 2 0 1,731.8119
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% EGGQLPPGHSVQDGVLR 3436 3452 21.7 28.6 12.1 0 2 0 1,745.8932
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% VGGHLRPGIVQSGGVVR 3525 3541 36.0 25.0 34.6 0 2 0 1,687.9716
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% IAHVELADAGQYR 3542 3554 72.4 27.4 64.6 2 1 0 1,442.7387
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% AFAHLQVPER 3652 3661 40.3 27.0 28.5 1 0 0 1,167.6269
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% AGLSSGFIGCVR 3810 3821 56.3 27.6 38.3 2 0 0 1,223.6202
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% YELGSGLAVLR 3993 4003 87.1 27.7 68.6 2 0 0 1,177.6576
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% CLCLPGFSGPR 4164 4174 48.0 25.4 45.9 2 0 0 1,263.5975
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% LVSEDPINDGEWHR 4282 4295 39.7 26.2 36.5 2 1 0 1,666.7821
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% RGSIQVDGEELVSGR 4304 4318 43.2 28.0 34.0 1 2 0 1,601.8243
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% GSIQVDGEELVSGR 4305 4318 49.9 27.1 33.5 2 0 0 1,445.7232
C_25 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 25 29 51 7.61% GSVYIGGAPDVATLTGGR 4330 4347 42.1 27.9 30.6 2 0 0 1,690.8761
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% SIEYSPQLEDAGSR 93 106 83.9 25.0 81.0 2 0 0 1,551.7286
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% IPGDQVVSVVFIK 126 138 55.6 25.3 50.3 2 0 0 1,400.8149
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% LGTVPQFPR 189 197 27.1 26.7 20.7 1 0 0 1,014.5732
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% RPEEVCGPTQFR 363 374 27.0 25.4 21.7 0 2 0 1,475.7061
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% ATATSCRPCPCPYIDASR 806 823 28.5 25.0 28.5 0 1 0 2,082.9155
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% RCESCAPGYEGNPIQPGGK 850 868 20.6 25.0 19.5 0 1 0 2,076.9229
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% FLGDKVTSYGGELR 997 1010 58.4 27.9 53.6 1 0 0 1,541.7960
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% TPSGLYLGTCER 1147 1158 60.3 26.6 56.0 2 0 0 1,353.6469
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% CAPGYYGNPSQGQPCQR 1249 1265 46.6 25.0 42.2 1 0 0 1,939.8176
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% AELLVTEAPSKPITVTVEEQR 1759 1779 34.6 25.0 13.3 0 1 0 2,310.2553
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% SQSVRPGADVTFICTAK 1780 1796 37.5 28.3 33.3 0 2 0 1,836.9274
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% SPAYTLVWTR 1799 1808 74.1 27.2 61.6 2 0 0 1,193.6313
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% AMDFNGILTIR 1818 1828 58.0 27.9 52.7 4 0 0 1,266.6513
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% LPAVEPTDQAQYLCR 1920 1934 66.7 27.2 60.2 2 1 0 1,760.8638
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% IQVVVLSASDASPPPVK 2038 2054 80.4 25.0 72.7 1 0 0 1,706.9688
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% LYQASPADSGEYVCR 2394 2408 59.9 25.0 46.4 2 0 0 1,715.7694
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% LLQVTPADSGEYVCR 2490 2504 51.4 26.6 45.7 2 0 0 1,707.8372
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% VVGSSGTQEASVLVTIQQR 2505 2523 55.9 27.3 45.1 2 2 0 1,959.0506
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% LSGSHSQGVAYPVR 2524 2537 21.9 27.5 12.8 0 1 0 1,457.7495
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% QPQAIITWYKR 2656 2666 29.6 27.1 24.6 0 2 0 1,403.7795
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% LHQMSVADSGEYVCR 2683 2697 61.5 25.0 41.2 0 2 0 1,767.7789
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% LHHVSPADSGEYVCR 2780 2794 44.4 25.3 34.9 0 2 0 1,726.7966
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% VAEGQTLDLK 2838 2847 39.1 28.7 28.1 2 0 0 1,073.5839
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% LHLVSPADSGEYVCR 2978 2992 36.5 26.4 35.5 0 2 0 1,702.8218
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% AVTLECVSAGEPR 3129 3141 84.3 26.5 75.3 2 0 0 1,388.6839
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% SPLPWQHR 3250 3257 32.8 28.2 16.8 1 0 0 1,020.5374
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% SIGASVEFHCAVPSDR 3412 3427 62.0 25.0 55.3 2 2 0 1,731.8119
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% VGGHLRPGIVQSGGVVR 3525 3541 43.8 25.0 28.2 2 2 0 1,687.9716
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% IAHVELADAGQYR 3542 3554 70.3 27.6 64.4 2 0 0 1,442.7387
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% ITFRPDSADGMLLYNGQK 3690 3707 48.8 27.4 47.5 0 2 0 2,042.0015
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% VPGSPTNLANR 3709 3719 28.2 27.9 25.3 1 0 0 1,125.6011
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% FDAGSGMATIR 3737 3747 42.9 25.0 33.4 4 0 0 1,141.5308
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% HPTPLALGHFHTVTLLR 3748 3764 31.9 25.0 20.7 0 0 1 1,910.0761
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% AGLSSGFIGCVR 3810 3821 63.2 27.7 54.2 2 0 0 1,223.6202
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% YELGSGLAVLR 3993 4003 83.6 26.4 67.3 2 0 0 1,177.6576
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% CLCLPGFSGPR 4164 4174 23.0 25.4 19.5 1 0 0 1,263.5975
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% SLPEVPETIELEVR 4222 4235 27.7 27.6 25.8 1 0 0 1,610.8637
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% RGSIQVDGEELVSGR 4304 4318 37.0 28.0 32.1 0 2 0 1,601.8243
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% GSIQVDGEELVSGR 4305 4318 61.1 27.1 36.0 2 0 0 1,445.7232
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% GSVYIGGAPDVATLTGGR 4330 4347 70.0 28.1 59.8 2 0 0 1,690.8761
C_26 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 47 79 12.80% FSSGITGCVK 4348 4357 21.5 25.8 14.6 1 0 0 1,055.5191
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% SIEYSPQLEDAGSR 93 106 62.5 25.1 62.5 1 0 0 1,551.7286
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% IPGDQVVSVVFIK 126 138 42.6 25.2 41.2 2 0 0 1,400.8149
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% LGTVPQFPR 189 197 44.5 26.7 31.1 2 0 0 1,014.5732
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% RPEEVCGPTQFR 363 374 34.1 25.3 23.0 0 2 0 1,475.7061
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% MASVGLSDIAMDTTVTHATSHGR 702 724 24.6 25.0 13.6 0 1 0 2,390.1077
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% AGFFGDAMK 797 805 19.1 25.0 13.3 1 0 0 959.4293
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% RCESCAPGYEGNPIQPGGK 850 868 29.0 25.0 20.4 0 2 0 2,076.9229
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% FLGDKVTSYGGELR 997 1010 52.0 27.7 40.8 0 2 0 1,541.7960
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% EQAWQRPDGQPATR 1061 1074 19.0 26.8 9.0 0 1 0 1,639.7937
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% TPSGLYLGTCER 1147 1158 62.6 26.4 61.5 2 0 0 1,353.6469
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% SQSVRPGADVTFICTAK 1780 1796 35.7 28.3 27.9 0 2 0 1,836.9274
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% SPAYTLVWTR 1799 1808 72.3 27.3 63.3 2 0 0 1,193.6313
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% AMDFNGILTIR 1818 1828 55.5 27.8 47.9 2 0 0 1,266.6513
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% LPAVEPTDQAQYLCR 1920 1934 73.9 27.3 68.3 1 0 0 1,760.8638
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% LPQVSPADSGEYVCR 2104 2118 41.5 25.8 40.9 2 0 0 1,677.7902
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% LYQASPADSGEYVCR 2394 2408 62.5 25.0 60.0 2 0 0 1,715.7694
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% VVGSSGTQEASVLVTIQQR 2505 2523 57.4 27.3 50.9 1 0 0 1,959.0506
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% LSGSHSQGVAYPVR 2524 2537 32.1 27.2 17.5 1 1 0 1,457.7495
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% QPQAIITWYKR 2656 2666 20.2 27.2 18.4 0 1 0 1,403.7795
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% LHHVSPADSGEYVCR 2780 2794 75.8 25.3 67.1 2 2 0 1,726.7966
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% VAEGQTLDLK 2838 2847 45.3 29.4 37.4 2 0 0 1,073.5839
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% LHLVSPADSGEYVCR 2978 2992 62.3 26.5 62.3 2 2 0 1,702.8218
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% CSATGSPAPTIHWSK 3233 3247 33.0 25.5 24.7 2 0 0 1,599.7585
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% SIGASVEFHCAVPSDR 3412 3427 41.6 25.0 41.6 2 1 0 1,731.8119
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% VGGHLRPGIVQSGGVVR 3525 3541 38.9 25.0 36.8 0 1 0 1,687.9716
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% IAHVELADAGQYR 3542 3554 85.0 27.6 78.8 2 0 0 1,442.7387
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% AFAHLQVPER 3652 3661 28.9 27.1 25.2 1 0 0 1,167.6269
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% VPGSPTNLANR 3709 3719 26.5 27.8 18.2 1 0 0 1,125.6011
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% FDAGSGMATIR 3737 3747 71.8 25.0 58.4 2 0 0 1,141.5308
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% AGLSSGFIGCVR 3810 3821 61.1 27.9 36.1 2 0 0 1,223.6202
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% YELGSGLAVLR 3993 4003 64.8 26.4 48.1 2 0 0 1,177.6576
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% CLCLPGFSGPR 4164 4174 32.3 25.5 32.3 2 0 0 1,263.5975
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% GSIQVDGEELVSGR 4305 4318 49.2 27.3 35.2 2 0 0 1,445.7232
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% GSVYIGGAPDVATLTGGR 4330 4347 77.0 27.9 64.1 2 0 0 1,690.8761
C_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 35 39 64 10.80% FSSGITGCVK 4348 4357 29.1 26.3 15.2 1 0 0 1,055.5191
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% SIEYSPQLEDAGSR 93 106 80.3 25.3 76.3 2 0 0 1,551.7286
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% EVSEAVVDTLESEYLK 110 125 54.4 27.0 47.7 1 0 0 1,810.8957
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LGTVPQFPR 189 197 39.0 27.6 25.2 2 0 0 1,014.5732
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% RPEEVCGPTQFR 363 374 43.3 25.8 41.9 2 2 0 1,475.7061
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% DVKESDQGAYTCEAMNAR 468 485 31.9 25.0 31.3 1 2 0 2,044.8700
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% ESDQGAYTCEAMNAR 471 485 35.6 25.0 35.6 2 0 0 1,718.6745
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% FDQPDDFK 544 551 22.7 25.0 12.2 2 0 0 1,011.4420
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% MASVGLSDIAMDTTVTHATSHGR 702 724 27.0 25.0 26.2 0 1 0 2,390.1077
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% AGFFGDAMK 797 805 35.0 25.0 31.1 1 0 0 959.4293
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% ATATSCRPCPCPYIDASR 806 823 45.9 25.0 41.9 0 2 0 2,082.9155
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% RCESCAPGYEGNPIQPGGK 850 868 39.1 25.0 36.5 0 2 0 2,076.9229
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% CESCAPGYEGNPIQPGGK 851 868 60.8 25.0 60.8 2 0 0 1,920.8218
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LCNECADGSFHLSTR 902 916 56.9 25.0 51.9 2 0 0 1,766.7586
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% FLGDKVTSYGGELR 997 1010 65.1 27.9 52.3 2 2 0 1,541.7960
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% EQAWQRPDGQPATR 1061 1074 29.4 26.6 19.2 0 2 0 1,639.7937
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% TPSGLYLGTCER 1147 1158 64.9 26.0 64.9 2 0 0 1,353.6469
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% CEQCQPGYYGDAQR 1187 1200 54.7 25.0 51.1 2 0 0 1,731.6852
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% CAPGYYGNPSQGQPCQR 1249 1265 53.8 25.0 48.9 2 0 0 1,939.8176
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% TCESLGAGGYR 1627 1637 30.5 25.0 18.6 2 0 0 1,170.5209
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% SIVPQGGSHSLR 1686 1697 20.7 26.4 15.0 1 0 0 1,237.6648



C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% AELLVTEAPSKPITVTVEEQR 1759 1779 18.3 25.0 0.0 0 1 0 2,310.2553
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% SQSVRPGADVTFICTAK 1780 1796 56.7 28.2 50.0 2 2 0 1,836.9274
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% SKSPAYTLVWTR 1797 1808 44.7 27.3 33.0 2 0 0 1,408.7583
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% SPAYTLVWTR 1799 1808 63.4 27.3 56.4 2 0 0 1,193.6313
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% AMDFNGILTIR 1818 1828 35.0 27.8 30.3 1 0 0 1,250.6563
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LPAVEPTDQAQYLCR 1920 1934 93.3 27.3 83.7 2 2 0 1,760.8638
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% AAGVPSATITWR 1979 1990 25.4 27.8 11.0 1 0 0 1,229.6637
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% IQVVVLSASDASPPPVK 2038 2054 71.0 25.0 66.6 2 0 0 1,706.9688
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LPQVSPADSGEYVCR 2104 2118 68.1 25.6 68.1 2 0 0 1,677.7902
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LYQASPADSGEYVCR 2394 2408 86.2 25.0 85.5 2 0 0 1,715.7694
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LLQVTPADSGEYVCR 2490 2504 58.6 26.4 41.3 2 2 0 1,707.8372
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% VVGSSGTQEASVLVTIQQR 2505 2523 72.6 26.5 69.3 2 2 0 1,959.0506
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LSGSHSQGVAYPVR 2524 2537 49.8 27.4 45.8 2 1 0 1,457.7495
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% QPQAIITWYKR 2656 2666 32.7 27.1 27.2 0 1 0 1,403.7795
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LHQMSVADSGEYVCR 2683 2697 70.4 25.0 51.7 2 2 0 1,767.7789
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LRLHHVSPADSGEYVCR 2778 2794 49.8 27.7 43.7 0 2 0 1,995.9818
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LHHVSPADSGEYVCR 2780 2794 62.0 25.4 50.0 2 2 0 1,726.7966
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% VAEGQTLDLK 2838 2847 40.2 28.5 26.8 1 0 0 1,073.5839
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LHLVSPADSGEYVCR 2978 2992 49.4 26.3 45.1 2 2 0 1,702.8218
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LRSPVISIDPPSSTVQQGQDASFK 3019 3042 21.3 27.5 12.3 0 1 0 2,557.3259
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% SIGASVEFHCAVPSDR 3412 3427 46.6 25.3 39.9 0 2 0 1,731.8119
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% EGGQLPPGHSVQDGVLR 3436 3452 18.1 28.3 9.0 0 1 0 1,745.8932
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% VGGHLRPGIVQSGGVVR 3525 3541 43.5 25.0 38.6 1 2 0 1,687.9716
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% IAHVELADAGQYR 3542 3554 62.7 27.4 57.0 2 0 0 1,442.7387
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% RVPGSPTNLANR 3708 3719 27.0 26.4 15.3 2 0 0 1,281.7022
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% VPGSPTNLANR 3709 3719 30.6 27.8 30.6 1 0 0 1,125.6011
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% FDAGSGMATIR 3737 3747 66.6 25.0 56.2 4 0 0 1,141.5308
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% AGLSSGFIGCVR 3810 3821 56.3 27.6 44.3 2 0 0 1,223.6202
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% YELGSGLAVLR 3993 4003 85.3 27.3 69.7 2 0 0 1,177.6576
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% SAEPLALGR 4004 4012 28.7 25.4 18.0 2 0 0 913.5102
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% CLCLPGFSGPR 4164 4174 29.1 25.5 28.1 2 0 0 1,263.5975
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% LVSEDPINDGEWHR 4282 4295 31.4 26.2 31.4 2 2 0 1,666.7821
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% RGSIQVDGEELVSGR 4304 4318 38.7 28.0 25.4 0 2 0 1,601.8243
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% GSIQVDGEELVSGR 4305 4318 68.8 27.1 42.4 2 0 0 1,445.7232
C_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 55 69 123 16.10% GSVYIGGAPDVATLTGGR 4330 4347 63.6 27.8 55.0 2 0 0 1,690.8761
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% SIEYSPQLEDAGSR 93 106 91.2 25.0 76.9 2 0 0 1,551.7286
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% EVSEAVVDTLESEYLK 110 125 62.1 26.8 56.7 2 0 0 1,810.8957
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% IPGDQVVSVVFIK 126 138 30.0 25.3 30.0 1 0 0 1,400.8149
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LGTVPQFPR 189 197 33.8 27.6 17.7 1 0 0 1,014.5732
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% RPEEVCGPTQFR 363 374 49.9 25.8 43.2 2 2 0 1,475.7061
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% SDEFGCMPPQVVTPPR 398 413 34.4 25.0 33.7 1 0 0 1,832.8308
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% DVKESDQGAYTCEAMNAR 468 485 29.5 25.0 29.5 1 0 0 2,060.8649
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% ESDQGAYTCEAMNAR 471 485 43.4 25.0 43.4 2 0 0 1,718.6745
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% FDQPDDFK 544 551 24.5 25.0 17.5 1 0 0 1,011.4420
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% CPIGYSGLSCESCDAHFTR 733 751 23.9 25.0 23.9 0 1 0 2,216.9159
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% AGFFGDAMK 797 805 34.1 25.0 29.0 2 0 0 959.4293
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% ATATSCRPCPCPYIDASR 806 823 51.7 25.0 47.2 0 2 0 2,082.9155
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% ATATSCRPCPCPYIDASRR 806 824 16.5 25.0 16.5 0 1 0 2,239.0166
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% RCESCAPGYEGNPIQPGGK 850 868 39.6 25.0 38.4 2 2 0 2,076.9229
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% CESCAPGYEGNPIQPGGK 851 868 81.6 25.0 81.6 2 1 0 1,920.8218
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LCNECADGSFHLSTR 902 916 98.4 25.0 98.4 2 2 0 1,766.7586
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% FLGDKVTSYGGELR 997 1010 50.4 27.9 25.6 0 2 0 1,541.7960
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% EQAWQRPDGQPATR 1061 1074 27.8 26.6 23.6 0 2 0 1,639.7937
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% CEQCQPGYYGDAQR 1187 1200 77.0 25.0 77.0 2 1 0 1,731.6852
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% CAPGYYGNPSQGQPCQR 1249 1265 57.8 25.0 56.0 2 2 0 1,939.8176
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% SYEIMFR 1458 1464 32.3 25.0 22.2 1 0 0 961.4448
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% SIVPQGGSHSLR 1686 1697 37.7 26.7 29.1 2 0 0 1,237.6648
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% AELLVTEAPSKPITVTVEEQR 1759 1779 56.0 25.0 32.4 0 2 0 2,310.2553
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% SQSVRPGADVTFICTAK 1780 1796 56.8 28.2 51.6 2 2 0 1,836.9274
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% SKSPAYTLVWTR 1797 1808 41.4 26.9 14.5 2 2 0 1,408.7583
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% SPAYTLVWTR 1799 1808 66.5 27.0 60.3 2 0 0 1,193.6313
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% AMDFNGILTIR 1818 1828 39.5 27.7 33.0 1 0 0 1,250.6563
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LPAVEPTDQAQYLCR 1920 1934 61.4 27.3 52.8 2 0 0 1,760.8638
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% IQVVVLSASDASPPPVK 2038 2054 97.8 25.0 92.0 2 2 0 1,706.9688
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LPQVSPADSGEYVCR 2104 2118 66.1 25.8 66.1 2 2 0 1,677.7902
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LYQASPADSGEYVCR 2394 2408 68.1 25.0 66.7 2 0 0 1,715.7694
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LLQVTPADSGEYVCR 2490 2504 61.4 26.6 61.4 2 0 0 1,707.8372
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% VVGSSGTQEASVLVTIQQR 2505 2523 66.5 27.1 59.0 2 0 0 1,959.0506
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LSGSHSQGVAYPVR 2524 2537 37.4 27.5 29.1 1 3 0 1,457.7495
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% IESSSPTVVEGQTLDLNCVVAR 2634 2655 27.3 28.0 19.9 0 1 0 2,374.1920
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% QPQAIITWYKR 2656 2666 32.0 27.0 23.0 0 2 0 1,403.7795
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LHQMSVADSGEYVCR 2683 2697 88.6 25.0 74.3 1 1 0 1,767.7789
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LRLHHVSPADSGEYVCR 2778 2794 41.0 27.6 31.7 0 2 2 1,995.9818
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LHHVSPADSGEYVCR 2780 2794 74.9 25.4 64.8 2 2 0 1,726.7966
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% VAEGQTLDLK 2838 2847 45.4 28.5 30.5 2 0 0 1,073.5839
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LHLVSPADSGEYVCR 2978 2992 50.8 26.6 48.1 2 2 0 1,702.8218
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% AVTLECVSAGEPR 3129 3141 81.9 26.8 62.2 2 2 0 1,388.6839
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% CSATGSPAPTIHWSK 3233 3247 50.1 25.7 38.3 2 2 0 1,599.7585
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LEGDTLIIPR 3258 3267 49.5 25.0 37.2 2 0 0 1,126.6469
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% SIGASVEFHCAVPSDR 3412 3427 66.4 25.6 63.3 2 2 0 1,731.8119
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% EGGQLPPGHSVQDGVLR 3436 3452 30.8 28.4 13.4 1 2 0 1,745.8932
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% VGGHLRPGIVQSGGVVR 3525 3541 38.6 25.0 29.9 2 2 0 1,687.9716
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% IAHVELADAGQYR 3542 3554 68.2 27.6 63.9 2 0 0 1,442.7387
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LDGSLPPDSR 3611 3620 43.6 26.4 35.0 1 0 0 1,056.5322
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% VKAFAHLQVPER 3650 3661 26.6 25.8 17.8 0 2 0 1,394.7903
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% VPGSPTNLANR 3709 3719 36.3 27.8 30.1 1 0 0 1,125.6011
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% FDAGSGMATIR 3737 3747 44.0 25.0 36.2 4 0 0 1,141.5308
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% AGLSSGFIGCVR 3810 3821 43.9 28.2 34.2 2 0 0 1,223.6202
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% CEHSQALHCHPEACGPDATCVNRPDGR 3880 3906 26.6 25.0 26.6 0 1 0 3,131.3050
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% YELGSGLAVLR 3993 4003 82.6 27.3 64.4 2 0 0 1,177.6576
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% SAEPLALGR 4004 4012 44.1 25.3 23.5 2 0 0 913.5102
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% CLCLPGFSGPR 4164 4174 29.2 25.6 24.4 2 0 0 1,263.5975
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% SLPEVPETIELEVR 4222 4235 36.4 27.3 34.5 1 0 0 1,610.8637
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% LVSEDPINDGEWHR 4282 4295 44.4 26.3 44.4 2 2 0 1,666.7821
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% RGSIQVDGEELVSGR 4304 4318 47.8 28.0 41.4 0 2 0 1,601.8243
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% GSIQVDGEELVSGR 4305 4318 73.6 27.1 45.8 2 0 0 1,445.7232
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% SPGPNVAVNAK 4319 4329 24.3 25.9 4.4 1 0 0 1,053.5687
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% GSVYIGGAPDVATLTGGR 4330 4347 60.1 27.8 44.2 2 0 0 1,690.8761
C_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 64 86 151 18.70% FSSGITGCVK 4348 4357 34.4 26.3 17.9 1 0 0 1,055.5191
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% SIEYSPQLEDAGSR 93 106 91.3 25.0 85.0 2 2 0 1,551.7286
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% SIEYSPQLEDAGSREFR 93 109 22.4 25.4 17.5 0 1 0 1,983.9407
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% EVSEAVVDTLESEYLK 110 125 88.4 26.8 83.2 2 2 0 1,810.8957
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% IPGDQVVSVVFIK 126 138 54.7 25.9 45.1 2 0 0 1,400.8149
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% VISSGSVASYVTSPQGFQFR 168 187 53.8 27.6 48.1 2 0 0 2,117.0661
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LGTVPQFPR 189 197 47.9 26.8 32.3 2 0 0 1,014.5732
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% TDEANCPTKRPEEVCGPTQFR 354 374 24.7 25.0 24.6 0 2 0 2,492.1296
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% RPEEVCGPTQFR 363 374 22.3 25.7 15.5 0 2 0 1,475.7061
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% CVSTNMCIPASFHCDEESDCPDR 375 397 37.3 25.0 37.3 0 1 0 2,803.0523
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% SDEFGCMPPQVVTPPR 398 413 43.9 25.0 37.2 2 2 0 1,832.8308
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LNWGHIPSHPR 442 452 35.5 26.9 31.6 2 0 0 1,313.6862
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% VTVTSEGGRGTLIIR 453 467 22.2 25.0 7.5 0 2 0 1,558.8913
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% VTVTSEGGRGTLIIRDVK 453 470 18.3 25.0 18.3 0 1 0 1,901.0817



C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% DVKESDQGAYTCEAMNAR 468 485 66.4 25.0 64.8 2 0 0 2,060.8649
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% ESDQGAYTCEAMNAR 471 485 58.2 25.0 57.1 2 2 0 1,718.6745
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LRFDQPDDFK 542 551 38.2 26.8 34.0 2 0 0 1,280.6272
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% FDQPDDFK 544 551 32.1 25.0 26.7 2 0 0 1,011.4420
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% YNVRYELAR 616 624 25.5 26.7 13.5 1 0 0 1,183.6217
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% GHTPTQPGALNQR 648 660 32.6 28.5 22.8 0 2 0 1,376.7031
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% QVQFSEEHWVHESGRPVQR 661 679 47.5 26.8 43.8 0 2 1 2,335.1326
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% MASVGLSDIAMDTTVTHATSHGR 702 724 29.7 25.7 25.4 0 2 2 2,374.1128
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% CPIGYSGLSCESCDAHFTR 733 751 73.7 25.0 73.7 0 2 0 2,216.9159
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% AGFFGDAMK 797 805 48.5 25.0 30.8 2 0 0 959.4293
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% ATATSCRPCPCPYIDASR 806 823 49.3 25.0 45.7 2 2 0 2,082.9155
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% ATATSCRPCPCPYIDASRR 806 824 23.3 25.0 23.3 0 2 0 2,239.0166
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% RCESCAPGYEGNPIQPGGK 850 868 46.0 25.0 43.0 2 2 0 2,076.9229
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% CESCAPGYEGNPIQPGGK 851 868 68.8 25.0 68.8 2 2 0 1,920.8218
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LCNECADGSFHLSTR 902 916 82.2 25.0 82.2 2 1 0 1,766.7586
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LLSGPYFWSLPSR 984 996 33.3 27.8 28.0 1 0 0 1,522.8053
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% FLGDKVTSYGGELR 997 1010 75.1 28.1 61.0 2 2 0 1,541.7960
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% EQAWQRPDGQPATR 1061 1074 37.9 26.8 31.3 2 3 0 1,639.7937
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% TPSGLYLGTCER 1147 1158 36.5 26.4 36.5 2 0 0 1,353.6469
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% CEQCQPGYYGDAQR 1187 1200 64.6 25.0 64.6 2 1 0 1,731.6852
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% CAPGYYGNPSQGQPCQR 1249 1265 57.9 25.0 57.2 2 2 0 1,939.8176
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% HLISTHFAPGDFQGFALVNPQR 1342 1363 30.9 27.2 25.7 0 1 1 2,452.2522
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% ALEVEECR 1524 1531 32.2 25.2 25.6 1 0 0 1,005.4670
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% SIVPQGGSHSLR 1686 1697 24.5 26.6 12.8 2 0 0 1,237.6648
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% AELLVTEAPSKPITVTVEEQR 1759 1779 57.3 25.1 33.6 0 2 0 2,310.2553
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% SQSVRPGADVTFICTAK 1780 1796 78.2 28.2 70.1 2 0 0 1,836.9274
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% SKSPAYTLVWTR 1797 1808 41.5 26.9 12.6 2 2 0 1,408.7583
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% SPAYTLVWTR 1799 1808 68.1 27.3 60.7 3 0 0 1,193.6313
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% AMDFNGILTIR 1818 1828 43.7 27.9 31.3 3 0 0 1,250.6563
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% CSATGSPTPTLEWTGGPGGQLPAK 1887 1910 29.9 26.8 28.5 0 2 0 2,370.1399
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LPAVEPTDQAQYLCR 1920 1934 71.3 27.2 65.4 2 2 0 1,760.8638
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% EGGSLPPQAR 1992 2001 34.6 26.9 29.5 1 0 0 1,011.5219
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% IQVVVLSASDASPPPVK 2038 2054 56.4 25.0 44.9 2 2 0 1,706.9688
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LRLPQVSPADSGEYVCR 2102 2118 47.7 27.9 47.4 2 0 0 1,946.9754
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LPQVSPADSGEYVCR 2104 2118 49.6 25.6 43.3 2 2 0 1,677.7902
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LYIFQASPADAGQYVCR 2296 2312 55.4 26.4 53.0 2 2 0 1,958.9430
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LYQASPADSGEYVCR 2394 2408 87.1 25.0 79.6 2 0 0 1,715.7694
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LLQVTPADSGEYVCR 2490 2504 81.8 26.5 73.1 0 2 0 1,707.8372
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% VVGSSGTQEASVLVTIQQR 2505 2523 72.7 27.1 66.6 2 2 0 1,959.0506
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LSGSHSQGVAYPVR 2524 2537 61.9 27.5 52.0 2 2 0 1,457.7495
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LRIPQVTPADSGEYVCHVSNGAGSR 2585 2609 35.0 26.7 27.4 0 1 0 2,670.3054
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% ETSLIVTIQGSGSSHVPSVSPPIR 2610 2633 75.5 25.8 72.8 0 2 0 2,448.3094
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% IESSSPTVVEGQTLDLNCVVAR 2634 2655 65.5 27.9 56.7 2 2 0 2,374.1920
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% QPQAIITWYKR 2656 2666 32.3 26.8 26.1 1 2 0 1,403.7795
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LHQMSVADSGEYVCR 2683 2697 84.9 25.0 76.4 2 2 0 1,767.7789
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LRLHHVSPADSGEYVCR 2778 2794 42.5 27.5 38.1 0 2 0 1,995.9818
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LHHVSPADSGEYVCR 2780 2794 40.2 25.0 31.9 2 4 0 1,726.7966
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% VAEGQTLDLK 2838 2847 56.9 29.4 40.5 1 0 0 1,073.5839
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% HQVHGPLLR 2871 2879 27.4 26.9 27.4 1 0 0 1,056.6062
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LHLVSPADSGEYVCR 2978 2992 61.4 26.3 46.3 2 2 0 1,702.8218
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LRSPVISIDPPSSTVQQGQDASFK 3019 3042 81.8 27.3 74.6 0 2 0 2,557.3259
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% CLIHDGAAPISLEWK 3043 3057 31.0 27.8 29.6 0 2 0 1,709.8682
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% AVTLECVSAGEPR 3129 3141 84.4 26.5 74.8 2 2 0 1,388.6839
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% CSATGSPAPTIHWSK 3233 3247 57.4 25.7 57.0 2 0 0 1,599.7585
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% SPLPWQHR 3250 3257 36.7 28.2 25.2 2 0 0 1,020.5374
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LEGDTLIIPR 3258 3267 68.1 25.0 57.2 3 0 0 1,126.6469
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% ATARNELLHFER 3343 3354 19.9 27.6 10.1 0 2 0 1,456.7655
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% EGGQLPPGHSVQDGVLR 3436 3452 62.2 28.5 48.1 2 2 0 1,745.8932
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% IQNLDQSCQGTYICQAHGPWGK 3453 3474 43.0 25.0 43.0 0 2 0 2,561.1664
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% VGGHLRPGIVQSGGVVR 3525 3541 52.6 25.0 39.4 2 2 0 1,687.9716
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% IAHVELADAGQYR 3542 3554 72.3 27.6 62.4 2 2 0 1,442.7387
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LDGSLPPDSR 3611 3620 38.6 26.5 31.8 2 0 0 1,056.5322
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% VKAFAHLQVPER 3650 3661 26.4 25.6 24.2 0 2 0 1,394.7903
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% ITFRPDSADGMLLYNGQK 3690 3707 40.4 27.1 32.3 0 2 0 2,042.0015
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% RVPGSPTNLANR 3708 3719 33.5 26.4 27.1 2 0 0 1,281.7022
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% VPGSPTNLANR 3709 3719 30.2 27.9 21.0 1 0 0 1,125.6011
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% QPDFISFGLVGGRPEFR 3720 3736 29.7 27.7 28.0 0 1 0 1,921.9921
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% FDAGSGMATIR 3737 3747 38.0 25.0 31.4 5 0 0 1,141.5308
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% HPTPLALGHFHTVTLLR 3748 3764 31.1 25.0 28.4 0 2 0 1,910.0761
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% CEHSQALHCHPEACGPDATCVNRPDGR 3880 3906 51.6 25.0 51.6 0 2 1 3,131.3050
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% YELGSGLAVLR 3993 4003 85.7 26.4 62.8 2 0 0 1,177.6576
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% SAEPLALGR 4004 4012 51.7 26.7 27.1 3 0 0 913.5102
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% GCVGEVSVNGK 4075 4085 30.4 26.7 28.6 2 0 0 1,105.5307
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% DGFKGDLCEHEENPCQLR 4133 4150 34.4 25.0 31.4 0 2 0 2,203.9499
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% GDLCEHEENPCQLR 4137 4150 39.7 25.0 27.2 1 2 0 1,756.7380
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% CLCLPGFSGPR 4164 4174 42.3 25.5 36.5 2 0 0 1,263.5975
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% SLPEVPETIELEVR 4222 4235 44.5 27.6 42.8 2 0 0 1,610.8637
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% LVSEDPINDGEWHR 4282 4295 53.5 26.3 53.2 2 1 0 1,666.7821
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% RGSIQVDGEELVSGR 4304 4318 52.2 28.2 42.4 0 2 0 1,601.8243
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% GSIQVDGEELVSGR 4305 4318 53.5 27.3 31.7 3 0 0 1,445.7232
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% GSVYIGGAPDVATLTGGR 4330 4347 76.8 27.9 69.7 2 0 0 1,690.8761
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% FSSGITGCVK 4348 4357 33.1 25.8 2.1 2 0 0 1,055.5191
C_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 96 133 251 29.00% NLVLHSARPGAPPPQPLDLQHR 4358 4379 32.4 25.4 30.8 0 0 2 2,413.3214
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% SIEYSPQLEDAGSR 93 106 87.2 25.1 79.4 2 2 0 1,551.7286
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% EVSEAVVDTLESEYLK 110 125 71.4 26.8 60.5 2 1 0 1,810.8957
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% IPGDQVVSVVFIK 126 138 57.1 25.2 47.9 2 0 0 1,400.8149
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LGTVPQFPR 189 197 36.1 26.9 22.7 1 0 0 1,014.5732
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% TDEANCPTKRPEEVCGPTQFR 354 374 24.0 25.0 24.0 0 1 0 2,492.1296
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% RPEEVCGPTQFR 363 374 41.2 25.8 24.0 2 2 0 1,475.7061
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% SDEFGCMPPQVVTPPR 398 413 32.4 25.0 30.2 2 0 0 1,832.8308
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% DVKESDQGAYTCEAMNAR 468 485 47.7 25.0 47.7 2 2 0 2,044.8700
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% ESDQGAYTCEAMNAR 471 485 59.4 25.0 54.1 4 1 0 1,718.6745
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LRFDQPDDFK 542 551 33.9 26.6 25.4 2 0 0 1,280.6272
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% GHTPTQPGALNQR 648 660 29.2 28.5 18.4 0 1 0 1,376.7031
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% QVQFSEEHWVHESGRPVQR 661 679 45.7 26.8 43.2 0 2 0 2,335.1326
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% CPIGYSGLSCESCDAHFTR 733 751 29.3 25.0 29.3 0 2 0 2,216.9159
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% AGFFGDAMK 797 805 31.2 25.0 17.9 3 0 0 943.4343
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% ATATSCRPCPCPYIDASR 806 823 48.2 25.0 48.2 1 2 0 2,082.9155
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% RCESCAPGYEGNPIQPGGK 850 868 49.1 25.0 47.2 2 2 0 2,076.9229
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% CESCAPGYEGNPIQPGGK 851 868 77.0 25.0 77.0 2 0 0 1,920.8218
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LCNECADGSFHLSTR 902 916 90.0 25.0 86.0 2 2 0 1,766.7586
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% FLGDKVTSYGGELR 997 1010 28.8 27.7 16.2 0 2 0 1,541.7960
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% EQAWQRPDGQPATR 1061 1074 18.9 26.8 10.2 0 1 0 1,639.7937
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% TPSGLYLGTCER 1147 1158 59.9 26.0 59.9 2 0 0 1,353.6469
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% CEQCQPGYYGDAQR 1187 1200 48.8 25.0 48.8 2 2 0 1,731.6852
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% CAPGYYGNPSQGQPCQR 1249 1265 60.5 25.0 58.2 2 2 0 1,939.8176
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% SYEIMFR 1458 1464 22.1 25.0 20.1 1 0 0 961.4448
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% SIVPQGGSHSLR 1686 1697 29.5 26.6 17.9 1 0 0 1,237.6648
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% AELLVTEAPSKPITVTVEEQR 1759 1779 53.8 25.0 25.9 0 2 0 2,310.2553
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% SQSVRPGADVTFICTAK 1780 1796 65.5 28.1 61.6 2 0 0 1,836.9274
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% SKSPAYTLVWTR 1797 1808 49.2 27.3 24.3 1 2 0 1,408.7583
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% SPAYTLVWTR 1799 1808 74.1 27.3 66.3 2 0 0 1,193.6313



C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% AMDFNGILTIR 1818 1828 39.3 27.7 31.5 2 0 0 1,250.6563
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% CSATGSPTPTLEWTGGPGGQLPAK 1887 1910 26.7 27.0 21.4 0 1 0 2,370.1399
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LPAVEPTDQAQYLCR 1920 1934 66.1 27.2 60.8 2 2 0 1,760.8638
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% IQVVVLSASDASPPPVK 2038 2054 41.9 25.0 31.6 0 2 0 1,706.9688
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LRLPQVSPADSGEYVCR 2102 2118 36.5 27.7 35.6 1 0 0 1,946.9754
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LPQVSPADSGEYVCR 2104 2118 63.1 25.7 62.0 2 2 0 1,677.7902
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LYIFQASPADAGQYVCR 2296 2312 48.2 26.7 45.4 1 0 0 1,958.9430
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LYQASPADSGEYVCR 2394 2408 80.5 25.0 72.8 2 0 0 1,715.7694
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LLQVTPADSGEYVCR 2490 2504 58.7 26.2 54.1 2 2 0 1,707.8372
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% VVGSSGTQEASVLVTIQQR 2505 2523 41.2 26.6 38.0 2 2 0 1,959.0506
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LSGSHSQGVAYPVR 2524 2537 63.2 27.5 53.5 2 3 0 1,457.7495
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% IESSSPTVVEGQTLDLNCVVAR 2634 2655 46.8 27.9 46.7 0 2 0 2,374.1920
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% QPQAIITWYK 2656 2665 21.5 28.3 10.1 1 0 0 1,247.6784
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% QPQAIITWYKR 2656 2666 21.8 27.0 14.6 0 1 0 1,403.7795
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LHQMSVADSGEYVCR 2683 2697 72.7 25.0 66.7 2 4 0 1,767.7789
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LRLHHVSPADSGEYVCR 2778 2794 50.4 27.4 46.4 0 2 1 1,995.9818
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LHHVSPADSGEYVCR 2780 2794 44.7 25.0 42.2 2 3 0 1,726.7966
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% VAEGQTLDLK 2838 2847 46.4 28.6 28.8 2 0 0 1,073.5839
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% CVVPGQAHAQVTWHK 2848 2862 20.9 27.6 14.6 1 0 0 1,717.8592
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LHLVSPADSGEYVCR 2978 2992 56.7 26.5 49.5 2 2 0 1,702.8218
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LRSPVISIDPPSSTVQQGQDASFK 3019 3042 62.7 27.5 58.5 0 2 0 2,557.3259
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% AVTLECVSAGEPR 3129 3141 85.9 26.8 70.6 2 1 0 1,388.6839
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% CSATGSPAPTIHWSK 3233 3247 54.2 25.4 52.7 2 2 0 1,599.7585
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% SPLPWQHR 3250 3257 27.8 28.2 15.3 1 0 0 1,020.5374
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LEGDTLIIPR 3258 3267 53.9 25.0 44.3 4 0 0 1,126.6469
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% NELLHFER 3347 3354 43.0 26.1 10.5 2 0 0 1,057.5425
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% SIGASVEFHCAVPSDR 3412 3427 23.0 25.3 17.7 1 1 0 1,731.8119
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% EGGQLPPGHSVQDGVLR 3436 3452 41.9 28.6 30.9 2 2 0 1,745.8932
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% VGGHLRPGIVQSGGVVR 3525 3541 47.5 25.0 40.7 2 2 0 1,687.9716
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% IAHVELADAGQYR 3542 3554 86.2 27.6 79.6 2 0 0 1,442.7387
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LDGSLPPDSR 3611 3620 33.0 26.5 20.0 2 0 0 1,056.5322
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% VKAFAHLQVPER 3650 3661 36.9 25.8 28.8 0 2 0 1,394.7903
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% ITFRPDSADGMLLYNGQK 3690 3707 21.9 27.2 20.3 0 1 0 2,042.0015
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% VPGSPTNLANR 3709 3719 25.6 27.8 24.3 1 0 0 1,125.6011
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% QPDFISFGLVGGRPEFR 3720 3736 25.3 27.7 18.6 0 1 0 1,921.9921
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% FDAGSGMATIR 3737 3747 62.0 25.6 48.7 6 0 0 1,125.5358
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% AGLSSGFIGCVR 3810 3821 64.7 28.2 46.8 2 0 0 1,223.6202
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% CEHSQALHCHPEACGPDATCVNRPDGR 3880 3906 37.1 25.0 37.1 0 2 0 3,131.3050
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% YELGSGLAVLR 3993 4003 82.0 26.4 68.5 2 0 0 1,177.6576
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% SAEPLALGR 4004 4012 49.0 25.4 25.8 4 0 0 913.5102
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% GCVGEVSVNGK 4075 4085 28.6 25.9 19.5 1 0 0 1,105.5307
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% DGFKGDLCEHEENPCQLR 4133 4150 27.9 25.0 27.6 0 2 0 2,203.9499
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% GDLCEHEENPCQLR 4137 4150 35.3 25.0 28.4 2 2 0 1,756.7380
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% CLCLPGFSGPR 4164 4174 35.0 25.5 24.9 2 0 0 1,263.5975
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% SLPEVPETIELEVR 4222 4235 22.9 27.6 21.3 1 0 0 1,610.8637
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% LVSEDPINDGEWHR 4282 4295 52.5 26.1 52.2 2 1 0 1,666.7821
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% RGSIQVDGEELVSGR 4304 4318 54.9 28.0 38.1 0 2 0 1,601.8243
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% GSIQVDGEELVSGR 4305 4318 58.3 27.1 34.1 2 0 0 1,445.7232
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% GSVYIGGAPDVATLTGGR 4330 4347 79.0 27.8 67.7 2 0 0 1,690.8761
C_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 79 111 200 23.40% FSSGITGCVK 4348 4357 30.4 26.3 13.4 2 0 0 1,055.5191
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% SIEYSPQLEDAGSR 93 106 73.4 25.2 66.9 2 2 0 1,551.7286
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% EVSEAVVDTLESEYLK 110 125 77.2 26.7 74.4 2 1 0 1,810.8957
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% IPGDQVVSVVFIK 126 138 55.2 25.0 43.9 2 0 0 1,400.8149
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% RPEEVCGPTQFR 363 374 37.1 26.1 28.6 2 0 0 1,475.7061
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% SDEFGCMPPQVVTPPR 398 413 64.2 25.0 61.7 2 2 0 1,832.8308
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LNWGHIPSHPR 442 452 26.9 27.0 17.0 1 0 0 1,313.6862
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% DVKESDQGAYTCEAMNAR 468 485 49.9 25.0 42.1 2 4 0 2,060.8649
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% ESDQGAYTCEAMNAR 471 485 63.8 25.0 63.8 4 1 0 1,718.6745
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% FDQPDDFK 544 551 25.0 25.0 17.6 2 0 0 1,011.4420
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% QVQFSEEHWVHESGRPVQR 661 679 57.3 26.8 57.2 0 2 0 2,335.1326
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% MASVGLSDIAMDTTVTHATSHGR 702 724 78.2 25.3 71.1 0 2 4 2,374.1128
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% AGFFGDAMK 797 805 36.9 25.0 22.7 4 0 0 943.4343
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% ATATSCRPCPCPYIDASR 806 823 48.0 25.0 48.0 0 2 0 2,082.9155
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% RCESCAPGYEGNPIQPGGK 850 868 26.4 25.0 26.3 0 2 0 2,076.9229
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% CESCAPGYEGNPIQPGGK 851 868 72.6 25.0 69.9 2 0 0 1,920.8218
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LCNECADGSFHLSTR 902 916 63.0 25.0 62.2 2 0 0 1,766.7586
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% FLGDKVTSYGGELR 997 1010 57.6 27.8 44.4 0 2 0 1,541.7960
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% EQAWQRPDGQPATR 1061 1074 23.9 27.1 7.5 1 0 0 1,639.7937
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% TPSGLYLGTCER 1147 1158 50.6 25.9 50.6 2 0 0 1,353.6469
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% CEQCQPGYYGDAQR 1187 1200 44.5 25.0 40.7 2 1 0 1,731.6852
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% CAPGYYGNPSQGQPCQR 1249 1265 71.0 25.0 69.2 2 2 0 1,939.8176
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% HLISTHFAPGDFQGFALVNPQR 1342 1363 31.1 27.3 22.5 0 0 1 2,452.2522
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% TCESLGAGGYR 1627 1637 23.7 25.0 10.0 1 0 0 1,170.5209
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% SIVPQGGSHSLR 1686 1697 27.0 26.7 17.8 2 0 0 1,237.6648
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% AELLVTEAPSKPITVTVEEQR 1759 1779 66.3 25.0 34.8 0 2 0 2,310.2553
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% SQSVRPGADVTFICTAK 1780 1796 53.6 28.1 53.0 2 2 0 1,836.9274
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% SKSPAYTLVWTR 1797 1808 44.5 27.3 35.8 2 2 0 1,408.7583
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% SPAYTLVWTR 1799 1808 73.7 27.3 67.2 2 0 0 1,193.6313
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% AMDFNGILTIR 1818 1828 49.0 27.9 43.4 2 0 0 1,250.6563
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LPAVEPTDQAQYLCR 1920 1934 79.2 27.2 71.9 2 2 0 1,760.8638
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% IQVVVLSASDASPPPVK 2038 2054 58.0 25.0 49.4 0 2 0 1,706.9688
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LRLPQVSPADSGEYVCR 2102 2118 32.6 27.8 32.6 1 0 0 1,946.9754
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LPQVSPADSGEYVCR 2104 2118 61.9 25.6 58.6 2 2 0 1,677.7902
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LYQASPADSGEYVCR 2394 2408 97.0 25.0 92.6 2 2 0 1,715.7694
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LLQVTPADSGEYVCR 2490 2504 51.0 26.3 48.2 2 2 0 1,707.8372
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% VVGSSGTQEASVLVTIQQR 2505 2523 68.0 27.0 58.7 2 2 0 1,959.0506
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LSGSHSQGVAYPVR 2524 2537 52.9 27.3 40.8 2 2 0 1,457.7495
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% ETSLIVTIQGSGSSHVPSVSPPIR 2610 2633 69.7 25.7 66.0 0 2 0 2,448.3094
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% IESSSPTVVEGQTLDLNCVVAR 2634 2655 49.4 27.8 40.0 0 1 0 2,374.1920
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% QPQAIITWYKR 2656 2666 23.2 27.1 21.7 0 1 0 1,403.7795
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LHQMSVADSGEYVCR 2683 2697 75.9 25.0 68.9 2 0 0 1,767.7789
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LRLHHVSPADSGEYVCR 2778 2794 60.0 27.5 52.3 0 2 0 1,995.9818
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LHHVSPADSGEYVCR 2780 2794 63.7 25.5 51.2 2 2 0 1,726.7966
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LHLVSPADSGEYVCR 2978 2992 77.3 26.2 70.2 2 2 0 1,702.8218
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LRSPVISIDPPSSTVQQGQDASFK 3019 3042 56.3 27.4 46.5 0 2 0 2,557.3259
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% CLIHDGAAPISLEWK 3043 3057 36.9 27.8 36.9 1 0 0 1,709.8682
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% AVTLECVSAGEPR 3129 3141 81.9 26.0 72.4 2 0 0 1,388.6839
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% CSATGSPAPTIHWSK 3233 3247 47.5 25.7 36.5 2 0 0 1,599.7585
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LEGDTLIIPR 3258 3267 66.9 25.0 55.1 2 0 0 1,126.6469
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% SIGASVEFHCAVPSDR 3412 3427 56.6 25.0 48.4 2 2 0 1,731.8119
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% EGGQLPPGHSVQDGVLR 3436 3452 35.0 28.4 22.3 2 2 0 1,745.8932
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% VGGHLRPGIVQSGGVVR 3525 3541 54.0 25.0 42.2 2 2 0 1,687.9716
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% IAHVELADAGQYR 3542 3554 64.9 27.6 56.7 2 0 0 1,442.7387
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LDGSLPPDSR 3611 3620 38.8 26.4 32.4 2 0 0 1,056.5322
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% ITFRPDSADGMLLYNGQK 3690 3707 38.7 27.1 30.4 0 2 0 2,042.0015
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% VPGSPTNLANR 3709 3719 32.5 27.5 25.4 1 0 0 1,125.6011
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% FDAGSGMATIR 3737 3747 72.7 25.9 56.4 6 0 0 1,125.5358
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% CEHSQALHCHPEACGPDATCVNRPDGR 3880 3906 32.2 25.0 32.2 0 0 0 3,131.3050
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% YELGSGLAVLR 3993 4003 88.9 26.4 68.1 2 0 0 1,177.6576
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% SAEPLALGR 4004 4012 24.6 25.4 14.9 2 0 0 913.5102
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% DGFKGDLCEHEENPCQLR 4133 4150 38.4 25.0 33.7 0 2 1 2,203.9499
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% CLCLPGFSGPR 4164 4174 39.9 25.4 39.6 2 0 0 1,263.5975



C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% SLPEVPETIELEVR 4222 4235 26.6 27.4 21.4 1 0 0 1,610.8637
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% LVSEDPINDGEWHR 4282 4295 44.5 26.0 36.8 2 2 0 1,666.7821
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% RGSIQVDGEELVSGR 4304 4318 57.7 28.0 34.6 2 2 0 1,601.8243
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% GSIQVDGEELVSGR 4305 4318 36.9 27.2 26.4 3 0 0 1,445.7232
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% GSVYIGGAPDVATLTGGR 4330 4347 84.5 27.9 77.6 2 0 0 1,690.8761
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% FSSGITGCVK 4348 4357 31.5 26.3 8.2 2 0 0 1,055.5191
C_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 69 97 184 21.90% NLVLHSARPGAPPPQPLDLQHR 4358 4379 28.8 25.3 22.2 0 0 2 2,413.3214
D_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 9 14 1.62% SLPEVPETIELEVR 4222 4235 59.7 27.9 57.3 2 1 0 1,610.8637
D_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 9 14 1.62% LVSEDPINDGEWHR 4282 4295 37.2 25.5 35.4 0 1 0 1,666.7821
D_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 9 14 1.62% RGSIQVDGEELVSGR 4304 4318 30.6 28.0 23.8 1 1 0 1,601.8243
D_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 9 14 1.62% GSIQVDGEELVSGR 4305 4318 68.4 27.3 40.2 3 0 0 1,445.7232
D_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 9 14 1.62% GSVYIGGAPDVATLTGGR 4330 4347 82.5 28.0 74.7 2 1 0 1,690.8761
D_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 9 14 1.62% FSSGITGCVK 4348 4357 25.2 25.5 13.2 2 0 0 1,055.5191
D_11 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 6 1.28% LVSEDPINDGEWHR 4282 4295 29.0 25.5 27.1 0 1 0 1,666.7821
D_11 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 6 1.28% GSIQVDGEELVSGR 4305 4318 51.4 27.3 28.3 1 0 0 1,445.7232
D_11 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 6 1.28% GSVYIGGAPDVATLTGGR 4330 4347 64.6 27.8 57.3 2 0 0 1,690.8761
D_11 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 6 1.28% FSSGITGCVK 4348 4357 26.6 25.7 6.3 2 0 0 1,055.5191
D_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 4 0.75% LEGDTLIIPR 3258 3267 33.5 25.4 24.5 1 0 0 1,126.6469
D_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 4 0.75% VPGSPTNLANR 3709 3719 37.8 27.9 37.2 1 0 0 1,125.6011
D_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 4 0.75% AGLSSGFIGCVR 3810 3821 26.7 27.9 21.5 2 0 0 1,223.6202
D_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 16 2.12% LGTVPQFPR 189 197 32.1 26.7 14.0 1 0 0 1,014.5732
D_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 16 2.12% AVTLECVSAGEPR 3129 3141 73.4 26.0 63.8 2 0 0 1,388.6839
D_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 16 2.12% LEGDTLIIPR 3258 3267 49.2 25.4 39.0 2 0 0 1,126.6469
D_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 16 2.12% NELLHFER 3347 3354 30.6 25.8 13.7 2 0 0 1,057.5425
D_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 16 2.12% VPGSPTNLANR 3709 3719 38.2 27.4 29.9 2 0 0 1,125.6011
D_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 16 2.12% FDAGSGMATIR 3737 3747 48.8 25.0 37.3 2 0 0 1,141.5308
D_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 16 2.12% AGLSSGFIGCVR 3810 3821 46.6 27.7 35.7 2 0 0 1,223.6202
D_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 16 2.12% SAEPLALGR 4004 4012 35.7 26.7 22.5 2 0 0 913.5102
D_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 16 2.12% FSSGITGCVK 4348 4357 25.2 26.3 13.9 1 0 0 1,055.5191
D_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 13 1.73% AVTLECVSAGEPR 3129 3141 70.7 26.4 55.8 2 0 0 1,388.6839
D_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 13 1.73% LEGDTLIIPR 3258 3267 56.1 25.4 46.0 2 0 0 1,126.6469
D_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 13 1.73% VPGSPTNLANR 3709 3719 35.3 27.9 35.1 2 0 0 1,125.6011
D_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 13 1.73% FDAGSGMATIR 3737 3747 63.8 25.0 56.5 1 0 0 1,141.5308
D_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 13 1.73% AGLSSGFIGCVR 3810 3821 42.7 27.0 31.6 2 0 0 1,223.6202
D_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 13 1.73% SAEPLALGR 4004 4012 41.8 26.7 28.6 2 0 0 913.5102
D_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 13 1.73% FSSGITGCVK 4348 4357 26.5 25.8 12.1 2 0 0 1,055.5191
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% EVSEAVVDTLESEYLK 110 125 94.7 26.6 81.0 2 0 0 1,810.8957
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% VISSGSVASYVTSPQGFQFR 168 187 63.6 27.3 63.6 0 2 0 2,117.0661
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% LGTVPQFPR 189 197 29.5 26.8 13.3 1 0 0 1,014.5732
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% AELLVTEAPSKPITVTVEEQR 1759 1779 66.4 25.2 35.0 0 2 0 2,310.2553
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% SPAYTLVWTR 1799 1808 56.4 28.2 48.9 2 0 0 1,193.6313
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% AMDFNGILTIR 1818 1828 48.1 28.2 42.8 1 0 0 1,266.6513
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% AQIHGGILR 1911 1919 39.9 25.0 27.4 1 0 0 964.5688
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% LPAVEPTDQAQYLCR 1920 1934 67.2 27.0 62.6 2 0 0 1,760.8638
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% LPQVSPADSGEYVCR 2104 2118 49.2 25.6 49.2 1 0 0 1,677.7902
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% LYQASPADSGEYVCR 2394 2408 44.9 25.0 44.3 2 0 0 1,715.7694
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% LLQVTPADSGEYVCR 2490 2504 51.6 26.5 50.9 2 1 0 1,707.8372
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% VVGSSGTQEASVLVTIQQR 2505 2523 33.4 27.2 24.9 0 1 0 1,959.0506
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% LSGSHSQGVAYPVR 2524 2537 25.1 27.2 18.5 0 1 0 1,457.7495
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% AVTLECVSAGEPR 3129 3141 65.6 26.0 54.8 2 0 0 1,388.6839
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% LEGDTLIIPR 3258 3267 49.3 25.6 37.4 2 0 0 1,126.6469
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% NELLHFER 3347 3354 38.9 25.8 21.0 2 0 0 1,057.5425
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% IAHVELADAGQYR 3542 3554 26.1 27.4 22.1 1 1 0 1,442.7387
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% VPGSPTNLANR 3709 3719 29.6 27.9 23.5 2 0 0 1,125.6011
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% FDAGSGMATIR 3737 3747 51.3 25.0 39.1 2 0 0 1,141.5308
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% AGLSSGFIGCVR 3810 3821 52.7 27.4 45.0 2 0 0 1,223.6202
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% YELGSGLAVLR 3993 4003 40.8 27.6 20.7 2 0 0 1,177.6576
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% SAEPLALGR 4004 4012 44.2 26.7 25.4 2 0 0 913.5102
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% GSVYIGGAPDVATLTGGR 4330 4347 53.3 27.7 44.9 2 0 0 1,690.8761
D_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 24 26 43 7.17% FSSGITGCVK 4348 4357 36.6 26.3 22.7 2 0 0 1,055.5191
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% VISSGSVASYVTSPQGFQFR 168 187 70.9 27.3 68.7 0 2 0 2,117.0661
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% LGTVPQFPR 189 197 38.0 26.8 22.1 2 0 0 1,014.5732
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% SDEFGCMPPQVVTPPR 398 413 24.8 25.0 15.0 0 1 0 1,832.8308
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% DVKESDQGAYTCEAMNAR 468 485 32.1 25.0 32.1 0 2 0 2,060.8649
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% FDQPDDFK 544 551 26.9 25.0 20.9 1 0 0 1,011.4420
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% AGFFGDAMK 797 805 40.4 25.0 28.1 2 0 0 959.4293
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% ATATSCRPCPCPYIDASR 806 823 39.8 25.0 38.7 0 2 0 2,082.9155
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% LCNECADGSFHLSTR 902 916 36.5 25.0 35.9 0 1 0 1,766.7586
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% LLSGPYFWSLPSR 984 996 40.6 28.2 33.8 1 0 0 1,522.8053
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% FLGDKVTSYGGELR 997 1010 29.9 27.7 21.0 0 1 0 1,541.7960
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% EQAWQRPDGQPATR 1061 1074 29.4 26.6 14.7 0 1 0 1,639.7937
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% TPSGLYLGTCER 1147 1158 60.2 26.2 56.2 2 0 0 1,353.6469
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% SYEIMFR 1458 1464 27.5 25.0 20.4 1 0 0 961.4448
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% TCESLGAGGYR 1627 1637 40.7 25.0 35.1 2 0 0 1,170.5209
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% SIVPQGGSHSLR 1686 1697 23.5 26.5 15.6 1 0 0 1,237.6648
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% AELLVTEAPSKPITVTVEEQR 1759 1779 64.6 25.2 35.9 0 2 0 2,310.2553
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% SQSVRPGADVTFICTAK 1780 1796 41.5 28.3 38.7 0 2 0 1,836.9274
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% SPAYTLVWTR 1799 1808 57.6 27.6 47.1 2 0 0 1,193.6313
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% AMDFNGILTIR 1818 1828 62.2 28.2 56.6 2 0 0 1,266.6513
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% AQIHGGILR 1911 1919 27.6 25.0 19.4 2 0 0 964.5688
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% LPAVEPTDQAQYLCR 1920 1934 54.5 27.0 50.8 2 0 0 1,760.8638
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% IQVVVLSASDASPPPVK 2038 2054 46.3 25.0 43.7 0 2 0 1,706.9688
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% LPQVSPADSGEYVCR 2104 2118 48.8 25.6 39.1 2 0 0 1,677.7902
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% LYIFQASPADAGQYVCR 2296 2312 46.8 26.0 42.0 0 1 0 1,958.9430
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% LYQASPADSGEYVCR 2394 2408 75.8 25.0 70.3 2 0 0 1,715.7694
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% LLQVTPADSGEYVCR 2490 2504 89.0 26.3 89.0 2 2 0 1,707.8372
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% VVGSSGTQEASVLVTIQQR 2505 2523 65.9 27.1 56.0 2 2 0 1,959.0506
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% LHQMSVADSGEYVCR 2683 2697 23.3 25.0 19.2 0 1 0 1,767.7789
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% VAEGQTLDLK 2838 2847 51.8 29.4 31.6 2 0 0 1,073.5839
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% LHLVSPADSGEYVCR 2978 2992 43.5 26.1 36.9 0 2 0 1,702.8218
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% AVTLECVSAGEPR 3129 3141 98.6 26.1 93.2 2 0 0 1,388.6839
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% LEGDTLIIPR 3258 3267 64.6 25.4 50.7 2 0 0 1,126.6469
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% AFAHLQVPER 3652 3661 20.6 27.3 10.0 1 0 0 1,167.6269
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% ITFRPDSADGMLLYNGQK 3690 3707 24.4 27.3 20.1 0 2 0 2,042.0015
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% RVPGSPTNLANR 3708 3719 19.7 26.7 4.2 2 0 0 1,281.7022
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% VPGSPTNLANR 3709 3719 49.8 27.5 44.1 2 0 0 1,125.6011
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% AGLSSGFIGCVR 3810 3821 66.8 27.7 48.3 2 0 0 1,223.6202
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% YELGSGLAVLR 3993 4003 48.3 27.6 36.4 1 0 0 1,177.6576
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% GSIQVDGEELVSGR 4305 4318 62.9 27.1 35.1 2 0 0 1,445.7232
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% GSVYIGGAPDVATLTGGR 4330 4347 49.5 27.8 41.8 2 0 0 1,690.8761
D_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 41 43 74 12.40% FSSGITGCVK 4348 4357 45.2 25.8 23.3 2 0 0 1,055.5191
E_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 9 15 1.62% SLPEVPETIELEVR 4222 4235 89.7 27.9 88.1 2 1 0 1,610.8637
E_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 9 15 1.62% LVSEDPINDGEWHR 4282 4295 51.3 25.5 48.6 0 1 0 1,666.7821
E_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 9 15 1.62% RGSIQVDGEELVSGR 4304 4318 38.7 28.2 27.8 1 2 0 1,601.8243
E_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 9 15 1.62% GSIQVDGEELVSGR 4305 4318 89.3 27.3 52.1 2 0 0 1,445.7232
E_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 9 15 1.62% GSVYIGGAPDVATLTGGR 4330 4347 82.0 28.0 76.0 2 2 0 1,690.8761
E_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 9 15 1.62% FSSGITGCVK 4348 4357 37.4 25.8 13.4 2 0 0 1,055.5191
E_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.50% VPGSPTNLANR 3709 3719 25.9 27.8 24.2 1 0 0 1,125.6011
E_27 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.50% FDAGSGMATIR 3737 3747 36.6 25.0 26.2 2 0 0 1,141.5308
E_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 6 1.00% LEGDTLIIPR 3258 3267 30.8 25.0 27.0 2 0 0 1,126.6469
E_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 6 1.00% VPGSPTNLANR 3709 3719 50.2 27.9 38.5 1 0 0 1,125.6011
E_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 6 1.00% FDAGSGMATIR 3737 3747 31.8 25.0 15.6 2 0 0 1,141.5308



E_28 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 6 1.00% AGLSSGFIGCVR 3810 3821 35.3 27.6 23.9 1 0 0 1,223.6202
E_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 1.91% LGTVPQFPR 189 197 42.2 27.6 12.8 1 0 0 1,014.5732
E_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 1.91% AVTLECVSAGEPR 3129 3141 72.1 26.5 56.8 2 0 0 1,388.6839
E_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 1.91% LEGDTLIIPR 3258 3267 36.6 25.4 28.6 2 0 0 1,126.6469
E_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 1.91% NELLHFER 3347 3354 36.2 26.2 23.0 2 0 0 1,057.5425
E_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 1.91% VPGSPTNLANR 3709 3719 22.9 27.8 22.9 1 0 0 1,125.6011
E_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 1.91% FDAGSGMATIR 3737 3747 50.1 25.0 44.0 2 0 0 1,141.5308
E_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 1.91% AGLSSGFIGCVR 3810 3821 51.2 27.7 34.3 2 0 0 1,223.6202
E_29 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 1.91% FSSGITGCVK 4348 4357 36.1 26.0 17.6 2 0 0 1,055.5191
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% LGTVPQFPR 189 197 21.6 27.6 7.5 1 0 0 1,014.5732
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% AELLVTEAPSKPITVTVEEQR 1759 1779 38.7 25.0 14.7 0 1 0 2,310.2553
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% SPAYTLVWTR 1799 1808 48.6 28.2 39.5 2 0 0 1,193.6313
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% AMDFNGILTIR 1818 1828 35.7 28.2 30.6 1 0 0 1,266.6513
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% VAEGQTLDLK 2838 2847 47.6 28.5 36.1 2 0 0 1,073.5839
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% AVTLECVSAGEPR 3129 3141 72.0 26.8 63.8 2 0 0 1,388.6839
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% LEGDTLIIPR 3258 3267 55.2 25.4 43.7 2 0 0 1,126.6469
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% NELLHFER 3347 3354 31.0 26.2 14.0 2 0 0 1,057.5425
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% AFAHLQVPER 3652 3661 24.5 26.6 20.5 1 0 0 1,167.6269
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% ITFRPDSADGMLLYNGQK 3690 3707 28.2 27.3 25.1 0 1 0 2,042.0015
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% VPGSPTNLANR 3709 3719 44.2 27.8 37.2 2 0 0 1,125.6011
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% FDAGSGMATIR 3737 3747 51.2 25.0 41.8 3 0 0 1,141.5308
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% AGLSSGFIGCVR 3810 3821 39.7 27.7 29.1 2 0 0 1,223.6202
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% YELGSGLAVLR 3993 4003 48.2 27.1 37.3 2 0 0 1,177.6576
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% SAEPLALGR 4004 4012 38.9 26.7 22.4 2 0 0 913.5102
E_30 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 16 17 28 4.19% FSSGITGCVK 4348 4357 38.5 25.8 30.2 2 0 0 1,055.5191
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% EVSEAVVDTLESEYLK 110 125 60.6 26.7 57.7 1 0 0 1,810.8957
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% IPGDQVVSVVFIK 126 138 55.0 26.3 41.9 1 0 0 1,400.8149
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% VISSGSVASYVTSPQGFQFR 168 187 44.4 27.6 39.1 0 2 0 2,117.0661
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% LGTVPQFPR 189 197 33.8 27.6 17.0 1 0 0 1,014.5732
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% TPSGLYLGTCER 1147 1158 44.5 25.9 33.8 2 0 0 1,353.6469
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% SYEIMFR 1458 1464 27.3 25.0 25.7 2 0 0 961.4448
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% SIVPQGGSHSLR 1686 1697 21.4 26.4 20.2 1 0 0 1,237.6648
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% AELLVTEAPSKPITVTVEEQR 1759 1779 52.0 25.0 26.9 0 2 0 2,310.2553
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% SPAYTLVWTR 1799 1808 55.8 28.2 49.1 2 0 0 1,193.6313
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% AMDFNGILTIR 1818 1828 54.4 27.9 49.9 2 0 0 1,266.6513
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% LPAVEPTDQAQYLCR 1920 1934 57.3 26.9 54.8 2 0 0 1,760.8638
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% AAGVPSATITWR 1979 1990 38.4 28.3 35.7 1 0 0 1,229.6637
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% LPQVSPADSGEYVCR 2104 2118 52.4 25.6 52.4 2 0 0 1,677.7902
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% LYQASPADSGEYVCR 2394 2408 56.7 25.0 55.0 2 1 0 1,715.7694
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% LLQVTPADSGEYVCR 2490 2504 49.7 26.4 44.4 2 0 0 1,707.8372
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% VVGSSGTQEASVLVTIQQR 2505 2523 28.5 27.3 15.1 0 1 0 1,959.0506
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% LSGSHSQGVAYPVR 2524 2537 33.5 27.5 17.5 0 1 0 1,457.7495
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% VAEGQTLDLK 2838 2847 51.8 28.6 39.4 2 0 0 1,073.5839
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% AVTLECVSAGEPR 3129 3141 80.6 26.5 66.3 2 0 0 1,388.6839
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% LEGDTLIIPR 3258 3267 61.2 25.4 47.0 2 0 0 1,126.6469
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% NELLHFER 3347 3354 39.3 26.2 22.6 2 0 0 1,057.5425
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% IAHVELADAGQYR 3542 3554 24.0 27.4 18.0 0 1 0 1,442.7387
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% AFAHLQVPER 3652 3661 29.8 26.7 23.1 2 0 0 1,167.6269
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% VPGSPTNLANR 3709 3719 50.5 27.8 49.1 1 0 0 1,125.6011
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% FDAGSGMATIR 3737 3747 58.5 25.0 48.5 2 0 0 1,141.5308
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% AGLSSGFIGCVR 3810 3821 41.6 27.7 32.0 2 0 0 1,223.6202
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% YELGSGLAVLR 3993 4003 63.1 27.2 48.6 1 0 0 1,177.6576
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% GSVYIGGAPDVATLTGGR 4330 4347 34.1 27.9 26.9 1 0 0 1,690.8761
E_31 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 29 30 48 8.49% FSSGITGCVK 4348 4357 38.3 26.3 21.0 2 0 0 1,055.5191
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% VISSGSVASYVTSPQGFQFR 168 187 67.3 27.3 64.7 2 2 0 2,117.0661
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% LGTVPQFPR 189 197 26.1 27.6 4.4 1 0 0 1,014.5732
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% RPEEVCGPTQFR 363 374 25.3 25.8 22.2 0 2 0 1,475.7061
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% SDEFGCMPPQVVTPPR 398 413 30.1 25.0 23.9 0 2 0 1,832.8308
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% DVKESDQGAYTCEAMNAR 468 485 29.9 25.0 13.3 0 1 0 2,060.8649
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% ATATSCRPCPCPYIDASR 806 823 37.5 25.0 35.3 0 2 0 2,082.9155
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% LCNECADGSFHLSTR 902 916 36.9 25.0 36.4 0 2 0 1,766.7586
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% LLSGPYFWSLPSR 984 996 60.0 27.9 52.3 2 0 0 1,522.8053
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% TPSGLYLGTCER 1147 1158 76.8 25.9 76.8 2 0 0 1,353.6469
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% SYEIMFR 1458 1464 37.3 25.0 33.2 2 0 0 961.4448
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% AELLVTEAPSKPITVTVEEQR 1759 1779 55.7 25.2 31.8 0 2 0 2,310.2553
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% SQSVRPGADVTFICTAK 1780 1796 35.1 28.1 31.6 0 2 0 1,836.9274
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% SPAYTLVWTR 1799 1808 65.6 28.2 52.4 2 0 0 1,193.6313
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% AMDFNGILTIR 1818 1828 54.1 27.9 50.8 2 0 0 1,266.6513
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% AQIHGGILR 1911 1919 31.8 25.0 22.6 2 0 0 964.5688
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% LPAVEPTDQAQYLCR 1920 1934 66.2 27.3 65.7 2 0 0 1,760.8638
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% LPQVSPADSGEYVCR 2104 2118 61.8 25.6 61.8 2 0 0 1,677.7902
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% LYIFQASPADAGQYVCR 2296 2312 45.8 26.1 45.8 0 1 0 1,958.9430
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% LYQASPADSGEYVCR 2394 2408 66.0 25.0 61.4 2 1 0 1,715.7694
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% LLQVTPADSGEYVCR 2490 2504 57.0 26.6 57.0 2 2 0 1,707.8372
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% VVGSSGTQEASVLVTIQQR 2505 2523 47.5 27.2 40.8 2 2 0 1,959.0506
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% LSGSHSQGVAYPVR 2524 2537 32.4 27.5 21.9 0 1 0 1,457.7495
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% LHQMSVADSGEYVCR 2683 2697 29.8 25.0 18.0 0 2 0 1,767.7789
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% VAEGQTLDLK 2838 2847 50.0 28.6 40.1 2 0 0 1,073.5839
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% LHLVSPADSGEYVCR 2978 2992 42.5 26.6 40.5 0 2 0 1,702.8218
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% AVTLECVSAGEPR 3129 3141 85.1 26.9 72.4 2 0 0 1,388.6839
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% LEGDTLIIPR 3258 3267 43.5 25.4 31.3 2 0 0 1,126.6469
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% NELLHFER 3347 3354 31.0 25.8 14.4 2 0 0 1,057.5425
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% AFAHLQVPER 3652 3661 29.2 27.1 22.7 1 0 0 1,167.6269
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% ITFRPDSADGMLLYNGQK 3690 3707 26.4 27.1 22.0 0 1 0 2,042.0015
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% RVPGSPTNLANR 3708 3719 27.1 26.4 22.2 1 0 0 1,281.7022
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% VPGSPTNLANR 3709 3719 29.7 27.8 28.5 1 0 0 1,125.6011
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% FDAGSGMATIR 3737 3747 66.1 25.2 50.2 2 0 0 1,141.5308
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% AGLSSGFIGCVR 3810 3821 73.9 27.7 58.8 2 0 0 1,223.6202
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% GSVYIGGAPDVATLTGGR 4330 4347 60.9 27.7 52.2 2 0 0 1,690.8761
E_32 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 36 40 71 10.90% FSSGITGCVK 4348 4357 28.7 26.0 17.3 2 0 0 1,055.5191
F_08 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 4 0.57% RGSIQVDGEELVSGR 4304 4318 61.2 28.1 51.5 2 0 0 1,601.8243
F_08 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 4 0.57% FSSGITGCVK 4348 4357 41.2 26.0 18.4 2 0 0 1,055.5191
F_09 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 11 1.30% LVSEDPINDGEWHR 4282 4295 38.7 26.2 38.7 2 0 0 1,666.7821
F_09 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 11 1.30% RGSIQVDGEELVSGR 4304 4318 63.0 28.2 55.5 2 0 0 1,601.8243
F_09 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 11 1.30% GSIQVDGEELVSGR 4305 4318 67.4 27.1 38.2 2 2 0 1,445.7232
F_09 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 11 1.30% GSVYIGGAPDVATLTGGR 4330 4347 83.0 27.8 68.6 1 0 0 1,690.8761
F_09 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 11 1.30% FSSGITGCVK 4348 4357 41.7 26.3 20.2 2 0 0 1,055.5191
F_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.43% LGTVPQFPR 189 197 34.7 27.8 19.3 1 0 0 1,014.5732
F_10 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.43% FSSGITGCVK 4348 4357 27.5 26.0 9.7 2 0 0 1,055.5191
G_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.55% GSIQVDGEELVSGR 4305 4318 67.1 27.3 44.2 2 0 0 1,445.7232
G_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.55% FSSGITGCVK 4348 4357 25.9 26.5 3.3 1 0 0 1,055.5191
G_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.55% GSIQVDGEELVSGR 4305 4318 59.6 27.3 37.6 1 0 0 1,445.7232
G_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.55% FSSGITGCVK 4348 4357 22.3 26.5 7.6 2 0 0 1,055.5191
G_08 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 5 9 0.80% YQLGSGEAR 4273 4281 26.7 26.4 19.3 2 0 0 980.4796
G_08 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 5 9 0.80% RGSIQVDGEELVSGR 4304 4318 50.8 28.1 40.5 2 0 0 1,601.8243
G_08 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 5 9 0.80% GSIQVDGEELVSGR 4305 4318 75.6 27.3 39.2 2 2 0 1,445.7232
G_08 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 5 9 0.80% SPGPNVAVNAK 4319 4329 39.8 26.1 33.5 1 0 0 1,053.5687
G_09 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 6 0.57% RGSIQVDGEELVSGR 4304 4318 33.2 27.9 23.5 2 0 0 1,601.8243
G_09 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 6 0.57% GSIQVDGEELVSGR 4305 4318 68.2 27.3 42.3 2 0 0 1,445.7232
G_09 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 6 0.57% FSSGITGCVK 4348 4357 45.3 26.5 28.0 2 0 0 1,055.5191
G_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.46% LEGDTLIIPR 3258 3267 47.0 25.4 37.1 2 0 0 1,126.6469
G_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 3 0.46% FSSGITGCVK 4348 4357 26.6 26.5 14.7 1 0 0 1,055.5191



H_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 5 9 1.28% LVSEDPINDGEWHR 4282 4295 55.6 26.2 48.7 2 2 0 1,666.7821
H_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 5 9 1.28% GSIQVDGEELVSGR 4305 4318 49.9 27.2 30.7 2 0 0 1,445.7232
H_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 5 9 1.28% GSVYIGGAPDVATLTGGR 4330 4347 70.0 27.8 64.6 2 0 0 1,690.8761
H_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 5 9 1.28% FSSGITGCVK 4348 4357 23.4 26.0 10.4 1 0 0 1,055.5191
H_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 4 1.02% SIEYSPQLEDAGSR 93 106 61.4 25.3 59.1 2 0 0 1,551.7286
H_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 4 1.02% ATATSCRPCPCPYIDASR 806 823 15.8 25.0 12.4 0 1 0 2,082.9155
H_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 4 1.02% AVTLECVSAGEPR 3129 3141 64.9 26.5 53.8 1 0 0 1,388.6839
H_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 6 1.16% SIEYSPQLEDAGSR 93 106 59.9 25.5 56.1 2 0 0 1,551.7286
H_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 6 1.16% AVTLECVSAGEPR 3129 3141 77.6 26.5 67.9 2 0 0 1,388.6839
H_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 6 1.16% IAHVELADAGQYR 3542 3554 16.4 27.6 16.4 0 1 0 1,442.7387
H_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 6 1.16% CLCLPGFSGPR 4164 4174 23.9 25.5 23.9 1 0 0 1,263.5975
H_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 6 1.59% SIEYSPQLEDAGSR 93 106 77.4 25.2 72.3 2 0 0 1,551.7286
H_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 6 1.59% ATATSCRPCPCPYIDASR 806 823 22.2 25.0 18.0 0 1 0 2,082.9155
H_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 6 1.59% SPAYTLVWTR 1799 1808 34.3 27.3 19.3 1 0 0 1,193.6313
H_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 6 1.59% LLQVTPADSGEYVCR 2490 2504 36.8 26.9 30.7 1 0 0 1,707.8372
H_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 6 1.59% AVTLECVSAGEPR 3129 3141 47.3 26.8 41.2 1 0 0 1,388.6839
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% SIEYSPQLEDAGSR 93 106 68.8 25.4 63.6 2 0 0 1,551.7286
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% LGTVPQFPR 189 197 32.5 27.8 19.5 1 0 0 1,014.5732
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% ATATSCRPCPCPYIDASR 806 823 45.2 25.0 40.2 0 2 0 2,082.9155
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% RCESCAPGYEGNPIQPGGK 850 868 39.6 25.0 26.3 0 2 0 2,076.9229
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% CESCAPGYEGNPIQPGGK 851 868 60.2 25.0 60.2 2 0 0 1,920.8218
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% TPSGLYLGTCER 1147 1158 50.2 26.2 50.2 2 0 0 1,353.6469
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% CAPGYYGNPSQGQPCQR 1249 1265 16.0 25.0 16.0 0 1 0 1,939.8176
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% LPAVEPTDQAQYLCR 1920 1934 85.4 27.3 84.1 2 0 0 1,760.8638
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% LPQVSPADSGEYVCR 2104 2118 76.7 25.8 73.2 2 0 0 1,677.7902
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% LYQASPADSGEYVCR 2394 2408 81.3 25.0 74.4 2 0 0 1,715.7694
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% LLQVTPADSGEYVCR 2490 2504 65.5 26.4 63.5 2 0 0 1,707.8372
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% LHQMSVADSGEYVCR 2683 2697 30.1 25.0 22.4 0 1 0 1,767.7789
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% LHHVSPADSGEYVCR 2780 2794 34.3 25.8 20.5 0 2 0 1,726.7966
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% VAEGQTLDLK 2838 2847 28.0 28.6 22.6 1 0 0 1,073.5839
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% AVTLECVSAGEPR 3129 3141 96.1 26.6 83.3 2 0 0 1,388.6839
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% NELLHFER 3347 3354 36.9 26.1 13.0 2 0 0 1,057.5425
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% IAHVELADAGQYR 3542 3554 72.3 27.7 69.7 2 0 0 1,442.7387
H_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 18 18 31 5.40% GDLCEHEENPCQLR 4137 4150 18.8 25.0 9.8 0 1 0 1,756.7380
I_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 9 1.30% LVSEDPINDGEWHR 4282 4295 34.4 26.3 31.8 2 0 0 1,666.7821
I_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 9 1.30% RGSIQVDGEELVSGR 4304 4318 38.7 28.0 36.6 0 2 0 1,601.8243
I_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 9 1.30% GSIQVDGEELVSGR 4305 4318 39.8 27.2 22.8 2 0 0 1,445.7232
I_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 9 1.30% GSVYIGGAPDVATLTGGR 4330 4347 96.1 27.8 77.2 2 0 0 1,690.8761
I_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 9 1.30% FSSGITGCVK 4348 4357 47.2 26.0 21.6 1 0 0 1,055.5191
I_20 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 4 0.57% AVTLECVSAGEPR 3129 3141 49.3 26.8 31.9 2 0 0 1,388.6839
I_20 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 4 0.57% AGLSSGFIGCVR 3810 3821 43.9 28.2 33.4 2 0 0 1,223.6202
I_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 14 2.12% SIEYSPQLEDAGSR 93 106 53.5 25.5 53.5 2 0 0 1,551.7286
I_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 14 2.12% AVTLECVSAGEPR 3129 3141 65.6 26.6 52.9 2 0 0 1,388.6839
I_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 14 2.12% SIGASVEFHCAVPSDR 3412 3427 23.4 25.9 17.6 0 2 0 1,731.8119
I_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 14 2.12% IAHVELADAGQYR 3542 3554 39.5 27.7 34.1 2 1 0 1,442.7387
I_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 14 2.12% AGLSSGFIGCVR 3810 3821 73.3 28.2 64.1 2 0 0 1,223.6202
I_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 14 2.12% GDLCEHEENPCQLR 4137 4150 20.5 25.0 20.5 0 1 0 1,756.7380
I_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 14 2.12% CLCLPGFSGPR 4164 4174 33.3 25.6 31.8 2 0 0 1,263.5975
I_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 12 2.53% SIEYSPQLEDAGSR 93 106 53.9 25.0 53.9 2 0 0 1,551.7286
I_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 12 2.53% ATATSCRPCPCPYIDASR 806 823 21.1 25.0 21.1 0 1 0 2,082.9155
I_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 12 2.53% TPSGLYLGTCER 1147 1158 26.8 26.2 26.8 1 0 0 1,353.6469
I_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 12 2.53% SQSVRPGADVTFICTAK 1780 1796 30.8 28.1 28.0 0 1 0 1,836.9274
I_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 12 2.53% LYQASPADSGEYVCR 2394 2408 35.8 25.0 32.8 1 0 0 1,715.7694
I_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 12 2.53% AVTLECVSAGEPR 3129 3141 65.8 26.9 56.8 2 0 0 1,388.6839
I_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 12 2.53% LEGDTLIIPR 3258 3267 57.2 25.0 41.3 2 0 0 1,126.6469
I_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 12 2.53% AGLSSGFIGCVR 3810 3821 66.5 28.2 56.2 2 0 0 1,223.6202
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% ATATSCRPCPCPYIDASR 806 823 39.4 25.0 39.4 0 2 0 2,082.9155
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% CESCAPGYEGNPIQPGGK 851 868 45.1 25.0 45.1 2 0 0 1,920.8218
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% TPSGLYLGTCER 1147 1158 51.2 26.1 50.9 2 0 0 1,353.6469
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% CAPGYYGNPSQGQPCQR 1249 1265 33.3 25.0 33.3 2 0 0 1,939.8176
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% SQSVRPGADVTFICTAK 1780 1796 30.1 27.7 28.0 2 0 0 1,836.9274
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% AMDFNGILTIR 1818 1828 59.1 28.0 50.4 2 0 0 1,266.6513
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% LPAVEPTDQAQYLCR 1920 1934 64.0 27.7 58.0 2 2 0 1,760.8638
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% AAGVPSATITWR 1979 1990 43.4 28.3 30.5 2 0 0 1,229.6637
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% LPQVSPADSGEYVCR 2104 2118 72.8 25.8 70.4 2 0 0 1,677.7902
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% LYQASPADSGEYVCR 2394 2408 67.7 25.0 59.7 2 0 0 1,715.7694
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% LLQVTPADSGEYVCR 2490 2504 82.7 26.6 73.7 2 0 0 1,707.8372
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% QPQAIITWYK 2656 2665 22.1 28.3 9.3 1 0 0 1,247.6784
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% LHQMSVADSGEYVCR 2683 2697 39.8 25.0 31.3 0 2 0 1,767.7789
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% LHHVSPADSGEYVCR 2780 2794 47.7 25.5 37.4 0 2 0 1,726.7966
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% LHLVSPADSGEYVCR 2978 2992 44.5 26.6 38.2 1 0 0 1,702.8218
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% AVTLECVSAGEPR 3129 3141 77.8 26.6 68.2 2 0 0 1,388.6839
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% CSATGSPAPTIHWSK 3233 3247 27.7 25.8 16.9 1 0 0 1,599.7585
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% IAHVELADAGQYR 3542 3554 75.2 27.7 71.8 2 0 0 1,442.7387
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% AFAHLQVPER 3652 3661 38.6 26.8 31.4 2 0 0 1,167.6269
I_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 21 38 6.42% CLCLPGFSGPR 4164 4174 28.8 25.5 23.2 1 0 0 1,263.5975
J_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 5 10 1.28% LVSEDPINDGEWHR 4282 4295 62.8 26.6 62.5 2 1 0 1,666.7821
J_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 5 10 1.28% GSIQVDGEELVSGR 4305 4318 62.7 27.3 40.1 3 0 0 1,445.7232
J_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 5 10 1.28% GSVYIGGAPDVATLTGGR 4330 4347 67.1 28.0 58.7 2 0 0 1,690.8761
J_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 5 10 1.28% FSSGITGCVK 4348 4357 33.1 26.1 12.8 2 0 0 1,055.5191
J_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 5 0.80% AVTLECVSAGEPR 3129 3141 42.9 27.1 36.1 1 0 0 1,388.6839
J_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 5 0.80% LEGDTLIIPR 3258 3267 41.6 25.0 27.0 2 0 0 1,126.6469
J_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 5 0.80% AGLSSGFIGCVR 3810 3821 37.9 28.0 24.0 2 0 0 1,223.6202
J_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 6 0.75% SIEYSPQLEDAGSR 93 106 47.5 25.6 47.5 2 0 0 1,551.7286
J_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 6 0.75% LGTVPQFPR 189 197 35.1 28.2 20.5 2 0 0 1,014.5732
J_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 6 0.75% LEGDTLIIPR 3258 3267 45.3 25.4 25.4 2 0 0 1,126.6469
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% SIEYSPQLEDAGSR 93 106 64.8 25.8 61.9 2 0 0 1,551.7286
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% LGTVPQFPR 189 197 31.7 28.3 9.1 1 0 0 1,014.5732
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% RPEEVCGPTQFR 363 374 29.8 26.0 21.5 0 2 0 1,475.7061
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% ATATSCRPCPCPYIDASR 806 823 33.8 25.0 33.8 0 2 0 2,082.9155
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% RCESCAPGYEGNPIQPGGK 850 868 23.1 25.0 20.9 0 1 0 2,076.9229
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% TPSGLYLGTCER 1147 1158 56.8 26.6 56.8 2 0 0 1,353.6469
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% CAPGYYGNPSQGQPCQR 1249 1265 26.6 25.0 26.5 1 0 0 1,939.8176
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% SQSVRPGADVTFICTAK 1780 1796 36.0 27.6 28.7 0 1 0 1,836.9274
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% SPAYTLVWTR 1799 1808 39.8 27.0 33.1 2 0 0 1,193.6313
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% LPAVEPTDQAQYLCR 1920 1934 75.7 27.5 74.8 2 0 0 1,760.8638
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% LPQVSPADSGEYVCR 2104 2118 68.3 26.2 68.3 2 0 0 1,677.7902
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% LYQASPADSGEYVCR 2394 2408 46.4 25.0 41.0 2 0 0 1,715.7694
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% LLQVTPADSGEYVCR 2490 2504 57.1 27.3 56.0 2 0 0 1,707.8372
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% LHHVSPADSGEYVCR 2780 2794 34.8 25.5 20.9 0 2 0 1,726.7966
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% VAEGQTLDLK 2838 2847 34.6 29.6 17.7 2 0 0 1,073.5839
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% LHLVSPADSGEYVCR 2978 2992 41.7 26.6 37.0 0 2 0 1,702.8218
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% AVTLECVSAGEPR 3129 3141 63.6 26.9 55.6 2 0 0 1,388.6839
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% LEGDTLIIPR 3258 3267 44.1 25.0 28.0 2 0 0 1,126.6469
J_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 19 19 34 6.01% IAHVELADAGQYR 3542 3554 22.1 27.2 18.5 0 2 0 1,442.7387
K_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 7 13 1.62% SLPEVPETIELEVR 4222 4235 33.2 27.4 30.8 1 0 0 1,610.8637
K_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 7 13 1.62% LVSEDPINDGEWHR 4282 4295 41.4 26.3 41.4 2 0 0 1,666.7821
K_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 7 13 1.62% RGSIQVDGEELVSGR 4304 4318 61.6 28.0 56.4 2 2 0 1,601.8243
K_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 7 13 1.62% GSIQVDGEELVSGR 4305 4318 50.1 27.2 30.6 2 0 0 1,445.7232
K_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 7 13 1.62% GSVYIGGAPDVATLTGGR 4330 4347 77.7 27.8 72.1 2 0 0 1,690.8761
K_05 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 6 7 13 1.62% FSSGITGCVK 4348 4357 32.8 26.5 10.4 2 0 0 1,055.5191
K_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 11 1.39% SIEYSPQLEDAGSR 93 106 72.2 25.6 66.4 2 0 0 1,551.7286



K_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 11 1.39% AVTLECVSAGEPR 3129 3141 65.3 26.9 51.3 2 0 0 1,388.6839
K_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 11 1.39% LEGDTLIIPR 3258 3267 56.3 25.5 42.2 2 0 0 1,126.6469
K_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 11 1.39% IAHVELADAGQYR 3542 3554 49.7 27.3 45.5 2 2 0 1,442.7387
K_21 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 11 1.39% CLCLPGFSGPR 4164 4174 30.2 26.2 24.8 1 0 0 1,263.5975
K_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 11 2.07% SIEYSPQLEDAGSR 93 106 69.9 25.8 62.1 2 0 0 1,551.7286
K_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 11 2.07% ATATSCRPCPCPYIDASR 806 823 23.9 25.0 23.9 0 1 0 2,082.9155
K_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 11 2.07% TPSGLYLGTCER 1147 1158 38.8 26.6 37.4 1 0 0 1,353.6469
K_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 11 2.07% AVTLECVSAGEPR 3129 3141 70.4 26.6 49.4 2 0 0 1,388.6839
K_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 11 2.07% LEGDTLIIPR 3258 3267 53.1 25.5 37.2 2 0 0 1,126.6469
K_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 11 2.07% IAHVELADAGQYR 3542 3554 31.9 27.2 27.2 0 2 0 1,442.7387
K_22 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 11 2.07% CLCLPGFSGPR 4164 4174 27.2 26.2 21.0 1 0 0 1,263.5975
K_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 10 10 17 3.10% SIEYSPQLEDAGSR 93 106 81.8 25.5 70.8 2 0 0 1,551.7286
K_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 10 10 17 3.10% ATATSCRPCPCPYIDASR 806 823 56.3 25.0 52.2 0 1 0 2,082.9155
K_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 10 10 17 3.10% TPSGLYLGTCER 1147 1158 37.0 26.4 37.0 2 0 0 1,353.6469
K_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 10 10 17 3.10% SPAYTLVWTR 1799 1808 40.0 27.0 20.5 2 0 0 1,193.6313
K_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 10 10 17 3.10% LPAVEPTDQAQYLCR 1920 1934 37.2 27.7 37.2 1 0 0 1,760.8638
K_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 10 10 17 3.10% LLQVTPADSGEYVCR 2490 2504 56.8 26.9 52.7 2 0 0 1,707.8372
K_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 10 10 17 3.10% LHHVSPADSGEYVCR 2780 2794 45.0 25.8 35.6 0 2 0 1,726.7966
K_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 10 10 17 3.10% AVTLECVSAGEPR 3129 3141 75.4 26.9 60.0 2 0 0 1,388.6839
K_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 10 10 17 3.10% IAHVELADAGQYR 3542 3554 29.0 27.7 17.3 0 2 0 1,442.7387
K_23 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 10 10 17 3.10% CLCLPGFSGPR 4164 4174 25.5 25.9 24.0 1 0 0 1,263.5975
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% SIEYSPQLEDAGSR 93 106 76.0 25.0 66.4 2 0 0 1,551.7286
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% RPEEVCGPTQFR 363 374 29.1 26.1 23.3 1 2 0 1,475.7061
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% DVKESDQGAYTCEAMNAR 468 485 42.8 25.0 42.2 0 2 0 2,044.8700
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% ESDQGAYTCEAMNAR 471 485 24.4 25.0 20.5 2 1 0 1,702.6796
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% LRFDQPDDFK 542 551 23.5 27.5 15.5 1 0 0 1,280.6272
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% ATATSCRPCPCPYIDASR 806 823 22.8 25.0 22.8 0 2 0 2,082.9155
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% RCESCAPGYEGNPIQPGGK 850 868 33.7 25.0 32.0 0 2 0 2,076.9229
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% CESCAPGYEGNPIQPGGK 851 868 67.5 25.0 67.5 2 0 0 1,920.8218
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% CAPGYYGNPSQGQPCQR 1249 1265 34.6 25.0 32.5 1 0 0 1,939.8176
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% SYEIMFR 1458 1464 37.3 25.0 16.9 2 0 0 945.4498
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% SQSVRPGADVTFICTAK 1780 1796 60.0 27.7 57.9 2 2 0 1,836.9274
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% LPAVEPTDQAQYLCR 1920 1934 92.1 27.2 81.9 2 1 0 1,760.8638
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% AAGVPSATITWR 1979 1990 33.4 28.0 33.4 2 0 0 1,229.6637
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% LPQVSPADSGEYVCR 2104 2118 93.5 25.7 89.7 2 0 0 1,677.7902
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% LYQASPADSGEYVCR 2394 2408 80.4 25.0 76.6 2 0 0 1,715.7694
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% LLQVTPADSGEYVCR 2490 2504 80.3 26.8 77.8 2 0 0 1,707.8372
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% LSGSHSQGVAYPVR 2524 2537 25.9 27.2 19.6 0 1 0 1,457.7495
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% LHQMSVADSGEYVCR 2683 2697 63.4 25.0 58.5 1 2 0 1,751.7840
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% LHHVSPADSGEYVCR 2780 2794 52.5 25.5 41.9 0 2 0 1,726.7966
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% VAEGQTLDLK 2838 2847 35.0 30.0 29.9 1 0 0 1,073.5839
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% LHLVSPADSGEYVCR 2978 2992 72.1 26.6 64.6 2 0 0 1,702.8218
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% AVTLECVSAGEPR 3129 3141 91.6 26.9 75.3 2 0 0 1,388.6839
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% CSATGSPAPTIHWSK 3233 3247 52.3 25.9 45.5 2 2 0 1,599.7585
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% LEGDTLIIPR 3258 3267 46.8 25.5 36.0 2 0 0 1,126.6469
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% NELLHFER 3347 3354 22.9 26.5 6.2 1 0 0 1,057.5425
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% EGGQLPPGHSVQDGVLR 3436 3452 46.9 28.7 31.4 2 0 0 1,745.8932
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% VGGHLRPGIVQSGGVVR 3525 3541 53.7 25.0 44.9 0 2 0 1,687.9716
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% IAHVELADAGQYR 3542 3554 59.6 27.3 56.3 2 0 0 1,442.7387
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% FDAGSGMATIR 3737 3747 64.2 25.9 51.9 3 0 0 1,125.5358
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% AGLSSGFIGCVR 3810 3821 68.4 28.2 50.7 2 0 0 1,223.6202
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% SAEPLALGR 4004 4012 34.6 25.0 21.6 2 0 0 913.5102
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% GDLCEHEENPCQLR 4137 4150 20.1 25.0 18.4 0 2 0 1,756.7380
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% CLCLPGFSGPR 4164 4174 34.2 26.1 32.8 2 0 0 1,263.5975
K_24 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 34 41 72 10.00% GSVYIGGAPDVATLTGGR 4330 4347 71.1 27.8 59.6 2 0 0 1,690.8761
L_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 10 1.39% SLPEVPETIELEVR 4222 4235 61.7 27.4 59.9 2 0 0 1,610.8637
L_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 10 1.39% LVSEDPINDGEWHR 4282 4295 61.2 26.9 58.3 2 0 0 1,666.7821
L_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 10 1.39% RGSIQVDGEELVSGR 4304 4318 70.2 28.1 62.1 2 0 0 1,601.8243
L_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 10 1.39% GSIQVDGEELVSGR 4305 4318 69.7 27.3 43.8 2 0 0 1,445.7232
L_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 5 10 1.39% GSVYIGGAPDVATLTGGR 4330 4347 102.0 28.0 93.2 2 0 0 1,690.8761
L_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 10 2.14% SIEYSPQLEDAGSR 93 106 68.9 25.6 64.1 2 0 0 1,551.7286
L_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 10 2.14% DVKESDQGAYTCEAMNAR 468 485 34.7 25.0 34.7 0 2 0 2,060.8649
L_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 10 2.14% LPAVEPTDQAQYLCR 1920 1934 55.0 27.4 55.0 1 0 0 1,760.8638
L_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 10 2.14% LYQASPADSGEYVCR 2394 2408 35.8 25.0 30.8 1 0 0 1,715.7694
L_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 10 2.14% AVTLECVSAGEPR 3129 3141 68.2 26.9 58.2 1 0 0 1,388.6839
L_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 10 2.14% SAEPLALGR 4004 4012 26.2 26.1 19.9 2 0 0 913.5102
L_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 7 10 2.14% FSSGITGCVK 4348 4357 39.2 26.1 16.5 1 0 0 1,055.5191
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% SIEYSPQLEDAGSR 93 106 75.1 25.8 64.8 2 0 0 1,551.7286
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% DVKESDQGAYTCEAMNAR 468 485 44.5 25.0 44.5 0 2 0 2,060.8649
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% ESDQGAYTCEAMNAR 471 485 34.7 25.0 34.7 2 0 0 1,718.6745
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% RCESCAPGYEGNPIQPGGK 850 868 46.4 25.0 37.5 0 2 0 2,076.9229
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% FLGDKVTSYGGELR 997 1010 63.4 28.1 49.7 1 2 0 1,541.7960
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% TPSGLYLGTCER 1147 1158 61.0 26.4 61.0 2 0 0 1,353.6469
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% CAPGYYGNPSQGQPCQR 1249 1265 56.9 25.0 53.2 2 0 0 1,939.8176
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% AELLVTEAPSKPITVTVEEQR 1759 1779 59.2 25.0 59.2 2 0 0 2,310.2553
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% SQSVRPGADVTFICTAK 1780 1796 62.7 27.7 58.5 2 0 0 1,836.9274
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% AMDFNGILTIR 1818 1828 53.8 27.6 46.9 3 0 0 1,266.6513
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% IQVVVLSASDASPPPVK 2038 2054 91.6 25.0 89.5 2 0 0 1,706.9688
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% LRLPQVSPADSGEYVCR 2102 2118 37.4 27.8 37.4 1 0 0 1,946.9754
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% LPQVSPADSGEYVCR 2104 2118 93.2 26.3 85.8 2 0 0 1,677.7902
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% LYQASPADSGEYVCR 2394 2408 89.7 25.0 82.4 2 0 0 1,715.7694
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% LLQVTPADSGEYVCR 2490 2504 79.1 26.7 78.2 2 0 0 1,707.8372
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% VVGSSGTQEASVLVTIQQR 2505 2523 92.9 26.7 82.1 2 2 0 1,959.0506
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% LSGSHSQGVAYPVR 2524 2537 31.9 27.5 20.2 0 1 0 1,457.7495
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% IESSSPTVVEGQTLDLNCVVAR 2634 2655 109.0 27.9 109.0 2 0 0 2,374.1920
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% LHHVSPADSGEYVCR 2780 2794 29.3 25.8 24.7 1 0 0 1,726.7966
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% LHLVSPADSGEYVCR 2978 2992 57.2 26.8 51.3 2 0 0 1,702.8218
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% SPVISIDPPSSTVQQGQDASFK 3021 3042 99.5 27.6 91.4 1 0 0 2,288.1407
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% AVTLECVSAGEPR 3129 3141 76.4 26.6 64.5 2 0 0 1,388.6839
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% SIGASVEFHCAVPSDR 3412 3427 58.7 26.1 51.8 2 0 0 1,731.8119
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% EGGQLPPGHSVQDGVLR 3436 3452 22.1 28.7 11.8 0 2 0 1,745.8932
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% IAHVELADAGQYR 3542 3554 43.0 27.3 41.0 2 0 0 1,442.7387
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% AFAHLQVPER 3652 3661 35.4 26.6 31.1 2 0 0 1,167.6269
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% RVPGSPTNLANR 3708 3719 41.2 26.4 37.2 2 0 0 1,281.7022
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% YELGSGLAVLR 3993 4003 75.3 27.0 47.5 2 0 0 1,177.6576
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% SAEPLALGR 4004 4012 39.8 25.0 24.4 2 0 0 913.5102
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% SLPEVPETIELEVR 4222 4235 54.3 27.4 53.6 2 0 0 1,610.8637
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% RGSIQVDGEELVSGR 4304 4318 82.7 28.1 75.3 2 1 0 1,601.8243
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% GSVYIGGAPDVATLTGGR 4330 4347 91.4 28.0 80.5 2 0 0 1,690.8761
L_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 33 37 67 10.70% FSSGITGCVK 4348 4357 44.8 26.5 23.4 2 0 0 1,055.5191
M_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 8 0.98% RGSIQVDGEELVSGR 4304 4318 58.5 28.1 47.1 2 0 0 1,601.8243
M_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 8 0.98% GSIQVDGEELVSGR 4305 4318 83.9 27.1 48.8 2 0 0 1,445.7232
M_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 8 0.98% GSVYIGGAPDVATLTGGR 4330 4347 82.4 27.9 73.5 2 0 0 1,690.8761
M_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 4 4 8 0.98% FSSGITGCVK 4348 4357 32.7 26.5 19.3 2 0 0 1,055.5191
M_14 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 3 0.75% SIEYSPQLEDAGSR 93 106 54.2 25.6 53.6 1 0 0 1,551.7286
M_14 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 3 0.75% LGTVPQFPR 189 197 29.3 28.3 9.7 1 0 0 1,014.5732
M_14 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 3 3 3 0.75% FSSGITGCVK 4348 4357 22.5 26.5 15.9 1 0 0 1,055.5191
M_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 2.53% SIEYSPQLEDAGSR 93 106 77.1 25.4 68.3 2 0 0 1,551.7286
M_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 2.53% DVKESDQGAYTCEAMNAR 468 485 33.3 25.0 32.4 0 1 0 2,060.8649
M_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 2.53% LPAVEPTDQAQYLCR 1920 1934 53.5 27.7 53.5 2 0 0 1,760.8638
M_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 2.53% LYQASPADSGEYVCR 2394 2408 55.6 25.0 48.8 2 0 0 1,715.7694
M_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 2.53% LHLVSPADSGEYVCR 2978 2992 46.8 26.7 46.8 0 2 0 1,702.8218



M_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 2.53% AVTLECVSAGEPR 3129 3141 83.8 26.6 73.1 2 0 0 1,388.6839
M_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 2.53% FDAGSGMATIR 3737 3747 56.3 25.0 53.0 2 0 0 1,141.5308
M_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 8 8 14 2.53% FSSGITGCVK 4348 4357 35.0 26.4 8.0 1 0 0 1,055.5191
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% SIEYSPQLEDAGSR 93 106 89.3 25.5 84.7 2 0 0 1,551.7286
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% LGTVPQFPR 189 197 39.8 27.8 24.5 1 0 0 1,014.5732
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% RPEEVCGPTQFR 363 374 35.7 26.1 26.5 0 2 0 1,475.7061
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% SDEFGCMPPQVVTPPR 398 413 29.3 25.0 27.1 1 0 0 1,832.8308
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% DVKESDQGAYTCEAMNAR 468 485 46.2 25.0 46.2 0 2 0 2,060.8649
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% ESDQGAYTCEAMNAR 471 485 39.7 25.0 39.7 2 0 0 1,702.6796
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% AGFFGDAMK 797 805 48.2 25.0 33.7 2 0 0 959.4293
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% RCESCAPGYEGNPIQPGGK 850 868 39.2 25.0 33.8 0 1 0 2,076.9229
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% CESCAPGYEGNPIQPGGK 851 868 46.6 25.0 46.6 2 0 0 1,920.8218
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% FLGDKVTSYGGELR 997 1010 42.7 27.9 32.3 0 2 0 1,541.7960
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% CAPGYYGNPSQGQPCQR 1249 1265 67.8 25.0 61.7 2 2 0 1,939.8176
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% SQSVRPGADVTFICTAK 1780 1796 53.4 27.7 52.5 1 2 0 1,836.9274
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% SPAYTLVWTR 1799 1808 54.3 26.7 53.9 2 0 0 1,193.6313
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% AMDFNGILTIR 1818 1828 65.7 27.6 58.3 4 0 0 1,266.6513
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% AAGVPSATITWR 1979 1990 42.8 28.0 31.4 2 0 0 1,229.6637
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% IQVVVLSASDASPPPVK 2038 2054 103.0 25.0 100.0 2 0 0 1,706.9688
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% LPQVSPADSGEYVCR 2104 2118 83.0 26.1 79.3 2 0 0 1,677.7902
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% LYQASPADSGEYVCR 2394 2408 77.8 25.0 72.6 1 2 0 1,715.7694
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% LLQVTPADSGEYVCR 2490 2504 80.8 26.9 80.4 2 2 0 1,707.8372
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% VVGSSGTQEASVLVTIQQR 2505 2523 85.3 26.7 71.7 2 2 0 1,959.0506
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% LSGSHSQGVAYPVR 2524 2537 58.2 27.3 50.7 2 0 0 1,457.7495
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% LHQMSVADSGEYVCR 2683 2697 44.3 25.0 30.5 2 2 0 1,767.7789
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% VAEGQTLDLK 2838 2847 58.9 28.6 43.8 2 0 0 1,073.5839
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% LHLVSPADSGEYVCR 2978 2992 49.2 26.6 43.2 2 0 0 1,702.8218
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% AVTLECVSAGEPR 3129 3141 89.4 26.9 79.0 2 0 0 1,388.6839
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% LEGDTLIIPR 3258 3267 65.9 25.0 52.0 2 0 0 1,126.6469
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% SIGASVEFHCAVPSDR 3412 3427 72.1 25.7 56.6 2 2 0 1,731.8119
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% EGGQLPPGHSVQDGVLR 3436 3452 24.3 28.6 12.9 0 1 0 1,745.8932
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% IAHVELADAGQYR 3542 3554 44.7 27.8 44.5 2 0 0 1,442.7387
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% LDGSLPPDSR 3611 3620 29.0 26.2 20.7 1 0 0 1,056.5322
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% AFAHLQVPER 3652 3661 29.0 27.2 23.1 1 0 0 1,167.6269
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% VPGSPTNLANR 3709 3719 34.4 27.5 33.5 2 0 0 1,125.6011
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% FDAGSGMATIR 3737 3747 70.3 25.0 59.7 4 0 0 1,141.5308
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% YELGSGLAVLR 3993 4003 56.8 26.7 44.2 2 0 0 1,177.6576
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% CLCLPGFSGPR 4164 4174 28.4 26.2 28.4 2 0 0 1,263.5975
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% LVSEDPINDGEWHR 4282 4295 46.9 26.1 46.0 0 2 0 1,666.7821
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% RGSIQVDGEELVSGR 4304 4318 50.5 28.2 40.2 0 2 0 1,601.8243
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% GSIQVDGEELVSGR 4305 4318 81.8 27.2 47.2 2 0 0 1,445.7232
M_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 39 49 88 11.20% GSVYIGGAPDVATLTGGR 4330 4347 87.5 28.0 80.6 2 0 0 1,690.8761
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% SIEYSPQLEDAGSR 93 106 69.0 26.2 66.3 2 0 0 1,551.7286
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% ATATSCRPCPCPYIDASR 806 823 18.0 25.0 18.0 0 1 0 2,082.9155
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% TPSGLYLGTCER 1147 1158 65.3 26.3 62.6 2 0 0 1,353.6469
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% AMDFNGILTIR 1818 1828 40.8 27.8 35.4 1 0 0 1,266.6513
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% LPAVEPTDQAQYLCR 1920 1934 71.6 27.6 64.1 2 0 0 1,760.8638
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% LYQASPADSGEYVCR 2394 2408 80.9 25.0 72.3 2 0 0 1,715.7694
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% LLQVTPADSGEYVCR 2490 2504 74.4 27.8 68.3 2 0 0 1,707.8372
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% VVGSSGTQEASVLVTIQQR 2505 2523 61.1 26.1 55.1 1 2 0 1,959.0506
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% LSGSHSQGVAYPVR 2524 2537 28.1 27.8 14.7 0 2 0 1,457.7495
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% LHQMSVADSGEYVCR 2683 2697 44.9 25.0 28.4 0 2 0 1,767.7789
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% LHHVSPADSGEYVCR 2780 2794 23.6 25.8 23.6 0 1 0 1,726.7966
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% LHLVSPADSGEYVCR 2978 2992 42.8 26.9 40.3 0 2 0 1,702.8218
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% AVTLECVSAGEPR 3129 3141 79.6 27.3 60.6 2 0 0 1,388.6839
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% LEGDTLIIPR 3258 3267 56.0 25.1 50.7 2 0 0 1,126.6469
N_01 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 15 16 28 4.85% AGLSSGFIGCVR 3810 3821 50.4 28.1 43.1 2 0 0 1,223.6202
N_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 1.87% SLPEVPETIELEVR 4222 4235 38.6 27.3 35.2 2 0 0 1,610.8637
N_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 1.87% LVSEDPINDGEWHR 4282 4295 55.7 26.8 52.6 2 0 0 1,666.7821
N_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 1.87% RGSIQVDGEELVSGR 4304 4318 80.5 28.3 66.2 2 2 0 1,601.8243
N_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 1.87% GSIQVDGEELVSGR 4305 4318 82.8 27.2 51.7 3 0 0 1,445.7232
N_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 1.87% SPGPNVAVNAK 4319 4329 28.5 26.5 21.3 1 0 0 1,053.5687
N_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 1.87% GSVYIGGAPDVATLTGGR 4330 4347 92.5 28.0 73.9 2 0 0 1,690.8761
N_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 1.87% FSSGITGCVK 4348 4357 39.8 26.2 25.8 2 0 0 1,055.5191
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% SIEYSPQLEDAGSR 93 106 80.4 25.8 73.5 2 0 0 1,551.7286
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% RPEEVCGPTQFR 363 374 31.0 26.0 24.7 0 2 0 1,475.7061
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% DVKESDQGAYTCEAMNAR 468 485 38.1 25.0 38.1 0 2 0 2,060.8649
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% SPAYTLVWTR 1799 1808 40.3 26.9 30.1 1 0 0 1,193.6313
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% LPAVEPTDQAQYLCR 1920 1934 44.1 27.6 44.1 2 0 0 1,760.8638
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% LYQASPADSGEYVCR 2394 2408 63.5 25.0 54.9 2 0 0 1,715.7694
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% LLQVTPADSGEYVCR 2490 2504 59.7 27.1 57.2 2 0 0 1,707.8372
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% VVGSSGTQEASVLVTIQQR 2505 2523 45.3 26.5 37.0 2 0 0 1,959.0506
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% VAEGQTLDLK 2838 2847 52.5 29.6 35.1 2 0 0 1,073.5839
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% LHLVSPADSGEYVCR 2978 2992 59.7 26.7 58.6 0 2 0 1,702.8218
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% AVTLECVSAGEPR 3129 3141 84.4 27.1 70.1 2 0 0 1,388.6839
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% LEGDTLIIPR 3258 3267 43.7 25.4 34.1 2 0 0 1,126.6469
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% NELLHFER 3347 3354 25.6 26.5 10.8 1 0 0 1,057.5425
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% IAHVELADAGQYR 3542 3554 35.1 27.3 35.1 1 0 0 1,442.7387
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% VPGSPTNLANR 3709 3719 29.5 27.3 23.8 1 0 0 1,125.6011
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% FDAGSGMATIR 3737 3747 54.0 25.0 47.1 2 0 0 1,141.5308
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% CLCLPGFSGPR 4164 4174 28.0 26.0 21.6 2 0 0 1,263.5975
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% RGSIQVDGEELVSGR 4304 4318 21.0 28.1 16.5 0 2 0 1,601.8243
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% GSIQVDGEELVSGR 4305 4318 62.2 27.3 33.0 2 0 0 1,445.7232
N_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 20 20 36 5.76% GSVYIGGAPDVATLTGGR 4330 4347 63.1 28.0 52.3 2 0 0 1,690.8761
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% SIEYSPQLEDAGSR 93 106 85.5 25.8 76.3 2 2 0 1,551.7286
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% LGTVPQFPR 189 197 46.7 28.2 26.3 2 0 0 1,014.5732
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% CDGDFDCEDRTDEANCPTK 344 362 38.1 25.0 38.1 0 1 0 2,304.8442
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% DVKESDQGAYTCEAMNAR 468 485 56.3 25.0 56.3 0 4 0 2,044.8700
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% ESDQGAYTCEAMNAR 471 485 57.1 25.0 57.1 4 0 0 1,702.6796
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% GHTPTQPGALNQR 648 660 27.0 29.0 13.4 0 1 0 1,376.7031
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% AGFFGDAMK 797 805 35.2 25.0 21.7 2 0 0 943.4343
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% RCESCAPGYEGNPIQPGGK 850 868 45.7 25.0 41.7 0 2 0 2,076.9229
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% CESCAPGYEGNPIQPGGK 851 868 79.9 25.0 79.9 2 0 0 1,920.8218
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% LCNECADGSFHLSTR 902 916 70.5 25.0 70.5 2 0 0 1,766.7586
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% CAPGYYGNPSQGQPCQR 1249 1265 64.6 25.0 61.7 2 2 0 1,939.8176
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% RSYEIMFR 1457 1464 21.9 26.9 13.5 1 0 0 1,101.5509
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% SQSVRPGADVTFICTAK 1780 1796 47.7 27.7 43.4 1 2 0 1,836.9274
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% SPAYTLVWTR 1799 1808 61.7 26.6 54.3 2 0 0 1,193.6313
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% AMDFNGILTIR 1818 1828 53.3 27.7 46.8 2 0 0 1,266.6513
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% LPAVEPTDQAQYLCR 1920 1934 91.7 27.4 82.7 2 0 0 1,760.8638
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% AAGVPSATITWR 1979 1990 45.0 28.2 37.9 1 0 0 1,229.6637
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% IQVVVLSASDASPPPVK 2038 2054 96.8 25.0 92.2 2 0 0 1,706.9688
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% LPQVSPADSGEYVCR 2104 2118 98.8 26.3 94.6 2 0 0 1,677.7902
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% LYQASPADSGEYVCR 2394 2408 85.7 25.0 78.1 2 0 0 1,715.7694
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% VVGSSGTQEASVLVTIQQR 2505 2523 88.7 26.4 77.9 2 0 0 1,959.0506
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% LSGSHSQGVAYPVR 2524 2537 61.6 27.2 49.4 2 2 0 1,457.7495
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% LHQMSVADSGEYVCR 2683 2697 61.3 25.0 47.3 2 2 0 1,767.7789
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% LHHVSPADSGEYVCR 2780 2794 63.8 25.8 58.7 0 2 0 1,726.7966
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% VAEGQTLDLK 2838 2847 66.4 29.2 53.4 2 0 0 1,073.5839
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% LHLVSPADSGEYVCR 2978 2992 73.8 26.9 66.0 2 2 0 1,702.8218
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% AVTLECVSAGEPR 3129 3141 88.8 27.2 78.0 2 0 0 1,388.6839
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% CSATGSPAPTIHWSK 3233 3247 58.3 26.1 52.5 2 0 0 1,599.7585



N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% SIGASVEFHCAVPSDR 3412 3427 54.6 26.3 47.9 2 2 0 1,731.8119
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% EGGQLPPGHSVQDGVLR 3436 3452 22.5 28.7 16.8 2 1 0 1,745.8932
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% VGGHLRPGIVQSGGVVR 3525 3541 39.3 25.0 35.2 0 2 0 1,687.9716
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% IAHVELADAGQYR 3542 3554 78.9 27.3 76.1 2 1 0 1,442.7387
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% AFAHLQVPER 3652 3661 53.7 26.1 41.3 2 0 0 1,167.6269
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% RVPGSPTNLANR 3708 3719 33.7 26.5 28.0 1 0 0 1,281.7022
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% VPGSPTNLANR 3709 3719 49.4 27.6 41.0 2 0 0 1,125.6011
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% FDAGSGMATIR 3737 3747 77.8 25.0 65.1 2 0 0 1,141.5308
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% AGLSSGFIGCVR 3810 3821 87.7 28.0 71.2 2 0 0 1,223.6202
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% CLCLPGFSGPR 4164 4174 32.7 26.0 32.0 2 0 0 1,263.5975
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% LVSEDPINDGEWHR 4282 4295 50.6 26.6 48.3 2 2 0 1,666.7821
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% RGSIQVDGEELVSGR 4304 4318 62.0 28.0 58.1 2 0 0 1,601.8243
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% GSIQVDGEELVSGR 4305 4318 69.7 27.3 41.3 2 0 0 1,445.7232
N_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 42 54 100 12.20% GSVYIGGAPDVATLTGGR 4330 4347 75.2 27.9 74.0 2 0 0 1,690.8761
O_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 2.14% SLPEVPETIELEVR 4222 4235 43.5 27.4 38.9 2 0 0 1,610.8637
O_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 2.14% LVSEDPINDGEWHR 4282 4295 50.3 26.7 47.2 2 0 0 1,666.7821
O_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 2.14% RGSIQVDGEELVSGR 4304 4318 58.7 28.1 51.3 2 3 0 1,601.8243
O_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 2.14% GSIQVDGEELVSGR 4305 4318 92.7 27.3 51.0 2 0 0 1,445.7232
O_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 2.14% GSIQVDGEELVSGRSPGPNVAVNAK 4305 4329 91.2 27.3 86.7 0 2 0 2,480.2741
O_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 2.14% GSVYIGGAPDVATLTGGR 4330 4347 102.0 27.8 89.9 2 0 0 1,690.8761
O_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 7 8 16 2.14% NLVLHSARPGAPPPQPLDLQHR 4358 4379 38.8 25.0 38.2 0 0 1 2,413.3214
O_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 11 11 17 3.01% LGTVPQFPR 189 197 32.0 28.2 15.0 2 0 0 1,014.5732
O_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 11 11 17 3.01% TPSGLYLGTCER 1147 1158 27.0 26.6 27.0 1 0 0 1,353.6469
O_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 11 11 17 3.01% AMDFNGILTIR 1818 1828 50.9 27.6 44.0 2 0 0 1,266.6513
O_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 11 11 17 3.01% LYQASPADSGEYVCR 2394 2408 40.4 25.0 35.2 2 0 0 1,715.7694
O_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 11 11 17 3.01% VVGSSGTQEASVLVTIQQR 2505 2523 48.0 26.1 48.0 1 0 0 1,959.0506
O_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 11 11 17 3.01% AVTLECVSAGEPR 3129 3141 52.2 27.6 42.7 2 0 0 1,388.6839
O_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 11 11 17 3.01% LEGDTLIIPR 3258 3267 42.6 25.0 34.2 2 0 0 1,126.6469
O_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 11 11 17 3.01% VPGSPTNLANR 3709 3719 23.7 27.3 15.6 1 0 0 1,125.6011
O_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 11 11 17 3.01% FDAGSGMATIR 3737 3747 26.8 25.0 18.1 1 0 0 1,141.5308
O_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 11 11 17 3.01% AGLSSGFIGCVR 3810 3821 53.6 28.1 39.2 2 0 0 1,223.6202
O_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 11 11 17 3.01% SAEPLALGR 4004 4012 24.5 26.1 12.2 1 0 0 913.5102
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% LGTVPQFPR 189 197 31.9 26.4 23.2 2 0 0 1,014.5732
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% DVKESDQGAYTCEAMNAR 468 485 40.5 25.0 36.5 0 1 0 2,060.8649
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% CESCAPGYEGNPIQPGGK 851 868 36.0 25.0 36.0 1 0 0 1,920.8218
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% EQAWQRPDGQPATR 1061 1074 24.5 26.9 15.6 0 1 0 1,639.7937
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% CAPGYYGNPSQGQPCQR 1249 1265 37.7 25.0 31.8 2 0 0 1,939.8176
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% SIVPQGGSHSLR 1686 1697 28.7 26.7 21.0 2 0 0 1,237.6648
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% SPAYTLVWTR 1799 1808 62.2 27.0 52.6 2 0 0 1,193.6313
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% LPAVEPTDQAQYLCR 1920 1934 80.9 27.5 72.5 2 0 0 1,760.8638
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% AAGVPSATITWR 1979 1990 43.3 28.2 31.5 1 0 0 1,229.6637
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% LPQVSPADSGEYVCR 2104 2118 42.5 26.4 42.5 1 0 0 1,677.7902
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% LYQASPADSGEYVCR 2394 2408 70.4 25.0 55.7 2 0 0 1,715.7694
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% LLQVTPADSGEYVCR 2490 2504 72.7 27.3 70.0 2 0 0 1,707.8372
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% VVGSSGTQEASVLVTIQQR 2505 2523 88.3 26.4 80.7 2 2 0 1,959.0506
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% LHQMSVADSGEYVCR 2683 2697 45.4 25.0 39.1 0 2 0 1,767.7789
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% LHHVSPADSGEYVCR 2780 2794 36.4 25.9 27.1 0 1 0 1,726.7966
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% VAEGQTLDLK 2838 2847 51.9 28.6 43.3 2 0 0 1,073.5839
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% LHLVSPADSGEYVCR 2978 2992 54.0 26.9 46.3 0 2 0 1,702.8218
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% LEGDTLIIPR 3258 3267 46.1 25.4 36.4 2 0 0 1,126.6469
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% LDGSLPPDSR 3611 3620 27.5 26.4 17.6 1 0 0 1,056.5322
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% VPGSPTNLANR 3709 3719 39.6 27.3 31.0 1 0 0 1,125.6011
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% FDAGSGMATIR 3737 3747 52.7 25.0 41.1 2 0 0 1,141.5308
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% AGLSSGFIGCVR 3810 3821 64.2 28.0 46.3 2 0 0 1,223.6202
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% YELGSGLAVLR 3993 4003 71.3 26.9 53.7 2 0 0 1,177.6576
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% CLCLPGFSGPR 4164 4174 26.6 25.8 24.0 2 0 0 1,263.5975
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% RGSIQVDGEELVSGR 4304 4318 26.9 28.4 17.8 0 1 0 1,601.8243
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% GSIQVDGEELVSGR 4305 4318 70.9 27.2 50.0 2 0 0 1,445.7232
O_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 27 28 47 8.04% GSVYIGGAPDVATLTGGR 4330 4347 77.1 27.8 70.1 2 0 0 1,690.8761
P_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 12 1.30% LVSEDPINDGEWHR 4282 4295 54.1 26.7 54.1 2 0 0 1,666.7821
P_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 12 1.30% RGSIQVDGEELVSGR 4304 4318 64.7 28.1 58.2 2 2 0 1,601.8243
P_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 12 1.30% GSIQVDGEELVSGR 4305 4318 78.0 27.3 46.0 2 0 0 1,445.7232
P_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 12 1.30% GSVYIGGAPDVATLTGGR 4330 4347 96.0 27.5 78.8 2 0 0 1,690.8761
P_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 12 1.30% FSSGITGCVK 4348 4357 35.7 26.2 18.8 2 0 0 1,055.5191
P_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 14 2.48% SIEYSPQLEDAGSR 93 106 73.3 25.7 71.1 2 0 0 1,551.7286
P_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 14 2.48% DVKESDQGAYTCEAMNAR 468 485 24.9 25.0 24.9 0 1 0 2,060.8649
P_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 14 2.48% SPAYTLVWTR 1799 1808 25.8 26.6 18.8 1 0 0 1,193.6313
P_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 14 2.48% VAEGQTLDLK 2838 2847 32.2 29.4 21.5 2 0 0 1,073.5839
P_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 14 2.48% AVTLECVSAGEPR 3129 3141 67.8 27.2 55.7 2 0 0 1,388.6839
P_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 14 2.48% VPGSPTNLANR 3709 3719 32.6 27.7 25.9 1 0 0 1,125.6011
P_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 14 2.48% FDAGSGMATIR 3737 3747 60.4 25.0 51.0 2 0 0 1,141.5308
P_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 14 2.48% AGLSSGFIGCVR 3810 3821 52.7 28.2 45.0 2 0 0 1,223.6202
P_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 9 9 14 2.48% FSSGITGCVK 4348 4357 29.7 26.1 17.2 1 0 0 1,055.5191
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% LGTVPQFPR 189 197 39.9 28.2 22.6 1 0 0 1,014.5732
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% RPEEVCGPTQFR 363 374 22.3 26.0 14.8 0 2 0 1,475.7061
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% DVKESDQGAYTCEAMNAR 468 485 49.8 25.0 49.8 0 2 0 2,060.8649
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% AGFFGDAMK 797 805 31.7 25.0 18.4 2 0 0 959.4293
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% ATATSCRPCPCPYIDASR 806 823 37.8 25.0 37.8 0 1 0 2,082.9155
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% RCESCAPGYEGNPIQPGGK 850 868 43.5 25.0 37.8 0 2 0 2,076.9229
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% CESCAPGYEGNPIQPGGK 851 868 50.2 25.0 50.2 2 0 0 1,920.8218
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% FLGDKVTSYGGELR 997 1010 38.1 27.7 29.1 1 2 0 1,541.7960
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% CAPGYYGNPSQGQPCQR 1249 1265 53.7 25.0 42.6 2 0 0 1,939.8176
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% SIVPQGGSHSLR 1686 1697 33.9 26.2 19.3 1 0 0 1,237.6648
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% SQSVRPGADVTFICTAK 1780 1796 55.9 27.7 50.5 2 2 0 1,836.9274
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% SPAYTLVWTR 1799 1808 76.5 26.6 66.9 2 0 0 1,193.6313
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% AMDFNGILTIR 1818 1828 65.2 27.7 56.4 2 0 0 1,266.6513
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% LPAVEPTDQAQYLCR 1920 1934 68.6 27.7 62.5 2 2 0 1,760.8638
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% LRLPQVSPADSGEYVCR 2102 2118 57.0 27.9 57.0 0 2 0 1,946.9754
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% LPQVSPADSGEYVCR 2104 2118 90.7 26.4 90.7 2 0 0 1,677.7902
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% LYQASPADSGEYVCR 2394 2408 80.6 25.0 71.9 2 2 0 1,715.7694
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% LLQVTPADSGEYVCR 2490 2504 56.3 27.0 56.3 0 1 0 1,707.8372
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% VVGSSGTQEASVLVTIQQR 2505 2523 68.4 26.7 59.8 2 2 0 1,959.0506
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% LSGSHSQGVAYPVR 2524 2537 50.2 27.8 38.0 2 2 0 1,457.7495
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% IPQVTPADSGEYVCHVSNGAGSR 2587 2609 57.4 26.1 57.4 0 2 0 2,401.1202
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% LHLVSPADSGEYVCR 2978 2992 64.5 26.8 61.5 2 2 0 1,702.8218
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% AVTLECVSAGEPR 3129 3141 91.7 27.1 77.9 2 0 0 1,388.6839
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% CSATGSPAPTIHWSK 3233 3247 47.3 26.1 42.6 0 2 0 1,599.7585
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% SPLPWQHR 3250 3257 33.9 29.2 15.5 2 0 0 1,020.5374
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% LEGDTLIIPR 3258 3267 55.9 25.1 48.0 2 0 0 1,126.6469
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% NELLHFER 3347 3354 35.1 26.3 13.7 2 0 0 1,057.5425
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% SIGASVEFHCAVPSDR 3412 3427 68.3 26.0 61.3 2 1 0 1,731.8119
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% EGGQLPPGHSVQDGVLR 3436 3452 30.2 28.7 22.9 0 1 0 1,745.8932
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% IAHVELADAGQYR 3542 3554 62.2 27.3 59.7 2 0 0 1,442.7387
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% LDGSLPPDSR 3611 3620 34.1 26.4 22.7 1 0 0 1,056.5322
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% VPGSPTNLANR 3709 3719 32.9 27.6 27.3 2 0 0 1,125.6011
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% FDAGSGMATIR 3737 3747 76.3 25.0 67.7 2 0 0 1,141.5308
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% AGLSSGFIGCVR 3810 3821 59.4 28.2 48.8 2 0 0 1,223.6202
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% CLCLPGFSGPR 4164 4174 41.8 26.0 38.1 2 0 0 1,263.5975
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% LVSEDPINDGEWHR 4282 4295 38.1 26.8 35.3 2 0 0 1,666.7821
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% GSIQVDGEELVSGR 4305 4318 75.7 27.3 44.0 2 0 0 1,445.7232
P_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 38 46 84 11.40% GSVYIGGAPDVATLTGGR 4330 4347 96.9 28.0 79.5 2 0 0 1,690.8761
Q_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 12 1.39% SLPEVPETIELEVR 4222 4235 31.2 27.4 27.2 2 0 0 1,610.8637



Q_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 12 1.39% LVSEDPINDGEWHR 4282 4295 80.2 26.9 78.6 2 0 0 1,666.7821
Q_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 12 1.39% RGSIQVDGEELVSGR 4304 4318 80.5 28.2 71.2 2 2 0 1,601.8243
Q_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 12 1.39% GSIQVDGEELVSGR 4305 4318 92.7 27.3 52.0 2 0 0 1,445.7232
Q_04 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 5 6 12 1.39% GSVYIGGAPDVATLTGGR 4330 4347 96.5 28.0 78.7 2 0 0 1,690.8761
Q_14 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 2 0.46% VAEGQTLDLK 2838 2847 31.4 29.2 19.2 1 0 0 1,073.5839
Q_14 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 2 2 2 0.46% FSSGITGCVK 4348 4357 29.9 26.1 5.3 1 0 0 1,055.5191
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% LGTVPQFPR 189 197 24.9 28.2 7.8 1 0 0 1,014.5732
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% DVKESDQGAYTCEAMNAR 468 485 33.4 25.0 33.4 0 1 0 2,060.8649
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% AGFFGDAMK 797 805 32.9 25.0 19.5 1 0 0 959.4293
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% TPSGLYLGTCER 1147 1158 62.3 26.6 55.5 2 0 0 1,353.6469
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% SQSVRPGADVTFICTAK 1780 1796 22.8 27.8 22.1 0 1 0 1,836.9274
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% AMDFNGILTIR 1818 1828 49.2 27.8 35.4 1 0 0 1,266.6513
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% LPAVEPTDQAQYLCR 1920 1934 81.4 27.5 75.8 2 0 0 1,760.8638
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% LYQASPADSGEYVCR 2394 2408 61.1 25.0 48.5 2 0 0 1,715.7694
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% LLQVTPADSGEYVCR 2490 2504 53.8 27.7 52.6 2 0 0 1,707.8372
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% VVGSSGTQEASVLVTIQQR 2505 2523 24.0 26.8 20.2 0 1 0 1,959.0506
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% LSGSHSQGVAYPVR 2524 2537 24.3 27.8 11.5 0 1 0 1,457.7495
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% VAEGQTLDLK 2838 2847 46.1 29.1 30.7 2 0 0 1,073.5839
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% AVTLECVSAGEPR 3129 3141 78.1 26.9 68.3 2 0 0 1,388.6839
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% LEGDTLIIPR 3258 3267 57.8 25.1 47.7 2 0 0 1,126.6469
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% NELLHFER 3347 3354 27.6 26.5 0.2 1 0 0 1,057.5425
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% FDAGSGMATIR 3737 3747 66.9 25.0 56.2 2 0 0 1,141.5308
Q_15 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 17 17 26 4.90% SAEPLALGR 4004 4012 26.9 26.1 15.5 2 0 0 913.5102
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% SIEYSPQLEDAGSR 93 106 91.3 25.8 82.8 2 0 0 1,551.7286
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% LGTVPQFPR 189 197 38.5 28.2 22.0 2 0 0 1,014.5732
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% DVKESDQGAYTCEAMNAR 468 485 49.3 25.0 49.3 0 2 0 2,060.8649
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% ESDQGAYTCEAMNAR 471 485 39.2 25.0 36.1 1 0 0 1,718.6745
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% AGFFGDAMK 797 805 45.8 25.0 33.9 2 0 0 959.4293
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% ATATSCRPCPCPYIDASR 806 823 47.5 25.0 47.5 0 2 0 2,082.9155
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% RCESCAPGYEGNPIQPGGK 850 868 40.0 25.0 36.0 0 2 0 2,076.9229
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% CESCAPGYEGNPIQPGGK 851 868 71.2 25.0 71.2 2 0 0 1,920.8218
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% EQAWQRPDGQPATR 1061 1074 34.7 26.8 32.9 0 2 0 1,639.7937
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% TPSGLYLGTCER 1147 1158 48.8 26.3 45.2 2 0 0 1,353.6469
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% CAPGYYGNPSQGQPCQR 1249 1265 44.3 25.0 42.3 2 0 0 1,939.8176
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% AELLVTEAPSKPITVTVEEQR 1759 1779 35.4 25.0 33.7 0 1 0 2,310.2553
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% SQSVRPGADVTFICTAK 1780 1796 83.3 27.9 78.7 2 2 0 1,836.9274
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% AMDFNGILTIR 1818 1828 52.4 27.8 44.3 3 0 0 1,266.6513
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% LPQVSPADSGEYVCR 2104 2118 95.9 26.4 95.9 2 0 0 1,677.7902
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% LYQASPADSGEYVCR 2394 2408 84.4 25.0 75.6 2 1 0 1,715.7694
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% LLQVTPADSGEYVCR 2490 2504 73.4 27.2 73.2 2 1 0 1,707.8372
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% VVGSSGTQEASVLVTIQQR 2505 2523 85.1 26.4 81.4 2 2 0 1,959.0506
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% LSGSHSQGVAYPVR 2524 2537 56.8 27.8 47.3 2 0 0 1,457.7495
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% IPQVTPADSGEYVCHVSNGAGSR 2587 2609 58.8 26.1 58.5 0 2 0 2,401.1202
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% QPQAIITWYK 2656 2665 25.1 27.4 13.0 1 0 0 1,247.6784
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% LHLVSPADSGEYVCR 2978 2992 56.7 26.7 52.2 2 0 0 1,702.8218
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% SPVISIDPPSSTVQQGQDASFK 3021 3042 89.8 27.9 88.5 1 2 0 2,288.1407
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% AVTLECVSAGEPR 3129 3141 89.6 27.0 76.9 2 0 0 1,388.6839
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% LEGDTLIIPR 3258 3267 58.2 25.4 45.0 2 0 0 1,126.6469
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% SIGASVEFHCAVPSDR 3412 3427 57.1 26.4 46.5 2 0 0 1,731.8119
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% EGGQLPPGHSVQDGVLR 3436 3452 32.1 28.5 12.0 0 2 0 1,745.8932
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% VGGHLRPGIVQSGGVVR 3525 3541 40.0 25.0 39.2 0 2 0 1,687.9716
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% IAHVELADAGQYR 3542 3554 53.4 27.3 50.7 2 0 0 1,442.7387
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% AFAHLQVPER 3652 3661 30.8 26.1 18.6 2 0 0 1,167.6269
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% RVPGSPTNLANR 3708 3719 37.1 26.5 33.8 2 0 0 1,281.7022
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% VPGSPTNLANR 3709 3719 48.3 27.6 40.8 2 0 0 1,125.6011
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% FDAGSGMATIR 3737 3747 58.5 25.0 48.4 2 0 0 1,141.5308
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% YELGSGLAVLR 3993 4003 75.5 27.0 55.6 2 0 0 1,177.6576
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% CLCLPGFSGPR 4164 4174 33.4 25.7 25.6 2 0 0 1,263.5975
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% GSIQVDGEELVSGR 4305 4318 76.8 27.2 45.5 2 0 0 1,445.7232
Q_16 Basement membrane‐specific heparan sulfate proteoglycan core protein PGBM_HUMAN 468,811 37 43 79 11.40% GSVYIGGAPDVATLTGGR 4330 4347 114.0 28.0 90.9 2 0 0 1,690.8761
C_16 Plasma glutamate carboxypeptidase PGCP_HUMAN 51,888 2 2 4 4.03% AIINLAVYGK 49 58 27.8 25.0 27.8 2 0 0 1,061.6354
C_16 Plasma glutamate carboxypeptidase PGCP_HUMAN 51,888 2 2 4 4.03% VGALASLIR 197 205 50.9 25.0 33.8 2 0 0 899.5673
D_20 Plasma glutamate carboxypeptidase PGCP_HUMAN 51,888 2 2 2 4.45% AIINLAVYGK 49 58 31.0 25.2 31.0 1 0 0 1,061.6354
D_20 Plasma glutamate carboxypeptidase PGCP_HUMAN 51,888 2 2 2 4.45% LALLVDTVGPR 67 77 22.2 25.0 22.2 1 0 0 1,153.6941
L_09 Plasma glutamate carboxypeptidase PGCP_HUMAN 51,888 2 2 2 4.03% AIINLAVYGK 49 58 27.3 25.0 24.0 1 0 0 1,061.6354
L_09 Plasma glutamate carboxypeptidase PGCP_HUMAN 51,888 2 2 2 4.03% VGALASLIR 197 205 27.3 26.6 15.3 1 0 0 899.5673
A_01 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 2 2 3 7.67% LGDVYVNDAFGTAHR 157 171 31.4 27.3 22.8 0 1 0 1,634.7922
A_01 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 2 2 3 7.67% ALESPERPFLAILGGAK 200 216 38.8 25.1 35.9 0 2 0 1,768.9958
A_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 14 25 32.90% VDFNVPMK 23 30 46.6 27.2 31.3 2 0 0 965.4762
A_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 14 25 32.90% VDFNVPMKNNQITNNQR 23 39 31.9 27.2 24.0 0 2 0 2,047.9979
A_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 14 25 32.90% VKAEPAKIEAFR 140 151 27.7 26.5 18.3 0 2 0 1,358.7791
A_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 14 25 32.90% LGDVYVNDAFGTAHR 157 171 69.0 27.3 66.3 2 2 0 1,634.7922
A_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 14 25 32.90% AHSSMVGVNLPQK 172 184 41.8 27.1 41.8 2 1 0 1,383.7050
A_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 14 25 32.90% VADKIQLINNMLDK 217 230 27.1 28.0 21.7 0 2 0 1,630.8836
A_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 14 25 32.90% IQLINNMLDK 221 230 44.7 28.2 31.3 2 0 0 1,217.6561
A_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 14 25 32.90% ITLPVDFVTADK 280 291 29.0 27.3 18.4 1 0 0 1,318.7255
A_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 14 25 32.90% ALMDEVVK 354 361 30.8 28.1 15.8 1 0 0 920.4759
A_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 14 25 32.90% GCITIIGGGDTATCCAK 366 382 99.5 25.0 92.4 2 0 0 1,754.7874
A_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 14 25 32.90% VSHVSTGGGASLELLEGK 389 406 24.6 27.7 19.0 0 2 0 1,740.9128
A_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 14 25 32.90% VLPGVDALSNI 407 417 47.8 25.3 39.8 2 0 0 1,097.6202
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% VDFNVPMK 23 30 39.4 27.2 26.6 2 0 0 965.4762
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% FCLDNGAK 49 56 22.4 25.0 19.7 1 0 0 924.4245
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% YSLEPVAVELK 76 86 29.4 27.4 25.5 1 0 0 1,247.6882
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% SLLGKDVLFLK 87 97 43.4 25.0 40.5 2 0 0 1,232.7615
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% LGDVYVNDAFGTAHR 157 171 61.3 26.9 57.6 0 2 0 1,634.7922
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% AHSSMVGVNLPQK 172 184 42.8 27.1 33.5 0 2 0 1,383.7050
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% ALESPERPFLAILGGAK 200 216 47.8 25.1 39.6 2 2 0 1,768.9958
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% VADKIQLINNMLDK 217 230 30.0 28.0 18.6 1 2 0 1,630.8836
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% IQLINNMLDK 221 230 45.4 28.2 35.2 2 0 0 1,217.6561
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% VLNNMEIGTSLFDEEGAK 247 264 67.2 26.3 44.8 2 0 0 1,982.9378
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% ALMDEVVK 354 361 31.8 26.8 22.2 1 0 0 920.4759
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% GCITIIGGGDTATCCAK 366 382 113.0 25.0 103.0 2 0 0 1,754.7874
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% VSHVSTGGGASLELLEGK 389 406 63.5 27.9 63.1 2 0 0 1,740.9128
A_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 14 16 28 40.50% VLPGVDALSNI 407 417 49.0 26.3 44.6 2 0 0 1,097.6202
A_14 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 2 2 4 6.24% LGDVYVNDAFGTAHR 157 171 33.7 27.3 29.0 0 2 0 1,634.7922
A_14 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 2 2 4 6.24% VLPGVDALSNI 407 417 45.0 25.3 43.2 2 0 0 1,097.6202
B_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 8 10 16 24.70% VDFNVPMK 23 30 41.3 27.2 30.5 1 0 0 965.4762
B_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 8 10 16 24.70% VDFNVPMKNNQITNNQR 23 39 22.3 27.1 13.5 0 2 0 2,047.9979
B_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 8 10 16 24.70% LGDVYVNDAFGTAHR 157 171 65.2 27.3 60.6 2 2 0 1,634.7922
B_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 8 10 16 24.70% AHSSMVGVNLPQK 172 184 48.2 27.1 43.5 2 2 0 1,383.7050
B_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 8 10 16 24.70% VLNNMEIGTSLFDEEGAK 247 264 29.2 26.6 27.7 1 0 0 1,982.9378
B_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 8 10 16 24.70% ITLPVDFVTADK 280 291 25.0 27.3 21.8 1 0 0 1,318.7255
B_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 8 10 16 24.70% GCITIIGGGDTATCCAK 366 382 103.0 25.0 94.3 2 0 0 1,754.7874
B_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 8 10 16 24.70% VLPGVDALSNI 407 417 42.4 26.3 39.3 1 0 0 1,097.6202
B_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 17 28.80% VDFNVPMK 23 30 45.3 27.2 27.8 2 0 0 965.4762
B_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 17 28.80% ACANPAAGSVILLENLR 107 123 51.0 27.0 47.1 2 0 0 1,768.9375
B_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 17 28.80% LGDVYVNDAFGTAHR 157 171 69.4 27.3 61.5 0 2 0 1,634.7922
B_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 17 28.80% AHSSMVGVNLPQK 172 184 34.8 26.8 20.9 0 2 0 1,383.7050
B_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 17 28.80% VADKIQLINNMLDK 217 230 26.8 27.7 16.6 0 2 0 1,630.8836
B_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 17 28.80% IQLINNMLDK 221 230 44.3 28.7 30.9 1 0 0 1,217.6561
B_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 17 28.80% VLNNMEIGTSLFDEEGAK 247 264 58.1 26.5 34.5 2 0 0 1,982.9378
B_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 17 28.80% GCITIIGGGDTATCCAK 366 382 112.0 25.0 99.0 2 0 0 1,754.7874



B_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 17 28.80% VSHVSTGGGASLELLEGK 389 406 39.1 27.6 33.0 0 2 0 1,740.9128
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% LTLDKLDVK 7 15 25.6 25.0 18.4 1 0 0 1,044.6302
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% VVMRVDFNVPMK 19 30 26.2 27.6 25.6 0 2 0 1,466.7495
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% VDFNVPMKNNQITNNQR 23 39 40.0 27.0 25.3 0 2 0 2,047.9979
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% SLLGKDVLFLK 87 97 28.0 25.0 28.0 2 0 0 1,232.7615
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% VKAEPAKIEAFR 140 151 30.0 27.2 23.9 0 2 0 1,358.7791
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% LGDVYVNDAFGTAHR 157 171 93.6 27.3 83.2 2 2 0 1,634.7922
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% AHSSMVGVNLPQK 172 184 29.8 27.1 22.0 0 2 0 1,383.7050
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% VADKIQLINNMLDK 217 230 37.2 27.8 27.4 0 2 0 1,630.8836
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% IQLINNMLDK 221 230 38.0 28.6 23.9 2 0 0 1,217.6561
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% VLNNMEIGTSLFDEEGAK 247 264 39.6 26.2 34.0 2 0 0 1,982.9378
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% ITLPVDFVTADK 280 291 32.2 27.6 22.0 2 0 0 1,318.7255
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% GCITIIGGGDTATCCAK 366 382 96.6 25.0 88.5 2 0 0 1,754.7874
C_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 27 36.70% VLPGVDALSNI 407 417 32.5 25.4 28.0 2 0 0 1,097.6202
C_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 5 5 9 14.90% SLLGKDVLFLK 87 97 21.8 25.0 21.8 1 0 0 1,232.7615
C_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 5 5 9 14.90% VKAEPAKIEAFR 140 151 34.6 27.3 28.5 0 2 0 1,358.7791
C_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 5 5 9 14.90% LGDVYVNDAFGTAHR 157 171 52.2 26.9 45.7 0 2 0 1,634.7922
C_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 5 5 9 14.90% AHSSMVGVNLPQK 172 184 27.8 26.8 20.0 0 2 0 1,383.7050
C_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 5 5 9 14.90% VLPGVDALSNI 407 417 42.6 25.5 42.6 2 0 0 1,097.6202
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% VDFNVPMK 23 30 24.4 26.9 12.4 2 0 0 965.4762
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% YSLEPVAVELK 76 86 39.1 27.8 30.0 2 0 0 1,247.6882
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% ACANPAAGSVILLENLR 107 123 98.0 27.2 89.9 1 1 0 1,768.9375
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% AEPAKIEAFR 142 151 31.2 29.1 0.0 1 0 0 1,131.6157
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% LGDVYVNDAFGTAHR 157 171 75.1 27.0 73.6 2 0 0 1,634.7922
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% ALESPERPFLAILGGAK 200 216 57.9 25.4 43.7 2 0 0 1,768.9958
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% IQLINNMLDK 221 230 29.3 28.5 15.4 2 0 0 1,217.6561
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% VLNNMEIGTSLFDEEGAK 247 264 115.0 25.7 89.0 2 2 0 1,982.9378
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% ITLPVDFVTADK 280 291 57.0 28.0 52.3 1 0 0 1,318.7255
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% ITLPVDFVTADKFDENAK 280 297 64.3 27.8 64.3 1 2 0 2,023.0385
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% ALMDEVVK 354 361 30.3 26.8 10.0 2 0 0 920.4759
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% GCITIIGGGDTATCCAK 366 382 87.7 25.0 84.7 2 1 0 1,754.7874
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% VSHVSTGGGASLELLEGK 389 406 72.6 27.3 70.4 2 0 0 1,740.9128
D_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 17 29 42.70% VLPGVDALSNI 407 417 49.3 26.1 45.0 2 0 0 1,097.6202
E_18 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 13 24.00% VDFNVPMK 23 30 36.9 27.0 20.0 2 0 0 965.4762
E_18 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 13 24.00% YSLEPVAVELK 76 86 27.1 27.6 19.3 2 0 0 1,247.6882
E_18 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 13 24.00% LGDVYVNDAFGTAHR 157 171 36.8 26.6 32.8 0 2 0 1,634.7922
E_18 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 13 24.00% AHSSMVGVNLPQK 172 184 37.3 26.8 30.8 1 2 0 1,383.7050
E_18 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 13 24.00% ALESPERPFLAILGGAK 200 216 29.8 25.7 26.7 0 1 0 1,768.9958
E_18 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 13 24.00% VLNNMEIGTSLFDEEGAK 247 264 36.6 26.0 33.9 2 0 0 1,982.9378
E_18 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 13 24.00% ITLPVDFVTADKFDENAK 280 297 24.5 27.9 20.3 0 1 0 2,023.0385
E_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 16 28 38.60% LTLDKLDVK 7 15 33.2 25.0 19.5 2 0 0 1,044.6302
E_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 16 28 38.60% YSLEPVAVELK 76 86 30.0 27.6 26.8 2 0 0 1,247.6882
E_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 16 28 38.60% ACANPAAGSVILLENLR 107 123 80.8 26.8 69.7 1 2 0 1,768.9375
E_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 16 28 38.60% LGDVYVNDAFGTAHR 157 171 55.8 26.9 55.8 2 2 0 1,634.7922
E_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 16 28 38.60% AHSSMVGVNLPQK 172 184 56.8 27.1 50.0 2 2 0 1,383.7050
E_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 16 28 38.60% ALESPERPFLAILGGAK 200 216 49.1 25.6 40.2 1 0 0 1,768.9958
E_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 16 28 38.60% VLNNMEIGTSLFDEEGAK 247 264 58.2 25.9 43.1 2 2 0 1,982.9378
E_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 16 28 38.60% ITLPVDFVTADKFDENAK 280 297 43.2 27.6 31.3 0 2 0 2,023.0385
E_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 16 28 38.60% ALMDEVVK 354 361 24.7 28.6 11.8 2 0 0 904.4809
E_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 16 28 38.60% GCITIIGGGDTATCCAK 366 382 83.3 25.0 83.3 2 0 0 1,754.7874
E_19 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 16 28 38.60% VSHVSTGGGASLELLEGK 389 406 45.0 27.7 39.8 1 1 0 1,740.9128
F_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 3 3 5 9.35% LGDVYVNDAFGTAHR 157 171 55.8 27.3 50.7 0 1 0 1,634.7922
F_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 3 3 5 9.35% AHSSMVGVNLPQK 172 184 21.5 26.9 13.9 0 2 0 1,367.7100
F_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 3 3 5 9.35% VLPGVDALSNI 407 417 35.0 25.3 33.9 2 0 0 1,097.6202
F_14 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 7 14 20.90% VDFNVPMK 23 30 25.6 27.1 13.1 2 0 0 965.4762
F_14 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 7 14 20.90% YSLEPVAVELK 76 86 50.8 27.4 38.5 2 0 0 1,247.6882
F_14 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 7 14 20.90% IQLINNMLDK 221 230 45.9 28.8 15.7 2 0 0 1,201.6611
F_14 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 7 14 20.90% ITLPVDFVTADK 280 291 25.6 27.9 23.8 2 0 0 1,318.7255
F_14 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 7 14 20.90% GCITIIGGGDTATCCAK 366 382 109.0 25.0 101.0 2 0 0 1,754.7874
F_14 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 7 14 20.90% VSHVSTGGGASLELLEGK 389 406 81.5 27.7 77.3 2 0 0 1,740.9128
F_14 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 7 14 20.90% VLPGVDALSNI 407 417 52.3 25.3 46.8 2 0 0 1,097.6202
F_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 16 24 34.50% LTLDKLDVK 7 15 34.4 25.0 23.1 1 0 0 1,044.6302
F_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 16 24 34.50% VDFNVPMK 23 30 47.7 27.1 27.6 4 0 0 965.4762
F_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 16 24 34.50% VDFNVPMKNNQITNNQR 23 39 34.0 27.3 31.5 0 1 0 2,047.9979
F_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 16 24 34.50% DCVGPEVEK 98 106 41.6 25.0 28.1 2 0 0 1,032.4668
F_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 16 24 34.50% ACANPAAGSVILLENLR 107 123 69.5 26.9 58.2 2 0 0 1,768.9375
F_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 16 24 34.50% FHVEEEGK 124 131 27.9 25.0 16.3 1 0 0 974.4578
F_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 16 24 34.50% AHSSMVGVNLPQK 172 184 45.8 27.3 38.2 1 3 0 1,367.7100
F_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 16 24 34.50% ALESPERPFLAILGGAK 200 216 28.2 25.0 28.2 0 2 0 1,768.9958
F_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 16 24 34.50% ALMDEVVK 354 361 44.6 29.4 27.5 1 0 0 904.4809
F_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 16 24 34.50% GCITIIGGGDTATCCAK 366 382 114.0 25.0 107.0 2 0 0 1,754.7874
F_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 16 24 34.50% VSHVSTGGGASLELLEGK 389 406 88.1 27.9 83.8 1 2 0 1,740.9128
F_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 12 16 24 34.50% VLPGVDALSNI 407 417 57.6 25.3 55.3 1 0 0 1,097.6202
G_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 14 21.10% VDFNVPMK 23 30 49.0 26.6 34.7 2 0 0 965.4762
G_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 14 21.10% DCVGPEVEK 98 106 42.5 25.0 19.7 1 0 0 1,032.4668
G_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 14 21.10% VKAEPAKIEAFR 140 151 24.4 25.7 23.2 0 2 0 1,358.7791
G_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 14 21.10% AHSSMVGVNLPQK 172 184 26.3 27.3 21.7 1 0 0 1,383.7050
G_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 14 21.10% GCITIIGGGDTATCCAK 366 382 109.0 25.0 102.0 2 0 0 1,754.7874
G_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 14 21.10% VSHVSTGGGASLELLEGK 389 406 69.3 27.5 62.3 2 2 0 1,740.9128
G_15 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 8 14 21.10% VLPGVDALSNI 407 417 39.2 25.0 39.2 2 0 0 1,097.6202
H_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 2 2 4 6.71% YSLEPVAVELK 76 86 41.9 27.5 36.0 2 0 0 1,247.6882
H_12 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 2 2 4 6.71% GCITIIGGGDTATCCAK 366 382 87.6 25.0 82.9 2 0 0 1,754.7874
I_11 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 6 7 12 18.50% LTLDKLDVK 7 15 22.9 25.0 0.8 1 0 0 1,044.6302
I_11 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 6 7 12 18.50% VDFNVPMKNNQITNNQR 23 39 26.9 27.4 22.3 0 4 0 2,047.9979
I_11 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 6 7 12 18.50% SLLGKDVLFLK 87 97 40.7 25.0 40.7 2 0 0 1,232.7615
I_11 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 6 7 12 18.50% VKAEPAKIEAFR 140 151 19.7 26.3 6.3 0 1 0 1,358.7791
I_11 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 6 7 12 18.50% GCITIIGGGDTATCCAK 366 382 104.0 25.0 91.8 2 0 0 1,754.7874
I_11 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 6 7 12 18.50% VLPGVDALSNI 407 417 37.5 25.4 31.4 2 0 0 1,097.6202
J_11 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 2 2 3 6.95% ITLPVDFVTADK 280 291 22.5 27.2 22.5 1 0 0 1,318.7255
J_11 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 2 2 3 6.95% GCITIIGGGDTATCCAK 366 382 107.0 25.0 95.1 2 0 0 1,754.7874
K_11 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 7 12.50% VKAEPAKIEAFR 140 151 25.3 26.0 17.9 0 2 0 1,358.7791
K_11 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 7 12.50% ITLPVDFVTADK 280 291 41.0 27.1 35.0 2 0 0 1,318.7255
K_11 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 7 12.50% GCITIIGGGDTATCCAK 366 382 103.0 25.0 97.0 2 0 0 1,754.7874
K_11 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 7 12.50% VLPGVDALSNI 407 417 35.4 25.3 35.4 1 0 0 1,097.6202
L_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 16 31.40% LTLDKLDVK 7 15 27.5 25.0 7.1 2 0 0 1,044.6302
L_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 16 31.40% VDFNVPMK 23 30 24.7 26.6 14.5 1 0 0 965.4762
L_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 16 31.40% VDFNVPMKNNQITNNQR 23 39 33.8 27.4 22.6 0 1 0 2,047.9979
L_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 16 31.40% SLLGKDVLFLK 87 97 24.7 25.0 24.7 2 0 0 1,232.7615
L_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 16 31.40% ACANPAAGSVILLENLR 107 123 125.0 26.9 114.0 2 0 0 1,768.9375
L_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 16 31.40% AEPAKIEAFR 142 151 42.8 28.7 0.0 1 0 0 1,131.6157
L_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 16 31.40% LGDVYVNDAFGTAHR 157 171 72.6 27.6 62.1 0 2 0 1,634.7922
L_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 16 31.40% ALESPERPFLAILGGAK 200 216 27.4 25.0 27.4 0 2 0 1,768.9958
L_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 16 31.40% VLNNMEIGTSLFDEEGAK 247 264 69.2 26.6 38.3 2 0 0 1,982.9378
L_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 16 31.40% GCITIIGGGDTATCCAK 366 382 106.0 25.0 99.9 2 0 0 1,754.7874
L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% LTLDKLDVK 7 15 32.9 25.0 21.0 2 0 0 1,044.6302
L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% VDFNVPMK 23 30 36.3 26.6 20.4 2 0 0 965.4762
L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% VDFNVPMKNNQITNNQR 23 39 23.6 27.4 14.2 0 1 0 2,047.9979
L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% SLLGKDVLFLK 87 97 36.5 25.0 34.9 2 0 0 1,232.7615
L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% DVLFLKDCVGPEVEK 92 106 36.2 28.1 28.9 1 0 0 1,747.8938
L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% ACANPAAGSVILLENLR 107 123 90.0 26.7 81.1 1 0 0 1,768.9375
L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% VKAEPAKIEAFR 140 151 35.4 25.7 25.3 0 2 0 1,358.7791
L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% LGDVYVNDAFGTAHR 157 171 58.5 27.6 54.5 0 1 0 1,634.7922



L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% AHSSMVGVNLPQK 172 184 40.4 26.9 32.7 0 2 0 1,367.7100
L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% VLNNMEIGTSLFDEEGAK 247 264 66.2 26.6 49.4 2 0 0 1,982.9378
L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% ITLPVDFVTADK 280 291 43.3 27.0 36.6 2 0 0 1,318.7255
L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% GCITIIGGGDTATCCAK 366 382 114.0 25.0 105.0 2 0 0 1,754.7874
L_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 13 14 24 40.30% VSHVSTGGGASLELLEGK 389 406 96.2 27.5 87.7 2 2 0 1,740.9128
L_09 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 5 16.10% VDFNVPMKNNQITNNQR 23 39 24.6 27.4 18.1 0 1 0 2,047.9979
L_09 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 5 16.10% ACANPAAGSVILLENLR 107 123 77.8 26.8 69.2 1 0 0 1,768.9375
L_09 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 5 16.10% LGDVYVNDAFGTAHR 157 171 62.0 27.6 55.7 0 2 0 1,634.7922
L_09 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 5 16.10% VLNNMEIGTSLFDEEGAK 247 264 60.3 26.6 34.3 1 0 0 1,982.9378
L_10 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 6 14.60% LGDVYVNDAFGTAHR 157 171 45.8 27.6 39.3 0 1 0 1,634.7922
L_10 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 6 14.60% VLNNMEIGTSLFDEEGAK 247 264 40.5 26.7 17.3 1 0 0 1,982.9378
L_10 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 6 14.60% GCITIIGGGDTATCCAK 366 382 70.3 25.0 57.6 2 0 0 1,754.7874
L_10 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 6 14.60% VLPGVDALSNI 407 417 20.2 25.3 19.9 2 0 0 1,097.6202
L_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 2 2 2 8.39% VLNNMEIGTSLFDEEGAK 247 264 51.3 26.9 40.0 1 0 0 1,982.9378
L_13 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 2 2 2 8.39% GCITIIGGGDTATCCAK 366 382 67.6 25.0 65.7 1 0 0 1,754.7874
L_16 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 7 15.80% ACANPAAGSVILLENLR 107 123 104.0 26.9 93.4 2 0 0 1,768.9375
L_16 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 7 15.80% LGDVYVNDAFGTAHR 157 171 75.8 27.6 69.6 0 2 0 1,634.7922
L_16 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 7 15.80% ALESPERPFLAILGGAK 200 216 30.5 25.0 30.5 0 2 0 1,768.9958
L_16 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 4 4 7 15.80% GCITIIGGGDTATCCAK 366 382 74.4 25.0 63.3 1 0 0 1,754.7874
M_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 6 6 10 18.70% VDFNVPMK 23 30 22.6 27.6 13.1 1 0 0 965.4762
M_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 6 6 10 18.70% VDFNVPMKNNQITNNQR 23 39 28.1 27.5 23.0 0 1 0 2,047.9979
M_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 6 6 10 18.70% YSLEPVAVELK 76 86 50.6 27.0 32.5 2 0 0 1,247.6882
M_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 6 6 10 18.70% LGDVYVNDAFGTAHR 157 171 67.3 27.6 61.3 0 2 0 1,634.7922
M_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 6 6 10 18.70% VLNNMEIGTSLFDEEGAK 247 264 71.5 26.6 53.8 2 0 0 1,982.9378
M_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 6 6 10 18.70% GCITIIGGGDTATCCAK 366 382 107.0 25.0 102.0 2 0 0 1,754.7874
M_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 12 23 37.60% VDFNVPMK 23 30 35.6 27.1 18.8 2 0 0 965.4762
M_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 12 23 37.60% VDFNVPMKNNQITNNQR 23 39 20.9 27.3 17.1 0 2 0 2,047.9979
M_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 12 23 37.60% DVLFLKDCVGPEVEK 92 106 18.6 28.5 7.1 0 1 0 1,747.8938
M_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 12 23 37.60% ACANPAAGSVILLENLR 107 123 105.0 27.1 88.2 2 0 0 1,768.9375
M_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 12 23 37.60% LGDVYVNDAFGTAHR 157 171 70.4 27.2 64.5 0 2 0 1,634.7922
M_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 12 23 37.60% ALESPERPFLAILGGAK 200 216 45.8 25.0 45.4 0 2 0 1,768.9958
M_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 12 23 37.60% VLNNMEIGTSLFDEEGAK 247 264 75.4 26.7 53.1 2 0 0 1,982.9378
M_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 12 23 37.60% ITLPVDFVTADK 280 291 39.1 27.0 34.7 2 0 0 1,318.7255
M_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 12 23 37.60% GCITIIGGGDTATCCAK 366 382 109.0 25.0 103.0 2 0 0 1,754.7874
M_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 12 23 37.60% VSHVSTGGGASLELLEGK 389 406 67.2 27.7 63.2 2 2 0 1,740.9128
M_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 11 12 23 37.60% VLPGVDALSNI 407 417 43.5 25.3 42.3 2 0 0 1,097.6202
O_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 2 2 4 6.24% LGDVYVNDAFGTAHR 157 171 43.2 27.6 38.5 0 2 0 1,634.7922
O_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 2 2 4 6.24% VLPGVDALSNI 407 417 22.4 25.3 21.6 2 0 0 1,097.6202
O_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 15 31.90% YSLEPVAVELK 76 86 31.4 27.6 24.3 1 0 0 1,247.6882
O_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 15 31.90% SLLGKDVLFLK 87 97 34.6 25.0 31.3 1 0 0 1,232.7615
O_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 15 31.90% ACANPAAGSVILLENLR 107 123 86.5 26.8 75.1 2 0 0 1,768.9375
O_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 15 31.90% AHSSMVGVNLPQK 172 184 26.8 27.6 18.9 0 1 0 1,383.7050
O_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 15 31.90% ALESPERPFLAILGGAK 200 216 32.4 25.0 26.0 0 2 0 1,768.9958
O_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 15 31.90% VLNNMEIGTSLFDEEGAK 247 264 60.3 26.7 25.8 2 0 0 1,982.9378
O_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 15 31.90% GCITIIGGGDTATCCAK 366 382 104.0 25.0 92.9 2 0 0 1,754.7874
O_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 15 31.90% VSHVSTGGGASLELLEGK 389 406 35.0 27.7 25.3 0 2 0 1,740.9128
O_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 9 9 15 31.90% VLPGVDALSNI 407 417 48.3 25.5 45.2 2 0 0 1,097.6202
P_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 10 10 17 30.90% LTLDKLDVK 7 15 30.8 25.0 18.6 1 0 0 1,044.6302
P_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 10 10 17 30.90% VDFNVPMK 23 30 34.2 26.7 13.0 2 0 0 965.4762
P_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 10 10 17 30.90% VDFNVPMKNNQITNNQR 23 39 23.5 27.3 17.4 0 1 0 2,047.9979
P_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 10 10 17 30.90% YSLEPVAVELK 76 86 41.8 26.9 33.2 2 0 0 1,247.6882
P_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 10 10 17 30.90% LGDVYVNDAFGTAHR 157 171 50.9 27.7 44.9 0 2 0 1,634.7922
P_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 10 10 17 30.90% AHSSMVGVNLPQK 172 184 37.8 26.8 25.3 0 2 0 1,383.7050
P_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 10 10 17 30.90% VLNNMEIGTSLFDEEGAK 247 264 69.8 26.8 50.2 2 0 0 1,982.9378
P_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 10 10 17 30.90% GCITIIGGGDTATCCAK 366 382 102.0 25.0 96.5 2 0 0 1,754.7874
P_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 10 10 17 30.90% VSHVSTGGGASLELLEGK 389 406 80.7 27.5 75.1 2 0 0 1,740.9128
P_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 10 10 17 30.90% VLPGVDALSNI 407 417 33.6 25.3 31.7 1 0 0 1,097.6202
Q_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 10 15 24.00% VDFNVPMK 23 30 35.6 26.5 16.6 2 0 0 965.4762
Q_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 10 15 24.00% VDFNVPMKNNQITNNQR 23 39 26.5 27.5 22.0 0 1 0 2,047.9979
Q_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 10 15 24.00% ACANPAAGSVILLENLR 107 123 100.0 26.9 89.3 2 0 0 1,768.9375
Q_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 10 15 24.00% AHSSMVGVNLPQK 172 184 42.7 27.3 28.9 1 3 0 1,383.7050
Q_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 10 15 24.00% VLNNMEIGTSLFDEEGAK 247 264 73.4 26.5 36.9 2 1 0 1,982.9378
Q_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 10 15 24.00% GCITIIGGGDTATCCAK 366 382 99.4 25.0 91.0 2 0 0 1,754.7874
Q_07 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 7 10 15 24.00% VSHVSTGGGASLELLEGK 389 406 31.3 27.5 23.4 0 1 0 1,740.9128
Q_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 3 3 5 9.83% LTLDKLDVK 7 15 29.3 25.0 18.2 1 0 0 1,044.6302
Q_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 3 3 5 9.83% LGDVYVNDAFGTAHR 157 171 62.2 27.7 54.8 0 2 0 1,634.7922
Q_08 Phosphoglycerate kinase 1 PGK1_HUMAN 44,615 3 3 5 9.83% GCITIIGGGDTATCCAK 366 382 106.0 25.0 101.0 2 0 0 1,754.7874
A_16 Phosphoglucomutase‐1 PGM1_HUMAN 61,451 5 5 10 10.30% EAIQLIAR 69 76 36.8 25.4 23.1 2 0 0 913.5466
A_16 Phosphoglucomutase‐1 PGM1_HUMAN 61,451 5 5 10 10.30% FNISNGGPAPEAITDK 131 146 84.5 27.7 74.3 2 0 0 1,630.8073
A_16 Phosphoglucomutase‐1 PGM1_HUMAN 61,451 5 5 10 10.30% TIEEYAVCPDLK 153 164 43.6 26.6 37.3 2 0 0 1,437.6932
A_16 Phosphoglucomutase‐1 PGM1_HUMAN 61,451 5 5 10 10.30% YDYEEVEAEGANK 428 440 66.1 25.0 45.3 2 0 0 1,516.6438
A_16 Phosphoglucomutase‐1 PGM1_HUMAN 61,451 5 5 10 10.30% DLEALMFDR 444 452 41.6 25.3 34.0 2 0 0 1,125.5247
B_16 Phosphoglucomutase‐1 PGM1_HUMAN 61,451 4 4 6 8.72% FNISNGGPAPEAITDK 131 146 90.7 27.8 83.1 2 0 0 1,630.8073
B_16 Phosphoglucomutase‐1 PGM1_HUMAN 61,451 4 4 6 8.72% TIEEYAVCPDLK 153 164 38.4 26.7 27.6 1 0 0 1,437.6932
B_16 Phosphoglucomutase‐1 PGM1_HUMAN 61,451 4 4 6 8.72% YDYEEVEAEGANK 428 440 79.4 25.0 65.3 2 0 0 1,516.6438
B_16 Phosphoglucomutase‐1 PGM1_HUMAN 61,451 4 4 6 8.72% LYIDSYEK 516 523 22.6 25.0 13.8 1 0 0 1,030.5092
B_18 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 3 3.92% LDQETAQWLR 15 24 44.9 26.8 21.9 2 0 0 1,259.6380
B_18 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 3 3.92% DLTTGYDDSQPDKK 520 533 20.8 25.0 19.7 1 0 0 1,582.7235
C_18 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 3 4.41% LDQETAQWLR 15 24 34.0 26.8 27.0 2 0 0 1,259.6380
C_18 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 3 4.41% IVLANDPDADRLAVAEK 317 333 17.1 27.1 11.1 0 1 0 1,809.9707
D_24 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 3 4 6 4.58% LDQETAQWLR 15 24 28.3 26.7 20.2 1 0 0 1,259.6380
D_24 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 3 4 6 4.58% MEFGTAGLR 55 63 32.5 25.0 23.2 3 0 0 997.4773
D_24 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 3 4 6 4.58% GIVISFDAR 100 108 48.5 28.2 34.3 2 0 0 977.5415
F_16 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 2 3.27% GIVISFDAR 100 108 32.7 26.9 21.9 1 0 0 977.5415
F_16 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 2 3.27% IVLANDPDADR 317 327 24.2 26.8 13.7 1 0 0 1,198.6064
H_15 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 3 3.43% LDQETAQWLR 15 24 32.2 26.8 23.6 1 0 0 1,259.6380
H_15 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 3 3.43% IVLANDPDADR 317 327 47.8 26.8 17.6 2 0 0 1,198.6064
J_15 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 3 3 4 5.07% LDQETAQWLR 15 24 37.8 27.2 25.5 2 0 0 1,259.6380
J_15 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 3 3 4 5.07% DPDPEFPTVK 283 292 22.4 25.3 13.9 1 0 0 1,144.5523
J_15 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 3 3 4 5.07% IVLANDPDADR 317 327 22.5 26.1 12.6 1 0 0 1,198.6064
K_15 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 3 3.43% LDQETAQWLR 15 24 36.0 26.7 29.5 2 0 0 1,259.6380
K_15 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 3 3.43% IVLANDPDADR 317 327 30.3 26.9 25.6 1 0 0 1,198.6064
L_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 4 3.27% LDQETAQWLR 15 24 31.5 27.3 20.5 2 0 0 1,259.6380
L_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 4 3.27% DPDPEFPTVK 283 292 29.9 25.8 25.3 2 0 0 1,144.5523
M_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 3 3 4 4.74% LDQETAQWLR 15 24 25.9 27.0 17.3 1 0 0 1,259.6380
M_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 3 3 4 4.74% MEFGTAGLR 55 63 22.9 25.7 18.9 1 0 0 997.4773
M_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 3 3 4 4.74% DPDPEFPTVK 283 292 29.4 25.8 23.9 2 0 0 1,144.5523
O_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 3 3.10% MEFGTAGLR 55 63 29.5 25.0 29.5 2 0 0 997.4773
O_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 2 2 3 3.10% DPDPEFPTVK 283 292 22.5 25.4 15.1 1 0 0 1,144.5523
P_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 5 5 8 7.68% LDQETAQWLR 15 24 23.2 27.2 12.8 1 0 0 1,259.6380
P_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 5 5 8 7.68% MEFGTAGLR 55 63 34.2 25.1 27.3 2 0 0 997.4773
P_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 5 5 8 7.68% GIVISFDAR 100 108 31.6 27.3 23.0 2 0 0 977.5415
P_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 5 5 8 7.68% DPDPEFPTVK 283 292 28.5 25.3 20.9 2 0 0 1,144.5523
P_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 5 5 8 7.68% NLSLSQQLK 458 466 33.7 28.7 2.9 1 0 0 1,030.5892
Q_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 3 3 5 4.74% LDQETAQWLR 15 24 36.7 27.2 27.0 1 0 0 1,259.6380
Q_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 3 3 5 4.74% GIVISFDAR 100 108 26.2 27.5 21.4 2 0 0 977.5415
Q_10 Phosphoglucomutase‐2 PGM2_HUMAN 68,286 3 3 5 4.74% DPDPEFPTVK 283 292 33.3 25.4 25.6 2 0 0 1,144.5523
A_17 Glucose 1,6‐bisphosphate synthase PGM2L_HUMAN 70,443 5 5 8 7.72% EQIENLLR 43 50 30.9 26.3 20.7 2 0 0 1,014.5579
A_17 Glucose 1,6‐bisphosphate synthase PGM2L_HUMAN 70,443 5 5 8 7.72% GFVVGYDTR 110 118 43.6 26.1 37.3 2 0 0 1,013.5051
A_17 Glucose 1,6‐bisphosphate synthase PGM2L_HUMAN 70,443 5 5 8 7.72% LTAAVLLAK 133 141 32.7 25.0 20.3 2 0 0 899.5925
A_17 Glucose 1,6‐bisphosphate synthase PGM2L_HUMAN 70,443 5 5 8 7.72% LAAAELQENGCWK 338 350 37.0 26.0 37.0 1 0 0 1,489.7105
A_17 Glucose 1,6‐bisphosphate synthase PGM2L_HUMAN 70,443 5 5 8 7.72% IIDLLENGK 419 427 34.3 26.5 19.8 1 0 0 1,014.5832



A_18 Glucose 1,6‐bisphosphate synthase PGM2L_HUMAN 70,443 2 2 3 3.54% LTAAVLLAK 133 141 25.5 25.0 12.6 2 0 0 899.5925
A_18 Glucose 1,6‐bisphosphate synthase PGM2L_HUMAN 70,443 2 2 3 3.54% LAAAELQENGCWK 338 350 40.7 26.0 35.9 1 0 0 1,489.7105
B_18 Glucose 1,6‐bisphosphate synthase PGM2L_HUMAN 70,443 3 3 5 4.98% LTAAVLLAK 133 141 50.7 25.0 36.0 2 0 0 899.5925
B_18 Glucose 1,6‐bisphosphate synthase PGM2L_HUMAN 70,443 3 3 5 4.98% DVPVYLFSR 142 150 24.7 26.5 19.1 1 0 0 1,095.5833
B_18 Glucose 1,6‐bisphosphate synthase PGM2L_HUMAN 70,443 3 3 5 4.98% LAAAELQENGCWK 338 350 41.2 26.0 34.6 2 0 0 1,489.7105
A_10 Phosphoglycolate phosphatase PGP_HUMAN 34,007 2 2 3 7.17% GETAVPGAPEALR 42 54 35.5 27.4 27.0 2 0 0 1,267.6642
A_10 Phosphoglycolate phosphatase PGP_HUMAN 34,007 2 2 3 7.17% LGFITNNSSK 63 72 24.0 26.8 19.5 1 0 0 1,080.5684
F_12 Phosphoglycolate phosphatase PGP_HUMAN 34,007 2 2 4 6.23% LGFITNNSSK 63 72 49.9 26.8 37.8 2 0 0 1,080.5684
F_12 Phosphoglycolate phosphatase PGP_HUMAN 34,007 2 2 4 6.23% FIAGTGCLVR 211 220 36.5 27.8 18.3 2 0 0 1,093.5824
M_06 Phosphoglycolate phosphatase PGP_HUMAN 34,007 2 2 4 7.17% GETAVPGAPEALR 42 54 41.6 27.4 36.3 2 0 0 1,267.6642
M_06 Phosphoglycolate phosphatase PGP_HUMAN 34,007 2 2 4 7.17% LGFITNNSSK 63 72 34.2 26.8 25.5 2 0 0 1,080.5684
D_07 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 5 18.90% AAQSLLACGAAR 141 152 60.4 27.9 44.1 2 0 0 1,188.6154
D_07 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 5 18.90% GYLTPNYEVK 153 162 21.8 26.2 12.9 2 0 0 1,183.5994
D_07 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 5 18.90% DVQQTLSPGDELYK 166 179 47.1 27.6 34.7 1 0 0 1,592.7805
D_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% AAQSLLACGAAR 141 152 50.2 27.9 38.5 2 0 0 1,188.6154
D_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% GYLTPNYEVK 153 162 24.4 26.2 6.9 2 0 0 1,183.5994
D_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% DVQQTLSPGDELYK 166 179 51.7 27.5 47.6 2 0 0 1,592.7805
D_09 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% AAQSLLACGAAR 141 152 51.6 28.4 36.2 2 0 0 1,188.6154
D_09 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% GYLTPNYEVK 153 162 26.4 26.2 12.4 2 0 0 1,183.5994
D_09 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% DVQQTLSPGDELYK 166 179 62.0 27.6 58.3 2 0 0 1,592.7805
D_11 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 2 2 2 11.60% AAQSLLACGAAR 141 152 40.1 28.4 30.0 1 0 0 1,188.6154
D_11 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 2 2 2 11.60% GYLTPNYEVK 153 162 20.2 25.7 15.2 1 0 0 1,183.5994
E_07 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 2 2 4 11.60% AAQSLLACGAAR 141 152 40.5 28.4 31.5 2 0 0 1,188.6154
E_07 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 2 2 4 11.60% GYLTPNYEVK 153 162 34.3 26.4 17.3 2 0 0 1,183.5994
E_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% AAQSLLACGAAR 141 152 56.5 28.2 47.8 2 0 0 1,188.6154
E_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% GYLTPNYEVK 153 162 30.5 26.0 16.5 2 0 0 1,183.5994
E_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% DVQQTLSPGDELYK 166 179 47.4 27.5 47.4 2 0 0 1,592.7805
E_09 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 2 2 3 11.60% AAQSLLACGAAR 141 152 46.7 27.9 36.1 2 0 0 1,188.6154
E_09 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 2 2 3 11.60% GYLTPNYEVK 153 162 23.2 26.3 15.1 1 0 0 1,183.5994
F_07 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% AAQSLLACGAAR 141 152 71.1 28.4 50.0 2 0 0 1,188.6154
F_07 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% GYLTPNYEVK 153 162 30.5 25.9 15.4 2 0 0 1,183.5994
F_07 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% DVQQTLSPGDELYK 166 179 73.0 28.0 66.5 2 0 0 1,592.7805
F_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% AAQSLLACGAAR 141 152 70.7 28.4 55.5 2 0 0 1,188.6154
F_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% GYLTPNYEVK 153 162 30.5 25.9 15.2 2 0 0 1,183.5994
F_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 6 18.90% DVQQTLSPGDELYK 166 179 62.2 28.0 53.6 2 0 0 1,592.7805
G_07 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 4 4 8 29.50% YVVVSHTAGSVCNTPASCQR 50 69 53.5 25.6 49.3 0 2 0 2,193.0175
G_07 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 4 4 8 29.50% AAQSLLACGAAR 141 152 72.8 28.2 59.9 2 0 0 1,188.6154
G_07 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 4 4 8 29.50% GYLTPNYEVK 153 162 32.9 26.7 16.9 2 0 0 1,183.5994
G_07 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 4 4 8 29.50% DVQQTLSPGDELYK 166 179 65.1 27.7 61.1 2 0 0 1,592.7805
G_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 4 4 7 29.50% YVVVSHTAGSVCNTPASCQR 50 69 51.1 25.6 45.4 0 2 0 2,193.0175
G_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 4 4 7 29.50% AAQSLLACGAAR 141 152 54.3 28.0 36.8 1 0 0 1,188.6154
G_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 4 4 7 29.50% GYLTPNYEVK 153 162 33.8 26.7 23.4 2 0 0 1,183.5994
G_08 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 4 4 7 29.50% DVQQTLSPGDELYK 166 179 55.1 27.7 52.4 2 0 0 1,592.7805
G_09 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 5 18.90% AAQSLLACGAAR 141 152 54.6 28.0 34.4 2 0 0 1,188.6154
G_09 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 5 18.90% GYLTPNYEVK 153 162 23.9 26.7 14.0 1 0 0 1,183.5994
G_09 Peptidoglycan recognition protein 1 PGRP1_BOVIN 21,063 3 3 5 18.90% DVQQTLSPGDELYK 166 179 47.9 27.9 38.6 2 0 0 1,592.7805
A_19 Biglycan PGS1_HUMAN 41,656 3 3 5 7.88% IQAIELEDLLR 241 251 52.9 27.0 32.1 2 0 0 1,312.7473
A_19 Biglycan PGS1_HUMAN 41,656 3 3 5 7.88% VPSGLPDLK 292 300 27.2 25.0 11.4 1 0 0 925.5355
A_19 Biglycan PGS1_HUMAN 41,656 3 3 5 7.88% LAIQFGNYK 359 367 45.0 26.5 38.0 2 0 0 1,053.5728
A_21 Biglycan PGS1_HUMAN 41,656 3 3 5 8.15% VVQCSDLGLK 73 82 29.8 28.1 22.3 2 0 0 1,118.5876
A_21 Biglycan PGS1_HUMAN 41,656 3 3 5 8.15% IQAIELEDLLR 241 251 50.1 27.0 31.3 2 0 0 1,312.7473
A_21 Biglycan PGS1_HUMAN 41,656 3 3 5 8.15% LGLGHNQIR 258 266 24.8 25.0 20.8 1 0 0 1,007.5746
A_25 Biglycan PGS1_HUMAN 41,656 3 3 4 8.15% VVQCSDLGLK 73 82 26.8 28.1 25.7 1 0 0 1,118.5876
A_25 Biglycan PGS1_HUMAN 41,656 3 3 4 8.15% IQAIELEDLLR 241 251 45.4 26.9 19.7 2 0 0 1,312.7473
A_25 Biglycan PGS1_HUMAN 41,656 3 3 4 8.15% LGLGHNQIR 258 266 20.5 25.0 10.7 1 0 0 1,007.5746
B_19 Biglycan PGS1_HUMAN 41,656 3 3 5 8.15% VVQCSDLGLK 73 82 26.3 28.5 23.7 2 0 0 1,118.5876
B_19 Biglycan PGS1_HUMAN 41,656 3 3 5 8.15% IQAIELEDLLR 241 251 59.3 26.5 40.5 2 0 0 1,312.7473
B_19 Biglycan PGS1_HUMAN 41,656 3 3 5 8.15% LAIQFGNYK 359 367 34.6 26.5 23.8 1 0 0 1,053.5728
B_20 Biglycan PGS1_HUMAN 41,656 2 2 4 5.71% VVQCSDLGLK 73 82 32.4 28.8 22.2 2 0 0 1,118.5876
B_20 Biglycan PGS1_HUMAN 41,656 2 2 4 5.71% IQAIELEDLLR 241 251 53.3 26.6 38.8 2 0 0 1,312.7473
B_21 Biglycan PGS1_HUMAN 41,656 2 2 4 5.71% VVQCSDLGLK 73 82 30.1 28.8 21.1 2 0 0 1,118.5876
B_21 Biglycan PGS1_HUMAN 41,656 2 2 4 5.71% IQAIELEDLLR 241 251 64.7 26.6 44.0 2 0 0 1,312.7473
B_25 Biglycan PGS1_HUMAN 41,656 2 2 2 5.71% VVQCSDLGLK 73 82 26.4 28.5 25.8 1 0 0 1,118.5876
B_25 Biglycan PGS1_HUMAN 41,656 2 2 2 5.71% IQAIELEDLLR 241 251 30.9 26.6 21.4 1 0 0 1,312.7473
C_19 Biglycan PGS1_HUMAN 41,656 3 3 5 7.88% IQAIELEDLLR 241 251 53.2 26.9 32.2 2 0 0 1,312.7473
C_19 Biglycan PGS1_HUMAN 41,656 3 3 5 7.88% LGLGHNQIR 258 266 33.4 26.3 27.0 1 0 0 1,007.5746
C_19 Biglycan PGS1_HUMAN 41,656 3 3 5 7.88% VPSGLPDLK 292 300 28.3 25.0 17.3 2 0 0 925.5355
C_20 Biglycan PGS1_HUMAN 41,656 3 3 5 8.15% VVQCSDLGLK 73 82 48.4 28.1 44.9 2 0 0 1,118.5876
C_20 Biglycan PGS1_HUMAN 41,656 3 3 5 8.15% IQAIELEDLLR 241 251 32.4 27.0 16.3 2 0 0 1,312.7473
C_20 Biglycan PGS1_HUMAN 41,656 3 3 5 8.15% VPSGLPDLK 292 300 26.4 25.0 14.3 1 0 0 925.5355
C_21 Biglycan PGS1_HUMAN 41,656 4 4 7 11.10% VVQCSDLGLK 73 82 31.1 28.1 29.9 2 0 0 1,118.5876
C_21 Biglycan PGS1_HUMAN 41,656 4 4 7 11.10% IQAIELEDLLR 241 251 45.4 26.5 21.5 2 0 0 1,312.7473
C_21 Biglycan PGS1_HUMAN 41,656 4 4 7 11.10% ELHLDNNKLAR 281 291 22.4 27.7 19.3 1 0 0 1,322.7176
C_21 Biglycan PGS1_HUMAN 41,656 4 4 7 11.10% LAIQFGNYK 359 367 36.3 26.5 28.5 2 0 0 1,053.5728
C_22 Biglycan PGS1_HUMAN 41,656 3 3 5 7.61% VVQCSDLGLK 73 82 29.3 28.1 25.2 2 0 0 1,118.5876
C_22 Biglycan PGS1_HUMAN 41,656 3 3 5 7.61% VPSGLPDLK 292 300 23.7 25.0 16.9 1 0 0 925.5355
C_22 Biglycan PGS1_HUMAN 41,656 3 3 5 7.61% LAIQFGNYK 359 367 45.2 26.5 41.2 2 0 0 1,053.5728
C_25 Biglycan PGS1_HUMAN 41,656 3 3 6 8.15% VVQCSDLGLK 73 82 27.2 28.8 17.2 2 0 0 1,118.5876
C_25 Biglycan PGS1_HUMAN 41,656 3 3 6 8.15% IQAIELEDLLR 241 251 58.6 26.9 40.1 2 0 0 1,312.7473
C_25 Biglycan PGS1_HUMAN 41,656 3 3 6 8.15% LAIQFGNYK 359 367 32.4 26.5 25.7 2 0 0 1,053.5728
C_26 Biglycan PGS1_HUMAN 41,656 5 5 7 16.00% VVQCSDLGLK 73 82 29.5 28.1 24.2 1 0 0 1,118.5876
C_26 Biglycan PGS1_HUMAN 41,656 5 5 7 16.00% GLQHLYALVLVNNK 112 125 20.5 25.0 14.6 0 1 0 1,581.9112
C_26 Biglycan PGS1_HUMAN 41,656 5 5 7 16.00% IQAIELEDLLR 241 251 68.9 27.0 50.3 2 0 0 1,312.7473
C_26 Biglycan PGS1_HUMAN 41,656 5 5 7 16.00% VGVNDFCPMGFGVKR 315 329 20.1 25.9 19.0 0 1 0 1,698.8092
C_26 Biglycan PGS1_HUMAN 41,656 5 5 7 16.00% LAIQFGNYK 359 367 46.6 25.9 41.1 2 0 0 1,053.5728
C_27 Biglycan PGS1_HUMAN 41,656 2 2 4 5.43% IQAIELEDLLR 241 251 27.1 27.0 11.7 2 0 0 1,312.7473
C_27 Biglycan PGS1_HUMAN 41,656 2 2 4 5.43% LAIQFGNYK 359 367 24.6 26.5 24.6 2 0 0 1,053.5728
E_18 Biglycan PGS1_HUMAN 41,656 4 4 7 10.60% VVQCSDLGLK 73 82 38.4 28.3 27.0 2 0 0 1,118.5876
E_18 Biglycan PGS1_HUMAN 41,656 4 4 7 10.60% IQAIELEDLLR 241 251 28.5 26.8 9.2 1 0 0 1,312.7473
E_18 Biglycan PGS1_HUMAN 41,656 4 4 7 10.60% LGLGHNQIR 258 266 27.2 25.9 21.7 2 0 0 1,007.5746
E_18 Biglycan PGS1_HUMAN 41,656 4 4 7 10.60% LAIQFGNYK 359 367 35.5 26.5 35.3 2 0 0 1,053.5728
E_19 Biglycan PGS1_HUMAN 41,656 3 3 4 7.61% VVQCSDLGLK 73 82 29.3 28.3 22.4 1 0 0 1,118.5876
E_19 Biglycan PGS1_HUMAN 41,656 3 3 4 7.61% LGLGHNQIR 258 266 25.8 26.3 16.3 1 0 0 1,007.5746
E_19 Biglycan PGS1_HUMAN 41,656 3 3 4 7.61% VPSGLPDLK 292 300 17.1 25.0 4.0 2 0 0 925.5355
F_13 Biglycan PGS1_HUMAN 41,656 2 2 4 4.89% VPSGLPDLK 292 300 24.0 25.0 16.2 2 0 0 925.5355
F_13 Biglycan PGS1_HUMAN 41,656 2 2 4 4.89% LAIQFGNYK 359 367 29.8 26.5 20.7 2 0 0 1,053.5728
F_14 Biglycan PGS1_HUMAN 41,656 2 2 4 4.89% VPSGLPDLK 292 300 40.6 25.0 32.7 2 0 0 925.5355
F_14 Biglycan PGS1_HUMAN 41,656 2 2 4 4.89% LAIQFGNYK 359 367 49.0 26.5 40.0 2 0 0 1,053.5728
H_19 Biglycan PGS1_HUMAN 41,656 2 2 4 5.16% VVQCSDLGLK 73 82 33.5 28.8 28.2 2 0 0 1,118.5876
H_19 Biglycan PGS1_HUMAN 41,656 2 2 4 5.16% LAIQFGNYK 359 367 34.7 26.3 27.6 2 0 0 1,053.5728
I_18 Biglycan PGS1_HUMAN 41,656 2 2 3 5.16% VVQCSDLGLK 73 82 24.0 28.8 22.9 1 0 0 1,118.5876
I_18 Biglycan PGS1_HUMAN 41,656 2 2 3 5.16% LAIQFGNYK 359 367 37.3 26.4 20.9 2 0 0 1,053.5728
I_20 Biglycan PGS1_HUMAN 41,656 3 3 4 7.61% VVQCSDLGLK 73 82 28.8 28.8 25.5 2 0 0 1,118.5876
I_20 Biglycan PGS1_HUMAN 41,656 3 3 4 7.61% VPSGLPDLK 292 300 26.8 25.0 16.4 1 0 0 925.5355
I_20 Biglycan PGS1_HUMAN 41,656 3 3 4 7.61% LAIQFGNYK 359 367 20.1 26.4 18.9 1 0 0 1,053.5728
J_16 Biglycan PGS1_HUMAN 41,656 2 2 4 5.16% VVQCSDLGLK 73 82 26.5 28.3 24.5 2 0 0 1,118.5876
J_16 Biglycan PGS1_HUMAN 41,656 2 2 4 5.16% VPSGLPDLK 292 300 32.3 25.0 15.3 2 0 0 925.5355
J_18 Biglycan PGS1_HUMAN 41,656 2 2 2 5.16% VVQCSDLGLK 73 82 27.3 28.9 13.6 1 0 0 1,118.5876
J_18 Biglycan PGS1_HUMAN 41,656 2 2 2 5.16% VPSGLPDLK 292 300 37.2 25.0 10.6 1 0 0 925.5355
J_19 Biglycan PGS1_HUMAN 41,656 2 2 3 5.16% VVQCSDLGLK 73 82 21.1 28.2 21.1 2 0 0 1,118.5876
J_19 Biglycan PGS1_HUMAN 41,656 2 2 3 5.16% LAIQFGNYK 359 367 26.4 26.4 17.8 1 0 0 1,053.5728
K_16 Biglycan PGS1_HUMAN 41,656 2 2 3 5.16% VVQCSDLGLK 73 82 28.5 28.5 22.3 1 0 0 1,118.5876



K_16 Biglycan PGS1_HUMAN 41,656 2 2 3 5.16% VPSGLPDLK 292 300 29.2 25.0 15.3 2 0 0 925.5355
K_19 Biglycan PGS1_HUMAN 41,656 2 2 4 5.16% VVQCSDLGLK 73 82 26.0 28.5 22.0 2 0 0 1,118.5876
K_19 Biglycan PGS1_HUMAN 41,656 2 2 4 5.16% LAIQFGNYK 359 367 38.5 26.3 28.2 2 0 0 1,053.5728
L_11 Biglycan PGS1_HUMAN 41,656 2 2 3 5.16% VVQCSDLGLK 73 82 27.0 28.5 20.5 1 0 0 1,118.5876
L_11 Biglycan PGS1_HUMAN 41,656 2 2 3 5.16% LAIQFGNYK 359 367 41.6 26.4 35.2 2 0 0 1,053.5728
L_12 Biglycan PGS1_HUMAN 41,656 2 2 2 5.16% VVQCSDLGLK 73 82 35.9 28.2 25.7 1 0 0 1,118.5876
L_12 Biglycan PGS1_HUMAN 41,656 2 2 2 5.16% LAIQFGNYK 359 367 27.8 26.4 16.8 1 0 0 1,053.5728
L_13 Biglycan PGS1_HUMAN 41,656 2 2 3 5.16% VVQCSDLGLK 73 82 31.2 28.2 27.3 1 0 0 1,118.5876
L_13 Biglycan PGS1_HUMAN 41,656 2 2 3 5.16% LAIQFGNYK 359 367 34.7 26.7 27.5 2 0 0 1,053.5728
M_11 Biglycan PGS1_HUMAN 41,656 2 2 4 5.16% VVQCSDLGLK 73 82 31.3 28.5 22.0 2 0 0 1,118.5876
M_11 Biglycan PGS1_HUMAN 41,656 2 2 4 5.16% LAIQFGNYK 359 367 28.9 26.7 23.6 2 0 0 1,053.5728
N_11 Biglycan PGS1_HUMAN 41,656 2 2 4 5.16% VVQCSDLGLK 73 82 46.7 28.2 41.2 2 0 0 1,118.5876
N_11 Biglycan PGS1_HUMAN 41,656 2 2 4 5.16% LAIQFGNYK 359 367 39.9 26.7 31.9 2 0 0 1,053.5728
N_12 Biglycan PGS1_HUMAN 41,656 3 3 5 7.61% VVQCSDLGLK 73 82 38.0 28.2 28.9 2 0 0 1,118.5876
N_12 Biglycan PGS1_HUMAN 41,656 3 3 5 7.61% LGLGHNQIR 258 266 34.8 25.7 24.2 1 0 0 1,007.5746
N_12 Biglycan PGS1_HUMAN 41,656 3 3 5 7.61% LAIQFGNYK 359 367 32.7 26.7 25.0 2 0 0 1,053.5728
N_16 Biglycan PGS1_HUMAN 41,656 2 2 3 5.16% VVQCSDLGLK 73 82 25.4 28.2 16.3 1 0 0 1,118.5876
N_16 Biglycan PGS1_HUMAN 41,656 2 2 3 5.16% LAIQFGNYK 359 367 29.5 26.4 22.4 2 0 0 1,053.5728
O_12 Biglycan PGS1_HUMAN 41,656 2 2 2 5.16% VVQCSDLGLK 73 82 37.7 28.2 35.3 1 0 0 1,118.5876
O_12 Biglycan PGS1_HUMAN 41,656 2 2 2 5.16% LAIQFGNYK 359 367 32.2 26.7 20.9 1 0 0 1,053.5728
A_11 Geranylgeranyl transferase type‐1 subunit beta PGTB1_HUMAN 42,370 2 2 4 4.77% IFQYTNFEK 285 293 46.5 26.5 27.8 2 0 0 1,189.5888
A_11 Geranylgeranyl transferase type‐1 subunit beta PGTB1_HUMAN 42,370 2 2 4 4.77% LLDLHQSWK 354 362 29.3 26.3 22.9 2 0 0 1,139.6209
B_11 Geranylgeranyl transferase type‐1 subunit beta PGTB1_HUMAN 42,370 2 2 2 4.77% IFQYTNFEK 285 293 31.8 27.5 8.1 1 0 0 1,189.5888
B_11 Geranylgeranyl transferase type‐1 subunit beta PGTB1_HUMAN 42,370 2 2 2 4.77% NYILSTQDR 296 304 27.2 26.8 25.9 1 0 0 1,109.5586
F_13 Geranylgeranyl transferase type‐1 subunit beta PGTB1_HUMAN 42,370 2 2 3 4.51% CLQVLPER 32 39 30.3 26.4 14.0 2 0 0 1,014.5402
F_13 Geranylgeranyl transferase type‐1 subunit beta PGTB1_HUMAN 42,370 2 2 3 4.51% NYILSTQDR 296 304 36.1 26.8 28.4 1 0 0 1,109.5586
D_04 Pterin‐4‐alpha‐carbinolamine dehydratase PHS_HUMAN 11,986 2 2 4 17.30% DQLLPNLR 14 21 27.3 25.0 0.0 2 0 0 968.5525
D_04 Pterin‐4‐alpha‐carbinolamine dehydratase PHS_HUMAN 11,986 2 2 4 17.30% AVGWNELEGR 22 31 27.1 26.3 23.9 2 0 0 1,130.5589
F_13 Polymeric immunoglobulin receptor PIGR_HUMAN 83,283 2 2 4 4.71% LSDAGQYLCQAGDDSNSNKK 212 231 51.6 25.0 51.6 0 2 0 2,170.9672
F_13 Polymeric immunoglobulin receptor PIGR_HUMAN 83,283 2 2 4 4.71% QSSGENCDVVVNTLGK 273 288 93.9 25.3 92.0 2 0 0 1,706.8015
A_07 Protein‐L‐isoaspartate(D‐aspartate) O‐methyltransferase PIMT_MACFA 24,638 4 6 9 21.60% SGGASHSELIHNLR 5 18 65.1 28.6 57.7 2 2 0 1,477.7506
A_07 Protein‐L‐isoaspartate(D‐aspartate) O‐methyltransferase PIMT_MACFA 24,638 4 6 9 21.60% VFEVMLATDR 28 37 76.7 27.3 68.2 3 0 0 1,196.5981
A_07 Protein‐L‐isoaspartate(D‐aspartate) O‐methyltransferase PIMT_MACFA 24,638 4 6 9 21.60% DDPTLLSSGR 126 135 38.0 27.1 28.6 1 0 0 1,060.5271
A_07 Protein‐L‐isoaspartate(D‐aspartate) O‐methyltransferase PIMT_MACFA 24,638 4 6 9 21.60% MKPLMGVIYVPLTDK 205 219 26.5 26.9 23.2 0 1 0 1,736.9329
B_07 Protein‐L‐isoaspartate(D‐aspartate) O‐methyltransferase PIMT_MACFA 24,638 3 4 7 18.10% SGGASHSELIHNLR 5 18 50.1 28.8 40.2 1 2 0 1,477.7506
B_07 Protein‐L‐isoaspartate(D‐aspartate) O‐methyltransferase PIMT_MACFA 24,638 3 4 7 18.10% VFEVMLATDR 28 37 62.3 26.2 52.7 2 0 0 1,196.5981
B_07 Protein‐L‐isoaspartate(D‐aspartate) O‐methyltransferase PIMT_MACFA 24,638 3 4 7 18.10% MKPLMGVIYVPLTDKEK 205 221 22.4 27.1 21.2 0 2 0 1,994.0705
M_05 Protein‐L‐isoaspartate(D‐aspartate) O‐methyltransferase PIMT_MACFA 24,638 2 2 4 10.60% SGGASHSELIHNLR 5 18 38.3 28.6 31.4 0 2 0 1,477.7506
M_05 Protein‐L‐isoaspartate(D‐aspartate) O‐methyltransferase PIMT_MACFA 24,638 2 2 4 10.60% VFEVMLATDR 28 37 52.2 27.2 46.9 2 0 0 1,196.5981
A_04 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 1 PIN1_HUMAN 18,274 2 3 6 18.40% TKEEALELINGYIQK 81 95 35.0 27.0 29.1 0 2 0 1,748.9431
A_04 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 1 PIN1_HUMAN 18,274 2 3 6 18.40% GQMQKPFEDASFALR 128 142 69.4 26.6 59.2 2 2 0 1,740.8376
A_03 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 4 PIN4_HUMAN 13,903 3 3 6 18.30% FNEVAAQYSEDK 64 75 84.2 25.0 79.6 2 0 0 1,400.6328
A_03 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 4 PIN4_HUMAN 13,903 3 3 6 18.30% FNEVAAQYSEDKAR 64 77 74.3 25.9 57.0 2 0 0 1,627.7710
A_03 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 4 PIN4_HUMAN 13,903 3 3 6 18.30% QGGDLGWMTR 78 87 23.6 25.0 19.7 2 0 0 1,136.5156
B_03 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 4 PIN4_HUMAN 13,903 2 2 4 10.70% FNEVAAQYSEDK 64 75 90.8 25.0 70.3 2 0 0 1,400.6328
B_03 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 4 PIN4_HUMAN 13,903 2 2 4 10.70% FNEVAAQYSEDKAR 64 77 59.0 26.3 48.3 2 0 0 1,627.7710
C_03 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 4 PIN4_HUMAN 13,903 2 2 4 10.70% FNEVAAQYSEDK 64 75 97.6 25.0 78.7 2 0 0 1,400.6328
C_03 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 4 PIN4_HUMAN 13,903 2 2 4 10.70% FNEVAAQYSEDKAR 64 77 60.5 26.3 48.8 2 0 0 1,627.7710
H_04 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 4 PIN4_HUMAN 13,903 2 3 6 18.30% FNEVAAQYSEDKAR 64 77 49.4 26.2 41.7 2 2 0 1,627.7710
H_04 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 4 PIN4_HUMAN 13,903 2 3 6 18.30% QGGDLGWMTR 78 87 33.9 26.2 22.6 2 0 0 1,120.5206
I_04 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 4 PIN4_HUMAN 13,903 2 3 6 10.70% FNEVAAQYSEDK 64 75 73.0 25.0 69.6 2 0 0 1,400.6328
I_04 Peptidyl‐prolyl cis‐trans isomerase NIMA‐interacting 4 PIN4_HUMAN 13,903 2 3 6 10.70% FNEVAAQYSEDKAR 64 77 50.8 26.3 41.5 2 2 0 1,627.7710
A_04 Prolactin‐inducible protein PIP_HUMAN 16,573 3 3 5 26.00% YTACLCDDNPK 86 96 47.7 25.0 47.7 2 0 0 1,356.5561
A_04 Prolactin‐inducible protein PIP_HUMAN 16,573 3 3 5 26.00% TVQIAAVVDVIR 107 118 57.0 25.0 44.7 2 0 0 1,283.7682
A_04 Prolactin‐inducible protein PIP_HUMAN 16,573 3 3 5 26.00% ELGICPDDAAVIPIK 119 133 30.0 27.8 8.8 1 0 0 1,610.8462
A_13 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 2 17.80% YTACLCDDNPK 86 96 40.4 25.0 40.4 1 0 0 1,356.5561
A_13 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 2 17.80% ELGICPDDAAVIPIK 119 133 35.5 27.6 23.4 1 0 0 1,610.8462
B_04 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 17.80% YTACLCDDNPK 86 96 65.7 25.0 64.8 2 0 0 1,356.5561
B_04 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 17.80% ELGICPDDAAVIPIK 119 133 34.4 27.6 28.7 2 0 0 1,610.8462
B_13 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 2 17.80% YTACLCDDNPK 86 96 26.7 25.0 26.7 1 0 0 1,356.5561
B_13 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 2 17.80% ELGICPDDAAVIPIK 119 133 35.6 27.7 29.5 1 0 0 1,610.8462
C_06 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.80% YTACLCDDNPK 86 96 48.0 25.0 48.0 2 0 0 1,356.5561
C_06 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.80% TVQIAAVVDVIR 107 118 45.5 25.4 35.0 2 0 0 1,283.7682
C_09 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.80% YTACLCDDNPK 86 96 55.1 25.0 55.1 2 0 0 1,356.5561
C_09 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.80% TVQIAAVVDVIR 107 118 64.5 25.0 53.6 2 0 0 1,283.7682
C_26 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.10% TVQIAAVVDVIR 107 118 55.0 25.0 40.5 2 0 0 1,283.7682
C_26 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.10% FYTIEILKVE 137 146 39.3 25.3 27.3 2 0 0 1,254.6981
C_32 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 2 13.70% TVQIAAVVDVIR 107 118 49.5 25.0 38.3 1 0 0 1,283.7682
C_32 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 2 13.70% FYTIEILK 137 144 19.8 25.0 5.1 1 0 0 1,026.5871
F_13 Prolactin‐inducible protein PIP_HUMAN 16,573 3 3 5 23.30% YTACLCDDNPK 86 96 57.5 25.0 54.3 2 0 0 1,356.5561
F_13 Prolactin‐inducible protein PIP_HUMAN 16,573 3 3 5 23.30% ELGICPDDAAVIPIK 119 133 35.6 27.8 16.1 1 0 0 1,610.8462
F_13 Prolactin‐inducible protein PIP_HUMAN 16,573 3 3 5 23.30% FYTIEILK 137 144 21.2 25.0 9.7 2 0 0 1,026.5871
H_04 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 3 18.50% TVQIAAVVDVIR 107 118 84.7 25.0 72.7 1 0 0 1,283.7682
H_04 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 3 18.50% ELGICPDDAAVIPIK 119 133 37.9 27.5 21.0 2 0 0 1,610.8462
L_03 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.80% YTACLCDDNPK 86 96 42.5 25.0 42.5 2 0 0 1,356.5561
L_03 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.80% TVQIAAVVDVIR 107 118 63.8 25.0 52.8 2 0 0 1,283.7682
M_03 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.80% YTACLCDDNPK 86 96 58.8 25.0 56.0 2 0 0 1,356.5561
M_03 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.80% TVQIAAVVDVIR 107 118 67.6 25.0 57.3 2 0 0 1,283.7682
M_04 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 3 15.80% YTACLCDDNPK 86 96 17.9 25.0 17.9 1 0 0 1,356.5561
M_04 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 3 15.80% TVQIAAVVDVIR 107 118 63.6 25.0 47.2 2 0 0 1,283.7682
N_03 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.80% YTACLCDDNPK 86 96 50.4 25.0 43.9 2 0 0 1,356.5561
N_03 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.80% TVQIAAVVDVIR 107 118 82.1 25.0 71.6 2 0 0 1,283.7682
N_05 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 3 15.80% YTACLCDDNPK 86 96 46.9 25.0 42.0 2 0 0 1,356.5561
N_05 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 3 15.80% TVQIAAVVDVIR 107 118 51.5 25.0 34.9 1 0 0 1,283.7682
P_03 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.80% YTACLCDDNPK 86 96 67.1 25.0 67.1 2 0 0 1,356.5561
P_03 Prolactin‐inducible protein PIP_HUMAN 16,573 2 2 4 15.80% TVQIAAVVDVIR 107 118 67.3 25.0 55.9 2 0 0 1,283.7682
A_10 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 5 5 8 20.70% MIAPEGSLVFHEK 74 86 19.2 27.3 10.2 0 1 0 1,473.7408
A_10 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 5 5 8 20.70% AWNAYPYCR 87 95 27.3 25.0 22.8 2 0 0 1,200.5254
A_10 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 5 5 8 20.70% ADEDPALFQSVK 156 167 70.9 26.8 62.4 2 0 0 1,319.6479
A_10 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 5 5 8 20.70% ELANSPDCPQMCAYK 180 194 49.2 25.0 49.2 2 0 0 1,799.7399
A_10 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 5 5 8 20.70% IFTNFHR 220 226 23.8 27.7 0.0 1 0 0 934.4893
B_10 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 5 5 8 21.00% NETGGGEGIEVLK 32 44 38.5 27.0 28.7 2 0 0 1,302.6538
B_10 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 5 5 8 21.00% MIAPEGSLVFHEK 74 86 26.5 27.3 21.8 0 1 0 1,473.7408
B_10 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 5 5 8 21.00% AWNAYPYCR 87 95 24.4 25.0 23.5 2 0 0 1,200.5254
B_10 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 5 5 8 21.00% ELANSPDCPQMCAYK 180 194 43.0 25.0 43.0 2 0 0 1,799.7399
B_10 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 5 5 8 21.00% IFTNFHR 220 226 25.6 27.7 0.0 1 0 0 934.4893
F_12 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 2 2 4 9.23% MIAPEGSLVFHEK 74 86 46.2 27.3 33.4 0 2 0 1,473.7408
F_12 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 2 2 4 9.23% TVEIVHIDIADR 135 146 24.5 27.7 13.7 0 2 0 1,380.7483
H_08 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 3 3 5 12.50% MIAPEGSLVFHEK 74 86 17.4 27.6 2.1 0 1 0 1,473.7408
H_08 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 3 3 5 12.50% AWNAYPYCR 87 95 27.0 25.0 22.0 2 0 0 1,200.5254
H_08 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 3 3 5 12.50% ADEDPALFQSVK 156 167 47.3 27.5 44.5 2 0 0 1,319.6479
I_08 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 3 3 6 12.50% NETGGGEGIEVLK 32 44 30.9 26.9 22.4 2 0 0 1,302.6538
I_08 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 3 3 6 12.50% AWNAYPYCR 87 95 26.6 25.0 21.0 2 0 0 1,200.5254
I_08 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 3 3 6 12.50% ADEDPALFQSVK 156 167 54.5 27.6 44.4 2 0 0 1,319.6479
J_08 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 2 2 3 7.75% AWNAYPYCR 87 95 19.9 25.0 19.9 1 0 0 1,200.5254
J_08 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 2 2 3 7.75% ADEDPALFQSVK 156 167 50.1 27.4 38.4 2 0 0 1,319.6479
K_08 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 2 2 4 7.75% AWNAYPYCR 87 95 35.3 25.0 29.2 2 0 0 1,200.5254
K_08 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 2 2 4 7.75% ADEDPALFQSVK 156 167 34.6 27.5 29.0 2 0 0 1,319.6479
L_06 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 2 2 2 8.12% ELANSPDCPQMCAYK 180 194 27.5 25.0 27.5 1 0 0 1,799.7399
L_06 Phosphatidylinositol transfer protein beta isoform PIPNB_HUMAN 31,540 2 2 2 8.12% IFTNFHR 220 226 28.3 28.3 0.0 1 0 0 934.4893
A_09 Pirin PIR_HUMAN 32,114 2 2 3 6.55% MVEPQYQELK 126 135 32.3 26.7 26.1 2 0 0 1,280.6193
A_09 Pirin PIR_HUMAN 32,114 2 2 3 6.55% TPTLYLDFK 167 175 34.2 25.6 33.8 1 0 0 1,097.5879



A_10 Pirin PIR_HUMAN 32,114 5 5 8 18.60% KVTLSVLSR 6 14 49.6 25.0 42.7 2 0 0 1,002.6306
A_10 Pirin PIR_HUMAN 32,114 5 5 8 18.60% MNPGDLQWMTAGR 85 97 37.5 25.0 34.2 1 0 0 1,492.6674
A_10 Pirin PIR_HUMAN 32,114 5 5 8 18.60% TPTLYLDFK 167 175 23.9 25.8 23.6 1 0 0 1,097.5879
A_10 Pirin PIR_HUMAN 32,114 5 5 8 18.60% IEPHHTAVLGEGDSVQVENK 212 231 61.7 27.6 58.3 0 2 0 2,159.0729
A_10 Pirin PIR_HUMAN 32,114 5 5 8 18.60% IEPHHTAVLGEGDSVQVENKDPK 212 234 42.2 27.2 39.4 0 2 0 2,499.2477
A_11 Pirin PIR_HUMAN 32,114 4 4 4 19.00% MNPGDLQWMTAGR 85 97 53.2 25.0 45.9 1 0 0 1,508.6623
A_11 Pirin PIR_HUMAN 32,114 4 4 4 19.00% MVEPQYQELK 126 135 22.3 26.7 15.9 1 0 0 1,280.6193
A_11 Pirin PIR_HUMAN 32,114 4 4 4 19.00% TPTLYLDFK 167 175 33.0 25.6 30.8 1 0 0 1,097.5879
A_11 Pirin PIR_HUMAN 32,114 4 4 4 19.00% IEPHHTAVLGEGDSVQVENKDPK 212 234 27.5 27.1 20.6 0 1 0 2,499.2477
B_10 Pirin PIR_HUMAN 32,114 5 5 8 18.60% KVTLSVLSR 6 14 40.0 25.0 39.8 2 0 0 1,002.6306
B_10 Pirin PIR_HUMAN 32,114 5 5 8 18.60% MNPGDLQWMTAGR 85 97 73.0 25.0 68.5 2 0 0 1,508.6623
B_10 Pirin PIR_HUMAN 32,114 5 5 8 18.60% TPTLYLDFK 167 175 33.3 25.6 25.9 2 0 0 1,097.5879
B_10 Pirin PIR_HUMAN 32,114 5 5 8 18.60% IEPHHTAVLGEGDSVQVENK 212 231 54.2 27.7 46.5 0 1 0 2,159.0729
B_10 Pirin PIR_HUMAN 32,114 5 5 8 18.60% IEPHHTAVLGEGDSVQVENKDPK 212 234 27.3 27.2 20.4 0 1 0 2,499.2477
B_11 Pirin PIR_HUMAN 32,114 4 4 7 18.60% KVTLSVLSR 6 14 29.2 25.0 28.6 2 0 0 1,002.6306
B_11 Pirin PIR_HUMAN 32,114 4 4 7 18.60% MNPGDLQWMTAGR 85 97 75.1 25.0 68.3 2 0 0 1,508.6623
B_11 Pirin PIR_HUMAN 32,114 4 4 7 18.60% TPTLYLDFK 167 175 37.0 25.9 34.8 2 0 0 1,097.5879
B_11 Pirin PIR_HUMAN 32,114 4 4 7 18.60% IEPHHTAVLGEGDSVQVENKDPK 212 234 29.0 27.1 23.5 0 1 0 2,499.2477
C_10 Pirin PIR_HUMAN 32,114 5 5 8 22.40% KVTLSVLSR 6 14 24.1 25.0 18.9 1 0 0 1,002.6306
C_10 Pirin PIR_HUMAN 32,114 5 5 8 22.40% MNPGDLQWMTAGR 85 97 64.6 25.0 57.1 2 0 0 1,508.6623
C_10 Pirin PIR_HUMAN 32,114 5 5 8 22.40% MVEPQYQELK 126 135 23.4 26.1 13.4 1 0 0 1,280.6193
C_10 Pirin PIR_HUMAN 32,114 5 5 8 22.40% TPTLYLDFK 167 175 34.5 25.6 23.3 2 0 0 1,097.5879
C_10 Pirin PIR_HUMAN 32,114 5 5 8 22.40% IEPHHTAVLGEGDSVQVENKDPKR 212 235 37.7 27.4 29.2 0 0 2 2,655.3488
D_15 Pirin PIR_HUMAN 32,114 2 2 3 6.55% MVEPQYQELK 126 135 26.0 26.3 21.8 1 0 0 1,280.6193
D_15 Pirin PIR_HUMAN 32,114 2 2 3 6.55% TPTLYLDFK 167 175 39.0 25.1 39.0 2 0 0 1,097.5879
D_16 Pirin PIR_HUMAN 32,114 4 4 6 14.10% KVTLSVLSR 6 14 23.7 25.0 20.6 1 0 0 1,002.6306
D_16 Pirin PIR_HUMAN 32,114 4 4 6 14.10% MNPGDLQWMTAGR 85 97 31.7 25.0 27.5 1 0 0 1,508.6623
D_16 Pirin PIR_HUMAN 32,114 4 4 6 14.10% MVEPQYQELK 126 135 27.1 26.3 16.6 2 0 0 1,280.6193
D_16 Pirin PIR_HUMAN 32,114 4 4 6 14.10% TPTLYLDFK 167 175 30.8 25.2 30.6 2 0 0 1,097.5879
D_17 Pirin PIR_HUMAN 32,114 3 3 5 9.66% KVTLSVLSR 6 14 51.4 25.0 48.4 2 0 0 1,002.6306
D_17 Pirin PIR_HUMAN 32,114 3 3 5 9.66% MVEPQYQELK 126 135 27.2 26.2 21.5 1 0 0 1,280.6193
D_17 Pirin PIR_HUMAN 32,114 3 3 5 9.66% TPTLYLDFK 167 175 30.6 25.2 30.6 2 0 0 1,097.5879
E_16 Pirin PIR_HUMAN 32,114 2 2 4 6.55% MVEPQYQELK 126 135 24.9 26.3 19.7 2 0 0 1,280.6193
E_16 Pirin PIR_HUMAN 32,114 2 2 4 6.55% TPTLYLDFK 167 175 34.3 25.1 24.6 2 0 0 1,097.5879
F_12 Pirin PIR_HUMAN 32,114 5 5 9 20.00% MVEPQYQELK 126 135 44.3 26.9 28.3 2 0 0 1,264.6243
F_12 Pirin PIR_HUMAN 32,114 5 5 9 20.00% DGVTVAVISGEALGIK 145 160 78.9 25.5 66.2 2 0 0 1,528.8583
F_12 Pirin PIR_HUMAN 32,114 5 5 9 20.00% TPTLYLDFK 167 175 27.5 25.6 26.1 2 0 0 1,097.5879
F_12 Pirin PIR_HUMAN 32,114 5 5 9 20.00% IEPHHTAVLGEGDSVQVENK 212 231 71.2 27.6 64.9 0 2 0 2,159.0729
F_12 Pirin PIR_HUMAN 32,114 5 5 9 20.00% IEPHHTAVLGEGDSVQVENKDPK 212 234 42.2 27.2 31.7 0 0 0 2,499.2477
H_09 Pirin PIR_HUMAN 32,114 2 2 3 6.55% MVEPQYQELK 126 135 40.0 26.9 28.0 2 0 0 1,264.6243
H_09 Pirin PIR_HUMAN 32,114 2 2 3 6.55% TPTLYLDFK 167 175 32.6 25.6 23.5 1 0 0 1,097.5879
I_09 Pirin PIR_HUMAN 32,114 2 2 4 6.21% KVTLSVLSR 6 14 26.3 25.0 26.3 2 0 0 1,002.6306
I_09 Pirin PIR_HUMAN 32,114 2 2 4 6.21% TPTLYLDFK 167 175 35.2 25.8 34.3 2 0 0 1,097.5879
L_06 Pirin PIR_HUMAN 32,114 2 2 4 7.59% MNPGDLQWMTAGR 85 97 75.3 25.0 60.0 2 0 0 1,508.6623
L_06 Pirin PIR_HUMAN 32,114 2 2 4 7.59% TPTLYLDFK 167 175 25.1 25.9 25.1 2 0 0 1,097.5879
M_06 Pirin PIR_HUMAN 32,114 3 3 3 11.00% KVTLSVLSR 6 14 34.2 25.0 28.2 1 0 0 1,002.6306
M_06 Pirin PIR_HUMAN 32,114 3 3 3 11.00% MNPGDLQWMTAGR 85 97 76.8 25.0 53.4 1 0 0 1,508.6623
M_06 Pirin PIR_HUMAN 32,114 3 3 3 11.00% MVEPQYQELK 126 135 32.8 27.3 24.1 1 0 0 1,264.6243
A_07 PITH domain‐containing protein 1 PITH1_HUMAN 24,178 2 2 4 14.20% HEVTICNYEASANPADHR 182 199 59.3 25.0 58.1 0 2 0 2,083.9250
A_07 PITH domain‐containing protein 1 PITH1_HUMAN 24,178 2 2 4 14.20% VHQVTPQTHFIS 200 211 29.2 28.7 25.7 2 0 0 1,393.7223
H_06 PITH domain‐containing protein 1 PITH1_HUMAN 24,178 4 4 6 23.70% GLAYGLYLR 26 34 38.2 25.7 31.3 1 0 0 1,025.5779
H_06 PITH domain‐containing protein 1 PITH1_HUMAN 24,178 4 4 6 23.70% DLTGELEYATK 132 142 66.9 27.0 0.0 2 0 0 1,239.6105
H_06 PITH domain‐containing protein 1 PITH1_HUMAN 24,178 4 4 6 23.70% HEVTICNYEASANPADHR 182 199 41.0 25.0 40.7 0 2 0 2,083.9250
H_06 PITH domain‐containing protein 1 PITH1_HUMAN 24,178 4 4 6 23.70% VHQVTPQTHFIS 200 211 26.8 28.2 22.7 1 0 0 1,393.7223
I_06 PITH domain‐containing protein 1 PITH1_HUMAN 24,178 4 4 7 22.30% GLAYGLYLR 26 34 50.8 26.2 35.5 2 0 0 1,025.5779
I_06 PITH domain‐containing protein 1 PITH1_HUMAN 24,178 4 4 7 22.30% GVFKPWEER 53 61 31.5 29.2 15.5 1 0 0 1,147.5895
I_06 PITH domain‐containing protein 1 PITH1_HUMAN 24,178 4 4 7 22.30% DLTGELEYATK 132 142 48.0 26.9 0.0 2 0 0 1,239.6105
I_06 PITH domain‐containing protein 1 PITH1_HUMAN 24,178 4 4 7 22.30% HEVTICNYEASANPADHR 182 199 52.6 25.0 52.6 0 2 0 2,083.9250
A_22 Serine/threonine‐protein kinase N1 PKN1_HUMAN 103,935 2 2 3 2.02% SLGPVELLLR 69 78 27.0 25.0 25.6 2 0 0 1,096.6726
A_22 Serine/threonine‐protein kinase N1 PKN1_HUMAN 103,935 2 2 3 2.02% SPLTLEDFK 608 616 25.6 28.4 11.7 1 0 0 1,049.5515
Q_16 Plakophilin‐1 PKP1_MOUSE 80,898 2 2 4 3.57% SPNQNVQQAAAGALR 299 313 88.9 28.2 80.8 2 0 0 1,524.7877
Q_16 Plakophilin‐1 PKP1_MOUSE 80,898 2 2 4 3.57% LLQSGNSDVVR 583 593 44.1 28.7 33.1 2 0 0 1,187.6379
A_02 Junction plakoglobin PLAK_HUMAN 81,822 4 4 7 5.77% LLNDEDPVVVTK 150 161 52.2 27.1 47.9 2 0 0 1,341.7262
A_02 Junction plakoglobin PLAK_HUMAN 81,822 4 4 7 5.77% LVQNCLWTLR 368 377 48.5 28.7 45.9 1 0 0 1,302.6988
A_02 Junction plakoglobin PLAK_HUMAN 81,822 4 4 7 5.77% LNYGIPAIVK 478 487 37.3 25.6 30.7 2 0 0 1,087.6511
A_02 Junction plakoglobin PLAK_HUMAN 81,822 4 4 7 5.77% VSVELTNSLFK 664 674 55.9 26.8 47.0 2 0 0 1,236.6834
A_19 Junction plakoglobin PLAK_HUMAN 81,822 2 2 4 3.22% ALMGSPQLVAAVVR 178 191 44.0 26.9 32.2 2 0 0 1,427.8040
A_19 Junction plakoglobin PLAK_HUMAN 81,822 2 2 4 3.22% LNYGIPAIVK 478 487 27.4 25.6 20.8 2 0 0 1,087.6511
A_32 Junction plakoglobin PLAK_HUMAN 81,822 6 6 9 10.10% LLNDEDPVVVTK 150 161 48.3 27.2 40.3 2 0 0 1,341.7262
A_32 Junction plakoglobin PLAK_HUMAN 81,822 6 6 9 10.10% ALMGSPQLVAAVVR 178 191 57.8 26.9 43.7 2 0 0 1,427.8040
A_32 Junction plakoglobin PLAK_HUMAN 81,822 6 6 9 10.10% LVQNCLWTLR 368 377 32.4 28.8 32.4 1 0 0 1,302.6988
A_32 Junction plakoglobin PLAK_HUMAN 81,822 6 6 9 10.10% HVAAGTQQPYTDGVR 541 555 24.4 26.9 6.5 0 2 0 1,599.7875
A_32 Junction plakoglobin PLAK_HUMAN 81,822 6 6 9 10.10% VAAGVLCELAQDK 603 615 39.1 28.2 28.2 1 0 0 1,373.7095
A_32 Junction plakoglobin PLAK_HUMAN 81,822 6 6 9 10.10% VSVELTNSLFK 664 674 26.9 26.8 21.1 1 0 0 1,236.6834
C_09 Junction plakoglobin PLAK_HUMAN 81,822 2 2 3 3.09% LAEPSQLLK 116 124 20.6 25.0 5.5 1 0 0 998.5882
C_09 Junction plakoglobin PLAK_HUMAN 81,822 2 2 3 3.09% ALMGSPQLVAAVVR 178 191 50.8 26.8 38.2 2 0 0 1,427.8040
C_23 Junction plakoglobin PLAK_HUMAN 81,822 2 2 4 3.36% ALMGSPQLVAAVVR 178 191 40.5 26.9 31.3 2 0 0 1,427.8040
C_23 Junction plakoglobin PLAK_HUMAN 81,822 2 2 4 3.36% VSVELTNSLFK 664 674 36.4 26.8 28.7 2 0 0 1,236.6834
H_02 Junction plakoglobin PLAK_HUMAN 81,822 2 2 4 2.82% LAEPSQLLK 116 124 24.7 25.0 7.5 2 0 0 998.5882
H_02 Junction plakoglobin PLAK_HUMAN 81,822 2 2 4 2.82% LLNDEDPVVVTK 150 161 49.5 27.2 40.4 2 0 0 1,341.7262
P_16 Junction plakoglobin PLAK_HUMAN 81,822 2 2 3 2.95% LLNDEDPVVVTK 150 161 56.1 27.0 49.5 2 0 0 1,341.7262
P_16 Junction plakoglobin PLAK_HUMAN 81,822 2 2 3 2.95% LVQNCLWTLR 368 377 40.1 28.7 31.1 1 0 0 1,302.6988
Q_01 Junction plakoglobin PLAK_HUMAN 81,822 4 4 7 6.31% LLNDEDPVVVTK 150 161 38.9 27.0 31.5 2 0 0 1,341.7262
Q_01 Junction plakoglobin PLAK_HUMAN 81,822 4 4 7 6.31% AAMIVNQLSK 162 171 33.1 28.4 26.4 1 0 0 1,090.5926
Q_01 Junction plakoglobin PLAK_HUMAN 81,822 4 4 7 6.31% LNYGIPAIVK 478 487 26.6 25.8 20.0 2 0 0 1,087.6511
Q_01 Junction plakoglobin PLAK_HUMAN 81,822 4 4 7 6.31% HVAAGTQQPYTDGVR 541 555 31.3 26.6 16.1 0 2 0 1,599.7875
Q_16 Junction plakoglobin PLAK_HUMAN 81,822 3 3 6 4.83% LVQNCLWTLR 368 377 50.1 28.7 46.2 2 0 0 1,302.6988
Q_16 Junction plakoglobin PLAK_HUMAN 81,822 3 3 6 4.83% AGDKDDITEPAVCALR 445 460 28.8 27.1 24.9 0 2 0 1,730.8381
Q_16 Junction plakoglobin PLAK_HUMAN 81,822 3 3 6 4.83% LNYGIPAIVK 478 487 33.6 25.8 26.1 2 0 0 1,087.6511
A_24 1‐phosphatidylinositol‐4,5‐bisphosphate phosphodiesterase beta‐3 PLCB3_HUMAN 138,803 4 4 6 4.62% LAMNILAQNASR 138 149 31.8 29.0 24.3 1 0 0 1,317.6944
A_24 1‐phosphatidylinositol‐4,5‐bisphosphate phosphodiesterase beta‐3 PLCB3_HUMAN 138,803 4 4 6 4.62% LNEVLYPPLRPSQAR 259 273 25.8 25.0 18.2 0 2 0 1,752.9756
A_24 1‐phosphatidylinositol‐4,5‐bisphosphate phosphodiesterase beta‐3 PLCB3_HUMAN 138,803 4 4 6 4.62% VVLPTLASLR 786 795 31.0 25.0 31.0 2 0 0 1,068.6776
A_24 1‐phosphatidylinositol‐4,5‐bisphosphate phosphodiesterase beta‐3 PLCB3_HUMAN 138,803 4 4 6 4.62% RPPGPTTSPASTSLSSPGQR 919 938 25.0 27.8 18.9 0 1 0 1,981.0099
B_24 1‐phosphatidylinositol‐4,5‐bisphosphate phosphodiesterase beta‐3 PLCB3_HUMAN 138,803 3 3 4 3.48% VVLPTLASLR 786 795 45.5 25.0 37.6 1 0 0 1,068.6776
B_24 1‐phosphatidylinositol‐4,5‐bisphosphate phosphodiesterase beta‐3 PLCB3_HUMAN 138,803 3 3 4 3.48% RPPGPTTSPASTSLSSPGQR 919 938 26.7 27.9 22.4 0 2 0 1,981.0099
B_24 1‐phosphatidylinositol‐4,5‐bisphosphate phosphodiesterase beta‐3 PLCB3_HUMAN 138,803 3 3 4 3.48% LLDGLAQAQAEGR 992 1004 52.3 26.9 44.0 1 0 0 1,341.7123
A_13 Phospholipase D3 PLD3_HUMAN 54,706 2 2 4 3.88% ALLNVVDNAR 310 319 41.3 26.8 31.6 2 0 0 1,084.6109
A_13 Phospholipase D3 PLD3_HUMAN 54,706 2 2 4 3.88% SQLEAIFLR 458 466 37.9 26.8 27.2 2 0 0 1,076.6099
A_14 Phospholipase D3 PLD3_HUMAN 54,706 2 2 3 4.49% ALLNVVDNAR 310 319 50.5 26.8 46.2 2 0 0 1,084.6109
A_14 Phospholipase D3 PLD3_HUMAN 54,706 2 2 3 4.49% LFVVPADEAQAR 397 408 27.1 28.3 21.7 1 0 0 1,315.7005
A_15 Phospholipase D3 PLD3_HUMAN 54,706 2 2 3 4.29% LFVVPADEAQAR 397 408 35.8 28.3 18.2 1 0 0 1,315.7005
A_15 Phospholipase D3 PLD3_HUMAN 54,706 2 2 3 4.29% SQLEAIFLR 458 466 55.0 26.6 35.0 2 0 0 1,076.6099
A_16 Phospholipase D3 PLD3_HUMAN 54,706 3 3 5 6.33% ALLNVVDNAR 310 319 56.6 26.8 50.2 2 0 0 1,084.6109
A_16 Phospholipase D3 PLD3_HUMAN 54,706 3 3 5 6.33% LFVVPADEAQAR 397 408 26.1 28.2 23.0 1 0 0 1,315.7005
A_16 Phospholipase D3 PLD3_HUMAN 54,706 3 3 5 6.33% SQLEAIFLR 458 466 31.2 26.8 20.1 2 0 0 1,076.6099
A_17 Phospholipase D3 PLD3_HUMAN 54,706 3 3 5 6.33% ALLNVVDNAR 310 319 41.0 26.8 34.3 2 0 0 1,084.6109
A_17 Phospholipase D3 PLD3_HUMAN 54,706 3 3 5 6.33% LFVVPADEAQAR 397 408 34.3 28.3 24.2 2 0 0 1,315.7005
A_17 Phospholipase D3 PLD3_HUMAN 54,706 3 3 5 6.33% SQLEAIFLR 458 466 24.6 26.6 19.5 1 0 0 1,076.6099
B_14 Phospholipase D3 PLD3_HUMAN 54,706 3 3 5 6.33% ALLNVVDNAR 310 319 41.8 26.8 36.7 1 0 0 1,084.6109
B_14 Phospholipase D3 PLD3_HUMAN 54,706 3 3 5 6.33% LFVVPADEAQAR 397 408 54.2 28.0 38.6 2 0 0 1,315.7005
B_14 Phospholipase D3 PLD3_HUMAN 54,706 3 3 5 6.33% SQLEAIFLR 458 466 42.1 25.9 27.2 2 0 0 1,076.6099
B_15 Phospholipase D3 PLD3_HUMAN 54,706 2 2 4 4.29% LFVVPADEAQAR 397 408 37.6 28.0 25.4 2 0 0 1,315.7005



B_15 Phospholipase D3 PLD3_HUMAN 54,706 2 2 4 4.29% SQLEAIFLR 458 466 46.4 26.6 27.1 2 0 0 1,076.6099
B_16 Phospholipase D3 PLD3_HUMAN 54,706 2 2 4 4.29% LFVVPADEAQAR 397 408 39.6 28.0 27.2 2 0 0 1,315.7005
B_16 Phospholipase D3 PLD3_HUMAN 54,706 2 2 4 4.29% SQLEAIFLR 458 466 38.7 26.6 25.5 2 0 0 1,076.6099
C_16 Phospholipase D3 PLD3_HUMAN 54,706 3 3 6 6.33% ALLNVVDNAR 310 319 43.2 26.9 34.5 2 0 0 1,084.6109
C_16 Phospholipase D3 PLD3_HUMAN 54,706 3 3 6 6.33% LFVVPADEAQAR 397 408 41.3 28.3 24.9 2 0 0 1,315.7005
C_16 Phospholipase D3 PLD3_HUMAN 54,706 3 3 6 6.33% SQLEAIFLR 458 466 43.8 26.8 25.0 2 0 0 1,076.6099
C_17 Phospholipase D3 PLD3_HUMAN 54,706 3 3 5 6.33% ALLNVVDNAR 310 319 60.8 26.9 56.1 2 0 0 1,084.6109
C_17 Phospholipase D3 PLD3_HUMAN 54,706 3 3 5 6.33% LFVVPADEAQAR 397 408 34.6 28.2 26.0 1 0 0 1,315.7005
C_17 Phospholipase D3 PLD3_HUMAN 54,706 3 3 5 6.33% SQLEAIFLR 458 466 38.7 26.9 30.8 2 0 0 1,076.6099
C_18 Phospholipase D3 PLD3_HUMAN 54,706 2 2 4 3.88% ALLNVVDNAR 310 319 40.3 26.8 38.6 2 0 0 1,084.6109
C_18 Phospholipase D3 PLD3_HUMAN 54,706 2 2 4 3.88% SQLEAIFLR 458 466 27.3 26.9 17.2 2 0 0 1,076.6099
D_20 Phospholipase D3 PLD3_HUMAN 54,706 2 2 4 4.49% ALLNVVDNAR 310 319 45.3 26.9 39.5 2 0 0 1,084.6109
D_20 Phospholipase D3 PLD3_HUMAN 54,706 2 2 4 4.49% LFVVPADEAQAR 397 408 29.6 27.9 22.8 2 0 0 1,315.7005
F_15 Phospholipase D3 PLD3_HUMAN 54,706 2 2 4 4.49% ALLNVVDNAR 310 319 55.8 26.8 49.8 2 0 0 1,084.6109
F_15 Phospholipase D3 PLD3_HUMAN 54,706 2 2 4 4.49% LFVVPADEAQAR 397 408 40.4 28.0 34.2 2 0 0 1,315.7005
G_15 Phospholipase D3 PLD3_HUMAN 54,706 3 3 6 6.33% ALLNVVDNAR 310 319 58.5 26.0 50.7 2 0 0 1,084.6109
G_15 Phospholipase D3 PLD3_HUMAN 54,706 3 3 6 6.33% LFVVPADEAQAR 397 408 32.8 28.2 21.2 2 0 0 1,315.7005
G_15 Phospholipase D3 PLD3_HUMAN 54,706 3 3 6 6.33% SQLEAIFLR 458 466 37.9 26.6 22.6 2 0 0 1,076.6099
H_14 Phospholipase D3 PLD3_HUMAN 54,706 2 2 3 4.29% LFVVPADEAQAR 397 408 50.0 28.3 38.1 1 0 0 1,315.7005
H_14 Phospholipase D3 PLD3_HUMAN 54,706 2 2 3 4.29% SQLEAIFLR 458 466 25.2 26.8 16.6 2 0 0 1,076.6099
J_14 Phospholipase D3 PLD3_HUMAN 54,706 2 2 3 4.29% LFVVPADEAQAR 397 408 31.4 28.2 18.0 2 0 0 1,315.7005
J_14 Phospholipase D3 PLD3_HUMAN 54,706 2 2 3 4.29% SQLEAIFLR 458 466 25.0 26.6 12.8 1 0 0 1,076.6099
K_15 Phospholipase D3 PLD3_HUMAN 54,706 2 2 3 4.29% LFVVPADEAQAR 397 408 24.8 28.4 9.2 2 0 0 1,315.7005
K_15 Phospholipase D3 PLD3_HUMAN 54,706 2 2 3 4.29% SQLEAIFLR 458 466 25.0 26.6 15.1 1 0 0 1,076.6099
A_04 Plectin PLEC_HUMAN 531,784 2 2 3 0.66% RKQEELQQLEQQR 2705 2717 20.9 28.1 10.8 0 1 0 1,712.9040
A_04 Plectin PLEC_HUMAN 531,784 2 2 3 0.66% AALAHSEEVTASQVAATK 2744 2761 29.5 26.8 10.1 0 2 0 1,783.9184
A_07 Plectin PLEC_HUMAN 531,784 2 2 3 0.43% EGLTSIEEVTK 4050 4060 35.5 28.0 35.5 2 0 0 1,205.6261
A_07 Plectin PLEC_HUMAN 531,784 2 2 3 0.43% VPLDEALQR 4543 4551 31.5 25.6 23.2 1 0 0 1,040.5736
A_09 Plectin PLEC_HUMAN 531,784 2 2 4 0.41% NLVDNITGQR 4438 4447 35.1 27.5 23.6 2 0 0 1,129.5961
A_09 Plectin PLEC_HUMAN 531,784 2 2 4 0.41% VPLDEALQR 4543 4551 36.5 25.7 26.1 2 0 0 1,040.5736
A_10 Plectin PLEC_HUMAN 531,784 2 2 3 0.36% LSVYAALQR 2847 2855 49.1 25.5 36.0 2 0 0 1,020.5836
A_10 Plectin PLEC_HUMAN 531,784 2 2 3 0.36% LPVEVAYK 4198 4205 25.1 26.5 0.0 1 0 0 918.5295
A_11 Plectin PLEC_HUMAN 531,784 4 4 6 0.83% EGLTSIEEVTK 4050 4060 28.7 28.2 25.5 1 0 0 1,205.6261
A_11 Plectin PLEC_HUMAN 531,784 4 4 6 0.83% MGIVGPEFK 4130 4138 31.8 28.2 23.5 2 0 0 993.5076
A_11 Plectin PLEC_HUMAN 531,784 4 4 6 0.83% LISLFQAMK 4159 4167 32.1 25.7 25.2 2 0 0 1,066.5967
A_11 Plectin PLEC_HUMAN 531,784 4 4 6 0.83% VVIVDPETGK 4278 4287 27.7 26.5 27.7 1 0 0 1,056.5937
A_15 Plectin PLEC_HUMAN 531,784 3 3 4 0.68% HISDLYEDLR 199 208 35.5 26.6 29.6 1 0 0 1,260.6220
A_15 Plectin PLEC_HUMAN 531,784 3 3 4 0.68% LLLWSQR 301 307 25.6 27.7 17.0 1 0 0 915.5411
A_15 Plectin PLEC_HUMAN 531,784 3 3 4 0.68% LLDPEDVDVPQPDEK 372 386 65.7 27.1 58.6 2 0 0 1,708.8280
A_16 Plectin PLEC_HUMAN 531,784 8 8 15 1.81% GYFSEEMNR 3629 3637 26.3 25.0 26.3 1 0 0 1,148.4677
A_16 Plectin PLEC_HUMAN 531,784 8 8 15 1.81% CVEDPETGLR 3667 3676 30.4 25.0 24.2 2 0 0 1,175.5363
A_16 Plectin PLEC_HUMAN 531,784 8 8 15 1.81% QQGLASYDYVR 3771 3781 39.8 25.9 38.3 2 0 0 1,299.6328
A_16 Plectin PLEC_HUMAN 531,784 8 8 15 1.81% LTAEDLFEAR 3784 3793 53.6 27.9 40.3 2 0 0 1,164.5896
A_16 Plectin PLEC_HUMAN 531,784 8 8 15 1.81% GLLSAEVAR 3850 3858 51.5 29.6 29.0 2 0 0 915.5258
A_16 Plectin PLEC_HUMAN 531,784 8 8 15 1.81% DTHDQLSEPSEVR 3969 3981 22.5 25.0 16.2 0 2 0 1,512.6926
A_16 Plectin PLEC_HUMAN 531,784 8 8 15 1.81% LSYTQLLR 3992 3999 61.0 25.0 37.7 2 0 0 993.5728
A_16 Plectin PLEC_HUMAN 531,784 8 8 15 1.81% DDGTGQLLLPLSDAR 4004 4018 56.0 27.3 38.1 2 0 0 1,570.8075
A_17 Plectin PLEC_HUMAN 531,784 2 2 3 0.60% SSSVGSSSSYPISPAVSR 4384 4401 31.3 26.5 2.1 1 0 0 1,754.8553
A_17 Plectin PLEC_HUMAN 531,784 2 2 3 0.60% NLVDNITGQR 4438 4447 25.0 27.5 19.4 2 0 0 1,129.5961
A_18 Plectin PLEC_HUMAN 531,784 6 6 11 1.30% LQEAGILSAEELQR 2795 2808 94.3 28.2 83.2 2 0 0 1,556.8280
A_18 Plectin PLEC_HUMAN 531,784 6 6 11 1.30% SSIAGLLLK 2833 2841 47.2 25.0 25.7 2 0 0 901.5718
A_18 Plectin PLEC_HUMAN 531,784 6 6 11 1.30% LSVYAALQR 2847 2855 60.2 27.0 47.4 2 0 0 1,020.5836
A_18 Plectin PLEC_HUMAN 531,784 6 6 11 1.30% IIITVVEEQEQK 3095 3106 53.8 27.7 45.2 2 0 0 1,428.7946
A_18 Plectin PLEC_HUMAN 531,784 6 6 11 1.30% VPLDVACAR 3289 3297 31.0 26.1 27.3 2 0 0 1,000.5245
A_18 Plectin PLEC_HUMAN 531,784 6 6 11 1.30% LTVEEAVR 4122 4129 22.8 28.0 15.9 1 0 0 916.5098
A_21 Plectin PLEC_HUMAN 531,784 3 3 5 0.88% APVPASELLASGVLSR 3447 3462 73.6 25.0 73.6 2 0 0 1,566.8850
A_21 Plectin PLEC_HUMAN 531,784 3 3 5 0.88% ELIPTEEALR 3926 3935 31.0 27.1 18.0 1 0 0 1,170.6366
A_21 Plectin PLEC_HUMAN 531,784 3 3 5 0.88% DDGTGQLLLPLSDAR 4004 4018 48.0 26.9 37.3 2 0 0 1,570.8075
A_22 Plectin PLEC_HUMAN 531,784 3 3 4 0.73% LEDLLQDAQDEK 897 908 35.5 26.2 28.1 1 0 0 1,416.6856
A_22 Plectin PLEC_HUMAN 531,784 3 3 4 0.73% WQAVLAQTDVR 1325 1335 25.4 28.5 22.5 1 0 0 1,286.6852
A_22 Plectin PLEC_HUMAN 531,784 3 3 4 0.73% AQLEPVASPAK 1428 1438 33.4 25.5 33.4 2 0 0 1,110.6154
A_23 Plectin PLEC_HUMAN 531,784 5 5 8 1.13% ALQALEELR 1671 1679 24.7 27.2 9.9 1 0 0 1,042.5892
A_23 Plectin PLEC_HUMAN 531,784 5 5 8 1.13% AQVEQELTTLR 2319 2329 50.3 28.6 36.3 2 0 0 1,287.6904
A_23 Plectin PLEC_HUMAN 531,784 5 5 8 1.13% SLVPAAELLESR 3116 3127 27.9 27.2 16.5 2 0 0 1,284.7158
A_23 Plectin PLEC_HUMAN 531,784 5 5 8 1.13% QQGLASYDYVR 3771 3781 20.0 25.7 9.0 1 0 0 1,299.6328
A_23 Plectin PLEC_HUMAN 531,784 5 5 8 1.13% LTAEDLFEAR 3784 3793 36.6 27.7 30.7 2 0 0 1,164.5896
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% AQVEQELTTLR 2319 2329 34.0 28.6 25.1 1 0 0 1,287.6904
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% LQEAGILSAEELQR 2795 2808 89.2 28.1 79.3 2 0 0 1,556.8280
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% SSIAGLLLK 2833 2841 30.3 25.0 22.1 2 0 0 901.5718
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% IIITVVEEQEQK 3095 3106 79.6 26.8 66.2 2 0 0 1,428.7946
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% SLVPAAELLESR 3116 3127 36.4 26.8 23.9 1 0 0 1,284.7158
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% ARQEELYSELQAR 3356 3368 37.3 27.8 26.0 0 2 0 1,592.8027
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% TPVEVPVGGFK 3374 3384 23.8 28.8 17.2 1 0 0 1,129.6253
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% APVPASELLASGVLSR 3447 3462 103.0 25.0 96.9 2 0 0 1,566.8850
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% CVEDPETGLR 3667 3676 22.3 25.0 22.3 2 0 0 1,175.5363
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% AEVVETTQVYTEEETRR 3686 3702 24.5 27.5 14.5 0 1 0 2,039.9880
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% QQGLASYDYVR 3771 3781 34.6 25.8 25.2 2 0 0 1,299.6328
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% GLLSAEVAR 3850 3858 34.7 28.9 22.4 2 0 0 915.5258
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% LLDAQLATGGIVDPR 3936 3950 84.3 26.2 80.3 2 0 0 1,538.8540
A_24 Plectin PLEC_HUMAN 531,784 14 14 24 3.59% LSYTQLLR 3992 3999 44.4 25.0 19.6 2 0 0 993.5728
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% SELELTLGK 1202 1210 23.6 27.4 6.4 1 0 0 989.5515
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% WQAVLAQTDVR 1325 1335 35.7 28.6 22.4 1 0 0 1,286.6852
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% GGAEGELQALR 1606 1616 24.0 26.9 7.9 1 0 0 1,100.5696
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% SLQEEHVAVAQLR 1732 1744 25.8 27.7 22.9 0 1 0 1,479.7914
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% AQVEQELTTLR 2319 2329 57.7 28.6 46.8 2 0 0 1,287.6904
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% NLLDEELQR 2340 2348 34.3 27.1 22.7 2 0 0 1,129.5849
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% AALAHSEEVTASQVAATK 2744 2761 42.5 27.1 35.8 0 2 0 1,783.9184
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% LQEAGILSAEELQR 2795 2808 43.4 27.9 36.3 2 0 0 1,556.8280
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% LSVYAALQR 2847 2855 33.9 27.0 22.5 2 0 0 1,020.5836
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% SLVPAAELLESR 3116 3127 32.7 27.2 25.4 2 0 0 1,284.7158
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% ARQEELYSELQAR 3356 3368 36.0 27.6 25.7 0 1 0 1,592.8027
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% APVPASELLASGVLSR 3447 3462 48.9 25.0 44.6 2 0 0 1,566.8850
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% QQGLASYDYVR 3771 3781 24.5 25.7 22.1 1 0 0 1,299.6328
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% LLDAQLATGGIVDPR 3936 3950 45.0 26.3 34.5 2 0 0 1,538.8540
A_25 Plectin PLEC_HUMAN 531,784 15 15 24 3.99% DDGTGQLLLPLSDAR 4004 4018 33.9 27.4 30.8 2 0 0 1,570.8075
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% GGAEGELQALR 1606 1616 23.8 26.9 12.8 1 0 0 1,100.5696
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% LAAEQELIR 1846 1854 30.8 25.7 22.2 2 0 0 1,042.5892
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% LQEAGILSAEELQR 2795 2808 70.8 27.6 62.7 2 0 0 1,556.8280
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% LAQGHTTVDELAR 2809 2821 32.8 27.7 21.5 0 2 0 1,410.7337
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% SSIAGLLLK 2833 2841 37.8 25.0 27.5 1 0 0 901.5718
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% LSVYAALQR 2847 2855 50.4 25.5 38.6 2 0 0 1,020.5836
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% SLVPAAELLESR 3116 3127 33.9 27.0 15.7 1 0 0 1,284.7158
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% VPLDVACAR 3289 3297 34.0 26.1 34.0 2 0 0 1,000.5245
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% ARQEELYSELQAR 3356 3368 54.1 27.6 27.4 0 2 0 1,592.8027
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% TPVEVPVGGFK 3374 3384 32.4 29.3 30.9 2 0 0 1,129.6253
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% APVPASELLASGVLSR 3447 3462 35.5 25.0 31.0 2 0 0 1,566.8850
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% CVEDPETGLR 3667 3676 42.5 25.0 31.9 2 0 0 1,175.5363
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% LLDAQLATGGIVDPR 3936 3950 50.9 26.3 45.0 2 0 0 1,538.8540
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% DTHDQLSEPSEVR 3969 3981 23.8 25.0 18.0 0 2 0 1,512.6926
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% DDGTGQLLLPLSDAR 4004 4018 26.7 27.3 22.7 1 0 0 1,570.8075
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% SQVMDEATALQLR 4037 4049 36.8 28.1 20.4 1 0 0 1,477.7317
A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% SSSVGSSSSYPISPAVSR 4384 4401 77.3 27.2 11.7 2 0 0 1,754.8553



A_26 Plectin PLEC_HUMAN 531,784 18 18 31 4.70% NLVDNITGQR 4438 4447 35.7 27.5 29.3 2 0 0 1,129.5961
A_27 Plectin PLEC_HUMAN 531,784 8 8 15 1.75% SELELTLGK 1202 1210 38.2 28.4 26.0 2 0 0 989.5515
A_27 Plectin PLEC_HUMAN 531,784 8 8 15 1.75% AQLEPVASPAK 1428 1438 33.5 26.5 23.6 2 0 0 1,110.6154
A_27 Plectin PLEC_HUMAN 531,784 8 8 15 1.75% GGAEGELQALR 1606 1616 46.0 26.5 32.7 1 0 0 1,100.5696
A_27 Plectin PLEC_HUMAN 531,784 8 8 15 1.75% ALQALEELR 1671 1679 41.1 25.7 24.6 2 0 0 1,042.5892
A_27 Plectin PLEC_HUMAN 531,784 8 8 15 1.75% SLQEEHVAVAQLR 1732 1744 25.6 27.8 19.3 0 2 0 1,479.7914
A_27 Plectin PLEC_HUMAN 531,784 8 8 15 1.75% LAAEQELIR 1846 1854 35.5 25.7 18.9 2 0 0 1,042.5892
A_27 Plectin PLEC_HUMAN 531,784 8 8 15 1.75% LAEDEAFQR 2006 2014 50.7 26.8 44.4 2 0 0 1,078.5164
A_27 Plectin PLEC_HUMAN 531,784 8 8 15 1.75% AQVEQELTTLR 2319 2329 32.2 28.6 20.8 2 0 0 1,287.6904
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% LLLWSQR 301 307 33.5 27.7 20.9 2 0 0 915.5411
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% LLDPEDVDVPQPDEK 372 386 39.5 27.4 38.9 2 0 0 1,708.8280
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% GLHQSIEEFR 697 706 25.0 26.8 18.0 1 0 0 1,215.6117
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% GRLPLLAVCDYK 942 953 27.9 27.0 27.7 0 2 0 1,404.7670
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% SLLAWQSLR 1029 1037 36.4 27.9 20.1 2 0 0 1,073.6102
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% DSQDAGGFGPEDR 1076 1088 28.7 25.0 28.7 1 0 0 1,350.5559
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% VLALPEPSPAAPTLR 1187 1201 20.0 25.0 17.4 1 0 0 1,531.8844
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% SELELTLGK 1202 1210 29.2 28.3 20.6 2 0 0 989.5515
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% SLSAIYLEK 1216 1224 37.6 25.8 24.3 2 0 0 1,023.5721
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% DYELQLVTYK 1418 1427 33.4 26.9 29.5 2 0 0 1,271.6519
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% AQLEPVASPAK 1428 1438 37.3 25.5 36.2 2 0 0 1,110.6154
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% LAEVEAALEK 1499 1508 45.7 29.9 34.5 2 0 0 1,072.5885
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% ALQALEELR 1671 1679 50.5 25.7 30.9 2 0 0 1,042.5892
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% SLQEEHVAVAQLR 1732 1744 51.4 27.8 48.0 2 2 0 1,479.7914
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% LAAEQELIR 1846 1854 43.1 26.1 24.7 2 0 0 1,042.5892
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% VRAEMEVLLASK 1897 1908 26.3 28.1 17.5 0 1 0 1,361.7458
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% FRELAEEAAR 1933 1942 24.3 28.5 11.2 1 0 0 1,191.6116
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% LAEDEAFQR 2006 2014 42.1 26.8 25.9 2 0 0 1,078.5164
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% NLLDEELQR 2340 2348 31.7 26.1 12.7 1 0 0 1,129.5849
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% LKAEAELLQQQK 2462 2473 50.9 26.5 41.6 2 0 0 1,398.7953
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% LREQLQLLEEQHR 2731 2743 43.8 27.1 14.5 0 1 0 1,691.9189
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% AALAHSEEVTASQVAATK 2744 2761 56.2 27.2 48.8 0 2 0 1,783.9184
A_28 Plectin PLEC_HUMAN 531,784 23 24 40 5.47% SLVPAAELLESR 3116 3127 29.0 26.9 22.4 1 0 0 1,284.7158
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% AIYEVLFR 14 21 31.7 25.9 26.4 1 0 0 1,010.5669
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% SELELTLGK 1202 1210 36.5 27.4 27.5 2 0 0 989.5515
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% SLSAIYLEK 1216 1224 43.7 25.1 33.7 2 0 0 1,023.5721
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% RQEQIQAMPLADSQAVR 1366 1382 30.0 27.6 24.0 0 1 0 1,956.9922
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% AQLEPVASPAK 1428 1438 21.0 25.5 20.6 1 0 0 1,110.6154
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% LAEVEAALEK 1499 1508 36.3 30.1 16.0 2 0 0 1,072.5885
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% SLQEEHVAVAQLR 1732 1744 38.6 27.5 32.1 0 2 0 1,479.7914
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% LAAEQELIR 1846 1854 44.9 25.7 30.6 2 0 0 1,042.5892
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% LAEDEAFQR 2006 2014 27.0 26.7 23.3 1 0 0 1,078.5164
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% AQVEQELTTLR 2319 2329 49.3 28.6 35.5 2 0 0 1,287.6904
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% NLLDEELQR 2340 2348 44.2 26.2 29.6 2 0 0 1,129.5849
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% LKAEAELLQQQK 2462 2473 45.8 26.5 35.0 2 0 0 1,398.7953
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% RKQEELQQLEQQR 2705 2717 22.6 27.8 18.5 0 1 0 1,712.9040
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% LREQLQLLEEQHR 2731 2743 44.0 27.1 4.5 0 1 0 1,691.9189
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% AALAHSEEVTASQVAATK 2744 2761 55.5 27.1 49.0 0 2 0 1,783.9184
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% LQEAGILSAEELQR 2795 2808 49.2 27.9 39.5 2 0 0 1,556.8280
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% SSIAGLLLK 2833 2841 29.0 25.0 18.7 2 0 0 901.5718
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% LSVYAALQR 2847 2855 42.6 25.5 30.7 1 0 0 1,020.5836
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% SLVPAAELLESR 3116 3127 49.5 27.0 34.3 2 0 0 1,284.7158
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% LLDAQLSTGGIVDPSK 3270 3285 59.0 27.0 56.8 2 0 0 1,613.8748
A_29 Plectin PLEC_HUMAN 531,784 21 21 35 5.21% ARQEELYSELQAR 3356 3368 32.0 27.6 19.8 0 2 0 1,592.8027
A_30 Plectin PLEC_HUMAN 531,784 9 9 15 2.03% LLFNDVQTLK 588 597 38.2 26.7 26.8 2 0 0 1,190.6781
A_30 Plectin PLEC_HUMAN 531,784 9 9 15 2.03% SELELTLGK 1202 1210 33.5 28.2 28.2 2 0 0 989.5515
A_30 Plectin PLEC_HUMAN 531,784 9 9 15 2.03% LAEVEAALEK 1499 1508 27.8 30.1 11.2 2 0 0 1,072.5885
A_30 Plectin PLEC_HUMAN 531,784 9 9 15 2.03% SLQEEHVAVAQLR 1732 1744 28.3 27.7 23.5 0 2 0 1,479.7914
A_30 Plectin PLEC_HUMAN 531,784 9 9 15 2.03% LAAEQELIR 1846 1854 38.9 25.7 24.9 2 0 0 1,042.5892
A_30 Plectin PLEC_HUMAN 531,784 9 9 15 2.03% AQVEQELTTLR 2319 2329 49.8 28.6 36.2 1 0 0 1,287.6904
A_30 Plectin PLEC_HUMAN 531,784 9 9 15 2.03% SLVPAAELLESR 3116 3127 37.3 26.9 31.1 2 0 0 1,284.7158
A_30 Plectin PLEC_HUMAN 531,784 9 9 15 2.03% TPVEVPVGGFK 3374 3384 29.4 28.9 16.5 1 0 0 1,129.6253
A_30 Plectin PLEC_HUMAN 531,784 9 9 15 2.03% NLVDNITGQR 4438 4447 25.6 27.5 17.8 1 0 0 1,129.5961
A_31 Plectin PLEC_HUMAN 531,784 4 4 6 0.90% LLFNDVQTLK 588 597 35.3 26.7 26.5 2 0 0 1,190.6781
A_31 Plectin PLEC_HUMAN 531,784 4 4 6 0.90% AQVEQELTTLR 2319 2329 45.1 28.6 29.4 2 0 0 1,287.6904
A_31 Plectin PLEC_HUMAN 531,784 4 4 6 0.90% NLLDEELQR 2340 2348 19.6 26.1 13.9 1 0 0 1,129.5849
A_31 Plectin PLEC_HUMAN 531,784 4 4 6 0.90% SLVPAAELLESR 3116 3127 23.5 26.8 19.4 1 0 0 1,284.7158
A_32 Plectin PLEC_HUMAN 531,784 5 5 7 1.05% LLFNDVQTLK 588 597 26.7 25.6 7.8 1 0 0 1,190.6781
A_32 Plectin PLEC_HUMAN 531,784 5 5 7 1.05% LAAEQELIR 1846 1854 26.8 26.2 12.7 2 0 0 1,042.5892
A_32 Plectin PLEC_HUMAN 531,784 5 5 7 1.05% NLLDEELQR 2340 2348 27.0 26.1 17.5 1 0 0 1,129.5849
A_32 Plectin PLEC_HUMAN 531,784 5 5 7 1.05% SQVEEELFSVR 2361 2371 38.5 27.5 31.0 2 0 0 1,322.6586
A_32 Plectin PLEC_HUMAN 531,784 5 5 7 1.05% LTAEDLFEAR 3784 3793 37.0 26.9 28.5 1 0 0 1,164.5896
B_12 Plectin PLEC_HUMAN 531,784 2 2 3 0.38% SSIAGLLLK 2833 2841 32.5 25.0 19.6 2 0 0 901.5718
B_12 Plectin PLEC_HUMAN 531,784 2 2 3 0.38% LSVYAALQR 2847 2855 33.9 26.4 26.8 1 0 0 1,020.5836
B_15 Plectin PLEC_HUMAN 531,784 2 2 3 0.47% LLLWSQR 301 307 34.1 27.7 22.4 1 0 0 915.5411
B_15 Plectin PLEC_HUMAN 531,784 2 2 3 0.47% LLDPEDVDVPQPDEK 372 386 81.1 27.4 70.0 2 0 0 1,708.8280
B_16 Plectin PLEC_HUMAN 531,784 6 6 10 1.20% LTVDEAVR 3213 3220 28.2 28.5 0.4 1 0 0 902.4942
B_16 Plectin PLEC_HUMAN 531,784 6 6 10 1.20% CVEDPETGLR 3667 3676 26.8 25.0 19.3 1 0 0 1,175.5363
B_16 Plectin PLEC_HUMAN 531,784 6 6 10 1.20% QQGLASYDYVR 3771 3781 33.5 26.1 28.5 2 0 0 1,299.6328
B_16 Plectin PLEC_HUMAN 531,784 6 6 10 1.20% LTAEDLFEAR 3784 3793 54.3 27.9 40.7 2 0 0 1,164.5896
B_16 Plectin PLEC_HUMAN 531,784 6 6 10 1.20% GLLSAEVAR 3850 3858 45.2 28.6 23.9 2 0 0 915.5258
B_16 Plectin PLEC_HUMAN 531,784 6 6 10 1.20% LSYTQLLR 3992 3999 47.4 25.0 24.8 2 0 0 993.5728
B_17 Plectin PLEC_HUMAN 531,784 8 8 13 1.86% APVPASELLASGVLSR 3447 3462 45.0 25.0 45.0 2 0 0 1,566.8850
B_17 Plectin PLEC_HUMAN 531,784 8 8 13 1.86% AEVVETTQVYTEEETRR 3686 3702 22.1 27.4 18.3 0 1 0 2,039.9880
B_17 Plectin PLEC_HUMAN 531,784 8 8 13 1.86% QQGLASYDYVR 3771 3781 28.1 25.8 21.1 2 0 0 1,299.6328
B_17 Plectin PLEC_HUMAN 531,784 8 8 13 1.86% LTAEDLFEAR 3784 3793 40.2 27.9 27.3 1 0 0 1,164.5896
B_17 Plectin PLEC_HUMAN 531,784 8 8 13 1.86% GLLSAEVAR 3850 3858 36.2 28.6 22.5 2 0 0 915.5258
B_17 Plectin PLEC_HUMAN 531,784 8 8 13 1.86% LSYTQLLR 3992 3999 36.6 25.0 16.6 2 0 0 993.5728
B_17 Plectin PLEC_HUMAN 531,784 8 8 13 1.86% RDDGTGQLLLPLSDAR 4003 4018 26.9 27.7 21.4 0 1 0 1,726.9086
B_17 Plectin PLEC_HUMAN 531,784 8 8 13 1.86% DDGTGQLLLPLSDAR 4004 4018 45.6 27.2 33.9 2 0 0 1,570.8075
B_18 Plectin PLEC_HUMAN 531,784 7 7 12 1.69% LQEAGILSAEELQR 2795 2808 86.9 28.1 79.2 2 0 0 1,556.8280
B_18 Plectin PLEC_HUMAN 531,784 7 7 12 1.69% LAQGHTTVDELAR 2809 2821 32.6 28.1 30.5 0 1 0 1,410.7337
B_18 Plectin PLEC_HUMAN 531,784 7 7 12 1.69% LSVYAALQR 2847 2855 61.0 25.1 48.5 2 0 0 1,020.5836
B_18 Plectin PLEC_HUMAN 531,784 7 7 12 1.69% IIITVVEEQEQK 3095 3106 75.3 26.8 66.1 2 0 0 1,428.7946
B_18 Plectin PLEC_HUMAN 531,784 7 7 12 1.69% SLVPAAELLESR 3116 3127 48.6 26.9 39.6 2 0 0 1,284.7158
B_18 Plectin PLEC_HUMAN 531,784 7 7 12 1.69% ELYQQLQR 3132 3139 25.9 28.1 0.2 1 0 0 1,077.5688
B_18 Plectin PLEC_HUMAN 531,784 7 7 12 1.69% TPVEVPVGGFK 3374 3384 27.1 29.3 26.1 2 0 0 1,129.6253
B_19 Plectin PLEC_HUMAN 531,784 2 2 3 0.56% LQEAGILSAEELQR 2795 2808 99.4 28.1 96.1 2 0 0 1,556.8280
B_19 Plectin PLEC_HUMAN 531,784 2 2 3 0.56% IIITVVEEQEQK 3095 3106 36.8 27.8 35.0 1 0 0 1,428.7946
B_21 Plectin PLEC_HUMAN 531,784 2 2 3 0.53% LTAEDLFEAR 3784 3793 28.5 27.9 21.2 1 0 0 1,164.5896
B_21 Plectin PLEC_HUMAN 531,784 2 2 3 0.53% DDGTGQLLLPLSDAR 4004 4018 39.1 27.2 28.8 2 0 0 1,570.8075
B_22 Plectin PLEC_HUMAN 531,784 2 2 2 0.47% SLESLHSFVAAATK 751 764 30.5 28.3 17.5 1 0 0 1,460.7743
B_22 Plectin PLEC_HUMAN 531,784 2 2 2 0.47% SWSLATFR 1045 1052 27.8 27.2 5.2 1 0 0 967.4995
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% SLQEEHVAVAQLR 1732 1744 23.6 27.8 16.7 0 1 0 1,479.7914
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% LAAEQELIR 1846 1854 35.5 25.0 26.1 2 0 0 1,042.5892
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% AQVEQELTTLR 2319 2329 60.3 28.6 45.0 2 0 0 1,287.6904
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% SQVEEELFSVR 2361 2371 63.8 27.6 55.8 2 0 0 1,322.6586
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% AALAHSEEVTASQVAATK 2744 2761 31.6 27.1 31.4 0 2 0 1,783.9184
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% LQEAGILSAEELQR 2795 2808 94.3 27.6 90.5 2 0 0 1,556.8280
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% SSIAGLLLK 2833 2841 34.0 25.0 20.8 1 0 0 901.5718
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% LSVYAALQR 2847 2855 47.1 25.2 34.5 2 0 0 1,020.5836
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% SLVPAAELLESR 3116 3127 34.3 27.2 29.3 2 0 0 1,284.7158
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% APVPASELLASGVLSR 3447 3462 59.9 25.0 59.9 2 2 0 1,566.8850



B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% AGVVGPELHEQLLSAEK 3552 3568 53.3 26.3 46.3 1 0 0 1,776.9492
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% CVEDPETGLR 3667 3676 43.3 25.0 35.6 1 0 0 1,175.5363
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% QQGLASYDYVR 3771 3781 31.6 25.7 26.6 2 0 0 1,299.6328
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% GLLSAEVAR 3850 3858 31.4 28.6 15.8 1 0 0 915.5258
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% LLDAQLATGGIVDPR 3936 3950 51.8 25.5 44.9 2 0 0 1,538.8540
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% DTHDQLSEPSEVR 3969 3981 26.8 25.4 23.5 1 0 0 1,512.6926
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% RDDGTGQLLLPLSDAR 4003 4018 37.9 27.9 23.6 0 1 0 1,726.9086
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% DDGTGQLLLPLSDAR 4004 4018 41.5 27.3 16.1 2 0 0 1,570.8075
B_24 Plectin PLEC_HUMAN 531,784 19 20 32 4.76% NLVDNITGQR 4438 4447 32.7 27.5 30.7 1 0 0 1,129.5961
B_25 Plectin PLEC_HUMAN 531,784 7 7 9 1.86% AQVEQELTTLR 2319 2329 36.8 28.6 25.6 2 0 0 1,287.6904
B_25 Plectin PLEC_HUMAN 531,784 7 7 9 1.86% LSVYAALQR 2847 2855 35.4 25.2 15.3 1 0 0 1,020.5836
B_25 Plectin PLEC_HUMAN 531,784 7 7 9 1.86% SLVPAAELLESR 3116 3127 29.0 27.2 22.0 1 0 0 1,284.7158
B_25 Plectin PLEC_HUMAN 531,784 7 7 9 1.86% APVPASELLASGVLSR 3447 3462 58.3 25.0 58.3 2 0 0 1,566.8850
B_25 Plectin PLEC_HUMAN 531,784 7 7 9 1.86% GLLSAEVAR 3850 3858 44.1 28.6 28.5 1 0 0 915.5258
B_25 Plectin PLEC_HUMAN 531,784 7 7 9 1.86% LLDAQLATGGIVDPR 3936 3950 40.3 26.1 36.0 1 0 0 1,538.8540
B_25 Plectin PLEC_HUMAN 531,784 7 7 9 1.86% DDGTGQLLLPLSDAR 4004 4018 37.0 27.4 19.7 1 0 0 1,570.8075
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% LAAEQELIR 1846 1854 22.1 27.2 15.7 2 0 0 1,042.5892
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% LQEAGILSAEELQR 2795 2808 56.7 27.6 49.0 1 0 0 1,556.8280
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% LSVYAALQR 2847 2855 31.1 26.4 18.5 1 0 0 1,020.5836
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% SLVPAAELLESR 3116 3127 26.3 26.8 14.3 1 0 0 1,284.7158
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% LTVDEAVR 3213 3220 23.6 28.5 9.3 1 0 0 902.4942
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% LLDAQLSTGGIVDPSK 3270 3285 56.4 27.0 45.5 2 0 0 1,613.8748
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% ARQEELYSELQAR 3356 3368 27.0 27.8 11.2 0 2 0 1,592.8027
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% CVEDPETGLR 3667 3676 38.9 25.0 30.8 1 0 0 1,175.5363
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% QQGLASYDYVR 3771 3781 20.7 25.8 12.5 1 0 0 1,299.6328
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% LTAEDLFEAR 3784 3793 45.9 27.9 30.8 2 0 0 1,164.5896
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% MGIVGPEFK 4130 4138 30.8 27.9 18.6 1 0 0 993.5076
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% SSSVGSSSSYPISPAVSR 4384 4401 102.0 27.3 9.2 1 0 0 1,754.8553
B_26 Plectin PLEC_HUMAN 531,784 13 13 18 3.18% NLVDNITGQR 4438 4447 41.8 27.4 33.5 2 0 0 1,129.5961
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% SWSLATFR 1045 1052 36.8 26.8 9.8 2 0 0 967.4995
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% SELELTLGK 1202 1210 29.9 27.3 21.5 2 0 0 989.5515
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% DYELQLVTYK 1418 1427 34.9 27.1 22.2 2 0 0 1,271.6519
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% LAEVEAALEK 1499 1508 42.4 28.2 21.2 1 0 0 1,072.5885
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% GGAEGELQALR 1606 1616 35.7 27.3 22.8 2 0 0 1,100.5696
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% SLQEEHVAVAQLR 1732 1744 35.4 28.0 32.1 0 1 0 1,479.7914
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% LAAEQELIR 1846 1854 44.2 27.2 23.1 2 0 0 1,042.5892
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% LAEDEAFQR 2006 2014 44.5 26.7 35.2 2 0 0 1,078.5164
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% QVEEEILALK 2059 2068 32.7 28.5 17.4 1 0 0 1,171.6570
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% AQVEQELTTLR 2319 2329 36.5 28.6 23.5 2 0 0 1,287.6904
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% LEQLFQDEVAK 2653 2663 22.4 28.4 17.2 1 0 0 1,319.6843
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% RKQEELQQLEQQR 2705 2717 24.8 27.4 21.1 0 1 0 1,712.9040
B_27 Plectin PLEC_HUMAN 531,784 13 13 21 3.03% AALAHSEEVTASQVAATK 2744 2761 27.7 27.1 21.3 0 2 0 1,783.9184
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% LLDPEDVDVPQPDEK 372 386 51.8 27.3 51.8 2 0 0 1,708.8280
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% VPDVQDGVR 402 410 40.0 25.9 35.3 1 0 0 984.5110
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% GLHQSIEEFR 697 706 27.2 26.8 18.8 2 0 0 1,215.6117
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% GRLPLLAVCDYK 942 953 34.2 26.7 28.5 0 1 0 1,404.7670
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% SWSLATFR 1045 1052 33.4 27.2 11.0 2 0 0 967.4995
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% VLALPEPSPAAPTLR 1187 1201 23.2 25.0 16.8 1 0 0 1,531.8844
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% SELELTLGK 1202 1210 27.5 27.4 27.5 2 0 0 989.5515
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% SLSAIYLEK 1216 1224 25.0 25.2 16.1 1 0 0 1,023.5721
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% DYELQLVTYK 1418 1427 36.2 27.1 22.9 2 0 0 1,271.6519
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% AQLEPVASPAK 1428 1438 27.5 26.1 27.5 1 0 0 1,110.6154
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% LAEVEAALEK 1499 1508 31.8 28.2 13.2 2 0 0 1,072.5885
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% SLQEEHVAVAQLR 1732 1744 25.6 28.0 24.6 0 1 0 1,479.7914
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% LAAEQELIR 1846 1854 48.0 25.7 13.7 2 0 0 1,042.5892
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% LKTEAEIALK 1985 1994 28.1 26.2 16.0 1 0 0 1,115.6672
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% LAEDEAFQR 2006 2014 50.5 26.5 39.3 2 0 0 1,078.5164
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% QVEEEILALK 2059 2068 31.9 28.8 19.0 2 0 0 1,171.6570
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% LKAEAELLQQQK 2462 2473 44.8 26.2 33.5 1 0 0 1,398.7953
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% LREQLQLLEEQHR 2731 2743 37.8 27.0 1.6 0 2 0 1,691.9189
B_28 Plectin PLEC_HUMAN 531,784 19 19 30 4.53% AALAHSEEVTASQVAATK 2744 2761 48.5 26.9 39.5 0 2 0 1,783.9184
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% LLFNDVQTLK 588 597 49.4 26.3 22.1 2 0 0 1,190.6781
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% SELELTLGK 1202 1210 26.5 27.3 22.6 1 0 0 989.5515
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% DYELQLVTYK 1418 1427 37.8 27.1 29.3 2 0 0 1,271.6519
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% LAEVEAALEK 1499 1508 30.9 30.1 12.3 2 0 0 1,072.5885
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% SLQEEHVAVAQLR 1732 1744 19.5 28.0 14.6 0 1 0 1,479.7914
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% LAAEQELIR 1846 1854 38.5 25.0 20.3 2 0 0 1,042.5892
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% QLLEEELAR 1867 1875 29.2 28.1 10.6 1 0 0 1,100.5947
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% AQVEQELTTLR 2319 2329 43.4 28.6 36.1 2 0 0 1,287.6904
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% RKQEELQQLEQQR 2705 2717 24.3 27.4 17.9 0 2 0 1,712.9040
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% AALAHSEEVTASQVAATK 2744 2761 32.6 27.1 27.3 0 2 0 1,783.9184
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% LQEAGILSAEELQR 2795 2808 61.7 28.1 56.9 1 0 0 1,556.8280
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% SSIAGLLLK 2833 2841 44.8 25.0 30.5 2 0 0 901.5718
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% SLVPAAELLESR 3116 3127 35.4 27.0 25.0 1 0 0 1,284.7158
B_29 Plectin PLEC_HUMAN 531,784 14 14 22 3.48% LLDAQLSTGGIVDPSK 3270 3285 80.0 27.0 75.5 1 0 0 1,613.8748
B_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.64% LLFNDVQTLK 588 597 50.3 26.8 35.5 2 0 0 1,190.6781
B_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.64% LAEVEAALEK 1499 1508 23.6 28.5 10.9 1 0 0 1,072.5885
B_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.64% LAAEQELIR 1846 1854 30.5 27.2 16.2 2 0 0 1,042.5892
B_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.64% AQVEQELTTLR 2319 2329 46.0 28.6 39.5 1 0 0 1,287.6904
B_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.64% SSIAGLLLK 2833 2841 25.2 25.0 14.1 2 0 0 901.5718
B_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.64% SLVPAAELLESR 3116 3127 37.5 26.9 28.8 1 0 0 1,284.7158
B_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.64% APVPASELLASGVLSR 3447 3462 38.6 25.0 34.6 1 0 0 1,566.8850
B_32 Plectin PLEC_HUMAN 531,784 3 3 5 0.71% GGAEGELQALR 1606 1616 25.3 27.1 6.9 1 0 0 1,100.5696
B_32 Plectin PLEC_HUMAN 531,784 3 3 5 0.71% AQVEQELTTLR 2319 2329 32.8 28.6 28.3 2 0 0 1,287.6904
B_32 Plectin PLEC_HUMAN 531,784 3 3 5 0.71% SQVEEELFSVR 2361 2371 50.9 27.6 44.1 2 0 0 1,322.6586
C_24 Plectin PLEC_HUMAN 531,784 5 6 9 1.43% LLFNDVQTLK 588 597 20.8 25.6 14.1 1 0 0 1,190.6781
C_24 Plectin PLEC_HUMAN 531,784 5 6 9 1.43% SQVEEELFSVR 2361 2371 26.7 28.0 20.3 1 0 0 1,322.6586
C_24 Plectin PLEC_HUMAN 531,784 5 6 9 1.43% APVPASELLASGVLSR 3447 3462 74.4 25.0 74.4 2 2 0 1,566.8850
C_24 Plectin PLEC_HUMAN 531,784 5 6 9 1.43% LLDAQLATGGIVDPR 3936 3950 48.5 26.6 37.7 2 0 0 1,538.8540
C_24 Plectin PLEC_HUMAN 531,784 5 6 9 1.43% DDGTGQLLLPLSDAR 4004 4018 38.8 27.4 33.2 1 0 0 1,570.8075
C_25 Plectin PLEC_HUMAN 531,784 9 9 15 2.39% ALQALEELR 1671 1679 41.7 26.2 29.1 2 0 0 1,042.5892
C_25 Plectin PLEC_HUMAN 531,784 9 9 15 2.39% LAAEQELIR 1846 1854 33.4 26.1 20.8 2 0 0 1,042.5892
C_25 Plectin PLEC_HUMAN 531,784 9 9 15 2.39% AQVEQELTTLR 2319 2329 36.7 28.0 33.4 2 0 0 1,287.6904
C_25 Plectin PLEC_HUMAN 531,784 9 9 15 2.39% SQVEEELFSVR 2361 2371 38.4 27.5 34.2 1 0 0 1,322.6586
C_25 Plectin PLEC_HUMAN 531,784 9 9 15 2.39% VTLVQTLEIQR 2565 2575 40.4 26.0 36.2 1 0 0 1,299.7632
C_25 Plectin PLEC_HUMAN 531,784 9 9 15 2.39% AALAHSEEVTASQVAATK 2744 2761 36.4 27.1 29.4 0 2 0 1,783.9184
C_25 Plectin PLEC_HUMAN 531,784 9 9 15 2.39% SLVPAAELLESR 3116 3127 33.5 26.9 23.6 2 0 0 1,284.7158
C_25 Plectin PLEC_HUMAN 531,784 9 9 15 2.39% APVPASELLASGVLSR 3447 3462 43.7 25.0 42.9 1 0 0 1,566.8850
C_25 Plectin PLEC_HUMAN 531,784 9 9 15 2.39% LLDAQLATGGIVDPR 3936 3950 47.2 26.2 40.3 2 0 0 1,538.8540
C_26 Plectin PLEC_HUMAN 531,784 8 8 14 2.18% LQEAGILSAEELQR 2795 2808 75.1 27.9 68.6 2 0 0 1,556.8280
C_26 Plectin PLEC_HUMAN 531,784 8 8 14 2.18% SSIAGLLLK 2833 2841 33.9 25.0 24.6 2 0 0 901.5718
C_26 Plectin PLEC_HUMAN 531,784 8 8 14 2.18% SLVPAAELLESR 3116 3127 48.3 27.0 36.2 2 0 0 1,284.7158
C_26 Plectin PLEC_HUMAN 531,784 8 8 14 2.18% APVPASELLASGVLSR 3447 3462 63.3 25.0 63.3 2 0 0 1,566.8850
C_26 Plectin PLEC_HUMAN 531,784 8 8 14 2.18% IISLETYNLLR 3794 3804 32.5 25.0 26.1 1 0 0 1,334.7679
C_26 Plectin PLEC_HUMAN 531,784 8 8 14 2.18% LLDAQLATGGIVDPR 3936 3950 69.8 26.2 63.5 2 0 0 1,538.8540
C_26 Plectin PLEC_HUMAN 531,784 8 8 14 2.18% DDGTGQLLLPLSDAR 4004 4018 40.3 27.4 38.8 2 0 0 1,570.8075
C_26 Plectin PLEC_HUMAN 531,784 8 8 14 2.18% NLVDNITGQR 4438 4447 24.2 27.5 19.8 1 0 0 1,129.5961
C_27 Plectin PLEC_HUMAN 531,784 2 2 4 0.43% ALQALEELR 1671 1679 32.3 26.9 19.8 2 0 0 1,042.5892
C_27 Plectin PLEC_HUMAN 531,784 2 2 4 0.43% SQVEEELFSVR 2361 2371 58.9 27.5 54.2 2 0 0 1,322.6586
C_28 Plectin PLEC_HUMAN 531,784 5 5 9 1.15% LLFNDVQTLK 588 597 27.3 25.6 14.6 2 0 0 1,190.6781
C_28 Plectin PLEC_HUMAN 531,784 5 5 9 1.15% LAAEQELIR 1846 1854 32.6 26.1 24.4 2 0 0 1,042.5892
C_28 Plectin PLEC_HUMAN 531,784 5 5 9 1.15% AQVEQELTTLR 2319 2329 48.2 28.6 41.0 2 0 0 1,287.6904



C_28 Plectin PLEC_HUMAN 531,784 5 5 9 1.15% SQVEEELFSVR 2361 2371 44.6 27.8 36.7 2 0 0 1,322.6586
C_28 Plectin PLEC_HUMAN 531,784 5 5 9 1.15% LREQLQLLEEQHR 2731 2743 32.1 26.8 7.5 0 1 0 1,691.9189
C_29 Plectin PLEC_HUMAN 531,784 4 4 7 0.94% LLFNDVQTLK 588 597 29.0 25.6 21.1 2 0 0 1,190.6781
C_29 Plectin PLEC_HUMAN 531,784 4 4 7 0.94% AQVEQELTTLR 2319 2329 37.0 28.0 22.8 2 0 0 1,287.6904
C_29 Plectin PLEC_HUMAN 531,784 4 4 7 0.94% SQVEEELFSVR 2361 2371 41.4 27.4 27.2 1 0 0 1,322.6586
C_29 Plectin PLEC_HUMAN 531,784 4 4 7 0.94% SLVPAAELLESR 3116 3127 38.1 27.0 28.9 2 0 0 1,284.7158
C_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.71% SWSLATFR 1045 1052 27.5 26.6 8.6 1 0 0 967.4995
C_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.71% WQAVLAQTDVR 1325 1335 29.7 28.3 23.2 1 0 0 1,286.6852
C_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.71% AQVEQELTTLR 2319 2329 33.6 28.0 27.5 1 0 0 1,287.6904
C_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.71% SSIAGLLLK 2833 2841 30.8 25.0 22.0 2 0 0 901.5718
C_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.71% APVPASELLASGVLSR 3447 3462 67.8 25.0 65.7 2 0 0 1,566.8850
C_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.71% LTAEDLFEAR 3784 3793 26.5 26.9 16.1 1 0 0 1,164.5896
C_30 Plectin PLEC_HUMAN 531,784 7 7 10 1.71% LLDAQLATGGIVDPR 3936 3950 28.9 26.2 24.7 2 0 0 1,538.8540
D_29 Plectin PLEC_HUMAN 531,784 5 5 7 0.96% GGAEGELQALR 1606 1616 33.4 27.3 19.0 1 0 0 1,100.5696
D_29 Plectin PLEC_HUMAN 531,784 5 5 7 0.96% LAAEQELIR 1846 1854 34.0 26.1 13.4 2 0 0 1,042.5892
D_29 Plectin PLEC_HUMAN 531,784 5 5 7 0.96% LAEDEAFQR 2006 2014 35.3 26.7 26.1 2 0 0 1,078.5164
D_29 Plectin PLEC_HUMAN 531,784 5 5 7 0.96% LTVDEAVR 3213 3220 28.3 29.7 2.5 1 0 0 902.4942
D_29 Plectin PLEC_HUMAN 531,784 5 5 7 0.96% LTVEEAVR 4122 4129 28.2 28.7 16.8 1 0 0 916.5098
D_30 Plectin PLEC_HUMAN 531,784 6 6 9 1.26% GGAEGELQALR 1606 1616 34.9 26.8 23.5 2 0 0 1,100.5696
D_30 Plectin PLEC_HUMAN 531,784 6 6 9 1.26% ALQALEELR 1671 1679 36.8 26.9 17.7 1 0 0 1,042.5892
D_30 Plectin PLEC_HUMAN 531,784 6 6 9 1.26% LAAEQELIR 1846 1854 34.3 26.9 21.6 2 0 0 1,042.5892
D_30 Plectin PLEC_HUMAN 531,784 6 6 9 1.26% AQVEQELTTLR 2319 2329 38.2 28.0 33.0 2 0 0 1,287.6904
D_30 Plectin PLEC_HUMAN 531,784 6 6 9 1.26% SQVEEELFSVR 2361 2371 24.0 27.6 19.0 1 0 0 1,322.6586
D_30 Plectin PLEC_HUMAN 531,784 6 6 9 1.26% LTVDEAVR 3213 3220 26.6 29.7 8.1 1 0 0 902.4942
D_31 Plectin PLEC_HUMAN 531,784 5 5 5 1.05% AQLEPVASPAK 1428 1438 31.8 26.5 31.2 1 0 0 1,110.6154
D_31 Plectin PLEC_HUMAN 531,784 5 5 5 1.05% GGAEGELQALR 1606 1616 24.1 26.8 16.7 1 0 0 1,100.5696
D_31 Plectin PLEC_HUMAN 531,784 5 5 5 1.05% ALQALEELR 1671 1679 25.7 26.9 19.2 1 0 0 1,042.5892
D_31 Plectin PLEC_HUMAN 531,784 5 5 5 1.05% LAEDEAFQR 2006 2014 45.2 26.7 38.8 1 0 0 1,078.5164
D_31 Plectin PLEC_HUMAN 531,784 5 5 5 1.05% AELELELGR 2079 2087 33.5 28.4 27.4 1 0 0 1,029.5576
F_11 Plectin PLEC_HUMAN 531,784 2 2 3 0.41% NLVDNITGQR 4438 4447 33.1 27.5 26.6 1 0 0 1,129.5961
F_11 Plectin PLEC_HUMAN 531,784 2 2 3 0.41% VPLDEALQR 4543 4551 35.8 25.6 25.0 2 0 0 1,040.5736
F_16 Plectin PLEC_HUMAN 531,784 2 2 4 0.38% LTAEDLFEAR 3784 3793 47.2 27.4 26.8 2 0 0 1,164.5896
F_16 Plectin PLEC_HUMAN 531,784 2 2 4 0.38% LSYTQLLR 3992 3999 42.5 25.0 24.9 2 0 0 993.5728
H_08 Plectin PLEC_HUMAN 531,784 2 2 4 0.41% NLVDNITGQR 4438 4447 29.8 27.2 20.0 2 0 0 1,129.5961
H_08 Plectin PLEC_HUMAN 531,784 2 2 4 0.41% AFCGFEDPR 4492 4500 24.7 25.0 23.7 2 0 0 1,098.4674
H_13 Plectin PLEC_HUMAN 531,784 2 2 4 0.47% LLLWSQR 301 307 41.0 27.7 27.4 2 0 0 915.5411
H_13 Plectin PLEC_HUMAN 531,784 2 2 4 0.47% LLDPEDVDVPQPDEK 372 386 58.0 27.1 47.2 2 0 0 1,708.8280
H_14 Plectin PLEC_HUMAN 531,784 6 6 11 1.47% LLLWSQR 301 307 34.7 27.7 23.7 2 0 0 915.5411
H_14 Plectin PLEC_HUMAN 531,784 6 6 11 1.47% LLDPEDVDVPQPDEK 372 386 84.1 27.3 75.2 2 0 0 1,708.8280
H_14 Plectin PLEC_HUMAN 531,784 6 6 11 1.47% LLFNDVQTLK 588 597 47.5 26.3 26.0 2 0 0 1,190.6781
H_14 Plectin PLEC_HUMAN 531,784 6 6 11 1.47% SLVPAAELLESR 3116 3127 25.3 26.9 16.5 1 0 0 1,284.7158
H_14 Plectin PLEC_HUMAN 531,784 6 6 11 1.47% LTAEDLFEAR 3784 3793 61.1 27.9 41.2 2 0 0 1,164.5896
H_14 Plectin PLEC_HUMAN 531,784 6 6 11 1.47% DDGTGQLLLPLSDAR 4004 4018 55.5 27.4 25.2 2 0 0 1,570.8075
H_15 Plectin PLEC_HUMAN 531,784 3 3 4 0.79% LQEAGILSAEELQR 2795 2808 55.5 27.7 52.5 1 0 0 1,556.8280
H_15 Plectin PLEC_HUMAN 531,784 3 3 4 0.79% SLVPAAELLESR 3116 3127 46.2 26.8 31.3 2 0 0 1,284.7158
H_15 Plectin PLEC_HUMAN 531,784 3 3 4 0.79% TPVEVPVGGFK 3374 3384 29.8 29.2 24.6 1 0 0 1,129.6253
H_20 Plectin PLEC_HUMAN 531,784 10 10 14 2.52% NLLDEELQR 2340 2348 29.5 26.1 23.7 1 0 0 1,129.5849
H_20 Plectin PLEC_HUMAN 531,784 10 10 14 2.52% QLAEEDLAQQR 2432 2442 40.2 26.9 33.0 2 0 0 1,300.6493
H_20 Plectin PLEC_HUMAN 531,784 10 10 14 2.52% SLVPAAELLESR 3116 3127 58.8 27.2 48.0 2 0 0 1,284.7158
H_20 Plectin PLEC_HUMAN 531,784 10 10 14 2.52% APVPASELLASGVLSR 3447 3462 55.6 25.0 55.6 2 0 0 1,566.8850
H_20 Plectin PLEC_HUMAN 531,784 10 10 14 2.52% VPVDVAYQR 3620 3628 23.8 28.4 20.0 1 0 0 1,046.5629
H_20 Plectin PLEC_HUMAN 531,784 10 10 14 2.52% QQGLASYDYVR 3771 3781 24.7 25.7 18.1 1 0 0 1,299.6328
H_20 Plectin PLEC_HUMAN 531,784 10 10 14 2.52% LTAEDLFEAR 3784 3793 59.8 27.9 42.0 2 0 0 1,164.5896
H_20 Plectin PLEC_HUMAN 531,784 10 10 14 2.52% LLDAQLATGGIVDPR 3936 3950 27.1 26.2 24.6 1 0 0 1,538.8540
H_20 Plectin PLEC_HUMAN 531,784 10 10 14 2.52% DDGTGQLLLPLSDAR 4004 4018 32.3 27.3 15.2 1 0 0 1,570.8075
H_20 Plectin PLEC_HUMAN 531,784 10 10 14 2.52% NLVDNITGQR 4438 4447 24.0 27.2 17.6 1 0 0 1,129.5961
H_21 Plectin PLEC_HUMAN 531,784 9 9 15 2.11% LLFNDVQTLK 588 597 29.6 26.3 20.8 2 0 0 1,190.6781
H_21 Plectin PLEC_HUMAN 531,784 9 9 15 2.11% QKAQVEQELTTLR 2317 2329 24.2 27.3 16.9 0 1 0 1,543.8440
H_21 Plectin PLEC_HUMAN 531,784 9 9 15 2.11% LRQLAEEDLAQQR 2430 2442 24.9 27.9 18.6 0 2 0 1,569.8345
H_21 Plectin PLEC_HUMAN 531,784 9 9 15 2.11% QLAEEDLAQQR 2432 2442 44.8 26.9 39.2 2 0 0 1,300.6493
H_21 Plectin PLEC_HUMAN 531,784 9 9 15 2.11% LEQLFQDEVAK 2653 2663 36.3 28.5 18.1 2 0 0 1,319.6843
H_21 Plectin PLEC_HUMAN 531,784 9 9 15 2.11% AALAHSEEVTASQVAATK 2744 2761 57.0 27.1 50.8 0 2 0 1,783.9184
H_21 Plectin PLEC_HUMAN 531,784 9 9 15 2.11% SLVPAAELLESR 3116 3127 27.0 27.2 12.7 2 0 0 1,284.7158
H_21 Plectin PLEC_HUMAN 531,784 9 9 15 2.11% TPVEVPVGGFK 3374 3384 26.5 29.3 20.5 1 0 0 1,129.6253
H_21 Plectin PLEC_HUMAN 531,784 9 9 15 2.11% QQGLASYDYVR 3771 3781 22.0 25.7 11.9 1 0 0 1,299.6328
H_22 Plectin PLEC_HUMAN 531,784 6 6 7 1.49% LPLLAVCDYK 944 953 28.4 27.6 8.8 1 0 0 1,191.6444
H_22 Plectin PLEC_HUMAN 531,784 6 6 7 1.49% LAAEQELIR 1846 1854 28.4 25.6 17.6 1 0 0 1,042.5892
H_22 Plectin PLEC_HUMAN 531,784 6 6 7 1.49% APVPASELLASGVLSR 3447 3462 40.4 25.0 40.4 1 0 0 1,566.8850
H_22 Plectin PLEC_HUMAN 531,784 6 6 7 1.49% VPVDVAYQR 3620 3628 29.8 28.9 21.7 1 0 0 1,046.5629
H_22 Plectin PLEC_HUMAN 531,784 6 6 7 1.49% DDGTGQLLLPLSDAR 4004 4018 44.0 26.9 36.7 2 0 0 1,570.8075
H_22 Plectin PLEC_HUMAN 531,784 6 6 7 1.49% EGLTSIEEVTK 4050 4060 39.3 28.1 34.8 1 0 0 1,205.6261
H_23 Plectin PLEC_HUMAN 531,784 6 6 11 1.58% LLDPEDVDVPQPDEK 372 386 62.5 27.1 58.1 2 0 0 1,708.8280
H_23 Plectin PLEC_HUMAN 531,784 6 6 11 1.58% LLFNDVQTLK 588 597 51.9 26.8 37.2 2 0 0 1,190.6781
H_23 Plectin PLEC_HUMAN 531,784 6 6 11 1.58% WQAVLAQTDVR 1325 1335 50.6 28.5 43.1 2 0 0 1,286.6852
H_23 Plectin PLEC_HUMAN 531,784 6 6 11 1.58% NLLDEELQR 2340 2348 20.4 27.4 17.7 1 0 0 1,129.5849
H_23 Plectin PLEC_HUMAN 531,784 6 6 11 1.58% QLAEEDLAQQR 2432 2442 35.7 26.9 26.3 2 0 0 1,300.6493
H_23 Plectin PLEC_HUMAN 531,784 6 6 11 1.58% AALAHSEEVTASQVAATK 2744 2761 45.0 27.1 35.5 0 2 0 1,783.9184
I_14 Plectin PLEC_HUMAN 531,784 4 4 8 1.00% LLFNDVQTLK 588 597 44.2 26.3 27.3 2 0 0 1,190.6781
I_14 Plectin PLEC_HUMAN 531,784 4 4 8 1.00% SLVPAAELLESR 3116 3127 34.7 27.2 20.9 2 0 0 1,284.7158
I_14 Plectin PLEC_HUMAN 531,784 4 4 8 1.00% LTAEDLFEAR 3784 3793 49.7 26.9 26.5 2 0 0 1,164.5896
I_14 Plectin PLEC_HUMAN 531,784 4 4 8 1.00% DDGTGQLLLPLSDAR 4004 4018 40.2 27.4 32.3 2 0 0 1,570.8075
I_15 Plectin PLEC_HUMAN 531,784 3 3 4 0.81% LQEAGILSAEELQR 2795 2808 71.6 28.0 67.8 1 0 0 1,556.8280
I_15 Plectin PLEC_HUMAN 531,784 3 3 4 0.81% SLVPAAELLESR 3116 3127 62.5 26.9 50.6 2 0 0 1,284.7158
I_15 Plectin PLEC_HUMAN 531,784 3 3 4 0.81% VIDRELYQQLQR 3128 3139 18.9 27.8 11.9 0 1 0 1,560.8494
I_20 Plectin PLEC_HUMAN 531,784 5 5 10 1.39% QVQVALETAQR 1699 1709 37.2 28.2 27.6 2 0 0 1,242.6801
I_20 Plectin PLEC_HUMAN 531,784 5 5 10 1.39% LQEAGILSAEELQR 2795 2808 83.3 28.0 77.5 2 0 0 1,556.8280
I_20 Plectin PLEC_HUMAN 531,784 5 5 10 1.39% SSIAGLLLK 2833 2841 36.2 25.0 28.4 2 0 0 901.5718
I_20 Plectin PLEC_HUMAN 531,784 5 5 10 1.39% APVPASELLASGVLSR 3447 3462 79.8 25.0 75.9 2 0 0 1,566.8850
I_20 Plectin PLEC_HUMAN 531,784 5 5 10 1.39% DDGTGQLLLPLSDAR 4004 4018 52.7 26.9 49.7 2 0 0 1,570.8075
I_21 Plectin PLEC_HUMAN 531,784 5 5 8 1.35% LAAEQELIR 1846 1854 28.6 25.7 19.2 2 0 0 1,042.5892
I_21 Plectin PLEC_HUMAN 531,784 5 5 8 1.35% AALAHSEEVTASQVAATK 2744 2761 43.1 27.1 33.7 0 1 0 1,783.9184
I_21 Plectin PLEC_HUMAN 531,784 5 5 8 1.35% SSIAGLLLK 2833 2841 39.6 25.0 28.5 2 0 0 901.5718
I_21 Plectin PLEC_HUMAN 531,784 5 5 8 1.35% APVPASELLASGVLSR 3447 3462 56.2 25.0 56.2 2 0 0 1,566.8850
I_21 Plectin PLEC_HUMAN 531,784 5 5 8 1.35% QQGLASYDYVR 3771 3781 18.4 25.7 14.9 1 0 0 1,299.6328
I_22 Plectin PLEC_HUMAN 531,784 2 2 3 0.64% SLVPAAELLESR 3116 3127 39.1 27.0 22.8 2 0 0 1,284.7158
I_22 Plectin PLEC_HUMAN 531,784 2 2 3 0.64% SSSVGSSSSYPISPAVSR 4384 4401 53.3 27.6 15.9 1 0 0 1,754.8553
K_20 Plectin PLEC_HUMAN 531,784 2 2 4 0.45% SSIAGLLLK 2833 2841 30.0 25.0 21.9 2 0 0 901.5718
K_20 Plectin PLEC_HUMAN 531,784 2 2 4 0.45% SLVPAAELLESR 3116 3127 31.6 26.8 14.1 2 0 0 1,284.7158
K_21 Plectin PLEC_HUMAN 531,784 4 4 5 0.98% LAAEQELIR 1846 1854 32.4 27.2 19.8 1 0 0 1,042.5892
K_21 Plectin PLEC_HUMAN 531,784 4 4 5 0.98% QVEEEILALK 2059 2068 30.9 28.8 11.2 1 0 0 1,171.6570
K_21 Plectin PLEC_HUMAN 531,784 4 4 5 0.98% AALAHSEEVTASQVAATK 2744 2761 38.9 27.1 34.5 0 2 0 1,783.9184
K_21 Plectin PLEC_HUMAN 531,784 4 4 5 0.98% SSIAGLLLK 2833 2841 32.9 25.0 24.7 1 0 0 901.5718
K_23 Plectin PLEC_HUMAN 531,784 7 7 9 1.75% SWSLATFR 1045 1052 22.9 27.2 5.3 1 0 0 967.4995
K_23 Plectin PLEC_HUMAN 531,784 7 7 9 1.75% WQAVLAQTDVR 1325 1335 33.7 28.3 26.0 2 0 0 1,286.6852
K_23 Plectin PLEC_HUMAN 531,784 7 7 9 1.75% SLQEEHVAVAQLR 1732 1744 21.4 28.0 19.7 0 1 0 1,479.7914
K_23 Plectin PLEC_HUMAN 531,784 7 7 9 1.75% NLLDEELQR 2340 2348 23.7 27.4 14.6 1 0 0 1,129.5849
K_23 Plectin PLEC_HUMAN 531,784 7 7 9 1.75% QLAEEDLAQQR 2432 2442 31.4 26.9 24.9 1 0 0 1,300.6493
K_23 Plectin PLEC_HUMAN 531,784 7 7 9 1.75% AALAHSEEVTASQVAATK 2744 2761 33.1 27.1 25.3 0 2 0 1,783.9184
K_23 Plectin PLEC_HUMAN 531,784 7 7 9 1.75% SLVPAAELLESR 3116 3127 31.8 27.2 21.4 1 0 0 1,284.7158
K_24 Plectin PLEC_HUMAN 531,784 3 3 5 0.62% LLFNDVQTLK 588 597 34.2 26.8 19.1 2 0 0 1,190.6781
K_24 Plectin PLEC_HUMAN 531,784 3 3 5 0.62% LAEVEAALEK 1499 1508 27.2 28.2 14.4 1 0 0 1,072.5885
K_24 Plectin PLEC_HUMAN 531,784 3 3 5 0.62% LAAEQELIR 1846 1854 31.1 25.0 19.6 2 0 0 1,042.5892



L_07 Plectin PLEC_HUMAN 531,784 2 2 3 0.45% LAQGHTTVDELAR 2809 2821 25.0 28.0 23.7 0 1 0 1,410.7337
L_07 Plectin PLEC_HUMAN 531,784 2 2 3 0.45% LTVEEAVR 4122 4129 31.0 30.3 6.9 2 0 0 916.5098
L_11 Plectin PLEC_HUMAN 531,784 2 2 2 0.56% LQEAGILSAEELQR 2795 2808 62.2 27.7 58.7 1 0 0 1,556.8280
L_11 Plectin PLEC_HUMAN 531,784 2 2 2 0.56% GGELVYTDSEAR 3028 3039 37.3 26.1 26.0 1 0 0 1,296.6067
L_14 Plectin PLEC_HUMAN 531,784 5 5 6 1.11% GGAEGELQALR 1606 1616 30.9 27.1 23.5 1 0 0 1,100.5696
L_14 Plectin PLEC_HUMAN 531,784 5 5 6 1.11% QLAEEDLAQQR 2432 2442 31.0 26.9 21.6 1 0 0 1,300.6493
L_14 Plectin PLEC_HUMAN 531,784 5 5 6 1.11% GGELVYTDSEAR 3028 3039 23.4 26.1 15.8 1 0 0 1,296.6067
L_14 Plectin PLEC_HUMAN 531,784 5 5 6 1.11% LTAEDLFEAR 3784 3793 30.3 27.4 27.8 1 0 0 1,164.5896
L_14 Plectin PLEC_HUMAN 531,784 5 5 6 1.11% LSYTQLLR 3992 3999 32.1 25.0 15.6 2 0 0 993.5728
L_15 Plectin PLEC_HUMAN 531,784 8 8 14 1.92% LLFNDVQTLK 588 597 42.2 26.6 27.6 2 0 0 1,190.6781
L_15 Plectin PLEC_HUMAN 531,784 8 8 14 1.92% SIQEELQQLR 1554 1563 46.0 27.8 23.2 2 0 0 1,243.6642
L_15 Plectin PLEC_HUMAN 531,784 8 8 14 1.92% QVQVALETAQR 1699 1709 59.7 27.6 45.2 2 0 0 1,242.6801
L_15 Plectin PLEC_HUMAN 531,784 8 8 14 1.92% QLAEEDLAQQR 2432 2442 50.5 26.9 43.8 2 0 0 1,300.6493
L_15 Plectin PLEC_HUMAN 531,784 8 8 14 1.92% AALAHSEEVTASQVAATK 2744 2761 33.1 27.1 25.1 0 1 0 1,783.9184
L_15 Plectin PLEC_HUMAN 531,784 8 8 14 1.92% LAQGHTTVDELAR 2809 2821 37.6 28.1 28.9 0 2 0 1,410.7337
L_15 Plectin PLEC_HUMAN 531,784 8 8 14 1.92% SSIAGLLLK 2833 2841 28.6 25.0 11.6 1 0 0 901.5718
L_15 Plectin PLEC_HUMAN 531,784 8 8 14 1.92% LSYTQLLR 3992 3999 35.0 25.0 9.5 2 0 0 993.5728
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% LQNVQIALDYLR 237 248 65.3 25.9 60.7 1 0 0 1,445.8112
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% QTNLENLDQAFSVAER 350 365 95.6 27.9 87.4 1 0 0 1,834.8930
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% LLFNDVQTLK 588 597 36.1 26.6 22.2 2 0 0 1,190.6781
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% AGVAAPATQVAQVTLQSVQR 631 650 101.0 25.0 90.3 2 1 0 1,995.0982
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% SLLAWQSLR 1029 1037 30.4 27.9 19.2 1 0 0 1,073.6102
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% VLALPEPSPAAPTLR 1187 1201 35.3 25.0 13.2 2 0 0 1,531.8844
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% VQSGSESVIQEYVDLR 1442 1457 59.7 28.2 54.0 1 0 0 1,808.9025
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% QVQVALETAQR 1699 1709 59.0 27.3 51.8 2 0 0 1,242.6801
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% FRELAEEAAR 1933 1942 28.5 28.2 7.9 1 0 0 1,191.6116
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% LKAEAELLQQQK 2462 2473 34.0 25.3 14.6 0 1 0 1,398.7953
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% LAQGHTTVDELAR 2809 2821 60.0 27.8 53.7 0 2 0 1,410.7337
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% APVPASELLASGVLSR 3447 3462 105.0 25.0 98.9 1 0 0 1,566.8850
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% LSYTQLLR 3992 3999 29.6 25.0 15.8 1 0 0 993.5728
L_16 Plectin PLEC_HUMAN 531,784 14 15 20 3.97% SSSVGSSSSYPISPAVSR 4384 4401 94.7 27.7 11.9 1 0 0 1,754.8553
M_15 Plectin PLEC_HUMAN 531,784 5 5 6 1.24% SIQEELQQLR 1554 1563 28.2 27.4 9.2 1 0 0 1,243.6642
M_15 Plectin PLEC_HUMAN 531,784 5 5 6 1.24% ELAEQELEKQR 1825 1835 25.9 28.0 6.2 0 1 0 1,372.7068
M_15 Plectin PLEC_HUMAN 531,784 5 5 6 1.24% QLAEEDLAQQR 2432 2442 45.9 26.9 25.1 1 0 0 1,300.6493
M_15 Plectin PLEC_HUMAN 531,784 5 5 6 1.24% AALAHSEEVTASQVAATK 2744 2761 23.8 27.1 19.7 0 2 0 1,783.9184
M_15 Plectin PLEC_HUMAN 531,784 5 5 6 1.24% LTVEEAVR 4122 4129 25.0 28.0 20.5 1 0 0 916.5098
M_16 Plectin PLEC_HUMAN 531,784 2 2 3 0.41% LLFNDVQTLK 588 597 22.1 26.2 14.9 1 0 0 1,190.6781
M_16 Plectin PLEC_HUMAN 531,784 2 2 3 0.41% LAAEQELIR 1846 1854 35.6 25.7 26.8 2 0 0 1,042.5892
Q_15 Plectin PLEC_HUMAN 531,784 4 4 5 0.92% AQVEQELTTLR 2319 2329 57.8 29.0 49.2 2 0 0 1,287.6904
Q_15 Plectin PLEC_HUMAN 531,784 4 4 5 0.92% QLAEEDLAQQR 2432 2442 33.3 26.9 25.4 1 0 0 1,300.6493
Q_15 Plectin PLEC_HUMAN 531,784 4 4 5 0.92% LAQGHTTVDELAR 2809 2821 23.8 28.1 20.2 0 1 0 1,410.7337
Q_15 Plectin PLEC_HUMAN 531,784 4 4 5 0.92% LTVDEAVR 3213 3220 36.5 30.0 14.2 1 0 0 902.4942
Q_16 Plectin PLEC_HUMAN 531,784 3 3 3 0.62% SQVEEELFSVR 2361 2371 30.8 27.5 25.3 1 0 0 1,322.6586
Q_16 Plectin PLEC_HUMAN 531,784 3 3 3 0.62% LTVDEAVR 3213 3220 25.9 30.0 1.7 1 0 0 902.4942
Q_16 Plectin PLEC_HUMAN 531,784 3 3 3 0.62% NLVDNITGQR 4438 4447 26.0 28.0 18.2 1 0 0 1,129.5961
A_03 Platelet factor 4 PLF4_SHEEP 9,130 2 3 6 14.10% KICLDQQNPLYK 65 76 42.3 28.0 38.6 2 2 0 1,519.7940
A_03 Platelet factor 4 PLF4_SHEEP 9,130 2 3 6 14.10% ICLDQQNPLYK 66 76 50.3 28.1 38.4 2 0 0 1,391.6990
H_03 Platelet factor 4 PLF4_SHEEP 9,130 3 3 5 15.30% KICLDQQNPLYK 65 76 45.2 27.5 38.1 2 0 0 1,519.7940
H_03 Platelet factor 4 PLF4_SHEEP 9,130 3 3 5 15.30% ICLDQQNPLYK 66 76 64.2 28.1 52.5 2 0 0 1,391.6990
H_03 Platelet factor 4 PLF4_SHEEP 9,130 3 3 5 15.30% ICLDQQNPLYKK 66 77 24.7 27.5 20.4 0 1 0 1,519.7940
I_02 Platelet factor 4 PLF4_SHEEP 9,130 2 2 3 14.10% KICLDQQNPLYK 65 76 27.7 27.8 19.2 0 1 0 1,519.7940
I_02 Platelet factor 4 PLF4_SHEEP 9,130 2 2 3 14.10% ICLDQQNPLYK 66 76 43.5 28.3 33.5 2 0 0 1,391.6990
K_03 Platelet factor 4 PLF4_SHEEP 9,130 3 3 4 15.30% KICLDQQNPLYK 65 76 23.1 27.9 15.9 0 1 0 1,519.7940
K_03 Platelet factor 4 PLF4_SHEEP 9,130 3 3 4 15.30% ICLDQQNPLYK 66 76 60.8 28.2 53.6 2 0 0 1,391.6990
K_03 Platelet factor 4 PLF4_SHEEP 9,130 3 3 4 15.30% ICLDQQNPLYKK 66 77 19.8 27.9 0.1 0 1 0 1,519.7940
A_07 Perilipin‐3 PLIN3_HUMAN 47,074 2 2 2 6.68% SVVTGGVQSVMGSR 167 180 48.8 28.3 42.1 1 0 0 1,379.6948
A_07 Perilipin‐3 PLIN3_HUMAN 47,074 2 2 2 6.68% LGQMVLSGVDTVLGK 181 195 29.0 27.3 19.5 1 0 0 1,532.8356
A_12 Perilipin‐3 PLIN3_HUMAN 47,074 2 2 4 6.91% TLTAAAVSGAQPILSK 69 84 63.7 25.3 55.9 2 0 0 1,527.8742
A_12 Perilipin‐3 PLIN3_HUMAN 47,074 2 2 4 6.91% SVVTGGVQSVMGSR 167 180 41.3 28.1 35.7 2 0 0 1,379.6948
A_13 Perilipin‐3 PLIN3_HUMAN 47,074 6 7 13 20.30% TLTAAAVSGAQPILSK 69 84 69.1 25.3 55.5 2 0 0 1,527.8742
A_13 Perilipin‐3 PLIN3_HUMAN 47,074 6 7 13 20.30% LEPQIASASEYAHR 85 98 37.1 26.9 34.7 2 0 0 1,571.7812
A_13 Perilipin‐3 PLIN3_HUMAN 47,074 6 7 13 20.30% LEENLPILQQPTEK 103 116 56.0 27.3 48.2 2 0 0 1,651.8904
A_13 Perilipin‐3 PLIN3_HUMAN 47,074 6 7 13 20.30% DTVATQLSEAVDATR 141 155 81.8 27.2 70.2 2 0 0 1,576.7814
A_13 Perilipin‐3 PLIN3_HUMAN 47,074 6 7 13 20.30% SVVTGGVQSVMGSR 167 180 91.4 28.3 87.2 2 0 0 1,379.6948
A_13 Perilipin‐3 PLIN3_HUMAN 47,074 6 7 13 20.30% LGQMVLSGVDTVLGK 181 195 74.8 27.5 64.8 2 1 0 1,532.8356
B_12 Perilipin‐3 PLIN3_HUMAN 47,074 2 2 4 6.91% TLTAAAVSGAQPILSK 69 84 53.7 25.7 45.5 2 0 0 1,527.8742
B_12 Perilipin‐3 PLIN3_HUMAN 47,074 2 2 4 6.91% SVVTGGVQSVMGSR 167 180 41.2 28.1 36.8 2 0 0 1,379.6948
B_13 Perilipin‐3 PLIN3_HUMAN 47,074 6 6 11 21.20% TLTAAAVSGAQPILSK 69 84 64.7 25.7 53.3 2 0 0 1,527.8742
B_13 Perilipin‐3 PLIN3_HUMAN 47,074 6 6 11 21.20% LEENLPILQQPTEK 103 116 48.2 27.1 37.1 2 0 0 1,651.8904
B_13 Perilipin‐3 PLIN3_HUMAN 47,074 6 6 11 21.20% DTVATQLSEAVDATR 141 155 89.4 27.4 77.0 2 0 0 1,576.7814
B_13 Perilipin‐3 PLIN3_HUMAN 47,074 6 6 11 21.20% SVVTGGVQSVMGSR 167 180 66.9 28.0 61.8 2 0 0 1,379.6948
B_13 Perilipin‐3 PLIN3_HUMAN 47,074 6 6 11 21.20% LGQMVLSGVDTVLGK 181 195 70.4 27.0 59.2 2 0 0 1,532.8356
B_13 Perilipin‐3 PLIN3_HUMAN 47,074 6 6 11 21.20% QLQGPEKEPPKPEQVESR 308 325 22.3 27.8 16.0 0 1 0 2,076.0723
C_13 Perilipin‐3 PLIN3_HUMAN 47,074 7 8 13 22.60% TLTAAAVSGAQPILSK 69 84 62.2 25.4 53.6 2 0 0 1,527.8742
C_13 Perilipin‐3 PLIN3_HUMAN 47,074 7 8 13 22.60% VLADTKELVSSK 117 128 20.0 25.6 17.4 1 0 0 1,289.7312
C_13 Perilipin‐3 PLIN3_HUMAN 47,074 7 8 13 22.60% DTVATQLSEAVDATR 141 155 74.7 27.5 62.9 2 2 0 1,576.7814
C_13 Perilipin‐3 PLIN3_HUMAN 47,074 7 8 13 22.60% SVVTGGVQSVMGSR 167 180 82.2 28.0 77.5 2 0 0 1,379.6948
C_13 Perilipin‐3 PLIN3_HUMAN 47,074 7 8 13 22.60% LGQMVLSGVDTVLGK 181 195 63.7 27.4 56.8 2 0 0 1,532.8356
C_13 Perilipin‐3 PLIN3_HUMAN 47,074 7 8 13 22.60% QEQSYFVR 231 238 25.3 25.5 19.3 1 0 0 1,056.5108
C_13 Perilipin‐3 PLIN3_HUMAN 47,074 7 8 13 22.60% QLQGPEKEPPKPEQVESR 308 325 19.7 27.9 13.3 0 1 0 2,076.0723
F_15 Perilipin‐3 PLIN3_HUMAN 47,074 3 4 7 10.40% TLTAAAVSGAQPILSK 69 84 78.5 25.4 69.0 2 0 0 1,527.8742
F_15 Perilipin‐3 PLIN3_HUMAN 47,074 3 4 7 10.40% SVVTGGVQSVMGSR 167 180 64.1 28.3 53.3 2 0 0 1,379.6948
F_15 Perilipin‐3 PLIN3_HUMAN 47,074 3 4 7 10.40% LGQMVLSGVDTVLGK 181 195 71.0 27.2 56.1 2 1 0 1,532.8356
G_15 Perilipin‐3 PLIN3_HUMAN 47,074 2 2 3 6.68% DTVATQLSEAVDATR 141 155 52.8 28.0 44.3 1 0 0 1,576.7814
G_15 Perilipin‐3 PLIN3_HUMAN 47,074 2 2 3 6.68% SVVTGGVQSVMGSR 167 180 56.5 28.0 51.2 2 0 0 1,379.6948
H_12 Perilipin‐3 PLIN3_HUMAN 47,074 3 4 7 11.10% TLTAAAVSGAQPILSK 69 84 76.1 25.3 61.9 2 2 0 1,527.8742
H_12 Perilipin‐3 PLIN3_HUMAN 47,074 3 4 7 11.10% SVVTGGVQSVMGSR 167 180 79.0 28.1 74.5 2 0 0 1,379.6948
H_12 Perilipin‐3 PLIN3_HUMAN 47,074 3 4 7 11.10% QLQGPEKEPPKPEQVESR 308 325 21.7 28.0 16.0 0 1 0 2,076.0723
I_12 Perilipin‐3 PLIN3_HUMAN 47,074 3 4 7 10.80% TLTAAAVSGAQPILSK 69 84 83.9 25.7 71.4 2 2 0 1,527.8742
I_12 Perilipin‐3 PLIN3_HUMAN 47,074 3 4 7 10.80% SVVTGGVQSVMGSR 167 180 64.9 28.0 62.0 2 0 0 1,379.6948
I_12 Perilipin‐3 PLIN3_HUMAN 47,074 3 4 7 10.80% IATSLDGFDVASVQQQR 214 230 54.9 28.2 43.1 1 0 0 1,834.9295
J_12 Perilipin‐3 PLIN3_HUMAN 47,074 3 4 7 10.40% TLTAAAVSGAQPILSK 69 84 65.3 25.0 53.1 2 1 0 1,527.8742
J_12 Perilipin‐3 PLIN3_HUMAN 47,074 3 4 7 10.40% DTVATQLSEAVDATR 141 155 84.1 28.0 68.7 2 0 0 1,576.7814
J_12 Perilipin‐3 PLIN3_HUMAN 47,074 3 4 7 10.40% SVVTGGVQSVMGSR 167 180 47.5 28.1 42.4 2 0 0 1,379.6948
K_12 Perilipin‐3 PLIN3_HUMAN 47,074 4 5 9 14.30% TLTAAAVSGAQPILSK 69 84 85.6 25.0 76.6 2 1 0 1,527.8742
K_12 Perilipin‐3 PLIN3_HUMAN 47,074 4 5 9 14.30% DTVATQLSEAVDATR 141 155 69.7 27.8 60.4 2 0 0 1,576.7814
K_12 Perilipin‐3 PLIN3_HUMAN 47,074 4 5 9 14.30% SVVTGGVQSVMGSR 167 180 69.6 28.6 67.2 2 0 0 1,379.6948
K_12 Perilipin‐3 PLIN3_HUMAN 47,074 4 5 9 14.30% IATSLDGFDVASVQQQR 214 230 54.3 28.0 42.6 2 0 0 1,834.9295
L_08 Perilipin‐3 PLIN3_HUMAN 47,074 4 4 6 13.60% VLADTKELVSSK 117 128 30.9 25.5 29.7 1 0 0 1,289.7312
L_08 Perilipin‐3 PLIN3_HUMAN 47,074 4 4 6 13.60% DTVATQLSEAVDATR 141 155 82.3 27.7 68.0 2 0 0 1,576.7814
L_08 Perilipin‐3 PLIN3_HUMAN 47,074 4 4 6 13.60% LGQMVLSGVDTVLGK 181 195 79.2 26.9 76.0 2 0 0 1,532.8356
L_08 Perilipin‐3 PLIN3_HUMAN 47,074 4 4 6 13.60% IATSLDGFDVASVQQQR 214 230 96.2 28.3 87.3 1 0 0 1,834.9295
M_08 Perilipin‐3 PLIN3_HUMAN 47,074 2 2 3 7.60% TLTAAAVSGAQPILSK 69 84 64.7 25.0 57.1 2 0 0 1,527.8742
M_08 Perilipin‐3 PLIN3_HUMAN 47,074 2 2 3 7.60% IATSLDGFDVASVQQQR 214 230 63.6 28.0 56.7 1 0 0 1,834.9295
Q_08 Perilipin‐3 PLIN3_HUMAN 47,074 4 4 8 14.30% TLTAAAVSGAQPILSK 69 84 67.2 25.0 55.5 2 0 0 1,527.8742
Q_08 Perilipin‐3 PLIN3_HUMAN 47,074 4 4 8 14.30% DTVATQLSEAVDATR 141 155 86.1 28.0 71.1 2 0 0 1,576.7814
Q_08 Perilipin‐3 PLIN3_HUMAN 47,074 4 4 8 14.30% SVVTGGVQSVMGSR 167 180 78.9 28.4 74.5 2 0 0 1,379.6948
Q_08 Perilipin‐3 PLIN3_HUMAN 47,074 4 4 8 14.30% IATSLDGFDVASVQQQR 214 230 88.2 28.1 77.6 2 0 0 1,834.9295
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 8 8 14 13.50% SAQFFNYK 47 54 31.6 26.8 12.9 2 0 0 1,004.4835
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 8 8 14 13.50% AQVEEFLAQHGSEYQSVK 331 348 25.5 26.9 22.2 0 2 0 2,049.9876
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 8 8 14 13.50% SEDYVDIVQGR 431 441 72.0 26.2 62.3 2 0 0 1,280.6118
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 8 8 14 13.50% GELQSSDLFHHSK 464 476 28.7 26.0 23.7 1 0 0 1,484.7129



A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 8 8 14 13.50% LDPDMAFCANIR 477 488 74.5 25.0 60.3 2 0 0 1,438.6455
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 8 8 14 13.50% QQDVFMFLTNR 489 499 30.6 25.6 23.8 2 0 0 1,414.6785
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 8 8 14 13.50% HTLGHLLSLDSYR 500 512 25.0 27.4 18.9 0 2 0 1,511.7966
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 8 8 14 13.50% LTHYHEGLPTTR 704 715 26.6 27.3 23.3 1 0 0 1,424.7282
A_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 5 4.68% SEDYVDIVQGR 431 441 73.2 26.2 66.1 2 0 0 1,280.6118
A_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 5 4.68% VGVDYEGGGCR 671 681 30.1 25.0 25.6 1 0 0 1,168.5053
A_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 5 4.68% LTHYHEGLPTTR 704 715 31.0 27.4 26.8 0 2 0 1,424.7282
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 6 7 12 10.20% SAQFFNYK 47 54 33.1 26.4 20.0 2 0 0 1,004.4835
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 6 7 12 10.20% AQVEEFLAQHGSEYQSVK 331 348 57.1 26.9 57.1 2 2 0 2,049.9876
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 6 7 12 10.20% SEDYVDIVQGR 431 441 59.8 26.2 54.8 2 0 0 1,280.6118
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 6 7 12 10.20% GELQSSDLFHHSK 464 476 17.8 25.9 14.4 0 1 0 1,484.7129
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 6 7 12 10.20% LDPDMAFCANIR 477 488 57.1 25.0 55.2 1 0 0 1,438.6455
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 6 7 12 10.20% LTHYHEGLPTTR 704 715 25.2 27.6 5.7 0 2 0 1,424.7282
B_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 5 5.64% AQVEEFLAQHGSEYQSVK 331 348 15.5 26.8 10.3 0 1 0 2,049.9876
B_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 5 5.64% SEDYVDIVQGR 431 441 69.7 26.2 60.5 2 0 0 1,280.6118
B_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 5 5.64% LTHYHEGLPTTR 704 715 32.7 27.3 25.0 0 2 0 1,424.7282
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 7 9 15 12.00% SAQFFNYK 47 54 47.1 26.8 37.5 2 0 0 1,004.4835
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 7 9 15 12.00% LETKYPVVSDGKR 138 150 28.5 27.1 26.5 0 2 0 1,491.8167
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 7 9 15 12.00% SEDYVDIVQGR 431 441 60.9 26.3 54.6 2 0 0 1,280.6118
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 7 9 15 12.00% GSALRGELQSSDLFHHSK 459 476 30.8 27.9 27.5 0 1 1 1,968.9887
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 7 9 15 12.00% LDPDMAFCANIR 477 488 62.0 25.0 59.5 2 0 0 1,438.6455
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 7 9 15 12.00% HTLGHLLSLDSYR 500 512 29.1 27.6 27.2 0 1 0 1,511.7966
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 7 9 15 12.00% LTHYHEGLPTTR 704 715 35.2 27.3 14.3 2 2 0 1,424.7282
C_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 4 4.40% SAQFFNYK 47 54 31.0 26.6 27.3 1 0 0 1,004.4835
C_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 4 4.40% SEDYVDIVQGR 431 441 61.3 26.2 48.7 2 0 0 1,280.6118
C_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 4 4.40% HTLGHLLSLDSYR 500 512 17.5 27.6 11.9 0 1 0 1,511.7966
D_25 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 2 2 3 2.61% SAQFFNYK 47 54 28.9 25.0 22.1 2 0 0 1,004.4835
D_25 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 2 2 3 2.61% SEDYVDIVQGR 431 441 63.3 25.9 47.9 1 0 0 1,280.6118
H_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 4 3.85% SAQFFNYK 47 54 40.5 26.4 24.6 1 0 0 1,004.4835
H_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 4 3.85% NVIAPLMTR 402 410 24.4 28.2 14.7 1 0 0 1,014.5765
H_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 4 3.85% SEDYVDIVQGR 431 441 73.3 26.2 62.7 2 0 0 1,280.6118
I_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 2 2 4 2.61% SAQFFNYK 47 54 37.0 26.5 29.9 2 0 0 1,004.4835
I_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 2 2 4 2.61% SEDYVDIVQGR 431 441 73.1 26.2 62.8 2 0 0 1,280.6118
J_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 4 3.85% SAQFFNYK 47 54 21.4 27.0 15.9 1 0 0 1,004.4835
J_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 4 3.85% NVIAPLMTR 402 410 22.8 26.2 16.2 1 0 0 1,014.5765
J_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 4 3.85% SEDYVDIVQGR 431 441 56.8 26.2 40.3 2 0 0 1,280.6118
K_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 2 2 4 2.61% SAQFFNYK 47 54 31.7 27.4 20.4 2 0 0 1,004.4835
K_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 2 2 4 2.61% SEDYVDIVQGR 431 441 69.9 26.2 60.3 2 0 0 1,280.6118
N_12 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 5 3.85% SAQFFNYK 47 54 32.6 27.0 27.1 2 0 0 1,004.4835
N_12 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 5 3.85% NVIAPLMTR 402 410 23.7 27.9 16.4 1 0 0 1,030.5715
N_12 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 1 PLOD1_HUMAN 83,553 3 3 5 3.85% SEDYVDIVQGR 431 441 60.8 26.7 55.4 2 0 0 1,280.6118
A_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 3 3 6 4.75% IVGPEENLSQAEAR 359 372 73.4 27.4 66.1 2 0 0 1,512.7653
A_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 3 3 6 4.75% KIIAPLVTR 412 420 24.2 25.0 23.2 2 0 0 1,010.6722
A_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 3 3 6 4.75% SEDYVDIVQGNR 441 452 56.7 25.9 45.7 2 0 0 1,394.6547
A_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 7 10 11.40% VYIDPLKR 198 205 28.2 25.3 11.4 1 0 0 1,003.5936
A_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 7 10 11.40% IFQTLNGAVDEVVLK 218 232 50.4 26.2 32.2 1 0 0 1,645.9161
A_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 7 10 11.40% IVGPEENLSQAEAR 359 372 83.6 27.0 69.0 2 0 0 1,512.7653
A_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 7 10 11.40% KIIAPLVTR 412 420 31.1 25.0 29.8 2 0 0 1,010.6722
A_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 7 10 11.40% SEDYVDIVQGNR 441 452 56.5 25.7 50.4 2 0 0 1,394.6547
A_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 7 10 11.40% ISGGYENVPTDDIHMK 599 614 43.7 25.3 43.7 1 0 0 1,791.8221
A_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 7 10 11.40% GFALLNFVVK 645 654 31.0 25.0 15.6 1 0 0 1,107.6561
B_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% IVGPEENLSQAEAR 359 372 77.0 27.2 69.2 2 0 0 1,512.7653
B_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% SEDYVDIVQGNR 441 452 62.2 25.7 52.7 2 0 0 1,394.6547
B_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 8 13 10.70% VLGQGEEWR 68 76 22.1 27.5 18.2 1 0 0 1,073.5375
B_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 8 13 10.70% VYIDPLKR 198 205 21.5 25.0 5.4 1 0 0 1,003.5936
B_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 8 13 10.70% IVGPEENLSQAEAR 359 372 86.1 27.5 76.5 2 0 0 1,512.7653
B_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 8 13 10.70% KIIAPLVTR 412 420 28.7 25.0 27.1 2 0 0 1,010.6722
B_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 8 13 10.70% SEDYVDIVQGNR 441 452 69.9 25.6 64.6 2 0 0 1,394.6547
B_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 8 13 10.70% DKLDPDMALCR 485 495 18.9 26.1 12.2 0 1 0 1,349.6191
B_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 7 8 13 10.70% ISGGYENVPTDDIHMK 599 614 44.1 25.5 34.2 2 2 0 1,791.8221
C_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 3 3 5 4.75% VLGQGEEWR 68 76 27.4 27.5 17.5 1 0 0 1,073.5375
C_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 3 3 5 4.75% IVGPEENLSQAEAR 359 372 67.5 27.4 51.6 2 0 0 1,512.7653
C_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 3 3 5 4.75% SEDYVDIVQGNR 441 452 57.1 25.9 50.0 2 0 0 1,394.6547
C_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 5 5 8 8.68% LADKYPVVHIGKR 150 162 25.7 25.0 23.0 0 2 0 1,495.8745
C_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 5 5 8 8.68% IVGPEENLSQAEAR 359 372 81.6 26.8 74.1 2 0 0 1,512.7653
C_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 5 5 8 8.68% KIIAPLVTR 412 420 19.8 25.0 19.8 1 0 0 1,010.6722
C_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 5 5 8 8.68% SEDYVDIVQGNR 441 452 56.3 25.8 51.3 2 0 0 1,394.6547
C_21 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 5 5 8 8.68% ISGGYENVPTDDIHMK 599 614 24.8 25.3 24.7 0 1 0 1,791.8221
D_26 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 4 4 6 5.97% LLVITVATK 39 47 36.3 25.0 16.9 2 0 0 957.6344
D_26 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 4 4 6 5.97% VLGQGEEWR 68 76 22.1 26.6 22.1 1 0 0 1,073.5375
D_26 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 4 4 6 5.97% IVGPEENLSQAEAR 359 372 65.8 27.2 59.2 2 0 0 1,512.7653
D_26 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 4 4 6 5.97% SEDYVDIVQGNR 441 452 47.3 25.3 40.5 1 0 0 1,394.6547
H_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 6 6 10 9.63% LLVITVATK 39 47 52.1 25.0 49.2 2 0 0 957.6344
H_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 6 6 10 9.63% IVGPEENLSQAEAR 359 372 71.7 27.5 63.4 2 0 0 1,512.7653
H_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 6 6 10 9.63% KIIAPLVTR 412 420 43.9 25.0 37.9 1 0 0 1,010.6722
H_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 6 6 10 9.63% SEDYVDIVQGNR 441 452 61.3 25.5 54.4 2 0 0 1,394.6547
H_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 6 6 10 9.63% DKLDPDMALCR 485 495 25.3 26.1 15.7 2 0 0 1,333.6242
H_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 6 6 10 9.63% ISGGYENVPTDDIHMK 599 614 26.2 25.4 23.2 0 1 0 1,791.8221
I_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 4 4 6 5.16% TIKIVGPEENLSQAEAR 356 372 25.5 26.6 21.0 0 1 0 1,854.9921
I_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 4 4 6 5.16% IVGPEENLSQAEAR 359 372 71.1 27.5 62.1 2 0 0 1,512.7653
I_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 4 4 6 5.16% KIIAPLVTR 412 420 26.7 25.0 26.7 1 0 0 1,010.6722
I_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 4 4 6 5.16% SEDYVDIVQGNR 441 452 56.6 26.0 45.2 2 0 0 1,394.6547
I_18 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% IVGPEENLSQAEAR 359 372 54.3 27.5 40.9 2 0 0 1,512.7653
I_18 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% SEDYVDIVQGNR 441 452 43.7 26.1 39.0 2 0 0 1,394.6547
J_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 3 3 6 4.75% LLVITVATK 39 47 40.0 25.0 32.5 2 0 0 957.6344
J_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 3 3 6 4.75% IVGPEENLSQAEAR 359 372 76.0 26.9 71.4 2 0 0 1,512.7653
J_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 3 3 6 4.75% SEDYVDIVQGNR 441 452 43.7 26.3 28.4 2 0 0 1,394.6547
J_18 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% IVGPEENLSQAEAR 359 372 63.6 27.0 56.4 2 0 0 1,512.7653
J_18 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% SEDYVDIVQGNR 441 452 48.5 26.7 32.7 2 0 0 1,394.6547
K_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% IVGPEENLSQAEAR 359 372 80.9 27.2 74.7 2 0 0 1,512.7653
K_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% SEDYVDIVQGNR 441 452 55.8 26.1 46.2 2 0 0 1,394.6547
K_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 5 5 10 7.19% LLVITVATK 39 47 36.9 25.0 34.4 2 0 0 957.6344
K_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 5 5 10 7.19% VLGQGEEWR 68 76 35.8 27.2 27.6 2 0 0 1,073.5375
K_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 5 5 10 7.19% IVGPEENLSQAEAR 359 372 89.0 27.2 82.1 2 0 0 1,512.7653
K_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 5 5 10 7.19% KIIAPLVTR 412 420 31.2 25.0 24.5 2 0 0 1,010.6722
K_17 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 5 5 10 7.19% SEDYVDIVQGNR 441 452 72.0 26.1 62.9 2 0 0 1,394.6547
K_18 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% IVGPEENLSQAEAR 359 372 79.4 27.4 71.5 2 0 0 1,512.7653
K_18 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% SEDYVDIVQGNR 441 452 45.4 25.8 41.7 2 0 0 1,394.6547
M_12 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 3 3.53% IVGPEENLSQAEAR 359 372 67.4 27.5 55.6 2 0 0 1,512.7653
M_12 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 3 3.53% SEDYVDIVQGNR 441 452 57.8 26.0 51.0 1 0 0 1,394.6547
M_13 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% IVGPEENLSQAEAR 359 372 81.1 27.2 78.4 2 0 0 1,512.7653
M_13 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% SEDYVDIVQGNR 441 452 50.9 25.8 43.3 2 0 0 1,394.6547
N_13 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 3 3 5 4.75% VLGQGEEWR 68 76 21.6 27.7 20.9 1 0 0 1,073.5375
N_13 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 3 3 5 4.75% IVGPEENLSQAEAR 359 372 67.1 27.0 65.8 2 0 0 1,512.7653
N_13 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 3 3 5 4.75% SEDYVDIVQGNR 441 452 52.0 26.1 44.8 2 0 0 1,394.6547
P_12 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% IVGPEENLSQAEAR 359 372 75.4 26.9 71.6 2 0 0 1,512.7653
P_12 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 2 PLOD2_HUMAN 84,687 2 2 4 3.53% SEDYVDIVQGNR 441 452 54.9 26.3 49.1 2 0 0 1,394.6547
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 7 7 12 11.50% LYLDPGLR 198 205 33.9 28.6 18.8 2 0 0 946.5358
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 7 7 12 11.50% NVAYDTLPIVVHGNGPTK 242 259 15.6 26.9 12.7 0 1 0 1,895.0023
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 7 7 12 11.50% LLLLDYPPDR 318 327 41.2 28.0 35.9 2 0 0 1,214.6782
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 7 7 12 11.50% LVGPEEALSPGEAR 359 372 70.8 27.0 59.8 2 0 0 1,424.7381
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 7 7 12 11.50% SEDYVELVQR 441 450 60.9 26.5 49.7 1 0 0 1,237.6059



A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 7 7 12 11.50% LAGGYENVPTVDIHMK 600 615 28.8 27.6 21.2 0 2 0 1,759.8686
A_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 7 7 12 11.50% YDCVISSPR 696 704 47.1 25.0 36.7 2 0 0 1,096.5092
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 9 9 17 14.60% LYLDPGLR 198 205 40.6 28.1 24.7 2 0 0 946.5358
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 9 9 17 14.60% NVAYDTLPIVVHGNGPTK 242 259 37.6 26.9 31.2 0 2 0 1,895.0023
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 9 9 17 14.60% LLLLDYPPDR 318 327 36.7 27.7 23.4 2 0 0 1,214.6782
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 9 9 17 14.60% LVGPEEALSPGEAR 359 372 69.3 27.1 62.5 2 0 0 1,424.7381
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 9 9 17 14.60% SEDYVELVQR 441 450 56.7 26.6 47.4 2 0 0 1,237.6059
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 9 9 17 14.60% LAGGYENVPTVDIHMK 600 615 24.3 27.8 13.3 0 1 0 1,759.8686
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 9 9 17 14.60% AVMNFVVR 648 655 38.1 28.6 16.4 2 0 0 935.5130
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 9 9 17 14.60% YDCVISSPR 696 704 33.4 25.4 33.4 2 0 0 1,096.5092
B_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 9 9 17 14.60% LTHYHEGLPTTWGTR 715 729 34.5 27.4 33.1 0 2 0 1,768.8767
B_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 2 2 2 3.25% LVGPEEALSPGEAR 359 372 33.7 27.1 29.6 1 0 0 1,424.7381
B_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 2 2 2 3.25% SEDYVELVQR 441 450 24.6 26.5 8.0 1 0 0 1,237.6059
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 8 10 16 11.80% YKDDDDDQLFYTR 185 197 70.0 25.0 70.0 2 1 0 1,693.7343
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 8 10 16 11.80% LYLDPGLR 198 205 45.6 28.1 28.0 2 0 0 946.5358
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 8 10 16 11.80% LLLLDYPPDR 318 327 33.4 27.9 25.1 1 0 0 1,214.6782
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 8 10 16 11.80% LVGPEEALSPGEAR 359 372 82.2 26.6 74.8 2 0 0 1,424.7381
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 8 10 16 11.80% SEDYVELVQR 441 450 60.2 26.3 52.9 2 0 0 1,237.6059
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 8 10 16 11.80% AVMNFVVR 648 655 34.5 27.9 19.0 3 0 0 951.5080
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 8 10 16 11.80% YDCVISSPR 696 704 34.1 25.0 34.1 2 0 0 1,096.5092
C_19 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 8 10 16 11.80% LTHYHEGLPTTWGTR 715 729 22.7 27.0 21.6 0 1 0 1,768.8767
C_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 3 3 5 4.20% TLGLGEEWR 68 76 30.5 28.9 29.1 2 0 0 1,060.5423
C_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 3 3 5 4.20% LYLDPGLR 198 205 29.2 28.1 19.0 1 0 0 946.5358
C_20 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 3 3 5 4.20% LVGPEEALSPGEAR 359 372 57.6 27.1 50.4 2 0 0 1,424.7381
H_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 6 6 11 8.54% YKDDDDDQLFYTR 185 197 22.0 25.0 22.0 0 2 0 1,693.7343
H_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 6 6 11 8.54% LYLDPGLR 198 205 45.7 28.1 27.9 2 0 0 946.5358
H_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 6 6 11 8.54% LLLLDYPPDR 318 327 26.8 27.8 15.3 1 0 0 1,214.6782
H_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 6 6 11 8.54% LVGPEEALSPGEAR 359 372 77.1 26.6 72.5 2 0 0 1,424.7381
H_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 6 6 11 8.54% SEDYVELVQR 441 450 67.6 26.7 57.3 2 0 0 1,237.6059
H_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 6 6 11 8.54% AVMNFVVR 648 655 42.4 28.6 22.7 2 0 0 935.5130
I_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 3 3 6 5.01% YKDDDDDQLFYTR 185 197 17.3 25.0 17.3 0 2 0 1,693.7343
I_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 3 3 6 5.01% LVGPEEALSPGEAR 359 372 54.3 26.6 46.8 2 0 0 1,424.7381
I_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 3 3 6 5.01% SEDYVELVQR 441 450 55.9 26.7 42.3 2 0 0 1,237.6059
J_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 3 3 6 4.20% YKDDDDDQLFYTR 185 197 24.9 25.0 22.6 0 2 0 1,693.7343
J_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 3 3 6 4.20% SEDYVELVQR 441 450 46.4 26.7 28.6 2 0 0 1,237.6059
J_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 3 3 6 4.20% AVMNFVVR 648 655 28.2 27.5 9.7 2 0 0 935.5130
K_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 3 3 5 4.88% TLGLGEEWR 68 76 44.6 29.4 29.6 2 0 0 1,060.5423
K_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 3 3 5 4.88% YKDDDDDQLFYTR 185 197 25.2 25.0 20.0 0 1 0 1,693.7343
K_16 Procollagen‐lysine,2‐oxoglutarate 5‐dioxygenase 3 PLOD3_HUMAN 84,787 3 3 5 4.88% LVGPEEALSPGEAR 359 372 65.2 27.1 60.5 2 0 0 1,424.7381
A_09 Pyridoxal phosphate phosphatase PLPP_HUMAN 31,699 2 2 3 10.10% AEQLFSSALCAAR 82 94 39.5 27.5 39.5 1 0 0 1,423.6998
A_09 Pyridoxal phosphate phosphatase PLPP_HUMAN 31,699 2 2 3 10.10% TPGTGSLAAAVETASGR 190 206 76.7 27.7 75.7 2 0 0 1,545.7868
A_01 Plastin‐2 PLSL_HUMAN 70,291 3 3 5 5.58% NEALIALLR 245 253 42.2 25.5 31.9 2 0 0 1,012.6150
A_01 Plastin‐2 PLSL_HUMAN 70,291 3 3 5 5.58% AYYHLLEQVAPK 298 309 20.8 28.1 18.3 0 1 0 1,431.7631
A_01 Plastin‐2 PLSL_HUMAN 70,291 3 3 5 5.58% VYALPEDLVEVNPK 597 610 42.9 27.3 37.8 2 0 0 1,585.8473
A_14 Plastin‐3 PLST_HUMAN 70,814 2 2 4 3.65% NEALAALLR 248 256 49.9 25.0 42.8 2 0 0 970.5680
A_14 Plastin‐3 PLST_HUMAN 70,814 2 2 4 3.65% QFVTPADVVSGNPK 351 364 38.8 28.2 26.8 2 0 0 1,458.7588
A_15 Plastin‐3 PLST_HUMAN 70,814 7 7 12 12.50% AVGDGIVLCK 159 168 39.4 28.0 28.5 1 0 0 1,031.5556
A_15 Plastin‐3 PLST_HUMAN 70,814 7 7 12 12.50% NEALAALLR 248 256 40.1 25.0 28.9 2 0 0 970.5680
A_15 Plastin‐3 PLST_HUMAN 70,814 7 7 12 12.50% LSPEELLLR 267 275 48.8 25.0 28.9 2 0 0 1,069.6253
A_15 Plastin‐3 PLST_HUMAN 70,814 7 7 12 12.50% INNFSADIK 289 297 32.2 28.2 16.0 2 0 0 1,021.5313
A_15 Plastin‐3 PLST_HUMAN 70,814 7 7 12 12.50% IDINMSGFNETDDLKR 321 336 23.1 25.4 18.1 0 1 0 1,883.8807
A_15 Plastin‐3 PLST_HUMAN 70,814 7 7 12 12.50% QFVTPADVVSGNPK 351 364 63.1 28.3 45.9 2 0 0 1,458.7588
A_15 Plastin‐3 PLST_HUMAN 70,814 7 7 12 12.50% ANDDIIVNWVNR 519 530 49.8 27.1 41.0 2 0 0 1,428.7230
A_16 Plastin‐3 PLST_HUMAN 70,814 3 3 5 4.92% MINLSVPDTIDER 169 181 43.9 27.2 33.7 2 0 0 1,518.7471
A_16 Plastin‐3 PLST_HUMAN 70,814 3 3 5 4.92% LSPEELLLR 267 275 54.0 25.0 38.2 2 0 0 1,069.6253
A_16 Plastin‐3 PLST_HUMAN 70,814 3 3 5 4.92% INNFSADIK 289 297 23.7 27.5 15.8 1 0 0 1,021.5313
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% EANMPLPGYK 43 52 33.5 27.1 26.0 2 0 0 1,135.5454
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% YAFVNWINK 127 135 42.5 26.8 30.6 1 0 0 1,154.5992
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% HVIPMNPNTDDLFK 145 158 43.8 26.8 43.8 2 0 0 1,656.8053
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% MINLSVPDTIDER 169 181 57.4 27.2 38.8 2 0 0 1,518.7471
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% NEALAALLR 248 256 58.2 25.0 50.0 2 0 0 970.5680
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% DGETLEELMK 257 266 36.0 25.0 30.8 1 0 0 1,180.5405
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% LSPEELLLR 267 275 51.1 25.0 33.9 2 0 0 1,069.6253
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% INNFSADIK 289 297 52.3 27.5 33.1 2 0 0 1,021.5313
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% INNFSADIKDSK 289 300 72.2 28.1 55.1 2 0 0 1,351.6853
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% AYFHLLNQIAPK 301 312 23.9 27.1 16.5 1 0 0 1,414.7842
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% IDINMSGFNETDDLK 321 335 60.2 25.0 46.8 2 0 0 1,727.7796
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% IDINMSGFNETDDLKR 321 336 36.3 25.3 32.6 2 2 0 1,883.8807
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% QFVTPADVVSGNPK 351 364 93.5 28.3 74.6 2 1 0 1,458.7588
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% KLENCNYAVELGK 459 471 61.4 28.2 0.0 2 0 0 1,537.7680
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% KLENCNYAVELGKHPAK 459 475 38.1 27.3 33.9 0 2 0 1,971.0118
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% LENCNYAVELGK 460 471 48.6 26.5 0.0 1 0 0 1,409.6730
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% YTLNVLEDLGDGQK 505 518 56.8 28.0 48.1 1 0 0 1,564.7856
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% ANDDIIVNWVNR 519 530 64.8 26.7 60.1 2 1 0 1,428.7230
A_17 Plastin‐3 PLST_HUMAN 70,814 19 23 38 29.40% VYALPEDLVEVKPK 600 613 31.6 26.2 26.7 2 1 0 1,599.8994
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% YAFVNWINK 127 135 41.9 26.7 30.7 2 0 0 1,154.5992
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% HVIPMNPNTDDLFK 145 158 26.0 26.3 19.5 1 2 0 1,656.8053
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% MINLSVPDTIDER 169 181 69.2 27.3 56.8 2 0 0 1,518.7471
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% NEALAALLR 248 256 61.6 25.0 50.9 2 0 0 970.5680
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% DGETLEELMK 257 266 46.1 25.0 38.5 2 0 0 1,180.5405
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% LSPEELLLR 267 275 49.1 25.0 32.3 1 0 0 1,069.6253
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% INNFSADIK 289 297 48.7 28.0 25.6 2 0 0 1,021.5313
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% INNFSADIKDSK 289 300 45.8 28.2 23.7 1 0 0 1,351.6853
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% AYFHLLNQIAPK 301 312 37.8 27.8 27.8 2 2 0 1,414.7842
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% IDINMSGFNETDDLKR 321 336 39.3 25.3 32.3 1 0 0 1,883.8807
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% QFVTPADVVSGNPK 351 364 78.3 28.0 59.0 2 0 0 1,458.7588
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% KLENCNYAVELGK 459 471 63.1 28.0 0.0 2 0 0 1,537.7680
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% LENCNYAVELGK 460 471 62.8 26.6 0.0 2 0 0 1,409.6730
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% YTLNVLEDLGDGQK 505 518 84.1 27.7 68.2 2 0 0 1,564.7856
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% ANDDIIVNWVNR 519 530 54.0 27.0 44.2 2 0 0 1,428.7230
A_18 Plastin‐3 PLST_HUMAN 70,814 16 19 34 27.10% VYALPEDLVEVKPK 600 613 48.9 26.0 33.1 2 2 0 1,599.8994
B_15 Plastin‐3 PLST_HUMAN 70,814 3 3 6 5.56% LSPEELLLR 267 275 47.4 25.0 32.6 2 0 0 1,069.6253
B_15 Plastin‐3 PLST_HUMAN 70,814 3 3 6 5.56% QFVTPADVVSGNPK 351 364 64.5 27.9 49.5 2 0 0 1,458.7588
B_15 Plastin‐3 PLST_HUMAN 70,814 3 3 6 5.56% ANDDIIVNWVNR 519 530 43.5 27.1 34.7 2 0 0 1,428.7230
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% DELDELKEAFAK 12 23 54.7 27.9 47.5 2 0 0 1,407.7004
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% YAFVNWINK 127 135 56.6 26.8 42.4 2 0 0 1,154.5992
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% HVIPMNPNTDDLFK 145 158 54.5 26.8 54.5 2 0 0 1,656.8053
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% AVGDGIVLCK 159 168 65.1 28.8 59.5 2 0 0 1,031.5556
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% MINLSVPDTIDER 169 181 64.2 27.2 46.9 2 0 0 1,518.7471
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% NEALAALLR 248 256 55.8 25.0 46.7 2 0 0 970.5680
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% LSPEELLLR 267 275 48.5 25.0 29.9 2 0 0 1,069.6253
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% INNFSADIK 289 297 59.3 27.5 43.6 2 0 0 1,021.5313
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% AYFHLLNQIAPK 301 312 55.5 27.4 36.7 2 2 0 1,414.7842
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% IDINMSGFNETDDLK 321 335 61.1 25.0 61.1 2 0 0 1,727.7796
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% IDINMSGFNETDDLKR 321 336 66.5 25.5 58.2 2 2 0 1,883.8807
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% QFVTPADVVSGNPK 351 364 59.3 27.9 43.1 2 0 0 1,458.7588
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% KLENCNYAVELGK 459 471 48.3 28.0 0.0 2 1 0 1,537.7680
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% LENCNYAVELGK 460 471 75.0 26.5 0.0 2 0 0 1,409.6730
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% YTLNVLEDLGDGQK 505 518 82.3 28.0 64.1 2 0 0 1,564.7856
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% ANDDIIVNWVNR 519 530 29.8 27.1 20.4 0 2 0 1,428.7230
B_17 Plastin‐3 PLST_HUMAN 70,814 17 21 41 28.60% VYALPEDLVEVKPK 600 613 48.9 25.9 34.0 2 2 0 1,599.8994
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% DELDELKEAFAK 12 23 67.2 27.4 56.5 2 2 0 1,407.7004



B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% YAFVNWINK 127 135 46.6 26.7 28.7 2 0 0 1,154.5992
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% HVIPMNPNTDDLFK 145 158 52.7 26.8 50.7 2 1 0 1,656.8053
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% AVGDGIVLCK 159 168 28.2 28.4 27.2 2 0 0 1,031.5556
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% MINLSVPDTIDER 169 181 55.0 27.5 41.4 1 0 0 1,518.7471
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% IGLFADIELSR 237 247 29.2 27.4 21.2 1 0 0 1,233.6839
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% NEALAALLR 248 256 71.6 25.0 57.5 2 0 0 970.5680
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% DGETLEELMK 257 266 49.7 25.0 39.5 2 0 0 1,180.5405
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% LSPEELLLR 267 275 39.5 25.0 25.6 2 0 0 1,069.6253
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% INNFSADIK 289 297 48.7 27.4 33.0 2 0 0 1,021.5313
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% INNFSADIKDSK 289 300 59.9 27.8 48.5 1 0 0 1,351.6853
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% AYFHLLNQIAPK 301 312 33.5 27.2 21.1 1 2 0 1,414.7842
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% IDINMSGFNETDDLKR 321 336 62.4 25.4 56.1 2 1 0 1,883.8807
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% QFVTPADVVSGNPK 351 364 87.0 27.9 69.7 2 0 0 1,458.7588
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% IKVPVDWSK 436 444 29.9 28.2 13.4 1 0 0 1,071.6198
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% KLENCNYAVELGK 459 471 66.9 28.0 0.0 2 0 0 1,537.7680
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% LENCNYAVELGK 460 471 78.2 26.5 0.0 2 0 0 1,409.6730
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% YTLNVLEDLGDGQK 505 518 63.4 27.3 51.8 2 0 0 1,564.7856
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% ANDDIIVNWVNR 519 530 66.0 26.6 59.8 2 0 0 1,428.7230
B_18 Plastin‐3 PLST_HUMAN 70,814 20 25 43 33.80% VYALPEDLVEVKPK 600 613 68.0 25.9 54.3 2 2 0 1,599.8994
C_14 Plastin‐3 PLST_HUMAN 70,814 2 2 3 3.65% NEALAALLR 248 256 54.4 25.9 41.7 2 0 0 970.5680
C_14 Plastin‐3 PLST_HUMAN 70,814 2 2 3 3.65% QFVTPADVVSGNPK 351 364 39.8 28.3 29.2 1 0 0 1,458.7588
C_15 Plastin‐3 PLST_HUMAN 70,814 2 2 3 4.13% QFVTPADVVSGNPK 351 364 49.6 28.3 40.4 2 0 0 1,458.7588
C_15 Plastin‐3 PLST_HUMAN 70,814 2 2 3 4.13% ANDDIIVNWVNR 519 530 28.9 27.0 23.4 1 0 0 1,428.7230
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% HVIPMNPNTDDLFK 145 158 32.0 26.4 26.1 2 0 0 1,656.8053
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% MINLSVPDTIDER 169 181 49.2 27.3 41.2 4 0 0 1,518.7471
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% NEALAALLR 248 256 33.1 25.0 26.0 2 0 0 970.5680
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% DGETLEELMK 257 266 31.2 25.0 24.1 2 0 0 1,180.5405
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% LSPEELLLR 267 275 34.2 25.0 24.2 2 0 0 1,069.6253
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% INNFSADIK 289 297 45.8 28.2 36.6 2 0 0 1,021.5313
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% INNFSADIKDSK 289 300 52.3 27.8 44.5 2 0 0 1,351.6853
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% AYFHLLNQIAPK 301 312 27.2 27.7 20.7 0 1 0 1,414.7842
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% IDINMSGFNETDDLKR 321 336 66.4 25.2 61.1 2 2 0 1,883.8807
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% AESMLQQADKLGCR 337 350 19.5 25.7 15.9 0 1 0 1,622.7627
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% QFVTPADVVSGNPK 351 364 72.1 28.3 50.1 1 0 0 1,458.7588
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% KLENCNYAVELGKHPAK 459 475 23.9 27.2 21.2 0 2 0 1,971.0118
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% ANDDIIVNWVNR 519 530 50.6 27.1 38.8 2 1 0 1,428.7230
C_17 Plastin‐3 PLST_HUMAN 70,814 14 18 31 26.30% VYALPEDLVEVKPK 600 613 28.8 26.2 10.6 2 1 0 1,599.8994
C_18 Plastin‐3 PLST_HUMAN 70,814 10 10 16 16.30% HVIPMNPNTDDLFK 145 158 31.5 26.8 27.3 1 0 0 1,656.8053
C_18 Plastin‐3 PLST_HUMAN 70,814 10 10 16 16.30% AVGDGIVLCK 159 168 27.7 28.4 23.4 1 0 0 1,031.5556
C_18 Plastin‐3 PLST_HUMAN 70,814 10 10 16 16.30% MINLSVPDTIDER 169 181 46.5 27.5 36.2 2 0 0 1,518.7471
C_18 Plastin‐3 PLST_HUMAN 70,814 10 10 16 16.30% NEALAALLR 248 256 71.8 25.9 59.2 2 0 0 970.5680
C_18 Plastin‐3 PLST_HUMAN 70,814 10 10 16 16.30% DGETLEELMK 257 266 58.8 25.0 51.1 1 0 0 1,180.5405
C_18 Plastin‐3 PLST_HUMAN 70,814 10 10 16 16.30% LSPEELLLR 267 275 42.0 25.0 25.3 2 0 0 1,069.6253
C_18 Plastin‐3 PLST_HUMAN 70,814 10 10 16 16.30% INNFSADIK 289 297 38.3 28.2 30.5 2 0 0 1,021.5313
C_18 Plastin‐3 PLST_HUMAN 70,814 10 10 16 16.30% INNFSADIKDSK 289 300 30.4 27.8 23.4 1 0 0 1,351.6853
C_18 Plastin‐3 PLST_HUMAN 70,814 10 10 16 16.30% QFVTPADVVSGNPK 351 364 72.1 28.0 40.1 2 0 0 1,458.7588
C_18 Plastin‐3 PLST_HUMAN 70,814 10 10 16 16.30% ANDDIIVNWVNR 519 530 56.7 27.0 43.9 2 0 0 1,428.7230
C_26 Plastin‐3 PLST_HUMAN 70,814 2 2 2 3.17% IGLFADIELSR 237 247 28.9 26.6 22.2 1 0 0 1,233.6839
C_26 Plastin‐3 PLST_HUMAN 70,814 2 2 2 3.17% NEALAALLR 248 256 33.6 25.7 29.2 1 0 0 970.5680
D_21 Plastin‐3 PLST_HUMAN 70,814 2 2 3 3.65% NEALAALLR 248 256 53.2 26.3 40.3 2 0 0 970.5680
D_21 Plastin‐3 PLST_HUMAN 70,814 2 2 3 3.65% VYALPEDLVEVKPK 600 613 16.6 25.9 14.0 0 1 0 1,599.8994
D_23 Plastin‐3 PLST_HUMAN 70,814 2 2 4 2.86% NEALAALLR 248 256 50.8 26.1 40.1 2 0 0 970.5680
D_23 Plastin‐3 PLST_HUMAN 70,814 2 2 4 2.86% INNFSADIK 289 297 46.0 27.9 32.4 2 0 0 1,021.5313
D_24 Plastin‐3 PLST_HUMAN 70,814 7 7 11 13.00% MINLSVPDTIDER 169 181 51.8 26.9 33.6 2 0 0 1,518.7471
D_24 Plastin‐3 PLST_HUMAN 70,814 7 7 11 13.00% NEALAALLR 248 256 59.7 26.1 42.6 2 0 0 970.5680
D_24 Plastin‐3 PLST_HUMAN 70,814 7 7 11 13.00% DGETLEELMK 257 266 32.2 25.0 23.0 2 0 0 1,180.5405
D_24 Plastin‐3 PLST_HUMAN 70,814 7 7 11 13.00% INNFSADIKDSK 289 300 26.5 28.1 18.1 0 1 0 1,351.6853
D_24 Plastin‐3 PLST_HUMAN 70,814 7 7 11 13.00% LENCNYAVELGK 460 471 34.1 26.7 0.0 1 0 0 1,409.6730
D_24 Plastin‐3 PLST_HUMAN 70,814 7 7 11 13.00% ANDDIIVNWVNR 519 530 48.1 26.5 43.5 1 0 0 1,428.7230
D_24 Plastin‐3 PLST_HUMAN 70,814 7 7 11 13.00% VYALPEDLVEVKPK 600 613 46.8 25.9 41.3 2 0 0 1,599.8994
E_24 Plastin‐3 PLST_HUMAN 70,814 2 2 2 3.33% NEALAALLR 248 256 45.3 26.3 33.2 1 0 0 970.5680
E_24 Plastin‐3 PLST_HUMAN 70,814 2 2 2 3.33% INNFSADIKDSK 289 300 24.6 27.8 21.7 0 1 0 1,351.6853
F_16 Plastin‐3 PLST_HUMAN 70,814 7 7 13 12.40% AVGDGIVLCK 159 168 44.0 28.4 41.8 2 0 0 1,031.5556
F_16 Plastin‐3 PLST_HUMAN 70,814 7 7 13 12.40% NEALAALLR 248 256 59.1 25.0 42.9 2 0 0 970.5680
F_16 Plastin‐3 PLST_HUMAN 70,814 7 7 13 12.40% LSPEELLLR 267 275 46.9 25.0 27.5 2 0 0 1,069.6253
F_16 Plastin‐3 PLST_HUMAN 70,814 7 7 13 12.40% INNFSADIKDSK 289 300 31.2 27.7 27.5 1 0 0 1,351.6853
F_16 Plastin‐3 PLST_HUMAN 70,814 7 7 13 12.40% AYFHLLNQIAPK 301 312 30.9 27.8 25.2 0 2 0 1,414.7842
F_16 Plastin‐3 PLST_HUMAN 70,814 7 7 13 12.40% QFVTPADVVSGNPK 351 364 80.6 28.2 55.8 2 0 0 1,458.7588
F_16 Plastin‐3 PLST_HUMAN 70,814 7 7 13 12.40% LENCNYAVELGK 460 471 50.1 26.3 0.0 2 0 0 1,409.6730
G_16 Plastin‐3 PLST_HUMAN 70,814 3 3 6 5.24% NEALAALLR 248 256 55.5 26.2 44.2 2 0 0 970.5680
G_16 Plastin‐3 PLST_HUMAN 70,814 3 3 6 5.24% DGETLEELMK 257 266 22.8 25.8 13.0 2 0 0 1,164.5455
G_16 Plastin‐3 PLST_HUMAN 70,814 3 3 6 5.24% QFVTPADVVSGNPK 351 364 64.9 27.9 48.6 2 0 0 1,458.7588
H_12 Plastin‐3 PLST_HUMAN 70,814 2 2 4 3.65% NEALAALLR 248 256 59.4 25.0 43.4 2 0 0 970.5680
H_12 Plastin‐3 PLST_HUMAN 70,814 2 2 4 3.65% QFVTPADVVSGNPK 351 364 50.4 27.9 39.9 2 0 0 1,458.7588
H_13 Plastin‐3 PLST_HUMAN 70,814 4 4 8 7.14% AVGDGIVLCK 159 168 38.7 28.4 27.7 2 0 0 1,031.5556
H_13 Plastin‐3 PLST_HUMAN 70,814 4 4 8 7.14% NEALAALLR 248 256 55.8 25.0 43.5 2 0 0 970.5680
H_13 Plastin‐3 PLST_HUMAN 70,814 4 4 8 7.14% QFVTPADVVSGNPK 351 364 74.8 28.2 55.2 2 0 0 1,458.7588
H_13 Plastin‐3 PLST_HUMAN 70,814 4 4 8 7.14% ANDDIIVNWVNR 519 530 46.0 27.1 42.9 2 0 0 1,428.7230
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% DELDELKEAFAK 12 23 47.1 27.5 44.2 2 0 0 1,407.7004
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% YAFVNWINK 127 135 47.4 26.7 36.3 2 0 0 1,154.5992
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% NEALAALLR 248 256 31.7 25.0 27.9 2 0 0 970.5680
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% DGETLEELMK 257 266 41.0 25.0 32.2 2 0 0 1,180.5405
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% LSPEELLLR 267 275 50.9 25.5 30.3 2 0 0 1,069.6253
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% INNFSADIK 289 297 22.3 27.5 14.4 1 0 0 1,021.5313
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% INNFSADIKDSK 289 300 60.3 27.7 40.0 2 2 0 1,351.6853
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% AYFHLLNQIAPK 301 312 24.0 27.2 15.2 0 2 0 1,414.7842
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% IDINMSGFNETDDLKR 321 336 33.0 25.3 30.2 0 2 0 1,883.8807
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% QFVTPADVVSGNPK 351 364 80.9 28.2 58.8 2 0 0 1,458.7588
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% KLENCNYAVELGK 459 471 73.4 28.0 0.0 2 2 0 1,537.7680
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% KLENCNYAVELGKHPAK 459 475 35.1 27.5 28.9 0 2 0 1,971.0118
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% LENCNYAVELGK 460 471 71.9 26.7 0.0 2 0 0 1,409.6730
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% LENCNYAVELGKHPAK 460 475 41.8 27.8 32.2 0 1 1 1,842.9168
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% RYTLNVLEDLGDGQK 504 518 38.3 28.4 33.0 1 0 0 1,720.8867
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% YTLNVLEDLGDGQK 505 518 83.4 27.7 65.7 2 0 0 1,564.7856
H_14 Plastin‐3 PLST_HUMAN 70,814 17 20 36 23.30% ANDDIIVNWVNR 519 530 64.1 27.1 53.1 2 0 0 1,428.7230
H_15 Plastin‐3 PLST_HUMAN 70,814 11 14 24 19.70% YAFVNWINK 127 135 41.2 26.6 22.3 2 0 0 1,154.5992
H_15 Plastin‐3 PLST_HUMAN 70,814 11 14 24 19.70% MINLSVPDTIDER 169 181 46.5 27.4 39.4 1 0 0 1,502.7521
H_15 Plastin‐3 PLST_HUMAN 70,814 11 14 24 19.70% NEALAALLR 248 256 71.8 25.0 59.2 2 0 0 970.5680
H_15 Plastin‐3 PLST_HUMAN 70,814 11 14 24 19.70% DGETLEELMK 257 266 44.7 25.5 32.9 3 0 0 1,164.5455
H_15 Plastin‐3 PLST_HUMAN 70,814 11 14 24 19.70% LSPEELLLR 267 275 37.3 25.0 23.4 2 0 0 1,069.6253
H_15 Plastin‐3 PLST_HUMAN 70,814 11 14 24 19.70% INNFSADIK 289 297 48.0 27.4 26.1 2 0 0 1,021.5313
H_15 Plastin‐3 PLST_HUMAN 70,814 11 14 24 19.70% AYFHLLNQIAPK 301 312 36.3 27.3 31.8 0 2 0 1,414.7842
H_15 Plastin‐3 PLST_HUMAN 70,814 11 14 24 19.70% QFVTPADVVSGNPK 351 364 80.7 28.3 60.4 2 0 0 1,458.7588
H_15 Plastin‐3 PLST_HUMAN 70,814 11 14 24 19.70% KLENCNYAVELGK 459 471 52.7 28.1 0.0 2 0 0 1,537.7680
H_15 Plastin‐3 PLST_HUMAN 70,814 11 14 24 19.70% ANDDIIVNWVNR 519 530 54.0 27.1 44.6 2 1 0 1,428.7230
H_15 Plastin‐3 PLST_HUMAN 70,814 11 14 24 19.70% VYALPEDLVEVKPK 600 613 30.4 26.2 22.3 1 2 0 1,599.8994
H_16 Plastin‐3 PLST_HUMAN 70,814 4 4 6 7.14% AVGDGIVLCK 159 168 26.8 28.2 21.6 1 0 0 1,031.5556
H_16 Plastin‐3 PLST_HUMAN 70,814 4 4 6 7.14% LSPEELLLR 267 275 29.4 25.0 12.8 2 0 0 1,069.6253
H_16 Plastin‐3 PLST_HUMAN 70,814 4 4 6 7.14% QFVTPADVVSGNPK 351 364 60.7 28.0 48.3 2 0 0 1,458.7588
H_16 Plastin‐3 PLST_HUMAN 70,814 4 4 6 7.14% ANDDIIVNWVNR 519 530 31.1 27.1 20.2 1 0 0 1,428.7230
H_17 Plastin‐3 PLST_HUMAN 70,814 2 2 3 3.65% NEALAALLR 248 256 23.3 25.0 12.7 1 0 0 970.5680
H_17 Plastin‐3 PLST_HUMAN 70,814 2 2 3 3.65% QFVTPADVVSGNPK 351 364 29.6 27.9 24.0 2 0 0 1,458.7588



H_24 Plastin‐3 PLST_HUMAN 70,814 2 2 4 4.13% QFVTPADVVSGNPK 351 364 36.5 27.9 26.1 2 0 0 1,458.7588
H_24 Plastin‐3 PLST_HUMAN 70,814 2 2 4 4.13% ANDDIIVNWVNR 519 530 36.6 26.7 30.7 2 0 0 1,428.7230
I_14 Plastin‐3 PLST_HUMAN 70,814 11 13 23 17.10% YAFVNWINK 127 135 43.8 26.8 33.8 1 0 0 1,154.5992
I_14 Plastin‐3 PLST_HUMAN 70,814 11 13 23 17.10% AVGDGIVLCK 159 168 62.5 28.4 54.9 2 0 0 1,031.5556
I_14 Plastin‐3 PLST_HUMAN 70,814 11 13 23 17.10% LSPEELLLR 267 275 42.0 25.5 25.6 2 0 0 1,069.6253
I_14 Plastin‐3 PLST_HUMAN 70,814 11 13 23 17.10% INNFSADIK 289 297 37.3 27.4 30.1 2 0 0 1,021.5313
I_14 Plastin‐3 PLST_HUMAN 70,814 11 13 23 17.10% AYFHLLNQIAPK 301 312 38.4 27.2 29.7 0 2 0 1,414.7842
I_14 Plastin‐3 PLST_HUMAN 70,814 11 13 23 17.10% IDINMSGFNETDDLKR 321 336 26.1 25.6 20.6 0 2 0 1,883.8807
I_14 Plastin‐3 PLST_HUMAN 70,814 11 13 23 17.10% QFVTPADVVSGNPK 351 364 78.1 27.9 63.6 2 0 0 1,458.7588
I_14 Plastin‐3 PLST_HUMAN 70,814 11 13 23 17.10% KLENCNYAVELGK 459 471 39.4 28.0 0.0 2 1 0 1,537.7680
I_14 Plastin‐3 PLST_HUMAN 70,814 11 13 23 17.10% KLENCNYAVELGKHPAK 459 475 24.8 27.5 18.2 0 1 0 1,971.0118
I_14 Plastin‐3 PLST_HUMAN 70,814 11 13 23 17.10% LENCNYAVELGK 460 471 67.5 26.5 0.0 2 0 0 1,409.6730
I_14 Plastin‐3 PLST_HUMAN 70,814 11 13 23 17.10% ANDDIIVNWVNR 519 530 42.6 27.0 29.1 2 2 0 1,428.7230
I_15 Plastin‐3 PLST_HUMAN 70,814 7 7 13 13.20% MINLSVPDTIDER 169 181 26.0 27.5 17.8 1 0 0 1,502.7521
I_15 Plastin‐3 PLST_HUMAN 70,814 7 7 13 13.20% NEALAALLR 248 256 64.4 25.0 53.8 2 0 0 970.5680
I_15 Plastin‐3 PLST_HUMAN 70,814 7 7 13 13.20% LSPEELLLR 267 275 39.3 25.0 15.7 2 0 0 1,069.6253
I_15 Plastin‐3 PLST_HUMAN 70,814 7 7 13 13.20% AYFHLLNQIAPK 301 312 29.5 27.8 20.9 0 2 0 1,414.7842
I_15 Plastin‐3 PLST_HUMAN 70,814 7 7 13 13.20% QFVTPADVVSGNPK 351 364 48.8 27.9 37.3 2 0 0 1,458.7588
I_15 Plastin‐3 PLST_HUMAN 70,814 7 7 13 13.20% ANDDIIVNWVNR 519 530 59.9 27.0 50.7 2 0 0 1,428.7230
I_15 Plastin‐3 PLST_HUMAN 70,814 7 7 13 13.20% VYALPEDLVEVKPK 600 613 17.8 26.4 13.9 0 2 0 1,599.8994
J_14 Plastin‐3 PLST_HUMAN 70,814 7 7 14 10.50% NEALAALLR 248 256 55.7 25.9 48.5 2 0 0 970.5680
J_14 Plastin‐3 PLST_HUMAN 70,814 7 7 14 10.50% LSPEELLLR 267 275 42.3 25.1 25.2 2 0 0 1,069.6253
J_14 Plastin‐3 PLST_HUMAN 70,814 7 7 14 10.50% INNFSADIK 289 297 48.3 28.0 40.3 2 0 0 1,021.5313
J_14 Plastin‐3 PLST_HUMAN 70,814 7 7 14 10.50% QFVTPADVVSGNPK 351 364 65.7 27.8 48.4 2 0 0 1,458.7588
J_14 Plastin‐3 PLST_HUMAN 70,814 7 7 14 10.50% KLENCNYAVELGK 459 471 28.2 27.7 0.0 0 2 0 1,537.7680
J_14 Plastin‐3 PLST_HUMAN 70,814 7 7 14 10.50% LENCNYAVELGK 460 471 82.1 26.7 0.0 2 0 0 1,409.6730
J_14 Plastin‐3 PLST_HUMAN 70,814 7 7 14 10.50% ANDDIIVNWVNR 519 530 61.1 27.1 50.2 2 0 0 1,428.7230
J_15 Plastin‐3 PLST_HUMAN 70,814 6 6 11 10.60% NEALAALLR 248 256 64.2 25.9 50.6 2 0 0 970.5680
J_15 Plastin‐3 PLST_HUMAN 70,814 6 6 11 10.60% DGETLEELMK 257 266 31.9 25.0 23.0 1 0 0 1,180.5405
J_15 Plastin‐3 PLST_HUMAN 70,814 6 6 11 10.60% LSPEELLLR 267 275 48.5 25.1 28.5 2 0 0 1,069.6253
J_15 Plastin‐3 PLST_HUMAN 70,814 6 6 11 10.60% QFVTPADVVSGNPK 351 364 62.3 27.8 48.2 2 0 0 1,458.7588
J_15 Plastin‐3 PLST_HUMAN 70,814 6 6 11 10.60% KLENCNYAVELGK 459 471 26.7 27.9 0.0 0 2 0 1,537.7680
J_15 Plastin‐3 PLST_HUMAN 70,814 6 6 11 10.60% ANDDIIVNWVNR 519 530 48.6 27.0 38.8 2 0 0 1,428.7230
K_13 Plastin‐3 PLST_HUMAN 70,814 2 2 3 3.02% AVGDGIVLCK 159 168 42.1 28.8 34.7 2 0 0 1,031.5556
K_13 Plastin‐3 PLST_HUMAN 70,814 2 2 3 3.02% LSPEELLLR 267 275 36.2 25.0 13.1 1 0 0 1,069.6253
K_14 Plastin‐3 PLST_HUMAN 70,814 12 13 25 16.20% AVGDGIVLCK 159 168 49.2 28.2 38.6 1 0 0 1,031.5556
K_14 Plastin‐3 PLST_HUMAN 70,814 12 13 25 16.20% NEALAALLR 248 256 69.9 26.2 54.8 4 0 0 970.5680
K_14 Plastin‐3 PLST_HUMAN 70,814 12 13 25 16.20% DGETLEELMK 257 266 33.0 25.0 22.7 1 0 0 1,180.5405
K_14 Plastin‐3 PLST_HUMAN 70,814 12 13 25 16.20% LSPEELLLR 267 275 52.7 25.0 29.4 2 0 0 1,069.6253
K_14 Plastin‐3 PLST_HUMAN 70,814 12 13 25 16.20% INNFSADIK 289 297 33.8 28.4 24.4 2 0 0 1,021.5313
K_14 Plastin‐3 PLST_HUMAN 70,814 12 13 25 16.20% AYFHLLNQIAPK 301 312 25.1 27.4 14.8 0 2 0 1,414.7842
K_14 Plastin‐3 PLST_HUMAN 70,814 12 13 25 16.20% KLENCNYAVELGK 459 471 39.6 27.9 0.0 2 2 0 1,537.7680
K_14 Plastin‐3 PLST_HUMAN 70,814 12 13 25 16.20% KLENCNYAVELGKHPAK 459 475 27.7 27.3 19.9 0 1 0 1,971.0118
K_14 Plastin‐3 PLST_HUMAN 70,814 12 13 25 16.20% LENCNYAVELGK 460 471 56.0 26.6 0.0 2 0 0 1,409.6730
K_14 Plastin‐3 PLST_HUMAN 70,814 12 13 25 16.20% LENCNYAVELGKHPAK 460 475 23.3 27.8 7.4 0 2 0 1,842.9168
K_14 Plastin‐3 PLST_HUMAN 70,814 12 13 25 16.20% YTLNVLEDLGDGQK 505 518 86.8 27.7 69.5 2 0 0 1,564.7856
K_14 Plastin‐3 PLST_HUMAN 70,814 12 13 25 16.20% ANDDIIVNWVNR 519 530 59.9 27.1 53.7 2 0 0 1,428.7230
K_15 Plastin‐3 PLST_HUMAN 70,814 8 8 14 13.80% YAFVNWINK 127 135 25.5 26.6 11.1 1 0 0 1,154.5992
K_15 Plastin‐3 PLST_HUMAN 70,814 8 8 14 13.80% NEALAALLR 248 256 55.7 25.0 46.3 2 0 0 970.5680
K_15 Plastin‐3 PLST_HUMAN 70,814 8 8 14 13.80% LSPEELLLR 267 275 47.2 25.0 30.7 2 0 0 1,069.6253
K_15 Plastin‐3 PLST_HUMAN 70,814 8 8 14 13.80% INNFSADIK 289 297 33.1 28.4 24.2 2 0 0 1,021.5313
K_15 Plastin‐3 PLST_HUMAN 70,814 8 8 14 13.80% AYFHLLNQIAPK 301 312 27.8 27.2 22.4 0 2 0 1,414.7842
K_15 Plastin‐3 PLST_HUMAN 70,814 8 8 14 13.80% QFVTPADVVSGNPK 351 364 60.5 27.9 44.2 2 0 0 1,458.7588
K_15 Plastin‐3 PLST_HUMAN 70,814 8 8 14 13.80% KLENCNYAVELGK 459 471 30.9 28.0 0.0 1 0 0 1,537.7680
K_15 Plastin‐3 PLST_HUMAN 70,814 8 8 14 13.80% ANDDIIVNWVNR 519 530 67.8 27.1 56.0 2 0 0 1,428.7230
L_09 Plastin‐3 PLST_HUMAN 70,814 2 2 2 3.81% AVGDGIVLCK 159 168 40.1 28.9 33.4 1 0 0 1,031.5556
L_09 Plastin‐3 PLST_HUMAN 70,814 2 2 2 3.81% QFVTPADVVSGNPK 351 364 42.2 27.8 28.4 1 0 0 1,458.7588
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% HVIPMNPNTDDLFK 145 158 32.7 27.1 22.4 1 0 0 1,656.8053
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% AVGDGIVLCK 159 168 64.8 28.9 53.9 2 0 0 1,031.5556
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% MINLSVPDTIDER 169 181 64.2 27.3 46.0 2 0 0 1,518.7471
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% IGLFADIELSR 237 247 74.6 27.4 62.3 2 0 0 1,233.6839
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% NEALAALLR 248 256 62.2 25.9 50.0 2 0 0 970.5680
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% DGETLEELMK 257 266 45.8 25.0 45.2 2 0 0 1,180.5405
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% LSPEELLLR 267 275 34.7 25.0 24.6 1 0 0 1,069.6253
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% INNFSADIK 289 297 36.9 28.3 29.9 1 0 0 1,021.5313
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% INNFSADIKDSK 289 300 68.7 27.6 48.8 2 0 0 1,351.6853
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% AYFHLLNQIAPK 301 312 46.7 27.4 41.3 1 2 0 1,414.7842
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% IDINMSGFNETDDLKR 321 336 73.1 26.2 64.6 3 0 0 1,883.8807
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% QFVTPADVVSGNPK 351 364 95.8 28.2 81.9 2 0 0 1,458.7588
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% IKVPVDWSK 436 444 29.0 28.6 14.6 2 0 0 1,071.6198
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% KLENCNYAVELGK 459 471 54.7 27.7 0.0 2 0 0 1,537.7680
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% LENCNYAVELGK 460 471 63.6 26.6 0.0 2 0 0 1,409.6730
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% LENCNYAVELGKHPAK 460 475 46.1 27.9 39.9 0 0 1 1,842.9168
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% YTLNVLEDLGDGQK 505 518 94.4 28.0 75.8 2 0 0 1,564.7856
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% ANDDIIVNWVNR 519 530 55.8 26.7 51.3 2 0 0 1,428.7230
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% VYALPEDLVEVKPK 600 613 49.4 26.1 37.5 2 2 0 1,599.8994
L_10 Plastin‐3 PLST_HUMAN 70,814 20 23 40 33.00% MVMTVFACLMGR 614 625 84.3 25.0 82.9 2 0 0 1,463.6515
L_11 Plastin‐3 PLST_HUMAN 70,814 12 14 25 21.00% AVGDGIVLCK 159 168 56.9 27.6 42.7 2 0 0 1,031.5556
L_11 Plastin‐3 PLST_HUMAN 70,814 12 14 25 21.00% MINLSVPDTIDER 169 181 58.3 27.8 39.2 3 0 0 1,518.7471
L_11 Plastin‐3 PLST_HUMAN 70,814 12 14 25 21.00% IGLFADIELSR 237 247 78.8 27.4 64.5 2 0 0 1,233.6839
L_11 Plastin‐3 PLST_HUMAN 70,814 12 14 25 21.00% NEALAALLR 248 256 44.8 25.9 36.2 2 0 0 970.5680
L_11 Plastin‐3 PLST_HUMAN 70,814 12 14 25 21.00% LSPEELLLR 267 275 31.5 25.0 22.9 1 0 0 1,069.6253
L_11 Plastin‐3 PLST_HUMAN 70,814 12 14 25 21.00% INNFSADIK 289 297 29.0 28.3 25.0 2 0 0 1,021.5313
L_11 Plastin‐3 PLST_HUMAN 70,814 12 14 25 21.00% INNFSADIKDSK 289 300 32.8 27.9 25.6 1 0 0 1,351.6853
L_11 Plastin‐3 PLST_HUMAN 70,814 12 14 25 21.00% AESMLQQADKLGCR 337 350 22.6 25.6 12.5 0 2 0 1,622.7627
L_11 Plastin‐3 PLST_HUMAN 70,814 12 14 25 21.00% QFVTPADVVSGNPK 351 364 57.2 27.9 41.4 2 0 0 1,458.7588
L_11 Plastin‐3 PLST_HUMAN 70,814 12 14 25 21.00% YTLNVLEDLGDGQK 505 518 65.8 28.0 54.2 2 0 0 1,564.7856
L_11 Plastin‐3 PLST_HUMAN 70,814 12 14 25 21.00% ANDDIIVNWVNR 519 530 79.5 27.0 70.0 2 0 0 1,428.7230
L_11 Plastin‐3 PLST_HUMAN 70,814 12 14 25 21.00% VYALPEDLVEVKPK 600 613 32.5 26.1 25.9 2 2 0 1,599.8994
L_12 Plastin‐3 PLST_HUMAN 70,814 2 2 4 3.65% NEALAALLR 248 256 35.7 25.9 25.4 2 0 0 970.5680
L_12 Plastin‐3 PLST_HUMAN 70,814 2 2 4 3.65% QFVTPADVVSGNPK 351 364 32.9 28.2 21.6 2 0 0 1,458.7588
L_13 Plastin‐3 PLST_HUMAN 70,814 5 5 9 9.21% AVGDGIVLCK 159 168 43.1 27.6 31.7 2 0 0 1,031.5556
L_13 Plastin‐3 PLST_HUMAN 70,814 5 5 9 9.21% MINLSVPDTIDER 169 181 33.7 27.3 23.1 1 0 0 1,518.7471
L_13 Plastin‐3 PLST_HUMAN 70,814 5 5 9 9.21% NEALAALLR 248 256 32.4 25.9 22.6 2 0 0 970.5680
L_13 Plastin‐3 PLST_HUMAN 70,814 5 5 9 9.21% QFVTPADVVSGNPK 351 364 54.5 27.8 31.5 2 0 0 1,458.7588
L_13 Plastin‐3 PLST_HUMAN 70,814 5 5 9 9.21% ANDDIIVNWVNR 519 530 59.0 27.0 53.8 2 0 0 1,428.7230
L_14 Plastin‐3 PLST_HUMAN 70,814 3 3 5 5.24% AVGDGIVLCK 159 168 43.1 27.6 28.4 2 0 0 1,031.5556
L_14 Plastin‐3 PLST_HUMAN 70,814 3 3 5 5.24% NEALAALLR 248 256 39.6 25.9 29.5 2 0 0 970.5680
L_14 Plastin‐3 PLST_HUMAN 70,814 3 3 5 5.24% QFVTPADVVSGNPK 351 364 35.2 27.8 15.4 1 0 0 1,458.7588
L_15 Plastin‐3 PLST_HUMAN 70,814 2 2 4 3.02% AVGDGIVLCK 159 168 54.0 27.6 43.8 2 0 0 1,031.5556
L_15 Plastin‐3 PLST_HUMAN 70,814 2 2 4 3.02% NEALAALLR 248 256 43.2 25.9 29.9 2 0 0 970.5680
M_10 Plastin‐3 PLST_HUMAN 70,814 10 11 18 17.80% EANMPLPGYK 43 52 23.3 27.2 13.8 1 0 0 1,135.5454
M_10 Plastin‐3 PLST_HUMAN 70,814 10 11 18 17.80% HVIPMNPNTDDLFK 145 158 26.3 26.8 20.5 0 1 0 1,656.8053
M_10 Plastin‐3 PLST_HUMAN 70,814 10 11 18 17.80% AVGDGIVLCK 159 168 43.8 28.9 35.2 1 0 0 1,031.5556
M_10 Plastin‐3 PLST_HUMAN 70,814 10 11 18 17.80% MINLSVPDTIDER 169 181 56.0 27.5 37.2 4 0 0 1,518.7471
M_10 Plastin‐3 PLST_HUMAN 70,814 10 11 18 17.80% NEALAALLR 248 256 45.6 26.2 38.9 2 0 0 970.5680
M_10 Plastin‐3 PLST_HUMAN 70,814 10 11 18 17.80% LSPEELLLR 267 275 29.7 25.0 19.2 1 0 0 1,069.6253
M_10 Plastin‐3 PLST_HUMAN 70,814 10 11 18 17.80% INNFSADIK 289 297 32.3 28.3 22.2 2 0 0 1,021.5313
M_10 Plastin‐3 PLST_HUMAN 70,814 10 11 18 17.80% QFVTPADVVSGNPK 351 364 82.0 27.8 64.6 2 0 0 1,458.7588
M_10 Plastin‐3 PLST_HUMAN 70,814 10 11 18 17.80% LENCNYAVELGK 460 471 42.6 26.6 0.0 2 0 0 1,409.6730
M_10 Plastin‐3 PLST_HUMAN 70,814 10 11 18 17.80% ANDDIIVNWVNR 519 530 57.5 27.1 51.9 2 0 0 1,428.7230
M_11 Plastin‐3 PLST_HUMAN 70,814 5 5 9 9.21% AVGDGIVLCK 159 168 44.9 28.9 30.0 2 0 0 1,031.5556



M_11 Plastin‐3 PLST_HUMAN 70,814 5 5 9 9.21% MINLSVPDTIDER 169 181 37.4 27.6 26.5 1 0 0 1,518.7471
M_11 Plastin‐3 PLST_HUMAN 70,814 5 5 9 9.21% NEALAALLR 248 256 51.3 26.2 39.9 2 0 0 970.5680
M_11 Plastin‐3 PLST_HUMAN 70,814 5 5 9 9.21% QFVTPADVVSGNPK 351 364 54.7 27.8 40.4 2 0 0 1,458.7588
M_11 Plastin‐3 PLST_HUMAN 70,814 5 5 9 9.21% ANDDIIVNWVNR 519 530 50.4 26.9 40.2 2 0 0 1,428.7230
M_14 Plastin‐3 PLST_HUMAN 70,814 3 3 3 5.24% AVGDGIVLCK 159 168 34.7 28.9 22.5 1 0 0 1,031.5556
M_14 Plastin‐3 PLST_HUMAN 70,814 3 3 3 5.24% NEALAALLR 248 256 50.9 25.0 40.1 1 0 0 970.5680
M_14 Plastin‐3 PLST_HUMAN 70,814 3 3 3 5.24% QFVTPADVVSGNPK 351 364 58.9 27.8 43.7 1 0 0 1,458.7588
N_10 Plastin‐3 PLST_HUMAN 70,814 3 3 5 6.19% NEALAALLR 248 256 42.9 25.9 30.2 2 0 0 970.5680
N_10 Plastin‐3 PLST_HUMAN 70,814 3 3 5 6.19% IDINMSGFNETDDLKR 321 336 31.0 26.1 20.8 0 1 0 1,883.8807
N_10 Plastin‐3 PLST_HUMAN 70,814 3 3 5 6.19% QFVTPADVVSGNPK 351 364 49.7 27.8 42.1 2 0 0 1,458.7588
O_10 Plastin‐3 PLST_HUMAN 70,814 11 11 19 20.20% AVGDGIVLCK 159 168 43.9 27.9 30.6 2 0 0 1,031.5556
O_10 Plastin‐3 PLST_HUMAN 70,814 11 11 19 20.20% MINLSVPDTIDER 169 181 48.4 27.8 36.0 2 0 0 1,518.7471
O_10 Plastin‐3 PLST_HUMAN 70,814 11 11 19 20.20% IGLFADIELSR 237 247 78.6 27.1 63.0 2 0 0 1,233.6839
O_10 Plastin‐3 PLST_HUMAN 70,814 11 11 19 20.20% NEALAALLR 248 256 49.2 25.9 26.2 2 0 0 970.5680
O_10 Plastin‐3 PLST_HUMAN 70,814 11 11 19 20.20% DGETLEELMK 257 266 20.4 25.0 15.2 1 0 0 1,180.5405
O_10 Plastin‐3 PLST_HUMAN 70,814 11 11 19 20.20% LSPEELLLR 267 275 29.6 25.0 18.7 1 0 0 1,069.6253
O_10 Plastin‐3 PLST_HUMAN 70,814 11 11 19 20.20% INNFSADIK 289 297 44.6 28.0 34.0 1 0 0 1,021.5313
O_10 Plastin‐3 PLST_HUMAN 70,814 11 11 19 20.20% IDINMSGFNETDDLKR 321 336 37.2 26.2 27.5 0 2 0 1,883.8807
O_10 Plastin‐3 PLST_HUMAN 70,814 11 11 19 20.20% QFVTPADVVSGNPK 351 364 75.1 27.8 60.7 2 0 0 1,458.7588
O_10 Plastin‐3 PLST_HUMAN 70,814 11 11 19 20.20% ANDDIIVNWVNR 519 530 58.0 27.0 51.8 2 0 0 1,428.7230
O_10 Plastin‐3 PLST_HUMAN 70,814 11 11 19 20.20% VYALPEDLVEVKPK 600 613 23.9 26.0 17.6 0 2 0 1,599.8994
P_10 Plastin‐3 PLST_HUMAN 70,814 8 8 13 15.40% MINLSVPDTIDER 169 181 44.3 27.8 31.5 2 0 0 1,518.7471
P_10 Plastin‐3 PLST_HUMAN 70,814 8 8 13 15.40% NEALAALLR 248 256 49.7 25.9 35.0 2 0 0 970.5680
P_10 Plastin‐3 PLST_HUMAN 70,814 8 8 13 15.40% DGETLEELMK 257 266 35.3 25.0 30.6 2 0 0 1,180.5405
P_10 Plastin‐3 PLST_HUMAN 70,814 8 8 13 15.40% INNFSADIK 289 297 49.5 28.4 39.0 1 0 0 1,021.5313
P_10 Plastin‐3 PLST_HUMAN 70,814 8 8 13 15.40% IDINMSGFNETDDLKR 321 336 34.9 26.1 31.3 0 1 0 1,883.8807
P_10 Plastin‐3 PLST_HUMAN 70,814 8 8 13 15.40% AESMLQQADKLGCR 337 350 26.7 26.1 21.9 0 1 0 1,622.7627
P_10 Plastin‐3 PLST_HUMAN 70,814 8 8 13 15.40% QFVTPADVVSGNPK 351 364 70.0 28.2 56.1 2 0 0 1,458.7588
P_10 Plastin‐3 PLST_HUMAN 70,814 8 8 13 15.40% ANDDIIVNWVNR 519 530 52.4 27.2 45.6 2 0 0 1,428.7230
Q_09 Plastin‐3 PLST_HUMAN 70,814 2 2 2 3.81% AVGDGIVLCK 159 168 53.9 27.6 40.1 1 0 0 1,031.5556
Q_09 Plastin‐3 PLST_HUMAN 70,814 2 2 2 3.81% QFVTPADVVSGNPK 351 364 35.2 28.2 25.4 1 0 0 1,458.7588
Q_10 Plastin‐3 PLST_HUMAN 70,814 7 7 12 13.20% AVGDGIVLCK 159 168 55.8 27.6 43.6 2 0 0 1,031.5556
Q_10 Plastin‐3 PLST_HUMAN 70,814 7 7 12 13.20% MINLSVPDTIDER 169 181 55.8 27.7 39.9 2 0 0 1,518.7471
Q_10 Plastin‐3 PLST_HUMAN 70,814 7 7 12 13.20% NEALAALLR 248 256 37.2 25.9 25.8 2 0 0 970.5680
Q_10 Plastin‐3 PLST_HUMAN 70,814 7 7 12 13.20% LSPEELLLR 267 275 28.8 25.0 12.1 1 0 0 1,069.6253
Q_10 Plastin‐3 PLST_HUMAN 70,814 7 7 12 13.20% IDINMSGFNETDDLKR 321 336 40.2 26.2 35.2 0 2 0 1,883.8807
Q_10 Plastin‐3 PLST_HUMAN 70,814 7 7 12 13.20% QFVTPADVVSGNPK 351 364 77.8 28.2 61.4 2 0 0 1,458.7588
Q_10 Plastin‐3 PLST_HUMAN 70,814 7 7 12 13.20% LENCNYAVELGK 460 471 47.6 26.9 0.0 1 0 0 1,409.6730
N_11 Phospholipid transfer protein PLTP_HUMAN 54,741 2 2 3 4.67% AVEPQLQEEER 252 262 53.0 27.0 49.8 2 0 0 1,327.6489
N_11 Phospholipid transfer protein PLTP_HUMAN 54,741 2 2 3 4.67% AGALQLLLVGDK 283 294 34.1 25.0 32.8 1 0 0 1,197.7204
C_25 Plexin‐A2 PLXA2_HUMAN 211,536 2 2 3 1.37% LLIIDYSENR 116 125 41.0 26.7 11.1 2 0 0 1,235.6631
C_25 Plexin‐A2 PLXA2_HUMAN 211,536 2 2 3 1.37% NLCTHDPTTCSFQEGR 679 694 20.4 25.0 20.4 0 1 0 1,922.8122
A_25 Plexin‐D1 PLXD1_HUMAN 212,008 4 4 5 2.60% FENTPEIAIR 232 241 29.2 28.0 15.3 1 0 0 1,189.6212
A_25 Plexin‐D1 PLXD1_HUMAN 212,008 4 4 5 2.60% CPAMTVLPSEIDVR 600 613 21.2 26.8 11.8 1 0 0 1,603.7820
A_25 Plexin‐D1 PLXD1_HUMAN 212,008 4 4 5 2.60% CEASPNPTSPQDCPR 740 754 28.2 25.0 28.2 2 0 0 1,715.7114
A_25 Plexin‐D1 PLXD1_HUMAN 212,008 4 4 5 2.60% SQVFPLSLQLK 819 829 28.6 25.1 17.9 1 0 0 1,259.7359
C_25 Plexin‐D1 PLXD1_HUMAN 212,008 2 2 3 1.35% CEASPNPTSPQDCPR 740 754 29.7 25.0 29.7 2 0 0 1,715.7114
C_25 Plexin‐D1 PLXD1_HUMAN 212,008 2 2 3 1.35% SQVFPLSLQLK 819 829 18.7 25.1 16.2 1 0 0 1,259.7359
A_08 Phosphomannomutase 2 PMM2_HUMAN 28,083 5 5 9 18.70% IGVVGGSDFEK 41 51 39.3 27.3 38.9 2 0 0 1,107.5682
A_08 Phosphomannomutase 2 PMM2_HUMAN 28,083 5 5 9 18.70% VQEQLGNDVVEK 52 63 72.9 27.3 54.5 2 0 0 1,357.6959
A_08 Phosphomannomutase 2 PMM2_HUMAN 28,083 5 5 9 18.70% IEFYELDKK 142 150 38.0 26.1 25.7 1 0 0 1,184.6199
A_08 Phosphomannomutase 2 PMM2_HUMAN 28,083 5 5 9 18.70% TMGYSVTAPEDTR 226 238 39.6 25.0 38.8 2 0 0 1,443.6422
A_08 Phosphomannomutase 2 PMM2_HUMAN 28,083 5 5 9 18.70% TMGYSVTAPEDTRR 226 239 26.4 25.0 21.4 0 2 0 1,599.7433
B_08 Phosphomannomutase 2 PMM2_HUMAN 28,083 3 3 6 10.20% IGVVGGSDFEK 41 51 34.5 27.3 28.7 2 0 0 1,107.5682
B_08 Phosphomannomutase 2 PMM2_HUMAN 28,083 3 3 6 10.20% TMGYSVTAPEDTR 226 238 29.8 25.0 26.2 2 0 0 1,443.6422
B_08 Phosphomannomutase 2 PMM2_HUMAN 28,083 3 3 6 10.20% TMGYSVTAPEDTRR 226 239 19.5 25.0 8.4 0 2 0 1,599.7433
C_08 Phosphomannomutase 2 PMM2_HUMAN 28,083 2 2 2 10.20% NGMLNVSPIGR 124 134 53.1 27.6 36.5 1 0 0 1,173.6046
C_08 Phosphomannomutase 2 PMM2_HUMAN 28,083 2 2 2 10.20% TMGYSVTAPEDTRR 226 239 26.9 25.0 20.9 0 1 0 1,599.7433
I_07 Phosphomannomutase 2 PMM2_HUMAN 28,083 2 3 5 10.20% NGMLNVSPIGR 124 134 56.7 27.3 32.1 3 0 0 1,157.6096
I_07 Phosphomannomutase 2 PMM2_HUMAN 28,083 2 3 5 10.20% TMGYSVTAPEDTRR 226 239 16.8 25.6 13.3 0 2 0 1,583.7483
A_06 Phosphomevalonate kinase PMVK_HUMAN 21,995 2 2 3 10.90% DFVTEALQSR 23 32 62.0 28.4 49.2 2 0 0 1,165.5848
A_06 Phosphomevalonate kinase PMVK_HUMAN 21,995 2 2 3 10.90% EAYGAVTQTVR 120 130 39.2 28.9 30.6 1 0 0 1,194.6113
B_06 Phosphomevalonate kinase PMVK_HUMAN 21,995 2 2 3 9.90% VSDIQWFR 112 119 40.2 27.1 23.8 2 0 0 1,050.5367
B_06 Phosphomevalonate kinase PMVK_HUMAN 21,995 2 2 3 9.90% EAYGAVTQTVR 120 130 23.1 28.9 16.8 1 0 0 1,194.6113
A_15 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 2 2 2 4.83% LDSGDLLQQAQEIR 319 332 79.4 27.6 70.1 1 0 0 1,585.8183
A_15 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 2 2 2 4.83% SPAQYQVVLSER 513 524 40.0 28.9 38.8 1 0 0 1,376.7168
B_15 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 2 2 3 4.83% LDSGDLLQQAQEIR 319 332 63.8 27.6 47.7 2 0 0 1,585.8183
B_15 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 2 2 3 4.83% SPAQYQVVLSER 513 524 31.8 28.7 31.8 1 0 0 1,376.7168
D_21 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 2 2 4 3.53% ALDCSEVTVR 98 107 67.0 27.0 52.5 2 0 0 1,149.5569
D_21 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 2 2 4 3.53% ALAQLSLSR 495 503 53.0 28.9 30.2 2 0 0 958.5680
E_21 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 2 2 4 3.53% ALDCSEVTVR 98 107 55.9 26.9 43.4 2 0 0 1,149.5569
E_21 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 2 2 4 3.53% ALAQLSLSR 495 503 56.8 28.5 30.0 2 0 0 958.5680
F_16 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 4 4 7 9.29% ALDCSEVTVR 98 107 68.0 27.3 46.6 2 0 0 1,149.5569
F_16 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 4 4 7 9.29% LDSGDLLQQAQEIR 319 332 80.3 27.6 69.0 2 0 0 1,585.8183
F_16 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 4 4 7 9.29% LTEDPEKQTLPGSK 408 421 25.2 27.5 14.5 0 1 0 1,542.8013
F_16 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 4 4 7 9.29% SPAQYQVVLSER 513 524 63.9 28.7 57.7 2 0 0 1,376.7168
G_16 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 2 2 4 4.09% ALDCSEVTVR 98 107 52.2 27.4 37.4 2 0 0 1,149.5569
G_16 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 2 2 4 4.09% SPAQYQVVLSER 513 524 42.9 28.7 38.1 2 0 0 1,376.7168
L_09 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 2 2 3 4.09% ALDCSEVTVR 98 107 64.1 27.3 50.3 2 0 0 1,149.5569
L_09 Nicotinate phosphoribosyltransferase PNCB_HUMAN 57,579 2 2 3 4.09% SPAQYQVVLSER 513 524 48.3 28.6 26.0 1 0 0 1,376.7168
A_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 3 6.57% LVFGFLNGR 68 76 32.4 26.6 21.0 1 0 0 1,022.5782
A_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 3 6.57% FEVGDIMLIR 124 133 32.8 27.7 25.5 2 0 0 1,208.6346
A_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 3 10.00% LVFGFLNGR 68 76 22.7 26.5 22.1 1 0 0 1,022.5782
A_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 3 10.00% VFGFSLITNK 235 244 32.3 25.9 29.0 1 0 0 1,125.6303
A_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 3 10.00% VIMDYESLEK 245 254 28.9 25.9 25.8 1 0 0 1,242.5924
A_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 24 36.30% HRPQVAIICGSGLGGLTDK 23 41 30.7 27.1 23.1 0 0 1 1,979.0495
A_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 24 36.30% LVFGFLNGR 68 76 50.6 25.6 43.2 2 0 0 1,022.5782
A_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 24 36.30% FEVGDIMLIR 124 133 60.6 27.4 47.9 2 0 0 1,208.6346
A_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 24 36.30% DHINLPGFSGQNPLR 134 148 34.3 28.1 22.6 1 0 0 1,664.8505
A_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 24 36.30% FGDRFPAMSDAYDR 155 168 55.7 25.0 55.7 2 2 0 1,663.7171
A_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 24 36.30% FPAMSDAYDR 159 168 44.6 25.0 31.7 4 0 0 1,188.4991
A_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 24 36.30% LGADAVGMSTVPEVIVAR 212 229 80.6 27.4 68.3 3 2 0 1,800.9526
A_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 24 36.30% VFGFSLITNK 235 244 46.4 26.3 42.8 2 0 0 1,125.6303
A_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 24 36.30% VIMDYESLEK 245 254 29.7 25.6 25.2 3 0 0 1,242.5924
A_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 19.70% LVFGFLNGR 68 76 38.3 26.5 21.9 2 0 0 1,022.5782
A_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 19.70% FEVGDIMLIR 124 133 53.6 27.4 41.8 2 0 0 1,208.6346
A_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 19.70% FPAMSDAYDR 159 168 30.2 25.0 19.9 2 0 0 1,188.4991
A_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 19.70% LGADAVGMSTVPEVIVAR 212 229 66.8 27.3 59.5 2 0 0 1,800.9526
A_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 19.70% VFGFSLITNK 235 244 43.4 25.9 40.5 1 0 0 1,125.6303
A_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 3 6.57% LVFGFLNGR 68 76 27.5 25.6 21.3 1 0 0 1,022.5782
A_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 3 6.57% VFGFSLITNK 235 244 29.2 25.9 27.9 2 0 0 1,125.6303
B_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 6 13.80% NTAEWLLSHTK 12 22 34.9 27.5 25.6 2 0 0 1,299.6692
B_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 6 13.80% LVFGFLNGR 68 76 34.4 26.2 28.4 1 0 0 1,022.5782
B_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 6 13.80% FEVGDIMLIR 124 133 32.7 27.5 20.6 2 0 0 1,208.6346
B_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 6 13.80% VIMDYESLEK 245 254 41.1 26.1 35.7 1 0 0 1,242.5924
B_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 11 22 36.30% HRPQVAIICGSGLGGLTDK 23 41 91.3 26.7 83.3 0 2 0 1,979.0495
B_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 11 22 36.30% LVFGFLNGR 68 76 56.7 25.6 47.1 2 0 0 1,022.5782
B_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 11 22 36.30% FEVGDIMLIR 124 133 43.1 27.5 34.8 2 0 0 1,208.6346
B_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 11 22 36.30% DHINLPGFSGQNPLR 134 148 55.5 28.1 51.8 0 2 0 1,664.8505
B_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 11 22 36.30% FGDRFPAMSDAYDR 155 168 63.5 25.0 63.5 0 2 0 1,663.7171
B_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 11 22 36.30% FPAMSDAYDR 159 168 45.8 25.0 43.7 4 0 0 1,188.4991
B_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 11 22 36.30% LGADAVGMSTVPEVIVAR 212 229 70.2 27.4 63.5 2 2 0 1,800.9526



B_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 11 22 36.30% VFGFSLITNK 235 244 52.5 25.9 48.3 2 0 0 1,125.6303
B_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 11 22 36.30% VIMDYESLEK 245 254 63.3 25.8 43.1 2 0 0 1,242.5924
B_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 20.10% NTAEWLLSHTK 12 22 39.7 27.6 35.3 2 0 0 1,299.6692
B_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 20.10% LVFGFLNGR 68 76 34.4 26.6 33.8 2 0 0 1,022.5782
B_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 20.10% FEVGDIMLIR 124 133 32.4 27.7 15.9 2 0 0 1,208.6346
B_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 20.10% LGADAVGMSTVPEVIVAR 212 229 40.2 27.4 38.5 1 0 0 1,800.9526
B_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 20.10% VFGFSLITNK 235 244 57.6 25.9 45.8 2 0 0 1,125.6303
C_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 8 14 24.60% LVFGFLNGR 68 76 44.9 26.5 34.3 2 0 0 1,022.5782
C_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 8 14 24.60% FEVGDIMLIR 124 133 33.2 27.7 19.7 1 0 0 1,208.6346
C_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 8 14 24.60% FGDRFPAMSDAYDR 155 168 51.3 25.0 47.8 2 2 0 1,663.7171
C_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 8 14 24.60% LGADAVGMSTVPEVIVAR 212 229 77.3 27.4 66.2 2 2 0 1,800.9526
C_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 8 14 24.60% VFGFSLITNK 235 244 28.3 26.3 25.0 2 0 0 1,125.6303
C_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 8 14 24.60% VIMDYESLEK 245 254 24.6 25.6 19.8 1 0 0 1,242.5924
C_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 4 10.00% LVFGFLNGR 68 76 30.4 25.8 29.8 2 0 0 1,022.5782
C_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 4 10.00% VFGFSLITNK 235 244 29.9 25.9 20.1 1 0 0 1,125.6303
C_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 4 10.00% VIMDYESLEK 245 254 20.1 25.5 11.0 1 0 0 1,242.5924
D_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 22 39.80% LTQAQIFDYGEIPNFPR 42 58 76.8 27.4 67.3 1 2 0 2,009.0129
D_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 22 39.80% LVFGFLNGR 68 76 49.5 27.7 38.3 2 0 0 1,022.5782
D_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 22 39.80% VFHLLGVDTLVVTNAAGGLNPK 102 123 38.7 25.0 33.3 0 1 0 2,235.2498
D_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 22 39.80% FEVGDIMLIR 124 133 61.2 28.3 50.9 2 0 0 1,208.6346
D_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 22 39.80% DHINLPGFSGQNPLR 134 148 49.7 28.0 42.3 0 1 0 1,664.8505
D_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 22 39.80% FGDRFPAMSDAYDR 155 168 47.2 25.0 47.2 0 2 0 1,663.7171
D_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 22 39.80% FPAMSDAYDR 159 168 29.1 25.0 29.1 4 0 0 1,188.4991
D_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 22 39.80% LGADAVGMSTVPEVIVAR 212 229 86.5 27.8 78.9 3 0 0 1,800.9526
D_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 13 22 39.80% VIMDYESLEK 245 254 40.8 25.4 30.9 4 0 0 1,242.5924
D_15 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 10 19 36.00% NTAEWLLSHTK 12 22 49.6 27.6 44.6 2 0 0 1,299.6692
D_15 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 10 19 36.00% LTQAQIFDYGEIPNFPR 42 58 63.5 27.3 49.2 2 0 0 2,009.0129
D_15 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 10 19 36.00% LVFGFLNGR 68 76 52.6 27.7 41.2 2 0 0 1,022.5782
D_15 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 10 19 36.00% FEVGDIMLIR 124 133 52.0 27.6 41.5 2 0 0 1,208.6346
D_15 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 10 19 36.00% DHINLPGFSGQNPLR 134 148 64.8 28.0 59.2 0 1 0 1,664.8505
D_15 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 10 19 36.00% FGDRFPAMSDAYDR 155 168 34.9 25.0 34.9 0 2 0 1,663.7171
D_15 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 10 19 36.00% FPAMSDAYDR 159 168 23.8 25.0 19.6 2 0 0 1,188.4991
D_15 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 10 19 36.00% LGADAVGMSTVPEVIVAR 212 229 60.2 27.8 46.9 2 2 0 1,800.9526
D_15 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 9 10 19 36.00% VIMDYESLEK 245 254 50.7 25.4 46.8 2 0 0 1,242.5924
E_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 8 14 21.10% LVFGFLNGR 68 76 58.5 27.7 46.2 2 0 0 1,022.5782
E_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 8 14 21.10% FEVGDIMLIR 124 133 57.7 28.3 46.9 2 0 0 1,208.6346
E_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 8 14 21.10% FGDRFPAMSDAYDR 155 168 39.2 25.0 37.1 0 2 0 1,663.7171
E_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 8 14 21.10% FPAMSDAYDR 159 168 26.1 25.0 22.5 1 0 0 1,188.4991
E_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 8 14 21.10% LGADAVGMSTVPEVIVAR 212 229 70.5 27.4 65.4 4 0 0 1,800.9526
E_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 8 14 21.10% VIMDYESLEK 245 254 38.4 25.4 34.2 3 0 0 1,242.5924
F_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 16.30% LVFGFLNGR 68 76 52.3 26.5 40.7 2 0 0 1,022.5782
F_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 16.30% FEVGDIMLIR 124 133 30.9 27.5 17.3 2 0 0 1,208.6346
F_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 16.30% LGADAVGMSTVPEVIVAR 212 229 39.6 27.4 32.2 2 0 0 1,800.9526
F_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 16.30% VFGFSLITNK 235 244 41.8 26.3 33.7 2 0 0 1,125.6303
G_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 4 6.92% FPAMSDAYDR 159 168 57.4 25.0 50.4 2 0 0 1,172.5041
G_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 4 6.92% VIMDYESLEK 245 254 55.0 26.1 43.0 2 0 0 1,242.5924
H_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 13.80% FEVGDIMLIR 124 133 42.0 27.5 32.6 1 0 0 1,208.6346
H_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 13.80% FPAMSDAYDR 159 168 40.3 25.0 34.5 2 0 0 1,172.5041
H_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 13.80% VFGFSLITNK 235 244 56.2 25.9 54.4 2 0 0 1,125.6303
H_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 13.80% VIMDYESLEK 245 254 38.4 27.4 35.0 2 0 0 1,226.5974
H_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 6 10.00% LVFGFLNGR 68 76 38.4 26.0 33.5 2 0 0 1,022.5782
H_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 6 10.00% VFGFSLITNK 235 244 53.8 25.9 46.5 2 0 0 1,125.6303
H_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 6 10.00% VIMDYESLEK 245 254 33.0 27.3 25.8 2 0 0 1,226.5974
H_23 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 2 6.57% LVFGFLNGR 68 76 50.8 26.6 43.8 1 0 0 1,022.5782
H_23 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 2 6.57% VFGFSLITNK 235 244 41.4 25.9 35.0 1 0 0 1,125.6303
I_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 4 6.57% LVFGFLNGR 68 76 32.2 26.6 24.4 2 0 0 1,022.5782
I_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 4 6.57% VFGFSLITNK 235 244 43.2 25.9 36.3 2 0 0 1,125.6303
I_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 2 6.57% LVFGFLNGR 68 76 21.3 26.6 19.3 1 0 0 1,022.5782
I_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 2 6.57% VFGFSLITNK 235 244 28.4 25.9 23.9 1 0 0 1,125.6303
J_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 16.30% LVFGFLNGR 68 76 39.7 25.9 39.4 2 0 0 1,022.5782
J_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 16.30% LGADAVGMSTVPEVIVAR 212 229 26.4 27.2 25.4 1 0 0 1,800.9526
J_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 16.30% VFGFSLITNK 235 244 54.5 26.3 52.2 2 0 0 1,125.6303
J_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 16.30% VIMDYESLEK 245 254 40.0 26.2 31.6 2 0 0 1,242.5924
K_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 16.60% NTAEWLLSHTK 12 22 64.5 27.5 59.0 2 0 0 1,299.6692
K_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 16.60% LVFGFLNGR 68 76 49.9 26.0 44.3 2 0 0 1,022.5782
K_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 16.60% LGADAVGMSTVPEVIVAR 212 229 67.4 27.4 58.8 2 0 0 1,800.9526
K_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 16.60% VFGFSLITNK 235 244 63.5 25.9 57.3 2 0 0 1,125.6303
K_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 4 6.57% LVFGFLNGR 68 76 39.9 26.6 30.6 2 0 0 1,022.5782
K_08 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 4 6.57% VFGFSLITNK 235 244 53.7 25.9 50.2 2 0 0 1,125.6303
L_05 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 5 10.00% LVFGFLNGR 68 76 31.9 26.1 24.9 2 0 0 1,022.5782
L_05 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 5 10.00% VFGFSLITNK 235 244 33.3 25.9 26.4 1 0 0 1,125.6303
L_05 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 5 10.00% VIMDYESLEK 245 254 24.2 26.1 14.8 2 0 0 1,242.5924
L_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 7 13 24.90% NTAEWLLSHTK 12 22 36.4 27.4 28.5 2 0 0 1,299.6692
L_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 7 13 24.90% LVFGFLNGR 68 76 46.4 26.1 39.4 2 0 0 1,022.5782
L_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 7 13 24.90% FGDRFPAMSDAYDR 155 168 51.9 25.0 51.9 0 2 0 1,663.7171
L_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 7 13 24.90% LGADAVGMSTVPEVIVAR 212 229 71.4 27.2 65.9 2 0 0 1,800.9526
L_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 7 13 24.90% VFGFSLITNK 235 244 47.1 25.9 45.7 2 0 0 1,125.6303
L_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 6 7 13 24.90% VIMDYESLEK 245 254 53.7 26.1 37.8 3 0 0 1,242.5924
L_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 4 6.57% LVFGFLNGR 68 76 35.9 25.9 26.5 2 0 0 1,022.5782
L_07 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 4 6.57% VFGFSLITNK 235 244 49.2 25.9 33.8 2 0 0 1,125.6303
L_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 5 14.90% DHINLPGFSGQNPLR 134 148 27.1 28.2 25.2 0 1 0 1,664.8505
L_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 5 14.90% LGADAVGMSTVPEVIVAR 212 229 72.4 27.3 65.2 2 0 0 1,800.9526
L_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 5 14.90% VIMDYESLEK 245 254 35.0 26.0 28.5 2 0 0 1,242.5924
L_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 3 6.57% LVFGFLNGR 68 76 22.9 26.1 13.4 1 0 0 1,022.5782
L_10 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 3 6.57% VFGFSLITNK 235 244 54.4 26.2 50.0 2 0 0 1,125.6303
L_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 6 16.30% LVFGFLNGR 68 76 23.0 26.0 13.1 1 0 0 1,022.5782
L_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 6 16.30% LGADAVGMSTVPEVIVAR 212 229 66.0 27.2 61.7 2 0 0 1,800.9526
L_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 6 16.30% VFGFSLITNK 235 244 42.7 25.9 42.1 2 0 0 1,125.6303
L_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 6 16.30% VIMDYESLEK 245 254 35.0 26.1 24.4 1 0 0 1,242.5924
L_13 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 6 12.80% LVFGFLNGR 68 76 30.0 25.9 24.6 2 0 0 1,022.5782
L_13 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 6 12.80% LGADAVGMSTVPEVIVAR 212 229 80.5 27.3 78.4 2 0 0 1,800.9526
L_13 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 6 12.80% VFGFSLITNK 235 244 45.0 25.9 43.5 2 0 0 1,125.6303
M_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 14.90% LVFGFLNGR 68 76 50.3 26.6 39.3 2 0 0 1,022.5782
M_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 14.90% FGDRFPAMSDAYDR 155 168 35.8 25.0 28.3 0 2 0 1,663.7171
M_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 14.90% VFGFSLITNK 235 244 61.5 25.9 57.6 2 0 0 1,125.6303
M_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 14.90% VIMDYESLEK 245 254 50.0 26.0 32.1 2 0 0 1,242.5924
M_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 16.30% LVFGFLNGR 68 76 25.9 26.0 21.5 2 0 0 1,022.5782
M_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 16.30% LGADAVGMSTVPEVIVAR 212 229 63.2 27.2 54.0 2 0 0 1,800.9526
M_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 16.30% VFGFSLITNK 235 244 42.5 26.2 41.8 2 0 0 1,125.6303
M_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 16.30% VIMDYESLEK 245 254 33.5 26.0 27.2 2 0 0 1,242.5924
M_12 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 18.00% LVFGFLNGR 68 76 33.7 26.6 22.2 2 0 0 1,022.5782
M_12 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 18.00% DHINLPGFSGQNPLR 134 148 43.3 28.2 35.2 0 2 0 1,664.8505
M_12 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 18.00% LGADAVGMSTVPEVIVAR 212 229 93.9 27.3 84.3 2 0 0 1,800.9526
M_12 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 8 18.00% VFGFSLITNK 235 244 47.3 25.9 46.3 2 0 0 1,125.6303
M_13 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 16.30% LVFGFLNGR 68 76 26.1 26.0 23.8 1 0 0 1,022.5782
M_13 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 16.30% LGADAVGMSTVPEVIVAR 212 229 62.0 27.1 48.5 2 0 0 1,800.9526
M_13 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 16.30% VFGFSLITNK 235 244 41.8 25.9 41.8 2 0 0 1,125.6303
M_13 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 16.30% VIMDYESLEK 245 254 40.7 26.1 32.5 2 0 0 1,242.5924
M_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 3 9.69% LGADAVGMSTVPEVIVAR 212 229 36.6 27.2 30.3 1 0 0 1,800.9526
M_14 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 3 9.69% VIMDYESLEK 245 254 26.4 26.1 15.0 2 0 0 1,242.5924
O_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 21.10% LVFGFLNGR 68 76 30.1 26.1 21.3 2 0 0 1,022.5782
O_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 21.10% FGDRFPAMSDAYDR 155 168 24.5 25.0 24.5 0 1 0 1,663.7171



O_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 21.10% LGADAVGMSTVPEVIVAR 212 229 69.8 27.0 56.9 2 0 0 1,800.9526
O_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 21.10% VFGFSLITNK 235 244 40.8 25.9 33.5 2 0 0 1,125.6303
O_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 5 5 9 21.10% VIMDYESLEK 245 254 31.7 26.1 26.2 2 0 0 1,242.5924
P_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 5 12.80% LVFGFLNGR 68 76 24.2 26.1 12.6 1 0 0 1,022.5782
P_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 5 12.80% LGADAVGMSTVPEVIVAR 212 229 60.6 27.3 58.4 2 0 0 1,800.9526
P_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 5 12.80% VIMDYESLEK 245 254 20.7 26.2 15.8 2 0 0 1,242.5924
P_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 4 12.80% LVFGFLNGR 68 76 29.9 25.9 20.6 1 0 0 1,022.5782
P_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 4 12.80% LGADAVGMSTVPEVIVAR 212 229 65.6 27.2 60.5 1 0 0 1,800.9526
P_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 4 12.80% VFGFSLITNK 235 244 44.3 25.9 35.6 2 0 0 1,125.6303
P_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 4 9.69% LGADAVGMSTVPEVIVAR 212 229 61.1 27.2 59.2 2 0 0 1,800.9526
P_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 4 9.69% VFGFSLITNK 235 244 42.1 25.9 34.2 2 0 0 1,125.6303
P_12 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 4 9.69% LGADAVGMSTVPEVIVAR 212 229 71.2 27.3 65.8 2 0 0 1,800.9526
P_12 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 4 9.69% VFGFSLITNK 235 244 42.0 25.9 37.8 2 0 0 1,125.6303
Q_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 17.60% LVFGFLNGR 68 76 33.2 26.0 23.9 1 0 0 1,022.5782
Q_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 17.60% FGDRFPAMSDAYDR 155 168 37.1 25.0 23.8 0 2 0 1,663.7171
Q_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 17.60% LGADAVGMSTVPEVIVAR 212 229 67.1 27.2 61.0 2 0 0 1,800.9526
Q_06 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 4 4 7 17.60% VFGFSLITNK 235 244 46.3 26.3 39.2 2 0 0 1,125.6303
Q_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 2 9.34% LVFGFLNGR 68 76 29.6 26.6 12.1 1 0 0 1,022.5782
Q_09 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 2 2 2 9.34% LGADAVGMSTVPEVIVAR 212 229 59.0 27.3 48.2 1 0 0 1,800.9526
Q_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 5 13.10% LGADAVGMSTVPEVIVAR 212 229 82.7 27.3 78.8 2 0 0 1,800.9526
Q_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 5 13.10% VFGFSLITNK 235 244 36.8 26.3 36.7 1 0 0 1,125.6303
Q_11 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 5 13.10% VIMDYESLEK 245 254 26.2 26.0 13.9 2 0 0 1,242.5924
Q_12 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 4 12.80% LVFGFLNGR 68 76 26.3 26.1 15.9 1 0 0 1,022.5782
Q_12 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 4 12.80% LGADAVGMSTVPEVIVAR 212 229 69.6 27.4 66.7 2 0 0 1,800.9526
Q_12 Purine nucleoside phosphorylase PNPH_HUMAN 32,118 3 3 4 12.80% VFGFSLITNK 235 244 34.9 26.3 27.8 1 0 0 1,125.6303
B_08 Pyridoxine‐5'‐phosphate oxidase PNPO_HUMAN 29,988 2 2 4 12.60% EAFEETHLTSLDPVK 46 60 35.0 26.5 30.9 2 0 0 1,715.8488
B_08 Pyridoxine‐5'‐phosphate oxidase PNPO_HUMAN 29,988 2 2 4 12.60% SSQIGAVVSHQSSVIPDR 164 181 44.4 27.8 25.7 0 2 0 1,866.9668
H_06 Pyridoxine‐5'‐phosphate oxidase PNPO_HUMAN 29,988 2 2 4 6.51% FFTNFESR 109 116 32.8 25.0 26.2 2 0 0 1,047.4893
H_06 Pyridoxine‐5'‐phosphate oxidase PNPO_HUMAN 29,988 2 2 4 6.51% GEEDWLYER 250 258 41.5 25.0 30.8 2 0 0 1,196.5219
A_19 Polyribonucleotide nucleotidyltransferase 1, mitochondrial PNPT1_HUMAN 85,952 5 5 9 6.51% SDQVITAINGIK 408 419 63.9 27.9 44.8 2 0 0 1,258.7003
A_19 Polyribonucleotide nucleotidyltransferase 1, mitochondrial PNPT1_HUMAN 85,952 5 5 9 6.51% TDPEKGEIEDYR 517 528 16.3 25.0 5.6 0 1 0 1,451.6651
A_19 Polyribonucleotide nucleotidyltransferase 1, mitochondrial PNPT1_HUMAN 85,952 5 5 9 6.51% KENGPVVETVQVPLSK 601 616 43.0 25.3 24.9 0 2 0 1,723.9590
A_19 Polyribonucleotide nucleotidyltransferase 1, mitochondrial PNPT1_HUMAN 85,952 5 5 9 6.51% ENGPVVETVQVPLSK 602 616 68.8 26.7 65.3 2 0 0 1,595.8640
A_19 Polyribonucleotide nucleotidyltransferase 1, mitochondrial PNPT1_HUMAN 85,952 5 5 9 6.51% VLQSPATTVVR 751 761 31.1 26.1 23.9 2 0 0 1,170.6841
B_19 Polyribonucleotide nucleotidyltransferase 1, mitochondrial PNPT1_HUMAN 85,952 3 3 3 5.24% IGIIDGEYVVNPTR 193 206 57.6 27.9 53.8 1 0 0 1,545.8273
B_19 Polyribonucleotide nucleotidyltransferase 1, mitochondrial PNPT1_HUMAN 85,952 3 3 3 5.24% TDPEKGEIEDYR 517 528 22.7 25.2 11.4 0 1 0 1,451.6651
B_19 Polyribonucleotide nucleotidyltransferase 1, mitochondrial PNPT1_HUMAN 85,952 3 3 3 5.24% ENGPVVETVQVPLSK 602 616 55.9 26.8 51.0 1 0 0 1,595.8640
L_04 Protein phosphatase 1 regulatory subunit 14B PP14B_HUMAN 15,912 2 2 3 17.00% VYFQSPPGAAGEGPGGADDEGPVR 28 51 73.5 25.0 73.5 1 0 0 2,330.0687
L_04 Protein phosphatase 1 regulatory subunit 14B PP14B_HUMAN 15,912 2 2 3 17.00% VYFQSPPGAAGEGPGGADDEGPVRR 28 52 52.7 26.1 50.7 0 2 0 2,486.1698
A_10 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 3 3 6 10.30% LLEVQGSRPGK 16 26 32.8 25.7 24.9 2 0 0 1,183.6795
A_10 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 3 3 6 10.30% IYGFYDECK 133 141 39.2 25.0 20.6 2 0 0 1,194.5137
A_10 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 3 3 6 10.30% AHQVVEDGYEFFAK 247 260 35.9 26.4 35.9 2 0 0 1,639.7751
A_11 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 5 5 8 15.80% LLEVQGSRPGK 16 26 41.5 25.7 35.0 2 0 0 1,183.6795
A_11 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 5 5 8 15.80% NVQLTENEIR 27 36 51.5 28.1 35.7 1 0 0 1,215.6328
A_11 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 5 5 8 15.80% IYGFYDECK 133 141 28.5 25.0 16.9 2 0 0 1,194.5137
A_11 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 5 5 8 15.80% HDLDLICR 239 246 24.4 25.0 19.6 2 0 0 1,041.5148
A_11 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 5 5 8 15.80% AHQVVEDGYEFFAK 247 260 50.2 26.4 50.2 1 0 0 1,639.7751
B_10 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 2 2 4 5.76% NVQLTENEIR 27 36 48.2 28.1 36.6 2 0 0 1,215.6328
B_10 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 2 2 4 5.76% IYGFYDECK 133 141 43.2 25.0 25.9 2 0 0 1,194.5137
B_11 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 3 3 5 8.48% LNLDSIIGR 7 15 48.1 26.0 40.4 2 0 0 1,000.5787
B_11 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 3 3 5 8.48% NVQLTENEIR 27 36 55.5 28.0 46.1 2 0 0 1,215.6328
B_11 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 3 3 5 8.48% IYGFYDECK 133 141 35.2 25.0 23.1 1 0 0 1,194.5137
C_10 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 2 2 4 5.76% NVQLTENEIR 27 36 57.6 28.0 46.7 2 0 0 1,215.6328
C_10 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 2 2 4 5.76% IYGFYDECK 133 141 46.2 25.0 37.1 2 0 0 1,194.5137
C_11 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 2 2 4 5.76% NVQLTENEIR 27 36 52.4 27.0 41.1 2 0 0 1,215.6328
C_11 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 2 2 4 5.76% IYGFYDECK 133 141 33.8 25.0 22.8 2 0 0 1,194.5137
F_13 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 2 2 2 5.45% LNLDSIIGR 7 15 38.9 26.8 24.2 1 0 0 1,000.5787
F_13 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 2 2 2 5.45% IYGFYDECK 133 141 33.8 25.0 16.6 1 0 0 1,194.5137
H_09 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 3 3 5 8.18% NVQLTENEIR 27 36 59.2 26.7 45.4 2 0 0 1,215.6328
H_09 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 3 3 5 8.18% IYGFYDECK 133 141 47.4 25.0 33.1 2 0 0 1,194.5137
H_09 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 3 3 5 8.18% HDLDLICR 239 246 36.1 25.0 33.9 1 0 0 1,041.5148
I_09 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 2 2 4 5.76% NVQLTENEIR 27 36 58.0 28.1 47.9 2 0 0 1,215.6328
I_09 Serine/threonine‐protein phosphatase PP1‐alpha catalytic subunit PP1A_HUMAN 37,514 2 2 4 5.76% IYGFYDECK 133 141 36.8 25.0 21.6 2 0 0 1,194.5137
B_11 Serine/threonine‐protein phosphatase PP1‐beta catalytic subunit PP1B_HUMAN 37,188 2 2 3 11.90% ICGDIHGQYTDLLR 60 73 29.3 27.5 18.5 0 2 0 1,660.8115
B_11 Serine/threonine‐protein phosphatase PP1‐beta catalytic subunit PP1B_HUMAN 37,188 2 2 3 11.90% IYGFYDECK 132 140 35.2 25.0 23.1 1 0 0 1,194.5137
B_11 Serine/threonine‐protein phosphatase PP1‐beta catalytic subunit PP1B_HUMAN 37,188 2 2 3 11.90% YQYGGLNSGRPVTPPR 304 319 24.3 28.5 18.7 0 1 0 1,761.9032
H_09 Serine/threonine‐protein phosphatase PP1‐gamma catalytic subunit PP1G_HUMAN 36,986 2 2 3 11.50% NVQLQENEIR 27 36 55.9 26.3 46.6 2 0 0 1,242.6437
H_09 Serine/threonine‐protein phosphatase PP1‐gamma catalytic subunit PP1G_HUMAN 36,986 2 2 3 11.50% IYGFYDECK 133 141 47.4 25.0 33.1 2 0 0 1,194.5137
H_09 Serine/threonine‐protein phosphatase PP1‐gamma catalytic subunit PP1G_HUMAN 36,986 2 2 3 11.50% DVLGWGENDR 212 221 38.0 25.0 29.7 1 0 0 1,160.5332
H_09 Serine/threonine‐protein phosphatase PP1‐gamma catalytic subunit PP1G_HUMAN 36,986 2 2 3 11.50% HDLDLICR 239 246 36.1 25.0 33.9 1 0 0 1,041.5148
A_13 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 6 7 11 18.60% HSSGIVADLSEQSLK 35 49 91.3 26.9 77.0 2 1 0 1,570.8072
A_13 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 6 7 11 18.60% DAEDVDLNHYR 77 87 54.2 25.0 54.2 1 0 0 1,346.5972
A_13 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 6 7 11 18.60% CIENLEELQSLR 112 123 68.3 27.5 47.5 2 0 0 1,503.7473
A_13 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 6 7 11 18.60% IEGLQNLVNLR 245 255 53.3 25.2 38.5 2 0 0 1,268.7322
A_13 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 6 7 11 18.60% SLETVYLER 322 330 45.9 26.8 28.8 2 0 0 1,109.5837
A_13 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 6 7 11 18.60% VMLALPSVR 343 351 30.5 29.5 16.7 1 0 0 1,001.5813
B_13 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 5 5 7 16.40% HSSGIVADLSEQSLK 35 49 56.0 26.9 50.1 1 0 0 1,570.8072
B_13 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 5 5 7 16.40% DAEDVDLNHYR 77 87 34.1 25.0 34.1 1 0 0 1,346.5972
B_13 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 5 5 7 16.40% CIENLEELQSLR 112 123 62.9 27.5 44.6 2 0 0 1,503.7473
B_13 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 5 5 7 16.40% IEGLQNLVNLR 245 255 50.4 25.0 36.1 2 0 0 1,268.7322
B_13 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 5 5 7 16.40% LTMLDIASNR 276 285 40.3 28.4 23.8 1 0 0 1,149.5934
I_11 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 4 4 7 12.50% IGKIEGFEVLKK 88 99 22.9 25.0 20.1 0 1 0 1,360.8201
I_11 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 4 4 7 12.50% CIENLEELQSLR 112 123 54.5 27.5 44.2 2 0 0 1,503.7473
I_11 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 4 4 7 12.50% ELDLYDNQIK 124 133 31.4 27.4 20.7 2 0 0 1,250.6265
I_11 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 4 4 7 12.50% IEGLQNLVNLR 245 255 51.2 25.0 41.2 2 0 0 1,268.7322
L_08 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 3 3 5 8.06% IEGLQNLVNLR 245 255 46.9 25.0 35.9 2 0 0 1,268.7322
L_08 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 3 3 5 8.06% SLETVYLER 322 330 51.9 27.5 40.6 2 0 0 1,109.5837
L_08 Protein phosphatase 1 regulatory subunit 7 PP1R7_HUMAN 41,566 3 3 5 8.06% QIDATFVRF 352 360 27.9 27.4 25.2 1 0 0 1,096.5786
A_10 Serine/threonine‐protein phosphatase 2A catalytic subunit alpha isoform PP2AA_HUMAN 35,595 2 2 4 7.44% YGNANVWK 137 144 40.4 26.1 31.0 2 0 0 951.4682
A_10 Serine/threonine‐protein phosphatase 2A catalytic subunit alpha isoform PP2AA_HUMAN 35,595 2 2 4 7.44% CGNQAAIMELDDTLK 269 283 77.9 25.0 73.8 2 0 0 1,694.7727
A_14 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,674 2 2 3 4.22% IITEGASILR 64 73 25.6 26.1 13.1 1 0 0 1,072.6362
A_14 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,674 2 2 3 4.22% LFEVGGSPANTR 101 112 42.5 28.7 32.6 2 0 0 1,247.6379
A_15 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,674 3 3 5 7.49% IITEGASILR 64 73 43.0 26.1 32.3 1 0 0 1,072.6362
A_15 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,674 3 3 5 7.49% LFEVGGSPANTR 101 112 53.2 28.3 45.7 2 0 0 1,247.6379
A_15 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,674 3 3 5 7.49% GLTPTGMLPSGVLSGGK 425 441 58.2 28.5 53.2 2 0 0 1,587.8415
B_15 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,674 2 2 3 5.18% IITEGASILR 64 73 45.9 25.9 31.1 1 0 0 1,072.6362
B_15 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,674 2 2 3 5.18% GLTPTGMLPSGVLSGGK 425 441 72.6 28.7 67.7 2 0 0 1,587.8415
H_13 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,690 3 3 5 7.49% IITEGASILR 64 73 47.2 26.1 34.8 2 0 0 1,072.6362
H_13 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,690 3 3 5 7.49% LFEVGGSPANTR 101 112 54.7 28.7 41.5 2 0 0 1,247.6379
H_13 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,690 3 3 5 7.49% GLTPTGMLPSGVLSGGK 425 441 23.8 28.4 23.1 1 0 0 1,587.8415
I_13 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,674 2 2 2 5.57% LFEVGGSPANTR 101 112 30.2 28.6 21.6 1 0 0 1,247.6379
I_13 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,674 2 2 2 5.57% GLTPTGMLPSGVLSGGK 425 441 27.8 28.7 19.4 1 0 0 1,587.8415
L_09 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,674 2 2 3 4.99% LFEVGGSPANTR 101 112 35.8 28.8 27.5 2 0 0 1,247.6379
L_09 Serine/threonine‐protein phosphatase 2B catalytic subunit alpha isoform PP2BA_HUMAN 58,674 2 2 3 4.99% DAMPSDANLNSINK 488 501 22.0 25.1 22.0 1 0 0 1,505.6902
A_22 Serine/threonine‐protein phosphatase 6 regulatory subunit 3 PP6R3_HUMAN 97,671 2 2 4 2.29% VLSILISR 127 134 24.5 25.0 24.5 2 0 0 900.5877
A_22 Serine/threonine‐protein phosphatase 6 regulatory subunit 3 PP6R3_HUMAN 97,671 2 2 4 2.29% GPNSALVQQLIK 475 486 22.4 25.0 11.8 2 0 0 1,267.7370
A_04 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 2 2 4 12.70% SPIAEAVFR 20 28 49.9 29.1 41.7 2 0 0 989.5414
A_04 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 2 2 4 12.70% IELLGSYDPQK 114 124 52.9 28.5 35.6 2 0 0 1,262.6629
B_04 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 2 2 3 14.60% LVTDQNISENWR 30 41 50.5 26.8 47.3 1 0 0 1,474.7285
B_04 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 2 2 3 14.60% IELLGSYDPQK 114 124 45.6 28.7 29.1 2 0 0 1,262.6629
D_07 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 3 3 4 20.90% SVLFVCLGNICR 8 19 39.0 27.4 35.5 1 0 0 1,437.7342
D_07 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 3 3 4 20.90% SPIAEAVFR 20 28 39.3 28.7 32.4 2 0 0 989.5414



D_07 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 3 3 4 20.90% LVTDQNISENWR 30 41 38.0 27.2 31.8 1 0 0 1,474.7285
F_06 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 2 2 4 12.70% SPIAEAVFR 20 28 32.8 28.3 26.2 2 0 0 989.5414
F_06 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 2 2 4 12.70% IELLGSYDPQK 114 124 53.2 28.7 41.8 2 0 0 1,262.6629
F_07 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 4 4 7 22.20% SPIAEAVFR 20 28 48.2 28.8 41.1 2 0 0 989.5414
F_07 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 4 4 7 22.20% SPIAEAVFRK 20 29 32.8 27.3 29.6 1 0 0 1,117.6364
F_07 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 4 4 7 22.20% LVTDQNISENWR 30 41 68.8 27.0 60.7 2 0 0 1,474.7285
F_07 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 4 4 7 22.20% AKIELLGSYDPQK 112 124 33.0 27.6 27.0 2 0 0 1,461.7950
H_04 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 2 2 4 12.70% SPIAEAVFR 20 28 36.7 28.3 30.3 2 0 0 989.5414
H_04 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 2 2 4 12.70% IELLGSYDPQK 114 124 49.3 28.7 31.8 2 0 0 1,262.6629
I_04 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 2 2 3 13.30% SPIAEAVFR 20 28 40.0 29.0 30.4 2 0 0 989.5414
I_04 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 2 2 3 13.30% LVTDQNISENWR 30 41 45.6 27.2 37.6 1 0 0 1,474.7285
L_03 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 2 2 4 12.70% SPIAEAVFR 20 28 53.7 28.7 45.1 2 0 0 989.5414
L_03 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 2 2 4 12.70% IELLGSYDPQK 114 124 36.7 28.8 25.7 2 0 0 1,262.6629
L_04 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 3 3 5 26.60% SVLFVCLGNICR 8 19 57.9 27.9 53.8 2 0 0 1,437.7342
L_04 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 3 3 5 26.60% LVTDQNISENWR 30 41 42.7 27.4 42.7 1 0 0 1,474.7285
L_04 Low molecular weight phosphotyrosine protein phosphatase PPAC_HUMAN 18,043 3 3 5 26.60% VDSAATSGYEIGNPPDYR 42 59 68.0 25.0 66.7 2 0 0 1,911.8720
F_13 Lysosomal acid phosphatase PPAL_HUMAN 48,303 3 3 6 6.15% FVTLLYR 35 41 24.8 25.6 14.6 2 0 0 911.5349
F_13 Lysosomal acid phosphatase PPAL_HUMAN 48,303 3 3 6 6.15% FPLGPCPR 154 161 35.9 25.4 23.9 2 0 0 943.4820
F_13 Lysosomal acid phosphatase PPAL_HUMAN 48,303 3 3 6 6.15% LQGGVLLAQIR 255 265 72.5 25.0 55.3 2 0 0 1,167.7210
G_13 Lysosomal acid phosphatase PPAL_HUMAN 48,303 2 2 4 4.49% FPLGPCPR 154 161 35.3 25.0 23.4 2 0 0 943.4820
G_13 Lysosomal acid phosphatase PPAL_HUMAN 48,303 2 2 4 4.49% LQGGVLLAQIR 255 265 53.9 25.0 38.7 2 0 0 1,167.7210
L_10 Prolyl endopeptidase PPCE_HUMAN 80,702 2 2 3 3.38% VLYVQDSLEGEAR 99 111 69.4 28.2 60.2 2 0 0 1,478.7486
L_10 Prolyl endopeptidase PPCE_HUMAN 80,702 2 2 3 3.38% FIATLQYIVGR 652 662 45.9 25.0 35.1 1 0 0 1,280.7362
L_11 Prolyl endopeptidase PPCE_HUMAN 80,702 2 2 3 3.38% VLYVQDSLEGEAR 99 111 65.3 28.2 58.2 2 0 0 1,478.7486
L_11 Prolyl endopeptidase PPCE_HUMAN 80,702 2 2 3 3.38% FIATLQYIVGR 652 662 38.5 25.0 28.3 1 0 0 1,280.7362
A_14 Lysosomal protective protein PPGB_HUMAN 54,468 2 2 3 5.42% DLECVTNLQEVAR 253 265 73.3 27.2 48.9 2 0 0 1,546.7531
A_14 Lysosomal protective protein PPGB_HUMAN 54,468 2 2 3 5.42% YGDSGEQIAGFVK 430 442 62.2 26.1 53.2 1 0 0 1,370.6588
B_14 Lysosomal protective protein PPGB_HUMAN 54,468 2 2 4 5.42% DLECVTNLQEVAR 253 265 82.4 27.2 72.0 2 0 0 1,546.7531
B_14 Lysosomal protective protein PPGB_HUMAN 54,468 2 2 4 5.42% YGDSGEQIAGFVK 430 442 69.2 25.9 60.4 2 0 0 1,370.6588
C_14 Lysosomal protective protein PPGB_HUMAN 54,468 2 2 4 5.42% DLECVTNLQEVAR 253 265 90.9 27.3 80.1 2 0 0 1,546.7531
C_14 Lysosomal protective protein PPGB_HUMAN 54,468 2 2 4 5.42% YGDSGEQIAGFVK 430 442 63.6 25.5 59.6 2 0 0 1,370.6588
F_07 Lysosomal protective protein PPGB_HUMAN 54,468 2 2 3 4.17% YGDSGEQIAGFVK 430 442 53.2 26.1 42.9 2 0 0 1,370.6588
F_07 Lysosomal protective protein PPGB_HUMAN 54,468 2 2 3 4.17% FLNKQPY 474 480 22.7 26.4 14.7 1 0 0 909.4829
F_15 Lysosomal protective protein PPGB_HUMAN 54,468 2 2 4 5.42% DLECVTNLQEVAR 253 265 86.4 26.9 69.5 2 0 0 1,546.7531
F_15 Lysosomal protective protein PPGB_HUMAN 54,468 2 2 4 5.42% YGDSGEQIAGFVK 430 442 55.5 26.1 46.2 2 0 0 1,370.6588
A_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% VSFELFADK 20 28 37.1 25.8 30.9 2 0 0 1,055.5408
A_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% FEDENFILK 83 91 36.0 26.2 0.0 2 0 0 1,154.5729
A_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% KITIADCGQLE 155 165 24.0 28.3 14.1 1 0 0 1,247.6303
A_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 12 23 43.60% VSFELFADK 20 28 49.0 25.8 41.4 2 0 0 1,055.5408
A_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 12 23 43.60% VSFELFADKVPK 20 31 56.6 26.4 47.5 2 2 0 1,379.7570
A_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 12 23 43.60% IIPGFMCQGGDFTR 56 69 32.8 25.6 31.7 2 0 0 1,614.7406
A_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 12 23 43.60% FEDENFILK 83 91 23.3 26.6 0.0 1 0 0 1,154.5729
A_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 12 23 43.60% TEWLDGKHVVFGK 119 131 28.6 28.0 19.2 0 2 0 1,515.7956
A_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 12 23 43.60% VKEGMNIVEAMER 132 144 30.4 26.7 25.2 2 4 0 1,537.7350
A_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 12 23 43.60% EGMNIVEAMER 134 144 40.3 25.0 36.4 4 0 0 1,294.5767
A_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 12 23 43.60% KITIADCGQLE 155 165 62.2 28.2 50.0 2 0 0 1,247.6303
A_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 4 20.60% VSFELFADK 20 28 39.2 25.8 38.6 1 0 0 1,055.5408
A_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 4 20.60% IIPGFMCQGGDFTR 56 69 26.8 25.5 23.4 1 0 0 1,614.7406
A_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 4 20.60% KITIADCGQLE 155 165 47.6 28.2 33.5 2 0 0 1,247.6303
A_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 6 17.60% VSFELFADK 20 28 46.2 25.0 37.1 2 0 0 1,055.5408
A_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 6 17.60% FEDENFILK 83 91 42.1 26.6 0.0 2 0 0 1,154.5729
A_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 6 17.60% KITIADCGQLE 155 165 45.8 28.2 27.1 2 0 0 1,247.6303
A_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 3 12.10% VSFELFADK 20 28 38.2 26.1 29.8 2 0 0 1,055.5408
A_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 3 12.10% KITIADCGQLE 155 165 31.6 28.2 21.2 1 0 0 1,247.6303
A_10 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 2 10.90% VSFELFADK 20 28 23.1 25.9 19.4 1 0 0 1,055.5408
A_10 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 2 10.90% FEDENFILK 83 91 23.3 26.7 0.0 1 0 0 1,154.5729
B_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 6 24.20% VSFELFADK 20 28 30.5 25.8 24.0 2 0 0 1,055.5408
B_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 6 24.20% FEDENFILK 83 91 38.3 26.2 0.0 1 0 0 1,154.5729
B_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 6 24.20% EGMNIVEAMER 134 144 26.6 25.0 26.6 1 0 0 1,310.5716
B_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 6 24.20% KITIADCGQLE 155 165 68.7 27.6 55.0 2 0 0 1,247.6303
B_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 16 35.80% VSFELFADK 20 28 45.5 25.8 34.2 2 0 0 1,055.5408
B_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 16 35.80% VSFELFADKVPK 20 31 50.8 26.4 36.9 2 1 0 1,379.7570
B_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 16 35.80% IIPGFMCQGGDFTR 56 69 37.9 25.3 31.7 2 0 0 1,614.7406
B_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 16 35.80% FEDENFILK 83 91 42.4 26.2 0.0 2 0 0 1,154.5729
B_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 16 35.80% VKEGMNIVEAMER 132 144 34.4 26.8 33.7 1 0 0 1,537.7350
B_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 16 35.80% EGMNIVEAMER 134 144 30.7 25.0 23.9 3 0 0 1,294.5767
B_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 16 35.80% KITIADCGQLE 155 165 70.0 28.2 53.9 2 0 0 1,247.6303
B_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 16 35.80% ITIADCGQLE 156 165 33.8 25.7 21.0 1 0 0 1,119.5353
B_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% VSFELFADK 20 28 48.4 25.8 43.1 2 0 0 1,055.5408
B_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% KITIADCGQLE 155 165 54.1 28.2 41.8 2 0 0 1,247.6303
B_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% VSFELFADK 20 28 25.3 25.8 25.3 1 0 0 1,055.5408
B_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% FEDENFILK 83 91 40.2 26.2 0.0 2 0 0 1,154.5729
B_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% KITIADCGQLE 155 165 57.6 28.2 45.8 2 0 0 1,247.6303
B_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 3 10.90% VSFELFADK 20 28 50.3 25.8 44.2 2 0 0 1,055.5408
B_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 3 10.90% FEDENFILK 83 91 28.1 26.2 0.0 1 0 0 1,154.5729
C_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 5 8 25.50% VSFELFADK 20 28 28.6 25.0 28.6 2 0 0 1,055.5408
C_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 5 8 25.50% FEDENFILK 83 91 51.1 26.6 0.0 2 0 0 1,154.5729
C_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 5 8 25.50% VKEGMNIVEAMER 132 144 25.4 26.7 17.6 1 1 0 1,537.7350
C_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 5 8 25.50% KITIADCGQLE 155 165 51.8 27.6 40.6 2 0 0 1,247.6303
C_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 11 25.50% VSFELFADK 20 28 52.5 25.8 48.1 2 0 0 1,055.5408
C_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 11 25.50% FEDENFILK 83 91 30.4 26.8 0.0 2 0 0 1,154.5729
C_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 11 25.50% VKEGMNIVEAMER 132 144 16.4 26.4 10.3 0 1 0 1,537.7350
C_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 11 25.50% EGMNIVEAMER 134 144 30.8 25.0 30.1 2 0 0 1,310.5716
C_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 11 25.50% KITIADCGQLE 155 165 71.7 27.6 57.0 2 0 0 1,247.6303
C_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 11 25.50% ITIADCGQLE 156 165 51.0 25.7 46.3 2 0 0 1,119.5353
C_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% VSFELFADK 20 28 26.2 25.8 20.2 2 0 0 1,055.5408
C_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% FEDENFILK 83 91 30.7 26.2 0.0 1 0 0 1,154.5729
C_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% KITIADCGQLE 155 165 50.8 28.2 41.6 2 0 0 1,247.6303
C_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% FEDENFILK 83 91 29.3 26.2 0.0 2 0 0 1,154.5729
C_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% KITIADCGQLE 155 165 47.2 27.6 34.0 2 0 0 1,247.6303
D_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 27.90% VSFELFADK 20 28 55.9 26.0 45.7 2 0 0 1,055.5408
D_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 27.90% VSFELFADKVPK 20 31 46.2 26.1 39.9 2 0 0 1,379.7570
D_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 27.90% IIPGFMCQGGDFTR 56 69 25.7 25.3 22.5 1 0 0 1,614.7406
D_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 27.90% FEDENFILK 83 91 26.5 26.1 0.0 1 0 0 1,154.5729
D_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 27.90% KITIADCGQLE 155 165 72.4 27.6 57.4 2 0 0 1,247.6303
D_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 27.90% ITIADCGQLE 156 165 41.6 26.3 30.9 2 0 0 1,119.5353
D_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 11 15 29 66.70% VNPTVFFDIAVDGEPLGR 2 19 81.4 28.1 71.3 2 2 0 1,946.0020
D_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 11 15 29 66.70% VSFELFADK 20 28 62.3 26.0 53.8 2 0 0 1,055.5408
D_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 11 15 29 66.70% VSFELFADKVPK 20 31 56.2 26.6 49.0 2 0 0 1,379.7570
D_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 11 15 29 66.70% IIPGFMCQGGDFTR 56 69 60.5 26.0 54.5 2 0 0 1,598.7457
D_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 11 15 29 66.70% SIYGEKFEDENFILK 77 91 74.3 27.3 0.0 2 2 0 1,831.9114
D_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 11 15 29 66.70% FEDENFILK 83 91 54.5 26.3 0.0 2 0 0 1,154.5729
D_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 11 15 29 66.70% HTGPGILSMANAGPNTNGSQFFICTAK 92 118 61.7 26.0 61.7 0 2 0 2,807.3242
D_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 11 15 29 66.70% VKEGMNIVEAMER 132 144 25.4 26.3 19.2 2 2 0 1,537.7350
D_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 11 15 29 66.70% EGMNIVEAMER 134 144 39.3 25.0 30.9 3 0 0 1,294.5767
D_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 11 15 29 66.70% KITIADCGQLE 155 165 59.3 27.6 43.1 2 0 0 1,247.6303
D_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 11 15 29 66.70% ITIADCGQLE 156 165 42.6 25.7 36.2 2 0 0 1,119.5353
D_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 6 26.10% VSFELFADK 20 28 36.2 26.1 33.2 2 0 0 1,055.5408
D_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 6 26.10% IIPGFMCQGGDFTR 56 69 22.8 25.0 18.3 1 0 0 1,614.7406
D_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 6 26.10% FEDENFILK 83 91 22.6 26.1 0.0 1 0 0 1,154.5729
D_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 6 26.10% KITIADCGQLE 155 165 37.1 27.5 26.6 2 0 0 1,247.6303
E_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 27.90% VSFELFADK 20 28 58.4 26.5 47.3 2 0 0 1,055.5408



E_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 27.90% VSFELFADKVPK 20 31 38.1 26.1 38.1 2 0 0 1,379.7570
E_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 27.90% IIPGFMCQGGDFTR 56 69 46.6 25.0 41.3 1 0 0 1,614.7406
E_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 27.90% FEDENFILK 83 91 24.7 26.4 0.0 1 0 0 1,154.5729
E_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 27.90% KITIADCGQLE 155 165 51.9 27.4 39.2 2 0 0 1,247.6303
E_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 27.90% ITIADCGQLE 156 165 53.7 26.3 42.2 2 0 0 1,119.5353
E_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 38.80% VNPTVFFDIAVDGEPLGR 2 19 41.7 28.0 36.7 0 1 0 1,946.0020
E_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 38.80% VSFELFADK 20 28 62.2 26.1 55.9 2 0 0 1,055.5408
E_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 38.80% VSFELFADKVPK 20 31 43.1 26.8 34.1 2 0 0 1,379.7570
E_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 38.80% IIPGFMCQGGDFTR 56 69 34.3 25.0 30.9 2 0 0 1,614.7406
E_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 38.80% FEDENFILK 83 91 33.6 26.6 0.0 2 0 0 1,154.5729
E_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 38.80% KITIADCGQLE 155 165 68.0 27.6 52.5 2 0 0 1,247.6303
E_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 38.80% ITIADCGQLE 156 165 45.1 25.7 35.5 2 0 0 1,119.5353
F_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% FEDENFILK 83 91 33.3 26.6 0.0 2 0 0 1,154.5729
F_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% KITIADCGQLE 155 165 49.7 28.3 42.5 2 0 0 1,247.6303
F_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% FEDENFILK 83 91 41.3 26.6 0.0 2 0 0 1,154.5729
F_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% KITIADCGQLE 155 165 47.8 28.3 37.2 2 0 0 1,247.6303
F_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% FEDENFILK 83 91 23.7 26.8 0.0 2 0 0 1,154.5729
F_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% KITIADCGQLE 155 165 65.5 28.3 54.5 2 0 0 1,247.6303
F_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 4 13.30% FEDENFILK 83 91 38.8 26.6 0.0 2 0 0 1,154.5729
F_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 4 13.30% VKEGMNIVEAMER 132 144 25.4 27.2 23.1 0 1 0 1,521.7401
F_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 4 13.30% EGMNIVEAMER 134 144 25.8 25.0 23.6 1 0 0 1,294.5767
F_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 10 12 24 46.70% VSFELFADK 20 28 52.9 25.8 44.4 2 0 0 1,055.5408
F_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 10 12 24 46.70% VSFELFADKVPK 20 31 23.1 26.4 23.1 1 0 0 1,379.7570
F_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 10 12 24 46.70% TAENFRALSTGEK 32 44 23.3 27.9 2.1 1 0 0 1,423.7176
F_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 10 12 24 46.70% ALSTGEKGFGYK 38 49 23.2 27.6 20.9 1 0 0 1,257.6475
F_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 10 12 24 46.70% IIPGFMCQGGDFTR 56 69 41.8 25.5 37.5 2 0 0 1,614.7406
F_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 10 12 24 46.70% FEDENFILK 83 91 27.5 26.8 0.0 1 0 0 1,154.5729
F_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 10 12 24 46.70% VKEGMNIVEAMER 132 144 81.9 27.5 68.5 4 3 0 1,521.7401
F_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 10 12 24 46.70% EGMNIVEAMER 134 144 40.5 25.0 37.1 3 0 0 1,294.5767
F_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 10 12 24 46.70% KITIADCGQLE 155 165 73.7 28.1 57.4 4 0 0 1,247.6303
F_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 10 12 24 46.70% ITIADCGQLE 156 165 51.6 25.7 47.2 2 0 0 1,119.5353
F_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 6 11 20.00% VSFELFADK 20 28 61.3 25.8 49.5 2 0 0 1,055.5408
F_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 6 11 20.00% VKEGMNIVEAMER 132 144 29.4 27.5 25.7 1 3 0 1,521.7401
F_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 6 11 20.00% EGMNIVEAMER 134 144 55.7 25.0 48.5 4 0 0 1,294.5767
F_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 6 11 20.00% KITIADCGQLE 155 165 29.9 28.2 18.9 1 0 0 1,247.6303
F_09 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 3 12.10% VSFELFADK 20 28 43.4 25.0 32.4 2 0 0 1,055.5408
F_09 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 3 12.10% EGMNIVEAMER 134 144 28.1 25.0 18.2 1 0 0 1,278.5817
F_10 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 3 10.90% VSFELFADK 20 28 29.5 25.8 23.2 1 0 0 1,055.5408
F_10 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 3 10.90% FEDENFILK 83 91 40.6 26.6 0.0 2 0 0 1,154.5729
F_11 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% VSFELFADK 20 28 39.1 25.8 36.2 1 0 0 1,055.5408
F_11 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% FEDENFILK 83 91 43.2 26.7 0.0 2 0 0 1,154.5729
F_11 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% KITIADCGQLE 155 165 56.1 28.2 39.7 2 0 0 1,247.6303
F_13 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% VSFELFADK 20 28 48.4 25.8 45.5 2 0 0 1,055.5408
F_13 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% FEDENFILK 83 91 40.5 26.2 0.0 2 0 0 1,154.5729
F_13 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% KITIADCGQLE 155 165 44.8 27.6 32.5 1 0 0 1,247.6303
F_14 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 3 10.90% VSFELFADK 20 28 35.1 25.8 34.5 2 0 0 1,055.5408
F_14 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 3 10.90% FEDENFILK 83 91 36.9 25.8 0.0 1 0 0 1,154.5729
F_15 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% VSFELFADK 20 28 27.9 25.8 24.8 2 0 0 1,055.5408
F_15 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% FEDENFILK 83 91 28.3 26.6 0.0 2 0 0 1,154.5729
F_15 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 5 17.60% KITIADCGQLE 155 165 30.4 27.6 21.6 1 0 0 1,247.6303
G_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 2 12.10% FEDENFILK 83 91 22.9 26.4 0.0 1 0 0 1,154.5729
G_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 2 12.10% KITIADCGQLE 155 165 47.8 28.3 37.6 1 0 0 1,247.6303
G_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 2 11.50% FEDENFILK 83 91 20.2 26.4 0.0 1 0 0 1,154.5729
G_06 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 2 11.50% ITIADCGQLE 156 165 23.8 26.6 18.7 1 0 0 1,119.5353
G_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 16 33.30% VSFELFADK 20 28 28.2 26.2 23.6 1 0 0 1,055.5408
G_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 16 33.30% TAENFRALSTGEK 32 44 32.3 28.1 24.1 0 1 0 1,423.7176
G_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 16 33.30% FEDENFILK 83 91 47.4 26.4 0.0 2 0 0 1,154.5729
G_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 16 33.30% VKEGMNIVEAMER 132 144 58.5 28.0 51.9 4 0 0 1,521.7401
G_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 16 33.30% EGMNIVEAMER 134 144 50.3 25.0 40.6 4 0 0 1,294.5767
G_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 16 33.30% KITIADCGQLE 155 165 80.7 28.3 65.9 2 0 0 1,247.6303
G_07 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 16 33.30% ITIADCGQLE 156 165 47.4 26.6 40.4 2 0 0 1,119.5353
G_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 5 24.20% VSFELFADK 20 28 28.9 26.2 25.3 1 0 0 1,055.5408
G_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 5 24.20% FEDENFILK 83 91 31.0 26.4 0.0 1 0 0 1,154.5729
G_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 5 24.20% EGMNIVEAMER 134 144 30.6 25.3 29.0 1 0 0 1,278.5817
G_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 5 24.20% KITIADCGQLE 155 165 53.6 28.3 38.6 2 0 0 1,247.6303
H_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 5 10 26.10% VSFELFADK 20 28 58.3 25.8 50.7 2 0 0 1,055.5408
H_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 5 10 26.10% IIPGFMCQGGDFTR 56 69 43.4 25.6 41.4 4 0 0 1,614.7406
H_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 5 10 26.10% FEDENFILK 83 91 35.5 25.8 0.0 2 0 0 1,154.5729
H_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 5 10 26.10% EGMNIVEAMER 134 144 39.2 25.0 38.2 2 0 0 1,278.5817
H_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% VSFELFADK 20 28 35.5 25.9 29.4 2 0 0 1,055.5408
H_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% KITIADCGQLE 155 165 61.7 28.2 49.7 2 0 0 1,247.6303
I_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 4 20.60% VSFELFADKVPK 20 31 26.1 27.4 21.4 1 0 0 1,379.7570
I_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 4 20.60% EGMNIVEAMER 134 144 29.7 25.4 29.7 1 0 0 1,278.5817
I_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 4 20.60% KITIADCGQLE 155 165 69.8 28.3 50.7 2 0 0 1,247.6303
I_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% FEDENFILK 83 91 54.3 26.6 0.0 2 0 0 1,154.5729
I_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% KITIADCGQLE 155 165 46.6 28.3 32.6 2 0 0 1,247.6303
J_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 7 17.60% VSFELFADK 20 28 30.7 26.2 25.4 2 0 0 1,055.5408
J_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 7 17.60% FEDENFILK 83 91 29.6 26.2 0.0 2 0 0 1,154.5729
J_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 7 17.60% KITIADCGQLE 155 165 38.2 28.3 28.4 2 0 0 1,247.6303
J_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 7 17.60% ITIADCGQLE 156 165 24.8 26.3 16.5 1 0 0 1,119.5353
K_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 5 5 10 27.90% VSFELFADK 20 28 43.7 25.0 27.0 2 0 0 1,055.5408
K_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 5 5 10 27.90% VSFELFADKVPK 20 31 51.8 26.9 44.0 2 0 0 1,379.7570
K_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 5 5 10 27.90% IIPGFMCQGGDFTR 56 69 37.8 25.3 33.2 2 0 0 1,614.7406
K_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 5 5 10 27.90% FEDENFILK 83 91 42.4 26.6 0.0 2 0 0 1,154.5729
K_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 5 5 10 27.90% KITIADCGQLE 155 165 73.6 28.3 60.2 2 0 0 1,247.6303
K_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 6 17.60% VSFELFADK 20 28 35.3 25.0 30.4 2 0 0 1,055.5408
K_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 6 17.60% FEDENFILK 83 91 42.9 25.8 0.0 2 0 0 1,154.5729
K_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 3 3 6 17.60% KITIADCGQLE 155 165 50.2 28.3 40.1 2 0 0 1,247.6303
L_02 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 5 9 27.90% VSFELFADKVPK 20 31 45.6 27.5 40.0 2 1 0 1,379.7570
L_02 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 5 9 27.90% IIPGFMCQGGDFTR 56 69 23.5 26.1 20.3 2 0 0 1,614.7406
L_02 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 5 9 27.90% FEDENFILK 83 91 30.7 26.4 0.0 2 0 0 1,154.5729
L_02 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 5 9 27.90% KITIADCGQLE 155 165 51.8 28.3 39.6 2 0 0 1,247.6303
L_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 15 43.00% VSFELFADK 20 28 39.8 26.1 36.8 2 0 0 1,055.5408
L_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 15 43.00% VSFELFADKVPK 20 31 64.5 27.5 45.0 2 1 0 1,379.7570
L_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 15 43.00% IIPGFMCQGGDFTR 56 69 50.0 26.1 48.0 2 0 0 1,614.7406
L_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 15 43.00% FEDENFILK 83 91 33.4 26.4 0.0 1 0 0 1,154.5729
L_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 15 43.00% TEWLDGKHVVFGK 119 131 34.4 28.5 24.1 1 0 0 1,515.7956
L_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 15 43.00% VKEGMNIVEAMER 132 144 33.4 28.0 32.6 1 2 0 1,521.7401
L_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 15 43.00% EGMNIVEAMER 134 144 41.1 25.0 38.9 1 0 0 1,294.5767
L_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 10 15 43.00% ITIADCGQLE 156 165 42.1 26.3 34.3 2 0 0 1,119.5353
L_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 9 10 19 54.50% VSFELFADKVPK 20 31 59.1 27.5 46.5 2 0 0 1,379.7570
L_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 9 10 19 54.50% ALSTGEKGFGYK 38 49 23.0 27.6 15.0 1 0 0 1,257.6475
L_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 9 10 19 54.50% IIPGFMCQGGDFTR 56 69 55.8 26.7 52.5 2 0 0 1,598.7457
L_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 9 10 19 54.50% SIYGEKFEDENFILK 77 91 57.9 27.8 0.0 2 0 0 1,831.9114
L_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 9 10 19 54.50% FEDENFILK 83 91 36.0 26.4 0.0 2 0 0 1,154.5729
L_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 9 10 19 54.50% TEWLDGKHVVFGK 119 131 50.3 28.5 39.0 2 0 0 1,515.7956
L_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 9 10 19 54.50% VKEGMNIVEAMER 132 144 39.7 26.7 30.6 2 2 0 1,537.7350
L_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 9 10 19 54.50% EGMNIVEAMER 134 144 27.3 25.0 27.3 3 0 0 1,310.5716
L_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 9 10 19 54.50% KITIADCGQLE 155 165 65.2 28.0 51.7 1 0 0 1,247.6303
L_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 2 12.70% VSFELFADKVPK 20 31 39.7 27.5 31.7 1 0 0 1,379.7570
L_05 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 2 12.70% FEDENFILK 83 91 31.9 26.5 0.0 1 0 0 1,154.5729
L_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 2 10.90% VSFELFADK 20 28 21.9 26.1 14.8 1 0 0 1,055.5408



L_08 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 2 10.90% FEDENFILK 83 91 20.9 26.5 0.0 1 0 0 1,154.5729
L_10 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% FEDENFILK 83 91 27.0 26.4 0.0 2 0 0 1,154.5729
L_10 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 2 2 4 12.10% KITIADCGQLE 155 165 64.0 28.3 50.7 2 0 0 1,247.6303
M_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 28.50% IIPGFMCQGGDFTR 56 69 29.1 26.1 26.5 1 0 0 1,614.7406
M_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 28.50% FEDENFILK 83 91 36.4 25.8 0.0 2 0 0 1,154.5729
M_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 28.50% VKEGMNIVEAMER 132 144 29.5 26.8 27.9 2 0 0 1,537.7350
M_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 28.50% EGMNIVEAMER 134 144 29.0 25.0 27.0 1 0 0 1,294.5767
M_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 28.50% KITIADCGQLE 155 165 35.7 28.3 23.7 2 0 0 1,247.6303
M_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 6 10 28.50% ITIADCGQLE 156 165 47.1 26.6 36.3 2 0 0 1,119.5353
M_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 33.90% VSFELFADK 20 28 48.3 26.1 41.1 2 0 0 1,055.5408
M_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 33.90% IIPGFMCQGGDFTR 56 69 26.8 25.8 23.8 2 0 0 1,614.7406
M_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 33.90% FEDENFILK 83 91 34.2 25.8 0.0 2 0 0 1,154.5729
M_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 33.90% VKEGMNIVEAMER 132 144 23.9 27.0 18.1 1 0 0 1,537.7350
M_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 33.90% EGMNIVEAMER 134 144 29.8 25.0 26.2 2 0 0 1,310.5716
M_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 33.90% KITIADCGQLE 155 165 52.9 28.3 39.5 2 0 0 1,247.6303
M_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 13 33.90% ITIADCGQLE 156 165 40.4 26.6 32.1 2 0 0 1,119.5353
N_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 7 12 35.80% VSFELFADKVPK 20 31 37.2 27.5 34.8 2 2 0 1,379.7570
N_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 7 12 35.80% IIPGFMCQGGDFTR 56 69 24.4 26.1 14.4 2 0 0 1,614.7406
N_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 7 12 35.80% FEDENFILK 83 91 35.9 25.9 0.0 1 0 0 1,154.5729
N_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 7 12 35.80% VKEGMNIVEAMER 132 144 26.0 27.1 17.0 0 1 0 1,537.7350
N_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 7 12 35.80% KITIADCGQLE 155 165 66.2 28.6 50.5 2 0 0 1,247.6303
N_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 7 12 35.80% ITIADCGQLE 156 165 41.9 26.3 29.9 2 0 0 1,119.5353
N_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 11 35.80% VSFELFADKVPK 20 31 57.3 27.2 43.6 2 0 0 1,379.7570
N_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 11 35.80% IIPGFMCQGGDFTR 56 69 46.3 26.0 42.3 2 0 0 1,614.7406
N_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 11 35.80% FEDENFILK 83 91 35.1 25.9 0.0 2 0 0 1,154.5729
N_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 11 35.80% VKEGMNIVEAMER 132 144 25.8 28.0 25.8 0 1 0 1,521.7401
N_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 11 35.80% EGMNIVEAMER 134 144 24.0 25.0 17.9 2 0 0 1,310.5716
N_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 11 35.80% KITIADCGQLE 155 165 68.5 28.3 55.1 1 0 0 1,247.6303
N_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 7 11 35.80% ITIADCGQLE 156 165 35.9 26.3 24.7 1 0 0 1,119.5353
O_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 5 6 10 27.30% VSFELFADK 20 28 38.0 26.3 31.4 2 0 0 1,055.5408
O_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 5 6 10 27.30% VSFELFADKVPK 20 31 48.5 27.5 31.1 2 1 0 1,379.7570
O_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 5 6 10 27.30% IIPGFMCQGGDFTR 56 69 27.9 26.1 22.7 1 0 0 1,614.7406
O_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 5 6 10 27.30% FEDENFILK 83 91 40.6 26.4 0.0 2 0 0 1,154.5729
O_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 5 6 10 27.30% ITIADCGQLE 156 165 39.4 26.5 30.8 2 0 0 1,119.5353
O_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 9 16 43.60% VSFELFADK 20 28 39.3 26.2 38.0 2 0 0 1,055.5408
O_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 9 16 43.60% VSFELFADKVPK 20 31 43.8 26.9 35.7 2 0 0 1,379.7570
O_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 9 16 43.60% IIPGFMCQGGDFTR 56 69 42.2 26.5 33.2 4 0 0 1,598.7457
O_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 9 16 43.60% FEDENFILK 83 91 31.4 26.4 0.0 2 0 0 1,154.5729
O_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 9 16 43.60% TEWLDGKHVVFGK 119 131 30.5 28.2 14.6 0 1 0 1,515.7956
O_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 9 16 43.60% VKEGMNIVEAMER 132 144 28.5 27.9 15.2 0 1 0 1,537.7350
O_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 9 16 43.60% KITIADCGQLE 155 165 66.2 28.3 55.8 2 0 0 1,247.6303
O_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 8 9 16 43.60% ITIADCGQLE 156 165 46.2 26.6 34.7 2 0 0 1,119.5353
P_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 8 27.30% IIPGFMCQGGDFTR 56 69 26.0 26.1 22.6 2 0 0 1,614.7406
P_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 8 27.30% FEDENFILK 83 91 41.8 26.2 0.0 2 0 0 1,154.5729
P_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 8 27.30% EGMNIVEAMER 134 144 19.5 25.0 19.5 2 0 0 1,310.5716
P_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 4 4 8 27.30% KITIADCGQLE 155 165 63.8 28.6 50.9 2 0 0 1,247.6303
P_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 7 13 35.80% VSFELFADKVPK 20 31 50.8 27.4 43.6 2 0 0 1,379.7570
P_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 7 13 35.80% IIPGFMCQGGDFTR 56 69 50.2 26.1 43.5 2 0 0 1,614.7406
P_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 7 13 35.80% FEDENFILK 83 91 34.4 26.2 0.0 1 0 0 1,154.5729
P_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 7 13 35.80% VKEGMNIVEAMER 132 144 34.8 28.0 28.2 1 4 0 1,521.7401
P_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 7 13 35.80% EGMNIVEAMER 134 144 22.8 25.0 22.8 1 0 0 1,310.5716
P_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 7 13 35.80% KITIADCGQLE 155 165 55.3 28.2 45.3 2 0 0 1,247.6303
Q_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 8 15 35.20% VSFELFADKVPK 20 31 47.0 27.3 39.0 2 1 0 1,379.7570
Q_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 8 15 35.20% IIPGFMCQGGDFTR 56 69 41.3 26.1 37.0 2 0 0 1,614.7406
Q_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 8 15 35.20% FEDENFILK 83 91 34.9 26.3 0.0 2 0 0 1,154.5729
Q_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 8 15 35.20% VKEGMNIVEAMER 132 144 33.0 27.8 28.3 2 2 0 1,537.7350
Q_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 8 15 35.20% EGMNIVEAMER 134 144 38.3 25.0 36.4 2 0 0 1,294.5767
Q_03 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 6 8 15 35.20% ITIADCGQLE 156 165 35.2 26.3 27.3 2 0 0 1,119.5353
Q_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 8 17 35.20% VSFELFADKVPK 20 31 61.3 27.5 42.7 2 0 0 1,379.7570
Q_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 8 17 35.20% FEDENFILK 83 91 32.2 26.4 0.0 2 0 0 1,154.5729
Q_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 8 17 35.20% TEWLDGKHVVFGK 119 131 46.6 28.8 36.3 2 1 0 1,515.7956
Q_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 8 17 35.20% VKEGMNIVEAMER 132 144 28.4 27.1 26.2 0 2 0 1,537.7350
Q_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 8 17 35.20% EGMNIVEAMER 134 144 33.9 25.0 33.4 4 0 0 1,294.5767
Q_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 8 17 35.20% KITIADCGQLE 155 165 53.1 28.0 40.3 2 0 0 1,247.6303
Q_04 Peptidyl‐prolyl cis‐trans isomerase A PPIA_HUMAN 18,013 7 8 17 35.20% ITIADCGQLE 156 165 57.0 26.2 51.2 2 0 0 1,119.5353
A_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 43.2 27.7 39.7 2 0 0 1,364.7057
A_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 59.3 26.7 49.2 2 0 0 1,457.7272
A_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 37.50% TVDNFVALATGEK 72 84 32.6 27.6 21.3 0 2 0 1,364.7057
A_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 37.50% DFMIQGGDFTR 99 109 35.2 25.0 26.3 2 0 0 1,286.5836
A_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 37.50% HYGPGWVSMANAGK 132 145 51.0 25.0 50.7 2 1 0 1,490.6846
A_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 37.50% DTNGSQFFITTVK 146 158 60.7 26.7 48.7 2 2 0 1,457.7272
A_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 37.50% VLEGMEVVR 172 180 55.5 28.5 37.2 1 0 0 1,031.5554
A_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 37.50% DVIIADCGK 196 204 33.3 27.8 25.9 2 0 0 990.4927
A_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 37.50% IEVEKPFAIAKE 205 216 46.0 28.4 28.0 2 2 0 1,373.7676
A_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 14 27 42.10% TVDNFVALATGEK 72 84 82.0 27.6 71.6 3 0 0 1,364.7057
A_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 14 27 42.10% VIKDFMIQGGDFTR 96 109 58.8 27.3 50.0 0 2 0 1,642.8261
A_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 14 27 42.10% DFMIQGGDFTR 99 109 46.4 25.0 32.7 4 0 0 1,302.5786
A_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 14 27 42.10% LKHYGPGWVSMANAGK 130 145 33.7 27.7 23.3 1 0 0 1,731.8637
A_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 14 27 42.10% HYGPGWVSMANAGK 132 145 75.0 25.0 67.8 2 2 0 1,490.6846
A_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 14 27 42.10% DTNGSQFFITTVK 146 158 64.0 26.6 55.0 2 2 0 1,457.7272
A_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 14 27 42.10% VLEGMEVVR 172 180 25.9 28.3 19.5 2 0 0 1,047.5504
A_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 14 27 42.10% DKPLKDVIIADCGK 191 204 50.5 28.1 42.6 2 2 0 1,571.8466
A_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 14 27 42.10% DVIIADCGK 196 204 28.5 27.7 20.8 1 0 0 990.4927
A_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 14 27 42.10% IEVEKPFAIAKE 205 216 48.9 28.1 22.5 2 0 0 1,373.7676
A_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 6 10 28.70% TVDNFVALATGEK 72 84 59.3 27.6 54.5 2 0 0 1,364.7057
A_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 6 10 28.70% DFMIQGGDFTR 99 109 25.9 25.0 22.4 1 0 0 1,302.5786
A_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 6 10 28.70% HYGPGWVSMANAGK 132 145 48.0 25.0 43.4 1 2 0 1,490.6846
A_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 6 10 28.70% DTNGSQFFITTVK 146 158 60.0 26.8 53.3 2 0 0 1,457.7272
A_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 6 10 28.70% IEVEKPFAIAK 205 215 38.7 25.9 29.0 2 0 0 1,244.7250
A_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 5 7 22.70% TVDNFVALATGEK 72 84 54.6 27.7 49.1 2 0 0 1,364.7057
A_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 5 7 22.70% DFMIQGGDFTR 99 109 24.1 25.0 23.1 1 0 0 1,302.5786
A_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 5 7 22.70% DTNGSQFFITTVK 146 158 69.8 26.8 58.9 2 0 0 1,457.7272
A_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 5 7 22.70% IEVEKPFAIAKE 205 216 35.0 27.7 29.0 1 1 0 1,373.7676
A_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 61.4 27.6 51.2 2 0 0 1,364.7057
A_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 48.5 26.7 39.6 2 0 0 1,457.7272
A_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 3 3 5 17.10% TVDNFVALATGEK 72 84 61.9 27.7 47.2 2 0 0 1,364.7057
A_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 3 3 5 17.10% DFMIQGGDFTR 99 109 25.6 25.0 16.7 1 0 0 1,302.5786
A_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 3 3 5 17.10% DTNGSQFFITTVK 146 158 62.1 26.6 53.3 2 0 0 1,457.7272
B_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 3 3 4 17.10% TVDNFVALATGEK 72 84 47.1 27.7 36.3 1 0 0 1,364.7057
B_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 3 3 4 17.10% DFMIQGGDFTR 99 109 29.0 25.0 7.4 1 0 0 1,302.5786
B_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 3 3 4 17.10% DTNGSQFFITTVK 146 158 62.4 26.9 54.8 2 0 0 1,457.7272
B_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 6 9 26.90% DFMIQGGDFTR 99 109 40.8 25.0 33.6 3 0 0 1,302.5786
B_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 6 9 26.90% HYGPGWVSMANAGK 132 145 26.6 25.0 26.6 2 0 0 1,490.6846
B_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 6 9 26.90% DTNGSQFFITTVK 146 158 59.3 26.7 48.3 2 0 0 1,457.7272
B_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 6 9 26.90% VLEGMEVVR 172 180 36.9 28.4 17.9 1 0 0 1,031.5554
B_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 6 9 26.90% IEVEKPFAIAK 205 215 42.8 25.9 26.9 1 0 0 1,244.7250
B_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 16 33 48.10% TVDNFVALATGEK 72 84 70.9 27.6 59.5 4 0 0 1,364.7057
B_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 16 33 48.10% VIKDFMIQGGDFTR 96 109 35.0 27.3 27.9 0 2 0 1,642.8261
B_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 16 33 48.10% DFMIQGGDFTR 99 109 45.9 25.0 37.6 4 0 0 1,302.5786
B_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 16 33 48.10% LKHYGPGWVSMANAGK 130 145 51.5 27.5 38.4 2 2 0 1,731.8637
B_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 16 33 48.10% HYGPGWVSMANAGK 132 145 79.0 25.0 73.5 2 2 0 1,490.6846
B_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 16 33 48.10% DTNGSQFFITTVK 146 158 54.5 26.6 33.9 2 2 0 1,457.7272



B_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 16 33 48.10% TAWLDGKHVVFGK 159 171 23.4 27.8 15.3 0 1 0 1,457.7901
B_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 16 33 48.10% VLEGMEVVR 172 180 30.2 28.2 22.5 2 0 0 1,047.5504
B_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 16 33 48.10% DKPLKDVIIADCGK 191 204 63.5 27.7 58.2 2 2 0 1,571.8466
B_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 10 16 33 48.10% IEVEKPFAIAKE 205 216 73.1 28.1 48.3 2 2 0 1,373.7676
B_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 8 22.20% TVDNFVALATGEK 72 84 63.5 28.0 55.9 2 0 0 1,364.7057
B_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 8 22.20% DFMIQGGDFTR 99 109 45.9 25.0 30.4 2 0 0 1,302.5786
B_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 8 22.20% DTNGSQFFITTVK 146 158 63.4 26.6 47.8 2 0 0 1,457.7272
B_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 8 22.20% IEVEKPFAIAK 205 215 37.5 25.9 25.5 2 0 0 1,244.7250
B_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 63.3 27.6 53.7 2 0 0 1,364.7057
B_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 57.9 26.8 49.4 2 0 0 1,457.7272
B_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 58.9 27.6 52.5 2 0 0 1,364.7057
B_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 59.9 26.6 46.9 2 0 0 1,457.7272
B_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% TVDNFVALATGEK 72 84 76.0 27.6 62.5 2 0 0 1,364.7057
B_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% DTNGSQFFITTVK 146 158 38.4 26.6 29.5 1 0 0 1,457.7272
C_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% TVDNFVALATGEK 72 84 58.2 27.6 53.3 1 0 0 1,364.7057
C_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% DTNGSQFFITTVK 146 158 49.9 26.7 36.6 2 0 0 1,457.7272
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% TVDNFVALATGEK 72 84 51.3 28.1 43.0 2 2 0 1,364.7057
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% VIKDFMIQGGDFTR 96 109 41.0 27.5 26.3 2 2 0 1,642.8261
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% DFMIQGGDFTR 99 109 48.1 25.0 38.7 4 0 0 1,302.5786
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% SIYGERFPDENFK 117 129 30.0 25.5 24.0 1 0 0 1,601.7595
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% FPDENFKLK 123 131 25.2 27.8 10.7 2 0 0 1,137.5940
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% LKHYGPGWVSMANAGK 130 145 36.2 27.4 30.1 2 1 0 1,731.8637
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% HYGPGWVSMANAGK 132 145 69.1 25.0 65.7 2 4 0 1,490.6846
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% DTNGSQFFITTVK 146 158 54.8 26.6 43.4 3 2 0 1,457.7272
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% TAWLDGKHVVFGK 159 171 26.8 27.7 19.4 0 2 0 1,457.7901
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% VLEGMEVVR 172 180 29.8 27.6 7.5 1 0 0 1,031.5554
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% DVIIADCGK 196 204 46.0 27.0 38.3 2 0 0 990.4927
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% IEVEKPFAIAK 205 215 43.6 25.9 28.5 2 0 0 1,244.7250
C_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 13 19 38 51.90% IEVEKPFAIAKE 205 216 41.6 28.4 29.0 2 0 0 1,373.7676
C_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 9 13 25 44.00% TVDNFVALATGEK 72 84 56.6 28.1 50.3 3 0 0 1,364.7057
C_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 9 13 25 44.00% VIKDFMIQGGDFTR 96 109 23.0 27.3 12.1 0 2 0 1,642.8261
C_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 9 13 25 44.00% DFMIQGGDFTR 99 109 45.9 25.0 37.2 2 0 0 1,302.5786
C_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 9 13 25 44.00% LKHYGPGWVSMANAGK 130 145 33.5 27.5 26.7 0 2 0 1,731.8637
C_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 9 13 25 44.00% HYGPGWVSMANAGK 132 145 71.3 25.0 71.3 2 2 0 1,490.6846
C_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 9 13 25 44.00% DTNGSQFFITTVK 146 158 45.9 26.7 39.4 2 2 0 1,457.7272
C_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 9 13 25 44.00% TAWLDGKHVVFGK 159 171 18.8 27.7 10.8 0 1 0 1,457.7901
C_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 9 13 25 44.00% DKPLKDVIIADCGK 191 204 52.0 28.0 35.0 2 2 0 1,571.8466
C_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 9 13 25 44.00% IEVEKPFAIAKE 205 216 44.0 28.1 30.6 2 1 0 1,373.7676
C_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 69.3 27.7 53.3 2 0 0 1,364.7057
C_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 54.3 26.7 44.9 2 0 0 1,457.7272
C_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% TVDNFVALATGEK 72 84 50.1 28.1 46.9 2 0 0 1,364.7057
C_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% DTNGSQFFITTVK 146 158 28.0 26.6 23.9 1 0 0 1,457.7272
D_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 6 8 14 24.10% TVDNFVALATGEK 72 84 74.0 27.6 63.1 2 0 0 1,364.7057
D_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 6 8 14 24.10% VIKDFMIQGGDFTR 96 109 42.7 27.1 37.4 2 2 0 1,642.8261
D_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 6 8 14 24.10% DFMIQGGDFTR 99 109 34.8 25.0 34.8 2 0 0 1,302.5786
D_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 6 8 14 24.10% DTNGSQFFITTVK 146 158 84.2 26.6 73.3 2 2 0 1,457.7272
D_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 6 8 14 24.10% IEVEKPFAIAK 205 215 28.4 26.5 18.4 1 0 0 1,244.7250
D_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 6 8 14 24.10% IEVEKPFAIAKE 205 216 25.2 28.3 13.5 1 0 0 1,373.7676
D_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 7 18.50% TVDNFVALATGEK 72 84 80.6 27.6 70.4 2 0 0 1,364.7057
D_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 7 18.50% VIKDFMIQGGDFTR 96 109 41.0 27.2 36.2 0 2 0 1,642.8261
D_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 7 18.50% DFMIQGGDFTR 99 109 29.3 25.0 20.6 1 0 0 1,302.5786
D_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 7 18.50% DTNGSQFFITTVK 146 158 55.1 26.6 44.4 2 0 0 1,457.7272
D_11 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 6 23.60% TVDNFVALATGEK 72 84 88.6 27.6 74.8 2 0 0 1,364.7057
D_11 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 6 23.60% VIKDFMIQGGDFTR 96 109 21.6 27.3 12.8 0 1 0 1,642.8261
D_11 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 6 23.60% DTNGSQFFITTVK 146 158 75.5 26.6 68.2 2 0 0 1,457.7272
D_11 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 6 23.60% IEVEKPFAIAK 205 215 21.6 26.5 12.9 1 0 0 1,244.7250
D_12 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 6 21.30% TVDNFVALATGEK 72 84 56.8 27.7 53.1 1 0 0 1,364.7057
D_12 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 6 21.30% DFMIQGGDFTR 99 109 16.7 25.0 11.7 1 0 0 1,302.5786
D_12 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 6 21.30% DTNGSQFFITTVK 146 158 72.7 26.6 67.7 2 0 0 1,457.7272
D_12 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 6 21.30% VLEGMEVVR 172 180 27.1 28.0 20.4 2 0 0 1,031.5554
D_13 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 7 22.20% TVDNFVALATGEK 72 84 64.5 27.9 48.6 1 0 0 1,364.7057
D_13 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 7 22.20% DFMIQGGDFTR 99 109 22.8 25.0 22.8 2 0 0 1,302.5786
D_13 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 7 22.20% DTNGSQFFITTVK 146 158 67.5 26.6 59.1 2 0 0 1,457.7272
D_13 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 7 22.20% IEVEKPFAIAK 205 215 28.8 26.5 18.2 2 0 0 1,244.7250
D_14 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% TVDNFVALATGEK 72 84 51.4 27.6 37.8 1 0 0 1,364.7057
D_14 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% DTNGSQFFITTVK 146 158 47.1 26.6 37.1 2 0 0 1,457.7272
E_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 3 3 5 17.10% TVDNFVALATGEK 72 84 67.2 27.7 55.6 2 0 0 1,364.7057
E_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 3 3 5 17.10% DTNGSQFFITTVK 146 158 62.2 26.6 51.9 2 0 0 1,457.7272
E_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 3 3 5 17.10% IEVEKPFAIAK 205 215 24.9 26.5 10.3 1 0 0 1,244.7250
E_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% TVDNFVALATGEK 72 84 72.2 27.6 61.6 1 0 0 1,364.7057
E_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% DTNGSQFFITTVK 146 158 54.8 26.6 50.6 2 0 0 1,457.7272
F_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 11 20 35.60% TVDNFVALATGEK 72 84 49.6 27.6 43.7 2 0 0 1,364.7057
F_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 11 20 35.60% DFMIQGGDFTR 99 109 40.0 25.0 28.2 4 0 0 1,302.5786
F_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 11 20 35.60% HYGPGWVSMANAGK 132 145 58.2 25.0 58.0 2 3 0 1,490.6846
F_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 11 20 35.60% DTNGSQFFITTVK 146 158 74.4 26.7 62.8 2 2 0 1,457.7272
F_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 11 20 35.60% DKPLKDVIIADCGK 191 204 41.7 27.9 27.7 0 2 0 1,571.8466
F_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 11 20 35.60% IEVEKPFAIAK 205 215 44.6 25.9 27.4 1 0 0 1,244.7250
F_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 11 20 35.60% IEVEKPFAIAKE 205 216 54.9 28.4 30.3 2 0 0 1,373.7676
F_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 43.4 27.5 38.8 2 0 0 1,364.7057
F_10 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 37.5 26.8 31.8 2 0 0 1,457.7272
G_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 6 9 16 33.80% DFMIQGGDFTR 99 109 46.3 25.0 22.4 2 0 0 1,302.5786
G_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 6 9 16 33.80% HYGPGWVSMANAGK 132 145 47.8 25.0 47.8 2 2 0 1,490.6846
G_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 6 9 16 33.80% DTNGSQFFITTVK 146 158 57.5 27.0 46.7 2 0 0 1,457.7272
G_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 6 9 16 33.80% VLEGMEVVR 172 180 48.7 27.6 16.4 1 0 0 1,031.5554
G_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 6 9 16 33.80% DKPLKDVIIADCGK 191 204 40.1 28.0 26.9 2 2 0 1,571.8466
G_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 6 9 16 33.80% IEVEKPFAIAKE 205 216 36.6 27.3 24.0 2 1 0 1,373.7676
G_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 5 9 27.80% TVDNFVALATGEK 72 84 60.2 27.9 55.6 2 0 0 1,364.7057
G_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 5 9 27.80% DFMIQGGDFTR 99 109 50.9 25.0 41.1 2 0 0 1,302.5786
G_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 5 9 27.80% DTNGSQFFITTVK 146 158 48.7 27.0 38.4 1 0 0 1,457.7272
G_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 5 9 27.80% VLEGMEVVR 172 180 48.0 27.6 26.5 2 0 0 1,031.5554
G_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 5 9 27.80% DKPLKDVIIADCGK 191 204 32.2 27.7 22.5 0 2 0 1,571.8466
H_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 59.0 28.0 48.1 2 0 0 1,364.7057
H_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 49.9 26.8 42.4 2 0 0 1,457.7272
H_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 8 13 27 42.60% TVDNFVALATGEK 72 84 71.0 27.6 61.2 4 2 0 1,364.7057
H_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 8 13 27 42.60% VIKDFMIQGGDFTR 96 109 89.7 27.5 81.0 2 0 0 1,642.8261
H_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 8 13 27 42.60% DFMIQGGDFTR 99 109 45.5 25.0 30.3 2 0 0 1,286.5836
H_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 8 13 27 42.60% SIYGERFPDENFK 117 129 50.8 25.8 42.7 2 0 0 1,601.7595
H_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 8 13 27 42.60% HYGPGWVSMANAGK 132 145 59.5 25.0 59.5 4 2 0 1,490.6846
H_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 8 13 27 42.60% DTNGSQFFITTVK 146 158 73.5 26.8 63.3 2 2 0 1,457.7272
H_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 8 13 27 42.60% TAWLDGKHVVFGK 159 171 24.9 27.9 13.7 0 2 0 1,457.7901
H_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 8 13 27 42.60% IEVEKPFAIAKE 205 216 54.9 28.1 39.6 2 1 0 1,373.7676
H_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 14 39.80% TVDNFVALATGEK 72 84 70.2 27.9 57.2 2 0 0 1,364.7057
H_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 14 39.80% DFMIQGGDFTR 99 109 58.9 25.0 44.6 2 0 0 1,286.5836
H_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 14 39.80% HYGPGWVSMANAGK 132 145 34.8 25.0 34.8 0 2 0 1,490.6846
H_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 14 39.80% DTNGSQFFITTVK 146 158 81.2 26.8 70.8 2 0 0 1,457.7272
H_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 14 39.80% VLEGMEVVR 172 180 46.7 28.4 32.8 2 0 0 1,031.5554
H_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 14 39.80% DKPLKDVIIADCGK 191 204 37.8 27.7 31.4 1 0 0 1,571.8466
H_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 14 39.80% IEVEKPFAIAKE 205 216 35.7 27.5 15.4 2 1 0 1,373.7676
H_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 6 22.20% DTNGSQFFITTVK 146 158 73.8 26.8 64.3 2 0 0 1,457.7272
H_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 6 22.20% VLEGMEVVR 172 180 49.5 28.4 30.1 1 0 0 1,031.5554
H_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 6 22.20% DKPLKDVIIADCGK 191 204 23.5 27.7 10.6 0 2 0 1,571.8466
H_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 4 4 6 22.20% IEVEKPFAIAKE 205 216 23.1 27.3 12.4 0 1 0 1,373.7676



H_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 51.0 27.7 46.7 2 0 0 1,364.7057
H_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 63.5 26.8 51.6 2 0 0 1,457.7272
H_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% TVDNFVALATGEK 72 84 62.7 27.9 57.0 2 0 0 1,364.7057
H_09 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% DTNGSQFFITTVK 146 158 52.0 26.8 42.0 1 0 0 1,457.7272
H_12 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% TVDNFVALATGEK 72 84 56.2 27.6 53.4 2 0 0 1,364.7057
H_12 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% DTNGSQFFITTVK 146 158 51.9 26.7 41.6 1 0 0 1,457.7272
H_16 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 77.1 27.6 73.9 2 0 0 1,364.7057
H_16 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 73.1 26.8 58.0 2 0 0 1,457.7272
H_17 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% TVDNFVALATGEK 72 84 63.7 27.9 57.8 2 0 0 1,364.7057
H_17 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% DTNGSQFFITTVK 146 158 31.0 26.9 31.0 1 0 0 1,457.7272
H_20 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% TVDNFVALATGEK 72 84 55.4 27.9 44.5 2 0 0 1,364.7057
H_20 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% DTNGSQFFITTVK 146 158 33.5 26.8 25.7 1 0 0 1,457.7272
H_21 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 64.2 28.0 61.7 2 0 0 1,364.7057
H_21 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 48.2 26.8 45.9 2 0 0 1,457.7272
H_22 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 53.1 27.7 38.0 2 0 0 1,364.7057
H_22 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 44.1 26.8 37.3 2 0 0 1,457.7272
I_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 7 14 29.20% TVDNFVALATGEK 72 84 47.9 27.7 44.8 2 0 0 1,364.7057
I_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 7 14 29.20% DFMIQGGDFTR 99 109 40.6 25.0 36.8 2 0 0 1,302.5786
I_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 7 14 29.20% DTNGSQFFITTVK 146 158 79.8 26.7 59.2 3 2 0 1,457.7272
I_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 7 14 29.20% DKPLKDVIIADCGK 191 204 68.5 27.9 63.7 1 0 0 1,571.8466
I_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 7 14 29.20% IEVEKPFAIAKE 205 216 53.1 28.1 38.5 2 2 0 1,373.7676
I_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 5 9 30.60% TVDNFVALATGEK 72 84 80.7 27.7 74.2 2 0 0 1,364.7057
I_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 5 9 30.60% HYGPGWVSMANAGK 132 145 25.8 25.0 22.5 0 2 0 1,490.6846
I_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 5 9 30.60% DTNGSQFFITTVK 146 158 55.5 26.8 38.9 2 0 0 1,457.7272
I_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 5 9 30.60% DKPLKDVIIADCGK 191 204 29.7 27.5 25.0 0 2 0 1,571.8466
I_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 5 5 9 30.60% IEVEKPFAIAKE 205 216 20.0 27.7 5.5 0 1 0 1,373.7676
I_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 65.4 27.7 61.0 2 0 0 1,364.7057
I_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 60.8 26.8 49.7 2 0 0 1,457.7272
I_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 51.3 27.7 46.7 2 0 0 1,364.7057
I_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 47.7 26.7 38.7 2 0 0 1,457.7272
J_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 17 35.60% TVDNFVALATGEK 72 84 83.7 27.5 73.4 3 0 0 1,364.7057
J_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 17 35.60% DFMIQGGDFTR 99 109 59.9 25.0 52.1 2 0 0 1,302.5786
J_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 17 35.60% HYGPGWVSMANAGK 132 145 24.4 25.0 19.7 0 2 0 1,490.6846
J_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 17 35.60% DTNGSQFFITTVK 146 158 72.9 26.9 63.9 2 0 0 1,457.7272
J_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 17 35.60% DKPLKDVIIADCGK 191 204 40.0 27.6 33.9 2 2 0 1,571.8466
J_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 17 35.60% IEVEKPFAIAK 205 215 36.8 25.1 21.8 2 0 0 1,244.7250
J_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 8 17 35.60% IEVEKPFAIAKE 205 216 42.2 27.4 21.8 2 0 0 1,373.7676
J_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 77.5 27.5 67.8 2 0 0 1,364.7057
J_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 52.3 26.9 40.3 2 0 0 1,457.7272
K_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 42.60% TVDNFVALATGEK 72 84 66.2 27.7 59.9 2 0 0 1,364.7057
K_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 42.60% SIYGERFPDENFK 117 129 18.0 25.8 13.4 0 1 0 1,601.7595
K_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 42.60% HYGPGWVSMANAGK 132 145 28.0 25.0 21.9 0 2 0 1,490.6846
K_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 42.60% DTNGSQFFITTVK 146 158 70.2 26.8 58.7 2 2 0 1,457.7272
K_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 42.60% TAWLDGKHVVFGK 159 171 29.3 27.9 19.5 0 2 0 1,457.7901
K_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 42.60% DKPLKDVIIADCGK 191 204 69.8 27.9 59.1 2 2 0 1,571.8466
K_05 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 7 10 18 42.60% IEVEKPFAIAKE 205 216 53.3 27.3 31.9 2 1 0 1,373.7676
K_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% TVDNFVALATGEK 72 84 51.4 27.7 39.0 2 0 0 1,364.7057
K_06 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 3 12.00% DTNGSQFFITTVK 146 158 56.0 26.7 47.5 1 0 0 1,457.7272
K_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 68.3 27.6 60.6 2 0 0 1,364.7057
K_07 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 58.7 26.8 46.4 2 0 0 1,457.7272
K_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 50.7 27.7 44.0 2 0 0 1,364.7057
K_08 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 45.9 26.8 38.8 2 0 0 1,457.7272
K_24 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 2 11.10% DTNGSQFFITTVK 146 158 55.5 26.8 48.9 1 0 0 1,457.7272
K_24 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 2 11.10% IEVEKPFAIAK 205 215 31.3 25.0 23.0 1 0 0 1,244.7250
L_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 3 3 4 18.50% TVDNFVALATGEK 72 84 46.8 27.7 33.0 1 0 0 1,364.7057
L_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 3 3 4 18.50% VIKDFMIQGGDFTR 96 109 37.2 27.6 29.4 1 0 0 1,642.8261
L_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 3 3 4 18.50% DTNGSQFFITTVK 146 158 70.2 26.9 59.0 2 0 0 1,457.7272
M_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 53.1 27.7 37.8 2 0 0 1,364.7057
M_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 74.5 26.8 59.7 2 0 0 1,457.7272
N_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.50% TVDNFVALATGEK 72 84 56.2 27.9 44.0 2 0 0 1,364.7057
N_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.50% VIKDFMIQGGDFTR 96 109 24.5 27.5 10.7 0 2 0 1,642.8261
O_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 50.0 27.9 40.4 2 0 0 1,364.7057
O_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 81.7 27.0 71.2 2 0 0 1,457.7272
Q_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% TVDNFVALATGEK 72 84 59.7 27.5 49.3 2 0 0 1,364.7057
Q_04 Peptidyl‐prolyl cis‐trans isomerase B PPIB_HUMAN 23,743 2 2 4 12.00% DTNGSQFFITTVK 146 158 75.8 27.0 68.0 2 0 0 1,457.7272
A_10 Peptidyl‐prolyl cis‐trans isomerase E PPIE_HUMAN 33,432 2 2 4 7.97% VLYVGGLAEEVDDK 7 20 71.6 28.2 59.3 2 0 0 1,506.7688
A_10 Peptidyl‐prolyl cis‐trans isomerase E PPIE_HUMAN 33,432 2 2 4 7.97% SNPQVYMDIK 138 147 25.4 25.9 17.5 2 0 0 1,210.5774
B_10 Peptidyl‐prolyl cis‐trans isomerase E PPIE_HUMAN 33,432 2 2 2 7.31% SDVVPMTAENFR 162 173 19.9 25.0 19.9 1 0 0 1,381.6417
B_10 Peptidyl‐prolyl cis‐trans isomerase E PPIE_HUMAN 33,432 2 2 2 7.31% KFDDENFILK 218 227 25.8 27.5 17.2 1 0 0 1,268.6523
F_08 Peptidyl‐prolyl cis‐trans isomerase F, mitochondrial PPIF_HUMAN 22,040 2 2 3 9.66% FPDENFTLK 125 133 21.3 25.7 7.7 1 0 0 1,110.5467
F_08 Peptidyl‐prolyl cis‐trans isomerase F, mitochondrial PPIF_HUMAN 22,040 2 2 3 9.66% KIVITDCGQLS 197 207 57.7 28.8 51.7 2 0 0 1,233.6510
A_05 Peptidyl‐prolyl cis‐trans isomerase H PPIH_HUMAN 19,208 2 2 2 11.90% IELFADVVPK 29 38 30.7 27.7 22.0 1 0 0 1,130.6457
A_05 Peptidyl‐prolyl cis‐trans isomerase H PPIH_HUMAN 19,208 2 2 2 11.90% LPVVISQCGEM 167 177 25.6 26.4 19.7 1 0 0 1,248.5964
F_07 Peptidyl‐prolyl cis‐trans isomerase H PPIH_HUMAN 19,208 2 2 3 10.20% GPFADENFK 93 101 35.5 25.9 22.1 1 0 0 1,024.4735
F_07 Peptidyl‐prolyl cis‐trans isomerase H PPIH_HUMAN 19,208 2 2 3 10.20% IIDGLLVMR 144 152 29.8 27.4 27.0 2 0 0 1,045.6077
F_08 Peptidyl‐prolyl cis‐trans isomerase H PPIH_HUMAN 19,208 2 3 5 11.30% IIDGLLVMR 144 152 48.6 27.4 32.7 3 0 0 1,045.6077
F_08 Peptidyl‐prolyl cis‐trans isomerase H PPIH_HUMAN 19,208 2 3 5 11.30% LPVVISQCGEM 167 177 35.0 26.4 34.6 2 0 0 1,248.5964
B_04 Peptidyl‐prolyl cis‐trans isomerase‐like 1 PPIL1_HUMAN 18,237 2 2 3 20.50% IIKDFMIQGGDPTGTGR 56 72 32.7 27.6 18.5 0 2 0 1,821.9169
B_04 Peptidyl‐prolyl cis‐trans isomerase‐like 1 PPIL1_HUMAN 18,237 2 2 3 20.50% VGMVETNSQDRPVDDVK 142 158 15.8 25.9 10.7 0 1 0 1,904.9021
A_12 Protein phosphatase 1A PPM1A_HUMAN 42,530 2 2 3 5.50% IQNAGGSVMIQR 175 186 47.0 28.9 40.5 2 0 0 1,289.6632
A_12 Protein phosphatase 1A PPM1A_HUMAN 42,530 2 2 3 5.50% NVIEAVYNR 356 364 30.7 28.3 29.5 1 0 0 1,077.5686
B_12 Protein phosphatase 1A PPM1A_HUMAN 42,530 2 2 2 5.76% YGLSSMQGWR 24 33 30.8 25.0 22.8 1 0 0 1,200.5467
B_12 Protein phosphatase 1A PPM1A_HUMAN 42,530 2 2 2 5.76% IQNAGGSVMIQR 175 186 29.0 28.7 21.3 1 0 0 1,289.6632
B_15 Protein phosphatase 1F PPM1F_HUMAN 49,830 4 4 7 9.25% LWEVAGQWQK 133 142 37.1 28.1 34.3 2 0 0 1,244.6423
B_15 Protein phosphatase 1F PPM1F_HUMAN 49,830 4 4 7 9.25% QPELPTDPEGALR 220 232 38.5 27.6 30.8 2 0 0 1,422.7226
B_15 Protein phosphatase 1F PPM1F_HUMAN 49,830 4 4 7 9.25% RQDLPSSLPEPETQAPPR 436 453 24.4 28.1 20.1 0 2 0 2,018.0304
B_15 Protein phosphatase 1F PPM1F_HUMAN 49,830 4 4 7 9.25% RQDLPSSLPEPETQAPPRS 436 454 22.6 27.9 17.2 0 1 0 2,105.0624
C_15 Protein phosphatase 1F PPM1F_HUMAN 49,830 2 2 4 5.07% QPELPTDPEGALR 220 232 36.4 27.6 29.9 2 0 0 1,422.7226
C_15 Protein phosphatase 1F PPM1F_HUMAN 49,830 2 2 4 5.07% VAEELVAAAR 389 398 68.8 26.8 53.8 2 0 0 1,028.5734
H_13 Protein phosphatase 1F PPM1F_HUMAN 49,830 3 3 4 9.25% QPELPTDPEGALR 220 232 49.0 27.6 46.3 2 0 0 1,422.7226
H_13 Protein phosphatase 1F PPM1F_HUMAN 49,830 3 3 4 9.25% VAEELVAAAR 389 398 76.6 26.6 64.3 1 0 0 1,028.5734
H_13 Protein phosphatase 1F PPM1F_HUMAN 49,830 3 3 4 9.25% RQDLPSSLPEPETQAPPRS 436 454 25.7 27.7 20.6 0 1 0 2,105.0624
I_13 Protein phosphatase 1F PPM1F_HUMAN 49,830 3 3 5 9.25% QPELPTDPEGALR 220 232 25.5 27.8 19.3 2 0 0 1,422.7226
I_13 Protein phosphatase 1F PPM1F_HUMAN 49,830 3 3 5 9.25% VAEELVAAAR 389 398 56.7 26.1 39.4 2 0 0 1,028.5734
I_13 Protein phosphatase 1F PPM1F_HUMAN 49,830 3 3 5 9.25% RQDLPSSLPEPETQAPPRS 436 454 45.8 27.9 33.7 0 1 0 2,105.0624
K_13 Protein phosphatase 1F PPM1F_HUMAN 49,830 3 3 5 7.27% LWEVAGQWQK 133 142 27.5 27.7 21.8 2 0 0 1,244.6423
K_13 Protein phosphatase 1F PPM1F_HUMAN 49,830 3 3 5 7.27% QPELPTDPEGALR 220 232 29.4 27.8 16.7 1 0 0 1,422.7226
K_13 Protein phosphatase 1F PPM1F_HUMAN 49,830 3 3 5 7.27% VAEELVAAAR 389 398 51.9 27.8 41.1 2 0 0 1,028.5734
L_09 Protein phosphatase 1F PPM1F_HUMAN 49,830 3 4 7 10.60% AYFAVFDGHGGVDAAR 192 207 52.6 26.7 49.3 1 2 0 1,652.7816
L_09 Protein phosphatase 1F PPM1F_HUMAN 49,830 3 4 7 10.60% QPELPTDPEGALR 220 232 48.5 28.0 38.6 2 0 0 1,422.7226
L_09 Protein phosphatase 1F PPM1F_HUMAN 49,830 3 4 7 10.60% RQDLPSSLPEPETQAPPRS 436 454 34.7 27.8 33.0 0 2 0 2,105.0624
A_18 Protein phosphatase 1G PPM1G_BOVIN 58,607 2 2 4 5.34% ALEDAFLAIDAK 93 104 50.8 28.1 38.6 2 0 0 1,276.6785
A_18 Protein phosphatase 1G PPM1G_BOVIN 58,607 2 2 4 5.34% EEPGSDSGTTAVVALIR 319 335 62.3 28.0 53.2 2 0 0 1,701.8655
B_17 Protein phosphatase 1G PPM1G_BOVIN 58,607 2 2 3 5.34% ALEDAFLAIDAK 93 104 27.6 28.0 14.1 2 0 0 1,276.6785
B_17 Protein phosphatase 1G PPM1G_BOVIN 58,607 2 2 3 5.34% EEPGSDSGTTAVVALIR 319 335 34.8 28.2 33.1 1 0 0 1,701.8655
B_18 Protein phosphatase 1G PPM1G_BOVIN 58,607 2 2 4 5.34% ALEDAFLAIDAK 93 104 76.4 28.1 68.1 2 0 0 1,276.6785
B_18 Protein phosphatase 1G PPM1G_BOVIN 58,607 2 2 4 5.34% EEPGSDSGTTAVVALIR 319 335 54.0 28.1 48.8 2 0 0 1,701.8655
A_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 4 4 7 8.02% TECAEPPRDEPPADGALK 9 26 17.4 25.0 15.4 0 1 0 1,952.9022
A_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 4 4 7 8.02% TECAEPPRDEPPADGALKR 9 27 39.7 26.8 31.8 0 2 0 2,109.0033
A_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 4 4 7 8.02% AALRDYETVVK 114 124 36.8 27.2 25.5 2 0 0 1,264.6896
A_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 4 4 7 8.02% LSTLVETTLK 223 232 56.7 25.3 41.4 2 0 0 1,104.6512
B_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 6 6 9 10.60% TECAEPPRDEPPADGALK 9 26 31.0 25.0 22.8 0 2 0 1,952.9022



B_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 6 6 9 10.60% TECAEPPRDEPPADGALKR 9 27 29.3 26.8 27.2 0 1 0 2,109.0033
B_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 6 6 9 10.60% AALRDYETVVK 114 124 24.3 27.2 15.4 1 0 0 1,264.6896
B_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 6 6 9 10.60% LSTLVETTLK 223 232 36.2 25.3 25.8 2 0 0 1,104.6512
B_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 6 6 9 10.60% RGVSCQFGPDVTK 400 412 16.3 26.9 9.2 0 1 0 1,450.7109
B_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 6 6 9 10.60% GVSCQFGPDVTK 401 412 45.8 25.7 41.7 2 0 0 1,294.6098
C_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 5 5 7 13.20% AEELKTQANDYFK 28 40 33.6 26.8 23.2 1 0 0 1,556.7592
C_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 5 5 7 13.20% AALRDYETVVK 114 124 32.6 26.9 24.0 2 0 0 1,264.6896
C_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 5 5 7 13.20% LSTLVETTLK 223 232 35.2 25.5 27.8 2 0 0 1,104.6512
C_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 5 5 7 13.20% GNHETDNMNQIYGFEGEVK 302 320 28.5 25.0 24.4 0 1 0 2,197.9457
C_15 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 5 5 7 13.20% RGVSCQFGPDVTK 400 412 24.6 26.7 17.7 0 1 0 1,450.7109
D_22 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 2 2 3 4.41% LSTLVETTLK 223 232 36.4 25.7 22.4 1 0 0 1,104.6512
D_22 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 2 2 3 4.41% GVSCQFGPDVTK 401 412 36.0 25.6 31.0 2 0 0 1,294.6098
F_16 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 3 3 4 8.82% TECAEPPRDEPPADGALKR 9 27 44.7 26.8 40.9 0 1 0 2,109.0033
F_16 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 3 3 4 8.82% TECYGYALGDATR 75 87 61.5 25.0 58.1 1 0 0 1,476.6425
F_16 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 3 3 4 8.82% GVSCQFGPDVTK 401 412 50.9 25.7 44.0 2 0 0 1,294.6098
H_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 6 6 11 13.20% TECAEPPRDEPPADGALK 9 26 19.6 25.0 12.1 0 2 0 1,952.9022
H_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 6 6 11 13.20% TECAEPPRDEPPADGALKR 9 27 52.0 27.7 42.9 0 2 0 2,109.0033
H_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 6 6 11 13.20% AEELKTQANDYFK 28 40 20.8 27.1 12.1 0 1 0 1,556.7592
H_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 6 6 11 13.20% AALRDYETVVK 114 124 41.5 27.2 24.7 2 0 0 1,264.6896
H_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 6 6 11 13.20% LSTLVETTLK 223 232 42.2 25.5 24.4 2 0 0 1,104.6512
H_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 6 6 11 13.20% RGVSCQFGPDVTK 400 412 25.1 26.8 9.8 0 2 0 1,450.7109
I_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 4 4 7 9.42% AEELKTQANDYFK 28 40 16.9 27.1 13.3 0 1 0 1,556.7592
I_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 4 4 7 9.42% AALRDYETVVK 114 124 37.9 27.2 26.5 2 0 0 1,264.6896
I_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 4 4 7 9.42% LSTLVETTLK 223 232 26.7 25.5 17.8 2 0 0 1,104.6512
I_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 4 4 7 9.42% RGVSCQFGPDVTK 400 412 35.9 26.8 20.9 0 2 0 1,450.7109
K_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 5 5 8 10.60% TECAEPPRDEPPADGALK 9 26 30.7 25.0 26.0 0 2 0 1,952.9022
K_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 5 5 8 10.60% TECAEPPRDEPPADGALKR 9 27 38.4 27.2 29.9 0 2 0 2,109.0033
K_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 5 5 8 10.60% AALRDYETVVK 114 124 36.1 27.2 28.1 2 0 0 1,264.6896
K_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 5 5 8 10.60% LSTLVETTLK 223 232 23.2 25.0 20.4 1 0 0 1,104.6512
K_13 Serine/threonine‐protein phosphatase 5 PPP5_HUMAN 56,880 5 5 8 10.60% RGVSCQFGPDVTK 400 412 38.5 26.8 22.7 0 1 0 1,450.7109
B_10 Serine/threonine‐protein phosphatase 6 catalytic subunit PPP6_HUMAN 35,145 2 2 2 6.56% GAGWLFGAK 211 219 20.5 27.1 6.9 1 0 0 906.4833
B_10 Serine/threonine‐protein phosphatase 6 catalytic subunit PPP6_HUMAN 35,145 2 2 2 6.56% CGNIASIMVFK 265 275 20.2 26.3 16.2 1 0 0 1,255.6174
A_10 Palmitoyl‐protein thioesterase 1 PPT1_HUMAN 34,194 2 2 4 9.15% CPGESSHICDFIR 152 164 42.3 25.0 42.3 2 0 0 1,577.6837
A_10 Palmitoyl‐protein thioesterase 1 PPT1_HUMAN 34,194 2 2 4 9.15% ETIPLQETSLYTQDR 254 268 62.4 28.1 11.5 2 0 0 1,793.8918
B_10 Palmitoyl‐protein thioesterase 1 PPT1_HUMAN 34,194 2 2 3 9.15% CPGESSHICDFIR 152 164 34.3 25.0 33.1 1 0 0 1,577.6837
B_10 Palmitoyl‐protein thioesterase 1 PPT1_HUMAN 34,194 2 2 3 9.15% ETIPLQETSLYTQDR 254 268 54.3 28.1 9.2 2 0 0 1,793.8918
I_09 Palmitoyl‐protein thioesterase 1 PPT1_HUMAN 34,194 2 2 4 9.15% CPGESSHICDFIR 152 164 23.3 25.0 22.8 2 0 0 1,577.6837
I_09 Palmitoyl‐protein thioesterase 1 PPT1_HUMAN 34,194 2 2 4 9.15% ETIPLQETSLYTQDR 254 268 69.2 28.1 10.2 2 0 0 1,793.8918
A_11 Protein kinase C delta‐binding protein PRDBP_HUMAN 27,701 2 2 2 9.20% LASMLETLR 32 40 30.8 28.1 24.9 1 0 0 1,049.5661
A_11 Protein kinase C delta‐binding protein PRDBP_HUMAN 27,701 2 2 2 9.20% SHDTTSNTLAQLLAK 70 84 30.6 27.2 28.5 1 0 0 1,599.8338
A_02 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 19.60% TIAQDYGVLKADEGISFR 111 128 24.1 28.0 23.2 0 1 0 1,983.0184
A_02 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 19.60% QITVNDLPVGR 141 151 55.0 26.2 28.8 2 0 0 1,211.6744
A_02 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 19.60% LVQAFQFTDK 159 168 42.4 26.6 35.1 2 0 0 1,196.6311
A_03 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 37.0 26.4 22.6 2 0 0 1,211.6744
A_03 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 42.2 26.6 39.9 1 0 0 1,196.6311
A_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 9 26.60% DISLSDYK 28 35 25.7 25.5 14.3 1 0 0 940.4623
A_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 9 26.60% QGGLGPMNIPLVSDPK 94 109 42.6 27.4 37.7 2 0 0 1,638.8524
A_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 9 26.60% GLFIIDDK 129 136 36.1 25.5 26.8 2 0 0 920.5090
A_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 9 26.60% QITVNDLPVGR 141 151 51.9 26.7 23.7 2 0 0 1,211.6744
A_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 9 26.60% LVQAFQFTDK 159 168 57.9 26.7 44.9 2 0 0 1,196.6311
A_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 14 26 40.20% ATAVMPDGQFK 17 27 42.2 26.3 31.8 3 0 0 1,180.5669
A_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 14 26 40.20% DISLSDYK 28 35 28.9 25.5 17.0 1 0 0 940.4623
A_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 14 26 40.20% KQGGLGPMNIPLVSDPK 93 109 39.0 26.9 34.2 2 0 0 1,766.9474
A_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 14 26 40.20% KQGGLGPMNIPLVSDPKR 93 110 35.0 26.1 29.6 0 2 1 1,923.0485
A_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 14 26 40.20% QGGLGPMNIPLVSDPK 94 109 83.9 27.5 76.5 2 0 0 1,638.8524
A_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 14 26 40.20% QGGLGPMNIPLVSDPKR 94 110 24.3 26.9 13.0 0 1 0 1,794.9535
A_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 14 26 40.20% RTIAQDYGVLK 110 120 38.9 27.2 13.3 2 0 0 1,263.7057
A_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 14 26 40.20% TIAQDYGVLK 111 120 57.8 26.9 41.5 1 0 0 1,107.6046
A_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 14 26 40.20% GLFIIDDK 129 136 40.7 25.8 23.7 1 0 0 920.5090
A_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 14 26 40.20% GLFIIDDKGILR 129 140 33.2 25.0 28.4 2 2 0 1,359.7998
A_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 14 26 40.20% QITVNDLPVGR 141 151 77.1 26.7 36.2 3 0 0 1,211.6744
A_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 14 26 40.20% LVQAFQFTDK 159 168 60.7 27.0 52.0 3 0 0 1,196.6311
A_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 22.60% QGGLGPMNIPLVSDPK 94 109 80.6 27.5 70.2 2 0 0 1,638.8524
A_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 22.60% TIAQDYGVLK 111 120 29.6 26.9 23.7 2 0 0 1,107.6046
A_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 22.60% GLFIIDDK 129 136 39.1 27.0 28.6 2 0 0 920.5090
A_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 22.60% QITVNDLPVGR 141 151 68.2 26.2 32.2 2 0 0 1,211.6744
A_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.60% TIAQDYGVLK 111 120 37.5 26.9 34.5 1 0 0 1,107.6046
A_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.60% GLFIIDDK 129 136 38.4 25.5 13.6 2 0 0 920.5090
A_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.60% QITVNDLPVGR 141 151 23.6 26.7 4.6 1 0 0 1,211.6744
A_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.60% LVQAFQFTDK 159 168 34.3 27.2 23.7 2 0 0 1,196.6311
A_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% GLFIIDDK 129 136 33.8 25.5 15.4 2 0 0 920.5090
A_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% QITVNDLPVGR 141 151 43.0 26.2 24.4 2 0 0 1,211.6744
A_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% LVQAFQFTDK 159 168 43.8 26.9 35.3 2 0 0 1,196.6311
A_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% GLFIIDDK 129 136 37.9 25.5 21.9 2 0 0 920.5090
A_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% QITVNDLPVGR 141 151 37.5 26.2 25.1 2 0 0 1,211.6744
A_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 19.60% TIAQDYGVLK 111 120 26.4 26.9 18.3 2 0 0 1,107.6046
A_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 19.60% GLFIIDDK 129 136 34.6 25.5 26.5 2 0 0 920.5090
A_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 19.60% QITVNDLPVGR 141 151 61.0 26.2 34.4 2 0 0 1,211.6744
A_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 19.60% LVQAFQFTDK 159 168 58.8 26.6 51.1 2 0 0 1,196.6311
A_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% GLFIIDDK 129 136 35.6 25.5 24.9 2 0 0 920.5090
A_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% QITVNDLPVGR 141 151 44.1 26.2 17.5 2 0 0 1,211.6744
A_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% LVQAFQFTDK 159 168 60.0 26.9 51.3 2 0 0 1,196.6311
A_13 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 14.60% GLFIIDDK 129 136 29.1 27.0 24.4 2 0 0 920.5090
A_13 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 14.60% QITVNDLPVGR 141 151 35.9 26.4 21.5 2 0 0 1,211.6744
A_13 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 14.60% LVQAFQFTDK 159 168 36.8 27.2 27.8 1 0 0 1,196.6311
A_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% GLFIIDDK 129 136 38.5 25.5 21.5 2 0 0 920.5090
A_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% QITVNDLPVGR 141 151 43.3 26.7 16.2 2 0 0 1,211.6744
A_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% LVQAFQFTDK 159 168 37.3 26.6 29.4 2 0 0 1,196.6311
A_18 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 46.8 26.2 26.5 2 0 0 1,211.6744
A_18 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 46.5 26.7 38.5 2 0 0 1,196.6311
A_32 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% GLFIIDDK 129 136 30.3 25.8 22.0 2 0 0 920.5090
A_32 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% QITVNDLPVGR 141 151 56.2 26.4 29.7 2 0 0 1,211.6744
A_32 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% LVQAFQFTDK 159 168 47.0 26.6 39.2 2 0 0 1,196.6311
B_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 17.60% QGGLGPMNIPLVSDPK 94 109 47.8 27.6 43.9 2 0 0 1,638.8524
B_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 17.60% GLFIIDDK 129 136 37.2 27.0 21.7 2 0 0 920.5090
B_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 17.60% QITVNDLPVGR 141 151 49.1 26.7 12.0 2 0 0 1,211.6744
B_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 10 10 20 38.20% ATAVMPDGQFK 17 27 41.4 27.1 26.9 4 0 0 1,180.5669
B_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 10 10 20 38.20% DISLSDYK 28 35 30.4 25.5 26.0 2 0 0 940.4623
B_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 10 10 20 38.20% KQGGLGPMNIPLVSDPK 93 109 39.9 26.7 37.2 1 0 0 1,766.9474
B_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 10 10 20 38.20% KQGGLGPMNIPLVSDPKR 93 110 39.0 26.2 28.6 0 2 0 1,923.0485
B_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 10 10 20 38.20% QGGLGPMNIPLVSDPK 94 109 85.1 27.4 82.3 2 0 0 1,638.8524
B_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 10 10 20 38.20% QGGLGPMNIPLVSDPKR 94 110 21.3 26.7 16.1 0 1 0 1,794.9535
B_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 10 10 20 38.20% TIAQDYGVLK 111 120 45.6 26.9 29.4 1 0 0 1,107.6046
B_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 10 10 20 38.20% GLFIIDDK 129 136 40.5 25.5 14.3 2 0 0 920.5090
B_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 10 10 20 38.20% QITVNDLPVGR 141 151 83.9 26.7 43.1 2 0 0 1,211.6744
B_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 10 10 20 38.20% LVQAFQFTDK 159 168 62.2 26.7 51.9 3 0 0 1,196.6311
B_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 9 28.10% ATAVMPDGQFK 17 27 32.5 27.1 20.4 2 0 0 1,180.5669
B_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 9 28.10% QGGLGPMNIPLVSDPK 94 109 79.9 27.4 68.4 2 0 0 1,638.8524
B_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 9 28.10% TIAQDYGVLK 111 120 29.9 26.9 16.4 1 0 0 1,107.6046
B_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 9 28.10% GLFIIDDK 129 136 42.3 25.8 16.1 2 0 0 920.5090
B_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 9 28.10% QITVNDLPVGR 141 151 57.8 26.7 25.8 2 0 0 1,211.6744
B_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 4 14.60% ATAVMPDGQFK 17 27 26.0 26.4 17.2 1 0 0 1,180.5669



B_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 4 14.60% DISLSDYK 28 35 25.9 25.7 22.4 1 0 0 940.4623
B_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 4 14.60% LVQAFQFTDK 159 168 40.9 26.7 32.0 2 0 0 1,196.6311
B_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 19.60% TIAQDYGVLK 111 120 38.7 26.9 26.8 2 0 0 1,107.6046
B_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 19.60% GLFIIDDK 129 136 36.9 25.5 25.0 2 0 0 920.5090
B_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 19.60% QITVNDLPVGR 141 151 39.6 26.7 28.7 2 0 0 1,211.6744
B_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 19.60% LVQAFQFTDK 159 168 40.4 26.6 29.1 1 0 0 1,196.6311
B_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 41.6 26.7 20.2 2 0 0 1,211.6744
B_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 31.4 26.7 30.6 1 0 0 1,196.6311
B_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 19.60% TIAQDYGVLK 111 120 30.5 26.9 27.6 2 0 0 1,107.6046
B_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 19.60% GLFIIDDK 129 136 36.2 25.5 26.2 2 0 0 920.5090
B_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 19.60% QITVNDLPVGR 141 151 42.2 26.7 15.1 2 0 0 1,211.6744
B_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 19.60% LVQAFQFTDK 159 168 51.8 27.3 41.9 2 0 0 1,196.6311
B_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 22.60% QGGLGPMNIPLVSDPK 94 109 21.8 27.5 17.5 1 0 0 1,638.8524
B_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 22.60% GLFIIDDK 129 136 29.4 25.5 17.4 2 0 0 920.5090
B_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 22.60% QITVNDLPVGR 141 151 47.8 26.7 27.6 2 0 0 1,211.6744
B_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 22.60% LVQAFQFTDK 159 168 47.1 26.6 45.4 2 0 0 1,196.6311
B_13 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 33.3 26.4 10.9 2 0 0 1,211.6744
B_13 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 42.9 26.7 34.5 1 0 0 1,196.6311
B_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 33.3 26.7 11.3 1 0 0 1,211.6744
B_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 44.5 26.7 36.3 2 0 0 1,196.6311
B_32 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 37.3 25.9 20.2 1 0 0 1,211.6744
B_32 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 52.8 27.2 47.4 2 0 0 1,196.6311
C_02 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 4 15.60% TIAQDYGVLK 111 120 23.4 26.9 10.0 1 0 0 1,107.6046
C_02 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 4 15.60% QITVNDLPVGR 141 151 48.7 26.7 29.8 1 0 0 1,211.6744
C_02 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 4 15.60% LVQAFQFTDK 159 168 27.4 26.6 22.5 2 0 0 1,196.6311
C_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 7 12 33.20% ATAVMPDGQFK 17 27 32.3 26.5 23.0 4 0 0 1,180.5669
C_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 7 12 33.20% DISLSDYK 28 35 22.3 25.4 10.1 1 0 0 940.4623
C_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 7 12 33.20% KQGGLGPMNIPLVSDPKR 93 110 17.0 26.1 13.5 0 1 0 1,923.0485
C_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 7 12 33.20% GLFIIDDK 129 136 34.6 25.8 25.9 2 0 0 920.5090
C_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 7 12 33.20% QITVNDLPVGR 141 151 63.8 26.2 36.2 2 0 0 1,211.6744
C_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 7 12 33.20% LVQAFQFTDK 159 168 57.9 27.2 48.6 2 0 0 1,196.6311
C_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 13 22 40.70% IGHPAPNFK 8 16 21.8 25.7 4.5 1 0 0 980.5313
C_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 13 22 40.70% ATAVMPDGQFK 17 27 36.8 26.4 29.1 3 0 0 1,180.5669
C_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 13 22 40.70% KQGGLGPMNIPLVSDPK 93 109 26.5 27.4 16.0 1 1 0 1,766.9474
C_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 13 22 40.70% KQGGLGPMNIPLVSDPKR 93 110 39.1 26.4 31.5 0 2 0 1,923.0485
C_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 13 22 40.70% QGGLGPMNIPLVSDPK 94 109 57.4 27.4 49.3 2 0 0 1,638.8524
C_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 13 22 40.70% QGGLGPMNIPLVSDPKR 94 110 21.6 27.1 20.1 0 1 0 1,794.9535
C_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 13 22 40.70% RTIAQDYGVLK 110 120 37.8 27.1 28.9 1 0 0 1,263.7057
C_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 13 22 40.70% TIAQDYGVLK 111 120 59.6 26.9 43.4 2 0 0 1,107.6046
C_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 13 22 40.70% GLFIIDDK 129 136 38.3 25.8 15.1 2 0 0 920.5090
C_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 13 22 40.70% GLFIIDDKGILR 129 140 34.4 25.0 34.4 1 0 0 1,359.7998
C_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 13 22 40.70% QITVNDLPVGR 141 151 71.2 26.2 34.0 2 0 0 1,211.6744
C_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 12 13 22 40.70% LVQAFQFTDK 159 168 67.1 27.0 58.5 3 0 0 1,196.6311
C_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% GLFIIDDK 129 136 38.3 25.8 21.1 2 0 0 920.5090
C_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% QITVNDLPVGR 141 151 60.8 26.2 30.8 2 0 0 1,211.6744
C_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% LVQAFQFTDK 159 168 39.0 27.0 34.0 2 0 0 1,196.6311
C_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 15.60% TIAQDYGVLK 111 120 28.9 27.5 13.7 2 0 0 1,107.6046
C_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 15.60% QITVNDLPVGR 141 151 36.5 26.2 20.9 1 0 0 1,211.6744
C_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 15.60% LVQAFQFTDK 159 168 49.9 27.0 44.4 2 0 0 1,196.6311
C_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 23.60% QGGLGPMNIPLVSDPK 94 109 26.3 27.4 18.6 1 0 0 1,638.8524
C_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 23.60% TIAQDYGVLK 111 120 20.8 26.9 7.5 1 0 0 1,107.6046
C_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 23.60% QITVNDLPVGR 141 151 21.5 26.2 9.1 2 0 0 1,211.6744
C_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 23.60% LVQAFQFTDK 159 168 56.8 27.0 37.6 2 0 0 1,196.6311
C_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 2 10.60% QITVNDLPVGR 141 151 20.8 26.4 9.4 1 0 0 1,211.6744
C_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 2 10.60% LVQAFQFTDK 159 168 22.7 27.2 16.8 1 0 0 1,196.6311
C_32 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 39.5 26.4 22.0 2 0 0 1,211.6744
C_32 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 25.9 27.2 22.0 2 0 0 1,196.6311
D_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 21.0 26.4 13.1 1 0 0 1,211.6744
D_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 36.7 26.5 29.8 2 0 0 1,196.6311
D_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 10 16 35.70% ATAVMPDGQFK 17 27 48.5 26.5 38.5 3 0 0 1,180.5669
D_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 10 16 35.70% DISLSDYK 28 35 36.1 25.6 22.9 2 0 0 940.4623
D_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 10 16 35.70% RTIAQDYGVLK 110 120 24.7 27.3 16.4 1 0 0 1,263.7057
D_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 10 16 35.70% TIAQDYGVLK 111 120 50.1 27.7 34.4 2 0 0 1,107.6046
D_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 10 16 35.70% TIAQDYGVLKADEGISFR 111 128 41.6 27.8 32.0 0 1 0 1,983.0184
D_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 10 16 35.70% GLFIIDDK 129 136 27.1 26.8 17.4 1 0 0 920.5090
D_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 10 16 35.70% GLFIIDDKGILR 129 140 63.5 25.0 57.1 2 0 0 1,359.7998
D_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 10 16 35.70% QITVNDLPVGR 141 151 43.7 26.4 17.5 2 0 0 1,211.6744
D_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 10 16 35.70% LVQAFQFTDK 159 168 49.2 27.1 41.2 2 0 0 1,196.6311
D_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 3 13.60% ATAVMPDGQFK 17 27 25.2 26.7 23.3 1 0 0 1,180.5669
D_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 3 13.60% DISLSDYK 28 35 23.6 25.6 16.3 1 0 0 940.4623
D_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 3 13.60% GLFIIDDK 129 136 37.8 27.7 24.9 1 0 0 920.5090
E_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.10% ATAVMPDGQFK 17 27 27.3 26.6 14.6 1 0 0 1,180.5669
E_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.10% DISLSDYK 28 35 21.1 25.5 13.4 1 0 0 940.4623
E_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.10% GLFIIDDK 129 136 31.4 26.8 20.1 2 0 0 920.5090
E_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.10% QITVNDLPVGR 141 151 52.2 26.3 28.7 2 0 0 1,211.6744
F_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 39.9 26.7 18.7 2 0 0 1,211.6744
F_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 44.7 27.3 37.5 1 0 0 1,196.6311
F_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 20.10% ATAVMPDGQFK 17 27 29.3 27.5 24.1 2 0 0 1,164.5719
F_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 20.10% GLFIIDDK 129 136 36.2 25.5 25.6 2 0 0 920.5090
F_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 20.10% QITVNDLPVGR 141 151 55.5 26.7 21.3 2 0 0 1,211.6744
F_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 20.10% LVQAFQFTDK 159 168 36.9 26.7 23.4 2 0 0 1,196.6311
F_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 7 7 11 33.20% ATAVMPDGQFK 17 27 55.6 27.5 47.9 2 0 0 1,164.5719
F_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 7 7 11 33.20% DISLSDYK 28 35 32.3 25.5 22.8 1 0 0 940.4623
F_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 7 7 11 33.20% KQGGLGPMNIPLVSDPK 93 109 27.5 27.2 21.0 0 1 0 1,766.9474
F_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 7 7 11 33.20% QGGLGPMNIPLVSDPK 94 109 76.3 27.4 69.1 2 0 0 1,638.8524
F_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 7 7 11 33.20% RTIAQDYGVLK 110 120 33.6 27.2 19.0 2 0 0 1,263.7057
F_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 7 7 11 33.20% GLFIIDDK 129 136 39.0 25.5 19.5 2 0 0 920.5090
F_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 7 7 11 33.20% QITVNDLPVGR 141 151 45.9 26.7 25.8 1 0 0 1,211.6744
F_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% ATAVMPDGQFK 17 27 30.0 27.5 24.2 2 0 0 1,164.5719
F_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% GLFIIDDK 129 136 37.8 25.5 31.8 2 0 0 920.5090
F_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.05% GLFIIDDK 129 136 29.4 25.5 25.8 1 0 0 920.5090
F_11 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.05% LVQAFQFTDK 159 168 55.7 26.7 49.4 2 0 0 1,196.6311
F_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.05% GLFIIDDK 129 136 28.7 25.5 22.7 2 0 0 920.5090
F_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.05% LVQAFQFTDK 159 168 42.9 26.6 36.4 2 0 0 1,196.6311
F_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 19.60% TIAQDYGVLK 111 120 34.9 26.7 22.9 2 0 0 1,107.6046
F_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 19.60% GLFIIDDK 129 136 40.8 25.5 30.1 2 0 0 920.5090
F_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 19.60% QITVNDLPVGR 141 151 72.9 26.7 31.9 2 0 0 1,211.6744
F_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 19.60% LVQAFQFTDK 159 168 28.6 27.3 21.8 1 0 0 1,196.6311
F_15 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% GLFIIDDK 129 136 39.3 25.8 16.8 2 0 0 920.5090
F_15 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% QITVNDLPVGR 141 151 49.2 26.7 21.4 2 0 0 1,211.6744
G_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 13.10% DISLSDYK 28 35 21.6 25.0 21.6 2 0 0 940.4623
G_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 13.10% GLFIIDDK 129 136 29.0 27.3 22.6 2 0 0 920.5090
G_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 13.10% LVQAFQFTDK 159 168 60.2 27.1 51.1 2 0 0 1,196.6311
G_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.05% GLFIIDDK 129 136 30.3 27.2 14.9 1 0 0 920.5090
G_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.05% LVQAFQFTDK 159 168 41.2 27.1 32.2 2 0 0 1,196.6311
G_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% GLFIIDDK 129 136 29.2 27.3 24.3 2 0 0 920.5090
G_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% QITVNDLPVGR 141 151 41.6 26.3 20.0 2 0 0 1,211.6744
G_13 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 42.2 26.6 21.1 2 0 0 1,211.6744
G_13 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 24.2 27.0 24.2 2 0 0 1,196.6311
G_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% GLFIIDDK 129 136 23.7 27.2 14.4 2 0 0 920.5090
G_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% QITVNDLPVGR 141 151 28.9 26.3 20.3 2 0 0 1,211.6744
G_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% LVQAFQFTDK 159 168 41.1 27.0 36.8 2 0 0 1,196.6311



G_15 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.55% GLFIIDDK 129 136 29.4 27.3 17.7 2 0 0 920.5090
G_15 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.55% QITVNDLPVGR 141 151 60.4 26.3 23.3 1 0 0 1,211.6744
H_02 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 48.9 26.5 25.5 2 0 0 1,211.6744
H_02 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 42.5 26.5 37.9 1 0 0 1,196.6311
H_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 39.9 26.7 20.3 2 0 0 1,211.6744
H_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 30.7 27.2 20.1 2 0 0 1,196.6311
H_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 16 30 45.70% DISLSDYK 28 35 38.5 25.6 27.9 2 0 0 940.4623
H_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 16 30 45.70% KQGGLGPMNIPLVSDPK 93 109 31.0 25.8 16.1 2 1 0 1,750.9524
H_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 16 30 45.70% QGGLGPMNIPLVSDPK 94 109 107.0 27.5 97.0 4 0 0 1,638.8524
H_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 16 30 45.70% QGGLGPMNIPLVSDPKR 94 110 39.8 26.7 32.6 0 4 0 1,778.9585
H_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 16 30 45.70% RTIAQDYGVLK 110 120 22.9 26.2 11.2 1 0 0 1,263.7057
H_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 16 30 45.70% TIAQDYGVLK 111 120 53.9 27.8 41.7 3 0 0 1,107.6046
H_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 16 30 45.70% GLFIIDDK 129 136 31.8 25.5 22.0 2 0 0 920.5090
H_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 16 30 45.70% GLFIIDDKGILR 129 140 49.2 25.0 38.8 2 2 0 1,359.7998
H_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 16 30 45.70% QITVNDLPVGR 141 151 81.7 26.7 43.5 3 0 0 1,211.6744
H_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 16 30 45.70% LVQAFQFTDK 159 168 63.4 27.3 52.9 2 0 0 1,196.6311
H_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 16 30 45.70% HGEVCPAGWKPGSDTIKPDVQK 169 190 45.9 27.8 36.2 0 2 0 2,406.1875
H_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 21.60% DISLSDYK 28 35 28.4 25.7 15.9 1 0 0 940.4623
H_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 21.60% QGGLGPMNIPLVSDPK 94 109 44.4 27.5 36.2 2 0 0 1,638.8524
H_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 21.60% GLFIIDDK 129 136 41.2 25.5 14.9 2 0 0 920.5090
H_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 7 21.60% QITVNDLPVGR 141 151 84.0 26.7 40.4 2 0 0 1,211.6744
H_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% GLFIIDDK 129 136 36.4 25.5 14.2 2 0 0 920.5090
H_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% QITVNDLPVGR 141 151 54.7 26.7 21.4 2 0 0 1,211.6744
H_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 15.60% TIAQDYGVLK 111 120 30.4 27.5 21.6 1 0 0 1,107.6046
H_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 15.60% QITVNDLPVGR 141 151 34.9 25.9 26.5 2 0 0 1,211.6744
H_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 15.60% LVQAFQFTDK 159 168 37.0 27.2 33.1 2 0 0 1,196.6311
H_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 59.6 26.4 20.6 2 0 0 1,211.6744
H_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 51.0 27.3 47.0 2 0 0 1,196.6311
H_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 14.60% GLFIIDDK 129 136 25.2 25.5 17.2 1 0 0 920.5090
H_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 14.60% QITVNDLPVGR 141 151 68.3 26.5 30.8 2 0 0 1,211.6744
H_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 14.60% LVQAFQFTDK 159 168 49.6 27.3 38.6 2 0 0 1,196.6311
H_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.60% TIAQDYGVLK 111 120 25.9 26.9 15.8 1 0 0 1,107.6046
H_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.60% GLFIIDDK 129 136 28.4 25.8 9.4 1 0 0 920.5090
H_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.60% QITVNDLPVGR 141 151 45.5 26.7 25.2 2 0 0 1,211.6744
H_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.60% LVQAFQFTDK 159 168 54.5 26.7 48.7 2 0 0 1,196.6311
H_13 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% TIAQDYGVLK 111 120 26.4 26.9 18.8 2 0 0 1,107.6046
H_13 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 52.9 26.7 14.6 2 0 0 1,211.6744
H_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% GLFIIDDK 129 136 31.7 25.5 11.5 2 0 0 920.5090
H_14 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% QITVNDLPVGR 141 151 58.0 26.7 29.7 2 0 0 1,211.6744
H_22 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.05% TIAQDYGVLK 111 120 25.5 27.9 15.5 1 0 0 1,107.6046
H_22 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.05% GLFIIDDK 129 136 33.6 25.5 14.9 2 0 0 920.5090
H_23 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% GLFIIDDK 129 136 38.4 25.5 21.3 2 0 0 920.5090
H_23 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% QITVNDLPVGR 141 151 64.7 26.7 30.8 2 0 0 1,211.6744
H_23 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 6 14.60% LVQAFQFTDK 159 168 61.0 27.3 49.5 2 0 0 1,196.6311
H_24 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 22.60% QGGLGPMNIPLVSDPK 94 109 41.3 27.4 34.7 2 0 0 1,638.8524
H_24 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 22.60% GLFIIDDK 129 136 38.9 25.5 19.1 2 0 0 920.5090
H_24 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 22.60% QITVNDLPVGR 141 151 53.5 26.7 27.2 2 0 0 1,211.6744
H_24 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 22.60% LVQAFQFTDK 159 168 63.6 27.2 55.0 2 0 0 1,196.6311
I_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 20 50.30% ATAVMPDGQFK 17 27 32.1 27.2 28.2 3 0 0 1,164.5719
I_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 20 50.30% DISLSDYK 28 35 39.0 25.6 27.3 2 0 0 940.4623
I_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 20 50.30% QGGLGPMNIPLVSDPK 94 109 86.5 27.5 77.6 2 0 0 1,638.8524
I_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 20 50.30% TIAQDYGVLK 111 120 58.0 27.5 48.9 2 0 0 1,107.6046
I_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 20 50.30% GLFIIDDK 129 136 41.2 25.5 26.9 2 0 0 920.5090
I_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 20 50.30% GLFIIDDKGILR 129 140 45.4 25.0 42.2 2 2 0 1,359.7998
I_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 20 50.30% QITVNDLPVGR 141 151 75.1 26.4 34.3 2 0 0 1,211.6744
I_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 20 50.30% LVQAFQFTDK 159 168 63.7 27.2 54.3 2 0 0 1,196.6311
I_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 20 50.30% HGEVCPAGWKPGSDTIKPDVQK 169 190 37.1 27.8 35.4 0 0 1 2,406.1875
I_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 8 26.60% DISLSDYK 28 35 22.0 25.6 18.2 1 0 0 940.4623
I_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 8 26.60% QGGLGPMNIPLVSDPK 94 109 61.1 27.5 50.6 1 0 0 1,638.8524
I_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 8 26.60% GLFIIDDK 129 136 36.3 25.5 16.5 2 0 0 920.5090
I_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 8 26.60% QITVNDLPVGR 141 151 66.5 26.4 31.5 2 0 0 1,211.6744
I_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 5 5 8 26.60% LVQAFQFTDK 159 168 45.5 27.2 38.4 2 0 0 1,196.6311
I_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 70.6 26.6 30.9 2 0 0 1,211.6744
I_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 34.3 26.6 30.5 2 0 0 1,196.6311
I_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 51.6 26.4 33.2 2 0 0 1,211.6744
I_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 55.8 27.2 47.3 2 0 0 1,196.6311
I_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 59.1 25.9 31.7 2 0 0 1,211.6744
I_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 36.9 27.3 34.4 1 0 0 1,196.6311
I_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.10% TIAQDYGVLK 111 120 21.3 27.8 11.7 1 0 0 1,107.6046
I_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.10% LVQAFQFTDK 159 168 33.5 26.7 28.6 2 0 0 1,196.6311
I_24 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 55.6 26.7 35.1 2 0 0 1,211.6744
I_24 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 53.5 27.2 46.3 2 0 0 1,196.6311
J_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 8 20 39.70% ATAVMPDGQFK 17 27 35.8 27.3 25.7 2 0 0 1,164.5719
J_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 8 20 39.70% DISLSDYK 28 35 22.8 25.2 18.0 1 0 0 940.4623
J_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 8 20 39.70% QGGLGPMNIPLVSDPK 94 109 74.0 27.6 62.9 2 0 0 1,638.8524
J_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 8 20 39.70% RTIAQDYGVLK 110 120 23.9 26.1 13.0 1 0 0 1,263.7057
J_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 8 20 39.70% GLFIIDDK 129 136 45.3 27.5 25.4 2 0 0 920.5090
J_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 8 20 39.70% GLFIIDDKGILR 129 140 33.0 25.0 29.1 0 2 0 1,359.7998
J_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 8 20 39.70% QITVNDLPVGR 141 151 71.7 26.6 34.8 4 0 0 1,211.6744
J_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 8 20 39.70% LVQAFQFTDK 159 168 63.6 27.1 55.2 6 0 0 1,196.6311
J_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.60% TIAQDYGVLK 111 120 28.1 27.4 20.8 1 0 0 1,107.6046
J_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.60% GLFIIDDK 129 136 40.6 27.2 23.4 1 0 0 920.5090
J_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.60% QITVNDLPVGR 141 151 37.1 26.2 16.8 2 0 0 1,211.6744
J_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 6 19.60% LVQAFQFTDK 159 168 30.2 26.7 21.5 2 0 0 1,196.6311
J_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.10% TIAQDYGVLK 111 120 27.4 27.6 14.7 1 0 0 1,107.6046
J_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.10% LVQAFQFTDK 159 168 56.7 27.0 48.4 2 0 0 1,196.6311
J_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 35.3 26.2 16.1 1 0 0 1,211.6744
J_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 34.6 27.0 27.8 2 0 0 1,196.6311
J_18 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 2 10.60% QITVNDLPVGR 141 151 31.9 26.2 9.6 1 0 0 1,211.6744
J_18 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 2 10.60% LVQAFQFTDK 159 168 27.7 27.0 15.2 1 0 0 1,196.6311
J_22 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 31.3 25.8 13.4 2 0 0 1,211.6744
J_22 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 42.3 27.0 37.5 2 0 0 1,196.6311
J_24 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 2 10.60% QITVNDLPVGR 141 151 25.6 26.4 15.1 1 0 0 1,211.6744
J_24 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 2 10.60% LVQAFQFTDK 159 168 23.3 26.5 16.8 1 0 0 1,196.6311
K_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 12 29 50.30% ATAVMPDGQFK 17 27 27.1 27.5 21.7 2 0 0 1,164.5719
K_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 12 29 50.30% DISLSDYK 28 35 35.8 25.6 26.2 2 0 0 940.4623
K_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 12 29 50.30% QGGLGPMNIPLVSDPK 94 109 69.4 27.4 57.1 2 0 0 1,638.8524
K_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 12 29 50.30% TIAQDYGVLK 111 120 43.8 27.9 29.5 4 0 0 1,107.6046
K_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 12 29 50.30% GLFIIDDK 129 136 36.9 25.5 20.8 2 0 0 920.5090
K_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 12 29 50.30% GLFIIDDKGILR 129 140 54.8 25.0 51.5 2 2 0 1,359.7998
K_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 12 29 50.30% QITVNDLPVGR 141 151 75.2 26.4 34.3 5 0 0 1,211.6744
K_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 12 29 50.30% LVQAFQFTDK 159 168 65.6 27.2 58.2 5 0 0 1,196.6311
K_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 12 29 50.30% HGEVCPAGWKPGSDTIKPDVQK 169 190 37.8 27.9 31.6 0 2 1 2,406.1875
K_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.05% GLFIIDDK 129 136 38.7 25.5 22.5 2 0 0 920.5090
K_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.05% LVQAFQFTDK 159 168 37.4 27.0 26.4 2 0 0 1,196.6311
K_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% GLFIIDDK 129 136 43.7 25.5 18.4 2 0 0 920.5090
K_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% QITVNDLPVGR 141 151 57.2 26.7 23.9 2 0 0 1,211.6744
K_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 29.4 26.4 20.2 2 0 0 1,211.6744
K_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 44.1 26.6 33.7 2 0 0 1,196.6311
K_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 36.6 25.9 12.8 2 0 0 1,211.6744
K_09 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 51.0 26.5 43.4 2 0 0 1,196.6311
K_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 41.9 26.7 31.0 1 0 0 1,211.6744



K_12 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 39.8 27.2 26.5 2 0 0 1,196.6311
K_18 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 2 10.60% QITVNDLPVGR 141 151 24.8 25.9 9.8 1 0 0 1,211.6744
K_18 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 2 10.60% LVQAFQFTDK 159 168 24.9 26.5 19.6 1 0 0 1,196.6311
K_19 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 36.9 26.4 21.2 2 0 0 1,211.6744
K_19 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 25.2 26.5 17.6 1 0 0 1,196.6311
K_22 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 43.3 25.9 15.2 2 0 0 1,211.6744
K_22 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 36.8 26.5 36.8 1 0 0 1,196.6311
K_23 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 59.3 26.7 30.2 2 0 0 1,211.6744
K_23 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 50.2 27.2 39.8 2 0 0 1,196.6311
K_24 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 20.10% ATAVMPDGQFK 17 27 29.5 27.2 26.1 2 0 0 1,164.5719
K_24 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 20.10% GLFIIDDK 129 136 38.8 25.5 21.5 2 0 0 920.5090
K_24 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 20.10% QITVNDLPVGR 141 151 68.2 26.7 31.7 2 0 0 1,211.6744
K_24 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 4 4 8 20.10% LVQAFQFTDK 159 168 43.3 27.2 29.4 2 0 0 1,196.6311
L_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 13 22 51.30% ATAVMPDGQFK 17 27 29.7 26.9 27.8 1 0 0 1,180.5669
L_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 13 22 51.30% ATAVMPDGQFKDISLSDYK 17 35 66.1 26.8 66.1 1 0 0 2,102.0114
L_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 13 22 51.30% DISLSDYK 28 35 25.3 26.4 16.3 2 0 0 940.4623
L_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 13 22 51.30% DISLSDYKGK 28 37 31.6 26.7 24.0 2 0 0 1,125.5788
L_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 13 22 51.30% KQGGLGPMNIPLVSDPK 93 109 34.5 27.3 27.6 1 2 0 1,766.9474
L_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 13 22 51.30% RTIAQDYGVLK 110 120 27.7 26.4 14.1 2 0 0 1,263.7057
L_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 13 22 51.30% TIAQDYGVLKADEGISFR 111 128 39.8 27.6 28.7 0 2 0 1,983.0184
L_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 13 22 51.30% GLFIIDDK 129 136 36.3 25.5 31.4 1 0 0 920.5090
L_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 13 22 51.30% GLFIIDDKGILR 129 140 56.0 25.0 52.4 2 2 0 1,359.7998
L_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 13 22 51.30% QITVNDLPVGR 141 151 64.2 26.6 26.5 2 0 0 1,211.6744
L_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 11 13 22 51.30% HGEVCPAGWKPGSDTIKPDVQK 169 190 44.9 27.9 43.8 0 2 0 2,406.1875
L_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 4 14.60% TIAQDYGVLK 111 120 37.1 27.6 27.9 1 0 0 1,107.6046
L_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 4 14.60% GLFIIDDK 129 136 29.5 27.2 19.5 1 0 0 920.5090
L_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 4 14.60% QITVNDLPVGR 141 151 66.5 25.8 32.8 2 0 0 1,211.6744
L_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 14.60% GLFIIDDK 129 136 23.6 27.5 12.7 1 0 0 920.5090
L_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 14.60% QITVNDLPVGR 141 151 46.9 26.6 16.0 2 0 0 1,211.6744
L_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 14.60% LVQAFQFTDK 159 168 59.9 27.1 53.5 2 0 0 1,196.6311
L_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.55% GLFIIDDK 129 136 35.6 27.5 24.3 1 0 0 920.5090
L_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.55% QITVNDLPVGR 141 151 35.4 26.6 13.4 2 0 0 1,211.6744
L_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.55% GLFIIDDK 129 136 33.7 27.5 18.1 1 0 0 920.5090
L_10 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.55% QITVNDLPVGR 141 151 47.1 25.9 26.0 2 0 0 1,211.6744
L_16 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.55% GLFIIDDK 129 136 27.1 27.2 10.6 1 0 0 920.5090
L_16 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.55% QITVNDLPVGR 141 151 60.2 25.9 26.0 2 0 0 1,211.6744
M_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 11 28.10% KQGGLGPMNIPLVSDPK 93 109 21.1 27.1 17.5 1 0 0 1,766.9474
M_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 11 28.10% QGGLGPMNIPLVSDPK 94 109 82.5 27.5 75.3 2 0 0 1,638.8524
M_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 11 28.10% TIAQDYGVLK 111 120 56.4 27.4 43.9 2 0 0 1,107.6046
M_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 11 28.10% GLFIIDDK 129 136 21.8 25.5 13.9 2 0 0 920.5090
M_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 11 28.10% QITVNDLPVGR 141 151 54.8 25.9 27.1 2 0 0 1,211.6744
M_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 11 28.10% LVQAFQFTDK 159 168 46.5 27.0 36.1 2 0 0 1,196.6311
M_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 15.60% TIAQDYGVLK 111 120 26.3 27.5 16.3 1 0 0 1,107.6046
M_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 15.60% QITVNDLPVGR 141 151 45.7 25.9 30.9 2 0 0 1,211.6744
M_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 15.60% LVQAFQFTDK 159 168 48.8 27.0 36.8 2 0 0 1,196.6311
M_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 47.6 26.4 23.3 2 0 0 1,211.6744
M_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 55.4 27.2 47.2 2 0 0 1,196.6311
M_16 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 43.0 26.5 21.8 1 0 0 1,211.6744
M_16 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 49.6 27.2 39.3 2 0 0 1,196.6311
N_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 10 24.10% DISLSDYK 28 35 20.4 25.2 18.8 2 0 0 940.4623
N_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 10 24.10% KQGGLGPMNIPLVSDPK 93 109 17.2 27.1 12.1 0 1 0 1,766.9474
N_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 10 24.10% QGGLGPMNIPLVSDPK 94 109 72.6 27.5 61.0 2 0 0 1,638.8524
N_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 10 24.10% GLFIIDDK 129 136 38.2 27.3 26.4 2 0 0 920.5090
N_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 10 24.10% GLFIIDDKGILR 129 140 48.7 25.0 47.4 1 0 0 1,359.7998
N_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 10 24.10% QITVNDLPVGR 141 151 57.6 25.8 29.7 2 0 0 1,211.6744
N_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 49.7 26.3 25.5 2 0 0 1,211.6744
N_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 34.5 27.0 28.1 2 0 0 1,196.6311
N_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 15.60% TIAQDYGVLK 111 120 28.6 27.6 18.4 1 0 0 1,107.6046
N_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 15.60% QITVNDLPVGR 141 151 45.4 26.2 23.9 2 0 0 1,211.6744
N_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 5 15.60% LVQAFQFTDK 159 168 49.6 26.7 41.6 2 0 0 1,196.6311
O_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 18 40.70% ATAVMPDGQFK 17 27 30.2 27.8 24.7 3 0 0 1,164.5719
O_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 18 40.70% ATAVMPDGQFKDISLSDYK 17 35 23.9 26.6 21.3 0 1 0 2,102.0114
O_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 18 40.70% DISLSDYKGK 28 37 22.0 26.5 16.3 1 0 0 1,125.5788
O_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 18 40.70% QGGLGPMNIPLVSDPK 94 109 83.2 27.6 73.6 2 0 0 1,638.8524
O_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 18 40.70% RTIAQDYGVLK 110 120 25.4 26.1 9.7 1 0 0 1,263.7057
O_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 18 40.70% GLFIIDDK 129 136 41.8 25.5 35.5 2 0 0 920.5090
O_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 18 40.70% GLFIIDDKGILR 129 140 51.8 25.0 51.6 2 2 0 1,359.7998
O_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 18 40.70% QITVNDLPVGR 141 151 48.6 26.6 29.5 2 0 0 1,211.6744
O_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 9 11 18 40.70% LVQAFQFTDK 159 168 54.0 27.0 46.4 2 0 0 1,196.6311
O_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 39.8 26.6 18.9 2 0 0 1,211.6744
O_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 40.5 26.5 32.2 2 0 0 1,196.6311
O_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.55% GLFIIDDK 129 136 27.0 27.5 13.7 1 0 0 920.5090
O_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 9.55% QITVNDLPVGR 141 151 63.4 26.6 30.9 2 0 0 1,211.6744
P_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 9 30.20% ATAVMPDGQFK 17 27 24.5 26.7 17.6 1 0 0 1,180.5669
P_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 9 30.20% QGGLGPMNIPLVSDPK 94 109 89.7 27.2 86.3 2 0 0 1,638.8524
P_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 9 30.20% GLFIIDDK 129 136 22.9 27.1 16.7 1 0 0 920.5090
P_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 9 30.20% GLFIIDDKGILR 129 140 49.7 25.0 49.7 1 0 0 1,359.7998
P_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 9 30.20% QITVNDLPVGR 141 151 55.6 26.2 28.7 2 0 0 1,211.6744
P_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 6 6 9 30.20% LVQAFQFTDK 159 168 52.4 26.7 44.1 2 0 0 1,196.6311
P_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 45.0 25.8 25.1 2 0 0 1,211.6744
P_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 50.1 27.0 44.6 2 0 0 1,196.6311
Q_02 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 4 15.60% TIAQDYGVLK 111 120 19.9 27.4 19.4 1 0 0 1,107.6046
Q_02 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 4 15.60% QITVNDLPVGR 141 151 38.0 26.2 11.6 1 0 0 1,211.6744
Q_02 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 3 3 4 15.60% LVQAFQFTDK 159 168 30.2 26.7 26.0 2 0 0 1,196.6311
Q_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 9 12 35.20% ATAVMPDGQFK 17 27 27.7 26.7 19.9 1 0 0 1,180.5669
Q_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 9 12 35.20% DISLSDYK 28 35 25.9 25.0 25.1 1 0 0 940.4623
Q_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 9 12 35.20% KQGGLGPMNIPLVSDPK 93 109 24.8 27.1 24.8 1 1 0 1,766.9474
Q_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 9 12 35.20% QGGLGPMNIPLVSDPK 94 109 76.3 27.6 72.0 2 0 0 1,638.8524
Q_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 9 12 35.20% RTIAQDYGVLK 110 120 29.8 26.1 17.9 1 0 0 1,263.7057
Q_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 9 12 35.20% GLFIIDDK 129 136 29.9 27.2 23.0 1 0 0 920.5090
Q_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 9 12 35.20% GLFIIDDKGILR 129 140 60.6 25.0 54.0 2 0 0 1,359.7998
Q_04 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 8 9 12 35.20% QITVNDLPVGR 141 151 75.3 26.3 34.4 2 0 0 1,211.6744
Q_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% GLFIIDDK 129 136 30.1 27.2 14.7 2 0 0 920.5090
Q_05 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% QITVNDLPVGR 141 151 67.6 26.6 31.8 2 0 0 1,211.6744
Q_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 30.0 25.8 16.8 2 0 0 1,211.6744
Q_06 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 42.9 27.0 32.3 2 0 0 1,196.6311
Q_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% GLFIIDDK 129 136 29.5 27.3 12.4 2 0 0 920.5090
Q_07 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 9.55% QITVNDLPVGR 141 151 65.2 26.2 33.2 2 0 0 1,211.6744
Q_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% QITVNDLPVGR 141 151 51.3 25.8 21.6 2 0 0 1,211.6744
Q_08 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 3 10.60% LVQAFQFTDK 159 168 35.9 27.2 18.6 1 0 0 1,196.6311
Q_16 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% QITVNDLPVGR 141 151 42.2 25.8 21.2 2 0 0 1,211.6744
Q_16 Peroxiredoxin‐1 PRDX1_HUMAN 22,111 2 2 4 10.60% LVQAFQFTDK 159 168 36.4 27.0 30.3 2 0 0 1,196.6311
A_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 7 17.20% ATAVVDGAFK 17 26 55.1 27.4 38.5 2 0 0 978.5255
A_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 7 17.20% ATAVVDGAFKEVK 17 29 48.4 28.0 34.2 2 0 0 1,334.7315
A_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 7 17.20% RLSEDYGVLK 110 119 24.8 27.5 16.1 1 0 0 1,179.6369
A_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 7 17.20% LSEDYGVLK 111 119 44.6 27.3 27.6 2 0 0 1,023.5358
A_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 7 17.20% QITVNDLPVGR 140 150 77.1 26.7 36.2 3 0 0 1,211.6744
B_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 3 3 7 16.70% ATAVVDGAFK 17 26 40.2 27.1 27.8 4 0 0 978.5255
B_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 3 3 7 16.70% ATAVVDGAFKEVK 17 29 59.5 28.0 45.6 2 0 0 1,334.7315
B_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 3 3 7 16.70% LSEDYGVLK 111 119 45.7 27.7 39.7 1 0 0 1,023.5358
B_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 3 3 7 16.70% QITVNDLPVGR 140 150 83.9 26.7 43.1 2 0 0 1,211.6744
C_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 8 23.20% ATAVVDGAFK 17 26 38.7 27.8 26.3 2 0 0 978.5255



C_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 8 23.20% ATAVVDGAFKEVK 17 29 47.7 28.0 37.3 2 0 0 1,334.7315
C_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 8 23.20% RLSEDYGVLK 110 119 31.0 27.6 24.5 2 0 0 1,179.6369
C_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 8 23.20% GLFIIDGKGVLR 128 139 27.5 25.0 21.1 2 0 0 1,287.7786
C_06 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 8 23.20% QITVNDLPVGR 140 150 71.2 26.2 34.0 2 0 0 1,211.6744
D_10 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 3 3 3 21.70% IGKPAPDFK 8 16 23.5 28.0 18.7 1 0 0 972.5515
D_10 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 3 3 3 21.70% ATAVVDGAFKEVK 17 29 23.9 27.4 15.1 1 0 0 1,334.7315
D_10 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 3 3 3 21.70% RLSEDYGVLK 110 119 31.7 27.6 28.9 1 0 0 1,179.6369
D_10 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 3 3 3 21.70% QITVNDLPVGR 140 150 43.7 26.4 17.5 2 0 0 1,211.6744
G_08 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 2 2 2 10.10% ATAVVDGAFK 17 26 36.7 28.3 21.9 1 0 0 978.5255
G_08 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 2 2 2 10.10% RLSEDYGVLK 110 119 25.3 27.7 13.2 1 0 0 1,179.6369
H_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 7 17.20% ATAVVDGAFK 17 26 33.7 27.4 27.9 1 0 0 978.5255
H_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 7 17.20% ATAVVDGAFKEVK 17 29 54.3 27.5 45.2 2 0 0 1,334.7315
H_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 7 17.20% RLSEDYGVLK 110 119 34.8 27.4 25.7 2 0 0 1,179.6369
H_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 7 17.20% LSEDYGVLK 111 119 41.9 27.7 22.2 2 0 0 1,023.5358
H_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 4 4 7 17.20% QITVNDLPVGR 140 150 81.7 26.7 43.5 3 0 0 1,211.6744
I_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 2 2 4 16.70% ATAVVDGAFKEVK 17 29 46.8 27.5 37.2 2 0 0 1,334.7315
I_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 2 2 4 16.70% LSEDYGVLK 111 119 44.5 27.9 21.0 2 0 0 1,023.5358
I_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 2 2 4 16.70% QITVNDLPVGR 140 150 75.1 26.4 34.3 2 0 0 1,211.6744
J_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 2 2 4 12.10% ATAVVDGAFK 17 26 26.7 28.3 14.8 2 0 0 978.5255
J_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 2 2 4 12.10% ATAVVDGAFKEVK 17 29 44.7 26.3 39.7 2 0 0 1,334.7315
J_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 2 2 4 12.10% QITVNDLPVGR 140 150 71.7 26.6 34.8 4 0 0 1,211.6744
K_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 2 2 4 16.70% ATAVVDGAFKEVK 17 29 44.3 26.8 29.6 2 0 0 1,334.7315
K_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 2 2 4 16.70% LSEDYGVLK 111 119 39.5 27.6 30.1 2 0 0 1,023.5358
K_05 Peroxiredoxin‐2 PRDX2_HUMAN 21,892 2 2 4 16.70% QITVNDLPVGR 140 150 75.2 26.4 34.3 5 0 0 1,211.6744
A_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.90% GTAVVNGEFK 74 83 36.7 28.0 32.1 2 0 0 1,021.5313
A_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.90% GLFIIDPNGVIK 185 196 41.4 25.3 27.3 2 0 0 1,285.7517
A_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.90% HLSVNDLPVGR 197 207 44.0 27.2 28.4 2 0 0 1,206.6590
A_06 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.10% DLSLDDFK 84 91 29.9 25.5 19.1 2 0 0 952.4624
A_06 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.10% GLFIIDPNGVIK 185 196 56.2 25.7 45.3 2 0 0 1,285.7517
A_06 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.10% HLSVNDLPVGR 197 207 47.1 27.2 35.2 2 0 0 1,206.6590
B_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.10% DLSLDDFK 84 91 37.8 25.5 29.6 2 0 0 952.4624
B_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.10% GLFIIDPNGVIK 185 196 37.1 25.7 25.5 2 0 0 1,285.7517
B_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.10% HLSVNDLPVGR 197 207 46.3 27.3 34.5 2 0 0 1,206.6590
B_06 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.10% DLSLDDFK 84 91 45.0 25.5 37.0 2 0 0 952.4624
B_06 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.10% GLFIIDPNGVIK 185 196 36.1 25.7 25.0 2 0 0 1,285.7517
B_06 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.10% HLSVNDLPVGR 197 207 44.1 27.6 36.3 2 0 0 1,206.6590
C_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 4 4 7 16.80% GTAVVNGEFK 74 83 39.8 28.0 35.6 2 0 0 1,021.5313
C_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 4 4 7 16.80% DLSLDDFKGK 84 93 28.4 27.9 7.0 1 0 0 1,137.5789
C_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 4 4 7 16.80% GLFIIDPNGVIK 185 196 41.5 25.5 30.1 2 0 0 1,285.7517
C_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 4 4 7 16.80% HLSVNDLPVGR 197 207 55.8 27.3 40.2 2 0 0 1,206.6590
C_06 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 5 5 7 16.80% GTAVVNGEFK 74 83 27.1 28.2 19.2 1 0 0 1,021.5313
C_06 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 5 5 7 16.80% DLSLDDFK 84 91 26.4 25.8 19.6 2 0 0 952.4624
C_06 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 5 5 7 16.80% DLSLDDFKGK 84 93 25.2 27.6 14.2 1 0 0 1,137.5789
C_06 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 5 5 7 16.80% GLFIIDPNGVIK 185 196 25.1 25.5 13.3 1 0 0 1,285.7517
C_06 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 5 5 7 16.80% HLSVNDLPVGR 197 207 46.6 27.5 38.3 2 0 0 1,206.6590
D_11 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 2 2 4 8.20% GTAVVNGEFK 74 83 43.2 27.9 38.2 2 0 0 1,021.5313
D_11 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 2 2 4 8.20% HLSVNDLPVGR 197 207 45.8 27.6 39.4 2 0 0 1,206.6590
H_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 5 8.59% DLSLDDFK 84 91 32.3 25.0 20.7 2 0 0 952.4624
H_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 5 8.59% DLSLDDFKGK 84 93 35.4 27.5 25.2 1 0 0 1,137.5789
H_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 5 8.59% GLFIIDPNGVIK 185 196 46.5 25.5 33.4 2 0 0 1,285.7517
I_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 4 8.59% DLSLDDFK 84 91 25.8 26.4 14.5 2 0 0 952.4624
I_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 4 8.59% DLSLDDFKGK 84 93 23.7 28.3 12.9 1 0 0 1,137.5789
I_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 4 8.59% GLFIIDPNGVIK 185 196 33.5 25.3 20.3 1 0 0 1,285.7517
J_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 2 2 3 3.91% DLSLDDFK 84 91 28.6 26.2 15.2 2 0 0 952.4624
J_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 2 2 3 3.91% DLSLDDFKGK 84 93 23.3 28.3 9.7 1 0 0 1,137.5789
K_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.10% DLSLDDFK 84 91 23.7 25.0 10.3 2 0 0 952.4624
K_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.10% GLFIIDPNGVIK 185 196 49.6 25.4 39.4 2 0 0 1,285.7517
K_05 Thioredoxin‐dependent peroxide reductase, mitochondrial PRDX3_HUMAN 27,693 3 3 6 12.10% HLSVNDLPVGR 197 207 39.2 27.6 29.9 2 0 0 1,206.6590
A_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 5 9 16.60% IPLLSDLTHQISK 174 186 44.7 25.0 38.3 2 1 0 1,464.8423
A_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 5 9 16.60% DYGVYLEDSGHTLR 187 200 80.8 25.8 69.2 2 2 0 1,624.7603
A_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 5 9 16.60% GLFIIDDK 201 208 39.1 27.0 28.6 2 0 0 920.5090
A_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 5 9 16.60% LVQAFQYTDK 231 240 34.2 26.4 33.5 2 0 0 1,212.6260
B_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 4 7 21.40% VSVADHSLHLSK 67 78 47.1 28.2 37.0 2 0 0 1,292.6957
B_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 4 7 21.40% IPLLSDLTHQISK 174 186 53.4 25.0 47.3 2 1 0 1,464.8423
B_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 4 7 21.40% DYGVYLEDSGHTLR 187 200 78.1 25.7 67.9 2 0 0 1,624.7603
B_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 4 7 21.40% GLFIIDDK 201 208 42.3 25.8 16.1 2 0 0 920.5090
B_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 4 7 21.40% QITLNDLPVGR 213 223 36.6 25.9 0.0 2 0 0 1,225.6901
C_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 2 2 3 15.90% DYGVYLEDSGHTLR 187 200 35.0 25.8 33.8 1 0 0 1,624.7603
C_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 2 2 3 15.90% GLFIIDDK 201 208 38.3 25.8 21.1 2 0 0 920.5090
C_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 2 2 3 15.90% QITLNDLPVGR 213 223 46.7 25.3 0.0 2 0 0 1,225.6901
C_07 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 2 2 3 15.90% LVQAFQYTDK 231 240 47.4 26.4 41.5 2 0 0 1,212.6260
D_13 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 2 2 2 8.86% DYGVYLEDSGHTLR 187 200 21.0 25.3 2.7 0 1 0 1,624.7603
D_13 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 2 2 2 8.86% LVQAFQYTDK 231 240 28.3 26.9 17.6 1 0 0 1,212.6260
H_06 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 4 5 19.90% VSVADHSLHLSK 67 78 52.8 27.7 45.2 2 0 0 1,292.6957
H_06 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 4 5 19.90% IPLLSDLTHQISK 174 186 30.3 25.0 23.7 1 1 0 1,464.8423
H_06 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 4 5 19.90% GLFIIDDK 201 208 41.2 25.5 14.9 2 0 0 920.5090
H_06 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 4 5 19.90% QITLNDLPVGR 213 223 40.2 25.9 0.0 1 0 0 1,225.6901
H_06 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 3 4 5 19.90% LVQAFQYTDK 231 240 45.4 26.4 37.3 1 0 0 1,212.6260
K_06 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 2 2 3 15.10% VSVADHSLHLSK 67 78 22.5 27.6 13.1 1 0 0 1,292.6957
K_06 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 2 2 3 15.10% GLFIIDDK 201 208 38.7 25.5 22.5 2 0 0 920.5090
K_06 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 2 2 3 15.10% QITLNDLPVGR 213 223 37.6 25.4 0.0 2 0 0 1,225.6901
K_06 Peroxiredoxin‐4 PRDX4_HUMAN 30,541 2 2 3 15.10% LVQAFQYTDK 231 240 51.9 26.8 46.8 2 0 0 1,212.6260
A_04 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 3 4 5 15.40% VNLAELFK 77 84 33.1 25.0 24.8 1 0 0 933.5404
A_04 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 3 4 5 15.40% THLPGFVEQAEALK 104 117 30.5 27.5 16.8 1 1 0 1,539.8167
A_04 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 3 4 5 15.40% FSMVVQDGIVK 182 192 54.0 26.9 18.5 2 0 0 1,238.6451
B_04 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 3 3 6 14.00% VNLAELFK 77 84 35.7 25.0 27.5 2 0 0 933.5404
B_04 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 3 3 6 14.00% LLADPTGAFGK 150 160 50.9 28.3 43.7 2 0 0 1,089.5941
B_04 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 3 3 6 14.00% FSMVVQDGIVK 182 192 65.6 26.9 28.0 2 0 0 1,238.6451
C_03 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 2 8.88% VNLAELFK 77 84 35.4 25.0 26.1 1 0 0 933.5404
C_03 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 2 8.88% FSMVVQDGIVK 182 192 41.4 26.9 10.8 1 0 0 1,238.6451
C_04 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 4 8.88% VNLAELFK 77 84 35.9 25.0 17.8 2 0 0 933.5404
C_04 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 4 8.88% FSMVVQDGIVK 182 192 65.5 26.3 21.8 2 0 0 1,238.6451
D_07 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 3 10.30% LLADPTGAFGK 150 160 37.3 28.5 21.3 2 0 0 1,089.5941
D_07 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 3 10.30% FSMVVQDGIVK 182 192 21.0 27.0 0.0 1 0 0 1,238.6451
F_07 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 3 6 10.30% LLADPTGAFGK 150 160 34.3 28.3 25.0 2 0 0 1,089.5941
F_07 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 3 6 10.30% FSMVVQDGIVK 182 192 61.3 26.3 23.2 4 0 0 1,238.6451
G_07 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 4 10.30% LLADPTGAFGK 150 160 39.5 28.1 27.4 2 0 0 1,089.5941
G_07 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 4 10.30% FSMVVQDGIVK 182 192 46.3 27.3 16.5 2 0 0 1,238.6451
H_04 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 4 11.70% THLPGFVEQAEALK 104 117 55.1 27.3 43.5 0 2 0 1,539.8167
H_04 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 4 11.70% LLADPTGAFGK 150 160 39.2 28.2 34.7 2 0 0 1,089.5941
L_03 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 4 4 5 20.60% VNLAELFK 77 84 29.1 26.4 18.3 1 0 0 933.5404
L_03 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 4 4 5 20.60% THLPGFVEQAEALK 104 117 28.6 27.7 14.8 1 0 0 1,539.8167
L_03 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 4 4 5 20.60% LLADPTGAFGK 150 160 44.3 28.9 31.0 2 0 0 1,089.5941
L_03 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 4 4 5 20.60% FSMVVQDGIVK 182 192 22.9 27.8 11.9 1 0 0 1,222.6501
M_03 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 4 10.30% LLADPTGAFGK 150 160 43.0 28.1 32.8 2 0 0 1,089.5941
M_03 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 4 10.30% FSMVVQDGIVK 182 192 53.7 27.3 11.8 2 0 0 1,238.6451
O_03 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 3 10.30% LLADPTGAFGK 150 160 32.8 28.9 20.2 1 0 0 1,089.5941
O_03 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 3 10.30% FSMVVQDGIVK 182 192 37.4 26.9 10.4 2 0 0 1,238.6451
Q_03 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 3 10.30% LLADPTGAFGK 150 160 24.6 28.7 19.6 1 0 0 1,089.5941
Q_03 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 3 10.30% FSMVVQDGIVK 182 192 46.4 27.3 15.1 2 0 0 1,238.6451
Q_04 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 3 10.30% LLADPTGAFGK 150 160 28.0 28.7 17.5 1 0 0 1,089.5941
Q_04 Peroxiredoxin‐5, mitochondrial PRDX5_HUMAN 22,237 2 2 3 10.30% FSMVVQDGIVK 182 192 35.1 27.1 14.4 2 0 0 1,238.6451



A_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 4 9.38% DFTPVCTTELGR 42 53 50.5 25.1 43.4 2 0 0 1,395.6575
A_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 4 9.38% VVFVFGPDK 133 141 28.3 27.5 24.8 2 0 0 1,007.5561
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% DFTPVCTTELGR 42 53 50.2 25.2 41.2 2 0 0 1,395.6575
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% DINAYNCEEPTEK 85 97 58.2 25.0 53.1 2 0 0 1,582.6691
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% LPFPIIDDR 98 106 32.6 27.3 25.3 2 0 0 1,085.5992
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% LPFPIIDDRNR 98 108 20.6 27.3 13.6 0 1 0 1,355.7432
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% ELAILLGMLDPAEK 109 122 88.4 27.8 68.2 2 0 0 1,528.8295
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% ELAILLGMLDPAEKDEK 109 125 30.6 27.2 23.2 0 2 0 1,900.9941
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% VVFVFGPDK 133 141 51.2 27.5 49.2 2 0 0 1,007.5561
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% LKLSILYPATTGR 143 155 50.3 25.0 48.6 2 0 0 1,432.8524
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% LSILYPATTGR 145 155 48.9 26.0 22.9 2 0 0 1,191.6733
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% VVISLQLTAEKR 163 174 21.3 25.0 18.8 0 1 0 1,356.8210
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% VATPVDWK 175 182 31.8 28.1 26.0 2 0 0 915.4935
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% DGDSVMVLPTIPEEEAK 183 199 30.2 26.1 22.7 2 2 0 1,845.8790
A_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 13 14 26 50.40% DGDSVMVLPTIPEEEAKK 183 200 44.2 27.3 38.6 0 2 0 1,973.9740
A_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 10 18.80% DFTPVCTTELGR 42 53 34.2 25.1 26.6 2 0 0 1,395.6575
A_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 10 18.80% LPFPIIDDR 98 106 34.5 27.3 28.6 2 0 0 1,085.5992
A_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 10 18.80% VVFVFGPDK 133 141 36.7 27.4 30.5 2 0 0 1,007.5561
A_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 10 18.80% VVFVFGPDKK 133 142 55.9 25.9 51.3 2 0 0 1,135.6511
A_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 10 18.80% LSILYPATTGR 145 155 39.0 26.0 21.4 2 0 0 1,191.6733
A_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 7 13.80% DFTPVCTTELGR 42 53 38.4 25.2 32.6 2 0 0 1,395.6575
A_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 7 13.80% LPFPIIDDR 98 106 33.0 27.3 25.2 2 0 0 1,085.5992
A_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 7 13.80% VVFVFGPDK 133 141 35.8 27.8 34.2 2 0 0 1,007.5561
A_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 7 13.80% VVFVFGPDKK 133 142 36.7 25.9 30.9 1 0 0 1,135.6511
B_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 3 3 4 14.30% DFTPVCTTELGR 42 53 30.3 25.0 27.2 1 0 0 1,395.6575
B_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 3 3 4 14.30% LPFPIIDDR 98 106 27.6 27.4 20.3 2 0 0 1,085.5992
B_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 3 3 4 14.30% LSILYPATTGR 145 155 20.4 26.1 10.9 1 0 0 1,191.6733
B_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 12 13 26 49.60% DFTPVCTTELGR 42 53 60.7 25.2 53.4 2 0 0 1,395.6575
B_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 12 13 26 49.60% DINAYNCEEPTEK 85 97 58.0 25.0 48.8 2 0 0 1,582.6691
B_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 12 13 26 49.60% LPFPIIDDR 98 106 28.8 27.4 20.9 4 0 0 1,085.5992
B_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 12 13 26 49.60% ELAILLGMLDPAEK 109 122 70.8 27.7 54.4 2 0 0 1,528.8295
B_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 12 13 26 49.60% ELAILLGMLDPAEKDEK 109 125 31.5 27.2 26.3 0 2 0 1,900.9941
B_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 12 13 26 49.60% VVFVFGPDK 133 141 58.5 27.5 51.6 1 0 0 1,007.5561
B_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 12 13 26 49.60% VVFVFGPDKK 133 142 46.5 25.9 46.2 2 0 0 1,135.6511
B_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 12 13 26 49.60% LKLSILYPATTGR 143 155 38.2 25.0 36.3 0 2 0 1,432.8524
B_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 12 13 26 49.60% LSILYPATTGR 145 155 38.8 26.1 13.6 2 0 0 1,191.6733
B_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 12 13 26 49.60% VVISLQLTAEKR 163 174 16.3 25.0 13.4 0 1 0 1,356.8210
B_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 12 13 26 49.60% VATPVDWK 175 182 32.0 28.1 21.7 2 0 0 915.4935
B_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 12 13 26 49.60% DGDSVMVLPTIPEEEAK 183 199 35.8 25.9 28.7 2 2 0 1,845.8790
B_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 13 33.50% DFTPVCTTELGR 42 53 45.2 25.2 33.4 2 0 0 1,395.6575
B_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 13 33.50% DINAYNCEEPTEK 85 97 47.1 25.0 42.9 1 0 0 1,582.6691
B_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 13 33.50% LPFPIIDDR 98 106 55.8 27.4 44.2 2 0 0 1,085.5992
B_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 13 33.50% VVFVFGPDKK 133 142 49.8 25.9 43.9 2 0 0 1,135.6511
B_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 13 33.50% LKLSILYPATTGR 143 155 20.1 25.0 13.7 0 2 0 1,432.8524
B_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 13 33.50% LSILYPATTGR 145 155 33.7 26.1 15.9 2 0 0 1,191.6733
B_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 13 33.50% DGDSVMVLPTIPEEEAK 183 199 38.1 26.2 28.9 1 0 0 1,845.8790
B_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 13 33.50% DGDSVMVLPTIPEEEAKK 183 200 25.1 27.4 19.1 0 1 0 1,973.9740
B_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 2 9.38% DFTPVCTTELGR 42 53 21.0 25.1 13.1 1 0 0 1,395.6575
B_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 2 9.38% LPFPIIDDR 98 106 26.9 27.3 16.3 1 0 0 1,085.5992
C_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 7 19.20% DFTPVCTTELGR 42 53 44.6 25.1 33.3 2 0 0 1,395.6575
C_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 7 19.20% DINAYNCEEPTEK 85 97 28.2 25.0 28.2 1 0 0 1,582.6691
C_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 7 19.20% LSILYPATTGR 145 155 25.9 26.9 11.1 2 0 0 1,191.6733
C_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 7 19.20% NFDEILR 156 162 26.4 28.9 13.3 2 0 0 906.4680
C_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 18 37.50% DFTPVCTTELGR 42 53 44.8 25.2 35.5 2 0 0 1,395.6575
C_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 18 37.50% DINAYNCEEPTEK 85 97 55.7 25.0 50.0 2 0 0 1,582.6691
C_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 18 37.50% LPFPIIDDR 98 106 45.2 27.1 36.0 1 0 0 1,085.5992
C_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 18 37.50% LPFPIIDDRNR 98 108 34.3 27.4 25.6 0 2 0 1,355.7432
C_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 18 37.50% VVFVFGPDKK 133 142 41.2 25.9 36.1 1 0 0 1,135.6511
C_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 18 37.50% LKLSILYPATTGR 143 155 39.6 25.0 39.6 2 2 0 1,432.8524
C_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 18 37.50% LSILYPATTGR 145 155 44.5 27.1 16.0 2 0 0 1,191.6733
C_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 18 37.50% VATPVDWK 175 182 27.2 28.6 18.4 2 0 0 915.4935
C_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 18 37.50% DGDSVMVLPTIPEEEAK 183 199 40.6 26.0 37.2 2 0 0 1,845.8790
C_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 6 19.60% DFTPVCTTELGR 42 53 38.4 25.3 27.5 1 0 0 1,395.6575
C_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 6 19.60% DINAYNCEEPTEK 85 97 46.8 25.0 46.8 2 0 0 1,582.6691
C_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 6 19.60% LPFPIIDDR 98 106 33.3 27.1 24.0 1 0 0 1,085.5992
C_08 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 6 19.60% VVFVFGPDKK 133 142 40.4 25.9 37.4 2 0 0 1,135.6511
D_12 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 12 21 45.10% PGGLLLGDVAPNFEANTTVGR 2 22 75.3 26.9 75.3 1 2 0 2,098.0930
D_12 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 12 21 45.10% DFTPVCTTELGR 42 53 48.2 25.0 41.3 2 0 0 1,395.6575
D_12 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 12 21 45.10% DINAYNCEEPTEK 85 97 48.7 25.0 48.7 2 0 0 1,582.6691
D_12 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 12 21 45.10% LPFPIIDDR 98 106 53.9 26.5 43.2 2 0 0 1,085.5992
D_12 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 12 21 45.10% VVFVFGPDK 133 141 36.0 26.7 32.6 2 0 0 1,007.5561
D_12 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 12 21 45.10% VVFVFGPDKK 133 142 25.4 26.3 25.4 1 0 0 1,135.6511
D_12 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 12 21 45.10% NFDEILR 156 162 34.2 29.2 16.8 2 0 0 906.4680
D_12 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 12 21 45.10% VVISLQLTAEK 163 173 54.3 25.6 44.4 2 0 0 1,200.7199
D_12 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 12 21 45.10% VVISLQLTAEKR 163 174 45.9 25.0 39.5 2 1 0 1,356.8210
D_12 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 12 21 45.10% DGDSVMVLPTIPEEEAK 183 199 26.2 26.0 26.2 2 0 0 1,845.8790
D_13 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 3 8.93% VVFVFGPDK 133 141 45.0 27.5 43.2 1 0 0 1,007.5561
D_13 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 3 8.93% VVISLQLTAEK 163 173 51.6 25.6 40.5 2 0 0 1,200.7199
E_11 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 3 3 5 14.30% DFTPVCTTELGR 42 53 26.2 25.0 23.5 2 0 0 1,395.6575
E_11 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 3 3 5 14.30% VVFVFGPDK 133 141 40.7 26.8 36.5 1 0 0 1,007.5561
E_11 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 3 3 5 14.30% VVISLQLTAEK 163 173 38.9 25.7 31.3 2 0 0 1,200.7199
F_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 33.50% DFTPVCTTELGR 42 53 56.4 25.0 43.5 2 0 0 1,395.6575
F_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 33.50% DINAYNCEEPTEK 85 97 74.4 25.0 61.3 2 0 0 1,582.6691
F_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 33.50% LPFPIIDDR 98 106 43.3 27.3 31.3 2 0 0 1,085.5992
F_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 33.50% VVFVFGPDK 133 141 47.6 27.5 41.0 2 0 0 1,007.5561
F_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 33.50% VVFVFGPDKK 133 142 51.6 25.9 51.6 2 0 0 1,135.6511
F_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 33.50% LSILYPATTGR 145 155 44.5 27.0 26.4 2 0 0 1,191.6733
F_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 33.50% VVISLQLTAEK 163 173 76.2 25.2 63.1 1 0 0 1,200.7199
F_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 33.50% VVISLQLTAEKR 163 174 71.7 25.0 71.7 2 1 0 1,356.8210
F_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 33.50% VATPVDWK 175 182 29.0 28.2 25.4 1 0 0 915.4935
F_11 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 2 9.38% DFTPVCTTELGR 42 53 23.6 25.2 19.5 1 0 0 1,395.6575
F_11 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 2 9.38% LPFPIIDDR 98 106 25.5 27.3 19.1 1 0 0 1,085.5992
G_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 15 33.00% DFTPVCTTELGR 42 53 42.3 25.6 32.2 2 0 0 1,395.6575
G_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 15 33.00% DINAYNCEEPTEK 85 97 51.2 25.0 47.7 2 0 0 1,582.6691
G_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 15 33.00% LPFPIIDDR 98 106 31.4 27.3 21.1 2 0 0 1,085.5992
G_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 15 33.00% VVFVFGPDK 133 141 44.4 27.5 39.2 2 0 0 1,007.5561
G_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 15 33.00% LSILYPATTGR 145 155 32.7 26.2 18.0 2 0 0 1,191.6733
G_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 15 33.00% VVISLQLTAEK 163 173 50.5 25.0 39.2 2 0 0 1,200.7199
G_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 15 33.00% VVISLQLTAEKR 163 174 58.1 25.0 56.1 2 0 0 1,356.8210
G_09 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 15 33.00% VATPVDWK 175 182 24.2 28.8 15.2 1 0 0 915.4935
G_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 6 6 12 21.40% DFTPVCTTELGR 42 53 48.4 25.6 37.2 2 0 0 1,395.6575
G_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 6 6 12 21.40% VVFVFGPDK 133 141 44.2 27.4 37.6 2 0 0 1,007.5561
G_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 6 6 12 21.40% VVFVFGPDKK 133 142 38.2 25.7 35.7 2 0 0 1,135.6511
G_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 6 6 12 21.40% NFDEILR 156 162 26.5 28.7 8.6 2 0 0 906.4680
G_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 6 6 12 21.40% VVISLQLTAEK 163 173 55.4 25.0 51.7 2 0 0 1,200.7199
G_10 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 6 6 12 21.40% VATPVDWK 175 182 23.5 28.8 16.7 2 0 0 915.4935
H_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 10 16 40.20% DFTPVCTTELGR 42 53 55.0 25.1 45.2 2 0 0 1,395.6575
H_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 10 16 40.20% DINAYNCEEPTEK 85 97 57.8 25.0 53.6 2 0 0 1,582.6691
H_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 10 16 40.20% LPFPIIDDR 98 106 63.0 27.4 51.1 2 0 0 1,085.5992
H_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 10 16 40.20% LPFPIIDDRNR 98 108 20.5 27.3 12.6 0 1 0 1,355.7432
H_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 10 16 40.20% VVFVFGPDK 133 141 44.9 27.5 39.2 2 0 0 1,007.5561
H_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 10 16 40.20% LKLSILYPATTGR 143 155 46.5 25.0 39.5 1 0 0 1,432.8524



H_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 10 16 40.20% LSILYPATTGR 145 155 47.1 26.5 29.0 2 0 0 1,191.6733
H_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 10 16 40.20% NFDEILR 156 162 28.0 28.8 13.5 1 0 0 906.4680
H_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 10 16 40.20% VATPVDWK 175 182 28.7 28.2 24.7 2 0 0 915.4935
H_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 10 10 16 40.20% DGDSVMVLPTIPEEEAK 183 199 37.9 26.2 27.1 1 0 0 1,845.8790
H_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 7 19.60% DFTPVCTTELGR 42 53 51.3 25.2 41.5 2 0 0 1,395.6575
H_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 7 19.60% DINAYNCEEPTEK 85 97 26.8 25.0 25.4 1 0 0 1,582.6691
H_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 7 19.60% LPFPIIDDR 98 106 53.3 27.3 42.8 2 0 0 1,085.5992
H_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 7 19.60% VVFVFGPDK 133 141 38.0 27.8 33.5 1 0 0 1,007.5561
H_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 7 19.60% VVFVFGPDKK 133 142 26.0 25.9 26.0 1 0 0 1,135.6511
I_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 3 9.38% DFTPVCTTELGR 42 53 22.7 25.5 18.6 1 0 0 1,395.6575
I_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 3 9.38% LPFPIIDDR 98 106 41.5 27.3 29.4 2 0 0 1,085.5992
I_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 35.70% DFTPVCTTELGR 42 53 59.3 25.5 47.6 2 0 0 1,395.6575
I_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 35.70% DINAYNCEEPTEK 85 97 58.0 25.0 56.1 2 0 0 1,582.6691
I_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 35.70% LPFPIIDDR 98 106 39.0 27.3 32.2 1 0 0 1,085.5992
I_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 35.70% LPFPIIDDRNR 98 108 27.9 27.6 13.2 0 2 0 1,355.7432
I_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 35.70% VVFVFGPDK 133 141 40.4 27.6 38.3 2 0 0 1,007.5561
I_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 35.70% LSILYPATTGR 145 155 30.0 26.5 21.3 2 0 0 1,191.6733
I_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 35.70% NFDEILR 156 162 36.1 28.8 14.8 2 0 0 906.4680
I_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 35.70% DGDSVMVLPTIPEEEAK 183 199 42.9 26.2 37.4 1 0 0 1,845.8790
I_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 6 20.10% DFTPVCTTELGR 42 53 33.1 25.3 24.4 2 0 0 1,395.6575
I_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 6 20.10% DINAYNCEEPTEK 85 97 34.7 25.0 31.8 1 0 0 1,582.6691
I_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 6 20.10% LPFPIIDDR 98 106 57.0 26.6 45.0 2 0 0 1,085.5992
I_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 4 4 6 20.10% LSILYPATTGR 145 155 34.9 26.0 15.6 1 0 0 1,191.6733
J_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 6 6 10 32.10% DFTPVCTTELGR 42 53 39.9 25.6 31.7 2 0 0 1,395.6575
J_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 6 6 10 32.10% DINAYNCEEPTEK 85 97 35.9 25.0 31.9 2 0 0 1,582.6691
J_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 6 6 10 32.10% LPFPIIDDR 98 106 52.0 27.3 40.0 2 0 0 1,085.5992
J_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 6 6 10 32.10% VVFVFGPDKK 133 142 27.5 25.6 27.5 2 0 0 1,135.6511
J_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 6 6 10 32.10% LSILYPATTGR 145 155 20.6 26.1 7.6 1 0 0 1,191.6733
J_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 6 6 10 32.10% DGDSVMVLPTIPEEEAK 183 199 29.1 26.1 10.5 1 0 0 1,845.8790
K_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 2 9.38% DFTPVCTTELGR 42 53 35.4 25.5 26.4 1 0 0 1,395.6575
K_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 2 9.38% LPFPIIDDR 98 106 43.5 27.4 35.0 1 0 0 1,085.5992
K_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 8 13 26.30% DFTPVCTTELGR 42 53 59.5 25.5 45.4 2 0 0 1,395.6575
K_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 8 13 26.30% DINAYNCEEPTEK 85 97 43.0 25.0 41.4 2 0 0 1,582.6691
K_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 8 13 26.30% LPFPIIDDR 98 106 50.4 27.3 43.6 2 0 0 1,085.5992
K_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 8 13 26.30% LPFPIIDDRNR 98 108 25.0 27.1 12.3 1 1 0 1,355.7432
K_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 8 13 26.30% LSILYPATTGR 145 155 22.8 26.5 11.5 1 0 0 1,191.6733
K_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 8 13 26.30% VVISLQLTAEK 163 173 46.8 25.2 32.8 2 0 0 1,200.7199
K_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 8 13 26.30% VVISLQLTAEKR 163 174 36.1 25.0 35.6 2 0 0 1,356.8210
K_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 4 9.38% DFTPVCTTELGR 42 53 32.1 25.4 25.7 2 0 0 1,395.6575
K_07 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 2 2 4 9.38% LPFPIIDDR 98 106 37.2 27.3 24.7 2 0 0 1,085.5992
L_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 32.60% DFTPVCTTELGR 42 53 60.0 25.4 52.6 1 0 0 1,395.6575
L_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 32.60% DINAYNCEEPTEK 85 97 42.8 25.0 42.8 2 0 0 1,582.6691
L_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 32.60% LPFPIIDDR 98 106 47.9 27.4 37.5 2 0 0 1,085.5992
L_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 32.60% VVFVFGPDK 133 141 37.3 27.4 33.5 2 0 0 1,007.5561
L_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 32.60% VVFVFGPDKK 133 142 44.1 25.7 37.0 2 0 0 1,135.6511
L_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 32.60% LSILYPATTGR 145 155 38.7 26.1 30.1 2 0 0 1,191.6733
L_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 32.60% NFDEILR 156 162 29.2 28.7 13.6 1 0 0 906.4680
L_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 8 14 32.60% VVISLQLTAEK 163 173 65.0 25.0 58.0 2 0 0 1,200.7199
L_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 8 24.10% DFTPVCTTELGR 42 53 50.7 25.6 41.5 2 0 0 1,395.6575
L_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 8 24.10% DINAYNCEEPTEK 85 97 28.5 25.0 20.2 1 0 0 1,582.6691
L_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 8 24.10% LPFPIIDDR 98 106 46.6 27.3 29.8 2 0 0 1,085.5992
L_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 8 24.10% VVFVFGPDK 133 141 36.1 27.5 28.5 2 0 0 1,007.5561
L_06 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 8 24.10% LSILYPATTGR 145 155 21.5 26.2 11.8 1 0 0 1,191.6733
M_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 9 16 29.90% DFTPVCTTELGR 42 53 56.3 25.3 44.2 2 0 0 1,395.6575
M_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 9 16 29.90% DINAYNCEEPTEK 85 97 74.3 25.0 69.5 2 0 0 1,582.6691
M_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 9 16 29.90% LPFPIIDDR 98 106 46.6 27.3 36.8 2 0 0 1,085.5992
M_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 9 16 29.90% VVFVFGPDK 133 141 41.1 27.6 33.8 2 0 0 1,007.5561
M_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 9 16 29.90% VVFVFGPDKK 133 142 30.0 25.7 25.2 2 0 0 1,135.6511
M_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 9 16 29.90% LSILYPATTGR 145 155 19.8 26.1 17.8 1 0 0 1,191.6733
M_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 9 16 29.90% VVISLQLTAEK 163 173 66.0 25.0 52.6 2 0 0 1,200.7199
M_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 8 9 16 29.90% VVISLQLTAEKR 163 174 54.5 25.0 54.0 2 1 0 1,356.8210
N_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 9 19.60% DFTPVCTTELGR 42 53 50.4 25.4 39.2 2 0 0 1,395.6575
N_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 9 19.60% DINAYNCEEPTEK 85 97 55.5 25.0 49.4 2 0 0 1,582.6691
N_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 9 19.60% LPFPIIDDR 98 106 46.8 27.2 40.7 2 0 0 1,085.5992
N_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 9 19.60% VVFVFGPDK 133 141 31.2 27.4 22.0 2 0 0 1,007.5561
N_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 5 5 9 19.60% VVFVFGPDKK 133 142 32.7 25.6 32.7 1 0 0 1,135.6511
O_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 7 12 32.10% DFTPVCTTELGR 42 53 58.6 25.4 50.6 2 0 0 1,395.6575
O_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 7 12 32.10% DINAYNCEEPTEK 85 97 58.1 25.0 54.8 2 0 0 1,582.6691
O_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 7 12 32.10% LPFPIIDDR 98 106 48.1 27.3 36.4 2 0 0 1,085.5992
O_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 7 12 32.10% VVFVFGPDK 133 141 41.0 27.6 29.2 2 0 0 1,007.5561
O_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 7 12 32.10% VVFVFGPDKK 133 142 33.4 25.7 28.9 1 0 0 1,135.6511
O_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 7 12 32.10% LSILYPATTGR 145 155 34.2 26.0 21.2 1 0 0 1,191.6733
O_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 7 12 32.10% DGDSVMVLPTIPEEEAK 183 199 50.4 26.2 40.8 2 0 0 1,845.8790
P_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 37.50% DFTPVCTTELGR 42 53 68.4 26.1 54.3 2 0 0 1,395.6575
P_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 37.50% DINAYNCEEPTEK 85 97 51.6 25.0 42.4 2 0 0 1,582.6691
P_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 37.50% LPFPIIDDR 98 106 48.0 27.3 37.5 2 0 0 1,085.5992
P_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 37.50% VVFVFGPDK 133 141 33.0 27.7 19.9 2 0 0 1,007.5561
P_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 37.50% VVFVFGPDKK 133 142 23.1 25.6 23.1 1 0 0 1,135.6511
P_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 37.50% LSILYPATTGR 145 155 30.0 25.9 14.3 1 0 0 1,191.6733
P_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 37.50% VVISLQLTAEK 163 173 65.6 25.0 65.4 2 0 0 1,200.7199
P_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 37.50% VVISLQLTAEKR 163 174 58.6 25.0 51.1 2 1 0 1,356.8210
P_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 9 10 17 37.50% DGDSVMVLPTIPEEEAK 183 199 49.0 26.1 39.2 2 0 0 1,845.8790
Q_04 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 3 3 5 10.30% DINAYNCEEPTEK 85 97 42.9 25.0 39.0 2 0 0 1,582.6691
Q_04 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 3 3 5 10.30% VVFVFGPDK 133 141 25.9 27.4 25.3 2 0 0 1,007.5561
Q_04 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 3 3 5 10.30% VVFVFGPDKK 133 142 28.4 25.6 23.3 1 0 0 1,135.6511
Q_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 9 17 28.60% DFTPVCTTELGR 42 53 64.4 25.4 52.9 2 0 0 1,395.6575
Q_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 9 17 28.60% VVFVFGPDK 133 141 44.7 27.4 36.4 2 0 0 1,007.5561
Q_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 9 17 28.60% VVFVFGPDKK 133 142 51.2 25.7 46.1 2 0 0 1,135.6511
Q_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 9 17 28.60% LKLSILYPATTGR 143 155 50.9 25.0 47.7 2 1 0 1,432.8524
Q_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 9 17 28.60% VVISLQLTAEK 163 173 63.7 25.0 56.1 2 0 0 1,200.7199
Q_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 9 17 28.60% VVISLQLTAEKR 163 174 71.7 25.0 60.1 2 2 0 1,356.8210
Q_05 Peroxiredoxin‐6 PRDX6_HUMAN 25,036 7 9 17 28.60% DGDSVMVLPTIPEEEAK 183 199 60.5 26.2 58.1 2 0 0 1,845.8790
A_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 9 12 18 10.40% EDTNNLFSVQFR 82 93 43.7 26.4 30.6 1 0 0 1,469.7019
A_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 9 12 18 10.40% SQQSKPQDASCLPALK 546 561 34.5 27.4 30.7 1 1 0 1,757.8853
A_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 9 12 18 10.40% LGCGLLDYR 625 633 38.5 27.6 25.4 2 0 0 1,066.5352
A_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 9 12 18 10.40% IAEMTDIKPILR 752 763 28.8 27.2 21.1 2 1 0 1,415.7930
A_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 9 12 18 10.40% CSVNATPQQMPQTEK 780 794 49.0 25.0 49.0 1 0 0 1,734.7787
A_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 9 12 18 10.40% TVPYTDPDHASLK 872 884 28.8 26.1 18.1 2 0 0 1,443.7116
A_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 9 12 18 10.40% FLHTEIR 894 900 25.6 27.9 18.5 2 0 0 915.5047
A_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 9 12 18 10.40% EQLFAVSHDK 991 1000 24.7 26.6 16.6 1 0 0 1,173.5899
A_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 9 12 18 10.40% STHGLAILGPENPK 1014 1027 50.3 28.1 50.3 2 2 0 1,433.7749
B_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 10 11 17 12.40% EDTNNLFSVQFR 82 93 49.6 26.3 38.9 2 0 0 1,469.7019
B_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 10 11 17 12.40% LEHENPSDPQTPLVFK 184 199 47.4 28.2 34.4 2 0 0 1,850.9285
B_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 10 11 17 12.40% GFEDDRIEALLHK 419 431 24.9 27.5 23.0 0 2 0 1,542.7913
B_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 10 11 17 12.40% LTLSMRPDDKYHEK 500 513 29.3 27.4 18.6 0 1 0 1,748.8639
B_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 10 11 17 12.40% SQQSKPQDASCLPALK 546 561 36.5 27.4 27.7 1 1 0 1,757.8853
B_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 10 11 17 12.40% LGCGLLDYR 625 633 48.7 27.2 40.5 2 0 0 1,066.5352
B_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 10 11 17 12.40% IAEMTDIKPILR 752 763 31.9 27.2 24.1 1 0 0 1,415.7930
B_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 10 11 17 12.40% DPNTIETLQSFGK 925 937 41.7 28.0 41.7 2 0 0 1,449.7222
B_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 10 11 17 12.40% EQLFAVSHDK 991 1000 32.8 27.4 22.4 1 0 0 1,173.5899
B_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 10 11 17 12.40% STHGLAILGPENPK 1014 1027 75.3 28.1 75.3 2 0 0 1,433.7749
B_23 Presequence protease, mitochondrial PREP_HUMAN 117,457 2 2 4 2.12% LGCGLLDYR 625 633 49.9 27.2 45.2 2 0 0 1,066.5352



B_23 Presequence protease, mitochondrial PREP_HUMAN 117,457 2 2 4 2.12% DPNTIETLQSFGK 925 937 46.1 28.0 36.3 2 0 0 1,449.7222
C_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 6 6 9 7.62% EDTNNLFSVQFR 82 93 25.4 26.3 20.8 1 0 0 1,469.7019
C_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 6 6 9 7.62% LEHENPSDPQTPLVFK 184 199 26.8 28.0 19.5 0 1 0 1,850.9285
C_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 6 6 9 7.62% SQQSKPQDASCLPALK 546 561 32.2 27.3 25.0 0 2 0 1,757.8853
C_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 6 6 9 7.62% LGCGLLDYR 625 633 46.3 27.4 43.7 2 0 0 1,066.5352
C_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 6 6 9 7.62% IAEMTDIKPILR 752 763 29.9 26.7 19.7 0 1 0 1,415.7930
C_22 Presequence protease, mitochondrial PREP_HUMAN 117,457 6 6 9 7.62% STHGLAILGPENPK 1014 1027 45.7 28.2 45.7 2 0 0 1,433.7749
H_19 Presequence protease, mitochondrial PREP_HUMAN 117,457 7 7 11 9.35% EDTNNLFSVQFR 82 93 51.9 26.3 32.3 2 0 0 1,469.7019
H_19 Presequence protease, mitochondrial PREP_HUMAN 117,457 7 7 11 9.35% SQQSKPQDASCLPALK 546 561 25.2 27.6 13.4 0 2 0 1,757.8853
H_19 Presequence protease, mitochondrial PREP_HUMAN 117,457 7 7 11 9.35% IAEMTDIKPILR 752 763 27.1 27.1 9.1 0 1 0 1,399.7980
H_19 Presequence protease, mitochondrial PREP_HUMAN 117,457 7 7 11 9.35% CSVNATPQQMPQTEK 780 794 29.9 25.0 24.8 1 0 0 1,718.7838
H_19 Presequence protease, mitochondrial PREP_HUMAN 117,457 7 7 11 9.35% TVPYTDPDHASLK 872 884 23.5 25.9 17.0 0 1 0 1,443.7116
H_19 Presequence protease, mitochondrial PREP_HUMAN 117,457 7 7 11 9.35% DPNTIETLQSFGK 925 937 53.9 28.1 46.5 2 0 0 1,449.7222
H_19 Presequence protease, mitochondrial PREP_HUMAN 117,457 7 7 11 9.35% LSVFSTVDAPVAPSDK 957 972 64.6 28.5 51.4 2 0 0 1,632.8480
K_19 Presequence protease, mitochondrial PREP_HUMAN 117,457 5 5 8 6.46% EDTNNLFSVQFR 82 93 38.6 26.3 36.4 1 0 0 1,469.7019
K_19 Presequence protease, mitochondrial PREP_HUMAN 117,457 5 5 8 6.46% SQQSKPQDASCLPALK 546 561 28.7 27.4 16.1 0 2 0 1,757.8853
K_19 Presequence protease, mitochondrial PREP_HUMAN 117,457 5 5 8 6.46% LGCGLLDYR 625 633 52.6 27.2 44.4 2 0 0 1,066.5352
K_19 Presequence protease, mitochondrial PREP_HUMAN 117,457 5 5 8 6.46% LSVFSTVDAPVAPSDK 957 972 51.2 28.3 43.8 2 0 0 1,632.8480
K_19 Presequence protease, mitochondrial PREP_HUMAN 117,457 5 5 8 6.46% STHGLAILGPENPK 1014 1027 49.5 27.9 49.5 1 0 0 1,433.7749
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% LPVLAGCLK 217 225 31.7 26.2 26.0 1 0 0 970.5756
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% AALSALESFLK 311 321 62.3 26.4 49.7 2 0 0 1,149.6514
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% GYGLFAGPCK 365 374 28.1 25.1 20.9 2 0 0 1,069.5137
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% NCISTVVHQGLIR 477 489 30.8 26.3 17.6 1 2 0 1,496.8003
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% DYVDLFR 526 532 31.9 25.0 18.1 2 0 0 927.4571
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% NNWEVSALSR 811 820 42.6 27.0 35.6 2 0 0 1,175.5802
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% NLSSNEAISLEEIR 839 852 64.1 28.1 0.0 2 0 0 1,574.8020
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% VVQMLGSLGGQINK 855 868 73.7 27.6 52.3 2 0 0 1,459.7940
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% NLLTVTSSDEMMK 869 881 69.2 25.0 68.3 2 0 0 1,500.6922
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% LSFAVPFR 892 899 46.1 25.4 36.0 2 0 0 936.5301
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% VTELALTASDR 914 924 53.1 28.5 41.1 2 0 0 1,175.6267
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% LACDVDQVTR 972 981 45.1 27.0 28.9 2 0 0 1,176.5679
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% QCLPSLDLSCK 1498 1508 47.4 25.9 34.1 1 0 0 1,320.6289
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% LNESTFDTQITK 1858 1869 46.6 27.5 35.0 2 0 0 1,396.6956
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% ILDVMYSR 1876 1883 48.4 25.9 40.3 2 0 0 1,012.5133
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% SLGPPQGEEDSVPR 2107 2120 61.5 26.2 59.8 2 0 0 1,467.7076
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% LGNPIVPLNIR 2133 2143 28.3 25.0 28.3 2 0 0 1,205.7366
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% DPESETDNDSQEIFK 2486 2500 50.5 25.0 43.8 1 0 0 1,753.7401
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% ATQQQHDFTLTQTADGR 2637 2653 25.7 26.0 14.6 0 1 0 1,917.9052
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% HSSLITPLQAVAQR 2787 2800 63.3 25.9 60.0 2 1 0 1,520.8544
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% LLEEALLR 2892 2899 40.8 25.0 26.6 2 0 0 956.5776
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% GIFTSEIGTK 2941 2950 54.7 26.5 45.5 2 0 0 1,052.5624
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% QITQSALLAEAR 2951 2962 68.9 28.0 59.3 2 0 0 1,300.7220
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% SQGCSEQVLTVLK 3290 3302 67.2 28.4 54.0 2 0 0 1,448.7415
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% NELEIPGQYDGR 3697 3708 41.9 25.3 37.3 2 0 0 1,390.6599
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% MSTSPEAFLALR 3890 3901 35.0 27.6 28.6 1 0 0 1,338.6723
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% AQEPESGLSEETQVK 4091 4105 43.1 26.4 36.9 2 0 0 1,631.7760
A_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 28 30 52 7.95% CLMDQATDPNILGR 4106 4119 27.2 25.4 20.4 1 0 0 1,619.7519
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% FYGELALK 156 163 23.3 26.0 16.4 1 0 0 940.5139
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% EIFNFVLK 247 254 27.9 25.0 12.3 1 0 0 1,009.5717
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% AALSALESFLK 311 321 34.5 27.0 23.9 2 0 0 1,149.6514
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% NNWEVSALSR 811 820 26.9 27.0 23.9 1 0 0 1,175.5802
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% VVQMLGSLGGQINK 855 868 30.0 27.6 23.0 2 0 0 1,459.7940
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% LSFAVPFR 892 899 26.1 25.2 21.9 1 0 0 936.5301
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% VTELALTASDR 914 924 50.7 28.6 50.7 2 0 0 1,175.6267
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% LNESTFDTQITK 1858 1869 57.5 27.5 50.1 2 0 0 1,396.6956
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% SLGPPQGEEDSVPR 2107 2120 40.3 26.2 32.5 1 0 0 1,467.7076
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% LGNPIVPLNIR 2133 2143 26.2 25.0 23.8 1 0 0 1,205.7366
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% LLALNSLYSPK 2539 2549 51.3 25.0 36.7 2 0 0 1,218.7093
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% HSSLITPLQAVAQR 2787 2800 40.2 26.1 36.1 0 2 0 1,520.8544
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% LLEEALLR 2892 2899 48.0 25.0 30.1 2 0 0 956.5776
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% SQGCSEQVLTVLK 3290 3302 62.8 28.3 52.7 2 0 0 1,448.7415
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% NELEIPGQYDGR 3697 3708 34.4 25.2 33.8 2 0 0 1,390.6599
A_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 16 16 26 4.29% MSTSPEAFLALR 3890 3901 36.7 27.2 27.4 2 0 0 1,338.6723
A_31 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 8 1.38% LSFAVPFR 892 899 24.9 25.6 16.7 1 0 0 936.5301
A_31 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 8 1.38% HSSLITPLQAVAQR 2787 2800 33.2 26.1 31.4 0 2 0 1,520.8544
A_31 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 8 1.38% GIFTSEIGTK 2941 2950 28.4 26.3 23.0 1 0 0 1,052.5624
A_31 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 8 1.38% QITQSALLAEAR 2951 2962 33.5 28.4 28.7 2 0 0 1,300.7220
A_31 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 8 1.38% SQGCSEQVLTVLK 3290 3302 36.4 28.4 29.2 2 0 0 1,448.7415
A_32 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 3 3 6 0.90% HSSLITPLQAVAQR 2787 2800 29.4 25.6 26.3 0 2 0 1,520.8544
A_32 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 3 3 6 0.90% GIFTSEIGTK 2941 2950 35.8 26.5 33.9 2 0 0 1,052.5624
A_32 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 3 3 6 0.90% SQGCSEQVLTVLK 3290 3302 33.9 28.4 21.5 2 0 0 1,448.7415
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% GLSSLLCNFTK 226 236 30.5 27.2 26.5 2 0 0 1,239.6403
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% AALSALESFLK 311 321 61.8 26.6 45.3 2 0 0 1,149.6514
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% GYGLFAGPCK 365 374 25.5 25.0 21.8 1 0 0 1,069.5137
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% DYVDLFR 526 532 26.5 25.0 18.8 2 0 0 927.4571
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% NNWEVSALSR 811 820 41.5 27.3 32.5 2 0 0 1,175.5802
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% VVQMLGSLGGQINK 855 868 56.9 27.1 36.4 2 0 0 1,459.7940
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% NLLTVTSSDEMMK 869 881 56.0 25.1 56.0 2 0 0 1,500.6922
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% LSFAVPFR 892 899 45.3 25.6 34.5 2 0 0 936.5301
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% VTELALTASDR 914 924 60.2 28.9 50.7 2 0 0 1,175.6267
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% LACDVDQVTR 972 981 50.0 26.4 32.9 2 0 0 1,176.5679
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% LGASLAFNNIYR 1076 1087 41.6 27.7 27.0 2 0 0 1,338.7164
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% QCLPSLDLSCK 1498 1508 26.6 26.2 16.7 1 0 0 1,320.6289
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% LNESTFDTQITK 1858 1869 77.4 27.4 70.7 2 0 0 1,396.6956
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% ILDVMYSR 1876 1883 36.1 25.9 32.7 1 0 0 1,012.5133
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% SLGPPQGEEDSVPR 2107 2120 47.9 25.9 46.7 2 0 0 1,467.7076
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% LGNPIVPLNIR 2133 2143 46.9 25.0 41.3 2 0 0 1,205.7366
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% DPESETDNDSQEIFK 2486 2500 51.9 25.0 51.9 1 0 0 1,753.7401
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% ATQQQHDFTLTQTADGR 2637 2653 54.7 26.1 32.8 0 2 0 1,917.9052
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% HGDLPDIQIK 2777 2786 52.4 27.8 40.8 2 0 0 1,135.6109
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% HSSLITPLQAVAQR 2787 2800 57.2 25.8 43.4 2 2 0 1,520.8544
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% LLEEALLR 2892 2899 56.5 25.0 41.2 2 0 0 956.5776
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% SQGCSEQVLTVLK 3290 3302 60.6 28.1 49.2 2 0 0 1,448.7415
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% DQNILLGTTYR 3325 3335 76.6 28.4 66.3 2 0 0 1,293.6799
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% DLLLNTMSQEEK 3814 3825 46.5 27.0 34.3 2 0 0 1,436.6940
B_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 25 26 48 6.98% AQEPESGLSEETQVK 4091 4105 34.9 26.4 30.7 2 0 0 1,631.7760
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% AALSALESFLK 311 321 50.7 26.6 38.8 2 0 0 1,149.6514
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% LSFAVPFR 892 899 32.2 25.6 23.0 2 0 0 936.5301
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% VTELALTASDR 914 924 57.5 28.9 54.6 2 0 0 1,175.6267
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% MAVLALLAK 1643 1651 25.9 25.1 25.9 2 0 0 945.5803
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% LNESTFDTQITK 1858 1869 27.4 27.7 20.4 1 0 0 1,396.6956
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% SLGPPQGEEDSVPR 2107 2120 40.9 25.9 40.9 1 0 0 1,467.7076
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% LLALNSLYSPK 2539 2549 55.5 25.0 51.1 2 0 0 1,218.7093
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% HGDLPDIQIK 2777 2786 38.3 28.6 31.2 2 0 0 1,135.6109
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% LLEEALLR 2892 2899 44.9 25.0 29.9 2 0 0 956.5776
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% SQGCSEQVLTVLK 3290 3302 45.6 28.2 37.0 1 0 0 1,448.7415
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% DQNILLGTTYR 3325 3335 66.4 28.0 57.2 2 0 0 1,293.6799
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% NELEIPGQYDGR 3697 3708 33.9 25.1 33.5 1 0 0 1,390.6599
B_30 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 13 13 22 3.44% MSTSPEAFLALR 3890 3901 43.2 27.2 38.3 2 0 0 1,338.6723
B_31 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 3 3 4 0.85% LSFAVPFR 892 899 25.2 25.7 19.8 1 0 0 936.5301
B_31 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 3 3 4 0.85% ATQQQHDFTLTQTADGR 2637 2653 19.2 26.1 15.5 0 1 0 1,917.9052
B_31 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 3 3 4 0.85% HGDLPDIQIK 2777 2786 36.1 27.8 25.1 2 0 0 1,135.6109



B_32 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 8 1.45% LSFAVPFR 892 899 31.6 25.4 23.9 1 0 0 936.5301
B_32 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 8 1.45% VTELALTASDR 914 924 57.7 28.3 45.1 2 0 0 1,175.6267
B_32 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 8 1.45% SLGPPQGEEDSVPR 2107 2120 28.7 25.9 28.1 1 0 0 1,467.7076
B_32 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 8 1.45% ATQQQHDFTLTQTADGR 2637 2653 23.7 26.1 17.2 0 2 0 1,917.9052
B_32 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 8 1.45% HGDLPDIQIK 2777 2786 33.4 28.6 24.2 2 0 0 1,135.6109
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% LPVLAGCLK 217 225 25.5 25.9 17.8 1 0 0 970.5756
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% EIFNFVLK 247 254 21.8 25.0 9.4 1 0 0 1,009.5717
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% NCISTVVHQGLIR 477 489 22.7 26.8 12.6 0 1 0 1,496.8003
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% NNWEVSALSR 811 820 29.4 26.6 22.5 1 0 0 1,175.5802
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% VVQMLGSLGGQINK 855 868 30.4 27.6 18.8 1 0 0 1,459.7940
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% LSFAVPFR 892 899 22.3 25.0 12.5 1 0 0 936.5301
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% VTELALTASDR 914 924 70.4 28.6 53.1 2 0 0 1,175.6267
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% LNESTFDTQITK 1858 1869 34.2 27.5 29.8 1 0 0 1,396.6956
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% ILDVMYSR 1876 1883 23.1 26.1 10.0 1 0 0 1,012.5133
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% INQVFHGSCITEGNELTK 1896 1913 20.3 26.4 12.6 0 1 0 2,046.9915
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% SLGPPQGEEDSVPR 2107 2120 45.0 26.2 40.1 2 0 0 1,467.7076
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% LGNPIVPLNIR 2133 2143 39.5 25.0 39.5 2 0 0 1,205.7366
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% ATQQQHDFTLTQTADGR 2637 2653 25.0 25.0 18.0 0 2 0 1,917.9052
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% HGDLPDIQIK 2777 2786 30.8 27.7 26.8 2 0 0 1,135.6109
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% GIFTSEIGTK 2941 2950 23.4 26.6 12.2 1 0 0 1,052.5624
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% SQGCSEQVLTVLK 3290 3302 46.5 28.4 39.9 2 0 0 1,448.7415
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% DQNILLGTTYR 3325 3335 23.5 28.4 21.1 1 0 0 1,293.6799
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% MSTSPEAFLALR 3890 3901 29.1 27.5 21.0 2 0 0 1,338.6723
C_29 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 19 19 27 5.43% AQEPESGLSEETQVK 4091 4105 39.4 26.1 23.8 2 0 0 1,631.7760
H_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 8 8 13 2.11% LPVLAGCLK 217 225 45.0 26.1 33.0 2 0 0 970.5756
H_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 8 8 13 2.11% LSFAVPFR 892 899 35.0 25.4 22.7 2 0 0 936.5301
H_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 8 8 13 2.11% SLGPPQGEEDSVPR 2107 2120 38.8 26.0 31.1 2 0 0 1,467.7076
H_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 8 8 13 2.11% ATQQQHDFTLTQTADGR 2637 2653 22.5 26.0 20.6 0 1 0 1,917.9052
H_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 8 8 13 2.11% HGDLPDIQIK 2777 2786 40.2 27.7 30.3 2 0 0 1,135.6109
H_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 8 8 13 2.11% LLEEALLR 2892 2899 50.2 25.0 37.2 2 0 0 956.5776
H_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 8 8 13 2.11% SIGEYDVLR 2932 2940 24.3 26.8 14.6 1 0 0 1,051.5419
H_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 8 8 13 2.11% NELEIPGQYDGR 3697 3708 23.3 25.9 23.3 1 0 0 1,390.6599
I_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 10 10 16 2.86% LPVLAGCLK 217 225 30.4 26.2 23.9 1 0 0 970.5756
I_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 10 10 16 2.86% VTELALTASDR 914 924 50.1 29.0 47.5 2 0 0 1,175.6267
I_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 10 10 16 2.86% SLGPPQGEEDSVPR 2107 2120 36.7 25.9 31.2 2 0 0 1,467.7076
I_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 10 10 16 2.86% ATQQQHDFTLTQTADGR 2637 2653 20.7 26.2 18.6 0 1 0 1,917.9052
I_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 10 10 16 2.86% HGDLPDIQIK 2777 2786 42.1 27.8 34.5 2 0 0 1,135.6109
I_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 10 10 16 2.86% LLEEALLR 2892 2899 43.4 25.0 32.9 2 0 0 956.5776
I_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 10 10 16 2.86% GIFTSEIGTK 2941 2950 31.1 26.5 27.0 1 0 0 1,052.5624
I_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 10 10 16 2.86% QITQSALLAEAR 2951 2962 50.2 28.0 41.0 2 0 0 1,300.7220
I_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 10 10 16 2.86% NELEIPGQYDGR 3697 3708 33.3 25.6 17.8 2 0 0 1,390.6599
I_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 10 10 16 2.86% AQEPESGLSEETQVK 4091 4105 25.1 26.5 24.1 1 0 0 1,631.7760
K_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 2 2 4 0.44% HGDLPDIQIK 2777 2786 31.0 27.8 23.8 2 0 0 1,135.6109
K_24 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 2 2 4 0.44% LLEEALLR 2892 2899 40.0 26.7 10.8 2 0 0 956.5776
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% GLSSLLCNFTK 226 236 33.4 26.4 19.7 1 0 0 1,239.6403
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% EIFNFVLK 247 254 28.7 25.0 11.7 1 0 0 1,009.5717
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% LACDVDQVTR 972 981 58.5 26.4 45.3 2 0 0 1,176.5679
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% LGASLAFNNIYR 1076 1087 57.8 27.3 29.0 1 0 0 1,338.7164
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% SLGPPQGEEDSVPR 2107 2120 71.8 26.3 66.8 2 0 0 1,467.7076
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% LGNPIVPLNIR 2133 2143 24.0 25.0 24.0 2 0 0 1,205.7366
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% ATQQQHDFTLTQTADGR 2637 2653 26.6 26.3 20.9 0 1 0 1,917.9052
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% LGLPGDEVDNKVK 2705 2717 24.4 26.6 13.9 0 1 0 1,383.7481
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% HGDLPDIQIK 2777 2786 41.1 27.8 30.9 1 0 0 1,135.6109
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% LLEEALLR 2892 2899 50.3 26.7 30.0 2 0 0 956.5776
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% SIGEYDVLR 2932 2940 40.8 27.4 29.7 1 0 0 1,051.5419
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% GIFTSEIGTK 2941 2950 37.6 27.0 30.0 2 0 0 1,052.5624
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% DQNILLGTTYR 3325 3335 61.4 28.1 59.6 2 0 0 1,293.6799
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% NELEIPGQYDGR 3697 3708 53.6 25.7 46.2 2 0 0 1,390.6599
L_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 15 15 23 4.14% AQEPESGLSEETQVK 4091 4105 59.7 26.5 50.0 2 0 0 1,631.7760
M_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 6 1.41% VTELALTASDR 914 924 93.8 28.8 78.6 2 0 0 1,175.6267
M_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 6 1.41% SLGPPQGEEDSVPR 2107 2120 50.0 25.9 43.9 1 0 0 1,467.7076
M_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 6 1.41% HGDLPDIQIK 2777 2786 25.4 27.8 18.1 1 0 0 1,135.6109
M_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 6 1.41% LLEEALLR 2892 2899 20.4 25.0 11.0 1 0 0 956.5776
M_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 5 5 6 1.41% AQEPESGLSEETQVK 4091 4105 28.1 26.5 26.3 1 0 0 1,631.7760
Q_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 2 2 3 0.51% VTELALTASDR 914 924 69.1 28.3 57.0 2 0 0 1,175.6267
Q_16 DNA‐dependent protein kinase catalytic subunit PRKDC_HUMAN 469,096 2 2 3 0.51% LACDVDQVTR 972 981 39.3 26.5 27.8 1 0 0 1,176.5679
A_03 Profilin‐1 PROF1_HUMAN 15,054 6 7 16 59.30% DSPSVWAAVPGK 27 38 63.0 26.7 51.7 4 0 0 1,213.6212
A_03 Profilin‐1 PROF1_HUMAN 15,054 6 7 16 59.30% TFVNITPAEVGVLVGKDR 39 56 17.9 25.0 6.8 0 2 0 1,915.0649
A_03 Profilin‐1 PROF1_HUMAN 15,054 6 7 16 59.30% SSFYVNGLTLGGQK 57 70 61.0 27.5 51.5 2 2 0 1,470.7588
A_03 Profilin‐1 PROF1_HUMAN 15,054 6 7 16 59.30% DSLLQDGEFSMDLR 76 89 50.2 25.0 47.1 2 0 0 1,641.7428
A_03 Profilin‐1 PROF1_HUMAN 15,054 6 7 16 59.30% STGGAPTFNVTVTK 92 105 79.4 27.7 69.0 2 0 0 1,379.7166
A_03 Profilin‐1 PROF1_HUMAN 15,054 6 7 16 59.30% TDKTLVLLMGK 106 116 44.2 25.5 41.0 2 0 0 1,234.7079
A_04 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 38.60% DSPSVWAAVPGK 27 38 61.0 26.2 50.8 2 0 0 1,213.6212
A_04 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 38.60% SSFYVNGLTLGGQK 57 70 69.7 27.7 55.8 2 0 0 1,470.7588
A_04 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 38.60% DSLLQDGEFSMDLR 76 89 67.1 25.0 62.8 2 0 0 1,641.7428
A_04 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 38.60% STGGAPTFNVTVTK 92 105 47.3 28.2 38.3 2 0 0 1,379.7166
A_05 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 88.1 27.7 74.3 2 0 0 1,470.7588
A_05 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 55.7 28.4 47.7 2 0 0 1,379.7166
A_06 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 55.9 27.7 41.1 2 0 0 1,470.7588
A_06 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 41.4 28.0 34.4 2 0 0 1,379.7166
A_30 Profilin‐1 PROF1_HUMAN 15,054 2 2 2 18.60% DSPSVWAAVPGK 27 38 35.4 26.3 32.0 1 0 0 1,213.6212
A_30 Profilin‐1 PROF1_HUMAN 15,054 2 2 2 18.60% SSFYVNGLTLGGQK 57 70 48.9 27.7 43.6 1 0 0 1,470.7588
B_03 Profilin‐1 PROF1_HUMAN 15,054 5 6 13 46.40% DSPSVWAAVPGK 27 38 62.2 26.3 55.8 3 0 0 1,213.6212
B_03 Profilin‐1 PROF1_HUMAN 15,054 5 6 13 46.40% SSFYVNGLTLGGQK 57 70 72.6 27.9 55.2 2 2 0 1,470.7588
B_03 Profilin‐1 PROF1_HUMAN 15,054 5 6 13 46.40% DSLLQDGEFSMDLR 76 89 62.4 25.0 60.5 2 0 0 1,641.7428
B_03 Profilin‐1 PROF1_HUMAN 15,054 5 6 13 46.40% STGGAPTFNVTVTK 92 105 49.3 28.3 40.2 2 0 0 1,379.7166
B_03 Profilin‐1 PROF1_HUMAN 15,054 5 6 13 46.40% TDKTLVLLMGK 106 116 59.1 25.8 53.2 2 0 0 1,234.7079
B_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 5 28.60% DSPSVWAAVPGK 27 38 49.5 26.7 44.1 2 0 0 1,213.6212
B_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 5 28.60% SSFYVNGLTLGGQK 57 70 70.0 27.7 59.3 1 0 0 1,470.7588
B_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 5 28.60% STGGAPTFNVTVTK 92 105 52.1 28.4 40.7 2 0 0 1,379.7166
B_05 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 67.5 27.7 52.7 2 0 0 1,470.7588
B_05 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 31.2 28.3 22.1 2 0 0 1,379.7166
B_30 Profilin‐1 PROF1_HUMAN 15,054 2 2 3 18.60% DSPSVWAAVPGK 27 38 41.1 26.5 26.5 2 0 0 1,213.6212
B_30 Profilin‐1 PROF1_HUMAN 15,054 2 2 3 18.60% SSFYVNGLTLGGQK 57 70 46.8 27.7 43.1 1 0 0 1,470.7588
C_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% DSPSVWAAVPGK 27 38 49.3 26.2 35.7 2 0 0 1,213.6212
C_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% SSFYVNGLTLGGQK 57 70 71.0 27.7 62.4 2 0 0 1,470.7588
C_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% DSLLQDGEFSMDLR 76 89 67.2 25.0 67.2 2 0 0 1,641.7428
C_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% STGGAPTFNVTVTK 92 105 57.1 28.4 49.0 2 0 0 1,379.7166
C_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% TDKTLVLLMGK 106 116 52.9 25.8 41.6 2 0 0 1,234.7079
C_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 26.40% DSPSVWAAVPGK 27 38 45.7 26.6 42.4 2 0 0 1,213.6212
C_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 26.40% SSFYVNGLTLGGQK 57 70 57.0 27.7 46.8 2 0 0 1,470.7588
C_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 26.40% TDKTLVLLMGK 106 116 45.3 25.6 42.7 2 0 0 1,234.7079
C_05 Profilin‐1 PROF1_HUMAN 15,054 3 3 5 28.60% DSPSVWAAVPGK 27 38 26.4 26.4 18.7 1 0 0 1,213.6212
C_05 Profilin‐1 PROF1_HUMAN 15,054 3 3 5 28.60% SSFYVNGLTLGGQK 57 70 55.0 27.4 40.0 2 0 0 1,470.7588
C_05 Profilin‐1 PROF1_HUMAN 15,054 3 3 5 28.60% STGGAPTFNVTVTK 92 105 43.5 27.9 35.7 2 0 0 1,379.7166
D_05 Profilin‐1 PROF1_HUMAN 15,054 6 8 14 57.90% DSPSVWAAVPGK 27 38 30.0 25.3 21.1 2 0 0 1,213.6212
D_05 Profilin‐1 PROF1_HUMAN 15,054 6 8 14 57.90% TFVNITPAEVGVLVGK 39 54 92.2 25.8 71.9 1 2 0 1,643.9368
D_05 Profilin‐1 PROF1_HUMAN 15,054 6 8 14 57.90% SSFYVNGLTLGGQK 57 70 66.2 27.5 53.7 2 2 0 1,470.7588
D_05 Profilin‐1 PROF1_HUMAN 15,054 6 8 14 57.90% DSLLQDGEFSMDLR 76 89 83.7 25.0 83.7 2 0 0 1,641.7428
D_05 Profilin‐1 PROF1_HUMAN 15,054 6 8 14 57.90% STGGAPTFNVTVTK 92 105 52.1 28.0 43.7 2 0 0 1,379.7166
D_05 Profilin‐1 PROF1_HUMAN 15,054 6 8 14 57.90% TDKTLVLLMGK 106 116 19.7 25.8 19.7 1 0 0 1,234.7079
D_06 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 21.40% TFVNITPAEVGVLVGK 39 54 42.2 25.8 35.6 2 0 0 1,643.9368



D_06 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 21.40% STGGAPTFNVTVTK 92 105 39.2 28.1 30.0 2 0 0 1,379.7166
E_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 30.00% DSPSVWAAVPGK 27 38 33.9 26.6 23.6 2 0 0 1,213.6212
E_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 30.00% TFVNITPAEVGVLVGK 39 54 69.9 25.8 64.5 2 0 0 1,643.9368
E_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 30.00% STGGAPTFNVTVTK 92 105 48.9 28.3 37.1 2 0 0 1,379.7166
E_05 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 30.00% DSPSVWAAVPGK 27 38 57.8 26.4 48.3 2 0 0 1,213.6212
E_05 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 30.00% TFVNITPAEVGVLVGK 39 54 79.0 25.8 63.9 2 0 0 1,643.9368
E_05 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 30.00% STGGAPTFNVTVTK 92 105 47.2 28.0 43.1 2 0 0 1,379.7166
F_05 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 27.90% SSFYVNGLTLGGQK 57 70 76.2 27.7 58.7 2 0 0 1,470.7588
F_05 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 27.90% STGGAPTFNVTVTK 92 105 61.5 28.1 47.6 2 0 0 1,379.7166
F_05 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 27.90% TDKTLVLLMGK 106 116 38.7 25.5 37.2 2 0 0 1,234.7079
F_06 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 28.60% DSPSVWAAVPGK 27 38 60.9 26.3 53.8 2 0 0 1,213.6212
F_06 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 28.60% SSFYVNGLTLGGQK 57 70 68.3 27.7 56.1 2 0 0 1,470.7588
F_06 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 28.60% STGGAPTFNVTVTK 92 105 49.6 27.9 41.0 2 0 0 1,379.7166
G_05 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 18.60% DSPSVWAAVPGK 27 38 49.3 26.2 31.1 2 0 0 1,213.6212
G_05 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 18.60% STGGAPTFNVTVTK 92 105 60.8 28.3 51.0 2 0 0 1,379.7166
G_06 Profilin‐1 PROF1_HUMAN 15,054 3 3 3 26.40% DSPSVWAAVPGK 27 38 22.5 26.5 19.0 1 0 0 1,213.6212
G_06 Profilin‐1 PROF1_HUMAN 15,054 3 3 3 26.40% STGGAPTFNVTVTK 92 105 49.3 28.3 38.6 1 0 0 1,379.7166
G_06 Profilin‐1 PROF1_HUMAN 15,054 3 3 3 26.40% TDKTLVLLMGK 106 116 32.4 25.2 32.4 1 0 0 1,234.7079
H_03 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 37.90% SSFYVNGLTLGGQK 57 70 82.8 27.7 67.5 2 0 0 1,470.7588
H_03 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 37.90% DSLLQDGEFSMDLR 76 89 78.8 25.0 74.1 2 0 0 1,641.7428
H_03 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 37.90% STGGAPTFNVTVTK 92 105 52.8 28.1 42.7 2 0 0 1,379.7166
H_03 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 37.90% TDKTLVLLMGK 106 116 66.9 25.5 57.0 2 0 0 1,234.7079
H_04 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 37.90% SSFYVNGLTLGGQK 57 70 99.5 27.7 85.9 2 0 0 1,470.7588
H_04 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 37.90% DSLLQDGEFSMDLR 76 89 83.4 25.0 80.5 2 0 0 1,641.7428
H_04 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 37.90% STGGAPTFNVTVTK 92 105 50.7 27.9 41.5 2 0 0 1,379.7166
H_04 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 37.90% TDKTLVLLMGK 106 116 34.4 25.5 29.5 2 0 0 1,234.7079
H_24 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 63.2 27.7 43.5 2 0 0 1,470.7588
H_24 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 33.6 27.9 32.2 2 0 0 1,379.7166
I_03 Profilin‐1 PROF1_HUMAN 15,054 5 6 10 39.30% SSFYVNGLTLGGQK 57 70 85.9 27.7 69.3 2 1 0 1,470.7588
I_03 Profilin‐1 PROF1_HUMAN 15,054 5 6 10 39.30% DSLLQDGEFSMDLR 76 89 45.4 25.0 45.4 2 0 0 1,641.7428
I_03 Profilin‐1 PROF1_HUMAN 15,054 5 6 10 39.30% TKSTGGAPTFNVTVTK 90 105 42.2 27.9 31.8 0 1 0 1,608.8593
I_03 Profilin‐1 PROF1_HUMAN 15,054 5 6 10 39.30% STGGAPTFNVTVTK 92 105 69.2 28.1 59.8 2 0 0 1,379.7166
I_03 Profilin‐1 PROF1_HUMAN 15,054 5 6 10 39.30% TDKTLVLLMGK 106 116 34.7 25.5 31.0 2 0 0 1,234.7079
I_04 Profilin‐1 PROF1_HUMAN 15,054 5 5 9 37.90% SSFYVNGLTLGGQK 57 70 82.2 27.6 65.1 2 0 0 1,470.7588
I_04 Profilin‐1 PROF1_HUMAN 15,054 5 5 9 37.90% DSLLQDGEFSMDLR 76 89 63.3 25.0 55.1 2 0 0 1,641.7428
I_04 Profilin‐1 PROF1_HUMAN 15,054 5 5 9 37.90% STGGAPTFNVTVTK 92 105 62.5 28.2 52.2 2 0 0 1,379.7166
I_04 Profilin‐1 PROF1_HUMAN 15,054 5 5 9 37.90% STGGAPTFNVTVTKTDK 92 108 16.9 27.5 15.6 0 1 0 1,723.8863
I_04 Profilin‐1 PROF1_HUMAN 15,054 5 5 9 37.90% TDKTLVLLMGK 106 116 46.3 25.5 40.4 2 0 0 1,234.7079
I_05 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 75.3 27.7 60.3 2 0 0 1,470.7588
I_05 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 58.0 28.1 50.6 2 0 0 1,379.7166
J_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% DSPSVWAAVPGK 27 38 26.8 26.5 15.5 2 0 0 1,213.6212
J_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% SSFYVNGLTLGGQK 57 70 76.0 27.8 59.2 2 0 0 1,470.7588
J_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% DSLLQDGEFSMDLR 76 89 71.8 25.0 71.8 2 0 0 1,641.7428
J_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% STGGAPTFNVTVTK 92 105 64.0 28.3 53.7 2 0 0 1,379.7166
J_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% TDKTLVLLMGK 106 116 49.9 25.2 49.6 2 0 0 1,234.7079
J_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 5 28.60% DSPSVWAAVPGK 27 38 36.3 26.7 29.3 1 0 0 1,213.6212
J_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 5 28.60% SSFYVNGLTLGGQK 57 70 64.0 27.8 58.4 2 0 0 1,470.7588
J_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 5 28.60% STGGAPTFNVTVTK 92 105 41.3 28.2 34.4 2 0 0 1,379.7166
J_05 Profilin‐1 PROF1_HUMAN 15,054 2 2 3 20.00% SSFYVNGLTLGGQK 57 70 73.6 27.8 53.2 2 0 0 1,470.7588
J_05 Profilin‐1 PROF1_HUMAN 15,054 2 2 3 20.00% STGGAPTFNVTVTK 92 105 49.1 27.9 47.0 1 0 0 1,379.7166
J_16 Profilin‐1 PROF1_HUMAN 15,054 3 3 5 28.60% DSPSVWAAVPGK 27 38 24.8 26.5 15.8 1 0 0 1,213.6212
J_16 Profilin‐1 PROF1_HUMAN 15,054 3 3 5 28.60% SSFYVNGLTLGGQK 57 70 53.7 27.6 38.5 2 0 0 1,470.7588
J_16 Profilin‐1 PROF1_HUMAN 15,054 3 3 5 28.60% STGGAPTFNVTVTK 92 105 45.1 28.2 40.5 2 0 0 1,379.7166
K_03 Profilin‐1 PROF1_HUMAN 15,054 5 7 15 40.00% DSPSVWAAVPGK 27 38 61.1 26.2 47.3 2 0 0 1,213.6212
K_03 Profilin‐1 PROF1_HUMAN 15,054 5 7 15 40.00% SSFYVNGLTLGGQK 57 70 79.0 27.7 60.1 4 2 0 1,470.7588
K_03 Profilin‐1 PROF1_HUMAN 15,054 5 7 15 40.00% DSLLQDGEFSMDLR 76 89 50.5 25.0 47.7 2 0 0 1,641.7428
K_03 Profilin‐1 PROF1_HUMAN 15,054 5 7 15 40.00% TKSTGGAPTFNVTVTK 90 105 28.0 27.4 23.8 1 1 0 1,608.8593
K_03 Profilin‐1 PROF1_HUMAN 15,054 5 7 15 40.00% STGGAPTFNVTVTK 92 105 64.7 28.2 55.3 3 0 0 1,379.7166
K_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 27.90% SSFYVNGLTLGGQK 57 70 83.0 27.9 65.3 2 0 0 1,470.7588
K_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 27.90% STGGAPTFNVTVTK 92 105 66.3 28.1 57.6 2 0 0 1,379.7166
K_04 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 27.90% TDKTLVLLMGK 106 116 35.8 25.5 30.1 2 0 0 1,234.7079
K_24 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 89.7 27.7 70.4 2 0 0 1,470.7588
K_24 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 41.0 27.9 32.9 2 0 0 1,379.7166
L_02 Profilin‐1 PROF1_HUMAN 15,054 5 5 9 46.40% DSPSVWAAVPGK 27 38 54.2 26.5 44.8 2 0 0 1,213.6212
L_02 Profilin‐1 PROF1_HUMAN 15,054 5 5 9 46.40% SSFYVNGLTLGGQK 57 70 86.8 27.7 70.7 2 0 0 1,470.7588
L_02 Profilin‐1 PROF1_HUMAN 15,054 5 5 9 46.40% DSLLQDGEFSMDLR 76 89 79.1 25.0 74.3 2 0 0 1,641.7428
L_02 Profilin‐1 PROF1_HUMAN 15,054 5 5 9 46.40% STGGAPTFNVTVTK 92 105 48.8 28.3 39.1 2 0 0 1,379.7166
L_02 Profilin‐1 PROF1_HUMAN 15,054 5 5 9 46.40% TDKTLVLLMGK 106 116 28.4 25.2 16.9 1 0 0 1,234.7079
L_03 Profilin‐1 PROF1_HUMAN 15,054 7 12 20 47.90% DSPSVWAAVPGK 27 38 63.7 26.7 54.2 2 0 0 1,213.6212
L_03 Profilin‐1 PROF1_HUMAN 15,054 7 12 20 47.90% DRSSFYVNGLTLGGQK 55 70 70.3 27.7 63.9 2 2 0 1,741.8869
L_03 Profilin‐1 PROF1_HUMAN 15,054 7 12 20 47.90% SSFYVNGLTLGGQK 57 70 80.4 28.1 66.7 2 2 0 1,470.7588
L_03 Profilin‐1 PROF1_HUMAN 15,054 7 12 20 47.90% DSLLQDGEFSMDLR 76 89 69.8 25.0 65.1 2 1 0 1,641.7428
L_03 Profilin‐1 PROF1_HUMAN 15,054 7 12 20 47.90% TKSTGGAPTFNVTVTK 90 105 23.8 26.9 17.0 1 1 0 1,608.8593
L_03 Profilin‐1 PROF1_HUMAN 15,054 7 12 20 47.90% STGGAPTFNVTVTK 92 105 63.8 27.8 54.7 2 0 0 1,379.7166
L_03 Profilin‐1 PROF1_HUMAN 15,054 7 12 20 47.90% CYEMASHLR 128 136 59.6 25.0 48.9 3 0 0 1,182.5030
L_04 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 73.3 27.6 62.5 2 0 0 1,470.7588
L_04 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 59.5 28.2 49.1 2 0 0 1,379.7166
L_05 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 71.5 27.8 61.1 2 0 0 1,470.7588
L_05 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 50.6 28.2 41.1 2 0 0 1,379.7166
L_09 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 72.8 27.8 54.1 2 0 0 1,470.7588
L_09 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 59.0 28.2 56.4 2 0 0 1,379.7166
L_10 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 79.0 27.8 61.6 2 0 0 1,470.7588
L_10 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 56.8 27.9 47.0 2 0 0 1,379.7166
L_11 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 66.3 27.9 54.0 2 0 0 1,470.7588
L_11 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 57.9 27.8 54.3 2 0 0 1,379.7166
L_14 Profilin‐1 PROF1_HUMAN 15,054 2 2 2 20.00% SSFYVNGLTLGGQK 57 70 69.3 27.8 55.4 1 0 0 1,470.7588
L_14 Profilin‐1 PROF1_HUMAN 15,054 2 2 2 20.00% STGGAPTFNVTVTK 92 105 26.4 28.1 24.6 1 0 0 1,379.7166
L_16 Profilin‐1 PROF1_HUMAN 15,054 2 2 3 21.40% TFVNITPAEVGVLVGK 39 54 77.3 25.0 69.4 1 0 0 1,643.9368
L_16 Profilin‐1 PROF1_HUMAN 15,054 2 2 3 21.40% SSFYVNGLTLGGQK 57 70 79.5 27.6 64.0 2 0 0 1,470.7588
M_03 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 36.40% DSPSVWAAVPGK 27 38 49.1 26.6 39.5 2 0 0 1,213.6212
M_03 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 36.40% SSFYVNGLTLGGQK 57 70 64.6 27.7 46.1 2 0 0 1,470.7588
M_03 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 36.40% STGGAPTFNVTVTK 92 105 61.1 27.9 50.6 2 0 0 1,379.7166
M_03 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 36.40% TDKTLVLLMGK 106 116 44.4 25.2 44.2 2 0 0 1,234.7079
M_06 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 83.7 27.7 61.6 2 0 0 1,470.7588
M_06 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 37.1 28.1 25.8 2 0 0 1,379.7166
M_14 Profilin‐1 PROF1_HUMAN 15,054 2 2 3 20.00% SSFYVNGLTLGGQK 57 70 49.5 27.8 41.8 1 0 0 1,470.7588
M_14 Profilin‐1 PROF1_HUMAN 15,054 2 2 3 20.00% STGGAPTFNVTVTK 92 105 37.0 28.2 30.1 2 0 0 1,379.7166
N_03 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 28.60% DSPSVWAAVPGK 27 38 59.5 26.9 54.0 2 0 0 1,213.6212
N_03 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 28.60% DSLLQDGEFSMDLR 76 89 94.2 25.0 89.3 2 0 0 1,641.7428
N_03 Profilin‐1 PROF1_HUMAN 15,054 3 3 6 28.60% STGGAPTFNVTVTK 92 105 48.3 27.6 42.9 2 0 0 1,379.7166
O_02 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% SSFYVNGLTLGGQK 57 70 89.0 27.7 78.2 2 0 0 1,470.7588
O_02 Profilin‐1 PROF1_HUMAN 15,054 2 2 4 20.00% STGGAPTFNVTVTK 92 105 44.9 27.8 35.0 2 0 0 1,379.7166
O_03 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 38.60% DSPSVWAAVPGK 27 38 54.9 26.5 49.1 2 0 0 1,213.6212
O_03 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 38.60% SSFYVNGLTLGGQK 57 70 88.8 28.0 72.6 2 0 0 1,470.7588
O_03 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 38.60% DSLLQDGEFSMDLR 76 89 79.7 25.0 76.0 2 0 0 1,641.7428
O_03 Profilin‐1 PROF1_HUMAN 15,054 4 4 8 38.60% STGGAPTFNVTVTK 92 105 52.3 27.9 42.8 2 0 0 1,379.7166
P_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% DSPSVWAAVPGK 27 38 65.8 26.9 59.5 2 0 0 1,213.6212
P_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% SSFYVNGLTLGGQK 57 70 75.8 27.7 62.8 2 0 0 1,470.7588
P_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% DSLLQDGEFSMDLR 76 89 80.9 25.0 72.7 2 0 0 1,641.7428
P_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% STGGAPTFNVTVTK 92 105 47.6 27.6 37.8 2 0 0 1,379.7166
P_03 Profilin‐1 PROF1_HUMAN 15,054 5 5 10 46.40% TDKTLVLLMGK 106 116 28.4 25.2 25.9 2 0 0 1,234.7079
Q_03 Profilin‐1 PROF1_HUMAN 15,054 6 6 11 52.90% DSPSVWAAVPGK 27 38 49.9 27.0 33.8 2 0 0 1,213.6212



Q_03 Profilin‐1 PROF1_HUMAN 15,054 6 6 11 52.90% SSFYVNGLTLGGQK 57 70 88.8 27.8 73.9 2 0 0 1,470.7588
Q_03 Profilin‐1 PROF1_HUMAN 15,054 6 6 11 52.90% DSLLQDGEFSMDLR 76 89 65.1 25.0 57.8 2 0 0 1,641.7428
Q_03 Profilin‐1 PROF1_HUMAN 15,054 6 6 11 52.90% STGGAPTFNVTVTK 92 105 65.1 27.6 54.9 2 0 0 1,379.7166
Q_03 Profilin‐1 PROF1_HUMAN 15,054 6 6 11 52.90% TDKTLVLLMGK 106 116 32.1 25.5 23.4 2 0 0 1,234.7079
Q_03 Profilin‐1 PROF1_HUMAN 15,054 6 6 11 52.90% CYEMASHLR 128 136 28.7 25.0 19.4 1 0 0 1,166.5081
A_03 Profilin‐1 PROF1_MOUSE 14,957 2 2 3 30.00% DSPSVWAAVPGK 27 38 63.0 26.7 51.7 4 0 0 1,213.6212
A_03 Profilin‐1 PROF1_MOUSE 14,957 2 2 3 30.00% TFVSITPAEVGVLVGK 39 54 30.3 25.0 29.3 1 0 0 1,616.9259
A_03 Profilin‐1 PROF1_MOUSE 14,957 2 2 3 30.00% SSFFVNGLTLGGQK 57 70 61.8 27.6 55.4 2 0 0 1,454.7639
L_03 Profilin‐2 PROF2_HUMAN 15,032 3 3 6 30.70% EGFFTNGLTLGAK 57 69 39.7 27.1 33.9 2 0 0 1,354.7003
L_03 Profilin‐2 PROF2_HUMAN 15,032 3 3 6 30.70% DSLYVDGDCTMDIR 76 89 78.1 25.0 78.1 2 0 0 1,675.6941
L_03 Profilin‐2 PROF2_HUMAN 15,032 3 3 6 30.70% TKSQGGEPTYNVAVGR 90 105 23.1 28.1 19.7 0 2 0 1,663.8399
M_02 Profilin‐2 PROF2_HUMAN 15,032 2 2 3 20.00% DSLYVDGDCTMDIR 76 89 47.2 25.0 47.2 1 0 0 1,675.6941
M_02 Profilin‐2 PROF2_HUMAN 15,032 2 2 3 20.00% SQGGEPTYNVAVGR 92 105 67.1 27.3 61.0 2 0 0 1,434.6972
Q_02 Profilin‐2 PROF2_HUMAN 15,032 2 2 3 20.00% DSLYVDGDCTMDIR 76 89 38.6 25.0 38.6 1 0 0 1,675.6941
Q_02 Profilin‐2 PROF2_HUMAN 15,032 2 2 3 20.00% SQGGEPTYNVAVGR 92 105 74.5 27.3 62.9 2 0 0 1,434.6972
A_09 Proline synthase co‐transcribed bacterial homolog protein PROSC_HUMAN 30,344 4 4 7 17.10% TKPADMVIEAYGHGQR 48 63 36.8 26.5 32.0 0 2 0 1,788.8700
A_09 Proline synthase co‐transcribed bacterial homolog protein PROSC_HUMAN 30,344 4 4 7 17.10% ILSLCPEIK 82 90 31.6 28.6 19.2 2 0 0 1,072.6073
A_09 Proline synthase co‐transcribed bacterial homolog protein PROSC_HUMAN 30,344 4 4 7 17.10% VMVQINTSGEESK 141 153 53.2 26.8 40.9 2 0 0 1,437.6891
A_09 Proline synthase co‐transcribed bacterial homolog protein PROSC_HUMAN 30,344 4 4 7 17.10% APLEVAQEH 267 275 48.6 28.0 41.0 1 0 0 993.5000
C_15 Pre‐mRNA‐processing factor 19 PRP19_HUMAN 55,195 2 2 3 5.95% QELSHALYQHDAACR 101 115 20.1 25.0 20.1 0 2 0 1,798.8290
C_15 Pre‐mRNA‐processing factor 19 PRP19_HUMAN 55,195 2 2 3 5.95% ILTGGADKNVVVFDK 237 251 18.8 27.1 16.6 0 1 0 1,575.8743
A_32 Pre‐mRNA‐processing‐splicing factor 8 PRP8_HUMAN 273,609 2 2 4 0.69% LLILALER 838 845 35.9 25.0 25.9 2 0 0 940.6191
A_32 Pre‐mRNA‐processing‐splicing factor 8 PRP8_HUMAN 273,609 2 2 4 0.69% IDLTLLNR 988 995 28.2 25.9 15.2 2 0 0 957.5729
C_27 Pre‐mRNA‐processing‐splicing factor 8 PRP8_HUMAN 273,609 2 2 4 0.69% LLILALER 838 845 31.6 25.0 20.6 2 0 0 940.6191
C_27 Pre‐mRNA‐processing‐splicing factor 8 PRP8_HUMAN 273,609 2 2 4 0.69% IDLTLLNR 988 995 44.6 26.9 30.7 2 0 0 957.5729
A_12 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 3 3 6 9.00% KIHIDLPNEQAR 298 309 32.0 27.7 17.2 0 2 0 1,433.7861
A_12 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 3 3 6 9.00% HGEIDYEAIVK 323 333 50.0 27.1 39.7 2 0 0 1,273.6424
A_12 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 3 3 6 9.00% NVCTEAGMFAIR 345 356 60.0 25.0 50.9 2 0 0 1,384.6348
B_12 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 3 3 6 8.74% HGEIDYEAIVK 323 333 54.3 27.1 48.2 2 0 0 1,273.6424
B_12 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 3 3 6 8.74% LSDGFNGADLR 334 344 61.2 27.1 39.2 2 0 0 1,164.5645
B_12 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 3 3 6 8.74% NVCTEAGMFAIR 345 356 60.1 25.0 54.3 2 0 0 1,384.6348
C_12 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 2 2 4 5.91% VALDMTTLTIMR 98 109 42.0 28.0 37.5 2 0 0 1,396.7177
C_12 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 2 2 4 5.91% LSDGFNGADLR 334 344 72.0 27.2 53.5 2 0 0 1,164.5645
F_14 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 2 2 2 5.91% AVASQLDCNFLK 186 197 44.3 27.6 40.2 1 0 0 1,365.6832
F_14 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 2 2 2 5.91% HGEIDYEAIVK 323 333 46.0 27.0 40.4 1 0 0 1,273.6424
I_10 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 2 2 4 5.91% AVASQLDCNFLK 186 197 52.8 27.8 44.8 2 0 0 1,365.6832
I_10 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 2 2 4 5.91% HGEIDYEAIVK 323 333 55.1 27.4 48.0 2 0 0 1,273.6424
K_10 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 2 2 4 5.91% AVASQLDCNFLK 186 197 35.6 27.8 28.2 2 0 0 1,365.6832
K_10 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 2 2 4 5.91% HGEIDYEAIVK 323 333 39.5 27.5 34.9 2 0 0 1,273.6424
K_11 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 2 2 4 5.91% AVASQLDCNFLK 186 197 41.1 27.8 35.4 2 0 0 1,365.6832
K_11 26S protease regulatory subunit 10B PRS10_HUMAN 44,175 2 2 4 5.91% HGEIDYEAIVK 323 333 61.1 27.1 53.0 2 0 0 1,273.6424
N_03 Serine protease 23 PRS23_HUMAN 43,002 2 2 4 8.09% GTPLPTYEEAK 72 82 23.0 28.3 21.0 2 0 0 1,205.6050
N_03 Serine protease 23 PRS23_HUMAN 43,002 2 2 4 8.09% TETQVGIYILSSSGDGAQHR 97 116 89.9 28.5 89.9 2 0 0 2,119.0416
P_03 Serine protease 23 PRS23_HUMAN 43,002 2 2 4 8.09% GTPLPTYEEAK 72 82 23.5 28.3 17.3 2 0 0 1,205.6050
P_03 Serine protease 23 PRS23_HUMAN 43,002 2 2 4 8.09% TETQVGIYILSSSGDGAQHR 97 116 47.1 28.3 34.8 0 2 0 2,119.0416
A_15 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 2 2 3 5.23% IETLDPALIRPGR 334 346 24.7 25.0 13.2 0 1 0 1,450.8379
A_15 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 2 2 3 5.23% KIEFPLPDEK 350 359 31.0 28.0 15.6 2 0 0 1,215.6622
B_15 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 3 4 7 7.95% IETLDPALIRPGR 334 346 28.4 25.0 18.6 0 2 0 1,450.8379
B_15 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 3 4 7 7.95% KIEFPLPDEK 350 359 30.1 28.5 16.3 1 0 0 1,215.6622
B_15 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 3 4 7 7.95% AICTEAGLMALR 397 408 58.9 27.5 45.4 4 0 0 1,321.6604
C_15 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 2 2 4 5.68% IETLDPALIRPGR 334 346 31.5 25.0 22.7 0 2 0 1,450.8379
C_15 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 2 2 4 5.68% AICTEAGLMALR 397 408 53.5 27.2 44.1 2 0 0 1,321.6604
H_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 5 5 9 15.20% GVILYGPPGTGK 221 232 38.1 28.3 0.0 2 0 0 1,158.6520
H_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 5 5 9 15.20% AVANQTSATFLR 238 249 54.4 32.0 41.8 2 0 0 1,278.6800
H_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 5 5 9 15.20% VVGSELIQK 250 258 26.6 26.7 9.3 1 0 0 972.5725
H_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 5 5 9 15.20% IETLDPALIRPGR 334 346 24.0 25.0 17.8 0 2 0 1,450.8379
H_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 5 5 9 15.20% KIEFPLPDEK 350 359 32.8 28.4 15.9 2 0 0 1,215.6622
H_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 5 5 9 15.20% KQEGTPEGLYL 430 440 24.8 28.3 17.4 2 0 0 1,234.6316
I_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 2 2 3 8.41% GVILYGPPGTGK 221 232 36.5 28.3 0.0 2 0 0 1,158.6520
I_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 2 2 3 8.41% AVANQTSATFLR 238 249 61.5 32.0 49.6 2 0 0 1,278.6800
I_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 2 2 3 8.41% IETLDPALIRPGR 334 346 16.3 25.0 8.0 0 1 0 1,450.8379
K_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 3 3 4 7.95% AVANQTSATFLR 238 249 60.8 31.9 43.3 2 0 0 1,278.6800
K_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 3 3 4 7.95% IETLDPALIRPGR 334 346 27.4 25.0 13.5 0 1 0 1,450.8379
K_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 3 3 4 7.95% KIEFPLPDEK 350 359 33.3 28.6 18.4 1 0 0 1,215.6622
L_09 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 2 2 3 4.77% AVANQTSATFLR 238 249 61.2 31.9 47.5 2 0 0 1,278.6800
L_09 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 2 2 3 4.77% VVGSELIQK 250 258 48.3 28.6 24.8 1 0 0 972.5725
L_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 2 2 3 7.50% GVILYGPPGTGK 221 232 26.7 28.7 0.0 1 0 0 1,158.6520
L_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 2 2 3 7.50% AVANQTSATFLR 238 249 60.5 31.9 50.4 2 0 0 1,278.6800
L_13 26S protease regulatory subunit 4 PRS4_HUMAN 49,186 2 2 3 7.50% VVGSELIQK 250 258 28.9 28.5 12.7 1 0 0 972.5725
A_13 26S protease regulatory subunit 6A PRS6A_HUMAN 49,205 2 2 3 6.38% QIQELVEAIVLPMNHK 194 209 25.1 26.1 18.5 0 1 0 1,878.0156
A_13 26S protease regulatory subunit 6A PRS6A_HUMAN 49,205 2 2 3 6.38% GVLMYGPPGTGK 222 233 41.2 28.1 31.8 2 0 0 1,192.6034
B_13 26S protease regulatory subunit 6A PRS6A_HUMAN 49,205 3 3 4 7.74% GVLMYGPPGTGK 222 233 36.9 28.0 32.3 1 0 0 1,192.6034
B_13 26S protease regulatory subunit 6A PRS6A_HUMAN 49,205 3 3 4 7.74% VDILDPALLR 335 344 56.6 25.0 41.0 2 0 0 1,124.6676
B_13 26S protease regulatory subunit 6A PRS6A_HUMAN 49,205 3 3 4 7.74% AVCVEAGMIALR 398 409 22.4 28.3 8.5 1 0 0 1,289.6705
H_12 26S protease regulatory subunit 6A PRS6A_HUMAN 49,205 2 2 3 4.56% FENLGIQPPK 212 221 44.2 27.5 11.7 2 0 0 1,142.6206
H_12 26S protease regulatory subunit 6A PRS6A_HUMAN 49,205 2 2 3 4.56% VDILDPALLR 335 344 43.2 25.0 32.4 1 0 0 1,124.6676
K_12 26S protease regulatory subunit 6A PRS6A_HUMAN 49,205 2 2 4 4.56% FENLGIQPPK 212 221 35.3 27.6 17.9 2 0 0 1,142.6206
K_12 26S protease regulatory subunit 6A PRS6A_HUMAN 49,205 2 2 4 4.56% VDILDPALLR 335 344 51.9 25.0 42.4 2 0 0 1,124.6676
A_13 26S protease regulatory subunit 6B PRS6B_HUMAN 47,368 2 2 3 5.02% GVLMYGPPGCGK 201 212 28.9 25.3 24.4 1 0 0 1,251.5863
A_13 26S protease regulatory subunit 6B PRS6B_HUMAN 47,368 2 2 3 5.02% VVGSEFVQK 230 238 26.2 27.0 9.1 2 0 0 992.5411
C_13 26S protease regulatory subunit 6B PRS6B_HUMAN 47,368 4 4 5 11.00% VVGSEFVQK 230 238 20.8 27.5 9.3 1 0 0 992.5411
C_13 26S protease regulatory subunit 6B PRS6B_HUMAN 47,368 4 4 5 11.00% FDAQTGADREVQR 275 287 18.8 26.5 5.2 0 2 0 1,492.7140
C_13 26S protease regulatory subunit 6B PRS6B_HUMAN 47,368 4 4 5 11.00% RLIFSTITSK 342 351 26.5 25.0 16.0 1 0 0 1,165.6940
C_13 26S protease regulatory subunit 6B PRS6B_HUMAN 47,368 4 4 5 11.00% TVIKKDEQEHEFYK 405 418 25.3 28.3 17.6 0 1 0 1,793.9070
A_13 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 2 2 3 5.77% FDDGAGGDNEVQR 285 297 59.4 25.0 59.4 2 0 0 1,379.5824
A_13 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 2 2 3 5.77% SVCTEAGMFAIR 387 398 41.4 25.0 35.6 1 0 0 1,357.6239
B_13 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 5 5 8 13.20% ALDEGDIALLK 24 34 60.5 28.4 39.9 2 0 0 1,157.6415
B_13 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 5 5 8 13.20% EVVETPLLHPER 189 200 29.9 27.5 21.7 1 0 0 1,418.7639
B_13 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 5 5 8 13.20% GVLLFGPPGTGK 211 222 44.3 27.9 37.7 2 0 0 1,142.6571
B_13 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 5 5 8 13.20% VIGSELVQK 240 248 41.7 26.7 22.0 2 0 0 972.5725
B_13 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 5 5 8 13.20% IATEKDFLEAVNK 403 415 28.8 28.5 22.1 0 1 0 1,477.7898
C_13 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 2 2 4 5.77% QVEDDIQQLLK 47 57 40.0 27.2 30.6 2 0 0 1,328.7059
C_13 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 2 2 4 5.77% LREVVETPLLHPER 187 200 33.1 26.4 28.0 0 2 0 1,687.9491
F_15 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 3 3 6 7.39% QVEDDIQQLLK 47 57 80.8 27.7 65.4 2 0 0 1,328.7059
F_15 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 3 3 6 7.39% GVLLFGPPGTGK 211 222 41.6 27.9 32.5 2 0 0 1,142.6571
F_15 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 3 3 6 7.39% VIGSELVQK 240 248 30.5 26.7 17.3 2 0 0 972.5725
H_12 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 4 4 6 9.93% ALDEGDIALLK 24 34 70.3 28.4 48.9 2 0 0 1,157.6415
H_12 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 4 4 6 9.93% QVEDDIQQLLK 47 57 50.9 27.6 29.0 2 0 0 1,328.7059
H_12 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 4 4 6 9.93% GVLLFGPPGTGK 211 222 25.1 27.9 15.7 1 0 0 1,142.6571
H_12 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 4 4 6 9.93% VIGSELVQK 240 248 27.0 26.9 18.4 1 0 0 972.5725
I_12 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 3 3 3 8.31% QVEDDIQQLLK 47 57 34.1 28.1 23.7 1 0 0 1,328.7059
I_12 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 3 3 3 8.31% GVLLFGPPGTGK 211 222 28.9 28.0 22.4 1 0 0 1,142.6571
I_12 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 3 3 3 8.31% IATEKDFLEAVNK 403 415 41.1 28.4 35.8 1 0 0 1,477.7898
K_12 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 2 2 3 5.54% QVEDDIQQLLK 47 57 45.9 27.8 35.2 2 0 0 1,328.7059
K_12 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 2 2 3 5.54% IATEKDFLEAVNK 403 415 40.2 28.2 31.7 1 0 0 1,477.7898
L_08 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 3 3 5 7.39% ALDEGDIALLK 24 34 37.5 28.3 27.5 2 0 0 1,157.6415
L_08 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 3 3 5 7.39% VIGSELVQK 240 248 54.3 28.7 34.5 1 0 0 972.5725
L_08 26S protease regulatory subunit 7 PRS7_HUMAN 48,636 3 3 5 7.39% SVCTEAGMFAIR 387 398 41.3 25.0 31.5 2 0 0 1,357.6239
A_13 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 6 6 9 18.70% NIDINDVTPNCR 102 113 33.4 25.1 33.4 1 0 0 1,430.6694
A_13 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 6 6 9 18.70% VDPLVSLMMVEK 131 142 28.6 28.4 21.7 1 0 0 1,392.7115
A_13 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 6 6 9 18.70% VPDSTYEMIGGLDK 143 156 103.0 25.9 89.5 2 0 0 1,540.7203
A_13 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 6 6 9 18.70% GVLLYGPPGTGK 185 196 48.7 28.3 0.0 2 0 0 1,158.6520



A_13 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 6 6 9 18.70% IAELMPGASGAEVK 347 360 34.7 28.2 22.6 2 0 0 1,388.7092
A_13 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 6 6 9 18.70% GVCTEAGMYALR 361 372 43.0 25.0 42.8 1 0 0 1,343.6083
B_13 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 5 5 8 15.80% NIDINDVTPNCR 102 113 37.3 25.2 37.3 1 0 0 1,430.6694
B_13 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 5 5 8 15.80% VPDSTYEMIGGLDK 143 156 87.2 26.5 86.2 2 0 0 1,540.7203
B_13 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 5 5 8 15.80% GVLLYGPPGTGK 185 196 41.8 28.3 0.0 2 0 0 1,158.6520
B_13 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 5 5 8 15.80% IAELMPGASGAEVK 347 360 40.1 27.6 26.6 2 0 0 1,388.7092
B_13 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 5 5 8 15.80% GVCTEAGMYALR 361 372 34.0 25.0 34.0 1 0 0 1,343.6083
F_15 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 2 2 3 5.67% IEELQLIVNDK 28 38 37.0 27.0 31.3 1 0 0 1,313.7313
F_15 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 2 2 3 5.67% GVLLYGPPGTGK 185 196 36.3 28.3 0.0 2 0 0 1,158.6520
H_12 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 2 2 2 5.67% IEELQLIVNDK 28 38 61.5 27.7 49.5 1 0 0 1,313.7313
H_12 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 2 2 2 5.67% GVLLYGPPGTGK 185 196 25.3 28.8 0.0 1 0 0 1,158.6520
L_08 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 2 2 4 6.40% GVLLYGPPGTGK 185 196 37.4 28.3 0.0 2 0 0 1,158.6520
L_08 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 2 2 4 6.40% IAELMPGASGAEVK 347 360 37.2 27.8 27.5 2 0 0 1,388.7092
M_08 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 2 2 2 6.40% GVLLYGPPGTGK 185 196 28.4 28.3 0.0 1 0 0 1,158.6520
M_08 26S protease regulatory subunit 8 PRS8_HUMAN 45,627 2 2 2 6.40% IAELMPGASGAEVK 347 360 44.4 27.8 38.4 1 0 0 1,388.7092
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% VTLSFPSTLQTGTGTLK 129 145 46.5 25.7 36.1 2 0 0 1,750.9588
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% YAAVTQFEATDAR 173 185 88.3 26.0 70.4 2 0 0 1,442.6910
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% ATFDISLVVPK 198 208 72.4 25.3 49.3 2 0 0 1,189.6828
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% VALSNMNVIDR 211 221 56.5 28.7 44.8 2 0 0 1,247.6413
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% KPYPDDENLVEVK 222 234 79.1 27.7 71.8 2 2 0 1,545.7797
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% ETALLIDPK 328 336 33.2 26.8 21.2 1 0 0 999.5723
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% ILMDKPEMNVVLK 559 571 28.0 28.1 15.4 1 0 0 1,561.8331
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% LNLGTVGFYR 581 590 57.3 26.2 47.9 2 0 0 1,139.6208
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% AGIISTVEVLK 628 638 59.9 25.0 45.8 2 0 0 1,129.6828
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% DVFSPIGER 681 689 22.2 27.8 15.5 2 0 0 1,019.5157
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% SPVYLTVLK 745 753 38.4 25.0 32.3 2 0 0 1,019.6136
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% VLGATLLPDLIQK 782 794 71.3 25.0 66.4 2 0 0 1,380.8464
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% LSVEGFAVDK 854 863 52.8 27.4 49.2 2 0 0 1,064.5623
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% AFFESHPAPSAER 870 882 29.4 25.6 21.5 2 2 0 1,445.6807
A_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 15 18 34 18.90% DAESIHQYLLQR 901 912 64.7 27.6 44.3 2 2 0 1,472.7493
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% VTLSFPSTLQTGTGTLK 129 145 38.9 25.8 34.2 2 0 0 1,750.9588
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% YAAVTQFEATDAR 173 185 81.1 25.9 67.6 2 0 0 1,442.6910
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% VALSNMNVIDR 211 221 49.5 28.8 37.4 2 0 0 1,247.6413
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% ILMDKPEMNVVLK 559 571 26.6 28.1 0.0 1 0 0 1,561.8331
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% LNLGTVGFYR 581 590 63.5 26.4 53.1 2 0 0 1,139.6208
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% DLSLPPVDR 607 615 24.2 25.6 15.9 1 0 0 1,011.5471
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% LGLQNDLFSLAR 616 627 73.9 29.0 61.7 2 0 0 1,346.7428
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% DVFSPIGER 681 689 30.1 27.3 16.5 1 0 0 1,019.5157
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% HGDGTTLDIMLK 754 765 39.0 27.2 29.7 2 0 0 1,300.6569
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% VLGATLLPDLIQK 782 794 70.9 25.0 70.9 2 0 0 1,380.8464
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% DNWEELYNR 833 841 40.8 25.0 33.4 1 0 0 1,238.5436
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% AFFESHPAPSAER 870 882 28.8 25.6 25.6 2 0 0 1,445.6807
B_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 13 22 16.60% DAESIHQYLLQR 901 912 61.9 26.9 49.8 2 0 0 1,472.7493
B_22 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 3 3 5 3.70% YAAVTQFEATDAR 173 185 57.8 26.0 42.6 1 0 0 1,442.6910
B_22 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 3 3 5 3.70% LNLGTVGFYR 581 590 42.0 26.3 35.2 2 0 0 1,139.6208
B_22 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 3 3 5 3.70% AGIISTVEVLK 628 638 47.2 25.4 32.3 2 0 0 1,129.6828
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% IDFVGELNDK 146 155 50.9 27.0 19.2 2 0 0 1,149.5788
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% YAAVTQFEATDAR 173 185 75.1 25.9 60.1 2 0 0 1,442.6910
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% VALSNMNVIDR 211 221 44.8 28.5 35.1 2 0 0 1,247.6413
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% KPYPDDENLVEVK 222 234 42.1 28.0 27.8 0 2 0 1,545.7797
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% LNLGTVGFYR 581 590 50.5 26.1 40.1 2 0 0 1,139.6208
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% DLSLPPVDR 607 615 21.0 25.6 12.6 1 0 0 1,011.5471
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% LGLQNDLFSLAR 616 627 45.8 28.9 41.6 2 0 0 1,346.7428
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% QILSADLR 737 744 28.2 28.9 9.5 1 0 0 915.5259
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% VLGATLLPDLIQK 782 794 48.2 25.0 42.2 2 0 0 1,380.8464
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% YQGGFLISR 842 850 32.3 26.4 32.3 2 0 0 1,040.5524
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% LSVEGFAVDK 854 863 41.2 27.2 37.4 1 0 0 1,064.5623
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% AFFESHPAPSAER 870 882 32.2 25.6 32.2 2 1 0 1,445.6807
C_21 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 13 15 26 15.60% DAESIHQYLLQR 901 912 54.8 27.1 44.2 2 2 0 1,472.7493
C_22 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 2 2 3 2.29% LNLGTVGFYR 581 590 32.6 26.2 20.4 1 0 0 1,139.6208
C_22 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 2 2 3 2.29% AGIISTVEVLK 628 638 36.8 25.0 21.0 2 0 0 1,129.6828
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% VTLSFPSTLQTGTGTLK 129 145 40.6 26.2 38.7 1 0 0 1,750.9588
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% IDFVGELNDK 146 155 34.0 27.1 17.6 2 0 0 1,149.5788
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% YAAVTQFEATDAR 173 185 94.5 25.5 73.8 2 0 0 1,442.6910
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% ATFDISLVVPK 198 208 40.8 26.2 38.2 1 0 0 1,189.6828
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% VALSNMNVIDR 211 221 59.6 28.2 59.6 4 0 0 1,231.6463
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% DYFNVPYPLPK 294 304 39.0 27.6 26.2 2 0 0 1,352.6886
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% LNLGTVGFYR 581 590 51.8 26.8 43.8 2 0 0 1,139.6208
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% DLSLPPVDR 607 615 24.0 26.2 12.8 2 0 0 1,011.5471
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% LGLQNDLFSLAR 616 627 72.1 29.0 55.8 2 0 0 1,346.7428
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% DVFSPIGER 681 689 20.8 27.8 14.3 1 0 0 1,019.5157
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% SPVYLTVLK 745 753 34.2 25.0 28.9 2 0 0 1,019.6136
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% VLGATLLPDLIQK 782 794 84.9 25.0 74.1 2 0 0 1,380.8464
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% VLTFALSEEVRPQDTVSVIGGVAGGSK 795 821 69.2 26.0 64.7 0 1 0 2,716.4518
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% YQGGFLISR 842 850 31.3 26.1 28.3 2 0 0 1,040.5524
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% LSVEGFAVDK 854 863 61.9 28.0 51.5 2 0 0 1,064.5623
D_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 16 17 30 21.00% DAESIHQYLLQR 901 912 46.7 27.2 44.0 2 0 0 1,472.7493
E_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 9 9 11 10.70% IDFVGELNDK 146 155 38.2 27.3 12.1 1 0 0 1,149.5788
E_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 9 9 11 10.70% YAAVTQFEATDAR 173 185 74.6 25.5 55.0 2 0 0 1,442.6910
E_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 9 9 11 10.70% ETALLIDPK 328 336 24.5 26.1 24.5 1 0 0 999.5723
E_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 9 9 11 10.70% DLSLPPVDR 607 615 17.2 25.4 3.4 1 0 0 1,011.5471
E_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 9 9 11 10.70% LGLQNDLFSLAR 616 627 85.3 29.0 73.6 1 0 0 1,346.7428
E_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 9 9 11 10.70% VLGATLLPDLIQK 782 794 63.1 25.0 54.8 1 0 0 1,380.8464
E_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 9 9 11 10.70% YQGGFLISR 842 850 27.6 26.1 12.5 1 0 0 1,040.5524
E_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 9 9 11 10.70% LSVEGFAVDK 854 863 38.5 28.1 34.0 2 0 0 1,064.5623
E_27 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 9 9 11 10.70% AFFESHPAPSAER 870 882 22.1 25.3 19.6 0 1 0 1,445.6807
I_18 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 2 2 3 2.07% LNLGTVGFYR 581 590 50.5 26.3 41.4 2 0 0 1,139.6208
I_18 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 2 2 3 2.07% SPVYLTVLK 745 753 19.9 25.0 18.6 1 0 0 1,019.6136
K_17 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 3 4 6 4.13% YAAVTQFEATDAR 173 185 68.2 26.1 53.8 2 0 0 1,442.6910
K_17 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 3 4 6 4.13% KPYPDDENLVEVK 222 234 27.3 27.8 16.0 1 2 0 1,545.7797
K_17 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 3 4 6 4.13% DAESIHQYLLQR 901 912 51.3 26.9 38.4 1 0 0 1,472.7493
L_13 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 4 5 8 4.79% VALSNMNVIDR 211 221 27.5 28.1 21.2 1 0 0 1,247.6413
L_13 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 4 5 8 4.79% LNLGTVGFYR 581 590 48.5 26.2 40.9 2 0 0 1,139.6208
L_13 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 4 5 8 4.79% AGIISTVEVLK 628 638 48.3 25.0 34.0 1 0 0 1,129.6828
L_13 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 4 5 8 4.79% DAESIHQYLLQR 901 912 50.9 27.1 41.9 2 2 0 1,472.7493
M_13 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 2 3 5 2.39% LNLGTVGFYR 581 590 43.2 26.3 33.8 2 0 0 1,139.6208
M_13 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 2 3 5 2.39% DAESIHQYLLQR 901 912 48.3 27.1 45.6 1 2 0 1,472.7493
P_12 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 2 2 3 2.50% YAAVTQFEATDAR 173 185 87.3 26.2 70.9 2 0 0 1,442.6910
P_12 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 2 2 3 2.50% LNLGTVGFYR 581 590 27.7 26.2 16.8 1 0 0 1,139.6208
Q_12 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 2 2 2 2.61% YAAVTQFEATDAR 173 185 70.8 26.5 57.9 1 0 0 1,442.6910
Q_12 Puromycin‐sensitive aminopeptidase PSA_HUMAN 103,279 2 2 2 2.61% AGIISTVEVLK 628 638 26.0 25.0 16.8 1 0 0 1,129.6828
A_08 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 2 2 3 9.13% IHQIEYAMEAVK 19 30 27.7 28.0 23.3 1 0 0 1,447.7251
A_08 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 2 2 3 9.13% ETLPAEQDLTTK 197 208 33.7 28.3 32.8 2 0 0 1,345.6848
A_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 8 13 22 36.50% NQYDNDVTVWSPQGR 4 18 15.1 25.0 9.3 0 1 0 1,778.8093
A_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 8 13 22 36.50% IHQIEYAMEAVK 19 30 45.1 27.8 37.5 4 2 0 1,447.7251
A_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 8 13 22 36.50% LLCNFMR 83 89 44.1 26.2 35.3 2 0 0 953.4696
A_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 8 13 22 36.50% FVFDRPLPVSR 97 107 23.6 27.5 18.9 1 0 0 1,332.7423
A_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 8 13 22 36.50% HMSEFMECNLNELVK 175 189 59.1 25.0 31.9 2 2 0 1,912.8238
A_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 8 13 22 36.50% ALRETLPAEQDLTTK 194 208 43.5 27.0 35.6 1 2 0 1,685.9071
A_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 8 13 22 36.50% KAQPAQPADEPAEKADEPMEH 243 263 47.8 25.0 47.8 0 2 1 2,305.0405
A_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 8 13 22 36.50% AQPAQPADEPAEKADEPMEH 244 263 46.2 25.0 46.2 2 0 0 2,176.9455
B_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 7 11 19 27.80% IHQIEYAMEAVK 19 30 57.5 27.9 49.6 4 2 0 1,447.7251



B_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 7 11 19 27.80% THAVLVALKR 42 51 30.4 25.0 30.4 2 0 0 1,107.6997
B_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 7 11 19 27.80% HMSEFMECNLNELVK 175 189 47.7 25.0 11.0 1 2 0 1,912.8238
B_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 7 11 19 27.80% ALRETLPAEQDLTTK 194 208 39.0 27.0 38.4 0 2 0 1,685.9071
B_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 7 11 19 27.80% ETLPAEQDLTTK 197 208 45.6 28.2 36.0 2 0 0 1,345.6848
B_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 7 11 19 27.80% KAQPAQPADEPAEKADEPMEH 243 263 34.6 25.0 30.6 0 1 0 2,305.0405
B_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 7 11 19 27.80% AQPAQPADEPAEKADEPMEH 244 263 49.0 25.0 49.0 2 1 0 2,176.9455
C_08 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 2 2 3 5.70% ALRETLPAEQDLTTK 194 208 27.2 27.2 18.4 0 1 0 1,685.9071
C_08 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 2 2 3 5.70% ETLPAEQDLTTK 197 208 44.7 28.7 37.1 2 0 0 1,345.6848
C_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 9 16 24.00% NQYDNDVTVWSPQGR 4 18 47.2 25.0 41.4 2 0 0 1,778.8093
C_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 9 16 24.00% IHQIEYAMEAVK 19 30 38.3 27.7 32.8 2 3 0 1,447.7251
C_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 9 16 24.00% ALRETLPAEQDLTTK 194 208 49.8 27.2 31.7 2 0 0 1,685.9071
C_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 9 16 24.00% ETLPAEQDLTTK 197 208 63.5 28.1 61.2 2 0 0 1,345.6848
C_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 9 16 24.00% KAQPAQPADEPAEKADEPMEH 243 263 36.4 25.0 35.8 0 2 2 2,305.0405
C_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 9 16 24.00% AQPAQPADEPAEKADEPMEH 244 263 40.8 25.0 40.8 1 0 0 2,176.9455
D_14 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 9 14 26.20% NQYDNDVTVWSPQGR 4 18 54.0 25.0 54.0 2 1 0 1,778.8093
D_14 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 9 14 26.20% IHQIEYAMEAVK 19 30 41.1 27.7 33.2 2 2 0 1,447.7251
D_14 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 9 14 26.20% LLCNFMR 83 89 37.9 25.0 27.5 3 0 0 969.4645
D_14 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 9 14 26.20% ALRETLPAEQDLTTK 194 208 35.2 27.5 30.0 0 1 0 1,685.9071
D_14 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 9 14 26.20% ETLPAEQDLTTK 197 208 35.1 27.7 26.6 2 0 0 1,345.6848
D_14 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 9 14 26.20% AQPAQPADEPAEKADEPMEH 244 263 26.1 25.0 23.6 0 1 0 2,176.9455
F_11 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 10 16 20.90% IHQIEYAMEAVK 19 30 49.1 27.9 42.2 4 1 0 1,447.7251
F_11 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 10 16 20.90% LLCNFMR 83 89 35.4 26.1 25.2 2 0 0 953.4696
F_11 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 10 16 20.90% ALRETLPAEQDLTTK 194 208 62.1 27.0 54.5 2 2 0 1,685.9071
F_11 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 10 16 20.90% ETLPAEQDLTTK 197 208 70.9 28.2 64.7 2 0 0 1,345.6848
F_11 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 10 16 20.90% KAQPAQPADEPAEKADEPMEH 243 263 38.2 25.1 30.1 0 1 1 2,289.0455
F_11 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 6 10 16 20.90% AQPAQPADEPAEKADEPMEH 244 263 22.5 25.0 18.0 0 1 0 2,160.9505
G_11 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 4 6 20.50% IHQIEYAMEAVK 19 30 31.7 28.1 22.0 2 0 0 1,447.7251
G_11 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 4 6 20.50% LLCNFMR 83 89 31.5 26.0 23.9 1 0 0 953.4696
G_11 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 4 6 20.50% ALRETLPAEQDLTTK 194 208 44.3 26.5 35.8 0 2 0 1,685.9071
G_11 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 4 6 20.50% AQPAQPADEPAEKADEPMEH 244 263 18.3 25.0 13.1 0 1 0 2,160.9505
H_07 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 5 7 13 20.50% IHQIEYAMEAVK 19 30 47.1 28.7 41.5 2 4 0 1,431.7301
H_07 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 5 7 13 20.50% LLCNFMR 83 89 44.5 26.2 32.8 2 0 0 953.4696
H_07 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 5 7 13 20.50% ALRETLPAEQDLTTK 194 208 60.5 26.9 55.2 2 0 0 1,685.9071
H_07 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 5 7 13 20.50% ETLPAEQDLTTK 197 208 72.4 28.3 65.6 2 0 0 1,345.6848
H_07 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 5 7 13 20.50% AQPAQPADEPAEKADEPMEH 244 263 39.3 25.0 37.3 1 0 0 2,160.9505
H_08 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,584 2 2 3 5.70% ALRETLPAEQDLTTK 194 208 17.0 27.0 15.9 0 1 0 1,685.9071
H_08 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,584 2 2 3 5.70% ETLPAEQDLTTK 197 208 36.6 28.5 29.3 2 0 0 1,345.6848
J_07 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 2 2 4 9.13% IHQIEYAMEAVK 19 30 33.0 28.1 21.5 0 2 0 1,447.7251
J_07 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 2 2 4 9.13% ETLPAEQDLTTK 197 208 56.0 28.5 54.9 2 0 0 1,345.6848
K_07 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 4 6 16.00% NQYDNDVTVWSPQGR 4 18 58.6 25.0 51.2 2 0 0 1,778.8093
K_07 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 4 6 16.00% IHQIEYAMEAVK 19 30 32.6 28.0 21.2 0 1 0 1,447.7251
K_07 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 4 6 16.00% ALRETLPAEQDLTTK 194 208 28.5 26.8 20.4 1 0 0 1,685.9071
K_07 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 4 6 16.00% ETLPAEQDLTTK 197 208 62.1 28.7 50.6 2 0 0 1,345.6848
L_05 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 2 2 3 10.30% NQYDNDVTVWSPQGR 4 18 48.7 25.5 48.6 2 0 0 1,778.8093
L_05 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 2 2 3 10.30% ETLPAEQDLTTK 197 208 71.6 28.5 64.1 1 0 0 1,345.6848
L_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 5 10 17.90% IHQIEYAMEAVK 19 30 33.4 28.2 17.0 2 2 0 1,447.7251
L_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 5 10 17.90% ALRETLPAEQDLTTK 194 208 37.6 26.5 34.0 0 2 0 1,685.9071
L_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 5 10 17.90% ETLPAEQDLTTK 197 208 65.2 28.4 59.0 2 0 0 1,345.6848
L_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 5 10 17.90% AQPAQPADEPAEKADEPMEH 244 263 20.6 25.0 17.5 0 2 0 2,176.9455
L_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 3 3 6 11.40% NQYDNDVTVWSPQGR 4 18 67.7 25.0 67.7 2 0 0 1,778.8093
L_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 3 3 6 11.40% ALRETLPAEQDLTTK 194 208 35.2 26.8 29.8 0 2 0 1,685.9071
L_09 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 3 3 6 11.40% ETLPAEQDLTTK 197 208 54.8 28.5 53.0 2 0 0 1,345.6848
L_13 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 2 2 3 10.30% NQYDNDVTVWSPQGR 4 18 54.7 25.0 54.7 2 0 0 1,778.8093
L_13 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 2 2 3 10.30% ETLPAEQDLTTK 197 208 42.6 28.4 40.0 1 0 0 1,345.6848
M_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 4 7 16.00% NQYDNDVTVWSPQGR 4 18 59.9 25.0 59.7 2 0 0 1,778.8093
M_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 4 7 16.00% IHQIEYAMEAVK 19 30 35.2 27.9 33.9 0 2 0 1,447.7251
M_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 4 7 16.00% ALRETLPAEQDLTTK 194 208 38.1 27.1 35.2 0 1 0 1,685.9071
M_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 4 4 7 16.00% ETLPAEQDLTTK 197 208 70.3 28.5 65.6 2 0 0 1,345.6848
O_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 3 3 3 11.40% NQYDNDVTVWSPQGR 4 18 41.8 25.0 41.8 1 0 0 1,778.8093
O_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 3 3 3 11.40% ALRETLPAEQDLTTK 194 208 27.8 27.1 22.2 0 1 0 1,685.9071
O_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 3 3 3 11.40% ETLPAEQDLTTK 197 208 29.2 28.4 15.8 1 0 0 1,345.6848
Q_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 3 3 5 14.80% NQYDNDVTVWSPQGR 4 18 40.5 25.5 37.0 1 0 0 1,778.8093
Q_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 3 3 5 14.80% IHQIEYAMEAVK 19 30 31.4 28.1 25.8 0 2 0 1,447.7251
Q_06 Proteasome subunit alpha type‐1 PSA1_HUMAN 29,556 3 3 5 14.80% ETLPAEQDLTTK 197 208 56.4 28.5 49.2 2 0 0 1,345.6848
A_06 Proteasome subunit alpha type‐2 PSA2_HUMAN 25,899 2 2 4 10.70% AANGVVLATEK 40 50 36.1 27.4 33.0 2 0 0 1,072.5997
A_06 Proteasome subunit alpha type‐2 PSA2_HUMAN 25,899 2 2 4 10.70% HIGLVYSGMGPDYR 71 84 68.0 26.8 67.3 2 0 0 1,580.7528
A_07 Proteasome subunit alpha type‐2 PSA2_HUMAN 25,899 2 3 6 10.70% AANGVVLATEK 40 50 45.7 27.5 36.6 2 0 0 1,072.5997
A_07 Proteasome subunit alpha type‐2 PSA2_HUMAN 25,899 2 3 6 10.70% HIGLVYSGMGPDYR 71 84 62.4 26.8 61.6 2 2 0 1,580.7528
B_07 Proteasome subunit alpha type‐2 PSA2_HUMAN 25,899 3 3 4 19.70% LVQIEYALAAVAGGAPSVGIK 19 39 28.4 25.0 21.4 0 1 0 2,027.1537
B_07 Proteasome subunit alpha type‐2 PSA2_HUMAN 25,899 3 3 4 19.70% AANGVVLATEK 40 50 36.3 27.5 34.0 1 0 0 1,072.5997
B_07 Proteasome subunit alpha type‐2 PSA2_HUMAN 25,899 3 3 4 19.70% HIGLVYSGMGPDYR 71 84 68.1 26.8 67.4 2 0 0 1,580.7528
C_06 Proteasome subunit alpha type‐2 PSA2_HUMAN 25,899 2 2 4 10.70% AANGVVLATEK 40 50 43.3 27.5 38.4 2 0 0 1,072.5997
C_06 Proteasome subunit alpha type‐2 PSA2_HUMAN 25,899 2 2 4 10.70% HIGLVYSGMGPDYR 71 84 42.5 26.4 40.4 2 0 0 1,580.7528
D_11 Proteasome subunit alpha type‐2 PSA2_HUMAN 25,899 3 3 4 16.70% AANGVVLATEK 40 50 45.6 28.3 30.9 2 0 0 1,072.5997
D_11 Proteasome subunit alpha type‐2 PSA2_HUMAN 25,899 3 3 4 16.70% HIGLVYSGMGPDYR 71 84 20.6 26.2 15.5 0 1 0 1,580.7528
D_11 Proteasome subunit alpha type‐2 PSA2_HUMAN 25,899 3 3 4 16.70% LTPTEVKDYLAAIA 221 234 25.1 27.0 24.1 1 0 0 1,504.8259
A_07 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 4 6 10 18.00% VFQVEYAMK 21 29 47.2 26.0 36.2 3 0 0 1,130.5551
A_07 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 4 6 10 18.00% AVENSSTAIGIR 30 41 71.5 28.8 55.6 2 0 0 1,217.6484
A_07 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 4 6 10 18.00% CKDGVVFGVEK 42 52 40.0 27.5 28.7 1 0 0 1,237.6247
A_07 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 4 6 10 18.00% HVGMAVAGLLADAR 73 86 60.9 27.9 57.9 4 0 0 1,380.7417
A_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 4 8 14.50% AVENSSTAIGIR 30 41 73.7 28.8 58.2 2 0 0 1,217.6484
A_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 4 8 14.50% CKDGVVFGVEK 42 52 48.3 27.5 29.1 2 0 0 1,237.6247
A_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 4 8 14.50% HVGMAVAGLLADAR 73 86 43.4 27.2 31.3 2 2 0 1,396.7367
B_07 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 5 8 13.70% VFQVEYAMK 21 29 40.8 25.8 30.9 4 0 0 1,114.5601
B_07 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 5 8 13.70% AVENSSTAIGIR 30 41 66.4 28.3 51.1 2 0 0 1,217.6484
B_07 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 5 8 13.70% HVGMAVAGLLADAR 73 86 64.5 27.3 64.5 1 1 0 1,396.7367
B_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 5 6 10 18.80% AVENSSTAIGIR 30 41 66.1 28.8 47.7 2 0 0 1,217.6484
B_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 5 6 10 18.80% HVGMAVAGLLADAR 73 86 39.9 27.7 25.7 2 2 0 1,380.7417
B_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 5 6 10 18.80% SNFGYNIPLK 101 110 37.5 27.2 36.8 1 0 0 1,152.6048
B_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 5 6 10 18.80% IIYIVHDEVK 197 206 37.7 26.3 18.2 2 0 0 1,228.6937
B_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 5 6 10 18.80% IIYIVHDEVKDK 197 208 27.0 27.0 19.9 0 1 0 1,471.8157
C_07 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 5 13.70% VFQVEYAMK 21 29 40.4 26.0 29.9 2 0 0 1,130.5551
C_07 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 5 13.70% AVENSSTAIGIR 30 41 57.6 28.3 43.2 2 0 0 1,217.6484
C_07 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 5 13.70% HVGMAVAGLLADAR 73 86 27.9 27.2 23.9 0 1 0 1,396.7367
C_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 4 8 13.70% VFQVEYAMK 21 29 44.0 25.8 30.9 4 0 0 1,114.5601
C_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 4 8 13.70% AVENSSTAIGIR 30 41 75.0 28.8 57.7 2 0 0 1,217.6484
C_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 4 8 13.70% HVGMAVAGLLADAR 73 86 35.2 27.2 27.9 2 0 0 1,396.7367
D_13 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 5 12.20% VFQVEYAMK 21 29 38.0 26.1 27.4 2 0 0 1,130.5551
D_13 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 5 12.20% AVENSSTAIGIR 30 41 88.0 28.5 71.6 2 0 0 1,217.6484
D_13 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 5 12.20% IIYIVHDEVK 197 206 27.9 28.4 14.9 1 0 0 1,228.6937
E_12 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 6 12.20% VFQVEYAMK 21 29 37.4 26.4 24.6 2 0 0 1,130.5551
E_12 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 6 12.20% AVENSSTAIGIR 30 41 62.9 28.5 47.4 2 0 0 1,217.6484
E_12 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 6 12.20% SNFGYNIPLK 101 110 58.8 27.2 50.7 2 0 0 1,152.6048
F_10 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 4 5 8 17.60% VFQVEYAMK 21 29 46.5 26.2 34.2 3 0 0 1,130.5551
F_10 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 4 5 8 17.60% CKDGVVFGVEK 42 52 45.2 27.4 25.4 2 0 0 1,237.6247
F_10 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 4 5 8 17.60% HVGMAVAGLLADAR 73 86 47.3 27.2 40.5 0 2 0 1,396.7367
F_10 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 4 5 8 17.60% DIREEAEKYAK 231 241 22.2 28.2 14.6 0 1 0 1,351.6853
G_10 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 4 4 8 17.30% VFQVEYAMK 21 29 39.3 26.8 26.9 2 0 0 1,130.5551
G_10 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 4 4 8 17.30% CKDGVVFGVEK 42 52 50.5 27.4 33.3 2 0 0 1,237.6247
G_10 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 4 4 8 17.30% HVGMAVAGLLADAR 73 86 38.4 27.1 27.8 0 2 0 1,396.7367
G_10 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 4 4 8 17.30% SNFGYNIPLK 101 110 50.7 27.5 46.2 2 0 0 1,152.6048
H_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 5 6 9 17.30% VFQVEYAMK 21 29 49.1 25.8 39.4 4 0 0 1,114.5601



H_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 5 6 9 17.30% AVENSSTAIGIR 30 41 65.9 28.8 55.6 2 0 0 1,217.6484
H_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 5 6 9 17.30% CKDGVVFGVEK 42 52 28.5 27.5 18.6 1 0 0 1,237.6247
H_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 5 6 9 17.30% IIYIVHDEVK 197 206 25.6 26.7 18.4 1 0 0 1,228.6937
H_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 5 6 9 17.30% IIYIVHDEVKDK 197 208 43.1 26.5 37.8 1 0 0 1,471.8157
H_24 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 2 8.63% AVENSSTAIGIR 30 41 25.8 28.8 11.3 1 0 0 1,217.6484
H_24 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 2 8.63% SNFGYNIPLK 101 110 28.9 27.4 23.9 1 0 0 1,152.6048
I_07 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 3 7.84% VFQVEYAMK 21 29 36.6 26.1 30.3 2 0 0 1,130.5551
I_07 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 3 7.84% DIREEAEKYAK 231 241 22.6 28.0 13.6 0 1 0 1,351.6853
J_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 3 8.24% VFQVEYAMK 21 29 22.3 26.3 17.8 2 0 0 1,130.5551
J_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 3 8.24% AVENSSTAIGIR 30 41 60.9 28.7 45.1 1 0 0 1,217.6484
K_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 5 12.50% VFQVEYAMK 21 29 35.2 26.8 25.5 2 0 0 1,130.5551
K_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 5 12.50% AVENSSTAIGIR 30 41 61.2 28.5 40.6 2 0 0 1,217.6484
K_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 5 12.50% CKDGVVFGVEK 42 52 19.0 27.4 7.6 1 0 0 1,237.6247
L_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 3 9.02% AVENSSTAIGIR 30 41 78.9 28.5 52.4 2 0 0 1,217.6484
L_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 3 9.02% CKDGVVFGVEK 42 52 29.5 27.4 13.5 1 0 0 1,237.6247
M_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 6 12.20% VFQVEYAMK 21 29 37.3 26.5 23.3 2 0 0 1,130.5551
M_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 6 12.20% AVENSSTAIGIR 30 41 79.9 28.5 62.9 2 0 0 1,217.6484
M_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 6 12.20% SNFGYNIPLK 101 110 42.5 27.4 37.2 2 0 0 1,152.6048
M_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 3 8.24% VFQVEYAMK 21 29 25.2 26.1 18.3 1 0 0 1,130.5551
M_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 3 8.24% AVENSSTAIGIR 30 41 51.6 28.3 40.2 2 0 0 1,217.6484
N_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 4 8.63% AVENSSTAIGIR 30 41 58.8 28.2 41.7 2 0 0 1,217.6484
N_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 4 8.63% SNFGYNIPLK 101 110 34.6 27.2 28.8 2 0 0 1,152.6048
O_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 6 12.20% VFQVEYAMK 21 29 35.6 26.3 24.9 2 0 0 1,130.5551
O_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 6 12.20% AVENSSTAIGIR 30 41 69.4 28.7 53.5 2 0 0 1,217.6484
O_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 3 3 6 12.20% SNFGYNIPLK 101 110 39.0 27.2 35.6 2 0 0 1,152.6048
P_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 3 8.24% VFQVEYAMK 21 29 32.7 26.4 26.8 1 0 0 1,130.5551
P_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 3 8.24% AVENSSTAIGIR 30 41 67.4 28.8 51.1 2 0 0 1,217.6484
Q_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 3 5 8.24% VFQVEYAMK 21 29 49.9 26.6 37.5 4 0 0 1,130.5551
Q_05 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 3 5 8.24% AVENSSTAIGIR 30 41 60.5 28.5 46.5 1 0 0 1,217.6484
Q_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 4 8.24% VFQVEYAMK 21 29 34.1 26.3 20.5 2 0 0 1,130.5551
Q_06 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 4 8.24% AVENSSTAIGIR 30 41 44.0 28.2 34.8 2 0 0 1,217.6484
Q_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 3 8.63% AVENSSTAIGIR 30 41 58.3 28.5 40.0 2 0 0 1,217.6484
Q_08 Proteasome subunit alpha type‐3 PSA3_HUMAN 28,434 2 2 3 8.63% SNFGYNIPLK 101 110 26.7 27.5 26.7 1 0 0 1,152.6048
A_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 6 11 18.40% TTIFSPEGR 9 17 44.2 27.9 33.0 2 0 0 1,007.5157
A_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 6 11 18.40% LLDEVFFSEK 55 64 48.9 27.5 45.8 2 0 0 1,226.6304
A_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 6 11 18.40% ATCIGNNSAAAVSMLK 161 176 73.1 26.7 66.3 2 0 0 1,623.7829
A_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 6 11 18.40% LSAEKVEIATLTR 206 218 70.2 25.8 65.3 2 1 0 1,430.8214
A_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 6 11 18.40% VEIATLTR 211 218 51.3 27.7 33.2 2 0 0 902.5306
A_09 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 5 10 13.00% LLDEVFFSEK 55 64 28.0 27.4 27.6 2 0 0 1,226.6304
A_09 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 5 10 13.00% ATCIGNNSAAAVSMLK 161 176 80.8 26.9 66.9 4 2 0 1,607.7880
A_09 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 5 10 13.00% VEIATLTR 211 218 39.5 28.3 28.3 2 0 0 902.5306
B_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 7 13 18.40% TTIFSPEGR 9 17 30.8 28.1 15.5 2 0 0 1,007.5157
B_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 7 13 18.40% LLDEVFFSEK 55 64 60.1 27.5 54.1 2 0 0 1,226.6304
B_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 7 13 18.40% ATCIGNNSAAAVSMLK 161 176 68.8 26.7 59.0 3 0 0 1,623.7829
B_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 7 13 18.40% LSAEKVEIATLTR 206 218 41.6 25.8 35.0 2 2 0 1,430.8214
B_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 7 13 18.40% VEIATLTR 211 218 41.2 27.7 33.5 2 0 0 902.5306
B_09 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 5 9 13.00% LLDEVFFSEK 55 64 46.9 26.6 40.8 2 0 0 1,226.6304
B_09 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 5 9 13.00% ATCIGNNSAAAVSMLK 161 176 78.3 26.7 70.4 4 2 0 1,623.7829
B_09 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 5 9 13.00% VEIATLTR 211 218 53.9 27.7 41.6 1 0 0 902.5306
C_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 4 4 6 14.90% LLDEVFFSEK 55 64 32.9 27.4 22.2 1 0 0 1,226.6304
C_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 4 4 6 14.90% ATCIGNNSAAAVSMLK 161 176 60.8 26.9 53.2 2 0 0 1,623.7829
C_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 4 4 6 14.90% LSAEKVEIATLTR 206 218 47.1 25.8 34.2 2 0 0 1,430.8214
C_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 4 4 6 14.90% VEIATLTR 211 218 26.6 27.7 18.8 1 0 0 902.5306
C_09 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 4 5 10 14.90% LLDEVFFSEK 55 64 58.2 27.4 54.2 2 0 0 1,226.6304
C_09 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 4 5 10 14.90% ATCIGNNSAAAVSMLK 161 176 75.9 26.8 65.1 2 2 0 1,623.7829
C_09 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 4 5 10 14.90% LSAEKVEIATLTR 206 218 67.4 26.4 59.3 2 0 0 1,430.8214
C_09 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 4 5 10 14.90% VEIATLTR 211 218 45.6 28.5 31.3 2 0 0 902.5306
D_13 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 5 8 18.40% TTIFSPEGR 9 17 28.9 28.3 16.0 2 0 0 1,007.5157
D_13 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 5 8 18.40% LLDEVFFSEK 55 64 66.1 27.2 55.0 2 0 0 1,226.6304
D_13 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 5 8 18.40% ATCIGNNSAAAVSMLK 161 176 50.1 26.9 43.1 1 0 0 1,623.7829
D_13 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 5 8 18.40% LSAEKVEIATLTR 206 218 23.9 26.6 18.6 0 1 0 1,430.8214
D_13 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 5 5 8 18.40% VEIATLTR 211 218 40.3 28.5 23.2 2 0 0 902.5306
E_13 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 3 4 10.30% TTIFSPEGR 9 17 35.2 28.4 20.1 1 0 0 1,007.5157
E_13 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 3 4 10.30% LLDEVFFSEK 55 64 47.9 27.1 45.5 2 0 0 1,226.6304
E_13 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 3 4 10.30% VEIATLTR 211 218 25.6 28.5 8.2 1 0 0 902.5306
F_11 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 2 3 6 9.20% ATCIGNNSAAAVSMLK 161 176 80.3 26.7 71.2 4 0 0 1,623.7829
F_11 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 2 3 6 9.20% VEIATLTR 211 218 45.7 28.3 30.7 2 0 0 902.5306
G_10 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 2 3 6 9.20% ATCIGNNSAAAVSMLK 161 176 71.9 26.7 61.5 4 0 0 1,623.7829
G_10 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 2 3 6 9.20% VEIATLTR 211 218 44.8 28.6 34.2 2 0 0 902.5306
G_11 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 2 3 6 9.20% ATCIGNNSAAAVSMLK 161 176 80.2 26.6 74.3 4 0 0 1,623.7829
G_11 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 2 3 6 9.20% VEIATLTR 211 218 40.0 28.5 25.1 2 0 0 902.5306
H_07 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 4 8 13.00% LLDEVFFSEK 55 64 62.1 26.6 48.4 2 0 0 1,226.6304
H_07 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 4 8 13.00% ATCIGNNSAAAVSMLK 161 176 81.6 26.7 72.0 4 0 0 1,623.7829
H_07 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 4 8 13.00% VEIATLTR 211 218 49.9 27.7 34.5 2 0 0 902.5306
H_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 2 2 4 8.81% LLDEVFFSEK 55 64 39.9 27.1 35.2 2 0 0 1,226.6304
H_08 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 2 2 4 8.81% LSAEKVEIATLTR 206 218 27.3 25.6 20.0 0 2 0 1,430.8214
J_07 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 3 6 8.81% LLDEVFFSEK 55 64 59.4 27.2 49.9 2 0 0 1,226.6304
J_07 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 3 6 8.81% LSAEKVEIATLTR 206 218 38.3 25.2 29.3 0 2 0 1,430.8214
J_07 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 3 6 8.81% VEIATLTR 211 218 28.7 28.6 19.3 2 0 0 902.5306
K_07 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 4 4 6 12.30% TTIFSPEGR 9 17 27.7 28.7 16.6 1 0 0 1,007.5157
K_07 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 4 4 6 12.30% LLDEVFFSEK 55 64 60.8 27.1 49.1 2 0 0 1,226.6304
K_07 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 4 4 6 12.30% LSAEKVEIATLTR 206 218 47.0 25.6 44.9 0 2 0 1,430.8214
K_07 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 4 4 6 12.30% VEIATLTR 211 218 38.1 27.7 27.3 1 0 0 902.5306
L_06 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 3 4 14.90% LLDEVFFSEK 55 64 40.5 26.8 26.4 1 0 0 1,226.6304
L_06 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 3 4 14.90% ATCIGNNSAAAVSMLK 161 176 69.2 26.6 64.2 2 0 0 1,623.7829
L_06 Proteasome subunit alpha type‐4 PSA4_HUMAN 29,485 3 3 4 14.90% LSAEKVEIATLTR 206 218 27.4 25.2 22.9 0 1 0 1,430.8214
A_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 27.00% GVNTFSPEGR 11 20 50.7 26.8 43.7 4 0 0 1,063.5167
A_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 27.00% LFQVEYAIEAIK 21 32 59.5 25.2 40.3 1 0 0 1,423.7832
A_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 27.00% RITSPLMEPSSIEK 53 66 34.5 28.2 26.7 0 2 0 1,603.8362
A_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 27.00% ITSPLMEPSSIEK 54 66 41.6 28.4 40.1 4 0 0 1,447.7351
A_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 27.00% AIGSASEGAQSSLQEVYHK 169 187 89.8 27.3 82.6 2 2 0 1,961.9563
A_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 27.00% EELEEVIK 232 239 36.6 27.9 24.1 1 0 0 988.5198
A_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 27.00% EELEEVIKDI 232 241 54.3 29.0 31.0 2 0 0 1,216.6309
A_08 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 3 6 17.40% ITSPLMEPSSIEK 54 66 53.3 28.4 46.4 2 0 0 1,447.7351
A_08 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 3 6 17.40% AIGSASEGAQSSLQEVYHK 169 187 43.5 27.3 38.5 0 2 0 1,961.9563
A_08 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 3 6 17.40% EELEEVIKDI 232 241 38.3 29.0 26.0 2 0 0 1,216.6309
B_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 17 27.00% GVNTFSPEGR 11 20 32.6 26.9 31.5 2 0 0 1,063.5167
B_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 17 27.00% LFQVEYAIEAIK 21 32 57.1 25.2 42.1 1 0 0 1,423.7832
B_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 17 27.00% RITSPLMEPSSIEK 53 66 34.8 28.2 27.9 0 2 0 1,603.8362
B_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 17 27.00% ITSPLMEPSSIEK 54 66 57.8 28.4 50.9 4 0 0 1,447.7351
B_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 17 27.00% AIGSASEGAQSSLQEVYHK 169 187 80.4 27.3 76.0 2 2 0 1,961.9563
B_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 17 27.00% EELEEVIK 232 239 40.3 27.9 20.6 2 0 0 988.5198
B_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 17 27.00% EELEEVIKDI 232 241 35.4 29.1 21.7 2 0 0 1,216.6309
B_08 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 5 6 10 22.00% GVNTFSPEGR 11 20 34.9 26.8 19.8 2 0 0 1,063.5167
B_08 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 5 6 10 22.00% RITSPLMEPSSIEK 53 66 34.9 28.4 27.4 0 2 0 1,603.8362
B_08 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 5 6 10 22.00% AIGSASEGAQSSLQEVYHK 169 187 88.0 27.3 80.0 2 2 0 1,961.9563
B_08 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 5 6 10 22.00% EELEEVIK 232 239 28.4 27.9 15.3 1 0 0 988.5198
B_08 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 5 6 10 22.00% EELEEVIKDI 232 241 40.4 29.1 32.6 1 0 0 1,216.6309
C_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 24.10% SEYDRGVNTFSPEGR 6 20 26.6 25.0 24.4 0 2 0 1,713.7827
C_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 24.10% GVNTFSPEGR 11 20 34.0 27.0 23.6 3 0 0 1,063.5167
C_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 24.10% RITSPLMEPSSIEK 53 66 32.0 28.4 26.8 1 2 0 1,603.8362
C_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 24.10% ITSPLMEPSSIEK 54 66 36.0 27.8 27.1 2 0 0 1,447.7351



C_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 24.10% AIGSASEGAQSSLQEVYHK 169 187 81.7 27.3 74.7 2 2 0 1,961.9563
C_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 24.10% EELEEVIK 232 239 29.7 27.9 14.0 2 0 0 988.5198
C_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 7 9 18 24.10% EELEEVIKDI 232 241 53.7 29.0 41.3 2 0 0 1,216.6309
D_12 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 5 6 11 25.70% GVNTFSPEGR 11 20 54.3 26.6 38.8 2 0 0 1,063.5167
D_12 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 5 6 11 25.70% LFQVEYAIEAIK 21 32 104.0 26.3 91.1 2 0 0 1,423.7832
D_12 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 5 6 11 25.70% ITSPLMEPSSIEK 54 66 38.5 28.8 22.3 4 0 0 1,431.7401
D_12 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 5 6 11 25.70% AIGSASEGAQSSLQEVYHK 169 187 22.7 27.0 19.6 0 1 0 1,961.9563
D_12 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 5 6 11 25.70% EELEEVIK 232 239 37.7 28.0 19.5 2 0 0 988.5198
D_13 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 3 5 18.30% LFQVEYAIEAIK 21 32 95.6 26.1 77.4 2 0 0 1,423.7832
D_13 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 3 5 18.30% ITSPLMEPSSIEK 54 66 27.1 28.2 20.7 2 0 0 1,447.7351
D_13 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 3 5 18.30% AIGSASEGAQSSLQEVYHK 169 187 25.2 26.9 20.7 0 1 0 1,961.9563
E_12 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 3 3 16.60% ITSPLMEPSSIEK 54 66 27.6 28.2 14.5 1 0 0 1,447.7351
E_12 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 3 3 16.60% AIGSASEGAQSSLQEVYHK 169 187 34.5 27.0 30.0 0 1 0 1,961.9563
E_12 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 3 3 16.60% EELEEVIK 232 239 17.1 28.0 1.7 1 0 0 988.5198
F_10 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 4 8 17.40% ITSPLMEPSSIEK 54 66 56.2 28.4 48.6 4 0 0 1,447.7351
F_10 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 4 8 17.40% AIGSASEGAQSSLQEVYHK 169 187 52.9 27.3 47.9 2 0 0 1,961.9563
F_10 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 4 8 17.40% EELEEVIKDI 232 241 38.9 28.9 26.7 2 0 0 1,216.6309
H_06 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 4 5 9 17.00% RITSPLMEPSSIEK 53 66 19.9 28.7 11.0 0 1 0 1,587.8412
H_06 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 4 5 9 17.00% ITSPLMEPSSIEK 54 66 45.8 27.8 39.5 2 0 0 1,447.7351
H_06 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 4 5 9 17.00% AIGSASEGAQSSLQEVYHK 169 187 91.4 27.7 79.6 2 2 0 1,961.9563
H_06 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 4 5 9 17.00% EELEEVIK 232 239 35.7 27.8 21.2 2 0 0 988.5198
H_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 2 2 3 12.00% AIGSASEGAQSSLQEVYHK 169 187 25.3 27.2 13.8 0 1 0 1,961.9563
H_07 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 2 2 3 12.00% EELEEVIKDI 232 241 32.5 29.0 21.1 2 0 0 1,216.6309
I_06 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 4 6 11 17.40% ITSPLMEPSSIEK 54 66 67.1 28.2 54.4 4 0 0 1,431.7401
I_06 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 4 6 11 17.40% AIGSASEGAQSSLQEVYHK 169 187 87.2 27.8 78.1 2 1 0 1,961.9563
I_06 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 4 6 11 17.40% EELEEVIK 232 239 23.8 29.0 5.3 2 0 0 988.5198
I_06 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 4 6 11 17.40% EELEEVIKDI 232 241 40.0 28.7 27.2 2 0 0 1,216.6309
K_06 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 3 4 19.50% SEYDRGVNTFSPEGR 6 20 23.3 25.0 23.3 0 1 0 1,713.7827
K_06 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 3 4 19.50% ITSPLMEPSSIEK 54 66 28.6 28.0 24.3 1 0 0 1,447.7351
K_06 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 3 3 4 19.50% AIGSASEGAQSSLQEVYHK 169 187 66.0 27.7 56.1 2 0 0 1,961.9563
M_05 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 2 2 4 13.30% ITSPLMEPSSIEK 54 66 31.6 28.0 30.6 2 0 0 1,447.7351
M_05 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 2 2 4 13.30% AIGSASEGAQSSLQEVYHK 169 187 33.2 27.6 29.0 0 2 0 1,961.9563
O_05 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 2 2 3 13.30% ITSPLMEPSSIEK 54 66 37.3 28.0 31.3 2 0 0 1,447.7351
O_05 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 2 2 3 13.30% AIGSASEGAQSSLQEVYHK 169 187 36.1 27.6 34.1 0 1 0 1,961.9563
P_05 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 2 2 4 13.30% ITSPLMEPSSIEK 54 66 49.0 28.3 43.7 2 0 0 1,447.7351
P_05 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 2 2 4 13.30% AIGSASEGAQSSLQEVYHK 169 187 25.9 27.9 18.2 0 2 0 1,961.9563
Q_05 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 2 3 5 13.30% ITSPLMEPSSIEK 54 66 46.2 28.3 35.6 2 0 0 1,447.7351
Q_05 Proteasome subunit alpha type‐5 PSA5_HUMAN 26,411 2 3 5 13.30% AIGSASEGAQSSLQEVYHK 169 187 33.0 27.7 29.2 1 2 0 1,961.9563
A_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 5 8 24.00% HITIFSPEGR 12 21 36.2 26.3 25.1 2 0 0 1,156.6110
A_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 5 8 24.00% LYQVEYAFK 22 30 40.1 27.8 24.8 2 0 0 1,160.5986
A_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 5 8 24.00% LLDSSTVTHLFK 60 71 62.4 27.7 57.0 2 0 0 1,360.7472
A_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 5 8 24.00% ITENIGCVMTGMTADSR 72 88 78.5 25.0 78.3 1 0 0 1,887.8247
A_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 5 8 24.00% CDPAGYYCGFK 154 164 29.5 25.0 22.5 1 0 0 1,337.5291
A_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 9 9 19 41.90% HITIFSPEGR 12 21 50.6 26.1 38.7 2 0 0 1,156.6110
A_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 9 9 19 41.90% LYQVEYAFK 22 30 43.3 27.0 24.9 2 0 0 1,160.5986
A_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 9 9 19 41.90% AINQGGLTSVAVR 31 43 76.6 27.6 68.7 2 0 0 1,285.7223
A_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 9 9 19 41.90% DCAVIVTQK 46 54 32.3 28.3 10.7 2 0 0 1,033.5348
A_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 9 9 19 41.90% LLDSSTVTHLFK 60 71 65.3 27.7 62.9 2 0 0 1,360.7472
A_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 9 9 19 41.90% ITENIGCVMTGMTADSR 72 88 86.1 25.0 85.9 4 0 0 1,887.8247
A_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 9 9 19 41.90% YGYEIPVDMLCK 105 116 28.3 25.0 18.7 1 0 0 1,503.6860
A_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 9 9 19 41.90% CDPAGYYCGFK 154 164 41.5 25.0 39.4 2 0 0 1,337.5291
A_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 9 9 19 41.90% QTESTSFLEK 172 181 34.6 26.2 24.7 2 0 0 1,169.5685
A_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 4 4 7 19.10% HITIFSPEGR 12 21 45.7 26.4 32.6 2 0 0 1,156.6110
A_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 4 4 7 19.10% LYQVEYAFK 22 30 50.1 28.0 35.3 1 0 0 1,160.5986
A_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 4 4 7 19.10% ITENIGCVMTGMTADSR 72 88 85.7 25.0 84.7 2 0 0 1,887.8247
A_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 4 4 7 19.10% CDPAGYYCGFK 154 164 36.0 25.0 34.9 2 0 0 1,337.5291
A_09 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 8.54% LYQVEYAFK 22 30 36.6 27.8 19.2 2 0 0 1,160.5986
A_09 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 8.54% LLDSSTVTHLFK 60 71 65.3 28.1 60.0 2 0 0 1,360.7472
B_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 7.72% HITIFSPEGR 12 21 38.9 26.4 27.6 2 0 0 1,156.6110
B_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 7.72% LYQVEYAFK 22 30 47.9 27.0 29.8 2 0 0 1,160.5986
B_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 17 38.20% HITIFSPEGR 12 21 55.3 26.4 44.2 2 0 0 1,156.6110
B_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 17 38.20% LYQVEYAFK 22 30 52.5 27.8 35.0 2 0 0 1,160.5986
B_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 17 38.20% AINQGGLTSVAVR 31 43 73.9 27.6 64.6 2 0 0 1,285.7223
B_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 17 38.20% LLDSSTVTHLFK 60 71 64.4 27.7 58.5 2 1 0 1,360.7472
B_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 17 38.20% ITENIGCVMTGMTADSR 72 88 75.1 25.0 75.1 2 0 0 1,887.8247
B_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 17 38.20% YGYEIPVDMLCK 105 116 40.7 25.0 39.0 2 0 0 1,503.6860
B_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 17 38.20% CDPAGYYCGFK 154 164 41.3 25.0 36.0 2 0 0 1,337.5291
B_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 17 38.20% QTESTSFLEK 172 181 38.5 25.8 25.6 2 0 0 1,169.5685
B_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 7 9 18 34.10% HITIFSPEGR 12 21 44.4 26.4 33.4 2 0 0 1,156.6110
B_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 7 9 18 34.10% LYQVEYAFK 22 30 48.3 27.8 31.9 2 0 0 1,160.5986
B_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 7 9 18 34.10% AINQGGLTSVAVR 31 43 71.0 27.9 63.3 2 0 0 1,285.7223
B_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 7 9 18 34.10% LLDSSTVTHLFK 60 71 63.1 27.7 53.8 2 2 0 1,360.7472
B_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 7 9 18 34.10% ITENIGCVMTGMTADSR 72 88 95.4 25.0 95.4 2 2 0 1,887.8247
B_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 7 9 18 34.10% YGYEIPVDMLCK 105 116 30.4 25.0 26.2 2 0 0 1,503.6860
B_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 7 9 18 34.10% CDPAGYYCGFK 154 164 47.6 25.0 40.8 2 0 0 1,337.5291
C_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 3 3 5 15.40% HITIFSPEGR 12 21 36.5 26.1 24.9 1 0 0 1,156.6110
C_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 3 3 5 15.40% ITENIGCVMTGMTADSR 72 88 47.1 25.0 47.1 2 0 0 1,887.8247
C_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 3 3 5 15.40% CDPAGYYCGFK 154 164 19.4 25.0 19.4 2 0 0 1,337.5291
C_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 16 36.20% HITIFSPEGR 12 21 24.9 26.4 13.0 2 0 0 1,156.6110
C_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 16 36.20% LYQVEYAFK 22 30 33.0 27.0 17.8 2 0 0 1,160.5986
C_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 16 36.20% AINQGGLTSVAVR 31 43 67.3 27.9 58.3 1 0 0 1,285.7223
C_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 16 36.20% LLDSSTVTHLFK 60 71 43.7 27.7 32.5 2 0 0 1,360.7472
C_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 16 36.20% ITENIGCVMTGMTADSR 72 88 64.8 25.0 64.8 2 2 0 1,887.8247
C_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 16 36.20% CDPAGYYCGFK 154 164 34.2 25.0 33.4 1 0 0 1,337.5291
C_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 16 36.20% ATAAGVKQTESTSFLEK 165 181 24.8 27.3 13.6 0 2 0 1,767.9124
C_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 8 9 16 36.20% QTESTSFLEK 172 181 40.6 25.9 28.5 2 0 0 1,169.5685
C_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 6 10 24.80% HITIFSPEGR 12 21 51.6 26.4 38.6 2 0 0 1,156.6110
C_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 6 10 24.80% AINQGGLTSVAVR 31 43 75.5 27.6 74.4 2 0 0 1,285.7223
C_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 6 10 24.80% ITENIGCVMTGMTADSR 72 88 75.5 25.0 75.5 2 2 0 1,887.8247
C_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 6 10 24.80% CDPAGYYCGFK 154 164 32.7 25.0 24.8 1 0 0 1,337.5291
C_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 6 10 24.80% QTESTSFLEK 172 181 23.2 25.8 16.6 1 0 0 1,169.5685
C_09 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 2 8.54% LYQVEYAFK 22 30 20.1 27.0 4.0 1 0 0 1,160.5986
C_09 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 2 8.54% LLDSSTVTHLFK 60 71 17.1 28.4 8.1 0 1 0 1,360.7472
D_12 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 3 4 7 13.80% LYQVEYAFK 22 30 44.3 27.2 32.7 2 0 0 1,160.5986
D_12 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 3 4 7 13.80% AINQGGLTSVAVR 31 43 85.4 27.3 76.5 2 0 0 1,285.7223
D_12 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 3 4 7 13.80% LLDSSTVTHLFK 60 71 57.2 27.9 51.9 1 2 0 1,360.7472
D_13 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 8.94% LYQVEYAFK 22 30 39.6 27.8 26.7 2 0 0 1,160.5986
D_13 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 8.94% AINQGGLTSVAVR 31 43 76.7 27.2 68.3 2 0 0 1,285.7223
E_11 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 8.94% LYQVEYAFK 22 30 37.2 27.8 27.0 2 0 0 1,160.5986
E_11 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 8.94% AINQGGLTSVAVR 31 43 56.0 27.5 53.3 2 0 0 1,285.7223
E_12 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 8.94% LYQVEYAFK 22 30 24.6 27.2 13.0 2 0 0 1,160.5986
E_12 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 8.94% AINQGGLTSVAVR 31 43 55.7 27.3 52.2 2 0 0 1,285.7223
F_10 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 3 11.00% ITENIGCVMTGMTADSR 72 88 83.5 25.0 83.5 2 0 0 1,887.8247
F_10 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 3 11.00% QTESTSFLEK 172 181 36.8 26.5 26.3 1 0 0 1,169.5685
F_11 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 9.35% AINQGGLTSVAVR 31 43 81.7 27.9 74.1 2 0 0 1,285.7223
F_11 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 9.35% QTESTSFLEK 172 181 33.4 25.8 26.9 2 0 0 1,169.5685
H_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 5 8 25.20% HITIFSPEGR 12 21 46.9 26.8 33.7 2 0 0 1,156.6110
H_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 5 8 25.20% AINQGGLTSVAVR 31 43 81.8 27.6 73.9 2 0 0 1,285.7223
H_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 5 8 25.20% LLDSSTVTHLFK 60 71 71.2 27.7 63.9 2 0 0 1,360.7472
H_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 5 8 25.20% ITENIGCVMTGMTADSR 72 88 49.7 25.0 20.1 1 0 0 1,871.8298
H_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 5 8 25.20% QTESTSFLEK 172 181 20.3 26.5 9.2 1 0 0 1,169.5685
H_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 3 6 8.54% LYQVEYAFK 22 30 45.5 27.9 32.5 2 0 0 1,160.5986



H_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 3 6 8.54% LLDSSTVTHLFK 60 71 69.3 28.2 63.4 2 2 0 1,360.7472
H_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 3 9.35% HITIFSPEGR 12 21 26.8 26.2 17.1 1 0 0 1,156.6110
H_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 3 9.35% AINQGGLTSVAVR 31 43 66.2 27.1 60.5 2 0 0 1,285.7223
I_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 9.76% AINQGGLTSVAVR 31 43 87.8 27.1 80.1 2 0 0 1,285.7223
I_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 9.76% CDPAGYYCGFK 154 164 43.3 25.0 37.3 2 0 0 1,337.5291
I_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 6 11 27.60% HITIFSPEGR 12 21 45.6 26.0 31.1 2 0 0 1,156.6110
I_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 6 11 27.60% AINQGGLTSVAVR 31 43 80.1 27.1 67.9 2 0 0 1,285.7223
I_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 6 11 27.60% ITENIGCVMTGMTADSR 72 88 72.1 25.0 28.2 4 0 0 1,871.8298
I_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 6 11 27.60% CDPAGYYCGFK 154 164 31.6 25.0 23.6 2 0 0 1,337.5291
I_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 5 6 11 27.60% ATAAGVKQTESTSFLEK 165 181 24.7 27.3 16.0 0 1 0 1,767.9124
J_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 3 3 5 13.80% LYQVEYAFK 22 30 33.6 27.1 22.4 2 0 0 1,160.5986
J_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 3 3 5 13.80% AINQGGLTSVAVR 31 43 68.8 27.0 61.2 2 0 0 1,285.7223
J_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 3 3 5 13.80% LLDSSTVTHLFK 60 71 27.7 27.5 20.8 1 0 0 1,360.7472
K_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 4 4 6 18.70% HITIFSPEGR 12 21 27.6 25.8 16.1 2 0 0 1,156.6110
K_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 4 4 6 18.70% AINQGGLTSVAVR 31 43 65.3 27.5 61.8 1 0 0 1,285.7223
K_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 4 4 6 18.70% LLDSSTVTHLFK 60 71 65.8 28.2 61.4 1 0 0 1,360.7472
K_06 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 4 4 6 18.70% CDPAGYYCGFK 154 164 38.8 25.0 35.1 2 0 0 1,337.5291
K_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 9.35% LLDSSTVTHLFK 60 71 66.5 28.1 56.9 2 0 0 1,360.7472
K_07 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 9.35% CDPAGYYCGFK 154 164 33.5 25.0 26.5 2 0 0 1,337.5291
K_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 3 9.35% HITIFSPEGR 12 21 21.0 26.3 0.6 1 0 0 1,156.6110
K_08 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 3 9.35% AINQGGLTSVAVR 31 43 56.5 27.1 47.8 2 0 0 1,285.7223
L_05 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 8.54% LYQVEYAFK 22 30 42.6 27.1 30.2 2 0 0 1,160.5986
L_05 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 4 8.54% LLDSSTVTHLFK 60 71 41.9 27.4 41.5 2 0 0 1,360.7472
P_05 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 3 8.94% LYQVEYAFK 22 30 29.0 27.7 15.4 2 0 0 1,160.5986
P_05 Proteasome subunit alpha type‐6 PSA6_HUMAN 27,400 2 2 3 8.94% AINQGGLTSVAVR 31 43 54.8 27.0 46.6 1 0 0 1,285.7223
A_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 16 35.50% GRDIVVLGVEK 37 47 51.6 26.0 26.8 2 0 0 1,184.6999
A_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 16 35.50% DIVVLGVEKK 39 48 46.1 25.0 42.2 2 0 0 1,099.6723
A_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 16 35.50% LTVEDPVTVEYITR 96 109 36.8 28.1 33.9 2 0 0 1,634.8637
A_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 16 35.50% LYQTDPSGTYHAWK 144 157 40.3 26.6 29.6 2 0 0 1,666.7861
A_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 16 35.50% NYTDEAIETDDLTIK 175 189 83.7 25.6 75.8 2 0 0 1,740.8177
A_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 16 35.50% ALLEVVQSGGK 194 204 70.9 27.3 58.0 2 0 0 1,100.6311
A_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 16 35.50% NIELAVMR 205 212 32.8 30.2 14.6 2 0 0 945.5186
A_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 16 35.50% YVAEIEKEKEENEK 228 241 33.3 27.5 27.1 2 0 0 1,737.8542
B_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 6 6 12 25.40% GRDIVVLGVEK 37 47 52.1 26.0 28.1 2 0 0 1,184.6999
B_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 6 6 12 25.40% DIVVLGVEKK 39 48 40.8 25.0 35.6 2 0 0 1,099.6723
B_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 6 6 12 25.40% LTVEDPVTVEYITR 96 109 69.2 27.7 66.8 2 0 0 1,634.8637
B_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 6 6 12 25.40% LYQTDPSGTYHAWK 144 157 53.3 26.6 30.3 2 0 0 1,666.7861
B_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 6 6 12 25.40% NYTDEAIETDDLTIK 175 189 101.0 26.1 90.1 2 0 0 1,740.8177
B_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 6 6 12 25.40% NIELAVMR 205 212 31.5 30.1 11.2 2 0 0 945.5186
C_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 5 6 11 12.50% GRDIVVLGVEK 37 47 54.8 25.0 28.1 2 0 0 1,184.6999
C_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 5 6 11 12.50% DIVVLGVEK 39 47 33.5 26.6 14.4 2 0 0 971.5773
C_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 5 6 11 12.50% DIVVLGVEKK 39 48 38.4 25.0 32.1 2 0 0 1,099.6723
C_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 5 6 11 12.50% ALLEVVQSGGK 194 204 67.2 27.1 52.4 2 0 0 1,100.6311
C_08 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 5 6 11 12.50% NIELAVMR 205 212 31.1 28.9 22.8 3 0 0 961.5136
D_13 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 6 6 10 28.20% AITVFSPDGHLFQVEYAQEAVK 6 27 42.0 27.8 33.8 0 1 0 2,449.2399
D_13 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 6 6 10 28.20% GRDIVVLGVEK 37 47 38.3 25.2 33.8 2 0 0 1,184.6999
D_13 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 6 6 10 28.20% DIVVLGVEK 39 47 49.9 26.7 41.0 2 0 0 971.5773
D_13 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 6 6 10 28.20% LTVEDPVTVEYITR 96 109 93.9 28.0 93.9 2 0 0 1,634.8637
D_13 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 6 6 10 28.20% NYTDEAIETDDLTIK 175 189 89.8 25.7 86.1 2 0 0 1,740.8177
D_13 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 6 6 10 28.20% NIELAVMR 205 212 23.5 28.3 12.1 1 0 0 961.5136
E_12 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 2 2 4 7.66% ALLEVVQSGGK 194 204 48.4 28.7 46.8 2 0 0 1,100.6311
E_12 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 2 2 4 7.66% NIELAVMR 205 212 26.0 28.8 25.4 2 0 0 961.5136
F_11 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 3 3 4 4.84% GRDIVVLGVEK 37 47 46.1 26.0 24.6 2 0 0 1,184.6999
F_11 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 3 3 4 4.84% DIVVLGVEK 39 47 35.6 26.2 20.2 1 0 0 971.5773
F_11 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 3 3 4 4.84% DIVVLGVEKK 39 48 47.1 25.0 47.1 1 0 0 1,099.6723
G_10 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 3 3 5 8.06% GRDIVVLGVEK 37 47 40.0 25.2 19.5 1 0 0 1,184.6999
G_10 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 3 3 5 8.06% DIVVLGVEKK 39 48 55.5 25.0 35.2 2 0 0 1,099.6723
G_10 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 3 3 5 8.06% NIELAVMR 205 212 33.1 28.8 12.2 2 0 0 945.5186
H_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 7 7 11 29.80% GRDIVVLGVEK 37 47 52.8 25.7 29.6 1 0 0 1,184.6999
H_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 7 7 11 29.80% DIVVLGVEK 39 47 38.9 26.2 15.2 2 0 0 971.5773
H_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 7 7 11 29.80% LTVEDPVTVEYITR 96 109 72.2 27.7 65.3 2 0 0 1,634.8637
H_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 7 7 11 29.80% LYQTDPSGTYHAWK 144 157 23.3 26.3 18.7 0 1 0 1,666.7861
H_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 7 7 11 29.80% NYTDEAIETDDLTIK 175 189 101.0 25.6 84.6 2 0 0 1,740.8177
H_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 7 7 11 29.80% ALLEVVQSGGK 194 204 37.1 28.6 28.2 2 0 0 1,100.6311
H_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 7 7 11 29.80% ILNPEEIEK 219 227 24.9 26.8 20.9 1 0 0 1,084.5886
I_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 4 5 10 16.90% DIVVLGVEK 39 47 25.9 26.2 9.6 2 0 0 971.5773
I_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 4 5 10 16.90% LYQTDPSGTYHAWK 144 157 34.2 26.8 20.4 2 0 0 1,666.7861
I_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 4 5 10 16.90% ALLEVVQSGGK 194 204 59.8 28.6 46.9 2 0 0 1,100.6311
I_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 4 5 10 16.90% NIELAVMR 205 212 34.6 28.8 13.1 4 0 0 945.5186
J_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 3 3 6 13.70% NYTDEAIETDDLTIK 175 189 91.5 26.3 86.2 2 0 0 1,740.8177
J_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 3 3 6 13.70% ALLEVVQSGGK 194 204 66.3 29.0 51.5 2 0 0 1,100.6311
J_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 3 3 6 13.70% NIELAVMR 205 212 29.5 28.5 27.4 2 0 0 961.5136
K_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 13 33.50% GRDIVVLGVEK 37 47 51.7 25.7 28.5 2 0 0 1,184.6999
K_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 13 33.50% DIVVLGVEKK 39 48 27.1 25.3 17.6 2 0 0 1,099.6723
K_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 13 33.50% LTVEDPVTVEYITR 96 109 77.0 27.5 66.7 2 0 0 1,634.8637
K_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 13 33.50% LYQTDPSGTYHAWK 144 157 17.9 26.6 14.8 0 1 0 1,666.7861
K_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 13 33.50% NYTDEAIETDDLTIK 175 189 92.0 26.0 80.7 2 0 0 1,740.8177
K_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 13 33.50% ALLEVVQSGGK 194 204 55.9 28.6 30.2 2 0 0 1,100.6311
K_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 13 33.50% NIELAVMR 205 212 25.3 28.7 17.7 1 0 0 961.5136
K_07 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 8 8 13 33.50% ILNPEEIEK 219 227 19.8 26.0 14.1 1 0 0 1,084.5886
L_05 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 5 5 8 21.40% DIVVLGVEK 39 47 33.5 28.1 23.5 1 0 0 971.5773
L_05 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 5 5 8 21.40% DIVVLGVEKK 39 48 47.9 25.0 35.2 2 0 0 1,099.6723
L_05 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 5 5 8 21.40% LTVEDPVTVEYITR 96 109 87.3 27.6 84.6 2 0 0 1,634.8637
L_05 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 5 5 8 21.40% LYQTDPSGTYHAWK 144 157 43.1 26.8 33.2 1 0 0 1,666.7861
L_05 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 5 5 8 21.40% NYTDEAIETDDLTIK 175 189 123.0 26.4 116.0 2 0 0 1,740.8177
O_05 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 2 2 3 10.10% LTVEDPVTVEYITR 96 109 37.9 27.6 37.9 1 0 0 1,634.8637
O_05 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 2 2 3 10.10% ALLEVVQSGGK 194 204 58.9 28.7 42.5 2 0 0 1,100.6311
Q_05 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 3 3 6 17.30% LTVEDPVTVEYITR 96 109 94.4 27.6 89.9 2 0 0 1,634.8637
Q_05 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 3 3 6 17.30% LYQTDPSGTYHAWK 144 157 25.7 27.1 24.5 2 0 0 1,666.7861
Q_05 Proteasome subunit alpha type‐7 PSA7_HUMAN 27,887 3 3 6 17.30% NYTDEAIETDDLTIK 175 189 107.0 26.4 100.0 2 0 0 1,740.8177
A_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 4 5 9 19.50% LSEGFSIHTR 57 66 53.9 27.8 42.9 2 0 0 1,146.5902
A_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 4 5 9 19.50% GAVYSFDPVGSYQR 147 160 63.0 25.6 55.6 2 0 0 1,545.7332
A_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 4 5 9 19.50% NMQNVEHVPLSLDR 185 198 76.5 27.5 73.2 2 1 0 1,667.8171
A_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 4 5 9 19.50% DVYTGDALR 214 222 28.4 26.1 20.0 2 0 0 1,009.4950
B_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 7 8 12 28.20% LSEGFSIHTR 57 66 24.6 27.9 16.3 1 0 0 1,146.5902
B_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 7 8 12 28.20% GAVYSFDPVGSYQR 147 160 59.5 26.0 52.3 2 0 0 1,545.7332
B_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 7 8 12 28.20% NMQNVEHVPLSLDR 185 198 77.2 27.5 67.6 2 1 0 1,667.8171
B_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 7 8 12 28.20% DVFISAAER 205 213 45.2 28.5 34.7 2 0 0 1,007.5156
B_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 7 8 12 28.20% DVYTGDALR 214 222 39.5 26.4 34.0 2 0 0 1,009.4950
B_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 7 8 12 28.20% EGIREETVSLR 229 239 31.8 28.5 18.8 1 0 0 1,288.6856
B_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 7 8 12 28.20% EGIREETVSLRK 229 240 22.7 27.2 13.7 0 1 0 1,416.7806
B_07 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 2 7.88% LSEGFSIHTR 57 66 27.0 27.8 21.1 1 0 0 1,146.5902
B_07 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 2 7.88% DVFISAAER 205 213 34.3 28.4 27.7 1 0 0 1,007.5156
C_05 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 3 3 5 13.70% LSEGFSIHTR 57 66 31.6 27.8 13.8 1 0 0 1,146.5902
C_05 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 3 3 5 13.70% NMQNVEHVPLSLDR 185 198 28.7 27.3 19.7 0 2 0 1,667.8171
C_05 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 3 3 5 13.70% DVFISAAER 205 213 35.6 28.5 26.8 2 0 0 1,007.5156
C_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 6 7 13 24.50% LSEGFSIHTR 57 66 35.1 27.9 28.4 2 0 0 1,146.5902
C_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 6 7 13 24.50% GAVYSFDPVGSYQR 147 160 44.4 25.8 40.4 2 0 0 1,545.7332
C_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 6 7 13 24.50% NMQNVEHVPLSLDR 185 198 55.4 27.3 51.5 2 2 0 1,667.8171
C_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 6 7 13 24.50% LVKDVFISAAER 202 213 60.3 25.8 54.9 2 0 0 1,347.7631
C_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 6 7 13 24.50% DVFISAAER 205 213 44.8 28.3 27.6 2 0 0 1,007.5156
C_06 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 6 7 13 24.50% DVYTGDALR 214 222 23.1 26.4 9.5 1 0 0 1,009.4950



D_11 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 5 5 8 29.00% AMTTGAIAAMLSTILYSR 110 127 55.5 27.8 51.3 1 0 0 1,902.9665
D_11 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 5 5 8 29.00% GAVYSFDPVGSYQR 147 160 70.8 25.8 67.7 2 0 0 1,545.7332
D_11 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 5 5 8 29.00% AGGSASAMLQPLLDNQVGFK 165 184 63.2 27.5 54.4 0 2 0 2,020.0171
D_11 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 5 5 8 29.00% DVFISAAER 205 213 37.6 28.7 25.0 1 0 0 1,007.5156
D_11 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 5 5 8 29.00% DVYTGDALR 214 222 33.5 25.9 21.5 2 0 0 1,009.4950
F_09 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 4 6 11 15.40% NMQNVEHVPLSLDR 185 198 50.0 27.3 41.4 2 3 0 1,667.8171
F_09 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 4 6 11 15.40% LVKDVFISAAER 202 213 50.8 26.5 44.0 2 0 0 1,347.7631
F_09 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 4 6 11 15.40% DVFISAAER 205 213 47.2 28.4 36.1 2 0 0 1,007.5156
F_09 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 4 6 11 15.40% EGIREETVSLR 229 239 44.3 28.4 28.5 2 0 0 1,288.6856
G_08 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 3 3 4 13.30% NMQNVEHVPLSLDR 185 198 23.0 27.5 18.4 0 1 0 1,667.8171
G_08 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 3 3 4 13.30% DVFISAAER 205 213 43.7 28.7 37.5 1 0 0 1,007.5156
G_08 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 3 3 4 13.30% DVYTGDALR 214 222 30.2 26.6 19.3 2 0 0 1,009.4950
G_09 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 4 7.47% DVFISAAER 205 213 46.5 28.7 38.0 2 0 0 1,007.5156
G_09 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 4 7.47% DVYTGDALR 214 222 29.9 26.6 19.5 2 0 0 1,009.4950
H_05 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 4 5 8 16.60% GAVYSFDPVGSYQR 147 160 77.8 26.0 68.1 2 0 0 1,545.7332
H_05 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 4 5 8 16.60% NMQNVEHVPLSLDR 185 198 69.4 27.6 59.6 3 0 0 1,651.8221
H_05 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 4 5 8 16.60% LVKDVFISAAER 202 213 40.2 26.1 35.1 1 0 0 1,347.7631
H_05 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 4 5 8 16.60% DVFISAAER 205 213 45.0 27.9 33.5 2 0 0 1,007.5156
I_05 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 4 9.54% GAVYSFDPVGSYQR 147 160 74.5 26.0 70.8 2 0 0 1,545.7332
I_05 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 4 9.54% DVFISAAER 205 213 49.5 28.3 41.4 2 0 0 1,007.5156
K_05 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 3 3 6 10.80% GAVYSFDPVGSYQR 147 160 67.6 26.3 58.9 2 0 0 1,545.7332
K_05 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 3 3 6 10.80% LVKDVFISAAER 202 213 46.0 26.6 39.6 2 0 0 1,347.7631
K_05 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 3 3 6 10.80% DVFISAAER 205 213 48.1 28.3 40.9 2 0 0 1,007.5156
L_04 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 4 9.54% GAVYSFDPVGSYQR 147 160 71.5 26.4 68.4 2 0 0 1,545.7332
L_04 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 4 9.54% DVFISAAER 205 213 49.4 28.5 37.5 2 0 0 1,007.5156
L_14 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 2 7.47% DVFISAAER 205 213 27.0 28.7 19.3 1 0 0 1,007.5156
L_14 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 2 7.47% DVYTGDALR 214 222 24.8 26.4 14.8 1 0 0 1,009.4950
O_04 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 3 9.54% GAVYSFDPVGSYQR 147 160 53.0 26.4 49.2 2 0 0 1,545.7332
O_04 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 3 9.54% DVFISAAER 205 213 28.9 28.7 21.4 1 0 0 1,007.5156
Q_04 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 3 9.54% GAVYSFDPVGSYQR 147 160 75.1 26.4 66.5 1 0 0 1,545.7332
Q_04 Proteasome subunit beta type‐1 PSB1_HUMAN 26,491 2 2 3 9.54% DVFISAAER 205 213 42.8 28.7 34.0 2 0 0 1,007.5156
A_06 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 3 3 4 16.40% VAASNIVQMK 20 29 27.8 28.6 24.0 1 0 0 1,076.5769
A_06 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 3 3 4 16.40% VAASNIVQMKDDHDKMFK 20 37 21.4 27.2 21.4 0 1 0 2,109.0106
A_06 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 3 3 4 16.40% NGYELSPTAAANFTR 71 85 81.0 26.4 65.3 2 0 0 1,611.7761
B_06 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 4 4 5 22.90% VAASNIVQMK 20 29 35.6 28.7 35.6 1 0 0 1,076.5769
B_06 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 4 4 5 22.90% VAASNIVQMKDDHDKMFK 20 37 23.9 27.6 21.7 0 1 0 2,109.0106
B_06 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 4 4 5 22.90% NGYELSPTAAANFTR 71 85 76.2 26.3 54.2 2 0 0 1,611.7761
B_06 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 4 4 5 22.90% NGIHDLDNISFPK 186 198 33.0 27.3 26.6 1 0 0 1,469.7385
D_10 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 2 2 3 15.90% NGYELSPTAAANFTR 71 85 70.1 26.1 56.8 2 0 0 1,611.7761
D_10 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 2 2 3 15.90% IIDKNGIHDLDNISFPK 182 198 30.8 27.5 30.8 0 1 0 1,939.0287
F_09 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 3 3 5 16.40% VAASNIVQMK 20 29 62.5 29.3 57.0 2 0 0 1,060.5819
F_09 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 3 3 5 16.40% NGYELSPTAAANFTR 71 85 46.3 26.1 38.2 2 0 0 1,611.7761
F_09 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 3 3 5 16.40% ERAVELLR 154 161 31.6 26.4 13.0 1 0 0 985.5789
H_05 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 3 3 5 18.90% VAASNIVQMK 20 29 35.6 28.6 33.2 2 0 0 1,060.5819
H_05 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 3 3 5 18.90% NGYELSPTAAANFTR 71 85 74.4 26.5 68.5 2 0 0 1,611.7761
H_05 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 3 3 5 18.90% NGIHDLDNISFPK 186 198 20.0 27.3 14.1 0 1 0 1,469.7385
I_05 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 2 2 3 11.40% NGYELSPTAAANFTR 71 85 59.0 26.3 56.6 2 0 0 1,611.7761
I_05 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 2 2 3 11.40% YYTPTISR 146 153 19.6 26.4 9.2 1 0 0 1,000.5098
K_05 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 2 2 4 13.90% NGYELSPTAAANFTR 71 85 89.5 26.3 86.7 2 0 0 1,611.7761
K_05 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 2 2 4 13.90% NGIHDLDNISFPK 186 198 21.5 27.3 21.1 0 2 0 1,469.7385
L_04 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 3 4 6 20.90% VAASNIVQMK 20 29 46.4 28.7 42.3 1 0 0 1,076.5769
L_04 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 3 4 6 20.90% NGYELSPTAAANFTR 71 85 76.7 27.0 68.8 2 0 0 1,611.7761
L_04 Proteasome subunit beta type‐2 PSB2_HUMAN 22,838 3 4 6 20.90% IIDKNGIHDLDNISFPK 182 198 46.5 27.0 39.4 1 2 0 1,939.0287
A_06 Proteasome subunit beta type‐3 PSB3_HUMAN 22,994 2 2 4 14.10% FGIQAQMVTTDFQK 28 41 92.3 27.1 87.6 2 0 0 1,629.7944
A_06 Proteasome subunit beta type‐3 PSB3_HUMAN 22,994 2 2 4 14.10% DAVSGMGVIVHIIEK 178 192 73.8 27.6 67.4 2 0 0 1,583.8464
B_06 Proteasome subunit beta type‐3 PSB3_HUMAN 22,994 2 3 5 14.10% FGIQAQMVTTDFQK 28 41 106.0 27.1 101.0 2 0 0 1,629.7944
B_06 Proteasome subunit beta type‐3 PSB3_HUMAN 22,994 2 3 5 14.10% DAVSGMGVIVHIIEK 178 192 68.8 27.8 63.9 2 1 0 1,583.8464
C_06 Proteasome subunit beta type‐3 PSB3_HUMAN 22,994 2 3 5 14.10% FGIQAQMVTTDFQK 28 41 79.5 27.1 74.2 2 0 0 1,629.7944
C_06 Proteasome subunit beta type‐3 PSB3_HUMAN 22,994 2 3 5 14.10% DAVSGMGVIVHIIEK 178 192 45.2 27.8 37.5 2 1 0 1,583.8464
D_10 Proteasome subunit beta type‐3 PSB3_HUMAN 22,994 3 4 4 23.90% LYIGLAGLATDVQTVAQR 49 66 72.3 25.8 56.9 1 1 0 1,889.0493
D_10 Proteasome subunit beta type‐3 PSB3_HUMAN 22,994 3 4 4 23.90% FGPYYTEPVIAGLDPK 100 115 42.1 27.6 39.2 1 0 0 1,766.9002
D_10 Proteasome subunit beta type‐3 PSB3_HUMAN 22,994 3 4 4 23.90% DAVSGMGVIVHIIEK 178 192 25.1 28.0 22.8 1 0 0 1,583.8464
A_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 6 9 17.40% TQNPMVTGTSVLGVK 46 60 64.5 27.9 55.9 2 0 0 1,547.8100
A_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 6 9 17.40% AIHSWLTR 132 139 24.1 25.0 12.4 2 0 0 983.5421
A_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 6 9 17.40% QPVLSQTEAR 202 211 20.9 26.1 7.7 1 0 0 1,128.6008
A_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 6 9 17.40% SYNRFQIATVTEK 228 240 27.4 27.6 15.8 1 2 0 1,556.8067
A_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 6 9 17.40% FQIATVTEK 232 240 44.4 26.8 15.3 1 0 0 1,036.5674
B_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 5 7 17.80% TQNPMVTGTSVLGVK 46 60 68.6 27.9 62.0 2 0 0 1,547.8100
B_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 5 7 17.80% AIHSWLTR 132 139 24.7 26.0 4.5 1 0 0 983.5421
B_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 5 7 17.80% EVLEKQPVLSQTEAR 197 211 30.3 27.2 17.9 0 1 0 1,726.9335
B_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 5 7 17.80% QPVLSQTEAR 202 211 21.2 27.1 10.4 1 0 0 1,128.6008
B_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 5 7 17.80% FQIATVTEK 232 240 47.7 26.8 27.2 2 0 0 1,036.5674
C_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 6 12 19.30% TQNPMVTGTSVLGVK 46 60 58.5 28.0 55.1 2 0 0 1,547.8100
C_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 6 12 19.30% AIHSWLTR 132 139 29.3 26.0 16.9 2 0 0 983.5421
C_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 6 12 19.30% EVLEKQPVLSQTEAR 197 211 43.8 27.2 37.7 2 0 0 1,726.9335
C_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 6 12 19.30% SYNRFQIATVTEK 228 240 45.6 27.9 34.8 2 2 0 1,556.8067
C_06 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 5 6 12 19.30% FQIATVTEK 232 240 45.0 26.7 22.3 2 0 0 1,036.5674
D_11 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 2 2 4 9.09% TQNPMVTGTSVLGVK 46 60 32.9 28.4 25.7 2 0 0 1,547.8100
D_11 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 2 2 4 9.09% FQIATVTEK 232 240 37.6 27.6 11.2 2 0 0 1,036.5674
F_09 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 2 2 4 8.71% TQNPMVTGTSVLGVK 46 60 85.3 28.1 75.1 2 0 0 1,547.8100
F_09 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 2 2 4 8.71% AIHSWLTR 132 139 33.2 25.0 11.6 2 0 0 983.5421
G_09 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 2 2 4 11.40% TQNPMVTGTSVLGVK 46 60 42.5 28.1 39.9 2 0 0 1,547.8100
G_09 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 2 2 4 11.40% EVLEKQPVLSQTEAR 197 211 64.6 26.7 51.4 0 2 0 1,726.9335
K_05 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 2 3 5 8.71% AIHSWLTR 132 139 26.1 25.4 14.9 2 0 0 983.5421
K_05 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 2 3 5 8.71% EVLEKQPVLSQTEAR 197 211 45.9 27.1 35.0 1 2 0 1,726.9335
L_04 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 3 3 4 12.10% TQNPMVTGTSVLGVK 46 60 46.4 28.1 44.9 2 0 0 1,547.8100
L_04 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 3 3 4 12.10% AIHSWLTR 132 139 28.7 25.1 13.6 1 0 0 983.5421
L_04 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 3 3 4 12.10% FQIATVTEK 232 240 33.4 28.1 8.7 1 0 0 1,036.5674
M_04 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 2 2 2 9.47% TQNPMVTGTSVLGVK 46 60 42.2 27.9 37.5 1 0 0 1,547.8100
M_04 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 2 2 2 9.47% QPVLSQTEAR 202 211 25.0 26.8 21.5 1 0 0 1,128.6008
Q_04 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 2 2 4 11.40% TQNPMVTGTSVLGVK 46 60 50.7 28.5 45.2 2 0 0 1,547.8100
Q_04 Proteasome subunit beta type‐4 PSB4_HUMAN 29,205 2 2 4 11.40% EVLEKQPVLSQTEAR 197 211 53.9 26.4 35.7 0 2 0 1,726.9335
A_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 8 8 14 32.70% ATAGAYIASQTVK 79 91 79.9 27.5 58.0 2 0 0 1,280.6845
A_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 8 8 14 32.70% LLANMVYQYK 141 150 52.9 27.3 45.8 2 0 0 1,258.6501
A_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 8 8 14 32.70% GMGLSMGTMICGWDK 151 165 49.1 25.0 49.1 2 0 0 1,691.6900
A_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 8 8 14 32.70% RGPGLYYVDSEGNR 166 179 44.0 26.5 34.3 2 0 0 1,582.7609
A_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 8 8 14 32.70% GPGLYYVDSEGNR 167 179 60.4 25.8 18.8 2 0 0 1,426.6598
A_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 8 8 14 32.70% AIYQATYR 218 225 39.0 26.2 28.5 2 0 0 985.5101
A_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 8 8 14 32.70% DAYSGGAVNLYHVR 226 239 27.0 27.7 23.9 0 1 0 1,521.7444
A_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 8 8 14 32.70% VSSDNVADLHEK 246 257 44.3 25.8 36.7 1 0 0 1,313.6332
B_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 16 28.10% ATAGAYIASQTVK 79 91 78.8 27.1 66.7 2 0 0 1,280.6845
B_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 16 28.10% LLANMVYQYK 141 150 57.0 27.4 51.8 4 0 0 1,258.6501
B_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 16 28.10% GMGLSMGTMICGWDK 151 165 68.2 25.0 68.2 2 0 0 1,691.6900
B_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 16 28.10% RGPGLYYVDSEGNR 166 179 50.3 26.4 45.8 2 2 0 1,582.7609
B_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 16 28.10% GPGLYYVDSEGNR 167 179 57.5 25.8 24.3 2 0 0 1,426.6598
B_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 16 28.10% AIYQATYR 218 225 36.7 25.5 34.4 1 0 0 985.5101
B_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 16 28.10% DAYSGGAVNLYHVR 226 239 35.5 27.9 28.4 0 1 0 1,521.7444
C_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 15 28.10% ATAGAYIASQTVK 79 91 68.7 27.0 58.2 2 0 0 1,280.6845
C_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 15 28.10% LLANMVYQYK 141 150 56.6 26.4 51.7 4 0 0 1,242.6551
C_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 15 28.10% GMGLSMGTMICGWDK 151 165 38.9 25.0 38.6 1 0 0 1,691.6900
C_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 15 28.10% RGPGLYYVDSEGNR 166 179 47.5 26.7 38.5 2 2 0 1,582.7609
C_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 15 28.10% GPGLYYVDSEGNR 167 179 68.8 25.9 24.5 2 0 0 1,426.6598



C_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 15 28.10% AIYQATYR 218 225 19.4 25.4 16.4 1 0 0 985.5101
C_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 7 9 15 28.10% DAYSGGAVNLYHVR 226 239 32.8 27.6 29.5 0 1 0 1,521.7444
C_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 5 5 9 17.10% ATAGAYIASQTVK 79 91 75.2 27.0 64.1 2 0 0 1,280.6845
C_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 5 5 9 17.10% LLANMVYQYK 141 150 49.4 27.3 49.4 2 0 0 1,258.6501
C_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 5 5 9 17.10% RGPGLYYVDSEGNR 166 179 36.4 26.6 35.6 2 0 0 1,582.7609
C_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 5 5 9 17.10% GPGLYYVDSEGNR 167 179 55.7 25.9 14.7 2 0 0 1,426.6598
C_06 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 5 5 9 17.10% AIYQATYR 218 225 18.3 26.2 12.4 1 0 0 985.5101
D_10 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 6 7 12 25.90% HGVIVAADSR 69 78 36.3 27.2 24.7 1 0 0 1,024.5534
D_10 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 6 7 12 25.90% ATAGAYIASQTVK 79 91 70.3 27.0 57.0 2 0 0 1,280.6845
D_10 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 6 7 12 25.90% LLANMVYQYK 141 150 54.8 27.3 51.8 3 0 0 1,258.6501
D_10 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 6 7 12 25.90% GPGLYYVDSEGNR 167 179 63.9 25.3 16.6 2 0 0 1,426.6598
D_10 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 6 7 12 25.90% AIYQATYR 218 225 38.2 26.2 30.5 2 0 0 985.5101
D_10 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 6 7 12 25.90% DAYSGGAVNLYHVR 226 239 58.9 27.4 54.9 2 0 0 1,521.7444
F_08 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 4 5 9 19.00% ATAGAYIASQTVK 79 91 70.9 27.5 54.1 2 0 0 1,280.6845
F_08 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 4 5 9 19.00% LLANMVYQYK 141 150 53.1 27.5 48.5 4 0 0 1,258.6501
F_08 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 4 5 9 19.00% GPGLYYVDSEGNR 167 179 47.9 25.8 6.6 2 0 0 1,426.6598
F_08 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 4 5 9 19.00% DAYSGGAVNLYHVR 226 239 14.6 27.9 6.5 0 1 0 1,521.7444
F_09 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 6 6 11 19.80% ATAGAYIASQTVK 79 91 69.4 27.1 57.1 2 0 0 1,280.6845
F_09 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 6 6 11 19.80% ATAGAYIASQTVKK 79 92 34.0 25.5 30.9 1 0 0 1,408.7795
F_09 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 6 6 11 19.80% LLANMVYQYK 141 150 61.4 27.4 57.6 2 0 0 1,258.6501
F_09 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 6 6 11 19.80% RGPGLYYVDSEGNR 166 179 56.6 26.5 54.6 2 0 0 1,582.7609
F_09 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 6 6 11 19.80% GPGLYYVDSEGNR 167 179 53.7 25.9 8.8 2 0 0 1,426.6598
F_09 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 6 6 11 19.80% DAYSGGAVNLYHVR 226 239 31.7 28.0 19.4 0 2 0 1,521.7444
G_08 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 3 3 6 13.70% ATAGAYIASQTVK 79 91 69.8 26.8 58.2 2 0 0 1,280.6845
G_08 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 3 3 6 13.70% LLANMVYQYK 141 150 39.1 27.6 37.2 2 0 0 1,258.6501
G_08 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 3 3 6 13.70% GPGLYYVDSEGNR 167 179 53.9 26.3 25.4 2 0 0 1,426.6598
H_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 3 3 4 10.30% ATAGAYIASQTVK 79 91 61.2 27.1 50.4 1 0 0 1,280.6845
H_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 3 3 4 10.30% RGPGLYYVDSEGNR 166 179 44.6 26.6 40.7 2 0 0 1,582.7609
H_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 3 3 4 10.30% GPGLYYVDSEGNR 167 179 33.3 25.9 8.0 1 0 0 1,426.6598
H_24 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 2 2 4 10.30% ATAGAYIASQTVK 79 91 66.4 27.1 55.1 2 0 0 1,280.6845
H_24 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 2 2 4 10.30% DAYSGGAVNLYHVR 226 239 69.3 28.0 63.7 2 0 0 1,521.7444
I_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 4 4 6 15.60% ATAGAYIASQTVK 79 91 64.2 27.1 57.1 2 0 0 1,280.6845
I_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 4 4 6 15.60% RGPGLYYVDSEGNR 166 179 25.2 26.6 21.9 1 0 0 1,582.7609
I_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 4 4 6 15.60% GPGLYYVDSEGNR 167 179 31.9 26.1 10.4 1 0 0 1,426.6598
I_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 4 4 6 15.60% DAYSGGAVNLYHVR 226 239 36.9 27.9 31.0 0 2 0 1,521.7444
K_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 3 3 5 15.60% ATAGAYIASQTVK 79 91 58.6 27.1 53.2 2 0 0 1,280.6845
K_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 3 3 5 15.60% RGPGLYYVDSEGNR 166 179 33.7 26.6 33.3 2 0 0 1,582.7609
K_05 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 3 3 5 15.60% DAYSGGAVNLYHVR 226 239 38.3 27.8 33.4 0 1 0 1,521.7444
L_02 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 2 2 3 8.75% ATAGAYIASQTVK 79 91 75.3 26.8 60.2 2 0 0 1,280.6845
L_02 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 2 2 3 8.75% LLANMVYQYK 141 150 30.5 27.6 24.3 1 0 0 1,258.6501
L_04 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 4 5 10 15.60% ATAGAYIASQTVK 79 91 79.5 26.8 74.9 2 0 0 1,280.6845
L_04 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 4 5 10 15.60% RGPGLYYVDSEGNR 166 179 25.0 26.4 11.8 0 2 0 1,582.7609
L_04 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 4 5 10 15.60% GPGLYYVDSEGNR 167 179 51.4 26.3 18.0 2 0 0 1,426.6598
L_04 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 4 5 10 15.60% DAYSGGAVNLYHVR 226 239 57.7 28.7 57.5 2 2 0 1,521.7444
M_04 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 2 2 4 8.75% HGVIVAADSR 69 78 30.0 27.1 19.8 2 0 0 1,024.5534
M_04 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 2 2 4 8.75% ATAGAYIASQTVK 79 91 50.9 27.2 40.9 2 0 0 1,280.6845
P_04 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 2 2 3 8.75% ATAGAYIASQTVK 79 91 81.1 26.7 76.5 2 0 0 1,280.6845
P_04 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 2 2 3 8.75% LLANMVYQYK 141 150 33.0 27.6 22.0 1 0 0 1,258.6501
Q_04 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 2 2 3 8.75% ATAGAYIASQTVK 79 91 73.9 26.9 65.4 2 0 0 1,280.6845
Q_04 Proteasome subunit beta type‐5 PSB5_HUMAN 28,481 2 2 3 8.75% LLANMVYQYK 141 150 38.0 27.6 31.9 1 0 0 1,258.6501
A_06 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 3 8.79% LAAIAESGVER 210 220 78.5 28.1 62.8 2 0 0 1,115.6055
A_06 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 3 8.79% QVLLGDQIPK 221 230 66.2 25.0 53.8 1 0 0 1,110.6520
B_06 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% LAAIAESGVER 210 220 91.4 28.1 80.0 2 0 0 1,115.6055
B_06 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% QVLLGDQIPK 221 230 47.0 25.0 35.5 2 0 0 1,110.6520
C_05 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% LAAIAESGVER 210 220 57.6 28.7 43.2 2 0 0 1,115.6055
C_05 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% QVLLGDQIPK 221 230 53.2 25.0 37.6 2 0 0 1,110.6520
F_08 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% LAAIAESGVER 210 220 77.1 28.9 65.3 2 0 0 1,115.6055
F_08 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% QVLLGDQIPK 221 230 42.7 25.0 22.3 2 0 0 1,110.6520
H_05 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 2 8.79% LAAIAESGVER 210 220 40.5 28.7 32.0 1 0 0 1,115.6055
H_05 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 2 8.79% QVLLGDQIPK 221 230 38.4 25.0 25.0 1 0 0 1,110.6520
H_21 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 2 8.79% LAAIAESGVER 210 220 28.9 28.1 27.5 1 0 0 1,115.6055
H_21 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 2 8.79% QVLLGDQIPK 221 230 23.3 25.0 6.4 1 0 0 1,110.6520
H_22 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 3 8.79% LAAIAESGVER 210 220 37.5 28.1 34.2 2 0 0 1,115.6055
H_22 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 3 8.79% QVLLGDQIPK 221 230 25.7 25.0 9.2 1 0 0 1,110.6520
H_23 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% LAAIAESGVER 210 220 27.8 28.9 23.9 2 0 0 1,115.6055
H_23 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% QVLLGDQIPK 221 230 30.3 25.0 17.4 2 0 0 1,110.6520
H_24 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% LAAIAESGVER 210 220 59.3 28.1 48.4 2 0 0 1,115.6055
H_24 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% QVLLGDQIPK 221 230 34.6 25.0 23.9 2 0 0 1,110.6520
J_05 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% LAAIAESGVER 210 220 66.4 28.5 59.7 2 0 0 1,115.6055
J_05 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% QVLLGDQIPK 221 230 41.0 25.0 27.3 2 0 0 1,110.6520
K_05 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% LAAIAESGVER 210 220 47.0 28.1 36.8 2 0 0 1,115.6055
K_05 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% QVLLGDQIPK 221 230 42.1 25.0 26.0 2 0 0 1,110.6520
K_24 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 3 8.79% LAAIAESGVER 210 220 36.4 28.5 31.6 2 0 0 1,115.6055
K_24 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 3 8.79% QVLLGDQIPK 221 230 23.8 25.0 6.3 1 0 0 1,110.6520
L_05 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% LAAIAESGVER 210 220 59.8 28.8 53.4 2 0 0 1,115.6055
L_05 Proteasome subunit beta type‐6 PSB6_HUMAN 25,358 2 2 4 8.79% QVLLGDQIPK 221 230 28.2 25.0 12.7 2 0 0 1,110.6520
B_08 Proteasome subunit beta type‐7 PSB7_HUMAN 29,966 3 3 4 11.90% DGIVLGADTR 53 62 31.0 27.7 12.4 1 0 0 1,016.5373
B_08 Proteasome subunit beta type‐7 PSB7_HUMAN 29,966 3 3 4 11.90% FRPDMEEEEAK 185 195 37.5 25.0 35.7 2 0 0 1,380.6101
B_08 Proteasome subunit beta type‐7 PSB7_HUMAN 29,966 3 3 4 11.90% LDFLRPYTVPNK 226 237 23.2 26.4 13.9 1 0 0 1,462.8054
D_13 Proteasome subunit beta type‐7 PSB7_HUMAN 29,966 2 2 4 7.94% DGIVLGADTR 53 62 24.1 28.0 9.7 2 0 0 1,016.5373
D_13 Proteasome subunit beta type‐7 PSB7_HUMAN 29,966 2 2 4 7.94% LDFLRPYTVPNK 226 237 27.3 27.1 20.1 0 2 0 1,462.8054
A_05 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 2 2 2 7.97% FQHGVIAAVDSR 80 91 23.2 27.7 1.3 1 0 0 1,299.6804
A_05 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 2 2 2 7.97% LLSNMMCQYR 154 163 23.3 25.0 21.3 1 0 0 1,347.5854
A_06 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 3 4 7 12.70% ASAGSYISALR 92 102 81.3 26.7 77.1 2 0 0 1,095.5792
A_06 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 3 4 7 12.70% LLSNMMCQYR 154 163 41.0 25.0 32.2 2 0 0 1,347.5854
A_06 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 3 4 7 12.70% KGPGLYYVDEHGTR 179 192 37.9 27.3 35.1 1 2 0 1,591.7865
B_06 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 3 3 6 12.70% ASAGSYISALR 92 102 79.0 26.7 75.4 2 0 0 1,095.5792
B_06 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 3 3 6 12.70% LLSNMMCQYR 154 163 44.2 25.0 40.7 2 0 0 1,347.5854
B_06 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 3 3 6 12.70% KGPGLYYVDEHGTR 179 192 43.0 27.8 34.1 0 2 0 1,591.7865
C_05 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 2 2 3 8.33% FQHGVIAAVDSR 80 91 29.3 27.5 0.0 1 0 0 1,299.6804
C_05 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 2 2 3 8.33% ASAGSYISALR 92 102 69.2 26.7 63.3 2 0 0 1,095.5792
C_06 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 2 2 3 9.06% ASAGSYISALR 92 102 45.3 26.7 34.2 2 0 0 1,095.5792
C_06 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 2 2 3 9.06% KGPGLYYVDEHGTR 179 192 17.0 27.4 14.5 0 1 0 1,591.7865
F_08 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 3 3 6 9.06% ASAGSYISALR 92 102 97.0 26.7 86.8 2 0 0 1,095.5792
F_08 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 3 3 6 9.06% KGPGLYYVDEHGTR 179 192 46.3 27.9 35.7 0 2 0 1,591.7865
F_08 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 3 3 6 9.06% GPGLYYVDEHGTR 180 192 39.7 26.1 32.7 0 2 0 1,463.6915
H_05 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 2 2 4 9.06% ASAGSYISALR 92 102 89.6 25.9 79.8 2 0 0 1,095.5792
H_05 Proteasome subunit beta type‐8 PSB8_HUMAN 30,355 2 2 4 9.06% KGPGLYYVDEHGTR 179 192 42.2 27.7 40.2 0 2 0 1,591.7865
F_08 Proteasome subunit beta type‐9 PSB9_HUMAN 23,264 2 2 2 9.59% FTTDAIALAMSR 174 185 39.8 26.2 33.8 1 0 0 1,312.6567
F_08 Proteasome subunit beta type‐9 PSB9_HUMAN 23,264 2 2 2 9.59% VILGNELPK 207 215 19.2 25.0 18.8 1 0 0 982.5933
A_06 26S proteasome non‐ATPase regulatory subunit 10 PSD10_HUMAN 24,428 3 3 5 23.00% LEELKESILADK 19 30 58.6 27.8 40.7 2 0 0 1,387.7681
A_06 26S proteasome non‐ATPase regulatory subunit 10 PSD10_HUMAN 24,428 3 3 5 23.00% GAQVNAVNQNGCTPLHYAASK 96 116 51.7 27.2 43.8 0 2 0 2,200.0564
A_06 26S proteasome non‐ATPase regulatory subunit 10 PSD10_HUMAN 24,428 3 3 5 23.00% NRHEIAVMLLEGGANPDAK 117 135 20.2 28.0 18.0 0 1 0 2,051.0341
A_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 23.90% EASIDILHSIVK 21 32 37.0 26.5 24.9 2 0 0 1,324.7472
A_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 23.90% DIQENDEEAVQVK 34 46 70.5 26.1 59.2 2 0 0 1,516.7127
A_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 23.90% EQSILELGSLLAK 47 59 60.0 26.9 52.6 2 0 0 1,400.7997
A_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 23.90% TGQAAELGGLLK 60 71 48.3 28.2 33.7 1 0 0 1,157.6527
A_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 23.90% LVSLYFDTK 133 141 48.7 27.2 44.4 1 0 0 1,085.5878
A_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 23.90% TTANAIYCPPK 195 205 54.2 26.9 48.6 2 0 0 1,235.6090
A_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 23.90% IMLNTPEDVQALVSGK 259 274 61.0 28.5 49.0 2 0 0 1,730.8996
A_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 23.90% AELRDDPIISTHLAK 311 325 30.2 27.1 18.0 0 2 0 1,678.9125
B_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 22.50% EASIDILHSIVK 21 32 39.5 25.8 32.4 1 0 0 1,324.7472



B_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 22.50% DIQENDEEAVQVK 34 46 67.0 26.2 58.6 2 0 0 1,516.7127
B_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 22.50% EQSILELGSLLAK 47 59 39.0 26.7 29.5 2 0 0 1,400.7997
B_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 22.50% TGQAAELGGLLK 60 71 57.7 27.4 46.7 2 0 0 1,157.6527
B_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 22.50% LVSLYFDTK 133 141 44.1 27.2 41.9 2 0 0 1,085.5878
B_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 22.50% TTANAIYCPPK 195 205 37.8 27.3 35.2 1 0 0 1,235.6090
B_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 22.50% DDPIISTHLAK 315 325 27.1 26.2 20.1 2 0 0 1,209.6476
B_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 8 8 14 22.50% TYEAALETIQNMSK 396 409 46.3 26.2 30.6 2 0 0 1,614.7681
C_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 7 11.40% EASIDILHSIVKR 21 33 26.6 25.0 22.1 0 1 0 1,480.8483
C_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 7 11.40% DIQENDEEAVQVK 34 46 40.5 26.0 29.5 2 0 0 1,516.7127
C_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 7 11.40% TGQAAELGGLLK 60 71 61.1 27.4 50.6 2 0 0 1,157.6527
C_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 7 11.40% LVSLYFDTK 133 141 22.6 27.2 19.0 1 0 0 1,085.5878
C_13 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 7 11.40% LVSLYFDTKR 133 142 32.4 26.1 24.6 1 0 0 1,241.6889
F_15 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 4 4 7 11.80% DIQENDEEAVQVK 34 46 66.3 26.2 53.7 2 0 0 1,516.7127
F_15 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 4 4 7 11.80% TGQAAELGGLLK 60 71 58.2 27.4 50.8 2 0 0 1,157.6527
F_15 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 4 4 7 11.80% YQEALHLGSQLLR 143 155 28.3 28.1 20.7 0 2 0 1,527.8279
F_15 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 4 4 7 11.80% ALLVEVQLLESK 164 175 43.2 25.0 29.2 1 0 0 1,341.7989
I_11 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 7 14.90% DIQENDEEAVQVK 34 46 20.7 26.2 15.1 1 0 0 1,516.7127
I_11 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 7 14.90% TGQAAELGGLLK 60 71 63.8 28.8 52.2 2 0 0 1,157.6527
I_11 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 7 14.90% AELRDDPIISTHLAK 311 325 29.1 27.1 21.4 0 1 0 1,678.9125
I_11 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 7 14.90% LYDNLLEQNLIR 326 337 55.0 27.2 40.2 2 0 0 1,503.8167
I_11 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 7 14.90% VQIEHISSLIK 345 355 17.6 25.0 17.6 1 0 0 1,266.7417
J_11 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 2 2 3 5.45% TGQAAELGGLLK 60 71 53.8 28.1 43.6 2 0 0 1,157.6527
J_11 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 2 2 3 5.45% VQIEHISSLIK 345 355 18.7 25.0 15.2 1 0 0 1,266.7417
K_11 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 2 2 3 5.92% DIQENDEEAVQVK 34 46 52.6 26.4 42.8 1 0 0 1,516.7127
K_11 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 2 2 3 5.92% TGQAAELGGLLK 60 71 61.1 28.1 47.4 2 0 0 1,157.6527
L_08 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 8 14.20% DIQENDEEAVQVK 34 46 39.2 26.4 36.7 2 0 0 1,516.7127
L_08 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 8 14.20% LVSLYFDTK 133 141 37.3 27.0 35.8 2 0 0 1,085.5878
L_08 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 8 14.20% ALLVEVQLLESK 164 175 67.9 25.0 58.1 2 0 0 1,341.7989
L_08 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 8 14.20% TTANAIYCPPK 195 205 25.3 27.7 13.3 1 0 0 1,235.6090
L_08 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 5 5 8 14.20% AELRDDPIISTHLAK 311 325 24.7 26.8 17.6 0 1 0 1,678.9125
Q_08 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 2 2 3 4.98% TGQAAELGGLLK 60 71 39.7 27.9 30.0 2 0 0 1,157.6527
Q_08 26S proteasome non‐ATPase regulatory subunit 11 PSD11_HUMAN 47,466 2 2 3 4.98% LVSLYFDTK 133 141 22.9 26.5 17.7 1 0 0 1,085.5878
A_14 26S proteasome non‐ATPase regulatory subunit 12 PSD12_HUMAN 52,906 2 2 4 5.70% AIYDTPCIQAESEK 249 262 72.8 25.3 67.6 2 0 0 1,624.7525
A_14 26S proteasome non‐ATPase regulatory subunit 12 PSD12_HUMAN 52,906 2 2 4 5.70% DPNNLLNDWSQK 420 431 47.7 25.0 40.8 2 0 0 1,443.6864
B_14 26S proteasome non‐ATPase regulatory subunit 12 PSD12_HUMAN 52,906 4 4 8 9.65% VEFILEQMR 183 191 40.8 27.9 29.1 2 0 0 1,180.6032
B_14 26S proteasome non‐ATPase regulatory subunit 12 PSD12_HUMAN 52,906 4 4 8 9.65% AIYDTPCIQAESEK 249 262 70.6 25.3 66.3 2 0 0 1,624.7525
B_14 26S proteasome non‐ATPase regulatory subunit 12 PSD12_HUMAN 52,906 4 4 8 9.65% LFTTMELMR 308 316 30.4 25.5 11.3 2 0 0 1,173.5644
B_14 26S proteasome non‐ATPase regulatory subunit 12 PSD12_HUMAN 52,906 4 4 8 9.65% DPNNLLNDWSQK 420 431 52.2 25.0 43.6 2 0 0 1,443.6864
C_14 26S proteasome non‐ATPase regulatory subunit 12 PSD12_HUMAN 52,906 2 2 3 4.17% IYVEIER 136 142 25.4 27.2 14.4 1 0 0 921.5040
C_14 26S proteasome non‐ATPase regulatory subunit 12 PSD12_HUMAN 52,906 2 2 3 4.17% DPNNLLNDWSQK 420 431 59.5 25.0 52.4 2 0 0 1,443.6864
I_12 26S proteasome non‐ATPase regulatory subunit 12 PSD12_HUMAN 52,906 2 2 4 5.70% AIYDTPCIQAESEK 249 262 55.5 25.3 50.5 2 0 0 1,624.7525
I_12 26S proteasome non‐ATPase regulatory subunit 12 PSD12_HUMAN 52,906 2 2 4 5.70% DPNNLLNDWSQK 420 431 50.3 25.0 44.4 2 0 0 1,443.6864
L_08 26S proteasome non‐ATPase regulatory subunit 12 PSD12_HUMAN 52,906 2 2 3 3.51% IYVEIER 136 142 27.7 26.4 21.2 1 0 0 921.5040
L_08 26S proteasome non‐ATPase regulatory subunit 12 PSD12_HUMAN 52,906 2 2 3 3.51% LFTTMELMR 308 316 29.9 26.2 23.4 2 0 0 1,173.5644
A_11 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 2 2 4 4.79% LNIGDLQVTK 123 132 41.9 27.3 28.4 2 0 0 1,100.6312
A_11 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 2 2 4 4.79% VLDLQQIK 340 347 40.6 25.0 27.6 2 0 0 956.5777
A_12 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 6 7 11 16.00% SSDEAVILCK 106 115 23.0 27.7 13.3 1 0 0 1,121.5508
A_12 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 6 7 11 16.00% LNIGDLQVTK 123 132 40.4 27.2 30.8 2 0 0 1,100.6312
A_12 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 6 7 11 16.00% YYQTIGNHASYYK 162 174 47.6 25.0 42.2 2 2 0 1,607.7488
A_12 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 6 7 11 16.00% DLPVSEQQER 187 196 25.9 25.3 16.5 1 0 0 1,200.5856
A_12 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 6 7 11 16.00% QLTFEEIAK 290 298 37.2 27.3 29.2 1 0 0 1,078.5780
A_12 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 6 7 11 16.00% VLDLQQIK 340 347 45.7 25.0 30.4 2 0 0 956.5777
B_11 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 2 2 3 5.85% LNIGDLQVTK 123 132 41.5 29.1 16.7 2 0 0 1,100.6312
B_11 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 2 2 3 5.85% ITVNEVELLVMK 302 313 39.1 25.9 34.8 1 0 0 1,403.7816
B_12 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 4 4 5 11.70% LNIGDLQVTK 123 132 55.7 27.3 47.4 2 0 0 1,100.6312
B_12 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 4 4 5 11.70% YYQTIGNHASYYK 162 174 31.5 25.0 28.6 1 0 0 1,607.7488
B_12 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 4 4 5 11.70% QLTFEEIAK 290 298 25.7 27.3 17.6 1 0 0 1,078.5780
B_12 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 4 4 5 11.70% ITVNEVELLVMK 302 313 36.0 26.1 17.2 1 0 0 1,403.7816
H_10 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 2 2 4 5.59% YYQTIGNHASYYK 162 174 14.2 25.0 1.1 0 2 0 1,607.7488
H_10 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 2 2 4 5.59% VLDLQQIK 340 347 52.7 25.0 34.9 2 0 0 956.5777
I_10 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 2 2 3 4.79% LNIGDLQVTK 123 132 27.9 29.1 19.8 1 0 0 1,100.6312
I_10 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 2 2 3 4.79% VLDLQQIK 340 347 38.2 25.0 27.8 2 0 0 956.5777
K_10 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 3 3 5 7.18% LNIGDLQVTK 123 132 45.5 29.1 38.5 2 0 0 1,100.6312
K_10 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 3 3 5 7.18% QLTFEEIAK 290 298 25.2 27.9 10.7 1 0 0 1,078.5780
K_10 26S proteasome non‐ATPase regulatory subunit 13 PSD13_HUMAN 42,946 3 3 5 7.18% VLDLQQIK 340 347 34.8 25.0 25.6 2 0 0 956.5777
B_11 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 3 7.72% DIKDTTVGTLSQR 178 190 51.6 28.4 41.3 1 0 0 1,433.7597
B_11 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 3 7.72% SVVALHNLINNK 268 279 61.9 25.7 48.7 2 0 0 1,321.7586
C_11 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 3 7.10% VVGVLLGSWQK 35 45 35.3 26.8 24.2 1 0 0 1,185.6991
C_11 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 3 7.10% SVVALHNLINNK 268 279 43.3 25.0 36.0 2 0 0 1,321.7586
H_10 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 4 7.41% VVGVLLGSWQK 35 45 73.4 26.6 57.3 2 0 0 1,185.6991
H_10 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 4 7.41% DIKDTTVGTLSQR 178 190 45.9 28.4 38.3 0 2 0 1,433.7597
I_10 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 3 3 4 11.10% VVGVLLGSWQK 35 45 71.9 26.6 49.6 2 0 0 1,185.6991
I_10 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 3 3 4 11.10% DIKDTTVGTLSQR 178 190 25.2 28.6 14.9 0 1 0 1,433.7597
I_10 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 3 3 4 11.10% SVVALHNLINNK 268 279 39.5 25.7 35.4 1 0 0 1,321.7586
K_10 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 3 7.41% VVGVLLGSWQK 35 45 68.3 26.9 52.9 2 0 0 1,185.6991
K_10 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 3 7.41% DIKDTTVGTLSQR 178 190 21.6 28.7 18.3 0 1 0 1,433.7597
L_07 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 4 7.41% VVGVLLGSWQK 35 45 73.8 26.8 62.0 2 0 0 1,185.6991
L_07 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 4 7.41% DIKDTTVGTLSQR 178 190 41.0 28.7 32.8 0 2 0 1,433.7597
M_07 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 4 7.41% VVGVLLGSWQK 35 45 45.7 26.6 35.1 2 0 0 1,185.6991
M_07 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 4 7.41% DIKDTTVGTLSQR 178 190 40.6 28.6 29.5 0 2 0 1,433.7597
Q_07 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 4 7.41% VVGVLLGSWQK 35 45 50.3 26.7 44.2 2 0 0 1,185.6991
Q_07 26S proteasome non‐ATPase regulatory subunit 7 PSD7_HUMAN 36,754 2 2 4 7.41% DIKDTTVGTLSQR 178 190 26.9 28.6 22.0 0 2 0 1,433.7597
A_10 26S proteasome non‐ATPase regulatory subunit 14 PSDE_HUMAN 34,577 2 2 3 9.35% AVAVVVDPIQSVK 140 152 57.0 25.0 41.8 2 0 0 1,324.7835
A_10 26S proteasome non‐ATPase regulatory subunit 14 PSDE_HUMAN 34,577 2 2 3 9.35% AVEEEDKMTPEQLAIK 258 273 30.9 27.8 30.9 1 0 0 1,846.9106
A_11 26S proteasome non‐ATPase regulatory subunit 14 PSDE_HUMAN 34,577 2 2 3 8.71% AVAVVVDPIQSVK 140 152 49.7 25.0 37.1 2 0 0 1,324.7835
A_11 26S proteasome non‐ATPase regulatory subunit 14 PSDE_HUMAN 34,577 2 2 3 8.71% LINANMMVLGHEPR 162 175 19.8 27.2 11.9 0 1 0 1,626.8092
B_10 26S proteasome non‐ATPase regulatory subunit 14 PSDE_HUMAN 34,577 2 2 3 9.35% AVAVVVDPIQSVK 140 152 58.2 25.0 41.9 2 0 0 1,324.7835
B_10 26S proteasome non‐ATPase regulatory subunit 14 PSDE_HUMAN 34,577 2 2 3 9.35% AVEEEDKMTPEQLAIK 258 273 22.3 27.7 16.0 0 1 0 1,846.9106
C_10 26S proteasome non‐ATPase regulatory subunit 14 PSDE_HUMAN 34,577 2 2 3 9.35% AVAVVVDPIQSVK 140 152 58.2 25.0 42.9 2 0 0 1,324.7835
C_10 26S proteasome non‐ATPase regulatory subunit 14 PSDE_HUMAN 34,577 2 2 3 9.35% AVEEEDKMTPEQLAIK 258 273 21.9 27.2 19.0 0 1 0 1,846.9106
B_06 DNA replication complex GINS protein PSF1 PSF1_HUMAN 22,989 2 2 2 11.70% ALYEQNQSDVNEAK 38 51 42.1 25.8 36.3 1 0 0 1,608.7500
B_06 DNA replication complex GINS protein PSF1 PSF1_HUMAN 22,989 2 2 2 11.70% QGVLEHILS 188 196 24.0 25.0 16.7 1 0 0 995.5521
A_07 DNA replication complex GINS protein PSF3 PSF3_HUMAN 24,536 2 2 4 11.10% LGAFFLER 43 50 59.5 26.6 45.6 2 0 0 952.5251
A_07 DNA replication complex GINS protein PSF3 PSF3_HUMAN 24,536 2 2 4 11.10% GQASQITASNLVQNYK 192 207 75.6 27.7 67.1 2 0 0 1,721.8817
B_07 DNA replication complex GINS protein PSF3 PSF3_HUMAN 24,536 2 2 4 11.10% LGAFFLER 43 50 52.3 26.6 30.3 2 0 0 952.5251
B_07 DNA replication complex GINS protein PSF3 PSF3_HUMAN 24,536 2 2 4 11.10% GQASQITASNLVQNYK 192 207 61.3 27.9 47.4 2 0 0 1,721.8817
I_06 DNA replication complex GINS protein PSF3 PSF3_HUMAN 24,536 2 2 3 11.10% LGAFFLER 43 50 60.5 26.6 44.7 2 0 0 952.5251
I_06 DNA replication complex GINS protein PSF3 PSF3_HUMAN 24,536 2 2 3 11.10% GQASQITASNLVQNYK 192 207 51.4 28.0 51.4 1 0 0 1,721.8817
A_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 7 7 11 8.81% QFAALVASK 58 66 29.2 26.5 18.5 2 0 0 934.5356
A_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 7 7 11 8.81% QAIGIALETR 149 158 51.2 27.9 41.2 2 0 0 1,071.6158
A_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 7 7 11 8.81% EALQLMATYLPK 418 429 27.4 28.0 18.3 2 0 0 1,393.7398
A_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 7 7 11 8.81% QDVYDLLK 491 498 28.6 26.3 6.1 1 0 0 993.5253
A_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 7 7 11 8.81% MEEADALIESLCR 560 572 52.7 25.0 46.7 1 0 0 1,552.6983
A_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 7 7 11 8.81% RLLHVAVSDVNDDVR 601 615 18.7 27.5 0.7 0 1 0 1,707.9137
A_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 7 7 11 8.81% YGAAMALGICCAGTGNK 650 666 45.8 25.0 42.4 2 0 0 1,730.7661
B_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 9 10 18 9.44% QFAALVASK 58 66 30.5 26.0 16.4 2 0 0 934.5356
B_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 9 10 18 9.44% QCVENADLPEGEK 111 123 41.7 25.0 31.7 2 0 0 1,488.6637
B_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 9 10 18 9.44% QAIGIALETR 149 158 49.9 27.1 36.9 1 0 0 1,071.6158
B_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 9 10 18 9.44% NNNTDLMILK 345 354 29.6 28.8 9.9 2 0 0 1,191.6040
B_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 9 10 18 9.44% EALQLMATYLPK 418 429 33.2 28.0 20.4 2 0 0 1,393.7398
B_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 9 10 18 9.44% QDVYDLLK 491 498 25.3 28.2 9.5 1 0 0 993.5253
B_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 9 10 18 9.44% MEEADALIESLCR 560 572 76.3 25.0 60.4 2 0 0 1,552.6983



B_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 9 10 18 9.44% LLHVAVSDVNDDVR 602 615 66.2 27.9 57.5 2 2 0 1,551.8126
B_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 9 10 18 9.44% LLHVAVSDVNDDVRR 602 616 38.8 27.3 28.2 0 2 0 1,707.9137
C_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 3 3 3 3.04% QFAALVASK 58 66 27.1 26.0 13.8 1 0 0 934.5356
C_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 3 3 3 3.04% EALQLMATYLPK 418 429 29.3 28.0 20.1 1 0 0 1,393.7398
C_22 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 3 3 3 3.04% QDVYDLLK 491 498 33.7 26.7 18.4 1 0 0 993.5253
H_19 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 2 2 3 1.99% QFAALVASK 58 66 29.5 26.0 8.0 1 0 0 934.5356
H_19 26S proteasome non‐ATPase regulatory subunit 1 PSMD1_HUMAN 105,839 2 2 3 1.99% QAIGIALETR 149 158 51.7 28.8 29.1 2 0 0 1,071.6158
A_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 7 7 13 9.91% DKAPVQPQQSPAAAPGGTDEKPSGK 7 31 36.0 26.9 32.1 0 2 0 2,461.2322
A_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 7 7 13 9.91% APVQPQQSPAAAPGGTDEKPSGK 9 31 71.0 28.0 63.2 0 2 0 2,218.1102
A_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 7 7 13 9.91% EPLLTLVK 182 189 28.1 25.0 15.6 2 0 0 912.5766
A_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 7 7 13 9.91% LLTDDGNKWLYK 390 401 24.3 28.1 14.4 1 0 0 1,465.7688
A_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 7 7 13 9.91% SGALLACGIVNSGVR 442 456 71.2 28.0 52.5 2 0 0 1,473.7843
A_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 7 7 13 9.91% VQQLLHICSEHFDSK 609 623 26.8 26.8 25.1 0 2 0 1,840.9012
A_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 7 7 13 9.91% VGQAVDVVGQAGKPK 846 860 67.5 25.1 51.5 2 0 0 1,452.8171
B_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 8 10 17 11.20% DKAPVQPQQSPAAAPGGTDEKPSGK 7 31 31.4 26.9 26.9 0 2 1 2,461.2322
B_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 8 10 17 11.20% APVQPQQSPAAAPGGTDEKPSGK 9 31 79.8 28.1 70.5 0 2 0 2,218.1102
B_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 8 10 17 11.20% LKEIYENMAPGENKR 106 120 21.7 28.0 17.0 0 1 0 1,807.9009
B_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 8 10 17 11.20% EPLLTLVK 182 189 26.1 25.0 23.7 2 0 0 912.5766
B_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 8 10 17 11.20% SGALLACGIVNSGVR 442 456 80.5 28.1 72.7 2 0 0 1,473.7843
B_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 8 10 17 11.20% VQQLLHICSEHFDSK 609 623 20.0 27.1 19.7 0 1 0 1,840.9012
B_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 8 10 17 11.20% DPNNLFMVR 755 763 50.7 27.8 45.1 2 0 0 1,121.5409
B_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 8 10 17 11.20% VGQAVDVVGQAGKPK 846 860 55.6 25.2 47.0 2 2 0 1,452.8171
C_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 5 9 8.48% APVQPQQSPAAAPGGTDEKPSGK 9 31 44.4 28.2 38.0 0 2 0 2,218.1102
C_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 5 9 8.48% LKEIYENMAPGENKR 106 120 20.3 27.8 19.6 0 1 0 1,807.9009
C_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 5 9 8.48% SGALLACGIVNSGVR 442 456 71.5 28.2 65.8 2 0 0 1,473.7843
C_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 5 9 8.48% DPNNLFMVR 755 763 51.5 27.0 45.3 2 0 0 1,121.5409
C_21 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 5 9 8.48% VGQAVDVVGQAGKPK 846 860 56.2 25.0 49.9 2 0 0 1,452.8171
D_27 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 2 2 3 1.87% EPLLTLVK 182 189 23.3 25.0 20.1 1 0 0 912.5766
D_27 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 2 2 3 1.87% LNILDTLSK 704 712 48.5 27.7 32.6 2 0 0 1,016.5988
I_17 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 5 8 6.61% EPLLTLVK 182 189 28.8 25.0 23.3 2 0 0 912.5766
I_17 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 5 8 6.61% LLTDDGNKWLYK 390 401 17.8 28.2 5.9 0 1 0 1,465.7688
I_17 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 5 8 6.61% YLYSSEDYIK 432 441 20.2 25.9 15.0 1 0 0 1,280.6045
I_17 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 5 8 6.61% SGALLACGIVNSGVR 442 456 82.0 28.1 76.3 2 0 0 1,473.7843
I_17 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 5 8 6.61% VGQAVDVVGQAGKPK 846 860 32.0 25.1 28.0 0 2 0 1,452.8171
I_18 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 2 2 3 2.53% EPLLTLVK 182 189 26.4 25.0 21.1 1 0 0 912.5766
I_18 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 2 2 3 2.53% SGALLACGIVNSGVR 442 456 71.9 28.1 59.7 2 0 0 1,473.7843
J_17 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 2 2 2 3.30% SGALLACGIVNSGVR 442 456 44.2 27.8 38.1 1 0 0 1,473.7843
J_17 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 2 2 2 3.30% VGQAVDVVGQAGKPK 846 860 26.8 25.0 16.9 0 1 0 1,452.8171
K_17 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 6 11 6.39% EWQELDDAEK 169 178 21.1 25.0 21.1 2 0 0 1,262.5537
K_17 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 6 11 6.39% EPLLTLVK 182 189 22.0 25.0 18.4 1 0 0 912.5766
K_17 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 6 11 6.39% YLYSSEDYIK 432 441 27.5 26.1 18.1 2 0 0 1,280.6045
K_17 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 6 11 6.39% SGALLACGIVNSGVR 442 456 90.1 28.1 71.7 2 0 0 1,473.7843
K_17 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 5 6 11 6.39% VGQAVDVVGQAGKPK 846 860 35.8 25.0 35.8 2 2 0 1,452.8171
L_13 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 6 6 10 8.15% DKAPVQPQQSPAAAPGGTDEKPSGK 7 31 49.9 27.1 48.7 0 2 0 2,461.2322
L_13 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 6 6 10 8.15% APVQPQQSPAAAPGGTDEKPSGK 9 31 43.2 28.0 38.0 0 2 0 2,218.1102
L_13 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 6 6 10 8.15% EWQELDDAEK 169 178 29.0 25.0 29.0 1 0 0 1,262.5537
L_13 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 6 6 10 8.15% SGALLACGIVNSGVR 442 456 64.1 27.8 60.3 1 0 0 1,473.7843
L_13 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 6 6 10 8.15% LNILDTLSK 704 712 43.7 27.3 23.2 2 0 0 1,016.5988
L_13 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 6 6 10 8.15% VGQAVDVVGQAGKPK 846 860 79.3 25.0 74.8 2 0 0 1,452.8171
L_15 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 2 2 3 2.64% LNILDTLSK 704 712 27.2 27.3 5.9 1 0 0 1,016.5988
L_15 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 2 2 3 2.64% VGQAVDVVGQAGKPK 846 860 33.3 25.0 25.0 2 0 0 1,452.8171
M_13 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 4 4 5 6.06% DKAPVQPQQSPAAAPGGTDEKPSGK 7 31 22.1 27.1 20.0 0 1 0 2,461.2322
M_13 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 4 4 5 6.06% APVQPQQSPAAAPGGTDEKPSGK 9 31 39.2 28.0 35.8 0 1 0 2,218.1102
M_13 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 4 4 5 6.06% SGALLACGIVNSGVR 442 456 60.7 27.7 53.9 1 0 0 1,473.7843
M_13 26S proteasome non‐ATPase regulatory subunit 2 PSMD2_HUMAN 100,202 4 4 5 6.06% VGQAVDVVGQAGKPK 846 860 64.2 25.0 60.0 2 0 0 1,452.8171
A_15 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 2 2 4 4.31% AVQGFFTSNNATR 116 128 56.7 26.0 52.8 2 0 0 1,412.6916
A_15 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 2 2 4 4.31% AIQLEYSEAR 297 306 60.5 27.5 57.8 2 0 0 1,179.6004
B_16 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 3 3 5 6.18% AVQGFFTSNNATR 116 128 64.2 26.5 53.1 2 0 0 1,412.6916
B_16 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 3 3 5 6.18% FNQVLDQFGEK 375 385 57.7 27.2 43.7 2 0 0 1,324.6533
B_16 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 3 3 5 6.18% EQQDLEFAK 515 523 23.6 26.3 18.9 1 0 0 1,107.5318
C_16 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 2 2 4 4.49% AVQGFFTSNNATR 116 128 82.2 25.9 75.8 2 0 0 1,412.6916
C_16 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 2 2 4 4.49% FNQVLDQFGEK 375 385 41.5 27.2 28.5 2 0 0 1,324.6533
D_23 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 2 2 3 3.56% AIQLEYSEAR 297 306 56.8 28.0 48.2 2 0 0 1,179.6004
D_23 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 2 2 3 3.56% ISLADIAQK 417 425 26.4 29.6 10.1 1 0 0 958.5569
H_14 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 3 3 6 6.37% SVFPEQANNNEWAR 274 287 58.2 25.0 54.0 2 0 0 1,661.7665
H_14 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 3 3 6 6.37% FNQVLDQFGEK 375 385 39.7 27.2 27.4 2 0 0 1,324.6533
H_14 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 3 3 6 6.37% ISLADIAQK 417 425 52.6 26.4 19.6 2 0 0 958.5569
H_24 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 2 2 2 3.75% FNQVLDQFGEK 375 385 24.8 27.2 19.3 1 0 0 1,324.6533
H_24 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 2 2 2 3.75% ISLADIAQK 417 425 30.8 27.4 0.4 1 0 0 958.5569
I_14 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 3 3 6 6.55% SVFPEQANNNEWAR 274 287 64.3 25.0 59.6 2 0 0 1,661.7665
I_14 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 3 3 6 6.55% AIQLEYSEAR 297 306 65.1 27.6 57.8 2 0 0 1,179.6004
I_14 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 3 3 6 6.55% FNQVLDQFGEK 375 385 52.8 27.2 39.3 2 0 0 1,324.6533
L_09 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 5 5 9 11.40% AVQGFFTSNNATR 116 128 77.2 26.4 70.7 2 0 0 1,412.6916
L_09 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 5 5 9 11.40% SVFPEQANNNEWAR 274 287 64.1 25.0 56.0 2 0 0 1,661.7665
L_09 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 5 5 9 11.40% AIQLEYSEAR 297 306 62.1 27.8 49.2 1 0 0 1,179.6004
L_09 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 5 5 9 11.40% ISLADIAQK 417 425 42.8 28.9 19.0 2 0 0 958.5569
L_09 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 5 5 9 11.40% LQLDSPEDAEFIVAK 426 440 52.5 27.8 44.1 2 0 0 1,674.8587
L_10 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 2 2 3 5.06% AVQGFFTSNNATR 116 128 65.7 26.5 62.4 2 0 0 1,412.6916
L_10 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 2 2 3 5.06% SVFPEQANNNEWAR 274 287 44.1 25.0 42.2 1 0 0 1,661.7665
M_09 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 2 2 3 3.56% AIQLEYSEAR 297 306 55.5 28.1 43.6 2 0 0 1,179.6004
M_09 26S proteasome non‐ATPase regulatory subunit 3 PSMD3_HUMAN 60,980 2 2 3 3.56% ISLADIAQK 417 425 21.2 26.4 0.3 1 0 0 958.5569
A_13 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 3 3 5 9.81% NGDFLPTR 18 25 36.2 28.0 29.0 1 0 0 919.4633
A_13 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 3 3 5 9.81% LQAQQDAVNIVCHSK 26 40 32.3 27.9 23.1 0 2 0 1,710.8593
A_13 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 3 3 5 9.81% IIAFVGSPVEDNEK 109 122 63.7 28.0 56.3 2 0 0 1,517.7847
B_13 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 3 3 4 10.30% LQAQQDAVNIVCHSK 26 40 29.5 28.1 21.4 1 0 0 1,710.8593
B_13 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 3 3 4 10.30% IIAFVGSPVEDNEK 109 122 59.9 28.3 43.8 2 0 0 1,517.7847
B_13 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 3 3 4 10.30% MTISQQEFGR 263 272 38.8 26.7 34.5 1 0 0 1,196.5729
C_13 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 4 5 7 13.30% LQAQQDAVNIVCHSK 26 40 34.5 27.9 20.8 1 1 0 1,710.8593
C_13 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 4 5 7 13.30% IIAFVGSPVEDNEK 109 122 52.9 27.9 52.5 2 0 0 1,517.7847
C_13 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 4 5 7 13.30% LTAFVNTLNGK 153 163 39.8 27.2 23.8 1 0 0 1,177.6576
C_13 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 4 5 7 13.30% MTISQQEFGR 263 272 39.6 26.2 30.3 2 0 0 1,196.5729
F_14 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 4 4 5 11.90% NGDFLPTR 18 25 32.5 27.7 23.4 1 0 0 919.4633
F_14 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 4 4 5 11.90% LQAQQDAVNIVCHSK 26 40 24.9 27.8 15.8 0 2 0 1,710.8593
F_14 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 4 4 5 11.90% ITFCTGIR 84 91 27.5 26.9 18.9 1 0 0 967.5031
F_14 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 4 4 5 11.90% IIAFVGSPVEDNEK 109 122 35.0 28.3 32.9 1 0 0 1,517.7847
G_15 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 2 7.16% LQAQQDAVNIVCHSK 26 40 23.7 27.9 19.6 0 1 0 1,710.8593
G_15 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 2 7.16% NAMGSLASQATK 354 365 25.7 27.9 24.4 1 0 0 1,178.5834
H_12 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 3 3 5 8.49% ITFCTGIR 84 91 32.4 26.9 27.8 2 0 0 967.5031
H_12 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 3 3 5 8.49% IIAFVGSPVEDNEK 109 122 64.7 28.3 60.2 2 0 0 1,517.7847
H_12 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 3 3 5 8.49% MTISQQEFGR 263 272 37.0 26.8 29.2 1 0 0 1,196.5729
I_11 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 5 5 9 18.00% ITFCTGIR 84 91 33.5 26.9 30.2 1 0 0 967.5031
I_11 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 5 5 9 18.00% IIAFVGSPVEDNEK 109 122 59.4 28.1 49.5 2 0 0 1,517.7847
I_11 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 5 5 9 18.00% LTAFVNTLNGK 153 163 64.2 26.8 19.9 2 0 0 1,177.6576
I_11 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 5 5 9 18.00% AAAASAAEAGIATTGTEDSDDALLK 238 262 32.7 26.8 28.0 0 2 0 2,320.1153
I_11 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 5 5 9 18.00% MTISQQEFGR 263 272 66.2 26.7 54.0 2 0 0 1,196.5729
J_11 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 3 6.63% IIAFVGSPVEDNEK 109 122 65.4 27.8 51.3 2 0 0 1,517.7847
J_11 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 3 6.63% LTAFVNTLNGK 153 163 47.7 27.0 29.5 1 0 0 1,177.6576
J_12 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 3 6.63% IIAFVGSPVEDNEK 109 122 32.8 27.8 26.9 1 0 0 1,517.7847
J_12 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 3 6.63% LTAFVNTLNGK 153 163 29.6 27.0 10.9 2 0 0 1,177.6576
K_11 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 4 7.69% LQAQQDAVNIVCHSK 26 40 31.9 28.1 21.6 0 2 0 1,710.8593
K_11 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 4 7.69% IIAFVGSPVEDNEK 109 122 50.8 28.3 45.6 2 0 0 1,517.7847
K_12 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 3 6.63% IIAFVGSPVEDNEK 109 122 37.0 28.1 29.6 1 0 0 1,517.7847



K_12 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 3 6.63% LTAFVNTLNGK 153 163 60.0 27.3 43.7 2 0 0 1,177.6576
L_08 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 4 6.63% IIAFVGSPVEDNEK 109 122 47.4 27.9 38.6 2 0 0 1,517.7847
L_08 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 4 6.63% LTAFVNTLNGK 153 163 54.6 26.7 44.5 2 0 0 1,177.6576
M_08 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 3 6.63% IIAFVGSPVEDNEK 109 122 37.6 28.1 28.9 1 0 0 1,517.7847
M_08 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 2 2 3 6.63% LTAFVNTLNGK 153 163 48.9 27.3 41.9 2 0 0 1,177.6576
Q_08 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 3 3 4 9.81% IIAFVGSPVEDNEK 109 122 36.8 27.8 30.4 1 0 0 1,517.7847
Q_08 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 3 3 4 9.81% LTAFVNTLNGK 153 163 43.4 27.0 21.9 2 0 0 1,177.6576
Q_08 26S proteasome non‐ATPase regulatory subunit 4 PSMD4_HUMAN 40,737 3 3 4 9.81% NAMGSLASQATK 354 365 35.9 27.4 23.1 1 0 0 1,194.5784
A_14 26S proteasome non‐ATPase regulatory subunit 5 PSMD5_HUMAN 56,197 3 3 5 5.56% LEAPLEELR 15 23 29.3 25.7 16.1 2 0 0 1,069.5889
A_14 26S proteasome non‐ATPase regulatory subunit 5 PSMD5_HUMAN 56,197 3 3 5 5.56% GLIHPDDSVK 91 100 22.4 26.8 14.4 1 0 0 1,080.5686
A_14 26S proteasome non‐ATPase regulatory subunit 5 PSMD5_HUMAN 56,197 3 3 5 5.56% ILTLSQIGR 101 109 59.2 25.0 43.1 2 0 0 1,000.6151
I_12 26S proteasome non‐ATPase regulatory subunit 5 PSMD5_HUMAN 56,197 2 2 2 4.56% ELTGEDVLVR 215 224 29.4 28.2 13.8 1 0 0 1,130.6053
I_12 26S proteasome non‐ATPase regulatory subunit 5 PSMD5_HUMAN 56,197 2 2 2 4.56% VFTAIANQPWAQK 417 429 27.1 28.1 20.3 1 0 0 1,473.7849
A_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 8 8 13 19.30% GDAAVRDELMAAVR 33 46 32.0 27.2 24.5 0 1 0 1,489.7429
A_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 8 8 13 19.30% DNNMAPYYEALCK 47 59 50.0 25.0 49.7 2 0 0 1,604.6720
A_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 8 8 13 19.30% RLDEELEDAEK 83 93 69.7 26.7 62.6 2 0 0 1,346.6436
A_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 8 8 13 19.30% LDEELEDAEK 84 93 30.0 25.0 21.7 2 0 0 1,190.5425
A_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 8 8 13 19.30% IHAYSQLLESYR 301 312 37.9 28.2 30.6 1 0 0 1,479.7590
A_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 8 8 13 19.30% IDKVNEIVETNRPDSK 347 362 28.8 27.5 24.6 0 2 0 1,856.9714
A_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 8 8 13 19.30% VNEIVETNRPDSK 350 362 21.9 28.4 12.4 0 1 0 1,500.7653
A_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 8 8 13 19.30% NWQYQETIK 363 371 20.3 26.6 15.4 2 0 0 1,209.5899
B_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 4 4 7 12.10% PLENLEEEGLPK 2 13 19.5 26.8 19.5 1 0 0 1,367.7055
B_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 4 4 7 12.10% DNNMAPYYEALCK 47 59 30.4 25.0 27.2 2 0 0 1,604.6720
B_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 4 4 7 12.10% RLDEELEDAEK 83 93 50.7 26.5 43.9 2 0 0 1,346.6436
B_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 4 4 7 12.10% SLIEEGGDWDR 166 176 34.3 25.0 24.8 2 0 0 1,276.5806
C_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 5 5 7 12.60% GDAAVRDELMAAVR 33 46 31.0 26.9 20.5 0 1 0 1,489.7429
C_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 5 5 7 12.60% DNNMAPYYEALCK 47 59 24.9 25.0 21.5 2 0 0 1,604.6720
C_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 5 5 7 12.60% RLDEELEDAEK 83 93 25.4 26.0 19.2 1 0 0 1,346.6436
C_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 5 5 7 12.60% LDEELEDAEK 84 93 35.9 25.0 35.9 2 0 0 1,190.5425
C_12 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 5 5 7 12.60% SLIEEGGDWDR 166 176 25.4 25.0 23.1 1 0 0 1,276.5806
I_10 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 2 2 2 6.94% SLIEEGGDWDR 166 176 24.9 25.0 21.8 1 0 0 1,276.5806
I_10 26S proteasome non‐ATPase regulatory subunit 6 PSMD6_HUMAN 45,533 2 2 2 6.94% IDKVNEIVETNRPDSK 347 362 18.4 27.6 18.4 0 1 0 1,856.9714
A_09 26S proteasome non‐ATPase regulatory subunit 8 PSMD8_HUMAN 32,540 4 4 6 10.00% VAEFHTELER 142 151 64.7 26.7 51.8 2 0 0 1,230.6113
A_09 26S proteasome non‐ATPase regulatory subunit 8 PSMD8_HUMAN 32,540 4 4 6 10.00% DIQTNVYIK 156 164 28.8 27.2 10.5 1 0 0 1,093.5889
A_09 26S proteasome non‐ATPase regulatory subunit 8 PSMD8_HUMAN 32,540 4 4 6 10.00% ILFTEATR 219 226 39.1 26.7 23.6 2 0 0 950.5306
A_09 26S proteasome non‐ATPase regulatory subunit 8 PSMD8_HUMAN 32,540 4 4 6 10.00% ILFFNTPK 227 234 21.9 25.7 6.5 1 0 0 979.5612
C_09 26S proteasome non‐ATPase regulatory subunit 8 PSMD8_HUMAN 32,540 2 2 3 5.14% VAEFHTELER 142 151 27.3 26.9 16.2 2 0 0 1,230.6113
C_09 26S proteasome non‐ATPase regulatory subunit 8 PSMD8_HUMAN 32,540 2 2 3 5.14% ILFTEATR 219 226 26.7 27.1 16.7 1 0 0 950.5306
H_08 26S proteasome non‐ATPase regulatory subunit 8 PSMD8_HUMAN 32,540 4 4 7 10.00% VAEFHTELER 142 151 31.8 26.7 19.3 2 0 0 1,230.6113
H_08 26S proteasome non‐ATPase regulatory subunit 8 PSMD8_HUMAN 32,540 4 4 7 10.00% DIQTNVYIK 156 164 21.6 27.7 10.3 2 0 0 1,093.5889
H_08 26S proteasome non‐ATPase regulatory subunit 8 PSMD8_HUMAN 32,540 4 4 7 10.00% ILFTEATR 219 226 31.5 26.3 19.1 2 0 0 950.5306
H_08 26S proteasome non‐ATPase regulatory subunit 8 PSMD8_HUMAN 32,540 4 4 7 10.00% ILFFNTPK 227 234 18.0 25.9 14.6 1 0 0 979.5612
K_08 26S proteasome non‐ATPase regulatory subunit 8 PSMD8_HUMAN 32,540 2 2 2 5.43% VAEFHTELER 142 151 24.0 27.1 16.4 1 0 0 1,230.6113
K_08 26S proteasome non‐ATPase regulatory subunit 8 PSMD8_HUMAN 32,540 2 2 2 5.43% DIQTNVYIK 156 164 26.2 28.0 14.3 1 0 0 1,093.5889
A_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 11 22 42.20% VDVFREDLCTK 14 24 35.4 26.9 26.2 2 0 0 1,381.6782
A_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 11 22 42.20% TENLLGSYFPK 25 35 52.0 27.6 35.5 2 0 0 1,268.6522
A_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 11 22 42.20% ISELDAFLK 37 45 41.2 26.8 24.9 2 0 0 1,035.5722
A_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 11 22 42.20% EPALNEANLSNLK 46 58 41.0 27.3 37.6 2 0 0 1,412.7380
A_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 11 22 42.20% APLDIPVPDPVK 59 70 36.4 26.1 30.1 2 0 0 1,260.7201
A_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 11 22 42.20% APLDIPVPDPVKEK 59 72 31.5 26.1 31.5 0 2 0 1,517.8577
A_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 11 22 42.20% IEDGNNFGVAVQEK 142 155 77.1 27.4 64.6 2 0 0 1,519.7388
A_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 11 22 42.20% VFELMTSLHTK 156 166 36.4 28.2 25.9 2 0 0 1,321.6822
A_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 11 22 42.20% LEGFHTQISK 167 176 46.6 28.2 25.9 2 0 0 1,159.6107
A_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 11 22 42.20% QLVHELDEAEYR 199 210 47.6 25.8 44.0 2 2 0 1,501.7282
B_08 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 2 2 2 9.64% TENLLGSYFPK 25 35 25.2 28.1 19.9 1 0 0 1,268.6522
B_08 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 2 2 2 9.64% EPALNEANLSNLK 46 58 26.0 27.3 21.3 1 0 0 1,412.7380
B_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 10 18 40.60% TENLLGSYFPK 25 35 38.4 27.7 29.5 2 0 0 1,268.6522
B_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 10 18 40.60% ISELDAFLK 37 45 38.4 26.8 23.3 1 0 0 1,035.5722
B_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 10 18 40.60% EPALNEANLSNLK 46 58 45.3 27.3 36.0 2 0 0 1,412.7380
B_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 10 18 40.60% APLDIPVPDPVK 59 70 36.7 26.1 21.7 2 0 0 1,260.7201
B_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 10 18 40.60% APLDIPVPDPVKEK 59 72 44.1 26.1 39.9 0 2 0 1,517.8577
B_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 10 18 40.60% IEDGNNFGVAVQEK 142 155 66.0 27.4 60.2 2 0 0 1,519.7388
B_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 10 18 40.60% VFELMTSLHTK 156 166 52.5 28.1 40.5 2 0 0 1,321.6822
B_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 10 18 40.60% LEGFHTQISK 167 176 36.9 28.9 16.4 1 0 0 1,159.6107
B_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 10 18 40.60% QLVHELDEAEYR 199 210 55.1 25.9 51.4 2 0 0 1,501.7282
B_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 10 10 18 40.60% LMVMEIR 214 220 34.6 26.7 11.9 2 0 0 923.4690
C_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 5 8 20.10% TENLLGSYFPK 25 35 57.5 27.7 48.6 2 0 0 1,268.6522
C_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 5 8 20.10% EPALNEANLSNLK 46 58 42.0 27.2 37.9 1 0 0 1,412.7380
C_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 5 8 20.10% APLDIPVPDPVKEK 59 72 31.6 26.1 31.6 1 2 0 1,517.8577
C_09 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 5 8 20.10% QLVHELDEAEYR 199 210 51.4 26.3 49.1 2 0 0 1,501.7282
F_11 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 4 8 18.50% EPALNEANLSNLK 46 58 37.2 27.1 37.2 2 0 0 1,412.7380
F_11 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 4 8 18.50% IEDGNNFGVAVQEK 142 155 64.2 27.8 58.5 2 0 0 1,519.7388
F_11 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 4 8 18.50% QLVHELDEAEYR 199 210 27.5 25.9 18.9 0 2 0 1,501.7282
F_11 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 4 8 18.50% LMVMEIR 214 220 42.5 26.7 23.5 2 0 0 923.4690
G_11 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 3 3 5 15.70% EPALNEANLSNLK 46 58 28.6 27.2 28.6 1 0 0 1,412.7380
G_11 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 3 3 5 15.70% IEDGNNFGVAVQEK 142 155 53.4 27.8 48.0 2 0 0 1,519.7388
G_11 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 3 3 5 15.70% QLVHELDEAEYR 199 210 30.5 26.6 23.1 0 2 0 1,501.7282
H_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 6 6 9 27.70% VDVFREDLCTK 14 24 26.1 27.0 19.9 1 0 0 1,381.6782
H_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 6 6 9 27.70% TENLLGSYFPK 25 35 42.4 27.6 34.2 2 0 0 1,268.6522
H_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 6 6 9 27.70% APLDIPVPDPVKEK 59 72 37.5 26.1 29.8 0 1 0 1,517.8577
H_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 6 6 9 27.70% IEDGNNFGVAVQEK 142 155 79.4 27.9 73.9 2 0 0 1,519.7388
H_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 6 6 9 27.70% QLVHELDEAEYR 199 210 46.6 26.1 44.1 2 0 0 1,501.7282
H_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 6 6 9 27.70% LMVMEIR 214 220 32.5 27.5 7.4 1 0 0 907.4741
H_08 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 4 8 15.30% TENLLGSYFPK 25 35 35.9 27.7 30.7 2 0 0 1,268.6522
H_08 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 4 8 15.30% EPALNEANLSNLK 46 58 33.3 27.3 28.8 2 0 0 1,412.7380
H_08 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 4 8 15.30% APLDIPVPDPVK 59 70 42.6 25.2 18.2 2 0 0 1,260.7201
H_08 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 4 8 15.30% APLDIPVPDPVKEK 59 72 26.9 25.3 26.9 0 2 0 1,517.8577
J_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 4 8 20.50% TENLLGSYFPK 25 35 47.0 27.7 32.7 2 0 0 1,268.6522
J_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 4 8 20.50% APLDIPVPDPVKEK 59 72 28.1 25.0 28.1 0 2 0 1,517.8577
J_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 4 8 20.50% IEDGNNFGVAVQEK 142 155 51.8 28.2 46.9 2 0 0 1,519.7388
J_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 4 4 8 20.50% QLVHELDEAEYR 199 210 33.0 26.7 30.4 2 0 0 1,501.7282
K_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 3 3 5 16.10% APLDIPVPDPVKEK 59 72 28.0 26.2 26.9 0 1 0 1,517.8577
K_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 3 3 5 16.10% IEDGNNFGVAVQEK 142 155 73.3 27.7 68.8 2 0 0 1,519.7388
K_07 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 3 3 5 16.10% QLVHELDEAEYR 199 210 44.5 26.1 41.0 2 0 0 1,501.7282
L_06 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 2 2 3 10.80% EPALNEANLSNLK 46 58 58.0 27.2 55.9 1 0 0 1,412.7380
L_06 Proteasome activator complex subunit 1 PSME1_HUMAN 28,724 2 2 3 10.80% APLDIPVPDPVKEK 59 72 16.7 25.0 16.7 0 2 0 1,517.8577
A_09 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 4 5 8 17.20% IEDGNDFGVAIQEK 132 145 92.3 26.4 87.2 2 0 0 1,534.7386
A_09 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 4 5 8 17.20% TKVEAFQTTISK 155 166 35.2 27.1 25.1 1 2 0 1,352.7421
A_09 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 4 5 8 17.20% VEAFQTTISK 157 166 42.3 26.6 34.4 2 0 0 1,123.5994
A_09 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 4 5 8 17.20% ALVHERDEAAYGELR 189 203 31.6 27.6 21.1 0 1 0 1,728.8664
B_08 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 3 3 5 10.90% IEDGNDFGVAIQEK 132 145 82.5 26.8 74.3 2 0 0 1,534.7386
B_08 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 3 3 5 10.90% TKVEAFQTTISK 155 166 38.7 26.6 22.9 2 0 0 1,352.7421
B_08 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 3 3 5 10.90% VEAFQTTISK 157 166 24.7 26.6 20.3 1 0 0 1,123.5994
F_11 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 2 2 3 10.00% IEDGNDFGVAIQEK 132 145 79.8 26.8 67.1 2 0 0 1,534.7386
F_11 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 2 2 3 10.00% VEAFQTTISK 157 166 26.8 26.6 26.8 1 0 0 1,123.5994
H_07 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 2 3 5 10.90% IEDGNDFGVAIQEK 132 145 72.9 26.8 64.9 2 0 0 1,534.7386
H_07 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 2 3 5 10.90% TKVEAFQTTISK 155 166 53.2 27.2 45.0 2 1 0 1,352.7421
K_07 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 3 4 6 17.20% IEDGNDFGVAIQEK 132 145 79.9 26.7 72.5 2 0 0 1,534.7386
K_07 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 3 4 6 17.20% TKVEAFQTTISK 155 166 42.2 26.9 33.3 2 1 0 1,352.7421
K_07 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 3 4 6 17.20% ALVHERDEAAYGELR 189 203 44.6 27.8 39.8 0 1 0 1,728.8664
L_05 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 2 3 4 5.02% TKVEAFQTTISK 155 166 34.2 26.5 27.8 1 1 0 1,352.7421
L_05 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 2 3 4 5.02% VEAFQTTISK 157 166 48.6 27.0 40.8 2 0 0 1,123.5994



L_06 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 2 2 3 10.90% IEDGNDFGVAIQEK 132 145 75.8 26.9 64.7 2 0 0 1,534.7386
L_06 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 2 2 3 10.90% TKVEAFQTTISK 155 166 35.2 26.3 35.1 0 1 0 1,352.7421
M_05 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 2 2 3 10.00% IEDGNDFGVAIQEK 132 145 94.3 27.0 87.8 2 0 0 1,534.7386
M_05 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 2 2 3 10.00% VEAFQTTISK 157 166 30.5 27.3 29.9 1 0 0 1,123.5994
M_06 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 2 2 3 10.90% IEDGNDFGVAIQEK 132 145 63.3 27.0 47.5 2 0 0 1,534.7386
M_06 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 2 2 3 10.90% TKVEAFQTTISK 155 166 23.3 26.8 14.1 0 1 0 1,352.7421
Q_05 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 3 3 4 10.90% IEDGNDFGVAIQEK 132 145 86.7 27.1 72.3 2 0 0 1,534.7386
Q_05 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 3 3 4 10.90% TKVEAFQTTISK 155 166 30.4 26.3 24.2 1 0 0 1,352.7421
Q_05 Proteasome activator complex subunit 2 PSME2_HUMAN 27,402 3 3 4 10.90% VEAFQTTISK 157 166 47.5 27.0 41.3 1 0 0 1,123.5994
A_09 Proteasome activator complex subunit 3 PSME3_HUMAN 29,507 3 4 6 12.60% LLELDSFLK 38 46 31.4 25.0 22.1 1 0 0 1,077.6192
A_09 Proteasome activator complex subunit 3 PSME3_HUMAN 29,507 3 4 6 12.60% SNQQLVDIIEK 111 121 55.6 29.0 42.2 2 0 0 1,286.6952
A_09 Proteasome activator complex subunit 3 PSME3_HUMAN 29,507 3 4 6 12.60% NQYVTLHDMILK 226 237 48.1 28.3 35.5 2 1 0 1,490.7674
H_08 Proteasome activator complex subunit 3 PSME3_HUMAN 29,507 2 2 3 9.45% RLDECEEAFQGTK 88 100 20.5 25.0 16.0 0 1 0 1,582.7168
H_08 Proteasome activator complex subunit 3 PSME3_HUMAN 29,507 2 2 3 9.45% SNQQLVDIIEK 111 121 60.4 28.6 52.9 2 0 0 1,286.6952
L_06 Proteasome activator complex subunit 3 PSME3_HUMAN 29,507 2 2 2 8.66% LDECEEAFQGTK 89 100 35.2 25.0 35.2 1 0 0 1,426.6157
L_06 Proteasome activator complex subunit 3 PSME3_HUMAN 29,507 2 2 2 8.66% VFVMPNGMLK 101 110 26.1 26.8 18.1 1 0 0 1,167.5902
A_26 Proteasome activator complex subunit 4 PSME4_HUMAN 211,341 3 3 6 2.28% LDAESDLQLAQIK 44 56 43.3 27.4 18.7 2 0 0 1,443.7692
A_26 Proteasome activator complex subunit 4 PSME4_HUMAN 211,341 3 3 6 2.28% NPSINQILLSPEK 1112 1124 67.4 25.1 57.1 2 0 0 1,452.8058
A_26 Proteasome activator complex subunit 4 PSME4_HUMAN 211,341 3 3 6 2.28% DPGSVGDTIPSAELVK 1743 1758 45.0 27.5 41.7 2 0 0 1,584.8118
B_26 Proteasome activator complex subunit 4 PSME4_HUMAN 211,341 5 5 8 3.80% AGVGEPPEPGGRPEPGPR 7 24 18.6 27.4 14.2 0 1 0 1,755.8776
B_26 Proteasome activator complex subunit 4 PSME4_HUMAN 211,341 5 5 8 3.80% LDAESDLQLAQIK 44 56 67.3 27.5 47.1 2 0 0 1,443.7692
B_26 Proteasome activator complex subunit 4 PSME4_HUMAN 211,341 5 5 8 3.80% LSTSSYSQVR 974 983 27.8 25.8 23.7 1 0 0 1,127.5690
B_26 Proteasome activator complex subunit 4 PSME4_HUMAN 211,341 5 5 8 3.80% NPSINQILLSPEK 1112 1124 42.9 25.5 36.8 2 0 0 1,452.8058
B_26 Proteasome activator complex subunit 4 PSME4_HUMAN 211,341 5 5 8 3.80% DPGSVGDTIPSAELVK 1743 1758 56.5 27.4 54.2 2 0 0 1,584.8118
A_03 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 2 3.77% VTNLLMLK 85 92 33.2 25.0 0.0 1 0 0 947.5596
A_03 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 2 3.77% GQPIYIQFSNHK 123 134 27.8 28.5 24.8 1 0 0 1,431.7380
A_15 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 4 4.33% GQPIYIQFSNHK 123 134 34.2 28.8 30.7 2 0 0 1,431.7380
A_15 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 4 4.33% VLFSSNGGVVK 472 482 47.8 26.2 39.8 2 0 0 1,106.6204
B_15 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 4 3.77% VTNLLMLK 85 92 50.4 26.1 0.0 2 0 0 947.5596
B_15 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 4 3.77% GQPIYIQFSNHK 123 134 29.8 28.9 28.9 2 0 0 1,431.7380
C_03 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 4 3.77% VTNLLMLK 85 92 44.8 25.0 0.0 2 0 0 947.5596
C_03 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 4 3.77% GQPIYIQFSNHK 123 134 42.2 28.8 39.7 2 0 0 1,431.7380
L_09 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 5 5 9 12.40% VTNLLMLK 85 92 44.8 25.7 0.0 2 0 0 947.5596
L_09 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 5 5 9 12.40% GQPIYIQFSNHK 123 134 32.4 28.4 32.4 2 0 0 1,431.7380
L_09 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 5 5 9 12.40% LSLDGQNIYNACCTLR 239 254 73.2 26.6 70.2 2 0 0 1,897.8897
L_09 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 5 5 9 12.40% EGQEDQGLTKDYGNSPLHR 419 437 54.0 25.8 48.3 0 2 0 2,144.0006
L_09 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 5 5 9 12.40% VLFSSNGGVVK 472 482 61.9 27.1 55.4 1 0 0 1,106.6204
L_10 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 4 3.58% VTNLLMLK 85 92 33.7 25.3 0.0 2 0 0 947.5596
L_10 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 4 3.58% VLFSSNGGVVK 472 482 48.1 27.1 42.7 2 0 0 1,106.6204
N_09 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 4 3.58% VTNLLMLK 85 92 24.4 25.3 0.0 2 0 0 947.5596
N_09 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 4 3.58% VLFSSNGGVVK 472 482 41.9 26.9 34.5 2 0 0 1,106.6204
Q_09 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 3 3.58% HQNVQLPR 411 418 28.6 27.2 28.6 1 0 0 991.5432
Q_09 Polypyrimidine tract‐binding protein 1 PTBP1_HUMAN 57,223 2 2 3 3.58% VLFSSNGGVVK 472 482 31.8 26.9 22.3 2 0 0 1,106.6204
A_11 Prostaglandin reductase 1 PTGR1_HUMAN 35,871 2 3 5 5.78% TVESLEETLKK 195 205 21.9 27.8 14.6 1 0 0 1,276.6996
A_11 Prostaglandin reductase 1 PTGR1_HUMAN 35,871 2 3 5 5.78% MEAFVVYR 267 274 46.6 25.8 30.0 4 0 0 1,014.5076
A_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 7 8 14 8.60% FAQGSSLSFAAVDR 79 92 93.7 26.8 81.1 2 0 0 1,455.7226
A_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 7 8 14 8.60% LQDSGTFQCVAR 93 104 43.1 25.6 37.3 1 0 0 1,381.6530
A_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 7 8 14 8.60% WIEAGPVVLK 123 132 22.4 25.0 17.5 2 0 0 1,111.6511
A_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 7 8 14 8.60% HPASEAEIQPQTQVTLR 133 149 73.1 28.6 66.5 2 0 0 1,904.9826
A_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 7 8 14 8.60% VVLAPQDVVVAR 227 238 26.2 25.0 22.1 1 0 0 1,265.7576
A_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 7 8 14 8.60% CMSSTPAGSIEAQAR 481 495 77.6 25.0 77.6 4 0 0 1,565.7047
A_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 7 8 14 8.60% YTCIAGNSCNIK 662 673 56.3 25.0 49.1 2 0 0 1,400.6298
A_22 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 2 2 4 2.24% VVLAPQDVVVAR 227 238 47.2 25.0 47.2 2 0 0 1,265.7576
A_22 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 2 2 4 2.24% YTCIAGNSCNIK 662 673 31.5 25.0 31.5 2 0 0 1,400.6298
B_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 6 7 13 7.48% FAQGSSLSFAAVDR 79 92 92.0 26.6 85.2 2 0 0 1,455.7226
B_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 6 7 13 7.48% LQDSGTFQCVAR 93 104 53.8 25.8 45.6 2 0 0 1,381.6530
B_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 6 7 13 7.48% WIEAGPVVLK 123 132 25.2 25.0 18.1 1 0 0 1,111.6511
B_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 6 7 13 7.48% HPASEAEIQPQTQVTLR 133 149 71.3 28.3 63.9 2 0 0 1,904.9826
B_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 6 7 13 7.48% CMSSTPAGSIEAQAR 481 495 78.0 25.0 78.0 4 0 0 1,581.6996
B_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 6 7 13 7.48% YTCIAGNSCNIK 662 673 39.3 25.0 36.3 2 0 0 1,400.6298
B_22 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 7 5.23% HPASEAEIQPQTQVTLR 133 149 26.9 28.4 22.8 1 0 0 1,904.9826
B_22 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 7 5.23% VVLAPQDVVVAR 227 238 57.5 25.0 57.5 2 0 0 1,265.7576
B_22 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 7 5.23% CMSSTPAGSIEAQAR 481 495 52.9 25.0 50.4 2 0 0 1,581.6996
B_22 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 7 5.23% YTCIAGNSCNIK 662 673 34.9 25.0 34.9 2 0 0 1,400.6298
C_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 10 20 9.44% FAQGSSLSFAAVDR 79 92 102.0 26.8 92.8 2 0 0 1,455.7226
C_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 10 20 9.44% LQDSGTFQCVAR 93 104 62.0 25.6 45.9 2 0 0 1,381.6530
C_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 10 20 9.44% LQDSGTFQCVARDDVTGEEAR 93 113 48.2 25.0 42.7 0 2 0 2,354.0680
C_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 10 20 9.44% WIEAGPVVLK 123 132 28.6 25.0 15.4 2 0 0 1,111.6511
C_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 10 20 9.44% HPASEAEIQPQTQVTLR 133 149 58.4 28.3 52.0 2 2 0 1,904.9826
C_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 10 20 9.44% VVLAPQDVVVAR 227 238 57.6 25.0 53.5 2 0 0 1,265.7576
C_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 10 20 9.44% CMSSTPAGSIEAQAR 481 495 70.3 25.0 69.9 4 0 0 1,581.6996
C_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 10 20 9.44% YTCIAGNSCNIK 662 673 51.7 25.0 51.7 2 0 0 1,400.6298
C_22 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 8 5.23% HPASEAEIQPQTQVTLR 133 149 41.2 28.4 34.1 2 0 0 1,904.9826
C_22 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 8 5.23% VVLAPQDVVVAR 227 238 42.4 25.0 41.3 2 0 0 1,265.7576
C_22 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 8 5.23% CMSSTPAGSIEAQAR 481 495 68.3 25.0 68.3 2 0 0 1,581.6996
C_22 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 8 5.23% YTCIAGNSCNIK 662 673 46.0 25.0 38.8 2 0 0 1,400.6298
D_25 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 6 4.67% FAQGSSLSFAAVDR 79 92 88.5 26.8 80.9 2 0 0 1,455.7226
D_25 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 6 4.67% LQDSGTFQCVAR 93 104 57.1 25.5 52.3 2 0 0 1,381.6530
D_25 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 6 4.67% VVLAPQDVVVAR 227 238 42.2 25.0 39.7 1 0 0 1,265.7576
D_25 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 6 4.67% YTCIAGNSCNIK 662 673 41.5 25.0 41.5 1 0 0 1,400.6298
E_25 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 7 4.67% FAQGSSLSFAAVDR 79 92 86.2 26.7 79.9 2 0 0 1,455.7226
E_25 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 7 4.67% LQDSGTFQCVAR 93 104 22.1 25.5 8.2 1 0 0 1,381.6530
E_25 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 7 4.67% VVLAPQDVVVAR 227 238 49.5 25.0 49.5 2 0 0 1,265.7576
E_25 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 4 7 4.67% YTCIAGNSCNIK 662 673 45.6 25.0 45.6 2 0 0 1,400.6298
H_17 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 2 2 3 2.52% LQDSGTFQCVAR 93 104 50.7 25.8 48.2 2 0 0 1,381.6530
H_17 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 2 2 3 2.52% CMSSTPAGSIEAQAR 481 495 41.7 25.0 37.2 1 0 0 1,565.7047
H_19 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 5 9 6.17% LQDSGTFQCVAR 93 104 51.7 25.6 45.8 2 0 0 1,381.6530
H_19 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 5 9 6.17% WIEAGPVVLK 123 132 34.0 25.0 32.3 2 0 0 1,111.6511
H_19 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 5 9 6.17% HPASEAEIQPQTQVTLR 133 149 45.3 28.4 35.0 0 2 0 1,904.9826
H_19 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 5 9 6.17% VVLAPQDVVVAR 227 238 67.6 25.0 65.7 2 0 0 1,265.7576
H_19 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 5 9 6.17% CMSSTPAGSIEAQAR 481 495 29.4 25.0 29.4 1 0 0 1,565.7047
H_20 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 2 2 2 2.06% LQDSGTFQCVAR 93 104 27.8 25.6 25.3 1 0 0 1,381.6530
H_20 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 2 2 2 2.06% WIEAGPVVLK 123 132 26.9 25.0 22.0 1 0 0 1,111.6511
I_17 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 5 3.46% LQDSGTFQCVAR 93 104 27.0 25.4 22.4 2 0 0 1,381.6530
I_17 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 5 3.46% WIEAGPVVLK 123 132 27.4 25.0 21.7 2 0 0 1,111.6511
I_17 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 5 3.46% CMSSTPAGSIEAQAR 481 495 46.8 25.0 43.4 1 0 0 1,565.7047
I_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 9 15 9.53% FAQGSSLSFAAVDR 79 92 90.0 26.6 83.5 2 0 0 1,455.7226
I_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 9 15 9.53% LQDSGTFQCVAR 93 104 43.6 25.6 33.4 2 0 0 1,381.6530
I_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 9 15 9.53% LQDSGTFQCVARDDVTGEEAR 93 113 40.1 25.0 33.8 0 2 0 2,354.0680
I_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 9 15 9.53% WIEAGPVVLK 123 132 24.8 25.0 23.4 1 0 0 1,111.6511
I_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 9 15 9.53% HPASEAEIQPQTQVTLR 133 149 49.6 28.5 35.5 1 2 0 1,904.9826
I_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 9 15 9.53% VVLAPQDVVVAR 227 238 76.9 25.0 76.9 2 0 0 1,265.7576
I_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 9 15 9.53% INSVEVYDGTWYR 468 480 32.3 25.9 32.3 1 0 0 1,601.7594
I_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 8 9 15 9.53% CMSSTPAGSIEAQAR 481 495 57.1 25.0 52.9 2 0 0 1,565.7047
I_19 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 5 4.02% FAQGSSLSFAAVDR 79 92 73.7 26.9 68.5 2 0 0 1,455.7226
I_19 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 5 4.02% LQDSGTFQCVAR 93 104 27.9 25.4 26.5 1 0 0 1,381.6530
I_19 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 5 4.02% HPASEAEIQPQTQVTLR 133 149 36.7 28.5 29.1 0 2 0 1,904.9826
J_16 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 4 3.18% LQDSGTFQCVAR 93 104 20.4 25.9 2.3 1 0 0 1,381.6530
J_16 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 4 3.18% WIEAGPVVLK 123 132 20.5 25.0 13.3 1 0 0 1,111.6511
J_16 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 4 3.18% VVLAPQDVVVAR 227 238 38.8 25.0 38.8 2 0 0 1,265.7576
J_17 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 2 2 3 2.06% LQDSGTFQCVAR 93 104 65.1 25.9 55.5 2 0 0 1,381.6530
J_17 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 2 2 3 2.06% WIEAGPVVLK 123 132 26.1 25.0 17.8 1 0 0 1,111.6511



J_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 6 13 6.07% FAQGSSLSFAAVDR 79 92 88.7 26.8 83.0 2 0 0 1,455.7226
J_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 6 13 6.07% LQDSGTFQCVAR 93 104 42.2 26.1 34.6 2 0 0 1,381.6530
J_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 6 13 6.07% WIEAGPVVLK 123 132 32.5 25.0 25.2 2 0 0 1,111.6511
J_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 6 13 6.07% HPASEAEIQPQTQVTLR 133 149 52.3 28.2 44.2 2 2 0 1,904.9826
J_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 6 13 6.07% VVLAPQDVVVAR 227 238 43.8 25.0 43.8 3 0 0 1,265.7576
J_19 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 5 3.18% LQDSGTFQCVAR 93 104 51.2 26.1 43.3 2 0 0 1,381.6530
J_19 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 5 3.18% WIEAGPVVLK 123 132 20.5 25.0 12.3 1 0 0 1,111.6511
J_19 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 5 3.18% VVLAPQDVVVAR 227 238 38.4 25.0 38.4 2 0 0 1,265.7576
J_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 2 2 2 2.24% LQDSGTFQCVAR 93 104 22.1 26.3 0.0 1 0 0 1,381.6530
J_21 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 2 2 2 2.24% VVLAPQDVVVAR 227 238 26.5 25.0 26.5 1 0 0 1,265.7576
K_17 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 5 10 4.95% FAQGSSLSFAAVDR 79 92 87.2 26.9 75.9 2 0 0 1,455.7226
K_17 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 5 10 4.95% LQDSGTFQCVAR 93 104 63.9 26.2 51.7 2 0 0 1,381.6530
K_17 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 5 10 4.95% WIEAGPVVLK 123 132 30.1 25.0 23.5 2 0 0 1,111.6511
K_17 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 4 5 10 4.95% HPASEAEIQPQTQVTLR 133 149 57.4 28.4 49.3 2 2 0 1,904.9826
K_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 6 13 6.07% FAQGSSLSFAAVDR 79 92 113.0 26.9 104.0 2 0 0 1,455.7226
K_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 6 13 6.07% LQDSGTFQCVAR 93 104 35.8 26.3 25.4 2 0 0 1,381.6530
K_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 6 13 6.07% WIEAGPVVLK 123 132 28.4 25.0 22.0 2 0 0 1,111.6511
K_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 6 13 6.07% HPASEAEIQPQTQVTLR 133 149 44.6 28.4 38.4 2 2 0 1,904.9826
K_18 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 5 6 13 6.07% VVLAPQDVVVAR 227 238 51.7 25.0 51.7 3 0 0 1,265.7576
L_13 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 2 2 3 2.24% LQDSGTFQCVAR 93 104 68.5 26.0 61.2 1 0 0 1,381.6530
L_13 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 2 2 3 2.24% VVLAPQDVVVAR 227 238 41.4 25.0 41.4 2 0 0 1,265.7576
M_13 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 4 3.83% FAQGSSLSFAAVDR 79 92 80.8 26.9 73.6 2 0 0 1,455.7226
M_13 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 4 3.83% CMSSTPAGSIEAQAR 481 495 45.3 25.0 45.3 1 0 0 1,581.6996
M_13 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 4 3.83% YTCIAGNSCNIK 662 673 24.0 25.0 24.0 1 0 0 1,400.6298
N_13 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 6 3.83% FAQGSSLSFAAVDR 79 92 85.2 26.8 78.0 2 0 0 1,455.7226
N_13 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 6 3.83% CMSSTPAGSIEAQAR 481 495 48.8 25.0 48.8 2 0 0 1,581.6996
N_13 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 6 3.83% YTCIAGNSCNIK 662 673 27.9 25.0 19.6 2 0 0 1,400.6298
P_12 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 6 3.64% VVLAPQDVVVAR 227 238 53.4 25.0 53.4 2 0 0 1,265.7576
P_12 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 6 3.64% CMSSTPAGSIEAQAR 481 495 42.0 25.0 38.5 2 0 0 1,581.6996
P_12 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 6 3.64% YTCIAGNSCNIK 662 673 22.8 25.0 21.0 2 0 0 1,400.6298
Q_12 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 5 3.36% LQDSGTFQCVAR 93 104 56.5 26.1 48.0 2 0 0 1,381.6530
Q_12 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 5 3.36% VVLAPQDVVVAR 227 238 34.8 25.0 34.8 2 0 0 1,265.7576
Q_12 Inactive tyrosine‐protein kinase 7 PTK7_HUMAN 118,392 3 3 5 3.36% YTCIAGNSCNIK 662 673 31.9 25.0 31.9 1 0 0 1,400.6298
A_17 Tyrosine‐protein phosphatase non‐receptor type 11 PTN11_HUMAN 68,436 2 2 3 3.35% SNPGDFTLSVR 36 46 25.5 28.1 23.1 1 0 0 1,192.5957
A_17 Tyrosine‐protein phosphatase non‐receptor type 11 PTN11_HUMAN 68,436 2 2 3 3.35% INAAEIESR 221 229 42.5 28.1 34.6 2 0 0 1,002.5214
B_17 Tyrosine‐protein phosphatase non‐receptor type 11 PTN11_HUMAN 68,436 2 2 4 3.85% SNPGDFTLSVR 36 46 44.8 27.8 36.4 2 0 0 1,192.5957
B_17 Tyrosine‐protein phosphatase non‐receptor type 11 PTN11_HUMAN 68,436 2 2 4 3.85% YPLNCADPTSER 100 111 42.7 25.0 33.8 2 0 0 1,422.6319
A_10 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 2 2 4 5.59% LVALLNTLDR 112 121 49.7 26.1 33.5 2 0 0 1,127.6784
A_10 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 2 2 4 5.59% VDDQIAIVFK 209 218 28.9 27.1 25.4 2 0 0 1,147.6359
A_11 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 3 3 6 9.22% LVALLNTLDR 112 121 55.5 25.0 41.0 2 0 0 1,127.6784
A_11 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 3 3 6 9.22% WIDETPPVDQPSR 122 134 54.4 27.3 46.2 2 0 0 1,539.7440
A_11 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 3 3 6 9.22% VDDQIAIVFK 209 218 40.5 27.6 34.3 2 0 0 1,147.6359
B_11 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 3 3 6 10.10% LVALLNTLDR 112 121 62.9 26.1 48.0 2 0 0 1,127.6784
B_11 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 3 3 6 10.10% WIDETPPVDQPSR 122 134 57.2 27.0 50.0 2 0 0 1,539.7440
B_11 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 3 3 6 10.10% FGSLLPIHPVTSG 346 358 26.2 26.4 18.1 2 0 0 1,324.7261
C_11 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 2 2 3 7.26% WIDETPPVDQPSR 122 134 39.7 26.9 37.8 2 0 0 1,539.7440
C_11 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 2 2 3 7.26% FGSLLPIHPVTSG 346 358 25.2 26.4 14.3 1 0 0 1,324.7261
F_13 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 2 2 4 7.26% WIDETPPVDQPSR 122 134 62.4 27.3 56.0 2 0 0 1,539.7440
F_13 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 2 2 4 7.26% FGSLLPIHPVTSG 346 358 37.6 26.4 29.3 2 0 0 1,324.7261
H_09 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 3 3 6 10.10% LVALLNTLDR 112 121 59.2 25.6 39.4 2 0 0 1,127.6784
H_09 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 3 3 6 10.10% WIDETPPVDQPSR 122 134 46.4 27.0 43.5 2 0 0 1,539.7440
H_09 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 3 3 6 10.10% FGSLLPIHPVTSG 346 358 53.2 26.4 45.4 2 0 0 1,324.7261
K_09 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 2 2 4 6.42% VDDQIAIVFK 209 218 69.1 27.1 51.8 2 0 0 1,147.6359
K_09 Serine/threonine‐protein phosphatase 2A activator PTPA_HUMAN 40,668 2 2 4 6.42% FGSLLPIHPVTSG 346 358 26.1 26.4 23.2 2 0 0 1,324.7261
C_24 Receptor‐type tyrosine‐protein phosphatase delta PTPRD_HUMAN 214,761 2 2 4 1.41% SPQGLGASTAEISAR 589 603 61.5 27.2 61.5 2 0 0 1,444.7391
C_24 Receptor‐type tyrosine‐protein phosphatase delta PTPRD_HUMAN 214,761 2 2 4 1.41% GPGPYSPSVQFR 1001 1012 41.5 28.0 41.3 2 0 0 1,291.6430
I_20 Receptor‐type tyrosine‐protein phosphatase delta PTPRD_HUMAN 214,761 2 2 3 1.26% SPQGLGASTAEISAR 589 603 47.8 27.4 46.5 1 0 0 1,444.7391
I_20 Receptor‐type tyrosine‐protein phosphatase delta PTPRD_HUMAN 214,761 2 2 3 1.26% SYSFVLTNR 1080 1088 31.2 26.3 22.2 2 0 0 1,086.5577
B_17 Receptor‐type tyrosine‐protein phosphatase epsilon PTPRE_HUMAN 80,643 2 2 3 2.86% SATIVMLTNLK 227 237 22.4 26.6 16.6 1 0 0 1,190.6814
B_17 Receptor‐type tyrosine‐protein phosphatase epsilon PTPRE_HUMAN 80,643 2 2 3 2.86% VDVFEFVSR 361 369 44.9 26.8 40.5 2 0 0 1,097.5625
A_23 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 2 2 4 0.94% NVLELSNVVR 283 292 46.2 28.3 36.0 2 0 0 1,142.6527
A_23 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 2 2 4 0.94% GYQVTYVR 743 750 27.9 25.4 18.2 2 0 0 985.5101
A_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 9 17 5.82% DFLPVDPATSNGR 171 183 37.5 26.0 25.4 2 0 0 1,388.6806
A_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 9 17 5.82% NVLELSNVVR 283 292 50.0 27.8 33.0 2 0 0 1,142.6527
A_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 9 17 5.82% AAGTEGPFQEVDGVATTR 356 373 72.5 26.9 71.2 2 0 0 1,805.8666
A_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 9 17 5.82% VLAVNSIGR 389 397 34.3 25.7 24.0 2 0 0 928.5574
A_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 9 17 5.82% SDMGVGVFTPTIEAR 586 600 69.3 26.7 60.9 2 0 0 1,595.7736
A_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 9 17 5.82% AHTDVGPGPESSPVLVR 686 702 62.4 28.3 46.6 2 0 0 1,717.8869
A_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 9 17 5.82% GYQVTYVR 743 750 23.5 25.9 11.5 2 0 0 985.5101
A_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 9 17 5.82% IISYTVVFR 948 956 62.7 25.0 50.0 2 0 0 1,097.6353
A_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 9 17 5.82% GSGPLSPSIQSR 995 1006 28.9 27.3 22.0 1 0 0 1,185.6223
A_25 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 3 3 4 1.52% YSAPANLYVR 217 226 45.5 27.8 29.3 1 0 0 1,153.5999
A_25 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 3 3 4 1.52% NVLELSNVVR 283 292 41.9 27.0 25.0 2 0 0 1,142.6527
A_25 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 3 3 4 1.52% VLAVNSIGR 389 397 23.5 25.7 18.8 1 0 0 928.5574
B_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 9 16 5.45% DFLPVDPATSNGR 171 183 33.7 26.9 20.3 2 0 0 1,388.6806
B_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 9 16 5.45% NVLELSNVVR 283 292 51.1 27.8 36.6 2 0 0 1,142.6527
B_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 9 16 5.45% AAGTEGPFQEVDGVATTR 356 373 62.2 27.1 62.2 2 0 0 1,805.8666
B_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 9 16 5.45% VLAVNSIGR 389 397 31.1 25.7 21.7 1 0 0 928.5574
B_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 9 16 5.45% EHSSWDLVGLEK 665 676 27.8 27.1 26.7 2 0 0 1,399.6853
B_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 9 16 5.45% AHTDVGPGPESSPVLVR 686 702 72.1 28.3 56.4 2 2 0 1,717.8869
B_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 9 16 5.45% TDEDVPSGPPR 703 713 23.1 25.1 23.1 1 0 0 1,169.5435
B_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 9 16 5.45% GSSAGGLQHLVSIR 1081 1094 55.5 27.2 48.9 2 0 0 1,381.7547
C_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 11 14 22 7.08% NVLELSNVVR 283 292 57.0 27.0 38.7 2 0 0 1,142.6527
C_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 11 14 22 7.08% AAGTEGPFQEVDGVATTR 356 373 52.2 26.8 52.2 2 2 0 1,805.8666
C_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 11 14 22 7.08% VLAVNSIGR 389 397 36.5 25.7 29.1 1 0 0 928.5574
C_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 11 14 22 7.08% VLAVNSIGRGPPSEAVR 389 405 46.6 25.3 39.8 0 2 0 1,721.9657
C_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 11 14 22 7.08% VLAFTAVGDGPPSPTIQVK 488 506 34.3 25.5 29.5 1 0 0 1,897.0432
C_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 11 14 22 7.08% VSWVPPPADSR 625 635 27.9 27.4 20.1 2 0 0 1,210.6215
C_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 11 14 22 7.08% EHSSWDLVGLEK 665 676 29.3 27.2 22.7 0 2 0 1,399.6853
C_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 11 14 22 7.08% AHTDVGPGPESSPVLVR 686 702 58.3 28.3 51.1 2 1 0 1,717.8869
C_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 11 14 22 7.08% AGLGEEFEKEIR 898 909 43.8 28.4 21.4 2 1 0 1,377.7010
C_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 11 14 22 7.08% IISYTVVFR 948 956 58.1 25.0 45.7 1 0 0 1,097.6353
C_24 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 11 14 22 7.08% TMPVEQVFAK 1007 1016 22.2 27.5 12.3 1 0 0 1,165.5923
D_29 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 5 5 6 2.99% NVLELSNVVR 283 292 52.4 27.5 33.0 2 0 0 1,142.6527
D_29 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 5 5 6 2.99% VLAVNSIGR 389 397 24.0 27.6 5.1 1 0 0 928.5574
D_29 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 5 5 6 2.99% AHTDVGPGPESSPVLVR 686 702 23.8 28.1 22.1 0 1 0 1,717.8869
D_29 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 5 5 6 2.99% IISYTVVFR 948 956 34.8 25.0 27.7 1 0 0 1,097.6353
D_29 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 5 5 6 2.99% GSGPLSPSIQSR 995 1006 25.6 27.3 22.3 1 0 0 1,185.6223
E_29 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 2 2 3 1.10% AGLGEEFEK 898 906 39.0 26.2 20.9 1 0 0 979.4732
E_29 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 2 2 3 1.10% GSGPLSPSIQSR 995 1006 23.0 27.3 23.0 2 0 0 1,185.6223
H_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 5 5 8 2.88% YSAPANLYVR 217 226 59.8 27.7 37.2 1 0 0 1,153.5999
H_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 5 5 8 2.88% VLAVNSIGR 389 397 49.4 25.1 43.0 2 0 0 928.5574
H_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 5 5 8 2.88% SDMGVGVFTPTIEAR 586 600 50.4 26.8 39.3 1 0 0 1,595.7736
H_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 5 5 8 2.88% IISYTVVFR 948 956 58.5 25.0 45.6 2 0 0 1,097.6353
H_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 5 5 8 2.88% GSGPLSPSIQSR 995 1006 37.7 27.3 26.2 2 0 0 1,185.6223
I_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 10 18 5.66% AAGTEGPFQEVDGVATTR 356 373 66.6 27.1 66.1 3 0 0 1,805.8666
I_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 10 18 5.66% VLAVNSIGR 389 397 48.3 25.1 28.5 2 0 0 928.5574
I_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 10 18 5.66% SDMGVGVFTPTIEAR 586 600 54.6 26.7 46.0 2 0 0 1,595.7736
I_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 10 18 5.66% VSWVPPPADSR 625 635 37.3 27.7 26.1 2 0 0 1,210.6215
I_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 10 18 5.66% EHSSWDLVGLEK 665 676 25.2 26.8 25.0 2 0 0 1,399.6853
I_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 10 18 5.66% AHTDVGPGPESSPVLVR 686 702 47.3 28.1 42.8 2 0 0 1,717.8869
I_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 10 18 5.66% AGLGEEFEKEIR 898 909 35.2 28.0 20.7 2 1 0 1,377.7010



I_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 8 10 18 5.66% GSSAGGLQHLVSIR 1081 1094 29.3 26.8 15.0 1 1 0 1,381.7547
J_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 4 4 7 2.88% YSAPANLYVR 217 226 54.8 27.4 29.5 2 0 0 1,153.5999
J_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 4 4 7 2.88% AAGTEGPFQEVDGVATTR 356 373 84.8 27.2 84.7 2 0 0 1,805.8666
J_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 4 4 7 2.88% AHTDVGPGPESSPVLVR 686 702 21.0 28.7 11.9 1 0 0 1,717.8869
J_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 4 4 7 2.88% ELPGELLGYR 845 854 39.3 29.1 31.9 2 0 0 1,146.6155
J_21 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 2 2 3 1.47% NVLELSNVVR 283 292 47.2 27.7 30.1 2 0 0 1,142.6527
J_21 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 2 2 3 1.47% AAGTEGPFQEVDGVATTR 356 373 41.6 27.3 41.6 1 0 0 1,805.8666
K_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 10 15 6.24% DFLPVDPATSNGR 171 183 23.3 26.9 13.1 1 0 0 1,388.6806
K_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 10 15 6.24% AAGTEGPFQEVDGVATTR 356 373 62.5 27.3 61.8 2 0 0 1,805.8666
K_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 10 15 6.24% VLAVNSIGRGPPSEAVR 389 405 36.5 25.0 28.2 0 2 0 1,721.9657
K_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 10 15 6.24% VSWVPPPADSR 625 635 26.6 28.1 7.2 1 0 0 1,210.6215
K_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 10 15 6.24% EHSSWDLVGLEK 665 676 31.6 27.2 19.3 1 1 0 1,399.6853
K_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 10 15 6.24% AHTDVGPGPESSPVLVR 686 702 58.7 28.3 53.6 2 0 0 1,717.8869
K_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 10 15 6.24% ELPGELLGYR 845 854 36.0 28.0 27.3 2 0 0 1,146.6155
K_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 10 15 6.24% AGLGEEFEKEIR 898 909 37.8 28.4 30.5 0 1 0 1,377.7010
K_20 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 9 10 15 6.24% IISYTVVFR 948 956 49.9 25.0 43.8 2 0 0 1,097.6353
L_14 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 2 2 3 0.94% YSAPANLYVR 217 226 47.5 27.8 36.3 2 0 0 1,153.5999
L_14 Receptor‐type tyrosine‐protein phosphatase F PTPRF_HUMAN 212,878 2 2 3 0.94% GYQVTYVR 743 750 21.2 25.7 9.5 1 0 0 985.5101
C_22 Receptor‐type tyrosine‐protein phosphatase kappa PTPRK_MOUSE 164,186 2 2 4 1.58% GLNPGTLNILVR 116 127 39.9 25.0 35.3 2 0 0 1,266.7530
C_22 Receptor‐type tyrosine‐protein phosphatase kappa PTPRK_MOUSE 164,186 2 2 4 1.58% NGEDIPVAQTK 233 243 32.0 27.0 27.4 2 0 0 1,171.5955
I_19 Receptor‐type tyrosine‐protein phosphatase kappa PTPRK_MOUSE 164,186 3 3 5 2.33% GLNPGTLNILVR 116 127 30.5 25.0 29.2 2 0 0 1,266.7530
I_19 Receptor‐type tyrosine‐protein phosphatase kappa PTPRK_MOUSE 164,186 3 3 5 2.33% LQEVTKTDQDLYR 256 268 41.7 28.1 34.3 2 0 0 1,608.8230
I_19 Receptor‐type tyrosine‐protein phosphatase kappa PTPRK_MOUSE 164,186 3 3 5 2.33% MILTNPEGR 466 474 23.5 28.3 16.1 1 0 0 1,030.5351
K_19 Receptor‐type tyrosine‐protein phosphatase kappa PTPRK_MOUSE 164,186 2 2 4 1.72% GLNPGTLNILVR 116 127 49.6 25.0 48.8 2 0 0 1,266.7530
K_19 Receptor‐type tyrosine‐protein phosphatase kappa PTPRK_MOUSE 164,186 2 2 4 1.72% GSGVSNFAQLIVR 276 288 64.5 26.8 54.2 2 0 0 1,347.7379
C_24 Receptor‐type tyrosine‐protein phosphatase S PTPRS_HUMAN 217,040 3 3 5 2.41% SPQGLGAFTPVVR 598 610 46.9 27.2 34.2 2 0 0 1,328.7322
C_24 Receptor‐type tyrosine‐protein phosphatase S PTPRS_HUMAN 217,040 3 3 5 2.41% ITTVAHTEVGPGPESSPVVVR 694 714 37.3 27.2 30.9 0 1 0 2,132.1347
C_24 Receptor‐type tyrosine‐protein phosphatase S PTPRS_HUMAN 217,040 3 3 5 2.41% IQYNGLTLDVDGR 1068 1080 46.3 28.1 35.5 2 0 0 1,463.7491
A_03 Putative peptidyl‐tRNA hydrolase PTRHD1 PTRD1_HUMAN 15,805 2 2 3 18.60% DHPHTAAYLQELGR 64 77 53.5 27.5 46.1 0 2 0 1,607.7926
A_03 Putative peptidyl‐tRNA hydrolase PTRHD1 PTRD1_HUMAN 15,805 2 2 3 18.60% VVLEAPDETTLK 81 92 30.6 28.5 19.0 1 0 0 1,314.7153
F_05 Putative peptidyl‐tRNA hydrolase PTRHD1 PTRD1_HUMAN 15,805 2 2 4 15.70% DHPHTAAYLQELGR 64 77 37.3 27.6 28.1 0 2 0 1,607.7926
F_05 Putative peptidyl‐tRNA hydrolase PTRHD1 PTRD1_HUMAN 15,805 2 2 4 15.70% EEVGQYLK 127 134 37.7 26.1 31.1 2 0 0 965.4939
A_04 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 7.18% IREGQVEVLK 328 337 34.7 25.0 17.7 2 0 0 1,170.6842
A_04 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 7.18% ATEMVEVGADDDEGGAER 338 355 92.4 25.0 90.5 2 0 0 1,866.7661
A_06 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 7.18% QAEMEGAVQSIQGELSK 79 95 74.8 26.9 64.3 2 0 0 1,820.8697
A_06 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 7.18% KLEVNEAELLR 137 147 51.2 26.4 33.4 2 0 0 1,313.7424
A_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 4 6 12 10.30% QAEMEGAVQSIQGELSK 79 95 69.1 26.7 60.6 2 2 0 1,820.8697
A_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 4 6 12 10.30% LEVNEAELLR 138 147 64.0 26.1 42.3 2 0 0 1,185.6474
A_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 4 6 12 10.30% VMIYQDEVK 153 161 29.8 26.1 23.1 2 0 0 1,140.5607
A_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 4 6 12 10.30% VMIYQDEVKLPAK 153 165 40.6 27.8 29.6 2 2 0 1,549.8297
A_10 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 6.67% QAEMEGAVQSIQGELSK 79 95 88.5 26.9 80.5 2 0 0 1,820.8697
A_10 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 6.67% VMIYQDEVK 153 161 34.0 26.1 27.9 2 0 0 1,140.5607
A_11 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 6.92% QAEMEGAVQSIQGELSK 79 95 72.4 26.9 54.9 2 0 0 1,820.8697
A_11 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 6.92% LEVNEAELLR 138 147 57.9 26.2 44.2 2 0 0 1,185.6474
A_12 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 2 7.18% QAEMEGAVQSIQGELSK 79 95 71.1 26.9 63.2 1 0 0 1,820.8697
A_12 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 2 7.18% KLEVNEAELLR 137 147 33.2 26.6 21.3 1 0 0 1,313.7424
A_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 6 7 12 19.20% QAEMEGAVQSIQGELSK 79 95 85.5 27.0 67.3 2 2 0 1,820.8697
A_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 6 7 12 19.20% LEVNEAELLR 138 147 70.4 26.1 55.5 1 0 0 1,185.6474
A_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 6 7 12 19.20% VMIYQDEVK 153 161 29.0 26.1 22.5 2 0 0 1,140.5607
A_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 6 7 12 19.20% SFTPDHVVYAR 300 310 40.5 28.4 29.9 2 0 0 1,291.6429
A_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 6 7 12 19.20% IREGQVEVLK 328 337 27.3 25.0 11.8 1 0 0 1,170.6842
A_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 6 7 12 19.20% ATEMVEVGADDDEGGAER 338 355 85.6 25.0 85.6 2 0 0 1,866.7661
B_04 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 7.69% KSFTPDHVVYAR 299 310 43.2 28.6 35.2 0 2 0 1,419.7379
B_04 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 7.69% ATEMVEVGADDDEGGAER 338 355 78.7 25.0 78.7 2 0 0 1,866.7661
B_06 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 3 7.18% QAEMEGAVQSIQGELSK 79 95 62.5 26.9 53.2 2 0 0 1,820.8697
B_06 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 3 7.18% KLEVNEAELLR 137 147 26.9 26.4 17.2 1 0 0 1,313.7424
B_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 4 6 11 10.30% QAEMEGAVQSIQGELSK 79 95 83.8 26.9 70.9 2 1 0 1,820.8697
B_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 4 6 11 10.30% LEVNEAELLR 138 147 73.5 26.7 59.8 2 0 0 1,185.6474
B_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 4 6 11 10.30% VMIYQDEVK 153 161 29.6 26.1 21.8 2 0 0 1,140.5607
B_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 4 6 11 10.30% VMIYQDEVKLPAK 153 165 43.6 27.8 40.7 2 2 0 1,549.8297
B_10 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 5 9.49% QAEMEGAVQSIQGELSK 79 95 85.2 27.0 67.4 2 0 0 1,820.8697
B_10 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 5 9.49% KLEVNEAELLR 137 147 43.6 26.6 26.3 2 0 0 1,313.7424
B_10 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 5 9.49% VMIYQDEVK 153 161 24.8 26.1 19.5 1 0 0 1,140.5607
B_11 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 5 10.50% QAEMEGAVQSIQGELSK 79 95 70.2 27.0 56.2 2 0 0 1,820.8697
B_11 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 5 10.50% KLEVNEAELLR 137 147 65.6 27.3 54.6 2 0 0 1,313.7424
B_11 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 5 10.50% VMIYQDEVKLPAK 153 165 20.2 27.8 18.1 0 1 0 1,549.8297
B_12 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 2 7.18% QAEMEGAVQSIQGELSK 79 95 66.2 27.0 58.5 1 0 0 1,820.8697
B_12 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 2 7.18% KLEVNEAELLR 137 147 26.9 26.4 19.0 1 0 0 1,313.7424
B_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 7 9 17 19.50% QAEMEGAVQSIQGELSK 79 95 92.4 26.9 77.5 2 2 0 1,820.8697
B_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 7 9 17 19.50% KLEVNEAELLR 137 147 48.1 26.6 34.5 2 0 0 1,313.7424
B_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 7 9 17 19.50% LEVNEAELLR 138 147 57.3 27.6 42.5 2 0 0 1,185.6474
B_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 7 9 17 19.50% VMIYQDEVK 153 161 38.5 26.1 29.9 2 0 0 1,140.5607
B_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 7 9 17 19.50% SFTPDHVVYAR 300 310 58.3 27.7 50.0 2 0 0 1,291.6429
B_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 7 9 17 19.50% IREGQVEVLK 328 337 29.9 26.1 11.3 1 0 0 1,170.6842
B_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 7 9 17 19.50% ATEMVEVGADDDEGGAER 338 355 115.0 25.0 115.0 4 0 0 1,866.7661
C_06 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 3 6 7.18% QAEMEGAVQSIQGELSK 79 95 71.3 26.9 56.9 2 2 0 1,820.8697
C_06 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 3 6 7.18% KLEVNEAELLR 137 147 29.5 26.4 24.1 2 0 0 1,313.7424
C_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 4 6 7.69% QAEMEGAVQSIQGELSK 79 95 67.5 26.9 54.2 2 1 0 1,820.8697
C_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 4 6 7.69% VMIYQDEVK 153 161 30.2 26.6 22.9 1 0 0 1,140.5607
C_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 4 6 7.69% VMIYQDEVKLPAK 153 165 32.6 27.8 26.7 0 2 0 1,549.8297
C_11 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 2 7.18% QAEMEGAVQSIQGELSK 79 95 65.4 26.7 54.9 1 0 0 1,820.8697
C_11 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 2 7.18% KLEVNEAELLR 137 147 38.6 26.4 32.8 1 0 0 1,313.7424
C_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 5 6 11 17.90% QAEMEGAVQSIQGELSK 79 95 72.1 26.7 65.8 2 2 0 1,820.8697
C_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 5 6 11 17.90% LEVNEAELLR 138 147 70.2 26.8 60.3 2 0 0 1,185.6474
C_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 5 6 11 17.90% VMIYQDEVKLPAK 153 165 39.5 27.8 34.6 0 2 0 1,549.8297
C_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 5 6 11 17.90% KSFTPDHVVYAR 299 310 38.1 28.5 34.6 0 1 0 1,419.7379
C_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 5 6 11 17.90% ATEMVEVGADDDEGGAER 338 355 74.7 25.0 74.7 2 0 0 1,866.7661
F_11 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 3 6.92% QAEMEGAVQSIQGELSK 79 95 53.7 27.0 48.2 1 0 0 1,820.8697
F_11 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 3 6.92% LEVNEAELLR 138 147 65.7 27.6 52.4 2 0 0 1,185.6474
F_12 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 3 2.82% KLEVNEAELLR 137 147 48.5 26.6 42.1 1 0 0 1,313.7424
F_12 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 3 2.82% LEVNEAELLR 138 147 52.2 26.1 42.8 2 0 0 1,185.6474
H_04 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 2 7.69% KSFTPDHVVYAR 299 310 24.5 28.0 19.0 0 1 0 1,419.7379
H_04 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 2 7.69% ATEMVEVGADDDEGGAER 338 355 63.5 25.0 51.1 1 0 0 1,850.7711
H_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 6 7.18% QAEMEGAVQSIQGELSK 79 95 55.8 26.9 43.8 2 0 0 1,820.8697
H_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 6 7.18% KLEVNEAELLR 137 147 68.8 26.9 63.3 2 0 0 1,313.7424
H_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 6 7.18% LEVNEAELLR 138 147 61.8 27.2 42.9 2 0 0 1,185.6474
H_13 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 3 5.64% KLEVNEAELLR 137 147 60.8 26.6 45.0 2 0 0 1,313.7424
H_13 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 3 5.64% SFTPDHVVYAR 300 310 24.4 28.0 16.6 1 0 0 1,291.6429
I_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 6 7.18% QAEMEGAVQSIQGELSK 79 95 90.5 27.0 79.9 2 0 0 1,820.8697
I_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 6 7.18% KLEVNEAELLR 137 147 73.9 26.9 57.0 2 0 0 1,313.7424
I_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 6 7.18% LEVNEAELLR 138 147 70.8 28.2 49.8 2 0 0 1,185.6474
K_13 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 3 2.82% KLEVNEAELLR 137 147 48.8 26.6 32.7 2 0 0 1,313.7424
K_13 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 3 2.82% LEVNEAELLR 138 147 36.1 27.7 27.1 1 0 0 1,185.6474
L_06 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 6.92% QAEMEGAVQSIQGELSK 79 95 83.6 27.0 65.3 2 0 0 1,820.8697
L_06 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 6.92% LEVNEAELLR 138 147 49.6 28.2 34.5 2 0 0 1,185.6474
L_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 8 8 14 20.30% QAEMEGAVQSIQGELSK 79 95 94.5 27.0 82.3 2 0 0 1,820.8697
L_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 8 8 14 20.30% KLEVNEAELLR 137 147 56.0 26.5 40.3 2 0 0 1,313.7424
L_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 8 8 14 20.30% KLEVNEAELLRR 137 148 19.4 25.0 2.4 0 1 0 1,469.8435
L_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 8 8 14 20.30% VMIYQDEVK 153 161 33.2 26.5 20.0 2 0 0 1,140.5607
L_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 8 8 14 20.30% VMIYQDEVKLPAK 153 165 28.8 27.5 17.6 0 2 0 1,549.8297
L_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 8 8 14 20.30% KSFTPDHVVYAR 299 310 25.3 28.3 14.2 0 1 0 1,419.7379
L_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 8 8 14 20.30% ATEMVEVGADDDEGGAER 338 355 91.8 25.0 91.8 2 0 0 1,866.7661



L_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 8 8 14 20.30% ATEMVEVGADDDEGGAERGEAGDLR 338 362 64.3 25.0 62.6 0 2 0 2,565.1010
L_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 5 5 9 16.40% QAEMEGAVQSIQGELSK 79 95 106.0 27.0 87.0 2 0 0 1,820.8697
L_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 5 5 9 16.40% LEVNEAELLR 138 147 52.3 27.2 43.7 1 0 0 1,185.6474
L_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 5 5 9 16.40% KSFTPDHVVYAR 299 310 39.9 28.7 31.2 0 2 0 1,419.7379
L_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 5 5 9 16.40% ATEMVEVGADDDEGGAER 338 355 81.0 25.0 81.0 2 0 0 1,866.7661
L_09 Polymerase I and transcript release factor PTRF_HUMAN 43,477 5 5 9 16.40% ATEMVEVGADDDEGGAERGEAGDLR 338 362 43.3 25.0 40.4 0 2 0 2,565.1010
L_10 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 5 11.50% QAEMEGAVQSIQGELSK 79 95 80.0 27.2 61.1 1 0 0 1,820.8697
L_10 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 5 11.50% LEVNEAELLR 138 147 58.6 27.8 47.3 2 0 0 1,185.6474
L_10 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 5 11.50% ATEMVEVGADDDEGGAER 338 355 97.5 25.0 97.5 2 0 0 1,866.7661
L_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 3 8.97% QAEMEGAVQSIQGELSK 79 95 57.9 27.0 41.3 1 0 0 1,820.8697
L_14 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 3 8.97% ATEMVEVGADDDEGGAER 338 355 80.3 25.0 80.3 2 0 0 1,866.7661
M_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 6 11.80% QAEMEGAVQSIQGELSK 79 95 88.6 27.0 71.7 2 0 0 1,820.8697
M_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 6 11.80% KLEVNEAELLR 137 147 57.0 26.9 48.0 2 0 0 1,313.7424
M_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 3 3 6 11.80% ATEMVEVGADDDEGGAER 338 355 72.9 25.0 72.9 2 0 0 1,866.7661
O_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 8.97% QAEMEGAVQSIQGELSK 79 95 74.4 27.2 56.1 2 0 0 1,820.8697
O_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 8.97% ATEMVEVGADDDEGGAER 338 355 54.5 25.0 54.5 2 0 0 1,866.7661
P_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 8.97% QAEMEGAVQSIQGELSK 79 95 76.6 27.4 64.8 2 0 0 1,820.8697
P_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 8.97% ATEMVEVGADDDEGGAER 338 355 88.4 25.0 87.8 2 0 0 1,866.7661
Q_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 6.92% VMIYQDEVK 153 161 27.2 26.9 14.3 2 0 0 1,140.5607
Q_08 Polymerase I and transcript release factor PTRF_HUMAN 43,477 2 2 4 6.92% ATEMVEVGADDDEGGAER 338 355 71.8 25.0 71.8 2 0 0 1,866.7661
A_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 10.20% MLLQATDDVLR 72 82 44.2 29.1 21.8 2 0 0 1,290.6725
A_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 10.20% LAESLARPCAPGAPAEAR 95 112 57.9 27.8 49.3 0 2 0 1,836.9386
A_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 10.20% ALAAVLEELR 148 157 41.7 26.1 23.8 2 0 0 1,084.6361
B_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 11.00% MLLQATDDVLR 72 82 50.0 29.0 31.0 2 0 0 1,290.6725
B_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 11.00% LAESLARPCAPGAPAEAR 95 112 51.5 27.8 44.2 0 2 0 1,836.9386
B_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 11.00% LTSALDELLQATR 113 125 56.5 27.4 31.3 2 0 0 1,430.7851
B_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 8.92% MLLQATDDVLR 72 82 51.3 29.1 27.4 1 0 0 1,290.6725
B_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 8.92% LTSALDELLQATR 113 125 75.3 27.5 63.9 2 0 0 1,430.7851
B_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 8.92% ALAAVLEELR 148 157 49.8 26.1 36.3 2 0 0 1,084.6361
C_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 6.04% LTSALDELLQATR 113 125 62.5 27.5 48.7 2 0 0 1,430.7851
C_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 6.04% ALAAVLEELR 148 157 45.7 25.0 36.5 2 0 0 1,084.6361
C_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 7 8 17 20.50% LFIMLENSQMR 59 69 43.2 27.1 28.9 3 0 0 1,397.6917
C_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 7 8 17 20.50% MLLQATDDVLR 72 82 62.4 28.5 41.5 2 0 0 1,290.6725
C_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 7 8 17 20.50% LAESLARPCAPGAPAEAR 95 112 43.5 27.6 42.4 2 2 0 1,836.9386
C_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 7 8 17 20.50% LTSALDELLQATR 113 125 73.4 27.5 62.9 2 0 0 1,430.7851
C_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 7 8 17 20.50% ALAAVLEELR 148 157 55.8 25.0 32.0 2 0 0 1,084.6361
C_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 7 8 17 20.50% ALAAVLEELRQTR 148 160 33.3 25.3 23.7 2 0 0 1,469.8435
C_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 7 8 17 20.50% IFGSVHPVRPMR 192 203 22.3 27.2 13.6 0 2 0 1,411.7628
C_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 8.92% MLLQATDDVLR 72 82 53.1 28.5 32.3 1 0 0 1,290.6725
C_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 8.92% LTSALDELLQATR 113 125 73.1 27.5 53.2 2 0 0 1,430.7851
C_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 8.92% ALAAVLEELR 148 157 54.2 25.0 27.5 2 0 0 1,084.6361
E_18 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 2 6.30% MLLQATDDVLR 72 82 33.7 28.5 17.0 1 0 0 1,290.6725
E_18 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 2 6.30% LTSALDELLQATR 113 125 43.3 27.5 31.1 1 0 0 1,430.7851
E_19 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 11.00% MLLQATDDVLR 72 82 43.6 28.6 21.3 2 0 0 1,290.6725
E_19 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 11.00% LAESLARPCAPGAPAEAR 95 112 31.0 27.7 19.8 0 1 0 1,836.9386
E_19 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 11.00% LTSALDELLQATR 113 125 74.3 27.7 63.0 2 0 0 1,430.7851
F_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 6 6 11 18.90% MLLQATDDVLR 72 82 55.3 29.0 28.4 2 0 0 1,290.6725
F_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 6 6 11 18.90% LAESLARPCAPGAPAEAR 95 112 60.9 27.9 56.1 0 2 0 1,836.9386
F_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 6 6 11 18.90% LTSALDELLQATR 113 125 62.0 27.6 50.5 2 0 0 1,430.7851
F_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 6 6 11 18.90% ALAAVLEELR 148 157 61.2 26.5 45.3 2 0 0 1,084.6361
F_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 6 6 11 18.90% TILFSYGTK 222 230 22.6 28.2 16.7 1 0 0 1,029.5616
F_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 6 6 11 18.90% LVAEAMVSLGR 256 266 59.5 28.9 45.9 2 0 0 1,145.6347
F_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 2 6.30% MLLQATDDVLR 72 82 36.5 28.9 15.4 1 0 0 1,290.6725
F_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 2 6.30% LTSALDELLQATR 113 125 33.0 27.6 18.8 1 0 0 1,430.7851
G_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 5 10 10.80% MLLQATDDVLR 72 82 59.6 28.7 38.2 4 0 0 1,274.6775
G_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 5 10 10.80% ALAAVLEELR 148 157 67.9 26.2 49.9 2 0 0 1,084.6361
G_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 5 10 10.80% TILFSYGTK 222 230 34.9 28.7 27.2 2 0 0 1,029.5616
G_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 5 10 10.80% LVAEAMVSLGR 256 266 70.2 28.7 58.8 2 0 0 1,145.6347
G_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 11.50% MLLQATDDVLR 72 82 61.2 29.0 43.2 2 0 0 1,290.6725
G_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 11.50% ALAAVLEELR 148 157 44.9 26.2 24.9 2 0 0 1,084.6361
G_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 11.50% ADLHAVQGWAAR 161 172 38.0 27.5 31.8 1 0 0 1,294.6651
G_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 11.50% LVAEAMVSLGR 256 266 43.1 28.9 37.0 2 0 0 1,161.6297
H_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 8 13.60% MLLQATDDVLR 72 82 45.3 28.9 22.2 2 0 0 1,274.6775
H_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 8 13.60% LAESLARPCAPGAPAEAR 95 112 52.2 27.8 39.8 0 2 0 1,836.9386
H_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 8 13.60% LTSALDELLQATR 113 125 71.2 27.4 53.4 2 0 0 1,430.7851
H_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 8 13.60% ALAAVLEELR 148 157 66.6 26.1 49.1 2 0 0 1,084.6361
H_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% LAESLARPCAPGAPAEAR 95 112 35.4 27.8 32.2 0 2 0 1,836.9386
H_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% ALAAVLEELR 148 157 60.0 26.1 43.8 2 0 0 1,084.6361
H_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 6.04% LTSALDELLQATR 113 125 66.7 27.6 56.0 1 0 0 1,430.7851
H_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 6.04% ALAAVLEELR 148 157 46.4 26.1 29.3 2 0 0 1,084.6361
H_21 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% LAESLARPCAPGAPAEAR 95 112 35.4 27.9 29.5 0 2 0 1,836.9386
H_21 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% ALAAVLEELR 148 157 50.9 26.2 30.9 2 0 0 1,084.6361
H_22 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% LAESLARPCAPGAPAEAR 95 112 32.3 27.9 22.7 0 2 0 1,836.9386
H_22 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% ALAAVLEELR 148 157 50.2 26.1 35.5 2 0 0 1,084.6361
H_23 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.80% LAESLARPCAPGAPAEAR 95 112 71.4 27.8 63.1 0 2 0 1,836.9386
H_23 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.80% LTSALDELLQATR 113 125 51.0 27.5 35.5 1 0 0 1,430.7851
H_23 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.80% ALAAVLEELR 148 157 57.3 26.2 31.7 2 0 0 1,084.6361
H_24 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.80% LAESLARPCAPGAPAEAR 95 112 36.5 27.9 32.5 0 2 0 1,836.9386
H_24 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.80% LTSALDELLQATR 113 125 47.9 27.6 34.4 1 0 0 1,430.7851
H_24 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.80% ALAAVLEELR 148 157 47.7 26.1 36.5 2 0 0 1,084.6361
I_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 6 10 14.40% MLLQATDDVLR 72 82 57.2 28.9 40.6 2 0 0 1,274.6775
I_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 6 10 14.40% LAESLARPCAPGAPAEAR 95 112 59.7 27.8 51.9 1 2 0 1,836.9386
I_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 6 10 14.40% LTSALDELLQATR 113 125 87.7 27.5 75.6 2 0 0 1,430.7851
I_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 6 10 14.40% ALAAVLEELR 148 157 62.7 26.1 44.1 2 0 0 1,084.6361
I_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 6 10 14.40% ALAAVLEELRQTR 148 160 21.9 25.5 13.1 1 0 0 1,469.8435
I_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 9 12.90% MLLQATDDVLR 72 82 40.2 28.9 17.2 2 0 0 1,290.6725
I_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 9 12.90% LTSALDELLQATR 113 125 89.6 27.5 72.7 2 0 0 1,430.7851
I_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 9 12.90% ALAAVLEELR 148 157 61.7 26.2 38.2 2 0 0 1,084.6361
I_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 9 12.90% ALAAVLEELRQTR 148 160 29.5 25.5 24.3 1 0 0 1,469.8435
I_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 9 12.90% ADLHAVQGWAAR 161 172 41.0 27.7 27.2 2 0 0 1,294.6651
I_16 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 2 7.35% LAESLARPCAPGAPAEAR 95 112 33.3 27.9 27.4 0 1 0 1,836.9386
I_16 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 2 7.35% ALAAVLEELR 148 157 45.2 26.2 26.5 1 0 0 1,084.6361
J_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 8 13.60% MLLQATDDVLR 72 82 51.7 28.8 35.2 2 0 0 1,274.6775
J_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 8 13.60% LAESLARPCAPGAPAEAR 95 112 61.5 27.8 59.1 0 2 0 1,836.9386
J_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 8 13.60% LTSALDELLQATR 113 125 77.1 26.8 54.6 2 0 0 1,430.7851
J_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 8 13.60% ALAAVLEELR 148 157 57.7 26.2 40.2 2 0 0 1,084.6361
J_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 6 7 12 19.20% MLLQATDDVLR 72 82 59.9 28.5 41.5 4 0 0 1,274.6775
J_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 6 7 12 19.20% LAESLARPCAPGAPAEAR 95 112 53.4 28.0 48.7 0 1 0 1,836.9386
J_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 6 7 12 19.20% LTSALDELLQATR 113 125 84.6 26.8 65.8 2 0 0 1,430.7851
J_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 6 7 12 19.20% ALAAVLEELR 148 157 51.6 26.2 33.7 2 0 0 1,084.6361
J_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 6 7 12 19.20% ADLHAVQGWAAR 161 172 44.1 27.5 38.0 2 0 0 1,294.6651
J_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 6 7 12 19.20% TILFSYGTK 222 230 22.2 28.3 1.3 1 0 0 1,029.5616
J_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 10.80% LAESLARPCAPGAPAEAR 95 112 62.0 27.9 56.8 0 2 0 1,836.9386
J_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 10.80% LTSALDELLQATR 113 125 81.4 26.9 48.5 2 0 0 1,430.7851
J_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 10.80% ALAAVLEELR 148 157 50.7 26.2 32.2 2 0 0 1,084.6361
J_21 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.20% MLLQATDDVLR 72 82 29.8 28.7 6.5 1 0 0 1,274.6775
J_21 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.20% LAESLARPCAPGAPAEAR 95 112 58.0 27.9 53.2 0 2 0 1,836.9386
J_21 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.20% ALAAVLEELR 148 157 58.0 26.2 45.2 2 0 0 1,084.6361
J_22 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% LAESLARPCAPGAPAEAR 95 112 53.9 27.8 44.2 0 2 0 1,836.9386
J_22 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% ALAAVLEELR 148 157 52.0 26.2 40.4 2 0 0 1,084.6361
J_24 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% LAESLARPCAPGAPAEAR 95 112 49.5 27.9 41.6 0 2 0 1,836.9386
J_24 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% ALAAVLEELR 148 157 58.1 26.2 43.8 2 0 0 1,084.6361



K_09 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 8.66% MLLQATDDVLR 72 82 23.2 28.8 9.6 1 0 0 1,274.6775
K_09 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 8.66% ALAAVLEELR 148 157 55.8 26.2 40.6 2 0 0 1,084.6361
K_09 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 8.66% ADLHAVQGWAAR 161 172 22.1 27.4 14.7 2 0 0 1,294.6651
K_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 6 12 13.60% MLLQATDDVLR 72 82 44.0 29.1 24.7 4 0 0 1,290.6725
K_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 6 12 13.60% LAESLARPCAPGAPAEAR 95 112 59.0 27.9 48.5 2 2 0 1,836.9386
K_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 6 12 13.60% LTSALDELLQATR 113 125 78.7 27.4 53.8 2 0 0 1,430.7851
K_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 6 12 13.60% ALAAVLEELR 148 157 67.8 26.1 54.1 2 0 0 1,084.6361
K_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 8 12.10% MLLQATDDVLR 72 82 55.4 29.0 35.8 2 0 0 1,290.6725
K_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 8 12.10% LTSALDELLQATR 113 125 83.7 27.4 59.1 2 0 0 1,430.7851
K_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 8 12.10% ALAAVLEELR 148 157 67.3 26.2 45.5 2 0 0 1,084.6361
K_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 8 12.10% ADLHAVQGWAAR 161 172 46.5 27.5 33.5 2 0 0 1,294.6651
K_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 6.04% LTSALDELLQATR 113 125 75.7 27.3 51.2 2 0 0 1,430.7851
K_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 6.04% ALAAVLEELR 148 157 48.5 26.2 25.2 2 0 0 1,084.6361
K_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 6.04% LTSALDELLQATR 113 125 64.2 27.6 55.4 1 0 0 1,430.7851
K_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 6.04% ALAAVLEELR 148 157 43.6 26.1 29.8 2 0 0 1,084.6361
K_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% LAESLARPCAPGAPAEAR 95 112 25.4 27.9 22.5 0 2 0 1,836.9386
K_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% ALAAVLEELR 148 157 68.0 26.1 50.6 2 0 0 1,084.6361
K_19 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% LAESLARPCAPGAPAEAR 95 112 44.7 27.9 39.0 0 2 0 1,836.9386
K_19 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% ALAAVLEELR 148 157 54.1 26.2 36.6 2 0 0 1,084.6361
K_21 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% LAESLARPCAPGAPAEAR 95 112 37.3 27.9 31.4 0 2 0 1,836.9386
K_21 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% ALAAVLEELR 148 157 60.8 26.2 45.3 2 0 0 1,084.6361
K_22 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 7.87% LAESLARPCAPGAPAEAR 95 112 42.0 27.9 39.2 0 2 0 1,836.9386
K_22 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 7.87% ADLHAVQGWAAR 161 172 21.0 27.5 16.9 1 0 0 1,294.6651
K_24 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 7 16.80% MLLQATDDVLR 72 82 45.6 28.9 26.5 1 0 0 1,274.6775
K_24 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 7 16.80% LAESLARPCAPGAPAEAR 95 112 62.7 28.1 56.2 0 2 0 1,836.9386
K_24 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 7 16.80% LTSALDELLQATR 113 125 65.3 27.6 53.4 1 0 0 1,430.7851
K_24 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 7 16.80% ALAAVLEELR 148 157 45.8 26.2 29.5 2 0 0 1,084.6361
K_24 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 7 16.80% ADLHAVQGWAAR 161 172 33.4 27.4 29.2 1 0 0 1,294.6651
L_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 7.61% MLLQATDDVLR 72 82 38.6 29.0 19.8 1 0 0 1,290.6725
L_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 7.61% LAESLARPCAPGAPAEAR 95 112 47.8 27.8 44.4 0 2 0 1,836.9386
L_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 7.35% LAESLARPCAPGAPAEAR 95 112 33.6 27.8 22.5 0 1 0 1,836.9386
L_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 7.35% ALAAVLEELR 148 157 49.8 26.2 36.3 2 0 0 1,084.6361
M_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% LAESLARPCAPGAPAEAR 95 112 65.8 27.8 62.5 0 2 0 1,836.9386
M_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% ALAAVLEELR 148 157 57.4 26.1 39.8 2 0 0 1,084.6361
M_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 9 16.50% LAESLARPCAPGAPAEAR 95 112 47.1 27.9 44.5 0 2 0 1,836.9386
M_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 9 16.50% LTSALDELLQATR 113 125 87.1 27.6 72.9 2 0 0 1,430.7851
M_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 9 16.50% ALAAVLEELR 148 157 58.0 26.2 42.1 2 0 0 1,084.6361
M_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 9 16.50% LESFSACIWVK 204 214 51.5 27.1 46.1 1 0 0 1,339.6715
M_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 5 5 9 16.50% LVAEAMVSLGR 256 266 51.5 29.1 42.9 2 0 0 1,161.6297
M_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.61% LAESLARPCAPGAPAEAR 95 112 32.7 27.9 23.6 0 2 0 1,836.9386
M_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.61% LVAEAMVSLGR 256 266 43.8 29.2 36.5 2 0 0 1,161.6297
M_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.20% MLLQATDDVLR 72 82 43.9 28.9 21.3 1 0 0 1,290.6725
M_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.20% LAESLARPCAPGAPAEAR 95 112 63.0 27.9 57.9 0 2 0 1,836.9386
M_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.20% ALAAVLEELR 148 157 59.8 26.2 42.5 2 0 0 1,084.6361
M_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% LAESLARPCAPGAPAEAR 95 112 34.1 27.9 28.6 0 2 0 1,836.9386
M_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.35% ALAAVLEELR 148 157 63.3 26.2 45.2 2 0 0 1,084.6361
M_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 8.40% MLLQATDDVLR 72 82 38.1 28.9 27.1 2 0 0 1,290.6725
M_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 8.40% ALAAVLEELR 148 157 58.1 26.1 38.3 2 0 0 1,084.6361
M_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 8.40% LVAEAMVSLGR 256 266 49.7 29.0 39.8 2 0 0 1,161.6297
M_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 5.77% ALAAVLEELR 148 157 54.4 26.5 41.0 2 0 0 1,084.6361
M_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 5.77% ADLHAVQGWAAR 161 172 29.6 27.3 24.2 1 0 0 1,294.6651
N_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.20% LAESLARPCAPGAPAEAR 95 112 56.7 27.8 46.3 0 2 0 1,836.9386
N_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.20% ALAAVLEELR 148 157 56.0 26.2 36.2 1 0 0 1,084.6361
N_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.20% LVAEAMVSLGR 256 266 50.2 28.8 45.1 2 0 0 1,161.6297
N_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 2 5.77% MLLQATDDVLR 72 82 30.8 29.2 19.3 1 0 0 1,290.6725
N_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 2 5.77% LVAEAMVSLGR 256 266 51.5 28.8 39.6 1 0 0 1,161.6297
N_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 10.20% LAESLARPCAPGAPAEAR 95 112 40.6 27.8 40.3 0 2 0 1,836.9386
N_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 10.20% ALAAVLEELR 148 157 57.8 26.2 36.1 2 0 0 1,084.6361
N_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 10.20% LVAEAMVSLGR 256 266 37.5 29.2 29.6 2 0 0 1,161.6297
N_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.61% LAESLARPCAPGAPAEAR 95 112 50.0 27.8 43.0 0 2 0 1,836.9386
N_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.61% LVAEAMVSLGR 256 266 50.1 28.8 40.7 2 0 0 1,161.6297
N_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.50% MLLQATDDVLR 72 82 27.2 29.0 14.6 1 0 0 1,290.6725
N_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.50% LAESLARPCAPGAPAEAR 95 112 42.4 27.8 38.6 0 2 0 1,836.9386
N_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.50% LVAEAMVSLGR 256 266 41.2 28.9 31.6 2 0 0 1,161.6297
N_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 3 6.30% MLLQATDDVLR 72 82 42.4 29.2 25.1 1 0 0 1,290.6725
N_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 3 6.30% ALAAVLEELR 148 157 53.8 26.2 24.5 1 0 0 1,084.6361
N_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 3 6.30% ALAAVLEELRQTR 148 160 22.7 25.0 18.3 1 0 0 1,469.8435
O_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 13.60% MLLQATDDVLR 72 82 30.4 29.2 18.1 1 0 0 1,290.6725
O_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 13.60% LAESLARPCAPGAPAEAR 95 112 54.1 27.8 48.9 0 2 0 1,836.9386
O_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 13.60% LTSALDELLQATR 113 125 77.0 26.9 52.1 2 0 0 1,430.7851
O_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 13.60% ALAAVLEELR 148 157 64.7 26.2 50.1 2 0 0 1,084.6361
O_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 8 8 14 21.50% MLLQATDDVLR 72 82 40.2 29.1 26.2 2 0 0 1,290.6725
O_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 8 8 14 21.50% MLLQATDDVLRGELQR 72 87 21.8 28.3 12.9 0 2 0 1,873.9804
O_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 8 8 14 21.50% LAESLARPCAPGAPAEAR 95 112 32.0 27.9 22.3 0 2 0 1,836.9386
O_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 8 8 14 21.50% LTSALDELLQATR 113 125 87.1 27.4 56.7 2 0 0 1,430.7851
O_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 8 8 14 21.50% ALAAVLEELR 148 157 51.3 26.2 36.9 2 0 0 1,084.6361
O_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 8 8 14 21.50% ALAAVLEELRQTR 148 160 30.7 25.0 18.2 1 0 0 1,469.8435
O_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 8 8 14 21.50% LESFSACIWVK 204 214 34.5 27.4 24.1 1 0 0 1,339.6715
O_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 8 8 14 21.50% LVAEAMVSLGR 256 266 55.1 29.0 49.4 2 0 0 1,161.6297
O_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 7.35% LAESLARPCAPGAPAEAR 95 112 29.9 27.9 23.3 0 1 0 1,836.9386
O_10 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 7.35% ALAAVLEELR 148 157 62.8 26.2 49.0 2 0 0 1,084.6361
O_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 13.60% LAESLARPCAPGAPAEAR 95 112 30.8 27.8 28.7 0 1 0 1,836.9386
O_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 13.60% LTSALDELLQATR 113 125 84.7 27.4 58.0 2 0 0 1,430.7851
O_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 13.60% ALAAVLEELR 148 157 53.5 26.2 39.5 2 0 0 1,084.6361
O_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 13.60% LVAEAMVSLGR 256 266 36.3 28.8 32.2 2 0 0 1,161.6297
O_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 8.92% LTSALDELLQATR 113 125 66.6 27.4 37.0 2 0 0 1,430.7851
O_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 8.92% ALAAVLEELR 148 157 72.1 26.2 55.4 2 0 0 1,084.6361
O_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 8.92% LVAEAMVSLGR 256 266 41.3 29.0 33.9 1 0 0 1,161.6297
O_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 6.04% LTSALDELLQATR 113 125 64.9 27.4 44.0 1 0 0 1,430.7851
O_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 6.04% ALAAVLEELR 148 157 49.0 26.2 36.0 2 0 0 1,084.6361
P_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.61% LAESLARPCAPGAPAEAR 95 112 57.5 27.8 51.3 0 2 0 1,836.9386
P_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.61% LVAEAMVSLGR 256 266 59.6 28.8 50.2 2 0 0 1,161.6297
P_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 6 12.90% MLLQATDDVLR 72 82 47.4 29.0 30.2 2 0 0 1,290.6725
P_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 6 12.90% LAESLARPCAPGAPAEAR 95 112 50.7 27.6 43.8 0 2 0 1,836.9386
P_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 6 12.90% TILFSYGTK 222 230 24.4 28.5 18.3 1 0 0 1,029.5616
P_08 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 6 12.90% LVAEAMVSLGR 256 266 52.3 28.7 44.8 1 0 0 1,161.6297
P_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 10.20% LAESLARPCAPGAPAEAR 95 112 42.5 27.8 37.0 0 2 0 1,836.9386
P_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 10.20% ALAAVLEELR 148 157 63.8 26.2 40.5 2 0 0 1,084.6361
P_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 6 10.20% LVAEAMVSLGR 256 266 39.1 28.7 35.4 2 0 0 1,161.6297
P_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 13.40% MLLQATDDVLR 72 82 33.8 29.0 20.3 2 0 0 1,290.6725
P_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 13.40% LAESLARPCAPGAPAEAR 95 112 49.8 27.8 45.9 0 2 0 1,836.9386
P_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 13.40% ALAAVLEELR 148 157 46.7 26.2 31.1 2 0 0 1,084.6361
P_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 4 4 7 13.40% ADLHAVQGWAAR 161 172 25.3 28.3 19.0 1 0 0 1,294.6651
P_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 4 10.20% MLLQATDDVLR 72 82 25.0 29.2 8.9 1 0 0 1,290.6725
P_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 4 10.20% LAESLARPCAPGAPAEAR 95 112 42.0 27.8 37.1 0 2 0 1,836.9386
P_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 4 10.20% ALAAVLEELR 148 157 39.7 26.2 15.3 1 0 0 1,084.6361
P_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.61% LAESLARPCAPGAPAEAR 95 112 30.3 27.8 23.5 0 2 0 1,836.9386
P_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 7.61% LVAEAMVSLGR 256 266 63.9 28.8 53.1 2 0 0 1,161.6297
Q_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 3 6 5.51% ALAAVLEELR 148 157 34.4 26.2 19.4 2 0 0 1,084.6361
Q_07 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 3 6 5.51% LVAEAMVSLGR 256 266 53.2 27.9 37.6 4 0 0 1,145.6347
Q_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 5.51% ALAAVLEELR 148 157 51.6 26.2 36.5 2 0 0 1,084.6361
Q_11 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 4 5.51% LVAEAMVSLGR 256 266 37.2 28.8 30.1 2 0 0 1,161.6297



Q_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 5.51% MLLQATDDVLR 72 82 40.0 29.0 19.2 1 0 0 1,290.6725
Q_12 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 5.51% ALAAVLEELR 148 157 51.2 26.2 31.3 2 0 0 1,084.6361
Q_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 4 10.20% MLLQATDDVLR 72 82 36.5 29.0 13.8 1 0 0 1,290.6725
Q_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 4 10.20% LAESLARPCAPGAPAEAR 95 112 24.0 27.8 17.9 0 2 0 1,836.9386
Q_13 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 4 10.20% ALAAVLEELR 148 157 42.5 26.2 25.8 1 0 0 1,084.6361
Q_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.20% MLLQATDDVLR 72 82 33.4 29.0 21.0 1 0 0 1,290.6725
Q_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.20% LAESLARPCAPGAPAEAR 95 112 38.1 28.0 36.0 0 2 0 1,836.9386
Q_14 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 3 3 5 10.20% ALAAVLEELR 148 157 63.1 26.2 42.5 2 0 0 1,084.6361
Q_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 5.51% MLLQATDDVLR 72 82 28.6 29.2 16.0 1 0 0 1,290.6725
Q_15 Pentraxin‐related protein PTX3 PTX3_HUMAN 41,976 2 2 3 5.51% ALAAVLEELR 148 157 67.7 26.2 53.3 2 0 0 1,084.6361
A_15 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 4 4 6 10.60% GQESAGIVTSDGSSVPTFK 44 62 57.7 27.3 57.7 2 0 0 1,866.9081
A_15 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 4 4 6 10.60% IAVAHNGELVNAAR 117 130 36.7 27.3 35.2 1 0 0 1,434.7811
A_15 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 4 4 6 10.60% EVLPGEIVEISR 249 260 23.1 27.3 11.7 1 0 0 1,340.7421
A_15 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 4 4 6 10.60% IVLVDDSIVR 385 394 46.8 25.9 22.9 2 0 0 1,128.6624
B_15 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 2 2 3 6.00% GQESAGIVTSDGSSVPTFK 44 62 60.3 27.5 51.8 2 0 0 1,866.9081
B_15 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 2 2 3 6.00% EVLPGEIVEISR 249 260 26.3 27.3 24.3 1 0 0 1,340.7421
C_15 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 2 2 3 5.80% GQESAGIVTSDGSSVPTFK 44 62 43.3 27.1 39.1 2 0 0 1,866.9081
C_15 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 2 2 3 5.80% HNVQTLDIISR 261 271 26.7 26.6 26.7 1 0 0 1,295.7067
H_13 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 3 3 5 8.32% GQESAGIVTSDGSSVPTFK 44 62 58.0 27.4 58.0 1 0 0 1,866.9081
H_13 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 3 3 5 8.32% IAVAHNGELVNAAR 117 130 51.0 26.7 35.2 0 2 0 1,434.7811
H_13 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 3 3 5 8.32% IVLVDDSIVR 385 394 56.8 25.9 27.8 2 0 0 1,128.6624
H_14 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 3 3 5 7.16% IAVAHNGELVNAAR 117 130 38.3 27.3 30.5 0 2 0 1,434.7811
H_14 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 3 3 5 7.16% EVLPGEIVEISR 249 260 68.6 27.3 65.1 2 0 0 1,340.7421
H_14 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 3 3 5 7.16% HNVQTLDIISR 261 271 32.3 27.1 32.3 1 0 0 1,295.7067
I_13 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 2 2 4 6.38% GQESAGIVTSDGSSVPTFK 44 62 64.9 27.4 56.9 2 0 0 1,866.9081
I_13 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 2 2 4 6.38% IAVAHNGELVNAAR 117 130 35.6 27.3 23.6 0 2 0 1,434.7811
K_13 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 3 3 6 6.96% IAVAHNGELVNAAR 117 130 34.9 27.3 26.8 0 2 0 1,434.7811
K_13 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 3 3 6 6.96% EVLPGEIVEISR 249 260 58.7 27.2 55.4 2 0 0 1,340.7421
K_13 Amidophosphoribosyltransferase PUR1_HUMAN 57,399 3 3 6 6.96% IVLVDDSIVR 385 394 33.1 27.7 21.0 2 0 0 1,128.6624
A_22 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 4 4 7 5.05% QVLVAPGNAGTACSEK 29 44 38.0 27.0 26.5 2 0 0 1,601.7953
A_22 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 4 4 7 5.05% ENLISALEEAKK 394 405 25.4 28.4 19.8 1 0 0 1,344.7370
A_22 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 4 4 7 5.05% AIAFLQQPR 425 433 39.2 27.2 22.2 2 0 0 1,043.5997
A_22 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 4 4 7 5.05% NLIESMQINGSVLK 780 793 51.6 27.8 43.8 2 0 0 1,561.8256
B_22 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 7 7 9 8.12% QVLVAPGNAGTACSEK 29 44 38.5 27.4 18.2 1 0 0 1,601.7953
B_22 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 7 7 9 8.12% AIAFLQQPR 425 433 27.5 28.3 17.3 1 0 0 1,043.5997
B_22 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 7 7 9 8.12% IYSHSLLPVLR 661 671 30.4 25.0 14.1 1 0 0 1,297.7627
B_22 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 7 7 9 8.12% LGVDLDAQTWR 698 708 42.6 28.0 36.5 2 0 0 1,273.6537
B_22 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 7 7 9 8.12% EEAWVIGSVVAR 758 769 44.6 28.2 40.5 1 0 0 1,315.7004
B_22 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 7 7 9 8.12% NLIESMQINGSVLK 780 793 80.4 27.9 66.6 2 0 0 1,561.8256
B_22 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 7 7 9 8.12% ILSGPFVQK 898 906 24.6 27.4 1.9 1 0 0 988.5827
F_15 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 2 2 4 2.67% QVLVAPGNAGTACSEK 29 44 28.1 27.0 17.2 2 0 0 1,601.7953
F_15 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 2 2 4 2.67% ENLISALEEAK 394 404 64.8 29.0 59.3 2 0 0 1,216.6420
I_12 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 2 2 2 2.48% QVLVAPGNAGTACSEK 29 44 25.3 27.4 22.5 1 0 0 1,601.7953
I_12 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 2 2 2 2.48% AIAFLQQPR 425 433 30.9 27.0 20.6 1 0 0 1,043.5997
I_19 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 3 3 4 4.36% QVLVAPGNAGTACSEK 29 44 36.4 27.0 22.7 1 0 0 1,601.7953
I_19 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 3 3 4 4.36% AIAFLQQPR 425 433 55.2 27.2 43.2 1 0 0 1,043.5997
I_19 Trifunctional purine biosynthetic protein adenosine‐3 PUR2_HUMAN 107,768 3 3 4 4.36% AAGFKDPLLASGTDGVGTK 481 499 32.7 27.9 32.7 0 2 0 1,804.9443
A_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 8 8 14 7.17% FGEPVLAGFAR 396 406 52.5 27.9 44.2 2 0 0 1,163.6208
A_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 8 8 14 7.17% SLGLQLPDGQR 407 417 49.4 27.1 43.3 2 0 0 1,183.6432
A_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 8 8 14 7.17% GNPICSLHDQGAGGNGNVLK 508 527 32.0 26.6 27.1 0 2 0 2,007.9668
A_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 8 8 14 7.17% ELSDPAGAIIYTSR 528 541 73.3 28.6 67.8 2 0 0 1,492.7643
A_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 8 8 14 7.17% ERCPACFVGTITGDRR 582 597 20.6 26.7 20.6 0 1 0 1,894.9013
A_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 8 8 14 7.17% CPACFVGTITGDRR 584 597 19.3 25.7 16.6 0 1 0 1,609.7576
A_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 8 8 14 7.17% GHLLYVALSPGQHR 849 862 45.0 27.3 41.8 0 2 0 1,547.8442
A_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 8 8 14 7.17% VGPGPALMLR 1211 1220 37.3 25.4 11.7 2 0 0 1,026.5767
A_25 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 2 2 3 1.87% SLGLQLPDGQR 407 417 29.8 26.7 24.5 2 0 0 1,183.6432
A_25 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 2 2 3 1.87% ELSDPAGAIIYTSR 528 541 47.0 28.5 41.5 1 0 0 1,492.7643
B_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 10 11 17 8.82% FLRPEDPTRPSR 283 294 19.5 27.9 7.9 0 1 0 1,470.7813
B_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 10 11 17 8.82% FGEPVLAGFAR 396 406 43.8 27.9 26.2 1 0 0 1,163.6208
B_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 10 11 17 8.82% SLGLQLPDGQR 407 417 62.7 27.1 53.1 2 0 0 1,183.6432
B_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 10 11 17 8.82% GNPICSLHDQGAGGNGNVLK 508 527 48.0 26.6 45.0 0 2 0 2,007.9668
B_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 10 11 17 8.82% ELSDPAGAIIYTSR 528 541 82.8 28.4 74.0 2 2 0 1,492.7643
B_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 10 11 17 8.82% CPACFVGTITGDR 584 596 39.4 25.0 34.2 2 0 0 1,453.6565
B_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 10 11 17 8.82% CPACFVGTITGDRR 584 597 27.7 25.6 26.0 0 2 0 1,609.7576
B_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 10 11 17 8.82% IVLVDDRECPVR 598 609 22.8 27.6 18.7 0 1 0 1,470.7735
B_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 10 11 17 8.82% GHLLYVALSPGQHR 849 862 30.0 27.3 21.8 0 1 0 1,547.8442
B_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 10 11 17 8.82% VGPGPALMLR 1211 1220 36.6 25.4 21.4 1 0 0 1,026.5767
C_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 3 3 6 2.69% FGEPVLAGFAR 396 406 39.0 27.4 34.8 2 0 0 1,163.6208
C_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 3 3 6 2.69% SLGLQLPDGQR 407 417 45.0 26.9 36.5 2 0 0 1,183.6432
C_24 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 3 3 6 2.69% ELSDPAGAIIYTSR 528 541 75.1 28.5 65.6 2 0 0 1,492.7643
D_29 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 4 4 7 3.44% FGEPVLAGFAR 396 406 54.3 27.8 45.6 2 0 0 1,163.6208
D_29 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 4 4 7 3.44% SLGLQLPDGQR 407 417 28.6 26.8 25.5 2 0 0 1,183.6432
D_29 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 4 4 7 3.44% ELSDPAGAIIYTSR 528 541 24.1 28.5 12.1 1 0 0 1,492.7643
D_29 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 4 4 7 3.44% AFSITQGLLK 891 900 42.4 25.2 31.8 2 0 0 1,077.6304
E_29 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 2 2 2 1.64% FGEPVLAGFAR 396 406 27.0 28.3 23.9 1 0 0 1,163.6208
E_29 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 2 2 2 1.64% SLGLQLPDGQR 407 417 32.4 26.9 25.8 1 0 0 1,183.6432
H_21 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 2 2 3 1.79% ELSDPAGAIIYTSR 528 541 65.4 28.5 58.3 2 0 0 1,492.7643
H_21 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 2 2 3 1.79% AFSITQGLLK 891 900 30.5 25.5 9.5 1 0 0 1,077.6304
K_21 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 3 3 6 2.62% SLGLQLPDGQR 407 417 32.5 27.1 23.2 2 0 0 1,183.6432
K_21 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 3 3 6 2.62% ELSDPAGAIIYTSR 528 541 78.7 28.4 67.1 2 0 0 1,492.7643
K_21 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 3 3 6 2.62% AFSITQGLLK 891 900 34.0 25.6 20.8 2 0 0 1,077.6304
L_14 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 2 2 3 1.49% SLGLQLPDGQR 407 417 54.2 26.9 50.5 2 0 0 1,183.6432
L_14 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 2 2 3 1.49% DFLTHVSAR 573 581 38.8 28.5 26.5 1 0 0 1,045.5425
L_15 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 2 2 4 1.87% SLGLQLPDGQR 407 417 48.2 26.4 39.7 2 0 0 1,183.6432
L_15 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 2 2 4 1.87% ELSDPAGAIIYTSR 528 541 76.7 28.4 67.3 2 0 0 1,492.7643
M_14 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 2 2 4 1.57% SLGLQLPDGQR 407 417 30.5 26.4 22.6 2 0 0 1,183.6432
M_14 Phosphoribosylformylglycinamidine synthase PUR4_HUMAN 144,734 2 2 4 1.57% AFSITQGLLK 891 900 42.1 25.5 33.5 2 0 0 1,077.6304
A_12 Multifunctional protein ADE2 PUR6_HUMAN 47,080 3 3 5 4.94% TKEVYELLDSPGK 18 30 23.9 27.8 20.4 0 1 0 1,478.7739
A_12 Multifunctional protein ADE2 PUR6_HUMAN 47,080 3 3 5 4.94% EVYELLDSPGK 20 30 26.2 27.9 18.4 2 0 0 1,249.6312
A_12 Multifunctional protein ADE2 PUR6_HUMAN 47,080 3 3 5 4.94% NFEWVAER 248 255 24.8 25.0 7.7 2 0 0 1,050.5002
A_13 Multifunctional protein ADE2 PUR6_HUMAN 47,080 3 3 6 8.71% TKEVYELLDSPGK 18 30 79.2 27.8 60.9 2 0 0 1,478.7739
A_13 Multifunctional protein ADE2 PUR6_HUMAN 47,080 3 3 6 8.71% SWLPQNCTLVDMK 179 191 29.9 25.6 29.9 2 0 0 1,607.7558
A_13 Multifunctional protein ADE2 PUR6_HUMAN 47,080 3 3 6 8.71% EVTPEGLQMVK 236 246 54.1 28.7 43.8 2 0 0 1,246.6350
B_12 Multifunctional protein ADE2 PUR6_HUMAN 47,080 2 2 3 4.47% EVYELLDSPGK 20 30 24.7 28.0 16.5 1 0 0 1,249.6312
B_12 Multifunctional protein ADE2 PUR6_HUMAN 47,080 2 2 3 4.47% NFEWVAER 248 255 26.0 25.0 14.6 2 0 0 1,050.5002
B_13 Multifunctional protein ADE2 PUR6_HUMAN 47,080 3 3 5 8.71% TKEVYELLDSPGK 18 30 71.9 27.7 57.0 2 0 0 1,478.7739
B_13 Multifunctional protein ADE2 PUR6_HUMAN 47,080 3 3 5 8.71% NFEWVAER 248 255 27.6 25.0 16.2 1 0 0 1,050.5002
B_13 Multifunctional protein ADE2 PUR6_HUMAN 47,080 3 3 5 8.71% VVVLMGSTSDLGHCEK 268 283 25.1 26.5 23.6 0 2 0 1,747.8355
C_13 Multifunctional protein ADE2 PUR6_HUMAN 47,080 4 4 6 12.20% TKEVYELLDSPGK 18 30 60.7 27.8 55.9 2 0 0 1,478.7739
C_13 Multifunctional protein ADE2 PUR6_HUMAN 47,080 4 4 6 12.20% EVTPEGLQMVK 236 246 26.9 28.4 25.7 1 0 0 1,246.6350
C_13 Multifunctional protein ADE2 PUR6_HUMAN 47,080 4 4 6 12.20% VVVLMGSTSDLGHCEK 268 283 23.3 26.7 20.2 0 1 0 1,731.8406
C_13 Multifunctional protein ADE2 PUR6_HUMAN 47,080 4 4 6 12.20% ACGNFGIPCELR 287 298 48.7 25.0 44.2 2 0 0 1,393.6353
F_15 Multifunctional protein ADE2 PUR6_HUMAN 47,080 2 2 3 5.41% EVYELLDSPGK 20 30 56.9 27.9 48.2 1 0 0 1,249.6312
F_15 Multifunctional protein ADE2 PUR6_HUMAN 47,080 2 2 3 5.41% ACGNFGIPCELR 287 298 42.9 25.0 40.4 2 0 0 1,393.6353
K_11 Multifunctional protein ADE2 PUR6_HUMAN 47,080 2 2 3 4.71% NFEWVAER 248 255 34.3 25.0 18.5 1 0 0 1,050.5002
K_11 Multifunctional protein ADE2 PUR6_HUMAN 47,080 2 2 3 4.71% ACGNFGIPCELR 287 298 33.8 25.0 22.7 2 0 0 1,393.6353
L_08 Multifunctional protein ADE2 PUR6_HUMAN 47,080 2 2 3 5.41% EVYELLDSPGK 20 30 24.1 28.1 19.3 1 0 0 1,249.6312
L_08 Multifunctional protein ADE2 PUR6_HUMAN 47,080 2 2 3 5.41% ACGNFGIPCELR 287 298 29.6 25.0 18.2 2 0 0 1,393.6353
A_14 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 4 4.13% NALDLLLPK 126 134 20.4 25.0 5.7 2 0 0 996.6090
A_14 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 4 4.13% AFIITGQTYTR 235 245 71.1 27.2 60.0 2 0 0 1,270.6791
B_13 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 3 4.13% NALDLLLPK 126 134 22.1 25.0 5.5 2 0 0 996.6090
B_13 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 3 4.13% AFIITGQTYTR 235 245 35.3 27.3 31.5 1 0 0 1,270.6791



B_14 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 4 4.13% NALDLLLPK 126 134 29.3 25.0 14.6 2 0 0 996.6090
B_14 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 4 4.13% AFIITGQTYTR 235 245 69.4 27.3 63.7 2 0 0 1,270.6791
C_14 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 3 4.13% NALDLLLPK 126 134 42.3 25.0 21.4 2 0 0 996.6090
C_14 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 3 4.13% AFIITGQTYTR 235 245 40.3 27.3 36.5 1 0 0 1,270.6791
D_21 Adenylosuccinate lyase PUR8_HUMAN 54,891 3 3 4 6.40% NALDLLLPK 126 134 27.1 25.0 16.9 1 0 0 996.6090
D_21 Adenylosuccinate lyase PUR8_HUMAN 54,891 3 3 4 6.40% AFIITGQTYTR 235 245 42.5 27.3 37.7 2 0 0 1,270.6791
D_21 Adenylosuccinate lyase PUR8_HUMAN 54,891 3 3 4 6.40% VLSQQAASVVK 405 415 23.9 28.3 15.2 1 0 0 1,129.6575
J_13 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 4 4.13% NALDLLLPK 126 134 33.1 25.0 18.2 2 0 0 996.6090
J_13 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 4 4.13% AFIITGQTYTR 235 245 42.3 26.8 34.8 2 0 0 1,270.6791
K_12 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 4 4.13% NALDLLLPK 126 134 38.4 25.0 22.4 2 0 0 996.6090
K_12 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 4 4.13% AFIITGQTYTR 235 245 39.9 26.9 31.2 2 0 0 1,270.6791
K_13 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 4 4.13% NALDLLLPK 126 134 50.7 25.0 33.5 2 0 0 996.6090
K_13 Adenylosuccinate lyase PUR8_HUMAN 54,891 2 2 4 4.13% AFIITGQTYTR 235 245 43.3 27.3 33.6 2 0 0 1,270.6791
A_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 10 15.20% TLHPAVHAGILAR 67 79 27.3 25.3 20.6 0 2 0 1,355.7907
A_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 10 15.20% HVSPAGAAVGIPLSEDEAK 267 285 65.9 28.2 50.1 1 0 0 1,847.9499
A_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 10 15.20% VCMVYDLYK 286 294 49.4 25.0 38.3 1 0 0 1,206.5534
A_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 10 15.20% SLFSNVVTK 398 406 56.5 25.9 44.5 2 0 0 994.5567
A_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 10 15.20% DLIVATIAVK 417 426 46.0 25.0 32.8 1 0 0 1,042.6508
A_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 10 15.20% NGQVIGIGAGQQSR 438 451 71.1 26.9 58.8 2 0 0 1,384.7293
A_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 10 15.20% SGVAYIAAPSGSAADK 554 569 44.7 27.7 28.6 1 0 0 1,464.7329
A_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 6 6 10 11.50% APGQLALFSVSDK 2 14 68.9 28.3 64.9 2 0 0 1,332.7159
A_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 6 6 10 11.50% TLHPAVHAGILAR 67 79 23.8 25.2 23.6 0 1 0 1,355.7907
A_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 6 6 10 11.50% VCMVYDLYK 286 294 21.2 25.0 21.2 1 0 0 1,206.5534
A_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 6 6 10 11.50% SLFSNVVTK 398 406 29.0 25.9 17.4 2 0 0 994.5567
A_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 6 6 10 11.50% DLIVATIAVK 417 426 23.6 25.0 16.9 2 0 0 1,042.6508
A_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 6 6 10 11.50% NGQVIGIGAGQQSR 438 451 52.6 26.9 45.2 2 0 0 1,384.7293
B_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 3 3 4 5.57% SLFSNVVTK 398 406 31.5 25.5 19.0 2 0 0 994.5567
B_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 3 3 4 5.57% DLIVATIAVK 417 426 49.1 25.0 39.7 1 0 0 1,042.6508
B_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 3 3 4 5.57% NGQVIGIGAGQQSR 438 451 35.1 26.9 35.1 1 0 0 1,384.7293
B_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 11 12 21 21.60% VVACNLYPFVK 98 108 36.9 27.5 32.3 2 0 0 1,309.6973
B_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 11 12 21 21.60% EALGIPAAASFK 255 266 34.2 28.3 0.0 1 0 0 1,174.6467
B_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 11 12 21 21.60% HVSPAGAAVGIPLSEDEAK 267 285 76.0 28.2 59.9 2 2 0 1,847.9499
B_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 11 12 21 21.60% VCMVYDLYK 286 294 33.8 25.0 26.3 1 0 0 1,206.5534
B_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 11 12 21 21.60% TLTPISAAYAR 295 305 23.6 27.9 4.9 1 0 0 1,163.6419
B_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 11 12 21 21.60% TLFGLHLSQK 380 389 36.8 28.1 26.8 2 0 0 1,143.6522
B_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 11 12 21 21.60% SLFSNVVTK 398 406 45.6 25.9 28.9 2 0 0 994.5567
B_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 11 12 21 21.60% DLIVATIAVK 417 426 39.1 25.0 35.1 2 0 0 1,042.6508
B_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 11 12 21 21.60% NGQVIGIGAGQQSR 438 451 53.1 26.9 50.0 2 0 0 1,384.7293
B_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 11 12 21 21.60% ANYWWLR 462 468 29.4 27.0 21.3 2 0 0 1,008.5049
B_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 11 12 21 21.60% SGVAYIAAPSGSAADK 554 569 49.4 27.6 36.9 2 0 0 1,464.7329
C_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 2 2 3 3.38% VVACNLYPFVK 98 108 27.3 27.5 18.6 1 0 0 1,309.6973
C_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 2 2 3 3.38% SLFSNVVTK 398 406 36.1 25.8 23.6 2 0 0 994.5567
C_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 3 3 5 7.09% HVSPAGAAVGIPLSEDEAK 267 285 53.1 28.0 43.4 0 2 0 1,847.9499
C_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 3 3 5 7.09% SLFSNVVTK 398 406 34.2 25.7 23.2 2 0 0 994.5567
C_17 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 3 3 5 7.09% NGQVIGIGAGQQSR 438 451 42.3 26.6 35.5 1 0 0 1,384.7293
D_23 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 9 14.40% APGQLALFSVSDK 2 14 48.7 28.5 44.8 2 0 0 1,332.7159
D_23 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 9 14.40% NLTALGLNLVASGGTAK 23 39 80.4 26.1 65.1 1 0 0 1,599.9066
D_23 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 9 14.40% VVACNLYPFVK 98 108 24.3 28.4 18.2 1 0 0 1,309.6973
D_23 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 9 14.40% TLTPISAAYAR 295 305 24.0 27.5 7.2 1 0 0 1,163.6419
D_23 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 9 14.40% SLFSNVVTK 398 406 21.5 26.8 14.6 1 0 0 994.5567
D_23 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 9 14.40% DLIVATIAVK 417 426 45.0 26.2 29.6 1 0 0 1,042.6508
D_23 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 9 14.40% NGQVIGIGAGQQSR 438 451 54.6 26.6 52.4 2 0 0 1,384.7293
F_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 4 4 6 8.45% NLTALGLNLVASGGTAK 23 39 93.6 26.2 90.2 1 0 0 1,599.9066
F_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 4 4 6 8.45% SLFSNVVTK 398 406 34.2 25.8 25.5 1 0 0 994.5567
F_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 4 4 6 8.45% DLIVATIAVK 417 426 44.6 25.0 28.5 2 0 0 1,042.6508
F_16 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 4 4 6 8.45% NGQVIGIGAGQQSR 438 451 63.7 27.1 60.1 2 0 0 1,384.7293
H_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 5 5 9 12.50% APGQLALFSVSDK 2 14 70.8 28.3 66.0 2 0 0 1,332.7159
H_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 5 5 9 12.50% NLTALGLNLVASGGTAK 23 39 88.4 25.9 84.1 2 0 0 1,599.9066
H_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 5 5 9 12.50% VVACNLYPFVK 98 108 55.4 27.9 49.3 1 0 0 1,309.6973
H_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 5 5 9 12.50% HVSPAGAAVGIPLSEDEAK 267 285 87.8 28.2 69.6 0 2 0 1,847.9499
H_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 5 5 9 12.50% NGQVIGIGAGQQSR 438 451 47.4 26.9 43.1 2 0 0 1,384.7293
I_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 3 3 4 6.93% VVACNLYPFVK 98 108 29.3 27.5 21.6 2 0 0 1,309.6973
I_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 3 3 4 6.93% HVSPAGAAVGIPLSEDEAK 267 285 47.2 28.2 33.7 0 1 0 1,847.9499
I_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 3 3 4 6.93% TLTPISAAYAR 295 305 23.2 27.5 5.6 1 0 0 1,163.6419
K_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 5 5 7 10.80% APGQLALFSVSDK 2 14 52.6 29.0 42.5 2 0 0 1,332.7159
K_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 5 5 7 10.80% VVACNLYPFVK 98 108 42.7 27.6 40.2 1 0 0 1,309.6973
K_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 5 5 7 10.80% HVSPAGAAVGIPLSEDEAK 267 285 43.2 28.4 33.2 0 1 0 1,847.9499
K_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 5 5 7 10.80% TLTPISAAYAR 295 305 28.7 27.4 12.5 1 0 0 1,163.6419
K_14 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 5 5 7 10.80% TLFGLHLSQK 380 389 30.9 27.7 25.4 2 0 0 1,143.6522
L_09 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 2 2 2 5.24% NLTALGLNLVASGGTAK 23 39 103.0 25.1 96.3 1 0 0 1,599.9066
L_09 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 2 2 2 5.24% NGQVIGIGAGQQSR 438 451 48.1 26.8 42.4 1 0 0 1,384.7293
L_10 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 12 16.40% APGQLALFSVSDK 2 14 52.7 28.8 45.0 2 0 0 1,332.7159
L_10 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 12 16.40% NLTALGLNLVASGGTAK 23 39 110.0 25.1 101.0 2 0 0 1,599.9066
L_10 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 12 16.40% DVSELTGFPEMLGGR 50 64 42.0 26.7 41.5 2 0 0 1,623.7686
L_10 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 12 16.40% VVACNLYPFVK 98 108 42.4 28.1 38.2 2 0 0 1,309.6973
L_10 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 12 16.40% GVSQMPLR 200 207 35.2 28.7 20.3 1 0 0 903.4718
L_10 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 12 16.40% HVSPAGAAVGIPLSEDEAK 267 285 25.6 28.5 9.1 0 1 0 1,847.9499
L_10 Bifunctional purine biosynthesis protein PURH PUR9_HUMAN 64,617 7 7 12 16.40% NGQVIGIGAGQQSR 438 451 65.1 26.9 58.8 2 0 0 1,384.7293
A_14 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 5 8.33% VVDLLAQDADIVCR 46 59 42.9 28.3 36.0 2 0 0 1,586.8209
A_14 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 5 8.33% TLPGWNTDISNAR 404 416 25.1 27.3 20.6 1 0 0 1,444.7180
A_14 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 5 8.33% FIEDELQIPVK 431 441 51.1 28.0 36.5 2 0 0 1,330.7255
B_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 2 2 4 5.48% VVDLLAQDADIVCR 46 59 75.2 28.0 72.3 2 0 0 1,586.8209
B_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 2 2 4 5.48% FIEDELQIPVK 431 441 68.0 27.9 55.2 2 0 0 1,330.7255
B_14 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 4 8.33% VVDLLAQDADIVCR 46 59 31.5 28.3 25.6 1 0 0 1,586.8209
B_14 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 4 8.33% TLPGWNTDISNAR 404 416 26.8 27.1 20.1 1 0 0 1,444.7180
B_14 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 4 8.33% FIEDELQIPVK 431 441 41.2 28.1 27.0 2 0 0 1,330.7255
C_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 4 6 8.11% VVDLLAQDADIVCR 46 59 74.8 27.9 70.0 2 0 0 1,586.8209
C_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 4 6 8.11% AFKELPVNAQNYVR 417 430 35.5 27.5 30.1 1 2 0 1,648.8805
C_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 4 6 8.11% SRESMIQLF 448 456 28.2 26.3 18.7 1 0 0 1,110.5612
C_14 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 4 8.33% VVDLLAQDADIVCR 46 59 80.9 28.1 80.6 1 0 0 1,586.8209
C_14 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 4 8.33% TLPGWNTDISNAR 404 416 25.3 27.3 13.6 1 0 0 1,444.7180
C_14 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 4 8.33% FIEDELQIPVK 431 441 44.3 28.2 31.9 2 0 0 1,330.7255
D_19 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 2 2 4 5.48% VTVVLGAQWGDEGK 30 43 66.5 27.9 65.9 2 0 0 1,458.7589
D_19 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 2 2 4 5.48% ELPVNAQNYVR 420 430 39.8 28.1 31.3 2 0 0 1,302.6800
D_20 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 2 2 3 5.48% VTVVLGAQWGDEGK 30 43 62.3 28.3 60.9 1 0 0 1,458.7589
D_20 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 2 2 3 5.48% ELPVNAQNYVR 420 430 47.3 27.9 38.0 2 0 0 1,302.6800
F_16 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 2 2 4 4.82% ELPVNAQNYVR 420 430 40.1 28.1 25.9 2 0 0 1,302.6800
F_16 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 2 2 4 4.82% FIEDELQIPVK 431 441 47.1 27.9 27.7 2 0 0 1,330.7255
H_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 5 5 8 13.40% VTVVLGAQWGDEGK 30 43 28.1 28.2 20.8 1 0 0 1,458.7589
H_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 5 5 8 13.40% VVDLLAQDADIVCR 46 59 62.4 28.3 55.6 2 0 0 1,586.8209
H_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 5 5 8 13.40% TLPGWNTDISNAR 404 416 60.8 27.3 46.0 2 0 0 1,444.7180
H_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 5 5 8 13.40% ELPVNAQNYVR 420 430 51.8 28.1 44.1 2 0 0 1,302.6800
H_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 5 5 8 13.40% SRESMIQLF 448 456 22.5 26.6 11.5 1 0 0 1,110.5612
H_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 2 2 3 5.26% TLPGWNTDISNAR 404 416 34.0 27.2 16.7 2 0 0 1,444.7180
H_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 2 2 3 5.26% ELPVNAQNYVR 420 430 23.2 28.1 14.6 1 0 0 1,302.6800
I_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 2 2 4 5.92% VVDLLAQDADIVCR 46 59 61.3 28.2 47.3 2 0 0 1,586.8209
I_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 2 2 4 5.92% TLPGWNTDISNAR 404 416 64.0 27.1 46.3 2 0 0 1,444.7180
J_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 6 8.33% VVDLLAQDADIVCR 46 59 72.4 28.0 67.7 2 0 0 1,586.8209
J_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 6 8.33% TLPGWNTDISNAR 404 416 56.7 26.9 50.0 2 0 0 1,444.7180
J_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 6 8.33% FIEDELQIPVK 431 441 61.4 28.0 44.1 2 0 0 1,330.7255
K_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 5 8.99% VTVVLGAQWGDEGK 30 43 58.8 27.9 58.8 1 0 0 1,458.7589
K_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 5 8.99% VVDLLAQDADIVCR 46 59 85.0 28.3 74.9 2 0 0 1,586.8209



K_12 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 5 8.99% TLPGWNTDISNAR 404 416 67.2 27.3 55.1 2 0 0 1,444.7180
K_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 4 4 4 10.70% VVDLLAQDADIVCR 46 59 59.5 28.3 53.4 1 0 0 1,586.8209
K_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 4 4 4 10.70% TLPGWNTDISNAR 404 416 29.1 27.3 21.1 1 0 0 1,444.7180
K_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 4 4 4 10.70% ELPVNAQNYVR 420 430 31.3 28.1 22.6 1 0 0 1,302.6800
K_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 4 4 4 10.70% FIEDELQIPVK 431 441 41.2 28.3 23.9 1 0 0 1,330.7255
L_08 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 4 4 8 11.40% VTVVLGAQWGDEGK 30 43 83.4 27.8 77.0 2 0 0 1,458.7589
L_08 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 4 4 8 11.40% VVDLLAQDADIVCR 46 59 62.5 28.0 54.8 2 0 0 1,586.8209
L_08 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 4 4 8 11.40% TLPGWNTDISNAR 404 416 46.5 26.9 33.9 2 0 0 1,444.7180
L_08 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 4 4 8 11.40% ELPVNAQNYVR 420 430 50.7 28.4 44.0 2 0 0 1,302.6800
L_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 5 8.55% VTVVLGAQWGDEGK 30 43 88.2 27.8 83.4 2 0 0 1,458.7589
L_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 5 8.55% VVDLLAQDADIVCR 46 59 73.6 28.0 70.1 2 0 0 1,586.8209
L_13 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 5 8.55% FIEDELQIPVK 431 441 41.5 28.6 24.2 1 0 0 1,330.7255
M_08 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 6 8.55% VTVVLGAQWGDEGK 30 43 66.3 27.9 63.1 2 0 0 1,458.7589
M_08 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 6 8.55% VVDLLAQDADIVCR 46 59 67.3 28.3 61.5 2 0 0 1,586.8209
M_08 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 6 8.55% ELPVNAQNYVR 420 430 47.9 28.6 38.8 2 0 0 1,302.6800
Q_08 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 4 8.33% VTVVLGAQWGDEGK 30 43 34.1 28.2 30.2 1 0 0 1,458.7589
Q_08 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 4 8.33% TLPGWNTDISNAR 404 416 31.6 27.0 24.5 1 0 0 1,444.7180
Q_08 Adenylosuccinate synthetase isozyme 2 PURA2_HUMAN 50,098 3 3 4 8.33% ELPVNAQNYVR 420 430 55.6 28.5 52.7 2 0 0 1,302.6800
A_19 Pseudouridylate synthase 7 homolog PUS7_HUMAN 75,038 4 4 5 7.41% LEELQLFK 179 186 28.7 26.7 15.2 1 0 0 1,019.5773
A_19 Pseudouridylate synthase 7 homolog PUS7_HUMAN 75,038 4 4 5 7.41% NITGTDDQVQQAMNSLK 351 367 50.7 26.8 7.0 1 0 0 1,878.8865
A_19 Pseudouridylate synthase 7 homolog PUS7_HUMAN 75,038 4 4 5 7.41% FGTTAVPTYQVGR 380 392 44.8 28.1 39.3 2 0 0 1,396.7220
A_19 Pseudouridylate synthase 7 homolog PUS7_HUMAN 75,038 4 4 5 7.41% NIVSAFGIIPR 459 469 49.8 25.5 33.8 1 0 0 1,186.6943
B_19 Pseudouridylate synthase 7 homolog PUS7_HUMAN 75,038 3 3 5 5.45% NIVSAFGIIPR 459 469 45.0 25.5 40.2 2 0 0 1,186.6943
B_19 Pseudouridylate synthase 7 homolog PUS7_HUMAN 75,038 3 3 5 5.45% IPLFNTDVDNLEGK 596 609 31.4 28.4 26.1 1 0 0 1,574.8063
B_19 Pseudouridylate synthase 7 homolog PUS7_HUMAN 75,038 3 3 5 5.45% NQTQLNTTWLR 651 661 50.2 28.7 26.1 2 0 0 1,374.7125
C_16 Poliovirus receptor PVR_HUMAN 45,302 3 3 6 10.10% HGESGSMAVFHQTQGPSYSESK 69 90 28.6 25.0 28.6 0 0 2 2,367.0307
C_16 Poliovirus receptor PVR_HUMAN 45,302 3 3 6 10.10% RLEFVAAR 91 98 45.4 26.5 27.7 2 0 0 961.5577
C_16 Poliovirus receptor PVR_HUMAN 45,302 3 3 6 10.10% VQLTGEPVPMAR 154 165 36.2 26.7 33.0 2 0 0 1,313.6884
C_17 Poliovirus receptor PVR_HUMAN 45,302 2 2 3 8.15% HGESGSMAVFHQTQGPSYSESK 69 90 25.2 25.0 25.2 0 1 0 2,367.0307
C_17 Poliovirus receptor PVR_HUMAN 45,302 2 2 3 8.15% VQLTGEPVPMAR 154 165 33.4 26.6 24.7 2 0 0 1,313.6884
L_10 Poliovirus receptor PVR_HUMAN 45,302 2 3 5 4.80% RLEFVAAR 91 98 41.3 25.5 25.7 2 0 0 961.5577
L_10 Poliovirus receptor PVR_HUMAN 45,302 2 3 5 4.80% VQLTGEPVPMAR 154 165 43.1 26.8 42.2 3 0 0 1,313.6884
M_09 Poliovirus receptor PVR_HUMAN 45,302 2 2 4 4.80% RLEFVAAR 91 98 25.2 25.6 11.9 2 0 0 961.5577
M_09 Poliovirus receptor PVR_HUMAN 45,302 2 2 4 4.80% VQLTGEPVPMAR 154 165 38.9 26.6 32.8 2 0 0 1,313.6884
M_10 Poliovirus receptor PVR_HUMAN 45,302 3 4 5 7.91% RLEFVAAR 91 98 20.0 25.6 1.5 2 0 0 961.5577
M_10 Poliovirus receptor PVR_HUMAN 45,302 3 4 5 7.91% VLAKPQNTAEVQK 141 153 23.5 25.7 15.1 1 1 0 1,425.8061
M_10 Poliovirus receptor PVR_HUMAN 45,302 3 4 5 7.91% VQLTGEPVPMAR 154 165 36.7 26.2 36.7 1 0 0 1,313.6884
N_11 Poliovirus receptor PVR_HUMAN 45,302 2 2 3 4.80% RLEFVAAR 91 98 21.6 25.5 14.1 1 0 0 961.5577
N_11 Poliovirus receptor PVR_HUMAN 45,302 2 2 3 4.80% VQLTGEPVPMAR 154 165 40.7 26.8 37.4 2 0 0 1,313.6884
O_10 Poliovirus receptor PVR_HUMAN 45,302 2 2 4 4.80% RLEFVAAR 91 98 35.8 26.2 22.0 2 0 0 961.5577
O_10 Poliovirus receptor PVR_HUMAN 45,302 2 2 4 4.80% VQLTGEPVPMAR 154 165 41.0 26.2 32.9 2 0 0 1,313.6884
P_11 Poliovirus receptor PVR_HUMAN 45,302 2 2 4 4.80% RLEFVAAR 91 98 40.1 25.5 27.9 2 0 0 961.5577
P_11 Poliovirus receptor PVR_HUMAN 45,302 2 2 4 4.80% VQLTGEPVPMAR 154 165 33.4 26.8 26.6 2 0 0 1,313.6884
Q_09 Poliovirus receptor PVR_HUMAN 45,302 2 2 3 5.04% RLEFVAAR 91 98 19.3 26.1 9.0 1 0 0 961.5577
Q_09 Poliovirus receptor PVR_HUMAN 45,302 2 2 3 5.04% VLAKPQNTAEVQK 141 153 32.7 25.0 31.4 2 0 0 1,425.8061
Q_10 Poliovirus receptor PVR_HUMAN 45,302 3 3 5 7.91% RLEFVAAR 91 98 35.5 25.5 11.3 1 0 0 961.5577
Q_10 Poliovirus receptor PVR_HUMAN 45,302 3 3 5 7.91% VLAKPQNTAEVQK 141 153 21.5 25.0 13.1 0 2 0 1,425.8061
Q_10 Poliovirus receptor PVR_HUMAN 45,302 3 3 5 7.91% VQLTGEPVPMAR 154 165 47.6 26.8 47.6 2 0 0 1,313.6884
Q_11 Poliovirus receptor PVR_HUMAN 45,302 2 2 3 4.80% RLEFVAAR 91 98 30.7 25.5 23.2 1 0 0 961.5577
Q_11 Poliovirus receptor PVR_HUMAN 45,302 2 2 3 4.80% VQLTGEPVPMAR 154 165 36.5 26.8 30.6 2 0 0 1,313.6884
A_13 Poliovirus receptor‐related protein 2 PVRL2_HUMAN 57,742 2 2 3 4.09% VQVLPEVR 36 43 26.4 25.0 26.4 2 0 0 939.5622
A_13 Poliovirus receptor‐related protein 2 PVRL2_HUMAN 57,742 2 2 3 4.09% MGPSFPSPKPGSER 89 102 23.2 26.0 20.1 0 1 0 1,489.7106
B_13 Poliovirus receptor‐related protein 2 PVRL2_HUMAN 57,742 2 2 4 4.09% VQVLPEVR 36 43 34.0 25.0 30.1 2 0 0 939.5622
B_13 Poliovirus receptor‐related protein 2 PVRL2_HUMAN 57,742 2 2 4 4.09% MGPSFPSPKPGSER 89 102 27.5 26.0 25.4 0 2 0 1,489.7106
C_12 Poliovirus receptor‐related protein 2 PVRL2_HUMAN 57,742 2 2 4 4.09% VQVLPEVR 36 43 33.9 25.0 32.6 2 0 0 939.5622
C_12 Poliovirus receptor‐related protein 2 PVRL2_HUMAN 57,742 2 2 4 4.09% MGPSFPSPKPGSER 89 102 29.4 25.5 22.6 0 2 0 1,489.7106
C_13 Poliovirus receptor‐related protein 2 PVRL2_HUMAN 57,742 2 2 4 2.97% VQVLPEVR 36 43 24.1 25.0 21.4 2 0 0 939.5622
C_13 Poliovirus receptor‐related protein 2 PVRL2_HUMAN 57,742 2 2 4 2.97% AEQVIFVR 340 347 48.1 26.6 39.3 2 0 0 961.5465
G_14 Poliovirus receptor‐related protein 2 PVRL2_HUMAN 57,742 2 2 4 2.97% VQVLPEVR 36 43 43.6 25.0 33.5 2 0 0 939.5622
G_14 Poliovirus receptor‐related protein 2 PVRL2_HUMAN 57,742 2 2 4 2.97% AEQVIFVR 340 347 50.6 26.5 36.0 2 0 0 961.5465
M_07 Poliovirus receptor‐related protein 2 PVRL2_HUMAN 57,742 2 2 3 4.09% VQVLPEVR 36 43 25.0 25.0 19.6 2 0 0 939.5622
M_07 Poliovirus receptor‐related protein 2 PVRL2_HUMAN 57,742 2 2 3 4.09% MGPSFPSPKPGSER 89 102 27.5 26.3 13.5 0 1 0 1,489.7106
B_16 Periodic tryptophan protein 1 homolog PWP1_HUMAN 55,866 2 2 4 4.19% QVTCVAWVR 6 14 31.5 28.9 17.9 2 0 0 1,118.5775
B_16 Periodic tryptophan protein 1 homolog PWP1_HUMAN 55,866 2 2 4 4.19% EPLEDGDPEDDR 73 84 35.9 25.0 35.9 2 0 0 1,386.5659
A_24 Peroxidasin homolog PXDN_HUMAN 165,276 2 2 3 1.62% NLNTLLLNNNQIK 87 99 72.2 25.7 61.6 2 0 0 1,511.8541
A_24 Peroxidasin homolog PXDN_HUMAN 165,276 2 2 3 1.62% SVYENGFNTPR 769 779 32.8 25.0 25.4 1 0 0 1,283.6014
A_25 Peroxidasin homolog PXDN_HUMAN 165,276 6 7 10 5.07% NLNTLLLNNNQIK 87 99 51.0 25.7 42.6 1 1 0 1,511.8541
A_25 Peroxidasin homolog PXDN_HUMAN 165,276 6 7 10 5.07% SVATITPEELNCERPR 232 247 32.2 27.4 21.7 0 1 0 1,871.9281
A_25 Peroxidasin homolog PXDN_HUMAN 165,276 6 7 10 5.07% SPNDLLALFR 653 662 72.6 28.9 63.1 2 0 0 1,145.6314
A_25 Peroxidasin homolog PXDN_HUMAN 165,276 6 7 10 5.07% SVYENGFNTPR 769 779 60.6 25.0 53.9 1 0 0 1,283.6014
A_25 Peroxidasin homolog PXDN_HUMAN 165,276 6 7 10 5.07% IVNEGGIDPLLR 1108 1119 50.7 25.0 45.7 2 0 0 1,295.7320
A_25 Peroxidasin homolog PXDN_HUMAN 165,276 6 7 10 5.07% VPSQLLNTELTER 1130 1142 65.7 27.7 65.7 2 0 0 1,499.8065
B_24 Peroxidasin homolog PXDN_HUMAN 165,276 4 4 6 3.72% NLNTLLLNNNQIK 87 99 72.1 25.9 54.6 2 0 0 1,511.8541
B_24 Peroxidasin homolog PXDN_HUMAN 165,276 4 4 6 3.72% IPSGAFEDLENLK 101 113 26.0 28.6 16.7 1 0 0 1,432.7320
B_24 Peroxidasin homolog PXDN_HUMAN 165,276 4 4 6 3.72% SVATITPEELNCERPR 232 247 18.2 27.2 15.6 0 1 0 1,871.9281
B_24 Peroxidasin homolog PXDN_HUMAN 165,276 4 4 6 3.72% VPSQLLNTELTER 1130 1142 62.9 27.5 62.9 2 0 0 1,499.8065
B_25 Peroxidasin homolog PXDN_HUMAN 165,276 4 4 6 3.52% IPSGAFEDLENLK 101 113 28.9 28.6 21.2 1 0 0 1,432.7320
B_25 Peroxidasin homolog PXDN_HUMAN 165,276 4 4 6 3.52% SVATITPEELNCERPR 232 247 23.2 27.6 16.0 0 1 0 1,871.9281
B_25 Peroxidasin homolog PXDN_HUMAN 165,276 4 4 6 3.52% SPNDLLALFR 653 662 56.5 28.5 49.7 2 0 0 1,145.6314
B_25 Peroxidasin homolog PXDN_HUMAN 165,276 4 4 6 3.52% VPSQLLNTELTER 1130 1142 45.5 27.5 45.5 2 0 0 1,499.8065
C_05 Peroxidasin homolog PXDN_HUMAN 165,276 2 2 3 2.23% SLEFSYQEDKPTKK 1337 1350 27.0 27.2 20.6 1 0 0 1,699.8539
C_05 Peroxidasin homolog PXDN_HUMAN 165,276 2 2 3 2.23% LSTTECVDAGGESHANNTK 1410 1428 42.5 25.0 38.1 0 2 0 1,990.8772
C_24 Peroxidasin homolog PXDN_HUMAN 165,276 5 5 9 4.53% NLNTLLLNNNQIK 87 99 77.8 26.1 66.0 2 0 0 1,511.8541
C_24 Peroxidasin homolog PXDN_HUMAN 165,276 5 5 9 4.53% SVATITPEELNCERPR 232 247 25.7 27.3 19.5 0 2 0 1,871.9281
C_24 Peroxidasin homolog PXDN_HUMAN 165,276 5 5 9 4.53% VVIEGQTVDFQCEAK 443 457 51.7 27.6 34.1 1 0 0 1,722.8369
C_24 Peroxidasin homolog PXDN_HUMAN 165,276 5 5 9 4.53% YPRDPYTVEQAR 663 674 26.7 27.5 19.6 0 2 0 1,494.7336
C_24 Peroxidasin homolog PXDN_HUMAN 165,276 5 5 9 4.53% SVYENGFNTPR 769 779 52.5 25.0 45.5 2 0 0 1,283.6014
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% LRNLNTLLLNNNQIK 85 99 41.6 25.0 31.7 0 2 0 1,781.0393
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% NLNTLLLNNNQIK 87 99 36.2 25.6 28.2 1 2 0 1,511.8541
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% NLNTLLLNNNQIKR 87 100 34.7 25.0 33.4 2 1 0 1,667.9552
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% IPSGAFEDLENLK 101 113 37.4 28.6 32.0 1 0 0 1,432.7320
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% TYAESGNAQAAAICEYPR 209 226 49.0 25.0 49.0 1 0 0 1,971.8865
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% SVATITPEELNCERPR 232 247 23.4 27.2 16.9 0 2 0 1,871.9281
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% VVIEGQTVDFQCEAK 443 457 78.4 27.8 64.9 2 0 0 1,722.8369
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% GNPPPVIAWTK 458 468 24.4 26.5 16.9 2 0 0 1,179.6522
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% VVAHLTVQPR 513 522 31.5 25.7 31.5 2 0 0 1,119.6633
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% YPRDPYTVEQAR 663 674 25.4 27.6 14.3 0 2 0 1,494.7336
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% SVYENGFNTPR 769 779 59.2 25.0 49.2 2 0 0 1,283.6014
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% LYNGHALPMPR 786 796 24.4 26.6 22.2 1 0 0 1,284.6519
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% DENESPIPCFLAGDHR 962 977 18.3 25.0 15.5 0 1 0 1,856.8234
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% IVNEGGIDPLLR 1108 1119 46.6 25.9 39.6 2 0 0 1,295.7320
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% VPSQLLNTELTER 1130 1142 39.0 27.7 37.8 2 0 0 1,499.8065
C_25 Peroxidasin homolog PXDN_HUMAN 165,276 16 18 29 12.80% VAEFPHGYGSCDEIPR 1291 1306 22.3 25.0 22.3 0 1 0 1,833.8226
C_29 Peroxidasin homolog PXDN_HUMAN 165,276 2 2 3 1.56% SVYENGFNTPR 769 779 27.1 25.0 21.8 1 0 0 1,283.6014
C_29 Peroxidasin homolog PXDN_HUMAN 165,276 2 2 3 1.56% IVNEGGIDPLLR 1108 1119 60.2 25.0 52.6 2 0 0 1,295.7320
H_21 Peroxidasin homolog PXDN_HUMAN 165,276 3 3 6 2.50% NLNTLLLNNNQIK 87 99 61.3 25.5 48.9 2 0 0 1,511.8541
H_21 Peroxidasin homolog PXDN_HUMAN 165,276 3 3 6 2.50% SVYENGFNTPR 769 779 47.2 25.0 36.0 2 0 0 1,283.6014
H_21 Peroxidasin homolog PXDN_HUMAN 165,276 3 3 6 2.50% VPSQLLNTELTER 1130 1142 48.2 27.6 45.4 2 0 0 1,499.8065
I_21 Peroxidasin homolog PXDN_HUMAN 165,276 3 3 5 2.50% NLNTLLLNNNQIK 87 99 50.1 25.7 43.8 2 0 0 1,511.8541
I_21 Peroxidasin homolog PXDN_HUMAN 165,276 3 3 5 2.50% SVYENGFNTPR 769 779 39.6 25.0 39.6 1 0 0 1,283.6014
I_21 Peroxidasin homolog PXDN_HUMAN 165,276 3 3 5 2.50% VPSQLLNTELTER 1130 1142 51.9 27.5 44.1 2 0 0 1,499.8065
J_21 Peroxidasin homolog PXDN_HUMAN 165,276 3 3 6 2.57% NLNTLLLNNNQIK 87 99 60.8 25.0 54.3 2 0 0 1,511.8541



J_21 Peroxidasin homolog PXDN_HUMAN 165,276 3 3 6 2.57% IVNEGGIDPLLR 1108 1119 50.7 25.0 46.6 2 0 0 1,295.7320
J_21 Peroxidasin homolog PXDN_HUMAN 165,276 3 3 6 2.57% VPSQLLNTELTER 1130 1142 41.8 27.6 41.8 2 0 0 1,499.8065
K_21 Peroxidasin homolog PXDN_HUMAN 165,276 7 7 13 5.81% NLNTLLLNNNQIK 87 99 81.1 25.7 69.0 2 0 0 1,511.8541
K_21 Peroxidasin homolog PXDN_HUMAN 165,276 7 7 13 5.81% VVIEGQTVDFQCEAK 443 457 68.5 28.1 53.6 2 0 0 1,722.8369
K_21 Peroxidasin homolog PXDN_HUMAN 165,276 7 7 13 5.81% HLVLSSGTLR 479 488 39.7 25.0 21.7 2 0 0 1,082.6317
K_21 Peroxidasin homolog PXDN_HUMAN 165,276 7 7 13 5.81% YPRDPYTVEQAR 663 674 23.0 27.8 8.3 0 1 0 1,494.7336
K_21 Peroxidasin homolog PXDN_HUMAN 165,276 7 7 13 5.81% SVYENGFNTPR 769 779 61.5 25.0 55.6 2 0 0 1,283.6014
K_21 Peroxidasin homolog PXDN_HUMAN 165,276 7 7 13 5.81% IVNEGGIDPLLR 1108 1119 56.8 25.0 52.3 2 0 0 1,295.7320
K_21 Peroxidasin homolog PXDN_HUMAN 165,276 7 7 13 5.81% VPSQLLNTELTER 1130 1142 54.8 27.5 53.0 2 0 0 1,499.8065
N_16 Peroxidasin homolog PXDN_HUMAN 165,276 3 3 4 2.30% EIQPGAFR 76 83 33.9 29.3 26.2 1 0 0 917.4840
N_16 Peroxidasin homolog PXDN_HUMAN 165,276 3 3 4 2.30% NLNTLLLNNNQIK 87 99 54.0 25.0 47.6 1 0 0 1,511.8541
N_16 Peroxidasin homolog PXDN_HUMAN 165,276 3 3 4 2.30% VPSQLLNTELTER 1130 1142 50.1 27.2 46.8 2 0 0 1,499.8065
A_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 10 10 19 14.80% GLAGLGDVAEVR 18 29 71.5 26.5 0.0 2 0 0 1,156.6322
A_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 10 10 19 14.80% DYFFALAHTVR 51 61 34.9 27.3 29.5 1 0 0 1,339.6793
A_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 10 10 19 14.80% YEFGIFNQK 162 170 39.0 26.3 27.1 2 0 0 1,145.5626
A_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 10 10 19 14.80% VLYPNDNFFEGK 279 290 39.6 25.9 38.2 2 0 0 1,442.6951
A_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 10 10 19 14.80% TCFETFPDK 325 333 34.5 25.0 21.6 2 0 0 1,144.4981
A_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 10 10 19 14.80% TCAYTNHTVLPEALER 372 387 37.6 26.6 25.2 0 2 0 1,874.9066
A_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 10 10 19 14.80% HLDHVAALFPGDVDR 411 425 56.1 28.0 42.1 0 2 0 1,661.8396
A_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 10 10 19 14.80% DFYELEPEK 471 479 26.5 25.0 22.8 2 0 0 1,169.5362
A_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 10 10 19 14.80% LVTSIGDVVNHDPVVGDR 623 640 31.0 27.8 28.3 2 0 0 1,891.9874
A_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 10 10 19 14.80% QAVDQISSGFFSPK 741 754 96.5 27.1 85.7 2 0 0 1,510.7537
B_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 11 12 19 17.10% GLAGLGDVAEVR 18 29 77.8 27.4 0.0 2 0 0 1,156.6322
B_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 11 12 19 17.10% YEFGIFNQK 162 170 45.1 26.9 31.3 2 0 0 1,145.5626
B_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 11 12 19 17.10% VLYPNDNFFEGK 279 290 38.1 26.2 36.0 1 0 0 1,442.6951
B_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 11 12 19 17.10% TCFETFPDK 325 333 33.4 25.0 24.8 2 0 0 1,144.4981
B_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 11 12 19 17.10% TCAYTNHTVLPEALER 372 387 34.8 26.7 17.1 0 2 0 1,874.9066
B_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 11 12 19 17.10% HLEIIYAINQR 400 410 34.4 25.8 14.0 1 2 0 1,369.7587
B_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 11 12 19 17.10% HLDHVAALFPGDVDR 411 425 35.4 27.9 22.5 0 1 0 1,661.8396
B_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 11 12 19 17.10% INMAHLCVIGSHAVNGVAR 440 458 33.8 28.3 25.1 0 1 0 2,035.0324
B_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 11 12 19 17.10% DFYELEPEK 471 479 24.6 25.0 16.6 2 0 0 1,169.5362
B_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 11 12 19 17.10% LVTSIGDVVNHDPVVGDR 623 640 36.8 27.6 31.9 1 0 0 1,891.9874
B_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 11 12 19 17.10% QAVDQISSGFFSPK 741 754 93.0 27.0 84.4 2 0 0 1,510.7537
C_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 3 3 5 4.51% GLAGLGDVAEVR 18 29 50.8 26.4 0.0 2 0 0 1,156.6322
C_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 3 3 5 4.51% VLYPNDNFFEGK 279 290 33.9 25.9 33.9 1 0 0 1,442.6951
C_21 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 3 3 5 4.51% QAVDQISSGFFSPK 741 754 55.7 27.2 49.7 2 0 0 1,510.7537
H_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 3 3 5 5.10% HLEIIYAINQR 400 410 25.3 26.4 14.4 0 2 0 1,369.7587
H_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 3 3 5 5.10% LVTSIGDVVNHDPVVGDR 623 640 16.8 27.6 8.2 0 1 0 1,891.9874
H_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 3 3 5 5.10% QAVDQISSGFFSPK 741 754 61.9 27.0 59.2 2 0 0 1,510.7537
I_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 4 5 7 6.17% YEFGIFNQK 162 170 38.5 26.7 35.3 1 0 0 1,145.5626
I_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 4 5 7 6.17% HLEIIYAINQR 400 410 33.9 26.0 26.4 2 1 0 1,369.7587
I_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 4 5 7 6.17% LVTSIGDVVNHDPVVGDR 623 640 20.2 27.7 16.5 0 1 0 1,891.9874
I_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 4 5 7 6.17% QAVDQISSGFFSPK 741 754 52.8 27.0 36.5 2 0 0 1,510.7537
J_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 3 3 4 3.44% GLAGLGDVAEVR 18 29 66.6 27.5 0.0 2 0 0 1,156.6322
J_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 3 3 4 3.44% TCFETFPDK 325 333 29.2 25.0 23.8 1 0 0 1,144.4981
J_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 3 3 4 3.44% VIFLENYR 643 650 26.7 26.7 25.2 1 0 0 1,053.5727
K_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 5 5 9 7.71% GLAGLGDVAEVR 18 29 77.6 26.8 0.0 2 0 0 1,156.6322
K_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 5 5 9 7.71% VLYPNDNFFEGK 279 290 17.5 26.5 5.7 1 0 0 1,442.6951
K_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 5 5 9 7.71% DFYELEPEK 471 479 33.0 25.0 20.5 2 0 0 1,169.5362
K_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 5 5 9 7.71% LVTSIGDVVNHDPVVGDR 623 640 24.9 27.6 19.9 0 2 0 1,891.9874
K_17 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 5 5 9 7.71% QAVDQISSGFFSPK 741 754 83.7 27.0 68.3 2 0 0 1,510.7537
L_13 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 2 2 4 2.49% GLAGLGDVAEVR 18 29 50.0 26.9 0.0 2 0 0 1,156.6322
L_13 Glycogen phosphorylase, brain form PYGB_HUMAN 96,698 2 2 4 2.49% VEDVEALDR 716 724 59.1 27.3 38.5 2 0 0 1,045.5161
A_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 8 10 18 11.00% GIVGVENVAELK 18 29 52.7 25.4 42.5 2 0 0 1,227.6944
A_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 8 10 18 11.00% GIVGVENVAELKK 18 30 19.1 26.0 11.2 0 1 0 1,355.7894
A_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 8 10 18 11.00% DYYFALAHTVR 51 61 34.3 26.6 23.7 0 2 0 1,355.6742
A_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 8 10 18 11.00% VLYPNDNFFEGK 279 290 39.6 25.9 38.2 2 0 0 1,442.6951
A_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 8 10 18 11.00% WPVDLVEK 388 395 26.6 26.8 19.7 2 0 0 985.5354
A_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 8 10 18 11.00% HLEIIYEINQK 400 410 44.3 27.6 32.5 2 1 0 1,399.7581
A_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 8 10 18 11.00% LITSVADVVNNDPMVGSK 623 640 59.3 27.7 33.5 2 2 0 1,874.9530
A_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 8 10 18 11.00% EYYEALPELK 731 740 31.1 27.1 23.4 2 0 0 1,254.6253
A_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 8 10 18 11.00% VFADYEAYVK 774 783 52.8 25.9 40.2 2 0 0 1,204.5884
B_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 4 5 9 7.20% VLYPNDNFFEGK 279 290 38.1 26.2 36.0 1 0 0 1,442.6951
B_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 4 5 9 7.20% HLEIIYEINQK 400 410 55.5 27.6 48.0 2 0 0 1,399.7581
B_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 4 5 9 7.20% LITSVADVVNNDPMVGSK 623 640 82.4 27.6 31.7 2 2 0 1,874.9530
B_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 4 5 9 7.20% EYYEALPELK 731 740 28.0 27.1 20.9 1 0 0 1,254.6253
B_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 4 5 9 7.20% VFADYEAYVK 774 783 57.5 26.9 51.0 2 0 0 1,204.5884
C_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 6 7 12 9.68% GIVGVENVAELK 18 29 30.7 27.0 20.5 2 0 0 1,227.6944
C_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 6 7 12 9.68% YEYGIFNQK 162 170 28.7 25.6 28.7 1 0 0 1,161.5575
C_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 6 7 12 9.68% VLYPNDNFFEGK 279 290 33.9 25.9 33.9 1 0 0 1,442.6951
C_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 6 7 12 9.68% HLEIIYEINQK 400 410 27.8 27.5 23.8 1 0 0 1,399.7581
C_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 6 7 12 9.68% LITSVADVVNNDPMVGSK 623 640 63.4 27.8 9.8 2 2 0 1,874.9530
C_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 6 7 12 9.68% EYYEALPELK 731 740 22.3 26.7 13.4 2 0 0 1,254.6253
C_21 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 6 7 12 9.68% VFADYEAYVK 774 783 42.0 26.5 36.1 2 0 0 1,204.5884
H_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 5 5 9 6.61% WPVDLVEK 388 395 25.9 26.6 16.6 2 0 0 985.5354
H_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 5 5 9 6.61% FSQFLETEYK 546 555 69.8 27.2 57.8 2 0 0 1,291.6205
H_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 5 5 9 6.61% LITSVADVVNNDPMVGSK 623 640 61.1 27.4 26.8 2 0 0 1,874.9530
H_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 5 5 9 6.61% EYYEALPELK 731 740 25.8 27.1 22.2 1 0 0 1,254.6253
H_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 5 5 9 6.61% VFADYEAYVK 774 783 46.6 26.9 42.7 2 0 0 1,204.5884
I_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 2 2 4 2.36% FSQFLETEYK 546 555 41.8 26.9 34.2 2 0 0 1,291.6205
I_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 2 2 4 2.36% EYYEALPELK 731 740 35.5 27.1 29.1 2 0 0 1,254.6253
J_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 2 2 3 3.07% WPVDLVEK 388 395 28.7 26.5 21.5 1 0 0 985.5354
J_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 2 2 3 3.07% FSQFLETEYK 546 555 37.5 27.3 24.0 2 0 0 1,291.6205
J_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 2 2 3 3.07% VIFLENYR 643 650 26.7 26.7 25.2 1 0 0 1,053.5727
K_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 3 3 6 4.96% VLYPNDNFFEGK 279 290 17.5 26.5 5.7 1 0 0 1,442.6951
K_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 3 3 6 4.96% FSQFLETEYK 546 555 46.1 26.9 40.3 2 0 0 1,291.6205
K_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 3 3 6 4.96% EYYEALPELK 731 740 35.9 27.1 30.8 2 0 0 1,254.6253
K_17 Glycogen phosphorylase, liver form PYGL_HUMAN 97,152 3 3 6 4.96% VFADYEAYVK 774 783 36.3 26.9 30.9 2 0 0 1,204.5884
A_27 CAD protein PYR1_HUMAN 242,983 6 6 10 2.88% IIAHAQLLEQHR 843 854 21.9 27.0 15.5 0 1 0 1,428.8071
A_27 CAD protein PYR1_HUMAN 242,983 6 6 10 2.88% VLGTSPEAIDSAENR 1034 1048 74.3 27.0 73.0 2 0 0 1,558.7708
A_27 CAD protein PYR1_HUMAN 242,983 6 6 10 2.88% VPQFSFSR 1263 1270 24.0 26.8 17.2 2 0 0 967.4995
A_27 CAD protein PYR1_HUMAN 242,983 6 6 10 2.88% NILLTIGSYK 1314 1323 37.8 25.0 37.1 2 0 0 1,121.6566
A_27 CAD protein PYR1_HUMAN 242,983 6 6 10 2.88% LSLDDLLQR 1723 1731 40.3 28.6 21.7 1 0 0 1,072.5999
A_27 CAD protein PYR1_HUMAN 242,983 6 6 10 2.88% MALLATVLGR 2215 2224 56.1 26.1 45.0 2 0 0 1,060.6185
A_28 CAD protein PYR1_HUMAN 242,983 3 3 6 1.39% ATGYPLAYVAAK 697 708 34.3 25.4 31.8 2 0 0 1,224.6623
A_28 CAD protein PYR1_HUMAN 242,983 3 3 6 1.39% LSLDDLLQR 1723 1731 41.9 28.5 23.2 2 0 0 1,072.5999
A_28 CAD protein PYR1_HUMAN 242,983 3 3 6 1.39% MALLATVLGR 2215 2224 42.3 26.1 20.9 2 0 0 1,060.6185
A_29 CAD protein PYR1_HUMAN 242,983 3 3 5 1.57% VLGTSPEAIDSAENR 1034 1048 44.2 27.0 39.6 2 0 0 1,558.7708
A_29 CAD protein PYR1_HUMAN 242,983 3 3 5 1.57% NILLTIGSYK 1314 1323 26.2 25.0 16.7 2 0 0 1,121.6566
A_29 CAD protein PYR1_HUMAN 242,983 3 3 5 1.57% MALLATVLGR 2215 2224 26.1 26.6 12.7 1 0 0 1,060.6185
A_30 CAD protein PYR1_HUMAN 242,983 3 3 5 1.48% VLGTSPEAIDSAENR 1034 1048 64.9 27.0 59.1 2 0 0 1,558.7708
A_30 CAD protein PYR1_HUMAN 242,983 3 3 5 1.48% VPQFSFSR 1263 1270 25.0 27.0 16.7 1 0 0 967.4995
A_30 CAD protein PYR1_HUMAN 242,983 3 3 5 1.48% MALLATVLGR 2215 2224 53.2 26.4 36.3 2 0 0 1,060.6185
A_31 CAD protein PYR1_HUMAN 242,983 2 2 2 1.12% VLGTSPEAIDSAENR 1034 1048 31.7 26.8 22.0 1 0 0 1,558.7708
A_31 CAD protein PYR1_HUMAN 242,983 2 2 2 1.12% MALLATVLGR 2215 2224 21.8 26.1 7.6 1 0 0 1,060.6185
A_32 CAD protein PYR1_HUMAN 242,983 2 2 3 1.12% VLGTSPEAIDSAENR 1034 1048 48.0 26.8 43.8 1 0 0 1,558.7708
A_32 CAD protein PYR1_HUMAN 242,983 2 2 3 1.12% MALLATVLGR 2215 2224 29.7 26.4 22.5 2 0 0 1,060.6185
B_27 CAD protein PYR1_HUMAN 242,983 4 4 7 2.07% ILALDCGLK 178 186 31.6 29.5 15.9 1 0 0 1,002.5655
B_27 CAD protein PYR1_HUMAN 242,983 4 4 7 2.07% IIAHAQLLEQHR 843 854 19.9 26.6 11.1 0 2 0 1,428.8071
B_27 CAD protein PYR1_HUMAN 242,983 4 4 7 2.07% VLGTSPEAIDSAENR 1034 1048 78.2 26.8 78.2 2 0 0 1,558.7708
B_27 CAD protein PYR1_HUMAN 242,983 4 4 7 2.07% FLSSAAAVSK 1110 1119 22.4 26.1 0.2 2 0 0 980.5410
B_28 CAD protein PYR1_HUMAN 242,983 3 3 3 1.53% ATGYPLAYVAAK 697 708 20.9 25.5 20.9 1 0 0 1,224.6623



B_28 CAD protein PYR1_HUMAN 242,983 3 3 3 1.53% IIAHAQLLEQHR 843 854 19.6 26.6 14.9 0 1 0 1,428.8071
B_28 CAD protein PYR1_HUMAN 242,983 3 3 3 1.53% MALLATVLGR 2215 2224 37.6 26.6 28.6 1 0 0 1,060.6185
B_30 CAD protein PYR1_HUMAN 242,983 2 2 2 1.21% VLGTSPEAIDSAENR 1034 1048 36.0 27.1 29.7 1 0 0 1,558.7708
B_30 CAD protein PYR1_HUMAN 242,983 2 2 2 1.21% TLGVDLVALATR 1229 1240 28.4 25.6 19.0 1 0 0 1,228.7261
L_16 CAD protein PYR1_HUMAN 242,983 3 3 4 1.66% VLGTSPEAIDSAENR 1034 1048 52.8 27.2 46.2 1 0 0 1,558.7708
L_16 CAD protein PYR1_HUMAN 242,983 3 3 4 1.66% LLDTIGISQPQWR 1054 1066 50.7 27.0 42.3 1 0 0 1,526.8328
L_16 CAD protein PYR1_HUMAN 242,983 3 3 4 1.66% LSLDDLLQR 1723 1731 34.3 28.6 15.7 2 0 0 1,072.5999
A_18 CTP synthase 1 PYRG1_HUMAN 66,691 3 3 6 5.08% RLDLPIER 269 276 31.0 25.0 5.4 2 0 0 1,011.5947
A_18 CTP synthase 1 PYRG1_HUMAN 66,691 3 3 6 5.08% LLETCSIALVGK 295 306 44.7 27.1 40.5 2 0 0 1,303.7292
A_18 CTP synthase 1 PYRG1_HUMAN 66,691 3 3 6 5.08% FSDSYASVIK 310 319 29.9 26.3 17.7 2 0 0 1,116.5571
B_18 CTP synthase 1 PYRG1_HUMAN 66,691 2 2 3 3.38% IYQYVINK 93 100 30.0 26.1 22.1 1 0 0 1,040.5775
B_18 CTP synthase 1 PYRG1_HUMAN 66,691 2 2 3 3.38% LLETCSIALVGK 295 306 93.2 27.3 81.3 2 0 0 1,303.7292
H_15 CTP synthase 1 PYRG1_HUMAN 66,691 2 2 3 2.71% RLDLPIER 269 276 29.3 25.0 7.9 2 0 0 1,011.5947
H_15 CTP synthase 1 PYRG1_HUMAN 66,691 2 2 3 2.71% IQAIAWAR 382 389 35.5 27.0 16.0 1 0 0 928.5363
A_17 CTP synthase 2 PYRG2_HUMAN 65,679 2 2 3 3.41% FLDINLYK 77 84 20.9 25.5 5.0 1 0 0 1,025.5667
A_17 CTP synthase 2 PYRG2_HUMAN 65,679 2 2 3 3.41% VPVLLEEQSIVK 253 264 44.7 25.0 44.7 2 0 0 1,353.7989
B_17 CTP synthase 2 PYRG2_HUMAN 65,679 2 2 3 3.41% FLDINLYK 77 84 19.2 25.0 10.1 1 0 0 1,025.5667
B_17 CTP synthase 2 PYRG2_HUMAN 65,679 2 2 3 3.41% VPVLLEEQSIVK 253 264 46.3 25.0 46.3 2 0 0 1,353.7989
L_07 Protein quaking QKI_HUMAN 37,672 2 2 4 6.45% LLDEEISR 44 51 35.4 29.7 12.4 2 0 0 974.5154
L_07 Protein quaking QKI_HUMAN 37,672 2 2 4 6.45% TPTPAGPTIMPLIR 243 256 36.2 25.7 30.3 2 0 0 1,480.8196
A_10 Quinone oxidoreductase QOR_HUMAN 35,207 5 6 10 19.10% VHACGVNPVETYIR 42 55 58.4 27.5 55.6 2 0 0 1,614.8057
A_10 Quinone oxidoreductase QOR_HUMAN 35,207 5 6 10 19.10% IVLQNGAHEVFNHR 188 201 53.4 28.1 44.3 1 1 0 1,633.8557
A_10 Quinone oxidoreductase QOR_HUMAN 35,207 5 6 10 19.10% DLSLLSHGGR 233 242 43.0 25.9 42.0 2 0 0 1,054.5641
A_10 Quinone oxidoreductase QOR_HUMAN 35,207 5 6 10 19.10% GTIEINPR 250 257 25.5 25.1 8.9 2 0 0 899.4946
A_10 Quinone oxidoreductase QOR_HUMAN 35,207 5 6 10 19.10% VAEAHENIIHGSGATGK 308 324 28.1 28.0 20.0 0 2 0 1,690.8508
B_10 Quinone oxidoreductase QOR_HUMAN 35,207 3 3 6 11.60% VHACGVNPVETYIR 42 55 53.0 27.1 48.3 2 0 0 1,614.8057
B_10 Quinone oxidoreductase QOR_HUMAN 35,207 3 3 6 11.60% IVLQNGAHEVFNHR 188 201 33.0 28.1 20.8 0 2 0 1,633.8557
B_10 Quinone oxidoreductase QOR_HUMAN 35,207 3 3 6 11.60% DLSLLSHGGR 233 242 43.0 26.9 38.9 2 0 0 1,054.5641
C_10 Quinone oxidoreductase QOR_HUMAN 35,207 5 5 8 20.10% VFEFGGPEVLK 13 23 40.1 28.0 21.6 1 0 0 1,221.6515
C_10 Quinone oxidoreductase QOR_HUMAN 35,207 5 5 8 20.10% VHACGVNPVETYIR 42 55 42.7 27.5 42.3 2 0 0 1,614.8057
C_10 Quinone oxidoreductase QOR_HUMAN 35,207 5 5 8 20.10% IVLQNGAHEVFNHR 188 201 24.7 28.1 20.7 1 0 0 1,633.8557
C_10 Quinone oxidoreductase QOR_HUMAN 35,207 5 5 8 20.10% DLSLLSHGGR 233 242 32.0 26.9 29.8 2 0 0 1,054.5641
C_10 Quinone oxidoreductase QOR_HUMAN 35,207 5 5 8 20.10% VAEAHENIIHGSGATGK 308 324 26.2 27.7 12.1 0 2 0 1,690.8508
D_17 Quinone oxidoreductase QOR_HUMAN 35,207 3 3 5 10.90% VFEFGGPEVLK 13 23 40.5 27.8 30.6 2 0 0 1,221.6515
D_17 Quinone oxidoreductase QOR_HUMAN 35,207 3 3 5 10.90% GTIEINPR 250 257 36.7 25.8 16.0 2 0 0 899.4946
D_17 Quinone oxidoreductase QOR_HUMAN 35,207 3 3 5 10.90% VAEAHENIIHGSGATGK 308 324 36.2 27.5 24.4 0 1 0 1,690.8508
H_09 Quinone oxidoreductase QOR_HUMAN 35,207 2 2 3 7.29% VHACGVNPVETYIR 42 55 24.2 27.6 18.4 0 1 0 1,614.8057
H_09 Quinone oxidoreductase QOR_HUMAN 35,207 2 2 3 7.29% DLSLLSHGGR 233 242 34.3 25.9 33.9 2 0 0 1,054.5641
B_12 Quinone oxidoreductase‐like protein 1 QORL1_HUMAN 38,696 2 2 4 6.59% EDLPVTEDNFVK 23 34 29.2 27.2 16.6 2 0 0 1,405.6847
B_12 Quinone oxidoreductase‐like protein 1 QORL1_HUMAN 38,696 2 2 4 6.59% VTWTEAAGSIR 117 127 54.0 28.4 39.0 2 0 0 1,190.6164
G_14 Quinone oxidoreductase‐like protein 1 QORL1_HUMAN 38,696 2 2 3 6.59% EIAGIVLDVGSK 65 76 51.0 27.1 32.7 2 0 0 1,200.6836
G_14 Quinone oxidoreductase‐like protein 1 QORL1_HUMAN 38,696 2 2 3 6.59% VTWTEAAGSIR 117 127 50.7 29.2 40.0 1 0 0 1,190.6164
A_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 10 14.20% EVAKPSPGEGEVLLK 19 33 53.5 26.2 33.2 2 2 0 1,552.8583
A_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 10 14.20% LGAAAGFNYK 184 193 56.8 26.6 45.8 2 0 0 1,011.5258
A_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 10 14.20% NVNCLALDGR 225 234 50.5 26.7 44.7 2 0 0 1,131.5576
A_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 10 14.20% IYPVTEIQEAHK 304 315 48.2 27.3 40.7 2 0 0 1,427.7530
B_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 5 6 9 16.90% EVAKPSPGEGEVLLK 19 33 33.0 26.2 26.1 2 1 0 1,552.8583
B_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 5 6 9 16.90% LGAAAGFNYK 184 193 40.0 26.4 34.2 2 0 0 1,011.5258
B_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 5 6 9 16.90% NVNCLALDGR 225 234 23.2 26.7 19.6 1 0 0 1,131.5576
B_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 5 6 9 16.90% GSLITSLLR 259 267 49.8 25.0 32.7 1 0 0 959.5885
B_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 5 6 9 16.90% IYPVTEIQEAHK 304 315 50.8 27.5 35.3 2 0 0 1,427.7530
B_11 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 2 2 4 7.23% EVAKPSPGEGEVLLK 19 33 22.2 25.9 22.2 0 2 0 1,552.8583
B_11 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 2 2 4 7.23% GSLITSLLR 259 267 64.6 25.0 42.8 2 0 0 959.5885
C_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 10 14.50% EVAKPSPGEGEVLLK 19 33 39.8 25.6 32.6 2 2 0 1,552.8583
C_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 10 14.50% MAGAIPLVTAGSQK 163 176 64.0 27.6 53.7 2 0 0 1,359.7303
C_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 10 14.50% LGAAAGFNYK 184 193 40.0 27.1 36.5 2 0 0 1,011.5258
C_10 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 10 14.50% GSLITSLLR 259 267 48.5 25.0 31.8 2 0 0 959.5885
D_16 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 3 3 6 10.50% EVAKPSPGEGEVLLK 19 33 22.2 26.0 20.8 0 2 0 1,552.8583
D_16 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 3 3 6 10.50% LGAAAGFNYK 184 193 37.1 26.9 27.8 2 0 0 1,011.5258
D_16 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 3 3 6 10.50% KEDFSEATLK 194 203 27.2 26.3 18.2 2 0 0 1,167.5893
F_12 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 4 8 13.90% MAGAIPLVTAGSQK 163 176 52.9 28.0 39.2 2 0 0 1,343.7353
F_12 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 4 8 13.90% LGAAAGFNYK 184 193 46.0 26.9 39.6 2 0 0 1,011.5258
F_12 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 4 8 13.90% NVNCLALDGR 225 234 46.5 26.7 43.3 2 0 0 1,131.5576
F_12 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 4 8 13.90% IYPVTEIQEAHK 304 315 41.7 27.5 27.5 2 0 0 1,427.7530
F_13 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 2 2 3 7.53% EVAKPSPGEGEVLLK 19 33 25.1 25.8 25.1 0 1 0 1,552.8583
F_13 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 2 2 3 7.53% LGAAAGFNYK 184 193 35.6 26.6 34.5 2 0 0 1,011.5258
G_12 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 2 2 2 8.73% EVAKPSPGEGEVLLK 19 33 26.6 26.0 18.8 0 1 0 1,552.8583
G_12 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 2 2 2 8.73% MAGAIPLVTAGSQK 163 176 43.7 27.9 28.0 1 0 0 1,343.7353
H_09 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 9 15.40% EVAKPSPGEGEVLLK 19 33 46.8 25.9 37.2 2 2 0 1,552.8583
H_09 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 9 15.40% MAGAIPLVTAGSQK 163 176 28.7 28.0 17.3 2 0 0 1,343.7353
H_09 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 9 15.40% LGAAAGFNYK 184 193 42.1 26.5 42.0 2 0 0 1,011.5258
H_09 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 9 15.40% IYPVTEIQEAHK 304 315 48.8 27.5 42.4 1 0 0 1,427.7530
I_08 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 2 2 4 7.23% MAGAIPLVTAGSQK 163 176 46.3 27.9 40.8 2 0 0 1,343.7353
I_08 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 2 2 4 7.23% LGAAAGFNYK 184 193 28.3 26.4 19.6 2 0 0 1,011.5258
I_09 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 9 14.50% EVAKPSPGEGEVLLK 19 33 26.7 25.9 22.4 2 1 0 1,552.8583
I_09 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 9 14.50% MAGAIPLVTAGSQK 163 176 43.5 27.8 29.8 2 0 0 1,343.7353
I_09 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 9 14.50% LGAAAGFNYK 184 193 36.1 26.4 34.5 2 0 0 1,011.5258
I_09 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 4 5 9 14.50% GSLITSLLR 259 267 48.8 25.0 29.4 2 0 0 959.5885
K_08 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 3 4 6 11.10% EVAKPSPGEGEVLLK 19 33 48.3 25.9 38.8 2 2 0 1,552.8583
K_08 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 3 4 6 11.10% LGAAAGFNYK 184 193 23.1 27.0 18.7 1 0 0 1,011.5258
K_08 Quinone oxidoreductase PIG3 QORX_HUMAN 35,537 3 4 6 11.10% IYPVTEIQEAHK 304 315 29.8 27.7 26.1 1 0 0 1,427.7530
A_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 8 8 12 11.10% NGSGAVFPVAGADVQTLR 130 147 51.5 28.0 46.9 1 0 0 1,758.9134
A_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 8 8 12 11.10% LEEIDGFFAR 173 182 42.5 27.1 36.4 2 0 0 1,196.5947
A_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 8 8 12 11.10% VLNTEANVVR 218 227 34.8 27.8 12.8 2 0 0 1,114.6214
A_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 8 8 12 11.10% VPVLMESR 249 256 39.1 28.9 26.6 2 0 0 946.5027
A_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 8 8 12 11.10% SFYTAYLQR 257 265 47.5 27.9 27.0 1 0 0 1,148.5734
A_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 8 8 12 11.10% FPVLEGQR 319 326 38.4 29.1 30.0 1 0 0 945.5153
A_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 8 8 12 11.10% IPYSFFK 366 372 24.5 28.7 21.4 1 0 0 901.4818
A_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 8 8 12 11.10% LAGAPSEDPQFPK 488 500 47.0 26.6 44.0 2 0 0 1,356.6796
A_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 6 6 9 8.70% RVLNTEANVVR 217 227 24.9 27.6 10.3 1 0 0 1,270.7225
A_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 6 6 9 8.70% VPVLMESR 249 256 31.2 28.9 19.7 1 0 0 946.5027
A_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 6 6 9 8.70% FPVLEGQR 319 326 42.3 29.3 29.2 2 0 0 945.5153
A_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 6 6 9 8.70% AKEVLPAIR 432 440 28.8 25.0 18.2 2 0 0 996.6201
A_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 6 6 9 8.70% LAGAPSEDPQFPK 488 500 47.6 26.6 40.4 2 0 0 1,356.6796
A_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 6 6 9 8.70% AAPGQEPPEHMAELQR 615 630 17.3 25.9 13.5 0 1 0 1,776.8336
B_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 4 2.81% FPVLEGQR 319 326 57.3 29.1 46.3 2 0 0 945.5153
B_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 4 2.81% LAGAPSEDPQFPK 488 500 58.5 26.4 54.0 2 0 0 1,356.6796
B_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 8 5.35% VLNTEANVVR 218 227 49.1 28.3 28.5 2 0 0 1,114.6214
B_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 8 5.35% SFYTAYLQR 257 265 51.1 27.6 28.5 2 0 0 1,148.5734
B_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 8 5.35% FPVLEGQR 319 326 42.5 29.1 32.8 2 0 0 945.5153
B_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 8 5.35% LAGAPSEDPQFPK 488 500 61.7 26.6 55.9 2 0 0 1,356.6796
C_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 2 2.95% SFYTAYLQR 257 265 31.8 28.2 18.1 1 0 0 1,148.5734
C_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 2 2.95% LAGAPSEDPQFPK 488 500 37.8 26.2 34.3 1 0 0 1,356.6796
C_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 6 6 12 8.97% NGSGAVFPVAGADVQTLR 130 147 59.9 28.1 51.0 2 0 0 1,758.9134
C_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 6 6 12 8.97% VLNTEANVVR 218 227 45.8 27.8 28.1 2 0 0 1,114.6214
C_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 6 6 12 8.97% SFYTAYLQR 257 265 48.9 27.9 27.5 2 0 0 1,148.5734
C_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 6 6 12 8.97% FPVLEGQR 319 326 33.9 28.6 23.0 2 0 0 945.5153
C_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 6 6 12 8.97% AKEVLPAIR 432 440 27.9 25.0 24.4 2 0 0 996.6201
C_19 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 6 6 12 8.97% LAGAPSEDPQFPK 488 500 60.0 26.2 56.4 2 0 0 1,356.6796
C_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 12.30% NGSGAVFPVAGADVQTLR 130 147 46.4 28.2 36.2 2 0 0 1,758.9134
C_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 12.30% SFYTAYLQR 257 265 47.4 27.8 25.9 1 0 0 1,148.5734
C_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 12.30% IEVGRFPVLEGQR 314 326 36.3 27.3 21.2 0 2 0 1,499.8330



C_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 12.30% TALDDRKEGAVLAK 373 386 19.9 27.2 0.0 0 1 0 1,486.8226
C_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 12.30% AKEVLPAIR 432 440 25.3 25.0 23.1 1 0 0 996.6201
C_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 12.30% LAGAPSEDPQFPK 488 500 57.1 26.6 50.9 1 0 0 1,356.6796
C_20 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 12.30% AAPGQEPPEHMAELQR 615 630 37.3 26.1 32.6 2 0 0 1,776.8336
C_21 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 4 3.08% EVALDLSQHK 202 211 28.4 26.9 20.4 2 0 0 1,139.6056
C_21 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 4 3.08% LAGAPSEDPQFPK 488 500 37.8 26.2 32.8 2 0 0 1,356.6796
D_26 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 3 4.28% VLNTEANVVR 218 227 28.3 28.5 10.8 1 0 0 1,114.6214
D_26 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 3 4.28% SFYTAYLQR 257 265 28.0 27.9 10.6 1 0 0 1,148.5734
D_26 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 3 4.28% LAGAPSEDPQFPK 488 500 40.4 25.9 33.6 1 0 0 1,356.6796
E_26 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 6 5.62% EVALDLSQHK 202 211 25.7 26.8 17.6 1 0 0 1,139.6056
E_26 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 6 5.62% VLNTEANVVR 218 227 29.9 27.8 20.0 1 0 0 1,114.6214
E_26 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 6 5.62% SFYTAYLQR 257 265 31.3 27.7 15.2 2 0 0 1,148.5734
E_26 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 6 5.62% LAGAPSEDPQFPK 488 500 44.0 26.1 38.6 2 0 0 1,356.6796
H_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 3 4.15% NGSGAVFPVAGADVQTLR 130 147 46.0 28.1 36.6 1 0 0 1,758.9134
H_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 3 4.15% LAGAPSEDPQFPK 488 500 58.6 26.4 47.7 2 0 0 1,356.6796
H_17 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 4 2.54% LEEIDGFFAR 173 182 25.7 26.2 20.8 2 0 0 1,196.5947
H_17 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 4 2.54% SFYTAYLQR 257 265 52.0 27.3 27.6 2 0 0 1,148.5734
I_15 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 4 4.15% NGSGAVFPVAGADVQTLR 130 147 51.5 28.3 43.8 2 0 0 1,758.9134
I_15 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 4 4.15% LAGAPSEDPQFPK 488 500 57.6 26.7 52.8 2 0 0 1,356.6796
I_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 4 4.42% NGSGAVFPVAGADVQTLR 130 147 66.0 28.3 60.5 2 0 0 1,758.9134
I_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 4 4.42% FPVLEGQR 319 326 28.5 30.0 23.5 1 0 0 945.5153
I_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 4 4.42% IPYSFFK 366 372 23.1 28.7 9.0 1 0 0 901.4818
I_17 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 4 3.61% NGSGAVFPVAGADVQTLR 130 147 67.5 28.1 66.3 2 0 0 1,758.9134
I_17 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 4 3.61% SFYTAYLQR 257 265 41.7 27.6 25.2 2 0 0 1,148.5734
J_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 7 6.29% NGSGAVFPVAGADVQTLR 130 147 55.5 28.1 46.3 2 0 0 1,758.9134
J_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 7 6.29% VPVLMESR 249 256 23.6 28.2 6.9 1 0 0 946.5027
J_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 7 6.29% FPVLEGQR 319 326 33.8 30.1 27.8 2 0 0 945.5153
J_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 7 6.29% LAGAPSEDPQFPK 488 500 57.6 26.7 51.4 2 0 0 1,356.6796
J_17 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 3 2.41% VLNTEANVVR 218 227 22.1 28.2 7.2 1 0 0 1,114.6214
J_17 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 3 2.41% VPVLMESR 249 256 23.0 27.7 19.7 2 0 0 930.5077
K_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 7 6.29% NGSGAVFPVAGADVQTLR 130 147 83.2 28.4 73.1 2 0 0 1,758.9134
K_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 7 6.29% VPVLMESR 249 256 23.4 28.2 18.3 1 0 0 946.5027
K_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 7 6.29% FPVLEGQR 319 326 31.8 30.0 22.1 2 0 0 945.5153
K_16 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 7 6.29% LAGAPSEDPQFPK 488 500 59.5 26.9 53.9 2 0 0 1,356.6796
M_11 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 5 5 8 6.43% VLNTEANVVR 218 227 42.0 28.0 24.7 2 0 0 1,114.6214
M_11 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 5 5 8 6.43% VPVLMESR 249 256 24.9 27.7 24.9 1 0 0 930.5077
M_11 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 5 5 8 6.43% SFYTAYLQR 257 265 31.5 27.3 20.4 2 0 0 1,148.5734
M_11 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 5 5 8 6.43% FPVLEGQR 319 326 29.7 30.0 22.2 1 0 0 945.5153
M_11 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 5 5 8 6.43% LAGAPSEDPQFPK 488 500 65.7 26.5 63.4 2 0 0 1,356.6796
M_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 7 5.35% NGSGAVFPVAGADVQTLR 130 147 64.8 28.1 56.0 2 0 0 1,758.9134
M_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 7 5.35% IEVGRFPVLEGQR 314 326 21.9 26.7 7.4 0 2 0 1,499.8330
M_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 7 5.35% FPVLEGQR 319 326 36.0 29.8 27.0 1 0 0 945.5153
M_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 7 5.35% AKEVLPAIR 432 440 32.4 25.0 24.1 2 0 0 996.6201
M_13 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 3 3.08% VLNTEANVVR 218 227 51.0 28.0 32.0 1 0 0 1,114.6214
M_13 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 3 3.08% LAGAPSEDPQFPK 488 500 49.2 26.7 40.3 2 0 0 1,356.6796
N_11 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 5 4.15% VLNTEANVVR 218 227 50.2 28.3 29.5 2 0 0 1,114.6214
N_11 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 5 4.15% FPVLEGQR 319 326 26.4 30.1 18.1 1 0 0 945.5153
N_11 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 5 4.15% LAGAPSEDPQFPK 488 500 43.3 26.3 39.4 2 0 0 1,356.6796
N_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 8 13 10.60% NGSGAVFPVAGADVQTLR 130 147 71.3 28.1 66.7 2 0 0 1,758.9134
N_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 8 13 10.60% EVALDLSQHK 202 211 40.7 26.6 29.6 2 0 0 1,139.6056
N_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 8 13 10.60% VLNTEANVVR 218 227 40.7 28.2 17.2 1 0 0 1,114.6214
N_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 8 13 10.60% VPVLMESR 249 256 27.4 28.2 23.6 2 0 0 946.5027
N_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 8 13 10.60% SFYTAYLQR 257 265 44.8 27.6 26.0 2 0 0 1,148.5734
N_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 8 13 10.60% FPVLEGQR 319 326 39.9 30.1 26.2 2 0 0 945.5153
N_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 8 13 10.60% AAPGQEPPEHMAELQR 615 630 32.2 26.4 26.5 0 2 0 1,776.8336
N_13 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 6 5.35% VLNTEANVVR 218 227 41.1 28.2 18.1 2 0 0 1,114.6214
N_13 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 6 5.35% SFYTAYLQR 257 265 24.0 27.3 10.6 1 0 0 1,148.5734
N_13 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 6 5.35% FPVLEGQR 319 326 24.1 30.1 19.3 1 0 0 945.5153
N_13 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 4 4 6 5.35% LAGAPSEDPQFPK 488 500 36.2 26.4 28.7 2 0 0 1,356.6796
O_10 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 2 2.54% VLNTEANVVR 218 227 29.0 28.3 11.5 1 0 0 1,114.6214
O_10 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 2 2 2 2.54% SFYTAYLQR 257 265 29.9 27.9 21.0 1 0 0 1,148.5734
O_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 9.10% NGSGAVFPVAGADVQTLR 130 147 55.4 28.1 52.1 2 0 0 1,758.9134
O_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 9.10% LEEIDGFFAR 173 182 36.0 27.3 26.3 2 0 0 1,196.5947
O_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 9.10% VLNTEANVVR 218 227 39.9 28.3 31.4 1 0 0 1,114.6214
O_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 9.10% VPVLMESR 249 256 23.8 27.7 18.9 1 0 0 930.5077
O_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 9.10% SFYTAYLQR 257 265 41.1 27.4 26.3 2 0 0 1,148.5734
O_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 9.10% IEVGRFPVLEGQR 314 326 28.8 26.6 15.1 0 1 0 1,499.8330
O_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 7 7 10 9.10% FPVLEGQR 319 326 25.3 28.9 5.9 1 0 0 945.5153
P_11 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 5 4.15% VLNTEANVVR 218 227 56.0 28.3 35.7 2 0 0 1,114.6214
P_11 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 5 4.15% FPVLEGQR 319 326 34.8 30.1 28.8 1 0 0 945.5153
P_11 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 5 4.15% LAGAPSEDPQFPK 488 500 66.9 26.3 55.5 2 0 0 1,356.6796
P_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 10 10 15 12.90% NGSGAVFPVAGADVQTLR 130 147 80.8 28.1 71.2 2 0 0 1,758.9134
P_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 10 10 15 12.90% EVALDLSQHK 202 211 27.4 27.1 17.1 1 0 0 1,139.6056
P_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 10 10 15 12.90% RVLNTEANVVR 217 227 26.4 27.0 12.3 2 0 0 1,270.7225
P_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 10 10 15 12.90% VLNTEANVVR 218 227 51.5 28.2 28.6 2 0 0 1,114.6214
P_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 10 10 15 12.90% VPVLMESR 249 256 29.8 27.7 26.2 1 0 0 930.5077
P_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 10 10 15 12.90% IEVGRFPVLEGQR 314 326 25.9 26.9 15.9 0 2 0 1,499.8330
P_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 10 10 15 12.90% FPVLEGQR 319 326 39.9 30.1 30.6 1 0 0 945.5153
P_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 10 10 15 12.90% TALDDRKEGAVLAK 373 386 18.5 26.6 17.6 0 1 0 1,486.8226
P_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 10 10 15 12.90% AKEVLPAIR 432 440 28.3 25.0 23.0 2 0 0 996.6201
P_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 10 10 15 12.90% LAGAPSEDPQFPK 488 500 27.3 26.5 26.2 1 0 0 1,356.6796
Q_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 5 3.61% EVALDLSQHK 202 211 29.9 27.0 20.5 2 0 0 1,139.6056
Q_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 5 3.61% SFYTAYLQR 257 265 41.7 27.6 23.2 2 0 0 1,148.5734
Q_12 Sulfhydryl oxidase 1 QSOX1_HUMAN 82,579 3 3 5 3.61% FPVLEGQR 319 326 37.0 30.1 28.4 1 0 0 945.5153
A_06 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 5 10 19.10% LQIWDTAGQER 62 72 60.7 27.5 0.0 2 0 0 1,316.6595
A_06 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 5 10 19.10% NLTNPNTVIILIGNK 111 125 46.5 25.0 37.9 2 0 0 1,623.9430
A_06 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 5 10 19.10% TGENVEDAFLEAAK 157 170 86.3 26.8 73.8 2 0 0 1,493.7119
A_06 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 5 10 19.10% TGENVEDAFLEAAKK 157 171 41.5 27.6 35.3 2 2 0 1,621.8069
B_06 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 5 10 18.10% LQIWDTAGQER 62 72 58.3 27.4 0.0 2 0 0 1,316.6595
B_06 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 5 10 18.10% GAAGALMVYDITR 83 95 76.4 27.1 74.5 2 0 0 1,353.6833
B_06 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 5 10 18.10% TGENVEDAFLEAAK 157 170 67.5 26.8 56.3 2 0 0 1,493.7119
B_06 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 5 10 18.10% TGENVEDAFLEAAKK 157 171 54.2 27.6 50.2 2 2 0 1,621.8069
C_05 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 2 2 4 13.00% GAAGALMVYDITR 83 95 47.0 27.2 44.8 2 0 0 1,353.6833
C_05 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 2 2 4 13.00% TGENVEDAFLEAAKK 157 171 24.5 27.6 18.3 0 2 0 1,621.8069
C_06 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 4 7 22.80% YIIIGDMGVGK 14 24 40.7 27.8 33.9 2 0 0 1,181.6238
C_06 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 4 7 22.80% LQIWDTAGQER 62 72 32.3 27.4 0.0 2 0 0 1,316.6595
C_06 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 4 7 22.80% GAAGALMVYDITR 83 95 53.6 27.3 51.0 2 0 0 1,353.6833
C_06 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 4 7 22.80% TGENVEDAFLEAAK 157 170 41.8 26.7 34.1 1 0 0 1,493.7119
D_10 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 5 5 7 23.30% YIIIGDMGVGK 14 24 26.1 27.8 19.1 1 0 0 1,181.6238
D_10 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 5 5 7 23.30% LQIWDTAGQER 62 72 51.1 27.4 0.0 2 0 0 1,316.6595
D_10 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 5 5 7 23.30% GAAGALMVYDITR 83 95 63.7 26.9 57.3 2 0 0 1,353.6833
D_10 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 5 5 7 23.30% TGENVEDAFLEAAK 157 170 49.8 26.3 45.7 1 0 0 1,493.7119
D_10 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 5 5 7 23.30% TGENVEDAFLEAAKK 157 171 30.0 27.4 23.3 0 1 0 1,621.8069
F_09 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 3 3 6 16.30% YIIIGDMGVGK 14 24 47.8 27.2 27.5 2 0 0 1,165.6288
F_09 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 3 3 6 16.30% LQIWDTAGQER 62 72 48.3 27.2 0.0 2 0 0 1,316.6595
F_09 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 3 3 6 16.30% GAAGALMVYDITR 83 95 70.5 26.9 60.9 2 0 0 1,353.6833
H_05 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 6 9 23.30% YIIIGDMGVGK 14 24 32.8 27.5 21.2 2 0 0 1,181.6238
H_05 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 6 9 23.30% LQIWDTAGQER 62 72 63.2 27.3 0.0 2 0 0 1,316.6595
H_05 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 6 9 23.30% GAAGALMVYDITR 83 95 75.8 27.1 68.9 3 0 0 1,353.6833
H_05 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 4 6 9 23.30% TGENVEDAFLEAAKK 157 171 60.6 27.8 60.6 2 0 0 1,621.8069
I_05 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 3 3 6 12.10% LQIWDTAGQER 62 72 54.3 27.8 0.0 2 0 0 1,316.6595
I_05 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 3 3 6 12.10% TGENVEDAFLEAAK 157 170 73.6 26.6 64.2 2 0 0 1,493.7119



I_05 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 3 3 6 12.10% TGENVEDAFLEAAKK 157 171 49.7 27.7 36.5 0 2 0 1,621.8069
K_05 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 3 3 6 12.10% LQIWDTAGQER 62 72 53.6 27.3 0.0 2 0 0 1,316.6595
K_05 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 3 3 6 12.10% TGENVEDAFLEAAK 157 170 57.0 26.5 50.7 2 0 0 1,493.7119
K_05 Ras‐related protein Rab‐14 RAB14_HUMAN 23,898 3 3 6 12.10% TGENVEDAFLEAAKK 157 171 34.4 27.7 27.9 0 2 0 1,621.8069
A_06 Ras‐related protein Rab‐18 RAB18_HUMAN 22,992 2 2 4 10.70% ILIIGESGVGK 11 21 34.0 25.0 9.1 2 0 0 1,085.6567
A_06 Ras‐related protein Rab‐18 RAB18_HUMAN 22,992 2 2 4 10.70% LAIWDTAGQER 59 69 40.7 26.6 33.6 2 0 0 1,259.6380
B_06 Ras‐related protein Rab‐18 RAB18_HUMAN 22,992 2 2 4 10.70% ILIIGESGVGK 11 21 34.7 25.0 10.1 2 0 0 1,085.6567
B_06 Ras‐related protein Rab‐18 RAB18_HUMAN 22,992 2 2 4 10.70% LAIWDTAGQER 59 69 41.9 26.9 35.9 2 0 0 1,259.6380
C_06 Ras‐related protein Rab‐18 RAB18_HUMAN 22,992 2 2 3 10.70% ILIIGESGVGK 11 21 32.2 25.0 8.0 2 0 0 1,085.6567
C_06 Ras‐related protein Rab‐18 RAB18_HUMAN 22,992 2 2 3 10.70% LAIWDTAGQER 59 69 30.8 26.8 30.8 1 0 0 1,259.6380
H_05 Ras‐related protein Rab‐18 RAB18_HUMAN 22,992 2 2 3 12.60% LAIWDTAGQER 59 69 52.7 26.8 41.0 2 0 0 1,259.6380
H_05 Ras‐related protein Rab‐18 RAB18_HUMAN 22,992 2 2 3 12.60% IIQTPGLWESENQNK 169 183 60.9 27.3 55.2 1 0 0 1,756.8866
K_05 Ras‐related protein Rab‐18 RAB18_HUMAN 22,992 2 2 3 10.70% ILIIGESGVGK 11 21 27.4 26.3 10.6 1 0 0 1,085.6567
K_05 Ras‐related protein Rab‐18 RAB18_HUMAN 22,992 2 2 3 10.70% LAIWDTAGQER 59 69 34.7 26.8 30.9 2 0 0 1,259.6380
A_07 Ras‐related protein Rab‐21 RAB21_HUMAN 24,147 4 4 7 20.40% VVLLGEGCVGK 19 29 38.8 28.3 22.0 1 0 0 1,130.6240
A_07 Ras‐related protein Rab‐21 RAB21_HUMAN 24,147 4 4 7 20.40% HITTLQASFLTK 45 56 45.8 26.7 44.8 2 0 0 1,359.7632
A_07 Ras‐related protein Rab‐21 RAB21_HUMAN 24,147 4 4 7 20.40% VNLAIWDTAGQER 65 77 46.1 26.9 44.9 2 0 0 1,472.7493
A_07 Ras‐related protein Rab‐21 RAB21_HUMAN 24,147 4 4 7 20.40% MIETAQVDER 177 186 27.1 25.1 17.6 2 0 0 1,207.5625
B_07 Ras‐related protein Rab‐21 RAB21_HUMAN 24,147 2 2 4 10.20% VVLLGEGCVGK 19 29 44.7 28.3 42.0 2 0 0 1,130.6240
B_07 Ras‐related protein Rab‐21 RAB21_HUMAN 24,147 2 2 4 10.20% HITTLQASFLTK 45 56 49.1 26.7 40.3 2 0 0 1,359.7632
A_05 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 4 12.70% GAAGALLVYDITR 78 90 44.8 26.7 41.0 2 0 0 1,319.7319
A_05 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 4 12.70% TASNVEEAFINTAK 152 165 94.5 28.1 89.2 2 0 0 1,494.7434
A_06 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 6 17.90% YIIIGDTGVGK 9 19 46.4 25.9 34.3 2 0 0 1,135.6360
A_06 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 6 17.90% GAAGALLVYDITR 78 90 58.7 27.2 48.0 2 0 0 1,319.7319
A_06 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 6 17.90% TASNVEEAFINTAK 152 165 91.7 28.0 86.9 2 0 0 1,494.7434
B_05 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 5 17.90% YIIIGDTGVGK 9 19 34.6 27.2 20.8 2 0 0 1,135.6360
B_05 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 5 17.90% GAAGALLVYDITR 78 90 65.9 27.3 50.6 1 0 0 1,319.7319
B_05 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 5 17.90% TASNVEEAFINTAK 152 165 62.9 28.0 60.8 2 0 0 1,494.7434
B_06 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 4 4 6 25.50% YIIIGDTGVGK 9 19 40.0 25.9 29.0 2 0 0 1,135.6360
B_06 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 4 4 6 25.50% GAAGALLVYDITR 78 90 52.8 27.0 44.4 1 0 0 1,319.7319
B_06 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 4 4 6 25.50% TASNVEEAFINTAK 152 165 79.9 28.0 70.1 2 0 0 1,494.7434
B_06 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 4 4 6 25.50% IQEGVFDINNEANGIK 171 186 40.7 28.1 34.5 1 0 0 1,760.8815
B_07 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 5 17.90% YIIIGDTGVGK 9 19 36.5 25.9 28.1 1 0 0 1,135.6360
B_07 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 5 17.90% GAAGALLVYDITR 78 90 62.5 27.3 51.3 2 0 0 1,319.7319
B_07 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 5 17.90% TASNVEEAFINTAK 152 165 102.0 28.1 92.6 2 0 0 1,494.7434
C_05 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 4 11.80% YIIIGDTGVGK 9 19 42.4 25.9 35.4 2 0 0 1,135.6360
C_05 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 4 11.80% TASNVEEAFINTAK 152 165 63.1 28.0 54.9 2 0 0 1,494.7434
C_06 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 4 11.80% YIIIGDTGVGK 9 19 35.0 25.9 18.9 2 0 0 1,135.6360
C_06 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 4 11.80% TASNVEEAFINTAK 152 165 80.4 28.1 63.8 2 0 0 1,494.7434
F_08 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 4 11.80% YIIIGDTGVGK 9 19 40.2 27.4 19.5 2 0 0 1,135.6360
F_08 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 4 11.80% TASNVEEAFINTAK 152 165 90.2 28.1 78.5 2 0 0 1,494.7434
F_09 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 5 17.50% YIIIGDTGVGK 9 19 51.3 25.9 33.6 2 0 0 1,135.6360
F_09 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 5 17.50% EHGLIFMETSAK 140 151 18.8 26.7 14.9 0 1 0 1,378.6673
F_09 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 5 17.50% TASNVEEAFINTAK 152 165 81.7 28.0 74.9 2 0 0 1,494.7434
G_08 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 2 11.80% YIIIGDTGVGK 9 19 23.1 27.0 13.4 1 0 0 1,135.6360
G_08 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 2 11.80% TASNVEEAFINTAK 152 165 29.2 27.8 24.8 1 0 0 1,494.7434
H_06 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 6 17.90% YIIIGDTGVGK 9 19 39.0 25.9 16.3 2 0 0 1,135.6360
H_06 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 6 17.90% GAAGALLVYDITR 78 90 54.0 27.3 47.9 2 0 0 1,319.7319
H_06 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 3 3 6 17.90% TASNVEEAFINTAK 152 165 91.8 28.1 83.3 2 0 0 1,494.7434
I_05 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 3 11.80% YIIIGDTGVGK 9 19 40.6 27.4 24.4 1 0 0 1,135.6360
I_05 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 3 11.80% TASNVEEAFINTAK 152 165 95.3 28.0 83.2 2 0 0 1,494.7434
K_05 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 3 11.80% YIIIGDTGVGK 9 19 24.6 27.3 9.3 1 0 0 1,135.6360
K_05 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 3 11.80% TASNVEEAFINTAK 152 165 91.8 27.9 85.0 2 0 0 1,494.7434
L_04 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 3 12.70% GAAGALLVYDITR 78 90 40.5 26.9 34.4 1 0 0 1,319.7319
L_04 Ras‐related protein Rab‐2A RAB2A_HUMAN 23,546 2 2 3 12.70% TASNVEEAFINTAK 152 165 58.8 27.9 55.4 2 0 0 1,494.7434
B_08 Ras‐related protein Rab‐32 RAB32_HUMAN 24,997 2 2 3 9.78% VLVIGELGVGK 28 38 28.3 25.0 18.8 2 0 0 1,083.6774
B_08 Ras‐related protein Rab‐32 RAB32_HUMAN 24,997 2 2 3 9.78% LQLWDIAGQER 77 87 37.3 27.4 24.4 1 0 0 1,328.6959
A_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 3 3 5 16.20% FEIWDTAGQER 72 82 62.7 25.0 41.6 2 0 0 1,351.6278
A_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 3 3 5 16.20% YHSLAPMYYR 83 92 24.3 25.0 17.6 2 0 0 1,316.6092
A_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 3 3 5 16.20% TAMNVNEIFMAIAK 167 180 38.3 26.8 0.4 1 0 0 1,584.7761
A_07 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 4 4 7 21.80% FEIWDTAGQER 72 82 56.3 25.3 41.4 2 0 0 1,351.6278
A_07 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 4 4 7 21.80% YHSLAPMYYR 83 92 29.5 25.0 24.7 2 0 0 1,316.6092
A_07 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 4 4 7 21.80% TAMNVNEIFMAIAK 167 180 33.0 27.0 8.3 1 0 0 1,584.7761
A_07 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 4 4 7 21.80% GVDLQENNPASR 199 210 37.0 25.7 26.3 2 0 0 1,299.6288
B_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 9.72% FEIWDTAGQER 72 82 49.8 25.0 36.4 2 0 0 1,351.6278
B_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 9.72% YHSLAPMYYR 83 92 32.8 25.0 26.5 2 0 0 1,316.6092
B_07 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 4 4 7 21.80% FEIWDTAGQER 72 82 53.3 25.0 36.0 2 0 0 1,351.6278
B_07 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 4 4 7 21.80% YHSLAPMYYR 83 92 31.5 25.0 30.2 1 0 0 1,316.6092
B_07 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 4 4 7 21.80% TAMNVNEIFMAIAK 167 180 32.7 27.0 2.5 2 0 0 1,584.7761
B_07 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 4 4 7 21.80% GVDLQENNPASR 199 210 58.3 25.5 42.2 2 0 0 1,299.6288
C_05 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 3 11.60% LVLLGESAVGK 24 34 41.5 25.0 26.5 1 0 0 1,085.6566
C_05 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 3 11.60% QASPNIVIALAGNK 122 135 25.9 25.0 25.9 2 0 0 1,395.7955
C_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 4 4 7 21.80% FEIWDTAGQER 72 82 40.1 25.0 21.4 2 0 0 1,351.6278
C_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 4 4 7 21.80% YHSLAPMYYR 83 92 24.5 25.0 23.7 2 0 0 1,316.6092
C_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 4 4 7 21.80% QASPNIVIALAGNK 122 135 39.6 25.0 34.7 2 0 0 1,395.7955
C_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 4 4 7 21.80% GVDLQENNPASR 199 210 42.4 25.2 36.8 1 0 0 1,299.6288
C_07 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 10.60% LVLLGESAVGK 24 34 50.4 25.0 39.0 2 0 0 1,085.6566
C_07 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 10.60% GVDLQENNPASR 199 210 48.2 25.2 40.1 2 0 0 1,299.6288
G_09 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 12.00% QASPNIVIALAGNK 122 135 25.0 25.0 22.4 2 0 0 1,395.7955
G_09 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 12.00% GVDLQENNPASR 199 210 48.6 26.1 37.4 2 0 0 1,299.6288
H_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 3 10.20% LVLLGESAVGK 24 34 41.1 27.0 16.9 1 0 0 1,085.6566
H_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 3 10.20% FEIWDTAGQER 72 82 53.5 25.3 42.6 2 0 0 1,351.6278
I_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 10.20% LVLLGESAVGK 24 34 49.0 26.3 27.9 2 0 0 1,085.6566
I_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 10.20% FEIWDTAGQER 72 82 53.7 25.3 32.0 2 0 0 1,351.6278
K_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 11.60% LVLLGESAVGK 24 34 34.8 26.3 11.6 2 0 0 1,085.6566
K_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 11.60% QASPNIVIALAGNK 122 135 46.0 25.0 43.9 2 0 0 1,395.7955
L_05 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 10.20% LVLLGESAVGK 24 34 54.2 26.3 26.2 2 0 0 1,085.6566
L_05 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 10.20% FEIWDTAGQER 72 82 71.9 25.9 56.5 2 0 0 1,351.6278
L_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 3 10.60% LVLLGESAVGK 24 34 32.3 26.3 12.1 2 0 0 1,085.6566
L_06 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 3 10.60% GVDLQENNPASR 199 210 27.8 25.7 24.6 1 0 0 1,299.6288
N_05 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 10.60% LVLLGESAVGK 24 34 52.9 26.3 31.9 2 0 0 1,085.6566
N_05 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 10.60% GVDLQENNPASR 199 210 43.3 25.9 38.7 2 0 0 1,299.6288
O_05 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 3 3 4 17.10% LVLLGESAVGK 24 34 52.5 26.3 15.5 2 0 0 1,085.6566
O_05 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 3 3 4 17.10% QASPNIVIALAGNK 122 135 28.6 25.0 27.6 1 0 0 1,395.7955
O_05 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 3 3 4 17.10% GVDLQENNPASR 199 210 21.5 25.8 19.1 1 0 0 1,299.6288
P_05 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 10.60% LVLLGESAVGK 24 34 50.0 26.1 28.1 2 0 0 1,085.6566
P_05 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 4 10.60% GVDLQENNPASR 199 210 47.0 25.9 34.0 2 0 0 1,299.6288
Q_04 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 3 10.60% LVLLGESAVGK 24 34 34.6 26.0 13.8 2 0 0 1,085.6566
Q_04 Ras‐related protein Rab‐5C RAB5C_HUMAN 23,467 2 2 3 10.60% GVDLQENNPASR 199 210 32.6 26.0 27.2 1 0 0 1,299.6288
A_06 Ras‐related protein Rab‐6A RAB6A_HUMAN 23,593 2 2 3 17.80% LQLWDTAGQER 64 74 60.7 27.5 0.0 2 0 0 1,316.6595
A_06 Ras‐related protein Rab‐6A RAB6A_HUMAN 23,593 2 2 3 17.80% GSDVIIMLVGNK 116 127 47.6 27.9 31.3 2 0 0 1,261.6823
A_06 Ras‐related protein Rab‐6A RAB6A_HUMAN 23,593 2 2 3 17.80% VAAALPGMESTQDR 170 183 38.7 26.7 21.2 1 0 0 1,461.7004
C_06 Ras‐related protein Rab‐6A RAB6A_HUMAN 23,593 2 2 4 17.30% LVFLGEQSVGK 16 26 49.2 27.0 40.4 2 0 0 1,176.6624
C_06 Ras‐related protein Rab‐6A RAB6A_HUMAN 23,593 2 2 4 17.30% LQLWDTAGQER 64 74 32.3 27.4 0.0 2 0 0 1,316.6595
C_06 Ras‐related protein Rab‐6A RAB6A_HUMAN 23,593 2 2 4 17.30% VAAALPGMESTQDR 170 183 22.8 26.7 22.1 2 0 0 1,461.7004
A_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 5 5 10 29.00% VIILGDSGVGK 11 21 57.1 26.8 37.8 2 0 0 1,057.6254
A_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 5 5 10 29.00% ATIGADFLTK 39 48 60.1 26.7 52.6 2 0 0 1,036.5675
A_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 5 5 10 29.00% LVTMQIWDTAGQER 56 69 71.5 27.2 56.9 2 0 0 1,663.8111
A_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 5 5 10 29.00% NNIPYFETSAK 147 157 31.2 25.9 19.1 2 0 0 1,283.6266
A_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 5 5 10 29.00% EAINVEQAFQTIAR 158 171 73.6 27.9 63.4 2 0 0 1,589.8282
A_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 6 6 9 31.40% VIILGDSGVGK 11 21 30.5 26.8 14.8 1 0 0 1,057.6254
A_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 6 6 9 31.40% TSLMNQYVNK 22 31 29.8 25.8 24.7 2 0 0 1,213.5882



A_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 6 6 9 31.40% ATIGADFLTK 39 48 45.7 26.7 42.1 1 0 0 1,036.5675
A_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 6 6 9 31.40% FQSLGVAFYR 70 79 46.7 27.5 25.0 2 0 0 1,187.6207
A_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 6 6 9 31.40% DEFLIQASPR 104 113 55.8 27.8 24.3 2 0 0 1,175.6056
A_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 6 6 9 31.40% EAINVEQAFQTIAR 158 171 50.3 28.1 42.7 1 0 0 1,589.8282
B_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 23.20% VIILGDSGVGK 11 21 45.7 26.8 27.3 2 0 0 1,057.6254
B_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 23.20% LVTMQIWDTAGQER 56 69 69.2 27.2 58.8 2 0 0 1,663.8111
B_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 23.20% DEFLIQASPR 104 113 49.4 27.9 24.7 1 0 0 1,175.6056
B_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 23.20% DPENFPFVVLGNK 114 126 39.6 27.4 29.5 2 0 0 1,475.7530
B_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 8 21.70% VIILGDSGVGK 11 21 27.4 26.8 16.7 2 0 0 1,057.6254
B_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 8 21.70% ATIGADFLTK 39 48 57.5 26.7 47.7 2 0 0 1,036.5675
B_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 8 21.70% LVTMQIWDTAGQER 56 69 53.3 27.3 42.9 2 0 0 1,663.8111
B_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 8 21.70% DEFLIQASPR 104 113 57.7 28.5 25.6 2 0 0 1,175.6056
C_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 19.80% ATIGADFLTK 39 48 51.8 26.7 44.2 2 0 0 1,036.5675
C_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 19.80% FQSLGVAFYR 70 79 32.0 27.4 19.3 1 0 0 1,187.6207
C_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 19.80% DEFLIQASPR 104 113 40.3 27.8 23.7 2 0 0 1,175.6056
C_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 19.80% NNIPYFETSAK 147 157 22.7 25.6 19.5 2 0 0 1,283.6266
C_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 4 15.50% VIILGDSGVGK 11 21 27.0 26.8 14.5 1 0 0 1,057.6254
C_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 4 15.50% ATIGADFLTK 39 48 50.7 26.7 43.8 2 0 0 1,036.5675
C_06 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 4 15.50% NNIPYFETSAK 147 157 31.5 25.6 27.4 1 0 0 1,283.6266
D_09 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 21.70% FQSLGVAFYR 70 79 38.1 26.8 28.4 2 0 0 1,187.6207
D_09 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 21.70% DEFLIQASPR 104 113 40.7 28.0 25.4 2 0 0 1,175.6056
D_09 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 21.70% NNIPYFETSAK 147 157 23.4 25.8 18.1 1 0 0 1,283.6266
D_09 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 21.70% EAINVEQAFQTIAR 158 171 69.3 28.3 62.0 2 0 0 1,589.8282
D_10 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 4 16.90% VIILGDSGVGK 11 21 27.4 28.8 11.1 1 0 0 1,057.6254
D_10 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 4 16.90% ATIGADFLTK 39 48 37.0 27.6 32.2 2 0 0 1,036.5675
D_10 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 4 16.90% EAINVEQAFQTIAR 158 171 60.9 28.3 51.9 1 0 0 1,589.8282
D_11 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 2 2 2 12.10% NNIPYFETSAK 147 157 19.3 25.8 9.4 1 0 0 1,283.6266
D_11 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 2 2 2 12.10% EAINVEQAFQTIAR 158 171 36.2 28.2 32.2 1 0 0 1,589.8282
F_08 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 6 20.30% VIILGDSGVGK 11 21 51.6 26.8 35.8 2 0 0 1,057.6254
F_08 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 6 20.30% TSLMNQYVNK 22 31 39.9 26.9 33.6 2 0 0 1,197.5932
F_08 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 6 20.30% DEFLIQASPR 104 113 46.3 28.3 29.9 1 0 0 1,175.6056
F_08 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 6 20.30% NNIPYFETSAK 147 157 30.9 25.9 21.1 1 0 0 1,283.6266
F_09 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 20.30% VIILGDSGVGK 11 21 55.7 26.8 42.3 2 0 0 1,057.6254
F_09 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 20.30% TSLMNQYVNK 22 31 37.6 26.2 37.6 2 0 0 1,197.5932
F_09 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 20.30% DEFLIQASPR 104 113 69.5 28.5 40.8 1 0 0 1,175.6056
F_09 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 20.30% NNIPYFETSAK 147 157 42.8 25.9 22.9 2 0 0 1,283.6266
G_08 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 3 15.50% VIILGDSGVGK 11 21 25.1 27.6 18.8 1 0 0 1,057.6254
G_08 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 3 15.50% TSLMNQYVNK 22 31 30.3 26.3 29.3 1 0 0 1,197.5932
G_08 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 3 15.50% NNIPYFETSAK 147 157 23.1 26.1 22.2 1 0 0 1,283.6266
G_09 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 2 2 4 10.10% VIILGDSGVGK 11 21 38.3 27.8 23.5 2 0 0 1,057.6254
G_09 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 2 2 4 10.10% DEFLIQASPR 104 113 48.0 28.7 7.7 2 0 0 1,175.6056
H_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 6 22.20% VIILGDSGVGK 11 21 31.6 26.8 17.3 1 0 0 1,057.6254
H_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 6 22.20% DEFLIQASPR 104 113 56.5 28.5 37.3 2 0 0 1,175.6056
H_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 6 22.20% NNIPYFETSAK 147 157 39.4 25.9 33.1 2 0 0 1,283.6266
H_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 6 22.20% EAINVEQAFQTIAR 158 171 47.7 27.9 43.3 1 0 0 1,589.8282
K_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 4 15.50% VIILGDSGVGK 11 21 24.8 26.8 21.8 1 0 0 1,057.6254
K_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 4 15.50% FQSLGVAFYR 70 79 25.9 27.4 6.5 2 0 0 1,187.6207
K_05 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 4 15.50% NNIPYFETSAK 147 157 19.3 25.9 17.9 1 0 0 1,283.6266
L_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 21.70% TSLMNQYVNK 22 31 19.0 25.7 13.9 1 0 0 1,213.5882
L_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 21.70% FQSLGVAFYR 70 79 39.0 26.6 25.4 2 0 0 1,187.6207
L_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 21.70% NNIPYFETSAK 147 157 39.9 26.2 33.4 2 0 0 1,283.6266
L_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 21.70% EAINVEQAFQTIAR 158 171 74.8 28.2 62.0 2 0 0 1,589.8282
M_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 5 15.00% VIILGDSGVGK 11 21 34.7 27.8 24.5 2 0 0 1,057.6254
M_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 5 15.00% TSLMNQYVNK 22 31 19.6 25.5 16.5 1 0 0 1,213.5882
M_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 5 15.00% ATIGADFLTK 39 48 30.1 28.0 24.6 2 0 0 1,036.5675
N_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 5 15.50% VIILGDSGVGK 11 21 42.6 27.7 24.8 2 0 0 1,057.6254
N_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 5 15.50% FQSLGVAFYR 70 79 36.1 28.3 22.7 2 0 0 1,187.6207
N_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 5 15.50% NNIPYFETSAK 147 157 30.1 26.7 24.8 1 0 0 1,283.6266
O_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 5 16.90% VIILGDSGVGK 11 21 43.7 27.8 28.7 1 0 0 1,057.6254
O_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 5 16.90% FQSLGVAFYR 70 79 34.7 27.0 24.0 2 0 0 1,187.6207
O_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 3 3 5 16.90% EAINVEQAFQTIAR 158 171 80.8 28.3 65.7 2 0 0 1,589.8282
Q_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 21.70% VIILGDSGVGK 11 21 33.5 27.6 21.7 2 0 0 1,057.6254
Q_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 21.70% ATIGADFLTK 39 48 40.3 28.1 39.2 2 0 0 1,036.5675
Q_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 21.70% FQSLGVAFYR 70 79 38.3 26.6 27.5 2 0 0 1,187.6207
Q_04 Ras‐related protein Rab‐7a RAB7A_HUMAN 23,520 4 4 7 21.70% EAINVEQAFQTIAR 158 171 69.3 27.7 56.4 1 0 0 1,589.8282
A_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 3 16.10% LTPITYPQGLAMAK 134 147 53.2 27.8 46.6 1 0 0 1,519.8192
A_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 3 16.10% TVFDEAIR 167 174 24.6 27.9 1.6 1 0 0 950.4942
A_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 3 16.10% AVLCPPPVK 175 183 22.9 25.4 17.0 1 0 0 980.5599
A_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 7 9 12 34.90% CVVVGDGAVGK 6 16 33.9 29.4 23.8 1 0 0 1,060.5457
A_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 7 9 12 34.90% HHCPNTPIILVGTK 103 116 28.1 28.1 20.3 1 0 0 1,586.8474
A_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 7 9 12 34.90% KLTPITYPQGLAMAK 133 147 40.9 25.9 40.0 1 1 0 1,647.9142
A_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 7 9 12 34.90% LTPITYPQGLAMAK 134 147 41.6 27.5 27.0 2 1 0 1,519.8192
A_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 7 9 12 34.90% YLECSALTQR 154 163 49.8 26.2 41.0 2 0 0 1,240.5991
A_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 7 9 12 34.90% TVFDEAIR 167 174 26.5 27.7 8.3 1 0 0 950.4942
A_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 7 9 12 34.90% AVLCPPPVK 175 183 22.6 25.4 11.0 2 0 0 980.5599
A_06 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 19.80% HHCPNTPIILVGTK 103 116 22.0 27.8 6.7 0 1 0 1,586.8474
A_06 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 19.80% LTPITYPQGLAMAK 134 147 47.1 27.5 38.0 2 0 0 1,519.8192
A_06 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 19.80% YLECSALTQR 154 163 47.6 26.2 37.7 2 0 0 1,240.5991
B_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 4 4 6 22.90% CVVVGDGAVGK 6 16 26.4 29.4 19.1 1 0 0 1,060.5457
B_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 4 4 6 22.90% LTPITYPQGLAMAK 134 147 41.0 27.5 30.0 2 0 0 1,519.8192
B_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 4 4 6 22.90% YLECSALTQR 154 163 33.3 26.2 23.3 2 0 0 1,240.5991
B_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 4 4 6 22.90% AVLCPPPVK 175 183 20.3 25.6 15.3 1 0 0 980.5599
B_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 18.80% LDLRDDKDTIEK 117 128 21.4 28.0 19.3 0 1 0 1,460.7595
B_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 18.80% LTPITYPQGLAMAK 134 147 55.2 28.1 41.0 2 0 0 1,519.8192
B_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 18.80% YLECSALTQR 154 163 66.8 26.2 61.7 2 0 0 1,240.5991
C_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 3 9.90% YLECSALTQR 154 163 37.8 25.8 31.5 2 0 0 1,240.5991
C_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 3 9.90% AVLCPPPVK 175 183 26.6 25.6 16.1 1 0 0 980.5599
C_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 18.20% LDLRDDKDTIEK 117 128 22.8 28.0 14.7 1 0 0 1,460.7595
C_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 18.20% LTPITYPQGLAMAK 134 147 42.8 27.5 36.7 2 0 0 1,519.8192
C_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 18.20% AVLCPPPVK 175 183 29.3 25.6 22.3 2 0 0 980.5599
D_10 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 2 9.90% YLECSALTQR 154 163 22.0 26.0 11.7 1 0 0 1,240.5991
D_10 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 2 9.90% AVLCPPPVK 175 183 26.3 25.5 19.7 1 0 0 980.5599
F_07 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 3 9.90% YLECSALTQR 154 163 60.7 26.2 50.6 2 0 0 1,240.5991
F_07 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 3 9.90% AVLCPPPVK 175 183 24.2 25.4 19.0 1 0 0 980.5599
F_08 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 4 10.40% LDLRDDKDTIEK 117 128 17.4 28.0 4.0 0 2 0 1,460.7595
F_08 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 4 10.40% TVFDEAIR 167 174 35.5 27.7 15.1 2 0 0 950.4942
H_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 4 4 8 23.40% LDLRDDKDTIEK 117 128 24.0 28.1 21.0 0 2 0 1,460.7595
H_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 4 4 8 23.40% LTPITYPQGLAMAK 134 147 50.6 27.5 47.5 2 0 0 1,519.8192
H_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 4 4 8 23.40% YLECSALTQR 154 163 47.6 26.2 38.4 2 0 0 1,240.5991
H_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 4 4 8 23.40% AVLCPPPVK 175 183 25.6 25.6 15.0 2 0 0 980.5599
H_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 4 16.70% LTPITYPQGLAMAK 134 147 55.5 27.6 45.4 2 0 0 1,519.8192
H_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 4 16.70% YLECSALTQR 154 163 37.8 25.8 30.3 1 0 0 1,240.5991
H_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 4 16.70% TVFDEAIR 167 174 27.1 27.7 8.3 1 0 0 950.4942
I_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 3 12.50% LTPITYPQGLAMAK 134 147 26.9 27.7 24.7 1 0 0 1,519.8192
I_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 3 12.50% YLECSALTQR 154 163 50.9 26.0 45.0 2 0 0 1,240.5991
I_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 2 11.50% LTPITYPQGLAMAK 134 147 45.1 27.6 37.3 1 0 0 1,519.8192
I_05 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 2 11.50% TVFDEAIR 167 174 42.4 27.7 25.4 1 0 0 950.4942
K_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 14.10% YLECSALTQR 154 163 40.8 25.8 34.7 2 0 0 1,240.5991
K_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 14.10% TVFDEAIR 167 174 22.7 27.5 8.4 1 0 0 950.4942
K_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 14.10% AVLCPPPVK 175 183 23.0 25.4 17.7 2 0 0 980.5599
L_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 6 16.70% LTPITYPQGLAMAK 134 147 58.5 27.9 51.2 2 0 0 1,519.8192
L_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 6 16.70% YLECSALTQR 154 163 59.8 26.0 53.5 2 0 0 1,240.5991



L_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 6 16.70% TVFDEAIR 167 174 37.3 28.8 10.1 2 0 0 950.4942
M_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 18.20% CVVVGDGAVGK 6 16 36.7 29.4 16.6 1 0 0 1,060.5457
M_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 18.20% LTPITYPQGLAMAK 134 147 37.5 27.6 28.4 2 0 0 1,519.8192
M_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 3 3 5 18.20% YLECSALTQR 154 163 40.4 26.0 35.8 2 0 0 1,240.5991
M_07 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 3 9.90% YLECSALTQR 154 163 42.0 25.9 32.7 2 0 0 1,240.5991
M_07 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 3 9.90% AVLCPPPVK 175 183 18.3 25.0 13.1 1 0 0 980.5599
N_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 3 12.00% LTPITYPQGLAMAK 134 147 36.0 27.2 33.8 1 0 0 1,519.8192
N_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 3 12.00% AVLCPPPVK 175 183 22.3 25.0 22.3 2 0 0 980.5599
O_07 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 3 9.90% YLECSALTQR 154 163 45.5 26.0 36.3 2 0 0 1,240.5991
O_07 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 3 9.90% AVLCPPPVK 175 183 25.2 25.0 21.5 1 0 0 980.5599
Q_03 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 2 9.90% YLECSALTQR 154 163 39.7 26.1 28.5 1 0 0 1,240.5991
Q_03 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 2 9.90% AVLCPPPVK 175 183 18.6 25.0 13.4 1 0 0 980.5599
Q_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 2 12.00% LTPITYPQGLAMAK 134 147 64.7 27.6 56.1 1 0 0 1,519.8192
Q_04 Ras‐related C3 botulinum toxin substrate 1 RAC1_HUMAN 21,451 2 2 2 12.00% AVLCPPPVK 175 183 28.2 25.0 25.4 1 0 0 980.5599
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% KENPLQFK 72 79 34.8 28.1 23.3 1 0 0 1,003.5572
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% FVIKPIDK 255 262 33.3 25.0 17.8 2 0 0 959.5926
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% KAPDFVFYAPR 263 273 45.0 27.9 41.5 2 0 0 1,310.6892
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% APDFVFYAPR 264 273 62.9 27.4 58.4 2 0 0 1,182.5942
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% ILALCMGNHELYMR 280 293 53.4 25.7 52.0 2 0 0 1,752.8231
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% RKPDTIEVQQMK 295 306 28.8 28.1 21.6 0 2 0 1,472.7892
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% ALELDQER 372 379 43.9 26.2 19.5 2 0 0 973.4950
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% NQEQLAAELAEFTAK 413 427 59.6 27.7 56.1 2 1 0 1,662.8334
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% IALLEEAKK 428 436 25.1 25.0 11.5 2 0 0 1,014.6195
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% AFAAQEDLEK 449 458 43.3 27.7 31.8 2 0 0 1,121.5474
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% QLQALSSELAQAR 527 539 43.7 28.2 17.8 0 2 0 1,414.7649
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% TQNDVLHAENVK 545 556 29.5 27.3 16.5 2 0 0 1,367.6914
A_18 Radixin RADI_HUMAN 68,566 8 9 16 22.10% QRIDEFEAM 575 583 47.1 25.0 17.1 2 0 0 1,154.5148
A_19 Radixin RADI_HUMAN 68,566 3 3 4 12.70% QLFDQVVK 28 35 30.6 28.6 8.7 2 0 0 976.5463
A_19 Radixin RADI_HUMAN 68,566 3 3 4 12.70% FVIKPIDKK 255 263 30.5 25.0 13.3 1 0 0 1,087.6876
A_19 Radixin RADI_HUMAN 68,566 3 3 4 12.70% APDFVFYAPR 264 273 63.5 26.7 57.1 2 0 0 1,182.5942
A_19 Radixin RADI_HUMAN 68,566 3 3 4 12.70% ILALCMGNHELYMR 280 293 24.7 26.0 13.8 1 0 0 1,752.8231
A_19 Radixin RADI_HUMAN 68,566 3 3 4 12.70% IALLEEAKK 428 436 21.6 25.0 16.6 1 0 0 1,014.6195
A_19 Radixin RADI_HUMAN 68,566 3 3 4 12.70% AFAAQEDLEK 449 458 31.3 27.7 20.5 2 0 0 1,121.5474
A_19 Radixin RADI_HUMAN 68,566 3 3 4 12.70% KQLQALSSELAQAR 526 539 24.4 26.9 19.7 0 1 0 1,542.8599
B_19 Radixin RADI_HUMAN 68,566 4 5 9 15.10% QLFDQVVK 28 35 36.9 28.6 17.0 1 0 0 976.5463
B_19 Radixin RADI_HUMAN 68,566 4 5 9 15.10% FVIKPIDK 255 262 27.0 25.0 16.2 2 0 0 959.5926
B_19 Radixin RADI_HUMAN 68,566 4 5 9 15.10% FVIKPIDKK 255 263 20.2 25.0 1.7 2 0 0 1,087.6876
B_19 Radixin RADI_HUMAN 68,566 4 5 9 15.10% APDFVFYAPR 264 273 56.1 26.7 46.5 2 0 0 1,182.5942
B_19 Radixin RADI_HUMAN 68,566 4 5 9 15.10% ILALCMGNHELYMR 280 293 18.0 26.4 9.0 0 2 0 1,736.8282
B_19 Radixin RADI_HUMAN 68,566 4 5 9 15.10% NQEQLAAELAEFTAK 413 427 99.4 27.7 96.7 2 2 0 1,662.8334
B_19 Radixin RADI_HUMAN 68,566 4 5 9 15.10% IALLEEAKK 428 436 31.1 25.0 23.3 1 0 0 1,014.6195
B_19 Radixin RADI_HUMAN 68,566 4 5 9 15.10% KQLQALSSELAQAR 526 539 29.5 27.1 20.4 0 2 0 1,542.8599
B_19 Radixin RADI_HUMAN 68,566 4 5 9 15.10% QRIDEFEAM 575 583 38.1 25.0 13.2 2 0 0 1,154.5148
C_18 Radixin RADI_HUMAN 68,566 2 2 2 10.80% QLFDQVVK 28 35 40.1 28.7 17.8 2 0 0 976.5463
C_18 Radixin RADI_HUMAN 68,566 2 2 2 10.80% FVIKPIDK 255 262 37.4 25.0 14.8 1 0 0 959.5926
C_18 Radixin RADI_HUMAN 68,566 2 2 2 10.80% FVIKPIDKK 255 263 21.0 25.0 11.9 1 0 0 1,087.6876
C_18 Radixin RADI_HUMAN 68,566 2 2 2 10.80% APDFVFYAPR 264 273 56.0 26.9 52.2 2 0 0 1,182.5942
C_18 Radixin RADI_HUMAN 68,566 2 2 2 10.80% ILALCMGNHELYMR 280 293 45.4 25.3 41.8 2 0 0 1,752.8231
C_18 Radixin RADI_HUMAN 68,566 2 2 2 10.80% IALLEEAKK 428 436 24.0 25.0 10.6 1 0 0 1,014.6195
C_18 Radixin RADI_HUMAN 68,566 2 2 2 10.80% QLQALSSELAQAR 527 539 84.8 28.2 68.1 1 0 0 1,414.7649
C_19 Radixin RADI_HUMAN 68,566 4 4 7 10.30% YGDYNKEIHKPGYLANDR 134 151 31.7 27.0 25.5 0 1 0 2,153.0412
C_19 Radixin RADI_HUMAN 68,566 4 4 7 10.30% APDFVFYAPR 264 273 54.6 27.4 43.9 2 0 0 1,182.5942
C_19 Radixin RADI_HUMAN 68,566 4 4 7 10.30% AFAAQEDLEK 449 458 38.6 27.8 19.6 2 0 0 1,121.5474
C_19 Radixin RADI_HUMAN 68,566 4 4 7 10.30% QLQALSSELAQAR 527 539 89.2 27.8 75.6 2 0 0 1,414.7649
C_19 Radixin RADI_HUMAN 68,566 4 4 7 10.30% QRIDEFEAM 575 583 41.7 25.0 14.6 2 0 0 1,154.5148
D_25 Radixin RADI_HUMAN 68,566 2 2 3 11.50% VTTMDAELEFAIQPNTTGK 9 27 85.0 27.0 80.4 2 3 0 2,082.0063
D_25 Radixin RADI_HUMAN 68,566 2 2 3 11.50% KAPDFVFYAPR 263 273 41.2 27.7 35.5 2 0 0 1,310.6892
D_25 Radixin RADI_HUMAN 68,566 2 2 3 11.50% APDFVFYAPR 264 273 60.3 26.6 57.5 2 0 0 1,182.5942
D_25 Radixin RADI_HUMAN 68,566 2 2 3 11.50% ILALCMGNHELYMR 280 293 16.5 26.0 7.2 0 1 0 1,736.8282
D_25 Radixin RADI_HUMAN 68,566 2 2 3 11.50% LKQIEEQTIK 351 360 31.5 26.8 5.2 2 0 0 1,229.7102
D_25 Radixin RADI_HUMAN 68,566 2 2 3 11.50% KTQNDVLHAENVK 544 556 31.8 28.5 23.9 0 1 0 1,495.7864
H_16 Radixin RADI_HUMAN 68,566 2 2 4 6.52% IGFPWSEIR 238 246 27.8 28.8 17.8 1 0 0 1,104.5837
H_16 Radixin RADI_HUMAN 68,566 2 2 4 6.52% APDFVFYAPR 264 273 53.4 26.7 51.4 2 0 0 1,182.5942
H_16 Radixin RADI_HUMAN 68,566 2 2 4 6.52% IALLEEAKK 428 436 24.9 25.0 11.8 2 0 0 1,014.6195
H_16 Radixin RADI_HUMAN 68,566 2 2 4 6.52% AFAAQEDLEK 449 458 35.6 27.8 23.4 2 0 0 1,121.5474
I_15 Radixin RADI_HUMAN 68,566 4 5 9 15.80% VTTMDAELEFAIQPNTTGK 9 27 61.7 27.2 56.9 2 0 0 2,082.0063
I_15 Radixin RADI_HUMAN 68,566 4 5 9 15.80% VTQQDVKKENPLQFK 65 79 20.6 26.6 19.4 0 1 0 1,801.9809
I_15 Radixin RADI_HUMAN 68,566 4 5 9 15.80% YGDYNKEIHKPGYLANDR 134 151 38.1 27.0 27.0 0 2 2 2,153.0412
I_15 Radixin RADI_HUMAN 68,566 4 5 9 15.80% APDFVFYAPR 264 273 66.8 26.7 59.4 3 0 0 1,182.5942
I_15 Radixin RADI_HUMAN 68,566 4 5 9 15.80% AFAAQEDLEKTKEELK 449 464 25.1 28.3 22.0 0 2 0 1,849.9544
I_15 Radixin RADI_HUMAN 68,566 4 5 9 15.80% KQLQALSSELAQAR 526 539 36.4 27.1 26.2 0 2 0 1,542.8599
A_11 mRNA export factor RAEL1_PIG 41,026 2 2 2 7.07% CWEVQDSGQTIPK 68 80 30.1 25.0 25.0 1 0 0 1,547.7161
A_11 mRNA export factor RAEL1_PIG 41,026 2 2 2 7.07% SSNPMMVLQLPER 160 172 40.3 26.1 18.3 1 0 0 1,533.7401
A_05 Advanced glycosylation end product‐specific receptor RAGE_BOVIN 44,182 2 2 5 5.77% IGKPLVLNCK 30 39 21.5 25.3 17.1 1 0 0 1,141.6764
A_05 Advanced glycosylation end product‐specific receptor RAGE_BOVIN 44,182 2 2 5 5.77% VLSPQGDPWDSVAR 63 76 52.7 26.8 51.2 4 0 0 1,526.7599
H_04 Advanced glycosylation end product‐specific receptor RAGE_BOVIN 44,182 2 2 4 5.77% IGKPLVLNCK 30 39 26.7 25.4 18.9 2 0 0 1,141.6764
H_04 Advanced glycosylation end product‐specific receptor RAGE_BOVIN 44,182 2 2 4 5.77% VLSPQGDPWDSVAR 63 76 61.6 26.7 52.8 2 0 0 1,526.7599
J_04 Advanced glycosylation end product‐specific receptor RAGE_BOVIN 44,182 2 2 4 5.77% IGKPLVLNCK 30 39 17.8 25.1 12.6 1 0 0 1,141.6764
J_04 Advanced glycosylation end product‐specific receptor RAGE_BOVIN 44,182 2 2 4 5.77% VLSPQGDPWDSVAR 63 76 53.0 27.0 46.5 3 0 0 1,526.7599
K_05 Advanced glycosylation end product‐specific receptor RAGE_BOVIN 44,182 2 2 3 5.77% IGKPLVLNCK 30 39 28.0 25.4 26.7 1 0 0 1,141.6764
K_05 Advanced glycosylation end product‐specific receptor RAGE_BOVIN 44,182 2 2 3 5.77% VLSPQGDPWDSVAR 63 76 56.8 26.6 46.5 2 0 0 1,526.7599
A_17 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 6 10.20% TQVAGGQLSFK 16 26 30.3 28.1 21.9 1 0 0 1,135.6107
A_17 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 6 10.20% LEGNTVGVEAAR 56 67 34.8 28.0 17.0 2 0 0 1,215.6328
A_17 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 6 10.20% ILAAALTECHR 161 171 33.6 27.2 33.0 1 0 0 1,254.6624
A_17 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 6 10.20% GAVAIADAIR 280 289 37.5 26.1 24.9 1 0 0 956.5524
A_17 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 6 10.20% SSVLIAQQTDTSDPEK 453 468 61.2 27.1 55.0 1 0 0 1,718.8445
A_19 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 8 11.60% LENDGATALAEAFR 192 205 62.0 27.9 53.5 2 0 0 1,477.7282
A_19 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 8 11.60% DAALAVAEAMADK 308 320 48.5 27.0 39.7 2 0 0 1,291.6200
A_19 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 8 11.60% SSVLIAQQTDTSDPEK 453 468 80.6 27.4 73.7 2 0 0 1,718.8445
A_19 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 8 11.60% VSSVFKDEATVR 476 487 27.8 27.6 20.4 1 0 0 1,337.7059
A_19 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 8 11.60% MAVQDAVDALMQK 488 500 54.9 26.2 48.8 1 0 0 1,451.6871
B_17 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 7 10.90% LEGNTVGVEAAR 56 67 45.8 28.1 30.0 1 0 0 1,215.6328
B_17 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 7 10.90% LENDGATALAEAFR 192 205 62.6 28.0 61.7 1 0 0 1,477.7282
B_17 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 7 10.90% VINLNDNTFTEK 240 251 45.4 27.9 45.4 2 0 0 1,407.7115
B_17 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 7 10.90% GAVAIADAIR 280 289 45.4 25.7 27.1 2 0 0 956.5524
B_17 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 5 5 7 10.90% SSVLIAQQTDTSDPEK 453 468 72.9 27.1 67.1 1 0 0 1,718.8445
B_19 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 3 3 6 7.16% LENDGATALAEAFR 192 205 87.9 27.9 82.0 2 0 0 1,477.7282
B_19 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 3 3 6 7.16% VINLNDNTFTEK 240 251 59.7 28.1 59.7 2 0 0 1,407.7115
B_19 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 3 3 6 7.16% SSVLIAQQTDTSDPEK 453 468 82.2 27.4 72.0 2 0 0 1,718.8445
H_14 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 2 2 2 3.58% TQVAGGQLSFK 16 26 23.9 27.8 17.4 1 0 0 1,135.6107
H_14 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 2 2 2 3.58% HSLLQTLYKV 578 587 31.3 26.8 27.2 1 0 0 1,201.6940
H_16 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 3 3 5 5.45% TQVAGGQLSFK 16 26 25.3 28.0 25.3 1 0 0 1,135.6107
H_16 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 3 3 5 5.45% SSACFTLQELK 138 148 36.3 26.2 21.6 2 0 0 1,283.6301
H_16 Ran GTPase‐activating protein 1 RAGP1_HUMAN 63,543 3 3 5 5.45% GAVAIADAIR 280 289 46.5 25.7 34.9 2 0 0 956.5524
A_07 Ras‐related protein Ral‐A RALA_HUMAN 23,567 4 4 7 18.40% VKEDENVPFLLVGNK 114 128 55.8 27.5 49.7 2 0 0 1,700.9219
A_07 Ras‐related protein Ral‐A RALA_HUMAN 23,567 4 4 7 18.40% NRAEQWNVNYVETSAK 144 159 28.6 26.7 27.6 0 1 0 1,908.9197
A_07 Ras‐related protein Ral‐A RALA_HUMAN 23,567 4 4 7 18.40% AEQWNVNYVETSAK 146 159 69.1 25.9 69.1 2 0 0 1,638.7757
A_07 Ras‐related protein Ral‐A RALA_HUMAN 23,567 4 4 7 18.40% VFFDLMR 167 173 29.1 25.5 24.1 2 0 0 927.4757
B_07 Ras‐related protein Ral‐A RALA_HUMAN 23,567 3 4 6 15.50% VIMVGSGGVGK 17 27 22.6 29.0 13.7 1 0 0 1,019.5556
B_07 Ras‐related protein Ral‐A RALA_HUMAN 23,567 3 4 6 15.50% AEQWNVNYVETSAK 146 159 62.7 26.0 57.3 2 0 0 1,638.7757
B_07 Ras‐related protein Ral‐A RALA_HUMAN 23,567 3 4 6 15.50% VFFDLMR 167 173 34.2 25.0 21.3 3 0 0 943.4707
C_07 Ras‐related protein Ral‐A RALA_HUMAN 23,567 5 5 5 27.70% VIMVGSGGVGK 17 27 24.7 29.1 21.4 1 0 0 1,019.5556



C_07 Ras‐related protein Ral‐A RALA_HUMAN 23,567 5 5 5 27.70% VKEDENVPFLLVGNK 114 128 30.9 27.7 19.3 0 1 0 1,700.9219
C_07 Ras‐related protein Ral‐A RALA_HUMAN 23,567 5 5 5 27.70% SDLEDKRQVSVEEAK 129 143 28.8 27.5 7.1 0 1 0 1,732.8713
C_07 Ras‐related protein Ral‐A RALA_HUMAN 23,567 5 5 5 27.70% NRAEQWNVNYVETSAK 144 159 20.8 26.5 17.0 0 1 0 1,908.9197
C_07 Ras‐related protein Ral‐A RALA_HUMAN 23,567 5 5 5 27.70% AEQWNVNYVETSAK 146 159 44.3 25.9 43.6 1 0 0 1,638.7757
D_12 Ras‐related protein Ral‐A RALA_HUMAN 23,567 2 3 4 12.10% VIMVGSGGVGK 17 27 28.8 28.9 18.5 3 0 0 1,019.5556
D_12 Ras‐related protein Ral‐A RALA_HUMAN 23,567 2 3 4 12.10% AEQWNVNYVETSAK 146 159 24.3 25.9 20.8 1 0 0 1,638.7757
H_06 Ras‐related protein Ral‐A RALA_HUMAN 23,567 3 3 6 17.50% VKEDENVPFLLVGNK 114 128 40.5 26.9 28.0 0 2 0 1,700.9219
H_06 Ras‐related protein Ral‐A RALA_HUMAN 23,567 3 3 6 17.50% AEQWNVNYVETSAK 146 159 71.3 26.0 71.3 2 0 0 1,638.7757
H_06 Ras‐related protein Ral‐A RALA_HUMAN 23,567 3 3 6 17.50% VFFDLMR 167 173 33.9 25.5 26.7 2 0 0 927.4757
I_06 Ras‐related protein Ral‐A RALA_HUMAN 23,567 3 3 6 17.50% VKEDENVPFLLVGNK 114 128 22.4 27.4 11.9 0 2 0 1,700.9219
I_06 Ras‐related protein Ral‐A RALA_HUMAN 23,567 3 3 6 17.50% AEQWNVNYVETSAK 146 159 74.7 26.0 70.1 2 0 0 1,638.7757
I_06 Ras‐related protein Ral‐A RALA_HUMAN 23,567 3 3 6 17.50% VFFDLMR 167 173 23.6 25.0 11.4 2 0 0 943.4707
L_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 2 2 3 10.20% AEQWNVNYVETSAK 146 159 84.8 26.4 84.8 2 0 0 1,638.7757
L_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 2 2 3 10.20% VFFDLMR 167 173 28.8 25.0 23.5 1 0 0 943.4707
N_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 3 3 5 15.50% VIMVGSGGVGK 17 27 32.2 29.3 23.7 2 0 0 1,019.5556
N_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 3 3 5 15.50% AEQWNVNYVETSAK 146 159 69.5 26.5 68.6 2 0 0 1,638.7757
N_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 3 3 5 15.50% VFFDLMR 167 173 32.4 25.8 27.2 1 0 0 943.4707
O_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 2 2 4 14.10% VKEDENVPFLLVGNK 114 128 37.4 27.0 29.7 0 2 0 1,700.9219
O_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 2 2 4 14.10% AEQWNVNYVETSAK 146 159 69.1 26.4 65.2 2 0 0 1,638.7757
P_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 2 2 3 14.10% VKEDENVPFLLVGNK 114 128 32.4 26.9 25.4 0 1 0 1,700.9219
P_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 2 2 3 14.10% AEQWNVNYVETSAK 146 159 78.0 26.7 78.0 2 0 0 1,638.7757
Q_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 4 5 8 22.80% VIMVGSGGVGK 17 27 32.2 29.1 23.4 1 0 0 1,019.5556
Q_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 4 5 8 22.80% VKEDENVPFLLVGNK 114 128 59.1 27.0 55.4 2 2 0 1,700.9219
Q_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 4 5 8 22.80% AEQWNVNYVETSAK 146 159 77.5 26.4 74.5 2 0 0 1,638.7757
Q_05 Ras‐related protein Ral‐A RALA_HUMAN 23,567 4 5 8 22.80% VFFDLMR 167 173 28.8 25.0 23.2 1 0 0 943.4707
A_07 Ras‐related protein Ral‐B RALB_HUMAN 23,409 2 2 4 10.20% AEEDKIPLLVVGNK 116 129 31.1 25.0 31.1 2 0 0 1,524.8634
A_07 Ras‐related protein Ral‐B RALB_HUMAN 23,409 2 2 4 10.20% IPLLVVGNK 121 129 33.3 25.0 18.7 2 0 0 952.6191
A_07 Ras‐related protein Ral‐B RALB_HUMAN 23,409 2 2 4 10.20% VFFDLMR 168 174 29.1 25.5 24.1 2 0 0 927.4757
A_11 RNA‐binding protein Raly RALY_HUMAN 32,464 2 2 4 6.86% VFIGNLNTALVK 23 34 69.6 25.0 0.0 2 0 0 1,288.7624
A_11 RNA‐binding protein Raly RALY_HUMAN 32,464 2 2 4 6.86% SNIDALLSR 199 207 47.5 29.8 24.6 2 0 0 988.5422
B_11 RNA‐binding protein Raly RALY_HUMAN 32,464 2 2 4 6.86% VFIGNLNTALVK 23 34 78.2 25.0 0.0 2 0 0 1,288.7624
B_11 RNA‐binding protein Raly RALY_HUMAN 32,464 2 2 4 6.86% SNIDALLSR 199 207 54.0 28.8 39.7 2 0 0 988.5422
C_11 RNA‐binding protein Raly RALY_HUMAN 32,464 2 2 4 6.86% VFIGNLNTALVK 23 34 35.9 25.0 0.0 2 0 0 1,288.7624
C_11 RNA‐binding protein Raly RALY_HUMAN 32,464 2 2 4 6.86% SNIDALLSR 199 207 44.2 29.8 26.4 2 0 0 988.5422
A_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 2 11.10% FNVWDTAGQEK 61 71 45.9 25.5 33.8 1 0 0 1,294.6063
A_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 2 11.10% VCENIPIVLCGNK 111 123 23.6 27.6 23.6 1 0 0 1,515.7660
A_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% FNVWDTAGQEK 61 71 53.0 25.5 42.3 2 0 0 1,294.6063
A_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% VCENIPIVLCGNK 111 123 55.9 27.9 50.9 2 0 0 1,515.7660
A_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 6 7 11 21.80% LVLVGDGGTGK 13 23 28.3 27.3 11.1 2 0 0 1,015.5785
A_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 6 7 11 21.80% FNVWDTAGQEK 61 71 63.4 25.5 53.3 1 0 0 1,294.6063
A_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 6 7 11 21.80% VCENIPIVLCGNK 111 123 65.2 27.6 56.8 2 0 0 1,515.7660
A_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 6 7 11 21.80% KKNLQYYDISAK 141 152 27.5 27.8 15.3 1 1 0 1,470.7952
A_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 6 7 11 21.80% KNLQYYDISAK 142 152 51.8 27.2 41.0 2 0 0 1,342.7002
A_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 6 7 11 21.80% NLQYYDISAK 143 152 26.2 26.4 17.6 2 0 0 1,214.6052
A_31 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 10.60% VCENIPIVLCGNK 111 123 39.4 27.5 30.0 2 0 0 1,515.7660
A_31 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 10.60% NLQYYDISAK 143 152 22.6 26.4 21.1 1 0 0 1,214.6052
A_32 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% FNVWDTAGQEK 61 71 58.3 25.5 47.9 2 0 0 1,294.6063
A_32 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% VCENIPIVLCGNK 111 123 51.0 27.5 45.4 2 0 0 1,515.7660
B_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,423 2 2 4 11.10% FNVWDTAGQEK 61 71 42.4 25.5 32.9 2 0 0 1,294.6063
B_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,423 2 2 4 11.10% VCENIPIVLCGNK 111 123 58.8 27.5 54.2 2 0 0 1,515.7660
B_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 6 6 11 23.10% LVLVGDGGTGK 13 23 45.4 27.3 9.7 2 0 0 1,015.5785
B_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 6 6 11 23.10% GPIKFNVWDTAGQEK 57 71 23.3 28.2 17.0 0 1 0 1,689.8597
B_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 6 6 11 23.10% FNVWDTAGQEK 61 71 62.0 25.4 49.7 2 0 0 1,294.6063
B_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 6 6 11 23.10% VCENIPIVLCGNK 111 123 66.3 27.6 55.0 2 0 0 1,515.7660
B_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 6 6 11 23.10% KNLQYYDISAK 142 152 49.5 27.6 39.3 2 0 0 1,342.7002
B_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 6 6 11 23.10% NLQYYDISAK 143 152 32.8 26.8 27.3 2 0 0 1,214.6052
B_09 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 11.10% FNVWDTAGQEK 61 71 37.6 25.5 28.5 1 0 0 1,294.6063
B_09 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 11.10% VCENIPIVLCGNK 111 123 30.1 27.5 30.1 2 0 0 1,515.7660
B_29 GTP‐binding nuclear protein Ran RAN_HUMAN 24,423 2 2 4 11.10% FNVWDTAGQEK 61 71 37.8 25.4 28.5 2 0 0 1,294.6063
B_29 GTP‐binding nuclear protein Ran RAN_HUMAN 24,423 2 2 4 11.10% VCENIPIVLCGNK 111 123 31.0 27.4 26.6 2 0 0 1,515.7660
B_31 GTP‐binding nuclear protein Ran RAN_HUMAN 24,423 3 3 5 15.70% FNVWDTAGQEK 61 71 40.2 25.4 29.6 2 0 0 1,294.6063
B_31 GTP‐binding nuclear protein Ran RAN_HUMAN 24,423 3 3 5 15.70% VCENIPIVLCGNK 111 123 35.7 27.8 29.5 1 0 0 1,515.7660
B_31 GTP‐binding nuclear protein Ran RAN_HUMAN 24,423 3 3 5 15.70% NLQYYDISAK 143 152 31.9 26.6 28.3 2 0 0 1,214.6052
C_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 11.10% FNVWDTAGQEK 61 71 30.0 25.4 21.9 2 0 0 1,294.6063
C_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 11.10% VCENIPIVLCGNK 111 123 25.8 27.5 25.8 1 0 0 1,515.7660
C_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% FNVWDTAGQEK 61 71 54.2 25.1 46.8 2 0 0 1,294.6063
C_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% VCENIPIVLCGNK 111 123 37.6 27.6 29.9 2 0 0 1,515.7660
C_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 5 21.80% LVLVGDGGTGK 13 23 34.6 28.3 12.8 1 0 0 1,015.5785
C_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 5 21.80% FNVWDTAGQEK 61 71 60.3 25.5 49.3 2 0 0 1,294.6063
C_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 5 21.80% VCENIPIVLCGNK 111 123 47.5 27.5 41.0 1 0 0 1,515.7660
C_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 5 21.80% KKNLQYYDISAK 141 152 22.3 27.6 10.2 1 0 0 1,470.7952
C_09 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 5 14.80% LVLVGDGGTGK 13 23 31.9 28.2 12.1 2 0 0 1,015.5785
C_09 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 5 14.80% FNVWDTAGQEK 61 71 36.1 25.1 29.9 1 0 0 1,294.6063
C_09 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 5 14.80% NLQYYDISAK 143 152 33.8 26.6 33.8 2 0 0 1,214.6052
D_11 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 2 9.72% LVLVGDGGTGK 13 23 24.1 29.3 9.9 1 0 0 1,015.5785
D_11 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 2 9.72% NLQYYDISAK 143 152 22.0 26.6 22.0 1 0 0 1,214.6052
D_12 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 4 14.80% LVLVGDGGTGK 13 23 34.9 28.2 13.5 1 0 0 1,015.5785
D_12 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 4 14.80% FNVWDTAGQEK 61 71 46.3 25.0 39.6 2 0 0 1,294.6063
D_12 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 4 14.80% NLQYYDISAK 143 152 21.8 26.6 18.2 1 0 0 1,214.6052
D_13 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 8.80% HLTGEFEK 30 37 21.9 27.0 14.2 1 0 0 960.4786
D_13 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 8.80% FNVWDTAGQEK 61 71 46.4 25.4 37.4 2 0 0 1,294.6063
D_29 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 2 9.72% LVLVGDGGTGK 13 23 31.6 28.2 15.9 1 0 0 1,015.5785
D_29 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 2 9.72% NLQYYDISAK 143 152 24.4 26.6 20.5 1 0 0 1,214.6052
D_32 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 9.72% LVLVGDGGTGK 13 23 28.7 29.3 11.0 2 0 0 1,015.5785
D_32 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 9.72% NLQYYDISAK 143 152 25.8 26.0 25.1 1 0 0 1,214.6052
E_12 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 2 10.20% LVLVGDGGTGK 13 23 31.8 29.3 14.5 1 0 0 1,015.5785
E_12 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 2 10.20% FNVWDTAGQEK 61 71 22.3 25.1 16.4 1 0 0 1,294.6063
F_09 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 2 9.72% FNVWDTAGQEK 61 71 32.3 25.5 22.7 1 0 0 1,294.6063
F_09 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 2 9.72% NLQYYDISAK 143 152 25.5 26.8 24.2 1 0 0 1,214.6052
F_10 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 8 21.30% LVLVGDGGTGK 13 23 43.0 28.0 8.3 2 0 0 1,015.5785
F_10 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 8 21.30% FNVWDTAGQEK 61 71 64.8 25.5 53.5 2 0 0 1,294.6063
F_10 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 8 21.30% VCENIPIVLCGNK 111 123 57.4 27.6 49.0 2 0 0 1,515.7660
F_10 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 8 21.30% KNLQYYDISAK 142 152 37.5 27.2 31.2 2 0 0 1,342.7002
F_11 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% FNVWDTAGQEK 61 71 58.0 25.5 48.4 2 0 0 1,294.6063
F_11 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% VCENIPIVLCGNK 111 123 60.1 27.6 52.6 2 0 0 1,515.7660
F_11 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% NLQYYDISAK 143 152 46.3 26.4 43.7 2 0 0 1,214.6052
F_12 GTP‐binding nuclear protein Ran RAN_HUMAN 24,423 2 2 4 11.10% FNVWDTAGQEK 61 71 41.3 25.5 31.2 2 0 0 1,294.6063
F_12 GTP‐binding nuclear protein Ran RAN_HUMAN 24,423 2 2 4 11.10% VCENIPIVLCGNK 111 123 49.4 27.9 44.1 2 0 0 1,515.7660
G_09 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 9.72% FNVWDTAGQEK 61 71 50.6 25.7 40.2 2 0 0 1,294.6063
G_09 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 9.72% NLQYYDISAK 143 152 47.7 26.1 47.7 2 0 0 1,214.6052
G_10 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% LVLVGDGGTGK 13 23 59.5 29.5 15.4 2 0 0 1,015.5785
G_10 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% VCENIPIVLCGNK 111 123 49.0 27.9 43.2 2 0 0 1,515.7660
H_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 4 7 16.20% LVLVGDGGTGK 13 23 30.0 29.7 13.8 1 0 0 1,015.5785
H_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 4 7 16.20% FNVWDTAGQEK 61 71 66.3 25.4 52.8 2 0 0 1,294.6063
H_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 4 7 16.20% VCENIPIVLCGNK 111 123 51.3 27.4 43.1 2 2 0 1,515.7660
H_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 3 5 10.60% VCENIPIVLCGNK 111 123 56.3 27.6 47.4 2 1 0 1,515.7660
H_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 3 5 10.60% NLQYYDISAK 143 152 51.5 26.7 49.9 2 0 0 1,214.6052
H_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% FNVWDTAGQEK 61 71 34.7 25.4 24.9 2 0 0 1,294.6063
H_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% VCENIPIVLCGNK 111 123 51.8 27.8 42.7 2 0 0 1,515.7660
H_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% NLQYYDISAK 143 152 29.8 26.6 24.4 2 0 0 1,214.6052
H_10 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 10.60% VCENIPIVLCGNK 111 123 44.6 27.8 40.1 2 0 0 1,515.7660
H_10 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 10.60% NLQYYDISAK 143 152 28.6 26.1 28.4 2 0 0 1,214.6052



H_21 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 10.60% VCENIPIVLCGNK 111 123 44.1 27.4 35.2 2 0 0 1,515.7660
H_21 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 10.60% NLQYYDISAK 143 152 27.5 26.6 20.0 1 0 0 1,214.6052
I_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% FNVWDTAGQEK 61 71 45.2 25.7 37.0 2 0 0 1,294.6063
I_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% VCENIPIVLCGNK 111 123 63.6 27.7 59.7 2 0 0 1,515.7660
I_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 5 9 20.80% LVLVGDGGTGK 13 23 25.5 29.8 11.7 2 0 0 1,015.5785
I_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 5 9 20.80% FNVWDTAGQEK 61 71 61.1 25.7 47.5 2 0 0 1,294.6063
I_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 5 9 20.80% VCENIPIVLCGNK 111 123 76.9 27.8 65.8 2 1 0 1,515.7660
I_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 5 9 20.80% NLQYYDISAK 143 152 46.4 26.6 43.6 2 0 0 1,214.6052
J_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 5 16.20% LVLVGDGGTGK 13 23 23.6 29.8 5.8 1 0 0 1,015.5785
J_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 5 16.20% FNVWDTAGQEK 61 71 57.4 25.7 37.8 2 0 0 1,294.6063
J_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 5 16.20% VCENIPIVLCGNK 111 123 58.5 27.8 48.5 2 0 0 1,515.7660
J_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% FNVWDTAGQEK 61 71 59.2 25.7 48.4 2 0 0 1,294.6063
J_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% VCENIPIVLCGNK 111 123 49.7 28.0 43.3 2 0 0 1,515.7660
J_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% NLQYYDISAK 143 152 42.5 26.7 37.0 2 0 0 1,214.6052
K_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% FNVWDTAGQEK 61 71 57.3 25.8 43.9 2 0 0 1,294.6063
K_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% VCENIPIVLCGNK 111 123 64.9 27.8 53.7 2 0 0 1,515.7660
K_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% FNVWDTAGQEK 61 71 59.5 25.5 49.2 2 0 0 1,294.6063
K_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% VCENIPIVLCGNK 111 123 59.3 27.6 48.9 2 0 0 1,515.7660
K_07 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% NLQYYDISAK 143 152 41.8 26.1 39.8 2 0 0 1,214.6052
K_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 4 15.70% FNVWDTAGQEK 61 71 40.3 25.8 30.8 2 0 0 1,294.6063
K_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 4 15.70% VCENIPIVLCGNK 111 123 32.9 27.7 28.2 1 0 0 1,515.7660
K_08 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 4 15.70% NLQYYDISAK 143 152 22.8 26.1 15.4 1 0 0 1,214.6052
L_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% FNVWDTAGQEK 61 71 70.9 25.7 58.8 2 0 0 1,294.6063
L_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% VCENIPIVLCGNK 111 123 49.0 28.0 44.8 2 0 0 1,515.7660
L_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 15.70% NLQYYDISAK 143 152 51.0 26.5 40.6 2 0 0 1,214.6052
L_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 8 20.80% LVLVGDGGTGK 13 23 49.2 29.7 7.2 2 0 0 1,015.5785
L_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 8 20.80% FNVWDTAGQEK 61 71 60.5 25.7 51.1 2 0 0 1,294.6063
L_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 8 20.80% VCENIPIVLCGNK 111 123 50.1 28.0 42.7 2 0 0 1,515.7660
L_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 8 20.80% NLQYYDISAK 143 152 49.6 26.6 46.8 2 0 0 1,214.6052
M_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 5 16.20% LVLVGDGGTGK 13 23 72.9 29.8 18.8 1 0 0 1,015.5785
M_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 5 16.20% FNVWDTAGQEK 61 71 58.5 25.7 44.9 2 0 0 1,294.6063
M_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 5 16.20% VCENIPIVLCGNK 111 123 46.8 27.8 40.2 2 0 0 1,515.7660
N_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% FNVWDTAGQEK 61 71 57.4 25.7 46.0 2 0 0 1,294.6063
N_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 11.10% VCENIPIVLCGNK 111 123 45.9 28.0 42.0 2 0 0 1,515.7660
O_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 8 20.80% LVLVGDGGTGK 13 23 63.8 29.5 16.2 2 0 0 1,015.5785
O_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 8 20.80% FNVWDTAGQEK 61 71 42.0 25.7 30.2 2 0 0 1,294.6063
O_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 8 20.80% VCENIPIVLCGNK 111 123 64.3 27.8 54.2 2 0 0 1,515.7660
O_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 4 4 8 20.80% NLQYYDISAK 143 152 44.0 26.6 42.8 2 0 0 1,214.6052
P_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 5 16.20% LVLVGDGGTGK 13 23 64.8 29.8 17.6 1 0 0 1,015.5785
P_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 5 16.20% FNVWDTAGQEK 61 71 56.4 25.7 43.5 2 0 0 1,294.6063
P_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 5 16.20% VCENIPIVLCGNK 111 123 63.0 28.1 56.0 2 0 0 1,515.7660
P_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 9.72% FNVWDTAGQEK 61 71 34.7 25.7 23.9 2 0 0 1,294.6063
P_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 3 9.72% NLQYYDISAK 143 152 25.5 26.7 19.3 1 0 0 1,214.6052
Q_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 16.20% LVLVGDGGTGK 13 23 68.4 29.5 18.2 2 0 0 1,015.5785
Q_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 16.20% FNVWDTAGQEK 61 71 67.9 25.7 55.9 2 0 0 1,294.6063
Q_05 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 3 3 6 16.20% VCENIPIVLCGNK 111 123 63.9 28.0 53.8 2 0 0 1,515.7660
Q_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 9.72% FNVWDTAGQEK 61 71 53.8 25.7 35.6 2 0 0 1,294.6063
Q_06 GTP‐binding nuclear protein Ran RAN_HUMAN 24,452 2 2 4 9.72% NLQYYDISAK 143 152 34.5 26.7 32.0 2 0 0 1,214.6052
A_08 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 3 3 5 16.40% TLEEDEEELFK 40 50 56.3 25.0 51.8 2 0 0 1,381.6371
A_08 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 3 3 5 16.40% FASENDLPEWK 58 68 39.2 25.0 25.0 1 0 0 1,335.6216
A_08 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 3 3 5 16.40% VAEKLEALSVK 180 190 42.2 25.4 32.6 2 0 0 1,186.7042
B_08 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 4 10.90% FASENDLPEWK 58 68 40.7 25.0 15.4 2 0 0 1,335.6216
B_08 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 4 10.90% VAEKLEALSVK 180 190 45.2 25.4 36.3 2 0 0 1,186.7042
D_13 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 4 10.90% TLEEDEEELFK 40 50 23.0 25.0 20.9 2 0 0 1,381.6371
D_13 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 4 10.90% FASENDLPEWK 58 68 36.1 25.0 29.5 2 0 0 1,335.6216
H_06 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 4 10.90% TLEEDEEELFK 40 50 49.0 25.0 48.1 2 0 0 1,381.6371
H_06 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 4 10.90% FASENDLPEWK 58 68 34.2 25.0 23.4 2 0 0 1,335.6216
H_07 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 3 3 5 17.40% TLEEDEEELFK 40 50 63.0 25.0 54.5 2 0 0 1,381.6371
H_07 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 3 3 5 17.40% FASENDLPEWKER 58 70 32.5 26.1 22.1 1 0 0 1,620.7653
H_07 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 3 3 5 17.40% VAEKLEALSVK 180 190 57.5 25.4 51.7 2 0 0 1,186.7042
I_06 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 3 10.90% TLEEDEEELFK 40 50 38.2 25.0 24.3 2 0 0 1,381.6371
I_06 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 3 10.90% FASENDLPEWK 58 68 19.5 25.1 0.3 1 0 0 1,335.6216
I_08 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 2 11.90% TLEEDEEELFK 40 50 35.6 25.0 31.3 1 0 0 1,381.6371
I_08 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 2 11.90% FASENDLPEWKER 58 70 21.0 26.1 20.9 0 1 0 1,620.7653
K_07 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 4 10.90% TLEEDEEELFK 40 50 59.8 25.0 53.8 2 0 0 1,381.6371
K_07 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 4 10.90% VAEKLEALSVK 180 190 56.7 25.4 44.6 2 0 0 1,186.7042
L_05 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 4 10.90% TLEEDEEELFK 40 50 57.1 25.4 51.8 2 0 0 1,381.6371
L_05 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 4 10.90% FASENDLPEWK 58 68 36.1 25.0 24.0 2 0 0 1,335.6216
Q_05 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 4 10.90% TLEEDEEELFK 40 50 66.7 25.3 62.2 2 0 0 1,381.6371
Q_05 Ran‐specific GTPase‐activating protein RANG_HUMAN 23,311 2 2 4 10.90% FASENDLPEWK 58 68 44.0 25.1 29.3 2 0 0 1,335.6216
A_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 4 4 7 25.50% LVVLGSGGVGK 6 16 34.3 25.0 22.5 2 0 0 985.6042
A_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 4 4 7 25.50% YDPTIEDSYR 32 41 46.2 25.0 43.0 1 0 0 1,258.5587
A_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 4 4 7 25.50% DTDDVPMILVGNK 105 117 38.5 26.9 27.7 2 0 0 1,432.6992
A_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 4 4 7 25.50% QWNNCAFLESSAK 137 149 47.6 25.0 47.0 2 0 0 1,554.7005
A_06 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 2 2 4 12.50% YDPTIEDSYR 32 41 44.7 25.0 42.4 2 0 0 1,258.5587
A_06 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 2 2 4 12.50% QWNNCAFLESSAK 137 149 56.5 25.0 55.1 2 0 0 1,554.7005
B_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 3 3 6 19.60% YDPTIEDSYR 32 41 26.6 25.0 19.3 2 0 0 1,258.5587
B_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 3 3 6 19.60% DTDDVPMILVGNK 105 117 27.0 26.9 6.1 2 0 0 1,432.6992
B_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 3 3 6 19.60% QWNNCAFLESSAK 137 149 47.6 25.0 46.3 2 0 0 1,554.7005
B_06 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 3 3 6 18.50% LVVLGSGGVGK 6 16 37.7 25.0 30.0 2 0 0 985.6042
B_06 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 3 3 6 18.50% YDPTIEDSYR 32 41 26.9 25.0 23.7 2 0 0 1,258.5587
B_06 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 3 3 6 18.50% QWNNCAFLESSAK 137 149 34.2 25.0 34.2 2 0 0 1,554.7005
C_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 3 3 4 20.70% YDPTIEDSYR 32 41 23.6 25.0 14.5 2 0 0 1,258.5587
C_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 3 3 4 20.70% VKDTDDVPMILVGNK 103 117 17.6 27.6 13.3 0 1 0 1,659.8626
C_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 3 3 4 20.70% QWNNCAFLESSAK 137 149 17.5 25.0 16.8 1 0 0 1,554.7005
F_08 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 4 4 8 26.60% LVVLGSGGVGK 6 16 39.8 25.0 29.9 2 0 0 985.6042
F_08 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 4 4 8 26.60% YDPTIEDSYR 32 41 41.9 25.0 30.9 2 0 0 1,258.5587
F_08 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 4 4 8 26.60% VKDTDDVPMILVGNK 103 117 32.9 27.3 24.3 0 2 0 1,643.8676
F_08 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 4 4 8 26.60% QWNNCAFLESSAK 137 149 30.4 25.0 24.0 2 0 0 1,554.7005
F_09 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 2 2 3 11.40% LVVLGSGGVGK 6 16 34.2 25.0 25.9 2 0 0 985.6042
F_09 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 2 2 3 11.40% YDPTIEDSYR 32 41 21.4 25.0 16.1 1 0 0 1,258.5587
H_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 2 2 4 13.00% LVVLGSGGVGK 6 16 31.9 25.0 22.0 2 0 0 985.6042
H_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 2 2 4 13.00% QWNNCAFLESSAK 137 149 60.5 25.0 59.4 2 0 0 1,554.7005
I_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 2 2 4 13.00% LVVLGSGGVGK 6 16 34.6 25.0 24.1 2 0 0 985.6042
I_05 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 2 2 4 13.00% QWNNCAFLESSAK 137 149 34.8 25.0 29.3 2 0 0 1,554.7005
L_04 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 2 2 3 12.50% YDPTIEDSYR 32 41 22.7 25.0 22.6 1 0 0 1,258.5587
L_04 Ras‐related protein Rap‐1b RAP1B_HUMAN 20,825 2 2 3 12.50% QWNNCAFLESSAK 137 149 47.8 25.0 47.0 2 0 0 1,554.7005
C_05 GTPase NRas RASN_HUMAN 21,256 2 2 4 10.60% LVVVGAGGVGK 6 16 35.1 25.0 25.7 2 0 0 955.5936
C_05 GTPase NRas RASN_HUMAN 21,256 2 2 4 10.60% SFADINLYR 89 97 39.5 27.2 26.0 2 0 0 1,098.5578
H_05 GTPase NRas RASN_HUMAN 21,256 2 2 3 10.60% LVVVGAGGVGK 6 16 31.0 25.0 26.5 1 0 0 955.5936
H_05 GTPase NRas RASN_HUMAN 21,256 2 2 3 10.60% SFADINLYR 89 97 38.2 27.0 25.7 2 0 0 1,098.5578
A_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 5 18.50% VVLIGDSGVGK 14 24 26.1 27.1 11.1 1 0 0 1,043.6097
A_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 5 18.50% STIGVEFATR 42 51 51.1 26.8 43.5 1 0 0 1,080.5684
A_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 5 18.50% AQIWDTAGQER 62 72 40.7 26.1 36.0 2 0 0 1,274.6125
A_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 5 18.50% AITSAYYR 75 82 24.4 26.5 7.3 1 0 0 944.4835
A_06 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 6 17.10% DDEYDYLFK 5 13 37.1 25.0 29.5 2 0 0 1,207.5155
A_06 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 6 17.10% AQIWDTAGQER 62 72 61.7 26.1 50.7 2 0 0 1,274.6125
A_06 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 6 17.10% AITSAYYR 75 82 29.9 26.5 13.3 1 0 0 944.4835
A_06 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 6 17.10% HLTYENVER 96 104 24.9 26.6 23.4 1 0 0 1,160.5694
A_07 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 21.30% DDEYDYLFK 5 13 44.8 25.0 38.2 2 0 0 1,207.5155
A_07 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 21.30% GAVGALLVYDIAK 83 95 57.7 25.0 46.6 2 0 0 1,289.7465
A_07 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 21.30% HLTYENVER 96 104 24.0 26.8 13.4 1 0 0 1,160.5694



A_07 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 21.30% DHADSNIVIMLVGNK 111 125 26.1 27.2 18.9 0 2 0 1,641.8267
B_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 2 2 4 9.72% VVLIGDSGVGK 14 24 29.9 27.1 7.9 2 0 0 1,043.6097
B_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 2 2 4 9.72% STIGVEFATR 42 51 60.3 26.8 52.7 2 0 0 1,080.5684
B_06 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 16.20% VVLIGDSGVGK 14 24 36.3 27.1 12.4 2 0 0 1,043.6097
B_06 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 16.20% AQIWDTAGQER 62 72 48.0 26.1 39.9 2 0 0 1,274.6125
B_06 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 16.20% GAVGALLVYDIAK 83 95 45.3 25.0 30.9 2 0 0 1,289.7465
B_07 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 19.90% VVLIGDSGVGK 14 24 45.9 27.1 14.0 2 0 0 1,043.6097
B_07 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 19.90% AQIWDTAGQER 62 72 47.5 26.1 36.3 2 0 0 1,274.6125
B_07 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 19.90% AITSAYYR 75 82 24.4 26.5 4.8 1 0 0 944.4835
B_07 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 19.90% GAVGALLVYDIAK 83 95 65.2 25.0 55.3 2 0 0 1,289.7465
C_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 2 2 4 9.72% VVLIGDSGVGK 14 24 36.2 27.1 12.5 2 0 0 1,043.6097
C_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 2 2 4 9.72% STIGVEFATR 42 51 65.1 26.8 49.6 2 0 0 1,080.5684
C_06 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 19.90% VVLIGDSGVGK 14 24 25.8 27.1 11.2 1 0 0 1,043.6097
C_06 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 19.90% AQIWDTAGQER 62 72 60.5 25.8 51.1 2 0 0 1,274.6125
C_06 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 19.90% AITSAYYR 75 82 32.6 26.5 17.8 2 0 0 944.4835
C_06 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 19.90% GAVGALLVYDIAK 83 95 54.1 25.0 48.4 2 0 0 1,289.7465
D_09 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 5 17.10% NEFNLESK 34 41 22.1 25.9 16.5 1 0 0 980.4683
D_09 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 5 17.10% STIGVEFATR 42 51 45.7 27.2 38.9 2 0 0 1,080.5684
D_09 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 5 17.10% AQIWDTAGQER 62 72 24.3 25.4 24.3 1 0 0 1,274.6125
D_09 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 5 17.10% AITSAYYR 75 82 17.9 25.0 6.9 1 0 0 944.4835
D_10 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 3 13.00% AQIWDTAGQER 62 72 45.6 25.9 41.9 1 0 0 1,274.6125
D_10 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 3 13.00% AITSAYYR 75 82 37.9 25.0 12.2 1 0 0 944.4835
D_10 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 3 13.00% HLTYENVER 96 104 29.7 26.2 19.1 1 0 0 1,160.5694
D_11 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 5 5 8 22.70% VVLIGDSGVGK 14 24 39.3 28.6 13.2 2 0 0 1,043.6097
D_11 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 5 5 8 22.70% STIGVEFATR 42 51 53.2 27.2 43.2 2 0 0 1,080.5684
D_11 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 5 5 8 22.70% AQIWDTAGQER 62 72 34.9 25.5 31.6 2 0 0 1,274.6125
D_11 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 5 5 8 22.70% AITSAYYR 75 82 39.0 25.0 10.0 1 0 0 944.4835
D_11 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 5 5 8 22.70% HLTYENVER 96 104 27.1 26.2 20.6 1 0 0 1,160.5694
D_12 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 2 2 2 8.80% VVLIGDSGVGK 14 24 31.6 28.6 12.7 1 0 0 1,043.6097
D_12 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 2 2 2 8.80% AITSAYYR 75 82 29.5 25.0 10.3 1 0 0 944.4835
F_09 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 15.70% STIGVEFATR 42 51 65.6 26.8 56.9 2 0 0 1,080.5684
F_09 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 15.70% AQIWDTAGQER 62 72 58.2 26.1 46.7 2 0 0 1,274.6125
F_09 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 15.70% GAVGALLVYDIAK 83 95 56.5 25.0 38.2 2 0 0 1,289.7465
H_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 2 2 2 10.60% STIGVEFATR 42 51 31.3 27.0 23.9 1 0 0 1,080.5684
H_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 2 2 2 10.60% GAVGALLVYDIAK 83 95 50.0 25.0 41.8 1 0 0 1,289.7465
I_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 5 15.70% STIGVEFATR 42 51 26.9 26.8 16.6 2 0 0 1,080.5684
I_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 5 15.70% AQIWDTAGQER 62 72 45.1 25.9 38.8 2 0 0 1,274.6125
I_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 5 15.70% GAVGALLVYDIAK 83 95 36.0 25.0 24.0 1 0 0 1,289.7465
K_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 20.80% VVLIGDSGVGK 14 24 26.5 27.1 11.4 2 0 0 1,043.6097
K_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 20.80% STIGVEFATR 42 51 62.8 26.2 53.2 2 0 0 1,080.5684
K_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 20.80% AQIWDTAGQER 62 72 40.2 26.1 34.8 2 0 0 1,274.6125
K_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 4 4 7 20.80% GAVGALLVYDIAK 83 95 31.7 25.0 28.7 1 0 0 1,289.7465
L_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 15.70% STIGVEFATR 42 51 58.2 26.7 48.3 2 0 0 1,080.5684
L_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 15.70% AQIWDTAGQER 62 72 56.7 26.2 46.0 2 0 0 1,274.6125
L_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 15.70% GAVGALLVYDIAK 83 95 54.4 25.0 38.7 2 0 0 1,289.7465
L_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 5 15.70% FTRNEFNLESK 31 41 17.1 26.6 12.3 0 1 0 1,384.6855
L_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 5 15.70% STIGVEFATR 42 51 54.5 26.7 45.2 2 0 0 1,080.5684
L_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 5 15.70% GAVGALLVYDIAK 83 95 65.8 25.0 55.2 2 0 0 1,289.7465
M_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 4 14.80% VVLIGDSGVGK 14 24 21.5 28.7 12.4 1 0 0 1,043.6097
M_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 4 14.80% STIGVEFATR 42 51 47.0 26.8 42.5 2 0 0 1,080.5684
M_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 4 14.80% AQIWDTAGQER 62 72 36.0 26.2 30.2 1 0 0 1,274.6125
N_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 5 14.80% VVLIGDSGVGK 14 24 23.7 28.6 12.6 1 0 0 1,043.6097
N_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 5 14.80% STIGVEFATR 42 51 59.9 26.6 47.2 2 0 0 1,080.5684
N_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 5 14.80% AQIWDTAGQER 62 72 33.2 25.9 26.7 2 0 0 1,274.6125
O_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 14.80% VVLIGDSGVGK 14 24 38.6 28.5 17.8 2 0 0 1,043.6097
O_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 14.80% STIGVEFATR 42 51 43.5 26.8 37.0 2 0 0 1,080.5684
O_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 14.80% AQIWDTAGQER 62 72 37.6 26.2 30.5 2 0 0 1,274.6125
O_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 15.70% VVLIGDSGVGK 14 24 47.5 28.7 13.9 2 0 0 1,043.6097
O_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 15.70% STIGVEFATR 42 51 54.1 26.6 47.5 2 0 0 1,080.5684
O_05 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 15.70% GAVGALLVYDIAK 83 95 55.5 25.0 43.5 2 0 0 1,289.7465
P_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 14.80% VVLIGDSGVGK 14 24 34.7 28.6 15.6 2 0 0 1,043.6097
P_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 14.80% STIGVEFATR 42 51 37.5 26.5 30.9 2 0 0 1,080.5684
P_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 6 14.80% AQIWDTAGQER 62 72 47.2 25.9 33.4 2 0 0 1,274.6125
Q_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 4 15.70% STIGVEFATR 42 51 45.5 26.5 34.1 1 0 0 1,080.5684
Q_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 4 15.70% AQIWDTAGQER 62 72 64.5 26.1 53.5 2 0 0 1,274.6125
Q_04 Ras‐related protein Rab‐11A RB11A_HUMAN 24,470 3 3 4 15.70% GAVGALLVYDIAK 83 95 46.5 25.0 35.4 1 0 0 1,289.7465
A_13 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 5 8.71% TPSSDVLVFDYTK 144 156 85.8 27.5 81.3 2 0 0 1,471.7316
A_13 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 5 8.71% HPSKPDPSGECNPDLR 157 172 25.9 25.7 23.0 0 1 0 1,805.8238
A_13 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 5 8.71% TVALWDLR 297 304 51.1 28.6 34.6 2 0 0 973.5466
A_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 4 4 6 10.40% GEFGGFGSVSGK 103 114 63.7 25.0 49.7 2 0 0 1,128.5321
A_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 4 4 6 10.40% YMPQNPCIIATK 132 143 29.9 26.2 20.2 1 0 0 1,451.7023
A_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 4 4 6 10.40% TPSSDVLVFDYTK 144 156 69.1 27.4 69.1 2 0 0 1,471.7316
A_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 4 4 6 10.40% LMIWDTR 252 258 32.9 27.5 21.6 1 0 0 950.4766
B_13 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 6 7.76% GEFGGFGSVSGK 103 114 50.2 25.0 39.5 2 0 0 1,128.5321
B_13 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 6 7.76% TPSSDVLVFDYTK 144 156 92.2 27.2 82.3 2 0 0 1,471.7316
B_13 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 6 7.76% TVALWDLR 297 304 40.8 28.6 23.1 2 0 0 973.5466
B_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 6 6 10 15.80% EAAFDDAVEER 5 15 43.6 25.0 43.6 2 0 0 1,251.5488
B_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 6 6 10 15.80% GEFGGFGSVSGK 103 114 44.5 25.0 31.4 2 0 0 1,128.5321
B_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 6 6 10 15.80% TPSSDVLVFDYTK 144 156 88.1 27.5 83.1 2 0 0 1,471.7316
B_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 6 6 10 15.80% HPSKPDPSGECNPDLR 157 172 19.9 25.7 13.8 0 1 0 1,805.8238
B_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 6 6 10 15.80% LMIWDTR 252 258 32.9 28.8 25.7 2 0 0 934.4816
B_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 6 6 10 15.80% TVALWDLR 297 304 30.9 28.6 16.1 1 0 0 973.5466
C_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 5 7.76% YMPQNPCIIATK 132 143 30.2 26.3 17.9 2 0 0 1,451.7023
C_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 5 7.76% TPSSDVLVFDYTK 144 156 78.7 27.3 73.0 2 0 0 1,471.7316
C_14 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 5 7.76% LNVWDLSK 342 349 33.2 28.8 13.9 1 0 0 974.5306
D_21 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 2 2 3 4.71% GEFGGFGSVSGK 103 114 49.2 25.0 42.0 2 0 0 1,128.5321
D_21 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 2 2 3 4.71% LNVWDLSK 342 349 23.7 28.6 7.4 1 0 0 974.5306
E_21 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 2 2 2 4.94% GEFGGFGSVSGK 103 114 32.2 25.0 20.4 1 0 0 1,128.5321
E_21 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 2 2 2 4.94% RLNVWDLSK 341 349 32.6 27.3 18.2 1 0 0 1,130.6317
F_15 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 5 5 9 12.00% EAAFDDAVEER 5 15 34.1 25.0 28.8 2 0 0 1,251.5488
F_15 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 5 5 9 12.00% GEFGGFGSVSGK 103 114 75.4 25.0 52.6 2 0 0 1,128.5321
F_15 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 5 5 9 12.00% TPSSDVLVFDYTK 144 156 65.0 27.4 61.4 2 0 0 1,471.7316
F_15 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 5 5 9 12.00% LMIWDTR 252 258 31.9 28.8 17.5 1 0 0 934.4816
F_15 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 5 5 9 12.00% TVALWDLR 297 304 51.2 28.3 30.0 2 0 0 973.5466
I_12 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 6 6.82% TPSSDVLVFDYTK 144 156 72.6 27.5 67.6 2 0 0 1,471.7316
I_12 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 6 6.82% TVALWDLR 297 304 39.3 28.6 24.4 2 0 0 973.5466
I_12 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 6 6.82% LNVWDLSK 342 349 39.7 28.2 24.9 2 0 0 974.5306
K_12 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 2 2 4 4.94% TPSSDVLVFDYTK 144 156 82.7 27.6 74.1 2 0 0 1,471.7316
K_12 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 2 2 4 4.94% TVALWDLR 297 304 31.9 29.0 15.6 2 0 0 973.5466
L_08 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 4 6.35% YMPQNPCIIATK 132 143 29.2 26.3 22.9 1 0 0 1,451.7023
L_08 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 4 6.35% LMIWDTR 252 258 26.0 27.4 12.2 1 0 0 950.4766
L_08 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 3 3 4 6.35% TVALWDLR 297 304 44.6 28.9 28.9 2 0 0 973.5466
M_08 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 2 2 4 4.71% YMPQNPCIIATK 132 143 27.3 26.3 16.1 2 0 0 1,451.7023
M_08 Histone‐binding protein RBBP4 RBBP4_HUMAN 47,656 2 2 4 4.71% TVALWDLR 297 304 26.9 28.9 17.5 2 0 0 973.5466
A_13 Histone‐binding protein RBBP7 RBBP7_HUMAN 47,844 2 3 4 11.10% EMFEDTVEER 5 14 32.8 25.0 23.4 1 0 0 1,300.5363
A_13 Histone‐binding protein RBBP7 RBBP7_HUMAN 47,844 2 3 4 11.10% TPSSDVLVFDYTK 143 155 85.8 27.5 81.3 2 0 0 1,471.7316
A_13 Histone‐binding protein RBBP7 RBBP7_HUMAN 47,844 2 3 4 11.10% HPAKPDPSGECNPDLR 156 171 32.2 25.9 28.8 1 2 0 1,789.8289
A_13 Histone‐binding protein RBBP7 RBBP7_HUMAN 47,844 2 3 4 11.10% TVALWDLR 296 303 51.1 28.6 34.6 2 0 0 973.5466
H_04 Putative RNA‐binding protein 3 RBM3_HUMAN 17,171 2 3 4 21.70% YYDSRPGGYGYGYGR 117 131 31.1 25.0 28.3 2 1 0 1,730.7558
H_04 Putative RNA‐binding protein 3 RBM3_HUMAN 17,171 2 3 4 21.70% NQGGYDRYSGGNYRDNYDN 139 157 17.9 25.0 17.9 0 1 0 2,227.9024
A_05 RNA‐binding protein 8A RBM8A_HUMAN 19,889 3 3 6 17.20% MREDYDSVEQDGDEPGPQR 50 68 43.8 25.0 43.8 0 2 0 2,238.9208
A_05 RNA‐binding protein 8A RBM8A_HUMAN 19,889 3 3 6 17.20% EDYDSVEQDGDEPGPQR 52 68 38.0 25.0 37.3 2 0 0 1,935.7842



A_05 RNA‐binding protein 8A RBM8A_HUMAN 19,889 3 3 6 17.20% GYTLVEYETYK 115 125 56.6 27.1 48.0 2 0 0 1,365.6573
A_06 RNA‐binding protein 8A RBM8A_HUMAN 19,889 3 3 5 21.80% MREDYDSVEQDGDEPGPQR 50 68 52.0 25.0 52.0 0 2 0 2,238.9208
A_06 RNA‐binding protein 8A RBM8A_HUMAN 19,889 3 3 5 21.80% FAEYGEIK 93 100 26.1 26.0 19.2 1 0 0 956.4724
A_06 RNA‐binding protein 8A RBM8A_HUMAN 19,889 3 3 5 21.80% GYTLVEYETYK 115 125 55.2 27.1 46.4 2 0 0 1,365.6573
B_06 RNA‐binding protein 8A RBM8A_HUMAN 19,889 2 2 4 17.20% MREDYDSVEQDGDEPGPQR 50 68 62.4 25.0 62.4 0 2 0 2,238.9208
B_06 RNA‐binding protein 8A RBM8A_HUMAN 19,889 2 2 4 17.20% GYTLVEYETYK 115 125 51.8 27.0 44.8 2 0 0 1,365.6573
C_05 RNA‐binding protein 8A RBM8A_HUMAN 19,889 3 4 6 17.20% MREDYDSVEQDGDEPGPQR 50 68 52.6 25.0 52.6 0 4 0 2,238.9208
C_05 RNA‐binding protein 8A RBM8A_HUMAN 19,889 3 4 6 17.20% EDYDSVEQDGDEPGPQR 52 68 34.9 25.0 28.0 1 0 0 1,935.7842
C_05 RNA‐binding protein 8A RBM8A_HUMAN 19,889 3 4 6 17.20% GYTLVEYETYK 115 125 36.4 27.1 29.9 1 0 0 1,365.6573
H_05 RNA‐binding protein 8A RBM8A_HUMAN 19,889 2 3 5 10.90% MREDYDSVEQDGDEPGPQR 50 68 67.4 25.0 67.4 0 4 0 2,238.9208
H_05 RNA‐binding protein 8A RBM8A_HUMAN 19,889 2 3 5 10.90% EDYDSVEQDGDEPGPQR 52 68 38.7 25.0 38.7 1 0 0 1,935.7842
L_04 RNA‐binding protein 8A RBM8A_HUMAN 19,889 2 2 4 17.20% MREDYDSVEQDGDEPGPQR 50 68 47.9 25.0 47.9 0 2 0 2,238.9208
L_04 RNA‐binding protein 8A RBM8A_HUMAN 19,889 2 2 4 17.20% GYTLVEYETYK 115 125 61.3 27.3 55.1 2 0 0 1,365.6573
A_03 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 3 4 6 7.42% LFIGGLNTETNEK 10 22 81.7 28.3 57.0 2 0 0 1,435.7429
A_03 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 3 4 6 7.42% AIKVEQATKPSFESGR 78 93 42.7 27.9 34.2 0 2 0 1,747.9338
A_03 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 3 4 6 7.42% VEQATKPSFESGR 81 93 38.5 28.0 32.6 1 1 0 1,435.7176
A_04 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 3 7.42% LFIGGLNTETNEK 10 22 49.1 28.4 26.4 2 0 0 1,435.7429
A_04 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 3 7.42% AIKVEQATKPSFESGR 78 93 16.5 27.8 13.6 0 1 0 1,747.9338
B_03 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 4 7.42% LFIGGLNTETNEK 10 22 65.3 28.4 50.2 2 0 0 1,435.7429
B_03 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 4 7.42% AIKVEQATKPSFESGR 78 93 39.6 27.8 32.1 0 2 0 1,747.9338
C_03 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 4 7.42% LFIGGLNTETNEK 10 22 60.2 28.4 37.1 2 0 0 1,435.7429
C_03 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 4 7.42% AIKVEQATKPSFESGR 78 93 56.9 27.9 52.8 0 2 0 1,747.9338
C_04 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 4 7.42% LFIGGLNTETNEK 10 22 60.0 27.7 45.6 2 0 0 1,435.7429
C_04 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 4 7.42% AIKVEQATKPSFESGR 78 93 27.5 27.9 24.0 0 2 0 1,747.9338
F_06 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 4 5.37% LFIGGLNTETNEK 10 22 52.5 28.5 32.1 2 0 0 1,435.7429
F_06 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 4 5.37% IVEVLLMK 34 41 35.0 25.5 14.9 2 0 0 960.5800
H_02 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 3 7.42% LFIGGLNTETNEK 10 22 49.1 28.1 33.7 2 0 0 1,435.7429
H_02 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 3 7.42% AIKVEQATKPSFESGR 78 93 31.5 27.6 31.1 0 1 0 1,747.9338
H_04 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 4 7.42% LFIGGLNTETNEK 10 22 58.6 28.0 40.3 2 0 0 1,435.7429
H_04 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 4 7.42% AIKVEQATKPSFESGR 78 93 34.9 27.6 25.4 0 2 0 1,747.9338
I_02 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 3 7.42% LFIGGLNTETNEK 10 22 51.5 28.2 35.6 2 0 0 1,435.7429
I_02 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 3 7.42% AIKVEQATKPSFESGR 78 93 36.0 27.6 29.2 0 1 0 1,747.9338
I_04 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 3 7.42% LFIGGLNTETNEK 10 22 71.8 28.4 53.5 2 0 0 1,435.7429
I_04 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 3 7.42% AIKVEQATKPSFESGR 78 93 31.0 27.5 24.0 0 1 0 1,747.9338
K_03 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 4 7.42% LFIGGLNTETNEK 10 22 42.4 28.4 28.2 2 0 0 1,435.7429
K_03 RNA‐binding motif protein, X chromosome RBMX_MACFA 42,320 2 2 4 7.42% AIKVEQATKPSFESGR 78 93 30.8 27.5 26.6 0 2 0 1,747.9338
A_18 TATA‐binding protein‐associated factor 2N RBP56_HUMAN 61,831 3 3 4 7.60% QSSYSQQPYNNQGQQQNMESSGSQGGR 75 101 41.4 25.0 40.9 0 1 0 2,991.2519
A_18 TATA‐binding protein‐associated factor 2N RBP56_HUMAN 61,831 3 3 4 7.60% TGKPMINLYTDK 266 277 18.4 27.9 13.9 0 1 0 1,396.7144
A_18 TATA‐binding protein‐associated factor 2N RBP56_HUMAN 61,831 3 3 4 7.60% TGKPMINLYTDKDTGKPK 266 283 35.0 27.3 29.6 0 0 2 2,023.0534
B_18 TATA‐binding protein‐associated factor 2N RBP56_HUMAN 61,831 2 3 5 11.50% QSSYSQQPYNNQGQQQNMESSGSQGGR 75 101 79.3 25.0 78.8 0 2 0 2,991.2519
B_18 TATA‐binding protein‐associated factor 2N RBP56_HUMAN 61,831 2 3 5 11.50% TGKPMINLYTDKDTGKPK 266 283 41.3 27.3 35.5 0 1 2 2,023.0534
B_18 TATA‐binding protein‐associated factor 2N RBP56_HUMAN 61,831 2 3 5 11.50% GEATVSFDDPPSAK 284 297 59.7 25.0 56.1 2 0 0 1,420.6592
B_18 TATA‐binding protein‐associated factor 2N RBP56_HUMAN 61,831 2 3 5 11.50% AAIDWFDGK 298 306 47.2 25.6 13.9 2 0 0 1,022.4943
A_13 Regulator of chromosome condensation RCC1_HUMAN 44,968 4 4 8 15.20% SGQVYSFGCNDEGALGR 85 101 73.6 25.0 65.5 2 0 0 1,816.7920
A_13 Regulator of chromosome condensation RCC1_HUMAN 44,968 4 4 8 15.20% DTSVEGSEMVPGK 102 114 35.6 25.0 35.2 2 0 0 1,351.6048
A_13 Regulator of chromosome condensation RCC1_HUMAN 44,968 4 4 8 15.20% VVQVSAGDSHTAALTDDGR 121 139 36.0 26.6 24.2 0 2 0 1,898.9204
A_13 Regulator of chromosome condensation RCC1_HUMAN 44,968 4 4 8 15.20% SMVPVQVQLDVPVVK 162 176 65.9 25.4 58.4 2 0 0 1,653.9246
B_13 Regulator of chromosome condensation RCC1_HUMAN 44,968 2 2 3 7.60% DTSVEGSEMVPGK 102 114 22.2 25.0 22.2 1 0 0 1,351.6048
B_13 Regulator of chromosome condensation RCC1_HUMAN 44,968 2 2 3 7.60% VVQVSAGDSHTAALTDDGR 121 139 42.3 26.7 35.9 0 2 0 1,898.9204
K_11 Regulator of chromosome condensation RCC1_HUMAN 44,968 3 3 4 10.50% SGQVYSFGCNDEGALGR 85 101 43.4 25.0 43.4 1 0 0 1,816.7920
K_11 Regulator of chromosome condensation RCC1_HUMAN 44,968 3 3 4 10.50% VVQVSAGDSHTAALTDDGR 121 139 29.1 26.7 29.1 1 0 0 1,898.9204
K_11 Regulator of chromosome condensation RCC1_HUMAN 44,968 3 3 4 10.50% VPELFANR 207 214 29.9 30.0 23.9 2 0 0 945.5152
B_15 Protein RCC2 RCC2_HUMAN 56,085 2 2 2 5.36% AGGAAVVITEPEHTK 78 92 25.2 28.0 20.1 0 1 0 1,479.7803
B_15 Protein RCC2 RCC2_HUMAN 56,085 2 2 2 5.36% DGQILPVPNVVVR 321 333 28.2 25.0 25.0 1 0 0 1,405.8163
C_14 Protein RCC2 RCC2_HUMAN 56,085 3 3 4 7.28% AGGAAVVITEPEHTKER 78 94 52.5 27.8 38.1 0 1 0 1,764.9240
C_14 Protein RCC2 RCC2_HUMAN 56,085 3 3 4 7.28% RVAIFIEK 311 318 20.5 25.0 11.8 1 0 0 975.5986
C_14 Protein RCC2 RCC2_HUMAN 56,085 3 3 4 7.28% DGQILPVPNVVVR 321 333 35.0 25.0 33.8 2 0 0 1,405.8163
I_12 Protein RCC2 RCC2_HUMAN 56,085 2 2 3 4.41% IEYDCELVPR 301 310 22.9 26.0 16.1 1 0 0 1,293.6145
I_12 Protein RCC2 RCC2_HUMAN 56,085 2 2 3 4.41% DGQILPVPNVVVR 321 333 28.9 25.0 28.3 2 0 0 1,405.8163
L_04 Deoxyribonucleoside 5'‐monophosphate N‐glycosidase RCL_HUMAN 19,108 2 2 4 18.40% GEPGRPALYFCGSIR 16 30 26.5 28.2 22.3 0 2 0 1,679.8324
L_04 Deoxyribonucleoside 5'‐monophosphate N‐glycosidase RCL_HUMAN 19,108 2 2 4 18.40% FGTVLTEHVAAAELGAR 49 65 65.8 27.3 59.6 0 2 0 1,741.9232
A_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 12 19.60% TFDQLTPDESK 71 81 62.1 25.7 43.9 2 0 0 1,280.6007
A_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 12 19.60% TFDQLTPDESKER 71 83 36.6 26.4 25.6 1 0 0 1,565.7444
A_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 12 19.60% IDNDGDGFVTTEELK 91 105 102.0 25.1 99.0 2 1 0 1,652.7653
A_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 12 19.60% DKDDKISWEEYK 130 141 21.0 26.1 18.9 0 1 0 1,555.7277
A_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 12 19.60% ISWEEYK 135 141 22.2 25.0 12.9 1 0 0 954.4567
A_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 12 19.60% AADLNGDLTATR 177 188 65.0 28.0 58.7 2 0 0 1,217.6122
A_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 12 19.60% EIVVLETLEDIDK 205 217 92.0 27.8 83.5 2 0 0 1,515.8155
A_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 19.30% TFDQLTPDESK 71 81 60.2 25.5 42.1 2 0 0 1,280.6007
A_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 19.30% IDNDGDGFVTTEELK 91 105 99.0 25.1 91.4 2 0 0 1,652.7653
A_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 19.30% YIFDNVAK 115 122 24.3 26.1 13.1 2 0 0 969.5040
A_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 19.30% ISWEEYK 135 141 23.0 25.0 16.6 1 0 0 954.4567
A_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 19.30% EQFNEFR 250 256 23.7 25.0 8.8 1 0 0 969.4424
A_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 19.30% HWILPQDYDHAQAEAR 271 286 32.9 26.3 30.7 0 2 0 1,949.9254
B_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 19.90% TFDQLTPDESK 71 81 57.2 25.5 41.2 2 0 0 1,280.6007
B_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 19.90% IDNDGDGFVTTEELK 91 105 111.0 25.5 104.0 2 0 0 1,652.7653
B_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 19.90% YIFDNVAK 115 122 30.0 25.6 9.5 1 0 0 969.5040
B_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 19.90% ISWEEYK 135 141 31.0 25.0 23.0 1 0 0 954.4567
B_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 19.90% AADLNGDLTATR 177 188 61.1 28.0 53.6 2 0 0 1,217.6122
B_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 19.90% EIVVLETLEDIDK 205 217 97.0 27.6 85.4 2 0 0 1,515.8155
B_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 9 12.40% TFDQLTPDESK 71 81 33.5 25.6 18.4 2 0 0 1,280.6007
B_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 9 12.40% TFDQLTPDESKER 71 83 56.7 26.5 44.2 2 0 0 1,565.7444
B_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 9 12.40% DKDDKISWEEYK 130 141 17.0 26.3 15.5 0 1 0 1,555.7277
B_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 9 12.40% ISWEEYK 135 141 30.5 25.0 24.2 2 0 0 954.4567
B_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 9 12.40% HWILPQDYDHAQAEAR 271 286 35.3 26.3 27.6 0 2 0 1,949.9254
C_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 7 11 15.10% TFDQLTPDESK 71 81 49.7 25.5 49.1 2 0 0 1,280.6007
C_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 7 11 15.10% TFDQLTPDESKER 71 83 59.9 26.4 47.0 2 1 0 1,565.7444
C_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 7 11 15.10% IDNDGDGFVTTEELK 91 105 104.0 25.0 97.0 2 0 0 1,652.7653
C_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 7 11 15.10% YIFDNVAK 115 122 20.9 26.1 0.0 1 0 0 969.5040
C_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 7 11 15.10% FKAADLNGDLTATR 175 188 48.9 28.4 45.0 1 0 0 1,492.7756
C_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 7 11 15.10% AADLNGDLTATR 177 188 86.3 28.0 79.5 2 0 0 1,217.6122
C_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 7 11 19.90% TFDQLTPDESK 71 81 39.3 25.2 32.3 2 0 0 1,280.6007
C_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 7 11 19.90% TFDQLTPDESKER 71 83 47.5 26.2 39.1 2 1 0 1,565.7444
C_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 7 11 19.90% IDNDGDGFVTTEELK 91 105 99.4 25.0 94.9 2 0 0 1,652.7653
C_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 7 11 19.90% YIFDNVAK 115 122 45.4 25.0 25.7 1 0 0 969.5040
C_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 7 11 19.90% FKAADLNGDLTATR 175 188 27.3 28.4 19.3 0 1 0 1,492.7756
C_12 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 7 11 19.90% HWILPQDYDHAQAEAR 271 286 28.5 26.3 27.2 0 2 0 1,949.9254
D_18 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 7 13.60% TFDQLTPDESK 71 81 33.5 25.2 20.9 2 0 0 1,280.6007
D_18 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 7 13.60% YIFDNVAK 115 122 19.8 25.0 6.5 1 0 0 969.5040
D_18 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 7 13.60% ISWEEYK 135 141 23.7 25.0 23.7 1 0 0 954.4567
D_18 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 7 13.60% AADLNGDLTATR 177 188 63.5 27.6 59.2 2 0 0 1,217.6122
D_18 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 7 13.60% EQFNEFR 250 256 26.5 25.0 19.1 1 0 0 969.4424
D_19 Reticulocalbin‐1 RCN1_HUMAN 38,891 3 3 5 7.55% TFDQLTPDESK 71 81 35.7 25.0 34.9 2 0 0 1,280.6007
D_19 Reticulocalbin‐1 RCN1_HUMAN 38,891 3 3 5 7.55% TFDQLTPDESKER 71 83 22.3 25.6 16.6 0 1 0 1,565.7444
D_19 Reticulocalbin‐1 RCN1_HUMAN 38,891 3 3 5 7.55% AADLNGDLTATR 177 188 63.8 27.6 58.8 2 0 0 1,217.6122
E_18 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 4 6.95% TFDQLTPDESK 71 81 31.6 25.5 23.9 2 0 0 1,280.6007
E_18 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 4 6.95% AADLNGDLTATR 177 188 68.7 27.7 60.4 2 0 0 1,217.6122
F_04 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 3 5.44% TFDQLTPDESK 71 81 35.6 25.5 15.9 2 0 0 1,280.6007
F_04 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 3 5.44% EQFNEFR 250 256 19.1 25.0 11.4 1 0 0 969.4424
F_13 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 14 20.50% TFDQLTPDESK 71 81 63.4 25.5 37.3 2 0 0 1,280.6007
F_13 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 14 20.50% TFDQLTPDESKER 71 83 55.2 26.8 44.4 2 2 0 1,565.7444
F_13 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 14 20.50% IDNDGDGFVTTEELK 91 105 81.8 25.0 77.8 1 0 0 1,652.7653



F_13 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 14 20.50% YIFDNVAK 115 122 35.4 25.8 16.7 2 0 0 969.5040
F_13 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 14 20.50% AADLNGDLTATR 177 188 79.7 27.7 70.3 2 0 0 1,217.6122
F_13 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 14 20.50% EIVVLETLEDIDK 205 217 51.5 27.8 41.1 2 0 0 1,515.8155
F_13 Reticulocalbin‐1 RCN1_HUMAN 38,891 7 8 14 20.50% EQFNEFR 250 256 22.0 25.0 10.2 1 0 0 969.4424
F_14 Reticulocalbin‐1 RCN1_HUMAN 38,891 3 3 5 8.46% TFDQLTPDESK 71 81 29.7 25.5 14.5 2 0 0 1,280.6007
F_14 Reticulocalbin‐1 RCN1_HUMAN 38,891 3 3 5 8.46% TFDQLTPDESKER 71 83 27.6 26.4 19.6 0 2 0 1,565.7444
F_14 Reticulocalbin‐1 RCN1_HUMAN 38,891 3 3 5 8.46% IDNDGDGFVTTEELK 91 105 59.6 25.0 59.5 1 0 0 1,652.7653
G_09 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 3 5.74% AADLNGDLTATR 177 188 54.9 28.1 48.3 2 0 0 1,217.6122
G_09 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 3 5.74% EQFNEFR 250 256 29.5 25.0 20.4 1 0 0 969.4424
G_10 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 3 4.53% YIFDNVAK 115 122 31.2 26.7 21.6 2 0 0 969.5040
G_10 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 3 4.53% EQFNEFR 250 256 27.6 25.0 14.6 1 0 0 969.4424
G_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 4 5.74% AADLNGDLTATR 177 188 48.1 28.1 45.2 2 0 0 1,217.6122
G_11 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 4 5.74% EQFNEFR 250 256 26.8 25.0 17.5 2 0 0 969.4424
G_13 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 6 8 16.60% TFDQLTPDESKER 71 83 50.4 27.2 40.5 2 1 0 1,565.7444
G_13 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 6 8 16.60% IDNDGDGFVTTEELK 91 105 81.2 25.8 76.4 1 0 0 1,652.7653
G_13 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 6 8 16.60% YIFDNVAK 115 122 31.7 26.5 20.3 1 0 0 969.5040
G_13 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 6 8 16.60% AADLNGDLTATR 177 188 86.3 28.0 78.9 2 0 0 1,217.6122
G_13 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 6 8 16.60% EQFNEFR 250 256 29.1 25.0 14.4 1 0 0 969.4424
G_14 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 15.10% TFDQLTPDESK 71 81 50.1 25.9 21.8 2 0 0 1,280.6007
G_14 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 15.10% TFDQLTPDESKER 71 83 26.0 26.7 24.5 0 2 0 1,565.7444
G_14 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 15.10% IDNDGDGFVTTEELK 91 105 60.1 25.9 60.1 2 0 0 1,652.7653
G_14 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 15.10% YIFDNVAK 115 122 35.6 26.5 11.8 2 0 0 969.5040
G_14 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 15.10% ISWEEYK 135 141 37.4 25.0 30.8 1 0 0 954.4567
G_14 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 10 15.10% EQFNEFR 250 256 20.4 25.0 3.9 1 0 0 969.4424
H_09 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 4 8.16% IDNDGDGFVTTEELK 91 105 89.8 25.1 85.5 2 0 0 1,652.7653
H_09 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 4 8.16% AADLNGDLTATR 177 188 47.1 28.0 40.9 2 0 0 1,217.6122
H_10 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 6 11.20% IDNDGDGFVTTEELK 91 105 85.3 25.1 81.2 2 0 0 1,652.7653
H_10 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 6 11.20% YIFDNVAK 115 122 21.0 25.6 2.6 1 0 0 969.5040
H_10 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 6 11.20% FKAADLNGDLTATR 175 188 36.5 28.2 34.6 0 1 0 1,492.7756
H_10 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 6 11.20% AADLNGDLTATR 177 188 68.6 27.7 59.5 2 0 0 1,217.6122
I_09 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 2 8.16% IDNDGDGFVTTEELK 91 105 54.2 25.1 48.2 1 0 0 1,652.7653
I_09 Reticulocalbin‐1 RCN1_HUMAN 38,891 2 2 2 8.16% AADLNGDLTATR 177 188 28.3 27.7 22.1 1 0 0 1,217.6122
K_09 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 7 13.90% TFDQLTPDESK 71 81 38.8 25.9 29.0 2 0 0 1,280.6007
K_09 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 7 13.90% IDNDGDGFVTTEELK 91 105 87.6 25.5 78.8 2 0 0 1,652.7653
K_09 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 7 13.90% YIFDNVAK 115 122 31.5 25.6 12.8 1 0 0 969.5040
K_09 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 7 13.90% AADLNGDLTATR 177 188 55.8 28.1 46.9 2 0 0 1,217.6122
K_10 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 11 15.10% TFDQLTPDESK 71 81 20.9 25.6 7.8 1 0 0 1,280.6007
K_10 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 11 15.10% TFDQLTPDESKER 71 83 42.9 26.9 40.3 2 0 0 1,565.7444
K_10 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 11 15.10% IDNDGDGFVTTEELK 91 105 98.8 25.5 98.8 2 0 0 1,652.7653
K_10 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 11 15.10% YIFDNVAK 115 122 29.0 25.6 10.9 2 0 0 969.5040
K_10 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 11 15.10% FKAADLNGDLTATR 175 188 34.0 28.4 23.7 0 2 0 1,492.7756
K_10 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 11 15.10% AADLNGDLTATR 177 188 56.4 27.6 54.2 2 0 0 1,217.6122
L_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 7 11.20% TFDQLTPDESK 71 81 28.7 25.9 20.6 1 0 0 1,280.6007
L_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 7 11.20% IVDRIDNDGDGFVTTEELK 87 105 40.0 26.9 30.0 0 2 0 2,136.0459
L_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 7 11.20% IDNDGDGFVTTEELK 91 105 93.6 25.9 89.9 2 0 0 1,652.7653
L_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 7 11.20% ISWEEYK 135 141 33.3 25.0 26.2 2 0 0 954.4567
M_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 6 9 15.70% TFDQLTPDESK 71 81 35.1 25.9 12.1 2 0 0 1,280.6007
M_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 6 9 15.70% TFDQLTPDESKER 71 83 28.5 26.4 20.8 2 1 0 1,565.7444
M_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 6 9 15.70% IDNDGDGFVTTEELK 91 105 101.0 25.5 92.5 2 0 0 1,652.7653
M_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 6 9 15.70% YIFDNVAK 115 122 26.0 25.6 16.8 1 0 0 969.5040
M_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 6 9 15.70% HWILPQDYDHAQAEAR 271 286 26.5 26.5 21.0 0 1 0 1,949.9254
N_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 8 13.00% TFDQLTPDESK 71 81 28.7 26.1 20.9 2 0 0 1,280.6007
N_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 8 13.00% TFDQLTPDESKER 71 83 48.9 26.8 44.9 2 0 0 1,565.7444
N_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 8 13.00% IDNDGDGFVTTEELK 91 105 71.8 26.0 67.0 2 0 0 1,652.7653
N_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 8 13.00% YIFDNVAK 115 122 29.5 26.7 14.1 1 0 0 969.5040
N_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 8 13.00% EQFNEFR 250 256 18.2 25.0 12.4 1 0 0 969.4424
O_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 8 17.50% TFDQLTPDESK 71 81 37.4 25.7 19.0 2 0 0 1,280.6007
O_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 8 17.50% TFDQLTPDESKER 71 83 23.1 26.9 15.9 0 1 0 1,565.7444
O_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 8 17.50% IDNDGDGFVTTEELK 91 105 84.7 25.9 84.7 2 0 0 1,652.7653
O_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 8 17.50% ISWEEYK 135 141 27.7 25.0 15.1 1 0 0 954.4567
O_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 8 17.50% EQFNEFR 250 256 38.2 25.0 21.8 1 0 0 969.4424
O_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 6 6 8 17.50% HWILPQDYDHAQAEAR 271 286 37.2 26.4 34.2 0 1 0 1,949.9254
P_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 7 10.90% TFDQLTPDESK 71 81 31.8 26.3 22.0 2 0 0 1,280.6007
P_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 7 10.90% TFDQLTPDESKER 71 83 37.1 27.2 29.5 0 2 0 1,565.7444
P_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 7 10.90% IDNDGDGFVTTEELK 91 105 96.4 26.0 92.4 2 0 0 1,652.7653
P_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 4 4 7 10.90% YIFDNVAK 115 122 26.5 26.9 12.7 1 0 0 969.5040
Q_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 9 15.40% TFDQLTPDESK 71 81 31.4 25.9 24.9 2 0 0 1,280.6007
Q_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 9 15.40% TFDQLTPDESKER 71 83 50.6 27.3 47.0 2 0 0 1,565.7444
Q_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 9 15.40% IDNDGDGFVTTEELK 91 105 94.3 25.9 94.3 2 0 0 1,652.7653
Q_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 9 15.40% ISWEEYK 135 141 33.2 25.0 23.7 2 0 0 954.4567
Q_07 Reticulocalbin‐1 RCN1_HUMAN 38,891 5 5 9 15.40% HWILPQDYDHAQAEAR 271 286 21.0 26.5 20.8 0 1 0 1,949.9254
A_11 Reticulocalbin‐3 RCN3_HUMAN 37,493 2 2 4 8.23% AGDGDGWVSLAELR 90 103 47.5 26.1 40.1 2 0 0 1,445.7021
A_11 Reticulocalbin‐3 RCN3_HUMAN 37,493 2 2 4 8.23% DIVIAETLEDLDR 202 214 91.6 28.4 83.3 2 0 0 1,501.7747
A_12 Reticulocalbin‐3 RCN3_HUMAN 37,493 2 2 4 5.18% EVAKEFDQLTPEESQAR 63 79 26.6 27.0 18.9 0 2 0 1,976.9561
A_12 Reticulocalbin‐3 RCN3_HUMAN 37,493 2 2 4 5.18% EFDQLTPEESQAR 67 79 62.2 25.0 62.2 2 0 0 1,549.7130
B_11 Reticulocalbin‐3 RCN3_HUMAN 37,493 5 5 9 18.60% EVAKEFDQLTPEESQAR 63 79 30.9 27.1 17.7 0 2 0 1,976.9561
B_11 Reticulocalbin‐3 RCN3_HUMAN 37,493 5 5 9 18.60% EFDQLTPEESQAR 67 79 69.0 25.0 58.7 2 0 0 1,549.7130
B_11 Reticulocalbin‐3 RCN3_HUMAN 37,493 5 5 9 18.60% AGDGDGWVSLAELR 90 103 55.0 26.3 44.8 2 0 0 1,445.7021
B_11 Reticulocalbin‐3 RCN3_HUMAN 37,493 5 5 9 18.60% DSVSAAWDTYDTDRDGR 116 132 15.6 25.0 7.2 0 1 0 1,929.8211
B_11 Reticulocalbin‐3 RCN3_HUMAN 37,493 5 5 9 18.60% DIVIAETLEDLDR 202 214 69.9 28.1 63.3 2 0 0 1,501.7747
C_11 Reticulocalbin‐3 RCN3_HUMAN 37,493 3 3 6 9.15% EVAKEFDQLTPEESQAR 63 79 63.3 27.0 46.2 2 0 0 1,976.9561
C_11 Reticulocalbin‐3 RCN3_HUMAN 37,493 3 3 6 9.15% EFDQLTPEESQAR 67 79 64.2 25.0 57.2 2 0 0 1,549.7130
C_11 Reticulocalbin‐3 RCN3_HUMAN 37,493 3 3 6 9.15% DIVIAETLEDLDR 202 214 62.0 28.4 53.1 2 0 0 1,501.7747
L_07 Reticulocalbin‐3 RCN3_HUMAN 37,493 2 2 2 9.45% EVAKEFDQLTPEESQAR 63 79 34.5 27.1 26.3 0 1 0 1,976.9561
L_07 Reticulocalbin‐3 RCN3_HUMAN 37,493 2 2 2 9.45% AGDGDGWVSLAELR 90 103 75.2 26.3 67.8 1 0 0 1,445.7021
N_07 Reticulocalbin‐3 RCN3_HUMAN 37,493 2 2 4 5.18% EVAKEFDQLTPEESQAR 63 79 47.4 27.1 30.5 0 2 0 1,976.9561
N_07 Reticulocalbin‐3 RCN3_HUMAN 37,493 2 2 4 5.18% EFDQLTPEESQAR 67 79 35.2 25.4 34.6 2 0 0 1,549.7130
P_07 Reticulocalbin‐3 RCN3_HUMAN 37,493 2 2 2 5.18% EVAKEFDQLTPEESQAR 63 79 23.2 27.1 12.8 0 1 0 1,976.9561
P_07 Reticulocalbin‐3 RCN3_HUMAN 37,493 2 2 2 5.18% EFDQLTPEESQAR 67 79 47.8 25.4 39.5 1 0 0 1,549.7130
Q_07 Reticulocalbin‐3 RCN3_HUMAN 37,493 2 2 4 5.18% EVAKEFDQLTPEESQAR 63 79 31.6 27.1 22.8 0 2 0 1,976.9561
Q_07 Reticulocalbin‐3 RCN3_HUMAN 37,493 2 2 4 5.18% EFDQLTPEESQAR 67 79 46.3 25.2 41.2 2 0 0 1,549.7130
A_15 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 5 5 10 17.40% IDIDPEETVK 15 24 31.5 26.4 22.9 2 0 0 1,158.5891
A_15 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 5 5 10 17.40% NFVVVMVTKPK 68 78 45.7 26.3 37.8 2 0 0 1,277.7287
A_15 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 5 5 10 17.40% QEKPAEKPAETPVATSPTATDSTSGDSSR 145 173 42.6 25.7 42.5 0 2 0 2,945.3973
A_15 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 5 5 10 17.40% EQVIAALR 205 212 28.8 25.0 5.2 2 0 0 899.5309
A_15 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 5 5 10 17.40% AVEYLLMGIPGDR 221 233 51.4 28.0 41.4 2 0 0 1,449.7409
B_15 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 4 4 7 15.40% IDIDPEETVK 15 24 31.2 26.6 25.7 2 0 0 1,158.5891
B_15 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 4 4 7 15.40% NFVVVMVTKPK 68 78 54.4 26.0 41.2 2 0 0 1,277.7287
B_15 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 4 4 7 15.40% QEKPAEKPAETPVATSPTATDSTSGDSSR 145 173 31.4 25.7 30.1 0 2 0 2,945.3973
B_15 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 4 4 7 15.40% AVEYLLMGIPGDR 221 233 33.0 28.1 19.5 1 0 0 1,449.7409
C_15 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 2 2 4 9.78% NFVVVMVTKPK 68 78 35.6 26.0 33.0 2 0 0 1,277.7287
C_15 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 2 2 4 9.78% QEKPAEKPAETPVATSPTATDSTSGDSSR 145 173 37.5 25.7 33.4 0 2 0 2,945.3973
F_06 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 2 2 3 5.13% IDIDPEETVK 15 24 38.4 26.2 33.8 2 0 0 1,158.5891
F_06 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 2 2 3 5.13% NFVVVMVTKPK 68 78 17.6 25.0 17.6 1 0 0 1,261.7337
H_13 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 2 2 3 9.78% NFVVVMVTKPK 68 78 57.0 25.0 54.8 2 0 0 1,261.7337
H_13 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 2 2 3 9.78% QEKPAEKPAETPVATSPTATDSTSGDSSR 145 173 35.8 25.8 35.2 0 1 0 2,945.3973
J_13 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 5 5 8 16.40% IDIDPEETVK 15 24 26.1 26.9 13.2 1 0 0 1,158.5891
J_13 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 5 5 8 16.40% ILNDDTALK 52 60 25.1 29.7 13.3 1 0 0 1,002.5468
J_13 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 5 5 8 16.40% NFVVVMVTKPK 68 78 40.8 25.0 35.7 2 0 0 1,261.7337
J_13 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 5 5 8 16.40% QEKPAEKPAETPVATSPTATDSTSGDSSR 145 173 26.1 26.3 22.6 0 2 0 2,945.3973
J_13 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 5 5 8 16.40% EQVIAALR 205 212 27.1 26.5 6.3 2 0 0 899.5309
L_09 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 3 3 6 12.20% QEKPAEKPAETPVATSPTATDSTSGDSSR 145 173 39.5 26.2 39.5 0 2 0 2,945.3973



L_09 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 3 3 6 12.20% EQVIAALR 205 212 32.4 25.0 11.8 2 0 0 899.5309
L_09 UV excision repair protein RAD23 homolog B RD23B_HUMAN 43,171 3 3 6 12.20% AVEYLLMGIPGDR 221 233 56.2 28.5 43.9 2 0 0 1,449.7409
A_17 ATP‐dependent DNA helicase Q1 RECQ1_HUMAN 73,459 2 2 2 3.08% DILQNVFK 81 88 38.7 28.5 29.4 1 0 0 976.5463
A_17 ATP‐dependent DNA helicase Q1 RECQ1_HUMAN 73,459 2 2 2 3.08% GQSGIIYCFSQK 314 325 23.3 26.4 16.1 1 0 0 1,387.6676
A_18 ATP‐dependent DNA helicase Q1 RECQ1_HUMAN 73,459 4 4 5 6.93% VKDILQNVFK 79 88 29.2 25.0 23.4 1 0 0 1,203.7097
A_18 ATP‐dependent DNA helicase Q1 RECQ1_HUMAN 73,459 4 4 5 6.93% EVFLVMPTGGGK 108 119 31.1 27.5 0.8 1 0 0 1,250.6452
A_18 ATP‐dependent DNA helicase Q1 RECQ1_HUMAN 73,459 4 4 5 6.93% GQSGIIYCFSQK 314 325 37.9 25.9 31.6 1 0 0 1,387.6676
A_18 ATP‐dependent DNA helicase Q1 RECQ1_HUMAN 73,459 4 4 5 6.93% VAGVVAPTLPR 529 539 31.0 25.0 31.0 2 0 0 1,079.6572
B_18 ATP‐dependent DNA helicase Q1 RECQ1_HUMAN 73,459 2 2 2 3.54% GQSGIIYCFSQK 314 325 38.9 26.3 30.9 1 0 0 1,387.6676
B_18 ATP‐dependent DNA helicase Q1 RECQ1_HUMAN 73,459 2 2 2 3.54% VAGVVAPTLPR 529 539 27.5 25.0 21.5 1 0 0 1,079.6572
A_02 Regakine‐1 REG1_BOVIN 10,281 4 4 6 40.20% VCCFSSVTR 31 39 23.5 25.0 13.0 1 0 0 1,115.4972
A_02 Regakine‐1 REG1_BOVIN 10,281 4 4 6 40.20% TGDKCPQEAVIFQTR 52 66 35.8 26.9 29.3 0 2 0 1,749.8591
A_02 Regakine‐1 REG1_BOVIN 10,281 4 4 6 40.20% CPQEAVIFQTR 56 66 44.3 27.7 30.6 1 0 0 1,348.6679
A_02 Regakine‐1 REG1_BOVIN 10,281 4 4 6 40.20% SICANPGQAWVQK 70 82 58.9 26.9 45.6 2 0 0 1,458.7159
B_02 Regakine‐1 REG1_BOVIN 10,281 2 3 5 30.40% TGDKCPQEAVIFQTR 52 66 30.3 27.1 23.3 1 2 0 1,749.8591
B_02 Regakine‐1 REG1_BOVIN 10,281 2 3 5 30.40% SICANPGQAWVQK 70 82 51.3 26.5 43.0 2 0 0 1,458.7159
F_03 Regakine‐1 REG1_BOVIN 10,281 2 2 2 21.70% VCCFSSVTR 31 39 28.3 25.0 23.9 1 0 0 1,115.4972
F_03 Regakine‐1 REG1_BOVIN 10,281 2 2 2 21.70% CPQEAVIFQTR 56 66 43.4 28.1 28.3 1 0 0 1,348.6679
H_01 Regakine‐1 REG1_BOVIN 10,281 3 3 6 30.40% TGDKCPQEAVIFQTR 52 66 40.7 27.0 31.7 2 0 0 1,749.8591
H_01 Regakine‐1 REG1_BOVIN 10,281 3 3 6 30.40% CPQEAVIFQTR 56 66 60.0 28.1 38.9 2 0 0 1,348.6679
H_01 Regakine‐1 REG1_BOVIN 10,281 3 3 6 30.40% SICANPGQAWVQK 70 82 76.9 26.9 60.8 2 0 0 1,458.7159
I_01 Regakine‐1 REG1_BOVIN 10,281 3 4 7 30.40% TGDKCPQEAVIFQTR 52 66 51.2 27.0 41.8 2 1 0 1,749.8591
I_01 Regakine‐1 REG1_BOVIN 10,281 3 4 7 30.40% CPQEAVIFQTR 56 66 53.6 28.1 32.6 2 0 0 1,348.6679
I_01 Regakine‐1 REG1_BOVIN 10,281 3 4 7 30.40% SICANPGQAWVQK 70 82 54.0 26.9 41.5 2 0 0 1,458.7159
I_02 Regakine‐1 REG1_BOVIN 10,281 2 2 3 30.40% TGDKCPQEAVIFQTR 52 66 36.1 27.1 28.2 0 1 0 1,749.8591
I_02 Regakine‐1 REG1_BOVIN 10,281 2 2 3 30.40% SICANPGQAWVQK 70 82 42.7 27.5 35.4 2 0 0 1,458.7159
J_01 Regakine‐1 REG1_BOVIN 10,281 3 3 5 30.40% TGDKCPQEAVIFQTR 52 66 51.8 27.6 42.8 2 0 0 1,749.8591
J_01 Regakine‐1 REG1_BOVIN 10,281 3 3 5 30.40% CPQEAVIFQTR 56 66 54.0 27.7 36.7 1 0 0 1,348.6679
J_01 Regakine‐1 REG1_BOVIN 10,281 3 3 5 30.40% SICANPGQAWVQK 70 82 48.5 27.1 44.4 2 0 0 1,458.7159
K_01 Regakine‐1 REG1_BOVIN 10,281 3 3 6 30.40% TGDKCPQEAVIFQTR 52 66 50.2 27.3 41.8 2 0 0 1,749.8591
K_01 Regakine‐1 REG1_BOVIN 10,281 3 3 6 30.40% CPQEAVIFQTR 56 66 61.9 27.7 46.8 2 0 0 1,348.6679
K_01 Regakine‐1 REG1_BOVIN 10,281 3 3 6 30.40% SICANPGQAWVQK 70 82 64.3 27.0 54.2 2 0 0 1,458.7159
K_02 Regakine‐1 REG1_BOVIN 10,281 2 2 3 30.40% TGDKCPQEAVIFQTR 52 66 27.4 27.5 18.6 0 1 0 1,749.8591
K_02 Regakine‐1 REG1_BOVIN 10,281 2 2 3 30.40% SICANPGQAWVQK 70 82 47.9 27.3 34.1 2 0 0 1,458.7159
I_07 Renin receptor RENR_HUMAN 39,009 2 2 3 5.14% NGNWPIPGER 32 41 30.8 26.2 25.9 1 0 0 1,139.5593
I_07 Renin receptor RENR_HUMAN 39,009 2 2 3 5.14% SFDTSLIR 268 275 34.3 25.9 20.1 2 0 0 938.4942
A_23 Regulator of nonsense transcripts 1 RENT1_HUMAN 124,347 6 7 12 5.49% ADSVVVLLCR 201 210 36.2 29.1 20.4 2 0 0 1,131.6191
A_23 Regulator of nonsense transcripts 1 RENT1_HUMAN 124,347 6 7 12 5.49% IPSEQEQLR 245 253 23.7 26.9 15.1 1 0 0 1,099.5743
A_23 Regulator of nonsense transcripts 1 RENT1_HUMAN 124,347 6 7 12 5.49% IAYFTLPK 342 349 36.0 25.4 24.6 2 0 0 952.5503
A_23 Regulator of nonsense transcripts 1 RENT1_HUMAN 124,347 6 7 12 5.49% TVTSATIVYHLAR 510 522 69.1 27.6 61.7 2 1 0 1,431.7954
A_23 Regulator of nonsense transcripts 1 RENT1_HUMAN 124,347 6 7 12 5.49% VLVEGPLNNLR 908 918 32.2 25.0 18.6 2 0 0 1,223.7107
A_23 Regulator of nonsense transcripts 1 RENT1_HUMAN 124,347 6 7 12 5.49% EAIIPGSVYDR 950 960 24.5 27.5 18.2 2 0 0 1,219.6318
N_04 Retinol‐binding protein 4 RET4_BOVIN 21,069 2 2 4 11.50% FAGTWYAMAK 20 29 44.9 25.0 35.3 2 0 0 1,161.5398
N_04 Retinol‐binding protein 4 RET4_BOVIN 21,069 2 2 4 11.50% DPSGFSPEVQK 140 150 45.4 26.3 39.0 2 0 0 1,190.5689
P_04 Retinol‐binding protein 4 RET4_BOVIN 21,069 2 2 3 11.50% FAGTWYAMAK 20 29 39.3 25.2 34.7 1 0 0 1,161.5398
P_04 Retinol‐binding protein 4 RET4_BOVIN 21,069 2 2 3 11.50% DPSGFSPEVQK 140 150 36.4 26.7 29.1 2 0 0 1,190.5689
A_17 Replication protein A 70 kDa DNA‐binding subunit RFA1_HUMAN 68,139 4 4 6 7.47% VVPIASLTPYQSK 184 196 36.3 27.3 32.4 2 0 0 1,402.7941
A_17 Replication protein A 70 kDa DNA‐binding subunit RFA1_HUMAN 68,139 4 4 6 7.47% DSLVDIIGICK 314 324 50.8 28.9 33.9 2 0 0 1,232.6558
A_17 Replication protein A 70 kDa DNA‐binding subunit RFA1_HUMAN 68,139 4 4 6 7.47% VVTATLWGEDADK 355 367 55.0 27.2 41.7 1 0 0 1,404.7007
A_17 Replication protein A 70 kDa DNA‐binding subunit RFA1_HUMAN 68,139 4 4 6 7.47% CDTEFPNFK 503 511 21.4 25.0 9.8 1 0 0 1,157.4933
B_17 Replication protein A 70 kDa DNA‐binding subunit RFA1_HUMAN 68,139 2 2 4 3.90% VVPIASLTPYQSK 184 196 50.8 26.9 48.2 2 0 0 1,402.7941
B_17 Replication protein A 70 kDa DNA‐binding subunit RFA1_HUMAN 68,139 2 2 4 3.90% DSLVDIIGICK 314 324 57.8 28.9 51.5 2 0 0 1,232.6558
A_09 Replication protein A 32 kDa subunit RFA2_HUMAN 29,247 2 2 4 7.41% APTNIVYK 86 93 30.2 26.8 20.6 2 0 0 905.5091
A_09 Replication protein A 32 kDa subunit RFA2_HUMAN 29,247 2 2 4 7.41% IDDMTAAPMDVR 94 105 39.5 25.0 37.4 2 0 0 1,366.5980
A_19 Rho GTPase‐activating protein 18 RHG18_HUMAN 74,979 3 3 5 4.98% GLETEGLLR 357 365 36.7 28.4 14.4 2 0 0 987.5471
A_19 Rho GTPase‐activating protein 18 RHG18_HUMAN 74,979 3 3 5 4.98% AFQAVQNLPTK 422 432 29.4 28.3 19.9 2 0 0 1,216.6685
A_19 Rho GTPase‐activating protein 18 RHG18_HUMAN 74,979 3 3 5 4.98% STNDADVPQGVIR 568 580 28.6 26.0 22.7 1 0 0 1,371.6864
Q_11 Rho GTPase‐activating protein 18 RHG18_HUMAN 74,979 2 2 2 3.62% AFQAVQNLPTK 422 432 32.7 28.2 16.4 1 0 0 1,216.6685
Q_11 Rho GTPase‐activating protein 18 RHG18_HUMAN 74,979 2 2 2 3.62% STNDADVPQGVIR 568 580 23.3 26.5 11.9 1 0 0 1,371.6864
A_05 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 4 4 8 22.30% KLVIVGDGACGK 7 18 33.6 28.2 24.8 2 0 0 1,216.6721
A_05 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 4 4 8 22.30% TCLLIVFSK 19 27 45.2 25.8 38.4 2 0 0 1,080.6123
A_05 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 4 4 8 22.30% HFCPNVPIILVGNK 105 118 37.3 27.0 31.3 0 2 0 1,607.8728
A_05 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 4 4 8 22.30% EVFEMATR 169 176 20.1 25.0 13.5 2 0 0 982.4662
B_04 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 2 2 4 10.90% TCLLIVFSK 19 27 42.1 25.8 32.2 2 0 0 1,080.6123
B_04 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 2 2 4 10.90% ISAFGYLECSAK 151 162 27.0 26.5 26.1 2 0 0 1,345.6457
B_05 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 2 2 3 10.90% TCLLIVFSK 19 27 34.6 25.8 24.6 1 0 0 1,080.6123
B_05 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 2 2 3 10.90% ISAFGYLECSAK 151 162 52.8 26.2 49.4 2 0 0 1,345.6457
C_04 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 2 2 2 11.90% LVIVGDGACGK 8 18 37.8 29.2 28.8 1 0 0 1,088.5771
C_04 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 2 2 2 11.90% ISAFGYLECSAK 151 162 30.3 26.5 28.9 1 0 0 1,345.6457
C_05 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 2 2 3 10.90% TCLLIVFSK 19 27 36.4 25.8 33.4 1 0 0 1,080.6123
C_05 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 2 2 3 10.90% ISAFGYLECSAK 151 162 52.8 26.4 52.4 2 0 0 1,345.6457
F_08 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 3 3 5 16.60% LVIVGDGACGK 8 18 49.9 29.1 41.3 2 0 0 1,088.5771
F_08 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 3 3 5 16.60% TCLLIVFSK 19 27 38.8 25.8 32.6 2 0 0 1,080.6123
F_08 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 3 3 5 16.60% ISAFGYLECSAK 151 162 30.1 26.5 30.1 1 0 0 1,345.6457
F_09 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 2 2 4 10.40% LVIVGDGACGK 8 18 37.5 29.2 26.6 2 0 0 1,088.5771
F_09 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 2 2 4 10.40% TCLLIVFSK 19 27 32.8 25.8 23.7 2 0 0 1,080.6123
H_04 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 2 2 4 10.90% TCLLIVFSK 19 27 28.4 25.8 18.3 2 0 0 1,080.6123
H_04 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 2 2 4 10.90% ISAFGYLECSAK 151 162 34.2 26.9 33.2 2 0 0 1,345.6457
L_04 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 5 6 11 28.50% KLVIVGDGACGK 7 18 52.8 27.4 43.0 1 0 0 1,216.6721
L_04 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 5 6 11 28.50% TCLLIVFSK 19 27 51.3 25.2 40.5 2 0 0 1,080.6123
L_04 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 5 6 11 28.50% HFCPNVPIILVGNK 105 118 53.2 26.7 53.2 2 2 0 1,607.8728
L_04 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 5 6 11 28.50% ISAFGYLECSAK 151 162 78.6 27.0 69.1 2 0 0 1,345.6457
L_04 Rho‐related GTP‐binding protein RhoC RHOC_HUMAN 22,007 5 6 11 28.50% EVFEMATR 169 176 26.1 25.0 20.9 2 0 0 998.4612
A_12 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 9 12.80% LDDCGLTEAR 35 44 39.0 25.0 32.8 1 0 0 1,149.5207
A_12 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 9 12.80% VNPALAELNLR 54 64 66.1 25.0 56.5 2 0 0 1,209.6950
A_12 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 9 12.80% DLCGIVASK 218 226 34.7 28.5 24.5 2 0 0 962.4977
A_12 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 9 12.80% ELSLAGNELGDEGAR 288 302 112.0 26.0 107.0 2 0 0 1,530.7396
A_12 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 9 12.80% ELCQGLGQPGSVLR 360 373 58.2 28.0 40.2 2 0 0 1,513.7794
A_13 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 7.38% DSPCQLEALK 196 205 43.6 25.9 32.5 1 0 0 1,160.5618
A_13 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 7.38% DLCGIVASK 218 226 31.6 28.5 22.3 2 0 0 962.4977
A_13 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 7.38% ELSLAGNELGDEGAR 288 302 90.3 26.0 80.9 2 0 0 1,530.7396
A_14 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 7.81% LDDCGLTEAR 35 44 51.2 25.0 41.0 1 0 0 1,149.5207
A_14 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 7.81% VNPALAELNLR 54 64 69.5 25.0 60.3 2 0 0 1,209.6950
A_14 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 7.81% ELSLAGNELGDEGAR 288 302 82.8 25.9 78.8 2 0 0 1,530.7396
B_12 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 8 12.80% LDDCGLTEAR 35 44 35.9 25.0 27.2 1 0 0 1,149.5207
B_12 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 8 12.80% VNPALAELNLR 54 64 61.9 25.0 48.2 2 0 0 1,209.6950
B_12 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 8 12.80% DLCGIVASK 218 226 38.5 28.2 32.1 1 0 0 962.4977
B_12 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 8 12.80% ELSLAGNELGDEGAR 288 302 105.0 26.2 98.3 2 0 0 1,530.7396
B_12 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 8 12.80% ELCQGLGQPGSVLR 360 373 41.3 28.3 17.9 2 0 0 1,513.7794
B_13 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 7.38% DSPCQLEALK 196 205 27.2 25.9 19.3 1 0 0 1,160.5618
B_13 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 7.38% DLCGIVASK 218 226 36.5 28.5 26.0 2 0 0 962.4977
B_13 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 7.38% ELSLAGNELGDEGAR 288 302 108.0 25.9 102.0 2 0 0 1,530.7396
B_14 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 4 6.51% ELTVSNNDINEAGVR 174 188 78.1 27.5 70.1 2 0 0 1,630.8031
B_14 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 4 6.51% ELSLAGNELGDEGAR 288 302 73.2 25.5 69.7 2 0 0 1,530.7396
C_12 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.46% LDDCGLTEAR 35 44 19.2 25.0 14.9 1 0 0 1,149.5207
C_12 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.46% ELSLAGNELGDEGAR 288 302 75.8 25.8 75.8 2 0 0 1,530.7396
C_12 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.46% ELCQGLGQPGSVLR 360 373 45.2 27.7 26.6 2 0 0 1,513.7794
C_14 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 4 6.29% ELSLAGNELGDEGAR 288 302 70.3 25.9 67.4 2 0 0 1,530.7396
C_14 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 4 6.29% ELCQGLGQPGSVLR 360 373 50.0 27.9 33.5 2 0 0 1,513.7794
D_19 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 7 10.60% VNPALAELNLR 54 64 47.8 25.0 41.6 1 0 0 1,209.6950
D_19 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 7 10.60% ELTVSNNDINEAGVR 174 188 56.3 27.2 49.0 2 0 0 1,630.8031
D_19 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 7 10.60% DLCGIVASK 218 226 32.4 28.6 27.5 2 0 0 962.4977



D_19 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 7 10.60% ELCQGLGQPGSVLR 360 373 31.2 27.5 19.8 2 0 0 1,513.7794
D_20 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 4 4.56% LDDCGLTEAR 35 44 43.8 25.0 35.8 2 0 0 1,149.5207
D_20 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 4 4.56% VNPALAELNLR 54 64 48.1 25.0 44.1 2 0 0 1,209.6950
E_19 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 6.51% LDDCGLTEAR 35 44 47.2 25.0 35.9 2 0 0 1,149.5207
E_19 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 6.51% VNPALAELNLR 54 64 31.9 25.0 25.5 1 0 0 1,209.6950
E_19 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 6.51% DLCGIVASK 218 226 34.1 28.0 27.2 2 0 0 962.4977
F_14 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 11.50% ELTVSNNDINEAGVR 174 188 92.7 27.3 82.1 2 0 0 1,630.8031
F_14 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 11.50% DLCGIVASK 218 226 37.7 28.5 28.7 2 0 0 962.4977
F_14 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 11.50% ELSLAGNELGDEGAR 288 302 90.9 26.0 88.4 2 0 0 1,530.7396
F_14 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 11.50% ELCQGLGQPGSVLR 360 373 51.5 28.0 34.1 2 0 0 1,513.7794
F_15 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 7 11.70% LDDCGLTEAR 35 44 67.3 25.0 56.8 2 0 0 1,149.5207
F_15 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 7 11.70% ELTVSNNDINEAGVR 174 188 87.1 27.3 72.6 1 0 0 1,630.8031
F_15 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 7 11.70% ELSLAGNELGDEGAR 288 302 100.0 25.8 95.4 2 0 0 1,530.7396
F_15 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 7 11.70% ELCQGLGQPGSVLR 360 373 78.3 27.7 60.4 2 0 0 1,513.7794
G_15 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.68% LDDCGLTEAR 35 44 25.1 25.0 25.1 1 0 0 1,149.5207
G_15 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.68% ELTVSNNDINEAGVR 174 188 85.7 27.7 77.4 2 0 0 1,630.8031
G_15 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.68% ELSLAGNELGDEGAR 288 302 92.0 26.1 84.2 2 0 0 1,530.7396
H_12 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 10.40% LDDCGLTEAR 35 44 52.5 25.0 46.7 2 0 0 1,149.5207
H_12 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 10.40% DLCGIVASK 218 226 36.8 28.5 30.0 2 0 0 962.4977
H_12 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 10.40% ELSLAGNELGDEGAR 288 302 86.0 26.2 82.1 2 0 0 1,530.7396
H_12 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 10.40% ELCQGLGQPGSVLR 360 373 67.7 28.0 47.8 2 0 0 1,513.7794
I_11 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 4 6.29% ELSLAGNELGDEGAR 288 302 67.3 25.9 61.9 2 0 0 1,530.7396
I_11 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 4 6.29% ELCQGLGQPGSVLR 360 373 41.7 27.9 32.0 2 0 0 1,513.7794
I_12 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 10.60% VNPALAELNLR 54 64 72.6 25.0 65.8 2 0 0 1,209.6950
I_12 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 10.60% DLCGIVASK 218 226 53.5 28.5 42.2 2 0 0 962.4977
I_12 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 10.60% ELSLAGNELGDEGAR 288 302 75.4 26.2 73.2 2 0 0 1,530.7396
I_12 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 10.60% ELCQGLGQPGSVLR 360 373 86.7 28.3 67.4 2 0 0 1,513.7794
J_12 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 11.70% LDDCGLTEAR 35 44 38.9 25.0 32.2 2 0 0 1,149.5207
J_12 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 11.70% ELTVSNNDINEAGVR 174 188 74.5 27.9 63.6 2 0 0 1,630.8031
J_12 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 11.70% ELSLAGNELGDEGAR 288 302 79.9 26.7 76.2 2 0 0 1,530.7396
J_12 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 11.70% ELCQGLGQPGSVLR 360 373 55.8 28.1 34.9 2 0 0 1,513.7794
K_11 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.24% DLCGIVASK 218 226 36.9 28.2 24.3 1 0 0 962.4977
K_11 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.24% ELSLAGNELGDEGAR 288 302 75.1 25.8 70.2 2 0 0 1,530.7396
K_11 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.24% ELCQGLGQPGSVLR 360 373 48.1 27.9 25.3 2 0 0 1,513.7794
K_12 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 7.38% LDDCGLTEAR 35 44 29.8 25.0 21.9 1 0 0 1,149.5207
K_12 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 7.38% DLCGIVASK 218 226 43.4 28.2 37.0 2 0 0 962.4977
K_12 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 7.38% ELSLAGNELGDEGAR 288 302 79.6 25.8 79.6 2 0 0 1,530.7396
L_07 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.89% VNPALAELNLR 54 64 78.0 25.0 68.5 2 0 0 1,209.6950
L_07 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.89% ELTVSNNDINEAGVR 174 188 82.1 27.8 72.4 2 0 0 1,630.8031
L_07 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.89% ELSLAGNELGDEGAR 288 302 73.0 26.3 71.6 1 0 0 1,530.7396
L_08 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 6 8.46% LDDCGLTEAR 35 44 78.3 25.0 64.7 2 0 0 1,149.5207
L_08 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 6 8.46% ELSLAGNELGDEGAR 288 302 76.1 26.2 69.6 2 0 0 1,530.7396
L_08 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 6 8.46% ELCQGLGQPGSVLR 360 373 55.5 28.1 37.9 2 0 0 1,513.7794
L_10 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.68% VNPALAELNLR 54 64 59.5 25.0 49.8 2 0 0 1,209.6950
L_10 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.68% ELTVSNNDINEAGVR 174 188 52.5 27.7 42.7 1 0 0 1,630.8031
L_10 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 5 8.68% ELCQGLGQPGSVLR 360 373 45.8 27.9 33.0 2 0 0 1,513.7794
L_13 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 3 5.42% LDDCGLTEAR 35 44 61.2 25.0 37.6 1 0 0 1,149.5207
L_13 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 3 5.42% ELTVSNNDINEAGVR 174 188 87.2 27.8 76.9 2 0 0 1,630.8031
L_15 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 3 6.51% ELTVSNNDINEAGVR 174 188 85.8 27.8 78.8 2 0 0 1,630.8031
L_15 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 3 6.51% ELSLAGNELGDEGAR 288 302 32.7 26.3 32.7 1 0 0 1,530.7396
M_07 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 10.60% VNPALAELNLR 54 64 49.6 25.0 48.0 2 0 0 1,209.6950
M_07 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 10.60% ELTVSNNDINEAGVR 174 188 89.9 27.7 77.4 2 0 0 1,630.8031
M_07 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 10.60% DLCGIVASK 218 226 32.4 28.7 21.6 2 0 0 962.4977
M_07 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 8 10.60% ELCQGLGQPGSVLR 360 373 62.9 28.1 46.3 2 0 0 1,513.7794
M_08 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 3 5.21% LDDCGLTEAR 35 44 57.7 25.0 46.3 2 0 0 1,149.5207
M_08 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 3 5.21% ELCQGLGQPGSVLR 360 373 58.3 27.8 35.5 1 0 0 1,513.7794
O_07 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 2 5.42% LDDCGLTEAR 35 44 32.7 25.0 24.9 1 0 0 1,149.5207
O_07 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 2 5.42% ELTVSNNDINEAGVR 174 188 28.7 27.7 23.2 1 0 0 1,630.8031
P_07 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 7 10.80% LDDCGLTEAR 35 44 56.8 25.0 53.3 2 0 0 1,149.5207
P_07 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 7 10.80% VNPALAELNLR 54 64 59.9 25.0 52.1 2 0 0 1,209.6950
P_07 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 7 10.80% ELTVSNNDINEAGVR 174 188 75.2 27.8 61.5 2 0 0 1,630.8031
P_07 Ribonuclease inhibitor RINI_HUMAN 49,974 4 4 7 10.80% ELCQGLGQPGSVLR 360 373 46.8 28.2 30.2 1 0 0 1,513.7794
Q_07 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 10 14.10% LDDCGLTEAR 35 44 67.6 25.0 55.7 2 0 0 1,149.5207
Q_07 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 10 14.10% VNPALAELNLR 54 64 84.6 25.0 70.1 2 0 0 1,209.6950
Q_07 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 10 14.10% ELTVSNNDINEAGVR 174 188 80.4 27.8 66.1 2 0 0 1,630.8031
Q_07 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 10 14.10% ELSLAGNELGDEGAR 288 302 89.8 26.6 86.3 2 0 0 1,530.7396
Q_07 Ribonuclease inhibitor RINI_HUMAN 49,974 5 5 10 14.10% ELCQGLGQPGSVLR 360 373 79.5 28.2 60.3 2 0 0 1,513.7794
Q_08 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 4 8.68% LDDCGLTEAR 35 44 52.1 25.0 45.7 2 0 0 1,149.5207
Q_08 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 4 8.68% ELTVSNNDINEAGVR 174 188 79.2 27.8 66.8 1 0 0 1,630.8031
Q_08 Ribonuclease inhibitor RINI_HUMAN 49,974 3 3 4 8.68% ELSLAGNELGDEGAR 288 302 42.4 26.2 34.0 1 0 0 1,530.7396
Q_14 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 3 4.56% LDDCGLTEAR 35 44 40.3 25.0 38.7 1 0 0 1,149.5207
Q_14 Ribonuclease inhibitor RINI_HUMAN 49,974 2 2 3 4.56% VNPALAELNLR 54 64 42.5 25.0 37.3 2 0 0 1,209.6950
A_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 6 6 10 9.22% HPDYAILAAR 71 80 24.0 27.1 21.7 1 0 0 1,126.6004
A_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 6 6 10 9.22% LNSAIIYDR 131 139 57.6 27.9 40.7 2 0 0 1,064.5735
A_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 6 6 10 9.22% DDSIEGIYDTLK 225 236 33.5 25.9 27.3 1 0 0 1,368.6532
A_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 6 6 10 9.22% SAGGIGVAVSCIR 244 256 53.0 29.1 48.3 2 0 0 1,246.6573
A_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 6 6 10 9.22% EQGPYETYEGSPVSK 549 563 59.8 25.0 51.0 2 0 0 1,670.7545
A_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 6 6 10 9.22% TRPAANPIQFTLNK 741 754 49.7 27.3 48.1 2 0 0 1,570.8701
B_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 6 7 14 9.60% HPDYAILAAR 71 80 24.5 27.1 17.8 2 0 0 1,126.6004
B_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 6 7 14 9.60% STLDIVLANKDR 119 130 55.2 27.0 42.8 2 0 0 1,344.7483
B_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 6 7 14 9.60% DDSIEGIYDTLK 225 236 49.4 25.9 44.8 2 0 0 1,368.6532
B_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 6 7 14 9.60% SAGGIGVAVSCIR 244 256 56.6 29.1 53.0 2 0 0 1,246.6573
B_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 6 7 14 9.60% EQGPYETYEGSPVSK 549 563 64.6 25.0 64.6 2 0 0 1,670.7545
B_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 6 7 14 9.60% TRPAANPIQFTLNK 741 754 57.1 26.9 49.8 2 2 0 1,570.8701
C_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 4 5 10 6.44% LNSAIIYDR 131 139 53.2 27.9 34.8 2 0 0 1,064.5735
C_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 4 5 10 6.44% SAGGIGVAVSCIR 244 256 53.5 28.9 51.3 2 0 0 1,246.6573
C_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 4 5 10 6.44% EQGPYETYEGSPVSK 549 563 51.8 25.0 41.8 2 0 0 1,670.7545
C_20 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 4 5 10 6.44% TRPAANPIQFTLNK 741 754 36.8 27.3 31.4 2 2 0 1,570.8701
M_12 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 2 2 2 3.54% SAGGIGVAVSCIR 244 256 37.2 28.5 31.4 1 0 0 1,246.6573
M_12 Ribonucleoside‐diphosphate reductase large subunit RIR1_HUMAN 90,074 2 2 2 3.54% EQGPYETYEGSPVSK 549 563 51.9 25.0 51.9 1 0 0 1,670.7545
A_11 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 2 2 3 6.17% FSQEVQITEAR 149 159 67.0 27.5 52.7 2 0 0 1,307.6590
A_11 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 2 2 3 6.17% IEQEFLTEALPVK 299 311 31.5 28.3 15.5 1 0 0 1,516.8259
A_12 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 4 4 7 13.10% GLSLVDKENTPPALSGTR 24 41 35.3 26.9 34.6 0 2 0 1,854.9922
A_12 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 4 4 7 13.10% IFQEPTEPK 51 59 27.2 28.2 15.0 1 0 0 1,088.5624
A_12 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 4 4 7 13.10% AAAPGVEDEPLLR 62 74 45.3 27.3 36.1 2 0 0 1,337.7061
A_12 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 4 4 7 13.10% FSQEVQITEAR 149 159 65.1 27.5 54.4 2 0 0 1,307.6590
B_12 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 4 4 7 14.10% GLSLVDKENTPPALSGTR 24 41 39.9 26.9 34.9 0 2 0 1,854.9922
B_12 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 4 4 7 14.10% AAAPGVEDEPLLR 62 74 38.8 27.9 28.9 2 0 0 1,337.7061
B_12 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 4 4 7 14.10% DIQHWESLKPEER 112 124 24.3 27.4 13.9 0 1 0 1,666.8185
B_12 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 4 4 7 14.10% FSQEVQITEAR 149 159 62.0 27.5 51.5 2 0 0 1,307.6590
F_13 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 2 2 2 6.17% AAAPGVEDEPLLR 62 74 25.3 27.9 18.1 1 0 0 1,337.7061
F_13 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 2 2 2 6.17% FSQEVQITEAR 149 159 48.5 27.5 38.3 1 0 0 1,307.6590
H_10 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 2 2 4 6.17% AAAPGVEDEPLLR 62 74 30.9 27.9 25.3 2 0 0 1,337.7061
H_10 Ribonucleoside‐diphosphate reductase subunit M2 RIR2_HUMAN 44,879 2 2 4 6.17% FSQEVQITEAR 149 159 51.3 27.6 42.7 2 0 0 1,307.6590
C_09 Retinoid‐inducible serine carboxypeptidase RISC_HUMAN 50,832 3 3 5 7.96% DLAMVASDMMVLLK 134 147 33.0 26.5 20.9 1 0 0 1,584.7684
C_09 Retinoid‐inducible serine carboxypeptidase RISC_HUMAN 50,832 3 3 5 7.96% MAAGIGLELYK 172 182 58.4 27.8 50.7 2 0 0 1,181.6237
C_09 Retinoid‐inducible serine carboxypeptidase RISC_HUMAN 50,832 3 3 5 7.96% VAEQVLNAVNK 233 243 76.1 26.1 67.2 2 0 0 1,184.6633
A_06 60S ribosomal protein L10 RL10_HUMAN 24,605 2 2 4 11.20% VHIGQVIMSIR 129 139 41.7 26.1 41.7 2 0 0 1,268.7145
A_06 60S ribosomal protein L10 RL10_HUMAN 24,605 2 2 4 11.20% FNADEFEDMVAEK 176 188 89.4 25.0 81.9 2 0 0 1,560.6524
B_06 60S ribosomal protein L10 RL10_HUMAN 24,605 2 2 4 11.20% VHIGQVIMSIR 129 139 29.9 26.0 23.9 2 0 0 1,268.7145
B_06 60S ribosomal protein L10 RL10_HUMAN 24,605 2 2 4 11.20% FNADEFEDMVAEK 176 188 66.6 25.0 66.6 2 0 0 1,560.6524
B_07 60S ribosomal protein L10 RL10_HUMAN 24,605 2 2 3 11.20% VHIGQVIMSIR 129 139 25.9 26.1 24.0 1 0 0 1,268.7145



B_07 60S ribosomal protein L10 RL10_HUMAN 24,605 2 2 3 11.20% FNADEFEDMVAEK 176 188 101.0 25.0 97.8 2 0 0 1,560.6524
C_06 60S ribosomal protein L10 RL10_HUMAN 24,605 2 2 2 9.81% VHIGQVIMSIR 129 139 33.4 26.5 33.4 1 0 0 1,268.7145
C_06 60S ribosomal protein L10 RL10_HUMAN 24,605 2 2 2 9.81% RLIPDGCGVK 189 198 27.0 27.9 16.5 1 0 0 1,114.6040
A_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 8 10 17 37.30% DTLYEAVR 8 15 57.6 26.9 39.6 2 0 0 966.4891
A_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 8 10 17 37.30% FSVCVLGDQQHCDEAK 63 78 51.8 25.0 0.0 2 1 0 1,892.8268
A_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 8 10 17 37.30% AVDIPHMDIEALK 79 91 52.9 28.3 41.0 2 0 0 1,467.7515
A_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 8 10 17 37.30% AVDIPHMDIEALKK 79 92 56.0 27.1 42.2 2 0 0 1,595.8465
A_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 8 10 17 37.30% KYDAFLASESLIK 106 118 38.4 27.3 35.5 0 2 0 1,484.7996
A_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 8 10 17 37.30% AGKFPSLLTHNENMVAK 131 147 39.4 27.8 6.5 1 1 0 1,872.9638
A_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 8 10 17 37.30% FPSLLTHNENMVAK 134 147 48.0 27.8 8.2 2 0 0 1,616.8102
A_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 8 10 17 37.30% KVLCLAVAVGHVK 161 173 37.4 25.0 36.3 0 2 0 1,393.8349
B_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 6 9 16 25.30% DTLYEAVR 8 15 35.8 27.0 22.2 3 0 0 966.4891
B_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 6 9 16 25.30% FSVCVLGDQQHCDEAK 63 78 84.6 25.0 0.0 2 2 0 1,892.8268
B_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 6 9 16 25.30% AVDIPHMDIEALK 79 91 45.4 28.3 39.8 2 0 0 1,467.7515
B_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 6 9 16 25.30% AVDIPHMDIEALKK 79 92 50.8 26.9 39.6 2 0 0 1,595.8465
B_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 6 9 16 25.30% AGKFPSLLTHNENMVAK 131 147 24.4 28.0 7.4 1 1 0 1,872.9638
B_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 6 9 16 25.30% FPSLLTHNENMVAK 134 147 38.6 27.8 0.0 2 1 0 1,616.8102
B_08 60S ribosomal protein L10a RL10A_HUMAN 24,832 3 4 7 17.50% DTLYEAVR 8 15 42.5 26.6 30.4 2 0 0 966.4891
B_08 60S ribosomal protein L10a RL10A_HUMAN 24,832 3 4 7 17.50% FSVCVLGDQQHCDEAK 63 78 53.3 25.0 0.0 1 2 0 1,892.8268
B_08 60S ribosomal protein L10a RL10A_HUMAN 24,832 3 4 7 17.50% FPSLLTHNENMVAK 134 147 42.3 27.9 5.0 2 0 0 1,616.8102
C_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 7 10 31.30% DTLYEAVR 8 15 43.6 27.0 28.0 2 0 0 966.4891
C_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 7 10 31.30% FSVCVLGDQQHCDEAK 63 78 45.8 25.0 0.0 1 0 0 1,892.8268
C_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 7 10 31.30% AVDIPHMDIEALK 79 91 36.0 28.1 27.0 1 0 0 1,467.7515
C_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 7 10 31.30% AVDIPHMDIEALKK 79 92 26.9 27.4 18.3 1 0 0 1,595.8465
C_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 7 10 31.30% AGKFPSLLTHNENMVAK 131 147 15.6 27.9 3.7 0 1 0 1,872.9638
C_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 7 10 31.30% FPSLLTHNENMVAK 134 147 33.8 27.8 6.3 2 0 0 1,616.8102
C_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 7 10 31.30% KVLCLAVAVGHVK 161 173 31.2 25.0 31.2 0 2 0 1,393.8349
C_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 10 19 31.30% DTLYEAVR 8 15 38.2 27.1 28.5 2 0 0 966.4891
C_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 10 19 31.30% FSVCVLGDQQHCDEAK 63 78 39.9 25.0 0.0 2 2 0 1,892.8268
C_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 10 19 31.30% AVDIPHMDIEALK 79 91 35.5 28.3 26.6 1 0 0 1,467.7515
C_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 10 19 31.30% AVDIPHMDIEALKK 79 92 42.5 27.1 37.9 2 0 0 1,595.8465
C_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 10 19 31.30% KYDAFLASESLIK 106 118 61.1 27.5 50.4 2 2 0 1,484.7996
C_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 10 19 31.30% AGKFPSLLTHNENMVAK 131 147 34.2 27.7 4.6 0 2 0 1,872.9638
C_07 60S ribosomal protein L10a RL10A_HUMAN 24,832 7 10 19 31.30% FPSLLTHNENMVAK 134 147 27.1 27.8 4.7 2 2 0 1,616.8102
C_08 60S ribosomal protein L10a RL10A_HUMAN 24,832 2 2 4 12.90% FSVCVLGDQQHCDEAK 63 78 29.9 25.0 0.0 0 2 0 1,892.8268
C_08 60S ribosomal protein L10a RL10A_HUMAN 24,832 2 2 4 12.90% VLCLAVAVGHVK 162 173 39.1 25.0 29.7 2 0 0 1,265.7399
F_11 60S ribosomal protein L10a RL10A_HUMAN 24,832 2 3 4 12.00% FPSLLTHNENMVAK 134 147 22.1 27.7 8.6 1 1 0 1,616.8102
F_11 60S ribosomal protein L10a RL10A_HUMAN 24,832 2 3 4 12.00% VLCLAVAVGHVK 162 173 63.4 25.0 57.1 2 0 0 1,265.7399
F_12 60S ribosomal protein L10a RL10A_HUMAN 24,832 2 2 2 10.10% DTLYEAVR 8 15 36.6 27.0 21.3 1 0 0 966.4891
F_12 60S ribosomal protein L10a RL10A_HUMAN 24,832 2 2 2 10.10% FPSLLTHNENMVAK 134 147 20.7 27.7 4.2 0 1 0 1,616.8102
G_13 60S ribosomal protein L10a RL10A_HUMAN 24,832 2 2 4 9.22% DTLYEAVR 8 15 48.1 26.8 30.6 2 0 0 966.4891
G_13 60S ribosomal protein L10a RL10A_HUMAN 24,832 2 2 4 9.22% VLCLAVAVGHVK 162 173 33.9 25.0 31.0 2 0 0 1,265.7399
H_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 4 4 7 23.50% DTLYEAVR 8 15 49.0 26.6 37.5 2 0 0 966.4891
H_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 4 4 7 23.50% FSVCVLGDQQHCDEAK 63 78 71.7 25.0 0.0 2 0 0 1,892.8268
H_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 4 4 7 23.50% KYDAFLASESLIK 106 118 53.1 27.3 47.1 2 0 0 1,484.7996
H_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 4 4 7 23.50% FPSLLTHNENMVAK 134 147 17.9 27.7 5.5 0 1 0 1,600.8152
I_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 3 4 7 17.10% DTLYEAVR 8 15 47.5 27.5 39.0 1 0 0 966.4891
I_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 3 4 7 17.10% FSVCVLGDQQHCDEAK 63 78 60.5 25.0 0.0 2 0 0 1,892.8268
I_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 3 4 7 17.10% KYDAFLASESLIK 106 118 30.7 27.3 27.2 2 2 0 1,484.7996
K_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 2 2 4 11.10% DTLYEAVR 8 15 24.1 26.6 13.8 2 0 0 966.4891
K_06 60S ribosomal protein L10a RL10A_HUMAN 24,832 2 2 4 11.10% FSVCVLGDQQHCDEAK 63 78 32.3 25.0 0.0 2 0 0 1,892.8268
Q_05 60S ribosomal protein L10a RL10A_HUMAN 24,832 3 3 4 17.10% DTLYEAVR 8 15 37.9 26.8 20.9 1 0 0 966.4891
Q_05 60S ribosomal protein L10a RL10A_HUMAN 24,832 3 3 4 17.10% FSVCVLGDQQHCDEAK 63 78 30.0 25.0 0.0 0 2 0 1,892.8268
Q_05 60S ribosomal protein L10a RL10A_HUMAN 24,832 3 3 4 17.10% KYDAFLASESLIK 106 118 29.5 27.9 20.9 0 1 0 1,484.7996
A_05 60S ribosomal protein L11 RL11_HUMAN 20,253 2 3 5 12.90% VLEQLTGQTPVFSK 39 52 75.2 27.7 68.7 2 1 0 1,546.8477
A_05 60S ribosomal protein L11 RL11_HUMAN 20,253 2 3 5 12.90% YDGIILPGK 170 178 40.9 28.4 33.4 2 0 0 975.5512
A_06 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 2 12.90% VLEQLTGQTPVFSK 39 52 19.7 27.7 12.6 0 1 0 1,546.8477
A_06 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 2 12.90% YDGIILPGK 170 178 34.1 28.1 26.9 1 0 0 975.5512
B_06 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 3 12.90% VLEQLTGQTPVFSK 39 52 30.3 27.7 24.0 0 2 0 1,546.8477
B_06 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 3 12.90% YDGIILPGK 170 178 48.8 28.4 36.9 1 0 0 975.5512
C_05 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 4 12.90% VLEQLTGQTPVFSK 39 52 75.0 27.7 68.4 2 0 0 1,546.8477
C_05 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 4 12.90% YDGIILPGK 170 178 55.1 28.1 44.9 2 0 0 975.5512
C_06 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 3 12.90% VLEQLTGQTPVFSK 39 52 18.2 27.4 15.6 0 2 0 1,546.8477
C_06 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 3 12.90% YDGIILPGK 170 178 35.3 28.1 28.1 1 0 0 975.5512
F_09 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 4 15.20% LCLNICVGESGDR 20 32 71.0 25.0 71.0 2 0 0 1,492.6885
F_09 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 4 15.20% VLEQLTGQTPVFSK 39 52 68.1 27.7 52.0 2 0 0 1,546.8477
H_05 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 4 12.90% VLEQLTGQTPVFSK 39 52 34.3 27.4 30.5 0 2 0 1,546.8477
H_05 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 4 12.90% YDGIILPGK 170 178 39.9 27.8 33.6 2 0 0 975.5512
J_05 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 4 12.90% VLEQLTGQTPVFSK 39 52 63.0 26.7 54.5 2 0 0 1,546.8477
J_05 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 4 12.90% YDGIILPGK 170 178 45.1 28.5 36.2 2 0 0 975.5512
L_04 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 2 14.00% LCLNICVGESGDRLTR 20 35 21.1 28.4 13.7 0 1 0 1,862.9214
L_04 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 2 14.00% YDGIILPGK 170 178 29.8 28.4 16.9 1 0 0 975.5512
M_04 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 3 15.20% LCLNICVGESGDR 20 32 62.7 25.2 56.8 1 0 0 1,492.6885
M_04 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 3 15.20% VLEQLTGQTPVFSK 39 52 63.2 27.4 58.6 2 0 0 1,546.8477
N_04 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 2 12.90% VLEQLTGQTPVFSK 39 52 67.7 27.3 60.8 1 0 0 1,546.8477
N_04 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 2 12.90% YDGIILPGK 170 178 27.4 28.3 19.5 1 0 0 975.5512
P_04 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 3 12.90% VLEQLTGQTPVFSK 39 52 60.8 27.3 57.6 2 0 0 1,546.8477
P_04 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 3 12.90% YDGIILPGK 170 178 33.7 28.3 25.7 1 0 0 975.5512
P_05 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 3 12.90% VLEQLTGQTPVFSK 39 52 54.1 27.0 47.9 1 0 0 1,546.8477
P_05 60S ribosomal protein L11 RL11_HUMAN 20,253 2 2 3 12.90% YDGIILPGK 170 178 35.8 29.0 25.7 2 0 0 975.5512
Q_04 60S ribosomal protein L11 RL11_HUMAN 20,253 3 3 5 20.20% LCLNICVGESGDR 20 32 51.4 25.1 42.0 1 0 0 1,492.6885
Q_04 60S ribosomal protein L11 RL11_HUMAN 20,253 3 3 5 20.20% VLEQLTGQTPVFSK 39 52 71.9 27.3 65.5 2 0 0 1,546.8477
Q_04 60S ribosomal protein L11 RL11_HUMAN 20,253 3 3 5 20.20% YDGIILPGK 170 178 31.4 28.3 20.1 2 0 0 975.5512
A_04 60S ribosomal protein L12 RL12_HUMAN 17,819 3 3 5 30.30% CTGGEVGATSALAPK 17 31 87.1 26.9 77.9 2 0 0 1,418.6946
A_04 60S ribosomal protein L12 RL12_HUMAN 17,819 3 3 5 30.30% EILGTAQSVGCNVDGR 131 146 94.1 26.7 92.6 2 0 0 1,675.8070
A_04 60S ribosomal protein L12 RL12_HUMAN 17,819 3 3 5 30.30% HPHDIIDDINSGAVECPAS 147 165 23.2 25.0 23.2 0 1 0 2,046.9188
A_05 60S ribosomal protein L12 RL12_HUMAN 17,819 4 5 10 40.00% CTGGEVGATSALAPK 17 31 86.3 26.9 80.2 2 0 0 1,418.6946
A_05 60S ribosomal protein L12 RL12_HUMAN 17,819 4 5 10 40.00% QAQIEVVPSASALIIK 68 83 45.2 25.0 35.7 2 0 0 1,666.9739
A_05 60S ribosomal protein L12 RL12_HUMAN 17,819 4 5 10 40.00% EILGTAQSVGCNVDGR 131 146 53.8 26.9 49.1 2 2 0 1,675.8070
A_05 60S ribosomal protein L12 RL12_HUMAN 17,819 4 5 10 40.00% HPHDIIDDINSGAVECPAS 147 165 64.2 25.0 64.2 2 0 0 2,046.9188
A_06 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 4 18.80% CTGGEVGATSALAPK 17 31 55.5 26.6 47.3 2 0 0 1,418.6946
A_06 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 4 18.80% EILGTAQSVGCNVDGR 131 146 69.3 26.9 69.3 2 0 0 1,675.8070
B_04 60S ribosomal protein L12 RL12_HUMAN 17,819 3 4 7 28.50% CTGGEVGATSALAPK 17 31 88.0 26.9 68.2 2 0 0 1,418.6946
B_04 60S ribosomal protein L12 RL12_HUMAN 17,819 3 4 7 28.50% QAQIEVVPSASALIIK 68 83 27.0 25.0 25.3 1 0 0 1,666.9739
B_04 60S ribosomal protein L12 RL12_HUMAN 17,819 3 4 7 28.50% EILGTAQSVGCNVDGR 131 146 79.2 26.7 79.2 2 2 0 1,675.8070
B_05 60S ribosomal protein L12 RL12_HUMAN 17,805 4 5 10 40.00% CTGGEVGATSALAPK 17 31 63.2 26.5 50.8 2 0 0 1,418.6946
B_05 60S ribosomal protein L12 RL12_HUMAN 17,805 4 5 10 40.00% QAQIEVVPSASALIIK 68 83 48.6 25.0 34.5 2 0 0 1,666.9739
B_05 60S ribosomal protein L12 RL12_HUMAN 17,805 4 5 10 40.00% EILGTAQSVGCNVDGR 131 146 67.7 26.5 67.7 2 0 0 1,675.8070
B_05 60S ribosomal protein L12 RL12_HUMAN 17,805 4 5 10 40.00% HPHDIIDDINSGAVECPAS 147 165 55.6 25.0 55.6 2 2 0 2,046.9188
C_04 60S ribosomal protein L12 RL12_HUMAN 17,819 2 3 6 18.80% CTGGEVGATSALAPK 17 31 62.1 26.9 41.8 2 0 0 1,418.6946
C_04 60S ribosomal protein L12 RL12_HUMAN 17,819 2 3 6 18.80% EILGTAQSVGCNVDGR 131 146 61.0 26.9 58.5 2 2 0 1,675.8070
C_05 60S ribosomal protein L12 RL12_HUMAN 17,805 3 4 8 30.30% CTGGEVGATSALAPK 17 31 84.6 26.9 69.6 2 0 0 1,418.6946
C_05 60S ribosomal protein L12 RL12_HUMAN 17,805 3 4 8 30.30% EILGTAQSVGCNVDGR 131 146 55.2 26.7 49.4 2 2 0 1,675.8070
C_05 60S ribosomal protein L12 RL12_HUMAN 17,805 3 4 8 30.30% HPHDIIDDINSGAVECPAS 147 165 31.3 25.0 31.3 0 2 0 2,046.9188
F_08 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 4 18.80% CTGGEVGATSALAPK 17 31 72.3 26.6 63.8 2 0 0 1,418.6946
F_08 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 4 18.80% EILGTAQSVGCNVDGR 131 146 63.5 26.7 60.3 2 0 0 1,675.8070
H_05 60S ribosomal protein L12 RL12_HUMAN 17,819 4 6 11 40.00% CTGGEVGATSALAPK 17 31 72.0 26.6 59.7 2 0 0 1,418.6946
H_05 60S ribosomal protein L12 RL12_HUMAN 17,819 4 6 11 40.00% QAQIEVVPSASALIIK 68 83 62.9 25.0 43.8 2 2 0 1,666.9739
H_05 60S ribosomal protein L12 RL12_HUMAN 17,819 4 6 11 40.00% EILGTAQSVGCNVDGR 131 146 84.7 27.0 81.0 2 0 0 1,675.8070
H_05 60S ribosomal protein L12 RL12_HUMAN 17,819 4 6 11 40.00% HPHDIIDDINSGAVECPAS 147 165 43.2 25.0 43.2 1 2 0 2,046.9188
I_05 60S ribosomal protein L12 RL12_HUMAN 17,819 3 4 6 28.50% CTGGEVGATSALAPK 17 31 67.2 27.0 55.3 2 0 0 1,418.6946
I_05 60S ribosomal protein L12 RL12_HUMAN 17,819 3 4 6 28.50% QAQIEVVPSASALIIK 68 83 62.9 25.0 42.0 2 0 0 1,666.9739



I_05 60S ribosomal protein L12 RL12_HUMAN 17,819 3 4 6 28.50% EILGTAQSVGCNVDGR 131 146 67.5 27.0 65.1 1 1 0 1,675.8070
J_05 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 4 18.80% CTGGEVGATSALAPK 17 31 57.2 27.2 51.0 2 0 0 1,418.6946
J_05 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 4 18.80% EILGTAQSVGCNVDGR 131 146 73.7 27.6 71.6 2 0 0 1,675.8070
K_04 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 4 18.80% CTGGEVGATSALAPK 17 31 59.1 26.9 46.4 2 0 0 1,418.6946
K_04 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 4 18.80% EILGTAQSVGCNVDGR 131 146 52.0 26.9 52.0 2 0 0 1,675.8070
K_05 60S ribosomal protein L12 RL12_HUMAN 17,805 3 3 6 30.30% CTGGEVGATSALAPK 17 31 49.7 27.0 23.6 2 0 0 1,418.6946
K_05 60S ribosomal protein L12 RL12_HUMAN 17,805 3 3 6 30.30% EILGTAQSVGCNVDGR 131 146 84.8 27.1 84.8 2 0 0 1,675.8070
K_05 60S ribosomal protein L12 RL12_HUMAN 17,805 3 3 6 30.30% HPHDIIDDINSGAVECPAS 147 165 52.5 25.0 52.5 0 2 0 2,046.9188
L_04 60S ribosomal protein L12 RL12_HUMAN 17,819 4 6 11 37.60% CTGGEVGATSALAPK 17 31 84.4 27.2 74.0 2 0 0 1,418.6946
L_04 60S ribosomal protein L12 RL12_HUMAN 17,819 4 6 11 37.60% QAQIEVVPSASALIIK 68 83 81.4 25.0 66.7 2 2 0 1,666.9739
L_04 60S ribosomal protein L12 RL12_HUMAN 17,819 4 6 11 37.60% HSGNITFDEIVNIAR 100 114 92.0 28.4 82.3 2 2 0 1,685.8606
L_04 60S ribosomal protein L12 RL12_HUMAN 17,819 4 6 11 37.60% EILGTAQSVGCNVDGR 131 146 26.0 27.2 26.0 1 0 0 1,675.8070
L_09 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 3 18.80% CTGGEVGATSALAPK 17 31 62.6 26.9 52.1 2 0 0 1,418.6946
L_09 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 3 18.80% QAQIEVVPSASALIIK 68 83 33.4 25.0 18.6 1 0 0 1,666.9739
L_16 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 4 18.80% CTGGEVGATSALAPK 17 31 64.4 27.3 59.5 2 0 0 1,418.6946
L_16 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 4 18.80% QAQIEVVPSASALIIK 68 83 49.5 25.0 33.5 2 0 0 1,666.9739
O_04 60S ribosomal protein L12 RL12_HUMAN 17,819 3 3 6 27.90% CTGGEVGATSALAPK 17 31 62.8 27.2 55.8 2 0 0 1,418.6946
O_04 60S ribosomal protein L12 RL12_HUMAN 17,819 3 3 6 27.90% QAQIEVVPSASALIIK 68 83 67.8 25.0 52.6 2 0 0 1,666.9739
O_04 60S ribosomal protein L12 RL12_HUMAN 17,819 3 3 6 27.90% HSGNITFDEIVNIAR 100 114 37.1 28.8 24.4 0 2 0 1,685.8606
Q_04 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 4 18.80% CTGGEVGATSALAPK 17 31 71.1 27.2 59.5 2 0 0 1,418.6946
Q_04 60S ribosomal protein L12 RL12_HUMAN 17,819 2 2 4 18.80% QAQIEVVPSASALIIK 68 83 67.3 25.0 58.2 2 0 0 1,666.9739
A_07 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 15.20% GFSLEELR 75 82 36.4 27.9 22.1 2 0 0 950.4942
A_07 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 15.20% STESLQANVQR 106 116 52.9 28.0 43.8 1 0 0 1,232.6229
A_07 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 15.20% LATQLTGPVMPVR 146 158 34.6 26.6 15.7 2 0 0 1,398.7776
A_08 60S ribosomal protein L13 RL13_HUMAN 24,262 4 4 6 19.40% GFSLEELR 75 82 43.0 27.7 27.6 2 0 0 950.4942
A_08 60S ribosomal protein L13 RL13_HUMAN 24,262 4 4 6 19.40% TIGISVDPR 93 101 31.0 27.2 19.2 1 0 0 957.5365
A_08 60S ribosomal protein L13 RL13_HUMAN 24,262 4 4 6 19.40% STESLQANVQR 106 116 49.0 28.3 35.0 2 0 0 1,232.6229
A_08 60S ribosomal protein L13 RL13_HUMAN 24,262 4 4 6 19.40% LATQLTGPVMPVR 146 158 32.2 25.1 23.4 1 0 0 1,382.7826
A_09 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 13.70% VATWFNQPAR 22 31 43.8 28.1 34.7 1 0 0 1,189.6112
A_09 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 13.70% GFSLEELR 75 82 31.7 28.2 19.4 2 0 0 950.4942
A_09 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 13.70% STESLQANVQR 106 116 41.7 28.2 25.9 2 0 0 1,232.6229
A_25 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 6 15.20% GFSLEELR 75 82 38.0 27.7 22.2 2 0 0 950.4942
A_25 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 6 15.20% STESLQANVQR 106 116 36.8 28.2 27.1 2 0 0 1,232.6229
A_25 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 6 15.20% LATQLTGPVMPVR 146 158 32.0 26.6 18.8 2 0 0 1,398.7776
A_26 60S ribosomal protein L13 RL13_HUMAN 24,262 4 4 5 19.90% VATWFNQPAR 22 31 27.1 28.2 18.1 1 0 0 1,189.6112
A_26 60S ribosomal protein L13 RL13_HUMAN 24,262 4 4 5 19.90% GFSLEELR 75 82 31.2 27.5 16.9 1 0 0 950.4942
A_26 60S ribosomal protein L13 RL13_HUMAN 24,262 4 4 5 19.90% STESLQANVQR 106 116 26.9 28.3 15.7 1 0 0 1,232.6229
A_26 60S ribosomal protein L13 RL13_HUMAN 24,262 4 4 5 19.90% LATQLTGPVMPVR 146 158 29.4 26.4 26.2 2 0 0 1,398.7776
A_27 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 4 9.95% GFSLEELR 75 82 25.1 27.5 13.5 2 0 0 950.4942
A_27 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 4 9.95% LATQLTGPVMPVR 146 158 36.1 26.4 27.4 2 0 0 1,398.7776
A_31 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 14.70% VATWFNQPAR 22 31 27.7 28.1 18.8 1 0 0 1,189.6112
A_31 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 14.70% GFSLEELR 75 82 34.0 27.7 14.4 2 0 0 950.4942
A_31 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 14.70% LATQLTGPVMPVR 146 158 30.4 26.3 20.8 2 0 0 1,398.7776
A_32 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 15.20% GFSLEELR 75 82 40.5 27.5 24.8 2 0 0 950.4942
A_32 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 15.20% STESLQANVQR 106 116 25.1 28.2 21.2 1 0 0 1,232.6229
A_32 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 15.20% LATQLTGPVMPVR 146 158 38.6 26.7 27.3 2 0 0 1,398.7776
B_09 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 4 8.06% GFSLEELR 75 82 38.1 27.5 24.3 2 0 0 950.4942
B_09 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 4 8.06% TIGISVDPR 93 101 41.5 26.9 28.8 2 0 0 957.5365
C_08 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 15.20% GFSLEELR 75 82 43.3 27.5 28.4 2 0 0 950.4942
C_08 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 15.20% STESLQANVQR 106 116 23.0 28.2 23.0 1 0 0 1,232.6229
C_08 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 15.20% LATQLTGPVMPVR 146 158 31.8 26.6 25.5 2 0 0 1,398.7776
H_07 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 4 14.20% GFSLEELR 75 82 35.3 28.8 22.3 1 0 0 950.4942
H_07 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 4 14.20% TIGISVDPR 93 101 47.3 26.0 32.5 2 0 0 957.5365
H_07 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 4 14.20% LATQLTGPVMPVR 146 158 33.5 25.0 25.9 1 0 0 1,382.7826
L_06 60S ribosomal protein L13 RL13_HUMAN 24,262 3 4 7 15.20% VATWFNQPAR 22 31 55.9 28.2 29.5 1 0 0 1,189.6112
L_06 60S ribosomal protein L13 RL13_HUMAN 24,262 3 4 7 15.20% TIGISVDPR 93 101 37.0 28.0 18.1 2 0 0 957.5365
L_06 60S ribosomal protein L13 RL13_HUMAN 24,262 3 4 7 15.20% LATQLTGPVMPVR 146 158 48.9 27.2 37.2 4 0 0 1,398.7776
L_10 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 14.20% GFSLEELR 75 82 30.2 28.8 22.0 2 0 0 950.4942
L_10 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 14.20% TIGISVDPR 93 101 31.5 27.8 17.9 1 0 0 957.5365
L_10 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 14.20% LATQLTGPVMPVR 146 158 42.6 27.2 31.9 2 0 0 1,398.7776
L_11 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 4 15.20% VATWFNQPAR 22 31 36.3 28.2 26.1 1 0 0 1,189.6112
L_11 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 4 15.20% TIGISVDPR 93 101 29.3 28.0 15.1 1 0 0 957.5365
L_11 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 4 15.20% LATQLTGPVMPVR 146 158 29.7 27.1 19.5 2 0 0 1,398.7776
L_15 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 2 10.90% VATWFNQPAR 22 31 29.8 28.5 13.9 1 0 0 1,189.6112
L_15 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 2 10.90% LATQLTGPVMPVR 146 158 29.5 27.2 10.4 1 0 0 1,398.7776
L_16 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 14.70% VATWFNQPAR 22 31 38.2 28.5 18.9 1 0 0 1,189.6112
L_16 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 14.70% GFSLEELR 75 82 40.2 28.5 26.6 2 0 0 950.4942
L_16 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 14.70% LATQLTGPVMPVR 146 158 34.1 26.4 23.0 2 0 0 1,398.7776
M_05 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 15.20% VATWFNQPAR 22 31 31.4 28.2 13.9 2 0 0 1,189.6112
M_05 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 15.20% TIGISVDPR 93 101 35.9 25.9 17.2 1 0 0 957.5365
M_05 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 15.20% LATQLTGPVMPVR 146 158 46.5 27.2 23.6 2 0 0 1,398.7776
M_06 60S ribosomal protein L13 RL13_HUMAN 24,262 4 4 8 19.00% VATWFNQPAR 22 31 59.8 28.2 38.9 2 0 0 1,189.6112
M_06 60S ribosomal protein L13 RL13_HUMAN 24,262 4 4 8 19.00% GFSLEELR 75 82 38.0 28.8 25.1 2 0 0 950.4942
M_06 60S ribosomal protein L13 RL13_HUMAN 24,262 4 4 8 19.00% TIGISVDPR 93 101 37.6 28.0 18.6 2 0 0 957.5365
M_06 60S ribosomal protein L13 RL13_HUMAN 24,262 4 4 8 19.00% LATQLTGPVMPVR 146 158 47.4 27.2 36.2 2 0 0 1,398.7776
M_07 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 3 10.90% VATWFNQPAR 22 31 31.9 28.3 20.8 1 0 0 1,189.6112
M_07 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 3 10.90% LATQLTGPVMPVR 146 158 51.0 26.4 39.0 2 0 0 1,398.7776
M_08 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 3 10.40% TIGISVDPR 93 101 41.1 25.9 23.1 2 0 0 957.5365
M_08 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 3 10.40% LATQLTGPVMPVR 146 158 44.4 26.4 34.1 1 0 0 1,398.7776
M_16 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 2 8.53% VATWFNQPAR 22 31 37.3 28.3 25.1 1 0 0 1,189.6112
M_16 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 2 8.53% GFSLEELR 75 82 27.7 27.5 22.4 1 0 0 950.4942
O_06 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 14.20% GFSLEELR 75 82 36.2 28.8 22.5 2 0 0 950.4942
O_06 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 14.20% TIGISVDPR 93 101 36.2 28.0 17.5 1 0 0 957.5365
O_06 60S ribosomal protein L13 RL13_HUMAN 24,262 3 3 5 14.20% LATQLTGPVMPVR 146 158 44.5 26.4 35.1 2 0 0 1,398.7776
O_07 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 2 9.95% GFSLEELR 75 82 37.1 27.5 27.3 1 0 0 950.4942
O_07 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 2 9.95% LATQLTGPVMPVR 146 158 25.1 26.7 8.4 1 0 0 1,398.7776
O_08 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 2 10.40% TIGISVDPR 93 101 25.4 27.8 19.1 1 0 0 957.5365
O_08 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 2 10.40% LATQLTGPVMPVR 146 158 27.3 26.7 19.9 1 0 0 1,398.7776
P_06 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 3 10.40% TIGISVDPR 93 101 32.0 27.8 18.0 1 0 0 957.5365
P_06 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 3 10.40% LATQLTGPVMPVR 146 158 47.3 26.7 36.5 2 0 0 1,398.7776
Q_05 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 4 10.40% TIGISVDPR 93 101 36.1 27.8 7.3 2 0 0 957.5365
Q_05 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 4 10.40% LATQLTGPVMPVR 146 158 43.1 27.2 36.2 2 0 0 1,398.7776
Q_06 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 4 9.00% VATWFNQPAR 22 31 34.4 28.6 19.0 2 0 0 1,189.6112
Q_06 60S ribosomal protein L13 RL13_HUMAN 24,262 2 2 4 9.00% TIGISVDPR 93 101 36.5 27.8 18.0 2 0 0 957.5365
A_07 60S ribosomal protein L13a RL13A_HUMAN 23,500 2 2 3 11.30% CEGINISGNFYR 38 49 59.8 25.0 50.6 2 0 0 1,429.6529
A_07 60S ribosomal protein L13a RL13A_HUMAN 23,500 2 2 3 11.30% YQAVTATLEEK 149 159 30.7 28.2 30.7 1 0 0 1,252.6420
A_32 60S ribosomal protein L13a RL13A_HUMAN 23,500 2 2 2 11.30% VFDGIPPPYDKK 104 115 21.2 28.6 12.1 0 1 0 1,375.7259
A_32 60S ribosomal protein L13a RL13A_HUMAN 23,500 2 2 2 11.30% YQAVTATLEEK 149 159 34.4 28.0 22.9 1 0 0 1,252.6420
A_07 60S ribosomal protein L14 RL14_HUMAN 23,437 4 4 8 20.90% VAYVSFGPHAGK 12 23 56.8 28.9 42.0 2 0 0 1,232.6422
A_07 60S ribosomal protein L14 RL14_HUMAN 23,437 4 4 8 20.90% LVAIVDVIDQNR 24 35 78.4 27.9 57.9 2 0 0 1,354.7690
A_07 60S ribosomal protein L14 RL14_HUMAN 23,437 4 4 8 20.90% ALVDGPCTQVR 36 46 63.5 26.9 55.3 2 0 0 1,215.6152
A_07 60S ribosomal protein L14 RL14_HUMAN 23,437 4 4 8 20.90% CMQLTDFILK 54 63 59.5 26.3 51.0 2 0 0 1,284.6329
A_08 60S ribosomal protein L14 RL14_HUMAN 23,437 3 3 6 15.30% LVAIVDVIDQNR 24 35 64.9 27.8 50.3 2 0 0 1,354.7690
A_08 60S ribosomal protein L14 RL14_HUMAN 23,437 3 3 6 15.30% ALVDGPCTQVR 36 46 65.6 26.5 58.5 2 0 0 1,215.6152
A_08 60S ribosomal protein L14 RL14_HUMAN 23,437 3 3 6 15.30% CMQLTDFILK 54 63 51.0 26.7 39.7 2 0 0 1,284.6329
A_09 60S ribosomal protein L14 RL14_HUMAN 23,330 2 2 3 10.70% LVAIVDVIDQNR 24 35 59.6 27.6 43.7 2 0 0 1,354.7690
A_09 60S ribosomal protein L14 RL14_HUMAN 23,330 2 2 3 10.70% ALVDGPCTQVR 36 46 30.6 26.8 27.6 1 0 0 1,215.6152
A_32 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 3 10.20% LVAIVDVIDQNR 24 35 68.0 27.6 53.3 2 0 0 1,354.7690
A_32 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 3 10.20% CMQLTDFILK 54 63 37.6 26.3 30.2 1 0 0 1,284.6329
B_07 60S ribosomal protein L14 RL14_HUMAN 23,437 4 4 5 20.90% VAYVSFGPHAGK 12 23 34.3 28.4 26.4 1 0 0 1,232.6422
B_07 60S ribosomal protein L14 RL14_HUMAN 23,437 4 4 5 20.90% LVAIVDVIDQNR 24 35 63.0 27.9 49.7 2 0 0 1,354.7690
B_07 60S ribosomal protein L14 RL14_HUMAN 23,437 4 4 5 20.90% ALVDGPCTQVR 36 46 53.9 26.9 47.8 1 0 0 1,215.6152



B_07 60S ribosomal protein L14 RL14_HUMAN 23,437 4 4 5 20.90% CMQLTDFILK 54 63 26.6 26.3 16.6 1 0 0 1,284.6329
B_08 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% LVAIVDVIDQNR 24 35 81.1 27.8 66.5 2 0 0 1,354.7690
B_08 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% ALVDGPCTQVR 36 46 62.6 26.9 53.5 2 0 0 1,215.6152
C_05 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% LVAIVDVIDQNR 24 35 68.1 27.6 61.7 2 0 0 1,354.7690
C_05 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% ALVDGPCTQVR 36 46 28.9 26.5 17.1 2 0 0 1,215.6152
C_07 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% LVAIVDVIDQNR 24 35 46.0 27.6 34.1 2 0 0 1,354.7690
C_07 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% ALVDGPCTQVR 36 46 39.9 26.9 27.7 2 0 0 1,215.6152
C_08 60S ribosomal protein L14 RL14_HUMAN 23,437 3 3 6 16.30% VAYVSFGPHAGK 12 23 29.8 29.0 29.8 2 0 0 1,232.6422
C_08 60S ribosomal protein L14 RL14_HUMAN 23,437 3 3 6 16.30% LVAIVDVIDQNR 24 35 68.4 27.6 56.4 2 0 0 1,354.7690
C_08 60S ribosomal protein L14 RL14_HUMAN 23,437 3 3 6 16.30% ALVDGPCTQVR 36 46 56.5 26.9 47.0 2 0 0 1,215.6152
H_07 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% LVAIVDVIDQNR 24 35 66.1 27.5 53.6 2 0 0 1,354.7690
H_07 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% ALVDGPCTQVR 36 46 47.2 26.9 43.8 2 0 0 1,215.6152
L_05 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% LVAIVDVIDQNR 24 35 69.8 27.7 53.8 2 0 0 1,354.7690
L_05 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% ALVDGPCTQVR 36 46 55.1 26.8 48.8 2 0 0 1,215.6152
L_08 60S ribosomal protein L14 RL14_HUMAN 23,432 2 2 3 10.70% LVAIVDVIDQNR 24 35 81.1 25.0 62.8 2 0 0 1,354.7690
L_08 60S ribosomal protein L14 RL14_HUMAN 23,432 2 2 3 10.70% ALVDGPCTQVR 36 46 35.5 26.6 25.4 1 0 0 1,215.6152
M_05 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% LVAIVDVIDQNR 24 35 77.4 27.5 64.8 2 0 0 1,354.7690
M_05 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% ALVDGPCTQVR 36 46 47.6 26.8 39.1 2 0 0 1,215.6152
M_16 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% LVAIVDVIDQNR 24 35 77.5 27.5 63.4 2 0 0 1,354.7690
M_16 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% ALVDGPCTQVR 36 46 29.6 26.9 23.6 2 0 0 1,215.6152
Q_16 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% LVAIVDVIDQNR 24 35 79.9 27.7 61.0 2 0 0 1,354.7690
Q_16 60S ribosomal protein L14 RL14_HUMAN 23,437 2 2 4 10.70% ALVDGPCTQVR 36 46 40.8 26.5 37.6 2 0 0 1,215.6152
A_07 60S ribosomal protein L15 RL15_HUMAN 24,147 2 2 3 7.84% YIQELWR 6 12 26.1 27.5 17.9 1 0 0 1,007.5309
A_07 60S ribosomal protein L15 RL15_HUMAN 24,147 2 2 3 7.84% SLQSVAEER 97 105 40.2 28.1 0.0 2 0 0 1,018.5163
A_31 60S ribosomal protein L15 RL15_HUMAN 24,147 2 2 2 11.30% YIQELWR 6 12 28.8 27.5 17.6 1 0 0 1,007.5309
A_31 60S ribosomal protein L15 RL15_HUMAN 24,147 2 2 2 11.30% GATYGKPVHHGVNQLK 78 93 20.7 26.8 8.5 0 1 0 1,705.9134
A_32 60S ribosomal protein L15 RL15_HUMAN 24,147 2 2 3 7.84% YIQELWR 6 12 41.2 27.8 20.9 2 0 0 1,007.5309
A_32 60S ribosomal protein L15 RL15_HUMAN 24,147 2 2 3 7.84% SLQSVAEER 97 105 30.8 28.6 0.0 1 0 0 1,018.5163
B_06 60S ribosomal protein L17 RL17_HUMAN 21,397 3 3 6 18.50% YSLDPENPTK 4 13 47.6 25.9 41.9 2 0 0 1,163.5580
B_06 60S ribosomal protein L17 RL17_HUMAN 21,397 3 3 6 18.50% SAEFLLHMLK 87 96 41.3 29.0 19.4 2 0 0 1,204.6396
B_06 60S ribosomal protein L17 RL17_HUMAN 21,397 3 3 6 18.50% EQIVPKPEEEVAQK 154 167 37.2 26.7 28.6 2 0 0 1,623.8590
C_06 60S ribosomal protein L17 RL17_HUMAN 21,397 2 2 3 13.00% SAEFLLHMLK 87 96 25.4 29.0 19.9 1 0 0 1,204.6396
C_06 60S ribosomal protein L17 RL17_HUMAN 21,397 2 2 3 13.00% EQIVPKPEEEVAQK 154 167 32.8 26.8 22.9 2 0 0 1,623.8590
H_06 60S ribosomal protein L17 RL17_HUMAN 21,397 2 2 4 13.00% YSLDPENPTK 4 13 43.4 26.3 29.4 2 0 0 1,163.5580
H_06 60S ribosomal protein L17 RL17_HUMAN 21,397 2 2 4 13.00% EQIVPKPEEEVAQK 154 167 28.7 26.7 25.0 2 0 0 1,623.8590
L_05 60S ribosomal protein L17 RL17_HUMAN 21,397 2 2 3 13.00% YSLDPENPTK 4 13 34.4 26.8 27.1 2 0 0 1,163.5580
L_05 60S ribosomal protein L17 RL17_HUMAN 21,397 2 2 3 13.00% EQIVPKPEEEVAQK 154 167 33.0 27.0 27.0 1 0 0 1,623.8590
A_06 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 13.80% TAVVVGTITDDVR 79 91 89.1 27.8 82.8 2 0 0 1,345.7323
A_06 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 13.80% ILTFDQLALDSPK 120 132 29.6 27.8 27.9 1 0 0 1,460.7998
B_06 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 4 12.80% TNSTFNQVVLK 39 49 70.7 27.6 57.2 2 0 0 1,250.6739
B_06 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 4 12.80% TAVVVGTITDDVR 79 91 82.2 28.2 70.1 2 0 0 1,345.7323
B_07 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 2 11.20% TNSTFNQVVLK 39 49 38.8 27.6 23.9 1 0 0 1,250.6739
B_07 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 2 11.20% TNRPPLSLSR 56 65 23.4 25.4 17.2 1 0 0 1,140.6484
B_32 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 4 12.80% TNSTFNQVVLK 39 49 60.6 27.6 47.5 2 0 0 1,250.6739
B_32 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 4 12.80% TAVVVGTITDDVR 79 91 81.7 28.5 60.1 2 0 0 1,345.7323
C_07 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 4 12.80% TNSTFNQVVLK 39 49 29.1 27.6 13.3 2 0 0 1,250.6739
C_07 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 4 12.80% TAVVVGTITDDVR 79 91 85.6 28.2 72.3 2 0 0 1,345.7323
C_08 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TNSTFNQVVLK 39 49 22.8 27.6 14.0 1 0 0 1,250.6739
C_08 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TAVVVGTITDDVR 79 91 69.6 28.2 61.1 2 0 0 1,345.7323
F_13 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TNSTFNQVVLK 39 49 29.0 27.6 17.3 1 0 0 1,250.6739
F_13 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TAVVVGTITDDVR 79 91 48.4 28.3 43.4 2 0 0 1,345.7323
H_21 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TNSTFNQVVLK 39 49 36.8 27.6 20.0 1 0 0 1,250.6739
H_21 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TAVVVGTITDDVR 79 91 83.3 28.1 67.3 2 0 0 1,345.7323
H_22 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TAVVVGTITDDVR 79 91 73.7 28.2 68.3 2 0 0 1,345.7323
H_22 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% GCGTVLLSGPR 133 143 38.0 28.4 24.9 1 0 0 1,116.5832
L_05 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 6.38% TNSTFNQVVLK 39 49 48.9 27.4 38.4 2 0 0 1,250.6739
L_05 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 6.38% TNSTFNQVVLKR 39 50 16.6 26.2 9.0 0 1 0 1,406.7750
L_09 60S ribosomal protein L18 RL18_HUMAN 21,536 3 3 4 18.60% TNSTFNQVVLK 39 49 35.4 26.8 29.0 1 0 0 1,250.6739
L_09 60S ribosomal protein L18 RL18_HUMAN 21,536 3 3 4 18.60% ILTFDQLALDSPK 120 132 46.9 26.9 37.0 1 0 0 1,460.7998
L_09 60S ribosomal protein L18 RL18_HUMAN 21,536 3 3 4 18.60% GCGTVLLSGPR 133 143 37.7 28.4 30.1 2 0 0 1,116.5832
L_11 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TNSTFNQVVLK 39 49 24.9 27.4 19.7 1 0 0 1,250.6739
L_11 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TAVVVGTITDDVR 79 91 81.3 28.0 69.0 2 0 0 1,345.7323
L_16 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TNSTFNQVVLK 39 49 37.2 27.3 30.9 1 0 0 1,250.6739
L_16 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% ILTFDQLALDSPK 120 132 61.3 27.0 55.1 2 0 0 1,460.7998
M_11 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 4 12.80% TNSTFNQVVLK 39 49 51.0 26.8 39.7 2 0 0 1,250.6739
M_11 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 4 12.80% TAVVVGTITDDVR 79 91 70.7 28.4 59.9 2 0 0 1,345.7323
M_14 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TNSTFNQVVLK 39 49 45.4 26.8 36.3 2 0 0 1,250.6739
M_14 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TAVVVGTITDDVR 79 91 66.6 28.0 56.8 1 0 0 1,345.7323
P_11 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TNSTFNQVVLK 39 49 46.7 26.8 39.0 2 0 0 1,250.6739
P_11 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TAVVVGTITDDVR 79 91 74.2 28.4 62.3 1 0 0 1,345.7323
Q_08 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 4 12.80% TNSTFNQVVLK 39 49 70.6 27.4 57.8 2 0 0 1,250.6739
Q_08 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 4 12.80% TAVVVGTITDDVR 79 91 71.6 28.4 60.9 2 0 0 1,345.7323
Q_09 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 11.70% TNSTFNQVVLK 39 49 30.0 27.4 24.0 2 0 0 1,250.6739
Q_09 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 11.70% GCGTVLLSGPR 133 143 21.8 27.8 14.1 1 0 0 1,116.5832
Q_11 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TNSTFNQVVLK 39 49 44.1 27.2 25.7 2 0 0 1,250.6739
Q_11 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TAVVVGTITDDVR 79 91 63.2 27.6 53.7 1 0 0 1,345.7323
Q_16 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TNSTFNQVVLK 39 49 49.3 27.2 42.4 2 0 0 1,250.6739
Q_16 60S ribosomal protein L18 RL18_HUMAN 21,536 2 2 3 12.80% TAVVVGTITDDVR 79 91 70.7 28.2 62.2 1 0 0 1,345.7323
A_07 60S ribosomal protein L18a RL18A_HUMAN 20,763 2 2 2 11.40% NFGIWLR 77 83 28.5 27.2 13.3 1 0 0 905.4992
A_07 60S ribosomal protein L18a RL18A_HUMAN 20,763 2 2 2 11.40% DLTTAGAVTQCYR 99 111 45.6 25.8 40.8 1 0 0 1,455.6898
B_06 60S ribosomal protein L18a RL18A_HUMAN 20,763 4 4 6 18.20% MRIFAPNHVVAK 30 41 22.7 26.7 11.3 0 1 0 1,398.7675
B_06 60S ribosomal protein L18a RL18A_HUMAN 20,763 4 4 6 18.20% IFAPNHVVAK 32 41 24.9 25.0 17.8 1 0 0 1,095.6309
B_06 60S ribosomal protein L18a RL18A_HUMAN 20,763 4 4 6 18.20% NFGIWLR 77 83 34.7 26.8 21.0 2 0 0 905.4992
B_06 60S ribosomal protein L18a RL18A_HUMAN 20,763 4 4 6 18.20% DLTTAGAVTQCYR 99 111 49.5 25.8 47.1 2 0 0 1,455.6898
C_06 60S ribosomal protein L18a RL18A_HUMAN 20,763 2 2 3 13.10% IFAPNHVVAK 32 41 23.1 25.0 19.4 1 0 0 1,095.6309
C_06 60S ribosomal protein L18a RL18A_HUMAN 20,763 2 2 3 13.10% DLTTAGAVTQCYR 99 111 47.2 25.7 47.2 2 0 0 1,455.6898
L_04 60S ribosomal protein L18a RL18A_HUMAN 20,763 2 2 3 13.10% IFAPNHVVAK 32 41 27.4 25.0 23.6 1 0 0 1,095.6309
L_04 60S ribosomal protein L18a RL18A_HUMAN 20,763 2 2 3 13.10% DLTTAGAVTQCYR 99 111 47.2 25.8 43.6 2 0 0 1,455.6898
L_05 60S ribosomal protein L18a RL18A_HUMAN 20,763 2 2 3 13.60% IFAPNHVVAK 32 41 21.2 25.0 10.6 1 0 0 1,095.6309
L_05 60S ribosomal protein L18a RL18A_HUMAN 20,763 2 2 3 13.60% SSGEIVYCGQVFEK 57 70 74.7 25.4 67.5 2 0 0 1,602.7469
Q_05 60S ribosomal protein L18a RL18A_HUMAN 20,763 2 2 3 13.10% IFAPNHVVAK 32 41 21.3 25.0 12.3 1 0 0 1,095.6309
Q_05 60S ribosomal protein L18a RL18A_HUMAN 20,763 2 2 3 13.10% DLTTAGAVTQCYR 99 111 50.9 25.8 48.3 2 0 0 1,455.6898
A_06 60S ribosomal protein L21 RL21_HUMAN 18,581 2 2 4 16.20% HGVVPLATYMR 22 32 23.9 27.9 13.9 2 0 0 1,259.6566
A_06 60S ribosomal protein L21 RL21_HUMAN 18,581 2 2 4 16.20% VYNVTQHAVGIVVNK 64 78 92.1 26.3 81.3 2 0 0 1,640.9118
B_06 60S ribosomal protein L21 RL21_HUMAN 18,581 2 2 3 16.20% HGVVPLATYMR 22 32 26.5 27.9 19.4 1 0 0 1,259.6566
B_06 60S ribosomal protein L21 RL21_HUMAN 18,581 2 2 3 16.20% VYNVTQHAVGIVVNK 64 78 76.4 26.3 66.9 2 0 0 1,640.9118
C_06 60S ribosomal protein L21 RL21_HUMAN 18,581 2 2 3 16.20% HGVVPLATYMR 22 32 23.8 27.8 8.7 1 0 0 1,259.6566
C_06 60S ribosomal protein L21 RL21_HUMAN 18,581 2 2 3 16.20% VYNVTQHAVGIVVNK 64 78 59.8 26.3 55.1 2 0 0 1,640.9118
A_04 60S ribosomal protein L22 RL22_HUMAN 14,787 4 5 10 21.10% AGNLGGGVVTIER 53 65 63.8 28.2 57.9 2 0 0 1,242.6802
A_04 60S ribosomal protein L22 RL22_HUMAN 14,787 4 5 10 21.10% SKITVTSEVPFSK 68 80 46.3 26.8 42.5 2 0 0 1,422.7839
A_04 60S ribosomal protein L22 RL22_HUMAN 14,787 4 5 10 21.10% ITVTSEVPFSK 70 80 63.5 28.1 49.5 2 0 0 1,207.6569
A_04 60S ribosomal protein L22 RL22_HUMAN 14,787 4 5 10 21.10% ITVTSEVPFSKR 70 81 40.3 26.8 40.3 2 2 0 1,363.7580
B_03 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 4 26.60% AGNLGGGVVTIER 53 65 48.5 27.9 44.1 2 0 0 1,242.6802
B_03 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 4 26.60% SKITVTSEVPFSK 68 80 38.5 26.8 34.6 1 0 0 1,422.7839
B_03 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 4 26.60% NNLRDWLR 94 101 28.5 27.3 14.6 1 0 0 1,086.5803
B_04 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 5 20.30% AGNLGGGVVTIER 53 65 83.2 27.6 76.8 2 0 0 1,242.6802
B_04 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 5 20.30% SKITVTSEVPFSK 68 80 23.4 26.8 21.4 1 0 0 1,422.7839
B_04 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 5 20.30% ITVTSEVPFSK 70 80 71.2 27.1 57.7 2 0 0 1,207.6569
C_04 60S ribosomal protein L22 RL22_HUMAN 14,787 5 6 9 21.10% AGNLGGGVVTIER 53 65 48.9 28.2 45.7 2 0 0 1,242.6802
C_04 60S ribosomal protein L22 RL22_HUMAN 14,787 5 6 9 21.10% SKITVTSEVPFSK 68 80 56.1 26.5 51.9 2 0 0 1,422.7839
C_04 60S ribosomal protein L22 RL22_HUMAN 14,787 5 6 9 21.10% SKITVTSEVPFSKR 68 81 19.2 26.3 19.2 0 1 0 1,578.8850
C_04 60S ribosomal protein L22 RL22_HUMAN 14,787 5 6 9 21.10% ITVTSEVPFSK 70 80 63.2 27.1 52.3 1 0 0 1,207.6569



C_04 60S ribosomal protein L22 RL22_HUMAN 14,787 5 6 9 21.10% ITVTSEVPFSKR 70 81 37.7 26.1 24.8 2 1 0 1,363.7580
F_07 60S ribosomal protein L22 RL22_HUMAN 14,787 2 2 3 20.30% AGNLGGGVVTIER 53 65 55.5 28.2 51.2 2 0 0 1,242.6802
F_07 60S ribosomal protein L22 RL22_HUMAN 14,787 2 2 3 20.30% SKITVTSEVPFSK 68 80 24.9 26.5 22.0 0 1 0 1,422.7839
H_04 60S ribosomal protein L22 RL22_HUMAN 14,787 3 5 8 21.10% AGNLGGGVVTIER 53 65 36.8 28.2 32.9 2 0 0 1,242.6802
H_04 60S ribosomal protein L22 RL22_HUMAN 14,787 3 5 8 21.10% SKITVTSEVPFSK 68 80 51.2 26.5 51.2 1 1 0 1,422.7839
H_04 60S ribosomal protein L22 RL22_HUMAN 14,787 3 5 8 21.10% ITVTSEVPFSKR 70 81 44.6 26.4 42.5 2 2 0 1,363.7580
I_04 60S ribosomal protein L22 RL22_HUMAN 14,787 5 6 10 32.80% AGNLGGGVVTIER 53 65 52.0 27.5 48.1 2 0 0 1,242.6802
I_04 60S ribosomal protein L22 RL22_HUMAN 14,787 5 6 10 32.80% SKITVTSEVPFSK 68 80 51.8 26.5 50.2 2 0 0 1,422.7839
I_04 60S ribosomal protein L22 RL22_HUMAN 14,787 5 6 10 32.80% SKITVTSEVPFSKR 68 81 29.7 25.6 20.3 0 2 0 1,578.8850
I_04 60S ribosomal protein L22 RL22_HUMAN 14,787 5 6 10 32.80% ITVTSEVPFSKR 70 81 38.0 26.4 38.0 2 1 0 1,363.7580
I_04 60S ribosomal protein L22 RL22_HUMAN 14,787 5 6 10 32.80% YFQINQDEEEEEDED 114 128 71.9 25.0 71.9 1 0 0 1,931.7303
K_04 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 6 31.20% AGNLGGGVVTIER 53 65 53.4 27.6 46.7 2 0 0 1,242.6802
K_04 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 6 31.20% ITVTSEVPFSKR 70 81 33.3 26.4 29.7 2 0 0 1,363.7580
K_04 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 6 31.20% YFQINQDEEEEEDED 114 128 79.5 25.0 79.5 2 0 0 1,931.7303
L_03 60S ribosomal protein L22 RL22_HUMAN 14,787 4 5 9 32.00% AGNLGGGVVTIER 53 65 57.2 27.6 53.2 2 0 0 1,242.6802
L_03 60S ribosomal protein L22 RL22_HUMAN 14,787 4 5 9 32.00% SKITVTSEVPFSK 68 80 39.4 26.1 38.9 1 2 0 1,422.7839
L_03 60S ribosomal protein L22 RL22_HUMAN 14,787 4 5 9 32.00% ITVTSEVPFSK 70 80 51.3 28.2 36.0 2 0 0 1,207.6569
L_03 60S ribosomal protein L22 RL22_HUMAN 14,787 4 5 9 32.00% YFQINQDEEEEEDED 114 128 65.4 25.0 65.4 2 0 0 1,931.7303
M_03 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 5 30.50% AGNLGGGVVTIER 53 65 51.7 27.6 44.1 2 0 0 1,242.6802
M_03 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 5 30.50% ITVTSEVPFSK 70 80 54.5 28.2 47.1 2 0 0 1,207.6569
M_03 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 5 30.50% YFQINQDEEEEEDED 114 128 81.9 25.0 81.9 1 0 0 1,931.7303
O_03 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 5 30.50% AGNLGGGVVTIER 53 65 52.8 27.7 44.7 2 0 0 1,242.6802
O_03 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 5 30.50% ITVTSEVPFSK 70 80 61.5 27.6 50.2 2 0 0 1,207.6569
O_03 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 5 30.50% YFQINQDEEEEEDED 114 128 54.5 25.0 54.5 1 0 0 1,931.7303
P_03 60S ribosomal protein L22 RL22_HUMAN 14,787 2 2 4 18.80% AGNLGGGVVTIER 53 65 44.8 27.4 44.8 2 0 0 1,242.6802
P_03 60S ribosomal protein L22 RL22_HUMAN 14,787 2 2 4 18.80% ITVTSEVPFSK 70 80 39.7 28.2 32.5 2 0 0 1,207.6569
Q_03 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 5 30.50% AGNLGGGVVTIER 53 65 55.9 27.5 49.8 2 0 0 1,242.6802
Q_03 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 5 30.50% ITVTSEVPFSK 70 80 52.4 27.6 37.8 2 0 0 1,207.6569
Q_03 60S ribosomal protein L22 RL22_HUMAN 14,787 3 3 5 30.50% YFQINQDEEEEEDED 114 128 68.5 25.0 68.5 1 0 0 1,931.7303
A_04 60S ribosomal protein L23 RL23_HUMAN 14,866 2 2 4 16.40% NLYIISVK 36 43 31.9 25.0 29.7 2 0 0 949.5717
A_04 60S ribosomal protein L23 RL23_HUMAN 14,866 2 2 4 16.40% LPAAGVGDMVMATVK 52 66 65.0 27.7 60.4 2 0 0 1,491.7548
C_03 60S ribosomal protein L23 RL23_HUMAN 14,866 3 3 4 22.10% NLYIISVK 36 43 42.6 25.0 37.5 1 0 0 949.5717
C_03 60S ribosomal protein L23 RL23_HUMAN 14,866 3 3 4 22.10% LPAAGVGDMVMATVK 52 66 51.8 27.7 46.8 1 0 0 1,491.7548
C_03 60S ribosomal protein L23 RL23_HUMAN 14,866 3 3 4 22.10% ECADLWPR 124 131 29.2 25.0 8.0 2 0 0 1,046.4725
L_03 60S ribosomal protein L23 RL23_HUMAN 14,866 3 3 4 30.70% ISLGLPVGAVINCADNTGAK 16 35 55.6 27.1 47.8 1 0 0 1,970.0378
L_03 60S ribosomal protein L23 RL23_HUMAN 14,866 3 3 4 30.70% NLYIISVK 36 43 22.0 25.0 21.2 1 0 0 949.5717
L_03 60S ribosomal protein L23 RL23_HUMAN 14,866 3 3 4 30.70% LPAAGVGDMVMATVK 52 66 68.1 28.0 64.6 2 0 0 1,491.7548
L_04 60S ribosomal protein L23 RL23_HUMAN 14,866 2 2 3 25.00% ISLGLPVGAVINCADNTGAK 16 35 79.3 27.1 71.7 1 0 0 1,970.0378
L_04 60S ribosomal protein L23 RL23_HUMAN 14,866 2 2 3 25.00% LPAAGVGDMVMATVK 52 66 51.7 28.0 48.6 2 0 0 1,491.7548
A_06 60S ribosomal protein L23a RL23A_HUMAN 17,696 2 2 4 15.40% VNTLIRPDGEK 124 134 35.3 26.8 22.4 2 0 0 1,241.6850
A_06 60S ribosomal protein L23a RL23A_HUMAN 17,696 2 2 4 15.40% LAPDYDALDVANK 140 152 58.2 27.2 49.8 2 0 0 1,404.7007
B_06 60S ribosomal protein L23a RL23A_HUMAN 17,696 3 3 5 20.50% LDHYAIIK 71 78 33.5 29.4 11.2 2 0 0 972.5514
B_06 60S ribosomal protein L23a RL23A_HUMAN 17,696 3 3 5 20.50% VNTLIRPDGEK 124 134 22.8 26.8 19.4 1 0 0 1,241.6850
B_06 60S ribosomal protein L23a RL23A_HUMAN 17,696 3 3 5 20.50% LAPDYDALDVANK 140 152 67.0 27.3 57.5 2 0 0 1,404.7007
C_05 60S ribosomal protein L23a RL23A_HUMAN 17,696 2 2 3 14.10% KLYDIDVAK 115 123 20.1 25.6 15.4 1 0 0 1,064.5988
C_05 60S ribosomal protein L23a RL23A_HUMAN 17,696 2 2 3 14.10% LAPDYDALDVANK 140 152 38.2 27.2 36.0 2 0 0 1,404.7007
C_06 60S ribosomal protein L23a RL23A_HUMAN 17,696 3 3 4 21.20% KLYDIDVAK 115 123 21.2 25.6 14.5 1 0 0 1,064.5988
C_06 60S ribosomal protein L23a RL23A_HUMAN 17,696 3 3 4 21.20% VNTLIRPDGEK 124 134 29.5 26.1 19.6 1 0 0 1,241.6850
C_06 60S ribosomal protein L23a RL23A_HUMAN 17,696 3 3 4 21.20% LAPDYDALDVANK 140 152 61.7 27.2 50.9 2 0 0 1,404.7007
F_10 60S ribosomal protein L23a RL23A_HUMAN 17,696 2 2 3 14.10% KLYDIDVAK 115 123 17.7 25.5 9.0 1 0 0 1,064.5988
F_10 60S ribosomal protein L23a RL23A_HUMAN 17,696 2 2 3 14.10% LAPDYDALDVANK 140 152 35.7 27.2 26.7 2 0 0 1,404.7007
L_04 60S ribosomal protein L23a RL23A_HUMAN 17,696 4 4 7 23.70% KIEDNNTLVFIVDVK 89 103 77.3 26.3 67.6 2 0 0 1,746.9638
L_04 60S ribosomal protein L23a RL23A_HUMAN 17,696 4 4 7 23.70% IEDNNTLVFIVDVK 90 103 79.4 27.4 68.7 2 0 0 1,618.8688
L_04 60S ribosomal protein L23a RL23A_HUMAN 17,696 4 4 7 23.70% KLYDIDVAK 115 123 29.5 26.7 19.2 1 0 0 1,064.5988
L_04 60S ribosomal protein L23a RL23A_HUMAN 17,696 4 4 7 23.70% LAPDYDALDVANK 140 152 62.1 27.6 58.8 2 0 0 1,404.7007
M_05 60S ribosomal protein L23a RL23A_HUMAN 17,696 2 2 3 14.10% KLYDIDVAK 115 123 30.0 26.7 18.0 1 0 0 1,064.5988
M_05 60S ribosomal protein L23a RL23A_HUMAN 17,696 2 2 3 14.10% LAPDYDALDVANK 140 152 65.7 27.4 62.8 2 0 0 1,404.7007
N_05 60S ribosomal protein L23a RL23A_HUMAN 17,696 2 2 3 14.10% KLYDIDVAK 115 123 20.9 26.3 11.1 1 0 0 1,064.5988
N_05 60S ribosomal protein L23a RL23A_HUMAN 17,696 2 2 3 14.10% LAPDYDALDVANK 140 152 70.9 27.6 67.3 2 0 0 1,404.7007
O_05 60S ribosomal protein L23a RL23A_HUMAN 17,696 2 2 4 14.10% KLYDIDVAK 115 123 25.7 26.3 14.6 2 0 0 1,064.5988
O_05 60S ribosomal protein L23a RL23A_HUMAN 17,696 2 2 4 14.10% LAPDYDALDVANK 140 152 80.0 27.4 74.0 2 0 0 1,404.7007
A_05 60S ribosomal protein L24 RL24_HUMAN 17,780 2 2 4 13.40% VFQFLNAK 28 35 41.3 25.9 28.2 2 0 0 966.5407
A_05 60S ribosomal protein L24 RL24_HUMAN 17,780 2 2 4 13.40% AITGASLADIMAK 81 93 76.3 28.3 71.3 2 0 0 1,277.6772
A_06 60S ribosomal protein L24 RL24_HUMAN 17,780 2 2 4 15.90% MKVELCSFSGYK 1 12 40.7 26.4 29.6 2 0 0 1,464.6862
A_06 60S ribosomal protein L24 RL24_HUMAN 17,780 2 2 4 15.90% AITGASLADIMAK 81 93 85.2 27.9 72.5 2 0 0 1,277.6772
B_04 60S ribosomal protein L24 RL24_HUMAN 17,780 2 2 3 13.40% VFQFLNAK 28 35 27.4 26.3 13.7 1 0 0 966.5407
B_04 60S ribosomal protein L24 RL24_HUMAN 17,780 2 2 3 13.40% AITGASLADIMAK 81 93 61.8 28.0 51.0 2 0 0 1,277.6772
B_06 60S ribosomal protein L24 RL24_HUMAN 17,780 3 4 7 21.00% MKVELCSFSGYK 1 12 35.4 26.1 25.0 1 2 0 1,464.6862
B_06 60S ribosomal protein L24 RL24_HUMAN 17,780 3 4 7 21.00% VFQFLNAK 28 35 38.7 25.7 27.6 2 0 0 966.5407
B_06 60S ribosomal protein L24 RL24_HUMAN 17,780 3 4 7 21.00% AITGASLADIMAK 81 93 69.4 28.1 45.7 2 0 0 1,277.6772
H_02 60S ribosomal protein L24 RL24_HUMAN 17,780 2 2 4 13.40% VFQFLNAK 28 35 20.6 25.8 17.3 2 0 0 966.5407
H_02 60S ribosomal protein L24 RL24_HUMAN 17,780 2 2 4 13.40% AITGASLADIMAK 81 93 52.3 28.1 35.4 2 0 0 1,277.6772
L_04 60S ribosomal protein L24 RL24_HUMAN 17,780 2 2 3 13.40% VFQFLNAK 28 35 26.8 26.1 20.3 1 0 0 966.5407
L_04 60S ribosomal protein L24 RL24_HUMAN 17,780 2 2 3 13.40% AITGASLADIMAK 81 93 78.2 27.9 69.2 2 0 0 1,277.6772
M_05 60S ribosomal protein L24 RL24_HUMAN 17,780 2 2 3 13.40% VFQFLNAK 28 35 30.5 26.0 17.4 1 0 0 966.5407
M_05 60S ribosomal protein L24 RL24_HUMAN 17,780 2 2 3 13.40% AITGASLADIMAK 81 93 80.5 27.9 75.3 2 0 0 1,277.6772
Q_05 60S ribosomal protein L24 RL24_HUMAN 17,780 2 3 3 13.40% VFQFLNAK 28 35 30.3 26.1 23.4 1 0 0 966.5407
Q_05 60S ribosomal protein L24 RL24_HUMAN 17,780 2 3 3 13.40% AITGASLADIMAK 81 93 85.5 27.9 74.1 2 0 0 1,277.6772
A_05 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 4 5 7 22.10% MKFNPFVTSDR 1 11 40.0 25.9 35.9 2 1 0 1,357.6570
A_05 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 4 5 7 22.10% SMPIRKDDEVQVVR 46 59 26.6 28.3 15.0 0 1 0 1,687.8798
A_05 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 4 5 7 22.10% DDEVQVVR 52 59 41.4 25.7 20.7 1 0 0 959.4793
A_05 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 4 5 7 22.10% YVIYIER 78 84 31.3 26.2 25.1 2 0 0 955.5247
A_06 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 2 2 3 11.00% FNPFVTSDR 3 11 26.6 26.7 17.3 1 0 0 1,082.5265
A_06 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 2 2 3 11.00% YVIYIER 78 84 36.4 25.0 26.8 2 0 0 955.5247
B_05 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 4 5 8 22.10% MKFNPFVTSDR 1 11 39.8 26.3 35.5 2 1 0 1,357.6570
B_05 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 4 5 8 22.10% FNPFVTSDR 3 11 53.5 26.8 40.3 2 0 0 1,082.5265
B_05 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 4 5 8 22.10% YVIYIER 78 84 28.2 26.2 18.7 2 0 0 955.5247
B_05 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 4 5 8 22.10% ANGTTVHVGIHPSK 90 103 27.0 28.9 15.7 0 1 0 1,417.7547
C_06 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 3 3 6 12.40% MKFNPFVTSDR 1 11 22.2 25.8 21.5 0 2 0 1,357.6570
C_06 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 3 3 6 12.40% FNPFVTSDR 3 11 25.6 26.7 15.8 2 0 0 1,082.5265
C_06 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 3 3 6 12.40% YVIYIER 78 84 32.4 26.2 26.5 2 0 0 955.5247
H_05 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 2 2 4 11.00% FNPFVTSDR 3 11 31.7 26.8 20.8 2 0 0 1,082.5265
H_05 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 2 2 4 11.00% YVIYIER 78 84 31.7 25.8 26.2 2 0 0 955.5247
L_04 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 2 2 3 14.50% SMPIRKDDEVQVVR 46 59 19.1 28.0 9.1 0 1 0 1,687.8798
L_04 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 2 2 3 14.50% YVIYIER 78 84 30.1 26.4 25.0 2 0 0 955.5247
Q_05 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 2 2 2 11.00% FNPFVTSDR 3 11 28.7 26.7 14.6 1 0 0 1,082.5265
Q_05 60S ribosomal protein L26‐like 1 RL26L_HUMAN 17,256 2 2 2 11.00% YVIYIER 78 84 26.8 26.4 22.6 1 0 0 955.5247
A_04 60S ribosomal protein L27 RL27_HUMAN 15,798 4 4 6 30.10% VYNYNHLMPTR 74 84 38.4 25.3 30.3 2 0 0 1,423.6787
A_04 60S ribosomal protein L27 RL27_HUMAN 15,798 4 4 6 30.10% YSVDIPLDK 85 93 31.3 28.4 25.4 1 0 0 1,049.5515
A_04 60S ribosomal protein L27 RL27_HUMAN 15,798 4 4 6 30.10% TVVNKDVFRDPALK 94 107 18.2 25.7 14.2 0 1 0 1,601.9011
A_04 60S ribosomal protein L27 RL27_HUMAN 15,798 4 4 6 30.10% NKWFFQK 127 133 38.2 27.0 18.4 2 0 0 997.5254
A_31 60S ribosomal protein L27 RL27_HUMAN 15,798 2 2 2 14.70% VYNYNHLMPTR 74 84 15.6 25.3 5.2 0 1 0 1,423.6787
A_31 60S ribosomal protein L27 RL27_HUMAN 15,798 2 2 2 14.70% YSVDIPLDK 85 93 28.0 28.4 17.9 1 0 0 1,049.5515
B_04 60S ribosomal protein L27 RL27_HUMAN 15,798 2 2 4 14.70% VYNYNHLMPTR 74 84 36.8 25.3 29.7 2 0 0 1,423.6787
B_04 60S ribosomal protein L27 RL27_HUMAN 15,798 2 2 4 14.70% YSVDIPLDK 85 93 53.2 28.4 44.8 2 0 0 1,049.5515
F_08 60S ribosomal protein L27 RL27_HUMAN 15,798 2 3 5 14.70% VYNYNHLMPTR 74 84 31.4 25.6 25.2 0 3 0 1,423.6787
F_08 60S ribosomal protein L27 RL27_HUMAN 15,798 2 3 5 14.70% YSVDIPLDK 85 93 54.0 28.4 44.7 2 0 0 1,049.5515
L_04 60S ribosomal protein L27 RL27_HUMAN 15,798 2 2 4 14.70% VYNYNHLMPTR 74 84 38.0 25.9 29.5 2 0 0 1,423.6787
L_04 60S ribosomal protein L27 RL27_HUMAN 15,798 2 2 4 14.70% YSVDIPLDK 85 93 44.0 28.3 36.3 2 0 0 1,049.5515
A_05 60S ribosomal protein L27a RL27A_HUMAN 16,561 2 2 3 14.90% NQSFCPTVNLDK 66 77 47.8 25.2 41.0 2 0 0 1,422.6683
A_05 60S ribosomal protein L27a RL27A_HUMAN 16,561 2 2 3 14.90% LWTLVSEQTR 78 87 32.1 28.4 17.5 1 0 0 1,232.6634
B_04 60S ribosomal protein L27a RL27A_HUMAN 16,561 2 2 4 15.50% NQSFCPTVNLDK 66 77 42.8 25.2 34.6 2 0 0 1,422.6683



B_04 60S ribosomal protein L27a RL27A_HUMAN 16,561 2 2 4 15.50% TGAAPIIDVVR 95 105 61.9 25.0 60.2 2 0 0 1,111.6471
B_05 60S ribosomal protein L27a RL27A_HUMAN 16,561 3 3 5 22.30% NQSFCPTVNLDK 66 77 44.0 25.1 39.1 2 0 0 1,422.6683
B_05 60S ribosomal protein L27a RL27A_HUMAN 16,561 3 3 5 22.30% LWTLVSEQTR 78 87 50.3 28.9 34.5 2 0 0 1,232.6634
B_05 60S ribosomal protein L27a RL27A_HUMAN 16,561 3 3 5 22.30% TGAAPIIDVVR 95 105 54.2 25.0 53.1 1 0 0 1,111.6471
L_05 60S ribosomal protein L27a RL27A_HUMAN 16,561 2 2 2 14.90% NQSFCPTVNLDK 66 77 36.2 26.1 32.4 1 0 0 1,422.6683
L_05 60S ribosomal protein L27a RL27A_HUMAN 16,561 2 2 2 14.90% LWTLVSEQTR 78 87 27.8 28.2 16.5 1 0 0 1,232.6634
C_05 60S ribosomal protein L28 RL28_HUMAN 15,748 2 2 3 21.20% QTYSTEPNNLK 23 33 21.5 26.7 10.5 1 0 0 1,294.6274
C_05 60S ribosomal protein L28 RL28_HUMAN 15,748 2 2 3 21.20% TVGVEPAADGKGVVVVIK 48 65 20.8 25.0 12.9 0 2 0 1,738.0111
A_31 60S ribosomal protein L3 RL3_HUMAN 46,110 4 5 7 10.20% TVFAEHISDECK 104 115 49.5 25.0 49.5 2 1 0 1,435.6523
A_31 60S ribosomal protein L3 RL3_HUMAN 46,110 4 5 7 10.20% TVFAEHISDECKR 104 116 19.4 25.8 16.0 0 1 0 1,591.7534
A_31 60S ribosomal protein L3 RL3_HUMAN 46,110 4 5 7 10.20% AHLMEIQVNGGTVAEK 178 193 22.6 27.7 13.2 0 1 0 1,696.8688
A_31 60S ribosomal protein L3 RL3_HUMAN 46,110 4 5 7 10.20% NNASTDYDLSDK 301 312 43.1 25.0 40.2 2 0 0 1,342.5758
A_32 60S ribosomal protein L3 RL3_HUMAN 46,110 5 5 9 13.20% TVFAEHISDECKR 104 116 24.8 25.8 18.4 0 2 0 1,591.7534
A_32 60S ribosomal protein L3 RL3_HUMAN 46,110 5 5 9 13.20% KAHLMEIQVNGGTVAEK 177 193 25.8 27.6 17.7 0 2 0 1,840.9588
A_32 60S ribosomal protein L3 RL3_HUMAN 46,110 5 5 9 13.20% AHLMEIQVNGGTVAEK 178 193 78.0 28.1 29.7 2 0 0 1,712.8638
A_32 60S ribosomal protein L3 RL3_HUMAN 46,110 5 5 9 13.20% VACIGAWHPAR 251 261 36.6 27.4 36.6 1 0 0 1,237.6259
A_32 60S ribosomal protein L3 RL3_HUMAN 46,110 5 5 9 13.20% NNASTDYDLSDK 301 312 59.5 25.0 59.5 2 0 0 1,342.5758
B_29 60S ribosomal protein L3 RL3_HUMAN 46,110 3 3 3 9.43% HGSLGFLPR 11 19 39.0 25.8 32.9 1 0 0 983.5422
B_29 60S ribosomal protein L3 RL3_HUMAN 46,110 3 3 3 9.43% TVFAEHISDECKR 104 116 27.8 26.1 18.4 0 1 0 1,591.7534
B_29 60S ribosomal protein L3 RL3_HUMAN 46,110 3 3 3 9.43% AHLMEIQVNGGTVAEK 178 193 38.1 28.2 4.3 1 0 0 1,712.8638
B_30 60S ribosomal protein L3 RL3_HUMAN 46,110 2 2 3 6.45% HGSLGFLPR 11 19 36.4 25.8 29.1 2 0 0 983.5422
B_30 60S ribosomal protein L3 RL3_HUMAN 46,110 2 2 3 6.45% KAHLMEIQVNGGTVAEK 177 193 29.7 27.5 15.6 0 1 0 1,840.9588
B_31 60S ribosomal protein L3 RL3_HUMAN 46,110 3 3 5 9.93% TVFAEHISDECK 104 115 48.7 25.2 43.9 2 0 0 1,435.6523
B_31 60S ribosomal protein L3 RL3_HUMAN 46,110 3 3 5 9.93% KAHLMEIQVNGGTVAEK 177 193 23.4 27.4 17.2 0 2 0 1,840.9588
B_31 60S ribosomal protein L3 RL3_HUMAN 46,110 3 3 5 9.93% VACIGAWHPAR 251 261 22.5 27.4 19.7 1 0 0 1,237.6259
B_32 60S ribosomal protein L3 RL3_HUMAN 46,110 3 3 6 6.45% HGSLGFLPR 11 19 44.7 25.4 35.0 2 0 0 983.5422
B_32 60S ribosomal protein L3 RL3_HUMAN 46,110 3 3 6 6.45% KAHLMEIQVNGGTVAEK 177 193 36.5 27.5 24.6 0 2 0 1,840.9588
B_32 60S ribosomal protein L3 RL3_HUMAN 46,110 3 3 6 6.45% AHLMEIQVNGGTVAEK 178 193 70.8 27.7 21.7 2 0 0 1,712.8638
A_03 60S ribosomal protein L30 RL30_HUMAN 12,785 4 6 9 51.30% LVILANNCPALR 45 56 61.9 25.0 45.6 2 0 0 1,353.7672
A_03 60S ribosomal protein L30 RL30_HUMAN 12,785 4 6 9 51.30% KSEIEYYAMLAK 57 68 55.1 27.9 44.6 1 1 0 1,461.7295
A_03 60S ribosomal protein L30 RL30_HUMAN 12,785 4 6 9 51.30% TGVHHYSGNNIELGTACGK 69 87 58.5 25.0 58.5 1 2 0 2,014.9401
A_03 60S ribosomal protein L30 RL30_HUMAN 12,785 4 6 9 51.30% VCTLAIIDPGDSDIIR 91 106 67.1 27.5 55.0 2 0 0 1,757.9106
A_04 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 20.90% LVILANNCPALR 45 56 55.6 25.0 43.6 2 0 0 1,353.7672
A_04 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 20.90% KSEIEYYAMLAK 57 68 28.5 27.7 18.0 0 1 0 1,461.7295
A_29 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% LVILANNCPALR 45 56 48.3 25.0 35.8 2 0 0 1,353.7672
A_29 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% TGVHHYSGNNIELGTACGK 69 87 23.7 25.1 19.4 0 1 0 2,014.9401
A_30 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% LVILANNCPALR 45 56 53.9 25.0 35.4 2 0 0 1,353.7672
A_30 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% TGVHHYSGNNIELGTACGK 69 87 27.3 25.1 17.8 0 1 0 2,014.9401
A_31 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% LVILANNCPALR 45 56 63.7 25.0 42.9 2 0 0 1,353.7672
A_31 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% TGVHHYSGNNIELGTACGK 69 87 31.6 25.0 27.7 0 1 0 2,014.9401
B_03 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 6 37.40% LVILANNCPALR 45 56 54.2 25.3 38.1 2 0 0 1,353.7672
B_03 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 6 37.40% KSEIEYYAMLAK 57 68 42.0 27.7 33.3 0 2 0 1,461.7295
B_03 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 6 37.40% TGVHHYSGNNIELGTACGK 69 87 38.9 25.0 29.9 0 2 0 2,014.9401
B_28 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 2 27.00% LVILANNCPALR 45 56 43.1 25.0 31.3 1 0 0 1,353.7672
B_28 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 2 27.00% TGVHHYSGNNIELGTACGK 69 87 24.1 25.3 12.4 0 1 0 2,014.9401
B_29 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% LVILANNCPALR 45 56 46.5 25.0 34.7 2 0 0 1,353.7672
B_29 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% TGVHHYSGNNIELGTACGK 69 87 21.3 25.2 10.3 0 1 0 2,014.9401
B_31 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 4 27.00% LVILANNCPALR 45 56 69.8 25.0 40.4 2 0 0 1,353.7672
B_31 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 4 27.00% TGVHHYSGNNIELGTACGK 69 87 39.5 25.1 35.7 0 2 0 2,014.9401
C_03 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 20.00% LVILANNCPALR 45 56 52.2 25.0 36.7 2 0 0 1,353.7672
C_03 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 20.00% SEIEYYAMLAK 58 68 35.8 26.2 25.0 1 0 0 1,333.6345
F_06 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% LVILANNCPALR 45 56 45.1 25.0 36.8 2 0 0 1,353.7672
F_06 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% TGVHHYSGNNIELGTACGK 69 87 28.2 25.0 22.5 0 1 0 2,014.9401
H_03 60S ribosomal protein L30 RL30_HUMAN 12,785 4 4 8 37.40% LVILANNCPALR 45 56 56.6 25.0 42.4 2 0 0 1,353.7672
H_03 60S ribosomal protein L30 RL30_HUMAN 12,785 4 4 8 37.40% KSEIEYYAMLAK 57 68 28.0 27.8 18.8 0 2 0 1,461.7295
H_03 60S ribosomal protein L30 RL30_HUMAN 12,785 4 4 8 37.40% SEIEYYAMLAK 58 68 40.6 26.0 31.9 2 0 0 1,317.6395
H_03 60S ribosomal protein L30 RL30_HUMAN 12,785 4 4 8 37.40% TGVHHYSGNNIELGTACGK 69 87 32.7 25.4 30.6 0 2 0 2,014.9401
H_04 60S ribosomal protein L30 RL30_HUMAN 12,785 6 8 13 51.30% LVILANNCPALR 45 56 67.1 25.0 47.0 2 1 0 1,353.7672
H_04 60S ribosomal protein L30 RL30_HUMAN 12,785 6 8 13 51.30% LVILANNCPALRK 45 57 22.1 25.0 12.8 0 2 0 1,481.8622
H_04 60S ribosomal protein L30 RL30_HUMAN 12,785 6 8 13 51.30% KSEIEYYAMLAK 57 68 33.4 28.0 29.0 0 3 0 1,461.7295
H_04 60S ribosomal protein L30 RL30_HUMAN 12,785 6 8 13 51.30% SEIEYYAMLAK 58 68 53.9 26.0 42.0 2 0 0 1,317.6395
H_04 60S ribosomal protein L30 RL30_HUMAN 12,785 6 8 13 51.30% TGVHHYSGNNIELGTACGK 69 87 26.9 25.3 19.8 0 2 0 2,014.9401
H_04 60S ribosomal protein L30 RL30_HUMAN 12,785 6 8 13 51.30% VCTLAIIDPGDSDIIR 91 106 61.6 27.9 40.5 1 0 0 1,757.9106
H_24 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% LVILANNCPALR 45 56 50.0 25.0 36.7 2 0 0 1,353.7672
H_24 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% TGVHHYSGNNIELGTACGK 69 87 24.1 25.4 15.7 0 1 0 2,014.9401
I_03 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 5 27.80% LVILANNCPALR 45 56 56.7 25.0 39.6 2 0 0 1,353.7672
I_03 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 5 27.80% LVILANNCPALRK 45 57 18.3 25.0 7.5 0 1 0 1,481.8622
I_03 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 5 27.80% TGVHHYSGNNIELGTACGK 69 87 37.3 25.5 30.3 0 2 0 2,014.9401
I_04 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 5 27.80% LVILANNCPALR 45 56 59.3 25.0 40.5 2 0 0 1,353.7672
I_04 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 5 27.80% LVILANNCPALRK 45 57 16.0 25.0 9.2 0 1 0 1,481.8622
I_04 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 5 27.80% TGVHHYSGNNIELGTACGK 69 87 31.1 25.4 24.9 0 2 0 2,014.9401
K_03 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 6 27.80% LVILANNCPALR 45 56 51.9 25.0 35.0 2 0 0 1,353.7672
K_03 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 6 27.80% LVILANNCPALRK 45 57 17.5 25.0 6.7 0 2 0 1,481.8622
K_03 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 6 27.80% TGVHHYSGNNIELGTACGK 69 87 34.0 25.3 22.9 0 2 0 2,014.9401
L_03 60S ribosomal protein L30 RL30_HUMAN 12,785 4 5 10 37.40% LVILANNCPALR 45 56 71.5 25.0 56.1 2 0 0 1,353.7672
L_03 60S ribosomal protein L30 RL30_HUMAN 12,785 4 5 10 37.40% KSEIEYYAMLAK 57 68 52.5 27.9 45.3 2 2 0 1,461.7295
L_03 60S ribosomal protein L30 RL30_HUMAN 12,785 4 5 10 37.40% SEIEYYAMLAK 58 68 58.7 26.3 50.0 2 0 0 1,333.6345
L_03 60S ribosomal protein L30 RL30_HUMAN 12,785 4 5 10 37.40% TGVHHYSGNNIELGTACGK 69 87 44.0 25.4 34.0 0 2 0 2,014.9401
L_04 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% LVILANNCPALR 45 56 47.7 25.4 40.2 2 0 0 1,353.7672
L_04 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 3 27.00% TGVHHYSGNNIELGTACGK 69 87 36.7 25.4 27.4 0 1 0 2,014.9401
N_03 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 4 27.00% LVILANNCPALR 45 56 48.8 25.0 38.4 2 0 0 1,353.7672
N_03 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 4 27.00% TGVHHYSGNNIELGTACGK 69 87 24.6 25.6 17.4 0 2 0 2,014.9401
O_03 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 4 27.00% LVILANNCPALR 45 56 60.8 25.0 40.4 2 0 0 1,353.7672
O_03 60S ribosomal protein L30 RL30_HUMAN 12,785 2 2 4 27.00% TGVHHYSGNNIELGTACGK 69 87 33.5 25.3 24.2 0 2 0 2,014.9401
Q_03 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 6 36.50% LVILANNCPALR 45 56 52.3 25.0 36.0 2 0 0 1,353.7672
Q_03 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 6 36.50% SEIEYYAMLAK 58 68 71.0 26.5 52.0 2 0 0 1,333.6345
Q_03 60S ribosomal protein L30 RL30_HUMAN 12,785 3 3 6 36.50% TGVHHYSGNNIELGTACGK 69 87 41.8 25.5 33.2 0 2 0 2,014.9401
A_04 60S ribosomal protein L31 RL31_HUMAN 14,463 2 2 3 16.80% SAINEVVTR 15 23 45.2 28.8 34.4 2 0 0 988.5421
A_04 60S ribosomal protein L31 RL31_HUMAN 14,463 2 2 3 16.80% FAMKEMGTPDVR 52 63 16.0 25.0 8.3 0 1 0 1,413.6503
C_04 60S ribosomal protein L31 RL31_HUMAN 14,463 2 2 4 15.20% SAINEVVTR 15 23 63.3 28.8 53.0 2 0 0 988.5421
C_04 60S ribosomal protein L31 RL31_HUMAN 14,463 2 2 4 15.20% NLQTVNVDEN 116 125 27.9 25.0 26.7 2 0 0 1,145.5433
N_04 60S ribosomal protein L31 RL31_HUMAN 14,463 2 2 3 15.20% SAINEVVTR 15 23 56.7 29.0 43.0 1 0 0 988.5421
N_04 60S ribosomal protein L31 RL31_HUMAN 14,463 2 2 3 15.20% NLQTVNVDEN 116 125 32.8 25.1 27.4 2 0 0 1,145.5433
Q_04 60S ribosomal protein L31 RL31_HUMAN 14,463 2 2 3 17.60% FAMKEMGTPDVR 52 63 21.0 25.0 12.2 0 1 0 1,413.6503
Q_04 60S ribosomal protein L31 RL31_HUMAN 14,463 2 2 3 17.60% NLQTVNVDEN 116 125 39.2 25.1 32.5 2 0 0 1,145.5433
A_05 60S ribosomal protein L32 RL32_HUMAN 15,875 3 3 6 27.40% GQILMPNIGYGSNK 51 64 52.1 28.0 44.5 2 0 0 1,507.7576
A_05 60S ribosomal protein L32 RL32_HUMAN 15,875 3 3 6 27.40% ELEVLLMCNK 84 93 63.8 27.0 49.9 2 0 0 1,264.6277
A_05 60S ribosomal protein L32 RL32_HUMAN 15,875 3 3 6 27.40% SYCAEIAHNVSSK 94 106 61.3 25.0 61.3 2 0 0 1,465.6739
B_04 60S ribosomal protein L32 RL32_HUMAN 15,875 2 2 3 17.80% GQILMPNIGYGSNK 51 64 46.6 27.9 42.2 2 0 0 1,507.7576
B_04 60S ribosomal protein L32 RL32_HUMAN 15,875 2 2 3 17.80% ELEVLLMCNK 84 93 35.9 27.2 22.7 1 0 0 1,264.6277
C_05 60S ribosomal protein L32 RL32_HUMAN 15,875 2 2 2 17.80% GQILMPNIGYGSNK 51 64 33.8 28.0 33.8 1 0 0 1,507.7576
C_05 60S ribosomal protein L32 RL32_HUMAN 15,875 2 2 2 17.80% ELEVLLMCNK 84 93 35.7 27.0 22.5 1 0 0 1,264.6277
L_04 60S ribosomal protein L32 RL32_HUMAN 15,875 2 2 4 20.00% GQILMPNIGYGSNK 51 64 48.9 28.1 41.9 2 0 0 1,507.7576
L_04 60S ribosomal protein L32 RL32_HUMAN 15,875 2 2 4 20.00% SYCAEIAHNVSSK 94 106 59.9 25.2 59.9 2 0 0 1,465.6739
A_04 60S ribosomal protein L35 RL35_HUMAN 14,553 3 5 10 22.00% QLDDLKVELSQLR 20 32 43.1 27.4 35.7 2 2 0 1,556.8645
A_04 60S ribosomal protein L35 RL35_HUMAN 14,553 3 5 10 22.00% VLTVINQTQK 57 66 56.2 26.2 37.0 2 0 0 1,143.6733
A_04 60S ribosomal protein L35 RL35_HUMAN 14,553 3 5 10 22.00% VLTVINQTQKENLR 57 70 45.5 25.0 44.0 2 2 0 1,655.9440
B_04 60S ribosomal protein L35 RL35_HUMAN 14,553 2 2 3 11.40% VLTVINQTQK 57 66 65.3 26.2 46.1 2 0 0 1,143.6733
B_04 60S ribosomal protein L35 RL35_HUMAN 14,553 2 2 3 11.40% VLTVINQTQKENLR 57 70 28.0 25.0 18.6 0 1 0 1,655.9440
L_04 60S ribosomal protein L35 RL35_HUMAN 14,553 3 4 7 22.00% QLDDLKVELSQLR 20 32 40.5 27.0 28.6 1 2 0 1,556.8645
L_04 60S ribosomal protein L35 RL35_HUMAN 14,553 3 4 7 22.00% VLTVINQTQK 57 66 53.4 26.5 40.8 2 0 0 1,143.6733
L_04 60S ribosomal protein L35 RL35_HUMAN 14,553 3 4 7 22.00% VLTVINQTQKENLR 57 70 61.8 25.0 61.8 2 0 0 1,655.9440



A_03 60S ribosomal protein L35a RL35A_HUMAN 12,552 2 2 3 15.50% DETEFYLGK 37 45 46.2 25.0 41.7 2 0 0 1,101.5100
A_03 60S ribosomal protein L35a RL35A_HUMAN 12,552 2 2 3 15.50% VMLYPSRI 103 110 30.7 26.7 12.7 1 0 0 994.5391
B_03 60S ribosomal protein L35a RL35A_HUMAN 12,552 2 2 3 15.50% DETEFYLGK 37 45 32.5 25.0 17.4 2 0 0 1,101.5100
B_03 60S ribosomal protein L35a RL35A_HUMAN 12,552 2 2 3 15.50% VMLYPSRI 103 110 27.0 27.1 20.2 1 0 0 994.5391
C_03 60S ribosomal protein L35a RL35A_HUMAN 12,538 2 2 4 16.40% DETEFYLGKR 37 46 29.7 25.7 22.2 2 0 0 1,257.6111
C_03 60S ribosomal protein L35a RL35A_HUMAN 12,538 2 2 4 16.40% VMLYPSRI 103 110 29.9 26.7 18.0 2 0 0 994.5391
H_03 60S ribosomal protein L35a RL35A_HUMAN 12,552 3 3 4 16.40% DETEFYLGK 37 45 33.5 25.0 28.6 1 0 0 1,101.5100
H_03 60S ribosomal protein L35a RL35A_HUMAN 12,552 3 3 4 16.40% DETEFYLGKR 37 46 32.2 25.8 23.2 2 0 0 1,257.6111
H_03 60S ribosomal protein L35a RL35A_HUMAN 12,552 3 3 4 16.40% VMLYPSRI 103 110 28.9 26.6 23.0 1 0 0 994.5391
L_03 60S ribosomal protein L35a RL35A_HUMAN 12,552 2 2 4 15.50% DETEFYLGK 37 45 37.1 25.0 27.8 2 0 0 1,101.5100
L_03 60S ribosomal protein L35a RL35A_HUMAN 12,552 2 2 4 15.50% VMLYPSRI 103 110 30.4 25.9 25.3 2 0 0 994.5391
O_03 60S ribosomal protein L35a RL35A_HUMAN 12,552 2 2 4 9.09% DETEFYLGK 37 45 31.1 25.0 24.5 2 0 0 1,101.5100
O_03 60S ribosomal protein L35a RL35A_HUMAN 12,552 2 2 4 9.09% DETEFYLGKR 37 46 33.8 26.2 33.8 2 0 0 1,257.6111
A_03 60S ribosomal protein L36 RL36_HUMAN 12,224 4 4 5 30.50% YPMAVGLNK 5 13 31.0 27.5 18.2 2 0 0 1,008.5184
A_03 60S ribosomal protein L36 RL36_HUMAN 12,224 4 4 5 30.50% EVCGFAPYER 46 55 25.7 25.0 22.1 1 0 0 1,227.5463
A_03 60S ribosomal protein L36 RL36_HUMAN 12,224 4 4 5 30.50% KREELSNVLAAMR 86 98 24.0 28.4 23.3 0 1 0 1,532.8214
A_03 60S ribosomal protein L36 RL36_HUMAN 12,224 4 4 5 30.50% EELSNVLAAMR 88 98 30.7 27.6 24.7 1 0 0 1,248.6253
A_04 60S ribosomal protein L36 RL36_HUMAN 12,224 4 5 8 30.50% YPMAVGLNK 5 13 32.7 27.5 14.6 1 0 0 1,008.5184
A_04 60S ribosomal protein L36 RL36_HUMAN 12,224 4 5 8 30.50% EVCGFAPYER 46 55 40.2 25.0 32.0 2 0 0 1,227.5463
A_04 60S ribosomal protein L36 RL36_HUMAN 12,224 4 5 8 30.50% KREELSNVLAAMR 86 98 33.7 28.3 21.3 0 2 0 1,532.8214
A_04 60S ribosomal protein L36 RL36_HUMAN 12,224 4 5 8 30.50% EELSNVLAAMR 88 98 34.9 28.0 24.2 3 0 0 1,248.6253
C_03 60S ribosomal protein L36 RL36_HUMAN 12,224 2 2 2 19.00% YPMAVGLNK 5 13 31.8 27.5 17.1 1 0 0 1,008.5184
C_03 60S ribosomal protein L36 RL36_HUMAN 12,224 2 2 2 19.00% EELSNVLAAMR 88 98 25.5 28.0 22.8 1 0 0 1,248.6253
A_02 60S ribosomal protein L38 RL38_HUMAN 8,219 4 4 7 50.00% KIEEIKDFLLTAR 4 16 33.3 25.0 33.3 0 2 0 1,575.9107
A_02 60S ribosomal protein L38 RL38_HUMAN 8,219 4 4 7 50.00% YLYTLVITDK 41 50 40.6 28.4 36.4 2 0 0 1,228.6825
A_02 60S ribosomal protein L38 RL38_HUMAN 8,219 4 4 7 50.00% YLYTLVITDKEK 41 52 16.5 26.8 11.4 0 1 0 1,485.8201
A_02 60S ribosomal protein L38 RL38_HUMAN 8,219 4 4 7 50.00% QSLPPGLAVK 58 67 62.8 25.0 42.8 2 0 0 1,009.6042
L_02 60S ribosomal protein L38 RL38_HUMAN 8,219 3 3 6 50.00% KIEEIKDFLLTAR 4 16 26.4 25.0 26.4 0 2 0 1,575.9107
L_02 60S ribosomal protein L38 RL38_HUMAN 8,219 3 3 6 50.00% YLYTLVITDKEK 41 52 59.5 26.8 53.5 2 0 0 1,485.8201
L_02 60S ribosomal protein L38 RL38_HUMAN 8,219 3 3 6 50.00% QSLPPGLAVK 58 67 22.0 25.0 11.4 2 0 0 1,009.6042
P_02 60S ribosomal protein L38 RL38_HUMAN 8,219 2 2 4 28.60% YLYTLVITDK 41 50 31.1 28.6 19.3 2 0 0 1,228.6825
P_02 60S ribosomal protein L38 RL38_HUMAN 8,219 2 2 4 28.60% QSLPPGLAVK 58 67 31.1 25.0 24.0 2 0 0 1,009.6042
A_13 60S ribosomal protein L4 RL4_HUMAN 47,414 2 2 4 6.79% IEEVPELPLVVEDK 144 157 45.5 26.8 41.7 2 0 0 1,608.8733
A_13 60S ribosomal protein L4 RL4_HUMAN 47,414 2 2 4 6.79% RGPCIIYNEDNGIIK 205 219 44.2 28.0 38.3 0 2 0 1,761.8955
B_13 60S ribosomal protein L4 RL4_HUMAN 47,414 3 3 3 6.79% IEEVPELPLVVEDK 144 157 34.3 26.5 29.8 1 0 0 1,608.8733
B_13 60S ribosomal protein L4 RL4_HUMAN 47,414 3 3 3 6.79% RGPCIIYNEDNGIIK 205 219 30.1 28.1 19.1 0 1 0 1,761.8955
B_13 60S ribosomal protein L4 RL4_HUMAN 47,414 3 3 3 6.79% GPCIIYNEDNGIIK 206 219 28.1 27.2 19.6 1 0 0 1,605.7944
L_16 60S ribosomal protein L4 RL4_HUMAN 47,699 2 2 3 4.22% KLDELYGTWR 259 268 47.1 27.8 41.9 2 0 0 1,280.6635
L_16 60S ribosomal protein L4 RL4_HUMAN 47,699 2 2 3 4.22% MINTDLSR 284 291 26.4 27.2 0.0 1 0 0 965.4722
M_08 60S ribosomal protein L4 RL4_HUMAN 47,699 2 2 2 5.62% GPCIIYNEDNGIIK 206 219 36.0 28.1 30.5 1 0 0 1,605.7944
M_08 60S ribosomal protein L4 RL4_HUMAN 47,699 2 2 2 5.62% KLDELYGTWR 259 268 26.0 27.8 24.3 1 0 0 1,280.6635
A_10 60S ribosomal protein L5 RL5_HUMAN 34,364 6 7 9 21.20% DIICQIAYAR 59 68 43.0 28.3 27.6 1 0 0 1,222.6250
A_10 60S ribosomal protein L5 RL5_HUMAN 34,364 6 7 9 21.20% FPGYDSESK 180 188 24.3 25.0 14.6 1 0 0 1,029.4524
A_10 60S ribosomal protein L5 RL5_HUMAN 34,364 6 7 9 21.20% HIMGQNVADYMR 198 209 39.9 25.0 39.0 0 2 0 1,466.6516
A_10 60S ribosomal protein L5 RL5_HUMAN 34,364 6 7 9 21.20% YLMEEDEDAYKK 210 221 43.8 25.0 37.5 2 1 0 1,549.6729
A_10 60S ribosomal protein L5 RL5_HUMAN 34,364 6 7 9 21.20% QFSQYIK 222 228 30.8 26.3 17.9 1 0 0 913.4778
A_10 60S ribosomal protein L5 RL5_HUMAN 34,364 6 7 9 21.20% NSVTPDMMEEMYK 229 241 25.3 25.0 25.3 1 0 0 1,622.6384
A_29 60S ribosomal protein L5 RL5_HUMAN 34,364 3 3 6 11.40% DIICQIAYAR 59 68 40.4 28.1 25.2 2 0 0 1,222.6250
A_29 60S ribosomal protein L5 RL5_HUMAN 34,364 3 3 6 11.40% HIMGQNVADYMR 198 209 29.4 25.0 24.0 0 2 0 1,466.6516
A_29 60S ribosomal protein L5 RL5_HUMAN 34,364 3 3 6 11.40% YLMEEDEDAYKK 210 221 30.2 25.0 21.6 2 0 0 1,549.6729
A_31 60S ribosomal protein L5 RL5_HUMAN 34,364 3 3 5 12.10% DIICQIAYAR 59 68 49.4 28.3 27.9 2 0 0 1,222.6250
A_31 60S ribosomal protein L5 RL5_HUMAN 34,364 3 3 5 12.10% GAVDGGLSIPHSTK 165 178 49.7 27.5 41.5 1 0 0 1,338.7014
A_31 60S ribosomal protein L5 RL5_HUMAN 34,364 3 3 5 12.10% HIMGQNVADYMR 198 209 20.6 25.0 19.5 0 2 0 1,466.6516
B_10 60S ribosomal protein L5 RL5_HUMAN 34,364 5 7 10 19.50% DIICQIAYAR 59 68 39.5 28.3 22.6 2 0 0 1,222.6250
B_10 60S ribosomal protein L5 RL5_HUMAN 34,364 5 7 10 19.50% GAVDGGLSIPHSTKR 165 179 27.9 28.2 19.0 0 1 0 1,494.8025
B_10 60S ribosomal protein L5 RL5_HUMAN 34,364 5 7 10 19.50% FPGYDSESK 180 188 26.9 25.0 24.0 1 0 0 1,029.4524
B_10 60S ribosomal protein L5 RL5_HUMAN 34,364 5 7 10 19.50% HIMGQNVADYMR 198 209 25.8 25.0 23.9 1 1 0 1,466.6516
B_10 60S ribosomal protein L5 RL5_HUMAN 34,364 5 7 10 19.50% YLMEEDEDAYKK 210 221 36.9 25.0 36.9 2 2 0 1,549.6729
B_31 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 4 7.41% DIICQIAYAR 59 68 39.0 28.0 23.7 2 0 0 1,222.6250
B_31 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 4 7.41% YLMEEDEDAYKK 210 221 37.7 25.0 37.7 2 0 0 1,549.6729
B_32 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 3 7.41% DIICQIAYAR 59 68 31.5 28.2 17.0 1 0 0 1,222.6250
B_32 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 3 7.41% HIMGQNVADYMR 198 209 22.9 25.0 14.9 0 2 0 1,466.6516
C_09 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 4 4.71% VTNRDIICQIAYAR 55 68 46.7 27.8 39.9 0 2 0 1,692.8851
C_09 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 4 4.71% DIICQIAYAR 59 68 49.2 28.3 31.7 2 0 0 1,222.6250
C_10 60S ribosomal protein L5 RL5_HUMAN 34,364 7 9 13 26.30% VTNRDIICQIAYAR 55 68 35.2 27.8 24.3 1 2 0 1,692.8851
C_10 60S ribosomal protein L5 RL5_HUMAN 34,364 7 9 13 26.30% TTTGNKVFGALK 153 164 35.2 26.6 24.7 1 0 0 1,236.6948
C_10 60S ribosomal protein L5 RL5_HUMAN 34,364 7 9 13 26.30% GAVDGGLSIPHSTKR 165 179 32.2 28.0 19.4 0 2 0 1,494.8025
C_10 60S ribosomal protein L5 RL5_HUMAN 34,364 7 9 13 26.30% HIMGQNVADYMR 198 209 37.0 25.0 26.0 1 0 0 1,466.6516
C_10 60S ribosomal protein L5 RL5_HUMAN 34,364 7 9 13 26.30% YLMEEDEDAYK 210 220 29.7 25.0 29.7 1 0 0 1,421.5779
C_10 60S ribosomal protein L5 RL5_HUMAN 34,364 7 9 13 26.30% YLMEEDEDAYKK 210 221 43.2 25.0 28.5 2 2 0 1,549.6729
C_10 60S ribosomal protein L5 RL5_HUMAN 34,364 7 9 13 26.30% NSVTPDMMEEMYK 229 241 22.3 25.0 22.3 1 0 0 1,622.6384
H_09 60S ribosomal protein L5 RL5_HUMAN 34,364 3 3 5 12.10% DIICQIAYAR 59 68 49.4 28.1 34.3 2 0 0 1,222.6250
H_09 60S ribosomal protein L5 RL5_HUMAN 34,364 3 3 5 12.10% GAVDGGLSIPHSTK 165 178 35.7 27.9 29.5 1 0 0 1,338.7014
H_09 60S ribosomal protein L5 RL5_HUMAN 34,364 3 3 5 12.10% YLMEEDEDAYKK 210 221 41.8 25.0 41.8 2 0 0 1,533.6779
I_08 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 4 4.71% VTNRDIICQIAYAR 55 68 31.3 27.9 25.5 0 2 0 1,692.8851
I_08 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 4 4.71% DIICQIAYAR 59 68 44.9 28.0 27.2 2 0 0 1,222.6250
I_09 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 3 4.71% VTNRDIICQIAYAR 55 68 27.6 27.5 21.1 0 1 0 1,692.8851
I_09 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 3 4.71% DIICQIAYAR 59 68 45.8 28.3 29.3 2 0 0 1,222.6250
K_08 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 4 4.71% VTNRDIICQIAYAR 55 68 29.3 27.9 26.9 0 2 0 1,692.8851
K_08 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 4 4.71% DIICQIAYAR 59 68 40.6 28.0 25.4 2 0 0 1,222.6250
K_24 60S ribosomal protein L5 RL5_HUMAN 34,364 2 3 5 7.41% DIICQIAYAR 59 68 29.8 28.1 17.6 2 0 0 1,222.6250
K_24 60S ribosomal protein L5 RL5_HUMAN 34,364 2 3 5 7.41% YLMEEDEDAYKK 210 221 39.0 25.0 39.0 2 1 0 1,533.6779
L_06 60S ribosomal protein L5 RL5_HUMAN 34,364 4 4 6 14.50% DIICQIAYAR 59 68 42.5 28.1 25.7 2 0 0 1,222.6250
L_06 60S ribosomal protein L5 RL5_HUMAN 34,364 4 4 6 14.50% GAVDGGLSIPHSTK 165 178 60.3 27.6 55.2 2 0 0 1,338.7014
L_06 60S ribosomal protein L5 RL5_HUMAN 34,364 4 4 6 14.50% HIMGQNVADYMR 198 209 17.5 25.0 17.5 0 1 0 1,466.6516
L_06 60S ribosomal protein L5 RL5_HUMAN 34,364 4 4 6 14.50% QFSQYIK 222 228 25.9 26.8 7.2 1 0 0 913.4778
M_06 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 3 7.41% DIICQIAYAR 59 68 42.2 28.2 25.1 2 0 0 1,222.6250
M_06 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 3 7.41% HIMGQNVADYMR 198 209 19.2 25.0 17.6 0 1 0 1,466.6516
M_07 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 3 5.72% DIICQIAYAR 59 68 33.3 28.0 25.3 2 0 0 1,222.6250
M_07 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 3 5.72% QFSQYIK 222 228 20.8 26.3 2.1 1 0 0 913.4778
Q_06 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 4 8.08% DIICQIAYAR 59 68 39.3 28.2 22.6 2 0 0 1,222.6250
Q_06 60S ribosomal protein L5 RL5_HUMAN 34,364 2 2 4 8.08% GAVDGGLSIPHSTK 165 178 49.3 28.2 43.4 2 0 0 1,338.7014
A_11 60S ribosomal protein L6 RL6_HUMAN 32,729 2 2 4 9.03% VLATVTKPVGGDK 88 100 42.3 25.8 35.8 2 0 0 1,284.7524
A_11 60S ribosomal protein L6 RL6_HUMAN 32,729 2 2 4 9.03% SVFALTNGIYPHK 273 285 46.0 28.5 41.0 2 0 0 1,446.7740
A_32 60S ribosomal protein L6 RL6_HUMAN 32,729 5 5 8 19.40% VLATVTKPVGGDK 88 100 56.5 25.9 45.4 2 0 0 1,284.7524
A_32 60S ribosomal protein L6 RL6_HUMAN 32,729 5 5 8 19.40% HQEGEIFDTEK 227 237 36.4 25.0 35.5 1 0 0 1,332.6068
A_32 60S ribosomal protein L6 RL6_HUMAN 32,729 5 5 8 19.40% AVDSQILPK 252 260 30.3 25.0 11.2 2 0 0 970.5569
A_32 60S ribosomal protein L6 RL6_HUMAN 32,729 5 5 8 19.40% AIPQLQGYLR 263 272 53.3 28.2 41.0 2 0 0 1,158.6631
A_32 60S ribosomal protein L6 RL6_HUMAN 32,729 5 5 8 19.40% SVFALTNGIYPHK 273 285 43.8 28.6 36.5 1 0 0 1,446.7740
B_32 60S ribosomal protein L6 RL6_HUMAN 32,729 4 4 7 15.60% VLATVTKPVGGDK 88 100 40.7 25.6 36.5 2 0 0 1,284.7524
B_32 60S ribosomal protein L6 RL6_HUMAN 32,729 4 4 7 15.60% AVDSQILPK 252 260 29.3 25.0 11.2 2 0 0 970.5569
B_32 60S ribosomal protein L6 RL6_HUMAN 32,729 4 4 7 15.60% AIPQLQGYLR 263 272 57.9 27.6 45.0 2 0 0 1,158.6631
B_32 60S ribosomal protein L6 RL6_HUMAN 32,729 4 4 7 15.60% SVFALTNGIYPHK 273 285 33.8 28.0 24.9 1 0 0 1,446.7740
L_07 60S ribosomal protein L6 RL6_HUMAN 32,729 3 3 4 12.20% VLATVTKPVGGDK 88 100 28.5 25.6 26.5 1 0 0 1,284.7524
L_07 60S ribosomal protein L6 RL6_HUMAN 32,729 3 3 4 12.20% AVDSQILPK 252 260 21.0 26.1 3.9 1 0 0 970.5569
L_07 60S ribosomal protein L6 RL6_HUMAN 32,729 3 3 4 12.20% SVFALTNGIYPHK 273 285 51.6 28.0 45.2 2 0 0 1,446.7740
L_09 60S ribosomal protein L6 RL6_HUMAN 32,729 3 3 6 9.72% YYPTEDVPR 115 123 38.8 26.3 35.5 2 0 0 1,139.5368
L_09 60S ribosomal protein L6 RL6_HUMAN 32,729 3 3 6 9.72% AVDSQILPK 252 260 41.2 26.6 17.2 2 0 0 970.5569
L_09 60S ribosomal protein L6 RL6_HUMAN 32,729 3 3 6 9.72% AIPQLQGYLR 263 272 30.6 27.9 16.6 2 0 0 1,158.6631
L_10 60S ribosomal protein L6 RL6_HUMAN 32,729 2 2 2 7.64% VLATVTKPVGGDK 88 100 30.8 25.6 26.6 1 0 0 1,284.7524
L_10 60S ribosomal protein L6 RL6_HUMAN 32,729 2 2 2 7.64% AVDSQILPK 252 260 24.1 26.1 4.1 1 0 0 970.5569
L_13 60S ribosomal protein L6 RL6_HUMAN 32,729 2 2 2 7.64% VLATVTKPVGGDK 88 100 22.9 25.6 20.0 1 0 0 1,284.7524



L_13 60S ribosomal protein L6 RL6_HUMAN 32,729 2 2 2 7.64% AVDSQILPK 252 260 23.4 26.1 6.1 1 0 0 970.5569
Q_08 60S ribosomal protein L6 RL6_HUMAN 32,729 2 2 2 7.64% VLATVTKPVGGDK 88 100 30.8 25.6 25.6 1 0 0 1,284.7524
Q_08 60S ribosomal protein L6 RL6_HUMAN 32,729 2 2 2 7.64% YYPTEDVPR 115 123 20.8 26.2 16.9 1 0 0 1,139.5368
A_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 11 21.00% KKEVPAVPETLK 8 19 28.2 25.0 27.5 1 0 0 1,338.7993
A_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 11 21.00% AGNFYVPAEPK 78 88 31.4 28.4 22.2 2 0 0 1,192.5997
A_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 11 21.00% SVNELIYK 149 156 22.5 26.8 12.9 2 0 0 965.5302
A_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 11 21.00% SVNELIYKR 149 157 39.3 25.9 39.3 2 0 0 1,121.6313
A_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 11 21.00% KTTHFVEGGDAGNREDQINR 223 242 36.8 26.9 29.9 0 2 0 2,244.0754
A_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 11 21.00% TTHFVEGGDAGNREDQINR 224 242 33.2 25.6 33.2 1 1 0 2,115.9804
A_30 60S ribosomal protein L7 RL7_HUMAN 29,228 2 2 3 12.10% IALTDNALIAR 167 177 58.5 25.0 44.2 2 0 0 1,170.6842
A_30 60S ribosomal protein L7 RL7_HUMAN 29,228 2 2 3 12.10% TTHFVEGGDAGNREDQINR 224 242 33.4 25.0 20.7 0 0 1 2,115.9804
A_31 60S ribosomal protein L7 RL7_HUMAN 29,228 3 3 4 16.50% AGNFYVPAEPK 78 88 42.9 27.6 30.2 1 0 0 1,192.5997
A_31 60S ribosomal protein L7 RL7_HUMAN 29,228 3 3 4 16.50% IALTDNALIAR 167 177 46.9 25.0 38.7 1 0 0 1,170.6842
A_31 60S ribosomal protein L7 RL7_HUMAN 29,228 3 3 4 16.50% TTHFVEGGDAGNREDQINR 224 242 21.8 25.0 20.2 0 2 0 2,115.9804
A_32 60S ribosomal protein L7 RL7_HUMAN 29,228 4 5 7 20.20% KAGNFYVPAEPK 77 88 44.5 28.3 36.2 1 0 0 1,320.6947
A_32 60S ribosomal protein L7 RL7_HUMAN 29,228 4 5 7 20.20% SVNELIYK 149 156 25.3 26.8 18.5 1 0 0 965.5302
A_32 60S ribosomal protein L7 RL7_HUMAN 29,228 4 5 7 20.20% IALTDNALIAR 167 177 89.5 25.0 76.1 2 0 0 1,170.6842
A_32 60S ribosomal protein L7 RL7_HUMAN 29,228 4 5 7 20.20% TTHFVEGGDAGNREDQINR 224 242 18.2 25.0 13.5 0 2 1 2,115.9804
B_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 12 21.00% KAGNFYVPAEPK 77 88 32.2 28.2 32.2 2 0 0 1,320.6947
B_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 12 21.00% AGNFYVPAEPK 78 88 24.0 28.0 23.3 2 0 0 1,192.5997
B_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 12 21.00% SVNELIYKR 149 157 37.5 25.9 37.3 2 0 0 1,121.6313
B_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 12 21.00% IALTDNALIAR 167 177 82.9 25.0 70.6 2 0 0 1,170.6842
B_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 12 21.00% KTTHFVEGGDAGNREDQINR 223 242 52.5 26.7 45.6 0 2 0 2,244.0754
B_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 12 21.00% TTHFVEGGDAGNREDQINR 224 242 41.6 25.7 40.6 1 1 0 2,115.9804
C_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 10 20.60% LRQIFNGTFVK 114 124 28.2 25.2 23.2 1 0 0 1,322.7580
C_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 10 20.60% SVNELIYK 149 156 29.0 26.7 20.4 1 0 0 965.5302
C_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 10 20.60% SVNELIYKR 149 157 34.0 26.4 28.5 2 0 0 1,121.6313
C_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 10 20.60% IALTDNALIAR 167 177 77.3 25.7 65.4 2 0 0 1,170.6842
C_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 10 20.60% KTTHFVEGGDAGNREDQINR 223 242 45.0 26.8 42.3 0 1 2 2,244.0754
C_09 60S ribosomal protein L7 RL7_HUMAN 29,228 6 7 10 20.60% TTHFVEGGDAGNREDQINR 224 242 20.8 25.0 20.1 0 1 0 2,115.9804
C_10 60S ribosomal protein L7 RL7_HUMAN 29,228 2 2 3 12.10% IALTDNALIAR 167 177 38.4 25.0 28.5 2 0 0 1,170.6842
C_10 60S ribosomal protein L7 RL7_HUMAN 29,228 2 2 3 12.10% TTHFVEGGDAGNREDQINR 224 242 18.1 25.0 15.2 0 1 0 2,115.9804
L_06 60S ribosomal protein L7 RL7_HUMAN 29,228 4 5 8 15.70% AGNFYVPAEPK 78 88 38.5 28.1 34.5 2 0 0 1,192.5997
L_06 60S ribosomal protein L7 RL7_HUMAN 29,228 4 5 8 15.70% SVNELIYK 149 156 33.9 27.8 22.9 2 0 0 965.5302
L_06 60S ribosomal protein L7 RL7_HUMAN 29,228 4 5 8 15.70% SVNELIYKR 149 157 39.3 25.1 32.2 2 0 0 1,121.6313
L_06 60S ribosomal protein L7 RL7_HUMAN 29,228 4 5 8 15.70% TTHFVEGGDAGNREDQINR 224 242 20.1 25.7 8.4 0 1 1 2,115.9804
M_06 60S ribosomal protein L7 RL7_HUMAN 29,228 4 4 8 15.70% AGNFYVPAEPK 78 88 48.1 27.6 42.5 2 0 0 1,192.5997
M_06 60S ribosomal protein L7 RL7_HUMAN 29,228 4 4 8 15.70% SVNELIYK 149 156 33.4 26.3 21.0 2 0 0 965.5302
M_06 60S ribosomal protein L7 RL7_HUMAN 29,228 4 4 8 15.70% SVNELIYKR 149 157 34.2 25.1 28.8 2 0 0 1,121.6313
M_06 60S ribosomal protein L7 RL7_HUMAN 29,228 4 4 8 15.70% TTHFVEGGDAGNREDQINR 224 242 23.7 25.6 15.7 0 2 0 2,115.9804
Q_06 60S ribosomal protein L7 RL7_HUMAN 29,228 3 3 5 15.70% AGNFYVPAEPK 78 88 32.7 27.8 28.1 2 0 0 1,192.5997
Q_06 60S ribosomal protein L7 RL7_HUMAN 29,228 3 3 5 15.70% SVNELIYKR 149 157 27.1 25.1 23.1 1 0 0 1,121.6313
Q_06 60S ribosomal protein L7 RL7_HUMAN 29,228 3 3 5 15.70% TTHFVEGGDAGNREDQINR 224 242 18.1 25.8 5.2 0 2 0 2,115.9804
A_09 60S ribosomal protein L7a RL7A_HUMAN 29,996 7 8 13 34.20% KVVNPLFEK 26 34 23.8 26.8 13.6 2 0 0 1,073.6354
A_09 60S ribosomal protein L7a RL7A_HUMAN 29,996 7 8 13 34.20% NFGIGQDIQPK 38 48 52.2 28.3 33.7 1 0 0 1,216.6323
A_09 60S ribosomal protein L7a RL7A_HUMAN 29,996 7 8 13 34.20% VPPAINQFTQALDR 76 89 48.8 27.7 38.1 2 0 0 1,569.8385
A_09 60S ribosomal protein L7a RL7A_HUMAN 29,996 7 8 13 34.20% AGVNTVTTLVENKK 138 151 70.4 26.7 66.6 2 1 0 1,473.8272
A_09 60S ribosomal protein L7a RL7A_HUMAN 29,996 7 8 13 34.20% KTCTTVAFTQVNSEDKGALAK 197 217 33.3 27.1 33.3 0 1 0 2,269.1495
A_09 60S ribosomal protein L7a RL7A_HUMAN 29,996 7 8 13 34.20% TNYNDRYDEIRR 224 235 33.8 26.1 27.8 0 2 0 1,614.7619
A_09 60S ribosomal protein L7a RL7A_HUMAN 29,996 7 8 13 34.20% HWGGNVLGPK 236 245 38.8 27.1 34.1 2 0 0 1,064.5637
A_32 60S ribosomal protein L7a RL7A_HUMAN 29,996 3 3 5 14.70% NFGIGQDIQPK 38 48 41.0 28.4 29.1 2 0 0 1,216.6323
A_32 60S ribosomal protein L7a RL7A_HUMAN 29,996 3 3 5 14.70% AGVNTVTTLVENK 138 150 80.7 28.2 72.2 2 0 0 1,345.7322
A_32 60S ribosomal protein L7a RL7A_HUMAN 29,996 3 3 5 14.70% TCTTVAFTQVNSEDK 198 212 55.2 25.0 46.1 1 0 0 1,700.7797
B_31 60S ribosomal protein L7a RL7A_HUMAN 29,996 2 2 3 5.26% AGVNTVTTLVENK 138 150 71.3 28.1 59.4 2 0 0 1,345.7322
B_31 60S ribosomal protein L7a RL7A_HUMAN 29,996 2 2 3 5.26% AGVNTVTTLVENKK 138 151 24.1 27.1 19.0 0 1 0 1,473.8272
B_32 60S ribosomal protein L7a RL7A_HUMAN 29,996 2 2 3 7.89% VVNPLFEK 27 34 29.1 28.4 20.7 1 0 0 945.5404
B_32 60S ribosomal protein L7a RL7A_HUMAN 29,996 2 2 3 7.89% AGVNTVTTLVENK 138 150 71.6 28.2 64.2 2 0 0 1,345.7322
C_09 60S ribosomal protein L7a RL7A_HUMAN 29,996 4 5 7 12.40% KVVNPLFEK 26 34 23.5 27.3 11.8 1 0 0 1,073.6354
C_09 60S ribosomal protein L7a RL7A_HUMAN 29,996 4 5 7 12.40% AGVNTVTTLVENK 138 150 68.8 28.0 62.9 2 0 0 1,345.7322
C_09 60S ribosomal protein L7a RL7A_HUMAN 29,996 4 5 7 12.40% AGVNTVTTLVENKK 138 151 43.2 27.3 40.3 1 2 0 1,473.8272
C_09 60S ribosomal protein L7a RL7A_HUMAN 29,996 4 5 7 12.40% HWGGNVLGPK 236 245 27.9 27.4 25.6 1 0 0 1,064.5637
L_06 60S ribosomal protein L7a RL7A_HUMAN 29,996 5 5 8 18.80% KVVNPLFEK 26 34 33.0 26.4 21.9 2 0 0 1,073.6354
L_06 60S ribosomal protein L7a RL7A_HUMAN 29,996 5 5 8 18.80% AGVNTVTTLVENKK 138 151 59.7 26.6 53.0 2 0 0 1,473.8272
L_06 60S ribosomal protein L7a RL7A_HUMAN 29,996 5 5 8 18.80% KTCTTVAFTQVNSEDK 197 212 28.2 26.8 25.1 0 1 0 1,828.8747
L_06 60S ribosomal protein L7a RL7A_HUMAN 29,996 5 5 8 18.80% TCTTVAFTQVNSEDK 198 212 91.9 25.0 91.9 2 0 0 1,700.7797
L_06 60S ribosomal protein L7a RL7A_HUMAN 29,996 5 5 8 18.80% TNYNDRYDEIR 224 234 17.1 25.0 8.8 0 1 0 1,458.6608
M_06 60S ribosomal protein L7a RL7A_HUMAN 29,996 4 4 6 19.90% NFGIGQDIQPK 38 48 44.0 29.1 35.0 2 0 0 1,216.6323
M_06 60S ribosomal protein L7a RL7A_HUMAN 29,996 4 4 6 19.90% VPPAINQFTQALDR 76 89 58.5 27.3 55.8 1 0 0 1,569.8385
M_06 60S ribosomal protein L7a RL7A_HUMAN 29,996 4 4 6 19.90% AGVNTVTTLVENK 138 150 90.8 28.5 77.2 2 0 0 1,345.7322
M_06 60S ribosomal protein L7a RL7A_HUMAN 29,996 4 4 6 19.90% TCTTVAFTQVNSEDK 198 212 69.1 25.0 69.1 1 0 0 1,700.7797
M_12 60S ribosomal protein L7a RL7A_HUMAN 29,996 2 2 2 9.02% NFGIGQDIQPK 38 48 44.8 28.7 34.0 1 0 0 1,216.6323
M_12 60S ribosomal protein L7a RL7A_HUMAN 29,996 2 2 2 9.02% AGVNTVTTLVENK 138 150 39.5 28.4 36.3 1 0 0 1,345.7322
A_08 60S ribosomal protein L8 RL8_HUMAN 28,025 2 3 5 10.50% ASGNYATVISHNPETK 129 144 68.9 27.1 61.1 2 1 0 1,688.8238
A_08 60S ribosomal protein L8 RL8_HUMAN 28,025 2 3 5 10.50% AVVGVVAGGGR 164 174 68.8 25.0 56.3 2 0 0 941.5527
A_09 60S ribosomal protein L8 RL8_HUMAN 28,025 2 2 4 10.50% ASGNYATVISHNPETK 129 144 60.9 27.3 53.6 2 0 0 1,688.8238
A_09 60S ribosomal protein L8 RL8_HUMAN 28,025 2 2 4 10.50% AVVGVVAGGGR 164 174 60.2 25.0 46.6 2 0 0 941.5527
B_08 60S ribosomal protein L8 RL8_HUMAN 28,025 2 2 3 10.50% ASGNYATVISHNPETK 129 144 41.3 27.0 36.2 1 0 0 1,688.8238
B_08 60S ribosomal protein L8 RL8_HUMAN 28,025 2 2 3 10.50% AVVGVVAGGGR 164 174 42.5 25.0 41.3 2 0 0 941.5527
B_09 60S ribosomal protein L8 RL8_HUMAN 28,025 4 5 8 13.60% ASGNYATVISHNPETK 129 144 70.3 27.1 65.8 2 2 0 1,688.8238
B_09 60S ribosomal protein L8 RL8_HUMAN 28,025 4 5 8 13.60% ASGNYATVISHNPETKK 129 145 25.7 28.2 17.7 0 1 0 1,816.9188
B_09 60S ribosomal protein L8 RL8_HUMAN 28,025 4 5 8 13.60% AVVGVVAGGGR 164 174 47.9 25.0 35.0 2 0 0 941.5527
B_09 60S ribosomal protein L8 RL8_HUMAN 28,025 4 5 8 13.60% AVVGVVAGGGRIDKPILK 164 181 25.2 25.0 23.3 0 1 0 1,749.0748
C_09 60S ribosomal protein L8 RL8_HUMAN 28,025 2 2 4 10.50% ASGNYATVISHNPETK 129 144 62.1 27.3 57.2 2 0 0 1,688.8238
C_09 60S ribosomal protein L8 RL8_HUMAN 28,025 2 2 4 10.50% AVVGVVAGGGR 164 174 59.8 25.6 49.5 2 0 0 941.5527
L_06 60S ribosomal protein L8 RL8_HUMAN 28,025 2 3 5 13.20% ASGNYATVISHNPETK 129 144 59.2 27.2 56.7 2 2 0 1,688.8238
L_06 60S ribosomal protein L8 RL8_HUMAN 28,025 2 3 5 13.20% AVVGVVAGGGRIDKPILK 164 181 17.6 25.0 17.6 0 1 0 1,749.0748
A_06 60S ribosomal protein L9 RL9_HUMAN 21,877 2 2 4 10.90% TICSHVQNMIK 72 82 34.3 27.0 25.1 2 0 0 1,346.6556
A_06 60S ribosomal protein L9 RL9_HUMAN 21,877 2 2 4 10.90% FLDGIYVSEK 175 184 68.1 26.5 59.2 2 0 0 1,170.6042
B_06 60S ribosomal protein L9 RL9_HUMAN 21,877 3 3 5 11.50% TICSHVQNMIK 72 82 25.2 27.3 17.9 1 0 0 1,346.6556
B_06 60S ribosomal protein L9 RL9_HUMAN 21,877 3 3 5 11.50% KFLDGIYVSEK 174 184 51.3 27.5 34.3 2 0 0 1,298.6992
B_06 60S ribosomal protein L9 RL9_HUMAN 21,877 3 3 5 11.50% FLDGIYVSEK 175 184 31.8 25.9 25.0 2 0 0 1,170.6042
B_07 60S ribosomal protein L9 RL9_HUMAN 21,877 2 2 2 10.90% TICSHVQNMIK 72 82 23.9 27.3 22.1 1 0 0 1,346.6556
B_07 60S ribosomal protein L9 RL9_HUMAN 21,877 2 2 2 10.90% FLDGIYVSEK 175 184 28.6 25.9 19.6 1 0 0 1,170.6042
C_06 60S ribosomal protein L9 RL9_HUMAN 21,877 3 3 6 11.50% TICSHVQNMIK 72 82 33.7 27.3 23.7 2 0 0 1,346.6556
C_06 60S ribosomal protein L9 RL9_HUMAN 21,877 3 3 6 11.50% KFLDGIYVSEK 174 184 36.9 26.8 17.3 2 0 0 1,298.6992
C_06 60S ribosomal protein L9 RL9_HUMAN 21,877 3 3 6 11.50% FLDGIYVSEK 175 184 41.9 25.8 31.0 2 0 0 1,170.6042
C_07 60S ribosomal protein L9 RL9_HUMAN 21,877 2 2 3 5.73% KFLDGIYVSEK 174 184 36.5 26.8 32.7 1 0 0 1,298.6992
C_07 60S ribosomal protein L9 RL9_HUMAN 21,877 2 2 3 5.73% FLDGIYVSEK 175 184 31.7 25.8 24.4 2 0 0 1,170.6042
I_06 60S ribosomal protein L9 RL9_HUMAN 21,877 2 2 3 5.73% KFLDGIYVSEK 174 184 22.0 27.2 7.7 1 0 0 1,298.6992
I_06 60S ribosomal protein L9 RL9_HUMAN 21,877 2 2 3 5.73% FLDGIYVSEK 175 184 41.8 26.0 32.4 2 0 0 1,170.6042
M_05 60S ribosomal protein L9 RL9_HUMAN 21,877 2 2 3 5.73% KFLDGIYVSEK 174 184 23.1 27.1 17.2 1 0 0 1,298.6992
M_05 60S ribosomal protein L9 RL9_HUMAN 21,877 2 2 3 5.73% FLDGIYVSEK 175 184 56.6 26.4 37.8 2 0 0 1,170.6042
Q_05 60S ribosomal protein L9 RL9_HUMAN 21,877 3 3 3 18.80% TICSHVQNMIK 72 82 29.0 27.8 24.3 1 0 0 1,346.6556
Q_05 60S ribosomal protein L9 RL9_HUMAN 21,877 3 3 3 18.80% MRPGVACSVSQAQK 128 141 32.3 27.4 22.0 0 1 0 1,534.7465
Q_05 60S ribosomal protein L9 RL9_HUMAN 21,877 3 3 3 18.80% KFLDGIYVSEK 174 184 32.5 27.1 27.7 1 0 0 1,298.6992
A_09 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 6.94% IIQLLDDYPK 17 26 68.8 27.6 54.6 2 0 0 1,217.6779
A_09 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 6.94% CFIVGADNVGSK 27 38 38.8 26.2 32.1 2 0 0 1,266.6148
A_10 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 6.94% IIQLLDDYPK 17 26 68.3 27.6 56.6 2 0 0 1,217.6779
A_10 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 6.94% TSFFQALGITTK 135 146 73.4 27.2 59.3 2 0 0 1,313.7101
B_09 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 7.57% CFIVGADNVGSK 27 38 32.8 26.8 32.8 2 0 0 1,266.6148
B_09 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 7.57% TSFFQALGITTK 135 146 65.9 27.2 57.0 2 0 0 1,313.7101
B_11 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 6.94% IIQLLDDYPK 17 26 61.6 27.6 52.4 2 0 0 1,217.6779



B_11 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 6.94% TSFFQALGITTK 135 146 76.3 27.0 62.3 2 0 0 1,313.7101
C_09 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 3 3 6 9.78% IIQLLDDYPK 17 26 65.5 27.1 55.4 2 0 0 1,217.6779
C_09 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 3 3 6 9.78% GNVGFVFTK 84 92 39.1 26.8 34.8 2 0 0 968.5200
C_09 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 3 3 6 9.78% TSFFQALGITTK 135 146 60.6 27.4 54.5 2 0 0 1,313.7101
H_07 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 6.94% IIQLLDDYPK 17 26 57.3 26.8 52.8 2 0 0 1,217.6779
H_07 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 6.94% CFIVGADNVGSK 27 38 29.3 26.8 27.4 2 0 0 1,266.6148
H_08 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 5.99% IIQLLDDYPK 17 26 55.5 27.3 40.0 2 0 0 1,217.6779
H_08 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 5.99% GNVGFVFTK 84 92 32.9 26.2 30.4 2 0 0 968.5200
L_07 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 3 3 6 10.70% GNVGFVFTK 84 92 31.8 26.9 27.2 2 0 0 968.5200
L_07 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 3 3 6 10.70% TSFFQALGITTK 135 146 102.0 27.0 89.3 2 0 0 1,313.7101
L_07 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 3 3 6 10.70% GTIEILSDVQLIK 150 162 72.0 25.0 54.4 2 0 0 1,428.8311
L_09 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 3 6.94% IIQLLDDYPK 17 26 46.1 27.4 37.5 2 0 0 1,217.6779
L_09 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 3 6.94% TSFFQALGITTK 135 146 71.5 27.8 58.8 1 0 0 1,313.7101
M_06 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 6.94% IIQLLDDYPK 17 26 45.9 27.3 40.0 2 0 0 1,217.6779
M_06 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 6.94% TSFFQALGITTK 135 146 89.1 27.5 75.7 2 0 0 1,313.7101
O_07 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 6.94% IIQLLDDYPK 17 26 58.4 27.4 47.0 2 0 0 1,217.6779
O_07 60S acidic ribosomal protein P0 RLA0_HUMAN 34,371 2 2 4 6.94% TSFFQALGITTK 135 146 80.1 27.7 60.8 2 0 0 1,313.7101
A_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 3 3 6 24.30% ILDSVGIEADDDR 26 38 72.5 26.1 69.9 2 0 0 1,417.6808
A_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 3 3 6 24.30% ILDSVGIEADDDRLNK 26 41 70.5 27.7 63.3 2 0 0 1,772.9028
A_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 3 3 6 24.30% NIEDVIAQGIGK 50 61 80.6 27.3 70.0 2 0 0 1,256.6847
B_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 2 2 4 13.90% ILDSVGIEADDDR 26 38 64.3 26.6 59.8 2 0 0 1,417.6808
B_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 2 2 4 13.90% ILDSVGIEADDDRLNK 26 41 62.5 27.7 57.5 2 0 0 1,772.9028
C_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 3 3 6 24.30% ILDSVGIEADDDR 26 38 59.6 26.6 44.9 2 0 0 1,417.6808
C_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 3 3 6 24.30% ILDSVGIEADDDRLNK 26 41 70.2 27.7 64.9 2 0 0 1,772.9028
C_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 3 3 6 24.30% NIEDVIAQGIGK 50 61 75.5 27.3 63.0 2 0 0 1,256.6847
F_05 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 2 2 3 24.30% ILDSVGIEADDDRLNK 26 41 25.4 27.7 12.3 0 1 0 1,772.9028
F_05 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 2 2 3 24.30% NIEDVIAQGIGK 50 61 88.3 27.1 72.2 2 0 0 1,256.6847
H_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 3 3 6 24.30% ILDSVGIEADDDR 26 38 73.4 26.4 66.2 2 0 0 1,417.6808
H_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 3 3 6 24.30% ILDSVGIEADDDRLNK 26 41 49.4 27.9 48.6 2 0 0 1,772.9028
H_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 3 3 6 24.30% NIEDVIAQGIGK 50 61 88.9 27.3 75.7 2 0 0 1,256.6847
I_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 2 2 4 24.30% ILDSVGIEADDDRLNK 26 41 71.6 27.4 62.8 2 0 0 1,772.9028
I_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 2 2 4 24.30% NIEDVIAQGIGK 50 61 100.0 27.3 85.8 2 0 0 1,256.6847
K_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 2 2 6 24.30% ILDSVGIEADDDRLNK 26 41 78.3 27.8 73.4 2 0 0 1,772.9028
K_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 2 2 6 24.30% NIEDVIAQGIGK 50 61 88.2 27.3 76.9 4 0 0 1,256.6847
L_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 2 2 3 25.20% KILDSVGIEADDDRLNK 25 41 26.2 27.2 22.1 0 1 0 1,900.9978
L_03 60S acidic ribosomal protein P2 RLA2_HUMAN 11,703 2 2 3 25.20% NIEDVIAQGIGK 50 61 82.0 27.3 70.5 2 0 0 1,256.6847
A_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 2 2 4 11.60% NYIQGINLVQAK 151 162 61.0 27.7 53.9 2 0 0 1,360.7584
A_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 2 2 4 11.60% KLVESLPQEIK 163 173 44.8 26.0 22.9 2 0 0 1,283.7571
B_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 4 4 8 18.20% NYIQGINLVQAK 151 162 69.8 28.0 56.8 2 0 0 1,360.7584
B_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 4 4 8 18.20% KLVESLPQEIK 163 173 44.5 25.0 37.3 2 0 0 1,283.7571
B_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 4 4 8 18.20% LVESLPQEIK 164 173 42.8 25.8 29.5 2 0 0 1,155.6621
B_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 4 4 8 18.20% AALEAVGGTVVLE 186 198 37.4 28.7 33.2 2 0 0 1,228.6784
C_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 3 3 6 12.10% KLVESLPQEIK 163 173 38.6 25.0 26.6 2 0 0 1,283.7571
C_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 3 3 6 12.10% LVESLPQEIK 164 173 41.3 25.0 19.4 2 0 0 1,155.6621
C_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 3 3 6 12.10% AALEAVGGTVVLE 186 198 37.2 28.7 25.9 2 0 0 1,228.6784
F_08 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 3 3 5 18.20% NYIQGINLVQAK 151 162 74.5 27.1 62.0 2 0 0 1,360.7584
F_08 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 3 3 5 18.20% KLVESLPQEIK 163 173 39.0 25.0 33.1 1 0 0 1,283.7571
F_08 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 3 3 5 18.20% AALEAVGGTVVLE 186 198 44.8 28.4 37.2 2 0 0 1,228.6784
H_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 3 3 6 18.20% NYIQGINLVQAK 151 162 66.1 27.1 54.2 2 0 0 1,360.7584
H_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 3 3 6 18.20% KLVESLPQEIK 163 173 42.2 25.0 28.4 2 0 0 1,283.7571
H_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 3 3 6 18.20% AALEAVGGTVVLE 186 198 29.9 28.4 29.9 2 0 0 1,228.6784
I_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 4 4 8 18.20% NYIQGINLVQAK 151 162 67.2 27.3 55.1 2 0 0 1,360.7584
I_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 4 4 8 18.20% KLVESLPQEIK 163 173 43.2 25.0 32.8 2 0 0 1,283.7571
I_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 4 4 8 18.20% LVESLPQEIK 164 173 40.9 26.1 21.3 2 0 0 1,155.6621
I_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 4 4 8 18.20% AALEAVGGTVVLE 186 198 43.9 28.4 35.0 2 0 0 1,228.6784
J_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 2 2 2 5.56% KLVESLPQEIK 163 173 20.9 25.0 15.4 1 0 0 1,283.7571
J_05 39S ribosomal protein L12, mitochondrial RM12_HUMAN 21,348 2 2 2 5.56% LVESLPQEIK 164 173 27.9 25.4 18.6 1 0 0 1,155.6621
C_05 39S ribosomal protein L13, mitochondrial RM13_HUMAN 20,693 2 2 2 10.70% LAIYGMLPK 106 114 23.6 27.0 16.8 1 0 0 1,021.5753
C_05 39S ribosomal protein L13, mitochondrial RM13_HUMAN 20,693 2 2 2 10.70% NLVEELPQPR 140 149 24.8 26.7 20.1 1 0 0 1,194.6478
A_09 39S ribosomal protein L19, mitochondrial RM19_HUMAN 33,536 2 2 2 6.51% GLGATFILR 144 152 44.6 25.0 30.2 1 0 0 947.5674
A_09 39S ribosomal protein L19, mitochondrial RM19_HUMAN 33,536 2 2 2 6.51% RLDDSLLYLR 182 191 24.1 27.2 16.2 1 0 0 1,263.7057
B_09 39S ribosomal protein L19, mitochondrial RM19_HUMAN 33,536 2 2 4 6.16% GLGATFILR 144 152 50.3 25.0 35.8 2 0 0 947.5674
B_09 39S ribosomal protein L19, mitochondrial RM19_HUMAN 33,536 2 2 4 6.16% LDDSLLYLR 183 191 42.0 27.9 25.7 2 0 0 1,107.6046
C_05 39S ribosomal protein L48, mitochondrial RM48_HUMAN 23,936 2 2 4 11.30% TIEVLQLQDQGSK 131 143 80.7 28.5 62.5 2 0 0 1,458.7801
C_05 39S ribosomal protein L48, mitochondrial RM48_HUMAN 23,936 2 2 4 11.30% ARPELEELLAK 200 210 38.7 25.9 21.3 2 0 0 1,268.7210
B_07 Regulator of microtubule dynamics protein 1 RMD1_HUMAN 35,810 4 4 6 12.10% LYQLLTQYK 102 110 49.0 25.3 39.2 2 0 0 1,169.6566
B_07 Regulator of microtubule dynamics protein 1 RMD1_HUMAN 35,810 4 4 6 12.10% ESEDAELLWR 111 120 31.1 25.0 17.4 1 0 0 1,247.5903
B_07 Regulator of microtubule dynamics protein 1 RMD1_HUMAN 35,810 4 4 6 12.10% AEQVDPNFYSK 251 261 20.3 25.0 20.1 1 0 0 1,297.6059
B_07 Regulator of microtubule dynamics protein 1 RMD1_HUMAN 35,810 4 4 6 12.10% LAAFWLMK 278 285 37.2 26.0 24.5 2 0 0 995.5384
H_06 Regulator of microtubule dynamics protein 1 RMD1_HUMAN 35,810 2 2 3 6.37% LYQLLTQYK 102 110 30.6 26.0 25.0 2 0 0 1,169.6566
H_06 Regulator of microtubule dynamics protein 1 RMD1_HUMAN 35,810 2 2 3 6.37% AEQVDPNFYSK 251 261 27.2 25.0 27.2 1 0 0 1,297.6059
I_08 Brain ribonuclease RNBR_BOVIN 18,450 2 3 4 22.80% CKPVNTFVHESLDDVK 66 81 30.6 26.8 26.8 2 1 0 1,887.9271
I_08 Brain ribonuclease RNBR_BOVIN 18,450 2 3 4 22.80% STMSITDCRETGSSKYPNCAYK 103 124 17.5 25.0 17.5 0 1 0 2,572.1114
J_07 Brain ribonuclease RNBR_BOVIN 18,450 2 2 3 15.00% CKPVNTFVHESLDDVK 66 81 25.9 27.2 6.8 2 0 0 1,887.9271
J_07 Brain ribonuclease RNBR_BOVIN 18,450 2 2 3 15.00% STMSITDCR 103 111 25.4 25.0 24.9 1 0 0 1,086.4555
K_07 Brain ribonuclease RNBR_BOVIN 18,450 2 3 5 15.00% CKPVNTFVHESLDDVK 66 81 47.3 26.9 42.3 2 2 0 1,887.9271
K_07 Brain ribonuclease RNBR_BOVIN 18,450 2 3 5 15.00% STMSITDCR 103 111 26.1 25.0 26.1 1 0 0 1,086.4555
A_20 Zinc phosphodiesterase ELAC protein 2 RNZ2_HUMAN 92,260 3 3 4 4.12% LDNIFLTR 105 112 30.2 26.7 29.2 1 0 0 991.5572
A_20 Zinc phosphodiesterase ELAC protein 2 RNZ2_HUMAN 92,260 3 3 4 4.12% CVLSGPPQLEK 136 146 35.6 25.8 22.5 2 0 0 1,227.6404
A_20 Zinc phosphodiesterase ELAC protein 2 RNZ2_HUMAN 92,260 3 3 4 4.12% CLQEGAEISSPAVER 609 623 48.8 25.7 44.1 1 0 0 1,645.7851
A_15 60 kDa SS‐A/Ro ribonucleoprotein RO60_HUMAN 60,672 2 2 4 4.09% LGLENAEALIR 53 63 53.6 26.7 39.7 2 0 0 1,198.6791
A_15 60 kDa SS‐A/Ro ribonucleoprotein RO60_HUMAN 60,672 2 2 4 4.09% GGMALALAVTK 160 170 45.8 27.9 42.1 2 0 0 1,047.5869
A_07 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 3 4.84% DYFEQYGK 123 130 18.2 25.0 18.2 1 0 0 1,049.4575
A_07 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 3 4.84% IEVIEIMTDR 131 140 51.5 27.8 40.5 2 0 0 1,234.6350
A_09 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 4 9.14% DYFEQYGK 123 130 24.3 25.0 24.3 2 0 0 1,049.4575
A_09 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 4 9.14% IEVIEIMTDR 131 140 44.2 29.1 28.6 1 0 0 1,218.6400
A_09 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 4 9.14% SSGPYGGGGQYFAKPR 285 300 15.0 26.2 8.3 0 1 0 1,628.7817
A_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 4 8 13.70% KIFVGGIKEDTEEHHLR 106 122 23.0 27.1 0.0 0 1 0 2,008.0613
A_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 4 8 13.70% IFVGGIKEDTEEHHLR 107 122 73.1 27.6 0.0 2 2 0 1,879.9663
A_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 4 8 13.70% DYFEQYGK 123 130 37.8 25.0 37.8 2 0 0 1,049.4575
A_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 4 8 13.70% IEVIEIMTDR 131 140 59.7 28.8 50.7 4 0 0 1,218.6400
A_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 4 8 13.70% SSGPYGGGGQYFAKPR 285 300 108.0 26.6 97.3 2 0 0 1,628.7817
B_07 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 3 4.84% DYFEQYGK 123 130 20.8 25.0 20.8 1 0 0 1,049.4575
B_07 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 3 4.84% IEVIEIMTDR 131 140 54.4 28.4 45.0 2 0 0 1,234.6350
B_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 6 15.90% LFIGGLSFETTDESLR 16 31 84.6 27.9 79.5 2 0 0 1,784.9067
B_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 6 15.90% KIFVGGIKEDTEEHHLR 106 122 31.1 27.3 0.0 0 1 0 2,008.0613
B_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 6 15.90% IFVGGIKEDTEEHHLR 107 122 40.1 27.4 0.0 0 1 0 1,879.9663
B_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 6 15.90% IEVIEIMTDR 131 140 64.0 27.8 53.3 2 0 0 1,234.6350
B_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 6 15.90% SSGPYGGGGQYFAKPR 285 300 78.8 26.5 66.3 2 0 0 1,628.7817
B_11 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 6 13.70% KIFVGGIKEDTEEHHLR 106 122 30.7 27.3 0.0 0 1 0 2,008.0613
B_11 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 6 13.70% IFVGGIKEDTEEHHLR 107 122 35.7 27.4 0.0 0 2 0 1,879.9663
B_11 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 6 13.70% DYFEQYGK 123 130 22.4 25.0 18.1 2 0 0 1,049.4575
B_11 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 6 13.70% IEVIEIMTDR 131 140 50.2 28.5 46.7 2 0 0 1,234.6350
B_11 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 6 13.70% SSGPYGGGGQYFAKPR 285 300 63.7 26.5 55.1 2 0 0 1,628.7817
C_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 3 5 11.30% IFVGGIKEDTEEHHLR 107 122 21.8 27.7 0.0 0 2 0 1,879.9663
C_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 3 5 11.30% IEVIEIMTDR 131 140 65.2 28.4 48.9 3 0 0 1,234.6350
C_10 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 3 5 11.30% SSGPYGGGGQYFAKPR 285 300 85.6 26.2 66.9 2 0 0 1,628.7817
C_11 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 4 11.60% KIFVGGIKEDTEEHHLR 106 122 18.7 27.4 0.0 0 1 0 2,008.0613
C_11 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 4 11.60% IFVGGIKEDTEEHHLR 107 122 23.0 27.5 0.0 0 1 0 1,879.9663
C_11 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 4 11.60% IEVIEIMTDR 131 140 44.0 28.4 28.9 2 0 0 1,234.6350
C_11 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 4 11.60% SSGPYGGGGQYFAKPR 285 300 76.1 26.3 66.2 2 0 0 1,628.7817
D_15 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 4 10.50% LFIGGLSFETTDESLR 16 31 75.2 27.6 65.2 1 0 0 1,784.9067



D_15 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 4 10.50% EDSQRPGAHLTVK 93 105 24.8 27.7 16.5 0 1 0 1,437.7446
D_15 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 4 10.50% IEVIEIMTDR 131 140 39.1 28.2 30.3 2 0 0 1,234.6350
D_16 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 4 6 10 12.60% LFIGGLSFETTDESLR 16 31 107.0 27.6 92.4 2 0 0 1,784.9067
D_16 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 4 6 10 12.60% EDSQRPGAHLTVK 93 105 22.5 27.9 11.4 1 1 0 1,437.7446
D_16 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 4 6 10 12.60% DYFEQYGK 123 130 27.4 25.0 27.4 2 0 0 1,049.4575
D_16 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 4 6 10 12.60% IEVIEIMTDR 131 140 56.9 28.9 48.4 4 0 0 1,218.6400
E_16 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 3 6.99% LFIGGLSFETTDESLR 16 31 100.0 27.6 91.5 1 0 0 1,784.9067
E_16 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 3 6.99% IEVIEIMTDR 131 140 53.8 28.4 33.4 2 0 0 1,234.6350
F_13 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 4 4 7 16.90% EDSQRPGAHLTVK 93 105 31.5 27.5 20.0 0 1 0 1,437.7446
F_13 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 4 4 7 16.90% IFVGGIKEDTEEHHLR 107 122 36.5 27.3 0.0 0 2 0 1,879.9663
F_13 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 4 4 7 16.90% DYFEQYGK 123 130 36.4 25.0 36.4 2 0 0 1,049.4575
F_13 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 4 4 7 16.90% IEVIEIMTDR 131 140 66.5 29.1 58.8 2 0 0 1,218.6400
F_13 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 4 4 7 16.90% SSGPYGGGGQYFAKPR 285 300 79.8 26.6 75.7 2 0 0 1,628.7817
H_08 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 3 6.99% IEVIEIMTDR 131 140 37.2 28.7 31.5 2 0 0 1,234.6350
H_08 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 3 6.99% SSGPYGGGGQYFAKPR 285 300 20.7 26.9 11.2 0 1 0 1,628.7817
H_09 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 4 8 11.30% IFVGGIKEDTEEHHLR 107 122 39.5 27.5 0.0 0 2 0 1,879.9663
H_09 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 4 8 11.30% IEVIEIMTDR 131 140 65.2 28.5 47.4 4 0 0 1,234.6350
H_09 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 4 8 11.30% SSGPYGGGGQYFAKPR 285 300 91.6 26.5 77.6 2 2 0 1,628.7817
I_09 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 4 8 9.14% DYFEQYGK 123 130 31.9 25.0 31.9 2 0 0 1,049.4575
I_09 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 4 8 9.14% IEVIEIMTDR 131 140 73.1 28.5 53.5 2 0 0 1,234.6350
I_09 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 4 8 9.14% SSGPYGGGGQYFAKPR 285 300 57.0 26.8 42.2 2 2 0 1,628.7817
J_09 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 3 6 11.30% IFVGGIKEDTEEHHLR 107 122 20.8 27.6 0.0 0 2 0 1,879.9663
J_09 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 3 6 11.30% IEVIEIMTDR 131 140 68.0 28.4 49.7 2 0 0 1,218.6400
J_09 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 3 6 11.30% SSGPYGGGGQYFAKPR 285 300 54.7 27.1 43.5 2 2 0 1,628.7817
L_06 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 4 6.45% DYFEQYGK 123 130 37.8 25.0 37.8 2 0 0 1,049.4575
L_06 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 4 6.45% SSGPYGGGGQYFAKPR 285 300 67.9 27.0 57.0 2 0 0 1,628.7817
L_07 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 3 6 8.60% IFVGGIKEDTEEHHLR 107 122 28.0 27.3 0.0 0 2 0 1,879.9663
L_07 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 3 6 8.60% RGFAFVTFDDHDSVDK 146 161 47.5 25.8 46.6 0 2 0 1,855.8611
L_07 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 3 6 8.60% GFAFVTFDDHDSVDK 147 161 63.4 25.0 56.5 2 2 0 1,699.7600
M_06 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 4 9.14% DYFEQYGK 123 130 29.3 25.0 29.3 1 0 0 1,049.4575
M_06 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 4 9.14% IEVIEIMTDR 131 140 56.1 28.6 45.5 2 0 0 1,234.6350
M_06 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 3 3 4 9.14% SSGPYGGGGQYFAKPR 285 300 55.3 26.9 39.0 1 0 0 1,628.7817
Q_06 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 4 4.84% DYFEQYGK 123 130 29.4 25.0 29.4 2 0 0 1,049.4575
Q_06 Heterogeneous nuclear ribonucleoprotein A1 ROA1_HUMAN 34,196 2 2 4 4.84% IEVIEIMTDR 131 140 43.8 28.7 28.7 2 0 0 1,234.6350
A_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 7.08% IDTIEIITDR 138 147 72.7 29.2 62.6 2 0 0 1,188.6473
A_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 7.08% GGGGNFGPGPGSNFR 214 228 27.1 25.0 26.5 1 0 0 1,377.6296
A_08 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 5.67% IDTIEIITDR 138 147 72.9 28.7 59.2 2 0 0 1,188.6473
A_08 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 5.67% GGNFGFGDSR 204 213 28.2 25.0 28.2 1 0 0 1,013.4436
A_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 7.08% IDTIEIITDR 138 147 80.6 29.2 67.0 2 0 0 1,188.6473
A_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 7.08% GGGGNFGPGPGSNFR 214 228 52.8 25.0 44.8 2 0 0 1,377.6296
A_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 8 13 21.20% LTDCVVMRDPASK 47 59 27.1 26.8 13.0 2 0 0 1,507.7245
A_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 8 13 21.20% KLFVGGIKEDTEEHHLR 113 129 23.0 27.1 0.0 0 1 0 2,008.0613
A_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 8 13 21.20% LFVGGIKEDTEEHHLR 114 129 73.1 27.6 0.0 2 2 0 1,879.9663
A_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 8 13 21.20% IDTIEIITDR 138 147 94.9 29.2 83.4 2 0 0 1,188.6473
A_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 8 13 21.20% GGNFGFGDSR 204 213 48.2 25.0 23.4 2 0 0 1,013.4436
A_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 8 13 21.20% NMGGPYGGGNYGPGGSGGSGGYGGR 326 350 79.5 25.0 79.5 1 1 0 2,205.9007
A_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 12 27 28.00% NYYEQWGK 39 46 22.7 25.0 22.7 2 0 0 1,087.4843
A_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 12 27 28.00% LTDCVVMR 47 54 45.3 26.6 39.8 2 0 0 993.4857
A_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 12 27 28.00% LTDCVVMRDPASK 47 59 33.1 26.8 23.9 2 0 0 1,507.7245
A_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 12 27 28.00% LTDCVVMRDPASKR 47 60 41.3 27.6 29.4 0 2 0 1,663.8256
A_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 12 27 28.00% KLFVGGIKEDTEEHHLR 113 129 35.9 27.4 0.0 0 0 1 2,008.0613
A_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 12 27 28.00% LFVGGIKEDTEEHHLR 114 129 51.7 27.5 0.0 2 2 0 1,879.9663
A_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 12 27 28.00% IDTIEIITDR 138 147 99.7 29.2 90.3 4 0 0 1,188.6473
A_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 12 27 28.00% GFGFVTFDDHDPVDK 154 168 24.0 25.0 10.1 0 2 0 1,695.7652
A_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 12 27 28.00% GGNFGFGDSR 204 213 46.6 25.0 35.8 4 0 0 1,013.4436
A_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 12 27 28.00% NMGGPYGGGNYGPGGSGGSGGYGGR 326 350 117.0 25.0 117.0 2 2 0 2,205.9007
A_12 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 5.38% TLETVPLER 4 12 34.8 27.1 27.6 1 0 0 1,057.5889
A_12 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 5.38% IDTIEIITDR 138 147 72.8 29.2 54.9 2 0 0 1,188.6473
B_08 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 5.67% IDTIEIITDR 138 147 75.8 29.2 61.2 2 0 0 1,188.6473
B_08 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 5.67% GGNFGFGDSR 204 213 30.4 25.0 27.0 1 0 0 1,013.4436
B_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 7.08% IDTIEIITDR 138 147 78.0 29.2 63.2 2 0 0 1,188.6473
B_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 7.08% GGGGNFGPGPGSNFR 214 228 47.5 25.0 46.7 2 0 0 1,377.6296
B_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 3 7.65% KLFVGGIKEDTEEHHLR 113 129 31.1 27.3 0.0 0 1 0 2,008.0613
B_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 3 7.65% LFVGGIKEDTEEHHLR 114 129 40.1 27.4 0.0 0 1 0 1,879.9663
B_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 3 7.65% IDTIEIITDR 138 147 69.3 29.2 53.4 1 0 0 1,188.6473
B_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 11 22 35.40% TLETVPLER 4 12 38.8 27.1 32.4 1 0 0 1,057.5889
B_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 11 22 35.40% LFIGGLSFETTEESLR 23 38 69.7 27.5 55.0 1 0 0 1,798.9223
B_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 11 22 35.40% NYYEQWGK 39 46 32.8 25.0 27.2 2 0 0 1,087.4843
B_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 11 22 35.40% KLFVGGIKEDTEEHHLR 113 129 30.7 27.3 0.0 0 1 0 2,008.0613
B_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 11 22 35.40% LFVGGIKEDTEEHHLR 114 129 35.7 27.4 0.0 0 2 0 1,879.9663
B_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 11 22 35.40% IDTIEIITDR 138 147 90.9 29.2 78.9 2 0 0 1,188.6473
B_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 11 22 35.40% GFGFVTFDDHDPVDK 154 168 59.0 25.0 50.6 2 0 0 1,695.7652
B_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 11 22 35.40% GGNFGFGDSR 204 213 55.0 25.0 48.2 4 0 0 1,013.4436
B_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 11 22 35.40% GGGGNFGPGPGSNFR 214 228 36.6 25.0 35.7 3 0 0 1,377.6296
B_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 10 11 22 35.40% NMGGPYGGGNYGPGGSGGSGGYGGR 326 350 127.0 25.0 127.0 2 2 0 2,205.9007
B_12 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 6 14.20% TLETVPLER 4 12 30.0 27.1 24.0 2 0 0 1,057.5889
B_12 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 6 14.20% LFVGGIKEDTEEHHLR 114 129 24.0 27.4 0.0 0 1 0 1,879.9663
B_12 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 6 14.20% IDTIEIITDR 138 147 60.4 29.2 45.2 2 0 0 1,188.6473
B_12 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 6 14.20% GGGGNFGPGPGSNFR 214 228 30.7 25.0 23.7 1 0 0 1,377.6296
C_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 8 14.40% LFVGGIKEDTEEHHLR 114 129 21.8 27.7 0.0 0 2 0 1,879.9663
C_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 8 14.40% IDTIEIITDR 138 147 61.0 29.2 51.6 2 0 0 1,188.6473
C_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 8 14.40% GGNFGFGDSR 204 213 40.6 25.0 14.9 2 0 0 1,013.4436
C_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 8 14.40% GGGGNFGPGPGSNFR 214 228 53.3 25.0 52.5 2 0 0 1,377.6296
C_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 8 9 13 28.30% TLETVPLER 4 12 30.9 27.0 25.2 2 0 0 1,057.5889
C_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 8 9 13 28.30% LTDCVVMRDPASKR 47 60 24.2 27.7 17.8 0 1 0 1,663.8256
C_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 8 9 13 28.30% KLFVGGIKEDTEEHHLR 113 129 18.7 27.4 0.0 0 1 0 2,008.0613
C_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 8 9 13 28.30% LFVGGIKEDTEEHHLR 114 129 23.0 27.5 0.0 0 1 0 1,879.9663
C_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 8 9 13 28.30% IDTIEIITDR 138 147 63.3 28.2 54.9 2 0 0 1,188.6473
C_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 8 9 13 28.30% GGNFGFGDSR 204 213 54.0 25.0 26.7 1 0 0 1,013.4436
C_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 8 9 13 28.30% GGGGNFGPGPGSNFR 214 228 44.5 25.0 43.7 2 0 0 1,377.6296
C_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 8 9 13 28.30% NMGGPYGGGNYGPGGSGGSGGYGGR 326 350 64.5 25.0 64.5 1 2 0 2,205.9007
C_12 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 7.08% IDTIEIITDR 138 147 54.1 28.3 48.8 1 0 0 1,188.6473
C_12 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 7.08% GGGGNFGPGPGSNFR 214 228 47.4 25.0 46.1 2 0 0 1,377.6296
D_13 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 7.08% GGNFGFGDSR 204 213 47.6 25.0 13.7 2 0 0 1,013.4436
D_13 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 7.08% GGGGNFGPGPGSNFR 214 228 30.8 25.0 24.4 1 0 0 1,377.6296
D_14 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 7.08% IDTIEIITDR 138 147 60.0 29.1 53.8 2 0 0 1,188.6473
D_14 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 7.08% GGGGNFGPGPGSNFR 214 228 46.4 25.0 40.3 2 0 0 1,377.6296
D_15 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 6 9.92% IDTIEIITDR 138 147 44.7 28.9 28.7 2 0 0 1,188.6473
D_15 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 6 9.92% GGNFGFGDSR 204 213 40.6 25.0 15.9 2 0 0 1,013.4436
D_15 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 6 9.92% GGGGNFGPGPGSNFR 214 228 34.7 25.0 34.7 2 0 0 1,377.6296
D_16 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 7.08% TLETVPLER 4 12 33.2 28.3 16.2 1 0 0 1,057.5889
D_16 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 7.08% LFIGGLSFETTEESLR 23 38 81.9 27.5 69.7 2 0 0 1,798.9223
D_17 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 6 9 19.30% TLETVPLER 4 12 23.7 28.3 18.1 1 0 0 1,057.5889
D_17 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 6 9 19.30% LFIGGLSFETTEESLR 23 38 73.2 27.4 68.9 1 0 0 1,798.9223
D_17 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 6 9 19.30% DYFEEYGK 130 137 21.7 25.0 21.7 1 0 0 1,050.4415
D_17 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 6 9 19.30% IDTIEIITDR 138 147 58.6 29.0 50.0 2 0 0 1,188.6473
D_17 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 6 9 19.30% GGNFGFGDSR 204 213 42.3 25.0 13.7 2 0 0 1,013.4436
D_17 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 6 9 19.30% GGGGNFGPGPGSNFR 214 228 36.0 25.0 35.4 2 0 0 1,377.6296
D_18 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 3 9.92% IDTIEIITDR 138 147 46.3 29.0 39.7 1 0 0 1,188.6473
D_18 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 3 9.92% GGNFGFGDSR 204 213 34.8 25.0 8.6 1 0 0 1,013.4436
D_18 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 3 9.92% GGGGNFGPGPGSNFR 214 228 23.7 25.0 23.7 1 0 0 1,377.6296
E_17 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 6 9.92% IDTIEIITDR 138 147 59.8 28.9 56.9 2 0 0 1,188.6473



E_17 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 6 9.92% GGNFGFGDSR 204 213 45.3 25.0 23.1 2 0 0 1,013.4436
E_17 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 6 9.92% GGGGNFGPGPGSNFR 214 228 36.5 25.0 35.1 2 0 0 1,377.6296
F_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 4 9.35% NYYEQWGK 39 46 26.1 25.0 26.1 1 0 0 1,087.4843
F_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 4 9.35% GGNFGFGDSR 204 213 29.1 25.0 29.1 1 0 0 1,013.4436
F_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 4 9.35% GGGGNFGPGPGSNFR 214 228 47.7 25.0 42.2 2 0 0 1,377.6296
F_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 6 9.92% IDTIEIITDR 138 147 67.1 29.2 56.1 2 0 0 1,188.6473
F_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 6 9.92% GGNFGFGDSR 204 213 46.2 25.0 38.2 2 0 0 1,013.4436
F_11 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 6 9.92% GGGGNFGPGPGSNFR 214 228 55.8 25.0 55.1 2 0 0 1,377.6296
F_12 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 8 12.20% NYYEQWGK 39 46 25.5 25.0 21.6 2 0 0 1,087.4843
F_12 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 8 12.20% IDTIEIITDR 138 147 72.0 29.2 60.0 2 0 0 1,188.6473
F_12 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 8 12.20% GGNFGFGDSR 204 213 44.6 25.0 36.5 2 0 0 1,013.4436
F_12 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 8 12.20% GGGGNFGPGPGSNFR 214 228 60.0 25.0 55.7 2 0 0 1,377.6296
F_14 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 6.52% NYYEQWGK 39 46 21.3 25.0 20.4 1 0 0 1,087.4843
F_14 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 6.52% GGGGNFGPGPGSNFR 214 228 38.3 25.0 38.0 2 0 0 1,377.6296
G_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 4 7.37% NYYEQWGK 39 46 20.4 25.0 20.4 1 0 0 1,087.4843
G_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 4 7.37% LTDCVVMR 47 54 43.5 26.5 39.9 1 0 0 993.4857
G_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 4 7.37% IDTIEIITDR 138 147 80.3 29.0 67.2 2 0 0 1,188.6473
H_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 7.08% IDTIEIITDR 138 147 61.5 29.2 50.5 2 0 0 1,188.6473
H_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 7.08% GGGGNFGPGPGSNFR 214 228 50.6 25.0 46.3 2 0 0 1,377.6296
H_08 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 5 9.63% TLETVPLER 4 12 28.3 27.1 20.7 2 0 0 1,057.5889
H_08 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 5 9.63% IDTIEIITDR 138 147 67.3 28.7 57.4 2 0 0 1,188.6473
H_08 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 5 9.63% GGGGNFGPGPGSNFR 214 228 30.0 25.0 25.0 1 0 0 1,377.6296
H_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 5 5 8 20.70% TLETVPLER 4 12 53.3 27.1 47.1 1 0 0 1,057.5889
H_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 5 5 8 20.70% LTDCVVMRDPASK 47 59 27.5 27.2 18.8 1 0 0 1,491.7296
H_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 5 5 8 20.70% LFVGGIKEDTEEHHLR 114 129 39.5 27.5 0.0 0 2 0 1,879.9663
H_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 5 5 8 20.70% IDTIEIITDR 138 147 76.0 28.7 62.2 2 0 0 1,188.6473
H_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 5 5 8 20.70% NMGGPYGGGNYGPGGSGGSGGYGGR 326 350 109.0 25.0 109.0 2 0 0 2,205.9007
H_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 5.38% TLETVPLER 4 12 27.8 27.1 23.3 2 0 0 1,057.5889
H_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 5.38% IDTIEIITDR 138 147 74.8 29.2 62.2 2 0 0 1,188.6473
I_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 5 10 16.70% TLETVPLER 4 12 39.7 27.1 32.6 2 0 0 1,057.5889
I_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 5 10 16.70% IDTIEIITDR 138 147 81.3 29.2 63.5 2 0 0 1,188.6473
I_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 5 10 16.70% GGGGNFGPGPGSNFR 214 228 37.0 25.0 36.4 2 0 0 1,377.6296
I_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 5 10 16.70% NMGGPYGGGNYGPGGSGGSGGYGGR 326 350 105.0 25.0 105.0 2 2 0 2,205.9007
I_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 6 9.63% TLETVPLER 4 12 38.4 27.1 31.6 2 0 0 1,057.5889
I_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 6 9.63% IDTIEIITDR 138 147 73.1 28.7 61.4 2 0 0 1,188.6473
I_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 6 9.63% GGGGNFGPGPGSNFR 214 228 40.7 25.0 40.7 2 0 0 1,377.6296
J_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 6 10 19.30% TLETVPLER 4 12 25.4 28.4 19.4 1 0 0 1,057.5889
J_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 6 10 19.30% LFVGGIKEDTEEHHLR 114 129 20.8 27.6 0.0 0 2 0 1,879.9663
J_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 6 10 19.30% DYFEEYGK 130 137 22.1 25.0 17.8 1 0 0 1,050.4415
J_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 6 10 19.30% IDTIEIITDR 138 147 90.7 29.2 77.5 2 0 0 1,188.6473
J_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 6 10 19.30% GGNFGFGDSR 204 213 39.0 25.0 31.5 2 0 0 1,013.4436
J_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 6 10 19.30% GGGGNFGPGPGSNFR 214 228 38.1 25.0 37.7 2 0 0 1,377.6296
K_08 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 7.08% IDTIEIITDR 138 147 60.5 28.7 53.2 2 0 0 1,188.6473
K_08 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 7.08% GGGGNFGPGPGSNFR 214 228 32.2 25.0 21.4 2 0 0 1,377.6296
K_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 5 5 10 17.00% TLETVPLER 4 12 31.6 28.4 23.8 1 0 0 1,057.5889
K_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 5 5 10 17.00% LFVGGIKEDTEEHHLR 114 129 31.0 27.4 0.0 0 1 0 1,879.9663
K_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 5 5 10 17.00% IDTIEIITDR 138 147 74.0 28.7 57.2 2 0 0 1,188.6473
K_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 5 5 10 17.00% GGNFGFGDSR 204 213 39.4 25.0 26.7 2 0 0 1,013.4436
K_09 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 5 5 10 17.00% GGGGNFGPGPGSNFR 214 228 50.3 25.0 43.6 4 0 0 1,377.6296
K_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 7 14.20% TLETVPLER 4 12 25.0 28.4 18.6 1 0 0 1,057.5889
K_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 7 14.20% LFVGGIKEDTEEHHLR 114 129 24.3 27.3 0.0 0 2 0 1,879.9663
K_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 7 14.20% IDTIEIITDR 138 147 73.8 29.2 62.0 2 0 0 1,188.6473
K_10 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 4 4 7 14.20% GGGGNFGPGPGSNFR 214 228 37.6 25.0 32.8 2 0 0 1,377.6296
L_05 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 6.80% TLETVPLER 4 12 27.9 28.4 25.0 1 0 0 1,057.5889
L_05 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 6.80% GGGGNFGPGPGSNFR 214 228 43.0 25.0 37.1 2 0 0 1,377.6296
L_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 8 16 23.20% LTDCVVMR 47 54 48.3 27.3 33.3 2 0 0 993.4857
L_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 8 16 23.20% LFVGGIKEDTEEHHLR 114 129 28.0 27.3 0.0 0 2 0 1,879.9663
L_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 8 16 23.20% DYFEEYGK 130 137 39.7 25.0 39.7 2 0 0 1,050.4415
L_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 8 16 23.20% IDTIEIITDR 138 147 75.8 29.1 60.3 2 0 0 1,188.6473
L_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 8 16 23.20% GFGFVTFDDHDPVDK 154 168 63.1 25.0 57.7 2 2 0 1,695.7652
L_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 6 8 16 23.20% NMGGPYGGGNYGPGGSGGSGGYGGR 326 350 142.0 25.0 142.0 2 2 0 2,205.9007
M_05 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 5 9.63% TLETVPLER 4 12 26.3 28.4 19.1 2 0 0 1,057.5889
M_05 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 5 9.63% IDTIEIITDR 138 147 57.4 28.7 46.4 2 0 0 1,188.6473
M_05 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 5 9.63% GGGGNFGPGPGSNFR 214 228 33.6 25.0 33.6 1 0 0 1,377.6296
M_06 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 6.80% TLETVPLER 4 12 33.4 28.4 26.9 2 0 0 1,057.5889
M_06 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 4 6.80% GGGGNFGPGPGSNFR 214 228 29.2 25.0 25.3 2 0 0 1,377.6296
O_05 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 7.08% IDTIEIITDR 138 147 48.3 28.7 43.0 2 0 0 1,188.6473
O_05 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 7.08% GGGGNFGPGPGSNFR 214 228 23.0 25.0 15.2 1 0 0 1,377.6296
O_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 3 5 9.92% IDTIEIITDR 138 147 54.4 28.7 45.8 2 0 0 1,188.6473
O_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 3 5 9.92% NMGGPYGGGNYGPGGSGGSGGYGGR 326 350 104.0 25.0 104.0 2 1 0 2,205.9007
P_06 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 5 9.92% IDTIEIITDR 138 147 41.2 28.8 35.0 2 0 0 1,188.6473
P_06 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 5 9.92% GGNFGFGDSR 204 213 38.8 25.0 29.9 1 0 0 1,013.4436
P_06 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 3 3 5 9.92% GGGGNFGPGPGSNFR 214 228 34.9 25.0 29.5 2 0 0 1,377.6296
P_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 3 6 9.92% IDTIEIITDR 138 147 56.0 28.4 47.7 2 0 0 1,188.6473
P_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 3 6 9.92% NMGGPYGGGNYGPGGSGGSGGYGGR 326 350 73.4 25.0 73.4 2 2 0 2,205.9007
Q_05 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 6.80% TLETVPLER 4 12 25.3 28.1 18.3 1 0 0 1,057.5889
Q_05 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 6.80% GGGGNFGPGPGSNFR 214 228 36.5 25.0 24.6 2 0 0 1,377.6296
Q_06 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 5.10% LTDCVVMR 47 54 32.7 27.0 23.7 2 0 0 993.4857
Q_06 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 2 3 5.10% GGNFGFGDSR 204 213 42.1 25.0 33.0 1 0 0 1,013.4436
Q_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 4 7 9.35% LTDCVVMR 47 54 47.8 26.7 41.8 3 0 0 993.4857
Q_07 Heterogeneous nuclear ribonucleoproteins A2/B1 ROA2_HUMAN 37,430 2 4 7 9.35% NMGGPYGGGNYGPGGSGGSGGYGGR 326 350 101.0 25.0 101.0 2 2 0 2,205.9007
A_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 4 5 10 13.80% WGTLTDCVVMR 58 68 47.6 25.8 40.5 2 0 0 1,353.6291
A_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 4 5 10 13.80% EDTEEYNLR 135 143 35.9 25.0 31.7 2 0 0 1,168.5117
A_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 4 5 10 13.80% IETIEVMEDR 152 161 49.0 26.9 42.5 4 0 0 1,234.5985
A_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 4 5 10 13.80% SSGSPYGGGYGSGGGSGGYGSR 355 376 101.0 25.0 101.0 2 0 0 1,910.7901
A_12 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 3 3 5 11.60% EDTEEYNLR 135 143 30.5 25.0 27.5 2 0 0 1,168.5117
A_12 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 3 3 5 11.60% YGKIETIEVMEDR 149 161 32.7 26.8 30.0 0 1 0 1,598.7733
A_12 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 3 3 5 11.60% SSGSPYGGGYGSGGGSGGYGSR 355 376 91.6 25.0 91.6 2 0 0 1,910.7901
B_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 6 7 13 15.90% WGTLTDCVVMR 58 68 51.4 25.7 45.3 2 0 0 1,353.6291
B_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 6 7 13 15.90% WGTLTDCVVMRDPQTK 58 73 18.5 25.8 12.2 0 1 0 1,922.9102
B_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 6 7 13 15.90% EDTEEYNLR 135 143 19.5 25.0 14.1 2 0 0 1,168.5117
B_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 6 7 13 15.90% YGKIETIEVMEDR 149 161 25.1 26.7 15.1 0 2 0 1,598.7733
B_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 6 7 13 15.90% IETIEVMEDR 152 161 47.8 26.9 36.0 4 0 0 1,250.5935
B_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 6 7 13 15.90% SSGSPYGGGYGSGGGSGGYGSR 355 376 118.0 25.0 118.0 2 0 0 1,910.7901
B_12 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 3 3 6 9.26% YGKIETIEVMEDR 149 161 37.5 26.9 25.1 0 2 0 1,598.7733
B_12 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 3 3 6 9.26% IETIEVMEDR 152 161 44.9 26.9 25.4 2 0 0 1,250.5935
B_12 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 3 3 6 9.26% SSGSPYGGGYGSGGGSGGYGSR 355 376 109.0 25.0 109.0 2 0 0 1,910.7901
C_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 5 6 11 16.70% WGTLTDCVVMR 58 68 33.4 26.3 27.3 2 0 0 1,353.6291
C_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 5 6 11 16.70% AVSREDSVKPGAHLTVK 110 126 23.5 25.3 13.2 0 2 0 1,793.9869
C_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 5 6 11 16.70% YGKIETIEVMEDR 149 161 50.7 26.7 44.0 1 2 0 1,598.7733
C_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 5 6 11 16.70% IETIEVMEDR 152 161 34.5 26.1 34.5 2 0 0 1,250.5935
C_11 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 5 6 11 16.70% SSGSPYGGGYGSGGGSGGYGSR 355 376 103.0 25.0 103.0 2 0 0 1,910.7901
C_12 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 3 8.47% IETIEVMEDR 152 161 23.5 26.4 22.6 1 0 0 1,250.5935
C_12 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 3 8.47% SSGSPYGGGYGSGGGSGGYGSR 355 376 99.5 25.0 99.5 2 0 0 1,910.7901
F_14 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 3 8.47% IETIEVMEDR 152 161 53.8 26.9 46.4 2 0 0 1,234.5985
F_14 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 3 8.47% SSGSPYGGGYGSGGGSGGYGSR 355 376 105.0 25.0 105.0 1 0 0 1,910.7901
H_09 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 3 8.47% IETIEVMEDR 152 161 22.1 26.9 22.1 1 0 0 1,250.5935
H_09 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 3 8.47% SSGSPYGGGYGSGGGSGGYGSR 355 376 90.5 25.0 90.5 2 0 0 1,910.7901
H_10 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 4 5 7 12.20% WGTLTDCVVMR 58 68 33.8 25.7 31.0 1 0 0 1,353.6291
H_10 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 4 5 7 12.20% YGKIETIEVMEDR 149 161 25.5 26.9 18.6 0 1 0 1,598.7733
H_10 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 4 5 7 12.20% IETIEVMEDR 152 161 47.0 27.3 43.0 3 0 0 1,234.5985
H_10 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 4 5 7 12.20% SSGSPYGGGYGSGGGSGGYGSR 355 376 95.7 25.0 95.7 2 0 0 1,910.7901



I_10 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 3 3 5 9.26% YGKIETIEVMEDR 149 161 33.6 26.9 29.1 0 1 0 1,598.7733
I_10 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 3 3 5 9.26% IETIEVMEDR 152 161 44.6 27.3 35.2 2 0 0 1,234.5985
I_10 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 3 3 5 9.26% SSGSPYGGGYGSGGGSGGYGSR 355 376 102.0 25.0 102.0 2 0 0 1,910.7901
K_09 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 4 8.47% IETIEVMEDR 152 161 40.5 27.3 37.2 2 0 0 1,234.5985
K_09 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 4 8.47% SSGSPYGGGYGSGGGSGGYGSR 355 376 71.5 25.0 71.5 2 0 0 1,910.7901
K_10 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 4 9.26% YGKIETIEVMEDR 149 161 33.8 26.9 23.5 0 2 0 1,598.7733
K_10 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 4 9.26% SSGSPYGGGYGSGGGSGGYGSR 355 376 80.3 25.0 80.3 2 0 0 1,910.7901
L_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 5 7 11 21.20% WGTLTDCVVMRDPQTK 58 73 19.3 26.2 10.8 0 1 0 1,922.9102
L_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 5 7 11 21.20% KIFVGGIKEDTEEYNLR 127 143 29.7 26.7 26.8 0 1 0 2,011.0497
L_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 5 7 11 21.20% IETIEVMEDR 152 161 52.5 26.8 37.6 2 0 0 1,250.5935
L_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 5 7 11 21.20% GFAFVTFDDHDTVDK 168 182 56.2 25.0 55.1 2 2 0 1,713.7757
L_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 5 7 11 21.20% SSGSPYGGGYGSGGGSGGYGSR 355 376 133.0 25.0 133.0 2 1 0 1,910.7901
M_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 4 8.47% IETIEVMEDR 152 161 54.1 26.8 43.5 2 0 0 1,250.5935
M_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 4 8.47% SSGSPYGGGYGSGGGSGGYGSR 355 376 130.0 25.0 128.0 2 0 0 1,910.7901
N_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 4 8.47% IETIEVMEDR 152 161 27.1 27.0 23.0 2 0 0 1,250.5935
N_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 4 8.47% SSGSPYGGGYGSGGGSGGYGSR 355 376 97.0 25.0 97.0 2 0 0 1,910.7901
O_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 3 3 6 9.26% YGKIETIEVMEDR 149 161 33.8 27.1 19.4 0 2 0 1,598.7733
O_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 3 3 6 9.26% IETIEVMEDR 152 161 33.1 26.9 13.0 2 0 0 1,250.5935
O_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 3 3 6 9.26% SSGSPYGGGYGSGGGSGGYGSR 355 376 76.3 25.0 76.3 2 0 0 1,910.7901
P_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 4 8.47% IETIEVMEDR 152 161 26.3 27.1 22.1 2 0 0 1,250.5935
P_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 4 8.47% SSGSPYGGGYGSGGGSGGYGSR 355 376 111.0 25.0 111.0 2 0 0 1,910.7901
Q_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 4 8.47% IETIEVMEDR 152 161 60.0 27.1 49.2 2 0 0 1,250.5935
Q_07 Heterogeneous nuclear ribonucleoprotein A3 ROA3_HUMAN 39,595 2 2 4 8.47% SSGSPYGGGYGSGGGSGGYGSR 355 376 130.0 25.0 130.0 2 0 0 1,910.7901
A_11 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 3 3 6 10.90% MFVGGLSWDTSK 77 88 33.3 25.8 21.5 2 0 0 1,327.6352
A_11 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 3 3 6 10.90% MFVGGLSWDTSKK 77 89 46.2 27.1 39.3 2 0 0 1,471.7252
A_11 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 3 3 6 10.90% FGEVVDCTIK 98 107 47.3 25.6 0.0 2 0 0 1,167.5716
A_11 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 3 3 6 10.90% GFGFILFK 117 124 35.5 27.3 26.2 2 0 0 928.5292
A_12 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 2 2 3 10.90% MFVGGLSWDTSKK 77 89 43.1 27.2 38.3 2 0 0 1,471.7252
A_12 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 2 2 3 10.90% DLKDYFTK 90 97 20.8 26.3 8.4 1 0 0 1,029.5253
A_12 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 2 2 3 10.90% FGEVVDCTIK 98 107 43.3 25.7 0.0 2 0 0 1,167.5716
B_11 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 2 2 4 10.90% MFVGGLSWDTSKK 77 89 51.8 27.2 46.5 2 0 0 1,471.7252
B_11 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 2 2 4 10.90% FGEVVDCTIK 98 107 55.0 26.6 0.0 2 0 0 1,167.5716
B_11 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 2 2 4 10.90% GFGFILFK 117 124 33.9 26.1 25.4 2 0 0 928.5292
B_12 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 2 2 3 8.07% MFVGGLSWDTSK 77 88 30.5 25.0 30.5 2 0 0 1,343.6302
B_12 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 2 2 3 8.07% MFVGGLSWDTSKK 77 89 41.6 27.4 34.0 1 0 0 1,471.7252
B_12 Heterogeneous nuclear ribonucleoprotein A/B ROAA_MOUSE 30,832 2 2 3 8.07% FGEVVDCTIK 98 107 53.7 25.7 0.0 2 0 0 1,167.5716
A_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 6 11 3.76% SRPDEGVYVCVAR 138 150 34.5 27.2 22.4 0 2 0 1,507.7322
A_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 6 11 3.76% YVCVGTNMVGER 238 249 30.3 25.0 23.5 1 0 0 1,384.6348
A_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 6 11 3.76% QLENGVLQIR 504 513 57.6 25.6 43.1 2 0 0 1,169.6638
A_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 6 11 3.76% NSVVIPDLR 734 742 30.1 25.0 15.9 2 0 0 1,012.5786
A_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 6 11 3.76% NSVVIPDLRK 734 743 38.2 25.0 33.8 2 0 0 1,140.6736
A_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 6 11 3.76% TLEEAPSAPPQGVTVSK 770 786 45.7 27.1 43.7 2 0 0 1,710.8910
B_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 4 4 7 3.45% SRPDEGVYVCVAR 138 150 31.4 27.4 20.4 0 2 0 1,507.7322
B_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 4 4 7 3.45% AANAYGISDPSQISDPVK 636 653 49.4 27.2 46.7 1 0 0 1,832.9026
B_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 4 4 7 3.45% NSVVIPDLR 734 742 32.3 25.0 23.7 2 0 0 1,012.5786
B_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 4 4 7 3.45% TLEEAPSAPPQGVTVSK 770 786 45.8 26.9 38.9 2 0 0 1,710.8910
B_23 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 4 2.18% QLENGVLQIR 504 513 32.2 25.6 17.1 1 0 0 1,169.6638
B_23 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 4 2.18% NSVVIPDLR 734 742 39.8 25.0 30.7 2 0 0 1,012.5786
B_23 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 4 2.18% TLEEAPSAPPQGVTVSK 770 786 25.1 27.0 21.5 1 0 0 1,710.8910
C_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 8 8 14 4.91% IVEHPSDLIVSK 70 81 28.8 25.8 23.7 1 0 0 1,336.7472
C_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 8 8 14 4.91% IKQLENGVLQIR 502 513 39.1 25.0 28.3 0 2 0 1,410.8429
C_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 8 8 14 4.91% QLENGVLQIR 504 513 45.9 25.6 26.2 2 0 0 1,169.6638
C_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 8 8 14 4.91% TQDVLPTSQGVDHK 654 667 26.7 27.9 19.3 0 1 0 1,524.7655
C_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 8 8 14 4.91% NSVVIPDLR 734 742 28.2 25.0 20.2 2 0 0 1,012.5786
C_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 8 8 14 4.91% NSVVIPDLRK 734 743 39.2 25.0 31.1 2 0 0 1,140.6736
C_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 8 8 14 4.91% TLEEAPSAPPQGVTVSK 770 786 53.5 26.9 50.2 2 0 0 1,710.8910
C_22 Roundabout homolog 1 ROBO1_HUMAN 180,928 8 8 14 4.91% YSVEVAASTGAGSGVK 848 863 98.9 26.8 92.5 2 0 0 1,482.7434
C_23 Roundabout homolog 1 ROBO1_HUMAN 180,928 2 2 3 1.57% NSVVIPDLR 734 742 23.4 25.0 19.8 1 0 0 1,012.5786
C_23 Roundabout homolog 1 ROBO1_HUMAN 180,928 2 2 3 1.57% TLEEAPSAPPQGVTVSK 770 786 28.1 27.4 26.9 2 0 0 1,710.8910
H_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 7 13 3.88% AEGRPTPTIEWYK 91 103 30.2 28.0 27.2 1 2 0 1,547.7854
H_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 7 13 3.88% YVCVGTNMVGER 238 249 37.8 25.0 28.0 2 0 0 1,384.6348
H_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 7 13 3.88% IKQLENGVLQIR 502 513 46.2 25.0 37.6 2 0 0 1,410.8429
H_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 7 13 3.88% NSVVIPDLR 734 742 34.5 25.0 28.3 2 0 0 1,012.5786
H_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 7 13 3.88% NSVVIPDLRK 734 743 33.5 25.0 27.7 2 0 0 1,140.6736
H_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 7 13 3.88% TLEEAPSAPPQGVTVSK 770 786 44.1 27.1 36.1 2 0 0 1,710.8910
H_20 Roundabout homolog 1 ROBO1_HUMAN 180,928 2 2 3 1.57% NSVVIPDLR 734 742 26.7 25.0 22.6 1 0 0 1,012.5786
H_20 Roundabout homolog 1 ROBO1_HUMAN 180,928 2 2 3 1.57% TLEEAPSAPPQGVTVSK 770 786 42.3 27.2 39.3 2 0 0 1,710.8910
I_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 10 11 20 7.51% IVEHPSDLIVSK 70 81 22.5 25.8 19.4 2 0 0 1,336.7472
I_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 10 11 20 7.51% IVEHPSDLIVSKGEPATLNCK 70 90 38.3 26.8 28.4 0 2 0 2,307.2016
I_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 10 11 20 7.51% KSRPDEGVYVCVAR 137 150 22.0 28.4 11.4 0 1 0 1,635.8272
I_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 10 11 20 7.51% SRPDEGVYVCVAR 138 150 38.5 27.4 26.0 2 2 0 1,507.7322
I_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 10 11 20 7.51% RPSNLAVTVDDSAEFK 267 282 27.8 28.4 23.6 0 2 0 1,748.8814
I_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 10 11 20 7.51% IKQLENGVLQIR 502 513 40.5 25.0 23.7 0 2 0 1,410.8429
I_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 10 11 20 7.51% AANAYGISDPSQISDPVK 636 653 66.8 27.2 59.5 2 0 0 1,832.9026
I_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 10 11 20 7.51% NSVVIPDLRK 734 743 36.3 25.0 26.7 2 0 0 1,140.6736
I_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 10 11 20 7.51% TLEEAPSAPPQGVTVSK 770 786 45.2 26.9 45.2 2 0 0 1,710.8910
I_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 10 11 20 7.51% YSVEVAASTGAGSGVK 848 863 88.1 26.9 76.4 1 0 0 1,482.7434
J_18 Roundabout homolog 1 ROBO1_HUMAN 180,928 2 2 4 1.57% NSVVIPDLR 734 742 30.7 26.0 23.0 2 0 0 1,012.5786
J_18 Roundabout homolog 1 ROBO1_HUMAN 180,928 2 2 4 1.57% TLEEAPSAPPQGVTVSK 770 786 31.3 27.0 24.2 2 0 0 1,710.8910
J_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 6 11 5.03% IVEHPSDLIVSK 70 81 47.9 25.1 47.9 2 0 0 1,336.7472
J_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 6 11 5.03% SRPDEGVYVCVAR 138 150 28.4 27.7 15.4 0 2 0 1,507.7322
J_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 6 11 5.03% AANAYGISDPSQISDPVK 636 653 49.3 27.5 44.5 2 0 0 1,832.9026
J_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 6 11 5.03% TQDVLPTSQGVDHK 654 667 29.9 28.1 19.5 0 1 0 1,524.7655
J_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 6 11 5.03% NSVVIPDLR 734 742 33.6 25.1 24.1 2 0 0 1,012.5786
J_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 6 6 11 5.03% TLEEAPSAPPQGVTVSK 770 786 61.3 26.8 53.9 2 0 0 1,710.8910
K_18 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 6 2.30% IVEHPSDLIVSK 70 81 29.1 25.8 29.1 2 0 0 1,336.7472
K_18 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 6 2.30% NSVVIPDLR 734 742 30.0 25.5 26.0 2 0 0 1,012.5786
K_18 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 6 2.30% TLEEAPSAPPQGVTVSK 770 786 64.6 26.8 60.0 2 0 0 1,710.8910
K_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 5 2.85% IKQLENGVLQIR 502 513 53.7 25.0 40.8 2 0 0 1,410.8429
K_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 5 2.85% AANAYGISDPSQISDPVK 636 653 51.2 27.4 50.3 1 0 0 1,832.9026
K_19 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 5 2.85% TLEEAPSAPPQGVTVSK 770 786 37.4 27.2 37.2 2 0 0 1,710.8910
M_13 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 5 2.97% FSVSQTGDLTITNVQR 405 420 106.0 28.0 98.9 2 0 0 1,765.9080
M_13 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 5 2.97% TLEEAPSAPPQGVTVSK 770 786 34.0 27.0 29.7 2 0 0 1,710.8910
M_13 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 5 2.97% YSVEVAASTGAGSGVK 848 863 85.0 27.1 74.9 1 0 0 1,482.7434
N_13 Roundabout homolog 1 ROBO1_HUMAN 180,928 2 2 4 1.94% FSVSQTGDLTITNVQR 405 420 82.3 27.9 79.7 2 0 0 1,765.9080
N_13 Roundabout homolog 1 ROBO1_HUMAN 180,928 2 2 4 1.94% YSVEVAASTGAGSGVK 848 863 97.1 27.3 87.0 2 0 0 1,482.7434
P_13 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 3 2.48% SRPDEGVYVCVAR 138 150 31.2 27.6 26.5 0 1 0 1,507.7322
P_13 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 3 2.48% YVCVGTNMVGER 238 249 23.2 25.0 19.3 1 0 0 1,400.6297
P_13 Roundabout homolog 1 ROBO1_HUMAN 180,928 3 3 3 2.48% YSVEVAASTGAGSGVK 848 863 72.3 26.9 64.6 1 0 0 1,482.7434
A_16 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 4 6 5.06% MSCQASGQPPPTIR 51 64 26.4 25.0 13.9 2 0 0 1,545.7150
A_16 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 4 6 5.06% EDFQIQPR 137 144 33.0 26.9 8.5 1 0 0 1,032.5110
A_16 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 4 6 5.06% HTVSGGSLLMAR 185 196 42.3 27.9 37.2 1 0 0 1,244.6417
A_16 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 4 6 5.06% SDEGTYMCVATNSAGHR 200 216 20.4 25.0 20.2 0 2 0 1,871.7647
A_17 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 4 4.07% MSCQASGQPPPTIR 51 64 32.6 25.0 23.5 2 0 0 1,545.7150
A_17 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 4 4.07% SDEGTYMCVATNSAGHR 200 216 16.7 25.0 16.7 0 1 0 1,871.7647
A_17 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 4 4.07% GPDSNVLLLR 332 341 78.4 25.5 67.0 1 0 0 1,083.6158
B_16 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 3 3.67% EDFQIQPR 137 144 23.5 26.8 3.2 1 0 0 1,032.5110
B_16 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 3 3.67% HTVSGGSLLMAR 185 196 22.0 27.8 15.0 1 0 0 1,244.6417
B_16 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 3 3.67% SDEGTYMCVATNSAGHR 200 216 32.2 25.0 32.2 0 1 0 1,871.7647
B_17 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 4 4.07% EDFQIQPR 137 144 31.5 27.1 7.7 1 0 0 1,032.5110
B_17 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 4 4.07% SDEGTYMCVATNSAGHR 200 216 24.8 25.0 24.8 0 1 0 1,871.7647
B_17 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 4 4.07% VSGPAAPAQSYTALFR 270 285 38.3 28.4 35.5 2 0 0 1,635.8489



C_16 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 6 10 5.56% MSCQASGQPPPTIR 51 64 23.4 25.0 13.4 2 0 0 1,545.7150
C_16 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 6 10 5.56% HTVSGGSLLMAR 185 196 25.9 28.1 24.4 2 0 0 1,244.6417
C_16 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 6 10 5.56% AEKSDEGTYMCVATNSAGHR 197 216 39.0 25.0 39.0 0 3 2 2,183.9445
C_16 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 6 10 5.56% GPDSNVLLLR 332 341 36.0 25.5 27.7 1 0 0 1,083.6158
C_17 Roundabout homolog 4 ROBO4_HUMAN 107,458 6 7 11 6.65% MSCQASGQPPPTIR 51 64 28.7 25.1 12.8 2 0 0 1,545.7150
C_17 Roundabout homolog 4 ROBO4_HUMAN 107,458 6 7 11 6.65% DGKPLALQPGR 174 184 23.1 26.3 19.8 1 0 0 1,151.6534
C_17 Roundabout homolog 4 ROBO4_HUMAN 107,458 6 7 11 6.65% HTVSGGSLLMAR 185 196 40.6 28.2 29.5 1 0 0 1,244.6417
C_17 Roundabout homolog 4 ROBO4_HUMAN 107,458 6 7 11 6.65% AEKSDEGTYMCVATNSAGHR 197 216 42.0 25.0 42.0 0 3 0 2,183.9445
C_17 Roundabout homolog 4 ROBO4_HUMAN 107,458 6 7 11 6.65% SDEGTYMCVATNSAGHR 200 216 27.7 25.0 27.7 0 2 0 1,871.7647
C_17 Roundabout homolog 4 ROBO4_HUMAN 107,458 6 7 11 6.65% GPDSNVLLLR 332 341 54.6 25.5 36.6 2 0 0 1,083.6158
D_20 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 5 3.77% HTVSGGSLLMAR 185 196 52.8 28.2 44.2 1 0 0 1,244.6417
D_20 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 5 3.77% VSGPAAPAQSYTALFR 270 285 49.7 28.4 42.7 2 0 0 1,635.8489
D_20 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 5 3.77% GPDSNVLLLR 332 341 58.0 26.2 36.6 2 0 0 1,083.6158
G_13 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 3 1.79% EDFQIQPR 137 144 22.1 27.2 1.3 1 0 0 1,032.5110
G_13 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 3 1.79% GPDSNVLLLR 332 341 64.8 25.9 47.9 2 0 0 1,083.6158
G_15 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 3 2.58% MSCQASGQPPPTIR 51 64 34.1 26.0 26.2 1 0 0 1,529.7201
G_15 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 3 2.58% HTVSGGSLLMAR 185 196 21.5 27.4 7.7 2 0 0 1,228.6467
H_14 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 4 2.58% VSGPAAPAQSYTALFR 270 285 75.7 28.4 71.7 2 0 0 1,635.8489
H_14 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 4 2.58% GPDSNVLLLR 332 341 64.9 25.0 52.8 2 0 0 1,083.6158
I_14 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 5 4.57% AEKSDEGTYMCVATNSAGHR 197 216 29.5 25.0 27.9 0 0 1 2,183.9445
I_14 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 5 4.57% VSGPAAPAQSYTALFR 270 285 78.1 28.4 77.6 2 0 0 1,635.8489
I_14 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 5 4.57% GPDSNVLLLR 332 341 66.9 25.0 48.2 2 0 0 1,083.6158
J_14 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 4 6 4.17% MSCQASGQPPPTIR 51 64 26.8 25.9 21.3 2 0 0 1,529.7201
J_14 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 4 6 4.17% VSGPAAPAQSYTALFR 270 285 53.6 28.4 52.7 2 0 0 1,635.8489
J_14 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 4 6 4.17% ARGPDSNVLLLR 330 341 33.5 25.0 26.9 1 0 0 1,310.7540
J_14 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 4 6 4.17% GPDSNVLLLR 332 341 75.2 25.5 53.7 1 0 0 1,083.6158
K_14 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 3 2.58% VSGPAAPAQSYTALFR 270 285 51.9 28.5 49.2 2 0 0 1,635.8489
K_14 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 3 2.58% GPDSNVLLLR 332 341 60.8 25.9 36.7 1 0 0 1,083.6158
L_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 5 8 5.66% MSCQASGQPPPTIR 51 64 37.2 25.6 28.4 2 0 0 1,545.7150
L_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 5 8 5.66% SDEGTYMCVATNSAGHR 200 216 40.3 25.0 40.3 1 2 0 1,855.7698
L_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 5 8 5.66% VSGPAAPAQSYTALFR 270 285 34.5 28.4 34.5 1 0 0 1,635.8489
L_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 5 8 5.66% GPDSNVLLLR 332 341 74.5 25.5 47.1 2 0 0 1,083.6158
M_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 4 5 4.87% MSCQASGQPPPTIR 51 64 33.5 25.1 22.9 2 0 0 1,545.7150
M_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 4 5 4.87% EDFQIQPR 137 144 22.8 27.2 7.6 1 0 0 1,032.5110
M_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 4 5 4.87% SDEGTYMCVATNSAGHR 200 216 36.1 25.0 36.1 0 1 0 1,871.7647
M_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 4 4 5 4.87% GPDSNVLLLR 332 341 58.5 25.9 42.6 1 0 0 1,083.6158
N_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 2 2.88% SDEGTYMCVATNSAGHR 200 216 31.6 25.0 31.6 0 1 0 1,855.7698
N_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 2 2.88% ARGPDSNVLLLR 330 341 24.4 25.0 18.5 1 0 0 1,310.7540
O_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 3 2.78% HTVSGGSLLMAR 185 196 28.1 27.1 20.0 1 0 0 1,244.6417
O_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 3 2.78% VSGPAAPAQSYTALFR 270 285 45.6 28.1 35.5 2 0 0 1,635.8489
P_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 2 1.99% EDFQIQPR 137 144 27.7 28.2 6.4 1 0 0 1,032.5110
P_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 2 2 2 1.99% HTVSGGSLLMAR 185 196 41.3 27.8 33.8 1 0 0 1,244.6417
Q_09 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 4 3.97% MSCQASGQPPPTIR 51 64 27.8 25.7 19.9 1 0 0 1,545.7150
Q_09 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 4 3.97% VSGPAAPAQSYTALFR 270 285 34.1 28.2 29.0 1 0 0 1,635.8489
Q_09 Roundabout homolog 4 ROBO4_HUMAN 107,458 3 3 4 3.97% GPDSNVLLLR 332 341 62.7 25.7 50.8 2 0 0 1,083.6158
Q_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 5 6 11 6.26% EDFQIQPR 137 144 25.1 28.2 0.0 1 0 0 1,032.5110
Q_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 5 6 11 6.26% HTVSGGSLLMAR 185 196 23.8 27.9 14.7 2 0 0 1,244.6417
Q_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 5 6 11 6.26% SDEGTYMCVATNSAGHR 200 216 24.2 25.0 24.2 0 4 0 1,871.7647
Q_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 5 6 11 6.26% VSGPAAPAQSYTALFR 270 285 42.7 28.2 34.5 2 0 0 1,635.8489
Q_10 Roundabout homolog 4 ROBO4_HUMAN 107,458 5 6 11 6.26% GPDSNVLLLR 332 341 53.3 25.5 31.3 2 0 0 1,083.6158
A_25 Rho‐associated protein kinase 1 ROCK1_HUMAN 158,179 3 3 4 3.77% GAFGEVQLVR 85 94 51.6 28.7 32.8 2 0 0 1,075.5895
A_25 Rho‐associated protein kinase 1 ROCK1_HUMAN 158,179 3 3 4 3.77% NSLTFPDDNDISK 295 307 24.5 25.5 15.1 1 0 0 1,465.6807
A_25 Rho‐associated protein kinase 1 ROCK1_HUMAN 158,179 3 3 4 3.77% NLICAFLTDR 311 320 35.3 28.0 29.2 2 0 0 1,222.6250
A_25 Rho‐associated protein kinase 1 ROCK1_HUMAN 158,179 3 3 4 3.77% SISQLESLNR 574 583 34.0 28.6 24.3 1 0 0 1,146.6113
A_25 Rho‐associated protein kinase 1 ROCK1_HUMAN 158,179 3 3 4 3.77% LLLQNELK 784 791 31.4 25.0 12.2 2 0 0 970.5933
B_25 Rho‐associated protein kinase 1 ROCK1_HUMAN 158,179 3 3 4 3.91% GAFGEVQLVR 85 94 39.8 28.4 26.9 2 0 0 1,075.5895
B_25 Rho‐associated protein kinase 1 ROCK1_HUMAN 158,179 3 3 4 3.91% NSLTFPDDNDISK 295 307 26.1 25.7 20.2 1 0 0 1,465.6807
B_25 Rho‐associated protein kinase 1 ROCK1_HUMAN 158,179 3 3 4 3.91% NLICAFLTDR 311 320 32.4 28.1 14.8 2 0 0 1,222.6250
B_25 Rho‐associated protein kinase 1 ROCK1_HUMAN 158,179 3 3 4 3.91% SISQLESLNR 574 583 40.9 28.6 28.9 1 0 0 1,146.6113
B_25 Rho‐associated protein kinase 1 ROCK1_HUMAN 158,179 3 3 4 3.91% IEGWLSVPNR 1121 1130 50.2 26.8 39.7 2 0 0 1,170.6266
A_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 16 7.78% MPGAPETAPGDGAGASR 10 26 39.4 25.0 39.4 2 0 0 1,557.6965
A_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 16 7.78% GAFGEVQLVR 101 110 51.6 28.7 32.8 2 0 0 1,075.5895
A_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 16 7.78% NSLCFPEDAEISK 311 323 37.1 25.0 34.1 2 0 0 1,509.6891
A_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 16 7.78% NLICAFLTDR 327 336 35.3 28.0 29.2 2 0 0 1,222.6250
A_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 16 7.78% ENLLLSDSPSCR 418 429 27.2 25.8 13.4 2 0 0 1,390.6632
A_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 16 7.78% QLDETNALLR 563 572 23.1 28.0 10.9 1 0 0 1,172.6271
A_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 16 7.78% SIAEEQYSDLEK 930 941 64.3 25.5 60.9 1 0 0 1,411.6588
A_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 16 7.78% DATIASLEETNR 965 976 52.2 27.1 41.5 2 0 0 1,319.6438
A_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 16 7.78% LKDEEISAAAIK 1006 1017 27.6 27.8 19.6 2 0 0 1,287.7156
B_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 14 6.92% NIDNFLNR 67 74 25.2 28.0 17.2 1 0 0 1,005.5112
B_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 14 6.92% GAFGEVQLVR 101 110 39.8 28.4 26.9 2 0 0 1,075.5895
B_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 14 6.92% NLICAFLTDR 327 336 32.4 28.1 14.8 2 0 0 1,222.6250
B_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 14 6.92% ENLLLSDSPSCR 418 429 47.1 25.9 31.9 2 0 0 1,390.6632
B_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 14 6.92% QLDETNALLR 563 572 32.2 27.5 19.0 1 0 0 1,172.6271
B_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 14 6.92% SIAEEQYSDLEK 930 941 37.4 25.4 33.2 2 0 0 1,411.6588
B_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 14 6.92% DATIASLEETNR 965 976 66.0 26.8 44.8 2 0 0 1,319.6438
B_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 14 6.92% LKDEEISAAAIK 1006 1017 29.8 27.6 26.8 1 0 0 1,287.7156
B_25 Rho‐associated protein kinase 2 ROCK2_HUMAN 160,906 9 9 14 6.92% IELQMTLDSK 1103 1112 27.3 28.5 27.3 1 0 0 1,193.6085
A_06 DNA‐directed RNA polymerases I, II, and III subunit RPABC1 RPAB1_HUMAN 24,481 2 2 3 11.00% ALIVVQQGMTPSAK 102 115 62.3 27.9 51.4 2 0 0 1,458.7987
A_06 DNA‐directed RNA polymerases I, II, and III subunit RPABC1 RPAB1_HUMAN 24,481 2 2 3 11.00% EEVTELLAR 154 162 40.6 28.3 24.5 1 0 0 1,059.5681
A_12 DNA‐directed RNA polymerases I and III subunit RPAC1 RPAC1_HUMAN 39,115 3 3 5 9.25% VVLGEFGVR 14 22 59.7 26.5 47.6 2 0 0 975.5622
A_12 DNA‐directed RNA polymerases I and III subunit RPAC1 RPAC1_HUMAN 39,115 3 3 5 9.25% ILLAEVPTMAVEK 79 91 44.0 26.9 39.8 2 0 0 1,429.7973
A_12 DNA‐directed RNA polymerases I and III subunit RPAC1 RPAC1_HUMAN 39,115 3 3 5 9.25% FSPVATASYR 225 234 20.7 27.2 14.8 1 0 0 1,098.5577
B_12 DNA‐directed RNA polymerases I and III subunit RPAC1 RPAC1_HUMAN 39,115 2 2 4 6.36% VVLGEFGVR 14 22 67.0 27.1 57.2 2 0 0 975.5622
B_12 DNA‐directed RNA polymerases I and III subunit RPAC1 RPAC1_HUMAN 39,115 2 2 4 6.36% ILLAEVPTMAVEK 79 91 33.4 27.3 20.5 2 0 0 1,429.7973
C_17 Dolichyl‐diphosphooligosaccharide‐‐protein glycosyltransferase subunit 1 RPN1_HUMAN 68,571 2 2 4 4.78% VTAEVVLAHLGGGSTSR 49 65 34.0 26.7 30.9 0 2 0 1,653.8919
C_17 Dolichyl‐diphosphooligosaccharide‐‐protein glycosyltransferase subunit 1 RPN1_HUMAN 68,571 2 2 4 4.78% ALTSEIALLQSR 525 536 26.4 27.0 14.0 2 0 0 1,301.7424
A_11 Regulation of nuclear pre‐mRNA domain‐containing protein 1B RPR1B_HUMAN 36,901 2 2 4 7.36% LLNIWQER 107 114 36.4 27.9 21.1 2 0 0 1,071.5946
A_11 Regulation of nuclear pre‐mRNA domain‐containing protein 1B RPR1B_HUMAN 36,901 2 2 4 7.36% ALQDLENAASGDATVR 183 198 93.1 27.3 80.6 2 0 0 1,630.8032
I_09 Regulation of nuclear pre‐mRNA domain‐containing protein 1B RPR1B_HUMAN 36,901 2 2 4 7.36% LLNIWQER 107 114 37.5 28.2 17.0 2 0 0 1,071.5946
I_09 Regulation of nuclear pre‐mRNA domain‐containing protein 1B RPR1B_HUMAN 36,901 2 2 4 7.36% ALQDLENAASGDATVR 183 198 88.3 27.3 73.4 2 0 0 1,630.8032
A_13 Ras‐related GTP‐binding protein D RRAGC_HUMAN 44,226 2 2 3 5.75% VDGLSDDHKIETQR 180 193 20.4 27.4 16.7 0 1 0 1,612.7928
A_13 Ras‐related GTP‐binding protein D RRAGC_HUMAN 44,226 2 2 3 5.75% AFLFDVVSK 259 267 29.9 25.0 14.0 2 0 0 1,025.5666
K_06 Ras‐related protein R‐Ras RRAS_HUMAN 23,481 2 2 3 16.50% LVVVGGGGVGK 32 42 19.4 25.0 19.4 1 0 0 941.5780
K_06 Ras‐related protein R‐Ras RRAS_HUMAN 23,481 2 2 3 16.50% ICSVDGIPAR 69 78 29.1 28.1 10.3 1 0 0 1,087.5566
K_06 Ras‐related protein R‐Ras RRAS_HUMAN 23,481 2 2 3 16.50% VKDRDDFPVVLVGNK 129 143 30.1 26.4 24.3 0 2 0 1,700.9332
A_06 Ras‐related protein R‐Ras2 RRAS2_HUMAN 23,400 3 3 5 15.20% LVVVGGGGVGK 17 27 31.2 25.0 23.9 2 0 0 941.5780
A_06 Ras‐related protein R‐Ras2 RRAS2_HUMAN 23,400 3 3 5 15.20% GSFEEIYK 99 106 33.8 25.0 21.3 1 0 0 972.4673
A_06 Ras‐related protein R‐Ras2 RRAS2_HUMAN 23,400 3 3 5 15.20% QVTQEEGQQLAR 136 147 51.0 27.3 43.1 2 0 0 1,386.6973
B_06 Ras‐related protein R‐Ras2 RRAS2_HUMAN 23,400 3 3 4 15.20% LVVVGGGGVGK 17 27 32.1 25.0 31.4 2 0 0 941.5780
B_06 Ras‐related protein R‐Ras2 RRAS2_HUMAN 23,400 3 3 4 15.20% GSFEEIYK 99 106 26.4 25.0 16.9 1 0 0 972.4673
B_06 Ras‐related protein R‐Ras2 RRAS2_HUMAN 23,400 3 3 4 15.20% MNVDQAFHELVR 162 173 45.5 26.4 25.4 1 0 0 1,474.7108
B_06 Ribosome‐recycling factor, mitochondrial RRFM_HUMAN 29,278 2 2 3 10.70% LALNQISQISMK 128 139 51.0 27.8 40.6 2 0 0 1,361.7459
B_06 Ribosome‐recycling factor, mitochondrial RRFM_HUMAN 29,278 2 2 3 10.70% ESGMNLNPEVEGTLIR 164 179 25.9 27.3 13.5 1 0 0 1,774.8642
A_22 Exosome complex exonuclease RRP44 RRP44_HUMAN 109,006 4 4 7 5.01% SLTANPELIDR 200 210 39.5 27.4 33.4 2 0 0 1,228.6533
A_22 Exosome complex exonuclease RRP44 RRP44_HUMAN 109,006 4 4 7 5.01% LACLSEEGNEIESGK 211 225 54.3 25.0 49.6 2 0 0 1,635.7532
A_22 Exosome complex exonuclease RRP44 RRP44_HUMAN 109,006 4 4 7 5.01% ASLTYAEAQLR 586 596 33.1 28.4 22.1 2 0 0 1,222.6426
A_22 Exosome complex exonuclease RRP44 RRP44_HUMAN 109,006 4 4 7 5.01% GALTLSSPEVR 628 638 31.5 28.1 25.4 1 0 0 1,129.6212
B_22 Exosome complex exonuclease RRP44 RRP44_HUMAN 109,006 3 3 4 3.76% LACLSEEGNEIESGK 211 225 53.6 25.0 51.9 1 0 0 1,635.7532
B_22 Exosome complex exonuclease RRP44 RRP44_HUMAN 109,006 3 3 4 3.76% IIVAIDGWPR 398 407 34.3 25.0 19.9 2 0 0 1,139.6573
B_22 Exosome complex exonuclease RRP44 RRP44_HUMAN 109,006 3 3 4 3.76% ASLTYAEAQLR 586 596 38.7 28.4 27.9 1 0 0 1,222.6426
A_05 40S ribosomal protein S10 RS10_HUMAN 18,898 3 4 8 14.50% IAIYELLFK 9 17 43.7 25.0 42.6 2 0 0 1,109.6606



A_05 40S ribosomal protein S10 RS10_HUMAN 18,898 3 4 8 14.50% KAEAGAGSATEFQFR 139 153 107.0 27.1 104.0 2 2 0 1,569.7656
A_05 40S ribosomal protein S10 RS10_HUMAN 18,898 3 4 8 14.50% AEAGAGSATEFQFR 140 153 74.4 25.0 70.3 2 0 0 1,441.6706
B_04 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 3 9.09% KAEAGAGSATEFQFR 139 153 77.6 27.0 66.0 1 0 0 1,569.7656
B_04 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 3 9.09% AEAGAGSATEFQFR 140 153 64.4 25.0 60.4 2 0 0 1,441.6706
B_05 40S ribosomal protein S10 RS10_HUMAN 18,898 3 3 6 14.50% IAIYELLFK 9 17 53.5 25.0 42.2 2 0 0 1,109.6606
B_05 40S ribosomal protein S10 RS10_HUMAN 18,898 3 3 6 14.50% KAEAGAGSATEFQFR 139 153 91.1 26.9 90.0 2 0 0 1,569.7656
B_05 40S ribosomal protein S10 RS10_HUMAN 18,898 3 3 6 14.50% AEAGAGSATEFQFR 140 153 94.3 25.0 89.8 2 0 0 1,441.6706
C_05 40S ribosomal protein S10 RS10_HUMAN 18,898 3 4 7 18.80% HPELADKNVPNLHVMK 32 47 18.3 27.6 12.0 0 1 0 1,857.9642
C_05 40S ribosomal protein S10 RS10_HUMAN 18,898 3 4 7 18.80% KAEAGAGSATEFQFR 139 153 99.8 27.2 95.9 2 2 0 1,569.7656
C_05 40S ribosomal protein S10 RS10_HUMAN 18,898 3 4 7 18.80% AEAGAGSATEFQFR 140 153 79.4 25.0 75.5 2 0 0 1,441.6706
F_09 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 4 9.09% KAEAGAGSATEFQFR 139 153 93.1 26.9 92.5 2 0 0 1,569.7656
F_09 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 4 9.09% AEAGAGSATEFQFR 140 153 90.3 25.0 85.4 2 0 0 1,441.6706
I_05 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 3 9.09% KAEAGAGSATEFQFR 139 153 54.9 26.8 48.2 1 0 0 1,569.7656
I_05 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 3 9.09% AEAGAGSATEFQFR 140 153 98.9 25.0 96.7 2 0 0 1,441.6706
L_04 40S ribosomal protein S10 RS10_HUMAN 18,898 2 3 6 9.09% KAEAGAGSATEFQFR 139 153 107.0 27.0 99.2 2 2 0 1,569.7656
L_04 40S ribosomal protein S10 RS10_HUMAN 18,898 2 3 6 9.09% AEAGAGSATEFQFR 140 153 85.7 25.0 75.3 2 0 0 1,441.6706
L_07 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 2 9.09% KAEAGAGSATEFQFR 139 153 30.5 26.8 20.2 0 1 0 1,569.7656
L_07 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 2 9.09% AEAGAGSATEFQFR 140 153 50.4 25.3 50.4 1 0 0 1,441.6706
M_05 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 4 9.09% KAEAGAGSATEFQFR 139 153 26.2 26.8 21.0 0 2 0 1,569.7656
M_05 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 4 9.09% AEAGAGSATEFQFR 140 153 72.3 25.2 59.6 2 0 0 1,441.6706
N_05 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 3 9.09% KAEAGAGSATEFQFR 139 153 34.2 27.4 28.6 0 1 0 1,569.7656
N_05 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 3 9.09% AEAGAGSATEFQFR 140 153 81.5 25.0 77.0 2 0 0 1,441.6706
O_04 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 4 9.09% KAEAGAGSATEFQFR 139 153 33.4 27.1 29.4 0 2 0 1,569.7656
O_04 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 4 9.09% AEAGAGSATEFQFR 140 153 62.6 25.3 57.9 2 0 0 1,441.6706
O_05 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 4 9.09% KAEAGAGSATEFQFR 139 153 33.7 27.3 30.7 0 2 0 1,569.7656
O_05 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 4 9.09% AEAGAGSATEFQFR 140 153 96.0 25.3 92.3 2 0 0 1,441.6706
P_04 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 4 9.09% KAEAGAGSATEFQFR 139 153 30.0 27.4 23.8 0 2 0 1,569.7656
P_04 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 4 9.09% AEAGAGSATEFQFR 140 153 78.9 25.0 71.0 2 0 0 1,441.6706
P_05 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 4 9.09% KAEAGAGSATEFQFR 139 153 37.7 27.3 32.0 0 2 0 1,569.7656
P_05 40S ribosomal protein S10 RS10_HUMAN 18,898 2 2 4 9.09% AEAGAGSATEFQFR 140 153 67.4 25.0 64.2 2 0 0 1,441.6706
Q_04 40S ribosomal protein S10 RS10_HUMAN 18,898 2 3 5 9.09% KAEAGAGSATEFQFR 139 153 44.5 27.0 31.4 1 2 0 1,569.7656
Q_04 40S ribosomal protein S10 RS10_HUMAN 18,898 2 3 5 9.09% AEAGAGSATEFQFR 140 153 79.2 25.4 74.3 2 0 0 1,441.6706
A_05 40S ribosomal protein S11 RS11_HUMAN 18,431 5 6 10 35.40% QPTIFQNK 13 20 40.3 28.6 26.1 2 0 0 975.5259
A_05 40S ribosomal protein S11 RS11_HUMAN 18,431 5 6 10 35.40% EAIEGTYIDKK 49 59 30.7 27.8 15.6 2 0 0 1,266.6578
A_05 40S ribosomal protein S11 RS11_HUMAN 18,431 5 6 10 35.40% RDYLHYIR 90 97 44.5 28.0 18.7 2 0 0 1,135.6007
A_05 40S ribosomal protein S11 RS11_HUMAN 18,431 5 6 10 35.40% NMSVHLSPCFR 108 118 34.2 25.2 32.3 3 0 0 1,347.6296
A_05 40S ribosomal protein S11 RS11_HUMAN 18,431 5 6 10 35.40% DVQIGDIVTVGECRPLSK 119 136 20.8 27.9 4.7 0 1 0 1,986.0328
B_05 40S ribosomal protein S11 RS11_HUMAN 18,431 3 4 7 19.60% EAIEGTYIDK 49 58 39.6 26.3 34.8 2 0 0 1,138.5628
B_05 40S ribosomal protein S11 RS11_HUMAN 18,431 3 4 7 19.60% CPFTGNVSIR 60 69 52.9 26.9 39.6 2 0 0 1,150.5674
B_05 40S ribosomal protein S11 RS11_HUMAN 18,431 3 4 7 19.60% NMSVHLSPCFR 108 118 32.9 25.0 22.5 2 1 0 1,363.6245
C_05 40S ribosomal protein S11 RS11_HUMAN 18,431 6 7 11 39.20% AYQKQPTIFQNK 9 20 40.8 28.1 19.4 2 0 0 1,465.7799
C_05 40S ribosomal protein S11 RS11_HUMAN 18,431 6 7 11 39.20% VLLGETGKEKLPR 23 35 54.5 25.0 54.5 1 0 0 1,439.8583
C_05 40S ribosomal protein S11 RS11_HUMAN 18,431 6 7 11 39.20% EAIEGTYIDKK 49 59 30.8 27.8 14.2 2 0 0 1,266.6578
C_05 40S ribosomal protein S11 RS11_HUMAN 18,431 6 7 11 39.20% DYLHYIR 91 97 32.9 25.9 20.0 2 0 0 979.4996
C_05 40S ribosomal protein S11 RS11_HUMAN 18,431 6 7 11 39.20% NMSVHLSPCFR 108 118 34.0 25.0 28.3 2 1 0 1,363.6245
C_05 40S ribosomal protein S11 RS11_HUMAN 18,431 6 7 11 39.20% FNVLKVTK 140 147 18.2 25.0 13.6 1 0 0 948.5877
C_06 40S ribosomal protein S11 RS11_HUMAN 18,431 2 2 3 13.30% EAIEGTYIDKK 49 59 20.6 27.7 12.7 1 0 0 1,266.6578
C_06 40S ribosomal protein S11 RS11_HUMAN 18,431 2 2 3 13.30% CPFTGNVSIR 60 69 27.6 26.9 20.4 2 0 0 1,150.5674
L_04 40S ribosomal protein S11 RS11_HUMAN 18,431 2 2 4 17.70% CPFTGNVSIR 60 69 50.0 26.7 38.7 2 0 0 1,150.5674
L_04 40S ribosomal protein S11 RS11_HUMAN 18,431 2 2 4 17.70% DVQIGDIVTVGECRPLSK 119 136 61.3 27.9 60.9 2 0 0 1,986.0328
A_03 40S ribosomal protein S12 RS12_HUMAN 14,515 8 9 13 47.70% TALIHDGLAR 24 33 39.8 25.9 26.0 1 0 0 1,066.6005
A_03 40S ribosomal protein S12 RS12_HUMAN 14,515 8 9 13 47.70% LVEALCAEHQINLIK 64 78 56.5 25.8 49.4 2 2 0 1,750.9522
A_03 40S ribosomal protein S12 RS12_HUMAN 14,515 8 9 13 47.70% KLGEWVGLCK 84 93 28.8 28.7 20.4 1 0 0 1,189.6400
A_03 40S ribosomal protein S12 RS12_HUMAN 14,515 8 9 13 47.70% LGEWVGLCK 85 93 40.1 28.3 31.7 1 0 0 1,061.5450
A_03 40S ribosomal protein S12 RS12_HUMAN 14,515 8 9 13 47.70% KVVGCSCVVVK 102 112 35.5 27.9 28.0 2 0 0 1,234.6647
A_03 40S ribosomal protein S12 RS12_HUMAN 14,515 8 9 13 47.70% KVVGCSCVVVKDYGK 102 116 27.4 27.4 26.6 0 1 0 1,697.8715
A_03 40S ribosomal protein S12 RS12_HUMAN 14,515 8 9 13 47.70% VVGCSCVVVK 103 112 29.1 28.4 23.0 2 0 0 1,106.5697
A_03 40S ribosomal protein S12 RS12_HUMAN 14,515 8 9 13 47.70% ESQAKDVIEEYFK 117 129 18.0 26.4 18.0 0 1 0 1,585.7745
C_03 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 4 25.80% TALIHDGLAR 24 33 27.6 25.9 16.8 2 0 0 1,066.6005
C_03 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 4 25.80% LGEWVGLCK 85 93 58.2 28.3 52.2 1 0 0 1,061.5450
C_03 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 4 25.80% KVVGCSCVVVKDYGK 102 116 26.2 27.4 26.2 0 1 0 1,697.8715
D_05 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 5 20.50% LGEWVGLCK 85 93 34.0 28.3 28.6 2 0 0 1,061.5450
D_05 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 5 20.50% VVGCSCVVVK 103 112 27.8 28.1 20.7 1 0 0 1,106.5697
D_05 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 5 20.50% DVIEEYFK 122 129 32.8 25.0 26.0 2 0 0 1,042.5092
F_05 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 28.00% TALIHDGLAR 24 33 29.3 25.0 18.5 2 0 0 1,066.6005
F_05 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 28.00% LGEWVGLCK 85 93 45.9 28.0 39.2 2 0 0 1,061.5450
F_05 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 28.00% VVGCSCVVVK 103 112 35.6 28.1 25.2 1 0 0 1,106.5697
F_05 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 28.00% DVIEEYFK 122 129 19.8 25.1 14.0 1 0 0 1,042.5092
F_06 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 4 21.20% TALIHDGLAR 24 33 26.5 25.9 13.2 1 0 0 1,066.6005
F_06 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 4 21.20% VVGCSCVVVK 103 112 33.6 28.4 26.1 2 0 0 1,106.5697
F_06 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 4 21.20% DVIEEYFK 122 129 21.5 25.7 13.5 1 0 0 1,042.5092
G_05 40S ribosomal protein S12 RS12_HUMAN 14,515 2 2 2 13.60% TALIHDGLAR 24 33 25.3 25.0 18.5 1 0 0 1,066.6005
G_05 40S ribosomal protein S12 RS12_HUMAN 14,515 2 2 2 13.60% DVIEEYFK 122 129 19.4 26.1 11.6 1 0 0 1,042.5092
G_06 40S ribosomal protein S12 RS12_HUMAN 14,515 2 2 3 15.20% TALIHDGLAR 24 33 24.7 25.0 15.2 2 0 0 1,066.6005
G_06 40S ribosomal protein S12 RS12_HUMAN 14,515 2 2 3 15.20% VVGCSCVVVK 103 112 20.4 28.0 20.4 1 0 0 1,106.5697
H_03 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 3 25.00% TALIHDGLAR 24 33 27.0 25.0 20.3 1 0 0 1,066.6005
H_03 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 3 25.00% KVVGCSCVVVKDYGK 102 116 21.7 27.6 14.3 0 1 0 1,697.8715
H_03 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 3 25.00% DVIEEYFK 122 129 26.8 26.1 9.8 1 0 0 1,042.5092
H_04 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 5 16.70% LGEWVGLCK 85 93 55.8 28.4 48.2 2 0 0 1,061.5450
H_04 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 5 16.70% ESQAKDVIEEYFK 117 129 17.1 26.6 17.1 0 1 0 1,585.7745
H_04 40S ribosomal protein S12 RS12_HUMAN 14,515 3 3 5 16.70% DVIEEYFK 122 129 25.1 26.0 18.6 2 0 0 1,042.5092
I_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 28.00% LGEWVGLCK 85 93 58.6 28.2 53.3 2 0 0 1,061.5450
I_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 28.00% KVVGCSCVVVKDYGK 102 116 19.7 27.4 14.8 0 1 0 1,697.8715
I_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 28.00% ESQAKDVIEEYFK 117 129 18.9 26.6 17.5 0 1 0 1,585.7745
I_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 28.00% DVIEEYFK 122 129 38.8 26.1 21.6 2 0 0 1,042.5092
J_03 40S ribosomal protein S12 RS12_HUMAN 14,515 2 2 4 12.90% LGEWVGLCK 85 93 45.5 28.2 39.1 2 0 0 1,061.5450
J_03 40S ribosomal protein S12 RS12_HUMAN 14,515 2 2 4 12.90% DVIEEYFK 122 129 30.5 26.1 23.0 2 0 0 1,042.5092
K_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 36.40% TALIHDGLAR 24 33 22.3 25.0 19.2 1 0 0 1,066.6005
K_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 36.40% LVEALCAEHQINLIK 64 78 30.2 25.8 24.6 0 2 0 1,750.9522
K_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 36.40% KVVGCSCVVVKDYGK 102 116 22.7 27.5 16.4 0 1 0 1,697.8715
K_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 36.40% DVIEEYFK 122 129 35.2 25.7 24.1 2 0 0 1,042.5092
L_03 40S ribosomal protein S12 RS12_HUMAN 14,515 5 6 10 37.10% TALIHDGLAR 24 33 25.4 25.0 20.9 2 0 0 1,066.6005
L_03 40S ribosomal protein S12 RS12_HUMAN 14,515 5 6 10 37.10% LVEALCAEHQINLIK 64 78 60.6 25.8 53.6 2 2 0 1,750.9522
L_03 40S ribosomal protein S12 RS12_HUMAN 14,515 5 6 10 37.10% KVVGCSCVVVK 102 112 26.4 28.0 18.9 1 0 0 1,234.6647
L_03 40S ribosomal protein S12 RS12_HUMAN 14,515 5 6 10 37.10% ESQAKDVIEEYFK 117 129 53.8 26.5 46.4 2 0 0 1,585.7745
L_03 40S ribosomal protein S12 RS12_HUMAN 14,515 5 6 10 37.10% DVIEEYFK 122 129 23.9 26.3 17.8 1 0 0 1,042.5092
M_02 40S ribosomal protein S12 RS12_HUMAN 14,515 2 2 4 14.40% TALIHDGLAR 24 33 39.1 25.0 27.3 2 0 0 1,066.6005
M_02 40S ribosomal protein S12 RS12_HUMAN 14,515 2 2 4 14.40% LGEWVGLCK 85 93 45.0 28.5 36.0 2 0 0 1,061.5450
M_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 28.00% TALIHDGLAR 24 33 25.8 25.0 17.6 1 0 0 1,066.6005
M_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 28.00% LGEWVGLCK 85 93 52.5 28.2 41.2 2 0 0 1,061.5450
M_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 28.00% VVGCSCVVVK 103 112 26.2 28.1 16.8 2 0 0 1,106.5697
M_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 28.00% DVIEEYFK 122 129 26.7 26.1 19.6 1 0 0 1,042.5092
N_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 32.60% TALIHDGLAR 24 33 25.8 25.0 18.8 2 0 0 1,066.6005
N_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 32.60% LVEALCAEHQINLIK 64 78 17.9 25.8 12.0 0 1 0 1,750.9522
N_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 32.60% VVGCSCVVVK 103 112 24.4 28.1 22.5 2 0 0 1,106.5697
N_03 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 6 32.60% DVIEEYFK 122 129 18.1 26.3 9.6 1 0 0 1,042.5092
O_03 40S ribosomal protein S12 RS12_HUMAN 14,515 2 2 3 12.90% LGEWVGLCK 85 93 33.7 28.6 21.0 2 0 0 1,061.5450
O_03 40S ribosomal protein S12 RS12_HUMAN 14,515 2 2 3 12.90% DVIEEYFK 122 129 22.4 26.0 15.5 1 0 0 1,042.5092
P_03 40S ribosomal protein S12 RS12_HUMAN 14,515 2 2 3 14.40% TALIHDGLAR 24 33 36.1 25.0 19.5 1 0 0 1,066.6005
P_03 40S ribosomal protein S12 RS12_HUMAN 14,515 2 2 3 14.40% LGEWVGLCK 85 93 26.0 28.6 23.2 2 0 0 1,061.5450
Q_02 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 4 22.00% TALIHDGLAR 24 33 29.7 25.0 20.2 1 0 0 1,066.6005
Q_02 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 4 22.00% KVVGCSCVVVK 102 112 32.0 27.7 25.0 1 0 0 1,234.6647



Q_02 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 4 22.00% VVGCSCVVVK 103 112 22.0 28.6 10.6 1 0 0 1,106.5697
Q_02 40S ribosomal protein S12 RS12_HUMAN 14,515 4 4 4 22.00% DVIEEYFK 122 129 36.0 26.3 26.0 1 0 0 1,042.5092
Q_03 40S ribosomal protein S12 RS12_HUMAN 14,515 6 6 10 40.20% TALIHDGLAR 24 33 35.0 25.0 25.8 2 0 0 1,066.6005
Q_03 40S ribosomal protein S12 RS12_HUMAN 14,515 6 6 10 40.20% LVEALCAEHQINLIK 64 78 23.7 25.5 11.0 0 2 0 1,750.9522
Q_03 40S ribosomal protein S12 RS12_HUMAN 14,515 6 6 10 40.20% LGEWVGLCK 85 93 55.3 27.8 42.5 2 0 0 1,061.5450
Q_03 40S ribosomal protein S12 RS12_HUMAN 14,515 6 6 10 40.20% KVVGCSCVVVK 102 112 39.7 27.7 38.2 1 0 0 1,234.6647
Q_03 40S ribosomal protein S12 RS12_HUMAN 14,515 6 6 10 40.20% VVGCSCVVVK 103 112 36.0 27.9 31.8 1 0 0 1,106.5697
Q_03 40S ribosomal protein S12 RS12_HUMAN 14,515 6 6 10 40.20% DVIEEYFK 122 129 36.6 26.4 26.9 2 0 0 1,042.5092
A_04 40S ribosomal protein S13 RS13_HUMAN 17,223 4 4 7 23.20% GLSQSALPYR 10 19 31.6 28.3 23.6 1 0 0 1,091.5844
A_04 40S ribosomal protein S13 RS13_HUMAN 17,223 4 4 7 23.20% LTSDDVKEQIYK 28 39 59.4 27.6 52.3 2 0 0 1,438.7426
A_04 40S ribosomal protein S13 RS13_HUMAN 17,223 4 4 7 23.20% KGLTPSQIGVILR 43 55 35.7 25.0 20.4 0 2 0 1,381.8528
A_04 40S ribosomal protein S13 RS13_HUMAN 17,223 4 4 7 23.20% GLTPSQIGVILR 44 55 59.9 25.0 43.5 2 0 0 1,253.7578
A_05 40S ribosomal protein S13 RS13_HUMAN 17,223 2 3 5 16.60% LTSDDVKEQIYK 28 39 67.8 27.6 66.4 2 0 0 1,438.7426
A_05 40S ribosomal protein S13 RS13_HUMAN 17,223 2 3 5 16.60% KGLTPSQIGVILR 43 55 54.0 25.0 22.7 1 2 0 1,381.8528
B_04 40S ribosomal protein S13 RS13_HUMAN 17,223 3 4 7 15.90% KGLTPSQIGVILR 43 55 48.4 25.0 18.1 2 1 0 1,381.8528
B_04 40S ribosomal protein S13 RS13_HUMAN 17,223 3 4 7 15.90% GLTPSQIGVILR 44 55 45.2 25.0 30.2 2 0 0 1,253.7578
B_04 40S ribosomal protein S13 RS13_HUMAN 17,223 3 4 7 15.90% YESSTASALVA 141 151 37.5 25.0 37.5 2 0 0 1,098.5312
C_04 40S ribosomal protein S13 RS13_HUMAN 17,223 5 6 12 30.50% GLSQSALPYR 10 19 43.7 28.7 28.2 2 0 0 1,091.5844
C_04 40S ribosomal protein S13 RS13_HUMAN 17,223 5 6 12 30.50% LTSDDVKEQIYK 28 39 46.7 27.6 39.3 2 0 0 1,438.7426
C_04 40S ribosomal protein S13 RS13_HUMAN 17,223 5 6 12 30.50% KGLTPSQIGVILR 43 55 47.0 25.0 28.3 2 2 0 1,381.8528
C_04 40S ribosomal protein S13 RS13_HUMAN 17,223 5 6 12 30.50% GLTPSQIGVILR 44 55 37.9 25.0 26.5 2 0 0 1,253.7578
C_04 40S ribosomal protein S13 RS13_HUMAN 17,223 5 6 12 30.50% YESSTASALVA 141 151 44.3 25.0 40.4 2 0 0 1,098.5312
C_05 40S ribosomal protein S13 RS13_HUMAN 17,223 3 3 5 22.50% GLSQSALPYR 10 19 25.5 28.8 24.5 1 0 0 1,091.5844
C_05 40S ribosomal protein S13 RS13_HUMAN 17,223 3 3 5 22.50% LTSDDVKEQIYK 28 39 37.9 27.6 29.5 2 0 0 1,438.7426
C_05 40S ribosomal protein S13 RS13_HUMAN 17,223 3 3 5 22.50% GLTPSQIGVILR 44 55 22.7 25.0 10.2 2 0 0 1,253.7578
F_09 40S ribosomal protein S13 RS13_HUMAN 17,223 2 2 3 8.61% KGLTPSQIGVILR 43 55 29.9 25.0 19.6 0 2 0 1,381.8528
F_09 40S ribosomal protein S13 RS13_HUMAN 17,223 2 2 3 8.61% GLTPSQIGVILR 44 55 23.0 25.0 14.1 1 0 0 1,253.7578
F_10 40S ribosomal protein S13 RS13_HUMAN 17,223 2 2 2 14.60% GLSQSALPYR 10 19 40.4 28.3 32.2 1 0 0 1,091.5844
F_10 40S ribosomal protein S13 RS13_HUMAN 17,223 2 2 2 14.60% GLTPSQIGVILR 44 55 21.4 25.0 10.1 1 0 0 1,253.7578
H_04 40S ribosomal protein S13 RS13_HUMAN 17,223 3 4 6 16.60% LTSDDVKEQIYK 28 39 30.4 27.4 28.3 1 0 0 1,438.7426
H_04 40S ribosomal protein S13 RS13_HUMAN 17,223 3 4 6 16.60% KGLTPSQIGVILR 43 55 59.3 25.0 33.7 2 2 0 1,381.8528
H_04 40S ribosomal protein S13 RS13_HUMAN 17,223 3 4 6 16.60% GLTPSQIGVILR 44 55 38.0 25.0 21.8 1 0 0 1,253.7578
I_04 40S ribosomal protein S13 RS13_HUMAN 17,223 3 4 6 16.60% LTSDDVKEQIYK 28 39 43.1 27.5 37.7 2 1 0 1,438.7426
I_04 40S ribosomal protein S13 RS13_HUMAN 17,223 3 4 6 16.60% KGLTPSQIGVILR 43 55 28.8 25.0 24.6 1 0 0 1,381.8528
I_04 40S ribosomal protein S13 RS13_HUMAN 17,223 3 4 6 16.60% GLTPSQIGVILR 44 55 60.7 25.0 45.9 2 0 0 1,253.7578
L_04 40S ribosomal protein S13 RS13_HUMAN 17,223 3 4 7 21.90% KGLTPSQIGVILR 43 55 60.5 25.0 51.6 2 2 0 1,381.8528
L_04 40S ribosomal protein S13 RS13_HUMAN 17,223 3 4 7 21.90% FRLILIESR 113 121 26.0 25.0 24.2 1 0 0 1,146.6994
L_04 40S ribosomal protein S13 RS13_HUMAN 17,223 3 4 7 21.90% YESSTASALVA 141 151 47.6 25.3 47.6 2 0 0 1,098.5312
M_04 40S ribosomal protein S13 RS13_HUMAN 17,223 4 4 6 23.80% LTSDDVKEQIYK 28 39 20.9 27.2 15.7 1 0 0 1,438.7426
M_04 40S ribosomal protein S13 RS13_HUMAN 17,223 4 4 6 23.80% KGLTPSQIGVILR 43 55 23.4 25.0 23.4 1 0 0 1,381.8528
M_04 40S ribosomal protein S13 RS13_HUMAN 17,223 4 4 6 23.80% GLTPSQIGVILR 44 55 41.8 25.0 28.1 2 0 0 1,253.7578
M_04 40S ribosomal protein S13 RS13_HUMAN 17,223 4 4 6 23.80% YESSTASALVA 141 151 37.0 25.0 34.6 2 0 0 1,098.5312
Q_04 40S ribosomal protein S13 RS13_HUMAN 17,223 2 2 2 15.90% KGLTPSQIGVILR 43 55 40.0 25.0 22.9 1 0 0 1,381.8528
Q_04 40S ribosomal protein S13 RS13_HUMAN 17,223 2 2 2 15.90% YESSTASALVA 141 151 31.8 25.6 28.2 1 0 0 1,098.5312
Q_05 40S ribosomal protein S13 RS13_HUMAN 17,223 3 3 4 21.90% GLSQSALPYR 10 19 34.8 28.2 27.4 1 0 0 1,091.5844
Q_05 40S ribosomal protein S13 RS13_HUMAN 17,223 3 3 4 21.90% LTSDDVKEQIYK 28 39 57.5 27.3 51.6 2 0 0 1,438.7426
Q_05 40S ribosomal protein S13 RS13_HUMAN 17,223 3 3 4 21.90% YESSTASALVA 141 151 25.2 25.2 21.8 1 0 0 1,098.5312
Q_16 40S ribosomal protein S13 RS13_HUMAN 17,223 2 2 3 14.60% GLSQSALPYR 10 19 40.0 28.2 31.7 2 0 0 1,091.5844
Q_16 40S ribosomal protein S13 RS13_HUMAN 17,223 2 2 3 14.60% GLTPSQIGVILR 44 55 29.5 25.0 22.1 1 0 0 1,253.7578
A_04 40S ribosomal protein S14 RS14_HUMAN 16,273 5 7 13 36.40% DESSPYAAMLAAQDVAQR 67 84 52.1 25.0 47.5 2 1 0 1,938.8863
A_04 40S ribosomal protein S14 RS14_HUMAN 16,273 5 7 13 36.40% CKELGITALHIK 85 96 49.2 25.0 37.4 2 2 0 1,382.7827
A_04 40S ribosomal protein S14 RS14_HUMAN 16,273 5 7 13 36.40% TPGPGAQSALR 107 117 42.6 25.9 36.6 2 0 0 1,054.5641
A_04 40S ribosomal protein S14 RS14_HUMAN 16,273 5 7 13 36.40% IEDVTPIPSDSTR 129 141 56.2 26.6 47.3 2 0 0 1,429.7171
A_04 40S ribosomal protein S14 RS14_HUMAN 16,273 5 7 13 36.40% IEDVTPIPSDSTRR 129 142 30.3 27.5 24.5 2 0 0 1,585.8182
B_04 40S ribosomal protein S14 RS14_HUMAN 16,273 4 6 9 24.50% CKELGITALHIK 85 96 31.7 25.1 27.4 1 2 0 1,382.7827
B_04 40S ribosomal protein S14 RS14_HUMAN 16,273 4 6 9 24.50% TPGPGAQSALR 107 117 41.8 26.2 36.3 1 0 0 1,054.5641
B_04 40S ribosomal protein S14 RS14_HUMAN 16,273 4 6 9 24.50% IEDVTPIPSDSTR 129 141 44.0 26.9 39.0 2 0 0 1,429.7171
B_04 40S ribosomal protein S14 RS14_HUMAN 16,273 4 6 9 24.50% IEDVTPIPSDSTRR 129 142 30.8 27.5 20.6 1 2 0 1,585.8182
C_04 40S ribosomal protein S14 RS14_HUMAN 16,273 4 5 8 24.50% CKELGITALHIK 85 96 41.5 25.0 36.4 0 2 0 1,382.7827
C_04 40S ribosomal protein S14 RS14_HUMAN 16,273 4 5 8 24.50% TPGPGAQSALR 107 117 22.3 26.2 10.4 1 0 0 1,054.5641
C_04 40S ribosomal protein S14 RS14_HUMAN 16,273 4 5 8 24.50% IEDVTPIPSDSTR 129 141 55.0 26.6 54.3 2 0 0 1,429.7171
C_04 40S ribosomal protein S14 RS14_HUMAN 16,273 4 5 8 24.50% IEDVTPIPSDSTRR 129 142 30.4 27.4 19.8 2 1 0 1,585.8182
F_07 40S ribosomal protein S14 RS14_HUMAN 16,273 3 3 5 15.90% ELGITALHIK 87 96 31.7 25.0 24.1 2 0 0 1,094.6570
F_07 40S ribosomal protein S14 RS14_HUMAN 16,273 3 3 5 15.90% IEDVTPIPSDSTR 129 141 47.1 26.9 42.2 1 0 0 1,429.7171
F_07 40S ribosomal protein S14 RS14_HUMAN 16,273 3 3 5 15.90% IEDVTPIPSDSTRR 129 142 42.2 27.6 30.4 0 2 0 1,585.8182
H_04 40S ribosomal protein S14 RS14_HUMAN 16,273 5 5 8 25.20% ADRDESSPYAAMLAAQDVAQR 64 84 29.2 25.0 24.4 0 1 0 2,281.0515
H_04 40S ribosomal protein S14 RS14_HUMAN 16,273 5 5 8 25.20% IGRIEDVTPIPSDSTR 126 141 26.8 27.6 21.0 0 2 0 1,755.9238
H_04 40S ribosomal protein S14 RS14_HUMAN 16,273 5 5 8 25.20% IGRIEDVTPIPSDSTRR 126 142 19.7 26.1 16.9 0 1 0 1,912.0249
H_04 40S ribosomal protein S14 RS14_HUMAN 16,273 5 5 8 25.20% IEDVTPIPSDSTR 129 141 65.9 26.8 57.2 2 0 0 1,429.7171
H_04 40S ribosomal protein S14 RS14_HUMAN 16,273 5 5 8 25.20% IEDVTPIPSDSTRR 129 142 24.4 27.6 13.9 0 2 0 1,585.8182
I_04 40S ribosomal protein S14 RS14_HUMAN 16,273 4 4 7 11.30% IGRIEDVTPIPSDSTR 126 141 20.0 27.5 15.3 0 2 0 1,755.9238
I_04 40S ribosomal protein S14 RS14_HUMAN 16,273 4 4 7 11.30% IGRIEDVTPIPSDSTRR 126 142 18.7 26.1 13.9 0 1 0 1,912.0249
I_04 40S ribosomal protein S14 RS14_HUMAN 16,273 4 4 7 11.30% IEDVTPIPSDSTR 129 141 51.6 26.8 46.7 2 0 0 1,429.7171
I_04 40S ribosomal protein S14 RS14_HUMAN 16,273 4 4 7 11.30% IEDVTPIPSDSTRR 129 142 46.0 27.6 33.0 0 2 0 1,585.8182
L_03 40S ribosomal protein S14 RS14_HUMAN 16,273 2 3 6 19.90% DESSPYAAMLAAQDVAQR 67 84 85.0 25.0 73.8 2 2 0 1,938.8863
L_03 40S ribosomal protein S14 RS14_HUMAN 16,273 2 3 6 19.90% CKELGITALHIK 85 96 28.1 25.0 23.0 0 2 0 1,382.7827
L_04 40S ribosomal protein S14 RS14_HUMAN 16,273 2 2 2 11.30% IGRIEDVTPIPSDSTR 126 141 18.5 27.6 6.9 0 1 0 1,755.9238
L_04 40S ribosomal protein S14 RS14_HUMAN 16,273 2 2 2 11.30% IEDVTPIPSDSTRR 129 142 25.1 27.2 22.9 1 0 0 1,585.8182
A_04 40S ribosomal protein S15a RS15A_HUMAN 14,840 2 2 3 13.10% FLTVMMK 37 43 26.5 25.2 12.7 1 0 0 901.4523
A_04 40S ribosomal protein S15a RS15A_HUMAN 14,840 2 2 3 13.10% FDVQLKDLEK 79 88 46.1 27.9 12.9 2 0 0 1,234.6680
B_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 3 3 4 15.40% VRMNVLADALK 2 12 27.0 27.2 23.1 1 0 0 1,245.6985
B_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 3 3 4 15.40% MNVLADALK 4 12 47.2 29.3 34.7 1 0 0 990.5290
B_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 3 3 4 15.40% WQNNLLPSR 89 97 33.6 26.5 8.3 2 0 0 1,127.5956
C_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 4 4 4 21.50% VRMNVLADALK 2 12 32.0 27.7 22.2 1 0 0 1,245.6985
C_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 4 4 4 21.50% MNVLADALK 4 12 24.7 28.8 11.0 1 0 0 974.5340
C_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 4 4 4 21.50% FLTVMMK 37 43 25.1 25.0 7.3 1 0 0 901.4523
C_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 4 4 4 21.50% FDVQLKDLEK 79 88 33.2 27.0 16.8 1 0 0 1,234.6680
F_06 40S ribosomal protein S15a RS15A_HUMAN 14,840 2 2 3 13.80% MNVLADALK 4 12 44.0 28.6 24.6 2 0 0 974.5340
F_06 40S ribosomal protein S15a RS15A_HUMAN 14,840 2 2 3 13.80% WQNNLLPSR 89 97 38.2 26.5 0.0 1 0 0 1,127.5956
H_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 3 3 5 16.20% VRMNVLADALK 2 12 20.6 27.2 15.6 1 0 0 1,245.6985
H_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 3 3 5 16.20% MNVLADALK 4 12 51.5 28.6 35.6 2 0 0 974.5340
H_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 3 3 5 16.20% FDVQLKDLEK 79 88 32.0 28.0 6.4 2 0 0 1,234.6680
H_04 40S ribosomal protein S15a RS15A_HUMAN 14,840 3 3 4 15.40% VRMNVLADALK 2 12 24.7 27.3 17.6 1 0 0 1,245.6985
H_04 40S ribosomal protein S15a RS15A_HUMAN 14,840 3 3 4 15.40% MNVLADALK 4 12 33.3 28.8 23.4 2 0 0 974.5340
H_04 40S ribosomal protein S15a RS15A_HUMAN 14,840 3 3 4 15.40% WQNNLLPSR 89 97 25.5 26.4 8.4 1 0 0 1,127.5956
I_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 2 2 3 14.60% MNVLADALK 4 12 32.4 28.6 13.8 2 0 0 974.5340
I_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 2 2 3 14.60% FDVQLKDLEK 79 88 30.1 27.5 12.5 1 0 0 1,234.6680
K_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 2 2 3 16.20% VRMNVLADALK 2 12 32.0 27.2 27.5 2 0 0 1,245.6985
K_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 2 2 3 16.20% FDVQLKDLEK 79 88 30.4 28.0 12.3 1 0 0 1,234.6680
L_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 5 5 7 29.20% VRMNVLADALK 2 12 36.4 27.3 25.7 2 0 0 1,245.6985
L_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 5 5 7 29.20% MNVLADALK 4 12 32.3 28.0 10.6 1 0 0 974.5340
L_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 5 5 7 29.20% HGYIGEFEIIDDHR 44 57 45.9 25.8 41.8 0 2 0 1,700.8029
L_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 5 5 7 29.20% DLEKWQNNLLPSR 85 97 18.0 27.1 12.5 0 1 0 1,612.8443
L_03 40S ribosomal protein S15a RS15A_HUMAN 14,840 5 5 7 29.20% WQNNLLPSR 89 97 42.6 26.3 6.6 1 0 0 1,127.5956
A_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 11 20 48.60% PSKGPLQSVQVFGR 2 15 23.1 27.3 11.9 0 2 0 1,499.8330
A_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 11 20 48.60% VNGRPLEMIEPR 34 45 41.8 27.1 37.0 2 2 0 1,426.7473
A_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 11 20 48.60% LLEPVLLLGK 51 60 45.7 25.0 37.0 2 0 0 1,094.7186
A_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 11 20 48.60% LLEPVLLLGKER 51 62 40.1 25.0 40.1 2 1 0 1,379.8623
A_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 11 20 48.60% VKGGGHVAQIYAIR 72 85 36.3 25.5 24.5 0 2 0 1,468.8384
A_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 11 20 48.60% GGGHVAQIYAIR 74 85 40.6 26.6 37.2 2 0 0 1,241.6750
A_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 11 20 48.60% ALVAYYQK 91 98 21.0 25.8 16.7 1 0 0 955.5247
A_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 11 20 48.60% EIKDILIQYDR 107 117 55.4 28.2 42.9 2 2 0 1,405.7688



B_03 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 2 15.80% VNGRPLEMIEPR 34 45 30.5 27.0 19.9 1 0 0 1,426.7473
B_03 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 2 15.80% EIKDILIQYDR 107 117 34.1 27.9 24.5 1 0 0 1,405.7688
B_04 40S ribosomal protein S16 RS16_HUMAN 16,446 5 6 10 35.60% GPLQSVQVFGR 5 15 44.6 28.3 39.8 2 0 0 1,187.6532
B_04 40S ribosomal protein S16 RS16_HUMAN 16,446 5 6 10 35.60% LLEPVLLLGK 51 60 25.4 25.0 19.4 1 0 0 1,094.7186
B_04 40S ribosomal protein S16 RS16_HUMAN 16,446 5 6 10 35.60% GGGHVAQIYAIR 74 85 39.4 26.4 38.3 2 0 0 1,241.6750
B_04 40S ribosomal protein S16 RS16_HUMAN 16,446 5 6 10 35.60% ALVAYYQK 91 98 32.6 26.2 18.1 1 0 0 955.5247
B_04 40S ribosomal protein S16 RS16_HUMAN 16,446 5 6 10 35.60% EIKDILIQYDR 107 117 46.0 28.2 33.7 2 2 0 1,405.7688
C_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 9 15 53.40% PSKGPLQSVQVFGR 2 15 49.3 27.3 46.1 2 2 0 1,499.8330
C_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 9 15 53.40% VNGRPLEMIEPR 34 45 31.3 27.1 30.5 0 1 0 1,426.7473
C_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 9 15 53.40% LLEPVLLLGK 51 60 45.5 25.0 45.5 2 0 0 1,094.7186
C_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 9 15 53.40% FAGVDIRVR 63 71 25.2 27.4 19.3 1 0 0 1,032.5949
C_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 9 15 53.40% VKGGGHVAQIYAIR 72 85 33.5 25.1 28.4 0 2 0 1,468.8384
C_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 9 15 53.40% GGGHVAQIYAIR 74 85 37.7 26.3 28.9 2 0 0 1,241.6750
C_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 9 15 53.40% ALVAYYQK 91 98 28.8 26.2 20.1 1 0 0 955.5247
C_04 40S ribosomal protein S16 RS16_HUMAN 16,446 8 9 15 53.40% EIKDILIQYDR 107 117 55.8 28.2 35.8 0 2 0 1,405.7688
C_05 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 14.40% LLEPVLLLGK 51 60 19.1 25.0 19.1 1 0 0 1,094.7186
C_05 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 14.40% EIKDILIQYDR 107 117 37.0 28.2 26.6 0 2 0 1,405.7688
F_07 40S ribosomal protein S16 RS16_HUMAN 16,446 3 3 4 24.00% GPLQSVQVFGR 5 15 80.8 28.2 72.5 2 0 0 1,187.6532
F_07 40S ribosomal protein S16 RS16_HUMAN 16,446 3 3 4 24.00% VNGRPLEMIEPR 34 45 28.8 27.2 22.2 0 1 0 1,410.7523
F_07 40S ribosomal protein S16 RS16_HUMAN 16,446 3 3 4 24.00% GGGHVAQIYAIR 74 85 24.2 26.6 22.2 1 0 0 1,241.6750
F_09 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 15.80% GPLQSVQVFGR 5 15 80.7 28.3 79.4 2 0 0 1,187.6532
F_09 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 15.80% VNGRPLEMIEPR 34 45 24.1 27.3 23.8 0 1 0 1,410.7523
F_10 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 14.40% GPLQSVQVFGR 5 15 83.7 28.7 79.3 2 0 0 1,187.6532
F_10 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 14.40% LLEPVLLLGK 51 60 24.6 25.0 23.2 1 0 0 1,094.7186
H_04 40S ribosomal protein S16 RS16_HUMAN 16,446 5 6 10 32.20% VNGRPLEMIEPR 34 45 37.3 27.0 27.0 0 2 0 1,410.7523
H_04 40S ribosomal protein S16 RS16_HUMAN 16,446 5 6 10 32.20% LLEPVLLLGK 51 60 56.7 25.0 50.2 2 0 0 1,094.7186
H_04 40S ribosomal protein S16 RS16_HUMAN 16,446 5 6 10 32.20% LLEPVLLLGKER 51 62 21.8 25.0 13.9 0 1 0 1,379.8623
H_04 40S ribosomal protein S16 RS16_HUMAN 16,446 5 6 10 32.20% GGGHVAQIYAIR 74 85 23.0 26.5 23.0 1 0 0 1,241.6750
H_04 40S ribosomal protein S16 RS16_HUMAN 16,446 5 6 10 32.20% EIKDILIQYDR 107 117 53.1 27.5 40.5 2 2 0 1,405.7688
H_23 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 14.40% GPLQSVQVFGR 5 15 37.4 28.7 37.3 1 0 0 1,187.6532
H_23 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 14.40% LLEPVLLLGK 51 60 32.0 25.0 32.0 2 0 0 1,094.7186
H_24 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 4 14.40% GPLQSVQVFGR 5 15 66.8 28.1 52.7 2 0 0 1,187.6532
H_24 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 4 14.40% LLEPVLLLGK 51 60 46.0 25.0 36.9 2 0 0 1,094.7186
I_04 40S ribosomal protein S16 RS16_HUMAN 16,446 4 5 9 24.00% VNGRPLEMIEPR 34 45 24.3 26.9 14.3 0 1 0 1,426.7473
I_04 40S ribosomal protein S16 RS16_HUMAN 16,446 4 5 9 24.00% LLEPVLLLGK 51 60 43.5 25.0 31.8 2 0 0 1,094.7186
I_04 40S ribosomal protein S16 RS16_HUMAN 16,446 4 5 9 24.00% LLEPVLLLGKER 51 62 25.2 25.0 15.6 0 2 0 1,379.8623
I_04 40S ribosomal protein S16 RS16_HUMAN 16,446 4 5 9 24.00% EIKDILIQYDR 107 117 35.7 27.5 24.9 2 2 0 1,405.7688
K_04 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 15.80% VNGRPLEMIEPR 34 45 26.4 26.9 18.2 0 2 0 1,426.7473
K_04 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 15.80% EIKDILIQYDR 107 117 24.5 28.1 16.8 0 1 0 1,405.7688
L_03 40S ribosomal protein S16 RS16_HUMAN 16,446 6 7 11 36.30% VNGRPLEMIEPR 34 45 34.4 26.8 29.2 0 1 0 1,426.7473
L_03 40S ribosomal protein S16 RS16_HUMAN 16,446 6 7 11 36.30% LLEPVLLLGK 51 60 36.3 25.0 30.4 1 0 0 1,094.7186
L_03 40S ribosomal protein S16 RS16_HUMAN 16,446 6 7 11 36.30% GGGHVAQIYAIR 74 85 43.0 26.4 33.0 2 0 0 1,241.6750
L_03 40S ribosomal protein S16 RS16_HUMAN 16,446 6 7 11 36.30% ALVAYYQK 91 98 47.0 26.4 28.7 1 0 0 955.5247
L_03 40S ribosomal protein S16 RS16_HUMAN 16,446 6 7 11 36.30% EIKDILIQYDR 107 117 39.8 27.4 30.5 2 2 0 1,405.7688
L_03 40S ribosomal protein S16 RS16_HUMAN 16,446 6 7 11 36.30% DILIQYDR 110 117 28.9 28.7 18.0 2 0 0 1,035.5471
L_04 40S ribosomal protein S16 RS16_HUMAN 16,446 3 3 4 17.80% LLEPVLLLGK 51 60 36.4 25.0 33.2 2 0 0 1,094.7186
L_04 40S ribosomal protein S16 RS16_HUMAN 16,446 3 3 4 17.80% ALVAYYQK 91 98 39.1 26.2 29.6 1 0 0 955.5247
L_04 40S ribosomal protein S16 RS16_HUMAN 16,446 3 3 4 17.80% DILIQYDR 110 117 38.6 28.7 23.6 1 0 0 1,035.5471
M_04 40S ribosomal protein S16 RS16_HUMAN 16,446 3 3 5 19.90% GPLQSVQVFGR 5 15 45.0 28.4 40.9 2 0 0 1,187.6532
M_04 40S ribosomal protein S16 RS16_HUMAN 16,446 3 3 5 19.90% LLEPVLLLGK 51 60 28.5 25.0 24.6 2 0 0 1,094.7186
M_04 40S ribosomal protein S16 RS16_HUMAN 16,446 3 3 5 19.90% ALVAYYQK 91 98 18.1 26.3 6.6 1 0 0 955.5247
N_04 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 4 13.00% GPLQSVQVFGR 5 15 61.5 27.6 61.5 2 0 0 1,187.6532
N_04 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 4 13.00% ALVAYYQK 91 98 31.5 26.1 20.3 2 0 0 955.5247
O_04 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 13.00% GPLQSVQVFGR 5 15 53.5 28.5 53.5 2 0 0 1,187.6532
O_04 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 13.00% ALVAYYQK 91 98 25.8 26.2 17.7 1 0 0 955.5247
P_04 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 13.00% GPLQSVQVFGR 5 15 53.2 28.0 52.8 2 0 0 1,187.6532
P_04 40S ribosomal protein S16 RS16_HUMAN 16,446 2 2 3 13.00% ALVAYYQK 91 98 25.7 26.2 13.0 1 0 0 955.5247
A_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 4 5 9 23.00% VIIEKYYTR 15 23 51.5 25.7 37.6 2 0 0 1,184.6674
A_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 4 5 9 23.00% VCEEIAIIPSK 34 44 35.4 28.3 11.0 1 0 0 1,258.6713
A_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 4 5 9 23.00% VCEEIAIIPSKK 34 45 57.7 27.6 41.7 2 2 0 1,386.7663
A_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 4 5 9 23.00% IAGYVTHLMK 50 59 45.6 27.6 40.6 2 0 0 1,148.6134
B_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 3 4 7 17.00% RVCEEIAIIPSK 33 44 18.1 27.9 9.9 0 1 0 1,414.7724
B_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 3 4 7 17.00% VCEEIAIIPSKK 34 45 60.6 27.6 43.9 2 2 0 1,386.7663
B_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 3 4 7 17.00% IAGYVTHLMK 50 59 34.3 27.5 23.4 2 0 0 1,148.6134
C_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 2 3 6 16.30% VCEEIAIIPSKK 34 45 41.5 27.2 35.5 2 2 0 1,386.7663
C_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 2 3 6 16.30% IAGYVTHLMK 50 59 29.6 27.9 24.5 2 0 0 1,148.6134
F_07 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 2 2 4 16.30% VCEEIAIIPSKK 34 45 28.9 27.6 16.4 0 2 0 1,386.7663
F_07 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 2 2 4 16.30% IAGYVTHLMK 50 59 31.9 27.6 24.0 2 0 0 1,148.6134
F_08 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 3 4 7 16.30% VCEEIAIIPSK 34 44 44.2 28.3 25.5 2 0 0 1,258.6713
F_08 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 3 4 7 16.30% VCEEIAIIPSKK 34 45 44.0 27.6 28.4 2 1 0 1,386.7663
F_08 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 3 4 7 16.30% IAGYVTHLMK 50 59 39.7 27.8 29.5 2 0 0 1,148.6134
L_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 2 2 4 8.89% VCEEIAIIPSK 34 44 58.1 28.5 29.2 2 0 0 1,258.6713
L_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 2 2 4 8.89% VCEEIAIIPSKK 34 45 45.2 28.0 29.6 2 0 0 1,386.7663
Q_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 2 3 5 8.89% VCEEIAIIPSK 34 44 56.6 28.5 28.8 2 0 0 1,258.6713
Q_04 40S ribosomal protein S17‐like RS17L_HUMAN 15,551 2 3 5 8.89% VCEEIAIIPSKK 34 45 33.4 27.6 22.2 1 2 0 1,386.7663
A_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 5 10 27.00% VLNTNIDGR 15 23 36.7 28.0 26.4 2 0 0 1,001.5375
A_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 5 10 27.00% AGELTEDEVER 56 66 67.7 25.0 56.9 2 0 0 1,247.5751
A_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 5 10 27.00% VITIMQNPR 67 75 43.6 29.6 26.5 4 0 0 1,087.5930
A_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 5 10 27.00% YSQVLANGLDNK 95 106 75.4 28.1 67.1 2 0 0 1,321.6747
A_05 40S ribosomal protein S18 RS18_HUMAN 17,719 5 5 8 32.90% VLNTNIDGR 15 23 43.0 27.9 34.0 2 0 0 1,001.5375
A_05 40S ribosomal protein S18 RS18_HUMAN 17,719 5 5 8 32.90% IAFAITAIK 26 34 53.5 25.0 50.3 1 0 0 947.5925
A_05 40S ribosomal protein S18 RS18_HUMAN 17,719 5 5 8 32.90% AGELTEDEVER 56 66 39.4 25.0 36.4 2 0 0 1,247.5751
A_05 40S ribosomal protein S18 RS18_HUMAN 17,719 5 5 8 32.90% VITIMQNPR 67 75 42.7 29.6 32.8 2 0 0 1,087.5930
A_05 40S ribosomal protein S18 RS18_HUMAN 17,719 5 5 8 32.90% YSQVLANGLDNK 95 106 31.5 28.1 6.5 1 0 0 1,321.6747
B_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 4 9 27.00% VLNTNIDGR 15 23 31.5 27.9 16.9 2 0 0 1,001.5375
B_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 4 9 27.00% AGELTEDEVER 56 66 48.2 25.0 37.7 2 0 0 1,247.5751
B_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 4 9 27.00% VITIMQNPR 67 75 38.9 29.6 23.0 3 0 0 1,087.5930
B_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 4 9 27.00% YSQVLANGLDNK 95 106 69.5 28.3 56.4 2 0 0 1,321.6747
C_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 11 40.10% VLNTNIDGR 15 23 24.9 28.8 18.7 1 0 0 1,001.5375
C_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 11 40.10% IAFAITAIK 26 34 30.2 25.0 25.9 1 0 0 947.5925
C_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 11 40.10% AGELTEDEVER 56 66 48.3 25.0 33.0 2 0 0 1,247.5751
C_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 11 40.10% VITIMQNPR 67 75 32.8 29.2 21.5 2 0 0 1,087.5930
C_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 11 40.10% IPDWFLNR 79 86 23.0 29.3 15.9 1 0 0 1,060.5575
C_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 11 40.10% DGKYSQVLANGLDNK 92 106 39.5 28.2 32.6 0 2 0 1,621.8182
C_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 11 40.10% YSQVLANGLDNK 95 106 66.2 28.6 53.5 2 0 0 1,321.6747
C_05 40S ribosomal protein S18 RS18_HUMAN 17,719 6 6 10 33.60% VLNTNIDGR 15 23 22.4 28.0 21.1 1 0 0 1,001.5375
C_05 40S ribosomal protein S18 RS18_HUMAN 17,719 6 6 10 33.60% IAFAITAIK 26 34 34.6 25.0 26.1 1 0 0 947.5925
C_05 40S ribosomal protein S18 RS18_HUMAN 17,719 6 6 10 33.60% RAGELTEDEVER 55 66 18.3 26.0 6.2 0 2 0 1,403.6762
C_05 40S ribosomal protein S18 RS18_HUMAN 17,719 6 6 10 33.60% AGELTEDEVER 56 66 33.0 25.0 25.6 2 0 0 1,247.5751
C_05 40S ribosomal protein S18 RS18_HUMAN 17,719 6 6 10 33.60% VITIMQNPR 67 75 38.8 29.2 29.1 2 0 0 1,087.5930
C_05 40S ribosomal protein S18 RS18_HUMAN 17,719 6 6 10 33.60% YSQVLANGLDNK 95 106 60.0 28.1 45.3 2 0 0 1,321.6747
C_06 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 13.80% VLNTNIDGR 15 23 26.8 28.8 14.2 2 0 0 1,001.5375
C_06 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 13.80% YSQVLANGLDNK 95 106 25.3 28.0 17.6 1 0 0 1,321.6747
D_10 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 13.20% AGELTEDEVER 56 66 24.1 25.0 24.0 2 0 0 1,247.5751
D_10 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 13.20% VITIMQNPR 67 75 28.0 29.6 16.2 1 0 0 1,087.5930
D_11 40S ribosomal protein S18 RS18_HUMAN 17,719 3 3 4 19.10% VLNTNIDGR 15 23 40.5 28.4 33.0 1 0 0 1,001.5375
D_11 40S ribosomal protein S18 RS18_HUMAN 17,719 3 3 4 19.10% AGELTEDEVER 56 66 40.8 25.0 31.1 2 0 0 1,247.5751
D_11 40S ribosomal protein S18 RS18_HUMAN 17,719 3 3 4 19.10% VITIMQNPR 67 75 32.6 28.6 25.8 1 0 0 1,087.5930
D_12 40S ribosomal protein S18 RS18_HUMAN 17,719 3 3 6 19.10% VLNTNIDGR 15 23 39.0 28.4 30.3 2 0 0 1,001.5375
D_12 40S ribosomal protein S18 RS18_HUMAN 17,719 3 3 6 19.10% AGELTEDEVER 56 66 36.0 25.0 31.3 2 0 0 1,247.5751
D_12 40S ribosomal protein S18 RS18_HUMAN 17,719 3 3 6 19.10% VITIMQNPR 67 75 37.7 29.2 24.3 2 0 0 1,087.5930
D_13 40S ribosomal protein S18 RS18_HUMAN 17,719 4 4 8 27.00% VLNTNIDGR 15 23 43.4 28.4 30.8 2 0 0 1,001.5375



D_13 40S ribosomal protein S18 RS18_HUMAN 17,719 4 4 8 27.00% AGELTEDEVER 56 66 29.4 25.0 21.5 2 0 0 1,247.5751
D_13 40S ribosomal protein S18 RS18_HUMAN 17,719 4 4 8 27.00% VITIMQNPR 67 75 32.4 29.6 16.8 2 0 0 1,087.5930
D_13 40S ribosomal protein S18 RS18_HUMAN 17,719 4 4 8 27.00% YSQVLANGLDNK 95 106 46.9 28.0 39.0 2 0 0 1,321.6747
D_14 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 4 15.10% AGELTEDEVER 56 66 27.7 25.0 20.2 2 0 0 1,247.5751
D_14 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 4 15.10% YSQVLANGLDNK 95 106 35.7 28.0 25.7 2 0 0 1,321.6747
F_09 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 4 13.80% IAFAITAIK 26 34 61.6 25.0 52.8 2 0 0 947.5925
F_09 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 4 13.80% YSQVLANGLDNK 95 106 57.6 28.1 49.3 2 0 0 1,321.6747
F_10 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 4 6.58% KIAFAITAIK 25 34 18.0 25.0 18.0 2 0 0 1,075.6875
F_10 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 4 6.58% IAFAITAIK 26 34 50.7 25.0 42.4 2 0 0 947.5925
H_04 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 11.20% VITIMQNPR 67 75 27.5 28.2 23.8 1 0 0 1,071.5980
H_04 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 11.20% IPDWFLNR 79 86 37.5 29.4 25.9 2 0 0 1,060.5575
I_04 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 2 13.20% IPDWFLNR 79 86 36.5 29.4 22.0 1 0 0 1,060.5575
I_04 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 2 13.20% YSQVLANGLDNK 95 106 54.7 28.3 49.7 1 0 0 1,321.6747
I_24 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 13.80% IAFAITAIK 26 34 23.5 25.0 22.7 1 0 0 947.5925
I_24 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 13.80% YSQVLANGLDNK 95 106 30.7 28.3 25.0 2 0 0 1,321.6747
K_04 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 13.20% IPDWFLNR 79 86 35.8 29.3 25.4 2 0 0 1,060.5575
K_04 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 13.20% YSQVLANGLDNK 95 106 53.5 28.3 47.0 1 0 0 1,321.6747
L_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 10 38.80% VLNTNIDGR 15 23 36.4 28.5 18.5 1 0 0 1,001.5375
L_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 10 38.80% KIAFAITAIK 25 34 27.9 25.0 20.0 1 0 0 1,075.6875
L_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 10 38.80% IAFAITAIK 26 34 27.8 25.0 21.8 2 0 0 947.5925
L_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 10 38.80% AGELTEDEVER 56 66 38.0 25.0 30.4 2 0 0 1,247.5751
L_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 10 38.80% VITIMQNPR 67 75 33.8 28.1 20.3 1 0 0 1,087.5930
L_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 10 38.80% IPDWFLNR 79 86 40.4 29.1 26.9 2 0 0 1,060.5575
L_04 40S ribosomal protein S18 RS18_HUMAN 17,719 7 7 10 38.80% YSQVLANGLDNK 95 106 22.0 28.1 14.3 1 0 0 1,321.6747
L_06 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 13.80% IAFAITAIK 26 34 23.5 25.0 23.5 1 0 0 947.5925
L_06 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 13.80% YSQVLANGLDNK 95 106 59.1 28.1 47.4 2 0 0 1,321.6747
M_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 5 9 25.00% VLNTNIDGR 15 23 64.7 27.6 59.0 2 0 0 1,001.5375
M_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 5 9 25.00% IAFAITAIK 26 34 39.8 25.0 32.4 2 0 0 947.5925
M_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 5 9 25.00% AGELTEDEVER 56 66 63.7 25.0 53.5 2 0 0 1,247.5751
M_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 5 9 25.00% VITIMQNPR 67 75 30.9 28.2 25.9 3 0 0 1,071.5980
N_05 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 13.20% IAFAITAIK 26 34 29.3 25.0 23.0 2 0 0 947.5925
N_05 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 3 13.20% AGELTEDEVER 56 66 22.7 25.0 13.0 1 0 0 1,247.5751
P_04 40S ribosomal protein S18 RS18_HUMAN 17,719 2 3 5 11.80% IAFAITAIK 26 34 29.5 25.0 21.5 2 0 0 947.5925
P_04 40S ribosomal protein S18 RS18_HUMAN 17,719 2 3 5 11.80% VITIMQNPR 67 75 35.3 27.0 23.6 3 0 0 1,071.5980
P_05 40S ribosomal protein S18 RS18_HUMAN 17,719 3 3 5 19.10% IAFAITAIK 26 34 24.4 25.0 21.2 2 0 0 947.5925
P_05 40S ribosomal protein S18 RS18_HUMAN 17,719 3 3 5 19.10% AGELTEDEVER 56 66 31.4 25.0 20.0 1 0 0 1,247.5751
P_05 40S ribosomal protein S18 RS18_HUMAN 17,719 3 3 5 19.10% VITIMQNPR 67 75 41.0 27.0 27.9 2 0 0 1,071.5980
Q_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 5 8 19.70% KIAFAITAIK 25 34 22.3 25.0 12.5 1 0 0 1,075.6875
Q_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 5 8 19.70% IAFAITAIK 26 34 40.0 25.0 33.2 2 0 0 947.5925
Q_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 5 8 19.70% AGELTEDEVER 56 66 38.4 25.0 29.2 2 0 0 1,247.5751
Q_04 40S ribosomal protein S18 RS18_HUMAN 17,719 4 5 8 19.70% VITIMQNPR 67 75 39.7 28.2 25.2 3 0 0 1,087.5930
Q_05 40S ribosomal protein S18 RS18_HUMAN 17,719 2 3 5 11.80% IAFAITAIK 26 34 41.9 25.0 35.1 2 0 0 947.5925
Q_05 40S ribosomal protein S18 RS18_HUMAN 17,719 2 3 5 11.80% VITIMQNPR 67 75 50.7 27.0 35.4 3 0 0 1,071.5980
Q_16 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 4 15.80% RAGELTEDEVER 55 66 37.5 26.3 26.9 0 2 0 1,403.6762
Q_16 40S ribosomal protein S18 RS18_HUMAN 17,719 2 2 4 15.80% YSQVLANGLDNK 95 106 52.0 28.2 39.0 2 0 0 1,321.6747
A_04 40S ribosomal protein S19 RS19_HUMAN 16,061 3 3 6 16.60% PGVTVKDVNQQEFVR 2 16 40.9 28.3 40.9 0 2 0 1,715.9076
A_04 40S ribosomal protein S19 RS19_HUMAN 16,061 3 3 6 16.60% DVNQQEFVR 8 16 57.8 27.2 41.2 2 0 0 1,134.5538
A_04 40S ribosomal protein S19 RS19_HUMAN 16,061 3 3 6 16.60% VLQALEGLK 103 111 72.0 25.0 45.8 2 0 0 970.5933
B_03 40S ribosomal protein S19 RS19_HUMAN 16,061 4 4 5 19.30% DVNQQEFVR 8 16 40.5 26.8 30.0 1 0 0 1,134.5538
B_03 40S ribosomal protein S19 RS19_HUMAN 16,061 4 4 5 19.30% VPEWVDTVK 30 38 24.8 27.1 22.4 1 0 0 1,072.5674
B_03 40S ribosomal protein S19 RS19_HUMAN 16,061 4 4 5 19.30% RVLQALEGLK 102 111 25.3 25.0 14.9 1 0 0 1,126.6944
B_03 40S ribosomal protein S19 RS19_HUMAN 16,061 4 4 5 19.30% VLQALEGLK 103 111 63.3 25.0 43.1 2 0 0 970.5933
B_04 40S ribosomal protein S19 RS19_HUMAN 16,061 3 3 5 13.10% DVNQQEFVR 8 16 23.5 26.8 13.3 1 0 0 1,134.5538
B_04 40S ribosomal protein S19 RS19_HUMAN 16,061 3 3 5 13.10% RVLQALEGLK 102 111 35.7 25.0 21.6 2 0 0 1,126.6944
B_04 40S ribosomal protein S19 RS19_HUMAN 16,061 3 3 5 13.10% VLQALEGLK 103 111 53.9 25.0 32.5 2 0 0 970.5933
C_03 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 3 12.40% DVNQQEFVR 8 16 38.0 26.9 25.1 1 0 0 1,134.5538
C_03 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 3 12.40% VLQALEGLK 103 111 28.2 25.0 19.1 2 0 0 970.5933
C_04 40S ribosomal protein S19 RS19_HUMAN 16,061 4 4 7 19.30% DVNQQEFVR 8 16 35.7 26.8 21.5 2 0 0 1,134.5538
C_04 40S ribosomal protein S19 RS19_HUMAN 16,061 4 4 7 19.30% VPEWVDTVK 30 38 41.6 27.1 35.5 2 0 0 1,072.5674
C_04 40S ribosomal protein S19 RS19_HUMAN 16,061 4 4 7 19.30% RVLQALEGLK 102 111 34.3 25.0 20.3 2 0 0 1,126.6944
C_04 40S ribosomal protein S19 RS19_HUMAN 16,061 4 4 7 19.30% VLQALEGLK 103 111 48.7 25.0 31.5 1 0 0 970.5933
I_04 40S ribosomal protein S19 RS19_HUMAN 16,061 3 3 5 13.10% VPEWVDTVK 30 38 29.9 30.2 23.5 2 0 0 1,072.5674
I_04 40S ribosomal protein S19 RS19_HUMAN 16,061 3 3 5 13.10% RVLQALEGLK 102 111 32.9 25.0 16.2 2 0 0 1,126.6944
I_04 40S ribosomal protein S19 RS19_HUMAN 16,061 3 3 5 13.10% VLQALEGLK 103 111 26.7 26.1 17.7 1 0 0 970.5933
K_04 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 3 6.90% RVLQALEGLK 102 111 39.0 25.0 21.5 2 0 0 1,126.6944
K_04 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 3 6.90% VLQALEGLK 103 111 55.8 25.0 40.6 1 0 0 970.5933
L_03 40S ribosomal protein S19 RS19_HUMAN 16,061 7 7 11 43.40% PGVTVKDVNQQEFVR 2 16 37.4 28.4 37.4 0 2 0 1,715.9076
L_03 40S ribosomal protein S19 RS19_HUMAN 16,061 7 7 11 43.40% DVNQQEFVR 8 16 52.3 27.1 37.7 1 0 0 1,134.5538
L_03 40S ribosomal protein S19 RS19_HUMAN 16,061 7 7 11 43.40% LKVPEWVDTVK 28 38 23.9 26.7 7.7 1 0 0 1,313.7465
L_03 40S ribosomal protein S19 RS19_HUMAN 16,061 7 7 11 43.40% NGVMPSHFSR 85 94 29.9 25.0 26.0 2 0 0 1,147.5313
L_03 40S ribosomal protein S19 RS19_HUMAN 16,061 7 7 11 43.40% VLQALEGLK 103 111 36.1 25.9 28.0 2 0 0 970.5933
L_03 40S ribosomal protein S19 RS19_HUMAN 16,061 7 7 11 43.40% VLQALEGLKMVEK 103 115 33.8 26.1 28.4 1 0 0 1,473.8348
L_03 40S ribosomal protein S19 RS19_HUMAN 16,061 7 7 11 43.40% DLDRIAGQVAAANK 130 143 28.4 27.5 16.6 0 2 0 1,441.7759
L_04 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 4 12.40% DVNQQEFVR 8 16 49.6 27.4 37.7 2 0 0 1,134.5538
L_04 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 4 12.40% VLQALEGLK 103 111 34.4 26.0 20.5 2 0 0 970.5933
L_16 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 3 12.40% DVNQQEFVR 8 16 42.9 27.1 33.2 2 0 0 1,134.5538
L_16 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 3 12.40% VLQALEGLK 103 111 41.9 26.1 32.2 1 0 0 970.5933
M_04 40S ribosomal protein S19 RS19_HUMAN 16,061 3 3 6 13.10% DVNQQEFVR 8 16 46.5 27.0 33.9 2 0 0 1,134.5538
M_04 40S ribosomal protein S19 RS19_HUMAN 16,061 3 3 6 13.10% RVLQALEGLK 102 111 24.0 25.0 14.8 2 0 0 1,126.6944
M_04 40S ribosomal protein S19 RS19_HUMAN 16,061 3 3 6 13.10% VLQALEGLK 103 111 27.7 25.0 14.8 2 0 0 970.5933
N_04 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 4 6.90% RVLQALEGLK 102 111 24.7 25.0 13.2 2 0 0 1,126.6944
N_04 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 4 6.90% VLQALEGLK 103 111 34.1 25.9 17.0 2 0 0 970.5933
O_04 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 4 12.40% DVNQQEFVR 8 16 47.2 27.3 36.7 2 0 0 1,134.5538
O_04 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 4 12.40% VLQALEGLK 103 111 44.6 26.1 28.6 2 0 0 970.5933
P_04 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 4 13.80% DVNQQEFVR 8 16 50.6 27.1 36.0 2 0 0 1,134.5538
P_04 40S ribosomal protein S19 RS19_HUMAN 16,061 2 2 4 13.80% LKVPEWVDTVK 28 38 37.8 26.7 27.0 2 0 0 1,313.7465
Q_04 40S ribosomal protein S19 RS19_HUMAN 16,061 4 4 6 22.80% PGVTVKDVNQQEFVR 2 16 28.1 28.3 28.1 0 1 0 1,715.9076
Q_04 40S ribosomal protein S19 RS19_HUMAN 16,061 4 4 6 22.80% DVNQQEFVR 8 16 56.9 27.1 40.4 2 0 0 1,134.5538
Q_04 40S ribosomal protein S19 RS19_HUMAN 16,061 4 4 6 22.80% VPEWVDTVK 30 38 25.1 30.3 19.4 1 0 0 1,072.5674
Q_04 40S ribosomal protein S19 RS19_HUMAN 16,061 4 4 6 22.80% VLQALEGLK 103 111 42.2 26.1 28.2 2 0 0 970.5933
A_09 40S ribosomal protein S2 RS2_HUMAN 31,325 7 10 17 23.50% AEDKEWMPVTK 55 65 26.8 26.6 15.1 1 1 0 1,349.6408
A_09 40S ribosomal protein S2 RS2_HUMAN 31,325 7 10 17 23.50% LSIVPVRR 160 167 29.9 25.0 20.0 1 0 0 939.6098
A_09 40S ribosomal protein S2 RS2_HUMAN 31,325 7 10 17 23.50% GTGIVSAPVPK 201 211 34.9 25.0 31.6 2 0 0 1,025.5991
A_09 40S ribosomal protein S2 RS2_HUMAN 31,325 7 10 17 23.50% KLLMMAGIDDCYTSAR 212 227 43.4 25.0 43.4 2 2 0 1,876.8604
A_09 40S ribosomal protein S2 RS2_HUMAN 31,325 7 10 17 23.50% LLMMAGIDDCYTSAR 213 227 73.8 25.0 72.2 2 0 0 1,748.7654
A_09 40S ribosomal protein S2 RS2_HUMAN 31,325 7 10 17 23.50% GCTATLGNFAK 228 238 59.5 26.3 43.3 2 0 0 1,139.5515
A_09 40S ribosomal protein S2 RS2_HUMAN 31,325 7 10 17 23.50% SPYQEFTDHLVK 264 275 57.5 27.0 52.9 2 2 0 1,463.7166
A_10 40S ribosomal protein S2 RS2_HUMAN 31,325 3 3 6 13.00% LLMMAGIDDCYTSAR 213 227 53.4 25.0 49.8 2 0 0 1,748.7654
A_10 40S ribosomal protein S2 RS2_HUMAN 31,325 3 3 6 13.00% GCTATLGNFAK 228 238 47.3 26.3 35.7 2 0 0 1,139.5515
A_10 40S ribosomal protein S2 RS2_HUMAN 31,325 3 3 6 13.00% SPYQEFTDHLVK 264 275 33.3 27.0 27.2 0 2 0 1,463.7166
B_09 40S ribosomal protein S2 RS2_HUMAN 31,325 4 4 8 13.30% KLLMMAGIDDCYTSAR 212 227 32.5 25.1 30.1 0 2 0 1,876.8604
B_09 40S ribosomal protein S2 RS2_HUMAN 31,325 4 4 8 13.30% LLMMAGIDDCYTSAR 213 227 61.8 25.0 61.8 2 0 0 1,748.7654
B_09 40S ribosomal protein S2 RS2_HUMAN 31,325 4 4 8 13.30% GCTATLGNFAK 228 238 57.0 26.3 39.4 2 0 0 1,139.5515
B_09 40S ribosomal protein S2 RS2_HUMAN 31,325 4 4 8 13.30% SPYQEFTDHLVK 264 275 33.0 27.1 23.3 0 2 0 1,463.7166
B_10 40S ribosomal protein S2 RS2_HUMAN 31,325 3 3 4 13.00% LLMMAGIDDCYTSAR 213 227 29.8 25.0 27.9 1 0 0 1,748.7654
B_10 40S ribosomal protein S2 RS2_HUMAN 31,325 3 3 4 13.00% GCTATLGNFAK 228 238 36.5 26.2 22.1 1 0 0 1,139.5515
B_10 40S ribosomal protein S2 RS2_HUMAN 31,325 3 3 4 13.00% SPYQEFTDHLVK 264 275 31.4 27.1 25.2 0 2 0 1,463.7166
C_09 40S ribosomal protein S2 RS2_HUMAN 31,325 4 4 8 16.70% GTGIVSAPVPK 201 211 29.3 25.0 22.2 2 0 0 1,025.5991
C_09 40S ribosomal protein S2 RS2_HUMAN 31,325 4 4 8 16.70% LLMMAGIDDCYTSAR 213 227 60.8 25.0 59.8 2 0 0 1,748.7654
C_09 40S ribosomal protein S2 RS2_HUMAN 31,325 4 4 8 16.70% GCTATLGNFAK 228 238 53.9 26.3 40.0 2 0 0 1,139.5515
C_09 40S ribosomal protein S2 RS2_HUMAN 31,325 4 4 8 16.70% SPYQEFTDHLVK 264 275 44.3 27.0 35.5 0 2 0 1,463.7166
H_08 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.51% GTGIVSAPVPK 201 211 32.0 25.0 20.3 2 0 0 1,025.5991



H_08 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.51% GCTATLGNFAK 228 238 49.8 26.0 39.3 2 0 0 1,139.5515
I_21 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 3 7.85% GTGIVSAPVPK 201 211 29.8 25.0 22.0 2 0 0 1,025.5991
I_21 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 3 7.85% SPYQEFTDHLVK 264 275 20.3 27.0 13.9 0 1 0 1,463.7166
I_22 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 3 7.51% GTGIVSAPVPK 201 211 36.2 25.0 26.8 2 0 0 1,025.5991
I_22 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 3 7.51% GCTATLGNFAK 228 238 24.6 26.0 22.2 1 0 0 1,139.5515
K_08 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.51% GTGIVSAPVPK 201 211 26.5 25.0 17.0 2 0 0 1,025.5991
K_08 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.51% GCTATLGNFAK 228 238 39.7 26.0 29.7 2 0 0 1,139.5515
L_06 40S ribosomal protein S2 RS2_HUMAN 31,325 4 4 7 15.70% LSIVPVRR 160 167 22.9 25.0 12.8 1 0 0 939.6098
L_06 40S ribosomal protein S2 RS2_HUMAN 31,325 4 4 7 15.70% LLMMAGIDDCYTSAR 213 227 63.7 25.0 63.7 2 0 0 1,748.7654
L_06 40S ribosomal protein S2 RS2_HUMAN 31,325 4 4 7 15.70% GCTATLGNFAK 228 238 56.4 26.0 44.9 2 0 0 1,139.5515
L_06 40S ribosomal protein S2 RS2_HUMAN 31,325 4 4 7 15.70% SPYQEFTDHLVK 264 275 24.8 27.6 17.1 2 0 0 1,463.7166
L_08 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.85% GCTATLGNFAK 228 238 48.5 25.9 34.5 2 0 0 1,139.5515
L_08 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.85% SPYQEFTDHLVK 264 275 21.1 27.3 20.6 0 2 0 1,463.7166
L_10 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.85% GCTATLGNFAK 228 238 51.4 26.0 40.4 2 0 0 1,139.5515
L_10 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.85% SPYQEFTDHLVK 264 275 20.8 27.6 14.5 0 2 0 1,463.7166
L_15 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.51% GTGIVSAPVPK 201 211 31.0 25.0 24.0 2 0 0 1,025.5991
L_15 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.51% GCTATLGNFAK 228 238 33.7 25.8 28.9 2 0 0 1,139.5515
L_16 40S ribosomal protein S2 RS2_HUMAN 31,325 3 3 6 11.60% GTGIVSAPVPK 201 211 31.7 25.0 24.4 2 0 0 1,025.5991
L_16 40S ribosomal protein S2 RS2_HUMAN 31,325 3 3 6 11.60% GCTATLGNFAK 228 238 46.4 26.0 32.5 2 0 0 1,139.5515
L_16 40S ribosomal protein S2 RS2_HUMAN 31,325 3 3 6 11.60% SPYQEFTDHLVK 264 275 34.9 27.6 31.0 0 2 0 1,463.7166
M_14 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 3 7.51% GTGIVSAPVPK 201 211 26.2 25.0 16.6 1 0 0 1,025.5991
M_14 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 3 7.51% GCTATLGNFAK 228 238 34.8 26.0 30.0 2 0 0 1,139.5515
Q_09 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.51% GTGIVSAPVPK 201 211 26.3 25.0 12.2 2 0 0 1,025.5991
Q_09 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.51% GCTATLGNFAK 228 238 33.1 25.8 22.3 2 0 0 1,139.5515
Q_16 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.85% GTGIVSAPVPK 201 211 32.2 25.0 24.0 2 0 0 1,025.5991
Q_16 40S ribosomal protein S2 RS2_HUMAN 31,325 2 2 4 7.85% SPYQEFTDHLVK 264 275 23.4 27.6 20.8 0 2 0 1,463.7166
A_03 40S ribosomal protein S20 RS20_HUMAN 13,373 3 4 8 20.20% TPVEPEVAIHR 9 19 34.6 28.1 30.3 2 0 0 1,247.6743
A_03 40S ribosomal protein S20 RS20_HUMAN 13,373 3 4 8 20.20% RLIDLHSPSEIVK 87 99 30.6 25.0 30.6 0 2 0 1,506.8640
A_03 40S ribosomal protein S20 RS20_HUMAN 13,373 3 4 8 20.20% LIDLHSPSEIVK 88 99 43.1 25.5 26.2 2 2 0 1,350.7629
C_03 40S ribosomal protein S20 RS20_HUMAN 13,373 3 4 7 26.10% TPVEPEVAIHR 9 19 36.5 28.1 30.3 2 0 0 1,247.6743
C_03 40S ribosomal protein S20 RS20_HUMAN 13,373 3 4 7 26.10% IRITLTSR 20 27 31.1 25.0 21.0 1 0 0 959.5997
C_03 40S ribosomal protein S20 RS20_HUMAN 13,373 3 4 7 26.10% LIDLHSPSEIVK 88 99 42.9 26.0 23.5 2 2 0 1,350.7629
H_04 40S ribosomal protein S20 RS20_HUMAN 13,373 3 3 5 22.70% DTGKTPVEPEVAIHR 5 19 35.0 28.0 32.9 0 2 0 1,648.8655
H_04 40S ribosomal protein S20 RS20_HUMAN 13,373 3 3 5 22.70% TPVEPEVAIHR 9 19 32.4 28.0 27.3 2 0 0 1,247.6743
H_04 40S ribosomal protein S20 RS20_HUMAN 13,373 3 3 5 22.70% LIDLHSPSEIVK 88 99 15.0 25.4 11.1 0 1 0 1,350.7629
I_04 40S ribosomal protein S20 RS20_HUMAN 13,373 3 3 6 22.70% DTGKTPVEPEVAIHR 5 19 37.2 27.8 36.6 0 2 0 1,648.8655
I_04 40S ribosomal protein S20 RS20_HUMAN 13,373 3 3 6 22.70% TPVEPEVAIHR 9 19 40.0 28.2 32.7 2 0 0 1,247.6743
I_04 40S ribosomal protein S20 RS20_HUMAN 13,373 3 3 6 22.70% LIDLHSPSEIVK 88 99 20.3 25.4 11.1 0 2 0 1,350.7629
K_03 40S ribosomal protein S20 RS20_HUMAN 13,373 2 3 4 19.30% TPVEPEVAIHR 9 19 27.2 28.3 27.2 1 0 0 1,247.6743
K_03 40S ribosomal protein S20 RS20_HUMAN 13,373 2 3 4 19.30% LIDLHSPSEIVK 88 99 25.7 25.4 14.9 2 1 0 1,350.7629
K_04 40S ribosomal protein S20 RS20_HUMAN 13,373 2 3 4 19.30% TPVEPEVAIHR 9 19 20.0 28.1 13.1 1 0 0 1,247.6743
K_04 40S ribosomal protein S20 RS20_HUMAN 13,373 2 3 4 19.30% LIDLHSPSEIVK 88 99 35.8 25.4 22.3 2 1 0 1,350.7629
A_02 40S ribosomal protein S21 RS21_HUMAN 9,112 3 3 6 39.80% DHASIQMNVAEVDK 28 41 56.2 25.2 53.0 2 0 0 1,572.7324
A_02 40S ribosomal protein S21 RS21_HUMAN 9,112 3 3 6 39.80% TYAICGAIR 52 60 31.1 27.3 26.9 2 0 0 1,024.5245
A_02 40S ribosomal protein S21 RS21_HUMAN 9,112 3 3 6 39.80% MGESDDSILR 62 71 39.1 25.0 29.0 2 0 0 1,138.5047
B_02 40S ribosomal protein S21 RS21_HUMAN 9,112 3 4 7 32.50% DHASIQMNVAEVDK 28 41 69.8 25.0 64.5 2 0 0 1,572.7324
B_02 40S ribosomal protein S21 RS21_HUMAN 9,112 3 4 7 32.50% DHASIQMNVAEVDKVTGR 28 45 38.4 27.3 38.4 0 2 1 1,985.9711
B_02 40S ribosomal protein S21 RS21_HUMAN 9,112 3 4 7 32.50% TYAICGAIR 52 60 30.9 27.3 23.9 2 0 0 1,024.5245
B_03 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 4 21.70% DHASIQMNVAEVDK 28 41 50.5 25.0 47.7 2 0 0 1,572.7324
B_03 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 4 21.70% DHASIQMNVAEVDKVTGR 28 45 34.9 27.4 34.3 0 2 0 1,985.9711
C_02 40S ribosomal protein S21 RS21_HUMAN 9,112 4 5 9 44.60% DHASIQMNVAEVDK 28 41 46.4 25.2 41.1 2 0 0 1,572.7324
C_02 40S ribosomal protein S21 RS21_HUMAN 9,112 4 5 9 44.60% DHASIQMNVAEVDKVTGR 28 45 22.0 27.3 16.4 0 1 0 1,985.9711
C_02 40S ribosomal protein S21 RS21_HUMAN 9,112 4 5 9 44.60% TYAICGAIR 52 60 45.2 26.6 39.2 2 0 0 1,024.5245
C_02 40S ribosomal protein S21 RS21_HUMAN 9,112 4 5 9 44.60% MGESDDSILR 62 71 40.7 25.0 37.7 4 0 0 1,122.5097
C_03 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 3 22.90% TYAICGAIR 52 60 37.7 27.3 31.3 2 0 0 1,024.5245
C_03 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 3 22.90% MGESDDSILR 62 71 50.8 25.0 38.9 1 0 0 1,138.5047
F_03 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 4 27.70% DHASIQMNVAEVDK 28 41 63.4 25.0 54.2 2 0 0 1,572.7324
F_03 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 4 27.70% TYAICGAIR 52 60 50.9 26.6 46.1 2 0 0 1,024.5245
H_01 40S ribosomal protein S21 RS21_HUMAN 9,112 3 5 8 39.80% DHASIQMNVAEVDK 28 41 21.0 25.3 17.2 1 1 0 1,572.7324
H_01 40S ribosomal protein S21 RS21_HUMAN 9,112 3 5 8 39.80% TYAICGAIR 52 60 39.5 26.6 35.5 2 0 0 1,024.5245
H_01 40S ribosomal protein S21 RS21_HUMAN 9,112 3 5 8 39.80% MGESDDSILR 62 71 75.5 25.0 65.2 4 0 0 1,122.5097
I_01 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 4 22.90% TYAICGAIR 52 60 37.2 26.6 37.2 2 0 0 1,024.5245
I_01 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 4 22.90% MGESDDSILR 62 71 82.2 25.0 67.6 2 0 0 1,122.5097
K_02 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 2 22.90% TYAICGAIR 52 60 39.4 27.1 37.1 1 0 0 1,024.5245
K_02 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 2 22.90% MGESDDSILR 62 71 22.3 25.0 15.9 1 0 0 1,138.5047
L_02 40S ribosomal protein S21 RS21_HUMAN 9,112 4 5 10 44.60% DHASIQMNVAEVDK 28 41 59.0 25.6 53.0 2 0 0 1,572.7324
L_02 40S ribosomal protein S21 RS21_HUMAN 9,112 4 5 10 44.60% DHASIQMNVAEVDKVTGR 28 45 41.4 27.8 41.4 0 2 0 1,985.9711
L_02 40S ribosomal protein S21 RS21_HUMAN 9,112 4 5 10 44.60% TYAICGAIR 52 60 43.1 26.1 37.3 2 0 0 1,024.5245
L_02 40S ribosomal protein S21 RS21_HUMAN 9,112 4 5 10 44.60% MGESDDSILR 62 71 75.0 25.0 65.6 4 0 0 1,138.5047
M_02 40S ribosomal protein S21 RS21_HUMAN 9,112 3 4 6 32.50% DHASIQMNVAEVDK 28 41 24.0 25.8 24.0 1 2 0 1,572.7324
M_02 40S ribosomal protein S21 RS21_HUMAN 9,112 3 4 6 32.50% DHASIQMNVAEVDKVTGR 28 45 29.2 27.8 29.2 0 1 0 1,985.9711
M_02 40S ribosomal protein S21 RS21_HUMAN 9,112 3 4 6 32.50% TYAICGAIR 52 60 55.6 26.9 45.3 2 0 0 1,024.5245
O_02 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 4 22.90% TYAICGAIR 52 60 37.6 27.1 30.2 2 0 0 1,024.5245
O_02 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 4 22.90% MGESDDSILR 62 71 37.6 25.0 29.5 2 0 0 1,138.5047
P_02 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 3 22.90% TYAICGAIR 52 60 33.9 26.2 28.8 2 0 0 1,024.5245
P_02 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 3 22.90% MGESDDSILR 62 71 22.4 25.0 20.1 1 0 0 1,138.5047
Q_02 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 4 22.90% TYAICGAIR 52 60 44.8 26.1 38.5 2 0 0 1,024.5245
Q_02 40S ribosomal protein S21 RS21_HUMAN 9,112 2 2 4 22.90% MGESDDSILR 62 71 53.7 25.0 35.5 2 0 0 1,122.5097
A_04 40S ribosomal protein S23 RS23_HUMAN 15,808 2 2 2 8.39% KGHAVGDIPGVR 108 119 23.7 27.5 23.7 1 0 0 1,205.6751
A_04 40S ribosomal protein S23 RS23_HUMAN 15,808 2 2 2 8.39% GHAVGDIPGVR 109 119 26.0 28.5 25.1 1 0 0 1,077.5801
B_04 40S ribosomal protein S23 RS23_HUMAN 15,808 2 2 3 15.40% GHAVGDIPGVR 109 119 27.3 28.5 21.2 1 0 0 1,077.5801
B_04 40S ribosomal protein S23 RS23_HUMAN 15,808 2 2 3 15.40% VANVSLLALYK 125 135 86.7 25.0 86.7 2 0 0 1,190.7143
C_04 40S ribosomal protein S23 RS23_HUMAN 15,808 3 3 5 16.10% KGHAVGDIPGVR 108 119 42.1 27.5 30.3 2 0 0 1,205.6751
C_04 40S ribosomal protein S23 RS23_HUMAN 15,808 3 3 5 16.10% GHAVGDIPGVR 109 119 29.8 28.5 27.6 1 0 0 1,077.5801
C_04 40S ribosomal protein S23 RS23_HUMAN 15,808 3 3 5 16.10% VANVSLLALYK 125 135 80.3 25.0 80.3 2 0 0 1,190.7143
F_08 40S ribosomal protein S23 RS23_HUMAN 15,808 2 2 3 15.40% GHAVGDIPGVR 109 119 27.6 27.6 19.3 1 0 0 1,077.5801
F_08 40S ribosomal protein S23 RS23_HUMAN 15,808 2 2 3 15.40% VANVSLLALYK 125 135 41.4 25.0 41.4 2 0 0 1,190.7143
L_04 40S ribosomal protein S23 RS23_HUMAN 15,808 2 2 2 15.40% GHAVGDIPGVR 109 119 26.9 27.5 21.1 1 0 0 1,077.5801
L_04 40S ribosomal protein S23 RS23_HUMAN 15,808 2 2 2 15.40% VANVSLLALYK 125 135 21.3 25.0 19.7 1 0 0 1,190.7143
A_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 6 16.00% DKLNNLVLFDK 42 52 50.3 26.9 41.0 2 0 0 1,318.7367
A_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 6 16.00% LNNLVLFDK 44 52 32.8 26.5 21.6 2 0 0 1,075.6147
A_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 6 16.00% AALQELLSK 86 94 60.6 26.7 46.9 2 0 0 972.5725
A_05 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 4 16.00% DKLNNLVLFDK 42 52 39.9 26.9 29.6 2 0 0 1,318.7367
A_05 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 4 16.00% AALQELLSK 86 94 32.5 26.7 19.9 2 0 0 972.5725
B_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 6 16.00% DKLNNLVLFDK 42 52 55.8 26.9 42.2 2 0 0 1,318.7367
B_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 6 16.00% LNNLVLFDK 44 52 46.6 26.5 39.1 2 0 0 1,075.6147
B_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 6 16.00% AALQELLSK 86 94 48.8 26.9 35.7 2 0 0 972.5725
C_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 5 16.00% DKLNNLVLFDK 42 52 43.4 26.9 28.3 2 0 0 1,318.7367
C_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 5 16.00% LNNLVLFDK 44 52 48.9 26.8 39.2 1 0 0 1,075.6147
C_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 5 16.00% AALQELLSK 86 94 44.3 26.9 31.6 2 0 0 972.5725
D_08 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 2 15.20% LITPAVVSER 67 76 18.6 25.8 11.4 1 0 0 1,084.6361
D_08 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 2 15.20% AALQELLSK 86 94 23.8 26.9 10.3 1 0 0 972.5725
D_11 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 2 15.20% LITPAVVSER 67 76 24.1 25.8 16.2 1 0 0 1,084.6361
D_11 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 2 15.20% AALQELLSK 86 94 33.0 28.9 19.7 1 0 0 972.5725
D_30 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 2 15.20% LITPAVVSER 67 76 18.3 25.0 14.2 1 0 0 1,084.6361
D_30 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 2 15.20% AALQELLSK 86 94 30.4 28.9 20.9 1 0 0 972.5725
F_08 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 4 16.00% DKLNNLVLFDK 42 52 54.4 26.9 41.9 2 0 0 1,318.7367
F_08 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 4 16.00% AALQELLSK 86 94 53.0 26.7 42.2 2 0 0 972.5725
F_10 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 4 16.00% DKLNNLVLFDK 42 52 38.1 27.0 19.5 2 0 0 1,318.7367
F_10 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 4 16.00% AALQELLSK 86 94 50.5 26.0 40.0 2 0 0 972.5725
H_04 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 3 16.80% DKLNNLVLFDK 42 52 64.8 26.6 49.7 2 0 0 1,318.7367
H_04 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 3 16.80% LITPAVVSER 67 76 35.8 25.0 27.8 1 0 0 1,084.6361



L_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 6 16.80% DKLNNLVLFDK 42 52 49.9 26.3 39.6 2 0 0 1,318.7367
L_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 6 16.80% LNNLVLFDK 44 52 37.5 26.7 23.0 2 0 0 1,075.6147
L_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 6 16.80% LITPAVVSER 67 76 45.7 26.2 31.3 2 0 0 1,084.6361
M_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 6 16.80% DKLNNLVLFDK 42 52 39.4 26.9 27.1 2 0 0 1,318.7367
M_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 6 16.80% LNNLVLFDK 44 52 35.1 26.8 29.8 2 0 0 1,075.6147
M_04 40S ribosomal protein S25 RS25_HUMAN 13,743 3 3 6 16.80% LITPAVVSER 67 76 21.6 26.2 19.9 2 0 0 1,084.6361
N_05 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 3 16.00% DKLNNLVLFDK 42 52 30.2 26.5 21.9 1 0 0 1,318.7367
N_05 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 3 16.00% AALQELLSK 86 94 50.6 28.7 30.1 2 0 0 972.5725
P_05 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 3 16.00% DKLNNLVLFDK 42 52 61.5 26.5 47.7 2 0 0 1,318.7367
P_05 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 3 16.00% AALQELLSK 86 94 46.7 28.5 33.8 1 0 0 972.5725
Q_05 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 3 16.00% DKLNNLVLFDK 42 52 40.1 26.4 22.9 1 0 0 1,318.7367
Q_05 40S ribosomal protein S25 RS25_HUMAN 13,743 2 2 3 16.00% AALQELLSK 86 94 49.4 28.7 35.8 2 0 0 972.5725
A_04 Putative 40S ribosomal protein S26‐like 1 RS26L_HUMAN 13,002 2 2 3 23.50% LHYCVSCAIHSK 71 82 40.8 25.1 39.8 0 2 0 1,474.6930
A_04 Putative 40S ribosomal protein S26‐like 1 RS26L_HUMAN 13,002 2 2 3 23.50% FRPAGAAPRPPPKPM 101 115 18.5 27.4 14.3 0 1 0 1,605.8685
B_03 Putative 40S ribosomal protein S26‐like 1 RS26L_HUMAN 13,002 3 3 6 31.30% NIVEAAAVR 43 51 46.7 25.4 27.1 2 0 0 942.5366
B_03 Putative 40S ribosomal protein S26‐like 1 RS26L_HUMAN 13,002 3 3 6 31.30% LHYCVSCAIHSK 71 82 37.7 25.3 37.7 0 2 0 1,474.6930
B_03 Putative 40S ribosomal protein S26‐like 1 RS26L_HUMAN 13,002 3 3 6 31.30% FRPAGAAPRPPPKPM 101 115 22.7 27.6 17.3 0 2 0 1,605.8685
C_04 Putative 40S ribosomal protein S26‐like 1 RS26L_HUMAN 13,002 2 2 4 18.30% NIVEAAAVR 43 51 33.2 26.4 19.2 2 0 0 942.5366
C_04 Putative 40S ribosomal protein S26‐like 1 RS26L_HUMAN 13,002 2 2 4 18.30% LHYCVSCAIHSK 71 82 30.5 25.5 27.5 0 2 0 1,474.6930
A_03 40S ribosomal protein S27 RS27_HUMAN 9,461 2 2 2 25.00% DLLHPSPEEEKRK 6 18 22.5 28.3 20.2 0 1 0 1,577.8284
A_03 40S ribosomal protein S27 RS27_HUMAN 9,461 2 2 2 25.00% LTEGCSFR 73 80 36.1 25.0 36.1 1 0 0 969.4459
C_03 40S ribosomal protein S27 RS27_HUMAN 9,461 2 2 3 28.60% DLLHPSPEEEK 6 16 22.1 27.0 14.0 1 0 0 1,293.6323
C_03 40S ribosomal protein S27 RS27_HUMAN 9,461 2 2 3 28.60% LVQSPNSYFMDVK 24 36 56.7 25.9 49.2 2 0 0 1,543.7462
A_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 4 6 26.30% TITLEVEPSDTIENVK 12 27 47.0 28.7 42.8 2 1 0 1,787.9275
A_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 4 6 26.30% IQDKEGIPPDQQR 30 42 19.1 28.3 10.1 0 2 0 1,523.7816
A_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 4 6 26.30% LIFAGKQLEDGR 43 54 29.8 29.0 27.1 1 0 0 1,346.7429
A_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 4 7 24.40% TITLEVEPSDTIENVK 12 27 69.1 28.7 61.1 2 0 0 1,787.9275
A_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 4 7 24.40% ESTLHLVLR 64 72 36.6 26.0 23.7 2 0 0 1,067.6208
A_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 4 7 24.40% CCLTYCFNKPEDK 144 156 29.0 25.0 29.0 1 2 0 1,734.7286
A_05 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 2 16.00% TITLEVEPSDTIENVK 12 27 51.8 28.7 40.5 1 0 0 1,787.9275
A_05 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 2 16.00% ESTLHLVLR 64 72 35.8 26.0 24.1 1 0 0 1,067.6208
A_07 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 2 16.00% TITLEVEPSDTIENVK 12 27 25.4 28.7 22.2 1 0 0 1,787.9275
A_07 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 2 16.00% ESTLHLVLR 64 72 31.0 26.0 16.2 1 0 0 1,067.6208
A_09 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 51.7 28.7 43.2 2 0 0 1,787.9275
A_09 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 34.5 26.0 20.3 1 0 0 1,067.6208
A_13 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 53.4 28.5 41.6 2 0 0 1,787.9275
A_13 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TLSDYNIQK 55 63 32.1 27.8 22.0 1 0 0 1,081.5525
A_15 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 53.4 28.7 42.2 2 0 0 1,787.9275
A_15 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 39.1 26.0 27.2 2 0 0 1,067.6208
A_16 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 14.10% IQDKEGIPPDQQR 30 42 24.3 28.3 8.9 0 1 0 1,523.7816
A_16 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 14.10% ESTLHLVLR 64 72 42.8 26.0 24.6 2 0 0 1,067.6208
A_18 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 60.2 28.7 54.2 2 0 0 1,787.9275
A_18 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 45.2 26.0 29.0 2 0 0 1,067.6208
A_19 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 40.7 28.7 27.2 2 0 0 1,787.9275
A_19 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 40.5 26.0 27.7 2 0 0 1,067.6208
A_20 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 43.2 28.7 31.6 2 0 0 1,787.9275
A_20 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 39.2 26.0 21.2 2 0 0 1,067.6208
A_23 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 62.4 28.6 53.3 2 0 0 1,787.9275
A_23 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 40.4 26.0 32.6 1 0 0 1,067.6208
A_24 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 60.7 28.6 53.2 2 0 0 1,787.9275
A_24 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 32.5 26.0 18.0 1 0 0 1,067.6208
A_25 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 48.9 28.7 42.1 2 0 0 1,787.9275
A_25 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 43.1 26.0 28.6 1 0 0 1,067.6208
A_26 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 39.5 28.6 25.7 2 0 0 1,787.9275
A_26 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 33.8 26.0 24.1 1 0 0 1,067.6208
B_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 3 4 18.60% TITLEVEPSDTIENVK 12 27 54.3 28.7 46.9 2 0 0 1,787.9275
B_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 3 4 18.60% IQDKEGIPPDQQR 30 42 29.4 28.4 29.4 1 1 0 1,523.7816
B_09 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 65.0 28.7 54.5 1 0 0 1,787.9275
B_09 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 45.3 26.0 27.5 2 0 0 1,067.6208
B_11 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 52.7 28.7 42.2 2 0 0 1,787.9275
B_11 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 38.3 26.0 23.8 2 0 0 1,067.6208
B_15 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 57.2 28.4 41.5 2 0 0 1,787.9275
B_15 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 36.2 26.0 14.2 2 0 0 1,067.6208
B_18 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 55.6 28.7 45.3 2 0 0 1,787.9275
B_18 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 49.4 26.0 28.5 2 0 0 1,067.6208
B_20 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 53.1 28.5 46.1 2 0 0 1,787.9275
B_20 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 25.5 26.0 11.6 1 0 0 1,067.6208
B_23 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 52.5 28.7 41.6 2 0 0 1,787.9275
B_23 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 40.3 26.0 25.8 2 0 0 1,067.6208
B_24 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 3 4 21.80% TITLEVEPSDTIENVK 12 27 40.5 28.6 32.0 2 0 0 1,787.9275
B_24 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 3 4 21.80% TLSDYNIQK 55 63 22.7 27.7 16.2 1 0 0 1,081.5525
B_24 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 3 4 21.80% ESTLHLVLR 64 72 34.0 26.0 15.9 1 0 0 1,067.6208
B_25 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 52.7 28.6 36.8 2 0 0 1,787.9275
B_25 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 42.9 25.5 27.1 1 0 0 1,067.6208
C_09 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 63.0 28.7 55.8 2 0 0 1,787.9275
C_09 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 35.9 26.1 24.1 1 0 0 1,067.6208
C_11 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 49.5 28.4 46.1 2 0 0 1,787.9275
C_11 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 30.2 26.4 22.1 1 0 0 1,067.6208
C_15 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 59.0 28.7 54.0 2 0 0 1,787.9275
C_15 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 24.7 26.0 14.9 1 0 0 1,067.6208
C_18 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 48.9 28.7 36.9 2 0 0 1,787.9275
C_18 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 25.0 26.1 22.1 1 0 0 1,067.6208
C_19 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 48.7 28.7 39.5 2 0 0 1,787.9275
C_19 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 26.4 26.0 17.1 1 0 0 1,067.6208
C_20 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 36.7 28.7 32.9 1 0 0 1,787.9275
C_20 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 31.5 26.0 21.0 2 0 0 1,067.6208
C_24 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 67.4 28.7 58.8 2 0 0 1,787.9275
C_24 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 25.8 26.0 12.8 1 0 0 1,067.6208
D_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 5 7 11 24.40% MQIFVKTLTGK 1 11 44.8 25.9 33.9 3 0 0 1,281.7238
D_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 5 7 11 24.40% TLTGKTITLEVEPSDTIENVK 7 27 56.2 28.1 36.2 0 2 0 2,288.2235
D_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 5 7 11 24.40% TITLEVEPSDTIENVK 12 27 72.8 28.7 64.2 2 0 0 1,787.9275
D_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 5 7 11 24.40% TITLEVEPSDTIENVKAK 12 29 39.1 28.2 32.0 1 1 0 1,987.0596
D_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 5 7 11 24.40% ESTLHLVLR 64 72 49.3 26.4 28.0 2 0 0 1,067.6208
E_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 11.50% TITLEVEPSDTIENVK 12 27 49.6 28.7 40.5 2 0 0 1,787.9275
E_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 11.50% TITLEVEPSDTIENVKAK 12 29 28.8 28.1 19.7 0 2 0 1,987.0596
F_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 6 6 11 44.90% MQIFVKTLTGK 1 11 34.3 25.0 24.3 2 0 0 1,265.7288
F_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 6 6 11 44.90% TITLEVEPSDTIENVK 12 27 45.0 28.7 38.9 2 0 0 1,787.9275
F_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 6 6 11 44.90% IQDKEGIPPDQQR 30 42 57.4 28.4 53.9 2 0 0 1,523.7816
F_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 6 6 11 44.90% LIFAGKQLEDGR 43 54 38.2 28.7 29.1 2 0 0 1,346.7429
F_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 6 6 11 44.90% TLSDYNIQK 55 63 30.5 28.1 20.5 1 0 0 1,081.5525
F_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 6 6 11 44.90% ESTLHLVLR 64 72 62.2 25.5 41.3 2 0 0 1,067.6208
F_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 11.50% TLSDYNIQK 55 63 31.7 27.7 17.9 2 0 0 1,081.5525
F_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 11.50% ESTLHLVLR 64 72 38.8 26.0 22.0 2 0 0 1,067.6208
F_13 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 2 11.50% TLSDYNIQK 55 63 22.7 27.8 15.9 1 0 0 1,081.5525
F_13 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 2 11.50% ESTLHLVLR 64 72 31.3 25.5 22.2 1 0 0 1,067.6208
G_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 2 11.50% TLSDYNIQK 55 63 33.8 28.1 22.0 1 0 0 1,081.5525
G_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 2 11.50% ESTLHLVLR 64 72 26.6 26.0 16.0 1 0 0 1,067.6208
H_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 55.1 28.6 40.9 2 0 0 1,787.9275
H_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 29.5 25.5 19.2 1 0 0 1,067.6208
H_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 58.8 28.6 46.9 2 0 0 1,787.9275
H_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 39.4 26.3 30.0 2 0 0 1,067.6208
H_04 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 65.5 28.7 58.0 2 0 0 1,787.9275



H_04 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 27.0 25.5 17.9 1 0 0 1,067.6208
H_05 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 59.9 28.7 54.5 2 0 0 1,787.9275
H_05 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 28.2 25.5 14.1 1 0 0 1,067.6208
I_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 3 5 16.00% TITLEVEPSDTIENVK 12 27 63.8 28.7 51.3 2 1 0 1,787.9275
I_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 3 5 16.00% ESTLHLVLR 64 72 47.5 26.0 32.3 2 0 0 1,067.6208
I_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 61.8 28.6 51.3 2 0 0 1,787.9275
I_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 48.7 26.0 33.6 2 0 0 1,067.6208
I_16 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 55.6 28.7 44.3 2 0 0 1,787.9275
I_16 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 28.4 25.5 19.6 2 0 0 1,067.6208
I_19 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 11.50% TITLEVEPSDTIENVK 12 27 68.6 28.7 59.3 2 0 0 1,787.9275
I_19 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 11.50% TITLEVEPSDTIENVKAK 12 29 37.2 28.1 32.1 0 2 0 1,987.0596
J_01 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 62.7 28.6 58.6 2 0 0 1,787.9275
J_01 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 29.4 26.0 16.5 1 0 0 1,067.6208
J_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 50.5 28.4 43.6 2 0 0 1,787.9275
J_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 45.5 25.6 30.3 2 0 0 1,067.6208
J_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% TITLEVEPSDTIENVK 12 27 58.5 28.7 53.4 2 0 0 1,787.9275
J_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 4 16.00% ESTLHLVLR 64 72 50.4 26.0 37.5 2 0 0 1,067.6208
J_05 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 60.2 28.7 48.7 2 0 0 1,787.9275
J_05 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 23.4 26.0 12.6 1 0 0 1,067.6208
J_07 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 44.4 28.6 40.1 2 0 0 1,787.9275
J_07 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 21.4 25.6 10.7 1 0 0 1,067.6208
K_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 3 6 24.40% TITLEVEPSDTIENVK 12 27 73.4 28.6 68.8 2 0 0 1,787.9275
K_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 3 6 24.40% ESTLHLVLR 64 72 38.4 26.0 28.6 2 0 0 1,067.6208
K_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 3 6 24.40% CCLTYCFNKPEDK 144 156 20.6 25.0 20.6 0 2 0 1,734.7286
K_13 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 53.4 28.7 38.3 2 0 0 1,787.9275
K_13 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 42.2 25.5 26.8 1 0 0 1,067.6208
K_21 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 52.1 28.7 32.2 2 0 0 1,787.9275
K_21 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 23.9 25.5 15.1 1 0 0 1,067.6208
L_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 6 6 12 38.50% MQIFVKTLTGK 1 11 30.9 25.0 23.9 1 0 0 1,265.7288
L_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 6 6 12 38.50% TITLEVEPSDTIENVK 12 27 88.4 28.6 82.9 3 0 0 1,787.9275
L_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 6 6 12 38.50% TITLEVEPSDTIENVKAK 12 29 53.4 27.6 53.4 2 0 0 1,987.0596
L_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 6 6 12 38.50% IQDKEGIPPDQQR 30 42 30.8 28.4 29.8 2 0 0 1,523.7816
L_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 6 6 12 38.50% TLSDYNIQK 55 63 47.6 28.1 36.4 2 0 0 1,081.5525
L_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 6 6 12 38.50% ESTLHLVLR 64 72 49.7 26.0 28.1 2 0 0 1,067.6208
L_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 3 4 24.40% TITLEVEPSDTIENVK 12 27 58.6 28.7 56.3 2 0 0 1,787.9275
L_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 3 4 24.40% TLSDYNIQK 55 63 35.0 28.1 24.3 1 0 0 1,081.5525
L_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 3 4 24.40% CCLTYCFNKPEDK 144 156 27.6 25.0 27.6 0 1 0 1,734.7286
L_16 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 2 17.30% TITLEVEPSDTIENVKAK 12 29 27.3 27.8 15.3 0 1 0 1,987.0596
L_16 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 2 17.30% TLSDYNIQK 55 63 45.0 28.1 41.3 1 0 0 1,081.5525
M_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 4 24.40% MQIFVKTLTGK 1 11 18.1 25.6 13.9 1 0 0 1,281.7238
M_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 4 24.40% TITLEVEPSDTIENVK 12 27 64.3 28.7 54.9 1 0 0 1,787.9275
M_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 4 24.40% TITLEVEPSDTIENVKAK 12 29 33.4 27.6 27.1 0 1 0 1,987.0596
M_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 4 24.40% ESTLHLVLR 64 72 47.3 26.0 32.6 1 0 0 1,067.6208
M_06 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 3 4 21.80% TITLEVEPSDTIENVK 12 27 54.5 28.6 50.2 2 0 0 1,787.9275
M_06 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 3 4 21.80% TLSDYNIQK 55 63 23.8 28.1 17.7 1 0 0 1,081.5525
M_06 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 3 3 4 21.80% ESTLHLVLR 64 72 33.5 26.0 18.9 1 0 0 1,067.6208
N_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 6 23.10% TITLEVEPSDTIENVK 12 27 78.6 28.6 72.6 2 0 0 1,787.9275
N_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 6 23.10% TITLEVEPSDTIENVKAK 12 29 28.8 27.6 26.3 0 1 0 1,987.0596
N_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 6 23.10% TLSDYNIQK 55 63 31.1 28.0 23.3 1 0 0 1,081.5525
N_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 6 23.10% ESTLHLVLR 64 72 33.5 25.8 21.2 2 0 0 1,067.6208
O_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 53.4 28.6 45.3 1 0 0 1,787.9275
O_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 41.5 26.0 27.7 2 0 0 1,067.6208
O_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 53.5 28.5 50.7 2 0 0 1,787.9275
O_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 26.4 25.9 18.0 1 0 0 1,067.6208
P_01 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 82.8 28.6 71.0 2 0 0 1,787.9275
P_01 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% ESTLHLVLR 64 72 24.0 25.6 13.3 1 0 0 1,067.6208
P_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 5 25.60% TITLEVEPSDTIENVK 12 27 72.4 28.6 62.6 2 0 0 1,787.9275
P_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 5 25.60% TITLEVEPSDTIENVKAK 12 29 29.3 27.6 23.2 0 1 0 1,987.0596
P_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 5 25.60% IQDKEGIPPDQQR 30 42 21.9 28.2 8.6 0 1 0 1,523.7816
P_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 5 25.60% TLSDYNIQK 55 63 36.6 28.0 29.6 1 0 0 1,081.5525
Q_01 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 6 30.10% TITLEVEPSDTIENVK 12 27 81.2 28.7 75.6 2 0 0 1,787.9275
Q_01 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 6 30.10% IQDKEGIPPDQQR 30 42 28.1 28.0 13.3 0 1 0 1,523.7816
Q_01 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 6 30.10% TLSDYNIQK 55 63 28.5 27.4 16.9 1 0 0 1,081.5525
Q_01 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 6 30.10% ESTLHLVLR 64 72 49.5 25.8 29.5 2 0 0 1,067.6208
Q_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 7 25.60% TITLEVEPSDTIENVK 12 27 70.9 28.5 61.7 2 0 0 1,787.9275
Q_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 7 25.60% TITLEVEPSDTIENVKAK 12 29 41.9 27.6 34.4 0 2 0 1,987.0596
Q_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 7 25.60% IQDKEGIPPDQQR 30 42 23.9 28.2 16.7 0 1 0 1,523.7816
Q_02 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 4 4 7 25.60% TLSDYNIQK 55 63 41.1 27.8 31.4 2 0 0 1,081.5525
Q_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 18.60% TITLEVEPSDTIENVK 12 27 72.8 28.5 64.0 2 0 0 1,787.9275
Q_03 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 18.60% CCLTYCFNKPEDK 144 156 15.2 25.0 15.2 0 1 0 1,734.7286
Q_04 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 76.3 28.7 69.8 2 0 0 1,787.9275
Q_04 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TLSDYNIQK 55 63 35.9 27.9 26.9 1 0 0 1,081.5525
Q_12 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 49.6 28.7 44.0 2 0 0 1,787.9275
Q_12 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TLSDYNIQK 55 63 31.5 28.0 25.4 1 0 0 1,081.5525
Q_14 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 49.1 28.6 38.2 2 0 0 1,787.9275
Q_14 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TLSDYNIQK 55 63 30.5 27.9 18.3 1 0 0 1,081.5525
Q_15 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 67.7 28.7 58.9 2 0 0 1,787.9275
Q_15 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TLSDYNIQK 55 63 29.4 27.4 18.4 1 0 0 1,081.5525
Q_16 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TITLEVEPSDTIENVK 12 27 55.4 28.7 47.5 2 0 0 1,787.9275
Q_16 Ubiquitin‐40S ribosomal protein S27a RS27A_HUMAN 17,966 2 2 3 16.00% TLSDYNIQK 55 63 34.8 27.4 26.5 1 0 0 1,081.5525
A_02 40S ribosomal protein S28 RS28_HUMAN 7,841 2 3 5 21.70% EGDVLTLLESER 52 63 67.4 28.5 58.2 2 2 0 1,360.6956
A_02 40S ribosomal protein S28 RS28_HUMAN 7,841 2 3 5 21.70% EGDVLTLLESEREAR 52 66 26.9 28.0 12.1 0 1 0 1,716.8764
H_01 40S ribosomal protein S28 RS28_HUMAN 7,841 3 3 4 34.80% VEFMDDTSR 32 40 16.7 25.0 16.7 1 0 0 1,099.4725
H_01 40S ribosomal protein S28 RS28_HUMAN 7,841 3 3 4 34.80% EGDVLTLLESER 52 63 67.8 28.8 48.8 2 0 0 1,360.6956
H_01 40S ribosomal protein S28 RS28_HUMAN 7,841 3 3 4 34.80% EGDVLTLLESEREAR 52 66 24.8 28.0 9.1 0 1 0 1,716.8764
I_01 40S ribosomal protein S28 RS28_HUMAN 7,841 2 2 4 21.70% EGDVLTLLESER 52 63 86.5 28.8 75.9 2 0 0 1,360.6956
I_01 40S ribosomal protein S28 RS28_HUMAN 7,841 2 2 4 21.70% EGDVLTLLESEREAR 52 66 40.6 28.0 24.7 0 2 0 1,716.8764
L_02 40S ribosomal protein S28 RS28_HUMAN 7,841 3 3 6 46.40% TGSQGQCTQVRVEFMDDTSR 21 40 41.6 25.0 41.6 0 2 0 2,318.0138
L_02 40S ribosomal protein S28 RS28_HUMAN 7,841 3 3 6 46.40% VEFMDDTSR 32 40 36.2 25.0 36.2 2 0 0 1,115.4675
L_02 40S ribosomal protein S28 RS28_HUMAN 7,841 3 3 6 46.40% EGDVLTLLESER 52 63 72.6 28.9 58.6 2 0 0 1,360.6956
M_02 40S ribosomal protein S28 RS28_HUMAN 7,841 2 2 3 29.00% TGSQGQCTQVRVEFMDDTSR 21 40 32.7 25.0 30.6 0 1 0 2,318.0138
M_02 40S ribosomal protein S28 RS28_HUMAN 7,841 2 2 3 29.00% VEFMDDTSR 32 40 28.1 25.0 28.1 2 0 0 1,115.4675
Q_02 40S ribosomal protein S28 RS28_HUMAN 7,841 2 2 2 29.00% TGSQGQCTQVRVEFMDDTSR 21 40 24.4 25.0 23.8 0 1 0 2,318.0138
Q_02 40S ribosomal protein S28 RS28_HUMAN 7,841 2 2 2 29.00% VEFMDDTSR 32 40 22.3 25.0 22.3 1 0 0 1,115.4675
A_02 40S ribosomal protein S29 RS29_HUMAN 6,677 2 3 5 33.90% GHQQLYWSHPR 2 12 56.7 27.5 47.9 2 2 0 1,408.6869
A_02 40S ribosomal protein S29 RS29_HUMAN 6,677 2 3 5 33.90% DIGFIKLD 49 56 42.6 25.5 34.5 1 0 0 920.5090
L_02 40S ribosomal protein S29 RS29_HUMAN 6,677 2 2 4 32.10% GHQQLYWSHPR 2 12 42.7 27.8 25.2 0 2 0 1,408.6869
L_02 40S ribosomal protein S29 RS29_HUMAN 6,677 2 2 4 32.10% YGLNMCR 34 40 36.1 25.0 27.5 2 0 0 929.3968
A_08 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 10.30% GLCAIAQAESLR 95 106 40.7 28.3 25.0 2 0 0 1,288.6679
A_08 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 10.30% DEILPTTPISEQK 215 227 24.1 27.8 6.3 1 0 0 1,470.7689
A_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 10 18 40.30% KFVADGIFK 10 18 54.4 25.7 42.1 2 0 0 1,024.5827
A_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 10 18 40.30% AELNEFLTR 19 27 55.7 28.0 37.1 2 0 0 1,092.5684
A_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 10 18 40.30% VTPTRTEIIILATR 41 54 28.4 25.0 19.1 2 0 0 1,583.9481
A_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 10 18 40.30% TEIIILATR 46 54 51.8 25.0 26.1 2 0 0 1,029.6304
A_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 10 18 40.30% GLCAIAQAESLR 95 106 56.0 28.1 41.3 2 0 0 1,288.6679
A_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 10 18 40.30% VKIMLPWDPTGK 186 197 23.0 27.9 15.7 0 1 0 1,400.7610
A_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 10 18 40.30% KPLPDHVSIVEPK 202 214 31.8 26.6 21.4 1 2 0 1,458.8317
A_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 10 18 40.30% DEILPTTPISEQK 215 227 57.0 27.8 36.0 2 0 0 1,470.7689
A_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 10 18 40.30% GGKPEPPAMPQPVPTA 228 243 32.9 28.2 30.2 2 0 0 1,589.7996
A_10 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 4 10.30% AELNEFLTR 19 27 39.3 28.1 28.1 2 0 0 1,092.5684
A_10 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 4 10.30% GGKPEPPAMPQPVPTA 228 243 26.9 28.0 22.4 2 0 0 1,589.7996
A_29 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 9.05% ELAEDGYSGVEVR 28 40 79.9 25.4 74.1 1 0 0 1,423.6700



A_29 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 9.05% TEIIILATR 46 54 37.7 25.0 20.1 2 0 0 1,029.6304
A_30 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 12.80% AELNEFLTR 19 27 38.6 28.1 23.7 2 0 0 1,092.5684
A_30 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 12.80% TEIIILATR 46 54 33.5 25.0 16.3 1 0 0 1,029.6304
A_30 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 12.80% DEILPTTPISEQK 215 227 36.7 27.8 0.0 2 0 0 1,470.7689
A_31 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 21.00% ELAEDGYSGVEVR 28 40 65.0 25.6 59.6 2 0 0 1,423.6700
A_31 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 21.00% TEIIILATR 46 54 42.9 25.0 22.5 1 0 0 1,029.6304
A_31 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 21.00% DEILPTTPISEQK 215 227 52.6 28.1 32.3 2 0 0 1,470.7689
A_31 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 21.00% GGKPEPPAMPQPVPTA 228 243 23.5 27.8 20.1 2 0 0 1,589.7996
B_08 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 10.30% GLCAIAQAESLR 95 106 23.1 28.3 14.2 1 0 0 1,288.6679
B_08 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 10.30% DEILPTTPISEQK 215 227 29.9 27.8 13.9 2 0 0 1,470.7689
B_09 40S ribosomal protein S3 RS3_HUMAN 26,689 8 10 17 35.00% AELNEFLTR 19 27 58.9 28.1 36.9 2 0 0 1,092.5684
B_09 40S ribosomal protein S3 RS3_HUMAN 26,689 8 10 17 35.00% VTPTRTEIIILATR 41 54 26.6 25.0 18.8 2 0 0 1,583.9481
B_09 40S ribosomal protein S3 RS3_HUMAN 26,689 8 10 17 35.00% TEIIILATR 46 54 69.7 25.0 32.6 2 0 0 1,029.6304
B_09 40S ribosomal protein S3 RS3_HUMAN 26,689 8 10 17 35.00% IRELTAVVQK 66 75 27.0 25.3 12.2 1 0 0 1,156.7049
B_09 40S ribosomal protein S3 RS3_HUMAN 26,689 8 10 17 35.00% IMLPWDPTGK 188 197 31.8 27.6 19.9 1 0 0 1,157.6026
B_09 40S ribosomal protein S3 RS3_HUMAN 26,689 8 10 17 35.00% KPLPDHVSIVEPK 202 214 38.7 26.6 23.8 2 2 0 1,458.8317
B_09 40S ribosomal protein S3 RS3_HUMAN 26,689 8 10 17 35.00% DEILPTTPISEQK 215 227 87.7 27.8 67.5 2 0 0 1,470.7689
B_09 40S ribosomal protein S3 RS3_HUMAN 26,689 8 10 17 35.00% GGKPEPPAMPQPVPTA 228 243 37.2 28.2 34.1 3 0 0 1,589.7996
B_32 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 4 16.00% ELAEDGYSGVEVR 28 40 34.1 25.4 27.8 1 0 0 1,423.6700
B_32 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 4 16.00% KPLPDHVSIVEPK 202 214 27.0 25.9 18.8 0 2 0 1,458.8317
B_32 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 4 16.00% DEILPTTPISEQK 215 227 31.8 27.8 7.4 1 0 0 1,470.7689
C_08 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 4 10.30% ELAEDGYSGVEVR 28 40 64.2 25.6 55.6 2 0 0 1,423.6700
C_08 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 4 10.30% GLCAIAQAESLR 95 106 45.0 28.4 15.3 2 0 0 1,288.6679
C_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 15 39.90% AELNEFLTR 19 27 56.1 28.3 36.5 2 0 0 1,092.5684
C_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 15 39.90% VTPTRTEIIILATR 41 54 25.2 25.0 15.0 0 1 0 1,583.9481
C_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 15 39.90% TEIIILATR 46 54 57.8 25.0 33.2 2 0 0 1,029.6304
C_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 15 39.90% GLCAIAQAESLR 95 106 60.6 28.0 40.6 2 0 0 1,288.6679
C_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 15 39.90% YKLLGGLAVR 107 116 20.6 25.0 5.6 1 0 0 1,089.6780
C_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 15 39.90% IMLPWDPTGK 188 197 44.3 27.7 37.0 2 0 0 1,173.5976
C_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 15 39.90% KPLPDHVSIVEPK 202 214 22.7 26.6 9.0 2 0 0 1,458.8317
C_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 15 39.90% DEILPTTPISEQK 215 227 58.9 27.6 43.3 2 0 0 1,470.7689
C_09 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 15 39.90% GGKPEPPAMPQPVPTA 228 243 23.7 28.1 22.0 1 0 0 1,589.7996
C_10 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 4 10.30% ELAEDGYSGVEVR 28 40 54.5 25.4 47.3 2 0 0 1,423.6700
C_10 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 4 10.30% GLCAIAQAESLR 95 106 50.4 28.4 34.3 2 0 0 1,288.6679
D_14 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 10 24.30% AELNEFLTR 19 27 46.2 28.3 34.2 2 0 0 1,092.5684
D_14 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 10 24.30% ELAEDGYSGVEVR 28 40 76.4 25.4 68.5 2 0 0 1,423.6700
D_14 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 10 24.30% TEIIILATR 46 54 56.2 25.0 27.9 2 0 0 1,029.6304
D_14 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 10 24.30% GLCAIAQAESLR 95 106 35.9 28.0 28.9 2 0 0 1,288.6679
D_14 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 10 24.30% GGKPEPPAMPQPVPTA 228 243 37.7 28.0 33.4 2 0 0 1,589.7996
D_15 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 5 18.10% AELNEFLTR 19 27 42.1 28.5 28.1 1 0 0 1,092.5684
D_15 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 5 18.10% ELAEDGYSGVEVR 28 40 50.9 25.0 47.7 1 0 0 1,423.6700
D_15 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 5 18.10% TEIIILATR 46 54 43.9 26.4 22.0 2 0 0 1,029.6304
D_15 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 5 18.10% DEILPTTPISEQK 215 227 25.5 27.6 8.3 1 0 0 1,470.7689
F_11 40S ribosomal protein S3 RS3_HUMAN 26,689 6 6 11 28.80% ELAEDGYSGVEVR 28 40 64.2 25.6 55.0 2 0 0 1,423.6700
F_11 40S ribosomal protein S3 RS3_HUMAN 26,689 6 6 11 28.80% TEIIILATR 46 54 49.2 25.0 27.6 2 0 0 1,029.6304
F_11 40S ribosomal protein S3 RS3_HUMAN 26,689 6 6 11 28.80% IRELTAVVQK 66 75 24.4 25.9 7.6 1 0 0 1,156.7049
F_11 40S ribosomal protein S3 RS3_HUMAN 26,689 6 6 11 28.80% GLCAIAQAESLR 95 106 66.3 28.4 50.8 2 0 0 1,288.6679
F_11 40S ribosomal protein S3 RS3_HUMAN 26,689 6 6 11 28.80% KPLPDHVSIVEPK 202 214 29.6 26.6 16.5 0 2 0 1,458.8317
F_11 40S ribosomal protein S3 RS3_HUMAN 26,689 6 6 11 28.80% DEILPTTPISEQK 215 227 48.2 27.8 25.8 2 0 0 1,470.7689
F_12 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 9.05% TEIIILATR 46 54 48.8 25.0 26.7 2 0 0 1,029.6304
F_12 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 9.05% DEILPTTPISEQK 215 227 37.1 27.8 14.9 1 0 0 1,470.7689
F_13 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 14.00% ELAEDGYSGVEVR 28 40 77.8 25.4 67.7 2 0 0 1,423.6700
F_13 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 14.00% TEIIILATR 46 54 48.2 25.0 27.0 2 0 0 1,029.6304
F_13 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 14.00% GLCAIAQAESLR 95 106 31.4 28.4 17.7 1 0 0 1,288.6679
G_11 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 19.30% ELAEDGYSGVEVR 28 40 81.1 25.6 74.0 2 0 0 1,423.6700
G_11 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 19.30% TEIIILATR 46 54 39.8 25.0 21.4 1 0 0 1,029.6304
G_11 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 19.30% GLCAIAQAESLR 95 106 58.5 28.0 45.6 2 0 0 1,288.6679
G_11 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 19.30% DEILPTTPISEQK 215 227 40.7 27.6 24.3 2 0 0 1,470.7689
H_07 40S ribosomal protein S3 RS3_HUMAN 26,689 6 7 11 31.30% ELAEDGYSGVEVR 28 40 83.8 25.3 83.8 2 0 0 1,423.6700
H_07 40S ribosomal protein S3 RS3_HUMAN 26,689 6 7 11 31.30% TEIIILATR 46 54 51.2 25.0 27.4 1 0 0 1,029.6304
H_07 40S ribosomal protein S3 RS3_HUMAN 26,689 6 7 11 31.30% GLCAIAQAESLR 95 106 63.8 28.4 44.0 2 0 0 1,288.6679
H_07 40S ribosomal protein S3 RS3_HUMAN 26,689 6 7 11 31.30% KPLPDHVSIVEPK 202 214 30.0 26.6 21.4 0 2 0 1,458.8317
H_07 40S ribosomal protein S3 RS3_HUMAN 26,689 6 7 11 31.30% DEILPTTPISEQK 215 227 62.7 27.8 45.0 2 0 0 1,470.7689
H_07 40S ribosomal protein S3 RS3_HUMAN 26,689 6 7 11 31.30% GGKPEPPAMPQPVPTA 228 243 26.2 28.2 23.3 2 0 0 1,589.7996
H_08 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 8 24.70% ELAEDGYSGVEVR 28 40 84.4 25.3 73.6 2 0 0 1,423.6700
H_08 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 8 24.70% TEIIILATR 46 54 57.6 25.0 30.0 1 0 0 1,029.6304
H_08 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 8 24.70% GLCAIAQAESLR 95 106 52.6 28.3 35.7 2 0 0 1,288.6679
H_08 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 8 24.70% KPLPDHVSIVEPK 202 214 20.2 25.9 12.4 0 1 0 1,458.8317
H_08 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 8 24.70% DEILPTTPISEQK 215 227 36.5 27.5 25.0 2 0 0 1,470.7689
H_24 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 22.60% ELAEDGYSGVEVR 28 40 96.9 25.6 89.3 2 0 0 1,423.6700
H_24 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 22.60% KPLPDHVSIVEPK 202 214 24.4 26.6 16.4 0 2 0 1,458.8317
H_24 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 22.60% DEILPTTPISEQK 215 227 49.3 27.7 31.2 2 0 0 1,470.7689
H_24 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 22.60% GGKPEPPAMPQPVPTA 228 243 28.6 27.8 24.8 1 0 0 1,589.7996
I_08 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 21.00% ELAEDGYSGVEVR 28 40 62.9 25.3 54.7 2 0 0 1,423.6700
I_08 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 21.00% GLCAIAQAESLR 95 106 75.2 28.1 50.1 2 0 0 1,288.6679
I_08 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 21.00% KPLPDHVSIVEPK 202 214 15.8 25.8 2.2 0 1 0 1,458.8317
I_08 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 21.00% DEILPTTPISEQK 215 227 38.5 27.5 17.2 2 0 0 1,470.7689
I_09 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 10.30% ELAEDGYSGVEVR 28 40 70.8 25.3 66.3 1 0 0 1,423.6700
I_09 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 10.30% GLCAIAQAESLR 95 106 44.3 28.3 29.2 2 0 0 1,288.6679
J_07 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 6 15.60% ELAEDGYSGVEVR 28 40 71.9 25.6 66.7 2 0 0 1,423.6700
J_07 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 6 15.60% GLCAIAQAESLR 95 106 55.3 28.0 40.2 2 0 0 1,288.6679
J_07 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 6 15.60% DEILPTTPISEQK 215 227 43.5 27.6 27.8 2 0 0 1,470.7689
J_08 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 4 10.30% ELAEDGYSGVEVR 28 40 52.3 25.6 43.8 2 0 0 1,423.6700
J_08 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 4 10.30% GLCAIAQAESLR 95 106 39.5 28.0 30.4 2 0 0 1,288.6679
K_07 40S ribosomal protein S3 RS3_HUMAN 26,689 6 7 13 33.30% ELAEDGYSGVEVR 28 40 61.1 25.3 51.1 2 0 0 1,423.6700
K_07 40S ribosomal protein S3 RS3_HUMAN 26,689 6 7 13 33.30% VTPTRTEIIILATR 41 54 32.0 25.0 19.3 1 2 0 1,583.9481
K_07 40S ribosomal protein S3 RS3_HUMAN 26,689 6 7 13 33.30% GLCAIAQAESLR 95 106 58.0 28.4 42.6 2 0 0 1,288.6679
K_07 40S ribosomal protein S3 RS3_HUMAN 26,689 6 7 13 33.30% KPLPDHVSIVEPK 202 214 42.1 25.9 26.7 0 2 0 1,458.8317
K_07 40S ribosomal protein S3 RS3_HUMAN 26,689 6 7 13 33.30% DEILPTTPISEQK 215 227 49.0 27.7 18.3 2 0 0 1,470.7689
K_07 40S ribosomal protein S3 RS3_HUMAN 26,689 6 7 13 33.30% GGKPEPPAMPQPVPTA 228 243 36.4 27.8 30.3 2 0 0 1,589.7996
K_08 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 21.00% ELAEDGYSGVEVR 28 40 88.2 25.3 83.2 2 0 0 1,423.6700
K_08 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 21.00% GLCAIAQAESLR 95 106 51.6 28.4 29.8 2 0 0 1,288.6679
K_08 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 21.00% KPLPDHVSIVEPK 202 214 19.6 25.9 5.9 0 2 0 1,458.8317
K_08 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 21.00% DEILPTTPISEQK 215 227 40.2 27.5 18.1 2 0 0 1,470.7689
L_05 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 6 15.60% ELAEDGYSGVEVR 28 40 78.7 25.6 72.1 2 0 0 1,423.6700
L_05 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 6 15.60% GLCAIAQAESLR 95 106 41.6 28.0 27.8 2 0 0 1,288.6679
L_05 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 6 15.60% DEILPTTPISEQK 215 227 39.5 27.6 27.6 2 0 0 1,470.7689
L_06 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 17 41.20% AELNEFLTR 19 27 58.0 28.0 40.7 2 0 0 1,092.5684
L_06 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 17 41.20% ELAEDGYSGVEVR 28 40 75.5 25.6 66.6 2 0 0 1,423.6700
L_06 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 17 41.20% VTPTRTEIIILATR 41 54 33.0 25.0 20.2 0 2 0 1,583.9481
L_06 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 17 41.20% TEIIILATR 46 54 60.5 25.0 30.2 2 0 0 1,029.6304
L_06 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 17 41.20% GLCAIAQAESLR 95 106 61.7 28.0 45.0 2 0 0 1,288.6679
L_06 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 17 41.20% IMLPWDPTGK 188 197 29.6 28.0 22.1 1 0 0 1,173.5976
L_06 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 17 41.20% KPLPDHVSIVEPK 202 214 34.4 25.5 19.5 0 2 0 1,458.8317
L_06 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 17 41.20% DEILPTTPISEQK 215 227 67.4 27.6 49.4 2 0 0 1,470.7689
L_06 40S ribosomal protein S3 RS3_HUMAN 26,689 9 9 17 41.20% GGKPEPPAMPQPVPTA 228 243 42.8 28.1 41.1 2 0 0 1,589.7996
L_07 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 16.00% ELAEDGYSGVEVR 28 40 82.1 25.6 72.8 2 0 0 1,423.6700
L_07 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 16.00% VTPTRTEIIILATR 41 54 24.7 25.0 12.8 0 2 0 1,583.9481
L_07 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 16.00% TEIIILATR 46 54 46.8 25.0 24.9 2 0 0 1,029.6304
L_07 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 16.00% GLCAIAQAESLR 95 106 49.6 28.0 33.1 1 0 0 1,288.6679
L_08 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 12.30% VTPTRTEIIILATR 41 54 30.2 25.0 22.5 0 2 0 1,583.9481
L_08 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 12.30% TEIIILATR 46 54 26.6 25.0 13.6 2 0 0 1,029.6304



L_08 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 12.30% GGKPEPPAMPQPVPTA 228 243 35.3 28.3 33.4 1 0 0 1,589.7996
L_09 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 4 16.90% ELAEDGYSGVEVR 28 40 75.9 25.3 71.2 2 0 0 1,423.6700
L_09 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 4 16.90% GLCAIAQAESLR 95 106 49.6 28.3 33.3 1 0 0 1,288.6679
L_09 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 4 16.90% GGKPEPPAMPQPVPTA 228 243 37.8 28.1 32.2 1 0 0 1,589.7996
L_10 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 20.60% ELAEDGYSGVEVR 28 40 72.7 25.6 62.7 2 0 0 1,423.6700
L_10 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 20.60% TEIIILATR 46 54 35.6 25.0 15.5 2 0 0 1,029.6304
L_10 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 20.60% GLCAIAQAESLR 95 106 55.1 28.3 38.0 2 0 0 1,288.6679
L_10 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 20.60% GGKPEPPAMPQPVPTA 228 243 40.3 28.1 39.0 2 0 0 1,589.7996
L_11 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 22.20% ELAEDGYSGVEVR 28 40 84.4 25.6 76.8 2 0 0 1,423.6700
L_11 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 22.20% GLCAIAQAESLR 95 106 48.1 28.1 31.7 2 0 0 1,288.6679
L_11 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 22.20% DEILPTTPISEQK 215 227 33.9 27.3 17.8 2 0 0 1,470.7689
L_11 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 22.20% GGKPEPPAMPQPVPTA 228 243 33.7 28.2 23.7 1 0 0 1,589.7996
L_12 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 16.90% ELAEDGYSGVEVR 28 40 83.8 25.6 74.3 1 0 0 1,423.6700
L_12 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 16.90% GLCAIAQAESLR 95 106 53.3 28.4 35.7 2 0 0 1,288.6679
L_12 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 16.90% GGKPEPPAMPQPVPTA 228 243 34.2 28.4 30.1 2 0 0 1,589.7996
L_13 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 20.60% AELNEFLTR 19 27 35.8 28.4 23.9 1 0 0 1,092.5684
L_13 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 20.60% ELAEDGYSGVEVR 28 40 75.8 25.6 66.9 2 0 0 1,423.6700
L_13 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 20.60% GLCAIAQAESLR 95 106 54.1 28.7 42.6 2 0 0 1,288.6679
L_13 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 20.60% GGKPEPPAMPQPVPTA 228 243 36.1 28.1 35.0 2 0 0 1,589.7996
L_14 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 20.60% AELNEFLTR 19 27 39.2 28.4 20.7 2 0 0 1,092.5684
L_14 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 20.60% ELAEDGYSGVEVR 28 40 72.7 25.6 66.1 2 0 0 1,423.6700
L_14 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 20.60% GLCAIAQAESLR 95 106 43.6 28.0 24.9 2 0 0 1,288.6679
L_14 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 7 20.60% GGKPEPPAMPQPVPTA 228 243 44.6 28.1 43.5 1 0 0 1,589.7996
L_15 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 7 24.30% AELNEFLTR 19 27 40.3 28.0 23.0 2 0 0 1,092.5684
L_15 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 7 24.30% ELAEDGYSGVEVR 28 40 67.4 25.6 57.7 2 0 0 1,423.6700
L_15 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 7 24.30% TEIIILATR 46 54 21.2 25.0 1.2 1 0 0 1,029.6304
L_15 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 7 24.30% GLCAIAQAESLR 95 106 44.0 28.1 28.0 1 0 0 1,288.6679
L_15 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 7 24.30% GGKPEPPAMPQPVPTA 228 243 26.5 28.1 26.4 1 0 0 1,589.7996
L_16 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 4 9.05% ELAEDGYSGVEVR 28 40 70.7 25.1 61.9 2 0 0 1,423.6700
L_16 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 4 9.05% TEIIILATR 46 54 31.4 25.0 6.8 2 0 0 1,029.6304
M_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 10 25.90% ELAEDGYSGVEVR 28 40 68.5 25.5 61.5 2 0 0 1,423.6700
M_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 10 25.90% TEIIILATR 46 54 44.0 25.0 14.3 2 0 0 1,029.6304
M_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 10 25.90% GLCAIAQAESLR 95 106 61.0 28.0 39.1 2 0 0 1,288.6679
M_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 10 25.90% DEILPTTPISEQK 215 227 68.1 27.6 42.9 2 0 0 1,470.7689
M_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 10 25.90% GGKPEPPAMPQPVPTA 228 243 46.8 28.1 43.4 2 0 0 1,589.7996
M_07 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 14.40% ELAEDGYSGVEVR 28 40 75.8 25.3 68.1 2 0 0 1,423.6700
M_07 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 14.40% TEIIILATR 46 54 38.4 25.0 26.3 2 0 0 1,029.6304
M_07 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 5 14.40% DEILPTTPISEQK 215 227 30.6 27.3 18.5 1 0 0 1,470.7689
M_08 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 6 20.60% ELAEDGYSGVEVR 28 40 85.6 25.3 76.0 2 0 0 1,423.6700
M_08 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 6 20.60% TEIIILATR 46 54 29.5 25.0 7.9 1 0 0 1,029.6304
M_08 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 6 20.60% GLCAIAQAESLR 95 106 41.1 28.3 28.9 2 0 0 1,288.6679
M_08 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 6 20.60% GGKPEPPAMPQPVPTA 228 243 34.8 27.8 33.3 1 0 0 1,589.7996
M_10 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 2 11.90% ELAEDGYSGVEVR 28 40 52.7 25.5 47.3 1 0 0 1,423.6700
M_10 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 2 11.90% GGKPEPPAMPQPVPTA 228 243 25.8 28.2 25.8 1 0 0 1,589.7996
M_11 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 3 17.30% ELAEDGYSGVEVR 28 40 94.8 25.3 92.7 1 0 0 1,423.6700
M_11 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 3 17.30% DEILPTTPISEQK 215 227 37.5 27.5 14.6 1 0 0 1,470.7689
M_11 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 3 17.30% GGKPEPPAMPQPVPTA 228 243 30.7 27.9 26.2 1 0 0 1,589.7996
M_12 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 4 14.40% ELAEDGYSGVEVR 28 40 74.8 25.3 60.8 2 0 0 1,423.6700
M_12 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 4 14.40% TEIIILATR 46 54 32.9 25.0 15.0 1 0 0 1,029.6304
M_12 40S ribosomal protein S3 RS3_HUMAN 26,689 3 3 4 14.40% DEILPTTPISEQK 215 227 29.8 27.5 14.0 1 0 0 1,470.7689
M_13 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 6 22.20% ELAEDGYSGVEVR 28 40 63.4 25.3 58.0 2 0 0 1,423.6700
M_13 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 6 22.20% GLCAIAQAESLR 95 106 49.3 28.4 39.4 1 0 0 1,288.6679
M_13 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 6 22.20% DEILPTTPISEQK 215 227 26.9 27.5 4.1 1 0 0 1,470.7689
M_13 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 6 22.20% GGKPEPPAMPQPVPTA 228 243 29.0 27.7 29.0 2 0 0 1,589.7996
M_14 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 10.30% ELAEDGYSGVEVR 28 40 84.2 25.4 77.0 2 0 0 1,423.6700
M_14 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 10.30% GLCAIAQAESLR 95 106 40.6 28.1 28.6 1 0 0 1,288.6679
M_16 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 18.10% AELNEFLTR 19 27 42.3 28.2 23.7 2 0 0 1,092.5684
M_16 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 18.10% ELAEDGYSGVEVR 28 40 73.4 25.4 60.3 2 0 0 1,423.6700
M_16 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 18.10% TEIIILATR 46 54 39.8 25.0 22.9 2 0 0 1,029.6304
M_16 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 18.10% DEILPTTPISEQK 215 227 41.7 27.5 22.4 2 0 0 1,470.7689
N_07 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 10.30% ELAEDGYSGVEVR 28 40 71.8 25.6 66.3 2 0 0 1,423.6700
N_07 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 10.30% GLCAIAQAESLR 95 106 37.3 28.7 20.8 1 0 0 1,288.6679
O_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 9 25.90% ELAEDGYSGVEVR 28 40 76.1 25.6 72.3 2 0 0 1,423.6700
O_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 9 25.90% TEIIILATR 46 54 53.9 25.0 24.8 2 0 0 1,029.6304
O_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 9 25.90% GLCAIAQAESLR 95 106 49.5 28.0 35.5 2 0 0 1,288.6679
O_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 9 25.90% DEILPTTPISEQK 215 227 40.1 27.7 26.8 2 0 0 1,470.7689
O_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 9 25.90% GGKPEPPAMPQPVPTA 228 243 30.0 28.4 25.3 1 0 0 1,589.7996
P_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 9 25.90% AELNEFLTR 19 27 42.5 28.4 18.0 2 0 0 1,092.5684
P_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 9 25.90% ELAEDGYSGVEVR 28 40 87.6 25.6 76.0 2 0 0 1,423.6700
P_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 9 25.90% GLCAIAQAESLR 95 106 45.8 28.3 35.4 2 0 0 1,288.6679
P_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 9 25.90% DEILPTTPISEQK 215 227 36.1 28.1 7.0 2 0 0 1,470.7689
P_06 40S ribosomal protein S3 RS3_HUMAN 26,689 5 5 9 25.90% GGKPEPPAMPQPVPTA 228 243 29.5 28.2 27.3 1 0 0 1,589.7996
P_12 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 2 11.90% ELAEDGYSGVEVR 28 40 73.8 25.5 62.3 1 0 0 1,423.6700
P_12 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 2 11.90% GGKPEPPAMPQPVPTA 228 243 26.7 28.3 23.7 1 0 0 1,589.7996
Q_06 40S ribosomal protein S3 RS3_HUMAN 26,689 7 7 13 33.30% ELAEDGYSGVEVR 28 40 77.5 25.6 73.3 2 0 0 1,423.6700
Q_06 40S ribosomal protein S3 RS3_HUMAN 26,689 7 7 13 33.30% VTPTRTEIIILATR 41 54 21.1 25.0 19.1 0 1 0 1,583.9481
Q_06 40S ribosomal protein S3 RS3_HUMAN 26,689 7 7 13 33.30% TEIIILATR 46 54 43.2 25.0 23.0 2 0 0 1,029.6304
Q_06 40S ribosomal protein S3 RS3_HUMAN 26,689 7 7 13 33.30% GLCAIAQAESLR 95 106 46.3 28.4 24.3 2 0 0 1,288.6679
Q_06 40S ribosomal protein S3 RS3_HUMAN 26,689 7 7 13 33.30% KPLPDHVSIVEPK 202 214 42.0 25.5 27.0 0 2 0 1,458.8317
Q_06 40S ribosomal protein S3 RS3_HUMAN 26,689 7 7 13 33.30% DEILPTTPISEQK 215 227 42.2 27.6 26.5 2 0 0 1,470.7689
Q_06 40S ribosomal protein S3 RS3_HUMAN 26,689 7 7 13 33.30% GGKPEPPAMPQPVPTA 228 243 32.0 28.2 29.2 2 0 0 1,589.7996
Q_10 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 2 11.90% ELAEDGYSGVEVR 28 40 82.9 25.6 75.7 1 0 0 1,423.6700
Q_10 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 2 11.90% GGKPEPPAMPQPVPTA 228 243 22.0 28.3 20.5 1 0 0 1,589.7996
Q_11 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 4 11.90% ELAEDGYSGVEVR 28 40 81.2 25.6 71.5 2 0 0 1,423.6700
Q_11 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 4 11.90% GGKPEPPAMPQPVPTA 228 243 27.6 28.2 25.3 2 0 0 1,589.7996
Q_13 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 11.90% ELAEDGYSGVEVR 28 40 62.2 25.6 54.7 2 0 0 1,423.6700
Q_13 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 3 11.90% GGKPEPPAMPQPVPTA 228 243 25.9 28.4 25.9 1 0 0 1,589.7996
Q_14 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 2 11.90% DEILPTTPISEQK 215 227 25.2 27.6 11.4 1 0 0 1,470.7689
Q_14 40S ribosomal protein S3 RS3_HUMAN 26,689 2 2 2 11.90% GGKPEPPAMPQPVPTA 228 243 41.5 28.4 37.5 1 0 0 1,589.7996
Q_16 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 21.00% AELNEFLTR 19 27 47.1 28.4 24.8 2 0 0 1,092.5684
Q_16 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 21.00% ELAEDGYSGVEVR 28 40 82.3 25.5 74.1 2 0 0 1,423.6700
Q_16 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 21.00% DEILPTTPISEQK 215 227 40.5 27.6 28.8 2 0 0 1,470.7689
Q_16 40S ribosomal protein S3 RS3_HUMAN 26,689 4 4 8 21.00% GGKPEPPAMPQPVPTA 228 243 31.6 28.1 21.0 2 0 0 1,589.7996
M_02 40S ribosomal protein S30 RS30_HUMAN 6,648 2 2 2 18.60% RFVNVVPTFGK 41 51 26.2 25.7 26.0 1 0 0 1,263.7208
M_02 40S ribosomal protein S30 RS30_HUMAN 6,648 2 2 2 18.60% FVNVVPTFGK 42 51 24.1 26.4 20.6 1 0 0 1,107.6197
A_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 10 10 14 33.70% APAMFNIR 35 42 44.3 27.1 35.9 1 0 0 935.4768
A_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 10 10 14 33.70% FKLITEDVQGK 84 94 46.4 27.1 26.5 2 0 0 1,277.7102
A_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 10 10 14 33.70% LITEDVQGK 86 94 25.0 28.5 5.1 1 0 0 1,002.5468
A_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 10 10 14 33.70% TTDGYLLR 129 136 44.8 26.0 25.7 2 0 0 938.4943
A_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 10 10 14 33.70% LFCVGFTK 137 144 30.0 26.3 15.4 1 0 0 971.5020
A_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 10 10 14 33.70% EVQTNDLKEVVNK 175 187 20.1 28.4 13.7 0 1 0 1,515.8014
A_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 10 10 14 33.70% LIPDSIGKDIEK 188 199 36.0 27.6 25.1 2 0 0 1,327.7471
A_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 10 10 14 33.70% ACQSIYPLHDVFVR 200 213 21.2 28.2 12.5 0 1 0 1,704.8527
A_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 10 10 14 33.70% VERADGYEPPVQESV 250 264 34.1 25.8 19.1 1 0 0 1,674.7970
A_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 10 10 14 33.70% ADGYEPPVQESV 253 264 34.7 25.0 33.3 2 0 0 1,290.5849
B_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 9 10 18 32.60% APAMFNIR 35 42 31.7 28.3 27.4 3 0 0 919.4818
B_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 9 10 18 32.60% FKLITEDVQGK 84 94 55.9 27.2 22.9 2 0 0 1,277.7102
B_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 9 10 18 32.60% LITEDVQGK 86 94 38.0 27.9 19.2 2 0 0 1,002.5468
B_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 9 10 18 32.60% NCLTNFHGMDLTR 95 107 71.7 25.0 64.8 2 0 0 1,594.7102
B_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 9 10 18 32.60% TTDGYLLR 129 136 20.9 26.0 17.9 1 0 0 938.4943
B_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 9 10 18 32.60% LFCVGFTK 137 144 37.0 25.6 15.2 2 0 0 971.5020
B_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 9 10 18 32.60% LIPDSIGKDIEK 188 199 35.7 27.6 22.6 2 0 0 1,327.7471



B_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 9 10 18 32.60% ACQSIYPLHDVFVR 200 213 41.4 28.3 37.5 0 2 0 1,704.8527
B_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 9 10 18 32.60% ADGYEPPVQESV 253 264 30.5 25.0 29.8 2 0 0 1,290.5849
C_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 7 7 11 22.70% APAMFNIR 35 42 28.7 26.8 19.3 1 0 0 935.4768
C_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 7 7 11 22.70% FKLITEDVQGK 84 94 46.3 27.1 16.4 2 0 0 1,277.7102
C_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 7 7 11 22.70% LITEDVQGK 86 94 37.3 28.4 26.1 2 0 0 1,002.5468
C_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 7 7 11 22.70% LFCVGFTK 137 144 27.5 25.6 9.5 2 0 0 971.5020
C_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 7 7 11 22.70% FELGKLMELHGEGSSSGK 223 240 20.3 27.4 20.3 0 1 0 1,921.9327
C_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 7 7 11 22.70% VERADGYEPPVQESV 250 264 51.1 25.5 50.3 2 0 0 1,674.7970
C_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 7 7 11 22.70% ADGYEPPVQESV 253 264 24.1 25.0 24.1 1 0 0 1,290.5849
F_13 40S ribosomal protein S3a RS3A_HUMAN 29,945 2 2 2 6.06% APAMFNIR 35 42 33.5 27.1 23.8 1 0 0 935.4768
F_13 40S ribosomal protein S3a RS3A_HUMAN 29,945 2 2 2 6.06% LFCVGFTK 137 144 26.1 25.6 15.6 1 0 0 971.5020
H_08 40S ribosomal protein S3a RS3A_HUMAN 29,945 5 5 9 22.30% FKLITEDVQGK 84 94 40.1 27.2 27.0 2 0 0 1,277.7102
H_08 40S ribosomal protein S3a RS3A_HUMAN 29,945 5 5 9 22.30% NCLTNFHGMDLTR 95 107 31.5 25.0 22.3 0 2 0 1,594.7102
H_08 40S ribosomal protein S3a RS3A_HUMAN 29,945 5 5 9 22.30% LFCVGFTK 137 144 23.0 25.9 18.3 2 0 0 971.5020
H_08 40S ribosomal protein S3a RS3A_HUMAN 29,945 5 5 9 22.30% LIPDSIGKDIEK 188 199 32.0 26.8 18.4 1 0 0 1,327.7471
H_08 40S ribosomal protein S3a RS3A_HUMAN 29,945 5 5 9 22.30% VERADGYEPPVQESV 250 264 62.1 25.9 60.5 2 0 0 1,674.7970
I_08 40S ribosomal protein S3a RS3A_HUMAN 29,945 4 4 6 13.30% LFCVGFTK 137 144 21.2 25.9 6.7 2 0 0 971.5020
I_08 40S ribosomal protein S3a RS3A_HUMAN 29,945 4 4 6 13.30% LIPDSIGKDIEK 188 199 20.3 26.9 10.7 1 0 0 1,327.7471
I_08 40S ribosomal protein S3a RS3A_HUMAN 29,945 4 4 6 13.30% VERADGYEPPVQESV 250 264 27.3 25.8 25.5 1 0 0 1,674.7970
I_08 40S ribosomal protein S3a RS3A_HUMAN 29,945 4 4 6 13.30% ADGYEPPVQESV 253 264 32.7 25.0 30.1 2 0 0 1,290.5849
K_08 40S ribosomal protein S3a RS3A_HUMAN 29,945 2 2 3 8.71% LFCVGFTK 137 144 30.4 25.5 19.5 2 0 0 971.5020
K_08 40S ribosomal protein S3a RS3A_HUMAN 29,945 2 2 3 8.71% VERADGYEPPVQESV 250 264 37.6 26.2 32.7 1 0 0 1,674.7970
L_06 40S ribosomal protein S3a RS3A_HUMAN 29,945 3 3 5 8.71% TTDGYLLR 129 136 58.5 25.6 39.5 1 0 0 938.4943
L_06 40S ribosomal protein S3a RS3A_HUMAN 29,945 3 3 5 8.71% VERADGYEPPVQESV 250 264 48.0 26.2 44.4 2 0 0 1,674.7970
L_06 40S ribosomal protein S3a RS3A_HUMAN 29,945 3 3 5 8.71% ADGYEPPVQESV 253 264 39.7 25.0 39.2 2 0 0 1,290.5849
L_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 2 2 3 7.95% TTDGYLLR 129 136 42.9 26.6 17.3 2 0 0 938.4943
L_09 40S ribosomal protein S3a RS3A_HUMAN 29,945 2 2 3 7.95% EVQTNDLKEVVNK 175 187 46.4 28.8 34.8 1 0 0 1,515.8014
L_14 40S ribosomal protein S3a RS3A_HUMAN 29,945 2 2 2 8.71% APAMFNIR 35 42 29.5 27.7 25.4 1 0 0 935.4768
L_14 40S ribosomal protein S3a RS3A_HUMAN 29,945 2 2 2 8.71% VERADGYEPPVQESV 250 264 39.6 26.2 37.7 1 0 0 1,674.7970
M_06 40S ribosomal protein S3a RS3A_HUMAN 29,945 3 3 6 10.60% NCLTNFHGMDLTR 95 107 23.2 25.0 15.2 0 2 0 1,594.7102
M_06 40S ribosomal protein S3a RS3A_HUMAN 29,945 3 3 6 10.60% VERADGYEPPVQESV 250 264 44.0 26.1 36.5 2 0 0 1,674.7970
M_06 40S ribosomal protein S3a RS3A_HUMAN 29,945 3 3 6 10.60% ADGYEPPVQESV 253 264 39.5 25.0 34.8 2 0 0 1,290.5849
N_07 40S ribosomal protein S3a RS3A_HUMAN 29,945 2 2 2 6.06% APAMFNIR 35 42 32.5 27.7 25.9 1 0 0 935.4768
N_07 40S ribosomal protein S3a RS3A_HUMAN 29,945 2 2 2 6.06% TTDGYLLR 129 136 22.8 25.6 13.2 1 0 0 938.4943
Q_06 40S ribosomal protein S3a RS3A_HUMAN 29,945 4 4 5 13.60% NCLTNFHGMDLTR 95 107 15.7 25.0 4.1 0 1 0 1,594.7102
Q_06 40S ribosomal protein S3a RS3A_HUMAN 29,945 4 4 5 13.60% LFCVGFTK 137 144 19.1 26.1 4.0 1 0 0 971.5020
Q_06 40S ribosomal protein S3a RS3A_HUMAN 29,945 4 4 5 13.60% VERADGYEPPVQESV 250 264 27.8 26.0 25.2 1 0 0 1,674.7970
Q_06 40S ribosomal protein S3a RS3A_HUMAN 29,945 4 4 5 13.60% ADGYEPPVQESV 253 264 42.1 25.0 34.1 2 0 0 1,290.5849
A_08 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 2 2 4 7.60% GIPHLVTHDAR 135 145 35.1 28.7 29.5 2 0 0 1,215.6594
A_08 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 2 2 4 7.60% LSNIFVIGK 222 230 56.7 25.0 52.9 2 0 0 990.5983
A_09 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 5 5 9 21.70% YALTGDEVK 54 62 29.9 26.6 17.0 2 0 0 995.5045
A_09 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 5 5 9 21.70% GIPHLVTHDAR 135 145 40.2 28.7 37.0 2 0 0 1,215.6594
A_09 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 5 5 9 21.70% FDTGNLCMVTGGANLGR 175 191 77.3 25.0 65.8 2 0 0 1,798.8213
A_09 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 5 5 9 21.70% HPGSFDVVHVK 201 211 24.7 28.0 10.6 2 0 0 1,221.6375
A_09 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 5 5 9 21.70% LSNIFVIGK 222 230 44.4 25.0 35.7 1 0 0 990.5983
B_08 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 4 4 7 19.00% GIPHLVTHDAR 135 145 27.3 28.7 17.1 2 0 0 1,215.6594
B_08 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 4 4 7 19.00% FDTGNLCMVTGGANLGR 175 191 54.8 25.0 52.8 1 0 0 1,798.8213
B_08 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 4 4 7 19.00% ERHPGSFDVVHVK 199 211 34.3 28.6 32.4 0 2 0 1,506.7812
B_08 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 4 4 7 19.00% LSNIFVIGK 222 230 59.3 25.0 50.7 2 0 0 990.5983
B_09 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 4 4 8 19.80% VNDTIQIDLETGK 156 168 67.4 28.1 63.7 2 0 0 1,445.7485
B_09 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 4 4 8 19.80% FDTGNLCMVTGGANLGR 175 191 68.3 25.0 57.3 2 0 0 1,798.8213
B_09 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 4 4 8 19.80% ERHPGSFDVVHVK 199 211 42.7 28.5 39.3 0 2 0 1,506.7812
B_09 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 4 4 8 19.80% LSNIFVIGK 222 230 39.8 25.0 34.0 2 0 0 990.5983
C_08 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 2 2 3 6.84% YALTGDEVK 54 62 35.4 26.5 15.7 1 0 0 995.5045
C_08 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 2 2 3 6.84% LSNIFVIGK 222 230 30.0 25.0 27.3 2 0 0 990.5983
F_12 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 2 2 3 8.37% YALTGDEVK 54 62 27.6 26.5 15.3 1 0 0 995.5045
F_12 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 2 2 3 8.37% VNDTIQIDLETGK 156 168 62.2 28.1 62.2 2 0 0 1,445.7485
L_07 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 2 2 2 6.84% YALTGDEVK 54 62 27.8 27.3 17.6 1 0 0 995.5045
L_07 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 2 2 2 6.84% LSNIFVIGK 222 230 24.5 25.0 20.3 1 0 0 990.5983
Q_06 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 2 2 3 8.37% VNDTIQIDLETGK 156 168 53.7 28.3 48.9 1 0 0 1,445.7485
Q_06 40S ribosomal protein S4, X isoform RS4X_HUMAN 29,599 2 2 3 8.37% LSNIFVIGK 222 230 37.6 25.0 26.6 2 0 0 990.5983
L_04 40S ribosomal protein S5 RS5_HUMAN 22,877 3 3 5 18.10% QAVDVSPLR 137 145 48.5 25.8 39.8 2 0 0 984.5473
L_04 40S ribosomal protein S5 RS5_HUMAN 22,877 3 3 5 18.10% VNQAIWLLCTGAR 147 159 73.0 29.1 64.2 2 0 0 1,501.7945
L_04 40S ribosomal protein S5 RS5_HUMAN 22,877 3 3 5 18.10% TIAECLADELINAAK 168 182 74.0 28.5 64.2 1 0 0 1,631.8311
M_05 40S ribosomal protein S5 RS5_HUMAN 22,877 2 2 3 4.90% RQAVDVSPLR 136 145 18.5 25.0 15.5 1 0 0 1,140.6484
M_05 40S ribosomal protein S5 RS5_HUMAN 22,877 2 2 3 4.90% QAVDVSPLR 137 145 26.2 25.8 22.8 2 0 0 984.5473
O_05 40S ribosomal protein S5 RS5_HUMAN 22,877 2 2 3 10.80% QAVDVSPLR 137 145 27.0 26.1 14.2 2 0 0 984.5473
O_05 40S ribosomal protein S5 RS5_HUMAN 22,877 2 2 3 10.80% VNQAIWLLCTGAR 147 159 60.7 29.1 50.5 1 0 0 1,501.7945
A_09 40S ribosomal protein S6 RS6_HUMAN 28,668 4 5 9 21.30% MKLNISFPATGCQK 1 14 60.5 27.0 50.0 2 0 0 1,610.8031
A_09 40S ribosomal protein S6 RS6_HUMAN 28,668 4 5 9 21.30% LIEVDDER 15 22 27.5 26.1 8.0 1 0 0 988.4947
A_09 40S ribosomal protein S6 RS6_HUMAN 28,668 4 5 9 21.30% MATEVAADALGEEWK 32 46 100.0 25.0 89.8 2 2 0 1,636.7525
A_09 40S ribosomal protein S6 RS6_HUMAN 28,668 4 5 9 21.30% KGEKDIPGLTDTTVPR 116 131 46.2 27.4 37.0 0 2 0 1,726.9338
B_09 40S ribosomal protein S6 RS6_HUMAN 28,668 5 5 9 21.30% MKLNISFPATGCQK 1 14 36.2 27.0 28.1 2 0 0 1,610.8031
B_09 40S ribosomal protein S6 RS6_HUMAN 28,668 5 5 9 21.30% LNISFPATGCQK 3 14 36.1 27.9 23.2 1 0 0 1,335.6727
B_09 40S ribosomal protein S6 RS6_HUMAN 28,668 5 5 9 21.30% LIEVDDER 15 22 32.4 26.3 28.5 2 0 0 988.4947
B_09 40S ribosomal protein S6 RS6_HUMAN 28,668 5 5 9 21.30% MATEVAADALGEEWK 32 46 129.0 25.0 122.0 2 0 0 1,636.7525
B_09 40S ribosomal protein S6 RS6_HUMAN 28,668 5 5 9 21.30% KGEKDIPGLTDTTVPR 116 131 36.8 27.1 36.8 0 2 0 1,726.9338
C_09 40S ribosomal protein S6 RS6_HUMAN 28,668 5 5 9 15.30% MKLNISFPATGCQK 1 14 47.1 26.9 39.8 2 0 0 1,610.8031
C_09 40S ribosomal protein S6 RS6_HUMAN 28,668 5 5 9 15.30% LNISFPATGCQK 3 14 40.7 28.0 35.7 2 0 0 1,335.6727
C_09 40S ribosomal protein S6 RS6_HUMAN 28,668 5 5 9 15.30% LIEVDDER 15 22 22.7 26.1 15.9 1 0 0 988.4947
C_09 40S ribosomal protein S6 RS6_HUMAN 28,668 5 5 9 15.30% KGEKDIPGLTDTTVPR 116 131 48.0 27.5 30.2 0 2 0 1,726.9338
C_09 40S ribosomal protein S6 RS6_HUMAN 28,668 5 5 9 15.30% DIPGLTDTTVPR 120 131 51.5 26.7 34.1 2 0 0 1,284.6797
M_06 40S ribosomal protein S6 RS6_HUMAN 28,668 2 2 4 9.64% LNISFPATGCQK 3 14 33.2 27.9 33.2 2 0 0 1,335.6727
M_06 40S ribosomal protein S6 RS6_HUMAN 28,668 2 2 4 9.64% DIPGLTDTTVPR 120 131 37.8 27.0 27.0 2 0 0 1,284.6797
A_06 40S ribosomal protein S7 RS7_HUMAN 22,128 3 3 5 13.90% HVVFIAQR 91 98 21.6 25.0 20.6 1 0 0 969.5628
A_06 40S ribosomal protein S7 RS7_HUMAN 22,128 3 3 5 13.90% AQQNNVEHKVETFSGVYK 161 178 24.2 27.8 24.2 0 2 0 2,078.0301
A_06 40S ribosomal protein S7 RS7_HUMAN 22,128 3 3 5 13.90% VETFSGVYKK 170 179 27.9 27.5 9.3 2 0 0 1,157.6201
F_09 40S ribosomal protein S7 RS7_HUMAN 22,128 2 2 2 8.76% HVVFIAQR 91 98 23.0 25.0 23.0 1 0 0 969.5628
F_09 40S ribosomal protein S7 RS7_HUMAN 22,128 2 2 2 8.76% VETFSGVYK 170 178 21.8 25.8 7.8 1 0 0 1,029.5251
A_07 40S ribosomal protein S8 RS8_HUMAN 24,206 6 7 13 32.70% IIDVVYNASNNELVR 78 92 59.0 27.8 51.1 2 2 0 1,718.9071
A_07 40S ribosomal protein S8 RS8_HUMAN 24,206 6 7 13 32.70% NCIVLIDSTPYR 99 110 64.3 27.7 55.7 2 0 0 1,450.7360
A_07 40S ribosomal protein S8 RS8_HUMAN 24,206 6 7 13 32.70% LTPEEEEILNK 129 139 45.6 27.9 38.6 2 0 0 1,314.6789
A_07 40S ribosomal protein S8 RS8_HUMAN 24,206 6 7 13 32.70% ISSLLEEQFQQGK 158 170 75.1 28.5 54.9 2 0 0 1,506.7800
A_07 40S ribosomal protein S8 RS8_HUMAN 24,206 6 7 13 32.70% ADGYVLEGK 185 193 67.2 27.4 52.1 2 0 0 951.4783
A_07 40S ribosomal protein S8 RS8_HUMAN 24,206 6 7 13 32.70% ELEFYLRK 194 201 23.5 26.1 21.7 1 0 0 1,097.5990
A_25 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 11.50% LTPEEEEILNK 129 139 27.6 27.9 21.6 1 0 0 1,314.6789
A_25 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 11.50% ISSLLEEQFQQGK 158 170 61.7 28.4 44.8 2 0 0 1,506.7800
A_26 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 11.50% LTPEEEEILNK 129 139 29.2 27.0 20.9 1 0 0 1,314.6789
A_26 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 11.50% ISSLLEEQFQQGK 158 170 48.6 28.4 36.3 2 0 0 1,506.7800
A_27 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 11.50% LTPEEEEILNK 129 139 21.3 27.1 11.7 1 0 0 1,314.6789
A_27 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 11.50% ISSLLEEQFQQGK 158 170 56.6 28.6 41.7 2 0 0 1,506.7800
A_28 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 4 12.00% NCIVLIDSTPYR 99 110 49.6 27.7 40.1 2 0 0 1,450.7360
A_28 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 4 12.00% ISSLLEEQFQQGK 158 170 57.1 28.5 44.4 2 0 0 1,506.7800
A_29 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 5 17.30% NCIVLIDSTPYR 99 110 50.0 27.8 40.1 2 0 0 1,450.7360
A_29 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 5 17.30% LTPEEEEILNK 129 139 31.8 27.0 25.6 1 0 0 1,314.6789
A_29 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 5 17.30% ISSLLEEQFQQGK 158 170 85.9 28.5 66.0 2 0 0 1,506.7800
A_30 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 5 17.30% NCIVLIDSTPYR 99 110 69.9 27.7 62.2 2 0 0 1,450.7360
A_30 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 5 17.30% LTPEEEEILNK 129 139 22.6 27.9 18.7 1 0 0 1,314.6789
A_30 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 5 17.30% ISSLLEEQFQQGK 158 170 72.1 28.4 49.2 2 0 0 1,506.7800
A_31 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 6 17.30% NCIVLIDSTPYR 99 110 68.6 27.8 57.0 2 0 0 1,450.7360
A_31 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 6 17.30% LTPEEEEILNK 129 139 35.9 27.9 23.3 2 0 0 1,314.6789
A_31 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 6 17.30% ISSLLEEQFQQGK 158 170 70.8 28.6 54.8 2 0 0 1,506.7800



A_32 40S ribosomal protein S8 RS8_HUMAN 24,206 3 4 7 17.30% NCIVLIDSTPYR 99 110 66.9 27.6 54.1 2 0 0 1,450.7360
A_32 40S ribosomal protein S8 RS8_HUMAN 24,206 3 4 7 17.30% LTPEEEEILNK 129 139 25.9 27.7 17.7 1 0 0 1,314.6789
A_32 40S ribosomal protein S8 RS8_HUMAN 24,206 3 4 7 17.30% ISSLLEEQFQQGK 158 170 73.9 28.1 56.2 2 2 0 1,506.7800
B_07 40S ribosomal protein S8 RS8_HUMAN 24,206 3 4 5 18.30% IIDVVYNASNNELVR 78 92 73.7 28.1 67.7 1 1 0 1,718.9071
B_07 40S ribosomal protein S8 RS8_HUMAN 24,206 3 4 5 18.30% NCIVLIDSTPYR 99 110 70.5 27.7 61.9 2 0 0 1,450.7360
B_07 40S ribosomal protein S8 RS8_HUMAN 24,206 3 4 5 18.30% LTPEEEEILNK 129 139 20.5 27.2 11.1 1 0 0 1,314.6789
B_08 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 6 14.40% NCIVLIDSTPYR 99 110 79.0 27.7 66.3 2 0 0 1,450.7360
B_08 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 6 14.40% LTPEEEEILNK 129 139 40.2 27.9 34.9 2 0 0 1,314.6789
B_08 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 6 14.40% ELEFYLR 194 200 26.5 25.6 20.5 2 0 0 969.5040
B_28 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 12.00% NCIVLIDSTPYR 99 110 52.8 27.8 45.4 1 0 0 1,450.7360
B_28 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 12.00% ISSLLEEQFQQGK 158 170 48.4 28.0 34.8 2 0 0 1,506.7800
B_29 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 6 17.30% NCIVLIDSTPYR 99 110 55.6 28.1 42.5 2 0 0 1,450.7360
B_29 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 6 17.30% LTPEEEEILNK 129 139 40.2 27.0 26.3 2 0 0 1,314.6789
B_29 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 6 17.30% ISSLLEEQFQQGK 158 170 64.6 28.0 48.8 2 0 0 1,506.7800
B_30 40S ribosomal protein S8 RS8_HUMAN 24,206 4 4 8 20.70% NCIVLIDSTPYR 99 110 68.4 27.8 56.5 2 0 0 1,450.7360
B_30 40S ribosomal protein S8 RS8_HUMAN 24,206 4 4 8 20.70% LTPEEEEILNK 129 139 36.0 27.0 25.5 2 0 0 1,314.6789
B_30 40S ribosomal protein S8 RS8_HUMAN 24,206 4 4 8 20.70% ISSLLEEQFQQGK 158 170 78.0 28.0 58.3 2 0 0 1,506.7800
B_30 40S ribosomal protein S8 RS8_HUMAN 24,206 4 4 8 20.70% ELEFYLR 194 200 20.8 25.8 13.8 2 0 0 969.5040
B_31 40S ribosomal protein S8 RS8_HUMAN 24,206 4 4 8 20.70% NCIVLIDSTPYR 99 110 69.0 27.8 61.3 2 0 0 1,450.7360
B_31 40S ribosomal protein S8 RS8_HUMAN 24,206 4 4 8 20.70% LTPEEEEILNK 129 139 33.8 27.0 23.4 2 0 0 1,314.6789
B_31 40S ribosomal protein S8 RS8_HUMAN 24,206 4 4 8 20.70% ISSLLEEQFQQGK 158 170 70.2 28.0 51.3 2 0 0 1,506.7800
B_31 40S ribosomal protein S8 RS8_HUMAN 24,206 4 4 8 20.70% ELEFYLR 194 200 26.1 26.7 12.6 2 0 0 969.5040
B_32 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 4 12.00% NCIVLIDSTPYR 99 110 58.7 28.1 47.9 2 0 0 1,450.7360
B_32 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 4 12.00% ISSLLEEQFQQGK 158 170 70.7 28.0 52.1 2 0 0 1,506.7800
C_07 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 4 18.80% NCIVLIDSTPYR 99 110 49.1 27.9 37.8 1 0 0 1,450.7360
C_07 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 4 18.80% ISSLLEEQFQQGK 158 170 44.7 28.4 33.8 2 0 0 1,506.7800
C_07 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 4 18.80% LLACIASRPGQCGR 171 184 20.3 27.5 17.5 0 1 0 1,558.7943
C_08 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 9.62% ISSLLEEQFQQGK 158 170 49.9 28.5 41.8 1 0 0 1,506.7800
C_08 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 9.62% ELEFYLR 194 200 23.7 25.8 13.1 2 0 0 969.5040
F_11 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 2 11.50% LTPEEEEILNK 129 139 24.3 27.9 14.0 1 0 0 1,314.6789
F_11 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 2 11.50% ISSLLEEQFQQGK 158 170 48.4 28.5 37.4 1 0 0 1,506.7800
H_06 40S ribosomal protein S8 RS8_HUMAN 24,206 4 4 7 20.70% NCIVLIDSTPYR 99 110 66.3 27.8 54.4 2 0 0 1,450.7360
H_06 40S ribosomal protein S8 RS8_HUMAN 24,206 4 4 7 20.70% LTPEEEEILNK 129 139 35.5 27.2 24.3 2 0 0 1,314.6789
H_06 40S ribosomal protein S8 RS8_HUMAN 24,206 4 4 7 20.70% ISSLLEEQFQQGK 158 170 69.8 28.0 53.3 2 0 0 1,506.7800
H_06 40S ribosomal protein S8 RS8_HUMAN 24,206 4 4 7 20.70% ELEFYLR 194 200 23.3 25.6 15.0 1 0 0 969.5040
K_24 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 4 14.90% LTPEEEEILNK 129 139 27.4 27.2 21.0 1 0 0 1,314.6789
K_24 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 4 14.90% ISSLLEEQFQQGK 158 170 59.1 28.0 47.2 2 0 0 1,506.7800
K_24 40S ribosomal protein S8 RS8_HUMAN 24,206 3 3 4 14.90% ELEFYLR 194 200 27.3 25.6 17.2 1 0 0 969.5040
L_05 40S ribosomal protein S8 RS8_HUMAN 24,206 4 5 9 22.10% IIDVVYNASNNELVR 78 92 93.7 27.8 77.9 2 2 0 1,718.9071
L_05 40S ribosomal protein S8 RS8_HUMAN 24,206 4 5 9 22.10% LTPEEEEILNK 129 139 43.3 26.9 40.1 2 0 0 1,314.6789
L_05 40S ribosomal protein S8 RS8_HUMAN 24,206 4 5 9 22.10% ISSLLEEQFQQGK 158 170 61.7 27.8 48.5 2 0 0 1,506.7800
L_05 40S ribosomal protein S8 RS8_HUMAN 24,206 4 5 9 22.10% ELEFYLR 194 200 24.9 26.5 16.7 1 0 0 969.5040
L_06 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 11.10% NCIVLIDSTPYR 99 110 41.7 28.3 35.5 1 0 0 1,450.7360
L_06 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 11.10% LTPEEEEILNK 129 139 30.5 27.0 16.8 2 0 0 1,314.6789
L_07 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 13.50% IIDVVYNASNNELVR 78 92 93.0 27.8 86.4 1 0 0 1,718.9071
L_07 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 13.50% ISSLLEEQFQQGK 158 170 64.7 27.9 50.2 2 0 0 1,506.7800
L_08 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 13.50% IIDVVYNASNNELVR 78 92 67.5 28.0 62.1 1 0 0 1,718.9071
L_08 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 13.50% ISSLLEEQFQQGK 158 170 60.0 28.1 45.3 2 0 0 1,506.7800
L_09 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 2 12.50% IIDVVYNASNNELVR 78 92 87.6 27.8 80.0 1 0 0 1,718.9071
L_09 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 2 12.50% LTPEEEEILNK 129 139 29.5 27.1 25.1 1 0 0 1,314.6789
L_10 40S ribosomal protein S8 RS8_HUMAN 24,206 2 3 6 13.50% IIDVVYNASNNELVR 78 92 79.4 27.7 70.5 2 2 0 1,718.9071
L_10 40S ribosomal protein S8 RS8_HUMAN 24,206 2 3 6 13.50% ISSLLEEQFQQGK 158 170 61.4 28.6 42.2 2 0 0 1,506.7800
L_11 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 4 13.50% IIDVVYNASNNELVR 78 92 85.7 27.8 75.9 2 0 0 1,718.9071
L_11 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 4 13.50% ISSLLEEQFQQGK 158 170 60.5 27.8 39.7 2 0 0 1,506.7800
L_13 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 13.50% IIDVVYNASNNELVR 78 92 83.0 27.8 77.0 2 0 0 1,718.9071
L_13 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 13.50% ISSLLEEQFQQGK 158 170 58.3 27.8 44.0 1 0 0 1,506.7800
L_15 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 12.00% NCIVLIDSTPYR 99 110 44.1 28.2 22.2 1 0 0 1,450.7360
L_15 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 12.00% ISSLLEEQFQQGK 158 170 63.7 28.6 47.8 2 0 0 1,506.7800
M_05 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 11.50% LTPEEEEILNK 129 139 22.0 27.1 16.1 1 0 0 1,314.6789
M_05 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 11.50% ISSLLEEQFQQGK 158 170 70.0 27.8 57.2 2 0 0 1,506.7800
M_06 40S ribosomal protein S8 RS8_HUMAN 24,206 3 4 7 18.30% IIDVVYNASNNELVR 78 92 86.2 27.7 74.3 2 2 0 1,718.9071
M_06 40S ribosomal protein S8 RS8_HUMAN 24,206 3 4 7 18.30% NCIVLIDSTPYR 99 110 78.0 28.2 65.5 2 0 0 1,450.7360
M_06 40S ribosomal protein S8 RS8_HUMAN 24,206 3 4 7 18.30% LTPEEEEILNK 129 139 28.5 27.0 22.5 1 0 0 1,314.6789
M_07 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 11.50% LTPEEEEILNK 129 139 26.5 27.2 20.0 2 0 0 1,314.6789
M_07 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 11.50% ISSLLEEQFQQGK 158 170 45.5 28.0 32.7 1 0 0 1,506.7800
M_13 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 13.50% IIDVVYNASNNELVR 78 92 25.4 27.9 19.5 0 1 0 1,718.9071
M_13 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 13.50% ISSLLEEQFQQGK 158 170 50.9 27.8 37.5 2 0 0 1,506.7800
M_16 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 12.50% IIDVVYNASNNELVR 78 92 86.3 27.9 72.6 2 0 0 1,718.9071
M_16 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 3 12.50% LTPEEEEILNK 129 139 25.1 27.0 17.3 1 0 0 1,314.6789
O_06 40S ribosomal protein S8 RS8_HUMAN 24,206 2 3 3 12.50% IIDVVYNASNNELVR 78 92 84.9 27.9 73.1 1 1 0 1,718.9071
O_06 40S ribosomal protein S8 RS8_HUMAN 24,206 2 3 3 12.50% LTPEEEEILNK 129 139 28.4 27.1 19.0 1 0 0 1,314.6789
Q_05 40S ribosomal protein S8 RS8_HUMAN 24,206 2 3 5 12.50% IIDVVYNASNNELVR 78 92 84.8 27.8 77.9 2 2 0 1,718.9071
Q_05 40S ribosomal protein S8 RS8_HUMAN 24,206 2 3 5 12.50% LTPEEEEILNK 129 139 42.5 27.0 34.4 1 0 0 1,314.6789
Q_16 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 4 12.50% IIDVVYNASNNELVR 78 92 45.6 27.8 38.6 0 2 0 1,718.9071
Q_16 40S ribosomal protein S8 RS8_HUMAN 24,206 2 2 4 12.50% LTPEEEEILNK 129 139 35.0 27.0 26.6 2 0 0 1,314.6789
A_06 40S ribosomal protein S9 RS9_HUMAN 22,593 5 5 8 23.70% ELLTLDEK 59 66 31.0 28.2 22.6 1 0 0 960.5250
A_06 40S ribosomal protein S9 RS9_HUMAN 22,593 5 5 8 23.70% RLFEGNALLR 70 79 26.1 26.6 13.2 2 0 0 1,188.6848
A_06 40S ribosomal protein S9 RS9_HUMAN 22,593 5 5 8 23.70% MKLDYILGLK 92 101 28.2 25.0 10.8 1 0 0 1,209.6915
A_06 40S ribosomal protein S9 RS9_HUMAN 22,593 5 5 8 23.70% IEDFLER 102 108 33.7 27.7 17.9 2 0 0 921.4677
A_06 40S ribosomal protein S9 RS9_HUMAN 22,593 5 5 8 23.70% QVVNIPSFIVR 140 150 32.7 25.0 30.7 2 0 0 1,271.7470
A_07 40S ribosomal protein S9 RS9_HUMAN 22,593 2 2 4 7.73% LDYILGLK 94 101 41.4 25.0 36.0 2 0 0 934.5610
A_07 40S ribosomal protein S9 RS9_HUMAN 22,593 2 2 4 7.73% IEDFLER 102 108 38.2 27.1 23.2 2 0 0 921.4677
B_06 40S ribosomal protein S9 RS9_HUMAN 22,593 5 5 8 23.70% LIGEYGLR 31 38 31.1 26.5 8.6 2 0 0 920.5201
B_06 40S ribosomal protein S9 RS9_HUMAN 22,593 5 5 8 23.70% ELLTLDEK 59 66 26.6 28.5 17.0 1 0 0 960.5250
B_06 40S ribosomal protein S9 RS9_HUMAN 22,593 5 5 8 23.70% LFEGNALLR 71 79 49.3 27.4 13.2 2 0 0 1,032.5837
B_06 40S ribosomal protein S9 RS9_HUMAN 22,593 5 5 8 23.70% MKLDYILGLK 92 101 42.4 25.0 23.2 1 0 0 1,209.6915
B_06 40S ribosomal protein S9 RS9_HUMAN 22,593 5 5 8 23.70% QVVNIPSFIVR 140 150 24.8 25.0 19.0 2 0 0 1,271.7470
B_07 40S ribosomal protein S9 RS9_HUMAN 22,593 3 3 6 9.28% LIGEYGLR 31 38 24.8 26.5 9.9 2 0 0 920.5201
B_07 40S ribosomal protein S9 RS9_HUMAN 22,593 3 3 6 9.28% MKLDYILGLK 92 101 48.6 25.0 33.3 2 0 0 1,209.6915
B_07 40S ribosomal protein S9 RS9_HUMAN 22,593 3 3 6 9.28% LDYILGLK 94 101 49.9 25.0 37.0 2 0 0 934.5610
C_06 40S ribosomal protein S9 RS9_HUMAN 22,593 3 3 5 13.90% LIGEYGLR 31 38 44.3 27.1 21.7 2 0 0 920.5201
C_06 40S ribosomal protein S9 RS9_HUMAN 22,593 3 3 5 13.90% LFEGNALLR 71 79 46.0 27.5 20.7 2 0 0 1,032.5837
C_06 40S ribosomal protein S9 RS9_HUMAN 22,593 3 3 5 13.90% MKLDYILGLK 92 101 19.0 25.0 7.3 1 0 0 1,209.6915
F_13 40S ribosomal protein S9 RS9_HUMAN 22,593 2 2 4 8.76% LIGEYGLR 31 38 21.6 26.5 9.8 2 0 0 920.5201
F_13 40S ribosomal protein S9 RS9_HUMAN 22,593 2 2 4 8.76% LFEGNALLR 71 79 46.6 27.4 28.1 2 0 0 1,032.5837
L_05 40S ribosomal protein S9 RS9_HUMAN 22,593 3 3 6 14.40% LFEGNALLR 71 79 48.1 28.0 25.0 2 0 0 1,032.5837
L_05 40S ribosomal protein S9 RS9_HUMAN 22,593 3 3 6 14.40% LDYILGLK 94 101 25.3 25.0 17.7 2 0 0 934.5610
L_05 40S ribosomal protein S9 RS9_HUMAN 22,593 3 3 6 14.40% QVVNIPSFIVR 140 150 34.3 25.0 21.6 2 0 0 1,271.7470
L_06 40S ribosomal protein S9 RS9_HUMAN 22,593 2 2 3 8.25% LFEGNALLR 71 79 47.1 27.7 12.1 2 0 0 1,032.5837
L_06 40S ribosomal protein S9 RS9_HUMAN 22,593 2 2 3 8.25% IEDFLER 102 108 34.2 28.0 20.0 1 0 0 921.4677
M_05 40S ribosomal protein S9 RS9_HUMAN 22,593 2 2 4 8.76% LIGEYGLR 31 38 42.9 26.3 24.1 2 0 0 920.5201
M_05 40S ribosomal protein S9 RS9_HUMAN 22,593 2 2 4 8.76% LFEGNALLR 71 79 49.7 27.7 22.0 2 0 0 1,032.5837
O_06 40S ribosomal protein S9 RS9_HUMAN 22,593 2 2 3 10.30% LFEGNALLR 71 79 45.3 27.7 21.5 2 0 0 1,032.5837
O_06 40S ribosomal protein S9 RS9_HUMAN 22,593 2 2 3 10.30% QVVNIPSFIVR 140 150 20.3 25.0 19.7 1 0 0 1,271.7470
Q_06 40S ribosomal protein S9 RS9_HUMAN 22,593 2 2 2 8.76% LIGEYGLR 31 38 32.7 27.8 17.2 1 0 0 920.5201
Q_06 40S ribosomal protein S9 RS9_HUMAN 22,593 2 2 2 8.76% LFEGNALLR 71 79 47.2 28.0 10.6 1 0 0 1,032.5837
A_06 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 4 9.83% SDGIYIINLK 43 52 49.6 25.9 34.2 2 0 0 1,135.6359
A_06 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 4 9.83% LLVVTDPR 121 128 24.6 25.0 18.2 1 0 0 912.5514
A_06 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 4 9.83% YVDIAIPCNNK 156 166 30.5 27.3 26.9 1 0 0 1,306.6461
A_07 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 14.20% SDGIYIINLK 43 52 45.9 25.9 27.9 2 0 0 1,135.6359
A_07 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 14.20% FAAATGATPIAGR 90 102 36.8 29.2 28.4 2 0 0 1,203.6481
A_07 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 14.20% LLVVTDPR 121 128 36.7 25.0 29.9 2 0 0 912.5514



A_07 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 14.20% YVDIAIPCNNK 156 166 31.0 27.1 20.2 2 0 0 1,306.6461
A_08 40S ribosomal protein SA RSSA_HUMAN 32,884 6 7 13 21.70% KSDGIYIINLK 42 52 54.1 25.5 36.4 2 0 0 1,263.7309
A_08 40S ribosomal protein SA RSSA_HUMAN 32,884 6 7 13 21.70% SDGIYIINLK 43 52 43.6 27.4 24.6 2 0 0 1,135.6359
A_08 40S ribosomal protein SA RSSA_HUMAN 32,884 6 7 13 21.70% AIVAIENPADVSVISSR 64 80 52.6 26.8 52.6 2 0 0 1,740.9490
A_08 40S ribosomal protein SA RSSA_HUMAN 32,884 6 7 13 21.70% FAAATGATPIAGR 90 102 69.4 28.8 61.0 2 0 0 1,203.6481
A_08 40S ribosomal protein SA RSSA_HUMAN 32,884 6 7 13 21.70% LLVVTDPR 121 128 37.2 25.0 28.4 1 0 0 912.5514
A_08 40S ribosomal protein SA RSSA_HUMAN 32,884 6 7 13 21.70% DPEEIEKEEQAAAEK 206 220 52.4 25.0 45.0 2 2 0 1,715.7972
A_09 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 10.20% AIVAIENPADVSVISSR 64 80 62.6 26.8 61.5 2 0 0 1,740.9490
A_09 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 10.20% FAAATGATPIAGR 90 102 66.0 28.8 59.4 2 0 0 1,203.6481
A_11 40S ribosomal protein SA RSSA_HUMAN 32,884 6 8 14 23.10% KSDGIYIINLK 42 52 73.5 26.4 49.1 2 0 0 1,263.7309
A_11 40S ribosomal protein SA RSSA_HUMAN 32,884 6 8 14 23.10% SDGIYIINLK 43 52 26.6 27.4 12.5 1 0 0 1,135.6359
A_11 40S ribosomal protein SA RSSA_HUMAN 32,884 6 8 14 23.10% AIVAIENPADVSVISSR 64 80 80.7 26.8 80.7 2 1 0 1,740.9490
A_11 40S ribosomal protein SA RSSA_HUMAN 32,884 6 8 14 23.10% AVLKFAAATGATPIAGR 86 102 39.8 25.0 39.8 0 2 0 1,614.9327
A_11 40S ribosomal protein SA RSSA_HUMAN 32,884 6 8 14 23.10% LLVVTDPR 121 128 31.9 25.0 28.2 2 0 0 912.5514
A_11 40S ribosomal protein SA RSSA_HUMAN 32,884 6 8 14 23.10% DPEEIEKEEQAAAEK 206 220 75.1 25.0 72.0 2 2 0 1,715.7972
A_12 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 6.44% KSDGIYIINLK 42 52 31.0 25.4 15.3 2 0 0 1,263.7309
A_12 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 6.44% SDGIYIINLK 43 52 39.3 27.0 20.9 2 0 0 1,135.6359
A_12 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 6.44% LLVVTDPR 121 128 37.3 25.0 27.5 2 0 0 912.5514
B_08 40S ribosomal protein SA RSSA_HUMAN 32,884 6 7 14 21.70% KSDGIYIINLK 42 52 42.9 25.4 27.7 2 0 0 1,263.7309
B_08 40S ribosomal protein SA RSSA_HUMAN 32,884 6 7 14 21.70% SDGIYIINLK 43 52 54.4 27.3 40.3 2 0 0 1,135.6359
B_08 40S ribosomal protein SA RSSA_HUMAN 32,884 6 7 14 21.70% AIVAIENPADVSVISSR 64 80 104.0 26.8 96.8 2 0 0 1,740.9490
B_08 40S ribosomal protein SA RSSA_HUMAN 32,884 6 7 14 21.70% FAAATGATPIAGR 90 102 49.9 28.8 42.5 2 0 0 1,203.6481
B_08 40S ribosomal protein SA RSSA_HUMAN 32,884 6 7 14 21.70% LLVVTDPR 121 128 30.8 25.0 21.9 2 0 0 912.5514
B_08 40S ribosomal protein SA RSSA_HUMAN 32,884 6 7 14 21.70% DPEEIEKEEQAAAEK 206 220 37.7 25.3 31.5 2 2 0 1,715.7972
B_09 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 7.80% SDGIYIINLK 43 52 44.3 27.4 29.4 2 0 0 1,135.6359
B_09 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 7.80% FAAATGATPIAGR 90 102 49.4 28.8 41.7 2 0 0 1,203.6481
B_11 40S ribosomal protein SA RSSA_HUMAN 32,884 6 8 16 23.40% KSDGIYIINLK 42 52 65.0 25.5 43.7 2 0 0 1,263.7309
B_11 40S ribosomal protein SA RSSA_HUMAN 32,884 6 8 16 23.40% KSDGIYIINLKR 42 53 23.5 25.0 20.4 0 2 0 1,419.8320
B_11 40S ribosomal protein SA RSSA_HUMAN 32,884 6 8 16 23.40% AIVAIENPADVSVISSR 64 80 89.2 27.1 87.8 2 2 0 1,740.9490
B_11 40S ribosomal protein SA RSSA_HUMAN 32,884 6 8 16 23.40% AVLKFAAATGATPIAGR 86 102 40.5 25.0 32.3 0 2 0 1,614.9327
B_11 40S ribosomal protein SA RSSA_HUMAN 32,884 6 8 16 23.40% LLVVTDPR 121 128 42.0 25.0 37.0 2 0 0 912.5514
B_11 40S ribosomal protein SA RSSA_HUMAN 32,884 6 8 16 23.40% DPEEIEKEEQAAAEK 206 220 65.0 25.1 61.8 2 2 0 1,715.7972
B_12 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 6.10% SDGIYIINLK 43 52 37.1 27.4 22.2 2 0 0 1,135.6359
B_12 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 6.10% LLVVTDPR 121 128 28.6 25.0 23.4 1 0 0 912.5514
C_06 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 2 6.44% LLVVTDPR 121 128 26.8 25.0 16.6 1 0 0 912.5514
C_06 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 2 6.44% YVDIAIPCNNK 156 166 36.8 27.3 32.7 1 0 0 1,306.6461
C_07 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 7.12% FAAATGATPIAGR 90 102 59.9 29.2 55.6 2 0 0 1,203.6481
C_07 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 7.12% LLVVTDPR 121 128 21.0 25.0 11.4 1 0 0 912.5514
C_08 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 10.80% FAAATGATPIAGR 90 102 63.3 29.2 56.2 2 0 0 1,203.6481
C_08 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 10.80% LLVVTDPR 121 128 30.3 25.0 13.1 1 0 0 912.5514
C_08 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 10.80% YVDIAIPCNNK 156 166 37.9 26.9 24.1 2 0 0 1,306.6461
C_11 40S ribosomal protein SA RSSA_HUMAN 32,884 9 10 17 27.10% KSDGIYIINLK 42 52 40.6 25.7 34.3 2 0 0 1,263.7309
C_11 40S ribosomal protein SA RSSA_HUMAN 32,884 9 10 17 27.10% KSDGIYIINLKR 42 53 44.7 25.0 36.5 0 2 0 1,419.8320
C_11 40S ribosomal protein SA RSSA_HUMAN 32,884 9 10 17 27.10% SDGIYIINLK 43 52 42.3 27.4 28.5 2 0 0 1,135.6359
C_11 40S ribosomal protein SA RSSA_HUMAN 32,884 9 10 17 27.10% SDGIYIINLKR 43 53 23.6 25.1 15.5 1 0 0 1,291.7370
C_11 40S ribosomal protein SA RSSA_HUMAN 32,884 9 10 17 27.10% AIVAIENPADVSVISSR 64 80 83.9 26.6 83.9 2 0 0 1,740.9490
C_11 40S ribosomal protein SA RSSA_HUMAN 32,884 9 10 17 27.10% AVLKFAAATGATPIAGR 86 102 44.2 25.0 31.8 1 0 0 1,614.9327
C_11 40S ribosomal protein SA RSSA_HUMAN 32,884 9 10 17 27.10% LLVVTDPR 121 128 40.7 25.0 34.3 1 0 0 912.5514
C_11 40S ribosomal protein SA RSSA_HUMAN 32,884 9 10 17 27.10% YVDIAIPCNNK 156 166 44.9 27.3 35.5 2 0 0 1,306.6461
C_11 40S ribosomal protein SA RSSA_HUMAN 32,884 9 10 17 27.10% DPEEIEKEEQAAAEK 206 220 36.8 25.1 29.5 2 2 0 1,715.7972
D_14 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 7.12% FAAATGATPIAGR 90 102 42.4 29.0 33.5 2 0 0 1,203.6481
D_14 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 7.12% LLVVTDPR 121 128 17.6 25.0 17.6 2 0 0 912.5514
D_18 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 7 17.30% AIVAIENPADVSVISSR 64 80 95.4 27.1 91.5 2 0 0 1,740.9490
D_18 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 7 17.30% FTPGTFTNQIQAAFR 103 117 83.2 27.6 83.2 2 0 0 1,698.8599
D_18 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 7 17.30% LLVVTDPR 121 128 20.1 25.0 18.1 1 0 0 912.5514
D_18 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 7 17.30% YVDIAIPCNNK 156 166 48.7 27.2 42.8 2 0 0 1,306.6461
D_19 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 7.80% FTPGTFTNQIQAAFR 103 117 75.6 27.4 73.8 2 0 0 1,698.8599
D_19 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 7.80% LLVVTDPR 121 128 29.3 25.0 22.8 2 0 0 912.5514
E_18 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 17.30% AIVAIENPADVSVISSR 64 80 101.0 27.4 98.0 2 0 0 1,740.9490
E_18 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 17.30% FTPGTFTNQIQAAFR 103 117 70.9 27.6 68.1 2 0 0 1,698.8599
E_18 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 17.30% LLVVTDPR 121 128 41.4 25.0 29.4 2 0 0 912.5514
E_18 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 17.30% YVDIAIPCNNK 156 166 32.8 27.2 26.8 2 0 0 1,306.6461
F_10 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 9.83% SDGIYIINLK 43 52 40.7 27.4 28.3 2 0 0 1,135.6359
F_10 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 9.83% LLVVTDPR 121 128 35.8 25.0 28.2 2 0 0 912.5514
F_10 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 9.83% YVDIAIPCNNK 156 166 49.0 27.1 34.8 2 0 0 1,306.6461
F_11 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 7.12% FAAATGATPIAGR 90 102 64.4 29.2 58.2 2 0 0 1,203.6481
F_11 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 7.12% LLVVTDPR 121 128 27.9 25.0 20.7 2 0 0 912.5514
F_13 40S ribosomal protein SA RSSA_HUMAN 32,884 2 3 5 10.80% AIVAIENPADVSVISSR 64 80 66.8 26.9 66.8 2 0 0 1,740.9490
F_13 40S ribosomal protein SA RSSA_HUMAN 32,884 2 3 5 10.80% DPEEIEKEEQAAAEK 206 220 61.4 25.1 55.9 2 1 0 1,715.7972
G_09 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 10.80% FAAATGATPIAGR 90 102 33.6 28.5 22.3 1 0 0 1,203.6481
G_09 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 10.80% LLVVTDPR 121 128 30.9 25.0 25.5 2 0 0 912.5514
G_09 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 10.80% YVDIAIPCNNK 156 166 29.7 27.6 14.4 2 0 0 1,306.6461
H_06 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 12.20% AIVAIENPADVSVISSR 64 80 67.9 26.8 65.0 2 0 0 1,740.9490
H_06 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 12.20% LLVVTDPR 121 128 28.1 25.0 19.5 2 0 0 912.5514
H_06 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 12.20% YVDIAIPCNNK 156 166 45.8 26.9 34.8 2 0 0 1,306.6461
H_07 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 7.12% SDGIYIINLK 43 52 37.9 27.0 23.9 2 0 0 1,135.6359
H_07 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 7.12% YVDIAIPCNNK 156 166 30.2 26.9 22.9 2 0 0 1,306.6461
H_09 40S ribosomal protein SA RSSA_HUMAN 32,884 5 5 9 17.30% KSDGIYIINLK 42 52 67.2 25.5 43.9 2 0 0 1,263.7309
H_09 40S ribosomal protein SA RSSA_HUMAN 32,884 5 5 9 17.30% SDGIYIINLK 43 52 45.2 27.3 30.8 2 0 0 1,135.6359
H_09 40S ribosomal protein SA RSSA_HUMAN 32,884 5 5 9 17.30% AIVAIENPADVSVISSR 64 80 64.9 26.7 64.9 2 0 0 1,740.9490
H_09 40S ribosomal protein SA RSSA_HUMAN 32,884 5 5 9 17.30% LLVVTDPR 121 128 50.8 25.0 42.3 2 0 0 912.5514
H_09 40S ribosomal protein SA RSSA_HUMAN 32,884 5 5 9 17.30% DPEEIEKEEQAAAEK 206 220 40.5 25.0 38.4 1 0 0 1,715.7972
H_10 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 9.83% SDGIYIINLK 43 52 41.1 27.3 24.7 2 0 0 1,135.6359
H_10 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 9.83% LLVVTDPR 121 128 34.2 25.0 23.1 1 0 0 912.5514
H_10 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 9.83% YVDIAIPCNNK 156 166 45.7 26.9 40.5 2 0 0 1,306.6461
H_12 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 2 7.80% SDGIYIINLK 43 52 42.5 27.3 25.0 1 0 0 1,135.6359
H_12 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 2 7.80% FAAATGATPIAGR 90 102 33.3 28.9 29.7 1 0 0 1,203.6481
H_21 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 6.44% LLVVTDPR 121 128 24.5 25.0 18.0 1 0 0 912.5514
H_21 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 6.44% YVDIAIPCNNK 156 166 28.3 27.0 25.9 2 0 0 1,306.6461
H_23 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 2 6.44% LLVVTDPR 121 128 27.0 25.0 24.5 1 0 0 912.5514
H_23 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 2 6.44% YVDIAIPCNNK 156 166 32.1 27.0 26.4 1 0 0 1,306.6461
I_09 40S ribosomal protein SA RSSA_HUMAN 32,884 6 6 10 18.60% KSDGIYIINLKR 42 53 36.2 25.0 27.0 0 2 0 1,419.8320
I_09 40S ribosomal protein SA RSSA_HUMAN 32,884 6 6 10 18.60% SDGIYIINLK 43 52 62.7 27.3 42.8 2 0 0 1,135.6359
I_09 40S ribosomal protein SA RSSA_HUMAN 32,884 6 6 10 18.60% SDGIYIINLKR 43 53 22.9 25.6 21.0 1 0 0 1,291.7370
I_09 40S ribosomal protein SA RSSA_HUMAN 32,884 6 6 10 18.60% AIVAIENPADVSVISSR 64 80 91.9 26.7 86.2 2 0 0 1,740.9490
I_09 40S ribosomal protein SA RSSA_HUMAN 32,884 6 6 10 18.60% YVDIAIPCNNK 156 166 55.5 27.1 48.6 2 0 0 1,306.6461
I_09 40S ribosomal protein SA RSSA_HUMAN 32,884 6 6 10 18.60% DPEEIEKEEQAAAEK 206 220 26.3 25.0 19.6 0 1 0 1,715.7972
I_10 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 7.12% SDGIYIINLK 43 52 21.8 27.0 21.8 1 0 0 1,135.6359
I_10 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 7.12% YVDIAIPCNNK 156 166 54.0 27.3 48.0 2 0 0 1,306.6461
J_09 40S ribosomal protein SA RSSA_HUMAN 32,884 5 5 8 21.00% KSDGIYIINLK 42 52 24.0 25.0 8.8 1 0 0 1,263.7309
J_09 40S ribosomal protein SA RSSA_HUMAN 32,884 5 5 8 21.00% AIVAIENPADVSVISSR 64 80 100.0 26.8 97.2 2 0 0 1,740.9490
J_09 40S ribosomal protein SA RSSA_HUMAN 32,884 5 5 8 21.00% LLVVTDPR 121 128 21.8 25.0 17.9 1 0 0 912.5514
J_09 40S ribosomal protein SA RSSA_HUMAN 32,884 5 5 8 21.00% YVDIAIPCNNK 156 166 63.5 27.6 52.8 2 0 0 1,306.6461
J_09 40S ribosomal protein SA RSSA_HUMAN 32,884 5 5 8 21.00% DPEEIEKEEQAAAEK 206 220 29.6 25.3 28.6 2 0 0 1,715.7972
K_09 40S ribosomal protein SA RSSA_HUMAN 32,884 7 9 18 25.40% KSDGIYIINLK 42 52 48.3 25.4 29.5 2 0 0 1,263.7309
K_09 40S ribosomal protein SA RSSA_HUMAN 32,884 7 9 18 25.40% SDGIYIINLK 43 52 35.2 27.0 25.4 2 0 0 1,135.6359
K_09 40S ribosomal protein SA RSSA_HUMAN 32,884 7 9 18 25.40% AIVAIENPADVSVISSR 64 80 92.5 26.8 87.9 2 2 0 1,740.9490
K_09 40S ribosomal protein SA RSSA_HUMAN 32,884 7 9 18 25.40% FAAATGATPIAGR 90 102 71.7 29.2 64.0 2 0 0 1,203.6481
K_09 40S ribosomal protein SA RSSA_HUMAN 32,884 7 9 18 25.40% LLVVTDPR 121 128 38.2 25.0 23.2 2 0 0 912.5514
K_09 40S ribosomal protein SA RSSA_HUMAN 32,884 7 9 18 25.40% YVDIAIPCNNK 156 166 61.0 27.2 49.5 2 0 0 1,306.6461
K_09 40S ribosomal protein SA RSSA_HUMAN 32,884 7 9 18 25.40% DPEEIEKEEQAAAEK 206 220 59.8 25.4 52.2 2 2 0 1,715.7972
K_10 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 6.44% LLVVTDPR 121 128 40.9 25.0 33.9 2 0 0 912.5514



K_10 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 6.44% YVDIAIPCNNK 156 166 44.8 27.4 32.8 2 0 0 1,306.6461
K_24 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 6.44% LLVVTDPR 121 128 24.0 25.0 19.3 1 0 0 912.5514
K_24 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 6.44% YVDIAIPCNNK 156 166 25.2 27.0 17.2 2 0 0 1,306.6461
L_07 40S ribosomal protein SA RSSA_HUMAN 32,884 4 5 10 17.30% KSDGIYIINLK 42 52 54.7 25.0 25.0 2 0 0 1,263.7309
L_07 40S ribosomal protein SA RSSA_HUMAN 32,884 4 5 10 17.30% AIVAIENPADVSVISSR 64 80 91.2 26.8 82.8 2 2 0 1,740.9490
L_07 40S ribosomal protein SA RSSA_HUMAN 32,884 4 5 10 17.30% FTPGTFTNQIQAAFR 103 117 82.7 27.7 77.3 2 0 0 1,698.8599
L_07 40S ribosomal protein SA RSSA_HUMAN 32,884 4 5 10 17.30% LLVVTDPR 121 128 47.6 25.0 33.7 2 0 0 912.5514
L_08 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 12.90% AIVAIENPADVSVISSR 64 80 78.5 26.3 78.5 2 0 0 1,740.9490
L_08 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 12.90% FAAATGATPIAGR 90 102 53.4 29.2 49.2 1 0 0 1,203.6481
L_08 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 12.90% LLVVTDPR 121 128 36.2 25.0 24.3 2 0 0 912.5514
L_09 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 16.30% SDGIYIINLK 43 52 36.9 27.0 23.6 2 0 0 1,135.6359
L_09 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 16.30% AIVAIENPADVSVISSR 64 80 87.9 26.6 86.6 2 0 0 1,740.9490
L_09 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 16.30% FAAATGATPIAGR 90 102 67.0 29.2 59.2 2 0 0 1,203.6481
L_09 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 16.30% LLVVTDPR 121 128 30.7 25.0 20.3 2 0 0 912.5514
L_10 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 12.90% AIVAIENPADVSVISSR 64 80 93.5 26.6 90.2 2 0 0 1,740.9490
L_10 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 12.90% FAAATGATPIAGR 90 102 59.7 29.2 53.0 2 0 0 1,203.6481
L_10 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 12.90% LLVVTDPR 121 128 32.2 25.0 17.2 2 0 0 912.5514
L_11 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 8.47% AIVAIENPADVSVISSR 64 80 110.0 26.8 103.0 2 0 0 1,740.9490
L_11 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 8.47% LLVVTDPR 121 128 26.6 25.0 18.4 2 0 0 912.5514
L_16 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 7.12% FAAATGATPIAGR 90 102 71.5 29.2 59.3 2 0 0 1,203.6481
L_16 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 7.12% LLVVTDPR 121 128 26.4 25.0 21.5 1 0 0 912.5514
M_06 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 9.15% SDGIYIINLK 43 52 33.0 27.0 23.3 2 0 0 1,135.6359
M_06 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 9.15% AIVAIENPADVSVISSR 64 80 92.4 26.6 85.7 2 0 0 1,740.9490
M_07 40S ribosomal protein SA RSSA_HUMAN 32,884 3 4 7 11.90% SDGIYIINLK 43 52 41.0 27.0 30.3 2 0 0 1,135.6359
M_07 40S ribosomal protein SA RSSA_HUMAN 32,884 3 4 7 11.90% AIVAIENPADVSVISSR 64 80 104.0 26.7 101.0 2 1 0 1,740.9490
M_07 40S ribosomal protein SA RSSA_HUMAN 32,884 3 4 7 11.90% LLVVTDPR 121 128 36.5 25.0 25.6 2 0 0 912.5514
M_08 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 10.20% AIVAIENPADVSVISSR 64 80 106.0 26.7 106.0 2 0 0 1,740.9490
M_08 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 10.20% FAAATGATPIAGR 90 102 73.2 29.2 68.8 2 0 0 1,203.6481
M_12 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 2 10.20% AIVAIENPADVSVISSR 64 80 63.1 26.9 63.1 1 0 0 1,740.9490
M_12 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 2 10.20% FAAATGATPIAGR 90 102 43.5 28.6 33.2 1 0 0 1,203.6481
M_16 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 7.12% FAAATGATPIAGR 90 102 71.9 28.7 70.5 2 0 0 1,203.6481
M_16 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 4 7.12% LLVVTDPR 121 128 30.0 25.0 22.5 2 0 0 912.5514
N_07 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 4 8.14% KSDGIYIINLK 42 52 32.2 25.0 14.4 1 0 0 1,263.7309
N_07 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 4 8.14% SDGIYIINLK 43 52 27.4 27.3 14.3 1 0 0 1,135.6359
N_07 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 4 8.14% FAAATGATPIAGR 90 102 74.8 28.5 63.4 2 0 0 1,203.6481
O_07 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 11.90% SDGIYIINLK 43 52 38.0 27.0 24.8 1 0 0 1,135.6359
O_07 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 11.90% AIVAIENPADVSVISSR 64 80 84.3 26.6 84.3 2 0 0 1,740.9490
O_07 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 5 11.90% LLVVTDPR 121 128 33.4 25.0 22.3 2 0 0 912.5514
O_08 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 10.20% AIVAIENPADVSVISSR 64 80 74.0 26.8 74.0 1 0 0 1,740.9490
O_08 40S ribosomal protein SA RSSA_HUMAN 32,884 2 2 3 10.20% FAAATGATPIAGR 90 102 41.2 28.5 36.3 2 0 0 1,203.6481
P_07 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 16.30% SDGIYIINLK 43 52 40.2 27.0 22.6 2 0 0 1,135.6359
P_07 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 16.30% AIVAIENPADVSVISSR 64 80 84.5 26.5 84.5 2 0 0 1,740.9490
P_07 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 16.30% FAAATGATPIAGR 90 102 68.3 28.7 56.6 2 0 0 1,203.6481
P_07 40S ribosomal protein SA RSSA_HUMAN 32,884 4 4 8 16.30% LLVVTDPR 121 128 34.2 25.0 24.6 2 0 0 912.5514
Q_07 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 12.20% KSDGIYIINLK 42 52 43.8 25.0 24.3 2 0 0 1,263.7309
Q_07 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 12.20% AIVAIENPADVSVISSR 64 80 113.0 26.8 109.0 2 0 0 1,740.9490
Q_07 40S ribosomal protein SA RSSA_HUMAN 32,884 3 3 6 12.20% LLVVTDPR 121 128 41.4 25.0 27.7 2 0 0 912.5514
A_09 Ras suppressor protein 1 RSU1_HUMAN 31,542 2 2 4 7.58% LTMVPPNIAELK 52 63 54.1 27.0 46.5 2 0 0 1,341.7449
A_09 Ras suppressor protein 1 RSU1_HUMAN 31,542 2 2 4 7.58% EIGELTQLK 175 183 33.6 28.0 10.6 2 0 0 1,030.5781
B_09 Ras suppressor protein 1 RSU1_HUMAN 31,542 2 2 4 7.58% LTMVPPNIAELK 52 63 31.7 26.5 20.7 2 0 0 1,341.7449
B_09 Ras suppressor protein 1 RSU1_HUMAN 31,542 2 2 4 7.58% EIGELTQLK 175 183 38.4 28.0 23.9 2 0 0 1,030.5781
C_09 Ras suppressor protein 1 RSU1_HUMAN 31,542 2 2 4 7.58% LTMVPPNIAELK 52 63 38.5 26.7 31.0 2 0 0 1,341.7449
C_09 Ras suppressor protein 1 RSU1_HUMAN 31,542 2 2 4 7.58% EIGELTQLK 175 183 32.2 27.9 18.5 2 0 0 1,030.5781
L_06 Ras suppressor protein 1 RSU1_HUMAN 31,542 2 2 3 6.14% HLNLGMNR 90 97 23.2 26.3 21.7 1 0 0 970.4888
L_06 Ras suppressor protein 1 RSU1_HUMAN 31,542 2 2 3 6.14% EIGELTQLK 175 183 30.9 28.9 20.4 2 0 0 1,030.5781
H_09 28S ribosomal protein S22, mitochondrial RT22_HUMAN 41,282 2 2 2 5.28% MIQVYFPK 192 199 20.3 26.0 15.7 1 0 0 1,025.5489
H_09 28S ribosomal protein S22, mitochondrial RT22_HUMAN 41,282 2 2 2 5.28% IDGLLIDQIQR 281 291 35.8 25.8 25.7 1 0 0 1,283.7321
C_06 28S ribosomal protein S23, mitochondrial RT23_HUMAN 21,771 2 2 4 10.50% LETVGSIFSR 6 15 33.2 27.1 19.6 2 0 0 1,108.5997
C_06 28S ribosomal protein S23, mitochondrial RT23_HUMAN 21,771 2 2 4 10.50% ALLAEGVILR 124 133 50.7 25.0 23.5 2 0 0 1,054.6620
I_06 28S ribosomal protein S23, mitochondrial RT23_HUMAN 21,771 2 2 3 10.50% LETVGSIFSR 6 15 22.7 27.4 16.8 1 0 0 1,108.5997
I_06 28S ribosomal protein S23, mitochondrial RT23_HUMAN 21,771 2 2 3 10.50% ALLAEGVILR 124 133 56.3 25.0 36.6 2 0 0 1,054.6620
B_11 RNA 3'‐terminal phosphate cyclase RTC1_HUMAN 39,338 2 2 3 5.46% QLNPINLTER 177 186 27.4 26.7 11.4 1 0 0 1,197.6587
B_11 RNA 3'‐terminal phosphate cyclase RTC1_HUMAN 39,338 2 2 3 5.46% AFVAGVLPFK 196 205 44.0 25.5 30.5 2 0 0 1,048.6190
H_10 RNA 3'‐terminal phosphate cyclase RTC1_HUMAN 39,338 2 2 3 6.28% AFVAGVLPFK 196 205 35.3 25.6 23.8 1 0 0 1,048.6190
H_10 RNA 3'‐terminal phosphate cyclase RTC1_HUMAN 39,338 2 2 3 6.28% DLYVNIQPVQEPK 224 236 60.0 27.6 53.4 2 0 0 1,542.8164
A_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 6 7 14 12.90% SYNDELQFLEK 4 14 62.3 25.5 25.8 2 0 0 1,385.6584
A_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 6 7 14 12.90% QIGNVAALPGIVHR 68 81 44.5 25.0 34.2 2 2 0 1,444.8384
A_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 6 7 14 12.90% GMAAAGNYAWVNR 309 321 53.3 25.0 52.8 2 0 0 1,396.6426
A_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 6 7 14 12.90% SSMTFLTR 322 329 29.1 25.0 19.6 2 0 0 958.4663
A_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 6 7 14 12.90% NLDFQDVLDK 442 451 52.4 28.5 37.2 2 0 0 1,206.6003
A_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 6 7 14 12.90% LADMGIAIR 452 460 51.3 29.1 30.6 2 0 0 975.5294
B_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 7 8 15 16.60% SYNDELQFLEK 4 14 70.3 25.1 41.2 2 0 0 1,385.6584
B_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 7 8 15 16.60% QIGNVAALPGIVHR 68 81 42.1 25.0 29.7 2 2 0 1,444.8384
B_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 7 8 15 16.60% GLGHQVATDALVAMEK 264 279 27.2 27.1 27.2 0 1 0 1,655.8424
B_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 7 8 15 16.60% IASPEGQDYLK 298 308 21.6 27.8 15.1 2 0 0 1,220.6159
B_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 7 8 15 16.60% GMAAAGNYAWVNR 309 321 48.9 25.0 44.5 2 0 0 1,396.6426
B_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 7 8 15 16.60% NLDFQDVLDK 442 451 48.4 28.0 22.4 2 0 0 1,206.6003
B_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 7 8 15 16.60% LADMGIAIR 452 460 55.9 29.1 32.6 2 0 0 975.5294
C_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 2 3 6 4.95% SYNDELQFLEK 4 14 56.8 25.2 31.9 2 0 0 1,385.6584
C_15 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 2 3 6 4.95% QIGNVAALPGIVHR 68 81 53.5 25.0 48.3 2 2 0 1,444.8384
F_16 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 2 2 2 5.35% SYNDELQFLEK 4 14 41.5 25.7 25.6 1 0 0 1,385.6584
F_16 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 2 2 2 5.35% GLGHQVATDALVAMEK 264 279 33.3 28.0 28.4 0 1 0 1,639.8474
H_13 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 5 5 7 11.70% SYNDELQFLEK 4 14 65.2 25.1 36.3 2 0 0 1,385.6584
H_13 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 5 5 7 11.70% LMFEELR 45 51 27.2 27.2 13.8 1 0 0 937.4812
H_13 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 5 5 7 11.70% QIGNVAALPGIVHR 68 81 45.6 25.0 34.7 0 2 0 1,444.8384
H_13 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 5 5 7 11.70% LVMEEAPESYK 466 476 24.2 25.0 20.4 1 0 0 1,311.6138
H_13 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 5 5 7 11.70% NVTDVVNTCHDAGISK 477 492 22.6 26.2 21.1 0 1 0 1,729.8175
I_13 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 2 3 5 4.95% SYNDELQFLEK 4 14 77.2 25.5 45.9 2 0 0 1,385.6584
I_13 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 2 3 5 4.95% QIGNVAALPGIVHR 68 81 44.6 25.0 33.9 1 2 0 1,444.8384
K_13 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 2 3 5 4.95% SYNDELQFLEK 4 14 61.5 25.5 22.0 2 0 0 1,385.6584
K_13 tRNA‐splicing ligase RtcB homolog RTCB_HUMAN 55,199 2 3 5 4.95% QIGNVAALPGIVHR 68 81 46.2 25.0 42.2 1 2 0 1,444.8384
L_07 Reticulon‐4 RTN4_HUMAN 129,935 2 2 2 2.27% GPLPAAPPVAPER 92 104 29.5 27.7 29.1 1 0 0 1,271.7108
L_07 Reticulon‐4 RTN4_HUMAN 129,935 2 2 2 2.27% HQAQIDHYLGLANK 1158 1171 24.0 28.2 22.7 0 1 0 1,607.8290
L_08 Reticulon‐4 RTN4_HUMAN 129,935 2 2 4 2.27% GPLPAAPPVAPER 92 104 35.6 27.7 29.4 2 0 0 1,271.7108
L_08 Reticulon‐4 RTN4_HUMAN 129,935 2 2 4 2.27% HQAQIDHYLGLANK 1158 1171 35.3 28.2 32.2 0 2 0 1,607.8290
M_08 Reticulon‐4 RTN4_HUMAN 129,935 3 3 4 3.44% GPLPAAPPVAPER 92 104 30.0 27.9 28.5 1 0 0 1,271.7108
M_08 Reticulon‐4 RTN4_HUMAN 129,935 3 3 4 3.44% YSNSALGHVNCTIK 1091 1104 24.9 27.1 22.7 0 2 0 1,563.7584
M_08 Reticulon‐4 RTN4_HUMAN 129,935 3 3 4 3.44% HQAQIDHYLGLANK 1158 1171 23.0 28.0 23.0 0 1 0 1,607.8290
B_08 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 4 4 8 16.90% KLDGFPLLR 56 64 33.6 25.0 20.2 2 0 0 1,058.6359
B_08 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 4 4 8 16.90% SLTYLSILR 114 122 48.3 25.0 32.9 2 0 0 1,065.6303
B_08 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 4 4 8 16.90% NAIANASTLAEVER 206 219 83.9 28.1 83.9 2 0 0 1,458.7546
B_08 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 4 4 8 16.90% GLLQSGQIPGR 222 232 27.8 25.9 9.1 2 0 0 1,125.6377
H_07 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 4 4 7 18.00% SLTYLSILR 114 122 51.9 25.0 43.4 2 0 0 1,065.6303
H_07 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 4 4 7 18.00% TFNPGAGLPTDK 180 191 31.5 28.1 28.1 2 0 0 1,217.6163
H_07 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 4 4 7 18.00% NAIANASTLAEVER 206 219 81.7 28.0 76.8 1 0 0 1,458.7546
H_07 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 4 4 7 18.00% GLLQSGQIPGR 222 232 33.3 25.9 10.0 2 0 0 1,125.6377
J_07 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 3 3 5 13.30% SLTYLSILR 114 122 45.4 25.0 32.7 2 0 0 1,065.6303
J_07 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 3 3 5 13.30% NAIANASTLAEVER 206 219 90.4 27.9 72.3 2 0 0 1,458.7546
J_07 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 3 3 5 13.30% GLLQSGQIPGR 222 232 20.0 25.4 0.3 1 0 0 1,125.6377
K_07 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 3 3 6 13.30% SLTYLSILR 114 122 55.8 25.0 42.8 2 0 0 1,065.6303
K_07 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 3 3 6 13.30% NAIANASTLAEVER 206 219 75.2 28.3 67.9 2 0 0 1,458.7546
K_07 U2 small nuclear ribonucleoprotein A' RU2A_HUMAN 28,417 3 3 6 13.30% GLLQSGQIPGR 222 232 33.9 26.1 11.0 2 0 0 1,125.6377



A_14 RuvB‐like 1 RUVB1_HUMAN 50,229 6 6 11 12.70% EACGVIVELIK 47 57 28.5 28.9 15.9 2 0 0 1,230.6764
A_14 RuvB‐like 1 RUVB1_HUMAN 50,229 6 6 11 12.70% AVLLAGPPGTGK 65 76 49.6 25.0 42.9 2 0 0 1,080.6414
A_14 RuvB‐like 1 RUVB1_HUMAN 50,229 6 6 11 12.70% TALALAIAQELGSK 77 90 92.4 25.9 81.7 2 0 0 1,385.8000
A_14 RuvB‐like 1 RUVB1_HUMAN 50,229 6 6 11 12.70% KTEVLMENFR 108 117 29.0 27.6 23.9 1 0 0 1,282.6461
A_14 RuvB‐like 1 RUVB1_HUMAN 50,229 6 6 11 12.70% TEVLMENFR 109 117 46.0 26.6 33.1 2 0 0 1,154.5511
A_14 RuvB‐like 1 RUVB1_HUMAN 50,229 6 6 11 12.70% LDPSIFESLQK 172 182 40.1 28.6 25.4 2 0 0 1,276.6785
A_15 RuvB‐like 1 RUVB1_HUMAN 50,229 4 4 6 9.87% GLGLDESGLAK 23 33 30.1 28.3 14.2 1 0 0 1,059.5683
A_15 RuvB‐like 1 RUVB1_HUMAN 50,229 4 4 6 9.87% EACGVIVELIK 47 57 37.9 28.9 27.1 2 0 0 1,230.6764
A_15 RuvB‐like 1 RUVB1_HUMAN 50,229 4 4 6 9.87% AVLLAGPPGTGK 65 76 30.5 25.0 30.2 2 0 0 1,080.6414
A_15 RuvB‐like 1 RUVB1_HUMAN 50,229 4 4 6 9.87% LDPSIFESLQK 172 182 34.5 28.6 21.3 1 0 0 1,276.6785
B_14 RuvB‐like 1 RUVB1_HUMAN 50,229 6 6 11 14.90% GLGLDESGLAK 23 33 61.5 28.4 42.7 2 0 0 1,059.5683
B_14 RuvB‐like 1 RUVB1_HUMAN 50,229 6 6 11 14.90% EACGVIVELIK 47 57 42.4 28.9 31.4 2 0 0 1,230.6764
B_14 RuvB‐like 1 RUVB1_HUMAN 50,229 6 6 11 14.90% AVLLAGPPGTGK 65 76 38.1 25.0 27.9 2 0 0 1,080.6414
B_14 RuvB‐like 1 RUVB1_HUMAN 50,229 6 6 11 14.90% TALALAIAQELGSK 77 90 92.3 25.1 84.2 2 0 0 1,385.8000
B_14 RuvB‐like 1 RUVB1_HUMAN 50,229 6 6 11 14.90% TEVLMENFR 109 117 39.6 25.6 22.5 2 0 0 1,154.5511
B_14 RuvB‐like 1 RUVB1_HUMAN 50,229 6 6 11 14.90% LDPSIFESLQK 172 182 40.3 28.0 27.2 1 0 0 1,276.6785
B_15 RuvB‐like 1 RUVB1_HUMAN 50,229 2 2 3 4.82% GLGLDESGLAK 23 33 34.2 28.4 22.1 1 0 0 1,059.5683
B_15 RuvB‐like 1 RUVB1_HUMAN 50,229 2 2 3 4.82% LDPSIFESLQK 172 182 48.8 28.8 38.1 2 0 0 1,276.6785
C_14 RuvB‐like 1 RUVB1_HUMAN 50,229 5 5 9 12.90% GLGLDESGLAK 23 33 38.5 28.3 29.9 1 0 0 1,059.5683
C_14 RuvB‐like 1 RUVB1_HUMAN 50,229 5 5 9 12.90% EACGVIVELIK 47 57 48.5 28.8 30.0 2 0 0 1,230.6764
C_14 RuvB‐like 1 RUVB1_HUMAN 50,229 5 5 9 12.90% AVLLAGPPGTGK 65 76 31.8 25.0 27.0 2 0 0 1,080.6414
C_14 RuvB‐like 1 RUVB1_HUMAN 50,229 5 5 9 12.90% TALALAIAQELGSK 77 90 80.7 26.6 74.8 2 0 0 1,385.8000
C_14 RuvB‐like 1 RUVB1_HUMAN 50,229 5 5 9 12.90% LDPSIFESLQK 172 182 35.9 28.1 27.6 2 0 0 1,276.6785
C_15 RuvB‐like 1 RUVB1_HUMAN 50,229 2 2 3 4.82% EACGVIVELIK 47 57 34.5 28.9 27.1 2 0 0 1,230.6764
C_15 RuvB‐like 1 RUVB1_HUMAN 50,229 2 2 3 4.82% LDPSIFESLQK 172 182 28.0 28.1 19.5 1 0 0 1,276.6785
G_16 RuvB‐like 1 RUVB1_HUMAN 50,229 2 2 2 5.04% EACGVIVELIK 47 57 32.7 27.8 21.8 1 0 0 1,230.6764
G_16 RuvB‐like 1 RUVB1_HUMAN 50,229 2 2 2 5.04% AVLLAGPPGTGK 65 76 32.5 25.0 27.6 1 0 0 1,080.6414
H_12 RuvB‐like 1 RUVB1_HUMAN 50,229 4 4 7 10.50% EACGVIVELIK 47 57 61.6 28.9 40.7 2 0 0 1,230.6764
H_12 RuvB‐like 1 RUVB1_HUMAN 50,229 4 4 7 10.50% AVLLAGPPGTGK 65 76 30.2 25.0 28.9 1 0 0 1,080.6414
H_12 RuvB‐like 1 RUVB1_HUMAN 50,229 4 4 7 10.50% TALALAIAQELGSK 77 90 87.2 25.7 76.0 2 0 0 1,385.8000
H_12 RuvB‐like 1 RUVB1_HUMAN 50,229 4 4 7 10.50% LDPSIFESLQK 172 182 58.4 28.1 42.3 2 0 0 1,276.6785
H_13 RuvB‐like 1 RUVB1_HUMAN 50,229 3 3 5 7.46% GLGLDESGLAK 23 33 32.8 28.3 23.9 1 0 0 1,059.5683
H_13 RuvB‐like 1 RUVB1_HUMAN 50,229 3 3 5 7.46% AVLLAGPPGTGK 65 76 43.8 25.0 40.5 2 0 0 1,080.6414
H_13 RuvB‐like 1 RUVB1_HUMAN 50,229 3 3 5 7.46% LDPSIFESLQK 172 182 39.3 28.1 28.5 2 0 0 1,276.6785
I_12 RuvB‐like 1 RUVB1_HUMAN 50,229 5 5 9 12.90% GLGLDESGLAK 23 33 48.6 28.2 28.2 2 0 0 1,059.5683
I_12 RuvB‐like 1 RUVB1_HUMAN 50,229 5 5 9 12.90% EACGVIVELIK 47 57 62.8 28.9 45.9 2 0 0 1,230.6764
I_12 RuvB‐like 1 RUVB1_HUMAN 50,229 5 5 9 12.90% AVLLAGPPGTGK 65 76 33.1 25.0 29.3 1 0 0 1,080.6414
I_12 RuvB‐like 1 RUVB1_HUMAN 50,229 5 5 9 12.90% TALALAIAQELGSK 77 90 85.8 25.7 78.4 2 0 0 1,385.8000
I_12 RuvB‐like 1 RUVB1_HUMAN 50,229 5 5 9 12.90% LDPSIFESLQK 172 182 49.6 28.8 35.2 2 0 0 1,276.6785
J_12 RuvB‐like 1 RUVB1_HUMAN 50,229 3 3 3 7.46% GLGLDESGLAK 23 33 25.7 29.3 20.9 1 0 0 1,059.5683
J_12 RuvB‐like 1 RUVB1_HUMAN 50,229 3 3 3 7.46% AVLLAGPPGTGK 65 76 23.9 25.0 16.1 1 0 0 1,080.6414
J_12 RuvB‐like 1 RUVB1_HUMAN 50,229 3 3 3 7.46% LDPSIFESLQK 172 182 23.0 27.9 12.9 1 0 0 1,276.6785
J_13 RuvB‐like 1 RUVB1_HUMAN 50,229 2 2 3 4.82% GLGLDESGLAK 23 33 23.2 29.0 20.0 1 0 0 1,059.5683
J_13 RuvB‐like 1 RUVB1_HUMAN 50,229 2 2 3 4.82% LDPSIFESLQK 172 182 39.3 27.8 25.6 2 0 0 1,276.6785
K_12 RuvB‐like 1 RUVB1_HUMAN 50,229 3 3 4 7.46% GLGLDESGLAK 23 33 37.0 28.3 23.8 1 0 0 1,059.5683
K_12 RuvB‐like 1 RUVB1_HUMAN 50,229 3 3 4 7.46% AVLLAGPPGTGK 65 76 38.7 25.0 31.1 2 0 0 1,080.6414
K_12 RuvB‐like 1 RUVB1_HUMAN 50,229 3 3 4 7.46% LDPSIFESLQK 172 182 35.4 28.1 20.3 1 0 0 1,276.6785
L_08 RuvB‐like 1 RUVB1_HUMAN 50,229 2 2 4 7.02% TALALAIAQELGSK 77 90 73.5 25.3 68.3 2 0 0 1,385.8000
L_08 RuvB‐like 1 RUVB1_HUMAN 50,229 2 2 4 7.02% VEAGDVIYIEANSGAVKR 185 202 29.7 27.9 22.4 0 2 0 1,890.9920
Q_08 RuvB‐like 1 RUVB1_HUMAN 50,229 2 2 3 5.04% GLGLDESGLAK 23 33 40.9 29.0 31.4 2 0 0 1,059.5683
Q_08 RuvB‐like 1 RUVB1_HUMAN 50,229 2 2 3 5.04% AVLLAGPPGTGK 65 76 23.5 25.0 14.4 1 0 0 1,080.6414
A_13 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 3 4.75% AVLIAGQPGTGK 72 83 34.2 25.0 31.0 2 0 0 1,111.6472
A_13 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 3 4.75% VYSLFLDESR 429 438 32.0 27.5 19.1 1 0 0 1,228.6208
A_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 7 13 19.40% QASQGMVGQLAAR 41 53 58.0 28.3 42.2 2 0 0 1,332.6690
A_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 7 13 19.40% TTEMETIYDLGTK 165 177 74.9 25.0 74.9 2 0 0 1,517.7043
A_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 7 13 19.40% DKVQAGDVITIDK 185 197 52.5 28.2 45.4 0 2 0 1,401.7587
A_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 7 13 19.40% ALESDMAPVLIMATNR 315 330 96.2 27.3 95.7 2 0 0 1,763.8668
A_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 7 13 19.40% LLIVSTTPYSEKDTK 354 368 22.8 26.3 22.2 1 0 0 1,694.9213
A_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 7 13 19.40% GTEVQVDDIK 418 427 34.9 27.3 24.0 2 0 0 1,103.5581
A_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 7 13 19.40% VYSLFLDESR 429 438 53.8 27.5 34.6 2 0 0 1,228.6208
B_13 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 4 4.75% AVLIAGQPGTGK 72 83 25.3 25.0 25.3 2 0 0 1,111.6472
B_13 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 4 4.75% VYSLFLDESR 429 438 31.1 27.6 17.8 2 0 0 1,228.6208
B_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 10 20 16.00% AVLIAGQPGTGK 72 83 32.4 25.0 32.1 2 0 0 1,111.6472
B_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 10 20 16.00% TTEMETIYDLGTK 165 177 61.5 25.2 44.9 4 0 0 1,501.7093
B_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 10 20 16.00% DKVQAGDVITIDK 185 197 46.6 28.4 27.7 2 2 0 1,401.7587
B_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 10 20 16.00% VQAGDVITIDK 187 197 58.2 29.3 42.6 2 0 0 1,158.6367
B_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 10 20 16.00% ALESDMAPVLIMATNR 315 330 91.7 27.4 89.1 2 2 0 1,763.8668
B_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 10 20 16.00% GTEVQVDDIK 418 427 55.5 28.2 37.3 2 0 0 1,103.5581
B_14 RuvB‐like 2 RUVB2_HUMAN 51,158 7 10 20 16.00% VYSLFLDESR 429 438 47.8 27.6 32.7 2 0 0 1,228.6208
C_13 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 3 4.75% AVLIAGQPGTGK 72 83 39.4 25.0 39.4 1 0 0 1,111.6472
C_13 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 3 4.75% VYSLFLDESR 429 438 33.3 27.3 25.3 2 0 0 1,228.6208
C_14 RuvB‐like 2 RUVB2_HUMAN 51,158 9 10 20 22.70% GLGLDDALEPR 30 40 74.2 25.9 59.8 2 0 0 1,155.6007
C_14 RuvB‐like 2 RUVB2_HUMAN 51,158 9 10 20 22.70% AVLIAGQPGTGK 72 83 44.3 25.0 41.0 2 0 0 1,111.6472
C_14 RuvB‐like 2 RUVB2_HUMAN 51,158 9 10 20 22.70% TTEMETIYDLGTK 165 177 53.5 25.0 52.9 2 0 0 1,517.7043
C_14 RuvB‐like 2 RUVB2_HUMAN 51,158 9 10 20 22.70% DKVQAGDVITIDK 185 197 42.0 27.9 26.3 2 2 0 1,401.7587
C_14 RuvB‐like 2 RUVB2_HUMAN 51,158 9 10 20 22.70% DKVQAGDVITIDKATGK 185 201 23.5 27.2 22.2 0 2 0 1,758.9600
C_14 RuvB‐like 2 RUVB2_HUMAN 51,158 9 10 20 22.70% ALESDMAPVLIMATNR 315 330 69.0 27.3 65.1 2 0 0 1,763.8668
C_14 RuvB‐like 2 RUVB2_HUMAN 51,158 9 10 20 22.70% LLIVSTTPYSEKDTK 354 368 21.3 26.4 7.3 0 2 0 1,694.9213
C_14 RuvB‐like 2 RUVB2_HUMAN 51,158 9 10 20 22.70% GTEVQVDDIKR 418 428 32.6 28.2 19.6 2 0 0 1,259.6592
C_14 RuvB‐like 2 RUVB2_HUMAN 51,158 9 10 20 22.70% VYSLFLDESR 429 438 52.1 27.1 36.7 2 0 0 1,228.6208
F_15 RuvB‐like 2 RUVB2_HUMAN 51,158 3 3 5 7.34% GLGLDDALEPR 30 40 75.8 25.9 59.5 2 0 0 1,155.6007
F_15 RuvB‐like 2 RUVB2_HUMAN 51,158 3 3 5 7.34% AAGVVLEMIR 55 64 57.8 28.4 43.3 2 0 0 1,058.6027
F_15 RuvB‐like 2 RUVB2_HUMAN 51,158 3 3 5 7.34% DKVQAGDVITIDK 185 197 23.5 28.4 13.3 0 1 0 1,401.7587
F_16 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 4 4.54% GLGLDDALEPR 30 40 77.5 25.9 64.5 2 0 0 1,155.6007
F_16 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 4 4.54% AAGVVLEMIR 55 64 44.3 28.5 26.7 2 0 0 1,058.6027
G_16 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 3 5.18% AVLIAGQPGTGK 72 83 40.6 25.0 40.6 2 0 0 1,111.6472
G_16 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 3 5.18% LLIVSTTPYSEK 354 365 30.0 25.9 28.7 1 0 0 1,350.7516
H_12 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 7 7.34% TEALTQAFR 116 124 34.7 28.3 27.1 2 0 0 1,036.5422
H_12 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 7 7.34% DKVQAGDVITIDK 185 197 28.5 28.1 23.8 1 0 0 1,401.7587
H_12 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 7 7.34% VQAGDVITIDK 187 197 40.1 29.3 25.0 2 0 0 1,158.6367
H_12 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 7 7.34% LLIVSTTPYSEK 354 365 78.8 26.9 65.9 2 0 0 1,350.7516
I_12 RuvB‐like 2 RUVB2_HUMAN 51,158 3 3 6 8.42% GLGLDDALEPR 30 40 76.5 26.4 63.9 2 0 0 1,155.6007
I_12 RuvB‐like 2 RUVB2_HUMAN 51,158 3 3 6 8.42% DKVQAGDVITIDK 185 197 39.9 28.4 33.2 2 0 0 1,401.7587
I_12 RuvB‐like 2 RUVB2_HUMAN 51,158 3 3 6 8.42% LLIVSTTPYSEKDTK 354 368 34.7 26.1 31.7 2 0 0 1,694.9213
I_13 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 4 4.54% GLGLDDALEPR 30 40 51.7 26.3 36.4 2 0 0 1,155.6007
I_13 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 4 4.54% VYSLFLDESR 429 438 48.9 27.5 35.1 2 0 0 1,228.6208
J_12 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 8 9.72% GLGLDDALEPR 30 40 66.6 26.6 56.6 2 0 0 1,155.6007
J_12 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 8 9.72% AVLIAGQPGTGK 72 83 30.9 25.0 27.0 2 0 0 1,111.6472
J_12 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 8 9.72% LLIVSTTPYSEK 354 365 68.0 25.8 56.1 2 0 0 1,350.7516
J_12 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 8 9.72% VYSLFLDESR 429 438 46.3 27.5 29.9 2 0 0 1,228.6208
K_12 RuvB‐like 2 RUVB2_HUMAN 51,158 5 5 10 12.10% GLGLDDALEPR 30 40 77.9 25.7 64.8 2 0 0 1,155.6007
K_12 RuvB‐like 2 RUVB2_HUMAN 51,158 5 5 10 12.10% AAGVVLEMIR 55 64 41.1 28.8 23.8 2 0 0 1,058.6027
K_12 RuvB‐like 2 RUVB2_HUMAN 51,158 5 5 10 12.10% DKVQAGDVITIDK 185 197 36.2 28.2 24.3 2 0 0 1,401.7587
K_12 RuvB‐like 2 RUVB2_HUMAN 51,158 5 5 10 12.10% LLIVSTTPYSEK 354 365 70.9 26.1 60.0 2 0 0 1,350.7516
K_12 RuvB‐like 2 RUVB2_HUMAN 51,158 5 5 10 12.10% VYSLFLDESR 429 438 50.9 27.5 37.5 2 0 0 1,228.6208
K_13 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 4 4.75% LLIVSTTPYSEK 354 365 66.7 26.1 40.7 2 0 0 1,350.7516
K_13 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 4 4.75% VYSLFLDESR 429 438 52.0 27.6 35.1 2 0 0 1,228.6208
L_08 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 8 11.00% TTEMETIYDLGTK 165 177 74.8 25.0 71.5 2 0 0 1,517.7043
L_08 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 8 11.00% ALESDMAPVLIMATNR 315 330 76.3 27.8 68.4 2 0 0 1,763.8668
L_08 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 8 11.00% LLIVSTTPYSEK 354 365 63.2 25.9 52.3 2 0 0 1,350.7516
L_08 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 8 11.00% VYSLFLDESR 429 438 36.2 27.2 24.4 2 0 0 1,228.6208
L_09 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 3 4.54% GLGLDDALEPR 30 40 42.8 26.3 36.5 1 0 0 1,155.6007



L_09 RuvB‐like 2 RUVB2_HUMAN 51,158 2 2 3 4.54% VYSLFLDESR 429 438 36.9 27.5 31.6 2 0 0 1,228.6208
Q_08 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 6 10.20% GLGLDDALEPR 30 40 44.5 26.2 36.9 2 0 0 1,155.6007
Q_08 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 6 10.20% TTEMETIYDLGTK 165 177 40.7 25.0 39.2 1 0 0 1,517.7043
Q_08 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 6 10.20% DKVQAGDVITIDK 185 197 21.3 28.1 14.2 1 0 0 1,401.7587
Q_08 RuvB‐like 2 RUVB2_HUMAN 51,158 4 4 6 10.20% VYSLFLDESR 429 438 28.0 27.5 17.5 2 0 0 1,228.6208
A_02 Small nuclear ribonucleoprotein E RUXE_HUMAN 10,804 2 2 4 25.00% VMVQPINLIFR 13 23 41.0 26.3 33.5 2 0 0 1,345.7662
A_02 Small nuclear ribonucleoprotein E RUXE_HUMAN 10,804 2 2 4 25.00% GDNITLLQSVSN 81 92 67.1 28.4 56.0 2 0 0 1,260.6431
A_10 RWD domain‐containing protein 1 RWDD1_HUMAN 27,940 2 2 3 7.41% LNEIVDQIK 111 119 31.0 27.0 7.4 1 0 0 1,071.6046
A_10 RWD domain‐containing protein 1 RWDD1_HUMAN 27,940 2 2 3 7.41% FDAELLEIK 158 166 31.3 27.6 22.6 2 0 0 1,077.5828
A_02 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 3 16.70% ELKELIQK 33 40 29.9 25.9 2.7 1 0 0 1,000.6039
A_02 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 3 16.70% ELIQKELTIGSK 36 47 42.4 25.0 27.9 2 0 0 1,358.7892
B_02 Protein S100‐A6 S10A6_HUMAN 10,180 3 3 5 22.20% ELIQKELTIGSK 36 47 47.2 25.6 31.5 2 0 0 1,358.7892
B_02 Protein S100‐A6 S10A6_HUMAN 10,180 3 3 5 22.20% ELTIGSKLQDAEIAR 41 55 26.3 27.1 25.4 2 0 0 1,643.8965
B_02 Protein S100‐A6 S10A6_HUMAN 10,180 3 3 5 22.20% LQDAEIAR 48 55 25.3 26.7 14.8 1 0 0 915.4895
C_02 Protein S100‐A6 S10A6_HUMAN 10,180 3 4 5 30.00% ELIQKELTIGSK 36 47 24.2 25.0 11.9 1 1 0 1,358.7892
C_02 Protein S100‐A6 S10A6_HUMAN 10,180 3 4 5 30.00% LQDAEIAR 48 55 33.1 26.7 25.6 1 0 0 915.4895
C_02 Protein S100‐A6 S10A6_HUMAN 10,180 3 4 5 30.00% LMEDLDR 56 62 21.7 25.0 13.9 2 0 0 907.4192
F_02 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 3 16.70% LQDAEIAR 48 55 37.1 26.7 26.8 1 0 0 915.4895
F_02 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 3 16.70% LMEDLDR 56 62 23.1 25.0 15.3 2 0 0 907.4192
F_03 Protein S100‐A6 S10A6_HUMAN 10,180 3 3 4 30.00% ELIQKELTIGSK 36 47 39.1 25.0 33.8 2 0 0 1,358.7892
F_03 Protein S100‐A6 S10A6_HUMAN 10,180 3 3 4 30.00% LQDAEIAR 48 55 21.3 26.7 10.6 1 0 0 915.4895
F_03 Protein S100‐A6 S10A6_HUMAN 10,180 3 3 4 30.00% LMEDLDR 56 62 28.8 25.0 13.1 1 0 0 907.4192
G_03 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 2 16.70% LQDAEIAR 48 55 38.9 26.7 31.2 1 0 0 915.4895
G_03 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 2 16.70% LMEDLDR 56 62 35.7 26.1 22.5 1 0 0 907.4192
H_01 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 4 44.40% ELIQKELTIGSK 36 47 65.7 25.0 45.4 2 0 0 1,358.7892
H_01 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 4 44.40% NKDQEVNFQEYVTFLGALALIYNEALKG 63 90 69.6 25.6 66.0 0 2 0 3,187.6312
I_01 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 3 24.40% ELTIGSKLQDAEIAR 41 55 43.0 26.9 35.3 2 0 0 1,643.8965
I_01 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 3 24.40% LMEDLDR 56 62 23.2 25.0 6.9 1 0 0 907.4192
K_01 Protein S100‐A6 S10A6_HUMAN 10,180 4 4 8 33.30% ELKELIQKELTIGSK 33 47 27.1 25.0 26.2 0 1 0 1,729.0109
K_01 Protein S100‐A6 S10A6_HUMAN 10,180 4 4 8 33.30% ELIQKELTIGSK 36 47 23.7 25.0 16.2 1 0 0 1,358.7892
K_01 Protein S100‐A6 S10A6_HUMAN 10,180 4 4 8 33.30% LQDAEIAR 48 55 30.2 28.2 12.6 1 0 0 915.4895
K_01 Protein S100‐A6 S10A6_HUMAN 10,180 4 4 8 33.30% LMEDLDR 56 62 45.1 25.0 29.4 5 0 0 907.4192
L_02 Protein S100‐A6 S10A6_HUMAN 10,180 4 4 9 33.30% ELKELIQKELTIGSK 33 47 29.8 25.0 29.8 0 1 0 1,729.0109
L_02 Protein S100‐A6 S10A6_HUMAN 10,180 4 4 9 33.30% ELTIGSKLQDAEIAR 41 55 64.1 27.1 55.8 2 0 0 1,643.8965
L_02 Protein S100‐A6 S10A6_HUMAN 10,180 4 4 9 33.30% LQDAEIAR 48 55 43.7 28.6 17.4 2 0 0 915.4895
L_02 Protein S100‐A6 S10A6_HUMAN 10,180 4 4 9 33.30% LMEDLDR 56 62 47.6 25.9 27.5 4 0 0 907.4192
M_02 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 4 16.70% LQDAEIAR 48 55 25.0 28.2 18.2 2 0 0 915.4895
M_02 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 4 16.70% LMEDLDR 56 62 24.9 26.3 6.5 2 0 0 907.4192
O_02 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 3 16.70% LQDAEIAR 48 55 44.9 26.7 29.4 2 0 0 915.4895
O_02 Protein S100‐A6 S10A6_HUMAN 10,180 2 2 3 16.70% LMEDLDR 56 62 22.2 26.3 8.5 1 0 0 907.4192
B_03 Protein S100‐A7 S10A7_HUMAN 11,472 2 2 3 22.80% ENFPNFLSACDK 38 49 29.2 25.0 20.3 1 0 0 1,441.6417
B_03 Protein S100‐A7 S10A7_HUMAN 11,472 2 2 3 22.80% GTNYLADVFEK 51 61 48.3 26.3 25.5 2 0 0 1,256.6158
K_24 Protein S100‐A7 S10A7_HUMAN 11,472 2 2 4 22.80% ENFPNFLSACDK 38 49 70.1 25.0 17.9 2 0 0 1,441.6417
K_24 Protein S100‐A7 S10A7_HUMAN 11,472 2 2 4 22.80% GTNYLADVFEK 51 61 48.8 26.0 21.6 2 0 0 1,256.6158
A_03 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 3 23.70% ALNSIIDVYHK 8 18 34.4 27.5 15.5 1 0 0 1,272.6947
A_03 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 3 23.70% LLETECPQYIR 37 47 59.6 27.9 47.9 2 0 0 1,421.7095
C_02 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 3 23.70% ALNSIIDVYHK 8 18 36.8 27.7 30.2 1 0 0 1,272.6947
C_02 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 3 23.70% LLETECPQYIR 37 47 54.4 27.6 43.6 2 0 0 1,421.7095
C_05 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 3 23.70% ALNSIIDVYHK 8 18 23.5 28.0 17.9 1 0 0 1,272.6947
C_05 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 3 23.70% LLETECPQYIR 37 47 51.0 27.6 41.5 2 0 0 1,421.7095
J_02 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 3 23.70% ALNSIIDVYHK 8 18 32.2 27.8 29.6 1 0 0 1,272.6947
J_02 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 3 23.70% LLETECPQYIR 37 47 63.4 27.7 57.1 2 0 0 1,421.7095
K_02 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 4 23.70% ALNSIIDVYHK 8 18 22.2 27.7 18.2 2 0 0 1,272.6947
K_02 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 4 23.70% LLETECPQYIR 37 47 54.8 27.7 47.1 2 0 0 1,421.7095
N_02 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 4 23.70% ALNSIIDVYHK 8 18 48.6 27.8 44.2 2 0 0 1,272.6947
N_02 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 4 23.70% LLETECPQYIR 37 47 60.6 27.7 52.8 2 0 0 1,421.7095
P_02 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 4 23.70% ALNSIIDVYHK 8 18 32.7 27.8 27.6 2 0 0 1,272.6947
P_02 Protein S100‐A8 S10A8_HUMAN 10,835 2 2 4 23.70% LLETECPQYIR 37 47 64.8 27.6 57.0 2 0 0 1,421.7095
C_02 Protein S100‐A10 S10AA_HUMAN 11,204 2 2 2 20.60% FAGDKGYLTK 19 28 28.9 26.3 13.7 1 0 0 1,099.5784
C_02 Protein S100‐A10 S10AA_HUMAN 11,204 2 2 2 20.60% EFPGFLENQK 38 47 29.6 27.0 19.0 1 0 0 1,208.5947
H_02 Protein S100‐A11 S10AB_HUMAN 11,741 3 3 5 22.90% CIESLIAVFQK 13 23 49.0 26.8 42.8 1 0 0 1,307.7029
H_02 Protein S100‐A11 S10AB_HUMAN 11,741 3 3 5 22.90% YAGKDGYNYTLSK 24 36 27.6 26.9 23.6 2 0 0 1,479.7115
H_02 Protein S100‐A11 S10AB_HUMAN 11,741 3 3 5 22.90% DGYNYTLSK 28 36 39.3 25.0 25.2 2 0 0 1,060.4946
A_02 Protein S100‐A13 S10AD_HUMAN 11,472 2 3 5 21.40% DSLSVNEFK 31 39 21.9 26.7 13.7 1 0 0 1,038.5102
A_02 Protein S100‐A13 S10AD_HUMAN 11,472 2 3 5 21.40% ELVTQQLPHLLK 40 51 49.8 25.0 32.0 2 2 0 1,418.8368
A_03 Protein S100‐A13 S10AD_HUMAN 11,472 3 4 8 27.60% DSLSVNEFK 31 39 39.0 26.4 26.7 2 0 0 1,038.5102
A_03 Protein S100‐A13 S10AD_HUMAN 11,472 3 4 8 27.60% ELVTQQLPHLLK 40 51 47.5 25.0 30.1 2 2 0 1,418.8368
A_03 Protein S100‐A13 S10AD_HUMAN 11,472 3 4 8 27.60% FNEYWR 73 78 33.8 25.0 19.4 2 0 0 914.4154
B_03 Protein S100‐A13 S10AD_HUMAN 11,472 2 2 4 21.40% DSLSVNEFK 31 39 39.2 26.5 29.5 2 0 0 1,038.5102
B_03 Protein S100‐A13 S10AD_HUMAN 11,472 2 2 4 21.40% ELVTQQLPHLLK 40 51 57.8 25.0 46.3 2 0 0 1,418.8368
C_03 Protein S100‐A13 S10AD_HUMAN 11,472 2 2 4 18.40% ELVTQQLPHLLK 40 51 40.9 25.0 32.8 2 0 0 1,418.8368
C_03 Protein S100‐A13 S10AD_HUMAN 11,472 2 2 4 18.40% FNEYWR 73 78 33.2 25.0 21.6 2 0 0 914.4154
F_04 Protein S100‐A13 S10AD_HUMAN 11,472 3 3 5 26.50% DSLSVNEFK 31 39 37.3 26.5 27.3 1 0 0 1,038.5102
F_04 Protein S100‐A13 S10AD_HUMAN 11,472 3 3 5 26.50% SLDVNQDSELK 62 72 40.2 27.1 30.9 2 0 0 1,247.6115
F_04 Protein S100‐A13 S10AD_HUMAN 11,472 3 3 5 26.50% FNEYWR 73 78 25.1 25.0 12.2 2 0 0 914.4154
I_02 Protein S100‐A13 S10AD_HUMAN 11,472 3 3 6 26.50% DSLSVNEFK 31 39 25.9 27.2 19.2 2 0 0 1,038.5102
I_02 Protein S100‐A13 S10AD_HUMAN 11,472 3 3 6 26.50% SLDVNQDSELK 62 72 25.9 26.9 20.6 2 0 0 1,247.6115
I_02 Protein S100‐A13 S10AD_HUMAN 11,472 3 3 6 26.50% FNEYWR 73 78 33.1 25.0 19.4 2 0 0 914.4154
K_02 Protein S100‐A13 S10AD_HUMAN 11,472 4 4 5 38.80% DSLSVNEFK 31 39 25.9 27.3 18.2 1 0 0 1,038.5102
K_02 Protein S100‐A13 S10AD_HUMAN 11,472 4 4 5 38.80% ELVTQQLPHLLK 40 51 44.7 25.0 29.2 2 0 0 1,418.8368
K_02 Protein S100‐A13 S10AD_HUMAN 11,472 4 4 5 38.80% SLDVNQDSELK 62 72 30.4 27.1 26.1 1 0 0 1,247.6115
K_02 Protein S100‐A13 S10AD_HUMAN 11,472 4 4 5 38.80% FNEYWR 73 78 23.7 25.0 4.3 1 0 0 914.4154
A_02 Protein S100‐A16 S10AG_HUMAN 11,802 2 2 4 22.30% AVIVLVENFYK 11 21 69.8 25.0 61.4 2 0 0 1,294.7405
A_02 Protein S100‐A16 S10AG_HUMAN 11,802 2 2 4 22.30% LIQNLDANHDGR 62 73 51.8 28.0 47.4 2 0 0 1,365.6871
A_03 Protein S100‐A16 S10AG_HUMAN 11,802 2 3 5 22.30% AVIVLVENFYK 11 21 54.9 25.0 45.2 2 0 0 1,294.7405
A_03 Protein S100‐A16 S10AG_HUMAN 11,802 2 3 5 22.30% LIQNLDANHDGR 62 73 52.3 27.4 49.5 1 2 0 1,365.6871
F_11 Solute carrier family 12 member 2 S12A2_HUMAN 131,452 2 2 2 2.81% FQVDLVSENAGR 81 92 40.4 28.2 36.1 1 0 0 1,334.6699
F_11 Solute carrier family 12 member 2 S12A2_HUMAN 131,452 2 2 2 2.81% AAAAAAAAAAAAAAAGAGAGAK 93 114 45.8 28.0 44.9 0 1 0 1,596.8451
H_08 Solute carrier family 12 member 2 S12A2_HUMAN 131,452 2 2 3 2.81% FQVDLVSENAGR 81 92 50.0 28.3 40.6 2 0 0 1,334.6699
H_08 Solute carrier family 12 member 2 S12A2_HUMAN 131,452 2 2 3 2.81% AAAAAAAAAAAAAAAGAGAGAK 93 114 85.5 27.8 71.9 0 1 0 1,596.8451
A_12 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 4 4 7 14.50% EEAGGGISEEEAAQYDR 5 21 60.7 25.0 60.2 1 0 0 1,810.7727
A_12 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 4 4 7 14.50% AQNLNPMVDVK 99 109 52.6 28.3 44.5 2 0 0 1,244.6305
A_12 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 4 4 7 14.50% EALEVDWSSEK 218 228 40.8 25.0 40.8 2 0 0 1,292.6005
A_12 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 4 4 7 14.50% GNGIVECLGPK 336 346 40.7 26.0 32.3 2 0 0 1,143.5829
B_12 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 5 5 8 15.30% VEKEEAGGGISEEEAAQYDR 2 21 28.9 25.0 27.4 0 1 0 2,166.9787
B_12 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 5 5 8 15.30% EEAGGGISEEEAAQYDR 5 21 86.7 25.0 86.7 2 0 0 1,810.7727
B_12 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 5 5 8 15.30% AQNLNPMVDVK 99 109 49.3 28.3 46.5 2 0 0 1,244.6305
B_12 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 5 5 8 15.30% EALEVDWSSEK 218 228 52.6 25.0 52.6 1 0 0 1,292.6005
B_12 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 5 5 8 15.30% GNGIVECLGPK 336 346 35.8 26.0 27.2 2 0 0 1,143.5829
F_14 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 2 2 4 6.36% AQNLNPMVDVK 99 109 50.6 28.3 44.4 2 0 0 1,244.6305
F_14 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 2 2 4 6.36% EALEVDWSSEK 218 228 46.1 25.0 40.0 2 0 0 1,292.6005
H_10 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 3 3 5 8.96% VEKEEAGGGISEEEAAQYDR 2 21 20.6 25.0 20.6 0 1 0 2,166.9787
H_10 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 3 3 5 8.96% EEAGGGISEEEAAQYDR 5 21 90.6 25.0 90.6 2 0 0 1,810.7727
H_10 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 3 3 5 8.96% EALEVDWSSEK 218 228 48.9 25.8 48.9 2 0 0 1,292.6005
I_10 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 2 2 2 6.65% DVIVKVDQICHK 137 148 29.2 27.1 16.1 0 1 0 1,453.7834
I_10 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 2 2 2 6.65% GNGIVECLGPK 336 346 32.6 26.7 21.4 1 0 0 1,143.5829
K_10 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 2 2 4 6.36% EALEVDWSSEK 218 228 55.0 25.6 51.6 2 0 0 1,292.6005
K_10 SUMO‐activating enzyme subunit 1 SAE1_HUMAN 38,450 2 2 4 6.36% GNGIVECLGPK 336 346 47.6 26.7 33.8 2 0 0 1,143.5829
A_19 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 6 6 12 12.20% ELAEAVAGGR 10 19 26.0 26.8 21.2 2 0 0 972.5109
A_19 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 6 6 12 12.20% QFILVMNALDNR 108 119 64.8 28.3 56.8 2 0 0 1,449.7520
A_19 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 6 6 12 12.20% ADPEAAWEPTEAEAR 211 225 48.2 25.0 48.2 2 0 0 1,642.7344
A_19 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 6 6 12 12.20% VTVLTLQDK 459 467 45.2 26.7 17.7 2 0 0 1,016.5988



A_19 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 6 6 12 12.20% FAMVAPDVQIEDGK 473 486 48.2 26.4 48.0 2 0 0 1,535.7413
A_19 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 6 6 12 12.20% GTILISSEEGETEANNHK 487 504 26.1 25.9 24.0 0 2 0 1,928.9197
A_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 8 8 13 16.70% ELAEAVAGGR 10 19 23.9 26.5 20.3 1 0 0 972.5109
A_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 8 8 13 16.70% VLVVGAGGIGCELLK 20 34 52.8 26.2 46.4 1 0 0 1,484.8508
A_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 8 8 13 16.70% QFILVMNALDNR 108 119 67.2 28.2 50.2 2 0 0 1,449.7520
A_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 8 8 13 16.70% ADPEAAWEPTEAEAR 211 225 47.3 25.0 47.3 2 0 0 1,642.7344
A_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 8 8 13 16.70% VTVLTLQDK 459 467 43.8 26.7 28.0 2 0 0 1,016.5988
A_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 8 8 13 16.70% FAMVAPDVQIEDGK 473 486 50.2 26.3 46.5 2 0 0 1,535.7413
A_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 8 8 13 16.70% GTILISSEEGETEANNHKK 487 505 18.4 27.0 8.0 0 1 0 2,057.0147
A_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 8 8 13 16.70% DVEFEVVGDAPEK 541 553 62.2 26.1 52.0 2 0 0 1,433.6796
B_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 7 7 13 14.40% VLVVGAGGIGCELLK 20 34 71.1 26.4 55.3 2 0 0 1,484.8508
B_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 7 7 13 14.40% QFILVMNALDNR 108 119 64.6 28.3 50.4 2 0 0 1,449.7520
B_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 7 7 13 14.40% VTVLTLQDK 459 467 39.8 26.7 28.5 2 0 0 1,016.5988
B_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 7 7 13 14.40% FAMVAPDVQIEDGK 473 486 41.9 26.7 33.1 2 0 0 1,535.7413
B_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 7 7 13 14.40% GTILISSEEGETEANNHKK 487 505 27.5 26.8 22.9 0 1 0 2,057.0147
B_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 7 7 13 14.40% DVEFEVVGDAPEK 541 553 63.8 26.1 52.7 2 0 0 1,433.6796
B_20 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 7 7 13 14.40% EELDDVIALD 631 640 23.9 25.5 23.9 2 0 0 1,131.5418
H_16 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 3 3 5 5.78% VLVVGAGGIGCELLK 20 34 72.7 25.9 64.3 1 0 0 1,484.8508
H_16 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 3 3 5 5.78% ESVLQFYPK 78 86 34.5 26.7 17.0 2 0 0 1,110.5830
H_16 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 3 3 5 5.78% DVEFEVVGDAPEK 541 553 57.1 26.3 41.0 2 0 0 1,433.6796
I_16 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 5 5 8 10.20% NTPSEPIHCIVWAK 177 190 21.2 27.8 11.7 1 0 0 1,651.8262
I_16 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 5 5 8 10.20% ADPEAAWEPTEAEAR 211 225 55.0 25.0 54.3 2 0 0 1,642.7344
I_16 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 5 5 8 10.20% VTVLTLQDK 459 467 43.5 26.7 24.8 2 0 0 1,016.5988
I_16 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 5 5 8 10.20% DVEFEVVGDAPEK 541 553 46.7 26.4 35.5 2 0 0 1,433.6796
I_16 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 5 5 8 10.20% IEQKEELDDVIALD 627 640 24.2 28.0 19.3 1 0 0 1,629.8221
K_16 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 2 2 4 3.75% ADPEAAWEPTEAEAR 211 225 47.2 25.0 47.2 2 0 0 1,642.7344
K_16 SUMO‐activating enzyme subunit 2 SAE2_HUMAN 71,225 2 2 4 3.75% VTVLTLQDK 459 467 47.8 26.0 30.3 2 0 0 1,016.5988
B_24 Scaffold attachment factor B2 SAFB2_HUMAN 107,474 2 2 3 1.99% ADSLLAVVK 285 293 31.9 26.4 25.1 2 0 0 915.5510
B_24 Scaffold attachment factor B2 SAFB2_HUMAN 107,474 2 2 3 1.99% EEKDIKPIIK 386 395 20.2 25.0 6.6 1 0 0 1,212.7201
A_13 Adenosylhomocysteinase SAHH_HUMAN 47,717 5 5 8 13.70% VADIGLAAWGR 9 19 40.8 27.0 33.5 1 0 0 1,128.6161
A_13 Adenosylhomocysteinase SAHH_HUMAN 47,717 5 5 8 13.70% YPQLLPGIR 143 151 23.9 26.3 17.8 2 0 0 1,056.6202
A_13 Adenosylhomocysteinase SAHH_HUMAN 47,717 5 5 8 13.70% GISEETTTGVHNLYK 152 166 49.1 28.1 47.6 2 0 0 1,648.8178
A_13 Adenosylhomocysteinase SAHH_HUMAN 47,717 5 5 8 13.70% VPAINVNDSVTK 175 186 55.9 26.5 54.0 2 0 0 1,256.6845
A_13 Adenosylhomocysteinase SAHH_HUMAN 47,717 5 5 8 13.70% VAVVAGYGDVGK 215 226 51.7 27.2 45.0 1 0 0 1,134.6154
B_13 Adenosylhomocysteinase SAHH_HUMAN 47,717 3 3 5 8.56% YPQLLPGIR 143 151 29.8 26.3 25.8 1 0 0 1,056.6202
B_13 Adenosylhomocysteinase SAHH_HUMAN 47,717 3 3 5 8.56% GISEETTTGVHNLYK 152 166 56.9 28.4 49.2 2 0 0 1,648.8178
B_13 Adenosylhomocysteinase SAHH_HUMAN 47,717 3 3 5 8.56% KLDEAVAEAHLGK 389 401 42.2 27.3 42.2 0 2 0 1,380.7483
C_12 Adenosylhomocysteinase SAHH_HUMAN 47,717 3 3 6 8.33% YPQLLPGIR 143 151 35.7 26.3 29.7 2 0 0 1,056.6202
C_12 Adenosylhomocysteinase SAHH_HUMAN 47,717 3 3 6 8.33% GISEETTTGVHNLYK 152 166 51.4 28.1 47.2 2 0 0 1,648.8178
C_12 Adenosylhomocysteinase SAHH_HUMAN 47,717 3 3 6 8.33% VPAINVNDSVTK 175 186 52.5 26.5 46.9 2 0 0 1,256.6845
D_32 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 4 5.56% VPAINVNDSVTK 175 186 48.0 26.5 42.6 2 0 0 1,256.6845
D_32 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 4 5.56% VAVVAGYGDVGK 215 226 45.9 27.7 33.4 2 0 0 1,134.6154
E_19 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 4 4.86% YPQLLPGIR 143 151 38.9 26.9 29.5 2 0 0 1,056.6202
E_19 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 4 4.86% VPAINVNDSVTK 175 186 66.3 26.5 62.4 2 0 0 1,256.6845
F_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 7 8 14 18.30% VADIGLAAWGR 9 19 60.9 28.1 47.1 2 0 0 1,128.6161
F_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 7 8 14 18.30% YPQLLPGIR 143 151 40.6 26.3 34.8 2 0 0 1,056.6202
F_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 7 8 14 18.30% GISEETTTGVHNLYK 152 166 69.4 28.5 62.9 2 0 0 1,648.8178
F_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 7 8 14 18.30% SKFDNLYGCR 187 196 40.5 25.0 32.0 2 0 0 1,259.5838
F_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 7 8 14 18.30% VAVVAGYGDVGK 215 226 62.3 27.2 54.9 1 0 0 1,134.6154
F_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 7 8 14 18.30% WLNENAVEK 310 318 42.2 26.9 24.6 2 0 0 1,102.5527
F_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 7 8 14 18.30% KLDEAVAEAHLGK 389 401 53.4 27.8 47.7 1 2 0 1,380.7483
F_16 Adenosylhomocysteinase SAHH_HUMAN 47,717 3 3 4 7.18% AGIPVYAWK 95 103 22.9 28.3 5.5 1 0 0 1,004.5564
F_16 Adenosylhomocysteinase SAHH_HUMAN 47,717 3 3 4 7.18% YPQLLPGIR 143 151 22.7 26.3 22.4 1 0 0 1,056.6202
F_16 Adenosylhomocysteinase SAHH_HUMAN 47,717 3 3 4 7.18% KLDEAVAEAHLGK 389 401 57.5 27.3 55.1 0 2 0 1,380.7483
G_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 6 6 10 12.00% VADIGLAAWGR 9 19 61.2 27.9 53.2 2 0 0 1,128.6161
G_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 6 6 10 12.00% YPQLLPGIR 143 151 34.0 26.7 25.5 2 0 0 1,056.6202
G_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 6 6 10 12.00% SKFDNLYGCR 187 196 18.3 25.0 16.7 1 0 0 1,259.5838
G_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 6 6 10 12.00% FDNLYGCR 189 196 18.1 25.0 18.1 1 0 0 1,044.4568
G_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 6 6 10 12.00% WLNENAVEK 310 318 34.2 27.8 23.9 2 0 0 1,102.5527
G_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 6 6 10 12.00% KLDEAVAEAHLGK 389 401 56.0 27.1 51.3 0 2 0 1,380.7483
I_11 Adenosylhomocysteinase SAHH_HUMAN 47,717 4 4 4 12.70% AGIPVYAWK 95 103 42.6 28.3 26.8 1 0 0 1,004.5564
I_11 Adenosylhomocysteinase SAHH_HUMAN 47,717 4 4 4 12.70% GISEETTTGVHNLYK 152 166 28.4 28.5 25.4 1 0 0 1,648.8178
I_11 Adenosylhomocysteinase SAHH_HUMAN 47,717 4 4 4 12.70% VPAINVNDSVTK 175 186 49.0 27.2 47.0 1 0 0 1,256.6845
I_11 Adenosylhomocysteinase SAHH_HUMAN 47,717 4 4 4 12.70% VAVVAGYGDVGKGCAQALR 215 233 48.7 28.0 48.7 0 1 0 1,890.9856
K_12 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 3 4.86% YPQLLPGIR 143 151 30.3 26.8 25.4 1 0 0 1,056.6202
K_12 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 3 4.86% VPAINVNDSVTK 175 186 40.6 27.3 39.3 2 0 0 1,256.6845
L_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 4 5.32% VADIGLAAWGR 9 19 62.5 27.9 52.5 2 0 0 1,128.6161
L_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 4 5.32% VPAINVNDSVTK 175 186 54.5 27.3 45.0 2 0 0 1,256.6845
M_14 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 3 5.32% VADIGLAAWGR 9 19 32.3 28.1 22.7 1 0 0 1,128.6161
M_14 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 3 5.32% VAVVAGYGDVGK 215 226 64.7 28.1 48.2 2 0 0 1,134.6154
M_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 4 5.32% VADIGLAAWGR 9 19 38.7 28.0 18.7 2 0 0 1,128.6161
M_15 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 4 5.32% VPAINVNDSVTK 175 186 39.5 27.3 35.0 2 0 0 1,256.6845
O_08 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 4 5.56% VPAINVNDSVTK 175 186 39.4 27.3 37.0 2 0 0 1,256.6845
O_08 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 4 5.56% VAVVAGYGDVGK 215 226 23.4 28.0 17.1 2 0 0 1,134.6154
P_13 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 3 5.56% VPAINVNDSVTK 175 186 39.0 27.3 39.0 2 0 0 1,256.6845
P_13 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 3 5.56% VAVVAGYGDVGK 215 226 33.7 28.0 29.4 1 0 0 1,134.6154
P_14 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 2 5.56% VPAINVNDSVTK 175 186 26.1 27.3 26.1 1 0 0 1,256.6845
P_14 Adenosylhomocysteinase SAHH_HUMAN 47,717 2 2 2 5.56% VAVVAGYGDVGK 215 226 51.7 28.3 37.7 1 0 0 1,134.6154
A_18 SAM domain and HD domain‐containing protein 1 SAMH1_HUMAN 72,203 2 2 3 3.51% FENLGVSSLGER 86 97 59.5 27.7 52.9 2 0 0 1,307.6590
A_18 SAM domain and HD domain‐containing protein 1 SAMH1_HUMAN 72,203 2 2 3 3.51% NQVSQLLPEK 535 544 28.1 25.6 23.8 1 0 0 1,155.6369
A_02 Proactivator polypeptide SAP_HUMAN 58,112 4 4 7 7.63% DVVTAAGDMLK 68 78 26.4 27.6 21.3 1 0 0 1,135.5666
A_02 Proactivator polypeptide SAP_HUMAN 58,112 4 4 7 7.63% LGPGMADICK 233 242 58.0 25.7 52.8 2 0 0 1,077.5070
A_02 Proactivator polypeptide SAP_HUMAN 58,112 4 4 7 7.63% KLVGYLDR 414 421 35.3 25.0 26.9 2 0 0 963.5623
A_02 Proactivator polypeptide SAP_HUMAN 58,112 4 4 7 7.63% GCSFLPDPYQK 439 449 24.2 25.0 14.2 2 0 0 1,311.6040
A_16 Proactivator polypeptide SAP_HUMAN 58,112 5 6 9 11.30% GSAVWCQNVK 28 37 38.7 27.1 25.8 2 0 0 1,148.5517
A_16 Proactivator polypeptide SAP_HUMAN 58,112 5 6 9 11.30% HCLQTVWNKPTVK 47 59 25.7 27.7 23.9 0 2 0 1,610.8473
A_16 Proactivator polypeptide SAP_HUMAN 58,112 5 6 9 11.30% QEILAALEK 430 438 33.7 26.5 0.0 2 0 0 1,014.5831
A_16 Proactivator polypeptide SAP_HUMAN 58,112 5 6 9 11.30% GCSFLPDPYQK 439 449 24.6 25.0 10.6 1 0 0 1,311.6040
A_16 Proactivator polypeptide SAP_HUMAN 58,112 5 6 9 11.30% IGACPSAHKPLLGTEK 479 494 41.6 27.2 33.3 1 1 0 1,678.8948
A_17 Proactivator polypeptide SAP_HUMAN 58,112 4 4 6 8.59% LGPGMADICK 233 242 28.1 25.2 21.7 1 0 0 1,077.5070
A_17 Proactivator polypeptide SAP_HUMAN 58,112 4 4 6 8.59% EMPMQTLVPAK 276 286 24.3 27.7 19.0 1 0 0 1,276.6278
A_17 Proactivator polypeptide SAP_HUMAN 58,112 4 4 6 8.59% KLVGYLDR 414 421 23.7 25.0 15.5 2 0 0 963.5623
A_17 Proactivator polypeptide SAP_HUMAN 58,112 4 4 6 8.59% IGACPSAHKPLLGTEK 479 494 40.3 27.1 32.7 2 0 0 1,678.8948
B_02 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 5.53% LGPGMADICK 233 242 20.6 25.2 16.4 1 0 0 1,077.5070
B_02 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 5.53% KLVGYLDR 414 421 25.4 25.0 16.0 2 0 0 963.5623
B_02 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 5.53% GCSFLPDPYQK 439 449 29.1 25.0 16.8 2 0 0 1,311.6040
B_03 Proactivator polypeptide SAP_HUMAN 58,112 2 2 4 3.82% DVVTAAGDMLK 68 78 42.8 27.6 39.5 2 0 0 1,135.5666
B_03 Proactivator polypeptide SAP_HUMAN 58,112 2 2 4 3.82% QEILAALEK 430 438 34.9 26.2 0.0 2 0 0 1,014.5831
B_16 Proactivator polypeptide SAP_HUMAN 58,112 4 4 6 8.97% DVVTAAGDMLK 68 78 31.3 27.8 28.5 1 0 0 1,135.5666
B_16 Proactivator polypeptide SAP_HUMAN 58,112 4 4 6 8.97% QEILAALEK 430 438 29.7 25.9 0.0 1 0 0 1,014.5831
B_16 Proactivator polypeptide SAP_HUMAN 58,112 4 4 6 8.97% GCSFLPDPYQK 439 449 27.1 25.0 22.0 2 0 0 1,311.6040
B_16 Proactivator polypeptide SAP_HUMAN 58,112 4 4 6 8.97% IGACPSAHKPLLGTEK 479 494 36.5 27.1 31.9 0 2 0 1,678.8948
B_17 Proactivator polypeptide SAP_HUMAN 58,112 8 8 10 17.90% GSAVWCQNVK 28 37 22.8 27.1 14.4 1 0 0 1,148.5517
B_17 Proactivator polypeptide SAP_HUMAN 58,112 8 8 10 17.90% HCLQTVWNKPTVK 47 59 27.4 27.7 25.0 0 1 0 1,610.8473
B_17 Proactivator polypeptide SAP_HUMAN 58,112 8 8 10 17.90% DVVTAAGDMLK 68 78 37.0 27.8 30.7 1 0 0 1,135.5666
B_17 Proactivator polypeptide SAP_HUMAN 58,112 8 8 10 17.90% LGPGMADICK 233 242 34.6 25.6 29.0 1 0 0 1,077.5070
B_17 Proactivator polypeptide SAP_HUMAN 58,112 8 8 10 17.90% NVIPALELVEPIKK 291 304 47.5 25.0 47.5 2 0 0 1,562.9518
B_17 Proactivator polypeptide SAP_HUMAN 58,112 8 8 10 17.90% QEILAALEK 430 438 29.6 25.9 0.0 1 0 0 1,014.5831
B_17 Proactivator polypeptide SAP_HUMAN 58,112 8 8 10 17.90% GCSFLPDPYQK 439 449 19.6 25.0 11.9 1 0 0 1,311.6040
B_17 Proactivator polypeptide SAP_HUMAN 58,112 8 8 10 17.90% IGACPSAHKPLLGTEK 479 494 36.9 27.1 27.3 2 0 0 1,678.8948
B_18 Proactivator polypeptide SAP_HUMAN 58,112 4 4 5 9.16% GSAVWCQNVK 28 37 32.1 27.2 23.3 1 0 0 1,148.5517
B_18 Proactivator polypeptide SAP_HUMAN 58,112 4 4 5 9.16% HCLQTVWNKPTVK 47 59 34.5 27.8 26.1 0 2 0 1,610.8473



B_18 Proactivator polypeptide SAP_HUMAN 58,112 4 4 5 9.16% QEILAALEK 430 438 31.7 26.5 8.7 1 0 0 1,014.5831
B_18 Proactivator polypeptide SAP_HUMAN 58,112 4 4 5 9.16% IGACPSAHKPLLGTEK 479 494 21.3 27.5 18.2 0 1 0 1,678.8948
C_02 Proactivator polypeptide SAP_HUMAN 58,112 4 5 7 6.30% LGPGMADICK 233 242 42.0 25.2 42.0 2 0 0 1,077.5070
C_02 Proactivator polypeptide SAP_HUMAN 58,112 4 5 7 6.30% EILDAFDK 337 344 25.7 27.6 17.4 1 0 0 950.4831
C_02 Proactivator polypeptide SAP_HUMAN 58,112 4 5 7 6.30% EILDAFDKMCSK 337 348 26.2 25.0 24.4 2 1 0 1,472.6762
C_02 Proactivator polypeptide SAP_HUMAN 58,112 4 5 7 6.30% GCSFLPDPYQK 439 449 20.7 25.0 9.6 1 0 0 1,311.6040
C_03 Proactivator polypeptide SAP_HUMAN 58,112 4 5 8 8.40% DVVTAAGDMLK 68 78 48.1 27.4 39.8 2 0 0 1,135.5666
C_03 Proactivator polypeptide SAP_HUMAN 58,112 4 5 8 8.40% LGPGMADICK 233 242 42.8 25.2 42.8 2 0 0 1,077.5070
C_03 Proactivator polypeptide SAP_HUMAN 58,112 4 5 8 8.40% EILDAFDKMCSK 337 348 30.0 25.0 26.1 1 2 0 1,472.6762
C_03 Proactivator polypeptide SAP_HUMAN 58,112 4 5 8 8.40% GCSFLPDPYQK 439 449 22.5 25.0 16.0 1 0 0 1,311.6040
C_16 Proactivator polypeptide SAP_HUMAN 58,112 4 4 7 8.21% GSAVWCQNVK 28 37 27.6 26.2 20.2 2 0 0 1,148.5517
C_16 Proactivator polypeptide SAP_HUMAN 58,112 4 4 7 8.21% HCLQTVWNKPTVK 47 59 28.5 27.7 24.4 0 2 0 1,610.8473
C_16 Proactivator polypeptide SAP_HUMAN 58,112 4 4 7 8.21% QEILAALEK 430 438 20.9 26.5 0.0 1 0 0 1,014.5831
C_16 Proactivator polypeptide SAP_HUMAN 58,112 4 4 7 8.21% GCSFLPDPYQK 439 449 26.6 25.0 19.4 2 0 0 1,311.6040
C_17 Proactivator polypeptide SAP_HUMAN 58,112 7 8 11 15.50% GSAVWCQNVK 28 37 50.8 26.4 36.2 2 0 0 1,148.5517
C_17 Proactivator polypeptide SAP_HUMAN 58,112 7 8 11 15.50% HCLQTVWNKPTVK 47 59 32.3 27.8 24.8 1 1 0 1,610.8473
C_17 Proactivator polypeptide SAP_HUMAN 58,112 7 8 11 15.50% NVIPALELVEPIKK 291 304 27.6 25.0 27.6 2 0 0 1,562.9518
C_17 Proactivator polypeptide SAP_HUMAN 58,112 7 8 11 15.50% KLVGYLDR 414 421 24.3 25.5 11.9 1 0 0 963.5623
C_17 Proactivator polypeptide SAP_HUMAN 58,112 7 8 11 15.50% QEILAALEK 430 438 27.0 26.5 0.0 1 0 0 1,014.5831
C_17 Proactivator polypeptide SAP_HUMAN 58,112 7 8 11 15.50% GCSFLPDPYQK 439 449 43.9 25.0 35.6 2 0 0 1,311.6040
C_17 Proactivator polypeptide SAP_HUMAN 58,112 7 8 11 15.50% IGACPSAHKPLLGTEK 479 494 42.6 27.5 37.3 1 0 0 1,678.8948
C_18 Proactivator polypeptide SAP_HUMAN 58,112 6 6 9 12.40% GSAVWCQNVK 28 37 30.4 26.2 23.7 2 0 0 1,148.5517
C_18 Proactivator polypeptide SAP_HUMAN 58,112 6 6 9 12.40% HCLQTVWNKPTVK 47 59 24.2 27.7 21.4 0 1 0 1,610.8473
C_18 Proactivator polypeptide SAP_HUMAN 58,112 6 6 9 12.40% LGPGMADICK 233 242 22.5 25.2 19.5 1 0 0 1,077.5070
C_18 Proactivator polypeptide SAP_HUMAN 58,112 6 6 9 12.40% LPALTVHVTQPK 393 404 42.8 25.0 42.8 2 0 0 1,303.7734
C_18 Proactivator polypeptide SAP_HUMAN 58,112 6 6 9 12.40% QEILAALEK 430 438 25.0 26.2 0.1 1 0 0 1,014.5831
C_18 Proactivator polypeptide SAP_HUMAN 58,112 6 6 9 12.40% GCSFLPDPYQK 439 449 28.8 25.0 17.0 2 0 0 1,311.6040
D_02 Proactivator polypeptide SAP_HUMAN 58,112 2 2 2 3.63% DVVTAAGDMLK 68 78 16.7 27.6 8.5 1 0 0 1,135.5666
D_02 Proactivator polypeptide SAP_HUMAN 58,112 2 2 2 3.63% EILDAFDK 337 344 18.5 27.3 13.6 1 0 0 950.4831
D_03 Proactivator polypeptide SAP_HUMAN 58,112 2 2 3 3.44% LGPGMADICK 233 242 28.5 25.1 24.2 2 0 0 1,077.5070
D_03 Proactivator polypeptide SAP_HUMAN 58,112 2 2 3 3.44% EILDAFDK 337 344 39.0 27.4 28.7 1 0 0 950.4831
F_01 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 4.96% LGPGMADICK 233 242 40.9 26.1 38.0 1 0 0 1,077.5070
F_01 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 4.96% EILDAFDK 337 344 28.4 27.1 26.6 2 0 0 950.4831
F_01 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 4.96% KLVGYLDR 414 421 26.3 25.0 17.4 2 0 0 963.5623
F_02 Proactivator polypeptide SAP_HUMAN 58,112 4 4 7 7.06% DVVTAAGDMLK 68 78 38.1 27.7 32.9 1 0 0 1,135.5666
F_02 Proactivator polypeptide SAP_HUMAN 58,112 4 4 7 7.06% LGPGMADICK 233 242 30.5 26.1 26.9 2 0 0 1,077.5070
F_02 Proactivator polypeptide SAP_HUMAN 58,112 4 4 7 7.06% EILDAFDK 337 344 28.3 26.7 27.8 2 0 0 950.4831
F_02 Proactivator polypeptide SAP_HUMAN 58,112 4 4 7 7.06% KLVGYLDR 414 421 42.4 25.0 31.8 2 0 0 963.5623
F_16 Proactivator polypeptide SAP_HUMAN 58,112 2 2 4 4.20% HCLQTVWNKPTVK 47 59 27.6 27.8 27.6 0 2 0 1,610.8473
F_16 Proactivator polypeptide SAP_HUMAN 58,112 2 2 4 4.20% QEILAALEK 430 438 25.4 25.9 1.0 2 0 0 1,014.5831
G_01 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 4.96% LGPGMADICK 233 242 26.5 26.1 22.6 1 0 0 1,077.5070
G_01 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 4.96% EILDAFDK 337 344 32.5 26.7 25.9 2 0 0 950.4831
G_01 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 4.96% KLVGYLDR 414 421 47.8 25.0 37.1 2 0 0 963.5623
G_02 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 4.96% LGPGMADICK 233 242 26.1 25.3 26.1 2 0 0 1,077.5070
G_02 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 4.96% EILDAFDK 337 344 30.5 28.3 21.2 1 0 0 950.4831
G_02 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 4.96% KLVGYLDR 414 421 39.8 25.0 30.3 2 0 0 963.5623
G_16 Proactivator polypeptide SAP_HUMAN 58,112 2 2 4 3.82% GSAVWCQNVK 28 37 42.2 27.4 28.0 2 0 0 1,148.5517
G_16 Proactivator polypeptide SAP_HUMAN 58,112 2 2 4 3.82% LGPGMADICK 233 242 36.7 25.7 34.7 2 0 0 1,077.5070
H_01 Proactivator polypeptide SAP_HUMAN 58,112 2 3 4 4.01% LGPGMADICK 233 242 45.2 27.0 40.4 3 0 0 1,061.5121
H_01 Proactivator polypeptide SAP_HUMAN 58,112 2 3 4 4.01% GCSFLPDPYQK 439 449 19.8 25.0 5.8 1 0 0 1,311.6040
H_02 Proactivator polypeptide SAP_HUMAN 58,112 3 3 4 5.34% KLVGYLDR 414 421 19.8 25.0 12.7 1 0 0 963.5623
H_02 Proactivator polypeptide SAP_HUMAN 58,112 3 3 4 5.34% QEILAALEK 430 438 16.1 25.9 0.0 1 0 0 1,014.5831
H_02 Proactivator polypeptide SAP_HUMAN 58,112 3 3 4 5.34% GCSFLPDPYQK 439 449 35.3 25.0 27.5 2 0 0 1,311.6040
H_14 Proactivator polypeptide SAP_HUMAN 58,112 3 3 4 6.11% LPALTVHVTQPK 393 404 68.0 25.0 63.9 2 0 0 1,303.7734
H_14 Proactivator polypeptide SAP_HUMAN 58,112 3 3 4 6.11% QEILAALEK 430 438 31.9 26.5 0.9 1 0 0 1,014.5831
H_14 Proactivator polypeptide SAP_HUMAN 58,112 3 3 4 6.11% GCSFLPDPYQK 439 449 25.6 25.0 16.6 1 0 0 1,311.6040
H_15 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 6.30% HCLQTVWNKPTVK 47 59 28.0 27.7 26.9 0 2 0 1,610.8473
H_15 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 6.30% QEILAALEK 430 438 54.8 26.5 12.0 2 0 0 1,014.5831
H_15 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 6.30% GCSFLPDPYQK 439 449 24.9 25.0 16.7 1 0 0 1,311.6040
I_14 Proactivator polypeptide SAP_HUMAN 58,112 4 4 6 9.92% HCLQTVWNKPTVK 47 59 22.1 27.7 15.1 0 1 0 1,610.8473
I_14 Proactivator polypeptide SAP_HUMAN 58,112 4 4 6 9.92% LPALTVHVTQPK 393 404 68.3 25.0 62.4 2 0 0 1,303.7734
I_14 Proactivator polypeptide SAP_HUMAN 58,112 4 4 6 9.92% GCSFLPDPYQK 439 449 29.0 25.0 15.1 2 0 0 1,311.6040
I_14 Proactivator polypeptide SAP_HUMAN 58,112 4 4 6 9.92% IGACPSAHKPLLGTEK 479 494 22.2 27.4 18.3 0 1 0 1,678.8948
I_15 Proactivator polypeptide SAP_HUMAN 58,112 5 5 9 12.60% HCLQTVWNKPTVK 47 59 31.8 27.8 31.8 0 2 0 1,610.8473
I_15 Proactivator polypeptide SAP_HUMAN 58,112 5 5 9 12.60% NVIPALELVEPIKK 291 304 27.9 25.0 27.9 2 0 0 1,562.9518
I_15 Proactivator polypeptide SAP_HUMAN 58,112 5 5 9 12.60% LPALTVHVTQPK 393 404 19.1 25.0 19.1 2 0 0 1,303.7734
I_15 Proactivator polypeptide SAP_HUMAN 58,112 5 5 9 12.60% GCSFLPDPYQK 439 449 28.1 25.0 19.4 2 0 0 1,311.6040
I_15 Proactivator polypeptide SAP_HUMAN 58,112 5 5 9 12.60% IGACPSAHKPLLGTEK 479 494 25.5 27.4 16.6 0 1 0 1,678.8948
J_14 Proactivator polypeptide SAP_HUMAN 58,112 3 3 4 6.87% QEILAALEK 430 438 34.0 28.5 1.8 1 0 0 1,014.5831
J_14 Proactivator polypeptide SAP_HUMAN 58,112 3 3 4 6.87% GCSFLPDPYQK 439 449 25.2 25.0 15.1 2 0 0 1,311.6040
J_14 Proactivator polypeptide SAP_HUMAN 58,112 3 3 4 6.87% IGACPSAHKPLLGTEK 479 494 20.7 27.2 11.6 0 1 0 1,678.8948
J_15 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 6.49% LGPGMADICK 233 242 27.7 26.9 26.4 1 0 0 1,061.5121
J_15 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 6.49% EILDAFDK 337 344 29.2 28.0 13.9 2 0 0 950.4831
J_15 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 6.49% IGACPSAHKPLLGTEK 479 494 30.9 27.2 24.3 0 2 0 1,678.8948
K_02 Proactivator polypeptide SAP_HUMAN 58,112 2 2 3 3.63% KLVGYLDR 414 421 21.9 25.0 16.5 1 0 0 963.5623
K_02 Proactivator polypeptide SAP_HUMAN 58,112 2 2 3 3.63% GCSFLPDPYQK 439 449 20.8 25.0 10.4 2 0 0 1,311.6040
K_03 Proactivator polypeptide SAP_HUMAN 58,112 2 2 3 4.20% DVVTAAGDMLK 68 78 28.4 27.8 21.3 1 0 0 1,135.5666
K_03 Proactivator polypeptide SAP_HUMAN 58,112 2 2 3 4.20% GCSFLPDPYQK 439 449 28.9 25.0 24.0 2 0 0 1,311.6040
K_14 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 6.87% HCLQTVWNKPTVK 47 59 26.0 27.9 23.5 0 2 0 1,610.8473
K_14 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 6.87% LPALTVHVTQPK 393 404 61.6 25.0 61.6 2 0 0 1,303.7734
K_14 Proactivator polypeptide SAP_HUMAN 58,112 3 3 5 6.87% GCSFLPDPYQK 439 449 27.5 25.0 18.9 1 0 0 1,311.6040
K_15 Proactivator polypeptide SAP_HUMAN 58,112 6 6 12 12.80% HCLQTVWNKPTVK 47 59 21.5 27.6 20.7 0 2 0 1,610.8473
K_15 Proactivator polypeptide SAP_HUMAN 58,112 6 6 12 12.80% NVIPALELVEPIKK 291 304 32.4 25.0 32.4 2 0 0 1,562.9518
K_15 Proactivator polypeptide SAP_HUMAN 58,112 6 6 12 12.80% EILDAFDK 337 344 29.4 26.7 22.3 2 0 0 950.4831
K_15 Proactivator polypeptide SAP_HUMAN 58,112 6 6 12 12.80% LPALTVHVTQPK 393 404 44.3 25.0 44.3 2 0 0 1,303.7734
K_15 Proactivator polypeptide SAP_HUMAN 58,112 6 6 12 12.80% QEILAALEK 430 438 51.3 25.9 10.5 2 0 0 1,014.5831
K_15 Proactivator polypeptide SAP_HUMAN 58,112 6 6 12 12.80% GCSFLPDPYQK 439 449 34.8 25.0 24.6 2 0 0 1,311.6040
N_10 Proactivator polypeptide SAP_HUMAN 58,112 5 5 7 11.30% GSAVWCQNVK 28 37 24.4 27.4 11.3 1 0 0 1,148.5517
N_10 Proactivator polypeptide SAP_HUMAN 58,112 5 5 7 11.30% LGPGMADICK 233 242 27.7 25.9 23.2 2 0 0 1,077.5070
N_10 Proactivator polypeptide SAP_HUMAN 58,112 5 5 7 11.30% EMPMQTLVPAK 276 286 24.0 27.6 13.4 1 0 0 1,276.6278
N_10 Proactivator polypeptide SAP_HUMAN 58,112 5 5 7 11.30% LPALTVHVTQPK 393 404 33.3 25.0 30.7 2 0 0 1,303.7734
N_10 Proactivator polypeptide SAP_HUMAN 58,112 5 5 7 11.30% IGACPSAHKPLLGTEK 479 494 27.9 27.1 21.4 0 1 0 1,678.8948
O_10 Proactivator polypeptide SAP_HUMAN 58,112 3 3 3 7.06% GSAVWCQNVK 28 37 29.6 27.4 22.2 1 0 0 1,148.5517
O_10 Proactivator polypeptide SAP_HUMAN 58,112 3 3 3 7.06% GCSFLPDPYQK 439 449 22.5 25.0 14.6 1 0 0 1,311.6040
O_10 Proactivator polypeptide SAP_HUMAN 58,112 3 3 3 7.06% IGACPSAHKPLLGTEK 479 494 25.0 27.2 10.0 0 1 0 1,678.8948
C_06 GTP‐binding protein SAR1a SAR1A_HUMAN 22,410 2 2 3 11.60% LVFLGLDNAGK 28 38 35.3 26.8 10.9 2 0 0 1,146.6519
C_06 GTP‐binding protein SAR1a SAR1A_HUMAN 22,410 2 2 3 11.60% EIFGLYGQTTGK 149 160 26.4 26.4 25.1 1 0 0 1,313.6738
A_03 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 7.04% LGLPQDQEEPSPR 354 366 43.6 27.9 36.8 2 0 0 1,465.7284
A_03 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 7.04% APALAQPPSPGK 407 418 29.6 28.0 29.2 2 0 0 1,133.6315
A_03 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 7.04% VLVPAQESTPGTAPAAK 419 435 56.7 27.2 45.9 2 0 0 1,636.8906
A_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 5 7.04% LGLPQDQEEPSPR 354 366 29.1 28.2 26.1 2 0 0 1,465.7284
A_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 5 7.04% APALAQPPSPGK 407 418 44.6 27.5 44.6 1 0 0 1,133.6315
A_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 5 7.04% VLVPAQESTPGTAPAAK 419 435 51.3 27.2 41.9 2 0 0 1,636.8906
A_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 4 5.70% ETGVQAVSPAPAQVPGR 376 392 47.8 28.1 41.5 2 0 0 1,663.8763
A_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 4 5.70% VLVPAQESTPGTAPAAK 419 435 55.1 26.9 52.6 2 0 0 1,636.8906
B_03 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 3 4.19% LGLPQDQEEPSPR 354 366 40.6 27.9 36.2 2 0 0 1,465.7284
B_03 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 3 4.19% APALAQPPSPGK 407 418 29.0 27.5 26.7 1 0 0 1,133.6315
B_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 3 5.03% LGLPQDQEEPSPR 354 366 36.9 27.9 30.0 2 0 0 1,465.7284
B_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 3 5.03% VLVPAQESTPGTAPAAK 419 435 39.1 27.2 31.4 1 0 0 1,636.8906
H_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 4 4 7 10.20% LGLPQDQEEPSPR 354 366 44.9 27.9 36.9 2 0 0 1,465.7284
H_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 4 4 7 10.20% LKETGVQAVSPAPAQVPGR 374 392 43.4 25.4 39.2 0 2 0 1,905.0554
H_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 4 4 7 10.20% APALAQPPSPGK 407 418 24.0 27.8 24.0 1 0 0 1,133.6315



H_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 4 4 7 10.20% VLVPAQESTPGTAPAAK 419 435 52.1 26.9 43.6 2 0 0 1,636.8906
H_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 8.38% HSEAAPGDPSPASSSLQEQR 325 344 41.8 25.6 33.1 0 2 0 2,050.9425
H_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 8.38% LGLPQDQEEPSPR 354 366 64.5 28.0 59.0 2 0 0 1,465.7284
H_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 8.38% VLVPAQESTPGTAPAAK 419 435 50.1 26.9 44.6 2 0 0 1,636.8906
H_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 5 5 8 14.40% HSEAAPGDPSPASSSLQEQR 325 344 48.4 25.4 47.1 0 2 0 2,050.9425
H_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 5 5 8 14.40% LGLPQDQEEPSPR 354 366 68.5 28.0 63.4 2 0 0 1,465.7284
H_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 5 5 8 14.40% LKETGVQAVSPAPAQVPGR 374 392 26.0 25.6 14.8 0 1 0 1,905.0554
H_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 5 5 8 14.40% VLVPAQESTPGTAPAAK 419 435 57.5 26.9 54.6 2 0 0 1,636.8906
H_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 5 5 8 14.40% KPDSGLTLQESGVPGLR 455 471 20.4 27.1 7.4 0 1 0 1,753.9446
H_07 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 4 5.53% HSEAAPGDPSPASSSLQEQR 325 344 44.1 25.3 31.0 0 2 0 2,050.9425
H_07 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 4 5.53% LGLPQDQEEPSPR 354 366 29.7 28.1 22.9 2 0 0 1,465.7284
I_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 8.21% LGLPQDQEEPSPR 354 366 59.8 28.0 53.9 2 0 0 1,465.7284
I_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 8.21% LKETGVQAVSPAPAQVPGR 374 392 44.2 25.3 37.4 0 2 0 1,905.0554
I_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 8.21% VLVPAQESTPGTAPAAK 419 435 58.0 26.8 55.3 2 0 0 1,636.8906
I_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 7.87% LGLPQDQEEPSPR 354 366 82.1 28.0 78.4 2 0 0 1,465.7284
I_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 7.87% ETGVQAVSPAPAQVPGR 376 392 37.1 28.1 37.1 2 0 0 1,663.8763
I_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 7.87% VLVPAQESTPGTAPAAK 419 435 59.3 27.0 54.8 2 0 0 1,636.8906
I_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 5 7.87% LGLPQDQEEPSPR 354 366 60.4 28.0 56.1 2 0 0 1,465.7284
I_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 5 7.87% VLVPAQESTPGTAPAAK 419 435 63.0 26.7 56.4 2 0 0 1,636.8906
I_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 5 7.87% KPDSGLTLQESGVPGLR 455 471 18.9 27.2 4.6 0 1 0 1,753.9446
I_07 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 4 5.03% LGLPQDQEEPSPR 354 366 57.4 28.0 53.3 2 0 0 1,465.7284
I_07 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 4 5.03% VLVPAQESTPGTAPAAK 419 435 28.2 26.8 24.2 2 0 0 1,636.8906
I_08 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 4 5.03% LGLPQDQEEPSPR 354 366 47.0 28.0 45.1 2 0 0 1,465.7284
I_08 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 4 5.03% VLVPAQESTPGTAPAAK 419 435 43.4 26.8 33.3 2 0 0 1,636.8906
I_09 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 2 5.03% LGLPQDQEEPSPR 354 366 29.5 27.9 29.5 1 0 0 1,465.7284
I_09 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 2 5.03% VLVPAQESTPGTAPAAK 419 435 30.8 26.9 25.1 1 0 0 1,636.8906
J_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 5 8.21% LGLPQDQEEPSPR 354 366 34.2 27.5 30.3 2 0 0 1,465.7284
J_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 5 8.21% LKETGVQAVSPAPAQVPGR 374 392 35.0 25.0 27.8 0 1 0 1,905.0554
J_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 5 8.21% VLVPAQESTPGTAPAAK 419 435 39.3 26.6 27.6 2 0 0 1,636.8906
J_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 6 6 12 13.70% HSEAAPGDPSPASSSLQEQR 325 344 50.9 25.5 49.5 0 2 0 2,050.9425
J_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 6 6 12 13.70% LGLPQDQEEPSPR 354 366 57.7 27.6 49.2 2 0 0 1,465.7284
J_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 6 6 12 13.70% LKETGVQAVSPAPAQVPGR 374 392 47.8 25.5 41.7 0 2 0 1,905.0554
J_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 6 6 12 13.70% ETGVQAVSPAPAQVPGR 376 392 50.1 27.9 35.6 2 0 0 1,663.8763
J_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 6 6 12 13.70% VLVPAQESTPGTAPAAK 419 435 76.1 26.7 70.2 2 0 0 1,636.8906
J_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 6 6 12 13.70% SGIGLSSYLSAEK 483 495 41.9 27.5 32.8 2 0 0 1,311.6791
J_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 5 5 7 10.40% LGLPQDQEEPSPR 354 366 36.9 27.9 34.1 2 0 0 1,465.7284
J_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 5 5 7 10.40% LKETGVQAVSPAPAQVPGR 374 392 38.8 25.0 31.0 0 1 0 1,905.0554
J_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 5 5 7 10.40% ETGVQAVSPAPAQVPGR 376 392 43.8 27.6 43.8 1 0 0 1,663.8763
J_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 5 5 7 10.40% VLVPAQESTPGTAPAAK 419 435 49.6 26.3 41.5 2 0 0 1,636.8906
J_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 5 5 7 10.40% SGIGLSSYLSAEK 483 495 30.5 27.1 27.2 1 0 0 1,311.6791
J_07 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 6 6 12 16.60% HSEAAPGDPSPASSSLQEQR 325 344 47.4 25.5 42.2 0 2 0 2,050.9425
J_07 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 6 6 12 16.60% LGLPQDQEEPSPR 354 366 40.1 27.9 35.7 2 0 0 1,465.7284
J_07 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 6 6 12 16.60% LKETGVQAVSPAPAQVPGR 374 392 40.0 25.0 33.0 0 2 0 1,905.0554
J_07 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 6 6 12 16.60% VLVPAQESTPGTAPAAK 419 435 48.2 26.3 45.7 2 0 0 1,636.8906
J_07 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 6 6 12 16.60% KPDSGLTLQESGVPGLR 455 471 23.0 27.0 18.1 0 2 0 1,753.9446
J_07 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 6 6 12 16.60% SGIGLSSYLSAEK 483 495 37.7 27.0 24.5 2 0 0 1,311.6791
J_08 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 4 7.04% LGLPQDQEEPSPR 354 366 27.8 27.5 27.1 2 0 0 1,465.7284
J_08 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 4 7.04% APALAQPPSPGK 407 418 22.1 27.6 22.1 1 0 0 1,133.6315
J_08 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 4 7.04% VLVPAQESTPGTAPAAK 419 435 30.9 26.6 25.4 1 0 0 1,636.8906
J_09 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 4 8.71% HSEAAPGDPSPASSSLQEQR 325 344 25.8 25.4 19.8 0 1 0 2,050.9425
J_09 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 4 8.71% LGLPQDQEEPSPR 354 366 38.8 27.6 37.6 1 0 0 1,465.7284
J_09 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 4 8.71% LKETGVQAVSPAPAQVPGR 374 392 25.4 25.5 21.4 0 2 0 1,905.0554
K_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 4 4 7 10.20% LGLPQDQEEPSPR 354 366 41.7 27.6 41.0 2 0 0 1,465.7284
K_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 4 4 7 10.20% LKETGVQAVSPAPAQVPGR 374 392 41.5 25.5 32.7 0 2 0 1,905.0554
K_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 4 4 7 10.20% APALAQPPSPGK 407 418 23.1 27.8 23.1 1 0 0 1,133.6315
K_04 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 4 4 7 10.20% VLVPAQESTPGTAPAAK 419 435 60.2 27.0 53.3 2 0 0 1,636.8906
K_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 8.38% HSEAAPGDPSPASSSLQEQR 325 344 33.2 25.4 25.6 0 2 0 2,050.9425
K_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 8.38% LGLPQDQEEPSPR 354 366 45.8 28.0 37.2 2 0 0 1,465.7284
K_05 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 3 3 6 8.38% VLVPAQESTPGTAPAAK 419 435 72.4 26.8 68.4 2 0 0 1,636.8906
K_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 4 4 7 10.10% LGLPQDQEEPSPR 354 366 64.7 28.1 62.2 2 0 0 1,465.7284
K_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 4 4 7 10.10% VLVPAQESTPGTAPAAK 419 435 46.0 26.7 37.0 2 0 0 1,636.8906
K_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 4 4 7 10.10% KPDSGLTLQESGVPGLR 455 471 27.1 27.2 19.3 0 1 0 1,753.9446
K_06 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 4 4 7 10.10% SGIGLSSYLSAEK 483 495 37.8 27.0 32.5 2 0 0 1,311.6791
K_07 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 3 5.53% HSEAAPGDPSPASSSLQEQR 325 344 42.3 25.4 37.8 0 1 0 2,050.9425
K_07 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 3 5.53% LGLPQDQEEPSPR 354 366 57.2 28.0 52.7 2 0 0 1,465.7284
K_08 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 4 5.03% LGLPQDQEEPSPR 354 366 45.7 27.6 38.0 2 0 0 1,465.7284
K_08 Specifically androgen‐regulated gene protein SARG_BOVIN 63,053 2 2 4 5.03% VLVPAQESTPGTAPAAK 419 435 43.3 27.1 33.8 2 0 0 1,636.8906
A_02 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.80% FGLNVSSISR 157 166 34.3 27.9 27.2 2 0 0 1,079.5843
A_02 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.80% FGIVTSSAGTGTTEDTEAK 181 199 67.5 26.2 62.5 2 0 0 1,871.8871
A_03 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 3 13.80% FGLNVSSISR 157 166 54.4 27.9 34.4 2 0 0 1,079.5843
A_03 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 3 13.80% FGIVTSSAGTGTTEDTEAK 181 199 75.3 26.2 65.8 1 0 0 1,871.8871
A_09 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 4 4 8 25.20% ITSEIPQTER 93 102 42.0 28.1 31.3 2 0 0 1,173.6111
A_09 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 4 4 8 25.20% FNVPVSLESK 110 119 39.9 28.3 25.1 2 0 0 1,119.6044
A_09 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 4 4 8 25.20% GLSSDNKPMVNLDK 136 149 50.4 27.5 42.1 2 0 0 1,533.7580
A_09 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 4 4 8 25.20% FGIVTSSAGTGTTEDTEAK 181 199 91.2 26.2 84.3 2 0 0 1,871.8871
B_02 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 3 13.80% FGLNVSSISR 157 166 28.1 27.9 22.1 1 0 0 1,079.5843
B_02 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 3 13.80% FGIVTSSAGTGTTEDTEAK 181 199 71.7 26.2 61.6 2 0 0 1,871.8871
B_03 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.80% FGLNVSSISR 157 166 47.2 27.5 35.4 2 0 0 1,079.5843
B_03 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.80% FGIVTSSAGTGTTEDTEAK 181 199 72.3 26.2 72.3 2 0 0 1,871.8871
B_09 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 6 20.50% FNVPVSLESK 110 119 46.8 28.3 34.0 2 0 0 1,119.6044
B_09 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 6 20.50% GLSSDNKPMVNLDK 136 149 23.1 27.5 20.4 2 0 0 1,533.7580
B_09 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 6 20.50% FGIVTSSAGTGTTEDTEAK 181 199 107.0 26.2 101.0 2 0 0 1,871.8871
C_09 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 5 18.60% ITSEIPQTER 93 102 31.0 28.1 24.0 1 0 0 1,173.6111
C_09 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 5 18.60% FNVPVSLESK 110 119 35.2 28.7 17.0 2 0 0 1,119.6044
C_09 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 5 18.60% FGIVTSSAGTGTTEDTEAK 181 199 83.7 25.8 78.2 2 0 0 1,871.8871
D_14 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.80% FGLNVSSISR 157 166 50.7 28.1 33.9 2 0 0 1,079.5843
D_14 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.80% FGIVTSSAGTGTTEDTEAK 181 199 49.5 25.9 45.2 2 0 0 1,871.8871
D_15 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 2 9.05% FGISSVPTK 127 135 24.2 27.5 11.7 1 0 0 935.5197
D_15 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 2 9.05% FGLNVSSISR 157 166 21.0 28.1 9.8 1 0 0 1,079.5843
F_09 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 3 9.05% ITSEIPQTER 93 102 33.0 28.5 19.0 2 0 0 1,173.6111
F_09 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 3 9.05% FGISSVPTK 127 135 31.9 27.5 27.5 1 0 0 935.5197
F_11 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.30% FGISSVPTK 127 135 60.6 26.7 54.2 2 0 0 935.5197
F_11 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.30% FGIVTSSAGTGTTEDTEAK 181 199 106.0 26.2 94.0 2 0 0 1,871.8871
H_03 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 5 18.10% FGISSVPTK 127 135 27.8 26.3 19.3 1 0 0 935.5197
H_03 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 5 18.10% FGLNVSSISR 157 166 56.8 27.1 44.8 2 0 0 1,079.5843
H_03 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 5 18.10% FGIVTSSAGTGTTEDTEAK 181 199 49.3 26.6 43.9 2 0 0 1,871.8871
H_07 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.80% FNVPVSLESK 110 119 40.1 28.5 26.4 2 0 0 1,119.6044
H_07 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.80% FGIVTSSAGTGTTEDTEAK 181 199 91.5 26.7 84.0 2 0 0 1,871.8871
I_02 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.80% FGLNVSSISR 157 166 54.4 27.9 41.9 2 0 0 1,079.5843
I_02 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.80% FGIVTSSAGTGTTEDTEAK 181 199 88.0 26.4 77.9 2 0 0 1,871.8871
I_03 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.80% FGLNVSSISR 157 166 44.4 27.1 34.0 2 0 0 1,079.5843
I_03 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 4 13.80% FGIVTSSAGTGTTEDTEAK 181 199 74.5 26.3 59.8 2 0 0 1,871.8871
J_07 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 3 13.80% FGLNVSSISR 157 166 39.1 26.8 33.5 1 0 0 1,079.5843
J_07 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 3 13.80% FGIVTSSAGTGTTEDTEAK 181 199 86.7 26.7 80.1 2 0 0 1,871.8871
L_06 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 5 18.10% ITSEIPQTER 93 102 37.8 28.5 23.5 1 0 0 1,173.6111
L_06 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 5 18.10% FGISSVPTK 127 135 45.5 28.1 38.1 2 0 0 935.5197
L_06 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 5 18.10% FGIVTSSAGTGTTEDTEAK 181 199 94.0 26.5 86.2 2 0 0 1,871.8871
M_06 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 5 18.10% FGISSVPTK 127 135 32.2 26.3 27.2 1 0 0 935.5197
M_06 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 5 18.10% FGLNVSSISR 157 166 40.4 27.1 32.2 2 0 0 1,079.5843
M_06 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 3 3 5 18.10% FGIVTSSAGTGTTEDTEAK 181 199 93.7 26.5 87.6 2 0 0 1,871.8871
Q_06 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 3 13.80% FGLNVSSISR 157 166 39.8 27.1 27.1 1 0 0 1,079.5843
Q_06 SAP domain‐containing ribonucleoprotein SARNP_HUMAN 23,671 2 2 3 13.80% FGIVTSSAGTGTTEDTEAK 181 199 72.6 26.4 66.4 2 0 0 1,871.8871



A_08 Ribosome maturation protein SBDS SBDS_HUMAN 28,764 4 4 6 14.40% DIATIVADK 110 118 37.6 28.6 26.6 2 0 0 945.5253
A_08 Ribosome maturation protein SBDS SBDS_HUMAN 28,764 4 4 6 14.40% QQALEVIK 152 159 26.1 27.1 12.9 1 0 0 928.5463
A_08 Ribosome maturation protein SBDS SBDS_HUMAN 28,764 4 4 6 14.40% GSLEVLNLK 232 240 27.9 26.7 14.2 1 0 0 972.5725
A_08 Ribosome maturation protein SBDS SBDS_HUMAN 28,764 4 4 6 14.40% DVEEGDEKFE 241 250 29.5 25.0 27.3 2 0 0 1,196.4955
B_08 Ribosome maturation protein SBDS SBDS_HUMAN 28,764 3 3 4 11.60% RPYTVILIER 126 135 26.6 25.0 8.4 1 0 0 1,259.7471
B_08 Ribosome maturation protein SBDS SBDS_HUMAN 28,764 3 3 4 11.60% GSLEVLNLK 232 240 36.2 26.7 14.8 2 0 0 972.5725
B_08 Ribosome maturation protein SBDS SBDS_HUMAN 28,764 3 3 4 11.60% DVEEGDEKFE 241 250 32.3 25.0 30.3 1 0 0 1,196.4955
B_09 Ribosome maturation protein SBDS SBDS_HUMAN 28,764 2 2 3 7.60% GSLEVLNLK 232 240 23.2 26.7 1.8 2 0 0 972.5725
B_09 Ribosome maturation protein SBDS SBDS_HUMAN 28,764 2 2 3 7.60% DVEEGDEKFE 241 250 26.4 25.0 22.8 1 0 0 1,196.4955
F_16 Selenium‐binding protein 1 SBP1_HUMAN 52,392 2 2 3 4.45% LVLPSLISSR 94 103 27.1 25.0 27.1 2 0 0 1,084.6725
F_16 Selenium‐binding protein 1 SBP1_HUMAN 52,392 2 2 3 4.45% IYVVDVGSEPR 104 114 52.9 28.5 49.4 1 0 0 1,233.6474
C_04 Signal peptidase complex catalytic subunit SEC11A SC11A_HUMAN 20,626 2 2 2 9.50% GDLLFLTNR 64 72 21.2 28.0 14.6 1 0 0 1,048.5787
C_04 Signal peptidase complex catalytic subunit SEC11A SC11A_HUMAN 20,626 2 2 2 9.50% VGEIVVFR 79 86 28.9 26.3 21.6 1 0 0 918.5407
A_05 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 3 3 6 20.90% VADGLPLAASMQEDEQSGR 10 28 84.5 25.0 84.1 2 0 0 1,989.9185
A_05 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 3 3 6 20.90% NLGSINTELQDVQR 134 147 83.2 28.2 71.8 2 0 0 1,586.8134
A_05 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 3 3 6 20.90% IMVANIEEVLQR 148 159 58.8 28.0 39.1 2 0 0 1,430.7673
A_06 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 2 2 3 15.30% VADGLPLAASMQEDEQSGR 10 28 53.8 25.1 53.8 1 0 0 1,989.9185
A_06 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 2 2 3 15.30% NLGSINTELQDVQR 134 147 65.3 27.9 57.7 2 0 0 1,586.8134
B_05 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 3 3 5 18.10% VLLTMIAR 2 9 20.6 25.0 15.8 1 0 0 932.5599
B_05 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 3 3 5 18.10% VADGLPLAASMQEDEQSGR 10 28 67.6 25.5 67.6 2 0 0 1,989.9185
B_05 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 3 3 5 18.10% IMVANIEEVLQR 148 159 58.8 28.2 51.2 2 0 0 1,430.7673
B_06 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 2 2 3 12.60% VLLTMIAR 2 9 24.6 25.2 7.0 2 0 0 932.5599
B_06 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 2 2 3 12.60% VADGLPLAASMQEDEQSGR 10 28 62.5 25.5 62.5 1 0 0 1,989.9185
F_08 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 3 3 6 19.10% VLLTMIAR 2 9 30.8 25.0 21.3 2 0 0 916.5649
F_08 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 3 3 6 19.10% VADGLPLAASMQEDEQSGR 10 28 54.1 25.5 52.2 2 0 0 1,989.9185
F_08 Vesicle‐trafficking protein SEC22b SC22B_HUMAN 24,669 3 3 6 19.10% NLGSINTELQDVQR 134 147 80.8 28.2 76.2 2 0 0 1,586.8134
A_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 8 8 16 13.10% MVVPVAALFTPLK 34 46 31.7 25.0 30.6 2 0 0 1,401.8176
A_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 8 8 16 13.10% AVLNPLCQVDYR 68 79 33.6 27.9 29.6 2 0 0 1,447.7363
A_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 8 8 16 13.10% MVQVHELGCEGISK 172 185 25.3 26.0 19.2 0 2 0 1,602.7616
A_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 8 8 16 13.10% QLQEMLGLSK 199 208 34.3 28.2 22.5 2 0 0 1,162.6139
A_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 8 8 16 13.10% MGFGGTLEIK 400 409 45.1 26.2 38.1 2 0 0 1,068.5397
A_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 8 8 16 13.10% AETEEGPDVLR 534 544 46.2 25.3 29.0 2 0 0 1,215.5853
A_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 8 8 16 13.10% SGYQDMPEYENFR 670 682 62.2 25.0 62.2 2 0 0 1,651.6694
A_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 8 8 16 13.10% HLLQAPVDDAQEILHSR 683 699 67.6 27.5 66.8 0 2 0 1,942.0143
A_20 Protein transport protein Sec23A SC23A_HUMAN 86,675 3 3 5 4.84% AVLNPLCQVDYR 68 79 34.1 28.0 23.8 1 0 0 1,447.7363
A_20 Protein transport protein Sec23A SC23A_HUMAN 86,675 3 3 5 4.84% ISGAIGPCVSLNSK 416 429 27.8 28.0 24.4 2 0 0 1,402.7360
A_20 Protein transport protein Sec23A SC23A_HUMAN 86,675 3 3 5 4.84% AETEEGPDVLR 534 544 27.2 25.4 19.6 2 0 0 1,215.5853
B_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 7 8 13 11.90% MVVPVAALFTPLK 34 46 32.2 25.0 23.1 1 0 0 1,401.8176
B_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 7 8 13 11.90% AVLNPLCQVDYR 68 79 66.0 28.0 56.6 2 2 0 1,447.7363
B_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 7 8 13 11.90% MVQVHELGCEGISK 172 185 23.0 26.0 22.1 0 2 0 1,602.7616
B_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 7 8 13 11.90% QLQEMLGLSK 199 208 24.2 28.3 17.3 1 0 0 1,162.6139
B_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 7 8 13 11.90% GPCVSENEIGTGGTCQWK 430 447 87.7 25.0 87.2 2 0 0 1,979.8589
B_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 7 8 13 11.90% AETEEGPDVLR 534 544 26.5 25.5 14.3 2 0 0 1,215.5853
B_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 7 8 13 11.90% SGYQDMPEYENFR 670 682 56.9 25.0 56.9 1 0 0 1,651.6694
B_20 Protein transport protein Sec23A SC23A_HUMAN 86,675 3 3 6 4.84% AVLNPLCQVDYR 68 79 51.9 28.3 40.6 2 0 0 1,447.7363
B_20 Protein transport protein Sec23A SC23A_HUMAN 86,675 3 3 6 4.84% ISGAIGPCVSLNSK 416 429 50.2 28.1 39.8 2 0 0 1,402.7360
B_20 Protein transport protein Sec23A SC23A_HUMAN 86,675 3 3 6 4.84% AETEEGPDVLR 534 544 44.0 25.4 34.2 2 0 0 1,215.5853
C_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 4 4 7 6.54% MVVPVAALFTPLK 34 46 22.4 25.0 11.3 1 0 0 1,401.8176
C_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 4 4 7 6.54% AVLNPLCQVDYR 68 79 43.8 27.8 35.1 2 0 0 1,447.7363
C_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 4 4 7 6.54% ISGAIGPCVSLNSK 416 429 41.2 27.8 35.0 2 0 0 1,402.7360
C_19 Protein transport protein Sec23A SC23A_HUMAN 86,675 4 4 7 6.54% AETEEGPDVLR 534 544 32.2 25.0 26.6 2 0 0 1,215.5853
H_16 Protein transport protein Sec23A SC23A_HUMAN 86,675 2 2 2 3.92% ISGAIGPCVSLNSK 416 429 58.2 28.1 50.2 1 0 0 1,402.7360
H_16 Protein transport protein Sec23A SC23A_HUMAN 86,675 2 2 2 3.92% GAIQFVTQYQHSSGQR 477 492 38.4 27.9 33.2 0 1 0 1,806.8882
H_23 Protein transport protein Sec23A SC23A_HUMAN 86,675 3 3 4 5.49% AVLNPLCQVDYR 68 79 46.7 27.8 43.6 2 0 0 1,447.7363
H_23 Protein transport protein Sec23A SC23A_HUMAN 86,675 3 3 4 5.49% ISGAIGPCVSLNSK 416 429 33.2 27.9 13.4 1 0 0 1,402.7360
H_23 Protein transport protein Sec23A SC23A_HUMAN 86,675 3 3 4 5.49% GAIQFVTQYQHSSGQR 477 492 20.3 27.9 11.2 0 1 0 1,806.8882
H_24 Protein transport protein Sec23A SC23A_HUMAN 86,675 3 3 5 5.49% AVLNPLCQVDYR 68 79 49.4 27.9 45.2 2 0 0 1,447.7363
H_24 Protein transport protein Sec23A SC23A_HUMAN 86,675 3 3 5 5.49% ISGAIGPCVSLNSK 416 429 30.7 27.9 26.9 2 0 0 1,402.7360
H_24 Protein transport protein Sec23A SC23A_HUMAN 86,675 3 3 5 5.49% GAIQFVTQYQHSSGQR 477 492 19.0 27.9 0.0 0 1 0 1,806.8882
L_13 Protein transport protein Sec23A SC23A_HUMAN 86,675 2 2 3 3.01% AVLNPLCQVDYR 68 79 32.2 28.2 24.6 1 0 0 1,447.7363
L_13 Protein transport protein Sec23A SC23A_HUMAN 86,675 2 2 3 3.01% AETEEGPDVLR 534 544 44.3 26.1 32.3 2 0 0 1,215.5853
M_12 Protein transport protein Sec23A SC23A_HUMAN 86,675 2 2 3 3.53% GAIQFVTQYQHSSGQR 477 492 20.2 27.9 11.7 0 1 0 1,806.8882
M_12 Protein transport protein Sec23A SC23A_HUMAN 86,675 2 2 3 3.53% AETEEGPDVLR 534 544 51.9 25.5 45.6 2 0 0 1,215.5853
K_19 Protein transport protein Sec24C SC24C_HUMAN 118,325 2 2 3 2.56% SDVLQPGAEVTTDDR 914 928 28.7 26.0 26.7 1 0 0 1,602.7608
K_19 Protein transport protein Sec24C SC24C_HUMAN 118,325 2 2 3 2.56% SPVESTTEPPAVR 957 969 24.4 27.0 19.5 2 0 0 1,369.6958
A_22 Protein transport protein Sec31A SC31A_HUMAN 133,017 2 2 4 1.72% NPAVLSAASFDGR 315 327 75.4 28.0 75.4 2 0 0 1,304.6593
A_22 Protein transport protein Sec31A SC31A_HUMAN 133,017 2 2 4 1.72% YLELLGYR 489 496 28.5 26.8 10.9 2 0 0 1,026.5619
A_23 Protein transport protein Sec31A SC31A_HUMAN 133,017 2 2 3 1.39% YLELLGYR 489 496 36.4 26.4 34.0 1 0 0 1,026.5619
A_23 Protein transport protein Sec31A SC31A_HUMAN 133,017 2 2 3 1.39% TTFEDLIQR 1121 1129 42.7 28.0 22.5 2 0 0 1,122.5791
B_23 Protein transport protein Sec31A SC31A_HUMAN 133,017 2 2 4 1.72% NPAVLSAASFDGR 315 327 72.6 28.1 65.9 2 0 0 1,304.6593
B_23 Protein transport protein Sec31A SC31A_HUMAN 133,017 2 2 4 1.72% YLELLGYR 489 496 48.4 26.8 31.2 2 0 0 1,026.5619
A_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 3 3 4 7.12% QHEADADLINAGK 356 368 23.1 26.7 16.2 1 0 0 1,381.6708
A_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 3 3 4 7.12% GMGGAMDLVSSAK 422 434 45.7 25.0 36.8 2 0 0 1,255.5659
A_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 3 3 4 7.12% STGCDFAVSPK 501 511 27.5 25.0 22.6 1 0 0 1,168.5304
B_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 5 5 9 11.70% FYTDPVEAVK 42 51 35.3 27.1 18.9 2 0 0 1,168.5885
B_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 5 5 9 11.70% MVSSYVGENAEFER 111 124 64.1 25.0 61.6 1 0 0 1,633.7162
B_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 5 5 9 11.70% QHEADADLINAGK 356 368 40.2 26.7 28.9 0 2 0 1,381.6708
B_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 5 5 9 11.70% GMGGAMDLVSSAK 422 434 42.5 25.0 28.7 2 0 0 1,255.5659
B_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 5 5 9 11.70% STGCDFAVSPK 501 511 31.0 25.0 31.0 2 0 0 1,168.5304
C_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 5 5 9 12.90% MVSSYVGENAEFER 111 124 73.9 25.0 71.1 2 0 0 1,633.7162
C_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 5 5 9 12.90% QHEADADLINAGK 356 368 28.0 26.9 19.3 1 0 0 1,381.6708
C_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 5 5 9 12.90% GGHVDLTMLGAMQVSK 391 406 57.0 27.1 43.9 0 2 0 1,675.8145
C_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 5 5 9 12.90% GMGGAMDLVSSAK 422 434 22.1 25.0 19.1 2 0 0 1,239.5710
C_15 Succinyl‐CoA:3‐ketoacid‐coenzyme A transferase 1, mitochondrial SCOT1_HUMAN 56,159 5 5 9 12.90% STGCDFAVSPK 501 511 37.6 25.0 37.2 2 0 0 1,168.5304
A_13 Secernin‐1 SCRN1_HUMAN 46,382 4 4 6 13.80% VECTYISIDQVPR 52 64 61.1 27.1 52.3 2 0 0 1,579.7786
A_13 Secernin‐1 SCRN1_HUMAN 46,382 4 4 6 13.80% DEAWVLETIGK 163 173 65.8 28.8 50.4 2 0 0 1,260.6472
A_13 Secernin‐1 SCRN1_HUMAN 46,382 4 4 6 13.80% SSPCIHYFTGTPDPSR 287 302 17.2 25.0 16.8 0 1 0 1,821.8226
A_13 Secernin‐1 SCRN1_HUMAN 46,382 4 4 6 13.80% TQSPCFGDDDPAKKEPR 320 336 15.0 25.0 9.0 0 1 0 1,947.8869
B_13 Secernin‐1 SCRN1_HUMAN 46,382 2 2 3 6.76% DEAWVLETIGK 163 173 71.8 28.8 63.5 2 0 0 1,260.6472
B_13 Secernin‐1 SCRN1_HUMAN 46,382 2 2 3 6.76% TQSPCFGDDDPAKKEPR 320 336 19.9 25.1 14.7 0 1 0 1,947.8869
F_15 Secernin‐1 SCRN1_HUMAN 46,382 3 4 8 9.90% VECTYISIDQVPR 52 64 79.0 27.3 73.0 2 0 0 1,579.7786
F_15 Secernin‐1 SCRN1_HUMAN 46,382 3 4 8 9.90% DEAWVLETIGK 163 173 90.2 28.8 70.1 2 0 0 1,260.6472
F_15 Secernin‐1 SCRN1_HUMAN 46,382 3 4 8 9.90% TQSPCFGDDDPAKKEPR 320 336 27.1 25.0 22.3 0 2 2 1,947.8869
G_15 Secernin‐1 SCRN1_HUMAN 46,382 2 2 3 6.76% CICSQLSLTTK 186 196 34.8 27.1 25.4 2 0 0 1,310.6445
G_15 Secernin‐1 SCRN1_HUMAN 46,382 2 2 3 6.76% TQSPCFGDDDPAKKEPR 320 336 27.6 25.6 23.3 0 1 0 1,947.8869
M_15 Syndecan‐4 SDC4_HUMAN 21,642 2 2 3 12.10% KLEENEVIPK 105 114 27.2 27.4 18.5 1 0 0 1,198.6679
M_15 Syndecan‐4 SDC4_HUMAN 21,642 2 2 3 12.10% RISPVEESEDVSNK 115 128 68.5 28.2 56.9 0 2 0 1,588.7813
P_12 Syndecan‐4 SDC4_HUMAN 21,642 2 2 3 12.10% KLEENEVIPK 105 114 23.5 26.5 13.2 2 0 0 1,198.6679
P_12 Syndecan‐4 SDC4_HUMAN 21,642 2 2 3 12.10% RISPVEESEDVSNK 115 128 33.0 28.1 28.9 0 1 0 1,588.7813
I_08 Syntenin‐1 SDCB1_HUMAN 32,445 2 2 3 8.39% EVILCKDQDGKIGLR 114 128 36.7 27.3 30.2 0 2 0 1,743.9426
I_08 Syntenin‐1 SDCB1_HUMAN 32,445 2 2 3 8.39% SLMDHTIPEV 289 298 17.6 25.9 17.6 1 0 0 1,141.5559
A_08 Serum deprivation‐response protein SDPR_HUMAN 47,173 2 2 4 7.29% YEGSYALTSEEAER 395 408 56.4 25.0 53.8 2 0 0 1,604.7074
A_08 Serum deprivation‐response protein SDPR_HUMAN 47,173 2 2 4 7.29% SDGDPVQPAVLQVHQTS 409 425 69.7 27.2 68.4 2 0 0 1,777.8717
A_09 Serum deprivation‐response protein SDPR_HUMAN 47,173 3 3 5 7.76% VRYEGSYALTSEEAER 393 408 33.4 26.0 24.3 0 1 0 1,859.8769
A_09 Serum deprivation‐response protein SDPR_HUMAN 47,173 3 3 5 7.76% YEGSYALTSEEAER 395 408 79.0 25.0 77.9 2 0 0 1,604.7074
A_09 Serum deprivation‐response protein SDPR_HUMAN 47,173 3 3 5 7.76% SDGDPVQPAVLQVHQTS 409 425 57.5 27.5 55.4 2 0 0 1,777.8717
A_16 Serum deprivation‐response protein SDPR_HUMAN 47,173 3 3 6 11.50% QPVSGAVEGKEELPDENK 174 191 18.4 27.1 15.2 0 2 0 1,925.9453
A_16 Serum deprivation‐response protein SDPR_HUMAN 47,173 3 3 6 11.50% YEGSYALTSEEAER 395 408 56.2 25.0 55.5 2 0 0 1,604.7074
A_16 Serum deprivation‐response protein SDPR_HUMAN 47,173 3 3 6 11.50% SDGDPVQPAVLQVHQTS 409 425 70.8 27.5 70.8 2 0 0 1,777.8717
B_08 Serum deprivation‐response protein SDPR_HUMAN 47,173 2 2 4 7.29% YEGSYALTSEEAER 395 408 62.3 25.0 58.3 2 0 0 1,604.7074
B_08 Serum deprivation‐response protein SDPR_HUMAN 47,173 2 2 4 7.29% SDGDPVQPAVLQVHQTS 409 425 77.5 27.4 75.6 2 0 0 1,777.8717
B_09 Serum deprivation‐response protein SDPR_HUMAN 47,173 3 3 6 7.76% VRYEGSYALTSEEAER 393 408 41.9 26.0 35.5 0 2 0 1,859.8769



B_09 Serum deprivation‐response protein SDPR_HUMAN 47,173 3 3 6 7.76% YEGSYALTSEEAER 395 408 71.5 25.0 71.5 2 0 0 1,604.7074
B_09 Serum deprivation‐response protein SDPR_HUMAN 47,173 3 3 6 7.76% SDGDPVQPAVLQVHQTS 409 425 62.7 27.4 62.7 2 0 0 1,777.8717
B_16 Serum deprivation‐response protein SDPR_HUMAN 47,173 2 2 3 7.29% YEGSYALTSEEAER 395 408 29.8 25.0 29.8 1 0 0 1,604.7074
B_16 Serum deprivation‐response protein SDPR_HUMAN 47,173 2 2 3 7.29% SDGDPVQPAVLQVHQTS 409 425 71.7 27.4 71.7 2 0 0 1,777.8717
F_10 Serum deprivation‐response protein SDPR_HUMAN 47,173 2 2 4 7.29% YEGSYALTSEEAER 395 408 56.4 25.0 56.4 2 0 0 1,604.7074
F_10 Serum deprivation‐response protein SDPR_HUMAN 47,173 2 2 4 7.29% SDGDPVQPAVLQVHQTS 409 425 77.4 27.7 72.6 2 0 0 1,777.8717
L_10 Serum deprivation‐response protein SDPR_HUMAN 47,173 2 2 2 6.59% RLENNHAQLLR 141 151 24.8 26.4 14.3 0 1 0 1,363.7553
L_10 Serum deprivation‐response protein SDPR_HUMAN 47,173 2 2 2 6.59% SDGDPVQPAVLQVHQTS 409 425 74.0 27.6 73.2 1 0 0 1,777.8717
A_10 Protein SEC13 homolog SEC13_HUMAN 35,540 3 3 6 12.10% NGGQILIADLR 44 54 62.3 26.2 53.9 2 0 0 1,169.6639
A_10 Protein SEC13 homolog SEC13_HUMAN 35,540 3 3 6 12.10% FASGGCDNLIK 182 192 48.8 26.0 28.9 2 0 0 1,181.5621
A_10 Protein SEC13 homolog SEC13_HUMAN 35,540 3 3 6 12.10% GQGSVSASVTEGQQNEQ 306 322 53.7 25.0 46.6 2 0 0 1,705.7624
B_10 Protein SEC13 homolog SEC13_HUMAN 35,540 2 2 4 6.83% NGGQILIADLR 44 54 69.0 26.2 55.2 2 0 0 1,169.6639
B_10 Protein SEC13 homolog SEC13_HUMAN 35,540 2 2 4 6.83% FASGGCDNLIK 182 192 49.8 26.1 33.8 2 0 0 1,181.5621
B_11 Protein SEC13 homolog SEC13_HUMAN 35,540 2 2 3 6.83% NGGQILIADLR 44 54 56.2 26.2 45.4 2 0 0 1,169.6639
B_11 Protein SEC13 homolog SEC13_HUMAN 35,540 2 2 3 6.83% FASGGCDNLIK 182 192 26.8 26.1 13.5 1 0 0 1,181.5621
C_10 Protein SEC13 homolog SEC13_HUMAN 35,540 2 2 4 6.83% NGGQILIADLR 44 54 65.4 25.6 50.6 2 0 0 1,169.6639
C_10 Protein SEC13 homolog SEC13_HUMAN 35,540 2 2 4 6.83% FASGGCDNLIK 182 192 37.8 25.3 25.9 2 0 0 1,181.5621
H_08 Protein SEC13 homolog SEC13_HUMAN 35,540 2 2 4 6.83% NGGQILIADLR 44 54 65.9 25.2 54.9 2 0 0 1,169.6639
H_08 Protein SEC13 homolog SEC13_HUMAN 35,540 2 2 4 6.83% FASGGCDNLIK 182 192 42.8 26.0 28.3 2 0 0 1,181.5621
H_09 Protein SEC13 homolog SEC13_HUMAN 35,540 2 2 4 6.83% NGGQILIADLR 44 54 62.1 25.6 53.8 2 0 0 1,169.6639
H_09 Protein SEC13 homolog SEC13_HUMAN 35,540 2 2 4 6.83% FASGGCDNLIK 182 192 47.7 26.0 28.1 2 0 0 1,181.5621
I_09 Protein SEC13 homolog SEC13_HUMAN 35,540 3 3 5 11.50% NGGQILIADLR 44 54 56.3 25.6 41.7 2 0 0 1,169.6639
I_09 Protein SEC13 homolog SEC13_HUMAN 35,540 3 3 5 11.50% FASGGCDNLIK 182 192 46.8 26.0 26.0 2 0 0 1,181.5621
I_09 Protein SEC13 homolog SEC13_HUMAN 35,540 3 3 5 11.50% ESVDGQWVCISDVNK 291 305 40.6 25.0 39.5 1 0 0 1,735.7957
B_23 Semaphorin‐4D SEM4D_HUMAN 96,151 3 3 5 4.87% QTECLNYIR 105 113 32.7 26.2 22.0 1 0 0 1,196.5729
B_23 Semaphorin‐4D SEM4D_HUMAN 96,151 3 3 5 4.87% DHPLMDDSVTPIDNRPR 396 412 31.6 25.3 23.0 0 2 0 1,993.9400
B_23 Semaphorin‐4D SEM4D_HUMAN 96,151 3 3 5 4.87% GLIQEMSGDASVCPDK 541 556 66.8 25.0 66.5 2 0 0 1,722.7676
C_23 Semaphorin‐4D SEM4D_HUMAN 96,151 2 2 4 1.28% SKQTECLNYIR 103 113 22.0 26.3 14.0 0 2 0 1,411.6999
C_23 Semaphorin‐4D SEM4D_HUMAN 96,151 2 2 4 1.28% QTECLNYIR 105 113 33.2 26.2 18.0 2 0 0 1,196.5729
A_18 Semaphorin‐6B SEM6B_HUMAN 95,285 4 4 7 5.52% LTPAEGADDLNIQR 56 69 66.9 27.0 58.7 2 0 0 1,512.7655
A_18 Semaphorin‐6B SEM6B_HUMAN 95,285 4 4 7 5.52% TLFIGDRDNLYR 76 87 33.6 26.8 29.1 2 0 0 1,482.7701
A_18 Semaphorin‐6B SEM6B_HUMAN 95,285 4 4 7 5.52% VELEPPTSTELR 88 99 42.1 26.9 34.4 2 0 0 1,370.7163
A_18 Semaphorin‐6B SEM6B_HUMAN 95,285 4 4 7 5.52% EIAMEFNYLEK 247 257 23.3 25.3 16.9 1 0 0 1,402.6560
A_19 Semaphorin‐6B SEM6B_HUMAN 95,285 2 3 5 2.82% LTPAEGADDLNIQR 56 69 68.9 26.8 57.5 2 2 0 1,512.7655
A_19 Semaphorin‐6B SEM6B_HUMAN 95,285 2 3 5 2.82% EIAMEFNYLEK 247 257 22.2 25.3 14.5 1 0 0 1,402.6560
B_18 Semaphorin‐6B SEM6B_HUMAN 95,285 4 4 7 5.52% LTPAEGADDLNIQR 56 69 65.7 27.4 55.6 2 0 0 1,512.7655
B_18 Semaphorin‐6B SEM6B_HUMAN 95,285 4 4 7 5.52% TLFIGDRDNLYR 76 87 25.6 26.8 18.0 2 0 0 1,482.7701
B_18 Semaphorin‐6B SEM6B_HUMAN 95,285 4 4 7 5.52% VELEPPTSTELR 88 99 35.3 26.8 27.5 2 0 0 1,370.7163
B_18 Semaphorin‐6B SEM6B_HUMAN 95,285 4 4 7 5.52% EIAMEFNYLEK 247 257 22.0 25.2 22.0 1 0 0 1,402.6560
B_19 Semaphorin‐6B SEM6B_HUMAN 95,285 3 4 5 3.72% LTPAEGADDLNIQR 56 69 72.0 27.0 62.0 2 1 0 1,512.7655
B_19 Semaphorin‐6B SEM6B_HUMAN 95,285 3 4 5 3.72% VELEPPTSTELR 88 99 26.8 27.1 7.1 1 0 0 1,370.7163
B_19 Semaphorin‐6B SEM6B_HUMAN 95,285 3 4 5 3.72% QWTSFLK 281 287 25.1 26.4 6.4 1 0 0 909.4829
C_18 Semaphorin‐6B SEM6B_HUMAN 95,285 3 3 5 3.60% LTPAEGADDLNIQR 56 69 82.9 26.8 67.3 2 0 0 1,512.7655
C_18 Semaphorin‐6B SEM6B_HUMAN 95,285 3 3 5 3.60% EIAMEFNYLEK 247 257 34.6 25.2 31.4 2 0 0 1,402.6560
C_18 Semaphorin‐6B SEM6B_HUMAN 95,285 3 3 5 3.60% QWTSFLK 281 287 21.5 26.8 9.5 1 0 0 909.4829
C_19 Semaphorin‐6B SEM6B_HUMAN 95,285 6 7 12 7.88% DYLNHYPVFVGSGPGR 40 55 21.4 27.1 12.4 1 0 0 1,777.8657
C_19 Semaphorin‐6B SEM6B_HUMAN 95,285 6 7 12 7.88% LTPAEGADDLNIQR 56 69 70.8 27.3 51.1 2 0 0 1,512.7655
C_19 Semaphorin‐6B SEM6B_HUMAN 95,285 6 7 12 7.88% TLFIGDRDNLYR 76 87 22.5 26.8 11.6 1 2 0 1,482.7701
C_19 Semaphorin‐6B SEM6B_HUMAN 95,285 6 7 12 7.88% SNPSDINVCR 108 117 31.5 25.0 16.8 2 0 0 1,161.5317
C_19 Semaphorin‐6B SEM6B_HUMAN 95,285 6 7 12 7.88% EIAMEFNYLEK 247 257 39.7 25.0 32.0 2 0 0 1,402.6560
C_19 Semaphorin‐6B SEM6B_HUMAN 95,285 6 7 12 7.88% QWTSFLK 281 287 33.4 26.8 9.9 2 0 0 909.4829
D_23 Semaphorin‐6B SEM6B_HUMAN 95,285 2 2 4 2.93% LTPAEGADDLNIQR 56 69 80.9 26.8 71.8 2 0 0 1,512.7655
D_23 Semaphorin‐6B SEM6B_HUMAN 95,285 2 2 4 2.93% VELEPPTSTELR 88 99 33.8 26.4 28.4 2 0 0 1,370.7163
E_23 Semaphorin‐6B SEM6B_HUMAN 95,285 3 4 7 4.17% LTPAEGADDLNIQR 56 69 66.1 27.3 61.5 2 1 0 1,512.7655
E_23 Semaphorin‐6B SEM6B_HUMAN 95,285 3 4 7 4.17% VELEPPTSTELR 88 99 49.5 26.6 44.5 2 0 0 1,370.7163
E_23 Semaphorin‐6B SEM6B_HUMAN 95,285 3 4 7 4.17% EIAMEFNYLEK 247 257 51.9 25.3 41.3 2 0 0 1,402.6560
E_24 Semaphorin‐6B SEM6B_HUMAN 95,285 2 2 3 2.93% LTPAEGADDLNIQR 56 69 53.0 27.3 48.2 2 0 0 1,512.7655
E_24 Semaphorin‐6B SEM6B_HUMAN 95,285 2 2 3 2.93% VELEPPTSTELR 88 99 24.9 26.6 21.5 1 0 0 1,370.7163
F_16 Semaphorin‐6B SEM6B_HUMAN 95,285 4 4 7 4.95% LTPAEGADDLNIQR 56 69 65.8 26.9 53.7 2 0 0 1,512.7655
F_16 Semaphorin‐6B SEM6B_HUMAN 95,285 4 4 7 4.95% VELEPPTSTELR 88 99 24.4 27.1 19.3 1 0 0 1,370.7163
F_16 Semaphorin‐6B SEM6B_HUMAN 95,285 4 4 7 4.95% EIAMEFNYLEK 247 257 44.1 25.3 41.3 2 0 0 1,402.6560
F_16 Semaphorin‐6B SEM6B_HUMAN 95,285 4 4 7 4.95% QWTSFLK 281 287 21.7 26.4 1.9 2 0 0 909.4829
G_16 Semaphorin‐6B SEM6B_HUMAN 95,285 3 3 4 3.72% LTPAEGADDLNIQR 56 69 66.2 27.5 58.7 2 0 0 1,512.7655
G_16 Semaphorin‐6B SEM6B_HUMAN 95,285 3 3 4 3.72% VELEPPTSTELR 88 99 25.4 26.8 11.8 1 0 0 1,370.7163
G_16 Semaphorin‐6B SEM6B_HUMAN 95,285 3 3 4 3.72% QWTSFLK 281 287 21.4 26.6 0.0 1 0 0 909.4829
H_15 Semaphorin‐6B SEM6B_HUMAN 95,285 2 2 3 2.93% LTPAEGADDLNIQR 56 69 72.7 26.9 55.3 2 0 0 1,512.7655
H_15 Semaphorin‐6B SEM6B_HUMAN 95,285 2 2 3 2.93% VELEPPTSTELR 88 99 35.6 27.1 11.5 1 0 0 1,370.7163
H_16 Semaphorin‐6B SEM6B_HUMAN 95,285 2 2 2 2.14% VELEPPTSTELR 88 99 24.4 26.8 7.7 1 0 0 1,370.7163
H_16 Semaphorin‐6B SEM6B_HUMAN 95,285 2 2 2 2.14% QWTSFLK 281 287 21.6 26.4 1.9 1 0 0 909.4829
J_15 Semaphorin‐6B SEM6B_HUMAN 95,285 2 2 3 2.93% LTPAEGADDLNIQR 56 69 68.4 27.4 65.7 2 0 0 1,512.7655
J_15 Semaphorin‐6B SEM6B_HUMAN 95,285 2 2 3 2.93% VELEPPTSTELR 88 99 21.0 27.3 13.2 1 0 0 1,370.7163
K_16 Semaphorin‐6B SEM6B_HUMAN 95,285 3 4 5 4.28% LTPAEGADDLNIQR 56 69 60.5 27.2 46.7 1 0 0 1,512.7655
K_16 Semaphorin‐6B SEM6B_HUMAN 95,285 3 4 5 4.28% TLFIGDRDNLYR 76 87 22.5 26.8 19.1 1 1 0 1,482.7701
K_16 Semaphorin‐6B SEM6B_HUMAN 95,285 3 4 5 4.28% VELEPPTSTELR 88 99 30.0 26.6 24.7 2 0 0 1,370.7163
N_11 Semaphorin‐6B SEM6B_HUMAN 95,285 3 3 6 4.17% LTPAEGADDLNIQR 56 69 58.6 27.2 46.0 2 0 0 1,512.7655
N_11 Semaphorin‐6B SEM6B_HUMAN 95,285 3 3 6 4.17% VELEPPTSTELR 88 99 30.3 26.9 16.7 2 0 0 1,370.7163
N_11 Semaphorin‐6B SEM6B_HUMAN 95,285 3 3 6 4.17% EIAMEFNYLEK 247 257 41.0 25.9 29.8 2 0 0 1,402.6560
O_11 Semaphorin‐6B SEM6B_HUMAN 95,285 2 2 3 2.93% LTPAEGADDLNIQR 56 69 67.6 27.5 52.3 2 0 0 1,512.7655
O_11 Semaphorin‐6B SEM6B_HUMAN 95,285 2 2 3 2.93% VELEPPTSTELR 88 99 30.6 27.0 19.4 1 0 0 1,370.7163
P_11 Semaphorin‐6B SEM6B_HUMAN 95,285 3 3 5 4.17% LTPAEGADDLNIQR 56 69 60.0 27.4 44.8 2 0 0 1,512.7655
P_11 Semaphorin‐6B SEM6B_HUMAN 95,285 3 3 5 4.17% VELEPPTSTELR 88 99 26.6 27.3 18.9 1 0 0 1,370.7163
P_11 Semaphorin‐6B SEM6B_HUMAN 95,285 3 3 5 4.17% EIAMEFNYLEK 247 257 50.2 25.6 43.1 2 0 0 1,402.6560
A_14 Septin‐11 SEP11_HUMAN 48,993 6 7 15 15.20% STLMDTLFNTK 55 65 43.0 25.9 40.5 2 0 0 1,270.6349
A_14 Septin‐11 SEP11_HUMAN 48,993 6 7 15 15.20% FESDPATHNEPGVR 66 79 51.7 25.1 48.7 2 1 0 1,555.7136
A_14 Septin‐11 SEP11_HUMAN 48,993 6 7 15 15.20% VNIIPIIAK 176 184 38.6 25.0 0.0 4 0 0 980.6504
A_14 Septin‐11 SEP11_HUMAN 48,993 6 7 15 15.20% ELEEEVNNFQK 387 397 51.2 25.8 38.7 2 0 0 1,378.6485
A_14 Septin‐11 SEP11_HUMAN 48,993 6 7 15 15.20% KAAAQLLQSQAQQSGAQQTK 399 418 50.6 26.6 26.1 0 2 0 2,085.1049
A_14 Septin‐11 SEP11_HUMAN 48,993 6 7 15 15.20% AAAQLLQSQAQQSGAQQTK 400 418 70.9 27.6 61.0 2 0 0 1,957.0099
B_13 Septin‐11 SEP11_HUMAN 48,993 3 3 4 7.93% STLMDTLFNTK 55 65 26.0 25.9 20.8 1 0 0 1,270.6349
B_13 Septin‐11 SEP11_HUMAN 48,993 3 3 4 7.93% FESDPATHNEPGVR 66 79 33.9 25.1 23.3 1 0 0 1,555.7136
B_13 Septin‐11 SEP11_HUMAN 48,993 3 3 4 7.93% VNIIPIIAK 176 184 36.8 25.0 0.0 2 0 0 980.6504
B_14 Septin‐11 SEP11_HUMAN 48,993 9 12 21 22.10% STLMDTLFNTK 55 65 46.8 26.5 38.5 4 0 0 1,286.6299
B_14 Septin‐11 SEP11_HUMAN 48,993 9 12 21 22.10% FESDPATHNEPGVR 66 79 47.0 25.3 42.5 2 2 0 1,555.7136
B_14 Septin‐11 SEP11_HUMAN 48,993 9 12 21 22.10% SLFNYHDTR 138 146 25.7 25.8 8.8 1 0 0 1,152.5432
B_14 Septin‐11 SEP11_HUMAN 48,993 9 12 21 22.10% DTDPDSKPFSLQETYEAK 309 326 32.7 25.0 29.6 0 1 0 2,070.9505
B_14 Septin‐11 SEP11_HUMAN 48,993 9 12 21 22.10% RNEFLGELQK 327 336 35.4 28.8 11.6 2 0 0 1,233.6587
B_14 Septin‐11 SEP11_HUMAN 48,993 9 12 21 22.10% KKELEEEVNNFQK 385 397 38.3 28.0 29.1 0 2 0 1,634.8385
B_14 Septin‐11 SEP11_HUMAN 48,993 9 12 21 22.10% ELEEEVNNFQK 387 397 59.0 25.8 35.5 1 0 0 1,378.6485
B_14 Septin‐11 SEP11_HUMAN 48,993 9 12 21 22.10% KAAAQLLQSQAQQSGAQQTK 399 418 49.7 26.4 41.7 0 2 0 2,085.1049
B_14 Septin‐11 SEP11_HUMAN 48,993 9 12 21 22.10% AAAQLLQSQAQQSGAQQTK 400 418 92.9 27.7 89.1 2 2 0 1,957.0099
C_14 Septin‐11 SEP11_HUMAN 48,993 4 4 6 12.40% FESDPATHNEPGVR 66 79 36.3 25.3 26.6 1 0 0 1,555.7136
C_14 Septin‐11 SEP11_HUMAN 48,993 4 4 6 12.40% VNIIPIIAK 176 184 33.1 25.0 0.0 1 0 0 980.6504
C_14 Septin‐11 SEP11_HUMAN 48,993 4 4 6 12.40% ELEEEVNNFQK 387 397 48.6 25.3 29.8 2 0 0 1,378.6485
C_14 Septin‐11 SEP11_HUMAN 48,993 4 4 6 12.40% AAAQLLQSQAQQSGAQQTK 400 418 69.7 28.1 62.7 0 2 0 1,957.0099
F_15 Septin‐11 SEP11_HUMAN 48,993 3 3 5 9.09% STLMDTLFNTK 55 65 38.7 26.0 32.3 1 0 0 1,286.6299
F_15 Septin‐11 SEP11_HUMAN 48,993 3 3 5 9.09% VNIIPIIAK 176 184 30.0 25.0 0.0 2 0 0 980.6504
F_15 Septin‐11 SEP11_HUMAN 48,993 3 3 5 9.09% AAAQLLQSQAQQSGAQQTK 400 418 85.6 27.9 82.2 2 0 0 1,957.0099
H_12 Septin‐11 SEP11_HUMAN 48,993 3 3 4 7.23% STLMDTLFNTK 55 65 34.4 26.0 28.7 1 0 0 1,286.6299
H_12 Septin‐11 SEP11_HUMAN 48,993 3 3 4 7.23% KAAAQLLQSQAQQSGAQQTK 399 418 30.7 26.6 16.9 0 1 0 2,085.1049
H_12 Septin‐11 SEP11_HUMAN 48,993 3 3 4 7.23% AAAQLLQSQAQQSGAQQTK 400 418 81.3 28.0 75.8 2 0 0 1,957.0099
I_12 Septin‐11 SEP11_HUMAN 48,993 3 5 7 7.23% STLMDTLFNTK 55 65 35.4 25.9 30.8 2 0 0 1,286.6299
I_12 Septin‐11 SEP11_HUMAN 48,993 3 5 7 7.23% KAAAQLLQSQAQQSGAQQTK 399 418 55.8 26.6 42.0 0 1 0 2,085.1049



I_12 Septin‐11 SEP11_HUMAN 48,993 3 5 7 7.23% AAAQLLQSQAQQSGAQQTK 400 418 70.7 27.6 59.1 2 2 0 1,957.0099
J_12 Septin‐11 SEP11_HUMAN 48,993 2 2 2 6.53% VNIIPIIAK 176 184 27.7 25.0 0.0 1 0 0 980.6504
J_12 Septin‐11 SEP11_HUMAN 48,993 2 2 2 6.53% AAAQLLQSQAQQSGAQQTK 400 418 27.5 27.5 21.6 0 1 0 1,957.0099
K_12 Septin‐11 SEP11_HUMAN 48,993 5 5 7 11.20% VNIIPIIAK 176 184 29.7 25.0 0.0 2 0 0 980.6504
K_12 Septin‐11 SEP11_HUMAN 48,993 5 5 7 11.20% DTDPDSKPFSLQETYEAK 309 326 24.2 25.0 20.6 0 1 0 2,070.9505
K_12 Septin‐11 SEP11_HUMAN 48,993 5 5 7 11.20% KAAAQLLQSQAQQSGAQQTK 399 418 29.4 26.7 6.3 0 1 0 2,085.1049
K_12 Septin‐11 SEP11_HUMAN 48,993 5 5 7 11.20% AAAQLLQSQAQQSGAQQTK 400 418 64.3 27.6 59.0 2 0 0 1,957.0099
K_12 Septin‐11 SEP11_HUMAN 48,993 5 5 7 11.20% AAAQLLQSQAQQSGAQQTKK 400 419 21.7 26.5 6.9 0 1 0 2,085.1049
L_08 Septin‐11 SEP11_HUMAN 48,993 3 3 3 9.09% VNIIPIIAK 176 184 21.8 25.0 0.0 1 0 0 980.6504
L_08 Septin‐11 SEP11_HUMAN 48,993 3 3 3 9.09% ELEEEVNNFQK 387 397 39.9 26.2 32.6 1 0 0 1,378.6485
L_08 Septin‐11 SEP11_HUMAN 48,993 3 3 3 9.09% AAAQLLQSQAQQSGAQQTK 400 418 89.1 27.6 86.5 1 0 0 1,957.0099
L_09 Septin‐11 SEP11_HUMAN 48,993 2 2 2 6.53% VNIIPIIAK 176 184 32.7 25.0 0.0 1 0 0 980.6504
L_09 Septin‐11 SEP11_HUMAN 48,993 2 2 2 6.53% AAAQLLQSQAQQSGAQQTK 400 418 81.3 27.6 73.9 1 0 0 1,957.0099
L_15 Septin‐11 SEP11_HUMAN 48,993 2 2 3 6.53% VNIIPIIAK 176 184 21.9 25.0 0.0 1 0 0 980.6504
L_15 Septin‐11 SEP11_HUMAN 48,993 2 2 3 6.53% AAAQLLQSQAQQSGAQQTK 400 418 74.5 27.7 68.9 2 0 0 1,957.0099
M_08 Septin‐11 SEP11_HUMAN 48,993 2 2 4 6.53% VNIIPIIAK 176 184 25.9 25.0 0.0 2 0 0 980.6504
M_08 Septin‐11 SEP11_HUMAN 48,993 2 2 4 6.53% AAAQLLQSQAQQSGAQQTK 400 418 68.1 27.7 62.2 2 0 0 1,957.0099
Q_08 Septin‐11 SEP11_HUMAN 48,993 2 2 4 4.66% VNIIPIIAK 176 184 37.2 25.0 0.0 2 0 0 980.6504
Q_08 Septin‐11 SEP11_HUMAN 48,993 2 2 4 4.66% ELEEEVNNFQK 387 397 55.8 26.4 42.3 2 0 0 1,378.6485
A_12 Septin‐2 SEPT2_HUMAN 41,488 4 4 8 17.70% LTVVDTPGYGDAINCR 97 112 93.9 26.8 90.5 2 0 0 1,750.8431
A_12 Septin‐2 SEPT2_HUMAN 41,488 4 4 8 17.70% VNIVPVIAK 175 183 41.7 25.0 17.8 2 0 0 952.6190
A_12 Septin‐2 SEPT2_HUMAN 41,488 4 4 8 17.70% KVENEDMNKDQILLEK 310 325 43.6 28.0 32.4 0 2 0 1,961.9852
A_12 Septin‐2 SEPT2_HUMAN 41,488 4 4 8 17.70% MQAQMQMQMQGGDGDGGALGHHV 339 361 51.8 25.0 41.5 0 2 0 2,447.9800
B_12 Septin‐2 SEPT2_HUMAN 41,488 4 4 7 17.70% LTVVDTPGYGDAINCR 97 112 88.2 26.8 81.4 2 0 0 1,750.8431
B_12 Septin‐2 SEPT2_HUMAN 41,488 4 4 7 17.70% VNIVPVIAK 175 183 33.5 25.0 17.5 2 0 0 952.6190
B_12 Septin‐2 SEPT2_HUMAN 41,488 4 4 7 17.70% KVENEDMNKDQILLEK 310 325 28.4 28.2 24.4 1 0 0 1,961.9852
B_12 Septin‐2 SEPT2_HUMAN 41,488 4 4 7 17.70% MQAQMQMQMQGGDGDGGALGHHV 339 361 50.3 25.0 40.1 0 2 0 2,447.9800
C_12 Septin‐2 SEPT2_HUMAN 41,488 4 4 6 17.70% LTVVDTPGYGDAINCR 97 112 57.0 26.8 57.0 1 0 0 1,750.8431
C_12 Septin‐2 SEPT2_HUMAN 41,488 4 4 6 17.70% VNIVPVIAK 175 183 33.7 25.0 17.2 2 0 0 952.6190
C_12 Septin‐2 SEPT2_HUMAN 41,488 4 4 6 17.70% KVENEDMNKDQILLEK 310 325 25.2 28.3 15.8 0 2 0 1,961.9852
C_12 Septin‐2 SEPT2_HUMAN 41,488 4 4 6 17.70% MQAQMQMQMQGGDGDGGALGHHV 339 361 28.1 25.0 19.0 0 1 0 2,447.9800
F_14 Septin‐2 SEPT2_HUMAN 41,488 2 2 3 8.31% TVQIEASTVEIEER 78 91 93.9 27.9 76.2 2 0 0 1,603.8174
F_14 Septin‐2 SEPT2_HUMAN 41,488 2 2 3 8.31% KVENEDMNKDQILLEK 310 325 18.5 28.1 4.3 0 1 0 1,961.9852
G_14 Septin‐2 SEPT2_HUMAN 41,488 2 2 3 6.37% TVQIEASTVEIEER 78 91 47.2 27.9 37.5 2 0 0 1,603.8174
G_14 Septin‐2 SEPT2_HUMAN 41,488 2 2 3 6.37% VNIVPVIAK 175 183 24.9 25.0 6.8 1 0 0 952.6190
H_10 Septin‐2 SEPT2_HUMAN 41,488 3 3 5 9.97% LTVVDTPGYGDAINCR 97 112 101.0 26.8 96.9 2 0 0 1,750.8431
H_10 Septin‐2 SEPT2_HUMAN 41,488 3 3 5 9.97% VNIVPVIAK 175 183 34.4 25.0 17.2 1 0 0 952.6190
H_10 Septin‐2 SEPT2_HUMAN 41,488 3 3 5 9.97% ILDEIEEHNIK 199 209 47.9 26.9 41.2 2 0 0 1,352.7058
I_10 Septin‐2 SEPT2_HUMAN 41,488 3 3 6 9.97% LTVVDTPGYGDAINCR 97 112 84.4 26.8 84.4 2 0 0 1,750.8431
I_10 Septin‐2 SEPT2_HUMAN 41,488 3 3 6 9.97% VNIVPVIAK 175 183 41.8 25.0 17.7 2 0 0 952.6190
I_10 Septin‐2 SEPT2_HUMAN 41,488 3 3 6 9.97% ILDEIEEHNIK 199 209 58.0 26.9 51.5 2 0 0 1,352.7058
K_10 Septin‐2 SEPT2_HUMAN 41,488 4 4 8 13.90% TVQIEASTVEIEER 78 91 62.1 28.1 46.7 2 0 0 1,603.8174
K_10 Septin‐2 SEPT2_HUMAN 41,488 4 4 8 13.90% LTVVDTPGYGDAINCR 97 112 79.2 26.8 79.2 2 0 0 1,750.8431
K_10 Septin‐2 SEPT2_HUMAN 41,488 4 4 8 13.90% VNIVPVIAK 175 183 42.2 25.0 25.4 2 0 0 952.6190
K_10 Septin‐2 SEPT2_HUMAN 41,488 4 4 8 13.90% ILDEIEEHNIK 199 209 46.6 27.1 41.2 2 0 0 1,352.7058
L_07 Septin‐2 SEPT2_HUMAN 41,488 3 3 4 14.10% ILDEIEEHNIK 199 209 30.4 26.8 23.6 1 0 0 1,352.7058
L_07 Septin‐2 SEPT2_HUMAN 41,488 3 3 4 14.10% ASIPFSVVGSNQLIEAK 233 249 70.7 26.6 61.3 2 0 0 1,759.9589
L_07 Septin‐2 SEPT2_HUMAN 41,488 3 3 4 14.10% MQAQMQMQMQGGDGDGGALGHHV 339 361 17.3 25.0 5.4 0 1 0 2,431.9851
L_08 Septin‐2 SEPT2_HUMAN 41,488 2 2 3 6.37% TVQIEASTVEIEER 78 91 31.4 28.0 21.4 1 0 0 1,603.8174
L_08 Septin‐2 SEPT2_HUMAN 41,488 2 2 3 6.37% VNIVPVIAK 175 183 27.9 25.0 15.0 2 0 0 952.6190
Q_07 Septin‐2 SEPT2_HUMAN 41,488 2 2 3 6.37% TVQIEASTVEIEER 78 91 77.4 27.9 55.8 2 0 0 1,603.8174
Q_07 Septin‐2 SEPT2_HUMAN 41,488 2 2 3 6.37% VNIVPVIAK 175 183 20.2 25.0 0.2 1 0 0 952.6190
A_13 Septin‐7 SEPT7_HUMAN 50,680 4 5 9 13.30% FEDYLNAESR 138 147 59.1 25.0 53.2 2 0 0 1,243.5589
A_13 Septin‐7 SEPT7_HUMAN 50,680 4 5 9 13.30% VNIIPLIAK 187 195 35.4 25.0 0.0 2 0 0 980.6504
A_13 Septin‐7 SEPT7_HUMAN 50,680 4 5 9 13.30% ADTLTPEECQQFK 196 208 57.6 25.0 44.0 2 0 0 1,566.7107
A_13 Septin‐7 SEPT7_HUMAN 50,680 4 5 9 13.30% DVTNNVHYENYR 299 310 68.4 25.0 62.9 2 1 0 1,523.6872
A_13 Septin‐7 SEPT7_HUMAN 50,680 4 5 9 13.30% KLAAVTYNGVDNNK 313 326 27.3 28.3 23.3 0 2 0 1,506.7911
A_14 Septin‐7 SEPT7_HUMAN 50,680 3 3 6 10.80% VNIIPLIAK 187 195 38.6 25.0 0.0 4 0 0 980.6504
A_14 Septin‐7 SEPT7_HUMAN 50,680 3 3 6 10.80% ADTLTPEECQQFK 196 208 40.1 25.0 35.3 2 0 0 1,566.7107
A_14 Septin‐7 SEPT7_HUMAN 50,680 3 3 6 10.80% DVTNNVHYENYR 299 310 50.6 25.0 45.7 2 0 0 1,523.6872
A_14 Septin‐7 SEPT7_HUMAN 50,680 3 3 6 10.80% LAAVTYNGVDNNK 314 326 66.1 28.0 61.8 2 0 0 1,378.6961
B_13 Septin‐7 SEPT7_HUMAN 50,680 5 7 13 13.30% FEDYLNAESR 138 147 55.9 25.0 46.1 2 0 0 1,243.5589
B_13 Septin‐7 SEPT7_HUMAN 50,680 5 7 13 13.30% VNIIPLIAK 187 195 36.8 25.0 0.0 2 0 0 980.6504
B_13 Septin‐7 SEPT7_HUMAN 50,680 5 7 13 13.30% ADTLTPEECQQFK 196 208 37.6 25.0 25.4 2 0 0 1,566.7107
B_13 Septin‐7 SEPT7_HUMAN 50,680 5 7 13 13.30% DVTNNVHYENYR 299 310 73.6 25.0 69.7 2 2 0 1,523.6872
B_13 Septin‐7 SEPT7_HUMAN 50,680 5 7 13 13.30% KLAAVTYNGVDNNK 313 326 42.2 28.2 36.8 1 2 0 1,506.7911
B_13 Septin‐7 SEPT7_HUMAN 50,680 5 7 13 13.30% LAAVTYNGVDNNK 314 326 85.6 28.1 78.1 2 0 0 1,378.6961
B_14 Septin‐7 SEPT7_HUMAN 50,680 4 4 7 9.38% ADTLTPEECQQFK 196 208 45.8 25.0 32.7 2 0 0 1,566.7107
B_14 Septin‐7 SEPT7_HUMAN 50,680 4 4 7 9.38% IYEFPETDDEEENK 222 235 46.7 25.0 46.7 2 0 0 1,757.7390
B_14 Septin‐7 SEPT7_HUMAN 50,680 4 4 7 9.38% KLAAVTYNGVDNNK 313 326 25.3 28.1 13.6 0 1 0 1,506.7911
B_14 Septin‐7 SEPT7_HUMAN 50,680 4 4 7 9.38% LAAVTYNGVDNNK 314 326 61.0 28.0 55.4 2 0 0 1,378.6961
F_15 Septin‐7 SEPT7_HUMAN 50,680 2 2 2 8.24% VNIIPLIAK 187 195 30.0 25.0 0.0 2 0 0 980.6504
F_15 Septin‐7 SEPT7_HUMAN 50,680 2 2 2 8.24% ADTLTPEECQQFK 196 208 40.5 25.0 33.4 1 0 0 1,566.7107
F_15 Septin‐7 SEPT7_HUMAN 50,680 2 2 2 8.24% KLAAVTYNGVDNNK 313 326 26.0 28.2 21.0 0 1 0 1,506.7911
H_12 Septin‐7 SEPT7_HUMAN 50,680 4 4 7 11.20% FEDYLNAESR 138 147 64.8 25.0 55.3 2 0 0 1,243.5589
H_12 Septin‐7 SEPT7_HUMAN 50,680 4 4 7 11.20% DVTNNVHYENYR 299 310 32.9 25.0 32.9 1 0 0 1,523.6872
H_12 Septin‐7 SEPT7_HUMAN 50,680 4 4 7 11.20% LAAVTYNGVDNNK 314 326 60.7 28.3 58.8 2 0 0 1,378.6961
H_12 Septin‐7 SEPT7_HUMAN 50,680 4 4 7 11.20% QFEDEKANWEAQQR 403 416 40.3 25.0 33.2 0 2 0 1,778.8093
I_12 Septin‐7 SEPT7_HUMAN 50,680 2 2 3 6.18% ADTLTPEECQQFK 196 208 22.3 25.0 14.8 1 0 0 1,566.7107
I_12 Septin‐7 SEPT7_HUMAN 50,680 2 2 3 6.18% QFEDEKANWEAQQR 403 416 51.5 25.0 42.0 0 2 0 1,778.8093
K_12 Septin‐7 SEPT7_HUMAN 50,680 3 3 6 10.80% VNIIPLIAK 187 195 29.7 25.0 0.0 2 0 0 980.6504
K_12 Septin‐7 SEPT7_HUMAN 50,680 3 3 6 10.80% ADTLTPEECQQFK 196 208 45.3 25.0 40.7 2 0 0 1,566.7107
K_12 Septin‐7 SEPT7_HUMAN 50,680 3 3 6 10.80% DVTNNVHYENYR 299 310 39.4 25.0 35.0 2 0 0 1,523.6872
K_12 Septin‐7 SEPT7_HUMAN 50,680 3 3 6 10.80% LAAVTYNGVDNNK 314 326 48.6 28.0 38.4 2 0 0 1,378.6961
L_08 Septin‐7 SEPT7_HUMAN 50,680 2 2 4 7.55% FEDYLNAESR 138 147 60.1 25.0 53.4 2 0 0 1,243.5589
L_08 Septin‐7 SEPT7_HUMAN 50,680 2 2 4 7.55% VNIIPLIAK 187 195 21.8 25.0 0.0 1 0 0 980.6504
L_08 Septin‐7 SEPT7_HUMAN 50,680 2 2 4 7.55% QFEDEKANWEAQQR 403 416 46.4 25.0 40.2 0 2 0 1,778.8093
M_08 Septin‐7 SEPT7_HUMAN 50,680 2 2 3 7.55% FEDYLNAESR 138 147 47.5 25.0 40.9 2 0 0 1,243.5589
M_08 Septin‐7 SEPT7_HUMAN 50,680 2 2 3 7.55% VNIIPLIAK 187 195 25.9 25.0 0.0 2 0 0 980.6504
M_08 Septin‐7 SEPT7_HUMAN 50,680 2 2 3 7.55% QFEDEKANWEAQQR 403 416 24.4 25.0 16.7 0 1 0 1,778.8093
Q_08 Septin‐7 SEPT7_HUMAN 50,680 2 2 3 7.32% FEDYLNAESR 138 147 42.8 25.0 38.3 2 0 0 1,243.5589
Q_08 Septin‐7 SEPT7_HUMAN 50,680 2 2 3 7.32% VNIIPLIAK 187 195 37.2 25.0 0.0 2 0 0 980.6504
Q_08 Septin‐7 SEPT7_HUMAN 50,680 2 2 3 7.32% LAAVTYNGVDNNK 314 326 54.7 28.4 48.0 1 0 0 1,378.6961
F_14 Septin‐9 SEPT9_HUMAN 65,402 2 2 4 3.24% YLQEEVNINR 390 399 36.3 27.9 27.3 2 0 0 1,277.6484
F_14 Septin‐9 SEPT9_HUMAN 65,402 2 2 4 3.24% ADTLTLEER 446 454 41.9 27.9 26.7 2 0 0 1,047.5318
K_15 Septin‐9 SEPT9_HUMAN 65,402 2 2 2 4.27% VPEVPTAPATDAAPK 172 186 35.0 27.7 32.9 1 0 0 1,463.7742
K_15 Septin‐9 SEPT9_HUMAN 65,402 2 2 2 4.27% VVNIVPVIAK 436 445 20.5 25.0 5.5 1 0 0 1,051.6874
Q_11 Septin‐9 SEPT9_HUMAN 65,402 2 2 3 4.10% VPEVPTAPATDAAPK 172 186 41.0 27.6 32.5 2 0 0 1,463.7742
Q_11 Septin‐9 SEPT9_HUMAN 65,402 2 2 3 4.10% ADTLTLEER 446 454 33.7 27.2 16.3 1 0 0 1,047.5318
A_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 5 5 9 11.30% VLISDSLDPCCR 9 20 25.8 25.5 19.3 1 0 0 1,434.6718
A_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 5 5 9 11.30% AGTGVDNVDLEAATR 76 90 54.1 26.7 43.0 2 0 0 1,488.7290
A_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 5 5 9 11.30% TLGILGLGR 147 155 34.1 25.0 27.3 2 0 0 899.5675
A_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 5 5 9 11.30% GGIVDEGALLR 237 247 41.2 25.8 19.5 2 0 0 1,099.6108
A_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 5 5 9 11.30% GTIQVITQGTSLK 352 364 73.4 26.3 64.4 2 0 0 1,345.7688
A_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 6 6 12 13.50% VLISDSLDPCCR 9 20 48.0 25.5 43.8 2 0 0 1,434.6718
A_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 6 6 12 13.50% ILQDGGLQVVEK 22 33 69.7 27.2 57.0 2 0 0 1,298.7317
A_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 6 6 12 13.50% AGTGVDNVDLEAATR 76 90 82.8 26.8 74.3 2 0 0 1,488.7290
A_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 6 6 12 13.50% TLGILGLGR 147 155 33.2 25.0 18.7 2 0 0 899.5675
A_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 6 6 12 13.50% GGIVDEGALLR 237 247 58.5 25.8 28.6 2 0 0 1,099.6108
A_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 6 6 12 13.50% GTIQVITQGTSLK 352 364 74.7 26.3 67.4 2 0 0 1,345.7688
A_16 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 2 3.75% TLGILGLGR 147 155 23.4 25.0 16.5 1 0 0 899.5675
A_16 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 2 3.75% GGIVDEGALLR 237 247 43.4 25.8 24.3 1 0 0 1,099.6108



B_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 7 8.07% AGTGVDNVDLEAATR 76 90 80.8 26.7 70.1 2 0 0 1,488.7290
B_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 7 8.07% TLGILGLGR 147 155 30.0 25.0 23.5 2 0 0 899.5675
B_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 7 8.07% GGIVDEGALLR 237 247 59.8 25.8 38.5 2 0 0 1,099.6108
B_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 7 8.07% DLPLLLFR 462 469 25.6 27.3 16.0 1 0 0 986.6035
B_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 9.01% VLISDSLDPCCR 9 20 60.9 25.4 58.3 2 0 0 1,434.6718
B_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 9.01% ILQDGGLQVVEK 22 33 75.1 26.4 53.6 2 0 0 1,298.7317
B_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 9.01% AGTGVDNVDLEAATR 76 90 108.0 27.2 95.3 2 0 0 1,488.7290
B_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 9.01% TLGILGLGR 147 155 45.7 25.0 38.8 2 0 0 899.5675
C_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 3 5.25% TLGILGLGR 147 155 25.5 25.0 23.1 1 0 0 899.5675
C_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 3 5.25% GGIVDEGALLR 237 247 30.4 26.4 21.6 1 0 0 1,099.6108
C_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 3 5.25% DLPLLLFR 462 469 21.0 27.2 15.5 1 0 0 986.6035
C_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 8.63% VLISDSLDPCCR 9 20 49.5 25.5 49.5 2 0 0 1,434.6718
C_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 8.63% ILQDGGLQVVEK 22 33 65.8 26.2 54.8 2 0 0 1,298.7317
C_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 8.63% TLGILGLGR 147 155 28.1 25.0 23.0 2 0 0 899.5675
C_15 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 8.63% GTIQVITQGTSLK 352 364 61.4 25.6 50.3 2 0 0 1,345.7688
C_16 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 3 3.75% TLGILGLGR 147 155 26.0 25.0 21.0 1 0 0 899.5675
C_16 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 3 3.75% GGIVDEGALLR 237 247 43.4 25.8 26.1 2 0 0 1,099.6108
F_16 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 4 6.75% ILQDGGLQVVEK 22 33 52.3 26.1 43.7 1 0 0 1,298.7317
F_16 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 4 6.75% AGTGVDNVDLEAATR 76 90 84.8 26.7 76.7 1 0 0 1,488.7290
F_16 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 4 6.75% TLGILGLGR 147 155 40.1 25.0 31.2 2 0 0 899.5675
H_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 9.19% VLISDSLDPCCR 9 20 33.6 25.4 32.7 2 0 0 1,434.6718
H_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 9.19% AGTGVDNVDLEAATR 76 90 76.3 27.0 66.4 2 0 0 1,488.7290
H_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 9.19% TLGILGLGR 147 155 36.3 25.0 35.5 2 0 0 899.5675
H_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 9.19% GTIQVITQGTSLK 352 364 85.4 26.2 72.4 2 0 0 1,345.7688
H_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 3 3.19% TLGILGLGR 147 155 29.3 25.0 21.7 2 0 0 899.5675
H_14 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 3 3.19% DLPLLLFR 462 469 39.8 27.1 30.7 1 0 0 986.6035
I_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 4 4.69% VLISDSLDPCCR 9 20 36.5 25.7 31.9 2 0 0 1,434.6718
I_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 4 4.69% GTIQVITQGTSLK 352 364 69.7 26.1 52.9 2 0 0 1,345.7688
J_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 4 6.94% AGTGVDNVDLEAATR 76 90 93.5 27.2 81.3 1 0 0 1,488.7290
J_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 4 6.94% TLGILGLGR 147 155 30.0 26.6 15.9 2 0 0 899.5675
J_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 4 6.94% GTIQVITQGTSLK 352 364 53.9 26.0 43.1 1 0 0 1,345.7688
K_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 5 5 9 10.70% VLISDSLDPCCR 9 20 35.0 25.7 35.0 2 0 0 1,434.6718
K_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 5 5 9 10.70% AGTGVDNVDLEAATR 76 90 89.3 27.0 79.2 2 0 0 1,488.7290
K_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 5 5 9 10.70% TLGILGLGR 147 155 29.0 25.0 20.9 2 0 0 899.5675
K_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 5 5 9 10.70% GTIQVITQGTSLK 352 364 69.7 26.1 62.3 1 0 0 1,345.7688
K_13 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 5 5 9 10.70% DLPLLLFR 462 469 22.0 27.1 21.3 2 0 0 986.6035
L_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 8.26% ILQDGGLQVVEK 22 33 77.3 26.6 63.8 2 0 0 1,298.7317
L_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 8.26% SATKVTADVINAAEK 55 69 29.4 28.2 19.4 0 2 0 1,517.8170
L_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 8.26% TLGILGLGR 147 155 38.1 26.6 30.4 2 0 0 899.5675
L_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 8 8.26% DLPLLLFR 462 469 28.1 27.3 22.0 2 0 0 986.6035
M_08 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 3 4.88% AGTGVDNVDLEAATR 76 90 49.4 27.0 46.0 1 0 0 1,488.7290
M_08 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 3 4.88% GGIVDEGALLR 237 247 54.7 27.0 41.2 2 0 0 1,099.6108
M_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 7 9.19% ILQDGGLQVVEK 22 33 43.3 26.5 35.3 2 0 0 1,298.7317
M_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 7 9.19% AGTGVDNVDLEAATR 76 90 67.7 27.3 56.9 2 0 0 1,488.7290
M_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 7 9.19% TLGILGLGR 147 155 25.4 25.0 19.6 1 0 0 899.5675
M_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 4 4 7 9.19% GTIQVITQGTSLK 352 364 74.2 25.8 66.1 2 0 0 1,345.7688
N_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 3 4.88% AGTGVDNVDLEAATR 76 90 63.8 27.1 56.9 1 0 0 1,488.7290
N_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 3 4.88% GGIVDEGALLR 237 247 47.6 27.1 33.4 2 0 0 1,099.6108
O_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 5 7.50% ILQDGGLQVVEK 22 33 51.0 26.6 37.3 1 0 0 1,298.7317
O_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 5 7.50% AGTGVDNVDLEAATR 76 90 81.8 27.2 69.2 2 0 0 1,488.7290
O_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 5 7.50% GTIQVITQGTSLK 352 364 77.4 26.4 62.4 2 0 0 1,345.7688
P_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 4 5.25% AGTGVDNVDLEAATR 76 90 86.1 27.2 77.3 2 0 0 1,488.7290
P_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 2 2 4 5.25% GTIQVITQGTSLK 352 364 72.7 26.0 64.3 2 0 0 1,345.7688
Q_08 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 4 7.32% AGTGVDNVDLEAATR 76 90 77.7 27.1 71.8 1 0 0 1,488.7290
Q_08 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 4 7.32% GGIVDEGALLR 237 247 56.1 27.1 37.4 2 0 0 1,099.6108
Q_08 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 4 7.32% GTIQVITQGTSLK 352 364 53.4 25.8 47.3 1 0 0 1,345.7688
Q_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 5 7.50% ILQDGGLQVVEK 22 33 23.8 26.7 13.8 1 0 0 1,298.7317
Q_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 5 7.50% AGTGVDNVDLEAATR 76 90 103.0 27.1 93.3 2 0 0 1,488.7290
Q_09 D‐3‐phosphoglycerate dehydrogenase SERA_HUMAN 56,651 3 3 5 7.50% GTIQVITQGTSLK 352 364 49.5 26.1 42.8 2 0 0 1,345.7688
A_07 Phosphoserine phosphatase SERB_HUMAN 25,008 2 2 4 11.60% LIAEQPPHLTPGIR 79 92 39.7 26.2 31.5 2 0 0 1,541.8801
A_07 Phosphoserine phosphatase SERB_HUMAN 25,008 2 2 4 11.60% LNIPATNVFANR 123 134 41.8 27.7 37.0 2 0 0 1,329.7273
A_11 Phosphoserine aminotransferase SERC_HUMAN 40,423 5 6 11 13.00% LPHSVLLEIQK 17 27 34.7 25.0 21.4 2 0 0 1,276.7625
A_11 Phosphoserine aminotransferase SERC_HUMAN 40,423 5 6 11 13.00% IINNTENLVR 52 61 64.2 28.5 39.8 2 0 0 1,185.6586
A_11 Phosphoserine aminotransferase SERC_HUMAN 40,423 5 6 11 13.00% FGVIFAGAQK 191 200 50.3 25.9 40.5 2 0 0 1,037.5779
A_11 Phosphoserine aminotransferase SERC_HUMAN 40,423 5 6 11 13.00% ALELNMLSLK 324 333 51.9 27.1 37.9 4 0 0 1,147.6393
A_11 Phosphoserine aminotransferase SERC_HUMAN 40,423 5 6 11 13.00% FLEMHQL 364 370 22.4 27.0 9.6 1 0 0 933.4500
D_17 Phosphoserine aminotransferase SERC_HUMAN 40,423 3 3 5 7.84% IINNTENLVR 52 61 66.6 28.0 47.8 2 0 0 1,185.6586
D_17 Phosphoserine aminotransferase SERC_HUMAN 40,423 3 3 5 7.84% FGVIFAGAQK 191 200 38.4 25.0 33.3 2 0 0 1,037.5779
D_17 Phosphoserine aminotransferase SERC_HUMAN 40,423 3 3 5 7.84% ECPSVLEYK 223 231 24.9 25.7 17.8 1 0 0 1,124.5293
D_18 Phosphoserine aminotransferase SERC_HUMAN 40,423 6 6 8 17.30% QVVNFGPGPAK 6 16 20.9 25.4 11.0 1 0 0 1,113.6052
D_18 Phosphoserine aminotransferase SERC_HUMAN 40,423 6 6 8 17.30% ELLAVPDNYK 62 71 24.5 29.3 18.3 1 0 0 1,161.6151
D_18 Phosphoserine aminotransferase SERC_HUMAN 40,423 6 6 8 17.30% FGTINIVHPK 118 127 35.7 25.9 22.6 1 0 0 1,125.6416
D_18 Phosphoserine aminotransferase SERC_HUMAN 40,423 6 6 8 17.30% ECPSVLEYK 223 231 20.1 25.7 19.2 1 0 0 1,124.5293
D_18 Phosphoserine aminotransferase SERC_HUMAN 40,423 6 6 8 17.30% ALELNMLSLK 324 333 38.5 27.1 30.0 2 0 0 1,147.6393
D_18 Phosphoserine aminotransferase SERC_HUMAN 40,423 6 6 8 17.30% ASLYNAVTIEDVQK 343 356 83.8 27.9 72.8 2 0 0 1,550.8061
E_17 Phosphoserine aminotransferase SERC_HUMAN 40,423 2 2 4 5.41% IINNTENLVR 52 61 37.6 28.0 19.8 2 0 0 1,185.6586
E_17 Phosphoserine aminotransferase SERC_HUMAN 40,423 2 2 4 5.41% FGVIFAGAQK 191 200 31.2 25.0 24.7 2 0 0 1,037.5779
E_18 Phosphoserine aminotransferase SERC_HUMAN 40,423 4 4 7 12.70% ELLAVPDNYK 62 71 24.9 29.1 22.1 1 0 0 1,161.6151
E_18 Phosphoserine aminotransferase SERC_HUMAN 40,423 4 4 7 12.70% FGVIFAGAQK 191 200 40.2 25.0 32.0 2 0 0 1,037.5779
E_18 Phosphoserine aminotransferase SERC_HUMAN 40,423 4 4 7 12.70% NVGSAGVTVVIVR 201 213 63.4 25.8 57.9 2 0 0 1,270.7477
E_18 Phosphoserine aminotransferase SERC_HUMAN 40,423 4 4 7 12.70% ASLYNAVTIEDVQK 343 356 61.1 27.8 49.0 2 0 0 1,550.8061
F_13 Phosphoserine aminotransferase SERC_HUMAN 40,423 7 9 15 19.20% QVVNFGPGPAK 6 16 40.0 26.6 29.5 1 0 0 1,113.6052
F_13 Phosphoserine aminotransferase SERC_HUMAN 40,423 7 9 15 19.20% GVGISVLEMSHR 34 45 57.4 26.9 44.9 4 0 0 1,284.6729
F_13 Phosphoserine aminotransferase SERC_HUMAN 40,423 7 9 15 19.20% IINNTENLVR 52 61 66.1 28.0 41.6 2 0 0 1,185.6586
F_13 Phosphoserine aminotransferase SERC_HUMAN 40,423 7 9 15 19.20% ELLAVPDNYK 62 71 35.8 28.8 27.4 1 0 0 1,161.6151
F_13 Phosphoserine aminotransferase SERC_HUMAN 40,423 7 9 15 19.20% DDLLGFALR 214 222 49.8 28.4 32.6 2 0 0 1,019.5522
F_13 Phosphoserine aminotransferase SERC_HUMAN 40,423 7 9 15 19.20% ECPSVLEYK 223 231 28.0 25.4 22.6 2 0 0 1,124.5293
F_13 Phosphoserine aminotransferase SERC_HUMAN 40,423 7 9 15 19.20% ALELNMLSLK 324 333 59.4 26.7 44.1 3 0 0 1,147.6393
G_13 Phosphoserine aminotransferase SERC_HUMAN 40,423 3 3 6 8.38% QVVNFGPGPAK 6 16 52.6 26.7 41.0 2 0 0 1,113.6052
G_13 Phosphoserine aminotransferase SERC_HUMAN 40,423 3 3 6 8.38% LPHSVLLEIQK 17 27 35.5 25.0 34.0 2 0 0 1,276.7625
G_13 Phosphoserine aminotransferase SERC_HUMAN 40,423 3 3 6 8.38% ECPSVLEYK 223 231 33.8 25.8 21.3 2 0 0 1,124.5293
G_14 Phosphoserine aminotransferase SERC_HUMAN 40,423 3 3 4 8.38% QVVNFGPGPAK 6 16 22.4 26.1 16.3 1 0 0 1,113.6052
G_14 Phosphoserine aminotransferase SERC_HUMAN 40,423 3 3 4 8.38% IINNTENLVR 52 61 58.1 28.2 41.3 2 0 0 1,185.6586
G_14 Phosphoserine aminotransferase SERC_HUMAN 40,423 3 3 4 8.38% FGTINIVHPK 118 127 23.0 25.4 18.1 1 0 0 1,125.6416
M_07 Phosphoserine aminotransferase SERC_HUMAN 40,423 5 5 7 14.60% QVVNFGPGPAK 6 16 36.7 26.3 22.8 2 0 0 1,113.6052
M_07 Phosphoserine aminotransferase SERC_HUMAN 40,423 5 5 7 14.60% IINNTENLVR 52 61 57.5 27.7 36.6 2 0 0 1,185.6586
M_07 Phosphoserine aminotransferase SERC_HUMAN 40,423 5 5 7 14.60% ELLAVPDNYK 62 71 22.4 28.4 16.7 1 0 0 1,161.6151
M_07 Phosphoserine aminotransferase SERC_HUMAN 40,423 5 5 7 14.60% FGTINIVHPK 118 127 20.1 25.6 10.4 1 0 0 1,125.6416
M_07 Phosphoserine aminotransferase SERC_HUMAN 40,423 5 5 7 14.60% NVGSAGVTVVIVR 201 213 39.2 25.6 38.8 1 0 0 1,270.7477
O_07 Phosphoserine aminotransferase SERC_HUMAN 40,423 4 4 6 12.20% QVVNFGPGPAK 6 16 34.9 26.6 29.4 2 0 0 1,113.6052
O_07 Phosphoserine aminotransferase SERC_HUMAN 40,423 4 4 6 12.20% IINNTENLVR 52 61 47.3 28.0 29.2 1 0 0 1,185.6586
O_07 Phosphoserine aminotransferase SERC_HUMAN 40,423 4 4 6 12.20% ALELNMLSLK 324 333 58.3 26.8 43.2 2 0 0 1,147.6393
O_07 Phosphoserine aminotransferase SERC_HUMAN 40,423 4 4 6 12.20% ASLYNAVTIEDVQK 343 356 59.4 27.6 40.0 1 0 0 1,550.8061
P_07 Phosphoserine aminotransferase SERC_HUMAN 40,423 2 2 3 5.68% QVVNFGPGPAK 6 16 24.4 26.6 14.9 1 0 0 1,113.6052
P_07 Phosphoserine aminotransferase SERC_HUMAN 40,423 2 2 3 5.68% IINNTENLVR 52 61 47.2 27.9 30.0 2 0 0 1,185.6586
Q_11 Phosphoserine aminotransferase SERC_HUMAN 40,423 2 2 3 5.68% QVVNFGPGPAK 6 16 32.3 26.7 26.6 1 0 0 1,113.6052
Q_11 Phosphoserine aminotransferase SERC_HUMAN 40,423 2 2 3 5.68% IINNTENLVR 52 61 47.3 28.0 31.9 2 0 0 1,185.6586
A_13 Serpin H1 SERPH_HUMAN 46,442 5 5 12 15.80% AVLSAEQLR 95 103 50.0 28.0 28.7 2 0 0 986.5629
A_13 Serpin H1 SERPH_HUMAN 46,442 5 5 12 15.80% DEEVHAGLGELLR 104 116 55.2 27.5 48.0 2 0 0 1,437.7334
A_13 Serpin H1 SERPH_HUMAN 46,442 5 5 12 15.80% SALQSINEWAAQTTDGK 168 184 76.9 27.8 64.6 2 0 0 1,819.8822
A_13 Serpin H1 SERPH_HUMAN 46,442 5 5 12 15.80% HLAGLGLTEAIDKNK 320 334 61.7 25.5 60.9 0 2 0 1,579.8805
A_13 Serpin H1 SERPH_HUMAN 46,442 5 5 12 15.80% DTQSGSLLFIGR 394 405 62.8 28.4 28.1 4 0 0 1,293.6799



A_14 Serpin H1 SERPH_HUMAN 46,442 3 3 6 7.66% AVLSAEQLR 95 103 53.5 28.0 32.1 2 0 0 986.5629
A_14 Serpin H1 SERPH_HUMAN 46,442 3 3 6 7.66% LQIVEMPLAHK 253 263 32.4 26.8 0.0 2 0 0 1,294.7190
A_14 Serpin H1 SERPH_HUMAN 46,442 3 3 6 7.66% DTQSGSLLFIGR 394 405 72.5 28.0 44.7 2 0 0 1,293.6799
B_13 Serpin H1 SERPH_HUMAN 46,442 6 6 10 18.90% SAGLAFSLYQAMAK 47 60 81.8 27.6 74.8 2 0 0 1,473.7407
B_13 Serpin H1 SERPH_HUMAN 46,442 6 6 10 18.90% AVLSAEQLR 95 103 43.9 27.4 26.1 1 0 0 986.5629
B_13 Serpin H1 SERPH_HUMAN 46,442 6 6 10 18.90% DEEVHAGLGELLR 104 116 60.3 27.6 53.7 2 0 0 1,437.7334
B_13 Serpin H1 SERPH_HUMAN 46,442 6 6 10 18.90% SALQSINEWAAQTTDGK 168 184 103.0 27.9 90.4 2 0 0 1,819.8822
B_13 Serpin H1 SERPH_HUMAN 46,442 6 6 10 18.90% LQIVEMPLAHK 253 263 50.3 25.0 0.0 1 0 0 1,278.7240
B_13 Serpin H1 SERPH_HUMAN 46,442 6 6 10 18.90% HLAGLGLTEAIDKNK 320 334 48.4 25.1 48.4 0 2 0 1,579.8805
C_13 Serpin H1 SERPH_HUMAN 46,442 7 8 18 19.10% AVLSAEQLR 95 103 39.8 28.7 20.6 2 0 0 986.5629
C_13 Serpin H1 SERPH_HUMAN 46,442 7 8 18 19.10% DEEVHAGLGELLR 104 116 66.8 27.6 56.7 2 2 0 1,437.7334
C_13 Serpin H1 SERPH_HUMAN 46,442 7 8 18 19.10% TGLYNYYDDEK 240 250 70.2 25.0 70.2 2 0 0 1,380.5955
C_13 Serpin H1 SERPH_HUMAN 46,442 7 8 18 19.10% LQIVEMPLAHK 253 263 58.7 25.4 0.0 2 0 0 1,278.7240
C_13 Serpin H1 SERPH_HUMAN 46,442 7 8 18 19.10% KAVAISLPK 300 308 39.7 25.0 33.5 2 0 0 926.6034
C_13 Serpin H1 SERPH_HUMAN 46,442 7 8 18 19.10% HLAGLGLTEAIDKNK 320 334 63.0 25.7 63.0 2 0 0 1,579.8805
C_13 Serpin H1 SERPH_HUMAN 46,442 7 8 18 19.10% DTQSGSLLFIGR 394 405 82.2 28.4 50.8 4 0 0 1,293.6799
D_19 Serpin H1 SERPH_HUMAN 46,442 2 2 2 6.46% LYGPSSVSFADDFVR 134 148 67.7 26.0 61.1 1 0 0 1,659.8013
D_19 Serpin H1 SERPH_HUMAN 46,442 2 2 2 6.46% DTQSGSLLFIGR 394 405 63.8 28.6 41.7 1 0 0 1,293.6799
G_15 Serpin H1 SERPH_HUMAN 46,442 2 2 3 5.02% AVLSAEQLR 95 103 42.5 28.9 29.9 2 0 0 986.5629
G_15 Serpin H1 SERPH_HUMAN 46,442 2 2 3 5.02% DTQSGSLLFIGR 394 405 64.3 27.7 33.4 1 0 0 1,293.6799
H_12 Serpin H1 SERPH_HUMAN 46,442 3 3 6 7.66% AVLSAEQLR 95 103 32.3 27.9 17.0 2 0 0 986.5629
H_12 Serpin H1 SERPH_HUMAN 46,442 3 3 6 7.66% TGLYNYYDDEK 240 250 47.8 25.0 47.8 2 0 0 1,380.5955
H_12 Serpin H1 SERPH_HUMAN 46,442 3 3 6 7.66% DTQSGSLLFIGR 394 405 73.8 28.1 42.3 2 0 0 1,293.6799
I_12 Serpin H1 SERPH_HUMAN 46,442 3 3 4 5.98% TGLYNYYDDEK 240 250 52.5 25.0 52.5 1 0 0 1,380.5955
I_12 Serpin H1 SERPH_HUMAN 46,442 3 3 4 5.98% TGLYNYYDDEKEK 240 252 44.0 25.0 42.3 1 0 0 1,637.7331
I_12 Serpin H1 SERPH_HUMAN 46,442 3 3 4 5.98% DTQSGSLLFIGR 394 405 81.9 27.8 50.3 2 0 0 1,293.6799
J_12 Serpin H1 SERPH_HUMAN 46,442 2 2 4 5.26% AVLSAEQLR 95 103 37.3 28.9 20.2 2 0 0 986.5629
J_12 Serpin H1 SERPH_HUMAN 46,442 2 2 4 5.26% DEEVHAGLGELLR 104 116 41.9 27.9 37.0 0 2 0 1,437.7334
K_12 Serpin H1 SERPH_HUMAN 46,442 2 3 6 5.26% AVLSAEQLR 95 103 40.1 29.2 20.5 2 0 0 986.5629
K_12 Serpin H1 SERPH_HUMAN 46,442 2 3 6 5.26% DEEVHAGLGELLR 104 116 49.4 27.4 38.8 2 2 0 1,437.7334
L_08 Serpin H1 SERPH_HUMAN 46,442 3 3 5 7.89% AVLSAEQLR 95 103 58.3 29.2 31.4 2 0 0 986.5629
L_08 Serpin H1 SERPH_HUMAN 46,442 3 3 5 7.89% DEEVHAGLGELLR 104 116 26.7 27.3 21.0 0 1 0 1,437.7334
L_08 Serpin H1 SERPH_HUMAN 46,442 3 3 5 7.89% TGLYNYYDDEK 240 250 46.3 25.0 46.3 2 0 0 1,380.5955
M_08 Serpin H1 SERPH_HUMAN 46,442 4 4 5 11.00% AVLSAEQLR 95 103 50.0 29.2 29.3 2 0 0 986.5629
M_08 Serpin H1 SERPH_HUMAN 46,442 4 4 5 11.00% SALQSINEWAAQTTDGK 168 184 73.6 28.0 69.1 1 0 0 1,819.8822
M_08 Serpin H1 SERPH_HUMAN 46,442 4 4 5 11.00% TGLYNYYDDEK 240 250 43.1 25.0 43.1 1 0 0 1,380.5955
M_08 Serpin H1 SERPH_HUMAN 46,442 4 4 5 11.00% KAVAISLPK 300 308 31.9 25.0 27.6 1 0 0 926.6034
O_08 Serpin H1 SERPH_HUMAN 46,442 3 3 6 6.94% AVLSAEQLR 95 103 38.4 28.9 21.5 2 0 0 986.5629
O_08 Serpin H1 SERPH_HUMAN 46,442 3 3 6 6.94% TGLYNYYDDEK 240 250 47.4 25.0 44.0 2 0 0 1,380.5955
O_08 Serpin H1 SERPH_HUMAN 46,442 3 3 6 6.94% KAVAISLPK 300 308 24.8 25.0 12.2 2 0 0 926.6034
P_08 Serpin H1 SERPH_HUMAN 46,442 2 2 4 4.78% AVLSAEQLR 95 103 48.5 28.9 25.6 2 0 0 986.5629
P_08 Serpin H1 SERPH_HUMAN 46,442 2 2 4 4.78% TGLYNYYDDEK 240 250 48.5 25.0 46.8 2 0 0 1,380.5955
Q_08 Serpin H1 SERPH_HUMAN 46,442 2 2 4 5.02% AVLSAEQLR 95 103 52.5 29.2 32.8 2 0 0 986.5629
Q_08 Serpin H1 SERPH_HUMAN 46,442 2 2 4 5.02% DTQSGSLLFIGR 394 405 56.2 27.7 33.6 2 0 0 1,293.6799
A_10 Protein SET SET_HUMAN 33,489 2 2 3 7.24% LNEQASEEILK 58 68 33.8 28.2 20.3 1 0 0 1,273.6635
A_10 Protein SET SET_HUMAN 33,489 2 2 3 7.24% VEVTEFEDIK 123 132 48.8 27.6 38.0 2 0 0 1,208.6046
A_11 Protein SET SET_HUMAN 33,489 4 4 6 12.40% LNEQASEEILK 58 68 51.0 28.2 33.0 2 0 0 1,273.6635
A_11 Protein SET SET_HUMAN 33,489 4 4 6 12.40% LNEQASEEILKVEQK 58 72 67.8 27.9 53.2 2 0 0 1,757.9281
A_11 Protein SET SET_HUMAN 33,489 4 4 6 12.40% LRQPFFQK 76 83 19.7 26.1 10.2 1 0 0 1,063.6048
A_11 Protein SET SET_HUMAN 33,489 4 4 6 12.40% EFHLNESGDPSSK 155 167 29.7 25.0 29.0 1 0 0 1,446.6496
A_12 Protein SET SET_HUMAN 33,489 2 2 4 7.24% LNEQASEEILK 58 68 24.6 28.6 10.9 2 0 0 1,273.6635
A_12 Protein SET SET_HUMAN 33,489 2 2 4 7.24% VEVTEFEDIK 123 132 61.1 27.6 53.9 2 0 0 1,208.6046
B_10 Protein SET SET_HUMAN 33,489 2 2 4 7.24% LNEQASEEILK 58 68 33.3 28.4 19.5 2 0 0 1,273.6635
B_10 Protein SET SET_HUMAN 33,489 2 2 4 7.24% VEVTEFEDIK 123 132 64.0 28.1 55.1 2 0 0 1,208.6046
B_11 Protein SET SET_HUMAN 33,489 2 2 3 8.28% LNEQASEEILK 58 68 38.6 28.4 19.8 2 0 0 1,273.6635
B_11 Protein SET SET_HUMAN 33,489 2 2 3 8.28% EFHLNESGDPSSK 155 167 21.3 25.0 17.9 1 0 0 1,446.6496
B_12 Protein SET SET_HUMAN 33,489 2 2 3 7.24% LNEQASEEILK 58 68 22.8 28.2 11.3 1 0 0 1,273.6635
B_12 Protein SET SET_HUMAN 33,489 2 2 3 7.24% VEVTEFEDIK 123 132 48.8 28.1 40.0 2 0 0 1,208.6046
C_11 Protein SET SET_HUMAN 33,489 2 2 4 5.17% LNEQASEEILK 58 68 52.3 27.8 34.6 2 0 0 1,273.6635
C_11 Protein SET SET_HUMAN 33,489 2 2 4 5.17% LNEQASEEILKVEQK 58 72 35.9 27.7 28.9 0 2 0 1,757.9281
H_09 Protein SET SET_HUMAN 33,489 2 2 3 7.93% LNEQASEEILKVEQK 58 72 24.1 27.9 17.0 0 2 0 1,757.9281
H_09 Protein SET SET_HUMAN 33,489 2 2 3 7.93% LRQPFFQK 76 83 22.2 26.4 13.4 1 0 0 1,063.6048
I_09 Protein SET SET_HUMAN 33,489 2 2 4 7.24% LNEQASEEILK 58 68 34.8 28.4 16.7 2 0 0 1,273.6635
I_09 Protein SET SET_HUMAN 33,489 2 2 4 7.24% VEVTEFEDIK 123 132 66.6 28.1 60.5 2 0 0 1,208.6046
K_09 Protein SET SET_HUMAN 33,489 4 4 6 11.40% LNEQASEEILK 58 68 51.4 28.5 38.3 2 0 0 1,273.6635
K_09 Protein SET SET_HUMAN 33,489 4 4 6 11.40% LNEQASEEILKVEQK 58 72 23.2 27.4 17.1 0 1 0 1,757.9281
K_09 Protein SET SET_HUMAN 33,489 4 4 6 11.40% LRQPFFQK 76 83 18.2 26.4 7.8 1 0 0 1,063.6048
K_09 Protein SET SET_HUMAN 33,489 4 4 6 11.40% VEVTEFEDIK 123 132 69.5 27.7 54.7 2 0 0 1,208.6046
L_07 Protein SET SET_HUMAN 33,489 4 4 6 12.80% LNEQASEEILKVEQK 58 72 37.6 27.4 26.8 0 1 0 1,757.9281
L_07 Protein SET SET_HUMAN 33,489 4 4 6 12.80% LRQPFFQK 76 83 32.6 26.4 15.2 1 0 0 1,063.6048
L_07 Protein SET SET_HUMAN 33,489 4 4 6 12.80% VEVTEFEDIK 123 132 55.4 27.7 46.7 2 0 0 1,208.6046
L_07 Protein SET SET_HUMAN 33,489 4 4 6 12.80% VEVTEFEDIKSGYR 123 136 36.7 26.8 31.0 0 2 0 1,671.8225
M_07 Protein SET SET_HUMAN 33,489 3 3 5 10.00% LNEQASEEILK 58 68 48.2 28.4 31.1 2 0 0 1,273.6635
M_07 Protein SET SET_HUMAN 33,489 3 3 5 10.00% LRQPFFQK 76 83 22.6 26.4 12.9 1 0 0 1,063.6048
M_07 Protein SET SET_HUMAN 33,489 3 3 5 10.00% VEVTEFEDIK 123 132 46.7 27.9 39.9 2 0 0 1,208.6046
Q_07 Protein SET SET_HUMAN 33,489 2 2 4 7.93% VEVTEFEDIK 123 132 44.0 28.2 38.4 2 0 0 1,208.6046
Q_07 Protein SET SET_HUMAN 33,489 2 2 4 7.93% EFHLNESGDPSSK 155 167 33.8 25.0 32.0 2 0 0 1,446.6496
M_13 Splicing factor 3A subunit 1 SF3A1_HUMAN 88,786 2 2 2 2.65% VQAQVIQETIVPK 132 144 35.9 25.0 35.9 1 0 0 1,452.8422
M_13 Splicing factor 3A subunit 1 SF3A1_HUMAN 88,786 2 2 2 2.65% LTAQFVAR 169 176 30.4 27.3 16.4 1 0 0 905.5203
L_14 Splicing factor 3B subunit 2 SF3B2_HUMAN 100,229 2 2 3 2.35% VGEPVALSEEER 135 146 46.8 27.3 34.1 1 0 0 1,314.6536
L_14 Splicing factor 3B subunit 2 SF3B2_HUMAN 100,229 2 2 3 2.35% AAVLLEQER 184 192 36.7 27.8 23.5 2 0 0 1,028.5735
A_22 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 2 2 3 1.56% AGNGQWASVIR 857 867 28.4 28.6 17.4 2 0 0 1,158.6014
A_22 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 2 2 3 1.56% FGNICVVR 1050 1057 24.5 27.1 13.8 1 0 0 964.5033
B_22 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 3 3 5 2.96% IVILEYQPSK 87 96 56.6 26.2 35.7 2 0 0 1,189.6828
B_22 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 3 3 5 2.96% AGNGQWASVIR 857 867 34.0 28.1 17.8 1 0 0 1,158.6014
B_22 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 3 3 5 2.96% HIANYISGIQTIGHR 985 999 25.7 27.1 25.7 0 2 0 1,679.8977
C_22 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 4 4 5 4.19% IVPGQFLAVDPK 115 126 20.9 25.6 13.2 1 0 0 1,283.7360
C_22 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 4 4 5 4.19% AGNGQWASVIR 857 867 43.1 27.1 25.3 2 0 0 1,158.6014
C_22 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 4 4 5 4.19% SVAGGFVYTYK 919 929 35.0 27.5 27.5 1 0 0 1,191.6044
C_22 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 4 4 5 4.19% LPPNTNDEVDEDPTGNK 1058 1074 45.3 25.0 40.5 1 0 0 1,854.8355
I_17 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 3 3 5 3.04% IVPGQFLAVDPK 115 126 28.8 25.6 8.7 1 0 0 1,283.7360
I_17 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 3 3 5 3.04% TVLDPVTGDLSDTR 677 690 66.3 28.3 62.6 2 0 0 1,488.7543
I_17 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 3 3 5 3.04% AGNGQWASVIR 857 867 43.6 28.4 31.8 2 0 0 1,158.6014
I_20 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 2 2 4 2.14% IVPGQFLAVDPK 115 126 28.0 25.6 17.7 2 0 0 1,283.7360
I_20 Splicing factor 3B subunit 3 SF3B3_HUMAN 135,579 2 2 4 2.14% TVLDPVTGDLSDTR 677 690 62.6 28.1 55.8 2 0 0 1,488.7543
L_13 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 3 3 5 5.09% AELDDTPMR 350 358 21.2 25.0 19.7 1 0 0 1,063.4727
L_13 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 3 3 5 5.09% FGQGGAGPVGGQGPR 667 681 69.4 27.3 64.1 2 0 0 1,341.6661
L_13 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 3 3 5 5.09% GMGPGTPAGYGR 682 693 36.8 25.0 30.3 2 0 0 1,136.5156
L_14 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 2 2 4 3.82% FGQGGAGPVGGQGPR 667 681 51.9 27.1 47.0 2 0 0 1,341.6661
L_14 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 2 2 4 3.82% GMGPGTPAGYGR 682 693 29.1 25.0 20.3 2 0 0 1,136.5156
L_15 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 2 2 3 3.82% FGQGGAGPVGGQGPR 667 681 51.0 27.3 39.4 2 0 0 1,341.6661
L_15 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 2 2 3 3.82% GMGPGTPAGYGR 682 693 22.2 25.0 12.7 1 0 0 1,136.5156
L_16 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 4 4 6 7.36% YGEPGEVFINK 320 330 44.3 27.7 38.5 1 0 0 1,252.6209
L_16 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 4 4 6 7.36% FAQHGTFEYEYSQR 480 493 36.8 25.0 36.8 0 2 0 1,762.7819
L_16 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 4 4 6 7.36% FGQGGAGPVGGQGPR 667 681 70.9 26.6 59.8 2 0 0 1,341.6661
L_16 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 4 4 6 7.36% GMGPGTPAGYGR 682 693 32.2 25.0 26.6 1 0 0 1,136.5156
M_13 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 2 2 3 4.10% FAQHGTFEYEYSQR 480 493 21.5 25.0 15.8 0 1 0 1,762.7819
M_13 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 2 2 3 4.10% FGQGGAGPVGGQGPR 667 681 59.2 27.1 56.1 2 0 0 1,341.6661
Q_12 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 2 2 3 3.25% YGEPGEVFINK 320 330 44.1 27.9 34.5 2 0 0 1,252.6209
Q_12 Splicing factor, proline‐ and glutamine‐rich SFPQ_HUMAN 76,150 2 2 3 3.25% GMGPGTPAGYGR 682 693 27.2 25.4 24.5 1 0 0 1,136.5156
I_09 Pulmonary surfactant‐associated protein D SFTPD_BOVIN 37,406 4 4 7 7.32% GAKGESGLAEVNALR 208 222 29.8 28.1 24.9 0 1 0 1,471.7864
I_09 Pulmonary surfactant‐associated protein D SFTPD_BOVIN 37,406 4 4 7 7.32% GESGLAEVNALR 211 222 69.2 26.7 54.5 2 0 0 1,215.6328



I_09 Pulmonary surfactant‐associated protein D SFTPD_BOVIN 37,406 4 4 7 7.32% QRVGILEGQLQR 223 234 34.8 25.2 29.4 0 2 0 1,396.8021
I_09 Pulmonary surfactant‐associated protein D SFTPD_BOVIN 37,406 4 4 7 7.32% VGILEGQLQR 225 234 34.6 25.0 25.4 2 0 0 1,112.6424
J_08 Pulmonary surfactant‐associated protein D SFTPD_BOVIN 37,406 3 3 5 8.40% GESGLAEVNALR 211 222 76.7 28.1 48.6 2 0 0 1,215.6328
J_08 Pulmonary surfactant‐associated protein D SFTPD_BOVIN 37,406 3 3 5 8.40% VGILEGQLQR 225 234 28.1 25.0 17.5 2 0 0 1,112.6424
J_08 Pulmonary surfactant‐associated protein D SFTPD_BOVIN 37,406 3 3 5 8.40% LQNAFSQYK 235 243 20.6 27.0 20.6 1 0 0 1,098.5578
J_09 Pulmonary surfactant‐associated protein D SFTPD_BOVIN 37,406 2 2 4 5.96% GESGLAEVNALR 211 222 60.5 28.1 40.4 2 0 0 1,215.6328
J_09 Pulmonary surfactant‐associated protein D SFTPD_BOVIN 37,406 2 2 4 5.96% VGILEGQLQR 225 234 68.5 25.0 47.5 2 0 0 1,112.6424
C_07 Secretoglobin family 1D member 2 SG1D2_HUMAN 9,926 2 2 4 22.20% FDAPPEAVAAK 49 59 24.8 26.7 17.1 2 0 0 1,115.5732
C_07 Secretoglobin family 1D member 2 SG1D2_HUMAN 9,926 2 2 4 22.20% SLIAEVLVK 75 83 40.4 25.0 33.8 2 0 0 971.6136
C_09 Secretoglobin family 1D member 2 SG1D2_HUMAN 9,926 2 2 3 22.20% FDAPPEAVAAK 49 59 29.0 26.7 20.8 1 0 0 1,115.5732
C_09 Secretoglobin family 1D member 2 SG1D2_HUMAN 9,926 2 2 3 22.20% SLIAEVLVK 75 83 26.3 25.0 15.7 2 0 0 971.6136
I_06 Secretoglobin family 1D member 2 SG1D2_HUMAN 9,926 2 2 2 22.20% FDAPPEAVAAK 49 59 21.5 26.9 12.2 1 0 0 1,115.5732
I_06 Secretoglobin family 1D member 2 SG1D2_HUMAN 9,926 2 2 2 22.20% SLIAEVLVK 75 83 33.0 25.0 3.1 1 0 0 971.6136
C_09 Epsilon‐sarcoglycan SGCE_HUMAN 49,852 2 2 3 4.35% VPLPINDLK 211 219 34.1 25.0 23.3 2 0 0 1,008.6090
C_09 Epsilon‐sarcoglycan SGCE_HUMAN 49,852 2 2 3 4.35% QVSTYQEVIR 281 290 32.2 27.9 22.2 1 0 0 1,222.6426
A_10 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 3 7.35% LGNYAGAVQDCER 138 150 54.4 25.0 53.1 2 0 0 1,452.6537
A_10 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 3 7.35% AICIDPAYSK 151 160 26.3 26.8 18.1 1 0 0 1,137.5610
B_10 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 3 7.35% LGNYAGAVQDCER 138 150 56.8 25.0 56.8 2 0 0 1,452.6537
B_10 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 3 7.35% AICIDPAYSK 151 160 25.9 26.8 19.8 1 0 0 1,137.5610
C_10 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 3 9.27% LGNYAGAVQDCER 138 150 49.8 25.0 44.8 2 0 0 1,452.6537
C_10 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 3 9.27% ALELDPDNETYKSNLK 185 200 18.3 27.5 14.6 0 1 0 1,849.9180
H_08 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 3 7.99% LGNYAGAVQDCER 138 150 47.0 25.0 37.3 2 0 0 1,452.6537
H_08 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 3 7.99% ALELDPDNETYK 185 196 35.1 26.1 29.3 1 0 0 1,407.6640
I_08 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 4 7.99% LGNYAGAVQDCER 138 150 42.3 25.0 42.3 2 0 0 1,452.6537
I_08 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 4 7.99% ALELDPDNETYK 185 196 28.6 25.7 24.6 2 0 0 1,407.6640
K_08 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 4 7.99% LGNYAGAVQDCER 138 150 43.4 25.0 43.4 2 0 0 1,452.6537
K_08 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 4 7.99% ALELDPDNETYK 185 196 39.9 26.2 32.0 2 0 0 1,407.6640
M_06 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 4 7.99% LGNYAGAVQDCER 138 150 49.1 25.0 49.0 2 0 0 1,452.6537
M_06 Small glutamine‐rich tetratricopeptide repeat‐containing protein alpha SGTA_HUMAN 34,064 2 2 4 7.99% ALELDPDNETYK 185 196 27.4 26.0 21.0 2 0 0 1,407.6640
A_10 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 3 6.52% TIEYLQPNPASR 54 65 38.9 27.9 30.9 1 0 0 1,388.7169
A_10 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 3 6.52% QAVQILDELAEK 228 239 65.9 27.3 35.6 2 0 0 1,356.7371
B_10 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 2 6.52% TIEYLQPNPASR 54 65 34.7 27.7 27.9 1 0 0 1,388.7169
B_10 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 2 6.52% QAVQILDELAEK 228 239 66.0 27.3 48.6 1 0 0 1,356.7371
B_12 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 4 6.52% TIEYLQPNPASR 54 65 33.2 27.7 29.5 2 0 0 1,388.7169
B_12 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 4 6.52% QAVQILDELAEK 228 239 69.9 27.3 42.0 2 0 0 1,356.7371
C_12 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 4 6.52% TIEYLQPNPASR 54 65 53.8 27.9 48.6 2 0 0 1,388.7169
C_12 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 4 6.52% QAVQILDELAEK 228 239 85.8 27.1 56.0 2 0 0 1,356.7371
C_13 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 3 6.52% TIEYLQPNPASR 54 65 42.7 27.8 38.8 1 0 0 1,388.7169
C_13 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 3 6.52% QAVQILDELAEK 228 239 70.2 27.5 53.7 2 0 0 1,356.7371
I_10 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 4 6.52% TIEYLQPNPASR 54 65 40.5 28.6 33.1 2 0 0 1,388.7169
I_10 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 4 6.52% QAVQILDELAEK 228 239 75.5 27.3 33.3 2 0 0 1,356.7371
I_11 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 3 6.52% TIEYLQPNPASR 54 65 35.9 28.6 35.4 2 0 0 1,388.7169
I_11 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 3 6.52% QAVQILDELAEK 228 239 47.2 27.3 25.0 1 0 0 1,356.7371
K_11 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 4 6.52% TIEYLQPNPASR 54 65 58.4 28.6 47.4 2 0 0 1,388.7169
K_11 Endophilin‐A2 SH3G1_HUMAN 41,491 2 2 4 6.52% QAVQILDELAEK 228 239 82.1 27.7 43.8 2 0 0 1,356.7371
D_05 SH3 domain‐binding glutamic acid‐rich‐like protein SH3L1_HUMAN 12,775 3 3 5 36.00% VYIASSSGSTAIK 5 17 61.0 26.7 50.9 2 0 0 1,283.6841
D_05 SH3 domain‐binding glutamic acid‐rich‐like protein SH3L1_HUMAN 12,775 3 3 5 36.00% GDYDAFFEAR 77 86 63.5 25.0 54.6 2 0 0 1,190.5113
D_05 SH3 domain‐binding glutamic acid‐rich‐like protein SH3L1_HUMAN 12,775 3 3 5 36.00% ENNAVYAFLGLTAPPGSK 87 104 34.9 27.6 30.1 1 0 0 1,848.9491
L_03 SH3 domain‐binding glutamic acid‐rich‐like protein SH3L1_HUMAN 12,775 2 2 4 19.30% QQDVLGFLEANK 20 31 62.0 28.7 25.6 2 0 0 1,361.7061
L_03 SH3 domain‐binding glutamic acid‐rich‐like protein SH3L1_HUMAN 12,775 2 2 4 19.30% GDYDAFFEAR 77 86 57.2 25.0 50.5 2 0 0 1,190.5113
L_02 SH3 domain‐binding glutamic acid‐rich‐like protein 3 SH3L3_HUMAN 10,438 2 2 2 14.00% VYSTSVTGSR 6 15 26.6 25.8 21.5 1 0 0 1,056.5319
L_02 SH3 domain‐binding glutamic acid‐rich‐like protein 3 SH3L3_HUMAN 10,438 2 2 2 14.00% VYSTSVTGSREIK 6 18 20.7 27.0 12.2 0 1 0 1,426.7536
L_07 Endophilin‐B1 SHLB1_HUMAN 40,779 2 2 4 6.58% LAADAGTFLSR 11 21 75.9 28.0 58.3 2 0 0 1,121.5950
L_07 Endophilin‐B1 SHLB1_HUMAN 40,779 2 2 4 6.58% QTEVLLQPNPNAR 62 74 57.9 27.5 49.9 2 0 0 1,479.7915
A_13 Sedoheptulokinase SHPK_HUMAN 51,490 2 2 2 5.44% CSSEFLASLPQPK 132 144 33.5 27.1 28.3 1 0 0 1,463.7200
A_13 Sedoheptulokinase SHPK_HUMAN 51,490 2 2 2 5.44% ISSSDLSLGHVTR 388 400 40.5 28.0 30.7 1 0 0 1,371.7227
B_13 Sedoheptulokinase SHPK_HUMAN 51,490 3 3 4 8.58% AEAAVESAVAGPQGR 44 58 39.5 27.1 33.4 1 0 0 1,412.7128
B_13 Sedoheptulokinase SHPK_HUMAN 51,490 3 3 4 8.58% CSSEFLASLPQPK 132 144 48.4 27.3 42.8 2 0 0 1,463.7200
B_13 Sedoheptulokinase SHPK_HUMAN 51,490 3 3 4 8.58% ISSSDLSLGHVTR 388 400 49.9 27.6 40.3 1 0 0 1,371.7227
A_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 4 5 8 10.30% AKPSAPVVSGPAAR 146 159 28.5 25.6 16.5 1 0 0 1,307.7430
A_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 4 5 8 10.30% GTANLSETIR 242 251 23.3 28.2 10.3 1 0 0 1,061.5586
A_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 4 5 8 10.30% VPPTLEVTQQPVR 252 264 63.6 26.4 59.1 2 0 0 1,463.8218
A_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 4 5 8 10.30% LTCQVEHDGQPAVSK 329 343 27.8 27.0 26.6 2 2 0 1,668.8012
A_15 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 4 5 9 12.10% AKPSAPVVSGPAAR 146 159 33.8 25.6 26.1 1 0 0 1,307.7430
A_15 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 4 5 9 12.10% ATPQHTVSFTCESHGFSPR 160 178 29.9 25.0 29.9 0 2 0 2,145.9771
A_15 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 4 5 9 12.10% VPPTLEVTQQPVR 252 264 38.1 26.3 36.4 2 0 0 1,463.8218
A_15 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 4 5 9 12.10% LTCQVEHDGQPAVSK 329 343 42.3 26.9 35.8 2 2 0 1,668.8012
A_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 4 7 7.34% VTTVSDLTK 90 98 26.5 28.3 14.8 1 0 0 963.5358
A_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 4 7 7.34% VPPTLEVTQQPVR 252 264 42.6 26.3 39.0 2 2 0 1,463.8218
A_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 4 7 7.34% LTCQVEHDGQPAVSK 329 343 34.3 26.9 34.3 2 0 0 1,668.8012
B_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 4 5.56% VPPTLEVTQQPVR 252 264 59.2 26.2 52.7 3 0 0 1,463.8218
B_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 4 5.56% LTCQVEHDGQPAVSK 329 343 33.0 27.0 27.8 1 0 0 1,668.8012
B_15 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 3 5.56% VPPTLEVTQQPVR 252 264 44.0 26.3 42.6 2 0 0 1,463.8218
B_15 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 3 5.56% LTCQVEHDGQPAVSK 329 343 47.8 26.9 46.8 1 0 0 1,668.8012
B_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 5 8 8.13% SVLVAAGETATLR 42 54 64.3 27.0 53.9 2 0 0 1,287.7267
B_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 5 8 8.13% VPPTLEVTQQPVR 252 264 42.9 26.2 40.8 2 2 0 1,463.8218
B_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 5 8 8.13% LTCQVEHDGQPAVSK 329 343 34.0 26.9 33.9 1 1 0 1,668.8012
C_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 3 4 5.56% VPPTLEVTQQPVR 252 264 49.4 26.7 41.6 2 0 0 1,463.8218
C_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 3 4 5.56% LTCQVEHDGQPAVSK 329 343 32.1 26.9 24.7 1 1 0 1,668.8012
C_15 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 5 6 10 14.10% NNMDFSIR 100 107 31.0 25.0 20.6 2 0 0 1,012.4517
C_15 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 5 6 10 14.10% IGNITPADAGTYYCVK 108 123 31.2 26.7 27.3 1 0 0 1,742.8420
C_15 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 5 6 10 14.10% ATPQHTVSFTCESHGFSPR 160 178 39.2 25.0 34.7 0 2 0 2,145.9771
C_15 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 5 6 10 14.10% VPPTLEVTQQPVR 252 264 63.0 26.3 56.0 2 0 0 1,463.8218
C_15 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 5 6 10 14.10% LTCQVEHDGQPAVSK 329 343 55.2 26.9 50.4 2 1 0 1,668.8012
C_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 5 7 14 14.70% SVLVAAGETATLR 42 54 81.2 26.7 71.3 2 0 0 1,287.7267
C_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 5 7 14 14.70% AKPSAPVVSGPAAR 146 159 32.3 25.0 22.5 2 0 0 1,307.7430
C_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 5 7 14 14.70% ATPQHTVSFTCESHGFSPR 160 178 39.1 25.0 36.6 0 2 0 2,145.9771
C_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 5 7 14 14.70% VPPTLEVTQQPVR 252 264 38.3 26.3 34.5 2 2 0 1,463.8218
C_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 5 7 14 14.70% LTCQVEHDGQPAVSK 329 343 50.5 27.1 47.8 2 2 0 1,668.8012
C_17 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 4 5.16% SVLVAAGETATLR 42 54 65.2 26.6 59.0 2 0 0 1,287.7267
C_17 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 4 5.16% VPPTLEVTQQPVR 252 264 43.4 26.3 41.1 2 0 0 1,463.8218
D_21 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 4 5.56% VPPTLEVTQQPVR 252 264 32.4 26.0 25.9 2 0 0 1,463.8218
D_21 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 4 5.56% LTCQVEHDGQPAVSK 329 343 21.9 26.6 11.4 0 2 0 1,668.8012
D_22 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 3 6 7.94% SVLVAAGETATLR 42 54 80.5 27.4 69.8 2 0 0 1,287.7267
D_22 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 3 6 7.94% AKPSAPVVSGPAAR 146 159 40.5 25.4 27.2 2 0 0 1,307.7430
D_22 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 3 6 7.94% VPPTLEVTQQPVR 252 264 51.3 26.0 49.5 2 0 0 1,463.8218
D_23 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 4 5.16% SVLVAAGETATLR 42 54 49.0 26.8 44.5 2 0 0 1,287.7267
D_23 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 4 5.16% VPPTLEVTQQPVR 252 264 24.1 26.0 23.2 2 0 0 1,463.8218
E_22 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 4 4 6 10.90% SVLVAAGETATLR 42 54 90.5 26.7 82.3 2 0 0 1,287.7267
E_22 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 4 4 6 10.90% AKPSAPVVSGPAAR 146 159 31.9 25.4 24.6 1 0 0 1,307.7430
E_22 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 4 4 6 10.90% VPPTLEVTQQPVR 252 264 38.1 26.3 38.1 2 0 0 1,463.8218
E_22 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 4 4 6 10.90% LTCQVEHDGQPAVSK 329 343 25.9 26.8 19.5 0 1 0 1,668.8012
E_23 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 3 6 5.16% SVLVAAGETATLR 42 54 85.1 26.7 80.3 2 0 0 1,287.7267
E_23 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 3 6 5.16% VPPTLEVTQQPVR 252 264 60.4 26.3 56.5 2 2 0 1,463.8218
E_24 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 2 5.16% SVLVAAGETATLR 42 54 30.2 26.7 25.1 1 0 0 1,287.7267
E_24 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 2 5.16% VPPTLEVTQQPVR 252 264 30.3 26.0 30.1 1 0 0 1,463.8218
G_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 4 5.56% VPPTLEVTQQPVR 252 264 50.6 25.9 48.9 2 0 0 1,463.8218
G_16 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 4 5.56% LTCQVEHDGQPAVSK 329 343 27.2 26.9 17.8 0 2 0 1,668.8012
I_13 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 4 5.75% IGNITPADAGTYYCVK 108 123 50.5 27.1 50.5 2 0 0 1,742.8420
I_13 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 4 5.75% VPPTLEVTQQPVR 252 264 37.6 26.2 33.4 2 0 0 1,463.8218
I_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 3 4 8.93% SVLVAAGETATLR 42 54 59.5 27.1 47.7 1 0 0 1,287.7267
I_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 3 4 8.93% ATPQHTVSFTCESHGFSPR 160 178 23.6 25.0 23.6 0 1 0 2,145.9771



I_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 3 4 8.93% VPPTLEVTQQPVR 252 264 63.4 26.2 53.2 2 0 0 1,463.8218
K_13 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 3 6 9.52% IGNITPADAGTYYCVK 108 123 42.4 27.0 42.4 2 0 0 1,742.8420
K_13 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 3 6 9.52% ATPQHTVSFTCESHGFSPR 160 178 45.7 25.0 44.8 0 2 0 2,145.9771
K_13 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 3 6 9.52% VPPTLEVTQQPVR 252 264 53.7 26.2 45.4 2 0 0 1,463.8218
K_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 3 6 6.35% ATPQHTVSFTCESHGFSPR 160 178 45.3 25.0 45.3 0 2 0 2,145.9771
K_14 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 3 6 6.35% VPPTLEVTQQPVR 252 264 55.2 25.7 52.1 2 2 0 1,463.8218
M_09 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 2 5.16% SVLVAAGETATLR 42 54 27.7 26.5 20.0 1 0 0 1,287.7267
M_09 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 2 5.16% VPPTLEVTQQPVR 252 264 19.1 25.7 10.9 1 0 0 1,463.8218
N_09 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 4 6 9.33% ATPQHTVSFTCESHGFSPR 160 178 23.3 25.0 17.3 0 1 0 2,145.9771
N_09 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 4 6 9.33% VPPTLEVTQQPVR 252 264 53.0 25.5 50.2 1 0 0 1,463.8218
N_09 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 3 4 6 9.33% LTCQVEHDGQPAVSK 329 343 31.3 27.3 26.5 2 2 0 1,668.8012
O_09 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 3 5.16% SVLVAAGETATLR 42 54 85.6 26.5 68.5 2 0 0 1,287.7267
O_09 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 3 5.16% VPPTLEVTQQPVR 252 264 39.8 25.5 39.8 1 0 0 1,463.8218
P_09 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 3 6 5.16% SVLVAAGETATLR 42 54 82.0 26.5 67.1 2 0 0 1,287.7267
P_09 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 3 6 5.16% VPPTLEVTQQPVR 252 264 48.1 25.5 45.6 2 2 0 1,463.8218
Q_09 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 3 5.36% SVLVAAGETATLR 42 54 67.8 27.0 54.2 2 0 0 1,287.7267
Q_09 Tyrosine‐protein phosphatase non‐receptor type substrate 1 SHPS1_HUMAN 54,966 2 2 3 5.36% AKPSAPVVSGPAAR 146 159 25.4 25.0 15.9 1 0 0 1,307.7430
A_07 Sialate O‐acetylesterase SIAE_HUMAN 58,315 2 2 4 4.78% FASYINNDMVLQK 28 40 61.2 26.5 56.1 2 0 0 1,558.7571
A_07 Sialate O‐acetylesterase SIAE_HUMAN 58,315 2 2 4 4.78% ELSNTAAYQSVR 142 153 65.6 27.3 57.3 2 0 0 1,338.6647
B_07 Sialate O‐acetylesterase SIAE_HUMAN 58,315 2 2 3 4.78% FASYINNDMVLQK 28 40 41.8 26.5 35.4 1 0 0 1,558.7571
B_07 Sialate O‐acetylesterase SIAE_HUMAN 58,315 2 2 3 4.78% ELSNTAAYQSVR 142 153 31.1 27.3 26.5 2 0 0 1,338.6647
B_08 Sialate O‐acetylesterase SIAE_HUMAN 58,315 2 2 4 4.78% FASYINNDMVLQK 28 40 55.5 26.6 50.8 2 0 0 1,558.7571
B_08 Sialate O‐acetylesterase SIAE_HUMAN 58,315 2 2 4 4.78% ELSNTAAYQSVR 142 153 64.4 27.2 55.7 2 0 0 1,338.6647
C_17 Sialate O‐acetylesterase SIAE_HUMAN 58,315 3 3 4 6.88% ELSNTAAYQSVR 142 153 60.8 27.0 52.1 2 0 0 1,338.6647
C_17 Sialate O‐acetylesterase SIAE_HUMAN 58,315 3 3 4 6.88% QGSIPYDSVTGPSK 240 253 33.1 27.1 27.9 1 0 0 1,435.7065
C_17 Sialate O‐acetylesterase SIAE_HUMAN 58,315 3 3 4 6.88% SSDDGFPQIR 331 340 25.0 25.0 16.4 1 0 0 1,121.5223
A_11 Sialic acid synthase SIAS_HUMAN 40,308 3 3 5 8.91% PLELELCPGR 2 11 68.4 26.7 61.9 2 0 0 1,183.6142
A_11 Sialic acid synthase SIAS_HUMAN 40,308 3 3 5 8.91% HLEFSHDQYR 87 96 40.1 25.0 40.1 1 0 0 1,331.6127
A_11 Sialic acid synthase SIAS_HUMAN 40,308 3 3 5 8.91% QLLPCEMACNEK 279 290 29.6 25.0 27.3 2 0 0 1,508.6544
A_12 Sialic acid synthase SIAS_HUMAN 40,308 2 2 4 7.24% VGSGDTNNFPYLEK 132 145 64.8 26.8 57.6 2 0 0 1,540.7279
A_12 Sialic acid synthase SIAS_HUMAN 40,308 2 2 4 7.24% QLLPCEMACNEK 279 290 36.8 25.0 28.8 2 0 0 1,508.6544
B_11 Sialic acid synthase SIAS_HUMAN 40,308 2 2 4 6.13% PLELELCPGR 2 11 74.6 27.3 65.8 2 0 0 1,183.6142
B_11 Sialic acid synthase SIAS_HUMAN 40,308 2 2 4 6.13% QLLPCEMACNEK 279 290 32.1 25.0 26.0 2 0 0 1,508.6544
B_12 Sialic acid synthase SIAS_HUMAN 40,308 2 2 3 6.69% PLELELCPGR 2 11 60.2 27.3 52.5 1 0 0 1,183.6142
B_12 Sialic acid synthase SIAS_HUMAN 40,308 2 2 3 6.69% VGSGDTNNFPYLEK 132 145 46.8 26.8 30.8 2 0 0 1,540.7279
C_11 Sialic acid synthase SIAS_HUMAN 40,308 3 3 6 11.10% PLELELCPGR 2 11 68.5 27.1 62.0 2 0 0 1,183.6142
C_11 Sialic acid synthase SIAS_HUMAN 40,308 3 3 6 11.10% GSDHSASLEPGELAELVR 247 264 43.1 27.6 35.8 0 2 0 1,866.9193
C_11 Sialic acid synthase SIAS_HUMAN 40,308 3 3 6 11.10% QLLPCEMACNEK 279 290 28.9 25.0 25.8 2 0 0 1,508.6544
D_18 Sialic acid synthase SIAS_HUMAN 40,308 2 2 3 6.69% PLELELCPGR 2 11 42.6 26.3 39.7 1 0 0 1,183.6142
D_18 Sialic acid synthase SIAS_HUMAN 40,308 2 2 3 6.69% VGSGDTNNFPYLEK 132 145 69.9 26.4 67.8 2 0 0 1,540.7279
H_10 Sialic acid synthase SIAS_HUMAN 40,308 2 2 4 6.69% PLELELCPGR 2 11 68.3 27.3 62.1 2 0 0 1,183.6142
H_10 Sialic acid synthase SIAS_HUMAN 40,308 2 2 4 6.69% VGSGDTNNFPYLEK 132 145 65.0 26.4 35.2 2 0 0 1,540.7279
I_10 Sialic acid synthase SIAS_HUMAN 40,308 2 2 4 6.69% PLELELCPGR 2 11 59.6 27.0 53.6 2 0 0 1,183.6142
I_10 Sialic acid synthase SIAS_HUMAN 40,308 2 2 4 6.69% VGSGDTNNFPYLEK 132 145 59.9 26.4 44.5 2 0 0 1,540.7279
J_09 Sialic acid synthase SIAS_HUMAN 40,308 2 2 3 6.69% PLELELCPGR 2 11 41.8 27.1 37.8 1 0 0 1,183.6142
J_09 Sialic acid synthase SIAS_HUMAN 40,308 2 2 3 6.69% VGSGDTNNFPYLEK 132 145 55.0 27.0 41.5 2 0 0 1,540.7279
K_10 Sialic acid synthase SIAS_HUMAN 40,308 2 2 4 6.69% PLELELCPGR 2 11 68.3 27.0 62.2 2 0 0 1,183.6142
K_10 Sialic acid synthase SIAS_HUMAN 40,308 2 2 4 6.69% VGSGDTNNFPYLEK 132 145 73.4 26.7 65.5 2 0 0 1,540.7279
L_07 Sialic acid synthase SIAS_HUMAN 40,308 3 3 5 11.70% PLELELCPGR 2 11 60.3 26.9 52.7 2 0 0 1,183.6142
L_07 Sialic acid synthase SIAS_HUMAN 40,308 3 3 5 11.70% VGSGDTNNFPYLEK 132 145 70.3 26.4 57.2 2 0 0 1,540.7279
L_07 Sialic acid synthase SIAS_HUMAN 40,308 3 3 5 11.70% GSDHSASLEPGELAELVR 247 264 40.3 27.6 24.1 0 1 0 1,866.9193
Q_07 Sialic acid synthase SIAS_HUMAN 40,308 2 2 3 6.69% PLELELCPGR 2 11 53.8 26.6 50.5 1 0 0 1,183.6142
Q_07 Sialic acid synthase SIAS_HUMAN 40,308 2 2 3 6.69% VGSGDTNNFPYLEK 132 145 63.9 27.0 53.6 2 0 0 1,540.7279
C_23 Superkiller viralicidic activity 2‐like 2 SK2L2_HUMAN 117,808 2 2 4 1.92% GIVILMVDEK 533 542 26.8 27.2 25.1 2 0 0 1,132.6285
C_23 Superkiller viralicidic activity 2‐like 2 SK2L2_HUMAN 117,808 2 2 4 1.92% LTEQLAGPLR 924 933 34.9 25.0 17.8 2 0 0 1,097.6315
A_05 S‐phase kinase‐associated protein 1 SKP1_HUMAN 18,658 2 2 4 12.30% GLLDVTCK 114 121 29.9 28.6 24.2 2 0 0 905.4763
A_05 S‐phase kinase‐associated protein 1 SKP1_HUMAN 18,658 2 2 4 12.30% NDFTEEEEAQVR 143 154 63.2 25.0 55.2 2 0 0 1,466.6394
D_09 S‐phase kinase‐associated protein 1 SKP1_HUMAN 18,658 2 2 2 12.30% GLLDVTCK 114 121 20.7 27.8 17.6 1 0 0 905.4763
D_09 S‐phase kinase‐associated protein 1 SKP1_HUMAN 18,658 2 2 2 12.30% NDFTEEEEAQVR 143 154 53.6 25.0 47.1 1 0 0 1,466.6394
A_03 SRA stem‐loop‐interacting RNA‐binding protein, mitochondrial SLIRP_HUMAN 12,349 3 4 5 33.00% SINQPVAFVR 15 24 30.2 27.2 21.0 1 0 0 1,130.6316
A_03 SRA stem‐loop‐interacting RNA‐binding protein, mitochondrial SLIRP_HUMAN 12,349 3 4 5 33.00% NALQQENHIIDGVK 75 88 57.0 27.8 46.9 2 0 0 1,578.8236
A_03 SRA stem‐loop‐interacting RNA‐binding protein, mitochondrial SLIRP_HUMAN 12,349 3 4 5 33.00% LPQTSDDEKKDF 98 109 24.5 25.7 24.0 1 1 0 1,422.6750
B_03 SRA stem‐loop‐interacting RNA‐binding protein, mitochondrial SLIRP_HUMAN 12,349 3 3 5 33.00% SINQPVAFVR 15 24 38.8 27.2 30.0 2 0 0 1,130.6316
B_03 SRA stem‐loop‐interacting RNA‐binding protein, mitochondrial SLIRP_HUMAN 12,349 3 3 5 33.00% NALQQENHIIDGVK 75 88 52.3 27.8 44.3 2 0 0 1,578.8236
B_03 SRA stem‐loop‐interacting RNA‐binding protein, mitochondrial SLIRP_HUMAN 12,349 3 3 5 33.00% LPQTSDDEKKDF 98 109 23.4 26.0 8.9 0 1 0 1,422.6750
C_03 SRA stem‐loop‐interacting RNA‐binding protein, mitochondrial SLIRP_HUMAN 12,349 2 2 4 22.00% SINQPVAFVR 15 24 45.2 27.2 35.4 2 0 0 1,130.6316
C_03 SRA stem‐loop‐interacting RNA‐binding protein, mitochondrial SLIRP_HUMAN 12,349 2 2 4 22.00% NALQQENHIIDGVK 75 88 63.1 27.5 49.5 2 0 0 1,578.8236
A_25 STE20‐like serine/threonine‐protein kinase SLK_HUMAN 142,698 2 2 3 2.11% EANIQAVDSEVGLTK 510 524 61.8 28.5 51.5 2 0 0 1,573.8069
A_25 STE20‐like serine/threonine‐protein kinase SLK_HUMAN 142,698 2 2 3 2.11% DLQLQCEANVR 1133 1143 50.0 26.9 46.7 1 0 0 1,345.6530
A_24 Structural maintenance of chromosomes protein 2 SMC2_HUMAN 135,661 3 3 5 2.67% ASNLQDLVYK 59 68 39.9 26.7 31.2 2 0 0 1,150.6103
A_24 Structural maintenance of chromosomes protein 2 SMC2_HUMAN 135,661 3 3 5 2.67% YLINGVNANNTR 115 126 42.4 28.3 32.3 1 0 0 1,348.6967
A_24 Structural maintenance of chromosomes protein 2 SMC2_HUMAN 135,661 3 3 5 2.67% GLVASLISVK 524 533 38.5 25.0 38.5 2 0 0 986.6245
B_24 Structural maintenance of chromosomes protein 2 SMC2_HUMAN 135,661 5 5 6 4.09% SIILEGFK 5 12 20.9 25.0 14.1 1 0 0 906.5296
B_24 Structural maintenance of chromosomes protein 2 SMC2_HUMAN 135,661 5 5 6 4.09% ASNLQDLVYK 59 68 30.8 26.7 23.3 1 0 0 1,150.6103
B_24 Structural maintenance of chromosomes protein 2 SMC2_HUMAN 135,661 5 5 6 4.09% YLINGVNANNTR 115 126 32.7 28.1 25.6 1 0 0 1,348.6967
B_24 Structural maintenance of chromosomes protein 2 SMC2_HUMAN 135,661 5 5 6 4.09% ALEEELAGLK 697 706 35.1 30.1 23.3 2 0 0 1,072.5886
B_24 Structural maintenance of chromosomes protein 2 SMC2_HUMAN 135,661 5 5 6 4.09% DYDWINAER 937 945 25.0 25.0 25.0 1 0 0 1,181.5222
H_20 Structural maintenance of chromosomes protein 2 SMC2_HUMAN 135,661 2 2 4 1.75% SLEDALAEAQR 298 308 45.8 26.0 34.4 2 0 0 1,202.6012
H_20 Structural maintenance of chromosomes protein 2 SMC2_HUMAN 135,661 2 2 4 1.75% GLVASLISVK 524 533 27.4 25.0 20.0 2 0 0 986.6245
A_25 Structural maintenance of chromosomes protein 4 SMC4_HUMAN 147,188 4 4 6 3.26% FTQLDLEDVQVR 390 401 33.5 28.4 27.9 1 0 0 1,462.7538
A_25 Structural maintenance of chromosomes protein 4 SMC4_HUMAN 147,188 4 4 6 3.26% EALIAASETLK 525 535 34.2 27.7 28.5 2 0 0 1,145.6413
A_25 Structural maintenance of chromosomes protein 4 SMC4_HUMAN 147,188 4 4 6 3.26% SLVHDLFQK 574 582 28.0 28.3 22.1 1 0 0 1,086.5943
A_25 Structural maintenance of chromosomes protein 4 SMC4_HUMAN 147,188 4 4 6 3.26% LGDLGAIDEK 619 628 45.3 26.8 36.8 2 0 0 1,030.5418
B_25 Structural maintenance of chromosomes protein 4 SMC4_HUMAN 147,188 4 4 6 3.49% FTQLDLEDVQVR 390 401 43.7 28.4 34.4 2 0 0 1,462.7538
B_25 Structural maintenance of chromosomes protein 4 SMC4_HUMAN 147,188 4 4 6 3.49% LGDLGAIDEK 619 628 45.8 27.1 39.5 1 0 0 1,030.5418
B_25 Structural maintenance of chromosomes protein 4 SMC4_HUMAN 147,188 4 4 6 3.49% ELEANVLATAPDK 841 853 36.6 26.8 28.7 1 0 0 1,370.7163
B_25 Structural maintenance of chromosomes protein 4 SMC4_HUMAN 147,188 4 4 6 3.49% LLEENVSAFK 858 867 43.0 28.4 33.2 2 0 0 1,149.6150
A_03 Small nuclear ribonucleoprotein Sm D1 SMD1_HUMAN 13,282 2 3 5 10.90% NREPVQLETLSIR 49 61 63.2 26.9 42.6 2 2 0 1,554.8599
A_03 Small nuclear ribonucleoprotein Sm D1 SMD1_HUMAN 13,282 2 3 5 10.90% EPVQLETLSIR 51 61 44.1 26.7 24.6 1 0 0 1,284.7159
L_03 Small nuclear ribonucleoprotein Sm D1 SMD1_HUMAN 13,282 4 5 10 37.80% LSHETVTIELK 10 20 32.5 25.7 5.5 2 0 0 1,269.7050
L_03 Small nuclear ribonucleoprotein Sm D1 SMD1_HUMAN 13,282 4 5 10 37.80% NGTQVHGTITGVDVSMNTHLK 21 41 46.3 27.8 42.2 0 2 0 2,225.0982
L_03 Small nuclear ribonucleoprotein Sm D1 SMD1_HUMAN 13,282 4 5 10 37.80% NREPVQLETLSIR 49 61 53.2 26.2 39.9 2 2 0 1,554.8599
L_03 Small nuclear ribonucleoprotein Sm D1 SMD1_HUMAN 13,282 4 5 10 37.80% EPVQLETLSIR 51 61 36.7 26.9 25.3 2 0 0 1,284.7159
A_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 2 2 4 16.10% NNTQVLINCR 38 47 55.3 27.5 48.9 2 0 0 1,231.6212
A_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 2 2 4 16.10% GDSVIVVLR 103 111 75.2 27.6 53.0 2 0 0 957.5728
C_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 2 2 3 16.10% NNTQVLINCR 38 47 49.1 27.5 43.7 1 0 0 1,231.6212
C_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 2 2 3 16.10% GDSVIVVLR 103 111 52.2 26.9 37.2 2 0 0 957.5728
G_06 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 2 2 4 16.10% NNTQVLINCR 38 47 36.0 27.8 36.0 2 0 0 1,231.6212
G_06 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 2 2 4 16.10% GDSVIVVLR 103 111 32.9 28.1 8.2 2 0 0 957.5728
L_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 5 6 10 37.30% SEMTPEELQK 9 18 39.7 25.0 32.2 2 0 0 1,207.5513
L_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 5 6 10 37.30% HCNMVLENVK 62 71 23.8 25.0 23.8 1 0 0 1,259.5871
L_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 5 6 10 37.30% EMWTEVPK 72 79 23.9 26.9 15.3 1 0 0 1,035.4817
L_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 5 6 10 37.30% GDSVIVVLR 103 111 50.5 28.2 17.6 2 0 0 957.5728
L_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 5 6 10 37.30% GDSVIVVLRNPLIAGK 103 118 55.2 25.0 55.2 2 2 0 1,650.9903
M_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 2 2 4 16.10% SEMTPEELQK 9 18 22.0 25.0 19.6 2 0 0 1,207.5513
M_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 2 2 4 16.10% GDSVIVVLR 103 111 44.1 25.9 26.2 2 0 0 957.5728
O_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 2 2 4 16.10% NNTQVLINCR 38 47 67.0 28.3 59.9 2 0 0 1,231.6212
O_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 2 2 4 16.10% GDSVIVVLR 103 111 47.1 28.1 25.1 2 0 0 957.5728
Q_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 2 2 4 16.10% NNTQVLINCR 38 47 53.7 28.3 49.5 2 0 0 1,231.6212
Q_03 Small nuclear ribonucleoprotein Sm D2 SMD2_HUMAN 13,527 2 2 4 16.10% GDSVIVVLR 103 111 38.5 28.1 21.3 2 0 0 957.5728
H_04 Small nuclear ribonucleoprotein Sm D3 SMD3_HUMAN 13,917 2 2 4 15.10% VAQLEQVYIR 55 64 61.8 27.8 49.4 2 0 0 1,218.6841
H_04 Small nuclear ribonucleoprotein Sm D3 SMD3_HUMAN 13,917 2 2 4 15.10% FLILPDMLK 70 78 28.1 25.9 12.9 2 0 0 1,105.6329



I_03 Small nuclear ribonucleoprotein Sm D3 SMD3_HUMAN 13,917 2 2 3 15.10% VAQLEQVYIR 55 64 65.1 28.5 45.5 2 0 0 1,218.6841
I_03 Small nuclear ribonucleoprotein Sm D3 SMD3_HUMAN 13,917 2 2 3 15.10% FLILPDMLK 70 78 23.2 26.0 13.8 1 0 0 1,105.6329
I_04 Small nuclear ribonucleoprotein Sm D3 SMD3_HUMAN 13,917 2 2 3 15.10% VAQLEQVYIR 55 64 78.3 28.2 64.2 2 0 0 1,218.6841
I_04 Small nuclear ribonucleoprotein Sm D3 SMD3_HUMAN 13,917 2 2 3 15.10% FLILPDMLK 70 78 31.0 26.0 9.2 1 0 0 1,105.6329
K_03 Small nuclear ribonucleoprotein Sm D3 SMD3_HUMAN 13,917 2 2 3 15.10% VAQLEQVYIR 55 64 66.2 28.5 48.5 2 0 0 1,218.6841
K_03 Small nuclear ribonucleoprotein Sm D3 SMD3_HUMAN 13,917 2 2 3 15.10% FLILPDMLK 70 78 20.2 25.9 7.4 1 0 0 1,105.6329
L_03 Small nuclear ribonucleoprotein Sm D3 SMD3_HUMAN 13,917 2 2 4 23.80% VLHEAEGHIVTCETNTGEVYR 9 29 60.0 26.4 56.4 0 2 0 2,414.1406
L_03 Small nuclear ribonucleoprotein Sm D3 SMD3_HUMAN 13,917 2 2 4 23.80% FLILPDMLK 70 78 37.0 25.8 18.5 2 0 0 1,105.6329
Q_03 Small nuclear ribonucleoprotein Sm D3 SMD3_HUMAN 13,917 2 2 3 15.10% VAQLEQVYIR 55 64 62.5 27.7 53.2 2 0 0 1,218.6841
Q_03 Small nuclear ribonucleoprotein Sm D3 SMD3_HUMAN 13,917 2 2 3 15.10% FLILPDMLK 70 78 29.5 26.0 10.0 1 0 0 1,105.6329
A_09 Alpha‐soluble NSF attachment protein SNAA_HUMAN 33,234 4 4 5 18.30% EAEAMALLAEAER 7 19 74.3 26.3 67.8 2 0 0 1,419.6785
A_09 Alpha‐soluble NSF attachment protein SNAA_HUMAN 33,234 4 4 5 18.30% AIEIYTDMGR 107 116 30.7 27.0 21.6 1 0 0 1,168.5668
A_09 Alpha‐soluble NSF attachment protein SNAA_HUMAN 33,234 4 4 5 18.30% VAGYAALLEQYQK 168 180 41.4 27.7 30.5 1 0 0 1,453.7686
A_09 Alpha‐soluble NSF attachment protein SNAA_HUMAN 33,234 4 4 5 18.30% LLEAHEEQNVDSYTESVK 247 264 22.0 26.3 18.7 0 1 0 2,090.9877
L_06 Alpha‐soluble NSF attachment protein SNAA_HUMAN 33,234 2 2 2 6.78% IEEACEIYAR 38 47 27.4 25.2 11.8 1 0 0 1,253.5831
L_06 Alpha‐soluble NSF attachment protein SNAA_HUMAN 33,234 2 2 2 6.78% AIEIYTDMGR 107 116 28.6 25.0 28.0 1 0 0 1,184.5618
Q_06 Alpha‐soluble NSF attachment protein SNAA_HUMAN 33,234 2 2 3 6.78% IEEACEIYAR 38 47 30.8 25.2 21.7 2 0 0 1,253.5831
Q_06 Alpha‐soluble NSF attachment protein SNAA_HUMAN 33,234 2 2 3 6.78% AIEIYTDMGR 107 116 19.9 25.0 9.9 1 0 0 1,184.5618
A_11 Gamma‐soluble NSF attachment protein SNAG_HUMAN 34,747 2 2 2 7.37% LPEAVQLIEK 91 100 25.2 25.0 12.9 1 0 0 1,139.6672
A_11 Gamma‐soluble NSF attachment protein SNAG_HUMAN 34,747 2 2 2 7.37% LGLSLVVPGGGIK 269 281 33.1 25.0 17.1 1 0 0 1,209.7568
A_04 SNARE‐associated protein Snapin SNAPN_HUMAN 14,874 2 2 4 17.60% VALDLDPYVK 74 83 34.4 28.0 22.3 2 0 0 1,132.6250
A_04 SNARE‐associated protein Snapin SNAPN_HUMAN 14,874 2 2 4 17.60% VVLVNNILQNAQER 92 105 52.0 25.1 52.0 2 0 0 1,609.9020
A_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 11 14 26 14.30% MVLSGCAIIVR 26 36 70.0 27.8 59.7 2 0 0 1,234.6647
A_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 11 14 26 14.30% EVCFTIENK 94 102 39.1 25.3 32.7 1 0 0 1,139.5402
A_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 11 14 26 14.30% EYGMIYLGK 108 116 24.5 26.1 19.5 1 0 0 1,089.5287
A_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 11 14 26 14.30% EADGSETPEPFAAEAK 234 249 56.4 25.0 54.3 2 0 0 1,648.7338
A_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 11 14 26 14.30% VMQVLNADAIVVK 347 359 83.7 27.2 55.3 4 0 0 1,415.7928
A_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 11 14 26 14.30% SSHYDELLAAEAR 473 485 58.0 26.2 50.7 2 0 0 1,461.6968
A_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 11 14 26 14.30% EVEVEVESMDK 593 603 55.1 25.0 48.7 4 0 0 1,309.5829
A_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 11 14 26 14.30% SLLSAEEAAK 642 651 46.2 29.4 26.7 2 0 0 1,018.5415
A_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 11 14 26 14.30% NDIASHPPVEGSYAPR 716 731 48.3 26.3 45.8 2 2 0 1,709.8242
A_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 11 14 26 14.30% TDAVDSVVR 811 819 67.3 28.5 30.1 2 0 0 961.4949
A_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 11 14 26 14.30% VITEYLNAQESAK 874 886 67.2 28.1 58.8 2 0 0 1,465.7533
B_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 16 31 15.90% EADGSETPEPFAAEAK 234 249 54.4 25.0 54.4 2 0 0 1,648.7338
B_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 16 31 15.90% VMQVLNADAIVVK 347 359 80.6 26.8 59.3 4 0 0 1,415.7928
B_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 16 31 15.90% SSHYDELLAAEAR 473 485 68.0 26.7 56.1 2 0 0 1,461.6968
B_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 16 31 15.90% SEAVVEYVFSGSR 527 539 27.8 26.2 26.7 0 2 0 1,429.6956
B_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 16 31 15.90% EVEVEVESMDK 593 603 41.9 25.0 38.5 3 0 0 1,293.5879
B_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 16 31 15.90% SLLSAEEAAK 642 651 34.8 28.7 15.4 2 0 0 1,018.5415
B_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 16 31 15.90% NDIASHPPVEGSYAPR 716 731 47.1 26.3 38.0 2 2 0 1,709.8242
B_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 16 31 15.90% LGTLSPAFSTR 777 787 59.7 27.6 51.2 2 0 0 1,149.6263
B_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 16 31 15.90% TDAVDSVVR 811 819 48.5 28.3 16.0 2 0 0 961.4949
B_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 16 31 15.90% EGLVMVEVR 858 866 39.1 28.2 18.3 2 0 0 1,047.5504
B_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 16 31 15.90% VITEYLNAQESAK 874 886 72.3 28.2 68.1 2 2 0 1,465.7533
B_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 16 31 15.90% ADDADEFGYSR 900 910 46.1 25.0 46.1 2 0 0 1,245.5019
B_23 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 3 3.19% EADGSETPEPFAAEAK 234 249 35.3 25.0 32.9 1 0 0 1,648.7338
B_23 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 3 3.19% VITEYLNAQESAK 874 886 53.8 28.1 49.2 2 0 0 1,465.7533
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% MVLSGCAIIVR 26 36 44.8 27.8 38.0 2 0 0 1,234.6647
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% QINLSNIR 48 55 31.8 28.0 14.4 2 0 0 957.5476
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% EADGSETPEPFAAEAK 234 249 44.1 25.0 36.2 1 0 0 1,648.7338
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% DYVAPTANLDQKDK 328 341 28.4 27.9 26.3 2 0 0 1,577.7808
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% VMQVLNADAIVVK 347 359 56.3 27.2 36.0 2 0 0 1,415.7928
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% SSHYDELLAAEAR 473 485 85.6 26.2 75.3 2 0 0 1,461.6968
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% QFLPFLQR 516 523 23.2 26.2 7.0 1 0 0 1,048.5939
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% SEAVVEYVFSGSR 527 539 98.2 26.4 86.2 2 0 0 1,429.6956
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% EVEVEVESMDK 593 603 38.1 25.0 38.1 2 0 0 1,309.5829
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% SLLSAEEAAK 642 651 33.7 29.4 15.1 1 0 0 1,018.5415
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% NDIASHPPVEGSYAPR 716 731 41.0 26.1 40.6 2 2 0 1,709.8242
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% FVDGEWYR 740 747 31.7 25.0 25.1 2 0 0 1,071.4894
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% LGTLSPAFSTR 777 787 62.8 27.6 48.0 2 0 0 1,149.6263
C_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 14 15 27 18.10% VITEYLNAQESAK 874 886 72.7 28.1 72.7 2 0 0 1,465.7533
D_28 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 3 2.31% SLLSAEEAAK 642 651 28.8 29.2 17.6 1 0 0 1,018.5415
D_28 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 3 2.31% LGTLSPAFSTR 777 787 32.4 28.1 31.4 2 0 0 1,149.6263
H_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 10 12 20 13.40% DTPDEPWAFPAR 72 83 22.0 25.0 20.2 1 0 0 1,401.6435
H_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 10 12 20 13.40% EVCFTIENK 94 102 22.9 26.3 13.5 1 0 0 1,139.5402
H_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 10 12 20 13.40% DYVAPTANLDQKDK 328 341 46.3 27.7 41.4 2 1 0 1,577.7808
H_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 10 12 20 13.40% VMQVLNADAIVVK 347 359 74.9 27.2 57.6 4 0 0 1,415.7928
H_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 10 12 20 13.40% SSHYDELLAAEAR 473 485 73.3 26.7 63.0 2 0 0 1,461.6968
H_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 10 12 20 13.40% EVEVEVESMDK 593 603 34.5 25.0 34.5 1 0 0 1,293.5879
H_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 10 12 20 13.40% SLLSAEEAAK 642 651 46.3 29.4 27.2 2 0 0 1,018.5415
H_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 10 12 20 13.40% NDIASHPPVEGSYAPR 716 731 46.7 26.3 44.2 2 0 0 1,709.8242
H_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 10 12 20 13.40% LGTLSPAFSTR 777 787 58.0 27.7 48.0 2 0 0 1,149.6263
H_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 10 12 20 13.40% VITEYLNAQESAK 874 886 96.1 28.2 90.4 2 0 0 1,465.7533
H_20 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 3.30% EVCFTIENK 94 102 22.7 25.3 10.4 1 0 0 1,139.5402
H_20 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 3.30% FVDGEWYR 740 747 24.1 25.0 19.6 1 0 0 1,071.4894
H_20 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 3.30% VITEYLNAQESAK 874 886 65.9 28.1 58.4 2 0 0 1,465.7533
H_21 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 4.07% SEAVVEYVFSGSR 527 539 62.2 26.4 55.8 1 0 0 1,429.6956
H_21 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 4.07% LGTLSPAFSTR 777 787 32.2 27.7 25.2 1 0 0 1,149.6263
H_21 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 4.07% VITEYLNAQESAK 874 886 62.8 28.1 56.1 2 0 0 1,465.7533
H_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 3 2.64% LGTLSPAFSTR 777 787 50.9 27.6 43.6 2 0 0 1,149.6263
H_22 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 3 2.64% VITEYLNAQESAK 874 886 42.9 28.1 40.6 1 0 0 1,465.7533
H_24 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 3 2.97% NDIASHPPVEGSYAPR 716 731 41.4 26.4 34.3 0 2 0 1,709.8242
H_24 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 3 2.97% LGTLSPAFSTR 777 787 44.8 27.7 35.1 1 0 0 1,149.6263
I_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 7 6.70% SEAVVEYVFSGSR 527 539 83.3 26.4 80.5 2 0 0 1,429.6956
I_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 7 6.70% NDIASHPPVEGSYAPR 716 731 35.4 26.1 33.3 0 2 0 1,709.8242
I_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 7 6.70% FVDGEWYR 740 747 20.2 25.0 20.2 1 0 0 1,071.4894
I_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 7 6.70% LGTLSPAFSTR 777 787 44.5 27.6 37.3 1 0 0 1,149.6263
I_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 7 6.70% VITEYLNAQESAK 874 886 57.6 28.2 48.4 1 0 0 1,465.7533
I_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 13 24 14.10% MVLSGCAIIVR 26 36 72.5 28.5 59.6 2 0 0 1,218.6698
I_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 13 24 14.10% QINLSNIR 48 55 29.5 26.3 22.5 2 0 0 957.5476
I_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 13 24 14.10% DYVAPTANLDQK 328 339 43.7 27.4 36.9 2 0 0 1,334.6588
I_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 13 24 14.10% DYVAPTANLDQKDKQFVAK 328 346 23.1 28.0 19.9 0 1 0 2,151.1083
I_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 13 24 14.10% VMQVLNADAIVVK 347 359 55.8 27.1 37.5 2 0 0 1,399.7978
I_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 13 24 14.10% SSHYDELLAAEAR 473 485 81.6 26.7 73.8 2 0 0 1,461.6968
I_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 13 24 14.10% AGRSEAVVEYVFSGSR 524 539 41.8 27.3 35.4 0 1 0 1,713.8553
I_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 13 24 14.10% SEAVVEYVFSGSR 527 539 92.8 26.3 81.7 2 0 0 1,429.6956
I_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 13 24 14.10% NDIASHPPVEGSYAPR 716 731 44.1 26.1 40.8 2 2 0 1,709.8242
I_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 13 24 14.10% FVDGEWYR 740 747 41.3 25.0 32.4 2 0 0 1,071.4894
I_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 13 24 14.10% LGTLSPAFSTR 777 787 57.2 27.6 50.6 2 0 0 1,149.6263
I_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 12 13 24 14.10% VITEYLNAQESAK 874 886 96.1 28.1 90.1 2 0 0 1,465.7533
I_20 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 4 2.86% SEAVVEYVFSGSR 527 539 67.5 26.0 65.5 2 0 0 1,429.6956
I_20 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 4 2.86% VITEYLNAQESAK 874 886 68.7 28.1 62.4 2 0 0 1,465.7533
I_21 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 5 4.07% SEAVVEYVFSGSR 527 539 68.6 26.4 61.3 1 0 0 1,429.6956
I_21 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 5 4.07% LGTLSPAFSTR 777 787 43.3 27.6 35.2 2 0 0 1,149.6263
I_21 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 5 4.07% VITEYLNAQESAK 874 886 51.0 28.1 47.5 2 0 0 1,465.7533
J_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 8 6.04% EVCFTIENK 94 102 27.8 26.6 23.6 2 0 0 1,139.5402
J_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 8 6.04% DYVAPTANLDQK 328 339 32.4 28.0 30.1 2 0 0 1,334.6588
J_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 8 6.04% SLLSAEEAAK 642 651 34.6 29.1 18.6 1 0 0 1,018.5415
J_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 8 6.04% LGTLSPAFSTR 777 787 31.3 27.5 22.0 1 0 0 1,149.6263
J_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 8 6.04% VITEYLNAQESAK 874 886 62.3 28.0 54.2 2 0 0 1,465.7533
J_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 3.63% EVCFTIENK 94 102 18.5 26.3 12.9 1 0 0 1,139.5402
J_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 3.63% LGTLSPAFSTR 777 787 21.4 27.5 12.1 1 0 0 1,149.6263



J_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 3.63% VITEYLNAQESAK 874 886 53.4 28.1 48.8 2 0 0 1,465.7533
K_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 8 9 13 10.50% DYVAPTANLDQK 328 339 34.0 27.8 32.7 2 0 0 1,334.6588
K_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 8 9 13 10.50% SSHYDELLAAEAR 473 485 40.6 26.9 27.8 1 0 0 1,461.6968
K_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 8 9 13 10.50% SEAVVEYVFSGSR 527 539 62.9 26.7 58.3 2 0 0 1,429.6956
K_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 8 9 13 10.50% SLLSAEEAAK 642 651 40.5 29.8 23.7 1 0 0 1,018.5415
K_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 8 9 13 10.50% NDIASHPPVEGSYAPR 716 731 40.2 26.8 40.0 2 1 0 1,709.8242
K_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 8 9 13 10.50% FVDGEWYR 740 747 24.8 25.0 18.1 1 0 0 1,071.4894
K_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 8 9 13 10.50% LGTLSPAFSTR 777 787 39.2 27.5 26.1 1 0 0 1,149.6263
K_18 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 8 9 13 10.50% VITEYLNAQESAK 874 886 69.9 28.0 61.2 2 0 0 1,465.7533
K_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 5 3.63% EVCFTIENK 94 102 20.0 26.2 18.8 2 0 0 1,139.5402
K_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 5 3.63% LGTLSPAFSTR 777 787 27.8 27.7 12.3 1 0 0 1,149.6263
K_19 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 5 3.63% VITEYLNAQESAK 874 886 68.4 28.2 63.2 2 0 0 1,465.7533
K_24 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 4 2.97% NDIASHPPVEGSYAPR 716 731 41.1 26.5 36.3 0 2 0 1,709.8242
K_24 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 4 2.97% LGTLSPAFSTR 777 787 31.3 27.7 21.6 2 0 0 1,149.6263
L_13 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 9 7.25% EADGSETPEPFAAEAK 234 249 60.9 25.0 41.0 2 0 0 1,648.7338
L_13 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 9 7.25% SLLSAEEAAK 642 651 40.9 28.9 16.8 2 0 0 1,018.5415
L_13 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 9 7.25% NDIASHPPVEGSYAPR 716 731 24.8 26.5 24.3 0 1 0 1,709.8242
L_13 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 9 7.25% LGTLSPAFSTR 777 787 41.7 27.6 36.9 2 0 0 1,149.6263
L_13 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 9 7.25% VITEYLNAQESAK 874 886 58.6 28.2 54.7 2 0 0 1,465.7533
L_14 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 6 6 11 7.25% QINLSNIR 48 55 28.1 28.1 12.2 1 0 0 957.5476
L_14 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 6 6 11 7.25% SEAVVEYVFSGSR 527 539 82.5 26.5 78.4 2 0 0 1,429.6956
L_14 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 6 6 11 7.25% SLLSAEEAAK 642 651 31.1 29.8 14.0 2 0 0 1,018.5415
L_14 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 6 6 11 7.25% LGTLSPAFSTR 777 787 40.0 27.6 28.6 2 0 0 1,149.6263
L_14 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 6 6 11 7.25% VITEYLNAQESAK 874 886 59.0 28.1 52.5 2 0 0 1,465.7533
L_14 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 6 6 11 7.25% ADDADEFGYSR 900 910 25.7 25.0 22.4 2 0 0 1,245.5019
L_15 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 8 6.04% QINLSNIR 48 55 27.3 28.0 14.0 1 0 0 957.5476
L_15 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 8 6.04% VMQVLNADAIVVK 347 359 38.7 26.7 32.5 1 0 0 1,415.7928
L_15 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 8 6.04% SLLSAEEAAK 642 651 34.1 28.9 9.6 2 0 0 1,018.5415
L_15 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 8 6.04% LGTLSPAFSTR 777 787 33.6 27.6 31.9 2 0 0 1,149.6263
L_15 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 5 5 8 6.04% VITEYLNAQESAK 874 886 74.4 28.2 71.5 2 0 0 1,465.7533
L_16 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 3 2.09% QINLSNIR 48 55 38.7 28.3 22.1 1 0 0 957.5476
L_16 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 2 2 3 2.09% LGTLSPAFSTR 777 787 36.8 27.6 31.1 2 0 0 1,149.6263
M_13 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 5 3.85% LGTLSPAFSTR 777 787 45.2 27.5 37.7 2 0 0 1,149.6263
M_13 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 5 3.85% VITEYLNAQESAK 874 886 55.2 28.2 50.4 2 0 0 1,465.7533
M_13 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 5 3.85% ADDADEFGYSR 900 910 40.6 25.0 40.6 1 0 0 1,245.5019
M_14 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 3.85% LGTLSPAFSTR 777 787 36.2 27.5 32.1 1 0 0 1,149.6263
M_14 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 3.85% VITEYLNAQESAK 874 886 67.0 28.4 62.5 2 0 0 1,465.7533
M_14 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 3.85% ADDADEFGYSR 900 910 42.4 25.0 36.2 1 0 0 1,245.5019
M_15 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 3.74% SLLSAEEAAK 642 651 26.3 28.7 8.2 1 0 0 1,018.5415
M_15 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 3.74% LGTLSPAFSTR 777 787 45.4 27.7 36.3 1 0 0 1,149.6263
M_15 Staphylococcal nuclease domain‐containing protein 1 SND1_HUMAN 101,999 3 3 4 3.74% VITEYLNAQESAK 874 886 61.5 28.1 58.3 2 0 0 1,465.7533
A_11 U5 small nuclear ribonucleoprotein 40 kDa protein SNR40_HUMAN 39,380 3 3 4 9.80% TVAVWDSETGER 133 144 34.5 25.6 33.9 2 0 0 1,349.6332
A_11 U5 small nuclear ribonucleoprotein 40 kDa protein SNR40_HUMAN 39,380 3 3 4 9.80% GHTSFVNSCYPAR 150 162 20.6 25.0 10.2 0 1 0 1,495.6746
A_11 U5 small nuclear ribonucleoprotein 40 kDa protein SNR40_HUMAN 39,380 3 3 4 9.80% VWDVRPFAPK 262 271 22.8 27.5 18.3 1 0 0 1,214.6681
A_10 U1 small nuclear ribonucleoprotein A SNRPA_HUMAN 31,281 2 2 3 7.45% GQAFVIFK 53 60 32.4 25.6 24.5 2 0 0 909.5193
A_10 U1 small nuclear ribonucleoprotein A SNRPA_HUMAN 31,281 2 2 3 7.45% SMQGFPFYDKPMR 71 83 16.5 25.0 11.8 0 1 0 1,635.7296
Q_06 U1 small nuclear ribonucleoprotein A SNRPA_HUMAN 31,281 2 2 2 13.10% GQAFVIFK 53 60 21.0 25.8 13.3 1 0 0 909.5193
Q_06 U1 small nuclear ribonucleoprotein A SNRPA_HUMAN 31,281 2 2 2 13.10% AVQGGGATPVVGAVQGPVPGMPPMTQAPR 124 152 49.8 27.1 38.5 0 1 0 2,759.3972
A_15 Beta‐2‐syntrophin SNTB2_HUMAN 57,951 2 2 4 4.26% AGLVELLLR 25 33 61.1 25.0 41.0 2 0 0 983.6249
A_15 Beta‐2‐syntrophin SNTB2_HUMAN 57,951 2 2 4 4.26% LGDAILSVNGTDLR 159 172 66.8 28.0 47.0 2 0 0 1,443.7804
B_15 Beta‐2‐syntrophin SNTB2_HUMAN 57,951 2 2 3 4.26% AGLVELLLR 25 33 65.6 25.0 40.6 2 0 0 983.6249
B_15 Beta‐2‐syntrophin SNTB2_HUMAN 57,951 2 2 3 4.26% LGDAILSVNGTDLR 159 172 52.1 27.7 41.9 1 0 0 1,443.7804
C_15 Beta‐2‐syntrophin SNTB2_HUMAN 57,951 3 3 4 6.67% AGLVELLLR 25 33 69.1 25.0 36.4 2 0 0 983.6249
C_15 Beta‐2‐syntrophin SNTB2_HUMAN 57,951 3 3 4 6.67% LGDAILSVNGTDLR 159 172 48.6 27.9 34.3 1 0 0 1,443.7804
C_15 Beta‐2‐syntrophin SNTB2_HUMAN 57,951 3 3 4 6.67% SPSLGSDLTFATR 393 405 31.1 28.2 25.3 1 0 0 1,351.6853
A_17 Sorting nexin‐1 SNX1_HUMAN 59,071 5 5 8 11.30% ITTSLLPINNGSK 61 73 26.8 27.5 19.6 1 0 0 1,357.7687
A_17 Sorting nexin‐1 SNX1_HUMAN 59,071 5 5 8 11.30% ELALNTAQFAK 339 349 69.5 28.4 58.4 2 0 0 1,205.6525
A_17 Sorting nexin‐1 SNX1_HUMAN 59,071 5 5 8 11.30% SLAMLGSSEDNTALSR 350 365 84.4 26.2 79.1 2 0 0 1,667.7906
A_17 Sorting nexin‐1 SNX1_HUMAN 59,071 5 5 8 11.30% WQDAQATLQK 420 429 32.9 26.9 24.5 1 0 0 1,188.6009
A_17 Sorting nexin‐1 SNX1_HUMAN 59,071 5 5 8 11.30% DEILEWESR 451 459 49.1 25.1 30.1 2 0 0 1,176.5532
B_17 Sorting nexin‐1 SNX1_HUMAN 59,071 2 2 4 3.83% ELALNTAQFAK 339 349 64.5 28.3 56.0 2 0 0 1,205.6525
B_17 Sorting nexin‐1 SNX1_HUMAN 59,071 2 2 4 3.83% DEILEWESR 451 459 49.8 25.5 32.9 2 0 0 1,176.5532
B_18 Sorting nexin‐1 SNX1_HUMAN 59,071 2 2 4 3.83% ALSQLAEVEEK 366 376 58.0 29.2 41.0 2 0 0 1,216.6420
B_18 Sorting nexin‐1 SNX1_HUMAN 59,071 2 2 4 3.83% DEILEWESR 451 459 34.6 25.6 21.8 2 0 0 1,176.5532
H_12 Sorting nexin‐1 SNX1_HUMAN 59,071 3 3 5 6.90% VTTQTSLPLFR 167 177 38.2 27.4 21.6 1 0 0 1,262.7104
H_12 Sorting nexin‐1 SNX1_HUMAN 59,071 3 3 5 6.90% AVGTQTLSGAGLLK 273 286 70.1 26.7 57.0 2 0 0 1,315.7582
H_12 Sorting nexin‐1 SNX1_HUMAN 59,071 3 3 5 6.90% ALSQLAEVEEK 366 376 33.2 29.1 24.2 2 0 0 1,216.6420
H_14 Sorting nexin‐1 SNX1_HUMAN 59,071 2 2 3 4.60% ITTSLLPINNGSK 61 73 24.2 27.5 20.3 1 0 0 1,357.7687
H_14 Sorting nexin‐1 SNX1_HUMAN 59,071 2 2 3 4.60% VTTQTSLPLFR 167 177 36.5 27.1 29.0 2 0 0 1,262.7104
I_14 Sorting nexin‐1 SNX1_HUMAN 59,071 2 2 4 3.83% VTTQTSLPLFR 167 177 40.2 27.4 37.7 2 0 0 1,262.7104
I_14 Sorting nexin‐1 SNX1_HUMAN 59,071 2 2 4 3.83% DEILEWESR 451 459 33.5 25.6 19.1 2 0 0 1,176.5532
L_10 Sorting nexin‐1 SNX1_HUMAN 59,071 2 2 3 5.36% VGKEDSSSAEFLEK 224 237 27.9 27.2 21.9 0 1 0 1,525.7381
L_10 Sorting nexin‐1 SNX1_HUMAN 59,071 2 2 3 5.36% IVNHPTMLQDPDVR 249 262 26.3 27.3 16.6 0 2 0 1,650.8271
M_10 Sorting nexin‐1 SNX1_HUMAN 59,071 2 2 3 4.21% VTTQTSLPLFR 167 177 27.9 27.1 20.5 1 0 0 1,262.7104
M_10 Sorting nexin‐1 SNX1_HUMAN 59,071 2 2 3 4.21% ALSQLAEVEEK 366 376 46.9 28.8 32.9 2 0 0 1,216.6420
A_18 Sorting nexin‐2 SNX2_HUMAN 58,472 2 2 3 6.74% QFLESSELPR 260 269 33.7 28.1 18.1 1 0 0 1,205.6161
A_18 Sorting nexin‐2 SNX2_HUMAN 58,472 2 2 3 6.74% AVNTQALSGAGILR 270 283 79.5 26.5 68.3 2 0 0 1,370.7751
A_18 Sorting nexin‐2 SNX2_HUMAN 58,472 2 2 3 6.74% ALSQLAEVEEK 363 373 48.7 29.2 37.5 2 0 0 1,216.6420
B_18 Sorting nexin‐2 SNX2_HUMAN 58,472 3 3 6 8.86% FSDFLGLHSK 184 193 42.5 27.4 25.5 2 0 0 1,150.5892
B_18 Sorting nexin‐2 SNX2_HUMAN 58,472 3 3 6 8.86% AVNTQALSGAGILR 270 283 82.7 26.6 67.5 2 0 0 1,370.7751
B_18 Sorting nexin‐2 SNX2_HUMAN 58,472 3 3 6 8.86% ELSANTAAFAK 336 346 29.4 28.5 25.1 2 0 0 1,122.5789
B_18 Sorting nexin‐2 SNX2_HUMAN 58,472 3 3 6 8.86% ALSQLAEVEEK 363 373 58.0 29.2 41.0 2 0 0 1,216.6420
H_14 Sorting nexin‐2 SNX2_HUMAN 58,472 2 2 4 4.62% QFLESSELPR 260 269 32.3 28.2 17.8 2 0 0 1,205.6161
H_14 Sorting nexin‐2 SNX2_HUMAN 58,472 2 2 4 4.62% AVNTQALSGAGILR 270 283 67.6 26.5 49.4 2 0 0 1,370.7751
I_14 Sorting nexin‐2 SNX2_HUMAN 58,472 2 2 2 4.62% QFLESSELPR 260 269 29.4 28.4 11.2 1 0 0 1,205.6161
I_14 Sorting nexin‐2 SNX2_HUMAN 58,472 2 2 2 4.62% AVNTQALSGAGILR 270 283 68.5 26.6 55.3 1 0 0 1,370.7751
K_14 Sorting nexin‐2 SNX2_HUMAN 58,472 2 2 3 4.62% QFLESSELPR 260 269 20.6 27.5 11.1 1 0 0 1,205.6161
K_14 Sorting nexin‐2 SNX2_HUMAN 58,472 2 2 3 4.62% AVNTQALSGAGILR 270 283 82.2 26.3 70.5 2 0 0 1,370.7751
L_10 Sorting nexin‐2 SNX2_HUMAN 58,472 5 5 7 12.10% QFLESSELPR 260 269 28.5 28.2 5.3 2 0 0 1,205.6161
L_10 Sorting nexin‐2 SNX2_HUMAN 58,472 5 5 7 12.10% AVNTQALSGAGILR 270 283 80.2 26.1 61.2 2 0 0 1,370.7751
L_10 Sorting nexin‐2 SNX2_HUMAN 58,472 5 5 7 12.10% QQQFENLDQQLR 310 321 34.8 27.4 24.8 1 0 0 1,546.7610
L_10 Sorting nexin‐2 SNX2_HUMAN 58,472 5 5 7 12.10% VQQGERDFEQISK 457 469 25.6 28.0 3.9 1 0 0 1,563.7763
L_10 Sorting nexin‐2 SNX2_HUMAN 58,472 5 5 7 12.10% YLESLVQTQQQLIK 493 506 47.7 25.5 42.3 1 0 0 1,690.9376
M_10 Sorting nexin‐2 SNX2_HUMAN 58,472 2 2 2 5.97% SMSAPVIFDR 117 126 29.4 26.3 21.7 1 0 0 1,138.5562
M_10 Sorting nexin‐2 SNX2_HUMAN 58,472 2 2 2 5.97% QFLESSELPR 260 269 30.5 28.4 15.5 1 0 0 1,205.6161
M_10 Sorting nexin‐2 SNX2_HUMAN 58,472 2 2 2 5.97% ALSQLAEVEEK 363 373 46.9 28.8 32.9 2 0 0 1,216.6420
H_05 Sorting nexin‐3 SNX3_HUMAN 18,763 4 4 5 15.40% FTTYEIR 46 52 20.3 25.6 16.2 1 0 0 929.4727
H_05 Sorting nexin‐3 SNX3_HUMAN 18,763 4 4 5 15.40% YSDFEWLR 71 78 33.8 25.0 31.9 2 0 0 1,115.5156
H_05 Sorting nexin‐3 SNX3_HUMAN 18,763 4 4 5 15.40% KQGLEQFINK 119 128 23.8 27.6 17.4 1 0 0 1,204.6686
H_05 Sorting nexin‐3 SNX3_HUMAN 18,763 4 4 5 15.40% QGLEQFINK 120 128 38.9 28.9 23.3 1 0 0 1,076.5736
A_13 Sorting nexin‐6 SNX6_HUMAN 46,650 3 3 4 8.87% QNEFSVVR 61 68 26.4 28.3 11.8 1 0 0 978.5002
A_13 Sorting nexin‐6 SNX6_HUMAN 46,650 3 3 4 8.87% SADGVIVSGVK 194 204 30.0 28.8 19.0 2 0 0 1,031.5732
A_13 Sorting nexin‐6 SNX6_HUMAN 46,650 3 3 4 8.87% NKDVLQAETSQQLCCQK 334 350 24.5 26.3 17.4 0 1 0 2,049.9695
C_13 Sorting nexin‐6 SNX6_HUMAN 46,650 2 2 2 6.90% LGEGEGSMTKEEFTK 110 124 21.0 25.0 20.8 0 1 0 1,658.7581
C_13 Sorting nexin‐6 SNX6_HUMAN 46,650 2 2 2 6.90% ISESAKQELIDFK 354 366 19.9 28.4 7.8 0 1 0 1,507.8004
K_12 Sorting nexin‐6 SNX6_HUMAN 46,650 2 2 2 6.90% NKDVLQAETSQQLCCQK 334 350 21.4 26.8 19.5 0 1 0 2,049.9695
K_12 Sorting nexin‐6 SNX6_HUMAN 46,650 2 2 2 6.90% NLVELAELELK 376 386 32.9 27.3 17.2 1 0 0 1,270.7254
M_08 Sorting nexin‐6 SNX6_HUMAN 46,650 2 2 2 6.16% LGEGEGSMTKEEFTK 110 124 17.8 25.0 17.1 0 1 0 1,658.7581
M_08 Sorting nexin‐6 SNX6_HUMAN 46,650 2 2 2 6.16% SLVDYENANK 316 325 23.0 26.4 17.5 1 0 0 1,152.5531
P_08 Sorting nexin‐6 SNX6_HUMAN 46,650 2 2 2 6.16% LGEGEGSMTKEEFTK 110 124 18.1 25.0 16.6 0 1 0 1,658.7581
P_08 Sorting nexin‐6 SNX6_HUMAN 46,650 2 2 2 6.16% SLVDYENANK 316 325 24.3 26.5 19.9 1 0 0 1,152.5531
Q_08 Sorting nexin‐6 SNX6_HUMAN 46,650 2 2 3 5.17% SADGVIVSGVK 194 204 48.4 28.2 34.6 2 0 0 1,031.5732



Q_08 Sorting nexin‐6 SNX6_HUMAN 46,650 2 2 3 5.17% SLVDYENANK 316 325 48.1 27.0 38.8 1 0 0 1,152.5531
D_07 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 2 15.60% GDGPVQGIINFEQK 11 24 46.7 27.8 43.9 1 0 0 1,501.7648
D_07 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 2 15.60% LACGVIGIAQ 145 154 22.1 28.5 12.0 1 0 0 1,001.5450
D_08 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 4 16.90% GDGPVQGIINFEQK 11 24 62.9 27.8 57.2 2 0 0 1,501.7648
D_08 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 4 16.90% HVGDLGNVTADK 81 92 36.8 27.2 19.7 2 0 0 1,225.6173
E_08 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 3 3 5 23.40% GDGPVQGIINFEQK 11 24 48.7 27.7 38.2 2 0 0 1,501.7648
E_08 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 3 3 5 23.40% HVGDLGNVTADK 81 92 31.2 27.4 28.9 2 0 0 1,225.6173
E_08 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 3 3 5 23.40% LACGVIGIAQ 145 154 23.2 28.5 7.1 1 0 0 1,001.5450
F_06 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 3 16.20% ESNGPVKVWGSIK 25 37 30.6 28.0 26.7 1 0 0 1,400.7533
F_06 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 3 16.20% HVGDLGNVTADK 81 92 26.0 27.4 18.3 2 0 0 1,225.6173
F_07 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 3 3 3 22.70% GDGPVQGIINFEQK 11 24 28.1 28.2 11.5 1 0 0 1,501.7648
F_07 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 3 3 3 22.70% TLVVHEKADDLGK 117 129 23.5 27.5 16.7 0 1 0 1,424.7746
F_07 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 3 3 3 22.70% TLVVHEKADDLGKGGNEESTK 117 137 33.7 27.9 23.2 0 1 0 2,227.1204
L_03 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 4 15.60% GDGPVQGIINFEQK 11 24 64.9 28.3 61.3 2 0 0 1,501.7648
L_03 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 4 15.60% LACGVIGIAQ 145 154 26.5 27.2 15.1 2 0 0 1,001.5450
L_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 4 4 8 29.20% GDGPVQGIINFEQK 11 24 58.1 27.9 52.0 2 0 0 1,501.7648
L_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 4 4 8 29.20% TLVVHEKADDLGK 117 129 56.1 27.1 44.8 2 0 0 1,424.7746
L_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 4 4 8 29.20% TLVVHEKADDLGKGGNEESTK 117 137 53.9 27.6 53.9 0 2 0 2,227.1204
L_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 4 4 8 29.20% LACGVIGIAQ 145 154 30.3 27.2 14.6 2 0 0 1,001.5450
M_03 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 3 14.30% HVGDLGNVTADK 81 92 30.5 27.3 21.5 2 0 0 1,225.6173
M_03 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 3 14.30% LACGVIGIAQ 145 154 25.9 29.2 6.9 1 0 0 1,001.5450
M_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 4 16.90% GDGPVQGIINFEQK 11 24 51.8 28.1 43.2 2 0 0 1,501.7648
M_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 4 16.90% HVGDLGNVTADK 81 92 21.8 26.7 19.4 2 0 0 1,225.6173
N_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 3 15.60% GDGPVQGIINFEQK 11 24 62.8 28.3 49.0 2 0 0 1,501.7648
N_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 3 15.60% LACGVIGIAQ 145 154 21.0 27.1 4.7 1 0 0 1,001.5450
O_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 2 15.60% GDGPVQGIINFEQK 11 24 29.5 28.1 29.4 1 0 0 1,501.7648
O_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 2 2 2 15.60% LACGVIGIAQ 145 154 32.2 29.2 16.9 1 0 0 1,001.5450
Q_03 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 3 3 5 23.40% GDGPVQGIINFEQK 11 24 46.3 28.5 39.6 2 0 0 1,501.7648
Q_03 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 3 3 5 23.40% HVGDLGNVTADK 81 92 36.8 27.4 36.8 2 0 0 1,225.6173
Q_03 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 3 3 5 23.40% LACGVIGIAQ 145 154 25.4 27.1 16.1 1 0 0 1,001.5450
Q_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 3 3 4 23.40% GDGPVQGIINFEQK 11 24 57.4 28.3 43.3 2 0 0 1,501.7648
Q_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 3 3 4 23.40% HVGDLGNVTADK 81 92 41.2 27.5 35.7 1 0 0 1,225.6173
Q_04 Superoxide dismutase [Cu‐Zn] SODC_HUMAN 15,935 3 3 4 23.40% LACGVIGIAQ 145 154 24.8 27.2 11.1 1 0 0 1,001.5450
D_10 Superoxide dismutase [Mn], mitochondrial SODM_HUMAN 24,723 2 2 3 9.91% GDVTAQIALQPALK 76 89 59.4 25.0 38.3 2 0 0 1,424.8110
D_10 Superoxide dismutase [Mn], mitochondrial SODM_HUMAN 24,723 2 2 3 9.91% NVRPDYLK 195 202 28.3 29.0 16.3 1 0 0 1,004.5524
F_08 Superoxide dismutase [Mn], mitochondrial SODM_HUMAN 24,723 3 3 6 17.10% HHAAYVNNLNVTEEK 54 68 50.2 26.5 37.2 0 2 0 1,738.8506
F_08 Superoxide dismutase [Mn], mitochondrial SODM_HUMAN 24,723 3 3 6 17.10% GDVTAQIALQPALK 76 89 60.2 25.0 45.6 2 0 0 1,424.8110
F_08 Superoxide dismutase [Mn], mitochondrial SODM_HUMAN 24,723 3 3 6 17.10% DFGSFDKFK 124 132 26.8 25.2 22.0 2 0 0 1,090.5205
G_08 Superoxide dismutase [Mn], mitochondrial SODM_HUMAN 24,723 2 2 4 10.40% GDVTAQIALQPALK 76 89 58.5 25.0 53.3 2 0 0 1,424.8110
G_08 Superoxide dismutase [Mn], mitochondrial SODM_HUMAN 24,723 2 2 4 10.40% GELLEAIKR 115 123 45.5 27.0 25.3 2 0 0 1,028.6100
A_05 Sorcin SORCN_HUMAN 21,677 2 2 3 10.10% DMSGTMGFNEFK 85 96 52.2 25.0 52.2 2 0 0 1,395.5557
A_05 Sorcin SORCN_HUMAN 21,677 2 2 3 10.10% ALTTMGFR 128 135 25.8 25.6 13.2 1 0 0 912.4609
B_05 Sorcin SORCN_HUMAN 21,677 3 3 4 16.70% DMSGTMGFNEFK 85 96 46.0 25.0 46.0 2 0 0 1,395.5557
B_05 Sorcin SORCN_HUMAN 21,677 3 3 4 16.70% QHFISFDTDR 107 116 19.9 25.3 9.4 1 0 0 1,265.5910
B_05 Sorcin SORCN_HUMAN 21,677 3 3 4 16.70% LSPQAVNSIAK 136 146 30.8 25.3 21.4 1 0 0 1,127.6419
B_08 Sperm‐associated antigen 7 SPAG7_HUMAN 26,035 2 2 4 10.10% EFAPSDEELDSYR 110 122 34.4 25.0 29.4 2 0 0 1,557.6704
B_08 Sperm‐associated antigen 7 SPAG7_HUMAN 26,035 2 2 4 10.10% SIEEAMNEIR 202 211 44.9 25.0 34.8 2 0 0 1,207.5624
I_07 Sperm‐associated antigen 7 SPAG7_HUMAN 26,035 2 2 3 10.10% EVSDFIQDSGQIK 55 67 37.5 27.8 25.9 2 0 0 1,465.7171
I_07 Sperm‐associated antigen 7 SPAG7_HUMAN 26,035 2 2 3 10.10% SIEEAMNEIR 202 211 70.7 26.7 51.5 1 0 0 1,191.5674
A_11 Serpin B6 SPB6_HUMAN 42,623 2 2 4 6.38% GNTAAQMAQILSFNK 47 61 77.6 27.0 71.5 2 0 0 1,609.8004
A_11 Serpin B6 SPB6_HUMAN 42,623 2 2 4 6.38% SCDFLSSFR 99 107 30.6 25.0 26.7 2 0 0 1,118.4935
A_12 Serpin B6 SPB6_HUMAN 42,623 4 4 7 12.50% GNTAAQMAQILSFNK 47 61 71.3 26.9 65.9 2 0 0 1,609.8004
A_12 Serpin B6 SPB6_HUMAN 42,623 4 4 7 12.50% TGTQYLLR 82 89 54.2 25.8 38.0 2 0 0 951.5259
A_12 Serpin B6 SPB6_HUMAN 42,623 4 4 7 12.50% SCDFLSSFR 99 107 39.7 25.0 36.7 2 0 0 1,118.4935
A_12 Serpin B6 SPB6_HUMAN 42,623 4 4 7 12.50% GNWDEQFDKENTEER 171 185 26.6 25.0 25.3 0 1 0 1,896.7996
B_11 Serpin B6 SPB6_HUMAN 42,623 2 2 4 7.98% GNTAAQMAQILSFNK 47 61 76.9 27.2 71.5 2 0 0 1,609.8004
B_11 Serpin B6 SPB6_HUMAN 42,623 2 2 4 7.98% IAELLSPGSVDPLTR 146 160 46.4 25.7 39.2 2 0 0 1,567.8692
B_12 Serpin B6 SPB6_HUMAN 42,623 3 3 6 10.10% GNTAAQMAQILSFNK 47 61 79.7 27.0 73.1 2 0 0 1,609.8004
B_12 Serpin B6 SPB6_HUMAN 42,623 3 3 6 10.10% TGTQYLLR 82 89 36.4 25.6 24.6 2 0 0 951.5259
B_12 Serpin B6 SPB6_HUMAN 42,623 3 3 6 10.10% IAELLSPGSVDPLTR 146 160 41.8 25.1 25.6 2 0 0 1,567.8692
C_11 Serpin B6 SPB6_HUMAN 42,623 3 3 6 9.57% GNTAAQMAQILSFNK 47 61 92.4 26.7 89.6 2 0 0 1,609.8004
C_11 Serpin B6 SPB6_HUMAN 42,623 3 3 6 9.57% SCDFLSSFR 99 107 38.1 25.0 28.9 2 0 0 1,118.4935
C_11 Serpin B6 SPB6_HUMAN 42,623 3 3 6 9.57% NLGMTDAFELGK 288 299 31.2 25.8 21.3 2 0 0 1,311.6252
C_12 Serpin B6 SPB6_HUMAN 42,623 2 2 3 6.12% GNTAAQMAQILSFNK 47 61 85.5 26.9 77.6 2 0 0 1,609.8004
C_12 Serpin B6 SPB6_HUMAN 42,623 2 2 3 6.12% TGTQYLLR 82 89 33.7 27.1 19.5 1 0 0 951.5259
D_18 Serpin B6 SPB6_HUMAN 42,623 8 9 16 26.60% GNTAAQMAQILSFNK 47 61 77.8 26.9 68.4 2 0 0 1,609.8004
D_18 Serpin B6 SPB6_HUMAN 42,623 8 9 16 26.60% SCDFLSSFR 99 107 39.8 25.0 38.3 2 0 0 1,118.4935
D_18 Serpin B6 SPB6_HUMAN 42,623 8 9 16 26.60% IAELLSPGSVDPLTR 146 160 62.0 26.2 60.5 2 0 0 1,567.8692
D_18 Serpin B6 SPB6_HUMAN 42,623 8 9 16 26.60% LVLVNAVYFR 161 170 68.6 25.0 64.8 2 0 0 1,193.7040
D_18 Serpin B6 SPB6_HUMAN 42,623 8 9 16 26.60% TVEKELTYEK 243 252 20.6 27.1 7.6 1 0 0 1,239.6468
D_18 Serpin B6 SPB6_HUMAN 42,623 8 9 16 26.60% FKLEESYDMESVLR 274 287 27.0 26.3 9.6 0 1 0 1,761.8365
D_18 Serpin B6 SPB6_HUMAN 42,623 8 9 16 26.60% NLGMTDAFELGK 288 299 33.5 26.0 27.9 2 0 0 1,295.6302
D_18 Serpin B6 SPB6_HUMAN 42,623 8 9 16 26.60% ADFSGMSQTDLSLSK 300 314 85.8 25.0 85.8 4 0 0 1,602.7318
E_18 Serpin B6 SPB6_HUMAN 42,623 6 6 9 20.20% GNTAAQMAQILSFNK 47 61 68.5 27.0 64.1 1 0 0 1,609.8004
E_18 Serpin B6 SPB6_HUMAN 42,623 6 6 9 20.20% SCDFLSSFR 99 107 37.7 25.0 35.5 2 0 0 1,118.4935
E_18 Serpin B6 SPB6_HUMAN 42,623 6 6 9 20.20% IAELLSPGSVDPLTR 146 160 39.5 26.2 33.0 1 0 0 1,567.8692
E_18 Serpin B6 SPB6_HUMAN 42,623 6 6 9 20.20% LVLVNAVYFR 161 170 50.2 25.0 47.0 2 0 0 1,193.7040
E_18 Serpin B6 SPB6_HUMAN 42,623 6 6 9 20.20% NLGMTDAFELGK 288 299 39.7 25.0 29.3 2 0 0 1,311.6252
E_18 Serpin B6 SPB6_HUMAN 42,623 6 6 9 20.20% ADFSGMSQTDLSLSK 300 314 53.7 25.0 53.7 1 0 0 1,602.7318
F_13 Serpin B6 SPB6_HUMAN 42,623 4 4 5 13.60% GNTAAQMAQILSFNK 47 61 65.4 27.0 63.4 1 0 0 1,609.8004
F_13 Serpin B6 SPB6_HUMAN 42,623 4 4 5 13.60% SCDFLSSFR 99 107 50.8 25.0 46.4 2 0 0 1,118.4935
F_13 Serpin B6 SPB6_HUMAN 42,623 4 4 5 13.60% GNWDEQFDKENTEER 171 185 23.9 25.0 23.9 0 1 0 1,896.7996
F_13 Serpin B6 SPB6_HUMAN 42,623 4 4 5 13.60% NLGMTDAFELGK 288 299 19.7 26.1 15.2 1 0 0 1,295.6302
F_14 Serpin B6 SPB6_HUMAN 42,623 6 8 16 21.50% GNTAAQMAQILSFNK 47 61 86.5 27.0 83.8 2 0 0 1,609.8004
F_14 Serpin B6 SPB6_HUMAN 42,623 6 8 16 21.50% SCDFLSSFR 99 107 42.6 25.0 42.6 2 0 0 1,118.4935
F_14 Serpin B6 SPB6_HUMAN 42,623 6 8 16 21.50% IAELLSPGSVDPLTR 146 160 49.2 25.7 32.7 2 0 0 1,567.8692
F_14 Serpin B6 SPB6_HUMAN 42,623 6 8 16 21.50% GNWDEQFDKENTEER 171 185 80.0 25.0 80.0 2 0 0 1,896.7996
F_14 Serpin B6 SPB6_HUMAN 42,623 6 8 16 21.50% NLGMTDAFELGK 288 299 55.1 25.8 43.5 4 0 0 1,311.6252
F_14 Serpin B6 SPB6_HUMAN 42,623 6 8 16 21.50% ADFSGMSQTDLSLSK 300 314 91.7 25.0 85.5 4 0 0 1,602.7318
G_07 Serpin B6 SPB6_HUMAN 42,623 2 2 3 6.12% TGTQYLLR 82 89 35.3 26.6 15.8 2 0 0 951.5259
G_07 Serpin B6 SPB6_HUMAN 42,623 2 2 3 6.12% ADFSGMSQTDLSLSK 300 314 45.4 25.0 45.4 1 0 0 1,602.7318
G_13 Serpin B6 SPB6_HUMAN 42,623 2 2 3 6.12% GNTAAQMAQILSFNK 47 61 33.6 26.9 30.6 1 0 0 1,609.8004
G_13 Serpin B6 SPB6_HUMAN 42,623 2 2 3 6.12% TGTQYLLR 82 89 42.9 26.2 34.3 2 0 0 951.5259
G_14 Serpin B6 SPB6_HUMAN 42,623 4 5 8 13.00% GNTAAQMAQILSFNK 47 61 82.2 26.9 75.4 2 0 0 1,609.8004
G_14 Serpin B6 SPB6_HUMAN 42,623 4 5 8 13.00% SCDFLSSFR 99 107 30.9 25.0 30.9 2 0 0 1,118.4935
G_14 Serpin B6 SPB6_HUMAN 42,623 4 5 8 13.00% LVLVNAVYFR 161 170 47.9 25.0 43.3 1 0 0 1,193.7040
G_14 Serpin B6 SPB6_HUMAN 42,623 4 5 8 13.00% ADFSGMSQTDLSLSK 300 314 71.3 25.0 61.8 3 0 0 1,602.7318
K_10 Serpin B6 SPB6_HUMAN 42,623 2 2 2 6.12% TGTQYLLR 82 89 21.7 26.6 6.1 1 0 0 951.5259
K_10 Serpin B6 SPB6_HUMAN 42,623 2 2 2 6.12% IAELLSPGSVDPLTR 146 160 23.8 25.8 23.3 1 0 0 1,567.8692
L_06 Serpin B6 SPB6_HUMAN 42,623 3 3 5 10.10% GNTAAQMAQILSFNK 47 61 56.5 27.1 54.3 1 0 0 1,609.8004
L_06 Serpin B6 SPB6_HUMAN 42,623 3 3 5 10.10% TGTQYLLR 82 89 39.0 26.2 29.3 2 0 0 951.5259
L_06 Serpin B6 SPB6_HUMAN 42,623 3 3 5 10.10% ADFSGMSQTDLSLSK 300 314 64.6 25.0 58.3 2 0 0 1,602.7318
L_07 Serpin B6 SPB6_HUMAN 42,623 7 7 13 26.60% GNTAAQMAQILSFNK 47 61 86.0 27.0 86.0 2 0 0 1,609.8004
L_07 Serpin B6 SPB6_HUMAN 42,623 7 7 13 26.60% SGGGGDIHQGFQSLLTEVNK 62 81 55.4 27.3 50.7 0 2 0 2,044.0097
L_07 Serpin B6 SPB6_HUMAN 42,623 7 7 13 26.60% TGTQYLLR 82 89 42.3 26.6 29.6 2 0 0 951.5259
L_07 Serpin B6 SPB6_HUMAN 42,623 7 7 13 26.60% IAELLSPGSVDPLTR 146 160 58.1 25.5 58.1 2 0 0 1,567.8692
L_07 Serpin B6 SPB6_HUMAN 42,623 7 7 13 26.60% GNWDEQFDKENTEER 171 185 34.3 25.0 21.4 0 2 0 1,896.7996
L_07 Serpin B6 SPB6_HUMAN 42,623 7 7 13 26.60% NLGMTDAFELGK 288 299 45.1 26.2 39.8 1 0 0 1,295.6302
L_07 Serpin B6 SPB6_HUMAN 42,623 7 7 13 26.60% ADFSGMSQTDLSLSK 300 314 84.9 25.0 80.7 2 0 0 1,602.7318
M_06 Serpin B6 SPB6_HUMAN 42,623 2 2 2 7.98% IAELLSPGSVDPLTR 146 160 32.3 25.1 25.5 1 0 0 1,567.8692
M_06 Serpin B6 SPB6_HUMAN 42,623 2 2 2 7.98% ADFSGMSQTDLSLSK 300 314 55.8 25.0 51.5 1 0 0 1,602.7318
M_07 Serpin B6 SPB6_HUMAN 42,623 3 3 6 12.00% GNTAAQMAQILSFNK 47 61 69.2 26.9 67.0 2 0 0 1,609.8004



M_07 Serpin B6 SPB6_HUMAN 42,623 3 3 6 12.00% IAELLSPGSVDPLTR 146 160 54.0 25.8 41.3 2 0 0 1,567.8692
M_07 Serpin B6 SPB6_HUMAN 42,623 3 3 6 12.00% ADFSGMSQTDLSLSK 300 314 94.4 25.0 90.4 2 0 0 1,602.7318
O_07 Serpin B6 SPB6_HUMAN 42,623 4 4 6 14.10% GNTAAQMAQILSFNK 47 61 64.7 26.9 58.8 2 0 0 1,609.8004
O_07 Serpin B6 SPB6_HUMAN 42,623 4 4 6 14.10% TGTQYLLR 82 89 41.2 26.6 25.8 1 0 0 951.5259
O_07 Serpin B6 SPB6_HUMAN 42,623 4 4 6 14.10% IAELLSPGSVDPLTR 146 160 46.8 25.5 39.0 2 0 0 1,567.8692
O_07 Serpin B6 SPB6_HUMAN 42,623 4 4 6 14.10% ADFSGMSQTDLSLSK 300 314 42.9 25.0 35.8 1 0 0 1,602.7318
P_07 Serpin B6 SPB6_HUMAN 42,623 3 3 4 10.40% GNTAAQMAQILSFNK 47 61 61.6 27.2 57.3 1 0 0 1,609.8004
P_07 Serpin B6 SPB6_HUMAN 42,623 3 3 4 10.40% HINTWVAEK 133 141 33.4 26.0 21.0 1 0 0 1,097.5738
P_07 Serpin B6 SPB6_HUMAN 42,623 3 3 4 10.40% ADFSGMSQTDLSLSK 300 314 83.0 25.0 83.0 2 0 0 1,602.7318
Q_06 Serpin B6 SPB6_HUMAN 42,623 2 2 2 6.65% LVLVNAVYFR 161 170 27.1 25.0 23.3 1 0 0 1,193.7040
Q_06 Serpin B6 SPB6_HUMAN 42,623 2 2 2 6.65% ADFSGMSQTDLSLSK 300 314 73.6 25.0 68.4 1 0 0 1,602.7318
Q_07 Serpin B6 SPB6_HUMAN 42,623 6 6 10 20.50% GNTAAQMAQILSFNK 47 61 78.8 27.0 74.0 2 0 0 1,609.8004
Q_07 Serpin B6 SPB6_HUMAN 42,623 6 6 10 20.50% TGTQYLLR 82 89 42.2 26.2 31.2 2 0 0 951.5259
Q_07 Serpin B6 SPB6_HUMAN 42,623 6 6 10 20.50% HINTWVAEK 133 141 33.3 26.0 25.5 1 0 0 1,097.5738
Q_07 Serpin B6 SPB6_HUMAN 42,623 6 6 10 20.50% IAELLSPGSVDPLTR 146 160 45.8 25.7 32.1 2 0 0 1,567.8692
Q_07 Serpin B6 SPB6_HUMAN 42,623 6 6 10 20.50% GNWDEQFDKENTEER 171 185 22.5 25.0 12.1 0 1 0 1,896.7996
Q_07 Serpin B6 SPB6_HUMAN 42,623 6 6 10 20.50% ADFSGMSQTDLSLSK 300 314 90.0 25.0 84.0 2 0 0 1,602.7318
A_12 Serpin B8 SPB8_HUMAN 42,768 4 4 7 15.50% GSTAAQMSQALCLYK 48 62 77.0 25.5 68.9 2 0 0 1,644.7721
A_12 Serpin B8 SPB8_HUMAN 42,768 4 4 7 15.50% GFQSLLSEVNR 69 79 30.9 28.1 17.8 1 0 0 1,249.6535
A_12 Serpin B8 SPB8_HUMAN 42,768 4 4 7 15.50% TGTQYLLR 80 87 54.2 25.8 38.0 2 0 0 951.5259
A_12 Serpin B8 SPB8_HUMAN 42,768 4 4 7 15.50% ISEVLDAGTVDPLTK 144 158 82.6 27.9 70.0 2 0 0 1,557.8373
A_12 Serpin B8 SPB8_HUMAN 42,768 4 4 7 15.50% TNCILFCGR 362 370 42.2 25.0 42.2 2 0 0 1,140.5290
B_12 Serpin B8 SPB8_HUMAN 42,768 6 6 12 20.90% GSTAAQMSQALCLYK 48 62 75.0 25.3 70.8 2 0 0 1,644.7721
B_12 Serpin B8 SPB8_HUMAN 42,768 6 6 12 20.90% GFQSLLSEVNR 69 79 46.2 28.3 28.8 2 0 0 1,249.6535
B_12 Serpin B8 SPB8_HUMAN 42,768 6 6 12 20.90% TGTQYLLR 80 87 36.4 25.6 24.6 2 0 0 951.5259
B_12 Serpin B8 SPB8_HUMAN 42,768 6 6 12 20.90% HINDWVAEK 131 139 33.1 26.6 26.4 2 0 0 1,111.5531
B_12 Serpin B8 SPB8_HUMAN 42,768 6 6 12 20.90% ISEVLDAGTVDPLTK 144 158 67.8 28.2 55.3 2 0 0 1,557.8373
B_12 Serpin B8 SPB8_HUMAN 42,768 6 6 12 20.90% LGMIDAFDEAK 286 296 39.0 25.0 39.0 2 0 0 1,225.5772
B_12 Serpin B8 SPB8_HUMAN 42,768 6 6 12 20.90% TNCILFCGR 362 370 43.1 25.0 38.1 2 0 0 1,140.5290
C_12 Serpin B8 SPB8_HUMAN 42,768 5 5 9 16.80% GFQSLLSEVNR 69 79 45.8 28.3 32.5 2 0 0 1,249.6535
C_12 Serpin B8 SPB8_HUMAN 42,768 5 5 9 16.80% TGTQYLLR 80 87 33.7 27.1 19.5 1 0 0 951.5259
C_12 Serpin B8 SPB8_HUMAN 42,768 5 5 9 16.80% HINDWVAEK 131 139 27.8 26.7 23.9 1 0 0 1,111.5531
C_12 Serpin B8 SPB8_HUMAN 42,768 5 5 9 16.80% ISEVLDAGTVDPLTK 144 158 98.2 28.0 85.1 2 0 0 1,557.8373
C_12 Serpin B8 SPB8_HUMAN 42,768 5 5 9 16.80% LGMIDAFDEAK 286 296 48.7 25.0 47.8 2 0 0 1,225.5772
C_12 Serpin B8 SPB8_HUMAN 42,768 5 5 9 16.80% TNCILFCGR 362 370 26.9 25.0 26.9 2 0 0 1,140.5290
F_13 Serpin B8 SPB8_HUMAN 42,768 2 2 3 6.42% TCDFLPDFK 97 105 30.9 25.0 23.2 2 0 0 1,142.5189
F_13 Serpin B8 SPB8_HUMAN 42,768 2 2 3 6.42% ISEVLDAGTVDPLTK 144 158 45.4 28.0 42.1 1 0 0 1,557.8373
F_14 Serpin B8 SPB8_HUMAN 42,768 3 3 5 9.36% TCDFLPDFK 97 105 46.0 25.0 31.7 2 0 0 1,142.5189
F_14 Serpin B8 SPB8_HUMAN 42,768 3 3 5 9.36% ISEVLDAGTVDPLTK 144 158 84.5 28.3 68.9 2 0 0 1,557.8373
F_14 Serpin B8 SPB8_HUMAN 42,768 3 3 5 9.36% LGMIDAFDEAK 286 296 29.5 25.3 29.5 1 0 0 1,225.5772
G_14 Serpin B8 SPB8_HUMAN 42,768 2 2 4 6.95% ISEVLDAGTVDPLTK 144 158 45.7 28.0 39.7 2 0 0 1,557.8373
G_14 Serpin B8 SPB8_HUMAN 42,768 2 2 4 6.95% LGMIDAFDEAK 286 296 32.0 25.8 25.8 2 0 0 1,225.5772
H_10 Serpin B8 SPB8_HUMAN 42,768 4 4 7 17.10% GFQSLLSEVNR 69 79 43.5 28.1 35.1 2 0 0 1,249.6535
H_10 Serpin B8 SPB8_HUMAN 42,768 4 4 7 17.10% TGTQYLLR 80 87 34.5 25.6 21.9 2 0 0 951.5259
H_10 Serpin B8 SPB8_HUMAN 42,768 4 4 7 17.10% ISEVLDAGTVDPLTK 144 158 89.4 28.3 75.8 2 0 0 1,557.8373
H_10 Serpin B8 SPB8_HUMAN 42,768 4 4 7 17.10% LVLVNAIYFK 159 168 33.7 25.0 33.0 1 0 0 1,179.7136
H_10 Serpin B8 SPB8_HUMAN 42,768 4 4 7 17.10% LGMIDAFDEAK 286 296 17.2 25.4 9.8 1 0 0 1,225.5772
H_10 Serpin B8 SPB8_HUMAN 42,768 4 4 7 17.10% TNCILFCGR 362 370 41.8 25.0 37.6 2 0 0 1,140.5290
I_10 Serpin B8 SPB8_HUMAN 42,768 3 3 5 9.89% HINDWVAEKTEGK 131 143 18.7 26.6 15.6 0 1 0 1,526.7599
I_10 Serpin B8 SPB8_HUMAN 42,768 3 3 5 9.89% ISEVLDAGTVDPLTK 144 158 73.1 27.9 61.3 2 0 0 1,557.8373
I_10 Serpin B8 SPB8_HUMAN 42,768 3 3 5 9.89% TNCILFCGR 362 370 44.4 25.0 39.4 2 0 0 1,140.5290
K_10 Serpin B8 SPB8_HUMAN 42,768 4 4 8 13.90% GFQSLLSEVNR 69 79 37.7 28.1 29.1 2 0 0 1,249.6535
K_10 Serpin B8 SPB8_HUMAN 42,768 4 4 8 13.90% TGTQYLLR 80 87 21.7 26.6 6.1 1 0 0 951.5259
K_10 Serpin B8 SPB8_HUMAN 42,768 4 4 8 13.90% TCDFLPDFK 97 105 41.3 25.0 36.0 2 0 0 1,142.5189
K_10 Serpin B8 SPB8_HUMAN 42,768 4 4 8 13.90% ISEVLDAGTVDPLTK 144 158 69.0 27.9 58.5 2 0 0 1,557.8373
K_10 Serpin B8 SPB8_HUMAN 42,768 4 4 8 13.90% TNCILFCGR 362 370 45.1 25.0 43.2 2 0 0 1,140.5290
A_11 Serpin B9 SPB9_HUMAN 42,404 9 9 16 27.10% AFQSLLTEVNK 69 79 58.9 27.2 46.2 2 0 0 1,249.6787
A_11 Serpin B9 SPB9_HUMAN 42,404 9 9 16 27.10% ESCLQFYHAELK 106 117 35.8 25.9 22.2 2 0 0 1,524.7152
A_11 Serpin B9 SPB9_HUMAN 42,404 9 9 16 27.10% IEELLPGSSIDAETR 144 158 65.5 28.1 44.3 2 0 0 1,629.8332
A_11 Serpin B9 SPB9_HUMAN 42,404 9 9 16 27.10% LVLVNAIYFK 159 168 35.3 25.0 35.3 2 0 0 1,179.7136
A_11 Serpin B9 SPB9_HUMAN 42,404 9 9 16 27.10% AQLLELPYAR 214 223 50.2 27.4 36.2 1 0 0 1,173.6627
A_11 Serpin B9 SPB9_HUMAN 42,404 9 9 16 27.10% LTAWTKPDCMK 251 261 24.0 26.2 19.9 1 0 0 1,366.6496
A_11 Serpin B9 SPB9_HUMAN 42,404 9 9 16 27.10% LQEDYDMESVLR 274 285 69.3 25.0 64.9 2 0 0 1,513.6841
A_11 Serpin B9 SPB9_HUMAN 42,404 9 9 16 27.10% HLGIVDAFQQGK 286 297 46.9 26.9 44.5 2 0 0 1,312.7010
A_11 Serpin B9 SPB9_HUMAN 42,404 9 9 16 27.10% ANSILFCGR 364 372 37.3 27.4 1.3 2 0 0 1,037.5197
A_12 Serpin B9 SPB9_HUMAN 42,404 9 10 16 25.80% AFQSLLTEVNK 69 79 66.4 26.1 50.7 2 0 0 1,249.6787
A_12 Serpin B9 SPB9_HUMAN 42,404 9 10 16 25.80% AGTQYLLR 80 87 35.6 26.8 14.0 1 0 0 921.5153
A_12 Serpin B9 SPB9_HUMAN 42,404 9 10 16 25.80% TCQFLSTFK 97 105 48.5 25.9 43.8 2 0 0 1,131.5504
A_12 Serpin B9 SPB9_HUMAN 42,404 9 10 16 25.80% ESCLQFYHAELK 106 117 46.9 25.8 34.3 2 1 0 1,524.7152
A_12 Serpin B9 SPB9_HUMAN 42,404 9 10 16 25.80% IEELLPGSSIDAETR 144 158 59.8 28.2 47.6 2 0 0 1,629.8332
A_12 Serpin B9 SPB9_HUMAN 42,404 9 10 16 25.80% AQLLELPYAR 214 223 22.5 27.4 18.3 1 0 0 1,173.6627
A_12 Serpin B9 SPB9_HUMAN 42,404 9 10 16 25.80% LTAWTKPDCMK 251 261 20.3 26.2 17.6 1 0 0 1,366.6496
A_12 Serpin B9 SPB9_HUMAN 42,404 9 10 16 25.80% HLGIVDAFQQGK 286 297 35.5 26.9 33.9 2 0 0 1,312.7010
A_12 Serpin B9 SPB9_HUMAN 42,404 9 10 16 25.80% ANSILFCGR 364 372 48.4 27.4 16.8 2 0 0 1,037.5197
A_13 Serpin B9 SPB9_HUMAN 42,404 2 2 3 5.59% AFQSLLTEVNK 69 79 26.6 26.9 20.1 2 0 0 1,249.6787
A_13 Serpin B9 SPB9_HUMAN 42,404 2 2 3 5.59% AQLLELPYAR 214 223 33.1 27.4 25.1 1 0 0 1,173.6627
B_11 Serpin B9 SPB9_HUMAN 42,404 7 7 13 20.70% AFQSLLTEVNK 69 79 53.2 27.3 38.6 2 0 0 1,249.6787
B_11 Serpin B9 SPB9_HUMAN 42,404 7 7 13 20.70% TCQFLSTFK 97 105 20.7 25.8 7.7 1 0 0 1,131.5504
B_11 Serpin B9 SPB9_HUMAN 42,404 7 7 13 20.70% ESCLQFYHAELK 106 117 41.7 26.1 29.2 2 0 0 1,524.7152
B_11 Serpin B9 SPB9_HUMAN 42,404 7 7 13 20.70% IEELLPGSSIDAETR 144 158 75.8 28.2 65.1 2 0 0 1,629.8332
B_11 Serpin B9 SPB9_HUMAN 42,404 7 7 13 20.70% LVLVNAIYFK 159 168 59.3 25.0 56.2 2 0 0 1,179.7136
B_11 Serpin B9 SPB9_HUMAN 42,404 7 7 13 20.70% LQEDYDMESVLR 274 285 58.8 25.0 58.8 2 0 0 1,513.6841
B_11 Serpin B9 SPB9_HUMAN 42,404 7 7 13 20.70% ANSILFCGR 364 372 58.4 27.4 28.1 2 0 0 1,037.5197
B_12 Serpin B9 SPB9_HUMAN 42,404 7 7 11 22.60% AFQSLLTEVNK 69 79 54.2 27.3 38.5 2 0 0 1,249.6787
B_12 Serpin B9 SPB9_HUMAN 42,404 7 7 11 22.60% TCQFLSTFK 97 105 39.8 25.7 25.5 2 0 0 1,131.5504
B_12 Serpin B9 SPB9_HUMAN 42,404 7 7 11 22.60% ESCLQFYHAELK 106 117 43.1 25.9 27.6 2 0 0 1,524.7152
B_12 Serpin B9 SPB9_HUMAN 42,404 7 7 11 22.60% IEELLPGSSIDAETR 144 158 29.0 28.2 16.8 1 0 0 1,629.8332
B_12 Serpin B9 SPB9_HUMAN 42,404 7 7 11 22.60% INQEEQRPVQMMYQEATFK 187 205 32.8 25.0 28.8 0 1 0 2,402.1117
B_12 Serpin B9 SPB9_HUMAN 42,404 7 7 11 22.60% AQLLELPYAR 214 223 43.9 27.4 39.6 1 0 0 1,173.6627
B_12 Serpin B9 SPB9_HUMAN 42,404 7 7 11 22.60% ANSILFCGR 364 372 39.3 27.4 20.6 2 0 0 1,037.5197
C_11 Serpin B9 SPB9_HUMAN 42,404 8 8 14 23.70% AFQSLLTEVNK 69 79 66.0 26.9 51.2 2 0 0 1,249.6787
C_11 Serpin B9 SPB9_HUMAN 42,404 8 8 14 23.70% IEELLPGSSIDAETR 144 158 46.6 28.1 32.9 2 0 0 1,629.8332
C_11 Serpin B9 SPB9_HUMAN 42,404 8 8 14 23.70% LVLVNAIYFK 159 168 29.8 25.0 23.2 1 0 0 1,179.7136
C_11 Serpin B9 SPB9_HUMAN 42,404 8 8 14 23.70% AQLLELPYAR 214 223 47.5 27.8 36.9 1 0 0 1,173.6627
C_11 Serpin B9 SPB9_HUMAN 42,404 8 8 14 23.70% STEVEVLLPK 262 271 58.8 28.3 42.2 2 0 0 1,114.6355
C_11 Serpin B9 SPB9_HUMAN 42,404 8 8 14 23.70% LQEDYDMESVLR 274 285 70.5 25.0 63.8 2 0 0 1,513.6841
C_11 Serpin B9 SPB9_HUMAN 42,404 8 8 14 23.70% HLGIVDAFQQGK 286 297 34.3 27.4 31.8 2 0 0 1,312.7010
C_11 Serpin B9 SPB9_HUMAN 42,404 8 8 14 23.70% ANSILFCGR 364 372 45.6 27.4 13.9 2 0 0 1,037.5197
C_12 Serpin B9 SPB9_HUMAN 42,404 2 2 4 6.91% AFQSLLTEVNK 69 79 71.7 27.1 48.2 2 0 0 1,249.6787
C_12 Serpin B9 SPB9_HUMAN 42,404 2 2 4 6.91% IEELLPGSSIDAETR 144 158 46.8 28.1 20.7 2 0 0 1,629.8332
D_18 Serpin B9 SPB9_HUMAN 42,404 8 9 16 26.30% GNTATQMAQALSLNTEEDIHR 48 68 33.2 26.5 28.2 0 3 0 2,300.0937
D_18 Serpin B9 SPB9_HUMAN 42,404 8 9 16 26.30% AFQSLLTEVNK 69 79 83.6 27.0 57.7 2 0 0 1,249.6787
D_18 Serpin B9 SPB9_HUMAN 42,404 8 9 16 26.30% TCQFLSTFK 97 105 19.3 25.5 16.7 1 0 0 1,131.5504
D_18 Serpin B9 SPB9_HUMAN 42,404 8 9 16 26.30% IEELLPGSSIDAETR 144 158 59.5 27.9 49.9 2 0 0 1,629.8332
D_18 Serpin B9 SPB9_HUMAN 42,404 8 9 16 26.30% AQLLELPYAR 214 223 42.3 28.6 34.6 2 0 0 1,173.6627
D_18 Serpin B9 SPB9_HUMAN 42,404 8 9 16 26.30% LQEDYDMESVLR 274 285 34.9 25.0 34.9 2 0 0 1,513.6841
D_18 Serpin B9 SPB9_HUMAN 42,404 8 9 16 26.30% HLGIVDAFQQGK 286 297 51.5 27.6 40.5 2 0 0 1,312.7010
D_18 Serpin B9 SPB9_HUMAN 42,404 8 9 16 26.30% ANSILFCGR 364 372 36.5 26.0 12.4 2 0 0 1,037.5197
E_18 Serpin B9 SPB9_HUMAN 42,404 4 4 7 10.10% AFQSLLTEVNK 69 79 47.2 27.1 21.4 2 0 0 1,249.6787
E_18 Serpin B9 SPB9_HUMAN 42,404 4 4 7 10.10% AGTQYLLR 80 87 34.8 27.9 3.8 2 0 0 921.5153
E_18 Serpin B9 SPB9_HUMAN 42,404 4 4 7 10.10% STEVEVLLPK 262 271 53.9 26.8 36.2 1 0 0 1,114.6355
E_18 Serpin B9 SPB9_HUMAN 42,404 4 4 7 10.10% ANSILFCGR 364 372 40.6 26.3 13.7 2 0 0 1,037.5197



F_13 Serpin B9 SPB9_HUMAN 42,404 5 5 10 15.20% AFQSLLTEVNK 69 79 86.8 27.2 65.6 2 0 0 1,249.6787
F_13 Serpin B9 SPB9_HUMAN 42,404 5 5 10 15.20% IEELLPGSSIDAETR 144 158 70.5 28.2 58.9 2 0 0 1,629.8332
F_13 Serpin B9 SPB9_HUMAN 42,404 5 5 10 15.20% AQLLELPYAR 214 223 52.5 27.8 46.1 2 0 0 1,173.6627
F_13 Serpin B9 SPB9_HUMAN 42,404 5 5 10 15.20% HLGIVDAFQQGK 286 297 37.0 27.0 32.0 2 0 0 1,312.7010
F_13 Serpin B9 SPB9_HUMAN 42,404 5 5 10 15.20% ANSILFCGR 364 372 36.4 26.8 18.9 2 0 0 1,037.5197
F_14 Serpin B9 SPB9_HUMAN 42,404 7 7 14 20.50% AFQSLLTEVNK 69 79 69.1 27.1 49.2 2 0 0 1,249.6787
F_14 Serpin B9 SPB9_HUMAN 42,404 7 7 14 20.50% AGTQYLLR 80 87 46.8 26.5 29.0 2 0 0 921.5153
F_14 Serpin B9 SPB9_HUMAN 42,404 7 7 14 20.50% ESCLQFYHAELK 106 117 42.5 25.9 29.3 2 0 0 1,524.7152
F_14 Serpin B9 SPB9_HUMAN 42,404 7 7 14 20.50% IEELLPGSSIDAETR 144 158 106.0 28.2 93.5 2 0 0 1,629.8332
F_14 Serpin B9 SPB9_HUMAN 42,404 7 7 14 20.50% AQLLELPYAR 214 223 52.6 27.4 46.4 2 0 0 1,173.6627
F_14 Serpin B9 SPB9_HUMAN 42,404 7 7 14 20.50% LQEDYDMESVLR 274 285 60.6 25.2 55.9 2 0 0 1,497.6891
F_14 Serpin B9 SPB9_HUMAN 42,404 7 7 14 20.50% ANSILFCGR 364 372 62.2 26.8 29.0 2 0 0 1,037.5197
G_14 Serpin B9 SPB9_HUMAN 42,404 5 5 9 14.60% AFQSLLTEVNK 69 79 63.9 27.3 50.8 2 0 0 1,249.6787
G_14 Serpin B9 SPB9_HUMAN 42,404 5 5 9 14.60% AGTQYLLR 80 87 31.8 27.1 15.0 1 0 0 921.5153
G_14 Serpin B9 SPB9_HUMAN 42,404 5 5 9 14.60% IEELLPGSSIDAETR 144 158 48.9 28.1 39.4 2 0 0 1,629.8332
G_14 Serpin B9 SPB9_HUMAN 42,404 5 5 9 14.60% LQEDYDMESVLR 274 285 57.4 25.0 53.0 2 0 0 1,513.6841
G_14 Serpin B9 SPB9_HUMAN 42,404 5 5 9 14.60% ANSILFCGR 364 372 46.9 26.4 14.1 2 0 0 1,037.5197
H_09 Serpin B9 SPB9_HUMAN 42,404 6 6 11 17.80% AFQSLLTEVNK 69 79 66.0 27.1 52.5 2 0 0 1,249.6787
H_09 Serpin B9 SPB9_HUMAN 42,404 6 6 11 17.80% IEELLPGSSIDAETR 144 158 43.8 28.2 31.3 2 0 0 1,629.8332
H_09 Serpin B9 SPB9_HUMAN 42,404 6 6 11 17.80% AQLLELPYAR 214 223 49.2 27.3 45.1 2 0 0 1,173.6627
H_09 Serpin B9 SPB9_HUMAN 42,404 6 6 11 17.80% STEVEVLLPK 262 271 34.6 27.9 24.2 2 0 0 1,114.6355
H_09 Serpin B9 SPB9_HUMAN 42,404 6 6 11 17.80% HLGIVDAFQQGK 286 297 34.8 27.3 30.1 2 0 0 1,312.7010
H_09 Serpin B9 SPB9_HUMAN 42,404 6 6 11 17.80% ANSILFCGR 364 372 56.3 27.1 25.1 1 0 0 1,037.5197
H_10 Serpin B9 SPB9_HUMAN 42,404 6 6 9 17.00% AFQSLLTEVNK 69 79 55.7 27.1 43.3 2 0 0 1,249.6787
H_10 Serpin B9 SPB9_HUMAN 42,404 6 6 9 17.00% TCQFLSTFK 97 105 39.2 25.9 29.1 1 0 0 1,131.5504
H_10 Serpin B9 SPB9_HUMAN 42,404 6 6 9 17.00% IEELLPGSSIDAETR 144 158 66.9 28.1 55.0 2 0 0 1,629.8332
H_10 Serpin B9 SPB9_HUMAN 42,404 6 6 9 17.00% LVLVNAIYFK 159 168 33.7 25.0 33.0 1 0 0 1,179.7136
H_10 Serpin B9 SPB9_HUMAN 42,404 6 6 9 17.00% AQLLELPYAR 214 223 43.7 27.4 30.0 2 0 0 1,173.6627
H_10 Serpin B9 SPB9_HUMAN 42,404 6 6 9 17.00% ANSILFCGR 364 372 40.6 26.7 14.1 1 0 0 1,037.5197
I_09 Serpin B9 SPB9_HUMAN 42,404 3 3 5 9.57% AFQSLLTEVNK 69 79 64.3 27.1 49.8 2 0 0 1,249.6787
I_09 Serpin B9 SPB9_HUMAN 42,404 3 3 5 9.57% IEELLPGSSIDAETR 144 158 50.7 28.1 44.6 1 0 0 1,629.8332
I_09 Serpin B9 SPB9_HUMAN 42,404 3 3 5 9.57% STEVEVLLPK 262 271 40.5 27.9 12.4 2 0 0 1,114.6355
I_10 Serpin B9 SPB9_HUMAN 42,404 2 2 4 6.91% AFQSLLTEVNK 69 79 57.6 27.1 43.4 2 0 0 1,249.6787
I_10 Serpin B9 SPB9_HUMAN 42,404 2 2 4 6.91% IEELLPGSSIDAETR 144 158 27.5 28.2 12.1 2 0 0 1,629.8332
J_09 Serpin B9 SPB9_HUMAN 42,404 3 3 6 9.57% AFQSLLTEVNK 69 79 63.2 27.2 46.7 2 0 0 1,249.6787
J_09 Serpin B9 SPB9_HUMAN 42,404 3 3 6 9.57% IEELLPGSSIDAETR 144 158 49.3 28.0 43.3 2 0 0 1,629.8332
J_09 Serpin B9 SPB9_HUMAN 42,404 3 3 6 9.57% STEVEVLLPK 262 271 33.4 27.6 20.7 2 0 0 1,114.6355
J_10 Serpin B9 SPB9_HUMAN 42,404 3 3 6 9.57% AFQSLLTEVNK 69 79 55.3 27.3 33.5 2 0 0 1,249.6787
J_10 Serpin B9 SPB9_HUMAN 42,404 3 3 6 9.57% IEELLPGSSIDAETR 144 158 47.7 27.6 41.7 2 0 0 1,629.8332
J_10 Serpin B9 SPB9_HUMAN 42,404 3 3 6 9.57% STEVEVLLPK 262 271 30.7 27.6 18.0 2 0 0 1,114.6355
K_09 Serpin B9 SPB9_HUMAN 42,404 4 4 7 12.80% AFQSLLTEVNK 69 79 61.7 26.9 48.5 2 0 0 1,249.6787
K_09 Serpin B9 SPB9_HUMAN 42,404 4 4 7 12.80% IEELLPGSSIDAETR 144 158 46.9 28.2 39.4 2 0 0 1,629.8332
K_09 Serpin B9 SPB9_HUMAN 42,404 4 4 7 12.80% STEVEVLLPK 262 271 44.4 27.7 29.0 2 0 0 1,114.6355
K_09 Serpin B9 SPB9_HUMAN 42,404 4 4 7 12.80% HLGIVDAFQQGK 286 297 22.1 26.5 22.1 1 0 0 1,312.7010
K_10 Serpin B9 SPB9_HUMAN 42,404 3 3 6 9.57% AFQSLLTEVNK 69 79 62.5 27.1 47.1 2 0 0 1,249.6787
K_10 Serpin B9 SPB9_HUMAN 42,404 3 3 6 9.57% IEELLPGSSIDAETR 144 158 81.4 28.2 69.1 2 0 0 1,629.8332
K_10 Serpin B9 SPB9_HUMAN 42,404 3 3 6 9.57% STEVEVLLPK 262 271 41.8 27.9 25.7 2 0 0 1,114.6355
L_07 Serpin B9 SPB9_HUMAN 42,404 6 6 12 21.50% GNTATQMAQALSLNTEEDIHR 48 68 31.4 26.2 31.4 0 2 0 2,316.0887
L_07 Serpin B9 SPB9_HUMAN 42,404 6 6 12 21.50% AFQSLLTEVNK 69 79 66.5 27.2 55.4 2 0 0 1,249.6787
L_07 Serpin B9 SPB9_HUMAN 42,404 6 6 12 21.50% IEELLPGSSIDAETR 144 158 68.0 28.2 53.0 2 0 0 1,629.8332
L_07 Serpin B9 SPB9_HUMAN 42,404 6 6 12 21.50% AQLLELPYAR 214 223 42.3 28.0 41.4 2 0 0 1,173.6627
L_07 Serpin B9 SPB9_HUMAN 42,404 6 6 12 21.50% LQEDYDMESVLR 274 285 62.7 25.0 59.5 2 0 0 1,513.6841
L_07 Serpin B9 SPB9_HUMAN 42,404 6 6 12 21.50% HLGIVDAFQQGK 286 297 47.7 26.5 41.2 2 0 0 1,312.7010
M_07 Serpin B9 SPB9_HUMAN 42,404 6 6 10 18.10% AFQSLLTEVNK 69 79 62.7 26.9 50.9 1 0 0 1,249.6787
M_07 Serpin B9 SPB9_HUMAN 42,404 6 6 10 18.10% IEELLPGSSIDAETR 144 158 62.3 28.2 50.9 2 0 0 1,629.8332
M_07 Serpin B9 SPB9_HUMAN 42,404 6 6 10 18.10% LVLVNAIYFK 159 168 42.6 25.0 41.7 2 0 0 1,179.7136
M_07 Serpin B9 SPB9_HUMAN 42,404 6 6 10 18.10% AQLLELPYAR 214 223 38.3 27.3 35.6 2 0 0 1,173.6627
M_07 Serpin B9 SPB9_HUMAN 42,404 6 6 10 18.10% STEVEVLLPK 262 271 61.3 27.9 41.7 2 0 0 1,114.6355
M_07 Serpin B9 SPB9_HUMAN 42,404 6 6 10 18.10% LQEDYDMESVLR 274 285 48.7 25.0 46.2 1 0 0 1,513.6841
O_07 Serpin B9 SPB9_HUMAN 42,404 4 4 7 12.00% IEELLPGSSIDAETR 144 158 26.3 28.2 22.2 1 0 0 1,629.8332
O_07 Serpin B9 SPB9_HUMAN 42,404 4 4 7 12.00% LVLVNAIYFK 159 168 40.8 25.0 36.3 2 0 0 1,179.7136
O_07 Serpin B9 SPB9_HUMAN 42,404 4 4 7 12.00% AQLLELPYAR 214 223 48.0 27.9 44.3 2 0 0 1,173.6627
O_07 Serpin B9 SPB9_HUMAN 42,404 4 4 7 12.00% STEVEVLLPK 262 271 41.3 27.7 26.7 2 0 0 1,114.6355
P_07 Serpin B9 SPB9_HUMAN 42,404 4 4 5 12.80% AFQSLLTEVNK 69 79 56.5 27.3 44.9 2 0 0 1,249.6787
P_07 Serpin B9 SPB9_HUMAN 42,404 4 4 5 12.80% IEELLPGSSIDAETR 144 158 25.7 28.0 21.5 1 0 0 1,629.8332
P_07 Serpin B9 SPB9_HUMAN 42,404 4 4 5 12.80% STEVEVLLPK 262 271 49.5 27.6 37.2 1 0 0 1,114.6355
P_07 Serpin B9 SPB9_HUMAN 42,404 4 4 5 12.80% HLGIVDAFQQGK 286 297 34.0 26.3 26.8 1 0 0 1,312.7010
Q_06 Serpin B9 SPB9_HUMAN 42,404 2 2 4 5.05% AFQSLLTEVNK 69 79 39.6 27.3 24.1 2 0 0 1,249.6787
Q_06 Serpin B9 SPB9_HUMAN 42,404 2 2 4 5.05% AGTQYLLR 80 87 38.5 27.0 19.5 2 0 0 921.5153
Q_07 Serpin B9 SPB9_HUMAN 42,404 6 6 10 20.50% GNTATQMAQALSLNTEEDIHR 48 68 26.9 26.2 24.8 0 2 0 2,316.0887
Q_07 Serpin B9 SPB9_HUMAN 42,404 6 6 10 20.50% AFQSLLTEVNK 69 79 63.9 27.2 49.7 2 0 0 1,249.6787
Q_07 Serpin B9 SPB9_HUMAN 42,404 6 6 10 20.50% IEELLPGSSIDAETR 144 158 37.1 27.6 26.9 2 0 0 1,629.8332
Q_07 Serpin B9 SPB9_HUMAN 42,404 6 6 10 20.50% LVLVNAIYFK 159 168 19.8 25.0 19.8 1 0 0 1,179.7136
Q_07 Serpin B9 SPB9_HUMAN 42,404 6 6 10 20.50% AQLLELPYAR 214 223 44.9 28.0 38.5 1 0 0 1,173.6627
Q_07 Serpin B9 SPB9_HUMAN 42,404 6 6 10 20.50% ADLSAMSAER 298 307 49.1 25.0 26.2 2 0 0 1,066.4834
A_09 Spermidine synthase SPEE_HUMAN 33,825 2 2 3 4.64% KVLIIGGGDGGVLR 96 109 24.4 25.0 14.8 0 1 0 1,353.8216
A_09 Spermidine synthase SPEE_HUMAN 33,825 2 2 3 4.64% VLIIGGGDGGVLR 97 109 57.8 25.0 57.8 2 0 0 1,225.7266
A_10 Spermidine synthase SPEE_HUMAN 33,825 2 2 4 8.94% KVLIIGGGDGGVLR 96 109 60.7 25.0 50.6 0 2 0 1,353.8216
A_10 Spermidine synthase SPEE_HUMAN 33,825 2 2 4 8.94% FLPGMAIGYSSSK 136 148 44.2 26.9 34.1 2 0 0 1,373.6771
B_10 Spermidine synthase SPEE_HUMAN 33,825 3 3 6 8.94% KVLIIGGGDGGVLR 96 109 48.8 25.0 45.6 0 2 0 1,353.8216
B_10 Spermidine synthase SPEE_HUMAN 33,825 3 3 6 8.94% VLIIGGGDGGVLR 97 109 34.7 25.0 34.7 2 0 0 1,225.7266
B_10 Spermidine synthase SPEE_HUMAN 33,825 3 3 6 8.94% FLPGMAIGYSSSK 136 148 35.0 26.9 19.4 2 0 0 1,373.6771
K_08 Spermidine synthase SPEE_HUMAN 33,825 2 2 4 4.64% KVLIIGGGDGGVLR 96 109 60.3 25.0 50.5 0 2 0 1,353.8216
K_08 Spermidine synthase SPEE_HUMAN 33,825 2 2 4 4.64% VLIIGGGDGGVLR 97 109 42.0 25.0 37.3 2 0 0 1,225.7266
L_06 Spermidine synthase SPEE_HUMAN 33,825 3 3 6 11.30% YQDILVFR 48 55 30.3 26.7 23.8 2 0 0 1,053.5728
L_06 Spermidine synthase SPEE_HUMAN 33,825 3 3 6 11.30% VLIIGGGDGGVLR 97 109 46.9 25.0 43.0 2 0 0 1,225.7266
L_06 Spermidine synthase SPEE_HUMAN 33,825 3 3 6 11.30% FLPGMAIGYSSSK 136 148 28.4 27.2 19.2 2 0 0 1,373.6771
M_06 Spermidine synthase SPEE_HUMAN 33,825 2 2 4 6.95% YQDILVFR 48 55 33.2 26.8 29.6 2 0 0 1,053.5728
M_06 Spermidine synthase SPEE_HUMAN 33,825 2 2 4 6.95% VLIIGGGDGGVLR 97 109 56.9 25.0 54.4 2 0 0 1,225.7266
O_06 Spermidine synthase SPEE_HUMAN 33,825 3 3 5 10.30% YQDILVFR 48 55 29.3 26.4 21.2 2 0 0 1,053.5728
O_06 Spermidine synthase SPEE_HUMAN 33,825 3 3 5 10.30% VLIIGGGDGGVLR 97 109 26.1 25.0 26.1 1 0 0 1,225.7266
O_06 Spermidine synthase SPEE_HUMAN 33,825 3 3 5 10.30% AAFVLPEFAR 286 295 30.7 27.7 21.9 2 0 0 1,120.6149
Q_06 Spermidine synthase SPEE_HUMAN 33,825 2 2 3 8.61% VLIIGGGDGGVLR 97 109 63.3 25.0 63.2 2 0 0 1,225.7266
Q_06 Spermidine synthase SPEE_HUMAN 33,825 2 2 3 8.61% FLPGMAIGYSSSK 136 148 35.4 27.0 20.2 1 0 0 1,373.6771
A_09 Survival of motor neuron‐related‐splicing factor 30 SPF30_HUMAN 26,763 2 2 4 9.24% DLQEVIELTK 38 47 52.3 28.2 38.9 2 0 0 1,187.6520
A_09 Survival of motor neuron‐related‐splicing factor 30 SPF30_HUMAN 26,763 2 2 4 9.24% SIFASPESVTGK 197 208 50.0 28.0 43.3 2 0 0 1,222.6314
D_23 N‐sulphoglucosamine sulphohydrolase SPHM_HUMAN 56,696 2 2 4 4.78% SLPLLLSQAGVR 106 117 48.3 25.0 37.6 2 0 0 1,253.7577
D_23 N‐sulphoglucosamine sulphohydrolase SPHM_HUMAN 56,696 2 2 4 4.78% ADLAAQYTTVGR 234 245 66.2 28.2 61.7 2 0 0 1,265.6485
E_23 N‐sulphoglucosamine sulphohydrolase SPHM_HUMAN 56,696 2 2 4 4.78% SLPLLLSQAGVR 106 117 54.7 25.0 48.3 2 0 0 1,253.7577
E_23 N‐sulphoglucosamine sulphohydrolase SPHM_HUMAN 56,696 2 2 4 4.78% ADLAAQYTTVGR 234 245 54.9 28.0 48.8 2 0 0 1,265.6485
F_16 N‐sulphoglucosamine sulphohydrolase SPHM_HUMAN 56,696 2 2 4 4.78% SLPLLLSQAGVR 106 117 54.6 25.0 54.6 2 0 0 1,253.7577
F_16 N‐sulphoglucosamine sulphohydrolase SPHM_HUMAN 56,696 2 2 4 4.78% ADLAAQYTTVGR 234 245 73.4 28.0 67.0 2 0 0 1,265.6485
L_09 N‐sulphoglucosamine sulphohydrolase SPHM_HUMAN 56,696 2 2 3 4.78% SLPLLLSQAGVR 106 117 38.3 25.0 34.1 1 0 0 1,253.7577
L_09 N‐sulphoglucosamine sulphohydrolase SPHM_HUMAN 56,696 2 2 3 4.78% ADLAAQYTTVGR 234 245 76.4 27.9 72.1 2 0 0 1,265.6485
C_13 Kunitz‐type protease inhibitor 1 SPIT1_HUMAN 58,397 2 2 2 3.78% EGFINYLTR 135 143 21.1 26.3 14.4 1 0 0 1,112.5735
C_13 Kunitz‐type protease inhibitor 1 SPIT1_HUMAN 58,397 2 2 2 3.78% SFVYGGCLGNK 277 287 19.2 25.0 18.4 1 0 0 1,201.5671
A_11 SPARC SPRC_HUMAN 34,632 6 7 11 18.80% TFDSSCHFFATK 118 129 47.6 25.0 47.6 2 0 0 1,447.6311
A_11 SPARC SPRC_HUMAN 34,632 6 7 11 18.80% NVLVTLYER 173 181 40.1 26.3 40.1 2 0 0 1,106.6204
A_11 SPARC SPRC_HUMAN 34,632 6 7 11 18.80% DEDNNLLTEK 182 191 30.6 25.0 19.5 2 0 0 1,190.5537
A_11 SPARC SPRC_HUMAN 34,632 6 7 11 18.80% RLEAGDHPVELLAR 205 218 33.3 28.0 26.5 2 0 0 1,575.8603
A_11 SPARC SPRC_HUMAN 34,632 6 7 11 18.80% LEAGDHPVELLAR 206 218 23.8 28.6 10.9 0 1 0 1,419.7592
A_11 SPARC SPRC_HUMAN 34,632 6 7 11 18.80% APLIPMEHCTTR 257 268 19.0 26.1 18.1 1 1 0 1,441.6928



A_12 SPARC SPRC_HUMAN 34,632 7 7 13 25.40% TFDSSCHFFATK 118 129 61.2 25.0 59.0 2 0 0 1,447.6311
A_12 SPARC SPRC_HUMAN 34,632 7 7 13 25.40% LHLDYIGPCK 141 150 46.6 26.6 30.3 2 0 0 1,215.6193
A_12 SPARC SPRC_HUMAN 34,632 7 7 13 25.40% NVLVTLYER 173 181 43.2 26.3 43.2 2 0 0 1,106.6204
A_12 SPARC SPRC_HUMAN 34,632 7 7 13 25.40% DEDNNLLTEK 182 191 45.0 25.0 25.4 2 0 0 1,190.5537
A_12 SPARC SPRC_HUMAN 34,632 7 7 13 25.40% LEAGDHPVELLAR 206 218 23.0 28.6 11.2 0 1 0 1,419.7592
A_12 SPARC SPRC_HUMAN 34,632 7 7 13 25.40% APLIPMEHCTTR 257 268 39.5 26.1 34.2 2 0 0 1,441.6928
A_12 SPARC SPRC_HUMAN 34,632 7 7 13 25.40% FFETCDLDNDK 269 279 65.2 25.0 54.0 2 0 0 1,403.5786
B_11 SPARC SPRC_HUMAN 34,632 5 5 10 18.80% TFDSSCHFFATK 118 129 67.2 25.0 62.8 2 0 0 1,447.6311
B_11 SPARC SPRC_HUMAN 34,632 5 5 10 18.80% NVLVTLYER 173 181 44.5 26.3 34.7 2 0 0 1,106.6204
B_11 SPARC SPRC_HUMAN 34,632 5 5 10 18.80% DEDNNLLTEK 182 191 62.8 25.0 38.1 2 0 0 1,190.5537
B_11 SPARC SPRC_HUMAN 34,632 5 5 10 18.80% RLEAGDHPVELLAR 205 218 58.2 27.9 47.0 2 0 0 1,575.8603
B_11 SPARC SPRC_HUMAN 34,632 5 5 10 18.80% APLIPMEHCTTR 257 268 24.6 25.9 22.1 0 2 0 1,441.6928
B_12 SPARC SPRC_HUMAN 34,632 8 9 15 25.70% TFDSSCHFFATK 118 129 79.5 25.0 79.5 1 1 0 1,447.6311
B_12 SPARC SPRC_HUMAN 34,632 8 9 15 25.70% LHLDYIGPCK 141 150 41.4 26.7 32.4 2 0 0 1,215.6193
B_12 SPARC SPRC_HUMAN 34,632 8 9 15 25.70% NVLVTLYER 173 181 46.8 26.2 46.8 2 0 0 1,106.6204
B_12 SPARC SPRC_HUMAN 34,632 8 9 15 25.70% DEDNNLLTEK 182 191 34.4 25.0 12.4 2 0 0 1,190.5537
B_12 SPARC SPRC_HUMAN 34,632 8 9 15 25.70% RLEAGDHPVELLAR 205 218 47.7 27.9 38.4 2 0 0 1,575.8603
B_12 SPARC SPRC_HUMAN 34,632 8 9 15 25.70% LEAGDHPVELLAR 206 218 43.5 28.6 31.6 0 1 0 1,419.7592
B_12 SPARC SPRC_HUMAN 34,632 8 9 15 25.70% APLIPMEHCTTR 257 268 20.4 25.9 19.2 0 2 0 1,441.6928
B_12 SPARC SPRC_HUMAN 34,632 8 9 15 25.70% FFETCDLDNDK 269 279 70.2 25.0 58.3 2 0 0 1,403.5786
C_09 SPARC SPRC_HUMAN 34,632 2 2 4 7.59% LHLDYIGPCK 141 150 23.4 26.6 13.6 2 0 0 1,215.6193
C_09 SPARC SPRC_HUMAN 34,632 2 2 4 7.59% LEAGDHPVELLAR 206 218 43.0 28.6 41.7 2 0 0 1,419.7592
C_11 SPARC SPRC_HUMAN 34,632 7 8 15 22.40% TFDSSCHFFATK 118 129 51.2 25.0 48.3 2 0 0 1,447.6311
C_11 SPARC SPRC_HUMAN 34,632 7 8 15 22.40% NVLVTLYER 173 181 53.2 26.2 50.6 2 0 0 1,106.6204
C_11 SPARC SPRC_HUMAN 34,632 7 8 15 22.40% DEDNNLLTEK 182 191 44.1 25.0 25.7 2 0 0 1,190.5537
C_11 SPARC SPRC_HUMAN 34,632 7 8 15 22.40% RLEAGDHPVELLAR 205 218 23.8 28.2 16.1 0 1 0 1,575.8603
C_11 SPARC SPRC_HUMAN 34,632 7 8 15 22.40% LEAGDHPVELLAR 206 218 76.2 28.5 69.6 2 0 0 1,419.7592
C_11 SPARC SPRC_HUMAN 34,632 7 8 15 22.40% APLIPMEHCTTR 257 268 35.8 26.1 35.8 2 2 0 1,441.6928
C_11 SPARC SPRC_HUMAN 34,632 7 8 15 22.40% FFETCDLDNDK 269 279 57.0 25.0 47.1 2 0 0 1,403.5786
C_12 SPARC SPRC_HUMAN 34,632 7 8 14 25.40% TFDSSCHFFATK 118 129 63.6 25.0 63.6 2 0 0 1,447.6311
C_12 SPARC SPRC_HUMAN 34,632 7 8 14 25.40% LHLDYIGPCK 141 150 51.8 26.9 30.0 2 0 0 1,215.6193
C_12 SPARC SPRC_HUMAN 34,632 7 8 14 25.40% NVLVTLYER 173 181 59.8 26.2 58.7 1 0 0 1,106.6204
C_12 SPARC SPRC_HUMAN 34,632 7 8 14 25.40% DEDNNLLTEK 182 191 53.5 25.0 33.8 2 0 0 1,190.5537
C_12 SPARC SPRC_HUMAN 34,632 7 8 14 25.40% LEAGDHPVELLAR 206 218 73.4 28.6 60.8 2 2 0 1,419.7592
C_12 SPARC SPRC_HUMAN 34,632 7 8 14 25.40% APLIPMEHCTTR 257 268 20.6 26.1 17.0 0 1 0 1,441.6928
C_12 SPARC SPRC_HUMAN 34,632 7 8 14 25.40% FFETCDLDNDK 269 279 78.0 25.0 67.6 2 0 0 1,403.5786
C_13 SPARC SPRC_HUMAN 34,632 2 2 3 7.26% NVLVTLYER 173 181 41.0 26.2 39.6 2 0 0 1,106.6204
C_13 SPARC SPRC_HUMAN 34,632 2 2 3 7.26% LEAGDHPVELLAR 206 218 28.2 28.4 21.9 1 0 0 1,419.7592
D_17 SPARC SPRC_HUMAN 34,632 4 4 7 14.50% NVLVTLYER 173 181 44.4 27.1 34.1 2 0 0 1,106.6204
D_17 SPARC SPRC_HUMAN 34,632 4 4 7 14.50% DEDNNLLTEK 182 191 24.5 25.0 17.9 2 0 0 1,190.5537
D_17 SPARC SPRC_HUMAN 34,632 4 4 7 14.50% LEAGDHPVELLAR 206 218 62.0 28.8 52.5 2 0 0 1,419.7592
D_17 SPARC SPRC_HUMAN 34,632 4 4 7 14.50% APLIPMEHCTTR 257 268 25.1 26.0 18.7 0 1 0 1,441.6928
D_18 SPARC SPRC_HUMAN 34,632 3 3 4 11.60% DEDNNLLTEK 182 191 20.6 25.0 17.2 1 0 0 1,190.5537
D_18 SPARC SPRC_HUMAN 34,632 3 3 4 11.60% LEAGDHPVELLAR 206 218 55.5 28.5 32.2 2 0 0 1,419.7592
D_18 SPARC SPRC_HUMAN 34,632 3 3 4 11.60% APLIPMEHCTTR 257 268 21.9 26.1 21.9 1 0 0 1,441.6928
E_17 SPARC SPRC_HUMAN 34,632 6 7 10 20.50% YIPPCLDSELTEFPLR 151 166 49.2 27.5 41.9 1 0 0 1,949.9680
E_17 SPARC SPRC_HUMAN 34,632 6 7 10 20.50% NVLVTLYER 173 181 51.0 27.1 33.8 2 0 0 1,106.6204
E_17 SPARC SPRC_HUMAN 34,632 6 7 10 20.50% RLEAGDHPVELLAR 205 218 34.4 28.4 25.9 0 1 0 1,575.8603
E_17 SPARC SPRC_HUMAN 34,632 6 7 10 20.50% LEAGDHPVELLAR 206 218 70.4 28.8 60.3 2 0 0 1,419.7592
E_17 SPARC SPRC_HUMAN 34,632 6 7 10 20.50% APLIPMEHCTTR 257 268 29.2 26.0 24.7 1 1 0 1,441.6928
E_17 SPARC SPRC_HUMAN 34,632 6 7 10 20.50% FFETCDLDNDK 269 279 32.4 25.0 32.4 2 0 0 1,403.5786
E_18 SPARC SPRC_HUMAN 34,632 5 5 8 17.80% LHLDYIGPCK 141 150 30.8 26.7 14.1 2 0 0 1,215.6193
E_18 SPARC SPRC_HUMAN 34,632 5 5 8 17.80% NVLVTLYER 173 181 45.7 26.9 35.3 1 0 0 1,106.6204
E_18 SPARC SPRC_HUMAN 34,632 5 5 8 17.80% DEDNNLLTEK 182 191 37.7 25.0 13.5 2 0 0 1,190.5537
E_18 SPARC SPRC_HUMAN 34,632 5 5 8 17.80% LEAGDHPVELLAR 206 218 39.2 28.5 31.4 2 0 0 1,419.7592
E_18 SPARC SPRC_HUMAN 34,632 5 5 8 17.80% APLIPMEHCTTR 257 268 21.7 26.0 18.8 0 1 0 1,441.6928
F_10 SPARC SPRC_HUMAN 34,632 2 2 4 7.26% NVLVTLYER 173 181 47.3 26.2 39.6 2 0 0 1,106.6204
F_10 SPARC SPRC_HUMAN 34,632 2 2 4 7.26% LEAGDHPVELLAR 206 218 57.8 28.4 53.2 2 0 0 1,419.7592
F_11 SPARC SPRC_HUMAN 34,632 3 3 4 7.92% LHLDYIGPCK 141 150 29.6 26.8 19.6 1 0 0 1,215.6193
F_11 SPARC SPRC_HUMAN 34,632 3 3 4 7.92% RLEAGDHPVELLAR 205 218 18.8 27.9 18.8 0 1 0 1,575.8603
F_11 SPARC SPRC_HUMAN 34,632 3 3 4 7.92% LEAGDHPVELLAR 206 218 56.4 28.3 50.2 2 0 0 1,419.7592
F_12 SPARC SPRC_HUMAN 34,632 5 7 12 18.50% TFDSSCHFFATK 118 129 55.3 25.0 53.4 2 0 0 1,447.6311
F_12 SPARC SPRC_HUMAN 34,632 5 7 12 18.50% NVLVTLYER 173 181 51.5 26.2 46.0 2 0 0 1,106.6204
F_12 SPARC SPRC_HUMAN 34,632 5 7 12 18.50% DEDNNLLTEK 182 191 58.7 25.1 35.1 1 0 0 1,190.5537
F_12 SPARC SPRC_HUMAN 34,632 5 7 12 18.50% LEAGDHPVELLAR 206 218 75.9 28.6 66.6 2 1 0 1,419.7592
F_12 SPARC SPRC_HUMAN 34,632 5 7 12 18.50% APLIPMEHCTTR 257 268 31.8 26.1 29.4 2 2 0 1,441.6928
F_13 SPARC SPRC_HUMAN 34,632 5 9 17 15.20% DEDNNLLTEK 182 191 38.6 25.3 21.6 2 0 0 1,190.5537
F_13 SPARC SPRC_HUMAN 34,632 5 9 17 15.20% RLEAGDHPVELLAR 205 218 52.4 28.0 47.7 2 2 0 1,575.8603
F_13 SPARC SPRC_HUMAN 34,632 5 9 17 15.20% LEAGDHPVELLAR 206 218 74.2 28.4 64.7 2 2 0 1,419.7592
F_13 SPARC SPRC_HUMAN 34,632 5 9 17 15.20% APLIPMEHCTTR 257 268 36.8 25.9 34.7 4 2 0 1,441.6928
F_13 SPARC SPRC_HUMAN 34,632 5 9 17 15.20% QKDIDKDLVI 294 303 32.2 26.3 29.0 1 0 0 1,186.6681
G_07 SPARC SPRC_HUMAN 34,632 2 2 3 6.93% NVLVTLYER 173 181 32.7 27.1 32.7 2 0 0 1,106.6204
G_07 SPARC SPRC_HUMAN 34,632 2 2 3 6.93% APLIPMEHCTTR 257 268 20.6 26.4 11.3 0 1 0 1,441.6928
G_08 SPARC SPRC_HUMAN 34,632 3 3 4 11.20% NVLVTLYER 173 181 26.5 27.1 22.1 2 0 0 1,106.6204
G_08 SPARC SPRC_HUMAN 34,632 3 3 4 11.20% LEAGDHPVELLAR 206 218 23.6 27.9 14.2 0 1 0 1,419.7592
G_08 SPARC SPRC_HUMAN 34,632 3 3 4 11.20% APLIPMEHCTTR 257 268 22.5 26.4 15.0 0 1 0 1,441.6928
G_09 SPARC SPRC_HUMAN 34,632 3 4 6 11.20% NVLVTLYER 173 181 37.2 27.1 35.0 2 0 0 1,106.6204
G_09 SPARC SPRC_HUMAN 34,632 3 4 6 11.20% LEAGDHPVELLAR 206 218 46.0 27.9 38.0 2 1 0 1,419.7592
G_09 SPARC SPRC_HUMAN 34,632 3 4 6 11.20% APLIPMEHCTTR 257 268 27.4 26.4 25.8 0 1 0 1,441.6928
G_10 SPARC SPRC_HUMAN 34,632 3 3 6 7.59% NVLVTLYER 173 181 36.9 27.1 23.9 2 0 0 1,106.6204
G_10 SPARC SPRC_HUMAN 34,632 3 3 6 7.59% RLEAGDHPVELLAR 205 218 33.1 27.3 24.2 0 2 0 1,575.8603
G_10 SPARC SPRC_HUMAN 34,632 3 3 6 7.59% LEAGDHPVELLAR 206 218 57.3 27.9 53.6 2 0 0 1,419.7592
G_11 SPARC SPRC_HUMAN 34,632 3 3 5 11.20% NVLVTLYER 173 181 40.7 27.1 32.2 2 0 0 1,106.6204
G_11 SPARC SPRC_HUMAN 34,632 3 3 5 11.20% LEAGDHPVELLAR 206 218 51.8 27.9 49.1 2 0 0 1,419.7592
G_11 SPARC SPRC_HUMAN 34,632 3 3 5 11.20% APLIPMEHCTTR 257 268 23.3 26.4 19.5 0 1 0 1,441.6928
G_12 SPARC SPRC_HUMAN 34,632 5 6 11 14.90% TFDSSCHFFATK 118 129 67.5 25.0 65.2 2 1 0 1,447.6311
G_12 SPARC SPRC_HUMAN 34,632 5 6 11 14.90% NVLVTLYER 173 181 54.2 27.2 45.7 2 0 0 1,106.6204
G_12 SPARC SPRC_HUMAN 34,632 5 6 11 14.90% DEDNNLLTEK 182 191 60.3 25.1 34.2 2 0 0 1,190.5537
G_12 SPARC SPRC_HUMAN 34,632 5 6 11 14.90% RLEAGDHPVELLAR 205 218 27.3 27.3 21.8 0 2 0 1,575.8603
G_12 SPARC SPRC_HUMAN 34,632 5 6 11 14.90% LEAGDHPVELLAR 206 218 69.7 28.0 61.5 2 0 0 1,419.7592
G_13 SPARC SPRC_HUMAN 34,632 8 9 17 25.70% TFDSSCHFFATK 118 129 21.6 25.0 15.4 0 2 0 1,447.6311
G_13 SPARC SPRC_HUMAN 34,632 8 9 17 25.70% NVLVTLYER 173 181 50.6 26.9 35.5 3 0 0 1,106.6204
G_13 SPARC SPRC_HUMAN 34,632 8 9 17 25.70% DEDNNLLTEK 182 191 41.7 25.7 27.7 2 0 0 1,190.5537
G_13 SPARC SPRC_HUMAN 34,632 8 9 17 25.70% RLEAGDHPVELLAR 205 218 49.8 27.3 46.2 2 0 0 1,575.8603
G_13 SPARC SPRC_HUMAN 34,632 8 9 17 25.70% LEAGDHPVELLAR 206 218 61.2 27.8 53.9 2 2 0 1,419.7592
G_13 SPARC SPRC_HUMAN 34,632 8 9 17 25.70% APLIPMEHCTTR 257 268 24.3 26.4 20.7 1 0 0 1,441.6928
G_13 SPARC SPRC_HUMAN 34,632 8 9 17 25.70% FFETCDLDNDK 269 279 64.2 25.0 62.6 2 0 0 1,403.5786
G_13 SPARC SPRC_HUMAN 34,632 8 9 17 25.70% QKDIDKDLVI 294 303 33.9 27.6 24.0 1 0 0 1,186.6681
G_14 SPARC SPRC_HUMAN 34,632 5 6 10 18.20% LHLDYIGPCK 141 150 33.7 27.2 25.4 2 0 0 1,215.6193
G_14 SPARC SPRC_HUMAN 34,632 5 6 10 18.20% NVLVTLYER 173 181 38.0 26.9 33.1 2 0 0 1,106.6204
G_14 SPARC SPRC_HUMAN 34,632 5 6 10 18.20% LEAGDHPVELLAR 206 218 55.2 27.5 47.3 2 2 0 1,419.7592
G_14 SPARC SPRC_HUMAN 34,632 5 6 10 18.20% APLIPMEHCTTR 257 268 28.1 26.3 24.9 0 1 0 1,441.6928
G_14 SPARC SPRC_HUMAN 34,632 5 6 10 18.20% FFETCDLDNDK 269 279 49.2 25.0 44.6 1 0 0 1,403.5786
H_10 SPARC SPRC_HUMAN 34,632 3 3 6 9.90% LHLDYIGPCK 141 150 30.6 26.8 23.5 2 0 0 1,215.6193
H_10 SPARC SPRC_HUMAN 34,632 3 3 6 9.90% NVLVTLYER 173 181 41.5 26.2 40.6 2 0 0 1,106.6204
H_10 SPARC SPRC_HUMAN 34,632 3 3 6 9.90% FFETCDLDNDK 269 279 77.0 25.0 66.0 2 0 0 1,403.5786
I_10 SPARC SPRC_HUMAN 34,632 4 5 9 14.50% LHLDYIGPCK 141 150 30.5 26.8 17.6 2 0 0 1,215.6193
I_10 SPARC SPRC_HUMAN 34,632 4 5 9 14.50% NVLVTLYER 173 181 41.1 27.1 38.4 2 0 0 1,106.6204
I_10 SPARC SPRC_HUMAN 34,632 4 5 9 14.50% LEAGDHPVELLAR 206 218 71.6 28.4 63.3 2 2 0 1,419.7592
I_10 SPARC SPRC_HUMAN 34,632 4 5 9 14.50% APLIPMEHCTTR 257 268 21.0 27.1 12.6 0 1 0 1,425.6979
J_10 SPARC SPRC_HUMAN 34,632 4 5 9 15.20% TFDSSCHFFATK 118 129 39.7 25.0 39.7 2 0 0 1,447.6311
J_10 SPARC SPRC_HUMAN 34,632 4 5 9 15.20% LHLDYIGPCK 141 150 33.2 27.4 21.5 2 0 0 1,215.6193



J_10 SPARC SPRC_HUMAN 34,632 4 5 9 15.20% LEAGDHPVELLAR 206 218 50.0 27.7 46.5 2 1 0 1,419.7592
J_10 SPARC SPRC_HUMAN 34,632 4 5 9 15.20% FFETCDLDNDK 269 279 42.2 25.0 32.7 2 0 0 1,403.5786
J_11 SPARC SPRC_HUMAN 34,632 3 3 4 9.90% LHLDYIGPCK 141 150 32.7 27.2 30.3 1 0 0 1,215.6193
J_11 SPARC SPRC_HUMAN 34,632 3 3 4 9.90% NVLVTLYER 173 181 45.1 26.9 36.3 2 0 0 1,106.6204
J_11 SPARC SPRC_HUMAN 34,632 3 3 4 9.90% FFETCDLDNDK 269 279 39.8 25.0 36.7 1 0 0 1,403.5786
K_09 SPARC SPRC_HUMAN 34,632 2 2 3 7.26% NVLVTLYER 173 181 41.3 27.1 38.9 2 0 0 1,106.6204
K_09 SPARC SPRC_HUMAN 34,632 2 2 3 7.26% LEAGDHPVELLAR 206 218 29.6 27.9 25.0 1 0 0 1,419.7592
K_10 SPARC SPRC_HUMAN 34,632 6 6 10 18.50% TFDSSCHFFATK 118 129 60.6 25.0 60.6 2 0 0 1,447.6311
K_10 SPARC SPRC_HUMAN 34,632 6 6 10 18.50% LHLDYIGPCK 141 150 28.8 26.1 27.4 2 0 0 1,215.6193
K_10 SPARC SPRC_HUMAN 34,632 6 6 10 18.50% NVLVTLYER 173 181 43.2 27.1 29.9 2 0 0 1,106.6204
K_10 SPARC SPRC_HUMAN 34,632 6 6 10 18.50% RLEAGDHPVELLAR 205 218 28.9 27.9 22.8 0 1 0 1,575.8603
K_10 SPARC SPRC_HUMAN 34,632 6 6 10 18.50% LEAGDHPVELLAR 206 218 76.1 28.4 69.8 2 0 0 1,419.7592
K_10 SPARC SPRC_HUMAN 34,632 6 6 10 18.50% FFETCDLDNDK 269 279 28.7 25.0 25.0 1 0 0 1,403.5786
K_11 SPARC SPRC_HUMAN 34,632 3 3 5 10.60% LHLDYIGPCK 141 150 27.0 26.8 19.1 1 0 0 1,215.6193
K_11 SPARC SPRC_HUMAN 34,632 3 3 5 10.60% NVLVTLYER 173 181 43.3 27.2 36.2 2 0 0 1,106.6204
K_11 SPARC SPRC_HUMAN 34,632 3 3 5 10.60% LEAGDHPVELLAR 206 218 59.0 28.4 50.2 2 0 0 1,419.7592
L_07 SPARC SPRC_HUMAN 34,632 4 4 6 15.20% LHLDYIGPCK 141 150 23.7 27.2 23.3 1 0 0 1,215.6193
L_07 SPARC SPRC_HUMAN 34,632 4 4 6 15.20% LEAGDHPVELLAR 206 218 35.2 28.4 24.3 0 2 0 1,419.7592
L_07 SPARC SPRC_HUMAN 34,632 4 4 6 15.20% APLIPMEHCTTR 257 268 24.8 26.3 20.8 0 1 0 1,441.6928
L_07 SPARC SPRC_HUMAN 34,632 4 4 6 15.20% FFETCDLDNDK 269 279 61.3 25.0 53.8 2 0 0 1,403.5786
M_07 SPARC SPRC_HUMAN 34,632 4 4 7 15.20% TFDSSCHFFATK 118 129 35.5 25.0 35.5 2 0 0 1,447.6311
M_07 SPARC SPRC_HUMAN 34,632 4 4 7 15.20% LHLDYIGPCK 141 150 25.3 27.1 20.1 1 0 0 1,215.6193
M_07 SPARC SPRC_HUMAN 34,632 4 4 7 15.20% LEAGDHPVELLAR 206 218 27.9 28.4 15.3 0 2 0 1,419.7592
M_07 SPARC SPRC_HUMAN 34,632 4 4 7 15.20% FFETCDLDNDK 269 279 64.9 25.0 54.1 2 0 0 1,403.5786
N_07 SPARC SPRC_HUMAN 34,632 5 7 11 19.10% TFDSSCHFFATK 118 129 54.4 25.0 54.4 2 1 0 1,447.6311
N_07 SPARC SPRC_HUMAN 34,632 5 7 11 19.10% LHLDYIGPCK 141 150 38.7 26.9 28.2 2 0 0 1,215.6193
N_07 SPARC SPRC_HUMAN 34,632 5 7 11 19.10% LEAGDHPVELLAR 206 218 65.6 27.6 60.2 2 1 0 1,419.7592
N_07 SPARC SPRC_HUMAN 34,632 5 7 11 19.10% APLIPMEHCTTR 257 268 25.6 26.4 23.9 0 1 0 1,441.6928
N_07 SPARC SPRC_HUMAN 34,632 5 7 11 19.10% FFETCDLDNDK 269 279 66.1 25.0 54.9 2 0 0 1,403.5786
N_12 SPARC SPRC_HUMAN 34,632 3 3 5 9.90% NVLVTLYER 173 181 33.0 26.9 20.8 2 0 0 1,106.6204
N_12 SPARC SPRC_HUMAN 34,632 3 3 5 9.90% DEDNNLLTEK 182 191 27.6 25.7 20.6 2 0 0 1,190.5537
N_12 SPARC SPRC_HUMAN 34,632 3 3 5 9.90% FFETCDLDNDK 269 279 62.8 25.0 62.4 1 0 0 1,403.5786
N_13 SPARC SPRC_HUMAN 34,632 3 3 4 10.90% NVLVTLYER 173 181 38.7 26.9 31.7 2 0 0 1,106.6204
N_13 SPARC SPRC_HUMAN 34,632 3 3 4 10.90% LEAGDHPVELLAR 206 218 42.6 27.6 36.2 1 0 0 1,419.7592
N_13 SPARC SPRC_HUMAN 34,632 3 3 4 10.90% FFETCDLDNDK 269 279 57.1 25.0 53.5 1 0 0 1,403.5786
O_07 SPARC SPRC_HUMAN 34,632 5 5 7 19.10% TFDSSCHFFATK 118 129 21.1 25.0 21.1 1 0 0 1,447.6311
O_07 SPARC SPRC_HUMAN 34,632 5 5 7 19.10% LHLDYIGPCK 141 150 38.2 27.1 32.2 1 0 0 1,215.6193
O_07 SPARC SPRC_HUMAN 34,632 5 5 7 19.10% LEAGDHPVELLAR 206 218 54.0 27.9 48.5 2 0 0 1,419.7592
O_07 SPARC SPRC_HUMAN 34,632 5 5 7 19.10% APLIPMEHCTTR 257 268 22.9 26.4 19.2 0 1 0 1,441.6928
O_07 SPARC SPRC_HUMAN 34,632 5 5 7 19.10% FFETCDLDNDK 269 279 70.3 25.0 62.8 2 0 0 1,403.5786
P_07 SPARC SPRC_HUMAN 34,632 6 8 13 22.40% TFDSSCHFFATK 118 129 58.4 25.0 56.1 2 0 0 1,447.6311
P_07 SPARC SPRC_HUMAN 34,632 6 8 13 22.40% LHLDYIGPCK 141 150 39.0 27.2 27.6 2 0 0 1,215.6193
P_07 SPARC SPRC_HUMAN 34,632 6 8 13 22.40% LEAGDHPVELLAR 206 218 70.9 27.8 61.7 2 1 0 1,419.7592
P_07 SPARC SPRC_HUMAN 34,632 6 8 13 22.40% APLIPMEHCTTR 257 268 32.4 26.6 28.0 2 1 0 1,441.6928
P_07 SPARC SPRC_HUMAN 34,632 6 8 13 22.40% FFETCDLDNDK 269 279 55.6 25.0 46.4 2 0 0 1,403.5786
P_07 SPARC SPRC_HUMAN 34,632 6 8 13 22.40% QKDIDKDLVI 294 303 21.1 27.3 8.7 1 0 0 1,186.6681
Q_06 SPARC SPRC_HUMAN 34,632 2 2 4 7.26% NVLVTLYER 173 181 24.7 26.9 18.4 2 0 0 1,106.6204
Q_06 SPARC SPRC_HUMAN 34,632 2 2 4 7.26% LEAGDHPVELLAR 206 218 57.9 27.8 55.0 2 0 0 1,419.7592
Q_07 SPARC SPRC_HUMAN 34,632 5 6 11 19.10% TFDSSCHFFATK 118 129 42.6 25.0 42.5 2 0 0 1,447.6311
Q_07 SPARC SPRC_HUMAN 34,632 5 6 11 19.10% LHLDYIGPCK 141 150 30.4 27.2 23.1 2 0 0 1,215.6193
Q_07 SPARC SPRC_HUMAN 34,632 5 6 11 19.10% LEAGDHPVELLAR 206 218 36.2 27.7 25.9 0 2 0 1,419.7592
Q_07 SPARC SPRC_HUMAN 34,632 5 6 11 19.10% APLIPMEHCTTR 257 268 26.5 26.3 20.3 1 2 0 1,441.6928
Q_07 SPARC SPRC_HUMAN 34,632 5 6 11 19.10% FFETCDLDNDK 269 279 64.8 25.0 59.8 2 0 0 1,403.5786
Q_12 SPARC SPRC_HUMAN 34,632 2 2 3 6.27% NVLVTLYER 173 181 31.7 26.9 20.7 2 0 0 1,106.6204
Q_12 SPARC SPRC_HUMAN 34,632 2 2 3 6.27% DEDNNLLTEK 182 191 29.2 25.4 12.9 1 0 0 1,190.5537
Q_13 SPARC SPRC_HUMAN 34,632 2 2 2 6.27% NVLVTLYER 173 181 31.0 26.9 24.7 1 0 0 1,106.6204
Q_13 SPARC SPRC_HUMAN 34,632 2 2 2 6.27% DEDNNLLTEK 182 191 25.9 25.9 20.3 1 0 0 1,190.5537
A_08 Sepiapterin reductase SPRE_HUMAN 28,050 2 2 3 9.58% AVCLLTGASR 8 17 55.4 28.2 42.8 1 0 0 1,047.5616
A_08 Sepiapterin reductase SPRE_HUMAN 28,050 2 2 3 9.58% LLLINNAGSLGDVSK 95 109 63.7 26.1 48.7 2 0 0 1,513.8586
B_08 Sepiapterin reductase SPRE_HUMAN 28,050 2 2 4 9.58% QLEAELGAER 49 58 29.3 26.3 18.5 2 0 0 1,115.5692
B_08 Sepiapterin reductase SPRE_HUMAN 28,050 2 2 4 9.58% LLLINNAGSLGDVSK 95 109 80.3 26.2 61.9 2 0 0 1,513.8586
L_05 Sepiapterin reductase SPRE_HUMAN 28,050 2 2 4 9.58% AVCLLTGASR 8 17 45.2 28.7 29.6 2 0 0 1,047.5616
L_05 Sepiapterin reductase SPRE_HUMAN 28,050 2 2 4 9.58% LLLINNAGSLGDVSK 95 109 50.9 25.7 44.6 2 0 0 1,513.8586
A_12 Selenide, water dikinase 1 SPS1_HUMAN 42,881 3 3 5 9.44% ESFNPESYELDK 5 16 23.8 25.0 22.4 2 0 0 1,457.6431
A_12 Selenide, water dikinase 1 SPS1_HUMAN 42,881 3 3 5 9.44% LGIGMDTCVIPLR 64 76 34.6 28.4 22.2 1 0 0 1,460.7603
A_12 Selenide, water dikinase 1 SPS1_HUMAN 42,881 3 3 5 9.44% DKVMPLIIQGFK 138 149 24.8 26.2 19.0 0 2 0 1,404.7923
B_12 Selenide, water dikinase 1 SPS1_HUMAN 42,881 2 2 4 6.38% ESFNPESYELDK 5 16 36.4 25.0 36.3 2 0 0 1,457.6431
B_12 Selenide, water dikinase 1 SPS1_HUMAN 42,881 2 2 4 6.38% LGIGMDTCVIPLR 64 76 33.0 28.1 19.2 2 0 0 1,460.7603
C_12 Selenide, water dikinase 1 SPS1_HUMAN 42,881 2 2 4 6.12% ESFNPESYELDK 5 16 43.1 25.0 37.4 2 0 0 1,457.6431
C_12 Selenide, water dikinase 1 SPS1_HUMAN 42,881 2 2 4 6.12% DKVMPLIIQGFK 138 149 24.4 26.3 23.5 0 2 0 1,404.7923
A_22 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 5 1.25% DLASVQALLR 286 295 64.4 26.6 41.4 2 0 0 1,085.6314
A_22 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 5 1.25% ADVVESWIGEK 1985 1995 41.2 28.0 37.7 2 0 0 1,232.6158
A_22 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 5 1.25% SSEEIESAFR 2405 2414 36.3 25.0 23.7 1 0 0 1,154.5323
A_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 8 2.43% VLETAEDIQER 8 18 28.4 27.0 10.7 1 0 0 1,302.6537
A_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 8 2.43% LFGAAEVQR 251 259 41.0 28.9 18.2 1 0 0 990.5367
A_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 8 2.43% DLASVQALLR 286 295 60.5 26.6 40.4 2 0 0 1,085.6314
A_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 8 2.43% MNEVISLWK 653 661 40.5 32.4 29.3 1 0 0 1,135.5817
A_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 8 2.43% DVEDEETWIR 792 801 75.5 25.0 67.4 2 0 0 1,291.5802
A_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 8 2.43% DLSSVQTLLTK 2007 2017 29.5 27.2 21.1 1 0 0 1,204.6785
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% LQIASDENYKDPTNLQGK 64 81 36.5 27.7 31.5 0 2 0 2,034.0141
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% HQAFEAEVQANSGAIVK 85 101 34.2 27.4 29.1 0 2 0 1,798.9082
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% KFEEFQTDMAAHEER 190 204 30.0 25.0 28.4 0 2 0 1,883.8230
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% VNEVNQFAAK 205 214 37.3 28.5 35.7 2 0 0 1,119.5792
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% LFGAAEVQR 251 259 55.0 29.4 34.5 2 0 0 990.5367
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% DVDETISWIK 263 272 42.3 27.5 29.6 2 0 0 1,205.6050
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% DLASVQALLR 286 295 64.0 27.1 47.0 2 0 0 1,085.6314
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% DLAALEDKVK 303 312 25.3 26.8 16.9 1 0 0 1,101.6152
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% LQQSHPLSATQIQVK 321 335 48.4 25.9 36.6 0 2 0 1,677.9284
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% DLTSWVTEMK 372 381 26.0 25.2 25.1 1 0 0 1,225.5771
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% LTVLSEER 442 449 29.7 28.8 7.3 2 0 0 946.5204
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% DTEQVDNWMSK 475 485 23.1 25.0 18.3 1 0 0 1,368.5738
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% LIQNNHYAMEDVATR 533 547 30.4 25.7 28.4 0 2 0 1,790.8491
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% TATDEAYKDPSNLQGK 595 610 36.0 26.0 36.0 1 1 0 1,737.8292
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% HQAFEAELSANQSR 614 627 68.0 26.2 62.9 2 0 0 1,587.7509
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% LIDVNHYAKDEVAAR 638 652 33.5 27.9 22.6 0 1 0 1,713.8919
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% MNEVISLWK 653 661 41.2 32.3 33.0 2 0 0 1,135.5817
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% DLIGVQNLLK 815 824 25.0 25.0 14.9 1 0 0 1,112.6676
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% HQALQAEIAGHEPR 826 839 59.2 27.9 54.4 0 2 0 1,556.7929
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% GNAMVEEGHFAAEDVK 847 862 32.5 25.0 32.5 0 2 0 1,719.7644
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% EANELQQWINEK 1099 1110 50.0 26.0 32.5 2 0 0 1,501.7282
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% SQLLGSAHEVQR 1226 1237 43.4 27.6 39.4 2 0 0 1,324.6968
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% DLAALGDKVNSLGETAER 1281 1298 36.1 27.8 34.5 0 2 0 1,858.9507
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% LIQSHPESAEDLQEK 1299 1313 21.0 27.4 15.4 0 2 0 1,723.8499
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% LGESQTLQQFSR 1547 1558 72.9 28.2 63.8 2 0 0 1,393.7071
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% LQTASDESYKDPTNIQSK 1571 1588 35.6 26.7 24.9 0 1 0 2,024.9773
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% HQAFEAELHANADR 1592 1605 24.4 26.0 24.0 0 1 0 1,608.7513
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% GVIDMGNSLIER 1608 1619 50.9 27.6 41.8 2 0 0 1,319.6626
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% KLLVGSEDYGR 1784 1794 28.6 28.0 22.2 2 0 0 1,236.6584
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% DLTGVQNLR 1795 1803 43.9 27.7 29.9 2 0 0 1,015.5532
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% LSDDNTIGKEEIQQR 1830 1844 44.1 27.4 34.5 0 2 0 1,745.8667
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% VNDVCTNGQDLIK 1926 1938 68.5 26.4 59.2 2 0 0 1,475.7161
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% ADVVESWIGEK 1985 1995 53.8 28.0 42.3 2 0 0 1,232.6158



A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% WSQLLANSAAR 2065 2075 54.8 29.2 37.2 2 0 0 1,216.6432
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% KVEDLFLTFAK 2088 2098 28.4 25.0 28.4 1 0 0 1,310.7356
A_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 36 37 63 18.50% MQHNLEQQIQAR 2304 2315 25.9 26.9 16.9 0 1 0 1,511.7385
A_25 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 6 1.82% DLIGVQNLLK 815 824 49.5 25.0 34.1 2 0 0 1,112.6676
A_25 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 6 1.82% SQLLGSAHEVQR 1226 1237 22.7 27.6 18.3 1 0 0 1,324.6968
A_25 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 6 1.82% LGESQTLQQFSR 1547 1558 35.4 28.5 33.9 1 0 0 1,393.7071
A_25 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 6 1.82% DLSSVQTLLTK 2007 2017 55.8 27.5 45.5 2 0 0 1,204.6785
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% VLETAEDIQER 8 18 62.3 26.8 46.0 2 0 0 1,302.6537
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% LQIASDENYKDPTNLQGK 64 81 36.8 27.9 32.7 0 1 0 2,034.0141
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% KFEEFQTDMAAHEER 190 204 21.8 25.0 21.8 0 1 0 1,883.8230
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% VNEVNQFAAK 205 214 45.9 28.5 43.4 2 0 0 1,119.5792
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% LIQEQHPEEELIK 215 227 40.0 28.0 25.0 2 0 0 1,605.8485
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% TKQDEVNAAWQR 228 239 22.7 27.1 12.5 0 1 0 1,445.7132
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% DLASVQALLR 286 295 74.0 26.6 48.8 2 0 0 1,085.6314
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% DLAALEDKVK 303 312 35.4 26.8 16.9 2 0 0 1,101.6152
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% DLTSWVTEMK 372 381 35.6 25.3 25.5 2 0 0 1,225.5771
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% TATDEAYKDPSNLQGK 595 610 33.8 26.0 18.8 2 2 0 1,737.8292
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% HQAFEAELSANQSR 614 627 50.1 26.2 40.0 2 0 0 1,587.7509
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% LIDVNHYAKDEVAAR 638 652 29.4 27.9 25.7 0 1 0 1,713.8919
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% MNEVISLWK 653 661 32.2 32.3 21.1 2 0 0 1,135.5817
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% DLTNVQNLQK 709 718 57.4 27.3 33.0 2 0 0 1,172.6271
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% DLIGVQNLLK 815 824 40.4 25.0 28.0 2 0 0 1,112.6676
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% KHQALQAEIAGHEPR 825 839 44.4 27.3 38.9 0 2 0 1,684.8879
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% HQALQAEIAGHEPR 826 839 48.4 27.8 44.6 0 2 0 1,556.7929
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% GNAMVEEGHFAAEDVK 847 862 44.5 25.0 38.4 2 0 0 1,719.7644
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% ENLLEEQGSIALR 1033 1045 73.3 28.5 56.5 2 0 0 1,471.7752
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% DADETKEWIEEK 1241 1252 41.7 25.0 35.7 2 2 0 1,492.6804
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% DLAALGDKVNSLGETAER 1281 1298 50.4 27.8 45.3 0 2 0 1,858.9507
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% LIQSHPESAEDLQEK 1299 1313 32.9 27.4 20.1 2 1 0 1,723.8499
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% GLVSSDELAK 1360 1369 31.1 29.1 19.0 2 0 0 1,018.5416
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% LDILDQER 1420 1427 51.0 27.1 36.7 2 0 0 1,001.5264
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% LGESQTLQQFSR 1547 1558 71.9 28.5 64.2 2 0 0 1,393.7071
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% HQAFEAELHANADR 1592 1605 25.5 26.0 24.9 0 2 0 1,608.7513
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% GVIDMGNSLIER 1608 1619 59.7 27.6 44.7 2 0 0 1,319.6626
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% LSDDNTIGKEEIQQR 1830 1844 42.1 27.4 30.0 0 2 0 1,745.8667
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% VNDVCTNGQDLIK 1926 1938 44.4 26.4 37.8 2 0 0 1,475.7161
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% ADVVESWIGEK 1985 1995 62.0 27.4 45.8 2 0 0 1,232.6158
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% DLSSVQTLLTK 2007 2017 66.0 27.5 51.8 2 0 0 1,204.6785
A_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 32 35 65 15.70% KVEDLFLTFAK 2088 2098 35.9 25.0 22.8 2 0 0 1,310.7356
B_22 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 2 2 4 1.09% TATDEAYKDPSNLQGK 595 610 26.0 26.6 10.9 0 2 0 1,737.8292
B_22 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 2 2 4 1.09% ADVVESWIGEK 1985 1995 27.9 28.0 19.0 2 0 0 1,232.6158
B_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 2 2 3 0.81% DLASVQALLR 286 295 66.0 26.6 46.6 2 0 0 1,085.6314
B_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 2 2 3 0.81% DLIGVQNLLK 815 824 25.7 25.0 13.3 1 0 0 1,112.6676
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% LQIASDENYKDPTNLQGK 64 81 47.8 27.8 38.4 0 2 0 2,034.0141
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% HQAFEAEVQANSGAIVK 85 101 39.8 27.1 32.7 0 2 0 1,798.9082
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% VNEVNQFAAK 205 214 34.7 28.6 28.9 2 0 0 1,119.5792
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% LIQEQHPEEELIK 215 227 47.9 28.3 36.8 2 2 0 1,605.8485
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% TKQDEVNAAWQR 228 239 37.0 27.1 24.0 0 1 0 1,445.7132
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% LFGAAEVQR 251 259 25.2 29.4 7.0 1 0 0 990.5367
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% DVDETISWIK 263 272 56.7 27.4 42.1 2 0 0 1,205.6050
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% DLAALEDKVK 303 312 33.2 26.8 27.2 1 0 0 1,101.6152
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% LQQSHPLSATQIQVK 321 335 51.3 25.6 31.4 0 2 0 1,677.9284
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% DTEQVDNWMSK 475 485 25.3 25.0 17.3 1 0 0 1,368.5738
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% LIQNNHYAMEDVATR 533 547 29.5 25.9 21.1 0 2 0 1,790.8491
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% MKTATDEAYKDPSNLQGK 593 610 33.3 26.7 24.9 0 1 0 2,012.9597
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% TATDEAYKDPSNLQGK 595 610 28.5 26.4 16.5 2 1 0 1,737.8292
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% HQAFEAELSANQSR 614 627 61.6 26.1 54.9 1 0 0 1,587.7509
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% MNEVISLWK 653 661 46.2 32.3 29.1 2 0 0 1,135.5817
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% LLEATELK 663 670 23.4 27.2 14.1 2 0 0 916.5351
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% DLIGVQNLLK 815 824 40.6 25.0 29.2 2 0 0 1,112.6676
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% HQALQAEIAGHEPR 826 839 43.2 27.6 36.0 0 2 0 1,556.7929
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% GNAMVEEGHFAAEDVK 847 862 42.5 25.0 39.0 1 2 0 1,719.7644
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% EANELQQWINEK 1099 1110 57.1 26.0 50.3 2 0 0 1,501.7282
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% SQLLGSAHEVQR 1226 1237 44.6 27.6 37.8 2 0 0 1,324.6968
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% DADETKEWIEEK 1241 1252 20.5 25.0 17.8 0 1 0 1,492.6804
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% LIQSHPESAEDLQEK 1299 1313 41.8 27.2 39.7 2 2 0 1,723.8499
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% LGESQTLQQFSR 1547 1558 65.2 28.2 54.1 2 0 0 1,393.7071
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% LQTASDESYKDPTNIQSK 1571 1588 25.9 26.9 25.2 0 1 0 2,024.9773
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% HQAFEAELHANADR 1592 1605 27.3 25.8 27.0 0 2 0 1,608.7513
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% GVIDMGNSLIER 1608 1619 50.8 27.5 46.2 2 0 0 1,319.6626
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% DMDDEESWIK 1772 1781 24.4 25.0 17.4 2 0 0 1,283.5099
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% KLLVGSEDYGR 1784 1794 26.4 28.0 22.1 2 0 0 1,236.6584
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% DLTGVQNLR 1795 1803 49.4 27.6 40.9 2 0 0 1,015.5532
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% LSDDNTIGKEEIQQR 1830 1844 52.9 28.1 48.8 1 0 0 1,745.8667
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% VNDVCTNGQDLIK 1926 1938 55.8 26.9 47.1 2 0 0 1,475.7161
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% ADVVESWIGEK 1985 1995 64.9 27.6 51.2 2 0 0 1,232.6158
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% MQHNLEQQIQAR 2304 2315 35.6 26.9 22.9 0 2 0 1,511.7385
B_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 35 39 67 17.30% SSEEIESAFR 2405 2414 58.6 25.0 44.1 2 0 0 1,154.5323
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% VLETAEDIQER 8 18 57.2 27.0 42.1 2 0 0 1,302.6537
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% LQIASDENYKDPTNLQGK 64 81 34.4 27.9 30.4 0 2 0 2,034.0141
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% HQAFEAEVQANSGAIVK 85 101 43.8 27.4 31.1 0 2 0 1,798.9082
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% KFEEFQTDMAAHEER 190 204 29.4 25.0 26.7 0 2 0 1,883.8230
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% VNEVNQFAAK 205 214 35.2 28.3 30.9 2 0 0 1,119.5792
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% LIQEQHPEEELIK 215 227 37.9 28.0 28.6 2 0 0 1,605.8485
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% DVDETISWIK 263 272 59.2 28.1 47.0 2 0 0 1,205.6050
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% LQQSHPLSATQIQVK 321 335 23.5 25.5 18.3 0 1 0 1,677.9284
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% DLTSWVTEMK 372 381 25.7 25.4 21.9 1 0 0 1,225.5771
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% TATDEAYKDPSNLQGK 595 610 63.7 26.7 63.1 2 2 0 1,737.8292
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% HQAFEAELSANQSR 614 627 80.7 25.9 80.7 2 0 0 1,587.7509
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% MNEVISLWK 653 661 42.8 32.3 20.0 2 0 0 1,135.5817
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% GKDLIGVQNLLK 813 824 27.9 25.0 20.3 2 0 0 1,297.7841
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% DLIGVQNLLK 815 824 41.6 25.0 28.6 2 0 0 1,112.6676
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% HQALQAEIAGHEPR 826 839 64.2 27.7 56.8 0 2 0 1,556.7929
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% ENLLEEQGSIALR 1033 1045 88.3 28.5 60.1 2 0 0 1,471.7752
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% LMVHTVATFNSIK 1197 1209 18.9 27.9 18.9 0 1 0 1,476.7880
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% LIQSHPESAEDLQEK 1299 1313 33.8 27.1 23.8 2 2 0 1,723.8499
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% CTELNQAWSSLGK 1314 1326 54.7 26.2 35.2 1 0 0 1,493.7054
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% LGESQTLQQFSR 1547 1558 71.0 28.2 59.3 2 0 0 1,393.7071
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% LQTASDESYKDPTNIQSK 1571 1588 39.5 26.9 37.5 1 1 0 2,024.9773
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% HQAFEAELHANADR 1592 1605 28.9 25.8 27.4 0 2 0 1,608.7513
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% GVIDMGNSLIER 1608 1619 49.8 27.7 38.1 2 0 0 1,319.6626
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% DLASVNNLLK 1689 1698 28.6 28.6 18.8 2 0 0 1,086.6154
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% KLLVGSEDYGR 1784 1794 29.0 28.0 24.7 1 0 0 1,236.6584
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% LSDDNTIGKEEIQQR 1830 1844 28.9 27.7 24.9 0 1 0 1,745.8667
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% VNDVCTNGQDLIK 1926 1938 50.7 26.7 39.1 2 0 0 1,475.7161
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% ADVVESWIGEK 1985 1995 58.7 27.6 45.9 2 0 0 1,232.6158
B_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 29 32 56 14.80% WSQLLANSAAR 2065 2075 53.7 28.8 44.7 2 0 0 1,216.6432
C_22 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 7 1.94% DVEDEETWIR 792 801 37.5 25.0 34.6 2 0 0 1,291.5802
C_22 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 7 1.94% LGESQTLQQFSR 1547 1558 23.4 28.3 21.3 1 0 0 1,393.7071
C_22 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 7 1.94% LSDDNTIGKEEIQQR 1830 1844 23.3 27.7 18.2 0 2 0 1,745.8667
C_22 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 7 1.94% DLSSVQTLLTK 2007 2017 33.0 27.1 25.2 2 0 0 1,204.6785
C_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 4 1.46% DLASVQALLR 286 295 34.3 25.4 28.2 2 0 0 1,085.6314



C_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 4 1.46% TATDEAYKDPSNLQGK 595 610 25.3 26.2 17.5 0 1 0 1,737.8292
C_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 4 1.46% DVEDEETWIR 792 801 26.6 25.0 19.1 1 0 0 1,291.5802
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% VLETAEDIQER 8 18 69.0 27.2 58.7 2 0 0 1,302.6537
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% LQIASDENYKDPTNLQGK 64 81 23.6 27.8 15.7 0 2 0 2,034.0141
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% LIQEQHPEEELIK 215 227 38.7 27.9 26.2 2 0 0 1,605.8485
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% DVDETISWIK 263 272 43.8 28.1 30.3 2 0 0 1,205.6050
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% DLASVQALLR 286 295 46.0 25.4 20.5 2 0 0 1,085.6314
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% DLAALEDKVK 303 312 22.9 26.9 15.0 2 0 0 1,101.6152
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% LQQSHPLSATQIQVK 321 335 27.7 25.8 15.9 0 2 0 1,677.9284
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% TATDEAYKDPSNLQGK 595 610 21.8 26.0 12.4 0 1 0 1,737.8292
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% MNEVISLWK 653 661 46.3 32.3 34.4 3 0 0 1,135.5817
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% DLIGVQNLLK 815 824 19.6 25.0 13.3 1 0 0 1,112.6676
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% QGFVPAAYVK 1013 1022 31.7 27.1 21.7 1 0 0 1,079.5884
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% ENLLEEQGSIALR 1033 1045 41.6 27.9 36.4 1 0 0 1,471.7752
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% EANELQQWINEK 1099 1110 45.5 25.9 35.0 2 0 0 1,501.7282
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% DLAALGDKVNSLGETAER 1281 1298 38.7 27.9 33.1 0 1 0 1,858.9507
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% DVTGAEALLER 1370 1380 47.2 27.4 24.4 2 0 0 1,173.6111
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% LGESQTLQQFSR 1547 1558 33.8 28.2 29.1 1 0 0 1,393.7071
C_24 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 17 18 30 8.50% GVIDMGNSLIER 1608 1619 35.6 27.8 22.3 3 0 0 1,319.6626
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% HQAFEAEVQANSGAIVK 85 101 34.3 27.4 24.9 0 2 0 1,798.9082
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% KFEEFQTDMAAHEER 190 204 24.7 25.0 24.7 0 1 0 1,883.8230
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% LIQEQHPEEELIK 215 227 24.4 28.0 19.7 1 0 0 1,605.8485
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% TATDEAYKDPSNLQGK 595 610 21.8 25.8 15.1 0 1 0 1,737.8292
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% MNEVISLWK 653 661 25.2 32.3 12.3 1 0 0 1,135.5817
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% ENLLEEQGSIALR 1033 1045 28.4 28.5 23.0 1 0 0 1,471.7752
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% DLAALGDKVNSLGETAER 1281 1298 42.0 28.0 37.7 0 2 0 1,858.9507
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% LIQSHPESAEDLQEK 1299 1313 24.6 27.0 15.4 0 2 0 1,723.8499
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% LGESQTLQQFSR 1547 1558 64.8 28.5 58.0 2 0 0 1,393.7071
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% GVIDMGNSLIER 1608 1619 29.7 27.4 19.9 2 0 0 1,319.6626
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% DLTGVQNLR 1795 1803 25.1 28.6 9.0 2 0 0 1,015.5532
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% LSDDNTIGKEEIQQR 1830 1844 29.1 27.7 25.5 0 2 0 1,745.8667
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% DLSSVQTLLTK 2007 2017 63.4 27.5 49.9 2 0 0 1,204.6785
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% WSQLLANSAAR 2065 2075 65.4 29.1 58.7 2 0 0 1,216.6432
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% KVEDLFLTFAK 2088 2098 38.9 25.0 38.9 1 0 0 1,310.7356
C_28 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 25 8.62% ETENVKSSEEIESAFR 2399 2414 17.8 26.0 13.9 0 1 0 1,854.8715
D_29 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 10 10 15 4.25% VLETAEDIQER 8 18 38.9 26.6 32.8 2 0 0 1,302.6537
D_29 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 10 10 15 4.25% VNEVNQFAAK 205 214 34.1 28.3 25.2 1 0 0 1,119.5792
D_29 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 10 10 15 4.25% DLASVQALLR 286 295 51.7 27.4 36.5 1 0 0 1,085.6314
D_29 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 10 10 15 4.25% LQQSHPLSATQIQVK 321 335 27.5 26.1 21.9 0 1 0 1,677.9284
D_29 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 10 10 15 4.25% LTVLSEER 442 449 26.9 29.0 6.7 1 0 0 946.5204
D_29 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 10 10 15 4.25% ITALDEFATK 523 532 28.0 28.0 22.8 2 0 0 1,108.5886
D_29 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 10 10 15 4.25% DLTNVQNLQK 709 718 24.1 27.6 19.0 2 0 0 1,172.6271
D_29 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 10 10 15 4.25% SLQQLAEER 1217 1225 45.0 27.6 25.8 2 0 0 1,073.5586
D_29 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 10 10 15 4.25% LGESQTLQQFSR 1547 1558 70.3 28.1 65.4 2 0 0 1,393.7071
D_29 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 10 10 15 4.25% LLVGSEDYGR 1785 1794 27.2 26.8 27.2 1 0 0 1,108.5634
D_31 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 4 1.21% VLETAEDIQER 8 18 32.0 26.5 29.0 1 0 0 1,302.6537
D_31 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 4 1.21% VNEVNQFAAK 205 214 41.1 28.2 39.2 1 0 0 1,119.5792
D_31 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 4 1.21% SLQQLAEER 1217 1225 31.2 28.0 17.0 2 0 0 1,073.5586
H_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 11 12 19 5.58% VLETAEDIQERR 8 19 26.6 28.0 21.0 0 1 0 1,458.7548
H_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 11 12 19 5.58% LFGAAEVQR 251 259 40.8 29.9 27.3 1 0 0 990.5367
H_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 11 12 19 5.58% LQQSHPLSATQIQVK 321 335 45.9 25.4 45.9 2 0 0 1,677.9284
H_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 11 12 19 5.58% DSDELKSWVNEK 581 592 38.0 26.2 31.6 2 0 0 1,449.6857
H_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 11 12 19 5.58% HQAFEAELSANQSR 614 627 37.3 26.1 33.6 1 0 0 1,587.7509
H_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 11 12 19 5.58% MNEVISLWK 653 661 47.0 32.3 13.1 4 0 0 1,135.5817
H_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 11 12 19 5.58% GNAMVEEGHFAAEDVK 847 862 22.4 25.0 19.9 0 2 0 1,719.7644
H_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 11 12 19 5.58% ENLLEEQGSIALR 1033 1045 49.7 28.5 38.9 1 0 0 1,471.7752
H_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 11 12 19 5.58% LIQSHPESAEDLQEK 1299 1313 24.9 27.2 13.2 0 1 0 1,723.8499
H_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 11 12 19 5.58% LGESQTLQQFSR 1547 1558 74.6 28.2 71.6 2 0 0 1,393.7071
H_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 11 12 19 5.58% DLSSVQTLLTK 2007 2017 62.7 27.5 52.5 2 0 0 1,204.6785
H_21 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 9 9 15 4.57% DLAALEDKVK 303 312 28.6 26.8 17.6 2 0 0 1,101.6152
H_21 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 9 9 15 4.57% EANELQQWINEK 1099 1110 40.7 26.6 30.3 1 0 0 1,501.7282
H_21 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 9 9 15 4.57% SLQQLAEER 1217 1225 38.9 28.1 12.1 2 0 0 1,073.5586
H_21 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 9 9 15 4.57% LIQSHPESAEDLQEK 1299 1313 21.0 27.2 5.5 0 2 0 1,723.8499
H_21 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 9 9 15 4.57% CTELNQAWSSLGK 1314 1326 46.2 26.2 40.2 1 0 0 1,493.7054
H_21 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 9 9 15 4.57% LGESQTLQQFSR 1547 1558 68.6 28.2 62.8 2 0 0 1,393.7071
H_21 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 9 9 15 4.57% LQTASDESYKDPTNIQSK 1571 1588 29.5 26.9 25.1 0 1 0 2,024.9773
H_21 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 9 9 15 4.57% VNDVCTNGQDLIK 1926 1938 29.9 26.6 22.6 2 0 0 1,475.7161
H_21 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 9 9 15 4.57% DLSSVQTLLTK 2007 2017 71.8 26.7 54.6 2 0 0 1,204.6785
H_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 12 4.29% LFGAAEVQR 251 259 49.7 29.9 26.3 2 0 0 990.5367
H_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 12 4.29% LQQSHPLSATQIQVK 321 335 26.9 25.9 18.7 0 1 0 1,677.9284
H_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 12 4.29% HQAFEAELSANQSR 614 627 19.8 26.1 15.9 0 1 0 1,587.7509
H_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 12 4.29% MNEVISLWK 653 661 26.2 32.2 18.2 1 0 0 1,135.5817
H_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 12 4.29% LIQSHPESAEDLQEK 1299 1313 30.1 27.0 17.8 0 1 0 1,723.8499
H_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 12 4.29% LQTASDESYKDPTNIQSK 1571 1588 32.2 26.9 31.2 0 2 0 2,024.9773
H_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 12 4.29% LSDDNTIGKEEIQQR 1830 1844 52.6 27.9 39.1 0 2 0 1,745.8667
H_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 12 4.29% DLSSVQTLLTK 2007 2017 62.9 26.6 54.9 2 0 0 1,204.6785
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% VLETAEDIQERR 8 19 20.2 28.4 16.1 0 1 0 1,458.7548
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% LIQEQHPEEELIK 215 227 30.2 28.2 22.0 0 2 0 1,605.8485
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% LFGAAEVQR 251 259 35.0 29.4 11.6 1 0 0 990.5367
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% DLASVQALLR 286 295 64.7 26.6 42.2 2 0 0 1,085.6314
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% DSDELKSWVNEK 581 592 22.6 26.7 15.8 1 0 0 1,449.6857
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% HQAFEAELSANQSR 614 627 40.4 26.4 37.8 1 0 0 1,587.7509
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% MNEVISLWK 653 661 46.7 32.3 34.0 2 0 0 1,135.5817
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% DLTNVQNLQK 709 718 28.3 28.0 20.4 1 0 0 1,172.6271
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% DLIGVQNLLK 815 824 44.2 25.0 33.0 2 0 0 1,112.6676
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% LIQSHPESAEDLQEK 1299 1313 19.1 27.1 0.3 0 1 0 1,723.8499
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% CTELNQAWSSLGK 1314 1326 36.6 26.2 26.0 1 0 0 1,493.7054
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% LGESQTLQQFSR 1547 1558 62.2 28.5 49.5 2 0 0 1,393.7071
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% GVIDMGNSLIER 1608 1619 22.0 27.6 19.5 1 0 0 1,319.6626
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% LSDDNTIGKEEIQQR 1830 1844 35.1 28.0 26.5 0 2 0 1,745.8667
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% VNDVCTNGQDLIK 1926 1938 28.6 26.9 24.1 1 0 0 1,475.7161
I_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 16 16 23 7.69% DLSSVQTLLTK 2007 2017 62.0 27.5 50.0 2 0 0 1,204.6785
J_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 10 2.39% VLETAEDIQER 8 18 57.0 27.4 47.3 2 0 0 1,302.6537
J_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 10 2.39% LFGAAEVQR 251 259 37.1 29.7 13.9 1 0 0 990.5367
J_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 10 2.39% DLASVQALLR 286 295 66.8 26.9 45.5 2 0 0 1,085.6314
J_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 10 2.39% IDGITIQAR 734 742 39.1 28.9 29.1 1 0 0 986.5631
J_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 10 2.39% DVEDEETWIR 792 801 51.9 25.0 36.0 2 0 0 1,291.5802
J_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 10 2.39% DLIGVQNLLK 815 824 28.2 25.0 13.3 2 0 0 1,112.6676
K_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 13 3.72% LIQEQHPEEELIK 215 227 20.1 28.2 14.9 0 1 0 1,605.8485
K_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 13 3.72% LFGAAEVQR 251 259 31.5 29.1 20.5 1 0 0 990.5367
K_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 13 3.72% DLASVQALLR 286 295 72.0 26.6 49.3 2 0 0 1,085.6314
K_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 13 3.72% LQQSHPLSATQIQVK 321 335 46.3 25.4 38.3 0 2 0 1,677.9284
K_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 13 3.72% DSDELKSWVNEK 581 592 32.8 26.8 20.7 0 2 0 1,449.6857
K_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 13 3.72% IDGITIQAR 734 742 32.0 29.2 21.4 2 0 0 986.5631
K_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 13 3.72% EANELQQWINEK 1099 1110 52.3 26.0 45.1 2 0 0 1,501.7282
K_20 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 13 3.72% LGESQTLQQFSR 1547 1558 34.4 28.5 32.6 1 0 0 1,393.7071
K_21 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 4 1.46% LFGAAEVQR 251 259 34.8 29.4 12.9 1 0 0 990.5367
K_21 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 4 1.46% LGESQTLQQFSR 1547 1558 56.7 28.5 47.4 2 0 0 1,393.7071
K_21 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 4 1.46% LSDDNTIGKEEIQQR 1830 1844 22.8 28.1 12.6 0 1 0 1,745.8667
K_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 12 12 16 6.35% VLETAEDIQER 8 18 66.8 26.9 53.4 2 0 0 1,302.6537
K_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 12 12 16 6.35% LIQEQHPEEELIK 215 227 25.6 28.1 20.2 1 0 0 1,605.8485
K_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 12 12 16 6.35% HALLEADVAAHQDR 720 733 26.0 28.1 25.6 0 1 0 1,545.7769



K_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 12 12 16 6.35% IDGITIQAR 734 742 34.7 27.4 17.8 1 0 0 986.5631
K_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 12 12 16 6.35% DVEDEETWIR 792 801 48.8 25.0 36.8 2 0 0 1,291.5802
K_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 12 12 16 6.35% DLAALGDKVNSLGETAER 1281 1298 38.3 27.8 36.7 0 1 0 1,858.9507
K_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 12 12 16 6.35% LIQSHPESAEDLQEK 1299 1313 33.1 27.0 18.4 0 1 0 1,723.8499
K_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 12 12 16 6.35% CTELNQAWSSLGK 1314 1326 41.8 26.5 26.0 1 0 0 1,493.7054
K_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 12 12 16 6.35% LGESQTLQQFSR 1547 1558 75.3 28.5 63.8 2 0 0 1,393.7071
K_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 12 12 16 6.35% LQTASDESYKDPTNIQSK 1571 1588 22.7 27.0 19.3 0 1 0 2,024.9773
K_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 12 12 16 6.35% LSDDNTIGKEEIQQR 1830 1844 54.6 27.9 50.8 0 2 0 1,745.8667
K_23 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 12 12 16 6.35% EELYQNLTR 2427 2435 26.7 28.0 19.2 1 0 0 1,165.5848
L_14 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 3 1.38% VLETAEDIQER 8 18 47.6 27.1 39.0 1 0 0 1,302.6537
L_14 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 3 1.38% ENLLEEQGSIALR 1033 1045 57.6 28.5 43.3 1 0 0 1,471.7752
L_14 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 3 1.38% SSEEIESAFR 2405 2414 33.1 25.0 22.8 1 0 0 1,154.5323
L_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 9 4.05% VLETAEDIQERR 8 19 19.6 28.2 12.8 0 1 0 1,458.7548
L_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 9 4.05% TATDEAYKDPSNLQGK 595 610 19.0 26.6 9.7 0 1 0 1,737.8292
L_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 9 4.05% MNEVISLWK 653 661 29.9 32.3 15.7 1 0 0 1,135.5817
L_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 9 4.05% IDGITIQAR 734 742 30.4 29.2 19.2 1 0 0 986.5631
L_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 9 4.05% LIQSHPESAEDLQEK 1299 1313 31.2 27.2 13.8 0 1 0 1,723.8499
L_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 9 4.05% LGESQTLQQFSR 1547 1558 50.0 28.5 41.8 1 0 0 1,393.7071
L_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 9 4.05% DLSSVQTLLTK 2007 2017 54.9 26.6 47.0 2 0 0 1,204.6785
L_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 8 8 9 4.05% ETENVKSSEEIESAFR 2399 2414 20.6 26.2 14.0 0 1 0 1,854.8715
L_16 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 5 6 9 2.87% EELITNWEQIR 337 347 51.3 27.6 37.6 1 0 0 1,430.7275
L_16 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 5 6 9 2.87% TATDEAYKDPSNLQGK 595 610 33.9 26.4 33.8 1 1 0 1,737.8292
L_16 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 5 6 9 2.87% DLAALGDKVNSLGETAER 1281 1298 44.0 27.9 42.4 0 2 0 1,858.9507
L_16 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 5 6 9 2.87% LSDDNTIGKEEIQQR 1830 1844 34.1 27.9 28.4 0 2 0 1,745.8667
L_16 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 5 6 9 2.87% KVEDLFLTFAK 2088 2098 58.7 25.0 54.0 2 0 0 1,310.7356
M_14 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 6 2.18% LFGAAEVQR 251 259 42.7 29.4 22.6 2 0 0 990.5367
M_14 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 6 2.18% LIQNNHYAMEDVATR 533 547 31.1 26.2 30.1 0 2 0 1,790.8491
M_14 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 6 2.18% LIQSHPESAEDLQEK 1299 1313 18.2 26.9 12.3 0 1 0 1,723.8499
M_14 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 6 2.18% LSDDNTIGKEEIQQR 1830 1844 21.9 28.0 18.6 0 1 0 1,745.8667
M_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 6 2.06% TATDEAYKDPSNLQGK 595 610 25.2 26.4 13.5 0 2 0 1,737.8292
M_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 6 2.06% SLQQLAEER 1217 1225 44.9 28.1 14.9 2 0 0 1,073.5586
M_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 6 2.06% LIQSHPESAEDLQEK 1299 1313 26.6 27.1 17.4 0 1 0 1,723.8499
M_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 4 4 6 2.06% DLSSVQTLLTK 2007 2017 41.0 26.6 40.2 1 0 0 1,204.6785
M_16 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 3 1.58% TATDEAYKDPSNLQGK 595 610 22.8 26.3 16.2 0 1 0 1,737.8292
M_16 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 3 1.58% SQLLGSAHEVQR 1226 1237 27.9 27.6 21.1 1 0 0 1,324.6968
M_16 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 3 3 3 1.58% DLSSVQTLLTK 2007 2017 39.5 27.4 21.4 1 0 0 1,204.6785
Q_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 9 2.75% VLETAEDIQER 8 18 50.5 27.4 44.8 2 0 0 1,302.6537
Q_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 9 2.75% SQLLGSAHEVQR 1226 1237 45.8 27.0 40.0 2 0 0 1,324.6968
Q_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 9 2.75% LIQSHPESAEDLQEK 1299 1313 23.2 27.2 14.4 0 1 0 1,723.8499
Q_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 9 2.75% LGESQTLQQFSR 1547 1558 43.7 28.2 34.2 1 0 0 1,393.7071
Q_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 9 2.75% DLTGVQNLR 1795 1803 32.0 28.5 20.9 2 0 0 1,015.5532
Q_15 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 6 6 9 2.75% EELYQNLTR 2427 2435 28.9 27.9 13.5 1 0 0 1,165.5848
Q_16 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 2 2 2 0.81% VLETAEDIQER 8 18 60.3 27.5 51.4 1 0 0 1,302.6537
Q_16 Spectrin alpha chain, brain SPTA2_HUMAN 284,543 2 2 2 0.81% LFGAAEVQR 251 259 38.2 29.0 14.6 1 0 0 990.5367
A_22 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 4 4 6 2.33% SQNIVTDSSSLSAEAIR 1548 1564 66.2 28.4 63.0 1 0 0 1,777.8926
A_22 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 4 4 6 2.33% LQAAYAGDKADDIQKR 1870 1885 20.8 27.8 14.4 0 2 0 1,762.9085
A_22 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 4 4 6 2.33% LILEVHQFSR 2015 2024 35.9 26.0 27.3 1 0 0 1,241.7001
A_22 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 4 4 6 2.33% LNDGNEYLFQAK 2279 2290 46.4 26.1 46.3 2 0 0 1,411.6853
A_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 8 3.68% KHEAIETDIAAYEER 463 477 32.5 27.4 29.9 0 1 0 1,774.8607
A_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 8 3.68% VLVLSQDYGK 549 558 32.7 25.8 27.4 2 0 0 1,121.6202
A_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 8 3.68% IVSSSDVGHDEYSTQSLVK 766 784 42.4 27.3 41.2 0 1 0 2,050.9928
A_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 8 3.68% FESLEPEMNNQASR 891 904 21.8 25.0 15.3 1 0 0 1,667.7330
A_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 8 3.68% TQTAIASEDMPNTLTEAEK 1081 1099 64.1 25.7 64.1 1 0 0 2,065.9597
A_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 8 3.68% DLTSVNILLK 1411 1420 26.2 26.2 17.4 2 0 0 1,115.6672
A_27 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 3 3 4 1.31% VLDNAIETEK 293 302 25.0 28.7 21.4 1 0 0 1,131.5893
A_27 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 3 3 4 1.31% QALQDTLALYK 843 853 36.0 27.8 30.6 1 0 0 1,263.6945
A_27 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 3 3 4 1.31% DLTSVNILLK 1411 1420 33.5 25.5 19.7 2 0 0 1,115.6672
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% LLEVLSGER 91 99 48.2 28.3 34.2 2 0 0 1,015.5783
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% VHLENMGSHDIVDGNHR 128 144 25.4 25.0 25.4 0 1 2 1,945.8935
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% DGMAFNALIHK 204 214 26.7 27.1 19.8 1 0 0 1,232.6094
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% HRPDLIDFDK 215 224 35.2 26.4 28.9 1 0 0 1,255.6432
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% LLDPEDISVDHPDEK 250 264 55.6 27.0 54.3 2 0 0 1,721.8232
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% ETWLSENQR 435 443 37.9 25.6 27.9 2 0 0 1,162.5487
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% VQAVVAVAR 478 486 44.6 25.0 21.6 2 0 0 912.5624
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% ELEAENYHDIKR 487 498 26.8 26.4 26.0 0 1 0 1,516.7391
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% VLVLSQDYGK 549 558 38.0 25.8 25.7 2 0 0 1,121.6202
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% QALQDTLALYK 843 853 42.0 27.8 28.5 1 0 0 1,263.6945
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% FESLEPEMNNQASR 891 904 34.8 25.0 28.2 2 0 0 1,667.7330
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% EAEKLESEHPDQAQAILSR 1018 1036 31.0 27.8 24.1 0 2 0 2,151.0678
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% TQTAIASEDMPNTLTEAEK 1081 1099 79.7 25.4 79.7 2 1 0 2,065.9597
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% NEIDNYEEDYQK 1109 1120 20.2 25.0 20.2 1 0 0 1,559.6497
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% MLTAQDMSYDEAR 1295 1307 48.7 25.0 48.7 2 0 0 1,562.6463
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% MWEVLESTTQTK 1361 1372 84.4 26.0 79.2 2 0 0 1,468.6990
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% DLTSVNILLK 1411 1420 43.4 26.2 21.2 2 0 0 1,115.6672
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% KKEIEELQSQAQALSQEGK 1433 1451 50.8 27.8 45.0 0 2 0 2,144.1196
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% EIEELQSQAQALSQEGK 1435 1451 91.3 26.9 83.6 2 0 0 1,887.9296
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% FMELLEPLNER 1467 1477 39.5 28.1 28.7 2 0 0 1,406.6986
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% IDDIFER 1541 1547 35.3 27.5 14.2 1 0 0 907.4521
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% SQNIVTDSSSLSAEAIR 1548 1564 134.0 28.2 127.0 2 0 0 1,777.8926
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% DQNTVETLQR 1835 1844 48.2 27.0 30.1 2 0 0 1,203.5965
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% LQAAYAGDKADDIQKR 1870 1885 25.3 27.7 13.9 0 1 0 1,762.9085
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% DVSSVELLMNNHQGIK 1942 1957 37.8 27.2 32.3 2 0 0 1,799.8958
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% NDSFTTCIELGK 1964 1975 39.9 25.0 33.3 1 0 0 1,384.6415
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% LTTLELLEVR 2079 2088 69.4 25.4 57.5 2 0 0 1,186.7043
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% TALPAQSAATLPAR 2178 2191 51.8 26.4 46.9 2 0 0 1,367.7642
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% TQETPSAQMEGFLNR 2192 2206 76.7 25.0 66.3 2 0 0 1,724.7910
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% EAVCEVALDYK 2259 2269 49.3 26.1 41.5 2 0 0 1,296.6141
A_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 31 33 56 15.70% EAVCEVALDYKK 2259 2270 25.1 27.7 15.2 0 2 0 1,424.7091
B_22 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 3 3 6 1.52% LTTLELLEVR 2079 2088 58.7 25.1 46.2 2 0 0 1,186.7043
B_22 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 3 3 6 1.52% TALPAQSAATLPAR 2178 2191 37.1 26.0 33.5 2 0 0 1,367.7642
B_22 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 3 3 6 1.52% LNDGNEYLFQAK 2279 2290 63.0 26.6 58.1 2 0 0 1,411.6853
B_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 10 3.64% LLEVLSGER 91 99 40.9 27.3 31.2 2 0 0 1,015.5783
B_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 10 3.64% VQAVVAVAR 478 486 22.2 25.0 12.4 1 0 0 912.5624
B_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 10 3.64% HLLGVEDLLQK 559 569 29.1 25.4 16.9 2 0 0 1,264.7262
B_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 10 3.64% IVSSSDVGHDEYSTQSLVK 766 784 33.3 27.5 32.6 0 2 0 2,050.9928
B_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 10 3.64% TQTAIASEDMPNTLTEAEK 1081 1099 51.1 25.7 44.8 1 0 0 2,065.9597
B_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 10 3.64% ETASELLMR 1262 1270 30.6 27.0 16.6 1 0 0 1,065.5246
B_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 10 3.64% DLTSVNILLK 1411 1420 34.8 25.5 18.8 1 0 0 1,115.6672
B_27 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 2 2 3 1.27% IVSSSDVGHDEYSTQSLVK 766 784 28.1 27.5 17.6 0 2 0 2,050.9928
B_27 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 2 2 3 1.27% QALQDTLALYK 843 853 40.0 27.8 19.8 1 0 0 1,263.6945
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% LLEVLSGER 91 99 42.6 29.7 34.0 2 0 0 1,015.5783
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% VHLENMGSHDIVDGNHR 128 144 19.4 25.0 15.2 0 1 0 1,945.8935
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% FQIQDISVETEDNKEK 157 172 23.8 27.1 13.8 0 2 0 1,922.9344
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% LLDPEDISVDHPDEK 250 264 46.4 26.8 40.9 1 0 0 1,721.8232
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% ETWLSENQR 435 443 32.4 25.8 20.0 2 0 0 1,162.5487
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% VQAVVAVAR 478 486 32.0 25.0 19.7 2 0 0 912.5624
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% ELEAENYHDIK 487 497 18.5 25.0 15.0 0 1 0 1,360.6380
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% ELEAENYHDIKR 487 498 20.8 26.8 20.8 0 1 0 1,516.7391
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% VLVLSQDYGK 549 558 37.9 25.8 30.2 2 0 0 1,121.6202
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% QALQDTLALYK 843 853 40.6 27.8 30.0 2 0 0 1,263.6945
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% FESLEPEMNNQASR 891 904 48.8 25.0 46.9 2 0 0 1,667.7330
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% EAEKLESEHPDQAQAILSR 1018 1036 36.7 27.7 31.4 0 2 0 2,151.0678



B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% LESEHPDQAQAILSR 1022 1036 21.8 28.4 6.6 0 1 0 1,693.8505
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% LAEISDVWEEMK 1037 1048 44.9 26.0 42.5 1 0 0 1,465.6881
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% TQTAIASEDMPNTLTEAEK 1081 1099 85.2 25.4 83.2 2 0 0 2,065.9597
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% NEIDNYEEDYQK 1109 1120 44.5 25.0 44.5 2 0 0 1,559.6497
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% LQALDTGWNELHK 1144 1156 35.3 28.2 24.6 1 0 0 1,524.7807
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% MLTAQDMSYDEAR 1295 1307 53.3 25.0 53.3 2 0 0 1,562.6463
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% DLTSVNILLK 1411 1420 30.3 25.5 20.9 2 0 0 1,115.6672
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% EIEELQSQAQALSQEGK 1435 1451 81.9 27.0 65.5 2 0 0 1,887.9296
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% FMELLEPLNER 1467 1477 59.8 28.1 43.3 2 0 0 1,406.6986
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% IDDIFER 1541 1547 21.2 27.4 10.2 1 0 0 907.4521
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% SQNIVTDSSSLSAEAIR 1548 1564 107.0 28.2 93.5 2 0 0 1,777.8926
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% DVSSVELLMNNHQGIK 1942 1957 44.3 27.2 38.3 1 0 0 1,799.8958
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% LTTLELLEVR 2079 2088 76.0 25.0 65.2 2 0 0 1,186.7043
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% GEQVSQNGLPAEQGSPR 2124 2140 64.3 26.2 60.5 1 0 0 1,753.8465
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% TALPAQSAATLPAR 2178 2191 45.7 25.9 38.7 2 0 0 1,367.7642
B_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 28 28 45 14.60% TQETPSAQMEGFLNR 2192 2206 45.4 25.2 37.5 1 0 0 1,724.7910
C_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 10 3.13% LLEVLSGER 91 99 32.1 28.2 23.2 2 0 0 1,015.5783
C_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 10 3.13% KHEAIETDIAAYEER 463 477 30.9 27.1 16.7 0 2 0 1,774.8607
C_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 10 3.13% VQAVVAVAR 478 486 21.3 25.0 4.7 2 0 0 912.5624
C_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 10 3.13% ELEAENYHDIKR 487 498 45.8 26.5 34.7 0 2 0 1,516.7391
C_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 10 3.13% IVSSSDVGHDEYSTQSLVK 766 784 43.3 27.1 39.3 0 1 0 2,050.9928
C_25 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 10 3.13% DLTSVNILLK 1411 1420 27.2 25.5 8.2 1 0 0 1,115.6672
C_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 11 4.19% KHEAIETDIAAYEER 463 477 21.8 27.4 19.1 0 1 0 1,774.8607
C_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 11 4.19% DLTSVNILLK 1411 1420 20.1 25.2 13.3 2 0 0 1,115.6672
C_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 11 4.19% FMELLEPLNER 1467 1477 23.0 28.2 17.3 1 0 0 1,406.6986
C_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 11 4.19% SQNIVTDSSSLSAEAIR 1548 1564 92.9 28.0 86.9 2 0 0 1,777.8926
C_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 11 4.19% LQAAYAGDKADDIQKR 1870 1885 28.4 27.5 19.5 0 2 0 1,762.9085
C_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 11 4.19% DVSSVELLMNNHQGIK 1942 1957 17.6 27.2 17.5 0 1 0 1,799.8958
C_28 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 7 7 11 4.19% TALPAQSAATLPAR 2178 2191 38.2 26.4 29.2 2 0 0 1,367.7642
D_29 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 2 2 3 0.80% VQAVVAVAR 478 486 30.5 25.0 15.8 2 0 0 912.5624
D_29 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 2 2 3 0.80% VLVLSQDYGK 549 558 32.1 26.8 28.7 1 0 0 1,121.6202
D_31 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 2 2 3 0.80% VLDNAIETEK 293 302 25.5 28.3 25.5 1 0 0 1,131.5893
D_31 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 2 2 3 0.80% VQAVVAVAR 478 486 25.5 25.0 13.6 2 0 0 912.5624
E_29 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 2 2 2 0.76% VQAVVAVAR 478 486 24.3 25.0 15.8 1 0 0 912.5624
E_29 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 2 2 2 0.76% VAVVNQIAR 905 913 19.4 25.0 10.4 1 0 0 969.5839
H_19 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 2 2 3 1.02% LTTLELLEVR 2079 2088 56.2 25.0 44.3 2 0 0 1,186.7043
H_19 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 2 2 3 1.02% TALPAQSAATLPAR 2178 2191 32.2 26.0 24.9 1 0 0 1,367.7642
H_23 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 7 2.92% HLLGVEDLLQK 559 569 24.1 25.4 4.0 1 0 0 1,264.7262
H_23 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 7 2.92% IVSSSDVGHDEYSTQSLVK 766 784 27.5 27.3 24.6 0 2 0 2,050.9928
H_23 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 7 2.92% MWEVLESTTQTK 1361 1372 26.8 26.0 20.4 1 0 0 1,452.7040
H_23 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 7 2.92% SQNIVTDSSSLSAEAIR 1548 1564 85.2 28.2 79.8 1 0 0 1,777.8926
H_23 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 7 2.92% LTTLELLEVR 2079 2088 62.2 25.0 47.4 2 0 0 1,186.7043
I_21 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 2 2 3 1.18% LLEVLSGER 91 99 38.3 29.7 23.6 2 0 0 1,015.5783
I_21 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 2 2 3 1.18% IVSSSDVGHDEYSTQSLVK 766 784 31.0 27.2 26.2 0 1 0 2,050.9928
K_23 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 9 3.17% VLVLSQDYGK 549 558 41.7 27.2 36.1 2 0 0 1,121.6202
K_23 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 9 3.17% IVSSSDVGHDEYSTQSLVK 766 784 42.4 27.5 39.2 0 2 0 2,050.9928
K_23 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 9 3.17% EAEKLESEHPDQAQAILSR 1018 1036 38.4 27.8 32.0 0 1 0 2,151.0678
K_23 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 9 3.17% SQNIVTDSSSLSAEAIR 1548 1564 89.6 28.4 82.1 2 0 0 1,777.8926
K_23 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 9 3.17% LTTLELLEVR 2079 2088 69.6 25.0 59.5 2 0 0 1,186.7043
L_15 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 8 2.71% LLEVLSGER 91 99 37.2 29.8 25.4 1 0 0 1,015.5783
L_15 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 8 2.71% ETASELLMR 1262 1270 41.9 26.5 30.5 1 0 0 1,065.5246
L_15 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 8 2.71% SQNIVTDSSSLSAEAIR 1548 1564 127.0 28.1 119.0 2 0 0 1,777.8926
L_15 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 8 2.71% TALPAQSAATLPAR 2178 2191 55.0 25.7 48.3 2 0 0 1,367.7642
L_15 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 5 5 8 2.71% TQETPSAQMEGFLNR 2192 2206 68.9 25.3 63.8 2 0 0 1,724.7910
L_16 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 8 3.05% YKEVAELTR 831 839 31.6 27.5 22.1 1 0 0 1,108.5997
L_16 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 8 3.05% QALQDTLALYK 843 853 45.0 27.5 35.2 1 0 0 1,263.6945
L_16 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 8 3.05% ETASELLMR 1262 1270 23.6 26.9 15.1 1 0 0 1,065.5246
L_16 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 8 3.05% SQNIVTDSSSLSAEAIR 1548 1564 109.0 28.2 105.0 2 0 0 1,777.8926
L_16 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 8 3.05% NDSFTTCIELGK 1964 1975 64.3 26.0 56.0 1 0 0 1,384.6415
L_16 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 6 6 8 3.05% TALPAQSAATLPAR 2178 2191 47.4 25.9 40.0 2 0 0 1,367.7642
M_16 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 4 4 6 1.86% QALQDTLALYK 843 853 36.7 27.7 30.3 1 0 0 1,263.6945
M_16 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 4 4 6 1.86% VAVVNQIAR 905 913 45.7 25.0 42.4 2 0 0 969.5839
M_16 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 4 4 6 1.86% LTTLELLEVR 2079 2088 42.2 25.0 34.7 1 0 0 1,186.7043
M_16 Spectrin beta chain, brain 1 SPTB2_HUMAN 274,613 4 4 6 1.86% TALPAQSAATLPAR 2178 2191 32.4 26.4 28.9 2 0 0 1,367.7642
H_07 Steroid receptor RNA activator 1 SRA1_HUMAN 25,673 2 2 3 10.20% LALLQEQWAGGK 141 152 59.1 27.4 54.9 1 0 0 1,313.7214
H_07 Steroid receptor RNA activator 1 SRA1_HUMAN 25,673 2 2 3 10.20% SLFSEEAANEEK 207 218 46.8 25.3 39.1 2 0 0 1,353.6168
A_05 Src substrate cortactin SRC8_HUMAN 61,586 3 3 4 6.73% VDQSAVGFEYQGK 132 144 37.5 25.0 37.5 2 0 0 1,427.6802
A_05 Src substrate cortactin SRC8_HUMAN 61,586 3 3 4 6.73% ANFENLAK 352 359 24.5 28.8 10.6 1 0 0 906.4679
A_05 Src substrate cortactin SRC8_HUMAN 61,586 3 3 4 6.73% TQTPPVSPAPQPTEER 399 414 32.1 27.8 27.1 1 0 0 1,734.8659
A_17 Src substrate cortactin SRC8_HUMAN 61,586 3 3 3 7.09% VDQSAVGFEYQGK 132 144 34.7 25.0 30.0 1 0 0 1,427.6802
A_17 Src substrate cortactin SRC8_HUMAN 61,586 3 3 3 7.09% SAVGFDYQGK 172 181 18.9 25.0 16.5 1 0 0 1,071.5106
A_17 Src substrate cortactin SRC8_HUMAN 61,586 3 3 3 7.09% TQTPPVSPAPQPTEER 399 414 41.3 27.5 39.0 1 0 0 1,734.8659
A_18 Src substrate cortactin SRC8_HUMAN 61,586 6 6 10 14.50% VDQSAVGFEYQGK 132 144 67.0 25.0 64.3 2 0 0 1,427.6802
A_18 Src substrate cortactin SRC8_HUMAN 61,586 6 6 10 14.50% SAVGFDYQGK 172 181 23.1 25.0 23.1 1 0 0 1,071.5106
A_18 Src substrate cortactin SRC8_HUMAN 61,586 6 6 10 14.50% SAVGFEYQGK 209 218 32.5 25.8 32.3 1 0 0 1,085.5262
A_18 Src substrate cortactin SRC8_HUMAN 61,586 6 6 10 14.50% NASTFEDVTQVSSAYQK 320 336 89.1 25.0 78.5 2 0 0 1,874.8766
A_18 Src substrate cortactin SRC8_HUMAN 61,586 6 6 10 14.50% TQTPPVSPAPQPTEER 399 414 36.0 27.6 31.2 2 0 0 1,734.8659
A_18 Src substrate cortactin SRC8_HUMAN 61,586 6 6 10 14.50% LPSSPVYEDAASFK 415 428 76.6 27.7 64.1 2 0 0 1,510.7424
B_17 Src substrate cortactin SRC8_HUMAN 61,586 3 3 3 7.82% VDQSAVGFEYQGK 132 144 56.0 25.5 52.1 1 0 0 1,427.6802
B_17 Src substrate cortactin SRC8_HUMAN 61,586 3 3 3 7.82% TQTPPVSPAPQPTEER 399 414 44.8 27.5 43.9 1 0 0 1,734.8659
B_17 Src substrate cortactin SRC8_HUMAN 61,586 3 3 3 7.82% LPSSPVYEDAASFK 415 428 31.1 27.5 27.2 1 0 0 1,510.7424
B_18 Src substrate cortactin SRC8_HUMAN 61,586 4 4 7 10.00% VDQSAVGFEYQGK 132 144 64.3 25.2 61.3 2 0 0 1,427.6802
B_18 Src substrate cortactin SRC8_HUMAN 61,586 4 4 7 10.00% QDSAAVGFDYK 280 290 57.1 25.0 52.6 2 0 0 1,200.5532
B_18 Src substrate cortactin SRC8_HUMAN 61,586 4 4 7 10.00% NASTFEDVTQVSSAYQK 320 336 78.5 25.0 67.1 1 0 0 1,874.8766
B_18 Src substrate cortactin SRC8_HUMAN 61,586 4 4 7 10.00% LPSSPVYEDAASFK 415 428 76.1 27.7 68.6 2 0 0 1,510.7424
B_19 Src substrate cortactin SRC8_HUMAN 61,586 5 5 10 12.90% VDQSAVGFEYQGK 132 144 61.8 25.1 59.3 2 0 0 1,427.6802
B_19 Src substrate cortactin SRC8_HUMAN 61,586 5 5 10 12.90% QDSAAVGFDYK 280 290 32.7 25.0 21.5 2 0 0 1,200.5532
B_19 Src substrate cortactin SRC8_HUMAN 61,586 5 5 10 12.90% NASTFEDVTQVSSAYQK 320 336 92.8 25.1 78.3 2 0 0 1,874.8766
B_19 Src substrate cortactin SRC8_HUMAN 61,586 5 5 10 12.90% TQTPPVSPAPQPTEER 399 414 62.3 27.7 62.3 2 0 0 1,734.8659
B_19 Src substrate cortactin SRC8_HUMAN 61,586 5 5 10 12.90% LPSSPVYEDAASFK 415 428 48.4 27.6 42.7 2 0 0 1,510.7424
H_09 Src substrate cortactin SRC8_HUMAN 61,586 2 2 3 5.27% VDQSAVGFEYQGK 132 144 52.8 25.3 42.8 1 0 0 1,427.6802
H_09 Src substrate cortactin SRC8_HUMAN 61,586 2 2 3 5.27% TQTPPVSPAPQPTEER 399 414 53.0 27.8 47.3 2 0 0 1,734.8659
H_14 Src substrate cortactin SRC8_HUMAN 61,586 2 2 3 4.36% SAVGFDYQGK 172 181 18.9 25.0 15.3 1 0 0 1,071.5106
H_14 Src substrate cortactin SRC8_HUMAN 61,586 2 2 3 4.36% LPSSPVYEDAASFK 415 428 38.4 27.6 25.3 2 0 0 1,510.7424
H_15 Src substrate cortactin SRC8_HUMAN 61,586 6 6 11 15.10% LRENVFQEHQTLK 58 70 27.4 27.3 20.5 0 1 0 1,641.8708
H_15 Src substrate cortactin SRC8_HUMAN 61,586 6 6 11 15.10% VDQSAVGFEYQGK 132 144 68.8 25.1 62.8 2 0 0 1,427.6802
H_15 Src substrate cortactin SRC8_HUMAN 61,586 6 6 11 15.10% SAVGFDYQGK 172 181 28.7 25.0 25.7 2 0 0 1,071.5106
H_15 Src substrate cortactin SRC8_HUMAN 61,586 6 6 11 15.10% NASTFEDVTQVSSAYQK 320 336 79.1 25.1 68.9 2 0 0 1,874.8766
H_15 Src substrate cortactin SRC8_HUMAN 61,586 6 6 11 15.10% TQTPPVSPAPQPTEER 399 414 38.2 27.6 36.0 2 0 0 1,734.8659
H_15 Src substrate cortactin SRC8_HUMAN 61,586 6 6 11 15.10% LPSSPVYEDAASFK 415 428 73.6 27.7 64.2 2 0 0 1,510.7424
H_16 Src substrate cortactin SRC8_HUMAN 61,586 2 2 3 4.73% LRENVFQEHQTLK 58 70 27.3 27.0 17.2 0 1 0 1,641.8708
H_16 Src substrate cortactin SRC8_HUMAN 61,586 2 2 3 4.73% VDQSAVGFEYQGK 132 144 46.7 25.1 46.7 2 0 0 1,427.6802
I_14 Src substrate cortactin SRC8_HUMAN 61,586 2 2 3 5.64% NASTFEDVTQVSSAYQK 320 336 70.1 25.0 59.4 1 0 0 1,874.8766
I_14 Src substrate cortactin SRC8_HUMAN 61,586 2 2 3 5.64% LPSSPVYEDAASFK 415 428 52.8 27.7 38.8 2 0 0 1,510.7424
I_15 Src substrate cortactin SRC8_HUMAN 61,586 3 3 3 8.00% VDQSAVGFEYQGK 132 144 41.7 25.0 41.7 1 0 0 1,427.6802
I_15 Src substrate cortactin SRC8_HUMAN 61,586 3 3 3 8.00% NASTFEDVTQVSSAYQK 320 336 66.2 25.0 59.2 1 0 0 1,874.8766
I_15 Src substrate cortactin SRC8_HUMAN 61,586 3 3 3 8.00% LPSSPVYEDAASFK 415 428 41.5 27.7 29.5 1 0 0 1,510.7424
J_15 Src substrate cortactin SRC8_HUMAN 61,586 3 3 6 7.82% VDQSAVGFEYQGK 132 144 50.9 25.4 50.9 2 0 0 1,427.6802
J_15 Src substrate cortactin SRC8_HUMAN 61,586 3 3 6 7.82% TQTPPVSPAPQPTEER 399 414 48.5 28.3 40.1 2 0 0 1,734.8659
J_15 Src substrate cortactin SRC8_HUMAN 61,586 3 3 6 7.82% LPSSPVYEDAASFK 415 428 27.9 27.3 17.1 2 0 0 1,510.7424
K_15 Src substrate cortactin SRC8_HUMAN 61,586 8 8 14 17.50% LRENVFQEHQTLK 58 70 32.8 27.4 24.9 0 2 0 1,641.8708
K_15 Src substrate cortactin SRC8_HUMAN 61,586 8 8 14 17.50% VDQSAVGFEYQGK 132 144 62.0 25.3 57.8 1 0 0 1,427.6802



K_15 Src substrate cortactin SRC8_HUMAN 61,586 8 8 14 17.50% SAVGFDYQGK 172 181 22.2 25.0 18.3 2 0 0 1,071.5106
K_15 Src substrate cortactin SRC8_HUMAN 61,586 8 8 14 17.50% QDSAAVGFDYK 280 290 39.4 25.0 38.6 2 0 0 1,200.5532
K_15 Src substrate cortactin SRC8_HUMAN 61,586 8 8 14 17.50% NASTFEDVTQVSSAYQK 320 336 68.4 25.1 57.9 2 0 0 1,874.8766
K_15 Src substrate cortactin SRC8_HUMAN 61,586 8 8 14 17.50% AKTQTPPVSPAPQPTEER 397 414 22.4 27.6 16.6 0 1 0 1,933.9980
K_15 Src substrate cortactin SRC8_HUMAN 61,586 8 8 14 17.50% TQTPPVSPAPQPTEER 399 414 53.3 27.9 50.4 2 0 0 1,734.8659
K_15 Src substrate cortactin SRC8_HUMAN 61,586 8 8 14 17.50% LPSSPVYEDAASFK 415 428 77.5 27.5 64.9 2 0 0 1,510.7424
L_10 Src substrate cortactin SRC8_HUMAN 61,586 3 3 3 7.27% VDQSAVGFEYQGK 132 144 46.0 25.1 46.0 1 0 0 1,427.6802
L_10 Src substrate cortactin SRC8_HUMAN 61,586 3 3 3 7.27% SAVGFEYQGK 209 218 33.2 26.5 26.2 1 0 0 1,085.5262
L_10 Src substrate cortactin SRC8_HUMAN 61,586 3 3 3 7.27% NASTFEDVTQVSSAYQK 320 336 73.9 25.5 59.4 1 0 0 1,874.8766
L_11 Src substrate cortactin SRC8_HUMAN 61,586 4 4 8 10.90% VDQSAVGFEYQGK 132 144 72.5 25.5 69.3 2 0 0 1,427.6802
L_11 Src substrate cortactin SRC8_HUMAN 61,586 4 4 8 10.90% NASTFEDVTQVSSAYQK 320 336 74.0 25.8 62.1 2 0 0 1,874.8766
L_11 Src substrate cortactin SRC8_HUMAN 61,586 4 4 8 10.90% TQTPPVSPAPQPTEER 399 414 51.2 28.1 44.9 2 0 0 1,734.8659
L_11 Src substrate cortactin SRC8_HUMAN 61,586 4 4 8 10.90% LPSSPVYEDAASFK 415 428 69.9 27.4 58.8 2 0 0 1,510.7424
M_11 Src substrate cortactin SRC8_HUMAN 61,586 5 5 7 10.70% VDQSAVGFEYQGK 132 144 57.5 25.3 57.5 2 0 0 1,427.6802
M_11 Src substrate cortactin SRC8_HUMAN 61,586 5 5 7 10.70% QDSAAVGFDYK 280 290 23.1 25.0 17.9 1 0 0 1,200.5532
M_11 Src substrate cortactin SRC8_HUMAN 61,586 5 5 7 10.70% NASTFEDVTQVSSAYQK 320 336 64.3 25.6 45.1 1 0 0 1,874.8766
M_11 Src substrate cortactin SRC8_HUMAN 61,586 5 5 7 10.70% AKTQTPPVSPAPQPTEER 397 414 26.8 27.6 17.2 0 1 0 1,933.9980
M_11 Src substrate cortactin SRC8_HUMAN 61,586 5 5 7 10.70% TQTPPVSPAPQPTEER 399 414 30.5 27.7 26.5 2 0 0 1,734.8659
P_11 Src substrate cortactin SRC8_HUMAN 61,586 2 2 3 4.18% VDQSAVGFEYQGK 132 144 60.0 25.2 57.5 2 0 0 1,427.6802
P_11 Src substrate cortactin SRC8_HUMAN 61,586 2 2 3 4.18% SAVGFDYQGK 172 181 32.4 25.0 28.0 1 0 0 1,071.5106
Q_11 Src substrate cortactin SRC8_HUMAN 61,586 5 5 8 12.20% VDQSAVGFEYQGK 132 144 58.0 25.5 58.0 2 0 0 1,427.6802
Q_11 Src substrate cortactin SRC8_HUMAN 61,586 5 5 8 12.20% SAVGFDYQGK 172 181 32.4 25.1 32.1 1 0 0 1,071.5106
Q_11 Src substrate cortactin SRC8_HUMAN 61,586 5 5 8 12.20% QDSAAVGFDYK 280 290 30.0 25.0 20.3 1 0 0 1,200.5532
Q_11 Src substrate cortactin SRC8_HUMAN 61,586 5 5 8 12.20% NASTFEDVTQVSSAYQK 320 336 85.9 25.8 76.8 2 0 0 1,874.8766
Q_11 Src substrate cortactin SRC8_HUMAN 61,586 5 5 8 12.20% TQTPPVSPAPQPTEER 399 414 62.3 27.9 55.3 2 0 0 1,734.8659
A_23 Serglycin SRGN_HUMAN 17,653 2 2 3 17.10% CNPDSNSANCLEEK 40 53 26.6 25.0 26.6 1 0 0 1,637.6531
A_23 Serglycin SRGN_HUMAN 17,653 2 2 3 17.10% GPMFELLPGESNK 54 66 53.4 26.7 53.4 2 0 0 1,434.6936
A_25 Serglycin SRGN_HUMAN 17,653 2 2 4 17.10% CNPDSNSANCLEEK 40 53 33.0 25.0 33.0 2 0 0 1,637.6531
A_25 Serglycin SRGN_HUMAN 17,653 2 2 4 17.10% GPMFELLPGESNK 54 66 32.0 26.7 14.7 2 0 0 1,434.6936
A_02 Signal recognition particle 9 kDa protein SRP09_HUMAN 10,112 3 3 6 34.90% PQYQTWEEFSR 2 12 42.7 25.0 42.7 2 0 0 1,470.6648
A_02 Signal recognition particle 9 kDa protein SRP09_HUMAN 10,112 3 3 6 34.90% LYLADPMK 17 24 29.3 27.0 15.0 2 0 0 966.4967
A_02 Signal recognition particle 9 kDa protein SRP09_HUMAN 10,112 3 3 6 34.90% VTDDLVCLVYK 42 52 56.9 27.5 48.9 2 0 0 1,324.6819
H_02 Signal recognition particle 9 kDa protein SRP09_HUMAN 10,112 2 2 3 22.10% LYLADPMK 17 24 28.5 26.9 15.0 1 0 0 966.4967
H_02 Signal recognition particle 9 kDa protein SRP09_HUMAN 10,112 2 2 3 22.10% VTDDLVCLVYK 42 52 63.2 27.8 49.4 2 0 0 1,324.6819
L_02 Signal recognition particle 9 kDa protein SRP09_HUMAN 10,112 2 2 4 25.60% PQYQTWEEFSR 2 12 65.9 25.0 65.9 2 0 0 1,470.6648
L_02 Signal recognition particle 9 kDa protein SRP09_HUMAN 10,112 2 2 4 25.60% VTDDLVCLVYK 42 52 59.5 27.8 49.7 2 0 0 1,324.6819
M_02 Signal recognition particle 9 kDa protein SRP09_HUMAN 10,112 2 2 4 22.10% LYLADPMK 17 24 29.3 27.1 12.6 2 0 0 966.4967
M_02 Signal recognition particle 9 kDa protein SRP09_HUMAN 10,112 2 2 4 22.10% VTDDLVCLVYK 42 52 50.4 27.8 40.0 2 0 0 1,324.6819
A_04 Signal recognition particle 14 kDa protein SRP14_PONAB 14,545 3 3 4 16.90% KGTVEGFEPADNK 43 55 38.8 27.0 32.0 2 0 0 1,391.6803
A_04 Signal recognition particle 14 kDa protein SRP14_PONAB 14,545 3 3 4 16.90% GTVEGFEPADNK 44 55 41.9 25.0 41.9 1 0 0 1,263.5853
A_04 Signal recognition particle 14 kDa protein SRP14_PONAB 14,545 3 3 4 16.90% FQMAYSNLLR 79 88 37.8 26.6 30.3 1 0 0 1,258.6249
B_04 Signal recognition particle 14 kDa protein SRP14_PONAB 14,545 3 3 5 23.50% TSGSVYITLK 22 31 35.2 25.0 24.5 2 0 0 1,068.5936
B_04 Signal recognition particle 14 kDa protein SRP14_PONAB 14,545 3 3 5 23.50% GTVEGFEPADNK 44 55 36.4 25.0 36.4 2 0 0 1,263.5853
B_04 Signal recognition particle 14 kDa protein SRP14_PONAB 14,545 3 3 5 23.50% FQMAYSNLLR 79 88 26.2 26.6 15.0 1 0 0 1,258.6249
F_07 Signal recognition particle 14 kDa protein SRP14_PONAB 14,545 2 2 4 16.20% GTVEGFEPADNK 44 55 53.1 25.0 49.8 2 0 0 1,263.5853
F_07 Signal recognition particle 14 kDa protein SRP14_PONAB 14,545 2 2 4 16.20% FQMAYSNLLR 79 88 45.6 26.6 39.4 2 0 0 1,258.6249
L_03 Signal recognition particle 14 kDa protein SRP14_PONAB 14,545 4 4 7 24.30% TSGSVYITLK 22 31 43.7 25.0 33.9 2 0 0 1,068.5936
L_03 Signal recognition particle 14 kDa protein SRP14_PONAB 14,545 4 4 7 24.30% TSGSVYITLKK 22 32 26.4 25.0 22.9 1 0 0 1,196.6886
L_03 Signal recognition particle 14 kDa protein SRP14_PONAB 14,545 4 4 7 24.30% GTVEGFEPADNK 44 55 56.4 25.3 53.1 2 0 0 1,263.5853
L_03 Signal recognition particle 14 kDa protein SRP14_PONAB 14,545 4 4 7 24.30% FQMAYSNLLR 79 88 29.9 27.0 21.1 2 0 0 1,258.6249
B_14 Signal recognition particle 54 kDa protein SRP54_HUMAN 55,706 2 2 3 4.17% LDDNEALIEK 312 321 32.0 26.6 25.2 1 0 0 1,159.5843
B_14 Signal recognition particle 54 kDa protein SRP54_HUMAN 55,706 2 2 3 4.17% DVQELLTQYTK 416 426 48.3 28.1 42.7 2 0 0 1,337.6949
A_15 Sushi repeat‐containing protein SRPX SRPX_HUMAN 51,573 2 2 4 5.39% DTADGILTDVILK 210 222 50.7 28.5 33.9 2 0 0 1,373.7526
A_15 Sushi repeat‐containing protein SRPX SRPX_HUMAN 51,573 2 2 4 5.39% TAAALLDQFYEK 328 339 50.8 27.6 45.5 2 0 0 1,369.6999
B_15 Sushi repeat‐containing protein SRPX SRPX_HUMAN 51,573 2 2 3 4.74% TAAALLDQFYEK 328 339 53.4 27.5 40.8 2 0 0 1,369.6999
B_15 Sushi repeat‐containing protein SRPX SRPX_HUMAN 51,573 2 2 3 4.74% LLIVSTPTAR 342 351 19.8 25.0 14.3 1 0 0 1,070.6569
C_15 Sushi repeat‐containing protein SRPX SRPX_HUMAN 51,573 3 3 6 7.54% DTADGILTDVILK 210 222 60.7 28.3 41.5 2 0 0 1,373.7526
C_15 Sushi repeat‐containing protein SRPX SRPX_HUMAN 51,573 3 3 6 7.54% TAAALLDQFYEK 328 339 64.7 27.4 49.3 2 0 0 1,369.6999
C_15 Sushi repeat‐containing protein SRPX SRPX_HUMAN 51,573 3 3 6 7.54% LLIVSTPTAR 342 351 39.1 25.0 33.2 2 0 0 1,070.6569
C_16 Sushi repeat‐containing protein SRPX SRPX_HUMAN 51,573 3 4 7 7.54% DTADGILTDVILK 210 222 58.5 28.3 42.3 2 1 0 1,373.7526
C_16 Sushi repeat‐containing protein SRPX SRPX_HUMAN 51,573 3 4 7 7.54% TAAALLDQFYEK 328 339 58.6 27.0 45.8 2 0 0 1,369.6999
C_16 Sushi repeat‐containing protein SRPX SRPX_HUMAN 51,573 3 4 7 7.54% LLIVSTPTAR 342 351 28.3 25.0 19.7 2 0 0 1,070.6569
C_17 Sushi repeat‐containing protein SRPX SRPX_HUMAN 51,573 2 2 4 5.39% DTADGILTDVILK 210 222 70.8 28.2 42.2 2 0 0 1,373.7526
C_17 Sushi repeat‐containing protein SRPX SRPX_HUMAN 51,573 2 2 4 5.39% TAAALLDQFYEK 328 339 58.7 27.0 47.7 2 0 0 1,369.6999
C_16 Sushi repeat‐containing protein SRPX2 SRPX2_HUMAN 53,069 2 2 4 5.81% CDYSCSSGYHLEGDR 145 159 26.7 25.0 26.7 0 2 0 1,805.6855
C_16 Sushi repeat‐containing protein SRPX2 SRPX2_HUMAN 53,069 2 2 4 5.81% LLIISAPDPSNR 344 355 54.0 25.9 48.3 2 0 0 1,295.7319
C_17 Sushi repeat‐containing protein SRPX2 SRPX2_HUMAN 53,069 3 3 5 8.17% GPEPGSHFPEGEHVIR 225 240 25.9 25.8 22.9 0 1 0 1,744.8403
C_17 Sushi repeat‐containing protein SRPX2 SRPX2_HUMAN 53,069 3 3 5 8.17% LLIISAPDPSNR 344 355 53.8 25.9 48.7 2 0 0 1,295.7319
C_17 Sushi repeat‐containing protein SRPX2 SRPX2_HUMAN 53,069 3 3 5 8.17% SYFNMVLIDK 414 423 31.0 26.4 21.0 2 0 0 1,245.6185
C_18 Sushi repeat‐containing protein SRPX2 SRPX2_HUMAN 53,069 2 2 4 4.73% LLIISAPDPSNR 344 355 44.9 25.0 38.9 2 0 0 1,295.7319
C_18 Sushi repeat‐containing protein SRPX2 SRPX2_HUMAN 53,069 2 2 4 4.73% SYFNMVLIDK 414 423 33.4 26.4 27.9 2 0 0 1,245.6185
I_14 Sushi repeat‐containing protein SRPX2 SRPX2_HUMAN 53,069 2 2 3 5.81% CDYSCSSGYHLEGDR 145 159 17.2 25.0 17.2 0 1 0 1,805.6855
I_14 Sushi repeat‐containing protein SRPX2 SRPX2_HUMAN 53,069 2 2 3 5.81% LLIISAPDPSNR 344 355 54.0 25.0 52.3 2 0 0 1,295.7319
L_09 Serine/arginine‐rich splicing factor 1 SRSF1_HUMAN 27,745 3 3 6 12.10% IYVGNLPPDIR 18 28 34.3 27.2 20.3 2 0 0 1,256.6999
L_09 Serine/arginine‐rich splicing factor 1 SRSF1_HUMAN 27,745 3 3 6 12.10% DGYDYDGYR 75 83 28.5 25.0 28.5 2 0 0 1,123.4328
L_09 Serine/arginine‐rich splicing factor 1 SRSF1_HUMAN 27,745 3 3 6 12.10% DGTGVVEFVR 155 164 50.9 28.7 32.5 2 0 0 1,078.5528
L_10 Serine/arginine‐rich splicing factor 1 SRSF1_HUMAN 27,745 2 2 4 8.87% EAGDVCYADVYR 143 154 32.1 25.0 32.1 2 0 0 1,417.6053
L_10 Serine/arginine‐rich splicing factor 1 SRSF1_HUMAN 27,745 2 2 4 8.87% DGTGVVEFVR 155 164 48.0 28.5 34.2 2 0 0 1,078.5528
M_11 Serine/arginine‐rich splicing factor 1 SRSF1_HUMAN 27,745 2 2 3 8.87% EAGDVCYADVYR 143 154 40.2 25.0 40.2 1 0 0 1,417.6053
M_11 Serine/arginine‐rich splicing factor 1 SRSF1_HUMAN 27,745 2 2 3 8.87% DGTGVVEFVR 155 164 50.0 28.7 40.2 2 0 0 1,078.5528
M_16 Serine/arginine‐rich splicing factor 1 SRSF1_HUMAN 27,745 3 3 4 12.10% IYVGNLPPDIR 18 28 22.4 27.2 15.1 1 0 0 1,256.6999
M_16 Serine/arginine‐rich splicing factor 1 SRSF1_HUMAN 27,745 3 3 4 12.10% DGYDYDGYR 75 83 29.0 25.0 26.7 1 0 0 1,123.4328
M_16 Serine/arginine‐rich splicing factor 1 SRSF1_HUMAN 27,745 3 3 4 12.10% DGTGVVEFVR 155 164 46.1 28.7 34.5 2 0 0 1,078.5528
A_07 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 5 5 8 19.00% EKDLEDLFYK 27 36 30.4 26.4 19.9 1 0 0 1,299.6469
A_07 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 5 5 8 19.00% DLEDLFYK 29 36 22.2 25.7 15.4 2 0 0 1,042.5093
A_07 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 5 5 8 19.00% HGLVPFAFVR 49 58 43.2 27.9 43.2 2 0 0 1,142.6469
A_07 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 5 5 8 19.00% EAGDVCYADVQK 133 144 64.1 25.0 52.0 2 0 0 1,354.5945
A_07 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 5 5 8 19.00% DGVGMVEYLR 145 154 21.4 25.5 13.6 1 0 0 1,138.5562
A_08 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 3 4 6 13.10% IYVGNLPTDVR 16 26 29.3 28.4 16.2 2 0 0 1,246.6791
A_08 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 3 4 6 13.10% DLEDLFYK 29 36 31.8 26.0 16.6 1 0 0 1,042.5093
A_08 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 3 4 6 13.10% DGVGMVEYLR 145 154 41.0 25.6 32.9 3 0 0 1,154.5512
B_08 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 4 5 9 19.50% IYVGNLPTDVR 16 26 25.9 28.3 16.2 2 0 0 1,246.6791
B_08 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 4 5 9 19.50% HGLVPFAFVR 49 58 27.7 27.9 26.1 1 0 0 1,142.6469
B_08 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 4 5 9 19.50% EAGDVCYADVQK 133 144 36.1 25.0 34.4 2 0 0 1,354.5945
B_08 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 4 5 9 19.50% DGVGMVEYLR 145 154 33.1 25.6 23.1 4 0 0 1,154.5512
C_08 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 2 2 3 9.50% IYVGNLPTDVR 16 26 26.6 28.3 12.5 1 0 0 1,246.6791
C_08 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 2 2 3 9.50% DGVGMVEYLR 145 154 32.8 25.6 31.5 2 0 0 1,154.5512
H_06 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 2 2 4 8.60% IYVGNLPTDVR 16 26 45.3 28.4 31.1 2 0 0 1,246.6791
H_06 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 2 2 4 8.60% DLEDLFYK 29 36 28.3 25.7 13.2 2 0 0 1,042.5093
I_06 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 2 2 3 8.60% IYVGNLPTDVR 16 26 42.8 28.1 32.1 2 0 0 1,246.6791
I_06 Serine/arginine‐rich splicing factor 9 SRSF9_HUMAN 25,543 2 2 3 8.60% DLEDLFYK 29 36 20.6 26.1 12.1 1 0 0 1,042.5093
E_05 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 2 2 3 15.50% SGDSEVYQLGDVSQK 67 81 55.2 25.0 47.8 1 0 0 1,611.7498
E_05 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 2 2 3 15.50% DVAYQYVK 96 103 20.3 25.0 11.0 2 0 0 985.4989
F_06 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 3 3 6 21.60% SGDSEVYQLGDVSQK 67 81 42.7 25.1 40.7 0 2 0 1,611.7498
F_06 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 3 3 6 21.60% DVAYQYVK 96 103 37.6 25.0 25.9 2 0 0 985.4989
F_06 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 3 3 6 21.60% IDYGEYMDK 114 122 20.5 25.0 14.3 2 0 0 1,149.4771
G_06 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 2 2 3 15.50% SGDSEVYQLGDVSQK 67 81 77.5 25.4 71.3 2 0 0 1,611.7498
G_06 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 2 2 3 15.50% DVAYQYVK 96 103 38.7 25.8 24.1 1 0 0 985.4989
N_03 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 4 5 6 30.40% SGDSEVYQLGDVSQK 67 81 79.1 25.7 75.6 2 1 0 1,611.7498
N_03 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 4 5 6 30.40% ISVFRPGLR 87 95 16.8 25.0 16.1 1 0 0 1,044.6313
N_03 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 4 5 6 30.40% DVAYQYVK 96 103 22.6 25.5 11.7 1 0 0 985.4989
N_03 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 4 5 6 30.40% IDYGEYMDKNNVR 114 126 20.2 25.0 14.2 0 1 0 1,632.7324



P_03 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 2 2 3 16.20% SGDSEVYQLGDVSQK 67 81 73.8 25.4 71.6 2 0 0 1,611.7498
P_03 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 2 2 3 16.20% IDYGEYMDK 114 122 18.3 25.0 14.0 1 0 0 1,149.4771
Q_03 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 2 2 4 18.90% SGDSEVYQLGDVSQK 67 81 66.4 25.6 60.8 2 0 0 1,611.7498
Q_03 Single‐stranded DNA‐binding protein, mitochondrial SSBP_HUMAN 17,260 2 2 4 18.90% IDYGEYMDKNNVR 114 126 25.9 25.0 19.6 0 2 0 1,632.7324
A_10 Sulfotransferase family cytosolic 1B member 1 ST1B1_HUMAN 34,901 3 3 6 10.50% VPMLEMTLPGLR 79 90 25.2 28.4 22.6 2 0 0 1,388.7279
A_10 Sulfotransferase family cytosolic 1B member 1 ST1B1_HUMAN 34,901 3 3 6 10.50% THLPTDLLPK 108 117 23.0 25.0 20.8 2 0 0 1,134.6520
A_10 Sulfotransferase family cytosolic 1B member 1 ST1B1_HUMAN 34,901 3 3 6 10.50% NLNDEILDR 215 223 41.4 26.4 14.5 2 0 0 1,101.5536
B_10 Sulfotransferase family cytosolic 1B member 1 ST1B1_HUMAN 34,901 2 2 3 6.42% NLNDEILDR 215 223 42.9 26.4 21.9 1 0 0 1,101.5536
B_10 Sulfotransferase family cytosolic 1B member 1 ST1B1_HUMAN 34,901 2 2 3 6.42% NYFTVAQNEK 267 276 37.1 25.5 27.0 2 0 0 1,213.5847
A_27 Stabilin‐1 STAB1_HUMAN 275,473 10 10 15 4.63% ELPDQITQDCR 62 72 45.2 25.0 42.8 2 0 0 1,374.6321
A_27 Stabilin‐1 STAB1_HUMAN 275,473 10 10 15 4.63% CLPGYTQQGSECR 219 231 18.7 25.0 17.7 1 0 0 1,555.6630
A_27 Stabilin‐1 STAB1_HUMAN 275,473 10 10 15 4.63% WQAPSGTPGDPK 495 506 30.4 25.9 21.9 1 0 0 1,240.5959
A_27 Stabilin‐1 STAB1_HUMAN 275,473 10 10 15 4.63% ILLGPEGVPLQR 613 624 22.3 25.0 20.0 1 0 0 1,291.7735
A_27 Stabilin‐1 STAB1_HUMAN 275,473 10 10 15 4.63% VTALVPSEAAVR 1021 1032 38.9 26.0 22.8 2 0 0 1,212.6946
A_27 Stabilin‐1 STAB1_HUMAN 275,473 10 10 15 4.63% AFWLQPR 1040 1046 24.9 30.1 11.3 1 0 0 917.4992
A_27 Stabilin‐1 STAB1_HUMAN 275,473 10 10 15 4.63% HHVVLGEALSMETLR 1189 1203 24.6 27.3 19.9 0 2 0 1,707.8848
A_27 Stabilin‐1 STAB1_HUMAN 275,473 10 10 15 4.63% TCTCDTAHTVGDGLTCR 1566 1582 29.6 25.0 29.6 0 2 0 1,924.7949
A_27 Stabilin‐1 STAB1_HUMAN 275,473 10 10 15 4.63% EGSIYLNDFAR 1678 1688 48.2 25.9 44.8 2 0 0 1,284.6219
A_27 Stabilin‐1 STAB1_HUMAN 275,473 10 10 15 4.63% VAGLLPLLR 1746 1754 21.0 25.0 13.4 1 0 0 951.6351
A_29 Stabilin‐1 STAB1_HUMAN 275,473 2 2 4 0.82% ILLGPEGVPLQR 613 624 38.6 25.0 38.6 2 0 0 1,291.7735
A_29 Stabilin‐1 STAB1_HUMAN 275,473 2 2 4 0.82% VAGLLPLLR 1746 1754 35.2 25.0 26.5 2 0 0 951.6351
B_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.40% ILLGPEGVPLQR 613 624 35.1 25.0 27.5 2 0 0 1,291.7735
B_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.40% GGCSENAECVPGSLGTHHCTCHK 871 893 43.5 25.0 43.5 0 1 0 2,555.0281
B_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.40% GGCHTDALCSYVGPGQSR 914 931 26.4 25.0 26.0 0 1 0 1,921.8282
B_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.40% SAGITLPADR 1010 1019 24.7 27.9 8.8 1 0 0 1,000.5423
B_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.40% VTALVPSEAAVR 1021 1032 34.2 25.8 18.6 2 0 0 1,212.6946
B_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.40% HHVVLGEALSMETLR 1189 1203 48.2 27.5 37.3 0 1 0 1,707.8848
B_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.40% CTQGFQLQDTPR 1281 1292 45.3 25.0 40.9 2 0 0 1,450.6746
B_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.40% EGSIYLNDFAR 1678 1688 43.3 25.9 39.4 2 0 0 1,284.6219
C_26 Stabilin‐1 STAB1_HUMAN 275,473 3 3 5 1.48% VTALVPSEAAVR 1021 1032 31.8 25.7 26.8 2 0 0 1,212.6946
C_26 Stabilin‐1 STAB1_HUMAN 275,473 3 3 5 1.48% SLIGLSGVLTVGSSR 1245 1259 73.0 25.0 67.7 2 0 0 1,445.8323
C_26 Stabilin‐1 STAB1_HUMAN 275,473 3 3 5 1.48% EGSIYLNDFAR 1678 1688 28.4 25.7 22.8 1 0 0 1,284.6219
C_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.09% TIGQILASTEAFSR 508 521 51.1 28.2 37.2 2 0 0 1,493.7959
C_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.09% LIYLFTAGLSK 559 569 49.4 25.0 41.7 2 0 0 1,225.7192
C_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.09% ILLGPEGVPLQR 613 624 42.5 25.0 38.1 2 0 0 1,291.7735
C_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.09% GGCHTDALCSYVGPGQSR 914 931 21.6 25.0 20.9 0 1 0 1,921.8282
C_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.09% VTALVPSEAAVR 1021 1032 28.1 25.7 11.0 1 0 0 1,212.6946
C_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.09% SLIGLSGVLTVGSSR 1245 1259 41.3 25.0 41.3 1 0 0 1,445.8323
C_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.09% CTQGFQLQDTPR 1281 1292 31.0 25.0 24.2 1 0 0 1,450.6746
C_27 Stabilin‐1 STAB1_HUMAN 275,473 8 8 12 4.09% EGSIYLNDFAR 1678 1688 39.3 25.6 35.5 2 0 0 1,284.6219
C_28 Stabilin‐1 STAB1_HUMAN 275,473 5 5 10 2.61% ILLGPEGVPLQR 613 624 37.0 25.0 31.1 2 0 0 1,291.7735
C_28 Stabilin‐1 STAB1_HUMAN 275,473 5 5 10 2.61% GGCHTDALCSYVGPGQSR 914 931 21.1 25.0 18.7 0 2 0 1,921.8282
C_28 Stabilin‐1 STAB1_HUMAN 275,473 5 5 10 2.61% VTALVPSEAAVR 1021 1032 33.8 25.7 21.0 2 0 0 1,212.6946
C_28 Stabilin‐1 STAB1_HUMAN 275,473 5 5 10 2.61% LGGQEVATLNPTTR 1069 1082 51.6 27.8 35.8 2 0 0 1,456.7756
C_28 Stabilin‐1 STAB1_HUMAN 275,473 5 5 10 2.61% EGSIYLNDFAR 1678 1688 43.4 25.9 39.5 2 0 0 1,284.6219
C_29 Stabilin‐1 STAB1_HUMAN 275,473 3 3 5 1.36% ILLGPEGVPLQR 613 624 36.3 25.0 33.8 2 0 0 1,291.7735
C_29 Stabilin‐1 STAB1_HUMAN 275,473 3 3 5 1.36% VTALVPSEAAVR 1021 1032 30.7 25.7 16.0 2 0 0 1,212.6946
C_29 Stabilin‐1 STAB1_HUMAN 275,473 3 3 5 1.36% EGSIYLNDFAR 1678 1688 24.0 25.9 19.6 1 0 0 1,284.6219
K_22 Stabilin‐1 STAB1_HUMAN 275,473 2 2 3 0.90% ILLGPEGVPLQR 613 624 32.7 25.0 21.5 2 0 0 1,291.7735
K_22 Stabilin‐1 STAB1_HUMAN 275,473 2 2 3 0.90% EGSIYLNDFAR 1678 1688 31.5 25.6 31.5 1 0 0 1,284.6219
M_15 Stabilin‐1 STAB1_HUMAN 275,473 2 2 2 1.17% CLPGYTQQGSECR 219 231 25.3 25.0 25.3 1 0 0 1,555.6630
M_15 Stabilin‐1 STAB1_HUMAN 275,473 2 2 2 1.17% TCTCDTAHTVGDGLTCR 1566 1582 18.4 25.0 18.4 0 1 0 1,924.7949
N_15 Stabilin‐1 STAB1_HUMAN 275,473 8 8 13 4.28% CLPGYTQQGSECR 219 231 20.9 25.0 20.9 1 0 0 1,555.6630
N_15 Stabilin‐1 STAB1_HUMAN 275,473 8 8 13 4.28% ILLGPEGVPLQR 613 624 37.6 25.0 27.6 2 0 0 1,291.7735
N_15 Stabilin‐1 STAB1_HUMAN 275,473 8 8 13 4.28% GGCHTDALCSYVGPGQSR 914 931 15.2 25.0 11.7 0 2 0 1,921.8282
N_15 Stabilin‐1 STAB1_HUMAN 275,473 8 8 13 4.28% SAGITLPADR 1010 1019 27.8 27.9 15.3 1 0 0 1,000.5423
N_15 Stabilin‐1 STAB1_HUMAN 275,473 8 8 13 4.28% LGGQEVATLNPTTR 1069 1082 58.8 27.7 52.9 2 0 0 1,456.7756
N_15 Stabilin‐1 STAB1_HUMAN 275,473 8 8 13 4.28% SLIGLSGVLTVGSSR 1245 1259 89.2 25.0 81.6 2 0 0 1,445.8323
N_15 Stabilin‐1 STAB1_HUMAN 275,473 8 8 13 4.28% TCTCDTAHTVGDGLTCR 1566 1582 23.5 25.0 23.5 0 2 0 1,924.7949
N_15 Stabilin‐1 STAB1_HUMAN 275,473 8 8 13 4.28% EGSIYLNDFAR 1678 1688 40.7 25.7 31.2 1 0 0 1,284.6219
N_16 Stabilin‐1 STAB1_HUMAN 275,473 2 2 4 1.01% ILLGPEGVPLQR 613 624 49.9 25.0 32.7 2 0 0 1,291.7735
N_16 Stabilin‐1 STAB1_HUMAN 275,473 2 2 4 1.01% LGGQEVATLNPTTR 1069 1082 63.9 27.7 56.3 2 0 0 1,456.7756
O_15 Stabilin‐1 STAB1_HUMAN 275,473 3 3 4 1.44% ILLGPEGVPLQR 613 624 25.1 25.0 19.1 1 0 0 1,291.7735
O_15 Stabilin‐1 STAB1_HUMAN 275,473 3 3 4 1.44% LGGQEVATLNPTTR 1069 1082 32.1 28.0 28.4 2 0 0 1,456.7756
O_15 Stabilin‐1 STAB1_HUMAN 275,473 3 3 4 1.44% EGSIYLNDFAR 1678 1688 37.0 26.1 28.8 1 0 0 1,284.6219
Q_15 Stabilin‐1 STAB1_HUMAN 275,473 4 4 5 1.87% CLPGYTQQGSECR 219 231 32.9 25.0 31.5 1 0 0 1,555.6630
Q_15 Stabilin‐1 STAB1_HUMAN 275,473 4 4 5 1.87% ILLGPEGVPLQR 613 624 35.5 25.0 20.9 2 0 0 1,291.7735
Q_15 Stabilin‐1 STAB1_HUMAN 275,473 4 4 5 1.87% CTQGFQLQDTPR 1281 1292 33.6 25.0 21.3 1 0 0 1,450.6746
Q_15 Stabilin‐1 STAB1_HUMAN 275,473 4 4 5 1.87% EGSIYLNDFAR 1678 1688 37.1 25.7 31.5 1 0 0 1,284.6219
L_04 Cohesin subunit SA‐3 STAG3_MOUSE 141,172 2 2 3 0.73% KLQAYDKMK 582 590 20.8 27.1 0.0 1 0 0 1,140.6084
L_04 Cohesin subunit SA‐3 STAG3_MOUSE 141,172 2 2 3 0.73% LQAYDKMK 583 590 23.1 25.9 0.0 2 0 0 1,012.5134
A_20 Signal transducer and activator of transcription 1‐alpha/beta STAT1_HUMAN 87,337 4 5 9 6.27% LQELNYNLK 351 359 37.1 27.2 27.1 2 0 0 1,134.6154
A_20 Signal transducer and activator of transcription 1‐alpha/beta STAT1_HUMAN 87,337 4 5 9 6.27% GLNVDQLNMLGEK 513 525 64.8 28.0 53.0 2 0 0 1,446.7260
A_20 Signal transducer and activator of transcription 1‐alpha/beta STAT1_HUMAN 87,337 4 5 9 6.27% EAPEPMELDGPK 686 697 22.3 25.0 20.0 1 0 0 1,328.6042
A_20 Signal transducer and activator of transcription 1‐alpha/beta STAT1_HUMAN 87,337 4 5 9 6.27% TELISVSEVHPSR 704 716 36.8 27.5 27.1 2 2 0 1,453.7645
B_20 Signal transducer and activator of transcription 1‐alpha/beta STAT1_HUMAN 87,337 4 4 6 6.00% LQELNYNLK 351 359 34.6 28.2 26.2 1 0 0 1,134.6154
B_20 Signal transducer and activator of transcription 1‐alpha/beta STAT1_HUMAN 87,337 4 4 6 6.00% VLFDKDVNER 362 371 22.5 28.5 14.7 1 0 0 1,234.6427
B_20 Signal transducer and activator of transcription 1‐alpha/beta STAT1_HUMAN 87,337 4 4 6 6.00% GLNVDQLNMLGEK 513 525 56.9 27.9 48.4 2 0 0 1,446.7260
B_20 Signal transducer and activator of transcription 1‐alpha/beta STAT1_HUMAN 87,337 4 4 6 6.00% TELISVSEVHPSR 704 716 32.5 27.2 26.6 0 2 0 1,453.7645
A_20 Signal transducer and activator of transcription 3 STAT3_HUMAN 87,977 4 4 6 8.18% LLQTAATAAQQGGQANHPTAAVVTEK 115 140 70.8 26.8 66.3 0 2 0 2,576.3429
A_20 Signal transducer and activator of transcription 3 STAT3_HUMAN 87,977 4 4 6 8.18% FNILGTNTK 384 392 26.8 27.5 7.0 1 0 0 1,007.5521
A_20 Signal transducer and activator of transcription 3 STAT3_HUMAN 87,977 4 4 6 8.18% VMNMEESNNGSLSAEFK 393 409 36.9 25.0 36.9 2 0 0 1,918.8157
A_20 Signal transducer and activator of transcription 3 STAT3_HUMAN 87,977 4 4 6 8.18% EGGVTFTWVEK 616 626 30.8 27.0 28.2 1 0 0 1,252.6209
B_20 Signal transducer and activator of transcription 3 STAT3_HUMAN 87,977 4 4 5 8.05% FLQESNVLYQHNLR 71 84 21.3 28.3 1.6 0 1 0 1,760.9078
B_20 Signal transducer and activator of transcription 3 STAT3_HUMAN 87,977 4 4 5 8.05% LLQTAATAAQQGGQANHPTAAVVTEK 115 140 83.2 26.7 79.7 0 2 0 2,576.3429
B_20 Signal transducer and activator of transcription 3 STAT3_HUMAN 87,977 4 4 5 8.05% TLTDEELADWK 234 244 30.5 26.2 26.6 1 0 0 1,320.6320
B_20 Signal transducer and activator of transcription 3 STAT3_HUMAN 87,977 4 4 5 8.05% EGGVTFTWVEK 616 626 29.1 27.1 21.3 1 0 0 1,252.6209
A_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 10 12 20 21.90% LDPHNHVLYSNR 33 44 34.3 27.7 26.4 1 0 0 1,464.7342
A_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 10 12 20 21.90% TYEEGLKHEANNPQLK 94 109 42.2 27.3 40.3 2 2 0 1,870.9295
A_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 10 12 20 21.90% ELIEQLR 154 160 40.4 26.8 14.9 2 0 0 900.5150
A_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 10 12 20 21.90% ETKPEPMEEDLPENKK 208 223 29.8 26.5 22.8 0 1 0 1,929.9114
A_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 10 12 20 21.90% YKDAIHFYNK 316 325 33.7 26.9 28.2 2 0 0 1,298.6528
A_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 10 12 20 21.90% LAYINPDLALEEK 352 364 35.4 28.0 19.5 1 0 0 1,488.7946
A_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 10 12 20 21.90% RAMADPEVQQIMSDPAMR 488 505 45.5 25.0 41.2 0 2 0 2,093.9415
A_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 10 12 20 21.90% AMADPEVQQIMSDPAMR 489 505 35.7 25.0 35.7 1 0 0 1,937.8404
A_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 10 12 20 21.90% DPQALSEHLKNPVIAQK 514 530 45.3 26.5 45.3 0 2 0 1,888.0289
A_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 10 12 20 21.90% LMDVGLIAIR 534 543 58.5 27.0 37.9 4 0 0 1,116.6448
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% LDPHNHVLYSNR 33 44 26.8 27.7 20.3 0 1 0 1,464.7342
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% TVDLKPDWGK 64 73 31.9 29.2 27.5 1 0 0 1,158.6156
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% KAAALEFLNR 78 87 41.2 26.7 33.3 2 0 0 1,132.6473
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% TYEEGLKHEANNPQLK 94 109 29.1 27.3 25.1 0 2 0 1,870.9295
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% ELIEQLR 154 160 32.6 26.8 14.3 2 0 0 900.5150
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% ETKPEPMEEDLPENK 208 222 28.8 25.0 27.2 1 0 0 1,801.8164
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% ETKPEPMEEDLPENKK 208 223 29.1 26.4 23.1 0 1 0 1,929.9114
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% YKDAIHFYNK 316 325 32.6 26.9 31.2 2 0 0 1,298.6528
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% LAYINPDLALEEK 352 364 38.8 28.0 24.0 2 0 0 1,488.7946
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% RAMADPEVQQIMSDPAMR 488 505 34.6 25.0 29.0 0 1 0 2,093.9415
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% AMADPEVQQIMSDPAMR 489 505 37.2 25.0 36.7 0 2 0 1,937.8404
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% DPQALSEHLK 514 523 25.2 28.0 16.5 1 0 0 1,137.5900
A_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 13 14 22 24.30% LMDVGLIAIR 534 543 61.7 27.6 51.4 4 0 0 1,100.6498
B_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 2 2 3 4.42% ELIEQLR 154 160 26.3 25.8 12.1 2 0 0 900.5150
B_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 2 2 3 4.42% DPQALSEHLKNPVIAQK 514 530 26.0 26.3 18.2 0 1 0 1,888.0289



B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% LDPHNHVLYSNR 33 44 28.1 27.6 24.5 0 1 0 1,464.7342
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% TVDLKPDWGK 64 73 30.0 29.2 18.9 2 0 0 1,158.6156
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% TYEEGLKHEANNPQLK 94 109 42.7 27.3 42.7 2 1 0 1,870.9295
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% ELIEQLR 154 160 45.1 25.8 15.7 2 0 0 900.5150
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% ETKPEPMEEDLPENKK 208 223 25.0 26.6 13.5 0 1 0 1,929.9114
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% YKDAIHFYNK 316 325 39.6 27.1 32.0 2 0 0 1,298.6528
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% LAYINPDLALEEK 352 364 63.0 28.1 46.3 2 0 0 1,488.7946
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% LLEFQLALK 407 415 36.5 25.0 26.5 1 0 0 1,074.6559
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% DCEECIQLEPTFIK 416 429 51.0 25.2 42.4 2 0 0 1,781.8088
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% RAMADPEVQQIMSDPAMR 488 505 39.2 25.0 30.0 0 1 0 2,093.9415
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% AMADPEVQQIMSDPAMR 489 505 60.1 25.0 59.2 2 2 0 1,937.8404
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% LILEQMQK 506 513 31.1 29.7 18.3 1 0 0 1,002.5654
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% DPQALSEHLKNPVIAQK 514 530 43.8 26.3 42.7 0 1 0 1,888.0289
B_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 14 17 27 29.50% LMDVGLIAIR 534 543 73.3 27.0 60.0 4 0 0 1,116.6448
C_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 2 2 3 4.24% LAYINPDLALEEK 352 364 48.8 28.0 26.7 1 0 0 1,488.7946
C_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 2 2 3 4.24% LMDVGLIAIR 534 543 42.8 27.5 27.0 2 0 0 1,100.6498
C_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 8 9 16 17.30% TVDLKPDWGK 64 73 34.8 28.8 29.6 2 0 0 1,158.6156
C_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 8 9 16 17.30% TYEEGLKHEANNPQLK 94 109 45.7 27.4 45.7 2 0 0 1,870.9295
C_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 8 9 16 17.30% YKDAIHFYNK 316 325 24.7 27.0 24.7 1 0 0 1,298.6528
C_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 8 9 16 17.30% LAYINPDLALEEK 352 364 47.4 28.1 34.4 2 0 0 1,488.7946
C_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 8 9 16 17.30% ALDLDSSCKEAADGYQR 454 470 50.9 25.0 50.9 1 0 0 1,898.8551
C_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 8 9 16 17.30% RAMADPEVQQIMSDPAMR 488 505 45.8 25.0 39.8 0 2 0 2,093.9415
C_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 8 9 16 17.30% AMADPEVQQIMSDPAMR 489 505 32.4 25.0 32.4 0 2 0 1,937.8404
C_17 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 8 9 16 17.30% LMDVGLIAIR 534 543 67.4 27.1 50.4 4 0 0 1,116.6448
D_23 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 3 3 5 5.16% AAALEFLNR 79 87 38.8 29.0 30.4 2 0 0 1,004.5523
D_23 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 3 3 5 5.16% LLEFQLALK 407 415 44.8 25.0 27.0 2 0 0 1,074.6559
D_23 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 3 3 5 5.16% DPQALSEHLK 514 523 36.1 28.3 23.7 1 0 0 1,137.5900
F_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 9 9.94% AAALEFLNR 79 87 54.3 29.1 39.5 1 0 0 1,004.5523
F_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 9 9.94% TYEEGLKHEANNPQLK 94 109 27.4 27.3 20.1 0 2 0 1,870.9295
F_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 9 9.94% ELIEQLR 154 160 40.4 26.8 12.7 2 0 0 900.5150
F_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 9 9.94% LAYINPDLALEEK 352 364 48.8 28.4 38.1 2 0 0 1,488.7946
F_16 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 9 9.94% LLEFQLALK 407 415 39.3 25.0 30.2 2 0 0 1,074.6559
H_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 15 16.40% AAALEFLNR 79 87 30.9 28.8 19.9 1 0 0 1,004.5523
H_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 15 16.40% TYEEGLKHEANNPQLK 94 109 33.4 27.5 33.4 1 2 0 1,870.9295
H_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 15 16.40% ELIEQLR 154 160 39.7 25.9 12.6 2 0 0 900.5150
H_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 15 16.40% LAYINPDLALEEK 352 364 83.8 28.0 68.9 2 0 0 1,488.7946
H_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 15 16.40% ALDLDSSCKEAADGYQR 454 470 65.7 25.0 65.7 1 2 0 1,898.8551
H_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 15 16.40% DPQALSEHLKNPVIAQK 514 530 34.2 26.5 34.2 0 2 0 1,888.0289
H_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 15 16.40% LMDVGLIAIR 534 543 54.2 27.6 42.7 2 0 0 1,100.6498
H_15 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 2 2 3 4.24% TYEEGLKHEANNPQLK 94 109 27.7 27.2 25.3 0 1 0 1,870.9295
H_15 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 2 2 3 4.24% ELIEQLR 154 160 40.3 25.8 14.7 2 0 0 900.5150
I_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 16 16.40% TYEEGLKHEANNPQLK 94 109 25.3 27.2 20.4 1 2 0 1,870.9295
I_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 16 16.40% TLLSDPTYR 145 153 31.3 27.1 17.0 2 0 0 1,065.5576
I_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 16 16.40% ELIEQLR 154 160 41.4 25.8 14.9 2 0 0 900.5150
I_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 16 16.40% LAYINPDLALEEK 352 364 83.2 28.1 66.8 2 0 0 1,488.7946
I_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 16 16.40% ALDLDSSCKEAADGYQR 454 470 54.5 25.0 54.5 1 2 0 1,898.8551
I_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 16 16.40% DPQALSEHLKNPVIAQK 514 530 38.1 26.2 31.7 0 2 0 1,888.0289
I_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 7 9 16 16.40% LMDVGLIAIR 534 543 59.2 27.6 48.1 2 0 0 1,100.6498
J_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 4 4 6 9.02% TLLSDPTYR 145 153 34.9 27.9 18.6 1 0 0 1,065.5576
J_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 4 4 6 9.02% LAYINPDLALEEK 352 364 30.4 27.2 18.5 2 0 0 1,488.7946
J_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 4 4 6 9.02% DPQALSEHLKNPVIAQK 514 530 20.5 26.0 18.0 0 1 0 1,888.0289
J_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 4 4 6 9.02% LMDVGLIAIR 534 543 56.1 25.0 47.9 2 0 0 1,100.6498
K_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 4 4 7 11.60% TYEEGLKHEANNPQLK 94 109 21.0 27.3 15.7 0 1 0 1,870.9295
K_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 4 4 7 11.60% LAYINPDLALEEK 352 364 50.0 28.0 30.6 2 0 0 1,488.7946
K_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 4 4 7 11.60% ALDLDSSCKEAADGYQR 454 470 36.3 25.0 36.3 0 2 0 1,898.8551
K_14 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 4 4 7 11.60% DPQALSEHLKNPVIAQK 514 530 35.0 26.2 35.0 0 2 0 1,888.0289
L_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 9 12 23 19.30% KAAALEFLNR 78 87 45.1 26.7 38.4 2 0 0 1,132.6473
L_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 9 12 23 19.30% TYEEGLKHEANNPQLK 94 109 27.1 27.3 24.8 1 2 0 1,870.9295
L_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 9 12 23 19.30% LAYINPDLALEEK 352 364 77.2 27.1 59.5 2 0 0 1,488.7946
L_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 9 12 23 19.30% LLEFQLALK 407 415 34.7 25.0 22.1 2 0 0 1,074.6559
L_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 9 12 23 19.30% AAALEAMKDYTK 435 446 36.1 27.0 36.1 1 0 0 1,327.6564
L_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 9 12 23 19.30% ALDLDSSCKEAADGYQR 454 470 69.7 25.0 69.7 2 2 0 1,898.8551
L_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 9 12 23 19.30% RAMADPEVQQIMSDPAMR 488 505 42.4 25.0 40.6 0 2 0 2,093.9415
L_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 9 12 23 19.30% AMADPEVQQIMSDPAMR 489 505 61.6 25.0 61.6 3 0 0 1,937.8404
L_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 9 12 23 19.30% LMDVGLIAIR 534 543 66.6 27.5 54.0 4 0 0 1,116.6448
M_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 4 5 9 10.70% LAYINPDLALEEK 352 364 44.2 28.0 28.7 2 0 0 1,488.7946
M_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 4 5 9 10.70% ALDLDSSCKEAADGYQR 454 470 32.9 25.0 32.9 0 2 0 1,898.8551
M_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 4 5 9 10.70% RAMADPEVQQIMSDPAMR 488 505 34.5 25.0 34.5 0 2 0 2,093.9415
M_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 4 5 9 10.70% LMDVGLIAIR 534 543 62.3 25.9 41.7 3 0 0 1,116.6448
N_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 3 3 4 4.79% TLLSDPTYR 145 153 32.5 27.9 21.2 1 0 0 1,065.5576
N_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 3 3 4 4.79% ELIEQLR 154 160 32.4 28.2 10.4 1 0 0 900.5150
N_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 3 3 4 4.79% LMDVGLIAIR 534 543 39.0 25.9 27.1 2 0 0 1,116.6448
O_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 9 12.00% ELIEQLR 154 160 36.5 28.2 12.7 1 0 0 900.5150
O_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 9 12.00% LAYINPDLALEEK 352 364 51.7 27.2 37.7 2 0 0 1,488.7946
O_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 9 12.00% ALDLDSSCKEAADGYQR 454 470 29.9 25.0 29.9 0 2 0 1,898.8551
O_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 9 12.00% RAMADPEVQQIMSDPAMR 488 505 26.5 25.0 26.3 0 2 0 2,093.9415
O_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 9 12.00% LMDVGLIAIR 534 543 52.3 25.9 41.8 2 0 0 1,116.6448
P_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 8 8.84% ELIEQLR 154 160 38.0 28.3 12.6 2 0 0 900.5150
P_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 8 8.84% LAYINPDLALEEK 352 364 53.5 27.2 32.8 2 0 0 1,488.7946
P_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 8 8.84% RAMADPEVQQIMSDPAMR 488 505 26.4 25.0 26.4 0 1 0 2,093.9415
P_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 8 8.84% AMADPEVQQIMSDPAMR 489 505 36.4 25.0 30.8 1 0 0 1,937.8404
P_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 5 5 8 8.84% LMDVGLIAIR 534 543 44.5 26.0 33.5 2 0 0 1,116.6448
Q_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 3 3 5 6.45% ELIEQLR 154 160 31.5 28.2 13.7 1 0 0 900.5150
Q_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 3 3 5 6.45% RAMADPEVQQIMSDPAMR 488 505 43.6 25.0 39.5 0 2 0 2,093.9415
Q_10 Stress‐induced‐phosphoprotein 1 STIP1_HUMAN 62,642 3 3 5 6.45% LMDVGLIAIR 534 543 58.6 26.0 38.0 2 0 0 1,116.6448
A_14 Serine/threonine‐protein kinase 24 STK24_HUMAN 49,311 3 3 5 8.35% AANVLLSEHGEVK 159 171 24.2 26.5 21.8 0 1 0 1,366.7325
A_14 Serine/threonine‐protein kinase 24 STK24_HUMAN 49,311 3 3 5 8.35% TSYLTELIDR 293 302 66.0 28.0 54.3 2 0 0 1,210.6315
A_14 Serine/threonine‐protein kinase 24 STK24_HUMAN 49,311 3 3 5 8.35% NLENGALQPSDLDR 348 361 55.9 27.2 55.0 2 0 0 1,541.7556
A_02 Stathmin STMN1_HUMAN 17,303 3 3 3 22.80% ASGQAFELILSPR 15 27 42.2 28.1 30.6 1 0 0 1,388.7533
A_02 Stathmin STMN1_HUMAN 17,303 3 3 3 22.80% ESVPEFPLSPPK 30 41 23.6 27.4 15.7 1 0 0 1,326.6941
A_02 Stathmin STMN1_HUMAN 17,303 3 3 3 22.80% DLSLEEIQK 44 52 38.9 28.0 21.8 1 0 0 1,074.5679
A_04 Stathmin STMN1_HUMAN 17,303 4 5 9 24.80% ASGQAFELILSPR 15 27 35.4 27.8 28.2 2 1 0 1,388.7533
A_04 Stathmin STMN1_HUMAN 17,303 4 5 9 24.80% SKESVPEFPLSPPK 28 41 35.0 27.3 26.1 2 0 0 1,541.8211
A_04 Stathmin STMN1_HUMAN 17,303 4 5 9 24.80% ESVPEFPLSPPK 30 41 30.0 27.2 23.5 2 0 0 1,326.6941
A_04 Stathmin STMN1_HUMAN 17,303 4 5 9 24.80% DLSLEEIQKK 44 53 40.3 28.5 32.8 2 0 0 1,202.6629
A_05 Stathmin STMN1_HUMAN 17,303 2 2 3 14.80% ASGQAFELILSPR 15 27 29.5 28.2 7.1 1 0 0 1,388.7533
A_05 Stathmin STMN1_HUMAN 17,303 2 2 3 14.80% DLSLEEIQK 44 52 33.2 28.3 17.4 2 0 0 1,074.5679
B_04 Stathmin STMN1_HUMAN 17,303 5 6 9 31.50% ASGQAFELILSPR 15 27 70.6 28.0 53.7 2 1 0 1,388.7533
B_04 Stathmin STMN1_HUMAN 17,303 5 6 9 31.50% SKESVPEFPLSPPK 28 41 41.2 27.3 38.1 2 0 0 1,541.8211
B_04 Stathmin STMN1_HUMAN 17,303 5 6 9 31.50% ESVPEFPLSPPK 30 41 61.6 27.7 54.4 2 0 0 1,326.6941
B_04 Stathmin STMN1_HUMAN 17,303 5 6 9 31.50% DLSLEEIQKK 44 53 31.4 28.5 25.7 1 0 0 1,202.6629
B_04 Stathmin STMN1_HUMAN 17,303 5 6 9 31.50% AIEENNNFSK 86 95 28.4 26.5 0.0 1 0 0 1,165.5483
C_03 Stathmin STMN1_HUMAN 17,303 2 2 3 6.71% DLSLEEIQK 44 52 42.8 28.0 19.5 2 0 0 1,074.5679
C_03 Stathmin STMN1_HUMAN 17,303 2 2 3 6.71% DLSLEEIQKK 44 53 24.2 27.7 16.1 1 0 0 1,202.6629
C_04 Stathmin STMN1_HUMAN 17,303 7 7 13 32.90% ASGQAFELILSPR 15 27 49.9 28.2 25.2 2 0 0 1,388.7533
C_04 Stathmin STMN1_HUMAN 17,303 7 7 13 32.90% SKESVPEFPLSPPK 28 41 38.3 27.0 37.5 2 0 0 1,541.8211
C_04 Stathmin STMN1_HUMAN 17,303 7 7 13 32.90% ESVPEFPLSPPK 30 41 43.0 27.4 37.2 2 0 0 1,326.6941
C_04 Stathmin STMN1_HUMAN 17,303 7 7 13 32.90% KKDLSLEEIQK 42 52 51.2 27.9 35.8 2 0 0 1,330.7579
C_04 Stathmin STMN1_HUMAN 17,303 7 7 13 32.90% DLSLEEIQK 44 52 37.5 28.3 18.5 2 0 0 1,074.5679
C_04 Stathmin STMN1_HUMAN 17,303 7 7 13 32.90% DLSLEEIQKK 44 53 44.8 27.6 29.6 2 0 0 1,202.6629
C_04 Stathmin STMN1_HUMAN 17,303 7 7 13 32.90% AIEENNNFSK 86 95 31.6 26.5 0.0 1 0 0 1,165.5483
D_05 Stathmin STMN1_HUMAN 17,303 2 2 3 14.80% ASGQAFELILSPR 15 27 31.1 27.9 13.9 1 0 0 1,388.7533



D_05 Stathmin STMN1_HUMAN 17,303 2 2 3 14.80% DLSLEEIQK 44 52 34.9 29.3 10.3 2 0 0 1,074.5679
D_07 Stathmin STMN1_HUMAN 17,303 3 3 6 22.80% ASGQAFELILSPR 15 27 49.6 27.6 18.5 2 0 0 1,388.7533
D_07 Stathmin STMN1_HUMAN 17,303 3 3 6 22.80% ESVPEFPLSPPK 30 41 38.6 27.2 33.2 2 0 0 1,326.6941
D_07 Stathmin STMN1_HUMAN 17,303 3 3 6 22.80% DLSLEEIQK 44 52 40.1 29.4 19.3 2 0 0 1,074.5679
D_08 Stathmin STMN1_HUMAN 17,303 4 5 7 24.20% ASGQAFELILSPR 15 27 55.4 27.8 26.3 2 0 0 1,388.7533
D_08 Stathmin STMN1_HUMAN 17,303 4 5 7 24.20% SKESVPEFPLSPPK 28 41 23.2 27.6 15.5 1 1 0 1,541.8211
D_08 Stathmin STMN1_HUMAN 17,303 4 5 7 24.20% ESVPEFPLSPPK 30 41 44.8 27.3 42.7 2 0 0 1,326.6941
D_08 Stathmin STMN1_HUMAN 17,303 4 5 7 24.20% DLSLEEIQK 44 52 48.2 29.3 24.3 1 0 0 1,074.5679
E_07 Stathmin STMN1_HUMAN 17,303 2 2 4 14.80% ASGQAFELILSPR 15 27 48.3 27.8 11.6 2 0 0 1,388.7533
E_07 Stathmin STMN1_HUMAN 17,303 2 2 4 14.80% DLSLEEIQK 44 52 25.5 29.1 7.1 2 0 0 1,074.5679
E_08 Stathmin STMN1_HUMAN 17,303 2 2 2 14.80% ASGQAFELILSPR 15 27 49.2 27.9 24.5 1 0 0 1,388.7533
E_08 Stathmin STMN1_HUMAN 17,303 2 2 2 14.80% DLSLEEIQK 44 52 36.8 29.1 10.9 1 0 0 1,074.5679
F_08 Stathmin STMN1_HUMAN 17,303 5 5 7 32.20% ASGQAFELILSPR 15 27 64.8 27.9 58.5 2 0 0 1,388.7533
F_08 Stathmin STMN1_HUMAN 17,303 5 5 7 32.20% SKESVPEFPLSPPK 28 41 22.1 27.4 17.8 0 1 0 1,541.8211
F_08 Stathmin STMN1_HUMAN 17,303 5 5 7 32.20% KDLSLEEIQK 43 52 24.2 28.5 12.9 1 0 0 1,202.6629
F_08 Stathmin STMN1_HUMAN 17,303 5 5 7 32.20% DLSLEEIQKK 44 53 34.9 27.7 25.8 2 0 0 1,202.6629
F_08 Stathmin STMN1_HUMAN 17,303 5 5 7 32.20% AIEENNNFSK 86 95 22.4 26.5 0.0 1 0 0 1,165.5483
G_08 Stathmin STMN1_HUMAN 17,303 2 2 3 6.71% DLSLEEIQK 44 52 45.3 28.3 30.0 2 0 0 1,074.5679
G_08 Stathmin STMN1_HUMAN 17,303 2 2 3 6.71% DLSLEEIQKK 44 53 24.7 28.4 14.7 1 0 0 1,202.6629
H_02 Stathmin STMN1_HUMAN 17,303 2 2 2 14.80% ASGQAFELILSPR 15 27 30.8 28.2 13.9 1 0 0 1,388.7533
H_02 Stathmin STMN1_HUMAN 17,303 2 2 2 14.80% DLSLEEIQK 44 52 28.6 28.3 9.0 1 0 0 1,074.5679
H_03 Stathmin STMN1_HUMAN 17,303 2 2 4 14.80% ASGQAFELILSPR 15 27 52.2 28.2 41.5 2 0 0 1,388.7533
H_03 Stathmin STMN1_HUMAN 17,303 2 2 4 14.80% DLSLEEIQK 44 52 41.7 28.3 21.4 2 0 0 1,074.5679
H_04 Stathmin STMN1_HUMAN 17,303 3 4 8 17.40% RASGQAFELILSPR 14 27 40.5 26.5 26.2 0 2 0 1,544.8544
H_04 Stathmin STMN1_HUMAN 17,303 3 4 8 17.40% ASGQAFELILSPR 15 27 58.9 28.1 48.4 2 2 0 1,388.7533
H_04 Stathmin STMN1_HUMAN 17,303 3 4 8 17.40% ESVPEFPLSPPK 30 41 38.0 27.2 30.7 2 0 0 1,326.6941
I_04 Stathmin STMN1_HUMAN 17,303 3 4 7 18.10% ASGQAFELILSPR 15 27 60.1 27.9 45.2 2 2 0 1,388.7533
I_04 Stathmin STMN1_HUMAN 17,303 3 4 7 18.10% SKESVPEFPLSPPK 28 41 25.5 26.9 25.5 0 1 0 1,541.8211
I_04 Stathmin STMN1_HUMAN 17,303 3 4 7 18.10% ESVPEFPLSPPK 30 41 34.6 27.5 26.0 2 0 0 1,326.6941
I_05 Stathmin STMN1_HUMAN 17,303 2 2 2 14.10% ESVPEFPLSPPK 30 41 24.6 27.5 13.9 1 0 0 1,326.6941
I_05 Stathmin STMN1_HUMAN 17,303 2 2 2 14.10% DLSLEEIQK 44 52 42.2 29.4 20.5 1 0 0 1,074.5679
K_03 Stathmin STMN1_HUMAN 17,303 2 2 2 14.80% ASGQAFELILSPR 15 27 34.6 28.1 25.2 1 0 0 1,388.7533
K_03 Stathmin STMN1_HUMAN 17,303 2 2 2 14.80% DLSLEEIQK 44 52 38.5 28.9 19.4 1 0 0 1,074.5679
K_04 Stathmin STMN1_HUMAN 17,303 4 4 8 24.20% ASGQAFELILSPR 15 27 53.5 28.0 36.5 2 0 0 1,388.7533
K_04 Stathmin STMN1_HUMAN 17,303 4 4 8 24.20% SKESVPEFPLSPPK 28 41 47.2 27.4 43.6 2 0 0 1,541.8211
K_04 Stathmin STMN1_HUMAN 17,303 4 4 8 24.20% ESVPEFPLSPPK 30 41 62.6 27.4 57.0 2 0 0 1,326.6941
K_04 Stathmin STMN1_HUMAN 17,303 4 4 8 24.20% DLSLEEIQK 44 52 42.5 28.3 20.5 2 0 0 1,074.5679
L_03 Stathmin STMN1_HUMAN 17,303 2 2 3 9.40% RASGQAFELILSPR 14 27 30.0 26.8 22.8 0 1 0 1,544.8544
L_03 Stathmin STMN1_HUMAN 17,303 2 2 3 9.40% ASGQAFELILSPR 15 27 49.4 27.8 34.7 2 0 0 1,388.7533
L_04 Stathmin STMN1_HUMAN 17,303 2 2 4 9.40% RASGQAFELILSPR 14 27 33.7 26.5 24.8 0 2 0 1,544.8544
L_04 Stathmin STMN1_HUMAN 17,303 2 2 4 9.40% ASGQAFELILSPR 15 27 44.7 28.0 27.1 2 0 0 1,388.7533
C_09 Erythrocyte band 7 integral membrane protein STOM_HUMAN 31,732 2 2 3 9.38% VQNATLAVANITNADSATR 126 144 106.0 27.6 104.0 2 0 0 1,929.9988
C_09 Erythrocyte band 7 integral membrane protein STOM_HUMAN 31,732 2 2 3 9.38% LLAQTTLR 145 152 27.4 28.0 9.1 1 0 0 915.5623
L_05 Erythrocyte band 7 integral membrane protein STOM_HUMAN 31,732 2 2 2 6.94% LLAQTTLR 145 152 37.9 27.1 20.3 1 0 0 915.5623
L_05 Erythrocyte band 7 integral membrane protein STOM_HUMAN 31,732 2 2 2 6.94% YLQTLTTIAAEK 252 263 52.2 26.8 43.8 1 0 0 1,351.7469
L_06 Erythrocyte band 7 integral membrane protein STOM_HUMAN 31,732 2 2 3 10.80% VQNATLAVANITNADSATR 126 144 97.3 27.6 96.1 1 0 0 1,929.9988
L_06 Erythrocyte band 7 integral membrane protein STOM_HUMAN 31,732 2 2 3 10.80% YLQTLTTIAAEK 252 263 46.5 26.7 40.5 2 0 0 1,351.7469
A_11 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 5 5 9 19.10% GAVWGATLNK 60 69 30.7 28.5 21.9 2 0 0 1,016.5524
A_11 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 5 5 9 19.10% IYDLNKPEAEPK 126 137 67.9 28.0 61.7 2 0 0 1,416.7371
A_11 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 5 5 9 19.10% SFEAPATINSASLHPEK 219 235 68.8 27.4 66.7 2 0 0 1,798.8970
A_11 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 5 5 9 19.10% YDYNSGEELESYK 250 262 74.0 25.0 74.0 2 0 0 1,596.6700
A_11 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 5 5 9 19.10% CVLPEEDSGELAKPK 305 319 36.7 27.2 34.8 1 0 0 1,671.8261
A_12 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 3 5 10.30% IYDLNKPEAEPK 126 137 60.1 28.0 52.8 2 0 0 1,416.7371
A_12 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 3 5 10.30% EFLVAGGEDFK 236 246 33.9 25.9 19.9 2 0 0 1,211.5944
A_12 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 3 5 10.30% YDYNSGEELESYK 250 262 57.2 25.0 57.2 1 0 0 1,596.6700
B_11 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 4 4 8 14.60% GAVWGATLNK 60 69 32.7 28.4 22.0 2 0 0 1,016.5524
B_11 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 4 4 8 14.60% SFEAPATINSASLHPEK 219 235 56.9 27.3 50.2 2 0 0 1,798.8970
B_11 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 4 4 8 14.60% EFLVAGGEDFK 236 246 36.5 25.1 18.2 2 0 0 1,211.5944
B_11 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 4 4 8 14.60% YDYNSGEELESYK 250 262 70.6 25.0 70.6 2 0 0 1,596.6700
B_12 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 4 7 12.00% IYDLNKPEAEPK 126 137 50.7 28.0 42.4 2 1 0 1,416.7371
B_12 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 4 7 12.00% SFEAPATINSASLHPEK 219 235 68.1 27.4 68.1 2 0 0 1,798.8970
B_12 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 4 7 12.00% YDYNSGEELESYK 250 262 69.1 25.0 69.1 2 0 0 1,596.6700
C_11 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 3 5 10.60% GAVWGATLNK 60 69 43.5 28.5 29.6 2 0 0 1,016.5524
C_11 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 3 5 10.60% IYDLNKPEAEPK 126 137 58.2 28.1 52.6 2 0 0 1,416.7371
C_11 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 3 5 10.60% CVLPEEDSGELAKPK 305 319 23.3 26.8 13.5 1 0 0 1,671.8261
D_18 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 2 2 2 5.14% GAVWGATLNK 60 69 30.9 28.3 15.5 1 0 0 1,016.5524
D_18 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 2 2 2 5.14% LWQTVVGK 291 298 25.2 28.4 10.2 1 0 0 930.5408
F_14 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 4 7 10.00% GAVWGATLNK 60 69 57.7 28.4 46.0 2 0 0 1,016.5524
F_14 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 4 7 10.00% IYDLNKPEAEPK 126 137 46.7 28.0 34.9 2 2 0 1,416.7371
F_14 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 4 7 10.00% YDYNSGEELESYK 250 262 45.4 25.0 45.4 1 0 0 1,596.6700
G_14 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 3 4 8.57% GAVWGATLNK 60 69 35.9 29.2 23.0 2 0 0 1,016.5524
G_14 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 3 4 8.57% IYDLNKPEAEPK 126 137 28.1 28.0 21.3 1 0 0 1,416.7371
G_14 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 3 4 8.57% LWQTVVGK 291 298 28.4 29.5 16.0 1 0 0 930.5408
H_10 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 4 8 10.30% IYDLNKPEAEPK 126 137 64.1 28.0 57.5 2 2 0 1,416.7371
H_10 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 4 8 10.30% EFLVAGGEDFK 236 246 34.3 25.8 13.6 2 0 0 1,211.5944
H_10 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 4 8 10.30% YDYNSGEELESYK 250 262 55.2 25.0 55.2 2 0 0 1,596.6700
I_10 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 2 2 3 7.14% IYDLNKPEAEPK 126 137 31.7 28.0 17.4 0 1 0 1,416.7371
I_10 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 2 2 3 7.14% YDYNSGEELESYK 250 262 41.7 25.0 41.7 2 0 0 1,596.6700
K_09 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 2 2 2 8.00% YDYNSGEELESYK 250 262 42.1 25.0 40.4 1 0 0 1,596.6700
K_09 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 2 2 2 8.00% CVLPEEDSGELAKPK 305 319 17.8 26.8 13.0 0 1 0 1,671.8261
K_10 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 3 5 11.40% IYDLNKPEAEPK 126 137 55.3 28.3 48.7 2 0 0 1,416.7371
K_10 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 3 5 11.40% YDYNSGEELESYK 250 262 57.3 25.0 57.3 2 0 0 1,596.6700
K_10 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 3 5 11.40% CVLPEEDSGELAKPK 305 319 19.0 26.8 8.7 0 1 0 1,671.8261
L_07 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 2 2 4 7.14% IYDLNKPEAEPK 126 137 42.0 28.1 41.4 2 0 0 1,416.7371
L_07 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 2 2 4 7.14% YDYNSGEELESYK 250 262 79.8 25.0 79.8 2 0 0 1,596.6700
M_07 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 4 5 12.30% IYDLNKPEAEPK 126 137 36.0 28.1 26.1 2 1 0 1,416.7371
M_07 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 4 5 12.30% YDYNSGEELESYK 250 262 43.0 25.0 43.0 1 0 0 1,596.6700
M_07 Serine‐threonine kinase receptor‐associated protein STRAP_HUMAN 38,439 3 4 5 12.30% FSPDGELYASGSEDGTLR 273 290 61.8 25.0 61.2 1 0 0 1,900.8561
H_07 Syntaxin‐12 STX12_HUMAN 31,643 2 2 3 10.90% DFSSIIQTCSGNIQR 21 35 69.5 26.3 62.8 2 0 0 1,725.8226
H_07 Syntaxin‐12 STX12_HUMAN 31,643 2 2 3 10.90% ELGSLPLPLSTSEQR 83 97 42.0 27.0 36.9 1 0 0 1,626.8699
K_07 Syntaxin‐12 STX12_HUMAN 31,643 2 2 4 11.60% LQENLQQLQHSTNQLAK 59 75 26.2 27.2 19.2 0 2 0 1,993.0463
K_07 Syntaxin‐12 STX12_HUMAN 31,643 2 2 4 11.60% ELGSLPLPLSTSEQR 83 97 47.5 27.0 47.5 2 0 0 1,626.8699
A_08 Syntaxin‐7 STX7_HUMAN 29,816 2 2 2 9.58% ITQCSVEIQR 25 34 25.6 28.4 19.6 1 0 0 1,233.6257
A_08 Syntaxin‐7 STX7_HUMAN 29,816 2 2 2 9.58% TLNQLGTPQDSPELR 35 49 61.7 27.7 57.6 1 0 0 1,668.8554
A_09 Syntaxin‐7 STX7_HUMAN 29,816 3 3 5 14.60% ITQCSVEIQR 25 34 34.7 27.9 27.5 1 0 0 1,233.6257
A_09 Syntaxin‐7 STX7_HUMAN 29,816 3 3 5 14.60% TLNQLGTPQDSPELR 35 49 92.4 27.5 83.2 2 0 0 1,668.8554
A_09 Syntaxin‐7 STX7_HUMAN 29,816 3 3 5 14.60% EFGSLPTTPSEQR 72 84 27.1 27.2 21.8 2 0 0 1,448.7017
B_09 Syntaxin‐7 STX7_HUMAN 29,816 3 3 5 14.60% ITQCSVEIQR 25 34 32.4 28.3 25.9 1 0 0 1,233.6257
B_09 Syntaxin‐7 STX7_HUMAN 29,816 3 3 5 14.60% TLNQLGTPQDSPELR 35 49 56.6 27.3 49.2 2 0 0 1,668.8554
B_09 Syntaxin‐7 STX7_HUMAN 29,816 3 3 5 14.60% EFGSLPTTPSEQR 72 84 24.1 27.0 17.4 2 0 0 1,448.7017
F_11 Syntaxin‐7 STX7_HUMAN 29,816 2 2 4 9.58% ITQCSVEIQR 25 34 62.9 28.4 45.6 2 0 0 1,233.6257
F_11 Syntaxin‐7 STX7_HUMAN 29,816 2 2 4 9.58% TLNQLGTPQDSPELR 35 49 61.0 27.3 54.1 2 0 0 1,668.8554
I_04 Syntaxin‐7 STX7_HUMAN 29,816 2 2 3 10.70% TLNQLGTPQDSPELR 35 49 66.8 27.5 54.9 2 0 0 1,668.8554
I_04 Syntaxin‐7 STX7_HUMAN 29,816 2 2 3 10.70% EFGSLPTTPSEQR 72 84 42.1 27.4 34.7 1 0 0 1,448.7017
L_06 Syntaxin‐7 STX7_HUMAN 29,816 2 2 4 9.58% ITQCSVEIQR 25 34 46.6 28.0 24.9 2 0 0 1,233.6257
L_06 Syntaxin‐7 STX7_HUMAN 29,816 2 2 4 9.58% TLNQLGTPQDSPELR 35 49 78.9 27.5 70.8 2 0 0 1,668.8554
A_17 Syntaxin‐binding protein 1 STXB1_HUMAN 67,572 2 2 4 3.37% VLVVDQLSMR 30 39 47.7 27.8 42.4 2 0 0 1,175.6454
A_17 Syntaxin‐binding protein 1 STXB1_HUMAN 67,572 2 2 4 3.37% ISEQTYQLSR 468 477 52.1 26.8 44.9 2 0 0 1,224.6219
B_17 Syntaxin‐binding protein 1 STXB1_HUMAN 67,572 4 4 7 8.42% LAEQIATLCATLK 172 184 36.3 27.9 32.8 1 0 0 1,431.7878
B_17 Syntaxin‐binding protein 1 STXB1_HUMAN 67,572 4 4 7 8.42% DNALLAQLIQDK 197 208 70.5 26.7 54.9 2 0 0 1,341.7375
B_17 Syntaxin‐binding protein 1 STXB1_HUMAN 67,572 4 4 7 8.42% VEQDLAMGTDAEGEK 368 382 31.3 25.0 29.1 2 0 0 1,608.7061
B_17 Syntaxin‐binding protein 1 STXB1_HUMAN 67,572 4 4 7 8.42% ISEQTYQLSR 468 477 38.8 27.4 30.6 2 0 0 1,224.6219



A_17 Syntaxin‐binding protein 3 STXB3_HUMAN 67,767 2 2 4 3.55% ALYFITPTSK 77 86 28.0 25.9 25.0 2 0 0 1,140.6300
A_17 Syntaxin‐binding protein 3 STXB3_HUMAN 67,767 2 2 4 3.55% TSLSALTQLMK 322 332 29.8 26.8 25.5 2 0 0 1,208.6557
C_17 Syntaxin‐binding protein 3 STXB3_HUMAN 67,767 2 2 3 3.21% ALYFITPTSK 77 86 29.8 25.8 20.8 2 0 0 1,140.6300
C_17 Syntaxin‐binding protein 3 STXB3_HUMAN 67,767 2 2 3 3.21% VLLPVLLNK 389 397 23.3 25.0 23.3 1 0 0 1,008.6817
A_10 Succinyl‐CoA ligase [ADP/GDP‐forming] subunit alpha, mitochondrial SUCA_HUMAN 36,250 2 2 4 8.96% GGQTHLGLPVFNTVK 91 105 49.3 26.2 46.5 2 0 0 1,567.8593
A_10 Succinyl‐CoA ligase [ADP/GDP‐forming] subunit alpha, mitochondrial SUCA_HUMAN 36,250 2 2 4 8.96% LIGPNCPGVINPGECK 167 182 42.4 26.9 37.0 2 0 0 1,724.8462
B_10 Succinyl‐CoA ligase [ADP/GDP‐forming] subunit alpha, mitochondrial SUCA_HUMAN 36,250 2 2 3 8.96% GGQTHLGLPVFNTVK 91 105 24.5 26.2 22.0 1 0 0 1,567.8593
B_10 Succinyl‐CoA ligase [ADP/GDP‐forming] subunit alpha, mitochondrial SUCA_HUMAN 36,250 2 2 3 8.96% LIGPNCPGVINPGECK 167 182 55.0 27.3 52.8 2 0 0 1,724.8462
H_08 Succinyl‐CoA ligase [ADP/GDP‐forming] subunit alpha, mitochondrial SUCA_HUMAN 36,250 2 2 4 8.96% QGTFHSQQALEYGTK 67 81 25.9 27.0 17.0 0 2 0 1,694.8134
H_08 Succinyl‐CoA ligase [ADP/GDP‐forming] subunit alpha, mitochondrial SUCA_HUMAN 36,250 2 2 4 8.96% LIGPNCPGVINPGECK 167 182 44.4 27.1 38.9 2 0 0 1,724.8462
K_08 Succinyl‐CoA ligase [ADP/GDP‐forming] subunit alpha, mitochondrial SUCA_HUMAN 36,250 2 2 3 8.96% GGQTHLGLPVFNTVK 91 105 17.5 26.0 15.1 0 1 0 1,567.8593
K_08 Succinyl‐CoA ligase [ADP/GDP‐forming] subunit alpha, mitochondrial SUCA_HUMAN 36,250 2 2 3 8.96% LIGPNCPGVINPGECK 167 182 58.5 27.5 54.0 2 0 0 1,724.8462
A_12 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 5 8.80% DPNVVGQLAK 109 118 22.5 25.6 10.1 1 0 0 1,040.5736
A_12 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 5 8.80% MAENLGFVGPLK 207 218 54.1 27.5 36.5 2 0 0 1,291.6717
A_12 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 5 8.80% LYNLFLK 228 234 18.8 25.0 7.2 1 0 0 910.5397
A_12 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 5 8.80% EAQVYQAFK 339 347 25.5 26.8 18.6 1 0 0 1,083.5469
A_13 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 6 8.56% FFVADTANEALEAAK 59 73 90.0 27.7 77.6 2 0 0 1,596.7904
A_13 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 6 8.56% ETYLAILMDR 151 160 60.5 26.5 57.6 2 0 0 1,240.6244
A_13 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 6 8.56% MAENLGFVGPLK 207 218 59.0 28.0 40.6 2 0 0 1,291.6717
B_12 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 5 7.41% DPNVVGQLAK 109 118 33.6 25.7 26.5 2 0 0 1,040.5736
B_12 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 5 7.41% EQIDIFEGIK 191 200 22.5 28.8 16.1 1 0 0 1,191.6258
B_12 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 5 7.41% MAENLGFVGPLK 207 218 55.6 27.5 47.8 2 0 0 1,291.6717
B_13 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 2 2 3 3.94% ETYLAILMDR 151 160 45.2 26.6 45.2 2 0 0 1,240.6244
B_13 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 2 2 3 3.94% LYNLFLK 228 234 19.5 25.0 2.0 1 0 0 910.5397
C_12 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 7 10.60% GGVHLTKDPNVVGQLAK 102 118 33.7 25.6 32.4 0 2 0 1,732.9707
C_12 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 7 10.60% MAENLGFVGPLK 207 218 40.7 27.8 33.3 1 0 0 1,291.6717
C_12 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 7 10.60% LYNLFLK 228 234 25.1 25.0 11.7 2 0 0 910.5397
C_12 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 7 10.60% INFDDNAEFR 260 269 52.9 25.0 44.5 2 0 0 1,240.5593
C_13 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 6 7.41% ETYLAILMDR 151 160 31.0 26.5 11.4 2 0 0 1,240.6244
C_13 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 6 7.41% MAENLGFVGPLK 207 218 39.7 27.7 37.0 2 0 0 1,291.6717
C_13 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 6 7.41% INFDDNAEFR 260 269 41.3 25.0 32.3 2 0 0 1,240.5593
C_14 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 2 2 3 5.09% MAENLGFVGPLK 207 218 38.4 28.0 30.8 1 0 0 1,291.6717
C_14 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 2 2 3 5.09% INFDDNAEFR 260 269 40.5 25.0 34.0 2 0 0 1,240.5593
D_19 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 4 6.71% DPNVVGQLAK 109 118 29.4 26.1 17.0 1 0 0 1,040.5736
D_19 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 4 6.71% INFDDNAEFR 260 269 27.7 25.0 24.5 2 0 0 1,240.5593
D_19 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 4 6.71% EAQVYQAFK 339 347 20.6 26.8 14.1 1 0 0 1,083.5469
E_18 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 3 6.71% DPNVVGQLAK 109 118 28.1 25.5 24.6 1 0 0 1,040.5736
E_18 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 3 6.71% INFDDNAEFR 260 269 19.9 25.0 13.2 1 0 0 1,240.5593
E_18 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 3 6.71% EAQVYQAFK 339 347 23.0 26.5 21.0 1 0 0 1,083.5469
F_14 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 7 10.40% FFVADTANEALEAAK 59 73 70.7 27.6 55.5 2 0 0 1,596.7904
F_14 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 7 10.40% DPNVVGQLAK 109 118 32.7 25.5 23.5 2 0 0 1,040.5736
F_14 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 7 10.40% QMIGYNLATK 119 128 24.1 26.9 15.4 1 0 0 1,154.5876
F_14 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 7 10.40% ETYLAILMDR 151 160 37.0 26.6 19.1 2 0 0 1,240.6244
G_14 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 8 9.26% DPNVVGQLAK 109 118 36.1 26.1 24.1 2 0 0 1,040.5736
G_14 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 8 9.26% VMVAEALDISR 140 150 56.7 28.9 34.8 2 0 0 1,203.6402
G_14 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 8 9.26% INFDDNAEFR 260 269 61.4 25.0 57.0 2 0 0 1,240.5593
G_14 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 4 4 8 9.26% EAQVYQAFK 339 347 33.6 27.1 26.0 2 0 0 1,083.5469
K_11 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 4 8.10% FFVADTANEALEAAK 59 73 66.2 27.3 50.5 1 0 0 1,596.7904
K_11 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 4 8.10% EQIDIFEGIK 191 200 32.2 27.9 26.4 1 0 0 1,191.6258
K_11 Succinyl‐CoA ligase [GDP‐forming] subunit beta, mitochondrial SUCB2_HUMAN 46,512 3 3 4 8.10% INFDDNAEFR 260 269 49.7 25.0 46.2 2 0 0 1,240.5593
A_11 Suppressor of G2 allele of SKP1 homolog SUGT1_HUMAN 41,025 2 2 3 6.58% SLELNPNNSTAMLR 71 84 56.0 27.7 51.7 2 0 0 1,575.7796
A_11 Suppressor of G2 allele of SKP1 homolog SUGT1_HUMAN 41,025 2 2 3 6.58% LPSGEDYNLK 212 221 36.6 27.9 29.4 1 0 0 1,135.5631
B_11 Suppressor of G2 allele of SKP1 homolog SUGT1_HUMAN 41,025 3 3 4 9.59% SLELNPNNSTAMLR 71 84 54.9 27.8 48.2 2 0 0 1,575.7796
B_11 Suppressor of G2 allele of SKP1 homolog SUGT1_HUMAN 41,025 3 3 4 9.59% LPSGEDYNLK 212 221 25.1 27.9 17.4 1 0 0 1,135.5631
B_11 Suppressor of G2 allele of SKP1 homolog SUGT1_HUMAN 41,025 3 3 4 9.59% LEGQGDVPTPK 257 267 59.8 26.5 40.0 1 0 0 1,140.5898
C_11 Suppressor of G2 allele of SKP1 homolog SUGT1_HUMAN 41,025 2 2 3 7.95% ALEQKPDDAQYYCQR 37 51 20.1 25.0 17.1 0 1 0 1,884.8547
C_11 Suppressor of G2 allele of SKP1 homolog SUGT1_HUMAN 41,025 2 2 3 7.95% SLELNPNNSTAMLR 71 84 42.6 27.9 30.4 2 0 0 1,575.7796
L_07 Suppressor of G2 allele of SKP1 homolog SUGT1_HUMAN 41,025 2 2 3 6.85% SLELNPNNSTAMLR 71 84 46.1 27.5 36.6 2 0 0 1,575.7796
L_07 Suppressor of G2 allele of SKP1 homolog SUGT1_HUMAN 41,025 2 2 3 6.85% NLYPSSSPYTR 275 285 29.1 25.7 16.3 1 0 0 1,284.6218
A_09 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 3 3 4 12.60% FLMGTNSPDSR 38 48 25.0 25.0 25.0 1 0 0 1,240.5628
A_09 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 3 3 4 12.60% GASWIDTADGSANHR 254 268 44.7 25.0 38.3 1 0 0 1,557.7041
A_09 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 3 3 4 12.60% CAADAGRPPGEL 290 301 26.9 25.0 20.2 2 0 0 1,213.5632
A_10 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 3 3 6 12.60% FLMGTNSPDSR 38 48 35.1 25.0 31.9 2 0 0 1,240.5628
A_10 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 3 3 6 12.60% GASWIDTADGSANHR 254 268 20.2 25.0 12.9 0 2 0 1,557.7041
A_10 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 3 3 6 12.60% CAADAGRPPGEL 290 301 45.7 25.0 40.2 2 0 0 1,213.5632
B_09 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 2 2 2 7.64% FLMGTNSPDSR 38 48 34.6 25.0 27.8 1 0 0 1,240.5628
B_09 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 2 2 2 7.64% CAADAGRPPGEL 290 301 30.2 25.0 25.0 1 0 0 1,213.5632
B_10 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 2 2 3 8.97% GASWIDTADGSANHR 254 268 45.1 25.0 43.9 1 0 0 1,557.7041
B_10 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 2 2 3 8.97% CAADAGRPPGEL 290 301 45.8 25.0 40.0 2 0 0 1,213.5632
C_09 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 2 3 6 8.97% GASWIDTADGSANHR 254 268 61.8 25.0 61.5 2 2 0 1,557.7041
C_09 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 2 3 6 8.97% CAADAGRPPGEL 290 301 42.4 25.0 36.3 2 0 0 1,213.5632
F_11 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 3 4 6 14.00% GASWIDTADGSANHR 254 268 22.2 25.0 22.2 0 2 0 1,557.7041
F_11 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 3 4 6 14.00% MGNTPDSASDNLGFR 275 289 72.3 25.0 72.3 3 0 0 1,597.6913
F_11 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 3 4 6 14.00% CAADAGRPPGEL 290 301 24.1 25.0 24.1 1 0 0 1,213.5632
H_08 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 2 3 6 9.97% GASWIDTADGSANHR 254 268 37.1 25.0 37.1 2 0 0 1,557.7041
H_08 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 2 3 6 9.97% MGNTPDSASDNLGFR 275 289 62.6 25.0 62.6 4 0 0 1,581.6963
N_06 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 2 2 4 7.64% FLMGTNSPDSR 38 48 26.1 25.0 16.6 2 0 0 1,240.5628
N_06 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 2 2 4 7.64% CAADAGRPPGEL 290 301 31.4 25.0 31.4 2 0 0 1,213.5632
Q_06 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 2 2 4 8.97% MGNTPDSASDNLGFR 275 289 79.2 25.0 79.2 2 0 0 1,597.6913
Q_06 Sulfatase‐modifying factor 2 SUMF2_HUMAN 33,843 2 2 4 8.97% CAADAGRPPGEL 290 301 27.9 25.0 20.8 2 0 0 1,213.5632
A_17 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 3 3.42% LQTQVELQAR 377 386 28.1 27.6 18.8 1 0 0 1,185.6587
A_17 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 3 3.42% SSELEQYLQR 409 418 48.4 26.6 34.3 2 0 0 1,252.6168
A_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 6 6 11 12.00% VLSHNLCTVLK 34 44 37.6 25.7 32.0 2 0 0 1,283.7141
A_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 6 6 11 12.00% VQDNFDKIEFNR 81 92 53.6 27.6 45.3 2 0 0 1,524.7442
A_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 6 6 11 12.00% NPLLITEEDAFK 106 117 68.2 28.3 65.7 2 0 0 1,389.7262
A_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 6 6 11 12.00% TFEISASDK 283 291 24.8 25.0 12.8 1 0 0 997.4837
A_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 6 6 11 12.00% QLAEQEELER 330 339 61.3 26.2 44.9 2 0 0 1,244.6118
A_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 6 6 11 12.00% WHLEQQQAIQTTEAEK 467 482 31.9 26.8 20.8 0 2 0 1,939.9510
B_17 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 3 3.42% QLAEQEELER 330 339 24.9 26.7 16.8 1 0 0 1,244.6118
B_17 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 3 3.42% SSELEQYLQR 409 418 47.8 26.9 36.0 2 0 0 1,252.6168
B_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 5 5 9 9.74% AIWHAFTALDQDHSGK 11 26 40.0 27.0 38.1 0 2 0 1,796.8716
B_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 5 5 9 9.74% NPLLITEEDAFK 106 117 63.7 28.6 63.7 2 0 0 1,389.7262
B_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 5 5 9 9.74% TFEISASDK 283 291 41.1 25.1 32.6 1 0 0 997.4837
B_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 5 5 9 9.74% QLAEQEELER 330 339 50.6 26.8 37.5 2 0 0 1,244.6118
B_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 5 5 9 9.74% SSELEQYLQR 409 418 49.3 27.1 33.1 2 0 0 1,252.6168
C_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 4 3.42% LQTQVELQAR 377 386 44.3 28.0 30.7 2 0 0 1,185.6587
C_18 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 4 3.42% SSELEQYLQR 409 418 60.7 27.0 42.2 2 0 0 1,252.6168
H_15 Switch‐associated protein 70 SWP70_HUMAN 68,999 3 3 5 5.47% VQDNFDKIEFNR 81 92 39.0 28.0 39.0 1 0 0 1,524.7442
H_15 Switch‐associated protein 70 SWP70_HUMAN 68,999 3 3 5 5.47% LQTQVELQAR 377 386 42.3 27.6 26.1 2 0 0 1,185.6587
H_15 Switch‐associated protein 70 SWP70_HUMAN 68,999 3 3 5 5.47% SSELEQYLQR 409 418 49.2 27.0 35.4 2 0 0 1,252.6168
I_14 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 3 3.42% LQTQVELQAR 377 386 39.0 28.5 25.8 1 0 0 1,185.6587
I_14 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 3 3.42% SSELEQYLQR 409 418 45.2 27.1 27.5 2 0 0 1,252.6168
K_15 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 4 3.42% LQTQVELQAR 377 386 40.7 28.0 28.2 2 0 0 1,185.6587
K_15 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 4 3.42% SSELEQYLQR 409 418 60.8 27.1 45.5 2 0 0 1,252.6168
L_10 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 4 3.42% QLAEQEELER 330 339 33.5 27.0 22.4 2 0 0 1,244.6118
L_10 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 4 3.42% LQTQVELQAR 377 386 45.5 28.2 29.5 2 0 0 1,185.6587
L_11 Switch‐associated protein 70 SWP70_HUMAN 68,999 5 5 7 11.10% DDDEGPVSNQGYMPYLNR 58 75 24.8 25.0 24.8 1 0 0 2,085.8821
L_11 Switch‐associated protein 70 SWP70_HUMAN 68,999 5 5 7 11.10% QLAEQEELER 330 339 35.1 27.1 26.9 2 0 0 1,244.6118
L_11 Switch‐associated protein 70 SWP70_HUMAN 68,999 5 5 7 11.10% ELQAANESKQQELEAVR 343 359 22.5 28.1 17.6 0 1 0 1,942.9829
L_11 Switch‐associated protein 70 SWP70_HUMAN 68,999 5 5 7 11.10% LQTQVELQAR 377 386 49.5 27.7 33.0 2 0 0 1,185.6587
L_11 Switch‐associated protein 70 SWP70_HUMAN 68,999 5 5 7 11.10% SSELEQYLQR 409 418 32.5 27.2 22.5 1 0 0 1,252.6168
L_13 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 4 3.42% LQTQVELQAR 377 386 41.2 28.2 22.0 2 0 0 1,185.6587



L_13 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 4 3.42% SSELEQYLQR 409 418 32.8 27.2 21.9 2 0 0 1,252.6168
M_10 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 3 3.42% LQTQVELQAR 377 386 36.1 27.7 21.0 1 0 0 1,185.6587
M_10 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 3 3.42% SSELEQYLQR 409 418 52.3 27.1 38.1 2 0 0 1,252.6168
M_11 Switch‐associated protein 70 SWP70_HUMAN 68,999 3 3 5 5.13% QLAEQEELER 330 339 34.3 26.8 23.8 1 0 0 1,244.6118
M_11 Switch‐associated protein 70 SWP70_HUMAN 68,999 3 3 5 5.13% LQTQVELQAR 377 386 52.1 28.0 34.7 2 0 0 1,185.6587
M_11 Switch‐associated protein 70 SWP70_HUMAN 68,999 3 3 5 5.13% SSELEQYLQR 409 418 51.9 27.0 35.5 2 0 0 1,252.6168
P_10 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 2 3.42% QLAEQEELER 330 339 24.3 27.3 18.0 1 0 0 1,244.6118
P_10 Switch‐associated protein 70 SWP70_HUMAN 68,999 2 2 2 3.42% LQTQVELQAR 377 386 40.0 27.9 17.2 1 0 0 1,185.6587
A_21 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 2 2 2 2.69% DIINEEEVQFLK 373 384 30.1 28.3 20.2 1 0 0 1,476.7582
A_21 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 2 2 2 2.69% ITCLCQVPQNAANR 899 912 28.7 26.8 28.7 1 0 0 1,644.7946
A_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 11 16 30 15.30% QIWQNLGLDDTK 154 165 34.7 27.2 29.8 2 0 0 1,430.7277
A_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 11 16 30 15.30% VGAEDADGIDMAYR 283 296 75.8 25.0 70.9 4 0 0 1,482.6531
A_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 11 16 30 15.30% DIINEEEVQFLK 373 384 45.4 28.4 32.2 2 0 0 1,476.7582
A_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 11 16 30 15.30% GLEVTDDSPK 477 486 54.2 26.4 48.5 2 0 0 1,060.5159
A_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 11 16 30 15.30% VDDSSEDKTEFTVK 551 564 48.4 25.0 45.0 2 1 0 1,599.7386
A_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 11 16 30 15.30% KAEEIANEMIEAAK 651 664 48.9 28.2 40.1 3 2 0 1,562.7732
A_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 11 16 30 15.30% AVYTQDCPLAAAK 665 677 62.8 27.1 52.4 2 0 0 1,407.6938
A_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 11 16 30 15.30% IVAVTGAEAQK 752 762 53.0 26.8 41.1 2 0 0 1,086.6154
A_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 11 16 30 15.30% MHSPQTSAMLFTVDNEAGK 880 898 43.6 25.0 41.7 0 2 0 2,095.9425
A_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 11 16 30 15.30% ITCLCQVPQNAANR 899 912 64.6 27.0 58.5 2 2 0 1,644.7946
A_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 11 16 30 15.30% ASEWVQQVSGLMDGK 916 930 41.7 25.8 38.0 2 0 0 1,650.7794
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% QIWQNLGLDDTK 154 165 39.4 27.4 38.5 2 0 0 1,430.7277
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% SIDTGMGLER 237 246 27.5 25.4 22.9 2 0 0 1,094.5149
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% VGAEDADGIDMAYR 283 296 72.7 25.0 70.6 2 0 0 1,498.6481
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% TITVALADGGRPDNTGR 304 320 26.9 27.8 25.9 1 0 0 1,713.8881
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% DIINEEEVQFLK 373 384 67.2 28.1 43.6 2 0 0 1,476.7582
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% GLEVTDDSPK 477 486 35.6 26.4 35.1 2 0 0 1,060.5159
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% VDDSSEDKTEFTVK 551 564 43.9 25.0 40.5 2 1 0 1,599.7386
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% KAEEIANEMIEAAK 651 664 63.0 27.8 54.3 3 1 0 1,562.7732
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% AEEIANEMIEAAK 652 664 58.8 26.2 47.4 3 0 0 1,418.6832
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% NSSHAGAFVIVTEEAIAK 730 747 51.8 27.3 44.2 0 2 0 1,843.9548
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% IVAVTGAEAQK 752 762 26.7 28.1 24.2 1 0 0 1,086.6154
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% MHSPQTSAMLFTVDNEAGK 880 898 71.1 25.0 67.9 0 2 0 2,095.9425
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% ITCLCQVPQNAANR 899 912 55.9 27.0 44.7 2 1 0 1,644.7946
B_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 14 19 31 18.60% ASEWVQQVSGLMDGK 916 930 34.1 25.6 26.9 2 0 0 1,650.7794
C_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 10 11 19 14.80% EADGILKPLPK 225 235 47.5 25.0 23.4 2 0 0 1,180.6939
C_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 10 11 19 14.80% VGAEDADGIDMAYR 283 296 58.4 25.0 58.4 2 0 0 1,498.6481
C_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 10 11 19 14.80% TITVALADGGRPDNTGR 304 320 55.9 27.7 48.4 0 2 0 1,713.8881
C_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 10 11 19 14.80% VDDSSEDKTEFTVK 551 564 40.5 25.0 31.4 2 0 0 1,599.7386
C_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 10 11 19 14.80% KAEEIANEMIEAAK 651 664 38.0 28.0 26.0 2 1 0 1,562.7732
C_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 10 11 19 14.80% AVYTQDCPLAAAK 665 677 64.6 27.4 45.6 2 0 0 1,407.6938
C_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 10 11 19 14.80% AVFDETYPDPVR 684 695 27.8 26.7 25.1 1 0 0 1,408.6744
C_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 10 11 19 14.80% MHSPQTSAMLFTVDNEAGK 880 898 41.1 25.0 41.1 0 2 0 2,095.9425
C_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 10 11 19 14.80% ITCLCQVPQNAANR 899 912 54.1 26.8 50.3 2 0 0 1,644.7946
C_22 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 10 11 19 14.80% ASEWVQQVSGLMDGK 916 930 34.6 25.7 33.4 1 0 0 1,650.7794
D_28 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 3 3 4 3.93% LVSVLQNK 247 254 30.5 26.4 14.2 2 0 0 900.5513
D_28 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 3 3 4 3.93% TITVALADGGRPDNTGR 304 320 28.6 27.6 15.2 0 1 0 1,713.8881
D_28 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 3 3 4 3.93% AVYTQDCPLAAAK 665 677 35.8 27.0 32.5 1 0 0 1,407.6938
H_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 9 9 17 11.10% QIWQNLGLDDTK 154 165 35.8 27.5 24.1 1 0 0 1,430.7277
H_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 9 9 17 11.10% EADGILKPLPK 225 235 33.5 25.0 18.8 2 0 0 1,180.6939
H_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 9 9 17 11.10% VGAEDADGIDMAYR 283 296 96.5 25.0 86.5 2 0 0 1,482.6531
H_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 9 9 17 11.10% TITVALADGGRPDNTGR 304 320 62.0 27.9 49.3 0 2 0 1,713.8881
H_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 9 9 17 11.10% KAEEIANEMIEAAK 651 664 75.4 27.3 69.5 2 0 0 1,546.7782
H_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 9 9 17 11.10% AEEIANEMIEAAK 652 664 61.5 26.4 52.6 2 0 0 1,418.6832
H_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 9 9 17 11.10% AVYTQDCPLAAAK 665 677 64.0 27.4 53.9 2 0 0 1,407.6938
H_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 9 9 17 11.10% AVFDETYPDPVR 684 695 45.8 27.0 44.8 2 0 0 1,408.6744
H_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 9 9 17 11.10% ITCLCQVPQNAANR 899 912 64.3 27.0 59.1 2 0 0 1,644.7946
H_20 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 2 2 2 2.58% AVYTQDCPLAAAK 665 677 43.0 27.1 33.0 1 0 0 1,407.6938
H_20 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 2 2 2 2.58% AVFDETYPDPVR 684 695 27.2 26.6 23.7 1 0 0 1,408.6744
I_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 7 7 10 10.00% EADGILKPLPK 225 235 25.1 25.0 13.4 1 0 0 1,180.6939
I_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 7 7 10 10.00% VGAEDADGIDMAYR 283 296 51.1 25.0 46.6 1 0 0 1,482.6531
I_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 7 7 10 10.00% TITVALADGGRPDNTGR 304 320 44.1 27.7 36.2 0 2 0 1,713.8881
I_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 7 7 10 10.00% SVLGEADQKGSLVAPDRLR 617 635 33.8 25.8 24.8 0 1 0 2,011.0933
I_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 7 7 10 10.00% AVFDETYPDPVR 684 695 56.9 26.7 52.6 2 0 0 1,408.6744
I_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 7 7 10 10.00% ALNEALKLFK 870 879 20.6 25.0 13.7 1 0 0 1,146.6882
I_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 7 7 10 10.00% ITCLCQVPQNAANR 899 912 49.0 26.9 45.3 2 0 0 1,644.7946
K_18 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 2 2 4 2.69% AVFDETYPDPVR 684 695 39.0 27.1 34.8 2 0 0 1,408.6744
K_18 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 2 2 4 2.69% ITCLCQVPQNAANR 899 912 44.8 27.3 28.9 2 0 0 1,644.7946
K_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 3 3 4 4.03% QIWQNLGLDDTK 154 165 27.1 27.6 24.9 1 0 0 1,430.7277
K_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 3 3 4 4.03% AVYTQDCPLAAAK 665 677 59.8 27.2 52.9 2 0 0 1,407.6938
K_19 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 3 3 4 4.03% ITCLCQVPQNAANR 899 912 25.4 27.2 15.3 1 0 0 1,644.7946
L_13 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 4 4 8 5.58% VGAEDADGIDMAYR 283 296 62.1 25.0 62.1 2 0 0 1,498.6481
L_13 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 4 4 8 5.58% VDDSSEDKTEFTVK 551 564 27.3 25.0 20.1 0 2 0 1,599.7386
L_13 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 4 4 8 5.58% AVFDETYPDPVR 684 695 51.6 27.3 47.9 2 0 0 1,408.6744
L_13 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 4 4 8 5.58% ITCLCQVPQNAANR 899 912 46.8 27.3 33.0 2 0 0 1,644.7946
L_14 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 2 2 4 2.58% AVYTQDCPLAAAK 665 677 60.8 27.5 50.0 2 0 0 1,407.6938
L_14 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 2 2 4 2.58% AVFDETYPDPVR 684 695 45.0 27.1 41.3 2 0 0 1,408.6744
M_13 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 5 5 6 7.44% VGAEDADGIDMAYR 283 296 63.0 25.0 63.0 1 0 0 1,498.6481
M_13 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 5 5 6 7.44% TITVALADGGRPDNTGR 304 320 47.1 27.8 34.0 0 1 0 1,713.8881
M_13 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 5 5 6 7.44% VDDSSEDKTEFTVK 551 564 22.0 25.0 20.2 0 1 0 1,599.7386
M_13 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 5 5 6 7.44% AVYTQDCPLAAAK 665 677 56.7 27.2 47.9 2 0 0 1,407.6938
M_13 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 5 5 6 7.44% ITCLCQVPQNAANR 899 912 48.5 27.1 47.9 1 0 0 1,644.7946
Q_13 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 2 2 3 2.79% VGAEDADGIDMAYR 283 296 69.6 25.0 69.6 1 0 0 1,498.6481
Q_13 Alanine‐‐tRNA ligase, cytoplasmic SYAC_HUMAN 106,813 2 2 3 2.79% AVYTQDCPLAAAK 665 677 67.5 27.9 58.6 2 0 0 1,407.6938
A_19 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 6 7 11 9.89% IQHAVQLATEPLEK 155 168 39.1 26.9 33.9 1 2 0 1,576.8695
A_19 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 6 7 11 9.89% ALQEGEGDLSISADR 296 310 68.3 26.3 57.8 2 0 0 1,560.7502
A_19 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 6 7 11 9.89% APVDITGQFEK 472 482 39.2 28.1 33.3 2 0 0 1,204.6210
A_19 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 6 7 11 9.89% VPEILQLSDALR 607 618 31.0 25.1 27.1 1 0 0 1,353.7738
A_19 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 6 7 11 9.89% DNILPELGVR 619 628 32.1 25.5 7.2 2 0 0 1,125.6264
A_19 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 6 7 11 9.89% FEDHEGLPTVVK 629 640 38.1 27.2 31.5 0 1 0 1,370.6952
A_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 6 7 12 9.89% IQHAVQLATEPLEK 155 168 65.5 26.8 60.7 2 0 0 1,576.8695
A_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 6 7 12 9.89% ALQEGEGDLSISADR 296 310 79.8 26.3 74.6 2 0 0 1,560.7502
A_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 6 7 12 9.89% WGEEEAELNK 483 492 31.7 25.0 20.1 1 0 0 1,204.5481
A_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 6 7 12 9.89% ALVSQCNLYMAAR 520 532 50.8 26.5 42.4 2 0 0 1,512.7297
A_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 6 7 12 9.89% DNILPELGVR 619 628 30.5 26.2 3.5 2 0 0 1,125.6264
A_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 6 7 12 9.89% FEDHEGLPTVVK 629 640 37.9 27.1 29.7 2 1 0 1,370.6952
B_19 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 4 4 5 5.75% SPNDFALWK 316 324 36.9 27.7 30.6 1 0 0 1,077.5364
B_19 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 4 4 5 5.75% VPEILQLSDALR 607 618 38.2 25.0 30.4 1 0 0 1,353.7738
B_19 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 4 4 5 5.75% DNILPELGVR 619 628 38.2 26.2 12.2 2 0 0 1,125.6264
B_19 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 4 4 5 5.75% FEDHEGLPTVVK 629 640 19.1 27.2 11.8 0 1 0 1,370.6952
B_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 7 9 15 11.80% IQHAVQLATEPLEK 155 168 55.8 26.4 46.7 2 0 0 1,576.8695
B_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 7 9 15 11.80% ALQEGEGDLSISADR 296 310 84.3 26.4 79.9 2 0 0 1,560.7502
B_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 7 9 15 11.80% WGEEEAELNK 483 492 29.5 25.0 20.5 2 0 0 1,204.5481
B_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 7 9 15 11.80% ALVSQCNLYMAAR 520 532 73.3 26.5 64.3 3 0 0 1,512.7297
B_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 7 9 15 11.80% DNILPELGVR 619 628 34.7 25.7 15.8 2 0 0 1,125.6264
B_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 7 9 15 11.80% FEDHEGLPTVVK 629 640 29.0 26.8 21.3 2 1 0 1,370.6952
B_20 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 7 9 15 11.80% FDENGLPTHDMEGK 701 714 16.9 25.0 15.5 0 1 0 1,605.6853
H_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 5 7 11 8.02% IQHAVQLATEPLEK 155 168 48.9 26.4 40.4 2 2 0 1,576.8695
H_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 5 7 11 8.02% ALQEGEGDLSISADR 296 310 56.8 26.5 40.4 1 0 0 1,560.7502
H_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 5 7 11 8.02% SPNDFALWK 316 324 37.5 27.6 33.4 1 0 0 1,077.5364
H_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 5 7 11 8.02% DNILPELGVR 619 628 38.8 25.7 12.6 2 0 0 1,125.6264
H_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 5 7 11 8.02% FEDHEGLPTVVK 629 640 33.9 27.2 25.9 1 2 0 1,370.6952



H_17 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 2 2 3 3.34% IQHAVQLATEPLEK 155 168 20.7 26.4 8.2 0 1 0 1,576.8695
H_17 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 2 2 3 3.34% APVDITGQFEK 472 482 31.8 27.6 28.2 2 0 0 1,204.6210
I_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 4 5 8 6.95% IQHAVQLATEPLEK 155 168 52.1 26.8 52.1 2 1 0 1,576.8695
I_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 4 5 8 6.95% ALQEGEGDLSISADR 296 310 71.6 26.1 66.9 2 0 0 1,560.7502
I_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 4 5 8 6.95% APVDITGQFEK 472 482 55.5 28.4 52.7 2 0 0 1,204.6210
I_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 4 5 8 6.95% FEDHEGLPTVVK 629 640 18.9 26.8 10.7 0 1 0 1,370.6952
K_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 4 5 8 6.95% IQHAVQLATEPLEK 155 168 43.8 26.4 27.9 2 1 0 1,576.8695
K_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 4 5 8 6.95% ALQEGEGDLSISADR 296 310 75.5 26.6 72.6 2 0 0 1,560.7502
K_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 4 5 8 6.95% APVDITGQFEK 472 482 33.2 27.5 29.7 2 0 0 1,204.6210
K_16 Cysteine‐‐tRNA ligase, cytoplasmic SYCC_HUMAN 85,476 4 5 8 6.95% FEDHEGLPTVVK 629 640 19.8 27.2 8.4 0 1 0 1,370.6952
A_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 6 6 11 13.80% QCFLVLR 75 81 30.8 28.6 19.6 1 0 0 935.5132
A_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 6 6 11 13.80% ESIVDVEGVVR 111 121 80.3 27.6 60.6 2 0 0 1,201.6423
A_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 6 6 11 13.80% NNAYLAQSPQLYK 242 254 73.3 27.9 59.3 2 0 0 1,509.7696
A_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 6 6 11 13.80% FQTEIQTVNK 321 330 40.9 27.5 23.4 2 0 0 1,207.6318
A_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 6 6 11 13.80% EAGVEMGDEDDLSTPNEK 357 374 61.8 25.0 51.2 2 0 0 1,951.8077
A_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 6 6 11 13.80% GEEILSGAQR 422 431 46.4 27.9 20.2 2 0 0 1,059.5430
B_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 7 7 11 18.20% ESIVDVEGVVR 111 121 60.3 28.3 47.7 2 0 0 1,201.6423
B_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 7 7 11 18.20% IGSCTQQDVELHVQK 127 141 22.4 26.7 18.4 0 1 0 1,741.8540
B_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 7 7 11 18.20% NNAYLAQSPQLYK 242 254 71.7 27.7 62.1 2 0 0 1,509.7696
B_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 7 7 11 18.20% VFSIGPVFR 265 273 21.6 25.0 8.3 1 0 0 1,021.5829
B_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 7 7 11 18.20% FQTEIQTVNK 321 330 40.2 27.4 25.4 2 0 0 1,207.6318
B_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 7 7 11 18.20% EAGVEMGDEDDLSTPNEK 357 374 41.7 25.0 41.7 1 0 0 1,951.8077
B_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 7 7 11 18.20% FGAPPHAGGGIGLER 461 475 39.7 28.2 27.4 0 2 0 1,435.7443
C_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 2 2 4 4.19% ESIVDVEGVVR 111 121 62.0 27.6 57.2 2 0 0 1,201.6423
C_15 Aspartate‐‐tRNA ligase, cytoplasmic SYDC_HUMAN 57,137 2 2 4 4.19% FQTEIQTVNK 321 330 40.3 28.0 30.2 2 0 0 1,207.6318
A_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 12 12 21 8.93% AYVDDTPAEQMK 289 300 30.6 25.0 30.6 2 0 0 1,383.6099
A_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 12 12 21 8.93% GSQFGQSCCLR 329 339 28.1 25.0 28.1 1 0 0 1,299.5570
A_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 12 12 21 8.93% KPYIWEYSR 417 425 34.1 27.5 24.8 1 0 0 1,241.6313
A_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 12 12 21 8.93% EVIPVNVPEAQEEMK 514 528 34.6 26.9 25.5 2 0 0 1,727.8522
A_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 12 12 21 8.93% VAVQGDVVR 757 765 32.3 25.0 13.1 2 0 0 942.5367
A_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 12 12 21 8.93% INEAVECLLSLK 850 861 68.5 27.8 57.1 2 0 0 1,388.7455
A_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 12 12 21 8.93% NSEPAGLETPEAK 890 902 42.3 26.1 31.2 2 0 0 1,342.6486
A_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 12 12 21 8.93% LNQWCNVVR 1144 1152 56.0 27.0 45.2 2 0 0 1,188.5942
A_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 12 12 21 8.93% MFEIVFEDPK 1251 1260 28.4 25.0 24.2 1 0 0 1,270.6026
A_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 12 12 21 8.93% THMVVANTMEDFQK 1422 1435 27.8 25.0 21.3 0 2 0 1,682.7514
A_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 12 12 21 8.93% DQDLEPGAPSMGAK 1464 1477 43.5 25.0 35.5 2 0 0 1,431.6424
A_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 12 12 21 8.93% YYTLFGR 1504 1510 25.1 28.3 8.9 2 0 0 919.4672
B_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 9 10 19 6.61% GSQFGQSCCLR 329 339 20.6 25.0 20.6 2 0 0 1,299.5570
B_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 9 10 19 6.61% KPYIWEYSR 417 425 37.4 27.8 28.1 2 0 0 1,241.6313
B_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 9 10 19 6.61% LNLNNTVLSK 426 435 49.6 27.6 39.4 2 0 0 1,115.6419
B_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 9 10 19 6.61% EVIPVNVPEAQEEMK 514 528 41.3 27.2 34.8 2 0 0 1,727.8522
B_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 9 10 19 6.61% LNQWCNVVR 1144 1152 46.8 26.9 30.4 2 0 0 1,188.5942
B_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 9 10 19 6.61% MFEIVFEDPK 1251 1260 51.0 25.0 47.4 2 0 0 1,270.6026
B_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 9 10 19 6.61% SCQFVAVR 1376 1383 30.5 26.9 9.3 2 0 0 966.4825
B_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 9 10 19 6.61% THMVVANTMEDFQK 1422 1435 29.1 25.0 24.2 2 1 0 1,682.7514
B_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 9 10 19 6.61% DQDLEPGAPSMGAK 1464 1477 29.6 25.0 23.0 2 0 0 1,431.6424
C_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 3 3 5 2.38% AALLNQHYQVNFK 217 229 25.8 27.8 17.9 0 1 0 1,545.8172
C_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 3 3 5 2.38% LNLNNTVLSK 426 435 44.4 27.0 30.6 2 0 0 1,115.6419
C_25 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 3 3 5 2.38% NSEPAGLETPEAK 890 902 37.2 25.6 37.2 2 0 0 1,342.6486
H_21 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 3 3 4 2.05% LNLNNTVLSK 426 435 45.2 27.1 32.6 2 0 0 1,115.6419
H_21 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 3 3 4 2.05% SLYDEVAAQGEVVR 825 838 77.2 28.1 64.7 1 0 0 1,535.7700
H_21 Bifunctional glutamate/proline‐‐tRNA ligase SYEP_HUMAN 170,593 3 3 4 2.05% YYTLFGR 1504 1510 23.3 28.8 6.6 1 0 0 919.4672
A_15 Phenylalanine‐‐tRNA ligase alpha subunit SYFA_HUMAN 57,565 3 3 3 8.07% SIPPEGLAQSELMR 83 96 33.9 27.0 26.2 1 0 0 1,543.7787
A_15 Phenylalanine‐‐tRNA ligase alpha subunit SYFA_HUMAN 57,565 3 3 3 8.07% VNLQMVYDSPLCR 482 494 32.4 26.1 32.3 1 0 0 1,610.7666
A_15 Phenylalanine‐‐tRNA ligase alpha subunit SYFA_HUMAN 57,565 3 3 3 8.07% LDAEPRPPPTQEAA 495 508 30.7 27.9 30.2 1 0 0 1,491.7440
B_16 Phenylalanine‐‐tRNA ligase alpha subunit SYFA_HUMAN 57,565 2 2 2 5.51% SIPPEGLAQSELMR 83 96 19.2 27.1 10.9 1 0 0 1,543.7787
B_16 Phenylalanine‐‐tRNA ligase alpha subunit SYFA_HUMAN 57,565 2 2 2 5.51% LDAEPRPPPTQEAA 495 508 27.7 27.9 24.1 1 0 0 1,491.7440
A_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 9 9 17 16.50% DLLFQALGR 9 17 43.8 28.1 28.3 2 0 0 1,032.5838
A_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 9 9 17 16.50% LIITEETAK 108 116 24.0 27.5 16.9 1 0 0 1,017.5828
A_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 9 9 17 16.50% IRPFAVAAVLR 117 127 34.6 25.0 25.9 2 0 0 1,212.7575
A_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 9 9 17 16.50% DRYDSFIELQEK 134 145 43.8 26.2 37.3 2 0 0 1,542.7436
A_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 9 9 17 16.50% NIFIECTGTDFTK 250 262 39.7 25.7 37.1 2 0 0 1,545.7256
A_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 9 9 17 16.50% TYTIANQFPLNK 384 395 55.8 27.2 39.3 2 0 0 1,409.7424
A_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 9 9 17 16.50% TAEFQVAR 444 451 37.8 27.9 27.7 2 0 0 921.4788
A_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 9 9 17 16.50% LFEISDIVIK 474 483 32.0 25.0 16.7 2 0 0 1,176.6876
A_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 9 9 17 16.50% IMQLLDVPPGEDK 518 530 28.0 27.5 16.3 2 0 0 1,470.7513
A_18 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 2 2 4 3.57% DLLFQALGR 9 17 46.6 28.1 27.6 2 0 0 1,032.5838
A_18 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 2 2 4 3.57% TYTIANQFPLNK 384 395 43.3 27.7 33.1 2 0 0 1,409.7424
B_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 7 7 12 13.60% DLLFQALGR 9 17 49.2 27.7 30.7 2 0 0 1,032.5838
B_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 7 7 12 13.60% IRPFAVAAVLR 117 127 39.0 25.0 24.8 2 0 0 1,212.7575
B_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 7 7 12 13.60% DRYDSFIELQEK 134 145 48.1 25.9 32.8 2 0 0 1,542.7436
B_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 7 7 12 13.60% NIFIECTGTDFTK 250 262 55.6 25.7 51.2 1 0 0 1,545.7256
B_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 7 7 12 13.60% TYTIANQFPLNK 384 395 46.6 27.6 39.7 1 0 0 1,409.7424
B_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 7 7 12 13.60% LFEISDIVIK 474 483 49.0 25.0 33.5 2 0 0 1,176.6876
B_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 7 7 12 13.60% IMQLLDVPPGEDK 518 530 47.6 27.5 21.5 2 0 0 1,470.7513
C_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 4 4 6 7.13% DLLFQALGR 9 17 46.8 27.4 28.1 2 0 0 1,032.5838
C_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 4 4 6 7.13% NIFIECTGTDFTK 250 262 32.7 25.9 32.7 1 0 0 1,545.7256
C_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 4 4 6 7.13% SHTFPELAYRK 296 306 21.2 28.3 10.8 0 1 0 1,348.7008
C_17 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 4 4 6 7.13% TTLLPGLLK 452 460 28.9 25.0 22.0 2 0 0 955.6189
H_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 6 6 7 9.85% AAGASDVVLYK 54 64 29.4 28.0 25.9 1 0 0 1,093.5888
H_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 6 6 7 9.85% IRPFAVAAVLR 117 127 18.1 25.0 17.8 1 0 0 1,212.7575
H_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 6 6 7 9.85% DRYDSFIELQEK 134 145 32.8 25.7 22.9 1 0 0 1,542.7436
H_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 6 6 7 9.85% YDSFIELQEK 136 145 22.5 26.0 13.9 1 0 0 1,271.6155
H_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 6 6 7 9.85% NIFIECTGTDFTK 250 262 58.4 25.6 54.4 2 0 0 1,545.7256
H_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 6 6 7 9.85% ASEGPAFFPGR 537 547 42.7 27.8 31.0 1 0 0 1,135.5531
I_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 3 3 5 5.94% AAGASDVVLYK 54 64 24.0 27.2 21.5 1 0 0 1,093.5888
I_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 3 3 5 5.94% NIFIECTGTDFTK 250 262 58.0 26.0 52.7 2 0 0 1,545.7256
I_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 3 3 5 5.94% ASEGPAFFPGR 537 547 52.0 27.3 37.2 2 0 0 1,135.5531
J_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 2 2 3 3.06% DLLFQALGR 9 17 58.9 28.0 41.8 2 0 0 1,032.5838
J_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 2 2 3 3.06% TTLLPGLLK 452 460 32.2 25.0 24.4 1 0 0 955.6189
K_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 3 3 4 5.26% DLLFQALGR 9 17 49.3 28.1 29.7 2 0 0 1,032.5838
K_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 3 3 4 5.26% NIFIECTGTDFTK 250 262 42.9 25.7 39.6 1 0 0 1,545.7256
K_14 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 3 3 4 5.26% TTLLPGLLK 452 460 24.4 25.0 24.2 1 0 0 955.6189
L_10 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 4 4 6 8.15% AAGASDVVLYK 54 64 66.2 27.7 56.2 2 0 0 1,093.5888
L_10 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 4 4 6 8.15% DRYDSFIELQEK 134 145 47.2 26.2 35.8 2 0 0 1,542.7436
L_10 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 4 4 6 8.15% NIFIECTGTDFTK 250 262 65.3 25.8 61.6 1 0 0 1,545.7256
L_10 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 4 4 6 8.15% TYTIANQFPLNK 384 395 49.6 27.4 43.5 1 0 0 1,409.7424
M_10 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 2 2 4 3.74% AAGASDVVLYK 54 64 34.4 27.7 30.9 2 0 0 1,093.5888
M_10 Phenylalanine‐‐tRNA ligase beta subunit SYFB_HUMAN 66,119 2 2 4 3.74% ASEGPAFFPGR 537 547 36.8 27.1 25.5 2 0 0 1,135.5531
A_18 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 3 4 6 4.33% VGISPDKLR 420 428 36.3 25.0 22.5 2 0 0 984.5838
A_18 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 3 4 6 4.33% VPLVAEKPLKEPK 478 490 30.7 25.0 29.1 1 1 0 1,447.8885
A_18 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 3 4 6 4.33% GEFTIETEGK 538 547 59.5 25.0 50.8 2 0 0 1,110.5315
A_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 9 11 19 11.60% LKEDKAPQVDVDK 81 93 24.6 27.5 13.3 0 2 0 1,484.7958
A_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 9 11 19 11.60% NNIIQTWR 159 166 35.3 27.6 0.0 2 0 0 1,044.5585
A_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 9 11 19 11.60% LLEFNQGK 311 318 30.0 27.0 9.9 2 0 0 948.5150
A_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 9 11 19 11.60% LPFAAAQIGNSFR 319 331 45.3 27.4 37.8 2 0 0 1,391.7430
A_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 9 11 19 11.60% VGISPDKLR 420 428 47.5 25.0 29.7 2 0 0 984.5838
A_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 9 11 19 11.60% VPLVAEKPLK 478 487 28.4 25.0 23.3 1 0 0 1,093.6981
A_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 9 11 19 11.60% VPLVAEKPLKEPK 478 490 45.7 25.0 37.2 2 2 0 1,447.8885
A_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 9 11 19 11.60% GEFTIETEGK 538 547 50.2 25.0 43.3 1 0 0 1,110.5315
A_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 9 11 19 11.60% YPLFEGQETGKK 723 734 31.0 27.8 21.4 2 1 0 1,396.7109
B_18 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 2 2 4 2.84% TVNVVQFEPSK 491 501 60.3 28.1 51.5 2 0 0 1,247.6630



B_18 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 2 2 4 2.84% GEFTIETEGK 538 547 32.2 25.5 23.0 2 0 0 1,110.5315
B_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 7 10 17 10.30% LPFAAAQIGNSFR 319 331 50.4 27.2 46.5 2 2 0 1,391.7430
B_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 7 10 17 10.30% VGISPDKLR 420 428 27.7 25.0 15.1 1 0 0 984.5838
B_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 7 10 17 10.30% VPLVAEKPLKEPK 478 490 27.8 25.0 27.7 2 1 0 1,447.8885
B_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 7 10 17 10.30% TVNVVQFEPSK 491 501 55.0 28.1 27.2 2 0 0 1,247.6630
B_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 7 10 17 10.30% GEFTIETEGK 538 547 37.6 25.5 29.7 1 0 0 1,110.5315
B_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 7 10 17 10.30% ELSEALTR 633 640 26.8 28.7 13.2 2 0 0 918.4891
B_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 7 10 17 10.30% YPLFEGQETGKK 723 734 45.6 27.5 35.5 2 2 0 1,396.7109
C_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 10 11 18 13.00% NNIIQTWR 159 166 31.5 27.6 7.5 2 0 0 1,044.5585
C_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 10 11 18 13.00% TSGHVDKFADFMVK 191 204 25.2 25.6 23.2 0 1 0 1,597.7681
C_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 10 11 18 13.00% LLEFNQGK 311 318 32.1 27.7 18.8 2 0 0 948.5150
C_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 10 11 18 13.00% LPFAAAQIGNSFR 319 331 49.5 27.4 47.7 2 0 0 1,391.7430
C_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 10 11 18 13.00% IYLYLTK 413 419 27.5 25.0 0.7 2 0 0 913.5394
C_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 10 11 18 13.00% VGISPDKLR 420 428 44.4 25.0 28.3 2 0 0 984.5838
C_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 10 11 18 13.00% VPLVAEKPLKEPK 478 490 36.2 25.0 36.2 2 1 0 1,447.8885
C_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 10 11 18 13.00% TVNVVQFEPSK 491 501 58.8 28.0 47.8 2 0 0 1,247.6630
C_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 10 11 18 13.00% TVNVVQFEPSKGAIGK 491 506 31.9 27.3 16.7 0 1 0 1,673.9222
C_19 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 10 11 18 13.00% ELSEALTR 633 640 24.6 29.2 10.7 1 0 0 918.4891
D_25 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 5 5 8 7.44% ELALQPKDDIVDR 109 121 27.3 27.5 16.8 0 1 0 1,511.8067
D_25 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 5 5 8 7.44% NNIIQTWR 159 166 36.4 28.3 11.0 2 0 0 1,044.5585
D_25 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 5 5 8 7.44% LPFAAAQIGNSFR 319 331 52.0 27.1 41.5 2 0 0 1,391.7430
D_25 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 5 5 8 7.44% TVNVVQFEPSK 491 501 47.8 28.1 36.1 1 0 0 1,247.6630
D_25 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 5 5 8 7.44% GEFTIETEGK 538 547 34.9 25.0 21.5 2 0 0 1,110.5315
H_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 5 10 5.01% NNIIQTWR 159 166 40.8 28.7 12.9 2 0 0 1,044.5585
H_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 5 10 5.01% VPLVAEKPLKEPK 478 490 39.8 25.0 39.8 2 2 0 1,447.8885
H_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 5 10 5.01% TVNVVQFEPSK 491 501 53.5 28.1 42.1 2 0 0 1,247.6630
H_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 5 10 5.01% TVNVVQFEPSKGAIGK 491 506 23.0 27.2 12.7 0 2 0 1,673.9222
I_15 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 4 7 6.77% ELALQPKDDIVDR 109 121 61.9 27.2 55.7 2 0 0 1,511.8067
I_15 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 4 7 6.77% LPFAAAQIGNSFR 319 331 52.5 27.6 46.7 2 0 0 1,391.7430
I_15 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 4 7 6.77% VPLVAEKPLKEPK 478 490 22.4 25.0 22.4 0 2 0 1,447.8885
I_15 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 4 7 6.77% TVNVVQFEPSK 491 501 48.9 28.1 30.2 1 0 0 1,247.6630
I_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 6 9 5.68% ELALQPKDDIVDR 109 121 47.2 27.4 34.2 2 0 0 1,511.8067
I_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 6 9 5.68% VPLVAEKPLKEPK 478 490 33.7 25.0 28.8 1 1 0 1,447.8885
I_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 6 9 5.68% TVNVVQFEPSK 491 501 59.0 28.1 41.3 2 0 0 1,247.6630
I_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 6 9 5.68% TVNVVQFEPSKGAIGK 491 506 37.2 27.2 30.0 1 2 0 1,673.9222
J_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 4 7 6.09% ELALQPKDDIVDR 109 121 22.0 27.0 17.1 0 1 0 1,511.8067
J_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 4 7 6.09% NNIIQTWR 159 166 25.4 28.7 8.7 2 0 0 1,044.5585
J_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 4 7 6.09% VPLVAEKPLKEPK 478 490 19.5 25.0 19.5 0 2 0 1,447.8885
J_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 4 4 7 6.09% TVNVVQFEPSK 491 501 49.3 28.3 37.5 2 0 0 1,247.6630
K_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 2 2 3 3.25% VPLVAEKPLKEPK 478 490 24.1 25.0 24.1 1 0 0 1,447.8885
K_16 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 2 2 3 3.25% TVNVVQFEPSK 491 501 56.4 28.4 45.2 2 0 0 1,247.6630
L_11 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 2 3 3 3.52% ELALQPKDDIVDR 109 121 27.2 26.4 23.6 1 1 0 1,511.8067
L_11 Glycine‐‐tRNA ligase SYG_HUMAN 83,168 2 3 3 3.52% VPLVAEKPLKEPK 478 490 23.5 25.0 23.5 0 1 0 1,447.8885
A_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 10 13.00% ASAELIEEEVAK 26 37 51.2 27.6 39.7 2 0 0 1,288.6631
A_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 10 13.00% DQGGELLSLR 119 128 39.4 27.5 22.5 2 0 0 1,087.5744
A_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 10 13.00% TICSSVDKLDK 233 243 21.7 27.8 14.4 1 0 0 1,265.6408
A_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 10 13.00% GLAPEVADR 258 266 23.5 25.5 16.7 1 0 0 927.4895
A_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 10 13.00% YDGLVGMFDPK 363 373 33.9 25.0 25.3 2 0 0 1,257.5823
A_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 10 13.00% TTETQVLVASAQK 406 418 72.7 27.8 64.3 2 0 0 1,375.7428
A_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 9 10 18 19.60% ASAELIEEEVAK 26 37 91.7 28.2 75.1 2 0 0 1,288.6631
A_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 9 10 18 19.60% HGAEVIDTPVFELK 87 100 79.4 27.3 66.0 2 2 0 1,554.8164
A_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 9 10 18 19.60% DQGGELLSLR 119 128 53.5 27.5 32.9 2 0 0 1,087.5744
A_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 9 10 18 19.60% YDLTVPFAR 129 137 32.5 27.1 28.6 2 0 0 1,081.5677
A_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 9 10 18 19.60% TICSSVDKLDK 233 243 28.5 27.7 22.8 2 0 0 1,265.6408
A_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 9 10 18 19.60% GLAPEVADR 258 266 33.9 25.5 21.7 1 0 0 927.4895
A_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 9 10 18 19.60% QALEGLGDLK 294 303 41.5 26.9 25.7 1 0 0 1,043.5734
A_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 9 10 18 19.60% VPCVGLSIGVER 377 388 26.8 26.8 15.3 2 0 0 1,285.6934
A_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 9 10 18 19.60% TTETQVLVASAQK 406 418 95.8 27.9 87.6 2 0 0 1,375.7428
B_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 11 15.30% HGAEVIDTPVFELK 87 100 47.3 27.2 40.2 1 0 0 1,554.8164
B_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 11 15.30% DQGGELLSLR 119 128 66.2 27.5 42.4 2 0 0 1,087.5744
B_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 11 15.30% TICSSVDKLDK 233 243 41.2 27.8 18.6 1 0 0 1,265.6408
B_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 11 15.30% GLAPEVADR 258 266 28.5 25.8 14.4 1 0 0 927.4895
B_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 11 15.30% QALEGLGDLK 294 303 50.3 27.0 43.0 2 0 0 1,043.5734
B_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 11 15.30% YDGLVGMFDPK 363 373 37.4 25.0 35.5 2 0 0 1,257.5823
B_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 11 15.30% TTETQVLVASAQK 406 418 74.7 27.7 66.3 2 0 0 1,375.7428
B_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 9 17 15.50% ASAELIEEEVAK 26 37 64.2 27.8 50.2 2 0 0 1,288.6631
B_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 9 17 15.50% HGAEVIDTPVFELK 87 100 72.9 26.9 60.0 2 2 0 1,554.8164
B_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 9 17 15.50% DQGGELLSLR 119 128 48.4 27.5 23.7 2 0 0 1,087.5744
B_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 9 17 15.50% YDLTVPFAR 129 137 31.1 27.1 21.1 2 0 0 1,081.5677
B_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 9 17 15.50% QALEGLGDLK 294 303 46.6 27.0 33.2 2 0 0 1,043.5734
B_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 9 17 15.50% TTETQVLVASAQK 406 418 95.4 27.7 83.6 2 1 0 1,375.7428
B_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 9 17 15.50% LVSELWDAGIK 427 437 31.0 28.3 22.0 2 0 0 1,230.6730
C_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 4 4 8 9.04% ASAELIEEEVAK 26 37 61.0 27.5 52.5 2 0 0 1,288.6631
C_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 4 4 8 9.04% DQGGELLSLR 119 128 42.8 28.1 24.0 2 0 0 1,087.5744
C_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 4 4 8 9.04% YDGLVGMFDPK 363 373 33.3 25.0 32.0 2 0 0 1,257.5823
C_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 4 4 8 9.04% TTETQVLVASAQK 406 418 67.3 27.9 51.7 2 0 0 1,375.7428
C_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 10 13.90% ASAELIEEEVAK 26 37 82.2 27.6 71.9 2 0 0 1,288.6631
C_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 10 13.90% HGAEVIDTPVFELK 87 100 52.7 27.3 45.0 2 0 0 1,554.8164
C_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 10 13.90% YDLTVPFAR 129 137 28.3 27.1 20.6 1 0 0 1,081.5677
C_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 10 13.90% TICSSVDKLDK 233 243 20.9 27.8 8.6 1 0 0 1,265.6408
C_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 10 13.90% VPCVGLSIGVER 377 388 34.9 27.0 28.8 2 0 0 1,285.6934
C_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 10 13.90% TTETQVLVASAQK 406 418 85.6 27.6 70.9 2 0 0 1,375.7428
D_21 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 14.50% ASAELIEEEVAK 26 37 63.6 27.5 56.2 2 0 0 1,288.6631
D_21 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 14.50% HGAEVIDTPVFELK 87 100 37.3 27.2 35.8 0 1 0 1,554.8164
D_21 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 14.50% YDLTVPFAR 129 137 39.9 28.2 31.1 2 0 0 1,081.5677
D_21 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 14.50% GLAPEVADR 258 266 33.6 26.0 27.7 1 0 0 927.4895
D_21 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 14.50% IFSIVEQR 389 396 44.4 27.7 23.9 2 0 0 991.5571
D_21 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 14.50% TTETQVLVASAQK 406 418 81.2 28.3 67.2 2 0 0 1,375.7428
D_21 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 14.50% REDLVEEIK 491 499 25.0 28.9 19.8 2 0 0 1,130.6053
E_21 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 4 4 7 8.25% ASAELIEEEVAK 26 37 71.9 27.6 60.7 2 0 0 1,288.6631
E_21 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 4 4 7 8.25% ISFDLSLAR 318 326 55.7 27.4 44.8 1 0 0 1,021.5677
E_21 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 4 4 7 8.25% IFSIVEQR 389 396 44.1 27.0 27.3 2 0 0 991.5571
E_21 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 4 4 7 8.25% TTETQVLVASAQK 406 418 67.6 27.8 60.3 2 0 0 1,375.7428
F_16 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 15.50% ASAELIEEEVAK 26 37 79.8 27.8 64.2 2 0 0 1,288.6631
F_16 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 15.50% EKVFDVIIR 74 82 34.2 25.0 22.9 2 0 0 1,118.6569
F_16 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 15.50% HGAEVIDTPVFELK 87 100 51.1 27.2 44.5 1 0 0 1,554.8164
F_16 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 15.50% QALEGLGDLK 294 303 41.8 27.0 25.8 2 0 0 1,043.5734
F_16 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 15.50% ISFDLSLAR 318 326 55.9 27.2 38.6 2 0 0 1,021.5677
F_16 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 15.50% TTETQVLVASAQKK 406 419 23.0 25.8 19.6 0 1 0 1,503.8378
F_16 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 7 7 12 15.50% LVSELWDAGIK 427 437 58.7 28.8 42.6 2 0 0 1,230.6730
G_16 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 5 5 8 8.64% QALEGLGDLK 294 303 31.5 28.3 19.8 2 0 0 1,043.5734
G_16 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 5 5 8 8.64% ISFDLSLAR 318 326 50.4 26.8 41.2 2 0 0 1,021.5677
G_16 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 5 5 8 8.64% YDGLVGMFDPK 363 373 22.8 25.0 19.5 1 0 0 1,257.5823
G_16 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 5 5 8 8.64% TTETQVLVASAQK 406 418 77.7 27.8 70.3 2 0 0 1,375.7428
G_16 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 5 5 8 8.64% TTETQVLVASAQKK 406 419 16.8 26.4 12.8 0 1 0 1,503.8378
H_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 14 17.30% ASAELIEEEVAK 26 37 87.0 28.2 75.1 2 0 0 1,288.6631
H_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 14 17.30% HGAEVIDTPVFELK 87 100 61.6 27.2 51.6 2 0 0 1,554.8164
H_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 14 17.30% YGEDSKLIYDLK 107 118 28.6 27.1 17.8 1 0 0 1,443.7368
H_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 14 17.30% DQGGELLSLR 119 128 58.7 28.9 34.7 2 0 0 1,087.5744
H_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 14 17.30% QALEGLGDLK 294 303 32.5 27.0 23.5 1 0 0 1,043.5734
H_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 14 17.30% ISFDLSLAR 318 326 57.5 27.2 45.9 2 0 0 1,021.5677
H_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 14 17.30% IFSIVEQR 389 396 56.9 26.7 37.5 2 0 0 991.5571



H_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 14 17.30% TTETQVLVASAQK 406 418 92.9 27.5 80.9 2 0 0 1,375.7428
H_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 3 3 4 6.09% ASAELIEEEVAK 26 37 61.8 27.8 42.3 2 0 0 1,288.6631
H_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 3 3 4 6.09% DQGGELLSLR 119 128 44.7 27.5 25.3 1 0 0 1,087.5744
H_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 3 3 4 6.09% YDLTVPFAR 129 137 24.3 26.9 18.3 1 0 0 1,081.5677
I_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 13 17.10% ASAELIEEEVAK 26 37 60.3 28.1 46.1 1 0 0 1,288.6631
I_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 13 17.10% EKVFDVIIR 74 82 41.6 25.4 30.3 1 0 0 1,118.6569
I_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 13 17.10% HGAEVIDTPVFELK 87 100 59.5 27.2 50.7 2 0 0 1,554.8164
I_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 13 17.10% DQGGELLSLR 119 128 70.9 27.1 48.8 2 0 0 1,087.5744
I_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 13 17.10% QALEGLGDLK 294 303 24.6 27.0 19.6 1 0 0 1,043.5734
I_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 13 17.10% YDGLVGMFDPK 363 373 41.4 25.0 41.4 2 0 0 1,257.5823
I_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 13 17.10% IFSIVEQR 389 396 56.9 26.7 37.1 2 0 0 991.5571
I_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 8 8 13 17.10% TTETQVLVASAQK 406 418 95.3 27.9 83.7 2 0 0 1,375.7428
J_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 5 5 9 9.63% YDLTVPFAR 129 137 27.0 27.5 18.9 2 0 0 1,081.5677
J_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 5 5 9 9.63% QALEGLGDLK 294 303 28.5 28.3 22.2 1 0 0 1,043.5734
J_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 5 5 9 9.63% ISFDLSLAR 318 326 49.9 26.8 35.7 2 0 0 1,021.5677
J_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 5 5 9 9.63% IFSIVEQR 389 396 58.6 27.1 29.5 2 0 0 991.5571
J_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 5 5 9 9.63% TTETQVLVASAQK 406 418 74.1 27.2 69.8 2 0 0 1,375.7428
K_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 11 12.80% HGAEVIDTPVFELK 87 100 63.5 27.2 47.2 2 0 0 1,554.8164
K_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 11 12.80% YDLTVPFAR 129 137 39.3 27.1 30.4 2 0 0 1,081.5677
K_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 11 12.80% QALEGLGDLK 294 303 30.4 28.2 15.1 1 0 0 1,043.5734
K_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 11 12.80% YDGLVGMFDPK 363 373 32.3 25.0 30.9 2 0 0 1,257.5823
K_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 11 12.80% IFSIVEQR 389 396 42.4 26.0 28.1 2 0 0 991.5571
K_13 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 6 6 11 12.80% TTETQVLVASAQK 406 418 91.5 28.0 82.9 2 0 0 1,375.7428
L_09 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 3 3 5 6.48% ASAELIEEEVAK 26 37 66.3 28.0 53.8 1 0 0 1,288.6631
L_09 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 3 3 5 6.48% IFSIVEQR 389 396 39.7 26.1 18.2 2 0 0 991.5571
L_09 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 3 3 5 6.48% TTETQVLVASAQK 406 418 94.3 27.5 85.2 2 0 0 1,375.7428
L_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 2 2 3 4.91% ASAELIEEEVAK 26 37 52.1 28.3 41.3 1 0 0 1,288.6631
L_14 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 2 2 3 4.91% TTETQVLVASAQK 406 418 40.3 27.5 39.2 2 0 0 1,375.7428
L_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 2 2 2 4.32% ASAELIEEEVAK 26 37 38.4 28.3 33.2 1 0 0 1,288.6631
L_15 Histidine‐‐tRNA ligase, cytoplasmic SYHC_HUMAN 57,413 2 2 2 4.32% DQGGELLSLR 119 128 29.5 28.5 21.2 1 0 0 1,087.5744
A_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 7 7 13 5.86% LLILMEAR 255 262 43.3 27.4 25.7 2 0 0 974.5705
A_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 7 7 13 5.86% LESDYEILER 269 278 52.0 27.2 39.3 2 0 0 1,266.6213
A_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 7 7 13 5.86% NVIVNGLVLASDGQK 586 600 84.4 26.1 80.1 2 0 0 1,526.8538
A_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 7 7 13 5.86% LYLINSPVVR 625 634 42.8 25.0 30.7 2 0 0 1,173.6990
A_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 7 7 13 5.86% YIIEELNVR 869 877 50.1 26.8 0.0 2 0 0 1,148.6310
A_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 7 7 13 5.86% QLSSEELEQFQK 918 929 53.0 27.9 42.1 2 0 0 1,465.7170
A_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 7 7 13 5.86% GSELEITLTR 1062 1071 26.9 28.0 12.0 1 0 0 1,118.6053
B_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 8 8 14 7.84% LLILMEAR 255 262 51.2 27.3 32.8 1 0 0 974.5705
B_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 8 8 14 7.84% NVIVNGLVLASDGQK 586 600 72.1 25.9 62.9 2 0 0 1,526.8538
B_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 8 8 14 7.84% LYLINSPVVR 625 634 50.5 25.0 41.7 2 0 0 1,173.6990
B_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 8 8 14 7.84% VLIDPVSVQDK 786 796 28.3 25.1 20.5 1 0 0 1,212.6836
B_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 8 8 14 7.84% TESAVSQMQSVIELGR 818 833 79.4 27.3 66.0 2 0 0 1,750.8641
B_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 8 8 14 7.84% QLSSEELEQFQK 918 929 57.5 27.9 39.6 2 0 0 1,465.7170
B_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 8 8 14 7.84% TGTIVVEGHELHDEDIR 930 946 30.1 28.0 28.4 0 2 0 1,919.9460
B_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 8 8 14 7.84% GSELEITLTR 1062 1071 61.7 28.4 41.8 2 0 0 1,118.6053
C_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 2 2 2 1.74% VENMVDQLLR 419 428 31.0 28.2 17.9 1 0 0 1,232.6305
C_24 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 2 2 2 1.74% QLSSEELEQFQK 918 929 29.1 27.6 20.8 1 0 0 1,465.7170
H_20 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 3 3 4 2.06% LLILMEAR 255 262 32.8 28.0 19.5 1 0 0 958.5755
H_20 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 3 3 4 2.06% LESDYEILER 269 278 36.9 27.3 27.8 2 0 0 1,266.6213
H_20 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 3 3 4 2.06% FLIQNVLR 662 669 31.9 25.0 15.1 1 0 0 1,002.6095
L_16 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 2 2 2 1.43% LYLINSPVVR 625 634 38.5 25.0 33.1 1 0 0 1,173.6990
L_16 Isoleucine‐‐tRNA ligase, cytoplasmic SYIC_HUMAN 144,502 2 2 2 1.43% FLIQNVLR 662 669 31.1 25.0 20.0 1 0 0 1,002.6095
A_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 9 9 12 11.70% FPLLKPSPK 273 281 26.2 25.0 16.4 1 0 0 1,026.6348
A_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 9 9 12 11.70% ASPLLPANHVTMAK 373 386 37.7 27.3 32.1 1 0 0 1,465.7833
A_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 9 9 12 11.70% AVLEEGTDVVIK 434 445 58.0 28.3 46.5 2 0 0 1,272.7047
A_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 9 9 12 11.70% FIPGSALNGMVEMMDR 501 516 24.3 25.0 18.5 1 0 0 1,815.8076
A_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 9 9 12 11.70% TKDEYLINSQTTEHIVK 539 555 24.5 28.2 15.9 0 2 0 2,019.0395
A_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 9 9 12 11.70% SLGNVIHPDVVVNGGQDQSK 668 687 36.0 28.1 19.8 0 1 0 2,063.0518
A_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 9 9 12 11.70% EPPYGADVLR 688 697 23.1 27.1 8.9 1 0 0 1,116.5685
A_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 9 9 12 11.70% DSFLGSIPGK 887 896 66.6 27.4 52.2 2 0 0 1,020.5362
A_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 9 9 12 11.70% EMTADVIELK 948 957 44.0 27.2 36.2 1 0 0 1,164.5819
B_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 12 12 20 16.00% QQPDTELEIQQK 79 90 34.8 27.6 27.2 2 0 0 1,456.7281
B_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 12 12 20 16.00% TALAEAELEYNPEHVSR 251 267 34.8 26.7 33.1 0 2 0 1,928.9348
B_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 12 12 20 16.00% ASPLLPANHVTMAK 373 386 24.9 27.3 19.6 1 0 0 1,465.7833
B_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 12 12 20 16.00% FIPGSALNGMVEMMDR 501 516 34.8 25.0 21.5 1 0 0 1,815.8076
B_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 12 12 20 16.00% TKDEYLINSQTTEHIVK 539 555 42.3 28.4 31.9 0 2 0 2,019.0395
B_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 12 12 20 16.00% ADLYLEGK 618 625 38.6 26.5 21.8 2 0 0 908.4725
B_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 12 12 20 16.00% TVIVHGFTLGEK 650 661 40.9 27.9 19.9 2 0 0 1,300.7261
B_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 12 12 20 16.00% SLGNVIHPDVVVNGGQDQSK 668 687 53.2 28.0 43.5 0 2 0 2,063.0518
B_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 12 12 20 16.00% EPPYGADVLR 688 697 25.4 27.1 12.5 1 0 0 1,116.5685
B_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 12 12 20 16.00% KPGLEEAVESACAMR 872 886 19.6 25.8 9.8 0 2 0 1,663.7779
B_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 12 12 20 16.00% EMTADVIELK 948 957 31.1 27.6 26.8 1 0 0 1,164.5819
B_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 12 12 20 16.00% FLINLEGGDIR 960 970 85.1 28.0 53.3 2 0 0 1,246.6792
C_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 5 5 6 7.02% QQPDTELEIQQK 79 90 31.4 27.6 21.5 1 0 0 1,456.7281
C_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 5 5 6 7.02% TKDEYLINSQTTEHIVK 539 555 17.6 28.2 15.8 0 1 0 2,019.0395
C_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 5 5 6 7.02% TVIVHGFTLGEK 650 661 27.6 27.6 16.2 1 0 0 1,300.7261
C_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 5 5 6 7.02% SLGNVIHPDVVVNGGQDQSK 668 687 33.3 28.0 28.2 0 1 0 2,063.0518
C_22 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 5 5 6 7.02% DSFLGSIPGK 887 896 64.3 27.6 49.8 2 0 0 1,020.5362
H_19 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 2 2 3 3.66% TKDEYLINSQTTEHIVK 539 555 29.1 28.2 26.7 0 2 0 2,019.0395
H_19 Isoleucine‐‐tRNA ligase, mitochondrial SYIM_HUMAN 113,794 2 2 3 3.66% SLGNVIHPDVVVNGGQDQSK 668 687 27.7 27.9 20.6 0 1 0 2,063.0518
A_17 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 5 5 7 8.38% RGDIIGVQGNPGK 178 190 34.1 26.4 30.2 1 0 0 1,310.7178
A_17 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 5 5 7 8.38% GDIIGVQGNPGK 179 190 41.8 27.2 41.8 2 0 0 1,154.6167
A_17 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 5 5 7 8.38% MLVVGGIDR 306 314 23.6 29.1 14.1 1 0 0 975.5294
A_17 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 5 5 7 8.38% ILDDICVAK 422 430 26.0 28.9 18.5 1 0 0 1,046.5553
A_17 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 5 5 7 8.38% KENVATTDTLESTTVGTSV 579 597 58.8 27.1 56.5 2 0 0 1,952.9660
A_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 10 11 16 17.10% YSHLQPGDHLTDITLK 112 127 19.0 28.1 8.7 0 1 0 1,837.9446
A_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 10 11 16 17.10% LIFYDLR 142 148 34.4 25.0 24.1 1 0 0 939.5299
A_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 10 11 16 17.10% LPETNLFETEETR 408 420 77.3 26.8 65.9 2 0 0 1,578.7647
A_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 10 11 16 17.10% LPETNLFETEETRK 408 421 43.1 28.3 30.1 1 0 0 1,706.8597
A_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 10 11 16 17.10% FELFVMK 486 492 37.9 26.7 29.2 1 0 0 929.4802
A_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 10 11 16 17.10% EICNAYTELNDPMR 494 507 56.6 25.0 47.2 1 0 0 1,741.7521
A_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 10 11 16 17.10% VAMFLTDSNNIK 554 565 47.4 28.1 38.9 4 0 0 1,352.6879
A_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 10 11 16 17.10% EVLLFPAMKPEDK 566 578 28.4 28.4 15.6 2 0 0 1,532.8032
A_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 10 11 16 17.10% KENVATTDTLESTTVGTSV 579 597 69.8 27.1 68.3 2 0 0 1,952.9660
A_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 10 11 16 17.10% ENVATTDTLESTTVGTSV 580 597 67.5 25.8 62.4 1 0 0 1,824.8710
B_17 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 7 12 15.40% YSHLQPGDHLTDITLK 112 127 26.8 28.1 25.0 0 1 0 1,837.9446
B_17 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 7 12 15.40% MLVVGGIDR 306 314 30.7 29.0 24.1 1 0 0 975.5294
B_17 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 7 12 15.40% LPETNLFETEETR 408 420 68.9 26.8 66.2 2 0 0 1,578.7647
B_17 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 7 12 15.40% ILDDICVAK 422 430 30.5 29.0 21.9 2 0 0 1,046.5553
B_17 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 7 12 15.40% EICNAYTELNDPMR 494 507 62.9 25.0 55.8 2 0 0 1,741.7521
B_17 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 7 12 15.40% VAMFLTDSNNIK 554 565 25.4 27.5 21.0 2 0 0 1,368.6829
B_17 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 7 12 15.40% KENVATTDTLESTTVGTSV 579 597 64.0 27.2 64.0 2 0 0 1,952.9660
B_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 10 16 12.60% YSHLQPGDHLTDITLK 112 127 51.5 27.7 33.5 1 2 0 1,837.9446
B_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 10 16 12.60% LIFYDLR 142 148 30.7 25.0 15.7 2 0 0 939.5299
B_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 10 16 12.60% LPETNLFETEETRK 408 421 73.7 28.4 67.9 1 0 0 1,706.8597
B_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 10 16 12.60% FELFVMK 486 492 35.6 26.3 25.5 2 0 0 929.4802
B_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 10 16 12.60% VAMFLTDSNNIK 554 565 51.1 28.1 42.2 4 0 0 1,352.6879
B_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 10 16 12.60% KENVATTDTLESTTVGTSV 579 597 82.7 27.5 78.9 2 0 0 1,952.9660
B_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 7 10 16 12.60% ENVATTDTLESTTVGTSV 580 597 87.4 26.2 87.2 2 0 0 1,824.8710
C_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 3 3 3 5.86% LIFYDLR 142 148 22.8 25.0 15.1 1 0 0 939.5299
C_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 3 3 3 5.86% MLVVGGIDR 306 314 28.4 29.1 6.3 1 0 0 975.5294
C_18 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 3 3 3 5.86% KENVATTDTLESTTVGTSV 579 597 54.5 27.1 54.5 1 0 0 1,952.9660



H_14 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 2 2 2 2.35% LPETNLFETEETR 408 420 76.2 26.8 73.9 1 0 0 1,578.7647
H_14 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 2 2 2 2.35% LPETNLFETEETRK 408 421 38.0 28.1 29.7 0 1 0 1,706.8597
H_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 6 6 11 12.60% LIFYDLR 142 148 37.8 25.0 27.4 2 0 0 939.5299
H_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 6 6 11 12.60% NYKSEEEFIHINNK 162 175 37.8 26.6 30.7 0 1 0 1,764.8551
H_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 6 6 11 12.60% MLVVGGIDR 306 314 55.7 29.4 37.6 2 0 0 959.5344
H_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 6 6 11 12.60% LPETNLFETEETRK 408 421 54.6 28.0 48.0 2 0 0 1,706.8597
H_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 6 6 11 12.60% VAMFLTDSNNIK 554 565 64.5 27.7 43.8 2 0 0 1,352.6879
H_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 6 6 11 12.60% KENVATTDTLESTTVGTSV 579 597 68.1 27.3 68.1 2 0 0 1,952.9660
I_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 4 4 5 9.38% NYKSEEEFIHINNK 162 175 20.2 26.6 17.0 0 1 0 1,764.8551
I_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 4 4 5 9.38% MLVVGGIDR 306 314 29.5 29.4 22.4 1 0 0 959.5344
I_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 4 4 5 9.38% LPETNLFETEETRK 408 421 22.2 28.3 18.0 0 1 0 1,706.8597
I_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 4 4 5 9.38% KENVATTDTLESTTVGTSV 579 597 66.6 27.5 63.4 2 0 0 1,952.9660
J_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 3 3 4 3.52% LIFYDLR 142 148 29.7 25.0 22.0 1 0 0 939.5299
J_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 3 3 4 3.52% LPETNLFETEETR 408 420 76.7 27.6 70.8 2 0 0 1,578.7647
J_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 3 3 4 3.52% LPETNLFETEETRK 408 421 18.8 28.3 13.4 0 1 0 1,706.8597
K_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 5 6 11 9.38% YSHLQPGDHLTDITLK 112 127 29.5 27.7 17.5 0 2 0 1,837.9446
K_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 5 6 11 9.38% LIFYDLR 142 148 30.4 25.0 18.6 2 0 0 939.5299
K_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 5 6 11 9.38% LPETNLFETEETR 408 420 75.9 26.9 72.4 2 0 0 1,578.7647
K_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 5 6 11 9.38% LPETNLFETEETRK 408 421 28.0 28.3 16.7 2 1 0 1,706.8597
K_15 Lysine‐‐tRNA ligase SYK_HUMAN 68,050 5 6 11 9.38% KENVATTDTLESTTVGTSV 579 597 91.7 27.6 91.7 2 0 0 1,952.9660
A_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 6 6 10 6.63% VFEVNASNLEK 29 39 58.8 28.0 46.6 2 0 0 1,249.6422
A_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 6 6 10 6.63% SLGLSDEEIVK 163 173 55.6 28.8 47.1 2 0 0 1,189.6312
A_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 6 6 10 6.63% QTGEGVGPQEYTLLK 254 268 33.2 29.0 28.4 2 0 0 1,619.8278
A_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 6 6 10 6.63% STGNFLTLTQAIDK 720 733 72.7 26.9 56.6 1 0 0 1,508.7957
A_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 6 6 10 6.63% TDKQPLQKPSHCTIYVAK 925 942 21.1 26.8 17.7 0 1 0 2,114.1066
A_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 6 6 10 6.63% FDDPLLGPR 1118 1126 54.2 26.6 32.8 2 0 0 1,029.5366
B_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 7 7 13 6.63% VFEVNASNLEK 29 39 55.2 28.0 47.5 2 0 0 1,249.6422
B_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 7 7 13 6.63% CEFAVGYQR 70 78 23.9 25.0 19.2 2 0 0 1,129.5095
B_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 7 7 13 6.63% SLGLSDEEIVK 163 173 34.5 29.0 24.3 2 0 0 1,189.6312
B_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 7 7 13 6.63% QTGEGVGPQEYTLLK 254 268 51.2 28.9 46.6 2 0 0 1,619.8278
B_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 7 7 13 6.63% VLEPYPSK 271 278 22.1 28.7 10.0 1 0 0 932.5088
B_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 7 7 13 6.63% STGNFLTLTQAIDK 720 733 78.9 27.2 72.7 2 0 0 1,508.7957
B_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 7 7 13 6.63% TGFFEFQAAK 823 832 54.2 26.7 47.8 2 0 0 1,145.5626
B_24 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 4 4 8 4.51% SLGLSDEEIVK 163 173 39.9 29.1 33.6 2 0 0 1,189.6312
B_24 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 4 4 8 4.51% QTGEGVGPQEYTLLK 254 268 37.3 28.9 22.8 2 0 0 1,619.8278
B_24 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 4 4 8 4.51% STGNFLTLTQAIDK 720 733 65.2 27.0 54.9 2 0 0 1,508.7957
B_24 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 4 4 8 4.51% VIASELGSMPELK 971 983 56.7 28.0 46.8 2 0 0 1,389.7296
C_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 3 3 6 2.55% SLGLSDEEIVK 163 173 30.4 28.8 23.0 2 0 0 1,189.6312
C_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 3 3 6 2.55% TGFFEFQAAK 823 832 42.0 26.3 36.6 2 0 0 1,145.5626
C_23 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 3 3 6 2.55% FDDPLLGPR 1118 1126 40.3 26.9 17.5 2 0 0 1,029.5366
H_20 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 3 3 5 3.06% VFEVNASNLEK 29 39 50.5 27.7 40.3 2 0 0 1,249.6422
H_20 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 3 3 5 3.06% QTGEGVGPQEYTLLK 254 268 55.9 29.0 54.5 2 0 0 1,619.8278
H_20 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 3 3 5 3.06% TGFFEFQAAK 823 832 46.9 26.9 43.1 1 0 0 1,145.5626
I_20 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 5 5 9 5.02% VFEVNASNLEK 29 39 41.0 28.0 28.5 2 0 0 1,249.6422
I_20 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 5 5 9 5.02% SLGLSDEEIVK 163 173 33.9 28.8 21.1 1 0 0 1,189.6312
I_20 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 5 5 9 5.02% QTGEGVGPQEYTLLK 254 268 41.8 28.9 32.3 2 0 0 1,619.8278
I_20 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 5 5 9 5.02% VFASELNAGIIK 796 807 72.2 27.0 61.0 2 0 0 1,261.7151
I_20 Leucine‐‐tRNA ligase, cytoplasmic SYLC_HUMAN 134,471 5 5 9 5.02% TGFFEFQAAK 823 832 37.6 26.9 31.5 2 0 0 1,145.5626
A_21 Methionine‐‐tRNA ligase, cytoplasmic SYMC_HUMAN 101,118 3 3 6 4.00% GFVLQDTVEQLR 377 388 61.4 28.1 41.4 2 0 0 1,404.7483
A_21 Methionine‐‐tRNA ligase, cytoplasmic SYMC_HUMAN 101,118 3 3 6 4.00% HGNQYIQVNEPWKR 714 727 41.3 27.5 39.4 0 2 0 1,768.8878
A_21 Methionine‐‐tRNA ligase, cytoplasmic SYMC_HUMAN 101,118 3 3 6 4.00% LENDQIESLR 805 814 68.5 28.2 45.8 2 0 0 1,216.6169
B_21 Methionine‐‐tRNA ligase, cytoplasmic SYMC_HUMAN 101,118 2 2 3 2.22% GFVLQDTVEQLR 377 388 54.6 27.8 31.1 2 0 0 1,404.7483
B_21 Methionine‐‐tRNA ligase, cytoplasmic SYMC_HUMAN 101,118 2 2 3 2.22% LINAVELK 424 431 27.6 25.0 8.1 1 0 0 899.5561
C_21 Methionine‐‐tRNA ligase, cytoplasmic SYMC_HUMAN 101,118 2 2 3 2.44% GFVLQDTVEQLR 377 388 53.8 27.5 32.4 2 0 0 1,404.7483
C_21 Methionine‐‐tRNA ligase, cytoplasmic SYMC_HUMAN 101,118 2 2 3 2.44% LENDQIESLR 805 814 23.9 27.5 12.5 1 0 0 1,216.6169
A_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 6 7 14 11.70% EPFPTIYVDSQK 39 50 29.9 28.1 20.2 2 0 0 1,423.7105
A_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 6 7 14 11.70% EPFPTIYVDSQKENER 39 54 28.5 26.4 28.5 0 2 0 1,951.9397
A_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 6 7 14 11.70% NLMFLVLR 143 150 27.4 25.2 18.6 2 0 0 1,021.5864
A_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 6 7 14 11.70% LEDLVCDVVDR 354 364 77.1 26.4 67.4 2 0 0 1,332.6466
A_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 6 7 14 11.70% LMTDTINEPILLCR 426 439 71.4 28.3 61.8 2 0 0 1,704.8662
A_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 6 7 14 11.70% YGTCPHGGYGLGLER 508 522 50.6 25.0 48.3 2 2 0 1,636.7539
A_17 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 2 2 3 4.01% VLAELYVSDR 2 11 46.9 26.6 33.5 2 0 0 1,164.6259
A_17 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 2 2 3 4.01% EPFPTIYVDSQK 39 50 33.9 27.8 24.6 1 0 0 1,423.7105
B_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 4 5 9 9.49% EPFPTIYVDSQK 39 50 41.7 27.7 41.7 2 0 0 1,423.7105
B_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 4 5 9 9.49% LEDLVCDVVDR 354 364 50.6 26.6 39.7 1 0 0 1,332.6466
B_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 4 5 9 9.49% LMTDTINEPILLCR 426 439 58.9 28.0 53.2 2 0 0 1,704.8662
B_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 4 5 9 9.49% YGTCPHGGYGLGLER 508 522 41.3 25.0 38.1 2 2 0 1,636.7539
B_17 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 4 4 8 7.48% VLAELYVSDR 2 11 41.0 27.7 35.4 2 0 0 1,164.6259
B_17 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 4 4 8 7.48% EPFPTIYVDSQK 39 50 33.0 28.1 26.8 2 0 0 1,423.7105
B_17 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 4 4 8 7.48% NLMFLVLR 143 150 41.6 25.4 19.1 2 0 0 1,021.5864
B_17 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 4 4 8 7.48% LEDLVCDVVDR 354 364 53.5 26.3 47.7 2 0 0 1,332.6466
C_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 7 8 13 14.60% VLAELYVSDR 2 11 62.1 26.6 49.9 2 0 0 1,164.6259
C_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 7 8 13 14.60% EPFPTIYVDSQK 39 50 35.9 27.9 35.9 2 0 0 1,423.7105
C_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 7 8 13 14.60% ITIKNDPSLPEPK 101 113 37.2 25.7 28.8 1 2 0 1,451.8107
C_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 7 8 13 14.60% NLMFLVLR 143 150 32.5 25.2 17.6 2 0 0 1,021.5864
C_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 7 8 13 14.60% LMTDTINEPILLCR 426 439 53.5 28.1 43.6 2 0 0 1,704.8662
C_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 7 8 13 14.60% YGTCPHGGYGLGLER 508 522 41.8 25.0 34.1 1 0 0 1,636.7539
C_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 7 8 13 14.60% FLTWILNR 523 530 22.3 27.0 17.1 1 0 0 1,062.6095
C_17 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 2 2 4 3.28% VLAELYVSDR 2 11 26.3 26.6 19.1 2 0 0 1,164.6259
C_17 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 2 2 4 3.28% NLMFLVLR 143 150 28.9 25.3 18.3 2 0 0 1,021.5864
D_23 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 2 2 4 3.10% VLAELYVSDR 2 11 37.2 27.6 32.7 2 0 0 1,164.6259
D_23 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 2 2 4 3.10% DVCLYPR 535 541 28.4 25.0 21.9 2 0 0 922.4452
F_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 4 4 7 8.03% VLAELYVSDR 2 11 68.6 27.7 58.6 1 0 0 1,164.6259
F_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 4 4 7 8.03% EPFPTIYVDSQK 39 50 39.1 28.1 39.1 2 0 0 1,423.7105
F_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 4 4 7 8.03% YGTCPHGGYGLGLER 508 522 55.3 25.0 48.3 0 2 0 1,636.7539
F_16 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 4 4 7 8.03% DVCLYPR 535 541 22.8 25.5 16.0 2 0 0 922.4452
H_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 5 6 11 8.76% VLAELYVSDR 2 11 58.7 26.6 54.7 2 0 0 1,164.6259
H_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 5 6 11 8.76% EPFPTIYVDSQK 39 50 37.3 27.9 35.8 2 0 0 1,423.7105
H_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 5 6 11 8.76% EPFPTIYVDSQKENER 39 54 33.1 26.3 26.1 0 2 0 1,951.9397
H_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 5 6 11 8.76% YGTCPHGGYGLGLER 508 522 49.5 25.0 42.7 2 2 0 1,636.7539
H_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 5 6 11 8.76% DVCLYPR 535 541 19.5 25.5 14.5 1 0 0 922.4452
I_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 3 3 5 4.93% EPFPTIYVDSQK 39 50 31.7 28.1 29.8 2 0 0 1,423.7105
I_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 3 3 5 4.93% FLTWILNR 523 530 38.3 27.1 31.8 1 0 0 1,062.6095
I_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 3 3 5 4.93% DVCLYPR 535 541 25.9 25.5 17.6 2 0 0 922.4452
K_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 3 3 6 6.20% EPFPTIYVDSQK 39 50 36.4 27.7 33.7 2 0 0 1,423.7105
K_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 3 3 6 6.20% YGTCPHGGYGLGLER 508 522 40.2 25.0 38.4 0 2 0 1,636.7539
K_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 3 3 6 6.20% DVCLYPR 535 541 28.1 26.2 15.4 2 0 0 922.4452
L_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 2 2 3 3.10% VLAELYVSDR 2 11 55.7 27.1 43.6 2 0 0 1,164.6259
L_14 Asparagine‐‐tRNA ligase, cytoplasmic SYNC_HUMAN 62,944 2 2 3 3.10% DVCLYPR 535 541 30.0 25.9 14.4 1 0 0 922.4452
A_06 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 2 2 3 3.61% EAATQAQQTLGSTIDK 35 50 53.4 27.7 50.0 1 0 0 1,661.8343
A_06 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 2 2 3 3.61% ATGILLYGLASR 51 62 43.1 25.4 33.4 2 0 0 1,234.7155
A_16 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 2 2 3 2.32% LFTLTALR 516 523 35.4 25.0 23.9 1 0 0 934.5721
A_16 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 2 2 3 2.32% VIITNFPAAK 577 586 28.2 26.8 9.8 2 0 0 1,073.6354
A_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 12 12 20 17.50% EAATQAQQTLGSTIDK 35 50 67.1 27.6 67.1 2 0 0 1,661.8343
A_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 12 12 20 17.50% ATGILLYGLASR 51 62 54.6 25.0 49.3 2 0 0 1,234.7155
A_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 12 12 20 17.50% SHPLDPIDTVDFER 96 109 21.4 26.6 21.0 0 1 0 1,640.7917
A_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 12 12 20 17.50% AINFNFGYAK 283 292 40.9 27.2 31.4 2 0 0 1,144.5785
A_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 12 12 20 17.50% FSEGEATLR 395 403 41.0 26.4 29.4 2 0 0 1,009.4949
A_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 12 12 20 17.50% LNLHYAVVSK 487 496 24.7 27.8 21.0 1 0 0 1,143.6520
A_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 12 12 20 17.50% LFTLTALR 516 523 20.3 25.0 19.7 1 0 0 934.5721
A_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 12 12 20 17.50% DVLNDTAPR 559 567 46.7 25.6 40.8 2 0 0 1,000.5059
A_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 12 12 20 17.50% VIITNFPAAK 577 586 27.6 26.8 16.2 1 0 0 1,073.6354



A_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 12 12 20 17.50% LAWGQPVGLR 630 639 40.8 25.0 30.0 2 0 0 1,096.6263
A_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 12 12 20 17.50% GPSGCVESLEVTCR 653 666 67.8 25.0 67.8 2 0 0 1,550.6939
A_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 12 12 20 17.50% LGYFSVDPDSHQGK 746 759 45.0 25.5 43.6 0 2 0 1,549.7283
B_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 8 8 12 12.90% EAATQAQQTLGSTIDK 35 50 72.6 27.9 65.9 2 0 0 1,661.8343
B_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 8 8 12 12.90% SHPLDPIDTVDFER 96 109 21.9 26.6 19.2 0 1 0 1,640.7917
B_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 8 8 12 12.90% FSEGEATLR 395 403 34.7 27.0 24.1 2 0 0 1,009.4949
B_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 8 8 12 12.90% VIITNFPAAK 577 586 24.0 26.0 4.9 2 0 0 1,073.6354
B_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 8 8 12 12.90% TDFKEEPEPGFKR 617 629 16.6 27.3 12.9 0 1 0 1,579.7753
B_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 8 8 12 12.90% LAWGQPVGLR 630 639 21.8 25.0 13.6 1 0 0 1,096.6263
B_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 8 8 12 12.90% GPSGCVESLEVTCR 653 666 82.3 25.0 82.3 2 0 0 1,550.6939
B_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 8 8 12 12.90% LGYFSVDPDSHQGK 746 759 37.4 26.1 37.3 0 1 0 1,549.7283
C_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 2 2 2 2.84% ATGILLYGLASR 51 62 36.9 25.0 31.6 1 0 0 1,234.7155
C_20 Glutamine‐‐tRNA ligase SYQ_HUMAN 87,800 2 2 2 2.84% VIITNFPAAK 577 586 21.8 26.8 12.3 1 0 0 1,073.6354
A_16 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 3 3.48% STIIGESISR 214 223 50.9 28.1 41.6 2 0 0 1,062.5790
A_16 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 3 3.48% MLLCEAVAAVMAK 635 647 47.3 27.2 41.6 1 0 0 1,438.7103
A_17 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 4 3.48% VIVDFSSPNIAK 194 205 73.7 27.1 55.2 2 0 0 1,289.7100
A_17 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 4 3.48% AYQCVVLLQGK 290 300 35.8 31.6 20.4 2 0 0 1,278.6876
A_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 6 6 10 9.39% NMINIISR 72 79 31.1 29.2 8.5 2 0 0 976.5245
A_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 6 6 10 9.39% VIVDFSSPNIAK 194 205 22.0 27.8 17.0 1 0 0 1,289.7100
A_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 6 6 10 9.39% STIIGESISR 214 223 58.1 28.1 44.7 2 0 0 1,062.5790
A_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 6 6 10 9.39% AYQCVVLLQGK 290 300 67.5 31.9 41.4 2 0 0 1,278.6876
A_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 6 6 10 9.39% LNDYIFSFDK 513 522 24.0 26.9 24.0 1 0 0 1,261.6100
A_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 6 6 10 9.39% LANIDEEMLQK 547 557 32.2 27.6 25.4 2 0 0 1,319.6514
B_16 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 4 3.33% VIVDFSSPNIAK 194 205 59.0 26.9 46.4 2 0 0 1,289.7100
B_16 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 4 3.33% STIIGESISR 214 223 46.8 28.1 32.0 2 0 0 1,062.5790
B_17 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 3 3 4 5.00% VIVDFSSPNIAK 194 205 51.1 26.9 37.0 2 0 0 1,289.7100
B_17 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 3 3 4 5.00% STIIGESISR 214 223 31.0 28.3 18.2 1 0 0 1,062.5790
B_17 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 3 3 4 5.00% AYQCVVLLQGK 290 300 36.5 31.6 23.4 1 0 0 1,278.6876
B_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 6 6 11 10.30% NMINIISR 72 79 28.1 27.7 11.1 1 0 0 976.5245
B_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 6 6 11 10.30% VIVDFSSPNIAK 194 205 45.1 26.9 39.1 2 0 0 1,289.7100
B_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 6 6 11 10.30% AYQCVVLLQGK 290 300 60.3 31.6 31.0 2 0 0 1,278.6876
B_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 6 6 11 10.30% SDGGYTYDTSDLAAIK 378 393 72.4 25.0 62.0 2 0 0 1,676.7652
B_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 6 6 11 10.30% LNDYIFSFDK 513 522 47.0 26.8 42.3 2 0 0 1,261.6100
B_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 6 6 11 10.30% LANIDEEMLQK 547 557 45.8 27.5 38.7 2 0 0 1,319.6514
C_17 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 3 3 6 5.00% VIVDFSSPNIAK 194 205 68.0 27.5 59.2 2 0 0 1,289.7100
C_17 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 3 3 6 5.00% STIIGESISR 214 223 58.5 28.1 45.6 2 0 0 1,062.5790
C_17 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 3 3 6 5.00% AYQCVVLLQGK 290 300 35.5 31.9 20.3 2 0 0 1,278.6876
C_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 3 3 4 4.85% STIIGESISR 214 223 31.5 28.1 22.1 2 0 0 1,062.5790
C_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 3 3 4 4.85% AYQCVVLLQGK 290 300 32.1 31.9 19.6 1 0 0 1,278.6876
C_18 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 3 3 4 4.85% LANIDEEMLQK 547 557 33.0 26.9 26.5 1 0 0 1,319.6514
I_14 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 4 3.48% VIVDFSSPNIAK 194 205 64.5 26.9 48.5 2 0 0 1,289.7100
I_14 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 4 3.48% AYQCVVLLQGK 290 300 49.8 31.6 35.8 2 0 0 1,278.6876
K_14 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 3 3.48% VIVDFSSPNIAK 194 205 50.0 27.6 40.8 2 0 0 1,289.7100
K_14 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 3 3.48% AYQCVVLLQGK 290 300 37.2 31.6 24.5 1 0 0 1,278.6876
K_15 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 4 3.18% STIIGESISR 214 223 48.3 27.6 36.7 2 0 0 1,062.5790
K_15 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 4 3.18% AYQCVVLLQGK 290 300 51.7 31.6 30.3 2 0 0 1,278.6876
L_10 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 4 3.18% STIIGESISR 214 223 52.6 27.9 42.9 2 0 0 1,062.5790
L_10 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 4 3.18% LANIDEEMLQK 547 557 32.3 27.6 29.6 2 0 0 1,319.6514
Q_10 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 4 2.73% NMINIISR 72 79 24.1 28.5 8.8 2 0 0 976.5245
Q_10 Arginine‐‐tRNA ligase, cytoplasmic SYRC_HUMAN 75,382 2 2 4 2.73% STIIGESISR 214 223 41.8 27.1 28.8 2 0 0 1,062.5790
A_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 5 6 11 10.10% FKDPGLVDQLVK 27 38 32.6 27.3 26.4 2 2 0 1,358.7681
A_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 5 6 11 10.10% DPGLVDQLVK 29 38 25.6 25.8 17.9 2 0 0 1,083.6047
A_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 5 6 11 10.10% IEQFVYSSPHDNK 324 336 44.3 25.7 34.0 1 0 0 1,563.7438
A_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 5 6 11 10.10% ELVSCSNCTDYQAR 391 404 77.6 25.0 75.4 2 0 0 1,702.7160
A_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 5 6 11 10.10% TICAILENYQTEK 436 448 63.1 26.8 53.1 2 0 0 1,582.7783
A_16 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 2 2 3 5.25% ELVSCSNCTDYQAR 391 404 47.3 25.0 47.3 2 0 0 1,702.7160
A_16 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 2 2 3 5.25% TICAILENYQTEK 436 448 31.8 27.0 23.7 1 0 0 1,582.7783
B_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 5 5 9 12.30% FKDPGLVDQLVK 27 38 23.3 27.3 11.8 0 1 0 1,358.7681
B_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 5 5 9 12.30% YLIATSEQPIAALHR 267 281 33.7 25.9 27.2 0 2 0 1,682.9225
B_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 5 5 9 12.30% YAGLSTCFR 294 302 28.4 25.0 28.4 2 0 0 1,074.5037
B_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 5 5 9 12.30% ELVSCSNCTDYQAR 391 404 66.6 25.0 66.6 2 0 0 1,702.7160
B_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 5 5 9 12.30% TICAILENYQTEK 436 448 66.2 27.2 49.6 2 0 0 1,582.7783
B_16 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 4 7 7.78% IEQFVYSSPHDNK 324 336 39.7 26.8 32.8 1 2 0 1,563.7438
B_16 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 4 7 7.78% ELVSCSNCTDYQAR 391 404 81.6 25.0 81.6 2 0 0 1,702.7160
B_16 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 4 7 7.78% TICAILENYQTEK 436 448 52.0 27.0 46.4 2 0 0 1,582.7783
C_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 4 6 7.59% FKDPGLVDQLVK 27 38 30.4 27.4 5.8 2 1 0 1,358.7681
C_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 4 6 7.59% ELVSCSNCTDYQAR 391 404 51.3 25.0 48.4 1 0 0 1,702.7160
C_15 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 4 6 7.59% TICAILENYQTEK 436 448 37.1 26.4 26.4 2 0 0 1,582.7783
C_16 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 4 4 8 9.14% VLDLDLFR 2 9 45.9 25.7 39.8 2 0 0 990.5620
C_16 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 4 4 8 9.14% FKDPGLVDQLVK 27 38 46.9 27.4 27.9 2 0 0 1,358.7681
C_16 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 4 4 8 9.14% ELVSCSNCTDYQAR 391 404 67.6 25.0 67.6 2 0 0 1,702.7160
C_16 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 4 4 8 9.14% TICAILENYQTEK 436 448 70.0 26.7 61.6 2 0 0 1,582.7783
F_16 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 5.84% VLDLDLFR 2 9 50.2 27.1 38.8 2 0 0 990.5620
F_16 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 5.84% LLIDEAILK 108 116 35.0 25.0 19.1 1 0 0 1,027.6400
F_16 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 5.84% TICAILENYQTEK 436 448 55.9 26.7 48.0 2 0 0 1,582.7783
H_13 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 7.00% LLIDEAILK 108 116 33.0 25.0 13.8 2 0 0 1,027.6400
H_13 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 7.00% ELVSCSNCTDYQAR 391 404 46.8 25.0 46.8 1 0 0 1,702.7160
H_13 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 7.00% TICAILENYQTEK 436 448 50.8 26.9 42.2 2 0 0 1,582.7783
H_14 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 6 7 11 13.40% VLDLDLFR 2 9 44.2 25.7 39.4 2 0 0 990.5620
H_14 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 6 7 11 13.40% FKDPGLVDQLVK 27 38 30.5 27.3 20.9 1 0 0 1,358.7681
H_14 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 6 7 11 13.40% LLIDEAILK 108 116 23.5 25.0 0.0 1 0 0 1,027.6400
H_14 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 6 7 11 13.40% IEQFVYSSPHDNK 324 336 21.9 26.3 12.7 0 2 0 1,563.7438
H_14 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 6 7 11 13.40% ELVSCSNCTDYQAR 391 404 88.2 25.0 88.2 2 0 0 1,702.7160
H_14 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 6 7 11 13.40% TICAILENYQTEK 436 448 84.4 26.8 70.4 2 1 0 1,582.7783
I_13 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 2 2 3 5.25% ELVSCSNCTDYQAR 391 404 45.6 25.0 40.5 1 0 0 1,702.7160
I_13 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 2 2 3 5.25% TICAILENYQTEK 436 448 65.5 26.7 56.1 2 0 0 1,582.7783
I_14 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 7.59% FKDPGLVDQLVK 27 38 28.7 27.3 14.1 0 1 0 1,358.7681
I_14 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 7.59% ELVSCSNCTDYQAR 391 404 53.2 25.0 53.2 2 0 0 1,702.7160
I_14 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 7.59% TICAILENYQTEK 436 448 68.9 26.7 56.9 2 0 0 1,582.7783
K_14 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 6.03% VLDLDLFR 2 9 39.4 27.1 28.8 1 0 0 990.5620
K_14 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 6.03% LLIDEAILK 108 116 34.0 25.0 23.2 2 0 0 1,027.6400
K_14 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 6.03% ELVSCSNCTDYQAR 391 404 41.7 25.0 41.7 2 0 0 1,702.7160
L_09 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 7.98% FKDPGLVDQLVK 27 38 21.4 27.3 11.8 0 1 0 1,358.7681
L_09 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 7.98% YLIATSEQPIAALHR 267 281 32.7 25.6 26.9 0 2 0 1,682.9225
L_09 Serine‐‐tRNA ligase, cytoplasmic SYSC_HUMAN 58,779 3 3 5 7.98% ELVSCSNCTDYQAR 391 404 91.6 25.0 91.6 2 0 0 1,702.7160
A_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 12 12 23 18.40% ETLLAMFK 224 231 24.3 25.8 19.8 1 0 0 968.5123
A_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 12 12 23 18.40% VNTPTTTVYR 244 253 34.5 27.8 18.6 2 0 0 1,151.6055
A_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 12 12 23 18.40% CGPLIDLCR 254 262 52.0 25.0 45.8 2 0 0 1,103.5339
A_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 12 12 23 18.40% IYGISFPDPK 297 306 57.2 27.5 48.4 2 0 0 1,136.5988
A_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 12 12 23 18.40% GFQEVVTPNIFNSR 368 381 43.6 27.8 37.9 2 0 0 1,607.8176
A_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 12 12 23 18.40% NELSGALTGLTR 443 454 72.4 28.5 56.8 2 0 0 1,231.6642
A_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 12 12 23 18.40% QLENSLNEFGEK 518 529 52.0 26.3 41.6 2 0 0 1,407.6751
A_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 12 12 23 18.40% FNLTYVSHDGDDK 571 583 79.6 25.0 69.8 2 0 0 1,510.6810
A_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 12 12 23 18.40% MIAILTENYGGK 600 611 44.7 28.2 26.6 2 0 0 1,309.6822
A_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 12 12 23 18.40% QVMVVPVGPTCDEYAQK 620 636 69.2 25.9 61.9 2 0 0 1,936.9145
A_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 12 12 23 18.40% FMADIDLDPGCTLNK 646 660 61.7 25.0 54.2 2 0 0 1,725.7826
A_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 12 12 23 18.40% FMADIDLDPGCTLNKK 646 661 32.1 25.9 24.2 0 2 0 1,853.8776
A_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 9 16 12.60% LEMYNILK 58 65 21.3 26.7 15.0 1 0 0 1,023.5544
A_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 9 16 12.60% CGPLIDLCR 254 262 40.6 25.0 37.1 2 0 0 1,103.5339
A_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 9 16 12.60% IYGISFPDPK 297 306 41.6 27.5 34.7 2 0 0 1,136.5988
A_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 9 16 12.60% LADFGVLHR 434 442 46.3 25.7 40.2 2 0 0 1,027.5684
A_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 9 16 12.60% NELSGALTGLTR 443 454 65.7 28.5 42.2 2 0 0 1,231.6642



A_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 9 16 12.60% FNLTYVSHDGDDK 571 583 53.1 25.0 46.3 2 0 0 1,510.6810
A_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 9 16 12.60% FNLTYVSHDGDDKK 571 584 15.8 26.0 5.7 0 1 0 1,638.7760
A_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 9 16 12.60% MIAILTENYGGK 600 611 40.3 28.2 36.4 2 0 0 1,309.6822
A_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 9 16 12.60% QVMVVPVGPTCDEYAQK 620 636 38.7 26.0 33.2 2 0 0 1,936.9145
B_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 10 11 20 15.80% ETLLAMFK 224 231 26.2 25.5 25.6 1 0 0 968.5123
B_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 10 11 20 15.80% IYGISFPDPK 297 306 57.0 27.8 52.4 2 0 0 1,136.5988
B_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 10 11 20 15.80% GFQEVVTPNIFNSR 368 381 47.2 28.1 40.7 2 0 0 1,607.8176
B_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 10 11 20 15.80% NELSGALTGLTR 443 454 47.3 28.6 20.7 1 0 0 1,231.6642
B_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 10 11 20 15.80% QLENSLNEFGEK 518 529 54.7 25.9 44.2 2 0 0 1,407.6751
B_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 10 11 20 15.80% FNLTYVSHDGDDK 571 583 89.3 25.0 75.6 2 0 0 1,510.6810
B_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 10 11 20 15.80% FNLTYVSHDGDDKK 571 584 26.0 26.0 8.8 0 2 0 1,638.7760
B_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 10 11 20 15.80% MIAILTENYGGK 600 611 40.9 27.5 34.9 2 0 0 1,325.6772
B_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 10 11 20 15.80% QVMVVPVGPTCDEYAQK 620 636 63.0 26.0 58.4 2 2 0 1,936.9145
B_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 10 11 20 15.80% FMADIDLDPGCTLNK 646 660 92.4 25.0 83.9 2 0 0 1,725.7826
B_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 11 19 13.10% CGPLIDLCR 254 262 56.3 26.4 49.2 2 0 0 1,103.5339
B_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 11 19 13.10% IYGISFPDPK 297 306 49.0 27.5 41.1 2 0 0 1,136.5988
B_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 11 19 13.10% LADFGVLHR 434 442 48.3 25.7 40.5 2 0 0 1,027.5684
B_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 11 19 13.10% NELSGALTGLTR 443 454 54.7 28.5 41.7 1 0 0 1,231.6642
B_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 11 19 13.10% QLENSLNEFGEK 518 529 47.7 26.1 42.0 2 0 0 1,407.6751
B_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 11 19 13.10% FNLTYVSHDGDDK 571 583 66.9 25.0 53.2 2 0 0 1,510.6810
B_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 11 19 13.10% FNLTYVSHDGDDKK 571 584 21.4 26.0 14.6 0 1 0 1,638.7760
B_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 11 19 13.10% MIAILTENYGGK 600 611 53.5 28.2 46.4 4 0 0 1,309.6822
B_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 9 11 19 13.10% QVMVVPVGPTCDEYAQK 620 636 50.4 26.3 47.8 2 1 0 1,936.9145
C_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 12 12.60% ETLLAMFK 224 231 28.0 25.4 20.2 2 0 0 968.5123
C_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 12 12.60% NSSTYWEGKADMETLQR 280 296 21.8 25.0 14.0 0 1 0 2,031.9078
C_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 12 12.60% IYGISFPDPK 297 306 58.5 27.5 54.4 2 0 0 1,136.5988
C_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 12 12.60% GFQEVVTPNIFNSR 368 381 33.5 28.1 26.3 1 0 0 1,607.8176
C_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 12 12.60% QLENSLNEFGEK 518 529 88.9 26.4 79.1 2 0 0 1,407.6751
C_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 12 12.60% FNLTYVSHDGDDK 571 583 49.4 25.0 44.5 2 0 0 1,510.6810
C_19 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 12 12.60% QVMVVPVGPTCDEYAQK 620 636 58.6 26.0 49.9 2 0 0 1,936.9145
C_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 2 3 4 3.18% IYGISFPDPK 297 306 46.2 27.3 43.1 2 0 0 1,136.5988
C_20 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 2 3 4 3.18% FNLTYVSHDGDDK 571 583 29.2 25.0 19.8 1 1 0 1,510.6810
D_26 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 4 4 6 6.64% GFQEVVTPNIFNSR 368 381 71.9 27.9 64.6 2 0 0 1,607.8176
D_26 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 4 4 6 6.64% LADFGVLHR 434 442 41.4 26.3 30.7 1 0 0 1,027.5684
D_26 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 4 4 6 6.64% NELSGALTGLTR 443 454 65.7 28.7 53.8 2 0 0 1,231.6642
D_26 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 4 4 6 6.64% FLGDIEVWDQAEK 505 517 38.4 27.0 29.8 1 0 0 1,549.7535
H_14 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 2 2 2 3.04% IYGISFPDPK 297 306 40.7 27.5 27.0 1 0 0 1,136.5988
H_14 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 2 2 2 3.04% NELSGALTGLTR 443 454 40.8 28.0 28.5 1 0 0 1,231.6642
H_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 11 11.20% LEMYNILK 58 65 23.7 26.8 17.6 1 0 0 1,023.5544
H_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 11 11.20% CGPLIDLCR 254 262 53.7 26.4 47.1 2 0 0 1,103.5339
H_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 11 11.20% IYGISFPDPK 297 306 48.5 27.5 43.8 2 0 0 1,136.5988
H_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 11 11.20% NELSGALTGLTR 443 454 70.0 28.5 46.9 2 0 0 1,231.6642
H_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 11 11.20% FNLTYVSHDGDDK 571 583 81.2 25.0 63.7 2 0 0 1,510.6810
H_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 11 11.20% MIAILTENYGGK 600 611 28.6 27.8 20.9 1 0 0 1,325.6772
H_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 7 7 11 11.20% QVMVVPVGPTCDEYAQK 620 636 42.1 26.1 36.6 1 0 0 1,936.9145
H_22 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 2 2 3 2.90% CGPLIDLCR 254 262 28.8 26.5 27.5 1 0 0 1,103.5339
H_22 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 2 2 3 2.90% NELSGALTGLTR 443 454 70.1 28.5 54.7 2 0 0 1,231.6642
H_24 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 2 2 4 3.32% NELSGALTGLTR 443 454 82.9 27.9 56.5 2 0 0 1,231.6642
H_24 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 2 2 4 3.32% QLENSLNEFGEK 518 529 54.5 26.2 46.6 2 0 0 1,407.6751
I_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 8 8 15 13.70% CGPLIDLCR 254 262 42.6 26.4 39.7 2 0 0 1,103.5339
I_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 8 8 15 13.70% IYGISFPDPK 297 306 49.6 27.8 41.9 2 0 0 1,136.5988
I_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 8 8 15 13.70% GFQEVVTPNIFNSR 368 381 37.5 28.0 29.7 2 0 0 1,607.8176
I_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 8 8 15 13.70% NELSGALTGLTR 443 454 76.3 28.5 51.9 2 0 0 1,231.6642
I_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 8 8 15 13.70% QLENSLNEFGEK 518 529 50.1 26.2 41.3 2 0 0 1,407.6751
I_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 8 8 15 13.70% FNLTYVSHDGDDK 571 583 65.5 25.0 55.1 1 0 0 1,510.6810
I_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 8 8 15 13.70% MIAILTENYGGK 600 611 46.8 28.2 42.4 2 0 0 1,309.6822
I_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 8 8 15 13.70% QVMVVPVGPTCDEYAQK 620 636 49.5 25.9 41.7 2 0 0 1,936.9145
J_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 3 3 5 4.56% CGPLIDLCR 254 262 26.6 26.5 22.9 1 0 0 1,103.5339
J_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 3 3 5 4.56% NELSGALTGLTR 443 454 68.2 28.1 56.7 2 0 0 1,231.6642
J_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 3 3 5 4.56% QLENSLNEFGEK 518 529 54.3 26.5 47.7 2 0 0 1,407.6751
K_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 3 3 5 4.56% CGPLIDLCR 254 262 44.9 26.5 42.8 2 0 0 1,103.5339
K_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 3 3 5 4.56% NELSGALTGLTR 443 454 78.9 28.6 57.6 2 0 0 1,231.6642
K_16 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 3 3 5 4.56% QLENSLNEFGEK 518 529 27.8 26.2 22.3 1 0 0 1,407.6751
M_12 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 2 2 3 3.04% IYGISFPDPK 297 306 35.6 27.5 34.7 1 0 0 1,136.5988
M_12 Threonine‐‐tRNA ligase, cytoplasmic SYTC_HUMAN 83,438 2 2 3 3.04% NELSGALTGLTR 443 454 53.0 28.1 41.4 2 0 0 1,231.6642
A_04 Alpha‐synuclein SYUA_HUMAN 14,458 5 8 14 37.10% TKEGVVHGVATVAEK 44 58 29.7 25.8 25.9 1 2 0 1,524.8381
A_04 Alpha‐synuclein SYUA_HUMAN 14,458 5 8 14 37.10% EGVVHGVATVAEK 46 58 37.8 26.6 29.5 2 0 0 1,295.6954
A_04 Alpha‐synuclein SYUA_HUMAN 14,458 5 8 14 37.10% EQVTNVGGAVVTGVTAVAQK 61 80 63.9 26.6 63.9 2 2 0 1,928.0448
A_04 Alpha‐synuclein SYUA_HUMAN 14,458 5 8 14 37.10% TVEGAGSIAAATGFVK 81 96 102.0 27.4 96.0 2 1 0 1,478.7850
A_04 Alpha‐synuclein SYUA_HUMAN 14,458 5 8 14 37.10% TVEGAGSIAAATGFVKK 81 97 57.8 26.2 48.4 2 0 0 1,606.8800
B_03 Alpha‐synuclein SYUA_HUMAN 14,458 2 2 2 20.70% EGVVHGVATVAEK 46 58 24.8 27.0 13.4 1 0 0 1,295.6954
B_03 Alpha‐synuclein SYUA_HUMAN 14,458 2 2 2 20.70% TVEGAGSIAAATGFVK 81 96 78.5 27.4 76.2 1 0 0 1,478.7850
C_03 Alpha‐synuclein SYUA_HUMAN 14,458 2 2 2 17.10% EGVLYVGSK 35 43 32.2 26.9 27.2 1 0 0 951.5146
C_03 Alpha‐synuclein SYUA_HUMAN 14,458 2 2 2 17.10% TKEGVVHGVATVAEK 44 58 18.1 25.7 8.0 0 1 0 1,524.8381
F_07 Alpha‐synuclein SYUA_HUMAN 14,458 3 3 4 22.10% TKEGVVHGVATVAEK 44 58 20.7 25.7 10.9 0 1 0 1,524.8381
F_07 Alpha‐synuclein SYUA_HUMAN 14,458 3 3 4 22.10% EGVVHGVATVAEK 46 58 25.9 27.0 11.0 1 0 0 1,295.6954
F_07 Alpha‐synuclein SYUA_HUMAN 14,458 3 3 4 22.10% TVEGAGSIAAATGFVK 81 96 110.0 27.5 106.0 2 0 0 1,478.7850
H_04 Alpha‐synuclein SYUA_HUMAN 14,458 2 2 2 25.70% EQVTNVGGAVVTGVTAVAQK 61 80 44.0 26.6 40.4 0 1 0 1,928.0448
H_04 Alpha‐synuclein SYUA_HUMAN 14,458 2 2 2 25.70% TVEGAGSIAAATGFVK 81 96 72.7 27.4 62.2 1 0 0 1,478.7850
L_03 Alpha‐synuclein SYUA_HUMAN 14,458 3 3 6 27.10% TKEQVTNVGGAVVTGVTAVAQK 59 80 50.9 25.0 45.7 0 2 0 2,157.1875
L_03 Alpha‐synuclein SYUA_HUMAN 14,458 3 3 6 27.10% EQVTNVGGAVVTGVTAVAQK 61 80 81.5 25.9 81.5 2 0 0 1,928.0448
L_03 Alpha‐synuclein SYUA_HUMAN 14,458 3 3 6 27.10% TVEGAGSIAAATGFVK 81 96 83.8 27.0 80.7 2 0 0 1,478.7850
F_06 Gamma‐synuclein SYUG_HUMAN 13,330 2 2 2 24.40% TKENVVQSVTSVAEK 44 58 24.5 28.0 19.2 0 1 0 1,618.8646
F_06 Gamma‐synuclein SYUG_HUMAN 13,330 2 2 2 24.40% TVEEAENIAVTSGVVR 81 96 47.1 28.4 38.9 1 0 0 1,673.8704
L_03 Gamma‐synuclein SYUG_HUMAN 13,330 2 3 6 24.40% TKENVVQSVTSVAEK 44 58 26.1 28.2 12.5 0 2 0 1,618.8646
L_03 Gamma‐synuclein SYUG_HUMAN 13,330 2 3 6 24.40% TVEEAENIAVTSGVVR 81 96 78.8 28.0 71.3 2 2 0 1,673.8704
Q_03 Gamma‐synuclein SYUG_HUMAN 13,330 3 3 5 41.70% TKENVVQSVTSVAEK 44 58 18.5 27.5 6.9 0 2 0 1,618.8646
Q_03 Gamma‐synuclein SYUG_HUMAN 13,330 3 3 5 41.70% TKEQANAVSEAVVSSVNTVATK 59 80 42.0 26.7 37.6 0 1 0 2,233.1669
Q_03 Gamma‐synuclein SYUG_HUMAN 13,330 3 3 5 41.70% TVEEAENIAVTSGVVR 81 96 59.0 28.0 51.5 2 0 0 1,673.8704
A_22 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 2 2 3 2.06% LSAAVTEAFVR 451 461 60.3 27.9 51.5 2 0 0 1,163.6418
A_22 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 2 2 3 2.06% ITPAHDQNDYEVGQR 592 606 19.0 25.0 10.4 0 1 0 1,742.8094
A_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 9 9 13 9.34% YGEAGEGPGWGGAHPR 24 39 35.2 25.0 34.1 0 1 0 1,597.7144
A_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 9 9 13 9.34% ICLQPPPTSR 40 49 26.1 26.3 26.1 1 0 0 1,168.6145
A_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 9 9 13 9.34% SSAQDPQAVLGALGR 123 137 82.0 27.3 74.2 2 0 0 1,469.7708
A_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 9 9 13 9.34% DVSGPMPDSYSPR 291 303 34.5 25.0 32.8 2 0 0 1,423.6160
A_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 9 9 13 9.34% LSAAVTEAFVR 451 461 76.5 27.9 67.9 2 0 0 1,163.6418
A_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 9 9 13 9.34% VQGSDSDEEVVVATTR 522 537 58.3 27.1 56.7 1 0 0 1,691.8083
A_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 9 9 13 9.34% IETMLGDVAVAVHPK 538 552 26.3 27.0 17.6 0 1 0 1,595.8464
A_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 9 9 13 9.34% GIEDNPMVVPLCNR 652 665 34.9 26.0 29.6 2 0 0 1,629.7725
A_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 9 9 13 9.34% DINLDVNR 935 942 20.3 25.1 3.2 1 0 0 958.4953
A_25 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 2 2 4 2.06% SSAQDPQAVLGALGR 123 137 41.8 27.3 40.3 2 0 0 1,469.7708
A_25 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 2 2 4 2.06% LSAAVTEAFVR 451 461 30.5 27.5 21.5 2 0 0 1,163.6418
B_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 12 12 20 11.90% YGEAGEGPGWGGAHPR 24 39 44.8 25.0 44.8 0 2 0 1,597.7144
B_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 12 12 20 11.90% SSAQDPQAVLGALGR 123 137 94.2 27.3 85.9 2 0 0 1,469.7708
B_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 12 12 20 11.90% WFVTCVR 190 196 21.3 25.8 0.0 1 0 0 967.4818
B_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 12 12 20 11.90% DVSGPMPDSYSPR 291 303 41.5 25.0 41.5 2 0 0 1,423.6160
B_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 12 12 20 11.90% EAFLQEVWK 410 418 26.2 28.4 15.3 1 0 0 1,149.5939
B_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 12 12 20 11.90% LSAAVTEAFVR 451 461 96.9 27.5 87.3 2 0 0 1,163.6418
B_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 12 12 20 11.90% VQGSDSDEEVVVATTR 522 537 72.2 26.6 72.2 2 0 0 1,691.8083
B_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 12 12 20 11.90% IETMLGDVAVAVHPK 538 552 26.2 27.0 26.1 0 2 0 1,595.8464
B_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 12 12 20 11.90% ITPAHDQNDYEVGQR 592 606 30.7 25.1 26.2 1 0 0 1,742.8094
B_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 12 12 20 11.90% GIEDNPMVVPLCNR 652 665 24.7 26.2 21.7 2 0 0 1,629.7725



B_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 12 12 20 11.90% DINLDVNR 935 942 27.9 25.7 8.0 1 0 0 958.4953
B_24 Valine‐‐tRNA ligase SYVC_HUMAN 140,478 12 12 20 11.90% VPLEVQEADEAK 1231 1242 64.4 27.1 59.1 2 0 0 1,327.6741
A_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 3 3 5 9.77% GIFGFTDSDCIGK 265 277 25.9 25.0 25.9 1 0 0 1,416.6467
A_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 3 3 5 9.77% MSASDPNSSIFLTDTAK 350 366 96.7 25.0 91.2 2 0 0 1,800.8322
A_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 3 3 5 9.77% ALIEVLQPLIAEHQAR 433 448 26.8 25.0 23.0 0 2 0 1,801.0332
A_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 7 9 16 17.60% DMNQVLDAYENK 142 153 68.0 25.0 53.6 4 0 0 1,455.6422
A_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 7 9 16 17.60% DIIACGFDINK 221 231 47.7 26.8 31.1 2 0 0 1,265.6197
A_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 7 9 16 17.60% GIFGFTDSDCIGK 265 277 25.9 25.0 23.1 1 0 0 1,416.6467
A_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 7 9 16 17.60% MSASDPNSSIFLTDTAK 350 366 100.0 25.0 94.4 2 0 0 1,800.8322
A_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 7 9 16 17.60% DYTSGAMLTGELK 419 431 65.7 25.0 55.5 2 0 0 1,401.6569
A_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 7 9 16 17.60% DYTSGAMLTGELKK 419 432 35.9 26.7 24.3 2 0 0 1,529.7519
A_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 7 9 16 17.60% ALIEVLQPLIAEHQAR 433 448 37.8 25.0 24.2 1 2 0 1,801.0332
B_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 8 9 16 21.40% GIDYDKLIVR 97 106 51.5 27.0 41.0 2 0 0 1,191.6734
B_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 8 9 16 21.40% DMNQVLDAYENK 142 153 65.6 25.0 52.0 3 0 0 1,455.6422
B_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 8 9 16 21.40% DIIACGFDINK 221 231 58.6 26.8 41.0 2 0 0 1,265.6197
B_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 8 9 16 21.40% GIFGFTDSDCIGK 265 277 52.9 25.0 47.1 2 0 0 1,416.6467
B_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 8 9 16 21.40% MSASDPNSSIFLTDTAK 350 366 117.0 25.1 115.0 2 0 0 1,800.8322
B_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 8 9 16 21.40% DYTSGAMLTGELKK 419 432 38.9 27.0 34.8 2 0 0 1,529.7519
B_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 8 9 16 21.40% ALIEVLQPLIAEHQAR 433 448 37.8 25.0 33.4 0 2 0 1,801.0332
B_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 8 9 16 21.40% EVTDEIVK 451 458 28.0 28.7 14.2 1 0 0 932.4936
C_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 2 2 3 5.73% GIDYDKLIVR 97 106 34.1 27.1 20.2 1 0 0 1,191.6734
C_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 2 2 3 5.73% MSASDPNSSIFLTDTAK 350 366 77.9 25.0 77.9 2 0 0 1,800.8322
C_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 4 4 6 12.10% GIDYDKLIVR 97 106 72.1 27.0 59.1 2 0 0 1,191.6734
C_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 4 4 6 12.10% MSASDPNSSIFLTDTAK 350 366 89.3 25.0 86.1 2 0 0 1,800.8322
C_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 4 4 6 12.10% DYTSGAMLTGELKK 419 432 36.4 27.1 29.8 1 0 0 1,529.7519
C_15 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 4 4 6 12.10% ALIEVLQPLIAEHQAR 433 448 30.3 25.0 13.8 0 1 0 1,801.0332
D_21 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 2 2 4 5.73% DIIACGFDINK 221 231 33.6 26.8 25.5 2 0 0 1,265.6197
D_21 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 2 2 4 5.73% ALIEVLQPLIAEHQAR 433 448 27.1 25.0 20.3 0 2 0 1,801.0332
F_16 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 2 2 3 5.94% DIIACGFDINK 221 231 57.7 26.8 43.5 2 0 0 1,265.6197
F_16 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 2 2 3 5.94% MSASDPNSSIFLTDTAK 350 366 50.8 25.9 45.0 1 0 0 1,784.8372
H_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 4 5 10 11.30% DMNQVLDAYENK 142 153 61.0 25.0 55.0 2 0 0 1,439.6472
H_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 4 5 10 11.30% DIIACGFDINK 221 231 61.4 26.8 46.2 2 0 0 1,265.6197
H_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 4 5 10 11.30% GIFGFTDSDCIGK 265 277 46.6 25.0 46.0 2 0 0 1,416.6467
H_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 4 5 10 11.30% MSASDPNSSIFLTDTAK 350 366 72.2 25.2 66.4 4 0 0 1,800.8322
I_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 2 3 6 7.01% MSASDPNSSIFLTDTAK 350 366 113.0 25.2 105.0 4 0 0 1,800.8322
I_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 2 3 6 7.01% ALIEVLQPLIAEHQAR 433 448 30.7 25.0 17.2 0 2 0 1,801.0332
J_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 2 2 2 5.73% GIDYDKLIVR 97 106 42.8 26.1 34.2 1 0 0 1,191.6734
J_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 2 2 2 5.73% MSASDPNSSIFLTDTAK 350 366 46.8 25.4 40.0 1 0 0 1,800.8322
K_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 2 2 3 4.88% GIDYDKLIVR 97 106 66.7 27.0 55.7 1 0 0 1,191.6734
K_13 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 2 2 3 4.88% GIFGFTDSDCIGK 265 277 62.0 25.0 56.2 2 0 0 1,416.6467
L_09 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 3 3 6 9.77% GIFGFTDSDCIGK 265 277 62.7 25.0 50.3 2 0 0 1,416.6467
L_09 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 3 3 6 9.77% MSASDPNSSIFLTDTAK 350 366 115.0 25.4 115.0 2 0 0 1,800.8322
L_09 Tryptophan‐‐tRNA ligase, cytoplasmic SYWC_HUMAN 53,168 3 3 6 9.77% ALIEVLQPLIAEHQAR 433 448 38.1 25.0 34.4 0 2 0 1,801.0332
A_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 9 10 18 18.60% NLQEVLGEEK 17 26 49.2 27.1 42.1 2 0 0 1,158.6002
A_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 9 10 18 18.60% AMLESIGVPLEK 103 114 48.7 28.8 28.9 2 0 0 1,302.6976
A_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 9 10 18 18.60% EYTLDVYR 128 135 23.1 25.5 8.1 2 0 0 1,058.5153
A_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 9 10 18 18.60% VDAQFGGIDQR 179 189 62.0 27.2 51.2 2 0 0 1,205.5911
A_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 9 10 18 18.60% DFAAEVVHPGDLK 298 310 54.4 27.3 42.3 2 0 0 1,397.7061
A_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 9 10 18 18.60% NSEPEEVIPSR 357 367 40.4 25.9 33.1 2 0 0 1,256.6117
A_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 9 10 18 18.60% IDVGEAEPR 392 400 73.8 25.0 61.6 1 0 0 985.4950
A_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 9 10 18 18.60% TVVSGLVQFVPK 401 412 57.2 25.0 51.2 2 0 0 1,273.7515
A_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 9 10 18 18.60% LVVVLCNLKPQK 419 430 41.6 25.0 41.6 2 1 0 1,410.8503
B_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 8 9 15 16.90% NLQEVLGEEK 17 26 47.9 28.4 33.8 2 0 0 1,158.6002
B_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 8 9 15 16.90% AMLESIGVPLEK 103 114 61.7 28.7 52.2 2 0 0 1,302.6976
B_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 8 9 15 16.90% EYTLDVYR 128 135 32.4 25.3 23.5 2 0 0 1,058.5153
B_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 8 9 15 16.90% DFAAEVVHPGDLK 298 310 51.5 27.5 40.1 2 1 0 1,397.7061
B_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 8 9 15 16.90% LASAAYPDPSK 336 346 34.2 28.3 24.1 2 0 0 1,119.5681
B_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 8 9 15 16.90% NSEPEEVIPSR 357 367 33.1 25.8 24.6 2 0 0 1,256.6117
B_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 8 9 15 16.90% TVVSGLVQFVPK 401 412 61.8 25.1 55.2 1 0 0 1,273.7515
B_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 8 9 15 16.90% LVVVLCNLKPQK 419 430 29.3 25.0 21.9 1 0 0 1,410.8503
C_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 10 10 18 20.50% NLQEVLGEEK 17 26 41.3 27.5 33.0 2 0 0 1,158.6002
C_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 10 10 18 20.50% VSYYENVIK 94 102 26.5 27.0 21.6 1 0 0 1,114.5778
C_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 10 10 18 20.50% AMLESIGVPLEK 103 114 44.7 29.2 31.0 2 0 0 1,302.6976
C_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 10 10 18 20.50% EYTLDVYR 128 135 30.8 25.5 27.2 2 0 0 1,058.5153
C_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 10 10 18 20.50% DFAAEVVHPGDLK 298 310 52.7 27.5 43.9 2 0 0 1,397.7061
C_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 10 10 18 20.50% LASAAYPDPSK 336 346 49.6 28.2 42.0 2 0 0 1,119.5681
C_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 10 10 18 20.50% NSEPEEVIPSR 357 367 24.2 25.8 18.8 1 0 0 1,256.6117
C_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 10 10 18 20.50% TVVSGLVQFVPK 401 412 29.4 25.0 23.6 2 0 0 1,273.7515
C_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 10 10 18 20.50% LVVVLCNLKPQK 419 430 27.7 25.0 27.7 2 0 0 1,410.8503
C_16 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 10 10 18 20.50% ISEECIAQWK 497 506 44.9 25.9 30.6 2 0 0 1,263.6039
H_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 6 7 11 12.10% APWELLELR 85 93 32.3 26.3 19.0 2 0 0 1,126.6256
H_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 6 7 11 12.10% VSYYENVIK 94 102 25.8 26.7 19.1 1 0 0 1,114.5778
H_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 6 7 11 12.10% VDAQFGGIDQR 179 189 44.3 27.2 30.5 2 0 0 1,205.5911
H_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 6 7 11 12.10% DFAAEVVHPGDLK 298 310 33.0 27.0 19.1 1 1 0 1,397.7061
H_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 6 7 11 12.10% LVVVLCNLKPQK 419 430 36.0 25.0 36.0 2 0 0 1,410.8503
H_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 6 7 11 12.10% ISEECIAQWK 497 506 40.7 25.7 28.4 2 0 0 1,263.6039
I_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 7 7 11 15.50% NLQEVLGEEK 17 26 32.2 28.6 20.3 1 0 0 1,158.6002
I_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 7 7 11 15.50% VSYYENVIK 94 102 28.1 26.6 22.9 1 0 0 1,114.5778
I_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 7 7 11 15.50% VDAQFGGIDQR 179 189 48.5 27.2 40.4 2 0 0 1,205.5911
I_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 7 7 11 15.50% DFAAEVVHPGDLK 298 310 52.4 27.5 39.9 2 0 0 1,397.7061
I_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 7 7 11 15.50% IITVEKHPDADSLYVEK 375 391 26.5 27.8 23.5 0 1 0 1,957.0279
I_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 7 7 11 15.50% LVVVLCNLKPQK 419 430 40.9 25.0 30.9 2 0 0 1,410.8503
I_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 7 7 11 15.50% ISEECIAQWK 497 506 55.0 26.0 37.8 2 0 0 1,263.6039
J_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 4 4 7 7.95% VSYYENVIK 94 102 23.8 26.9 18.6 1 0 0 1,114.5778
J_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 4 4 7 7.95% VDAQFGGIDQR 179 189 38.9 27.3 27.6 2 0 0 1,205.5911
J_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 4 4 7 7.95% TVVSGLVQFVPK 401 412 61.4 25.0 61.4 2 0 0 1,273.7515
J_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 4 4 7 7.95% ISEECIAQWK 497 506 45.2 26.5 29.9 2 0 0 1,263.6039
K_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 4 4 8 8.71% VDAQFGGIDQR 179 189 35.5 27.3 28.6 2 0 0 1,205.5911
K_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 4 4 8 8.71% DFAAEVVHPGDLK 298 310 44.1 27.5 26.1 2 0 0 1,397.7061
K_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 4 4 8 8.71% TVVSGLVQFVPK 401 412 69.6 25.0 65.1 2 0 0 1,273.7515
K_14 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 4 4 8 8.71% ISEECIAQWK 497 506 58.6 26.2 46.9 2 0 0 1,263.6039
L_09 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 3 3 4 5.87% EYTLDVYR 128 135 27.0 25.6 22.6 1 0 0 1,058.5153
L_09 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 3 3 4 5.87% TYTAYVDLEK 288 297 30.9 26.0 26.8 2 0 0 1,202.5940
L_09 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 3 3 4 5.87% DFAAEVVHPGDLK 298 310 23.1 27.5 14.2 0 1 0 1,397.7061
P_09 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 3 3 4 5.87% VSYYENVIK 94 102 35.8 26.9 29.3 1 0 0 1,114.5778
P_09 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 3 3 4 5.87% VDAQFGGIDQR 179 189 46.1 27.3 34.0 2 0 0 1,205.5911
P_09 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 3 3 4 5.87% NSEPEEVIPSR 357 367 26.6 26.1 16.9 1 0 0 1,256.6117
Q_09 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 3 3 4 5.87% VSYYENVIK 94 102 27.4 27.1 23.5 1 0 0 1,114.5778
Q_09 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 3 3 4 5.87% VDAQFGGIDQR 179 189 41.7 27.3 36.9 1 0 0 1,205.5911
Q_09 Tyrosine‐‐tRNA ligase, cytoplasmic SYYC_HUMAN 59,145 3 3 4 5.87% LASAAYPDPSK 336 346 47.0 28.9 40.8 2 0 0 1,119.5681
C_23 Transmembrane protein 132A T132A_HUMAN 110,107 3 3 5 4.89% AVSVEAAVTPAEPYAR 125 140 34.4 27.8 34.4 2 0 0 1,630.8434
C_23 Transmembrane protein 132A T132A_HUMAN 110,107 3 3 5 4.89% IELTDTTLEQVR 499 510 70.1 29.0 58.3 2 0 0 1,417.7535
C_23 Transmembrane protein 132A T132A_HUMAN 110,107 3 3 5 4.89% VPGPAEGPAEPAAEASDEAERR 514 535 28.0 25.6 26.9 0 1 0 2,206.0372
I_19 Transmembrane protein 132A T132A_HUMAN 110,107 2 2 3 3.71% AVSVEAAVTPAEPYAR 125 140 33.5 27.9 32.8 2 0 0 1,630.8434
I_19 Transmembrane protein 132A T132A_HUMAN 110,107 2 2 3 3.71% VPGPAEGPAEPAAEASDEAERR 514 535 37.5 25.7 34.6 0 1 0 2,206.0372
K_19 Transmembrane protein 132A T132A_HUMAN 110,107 2 2 3 2.74% AVSVEAAVTPAEPYAR 125 140 39.7 28.1 39.7 2 0 0 1,630.8434
K_19 Transmembrane protein 132A T132A_HUMAN 110,107 2 2 3 2.74% IELTDTTLEQVR 499 510 71.6 29.1 58.6 1 0 0 1,417.7535
B_01 Transgelin TAGL_HUMAN 22,611 2 2 2 9.95% VPENPPSMVFK 79 89 29.2 27.3 25.3 1 0 0 1,260.6294
B_01 Transgelin TAGL_HUMAN 22,611 2 2 2 9.95% AAEDYGVIK 100 108 23.9 26.7 15.1 1 0 0 965.4939
H_05 Transgelin TAGL_HUMAN 22,611 6 8 11 32.80% LVNSLYPDGSKPVK 65 78 29.1 27.8 23.2 0 1 0 1,516.8371
H_05 Transgelin TAGL_HUMAN 22,611 6 8 11 32.80% VPENPPSMVFK 79 89 30.2 27.9 28.0 2 0 0 1,260.6294
H_05 Transgelin TAGL_HUMAN 22,611 6 8 11 32.80% QMEQVAQFLK 90 99 49.8 27.8 32.9 3 0 0 1,221.6297



H_05 Transgelin TAGL_HUMAN 22,611 6 8 11 32.80% TLMALGSLAVTK 129 140 80.8 25.3 74.9 2 0 0 1,204.6971
H_05 Transgelin TAGL_HUMAN 22,611 6 8 11 32.80% GDPNWFMK 147 154 35.4 25.0 33.6 1 0 0 994.4452
H_05 Transgelin TAGL_HUMAN 22,611 6 8 11 32.80% EFTESQLQEGK 162 172 69.5 25.5 60.0 2 0 0 1,295.6115
I_05 Transgelin TAGL_HUMAN 22,611 3 3 5 17.90% LVNSLYPDGSKPVK 65 78 31.9 27.7 25.4 0 1 0 1,516.8371
I_05 Transgelin TAGL_HUMAN 22,611 3 3 5 17.90% VPENPPSMVFK 79 89 30.7 28.1 29.7 2 0 0 1,260.6294
I_05 Transgelin TAGL_HUMAN 22,611 3 3 5 17.90% EFTESQLQEGK 162 172 33.7 25.2 23.0 2 0 0 1,295.6115
K_05 Transgelin TAGL_HUMAN 22,611 3 3 5 17.90% LVNSLYPDGSKPVK 65 78 54.1 27.3 51.7 2 0 0 1,516.8371
K_05 Transgelin TAGL_HUMAN 22,611 3 3 5 17.90% VPENPPSMVFK 79 89 23.6 27.4 20.2 1 0 0 1,260.6294
K_05 Transgelin TAGL_HUMAN 22,611 3 3 5 17.90% EFTESQLQEGK 162 172 55.9 25.6 47.1 2 0 0 1,295.6115
M_04 Transgelin TAGL_HUMAN 22,611 2 2 2 11.40% TLMALGSLAVTK 129 140 22.1 26.4 13.3 1 0 0 1,220.6921
M_04 Transgelin TAGL_HUMAN 22,611 2 2 2 11.40% EFTESQLQEGK 162 172 53.5 25.3 43.9 1 0 0 1,295.6115
P_04 Transgelin TAGL_HUMAN 22,611 2 2 2 11.40% TLMALGSLAVTK 129 140 29.9 26.3 29.9 1 0 0 1,220.6921
P_04 Transgelin TAGL_HUMAN 22,611 2 2 2 11.40% EFTESQLQEGK 162 172 44.4 25.5 37.6 1 0 0 1,295.6115
A_05 Transgelin‐2 TAGL2_HUMAN 22,392 5 7 14 28.10% ENFQNWLK 50 57 25.2 28.1 7.1 1 0 0 1,078.5316
A_05 Transgelin‐2 TAGL2_HUMAN 22,392 5 7 14 28.10% QMEQISQFLQAAER 89 102 52.4 27.0 34.0 2 2 0 1,694.8168
A_05 Transgelin‐2 TAGL2_HUMAN 22,392 5 7 14 28.10% TLMNLGGLAVAR 128 139 72.8 27.6 65.6 3 0 0 1,215.6879
A_05 Transgelin‐2 TAGL2_HUMAN 22,392 5 7 14 28.10% NFSDNQLQEGK 161 171 61.0 25.0 53.5 4 0 0 1,279.5914
A_05 Transgelin‐2 TAGL2_HUMAN 22,392 5 7 14 28.10% NVIGLQMGTNR 172 182 63.0 28.5 63.0 2 0 0 1,218.6261
A_06 Transgelin‐2 TAGL2_HUMAN 22,392 4 6 14 23.10% IQASTMAFK 80 88 23.9 25.9 10.6 2 0 0 1,012.5133
A_06 Transgelin‐2 TAGL2_HUMAN 22,392 4 6 14 23.10% QMEQISQFLQAAER 89 102 56.7 27.0 46.1 2 2 0 1,694.8168
A_06 Transgelin‐2 TAGL2_HUMAN 22,392 4 6 14 23.10% TLMNLGGLAVAR 128 139 64.0 27.6 55.6 6 0 0 1,215.6879
A_06 Transgelin‐2 TAGL2_HUMAN 22,392 4 6 14 23.10% NVIGLQMGTNR 172 182 67.7 28.9 67.0 2 0 0 1,218.6261
B_05 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 9 24.10% QMEQISQFLQAAER 89 102 67.3 26.7 58.7 2 0 0 1,694.8168
B_05 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 9 24.10% TLMNLGGLAVAR 128 139 70.5 27.6 58.5 4 0 0 1,215.6879
B_05 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 9 24.10% NFSDNQLQEGK 161 171 69.9 25.0 57.4 2 0 0 1,279.5914
B_05 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 9 24.10% NVIGLQMGTNR 172 182 33.1 28.7 24.7 1 0 0 1,218.6261
B_06 Transgelin‐2 TAGL2_HUMAN 22,392 5 5 11 29.60% ENFQNWLK 50 57 21.4 26.9 12.0 1 0 0 1,078.5316
B_06 Transgelin‐2 TAGL2_HUMAN 22,392 5 5 11 29.60% QMEQISQFLQAAER 89 102 68.7 27.0 61.7 2 0 0 1,694.8168
B_06 Transgelin‐2 TAGL2_HUMAN 22,392 5 5 11 29.60% TLMNLGGLAVAR 128 139 60.5 28.2 42.7 4 0 0 1,231.6829
B_06 Transgelin‐2 TAGL2_HUMAN 22,392 5 5 11 29.60% NVIGLQMGTNR 172 182 65.2 28.6 56.6 2 0 0 1,218.6261
B_06 Transgelin‐2 TAGL2_HUMAN 22,392 5 5 11 29.60% GASQAGMTGYGMPR 183 196 49.3 25.0 49.3 2 0 0 1,415.6044
B_07 Transgelin‐2 TAGL2_HUMAN 22,392 3 3 4 18.60% QMEQISQFLQAAER 89 102 24.5 26.5 17.9 1 0 0 1,694.8168
B_07 Transgelin‐2 TAGL2_HUMAN 22,392 3 3 4 18.60% TLMNLGGLAVAR 128 139 73.5 28.3 54.6 2 0 0 1,231.6829
B_07 Transgelin‐2 TAGL2_HUMAN 22,392 3 3 4 18.60% NFSDNQLQEGK 161 171 24.4 25.0 16.8 1 0 0 1,279.5914
C_05 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 8 24.10% QMEQISQFLQAAER 89 102 32.7 27.1 17.3 1 0 0 1,694.8168
C_05 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 8 24.10% TLMNLGGLAVAR 128 139 81.3 28.2 61.8 3 0 0 1,231.6829
C_05 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 8 24.10% NFSDNQLQEGK 161 171 47.6 25.0 38.5 2 0 0 1,279.5914
C_05 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 8 24.10% NVIGLQMGTNR 172 182 55.0 28.7 54.6 2 0 0 1,218.6261
C_06 Transgelin‐2 TAGL2_HUMAN 22,392 5 5 11 28.60% IQASTMAFK 80 88 25.2 25.9 9.2 1 0 0 1,012.5133
C_06 Transgelin‐2 TAGL2_HUMAN 22,392 5 5 11 28.60% QMEQISQFLQAAER 89 102 54.4 27.1 46.1 2 0 0 1,694.8168
C_06 Transgelin‐2 TAGL2_HUMAN 22,392 5 5 11 28.60% TLMNLGGLAVAR 128 139 78.0 28.0 62.4 4 0 0 1,231.6829
C_06 Transgelin‐2 TAGL2_HUMAN 22,392 5 5 11 28.60% NFSDNQLQEGK 161 171 61.3 25.0 52.1 2 0 0 1,279.5914
C_06 Transgelin‐2 TAGL2_HUMAN 22,392 5 5 11 28.60% NVIGLQMGTNR 172 182 69.7 28.9 65.7 2 0 0 1,218.6261
D_09 Transgelin‐2 TAGL2_HUMAN 22,392 3 3 5 17.10% TLMNLGGLAVAR 128 139 44.5 28.5 38.7 2 0 0 1,231.6829
D_09 Transgelin‐2 TAGL2_HUMAN 22,392 3 3 5 17.10% NFSDNQLQEGK 161 171 53.5 25.0 52.2 2 0 0 1,279.5914
D_09 Transgelin‐2 TAGL2_HUMAN 22,392 3 3 5 17.10% NVIGLQMGTNR 172 182 41.8 28.6 38.4 1 0 0 1,218.6261
D_10 Transgelin‐2 TAGL2_HUMAN 22,392 4 4 7 24.10% TLMNLGGLAVAR 128 139 50.7 28.1 42.5 2 0 0 1,231.6829
D_10 Transgelin‐2 TAGL2_HUMAN 22,392 4 4 7 24.10% DDGLFSGDPNWFPK 140 153 45.2 25.0 41.3 1 0 0 1,594.7175
D_10 Transgelin‐2 TAGL2_HUMAN 22,392 4 4 7 24.10% NFSDNQLQEGK 161 171 45.5 25.0 36.3 2 0 0 1,279.5914
D_10 Transgelin‐2 TAGL2_HUMAN 22,392 4 4 7 24.10% NVIGLQMGTNR 172 182 63.4 28.9 55.7 2 0 0 1,218.6261
D_11 Transgelin‐2 TAGL2_HUMAN 22,392 3 3 6 17.10% TLMNLGGLAVAR 128 139 55.8 28.1 52.5 2 0 0 1,231.6829
D_11 Transgelin‐2 TAGL2_HUMAN 22,392 3 3 6 17.10% NFSDNQLQEGK 161 171 40.3 25.0 32.1 2 0 0 1,279.5914
D_11 Transgelin‐2 TAGL2_HUMAN 22,392 3 3 6 17.10% NVIGLQMGTNR 172 182 47.3 28.9 42.6 2 0 0 1,218.6261
F_08 Transgelin‐2 TAGL2_HUMAN 22,392 3 3 5 15.60% ENFQNWLK 50 57 21.9 27.1 7.0 1 0 0 1,078.5316
F_08 Transgelin‐2 TAGL2_HUMAN 22,392 3 3 5 15.60% TLMNLGGLAVAR 128 139 77.8 27.6 66.3 2 0 0 1,215.6879
F_08 Transgelin‐2 TAGL2_HUMAN 22,392 3 3 5 15.60% NFSDNQLQEGK 161 171 27.2 25.0 27.2 2 0 0 1,279.5914
F_09 Transgelin‐2 TAGL2_HUMAN 22,392 4 6 10 25.60% QMEQISQFLQAAER 89 102 50.7 26.9 38.4 1 2 0 1,694.8168
F_09 Transgelin‐2 TAGL2_HUMAN 22,392 4 6 10 25.60% TLMNLGGLAVAR 128 139 67.9 27.6 50.6 3 0 0 1,215.6879
F_09 Transgelin‐2 TAGL2_HUMAN 22,392 4 6 10 25.60% NVIGLQMGTNR 172 182 72.0 28.7 67.8 2 0 0 1,218.6261
F_09 Transgelin‐2 TAGL2_HUMAN 22,392 4 6 10 25.60% GASQAGMTGYGMPR 183 196 29.3 25.0 21.2 2 0 0 1,399.6095
G_09 Transgelin‐2 TAGL2_HUMAN 22,392 2 3 6 11.60% TLMNLGGLAVAR 128 139 56.3 27.9 44.2 2 0 0 1,231.6829
G_09 Transgelin‐2 TAGL2_HUMAN 22,392 2 3 6 11.60% NVIGLQMGTNR 172 182 66.4 28.8 64.6 4 0 0 1,218.6261
H_05 Transgelin‐2 TAGL2_HUMAN 22,392 5 8 15 27.10% ENFQNWLK 50 57 25.1 27.4 12.4 1 0 0 1,078.5316
H_05 Transgelin‐2 TAGL2_HUMAN 22,392 5 8 15 27.10% IQASTMAFK 80 88 30.8 26.5 12.7 2 0 0 996.5183
H_05 Transgelin‐2 TAGL2_HUMAN 22,392 5 8 15 27.10% QMEQISQFLQAAER 89 102 60.7 27.0 47.8 2 2 0 1,694.8168
H_05 Transgelin‐2 TAGL2_HUMAN 22,392 5 8 15 27.10% TLMNLGGLAVAR 128 139 89.1 27.3 70.7 4 0 0 1,215.6879
H_05 Transgelin‐2 TAGL2_HUMAN 22,392 5 8 15 27.10% NVIGLQMGTNR 172 182 64.1 28.8 56.8 4 0 0 1,202.6311
I_05 Transgelin‐2 TAGL2_HUMAN 22,392 3 5 12 16.10% IQASTMAFK 80 88 37.5 26.7 10.7 2 0 0 1,012.5133
I_05 Transgelin‐2 TAGL2_HUMAN 22,392 3 5 12 16.10% TLMNLGGLAVAR 128 139 75.0 27.4 64.1 6 0 0 1,215.6879
I_05 Transgelin‐2 TAGL2_HUMAN 22,392 3 5 12 16.10% NVIGLQMGTNR 172 182 66.8 28.5 59.3 4 0 0 1,202.6311
J_05 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 9 20.10% ENFQNWLK 50 57 25.6 27.8 12.0 2 0 0 1,078.5316
J_05 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 9 20.10% IQASTMAFK 80 88 28.9 26.4 14.0 1 0 0 1,012.5133
J_05 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 9 20.10% TLMNLGGLAVAR 128 139 73.0 27.7 56.4 4 0 0 1,215.6879
J_05 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 9 20.10% NVIGLQMGTNR 172 182 56.8 28.7 48.4 2 0 0 1,218.6261
K_05 Transgelin‐2 TAGL2_HUMAN 22,392 3 4 7 15.60% ENFQNWLK 50 57 22.7 27.4 10.5 1 0 0 1,078.5316
K_05 Transgelin‐2 TAGL2_HUMAN 22,392 3 4 7 15.60% TLMNLGGLAVAR 128 139 66.9 27.2 52.0 4 0 0 1,215.6879
K_05 Transgelin‐2 TAGL2_HUMAN 22,392 3 4 7 15.60% NVIGLQMGTNR 172 182 51.5 28.5 47.1 2 0 0 1,218.6261
L_04 Transgelin‐2 TAGL2_HUMAN 22,392 8 12 25 38.20% KIQASTMAFK 79 88 20.8 27.1 0.0 2 0 0 1,140.6083
L_04 Transgelin‐2 TAGL2_HUMAN 22,392 8 12 25 38.20% IQASTMAFK 80 88 23.1 25.9 0.0 2 0 0 1,012.5133
L_04 Transgelin‐2 TAGL2_HUMAN 22,392 8 12 25 38.20% QMEQISQFLQAAER 89 102 84.8 26.9 75.3 2 2 0 1,694.8168
L_04 Transgelin‐2 TAGL2_HUMAN 22,392 8 12 25 38.20% TLMNLGGLAVAR 128 139 68.8 27.3 57.0 3 0 0 1,215.6879
L_04 Transgelin‐2 TAGL2_HUMAN 22,392 8 12 25 38.20% ENPRNFSDNQLQEGK 157 171 24.1 26.3 16.0 0 1 0 1,775.8308
L_04 Transgelin‐2 TAGL2_HUMAN 22,392 8 12 25 38.20% NFSDNQLQEGKNVIGLQMGTNR 161 182 53.3 27.0 46.5 0 2 0 2,479.1997
L_04 Transgelin‐2 TAGL2_HUMAN 22,392 8 12 25 38.20% NVIGLQMGTNR 172 182 63.2 28.8 58.0 4 0 0 1,218.6261
L_04 Transgelin‐2 TAGL2_HUMAN 22,392 8 12 25 38.20% GASQAGMTGYGMPR 183 196 63.7 25.0 63.7 6 1 0 1,415.6044
M_04 Transgelin‐2 TAGL2_HUMAN 22,392 6 7 15 35.70% IQASTMAFK 80 88 36.9 26.0 20.1 2 0 0 1,012.5133
M_04 Transgelin‐2 TAGL2_HUMAN 22,392 6 7 15 35.70% QMEQISQFLQAAER 89 102 64.8 27.1 56.3 1 0 0 1,694.8168
M_04 Transgelin‐2 TAGL2_HUMAN 22,392 6 7 15 35.70% TLMNLGGLAVAR 128 139 64.9 27.4 49.3 4 0 0 1,215.6879
M_04 Transgelin‐2 TAGL2_HUMAN 22,392 6 7 15 35.70% NFSDNQLQEGK 161 171 52.9 25.0 43.9 2 0 0 1,279.5914
M_04 Transgelin‐2 TAGL2_HUMAN 22,392 6 7 15 35.70% NVIGLQMGTNR 172 182 39.4 28.5 33.8 2 0 0 1,202.6311
M_04 Transgelin‐2 TAGL2_HUMAN 22,392 6 7 15 35.70% GASQAGMTGYGMPR 183 196 58.7 25.0 58.7 4 0 0 1,415.6044
N_04 Transgelin‐2 TAGL2_HUMAN 22,392 3 4 6 18.60% QMEQISQFLQAAER 89 102 41.9 27.5 32.0 1 0 0 1,694.8168
N_04 Transgelin‐2 TAGL2_HUMAN 22,392 3 4 6 18.60% TLMNLGGLAVAR 128 139 57.7 27.7 45.4 3 0 0 1,215.6879
N_04 Transgelin‐2 TAGL2_HUMAN 22,392 3 4 6 18.60% NVIGLQMGTNR 172 182 55.6 28.5 50.0 2 0 0 1,218.6261
O_04 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 9 24.10% QMEQISQFLQAAER 89 102 63.7 26.9 50.4 2 0 0 1,694.8168
O_04 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 9 24.10% TLMNLGGLAVAR 128 139 54.0 27.4 41.5 4 0 0 1,215.6879
O_04 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 9 24.10% NFSDNQLQEGKNVIGLQMGTNR 161 182 47.0 27.1 36.5 0 1 0 2,479.1997
O_04 Transgelin‐2 TAGL2_HUMAN 22,392 4 5 9 24.10% NVIGLQMGTNR 172 182 55.7 28.9 49.2 2 0 0 1,218.6261
P_04 Transgelin‐2 TAGL2_HUMAN 22,392 4 4 8 25.60% QMEQISQFLQAAER 89 102 70.2 27.3 57.3 2 0 0 1,694.8168
P_04 Transgelin‐2 TAGL2_HUMAN 22,392 4 4 8 25.60% TLMNLGGLAVAR 128 139 55.0 27.8 47.9 2 0 0 1,231.6829
P_04 Transgelin‐2 TAGL2_HUMAN 22,392 4 4 8 25.60% NVIGLQMGTNR 172 182 69.5 28.5 64.0 2 0 0 1,218.6261
P_04 Transgelin‐2 TAGL2_HUMAN 22,392 4 4 8 25.60% GASQAGMTGYGMPR 183 196 61.3 25.0 61.3 2 0 0 1,415.6044
Q_04 Transgelin‐2 TAGL2_HUMAN 22,392 6 8 16 31.20% QMEQISQFLQAAER 89 102 75.4 26.9 62.6 2 1 0 1,694.8168
Q_04 Transgelin‐2 TAGL2_HUMAN 22,392 6 8 16 31.20% TLMNLGGLAVAR 128 139 52.0 27.7 40.5 4 0 0 1,215.6879
Q_04 Transgelin‐2 TAGL2_HUMAN 22,392 6 8 16 31.20% NFSDNQLQEGK 161 171 41.8 25.0 31.1 1 0 0 1,279.5914
Q_04 Transgelin‐2 TAGL2_HUMAN 22,392 6 8 16 31.20% NFSDNQLQEGKNVIGLQMGTNR 161 182 52.0 27.0 38.7 0 2 0 2,479.1997
Q_04 Transgelin‐2 TAGL2_HUMAN 22,392 6 8 16 31.20% NVIGLQMGTNR 172 182 59.0 28.9 56.8 2 0 0 1,218.6261
Q_04 Transgelin‐2 TAGL2_HUMAN 22,392 6 8 16 31.20% GASQAGMTGYGMPR 183 196 48.3 25.0 48.3 4 0 0 1,415.6044
A_10 Transaldolase TALDO_HUMAN 37,542 2 2 4 6.53% SYEPLEDPGVK 205 215 30.7 26.9 29.4 2 0 0 1,233.5999
A_10 Transaldolase TALDO_HUMAN 37,542 2 2 4 6.53% LLGELLQDNAK 259 269 54.0 26.0 47.9 2 0 0 1,213.6789
A_11 Transaldolase TALDO_HUMAN 37,542 9 10 18 27.60% QRMESALDQLK 9 19 22.3 28.4 10.2 1 0 0 1,334.6735
A_11 Transaldolase TALDO_HUMAN 37,542 9 10 18 27.60% MESALDQLK 11 19 51.9 27.1 36.5 2 0 0 1,034.5188



A_11 Transaldolase TALDO_HUMAN 37,542 9 10 18 27.60% LSFDKDAMVAR 111 121 57.4 27.5 47.3 2 0 0 1,252.6355
A_11 Transaldolase TALDO_HUMAN 37,542 9 10 18 27.60% LSSTWEGIQAGK 143 154 64.3 28.2 49.3 1 0 0 1,276.6533
A_11 Transaldolase TALDO_HUMAN 37,542 9 10 18 27.60% ILDWHVANTDKK 193 204 51.8 27.1 38.5 2 0 0 1,439.7643
A_11 Transaldolase TALDO_HUMAN 37,542 9 10 18 27.60% SYEPLEDPGVK 205 215 27.8 26.9 26.1 2 0 0 1,233.5999
A_11 Transaldolase TALDO_HUMAN 37,542 9 10 18 27.60% ALAGCDFLTISPK 246 258 78.3 27.8 73.4 2 0 0 1,392.7194
A_11 Transaldolase TALDO_HUMAN 37,542 9 10 18 27.60% LLGELLQDNAK 259 269 67.3 26.8 61.4 2 0 0 1,213.6789
A_11 Transaldolase TALDO_HUMAN 37,542 9 10 18 27.60% WLHNEDQMAVEK 296 307 42.5 25.0 28.5 2 2 0 1,515.6898
B_11 Transaldolase TALDO_HUMAN 37,542 8 8 14 25.80% LSFDKDAMVAR 111 121 32.3 27.1 30.9 2 0 0 1,268.6305
B_11 Transaldolase TALDO_HUMAN 37,542 8 8 14 25.80% RLIELYK 124 130 21.1 25.0 0.0 2 0 0 934.5721
B_11 Transaldolase TALDO_HUMAN 37,542 8 8 14 25.80% LSSTWEGIQAGK 143 154 61.8 28.6 47.8 2 0 0 1,276.6533
B_11 Transaldolase TALDO_HUMAN 37,542 8 8 14 25.80% ILDWHVANTDKK 193 204 53.7 26.9 40.4 1 0 0 1,439.7643
B_11 Transaldolase TALDO_HUMAN 37,542 8 8 14 25.80% SYEPLEDPGVK 205 215 28.6 26.9 19.5 1 0 0 1,233.5999
B_11 Transaldolase TALDO_HUMAN 37,542 8 8 14 25.80% TIVMGASFR 231 239 37.3 27.1 24.0 2 0 0 997.5136
B_11 Transaldolase TALDO_HUMAN 37,542 8 8 14 25.80% ALAGCDFLTISPK 246 258 64.7 28.0 59.0 2 0 0 1,392.7194
B_11 Transaldolase TALDO_HUMAN 37,542 8 8 14 25.80% WLHNEDQMAVEK 296 307 34.4 25.0 28.2 2 0 0 1,515.6898
C_10 Transaldolase TALDO_HUMAN 37,542 2 2 4 6.23% LLGELLQDNAK 259 269 66.5 27.5 58.1 2 0 0 1,213.6789
C_10 Transaldolase TALDO_HUMAN 37,542 2 2 4 6.23% FAADAVKLER 315 324 30.3 28.6 16.4 2 0 0 1,119.6157
C_11 Transaldolase TALDO_HUMAN 37,542 6 6 9 19.30% MESALDQLK 11 19 28.6 26.2 18.6 1 0 0 1,050.5138
C_11 Transaldolase TALDO_HUMAN 37,542 6 6 9 19.30% ILDWHVANTDKK 193 204 56.9 26.9 46.5 1 0 0 1,439.7643
C_11 Transaldolase TALDO_HUMAN 37,542 6 6 9 19.30% TIVMGASFR 231 239 24.8 27.8 17.0 2 0 0 997.5136
C_11 Transaldolase TALDO_HUMAN 37,542 6 6 9 19.30% ALAGCDFLTISPK 246 258 52.3 28.2 47.1 2 0 0 1,392.7194
C_11 Transaldolase TALDO_HUMAN 37,542 6 6 9 19.30% WLHNEDQMAVEK 296 307 29.9 25.0 24.2 1 0 0 1,515.6898
C_11 Transaldolase TALDO_HUMAN 37,542 6 6 9 19.30% FAADAVKLER 315 324 75.1 28.5 46.0 2 0 0 1,119.6157
D_17 Transaldolase TALDO_HUMAN 37,542 7 8 14 22.80% MESALDQLK 11 19 36.9 26.5 16.2 2 0 0 1,050.5138
D_17 Transaldolase TALDO_HUMAN 37,542 7 8 14 22.80% LSFDKDAMVAR 111 121 23.4 27.1 18.4 1 0 0 1,268.6305
D_17 Transaldolase TALDO_HUMAN 37,542 7 8 14 22.80% LSSTWEGIQAGK 143 154 83.1 28.4 72.8 2 0 0 1,276.6533
D_17 Transaldolase TALDO_HUMAN 37,542 7 8 14 22.80% SYEPLEDPGVK 205 215 37.4 26.7 35.3 2 0 0 1,233.5999
D_17 Transaldolase TALDO_HUMAN 37,542 7 8 14 22.80% TIVMGASFR 231 239 44.2 27.3 36.1 2 0 0 981.5186
D_17 Transaldolase TALDO_HUMAN 37,542 7 8 14 22.80% ALAGCDFLTISPK 246 258 75.5 28.1 68.5 2 0 0 1,392.7194
D_17 Transaldolase TALDO_HUMAN 37,542 7 8 14 22.80% WLHNEDQMAVEK 296 307 28.6 25.0 25.7 1 2 0 1,515.6898
D_18 Transaldolase TALDO_HUMAN 37,542 4 4 4 13.90% LSSTWEGIQAGK 143 154 38.3 28.4 30.8 1 0 0 1,276.6533
D_18 Transaldolase TALDO_HUMAN 37,542 4 4 4 13.90% SYEPLEDPGVK 205 215 27.3 26.6 20.8 1 0 0 1,233.5999
D_18 Transaldolase TALDO_HUMAN 37,542 4 4 4 13.90% ALAGCDFLTISPK 246 258 32.0 28.1 27.5 1 0 0 1,392.7194
D_18 Transaldolase TALDO_HUMAN 37,542 4 4 4 13.90% LLGELLQDNAK 259 269 29.7 26.7 29.7 1 0 0 1,213.6789
E_17 Transaldolase TALDO_HUMAN 37,542 5 6 10 16.00% MESALDQLK 11 19 37.8 26.9 22.8 2 0 0 1,050.5138
E_17 Transaldolase TALDO_HUMAN 37,542 5 6 10 16.00% LSSTWEGIQAGK 143 154 59.8 28.6 46.1 2 0 0 1,276.6533
E_17 Transaldolase TALDO_HUMAN 37,542 5 6 10 16.00% TIVMGASFR 231 239 51.2 27.3 37.7 3 0 0 997.5136
E_17 Transaldolase TALDO_HUMAN 37,542 5 6 10 16.00% ALAGCDFLTISPK 246 258 73.7 28.1 61.3 2 0 0 1,392.7194
E_17 Transaldolase TALDO_HUMAN 37,542 5 6 10 16.00% LLGELLQDNAK 259 269 34.4 26.8 30.5 1 0 0 1,213.6789
F_13 Transaldolase TALDO_HUMAN 37,542 10 12 23 28.50% MESALDQLK 11 19 46.8 26.9 35.3 4 0 0 1,050.5138
F_13 Transaldolase TALDO_HUMAN 37,542 10 12 23 28.50% RLIELYK 124 130 26.8 25.0 0.0 2 0 0 934.5721
F_13 Transaldolase TALDO_HUMAN 37,542 10 12 23 28.50% LSSTWEGIQAGK 143 154 37.0 28.6 31.0 2 0 0 1,276.6533
F_13 Transaldolase TALDO_HUMAN 37,542 10 12 23 28.50% ILDWHVANTDK 193 203 66.7 27.3 53.8 2 0 0 1,311.6693
F_13 Transaldolase TALDO_HUMAN 37,542 10 12 23 28.50% ILDWHVANTDKK 193 204 58.3 27.0 42.0 2 0 0 1,439.7643
F_13 Transaldolase TALDO_HUMAN 37,542 10 12 23 28.50% SYEPLEDPGVK 205 215 34.5 26.9 32.5 2 0 0 1,233.5999
F_13 Transaldolase TALDO_HUMAN 37,542 10 12 23 28.50% TIVMGASFR 231 239 44.0 27.8 34.0 2 0 0 997.5136
F_13 Transaldolase TALDO_HUMAN 37,542 10 12 23 28.50% ALAGCDFLTISPK 246 258 64.6 28.1 57.5 2 0 0 1,392.7194
F_13 Transaldolase TALDO_HUMAN 37,542 10 12 23 28.50% LLGELLQDNAK 259 269 59.7 27.5 38.3 2 0 0 1,213.6789
F_13 Transaldolase TALDO_HUMAN 37,542 10 12 23 28.50% WLHNEDQMAVEK 296 307 35.4 25.0 27.9 0 3 0 1,515.6898
G_13 Transaldolase TALDO_HUMAN 37,542 8 9 16 22.80% MESALDQLK 11 19 30.6 27.3 19.6 2 0 0 1,050.5138
G_13 Transaldolase TALDO_HUMAN 37,542 8 9 16 22.80% ILDWHVANTDK 193 203 41.7 27.3 31.1 2 0 0 1,311.6693
G_13 Transaldolase TALDO_HUMAN 37,542 8 9 16 22.80% ILDWHVANTDKK 193 204 34.3 25.9 16.3 1 0 0 1,439.7643
G_13 Transaldolase TALDO_HUMAN 37,542 8 9 16 22.80% SYEPLEDPGVK 205 215 34.3 27.5 28.4 1 0 0 1,233.5999
G_13 Transaldolase TALDO_HUMAN 37,542 8 9 16 22.80% TIVMGASFR 231 239 55.6 26.3 39.0 4 0 0 981.5186
G_13 Transaldolase TALDO_HUMAN 37,542 8 9 16 22.80% ALAGCDFLTISPK 246 258 39.2 27.9 31.2 2 0 0 1,392.7194
G_13 Transaldolase TALDO_HUMAN 37,542 8 9 16 22.80% LLGELLQDNAK 259 269 63.6 27.6 50.3 2 0 0 1,213.6789
G_13 Transaldolase TALDO_HUMAN 37,542 8 9 16 22.80% WLHNEDQMAVEK 296 307 28.5 25.6 21.7 0 2 0 1,499.6948
H_09 Transaldolase TALDO_HUMAN 37,542 10 11 21 29.10% MESALDQLK 11 19 49.0 27.3 38.6 2 0 0 1,034.5188
H_09 Transaldolase TALDO_HUMAN 37,542 10 11 21 29.10% LSFDKDAMVAR 111 121 36.5 28.1 31.1 2 0 0 1,252.6355
H_09 Transaldolase TALDO_HUMAN 37,542 10 11 21 29.10% ILDWHVANTDK 193 203 44.8 27.6 39.2 2 0 0 1,311.6693
H_09 Transaldolase TALDO_HUMAN 37,542 10 11 21 29.10% ILDWHVANTDKK 193 204 37.6 27.0 21.2 2 2 0 1,439.7643
H_09 Transaldolase TALDO_HUMAN 37,542 10 11 21 29.10% SYEPLEDPGVK 205 215 37.0 27.1 36.0 2 0 0 1,233.5999
H_09 Transaldolase TALDO_HUMAN 37,542 10 11 21 29.10% TIVMGASFR 231 239 26.3 27.0 19.2 2 0 0 981.5186
H_09 Transaldolase TALDO_HUMAN 37,542 10 11 21 29.10% ALAGCDFLTISPK 246 258 68.3 28.2 59.9 2 0 0 1,392.7194
H_09 Transaldolase TALDO_HUMAN 37,542 10 11 21 29.10% LLGELLQDNAK 259 269 81.8 27.6 72.7 2 0 0 1,213.6789
H_09 Transaldolase TALDO_HUMAN 37,542 10 11 21 29.10% WLHNEDQMAVEK 296 307 31.1 25.4 20.0 0 1 0 1,499.6948
H_09 Transaldolase TALDO_HUMAN 37,542 10 11 21 29.10% FAADAVKLER 315 324 59.7 28.8 36.7 2 0 0 1,119.6157
I_09 Transaldolase TALDO_HUMAN 37,542 2 2 4 7.12% ALAGCDFLTISPK 246 258 76.2 28.2 71.2 2 0 0 1,392.7194
I_09 Transaldolase TALDO_HUMAN 37,542 2 2 4 7.12% LLGELLQDNAK 259 269 81.6 27.6 71.6 2 0 0 1,213.6789
J_09 Transaldolase TALDO_HUMAN 37,542 2 2 3 6.53% TIVMGASFR 231 239 19.6 26.3 19.6 1 0 0 981.5186
J_09 Transaldolase TALDO_HUMAN 37,542 2 2 3 6.53% ALAGCDFLTISPK 246 258 47.2 27.9 36.0 2 0 0 1,392.7194
K_09 Transaldolase TALDO_HUMAN 37,542 4 4 8 13.90% LSSTWEGIQAGK 143 154 56.5 28.8 40.2 2 0 0 1,276.6533
K_09 Transaldolase TALDO_HUMAN 37,542 4 4 8 13.90% SYEPLEDPGVK 205 215 23.6 27.4 20.9 2 0 0 1,233.5999
K_09 Transaldolase TALDO_HUMAN 37,542 4 4 8 13.90% ALAGCDFLTISPK 246 258 59.1 28.2 52.7 2 0 0 1,392.7194
K_09 Transaldolase TALDO_HUMAN 37,542 4 4 8 13.90% LLGELLQDNAK 259 269 53.8 27.1 43.9 2 0 0 1,213.6789
K_10 Transaldolase TALDO_HUMAN 37,542 2 2 4 7.12% ALAGCDFLTISPK 246 258 43.3 28.2 40.0 2 0 0 1,392.7194
K_10 Transaldolase TALDO_HUMAN 37,542 2 2 4 7.12% LLGELLQDNAK 259 269 45.3 27.6 20.2 2 0 0 1,213.6789
L_06 Transaldolase TALDO_HUMAN 37,542 2 2 3 6.82% LSSTWEGIQAGK 143 154 56.0 28.8 39.1 1 0 0 1,276.6533
L_06 Transaldolase TALDO_HUMAN 37,542 2 2 3 6.82% LLGELLQDNAK 259 269 57.2 27.2 39.8 2 0 0 1,213.6789
L_07 Transaldolase TALDO_HUMAN 37,542 3 3 6 9.79% LLGELLQDNAK 259 269 70.1 27.4 62.3 2 0 0 1,213.6789
L_07 Transaldolase TALDO_HUMAN 37,542 3 3 6 9.79% WLHNEDQMAVEK 296 307 30.6 25.0 25.0 2 0 0 1,515.6898
L_07 Transaldolase TALDO_HUMAN 37,542 3 3 6 9.79% FAADAVKLER 315 324 58.2 28.0 41.3 2 0 0 1,119.6157
L_12 Transaldolase TALDO_HUMAN 37,542 3 3 6 10.70% LSSTWEGIQAGK 143 154 60.0 28.7 51.1 2 0 0 1,276.6533
L_12 Transaldolase TALDO_HUMAN 37,542 3 3 6 10.70% ALAGCDFLTISPK 246 258 40.4 28.0 36.9 2 0 0 1,392.7194
L_12 Transaldolase TALDO_HUMAN 37,542 3 3 6 10.70% LLGELLQDNAK 259 269 52.6 27.2 44.8 2 0 0 1,213.6789
M_06 Transaldolase TALDO_HUMAN 37,542 5 5 7 16.90% LSSTWEGIQAGK 143 154 34.1 28.8 22.3 1 0 0 1,276.6533
M_06 Transaldolase TALDO_HUMAN 37,542 5 5 7 16.90% TIVMGASFR 231 239 32.6 27.5 21.8 2 0 0 997.5136
M_06 Transaldolase TALDO_HUMAN 37,542 5 5 7 16.90% ALAGCDFLTISPK 246 258 49.1 28.2 44.2 1 0 0 1,392.7194
M_06 Transaldolase TALDO_HUMAN 37,542 5 5 7 16.90% LLGELLQDNAK 259 269 54.5 27.1 43.8 2 0 0 1,213.6789
M_06 Transaldolase TALDO_HUMAN 37,542 5 5 7 16.90% WLHNEDQMAVEK 296 307 24.2 25.0 16.7 0 1 0 1,515.6898
M_07 Transaldolase TALDO_HUMAN 37,542 2 2 4 7.12% ALAGCDFLTISPK 246 258 68.6 28.1 61.4 2 0 0 1,392.7194
M_07 Transaldolase TALDO_HUMAN 37,542 2 2 4 7.12% LLGELLQDNAK 259 269 57.0 27.6 49.1 2 0 0 1,213.6789
M_11 Transaldolase TALDO_HUMAN 37,542 3 3 5 10.40% SYEPLEDPGVK 205 215 25.6 26.9 24.8 1 0 0 1,233.5999
M_11 Transaldolase TALDO_HUMAN 37,542 3 3 5 10.40% ALAGCDFLTISPK 246 258 55.3 28.2 48.9 2 0 0 1,392.7194
M_11 Transaldolase TALDO_HUMAN 37,542 3 3 5 10.40% LLGELLQDNAK 259 269 38.2 27.1 36.6 2 0 0 1,213.6789
M_12 Transaldolase TALDO_HUMAN 37,542 3 3 6 10.70% ALAGCDFLTISPK 246 258 69.0 28.3 59.5 2 0 0 1,392.7194
M_12 Transaldolase TALDO_HUMAN 37,542 3 3 6 10.70% LLGELLQDNAK 259 269 60.5 27.4 47.7 2 0 0 1,213.6789
M_12 Transaldolase TALDO_HUMAN 37,542 3 3 6 10.70% WLHNEDQMAVEK 296 307 26.6 25.0 23.4 0 2 0 1,515.6898
N_12 Transaldolase TALDO_HUMAN 37,542 3 3 5 8.61% MESALDQLK 11 19 33.1 27.4 21.1 1 0 0 1,050.5138
N_12 Transaldolase TALDO_HUMAN 37,542 3 3 5 8.61% TIVMGASFR 231 239 40.9 26.5 30.1 2 0 0 997.5136
N_12 Transaldolase TALDO_HUMAN 37,542 3 3 5 8.61% LLGELLQDNAK 259 269 41.5 27.2 31.0 2 0 0 1,213.6789
O_07 Transaldolase TALDO_HUMAN 37,542 5 5 8 16.90% MESALDQLK 11 19 30.6 27.3 21.9 1 0 0 1,050.5138
O_07 Transaldolase TALDO_HUMAN 37,542 5 5 8 16.90% LSSTWEGIQAGK 143 154 60.3 28.7 48.3 2 0 0 1,276.6533
O_07 Transaldolase TALDO_HUMAN 37,542 5 5 8 16.90% ALAGCDFLTISPK 246 258 72.3 28.4 67.7 2 0 0 1,392.7194
O_07 Transaldolase TALDO_HUMAN 37,542 5 5 8 16.90% LLGELLQDNAK 259 269 59.5 27.1 50.7 2 0 0 1,213.6789
O_07 Transaldolase TALDO_HUMAN 37,542 5 5 8 16.90% WLHNEDQMAVEK 296 307 34.7 25.0 29.2 0 1 0 1,515.6898
O_12 Transaldolase TALDO_HUMAN 37,542 3 3 4 10.70% LSSTWEGIQAGK 143 154 24.6 28.9 8.1 2 0 0 1,276.6533
O_12 Transaldolase TALDO_HUMAN 37,542 3 3 4 10.70% ALAGCDFLTISPK 246 258 50.3 28.4 36.0 1 0 0 1,392.7194
O_12 Transaldolase TALDO_HUMAN 37,542 3 3 4 10.70% LLGELLQDNAK 259 269 30.2 27.4 26.0 1 0 0 1,213.6789
P_06 Transaldolase TALDO_HUMAN 37,542 2 2 2 6.82% LSSTWEGIQAGK 143 154 38.0 28.6 30.1 1 0 0 1,276.6533
P_06 Transaldolase TALDO_HUMAN 37,542 2 2 2 6.82% LLGELLQDNAK 259 269 32.0 27.2 23.9 1 0 0 1,213.6789
P_07 Transaldolase TALDO_HUMAN 37,542 4 4 6 14.20% LSSTWEGIQAGK 143 154 80.2 28.6 68.8 2 0 0 1,276.6533



P_07 Transaldolase TALDO_HUMAN 37,542 4 4 6 14.20% ALAGCDFLTISPK 246 258 64.1 28.0 57.3 1 0 0 1,392.7194
P_07 Transaldolase TALDO_HUMAN 37,542 4 4 6 14.20% LLGELLQDNAK 259 269 50.2 27.2 36.8 2 0 0 1,213.6789
P_07 Transaldolase TALDO_HUMAN 37,542 4 4 6 14.20% WLHNEDQMAVEK 296 307 15.2 25.0 11.7 0 1 0 1,515.6898
P_11 Transaldolase TALDO_HUMAN 37,542 4 4 7 13.40% TIVMGASFR 231 239 34.8 26.5 23.6 2 0 0 997.5136
P_11 Transaldolase TALDO_HUMAN 37,542 4 4 7 13.40% ALAGCDFLTISPK 246 258 58.8 28.0 52.7 2 0 0 1,392.7194
P_11 Transaldolase TALDO_HUMAN 37,542 4 4 7 13.40% LLGELLQDNAK 259 269 54.2 27.2 47.0 2 0 0 1,213.6789
P_11 Transaldolase TALDO_HUMAN 37,542 4 4 7 13.40% WLHNEDQMAVEK 296 307 17.8 25.0 7.6 0 1 0 1,515.6898
P_12 Transaldolase TALDO_HUMAN 37,542 3 3 4 10.70% ALAGCDFLTISPK 246 258 54.7 28.3 45.3 1 0 0 1,392.7194
P_12 Transaldolase TALDO_HUMAN 37,542 3 3 4 10.70% LLGELLQDNAK 259 269 54.0 27.6 48.1 2 0 0 1,213.6789
P_12 Transaldolase TALDO_HUMAN 37,542 3 3 4 10.70% WLHNEDQMAVEK 296 307 28.4 25.0 25.9 0 1 0 1,515.6898
Q_06 Transaldolase TALDO_HUMAN 37,542 3 3 5 10.40% LSSTWEGIQAGK 143 154 40.1 28.7 21.0 2 0 0 1,276.6533
Q_06 Transaldolase TALDO_HUMAN 37,542 3 3 5 10.40% LLGELLQDNAK 259 269 67.2 27.2 53.2 2 0 0 1,213.6789
Q_06 Transaldolase TALDO_HUMAN 37,542 3 3 5 10.40% WLHNEDQMAVEK 296 307 16.1 25.0 6.1 0 1 0 1,515.6898
Q_07 Transaldolase TALDO_HUMAN 37,542 2 2 4 7.12% ALAGCDFLTISPK 246 258 64.6 28.0 52.4 2 0 0 1,392.7194
Q_07 Transaldolase TALDO_HUMAN 37,542 2 2 4 7.12% LLGELLQDNAK 259 269 61.2 27.2 50.9 2 0 0 1,213.6789
Q_11 Transaldolase TALDO_HUMAN 37,542 2 2 3 6.82% LLGELLQDNAK 259 269 35.8 27.2 21.2 2 0 0 1,213.6789
Q_11 Transaldolase TALDO_HUMAN 37,542 2 2 3 6.82% WLHNEDQMAVEK 296 307 31.3 25.0 24.8 0 1 0 1,515.6898
Q_12 Transaldolase TALDO_HUMAN 37,542 3 3 5 8.61% MESALDQLK 11 19 22.8 27.3 9.0 1 0 0 1,050.5138
Q_12 Transaldolase TALDO_HUMAN 37,542 3 3 5 8.61% TIVMGASFR 231 239 42.3 26.5 33.0 2 0 0 997.5136
Q_12 Transaldolase TALDO_HUMAN 37,542 3 3 5 8.61% LLGELLQDNAK 259 269 37.2 27.2 30.8 2 0 0 1,213.6789
A_30 Target of Nesh‐SH3 TARSH_HUMAN 118,644 3 3 5 3.26% FTEAIVDAEPK 88 98 75.6 27.8 72.4 2 0 0 1,219.6206
A_30 Target of Nesh‐SH3 TARSH_HUMAN 118,644 3 3 5 3.26% FVGVQLCNSLR 976 986 27.6 28.2 10.4 1 0 0 1,292.6780
A_30 Target of Nesh‐SH3 TARSH_HUMAN 118,644 3 3 5 3.26% TGQQLTSDQLPIK 1024 1036 59.9 28.1 42.7 2 0 0 1,428.7696
B_30 Target of Nesh‐SH3 TARSH_HUMAN 118,644 2 2 4 2.23% FTEAIVDAEPK 88 98 71.9 27.2 61.2 2 0 0 1,219.6206
B_30 Target of Nesh‐SH3 TARSH_HUMAN 118,644 2 2 4 2.23% TGQQLTSDQLPIK 1024 1036 43.8 28.0 32.4 2 0 0 1,428.7696
C_30 Target of Nesh‐SH3 TARSH_HUMAN 118,644 2 2 4 2.05% FTEAIVDAEPK 88 98 68.1 27.8 68.1 2 0 0 1,219.6206
C_30 Target of Nesh‐SH3 TARSH_HUMAN 118,644 2 2 4 2.05% FVGVQLCNSLR 976 986 33.0 28.1 22.4 2 0 0 1,292.6780
H_08 Putative deoxyribonuclease TATDN1 TATD1_HUMAN 33,603 2 2 3 7.74% ELLNLAENNK 95 104 45.9 27.5 28.3 2 0 0 1,157.6161
H_08 Putative deoxyribonuclease TATDN1 TATD1_HUMAN 33,603 2 2 3 7.74% CVGGVVHSFDGTK 168 180 15.1 26.2 5.1 0 1 0 1,362.6472
I_04 182 kDa tankyrase‐1‐binding protein TB182_HUMAN 181,795 2 2 3 1.50% GPLAELPSAR 70 79 40.2 25.0 38.8 2 0 0 1,010.5630
I_04 182 kDa tankyrase‐1‐binding protein TB182_HUMAN 181,795 2 2 3 1.50% SSGSEGSSPNWLQALK 1708 1723 30.8 27.2 22.7 1 0 0 1,647.7973
A_01 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 3 11.80% TIGGGDDSFNTFFSETGAGK 41 60 23.2 25.0 23.2 1 0 0 2,007.8933
A_01 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 3 11.80% AVFVDLEPTVIDEVR 65 79 48.9 27.7 33.9 1 0 0 1,701.9059
A_01 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 3 11.80% VGINYQPPTVVPGGDLAK 353 370 19.5 27.0 19.5 1 0 0 1,824.9857
A_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 5.10% EIIDLVLDR 113 121 43.4 28.1 0.0 2 0 0 1,085.6203
A_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 5.10% NLDIERPTYTNLNR 216 229 37.9 28.8 21.4 0 2 0 1,718.8821
A_10 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.10% EIIDLVLDR 113 121 45.2 27.6 0.0 2 0 0 1,085.6203
A_10 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.10% NLDIERPTYTNLNR 216 229 22.6 28.8 15.4 0 1 0 1,718.8821
A_11 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.10% EIIDLVLDR 113 121 58.4 27.6 0.0 2 0 0 1,085.6203
A_11 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.10% NLDIERPTYTNLNR 216 229 24.3 28.8 17.4 0 1 0 1,718.8821
A_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 3.99% EIIDLVLDR 113 121 45.7 27.6 0.0 2 0 0 1,085.6203
A_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 3.99% YMACCLLYR 312 320 22.4 25.0 17.4 1 0 0 1,265.5476
A_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 11 18 22.60% AVFVDLEPTVIDEVR 65 79 80.6 27.8 74.7 2 0 0 1,701.9059
A_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 11 18 22.60% QLFHPEQLITGK 85 96 45.2 27.2 0.0 2 1 0 1,410.7742
A_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 11 18 22.60% EIIDLVLDR 113 121 21.6 26.8 0.0 1 0 0 1,085.6203
A_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 11 18 22.60% EIIDLVLDRIR 113 123 26.8 25.0 0.0 0 2 0 1,354.8055
A_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 11 18 22.60% NLDIERPTYTNLNR 216 229 56.5 28.8 46.4 2 1 0 1,718.8821
A_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 11 18 22.60% YMACCLLYR 312 320 27.0 25.0 22.8 1 0 0 1,249.5527
A_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 11 18 22.60% GDVVPKDVNAAIATIK 321 336 22.4 26.0 22.4 0 2 0 1,610.9114
A_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 11 18 22.60% VGINYQPPTVVPGGDLAK 353 370 35.5 27.0 32.3 2 0 0 1,824.9857
A_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 11 18 22.60% FDLMYAK 395 401 32.3 25.0 25.9 2 0 0 903.4282
A_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 11 15 23 28.20% AVFVDLEPTVIDEVR 65 79 43.8 27.5 34.3 2 0 0 1,701.9059
A_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 11 15 23 28.20% QLFHPEQLITGK 85 96 33.4 27.0 0.0 1 1 0 1,410.7742
A_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 11 15 23 28.20% EIIDLVLDR 113 121 37.0 26.8 0.0 1 0 0 1,085.6203
A_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 11 15 23 28.20% NLDIERPTYTNLNR 216 229 40.5 28.8 27.9 2 0 0 1,718.8821
A_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 11 15 23 28.20% YMACCLLYR 312 320 49.6 25.0 48.4 3 0 0 1,265.5476
A_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 11 15 23 28.20% GDVVPKDVNAAIATIK 321 336 35.7 25.9 34.3 1 2 0 1,610.9114
A_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 11 15 23 28.20% DVNAAIATIK 327 336 46.3 28.0 37.3 4 0 0 1,015.5783
A_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 11 15 23 28.20% DVNAAIATIKTK 327 338 27.8 26.4 17.6 1 0 0 1,244.7210
A_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 11 15 23 28.20% VGINYQPPTVVPGGDLAK 353 370 43.6 26.8 41.2 1 0 0 1,824.9857
A_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 11 15 23 28.20% LDHKFDLMYAK 391 401 27.1 27.3 18.9 0 2 0 1,396.6932
A_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 11 15 23 28.20% DYEEVGVDSVEGEGEEEGEEY 431 451 94.1 25.0 94.1 2 0 0 2,348.9050
A_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 8 14 20.20% AVFVDLEPTVIDEVR 65 79 41.3 27.5 36.4 2 0 0 1,701.9059
A_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 8 14 20.20% QLFHPEQLITGK 85 96 44.7 27.5 0.0 2 2 0 1,410.7742
A_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 8 14 20.20% NLDIERPTYTNLNR 216 229 36.0 28.8 26.2 2 0 0 1,718.8821
A_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 8 14 20.20% IHFPLATYAPVISAEK 265 280 22.9 26.6 19.5 0 1 0 1,756.9633
A_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 8 14 20.20% YMACCLLYR 312 320 23.0 25.0 17.5 1 0 0 1,249.5527
A_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 8 14 20.20% VGINYQPPTVVPGGDLAK 353 370 47.7 27.0 41.9 2 0 0 1,824.9857
A_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 8 14 20.20% FDLMYAK 395 401 42.9 25.0 33.8 2 0 0 903.4282
A_19 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 4.21% EIIDLVLDR 113 121 46.6 28.1 0.0 2 0 0 1,085.6203
A_19 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 4.21% DVNAAIATIK 327 336 58.6 28.2 53.3 2 0 0 1,015.5783
A_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 3 3 5.76% QLFHPEQLITGK 85 96 25.8 27.5 0.0 0 1 0 1,410.7742
A_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 3 3 5.76% NLDIERPTYTNLNR 216 229 38.0 28.8 26.5 1 1 0 1,718.8821
A_30 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% EIIDLVLDR 113 121 37.2 26.8 0.0 1 0 0 1,085.6203
A_30 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% DVNAAIATIK 327 336 51.8 28.2 40.6 2 0 0 1,015.5783
A_31 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 4.21% EIIDLVLDR 113 121 36.4 26.8 0.0 2 0 0 1,085.6203
A_31 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 4.21% DVNAAIATIK 327 336 36.4 28.0 26.4 2 0 0 1,015.5783
B_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.10% EIIDLVLDR 113 121 34.9 27.6 0.0 1 0 0 1,085.6203
B_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.10% NLDIERPTYTNLNR 216 229 20.4 28.6 9.6 0 2 0 1,718.8821
B_11 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.10% EIIDLVLDR 113 121 40.3 27.6 0.0 1 0 0 1,085.6203
B_11 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.10% NLDIERPTYTNLNR 216 229 20.6 28.8 8.6 0 2 0 1,718.8821
B_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 5.10% NLDIERPTYTNLNR 216 229 18.8 28.8 9.1 0 1 0 1,718.8821
B_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 5.10% YMACCLLYR 312 320 19.5 25.0 11.0 1 0 0 1,265.5476
B_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 9 10.60% NLDIERPTYTNLNR 216 229 52.7 28.7 39.7 2 1 0 1,718.8821
B_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 9 10.60% YMACCLLYR 312 320 24.9 25.0 24.9 2 0 0 1,249.5527
B_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 9 10.60% VGINYQPPTVVPGGDLAK 353 370 42.7 26.8 31.6 2 0 0 1,824.9857
B_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 9 10.60% FDLMYAK 395 401 40.2 25.0 30.2 2 0 0 903.4282
B_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 13 24 18.60% QLFHPEQLITGK 85 96 28.1 27.5 0.0 0 2 0 1,410.7742
B_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 13 24 18.60% EIIDLVLDR 113 121 68.9 27.5 0.0 1 0 0 1,085.6203
B_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 13 24 18.60% RNLDIERPTYTNLNR 215 229 30.4 28.1 28.8 0 2 0 1,874.9832
B_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 13 24 18.60% NLDIERPTYTNLNR 216 229 68.0 28.8 56.7 2 2 0 1,718.8821
B_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 13 24 18.60% YMACCLLYR 312 320 49.1 25.0 48.6 4 0 0 1,249.5527
B_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 13 24 18.60% DVNAAIATIK 327 336 60.3 28.0 48.7 4 0 0 1,015.5783
B_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 13 24 18.60% VGINYQPPTVVPGGDLAK 353 370 36.0 27.0 29.5 1 0 0 1,824.9857
B_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 13 24 18.60% LDHKFDLMYAK 391 401 27.5 27.5 17.9 2 3 0 1,380.6982
B_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 9 13 24 18.60% FDLMYAK 395 401 26.5 25.0 18.0 1 0 0 903.4282
B_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 6 13.30% QLFHPEQLITGK 85 96 23.3 27.1 0.0 0 1 0 1,410.7742
B_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 6 13.30% EIIDLVLDR 113 121 32.9 27.6 0.0 1 0 0 1,085.6203
B_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 6 13.30% NLDIERPTYTNLNR 216 229 44.5 28.6 32.3 1 0 0 1,718.8821
B_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 6 13.30% VGINYQPPTVVPGGDLAK 353 370 41.9 27.0 36.6 2 0 0 1,824.9857
B_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 6 13.30% FDLMYAK 395 401 38.5 25.0 28.8 1 0 0 903.4282
B_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 3.99% EIIDLVLDR 113 121 45.9 27.6 0.0 2 0 0 1,085.6203
B_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 3.99% YMACCLLYR 312 320 21.1 25.0 21.1 2 0 0 1,265.5476
B_17 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 5.76% QLFHPEQLITGK 85 96 39.5 27.0 0.0 0 1 0 1,410.7742
B_17 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 5.76% NLDIERPTYTNLNR 216 229 22.6 28.8 8.2 0 1 0 1,718.8821
B_18 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 5.10% EIIDLVLDR 113 121 48.1 27.6 0.0 1 0 0 1,085.6203
B_18 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 5.10% NLDIERPTYTNLNR 216 229 28.5 28.8 19.2 0 1 0 1,718.8821
B_19 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 5.32% NLDIERPTYTNLNR 216 229 19.9 28.8 14.2 0 2 0 1,718.8821
B_19 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 5.32% DVNAAIATIK 327 336 50.4 28.0 35.7 2 0 0 1,015.5783
B_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 3 7.76% QLFHPEQLITGK 85 96 19.9 27.1 0.0 0 1 0 1,410.7742
B_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 3 7.76% EIIDLVLDR 113 121 31.5 27.6 0.0 1 0 0 1,085.6203
B_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 3 7.76% NLDIERPTYTNLNR 216 229 21.8 28.6 10.6 0 1 0 1,718.8821



B_22 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 5 7.76% NLDIERPTYTNLNR 216 229 30.8 28.6 16.0 0 2 0 1,718.8821
B_22 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 5 7.76% DVNAAIATIK 327 336 50.8 27.3 37.8 2 0 0 1,015.5783
B_22 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 5 7.76% LDHKFDLMYAK 391 401 22.6 27.6 3.4 0 1 0 1,396.6932
B_23 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.32% NLDIERPTYTNLNR 216 229 24.8 28.6 14.9 0 1 0 1,718.8821
B_23 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.32% DVNAAIATIK 327 336 52.2 28.0 37.4 2 0 0 1,015.5783
B_28 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% EIIDLVLDR 113 121 38.6 27.6 0.0 2 0 0 1,085.6203
B_28 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% DVNAAIATIK 327 336 23.3 27.3 13.8 1 0 0 1,015.5783
B_29 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% EIIDLVLDR 113 121 30.3 27.6 0.0 1 0 0 1,085.6203
B_29 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% DVNAAIATIK 327 336 37.2 29.7 27.1 2 0 0 1,015.5783
C_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% EIIDLVLDR 113 121 41.8 28.1 0.0 2 0 0 1,085.6203
C_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% DVNAAIATIK 327 336 36.0 28.2 31.7 1 0 0 1,015.5783
C_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% EIIDLVLDR 113 121 42.7 26.8 0.0 1 0 0 1,085.6203
C_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% DVNAAIATIK 327 336 58.1 28.2 48.3 2 0 0 1,015.5783
C_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 9 15 19.30% AVFVDLEPTVIDEVR 65 79 41.1 27.7 27.4 2 0 0 1,701.9059
C_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 9 15 19.30% QLFHPEQLITGK 85 96 24.7 27.5 0.0 2 1 0 1,410.7742
C_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 9 15 19.30% EIIDLVLDR 113 121 34.4 26.8 0.0 1 0 0 1,085.6203
C_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 9 15 19.30% NLDIERPTYTNLNR 216 229 41.6 28.8 24.0 2 2 0 1,718.8821
C_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 9 15 19.30% YMACCLLYR 312 320 24.2 25.0 24.2 1 0 0 1,249.5527
C_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 9 15 19.30% DVNAAIATIK 327 336 64.6 28.2 50.2 2 0 0 1,015.5783
C_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 9 15 19.30% VGINYQPPTVVPGGDLAK 353 370 43.7 27.0 38.8 2 0 0 1,824.9857
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% AVFVDLEPTVIDEVR 65 79 52.6 27.9 42.3 1 0 0 1,701.9059
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% NLDIERPTYTNLNR 216 229 56.0 28.9 42.9 2 2 0 1,718.8821
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% LISQIVSSITASLR 230 243 55.6 25.0 50.6 1 0 0 1,487.8792
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% IHFPLATYAPVISAEK 265 280 26.0 26.6 12.9 0 1 0 1,756.9633
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% HGKYMACCLLYR 309 320 26.0 25.0 26.0 0 1 0 1,587.7230
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% YMACCLLYR 312 320 51.6 25.0 46.3 4 0 0 1,265.5476
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% GDVVPKDVNAAIATIK 321 336 37.5 26.0 36.6 2 2 0 1,610.9114
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% DVNAAIATIK 327 336 71.7 28.2 56.2 4 0 0 1,015.5783
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% DVNAAIATIKTK 327 338 28.5 26.4 21.5 1 0 0 1,244.7210
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% VGINYQPPTVVPGGDLAK 353 370 38.5 26.9 34.5 1 0 0 1,824.9857
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% LDHKFDLMYAK 391 401 24.6 27.7 20.2 1 2 0 1,396.6932
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% LDHKFDLMYAKR 391 402 30.0 27.9 20.6 0 1 0 1,552.7943
C_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 13 17 27 26.40% FDLMYAK 395 401 27.2 25.0 17.7 1 0 0 903.4282
C_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 5 8.43% YMACCLLYR 312 320 26.1 25.0 24.7 1 0 0 1,249.5527
C_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 5 8.43% VGINYQPPTVVPGGDLAK 353 370 26.8 27.0 25.4 2 0 0 1,824.9857
C_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 5 8.43% LDHKFDLMYAK 391 401 18.8 27.3 10.7 0 1 0 1,396.6932
C_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 5 8.43% FDLMYAK 395 401 34.7 25.0 28.4 1 0 0 903.4282
C_18 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% EIIDLVLDR 113 121 31.3 26.8 0.0 1 0 0 1,085.6203
C_18 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% DVNAAIATIK 327 336 46.5 28.2 35.6 2 0 0 1,015.5783
C_28 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% EIIDLVLDR 113 121 30.2 28.1 0.0 1 0 0 1,085.6203
C_28 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% DVNAAIATIK 327 336 50.0 28.2 38.0 2 0 0 1,015.5783
C_30 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% EIIDLVLDR 113 121 27.3 26.8 0.0 1 0 0 1,085.6203
C_30 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% DVNAAIATIK 327 336 36.5 28.2 25.1 2 0 0 1,015.5783
C_31 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% EIIDLVLDR 113 121 29.7 26.8 0.0 1 0 0 1,085.6203
C_31 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.21% DVNAAIATIK 327 336 29.3 28.2 20.0 2 0 0 1,015.5783
D_20 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 5 9.31% AVFVDLEPTVIDEVR 65 79 69.7 28.1 52.5 2 0 0 1,701.9059
D_20 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 5 9.31% YMACCLLYR 312 320 20.5 25.0 20.5 1 0 0 1,265.5476
D_20 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 5 9.31% VGINYQPPTVVPGGDLAK 353 370 43.1 27.1 43.1 2 0 0 1,824.9857
D_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 23.90% TIGGGDDSFNTFFSETGAGK 41 60 88.5 25.0 88.5 2 0 0 2,007.8933
D_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 23.90% AVFVDLEPTVIDEVR 65 79 88.2 28.1 74.9 2 0 0 1,701.9059
D_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 23.90% QLFHPEQLITGK 85 96 24.7 27.4 0.0 0 1 0 1,410.7742
D_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 23.90% LISQIVSSITASLR 230 243 58.4 25.0 58.4 1 0 0 1,487.8792
D_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 23.90% YMACCLLYR 312 320 31.0 25.0 30.7 2 0 0 1,265.5476
D_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 23.90% SIQFVDWCPTGFK 340 352 50.7 25.7 46.7 1 0 0 1,584.7517
D_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 23.90% VGINYQPPTVVPGGDLAK 353 370 42.0 27.1 32.3 2 0 0 1,824.9857
D_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 23.90% FDLMYAK 395 401 19.7 25.0 13.1 1 0 0 903.4282
D_22 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 7.32% AVFVDLEPTVIDEVR 65 79 76.8 28.0 62.5 2 0 0 1,701.9059
D_22 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 7.32% VGINYQPPTVVPGGDLAK 353 370 33.8 27.1 32.8 1 0 0 1,824.9857
D_23 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 9.53% AVFVDLEPTVIDEVR 65 79 74.6 28.1 60.8 2 0 0 1,701.9059
D_23 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 9.53% DVNAAIATIK 327 336 60.4 29.3 41.6 2 0 0 1,015.5783
D_23 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 9.53% VGINYQPPTVVPGGDLAK 353 370 40.0 26.9 37.0 2 0 0 1,824.9857
D_27 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.54% AVFVDLEPTVIDEVR 65 79 37.2 28.1 33.7 1 0 0 1,701.9059
D_27 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.54% DVNAAIATIK 327 336 47.4 29.3 35.0 2 0 0 1,015.5783
D_28 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.54% AVFVDLEPTVIDEVR 65 79 57.2 27.9 49.4 1 0 0 1,701.9059
D_28 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.54% DVNAAIATIK 327 336 52.8 28.2 40.8 2 0 0 1,015.5783
D_29 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 4 9.53% AVFVDLEPTVIDEVR 65 79 58.6 28.1 47.5 1 0 0 1,701.9059
D_29 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 4 9.53% DVNAAIATIK 327 336 55.6 29.3 40.6 2 0 0 1,015.5783
D_29 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 4 9.53% VGINYQPPTVVPGGDLAK 353 370 21.9 27.1 21.6 1 0 0 1,824.9857
D_31 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 7.32% AVFVDLEPTVIDEVR 65 79 42.6 27.9 32.5 1 0 0 1,701.9059
D_31 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 7.32% VGINYQPPTVVPGGDLAK 353 370 26.7 27.1 25.2 1 0 0 1,824.9857
D_32 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 5.54% AVFVDLEPTVIDEVR 65 79 56.3 27.7 43.3 2 0 0 1,701.9059
D_32 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 5.54% DVNAAIATIK 327 336 45.8 28.2 29.8 2 0 0 1,015.5783
E_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 9.53% AVFVDLEPTVIDEVR 65 79 70.5 27.9 58.1 2 0 0 1,701.9059
E_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 9.53% DVNAAIATIK 327 336 35.0 28.2 25.9 2 0 0 1,015.5783
E_21 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 9.53% VGINYQPPTVVPGGDLAK 353 370 35.5 27.0 28.3 2 0 0 1,824.9857
F_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.32% NLDIERPTYTNLNR 216 229 26.7 28.9 20.7 0 1 0 1,718.8821
F_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.32% DVNAAIATIK 327 336 50.7 28.0 39.5 2 0 0 1,015.5783
F_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 6 10.20% QLFHPEQLITGK 85 96 33.6 27.1 0.0 2 0 0 1,410.7742
F_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 6 10.20% NLDIERPTYTNLNR 216 229 51.1 28.8 39.3 2 0 0 1,718.8821
F_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 6 10.20% YMACCLLYR 312 320 30.7 25.0 26.7 1 0 0 1,249.5527
F_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 6 10.20% LDHKFDLMYAK 391 401 19.9 27.7 11.4 0 1 0 1,396.6932
F_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 7.10% EIIDLVLDR 113 121 57.1 27.5 0.0 2 0 0 1,085.6203
F_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 7.10% NLDIERPTYTNLNR 216 229 37.4 28.6 31.5 2 0 0 1,718.8821
F_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 7.10% YMACCLLYR 312 320 28.9 25.0 28.9 2 0 0 1,265.5476
G_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 6.21% QLFHPEQLITGK 85 96 21.9 26.8 0.0 0 2 0 1,410.7742
G_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 6.21% EIIDLVLDR 113 121 68.8 27.5 0.0 2 0 0 1,085.6203
G_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 6.21% FDLMYAK 395 401 27.4 25.0 22.2 2 0 0 903.4282
H_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 8 12.00% QLFHPEQLITGK 85 96 23.8 27.0 0.0 2 1 0 1,410.7742
H_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 8 12.00% NLDIERPTYTNLNR 216 229 59.1 28.7 49.7 1 0 0 1,718.8821
H_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 8 12.00% DVNAAIATIK 327 336 58.1 28.3 46.0 2 0 0 1,015.5783
H_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 8 12.00% VGINYQPPTVVPGGDLAK 353 370 64.4 27.1 61.3 2 0 0 1,824.9857
H_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 5 7 9.76% QLFHPEQLITGK 85 96 22.5 27.1 0.0 1 1 0 1,410.7742
H_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 5 7 9.76% NLDIERPTYTNLNR 216 229 42.3 28.8 33.8 2 2 0 1,718.8821
H_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 5 7 9.76% VGINYQPPTVVPGGDLAK 353 370 30.5 26.9 23.1 1 0 0 1,824.9857
H_19 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.32% NLDIERPTYTNLNR 216 229 23.1 28.7 11.4 0 1 0 1,718.8821
H_19 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.32% DVNAAIATIK 327 336 59.3 29.7 42.9 2 0 0 1,015.5783
H_22 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 5.32% NLDIERPTYTNLNR 216 229 23.9 28.6 19.2 0 2 0 1,718.8821
H_22 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 5.32% DVNAAIATIK 327 336 52.5 27.3 36.4 2 0 0 1,015.5783
H_23 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.88% QLFHPEQLITGK 85 96 25.3 27.0 0.0 0 1 0 1,410.7742
H_23 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.88% DVNAAIATIK 327 336 54.5 27.3 32.0 2 0 0 1,015.5783
H_24 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 3 4 5.32% NLDIERPTYTNLNR 216 229 25.7 28.6 18.4 1 1 0 1,718.8821
H_24 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 3 4 5.32% DVNAAIATIK 327 336 54.6 28.2 44.5 2 0 0 1,015.5783
I_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 6 9 15.30% AVFVDLEPTVIDEVR 65 79 78.2 27.5 64.5 1 0 0 1,701.9059
I_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 6 9 15.30% QLFHPEQLITGK 85 96 33.7 27.1 0.0 1 1 0 1,410.7742
I_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 6 9 15.30% NLDIERPTYTNLNR 216 229 38.5 28.8 28.3 1 0 0 1,718.8821
I_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 6 9 15.30% DVNAAIATIK 327 336 49.9 28.0 37.0 3 0 0 1,015.5783
I_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 6 9 15.30% VGINYQPPTVVPGGDLAK 353 370 40.5 27.0 31.8 2 0 0 1,824.9857
I_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 7 13.10% AVFVDLEPTVIDEVR 65 79 68.5 27.5 59.4 1 0 0 1,701.9059
I_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 7 13.10% QLFHPEQLITGK 85 96 30.3 27.0 0.0 1 1 0 1,410.7742
I_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 7 13.10% NLDIERPTYTNLNR 216 229 35.5 28.7 25.0 2 0 0 1,718.8821
I_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 7 13.10% VGINYQPPTVVPGGDLAK 353 370 43.2 27.0 39.5 2 0 0 1,824.9857
J_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 6 10 12.00% QLFHPEQLITGK 85 96 40.7 26.4 0.0 1 2 0 1,410.7742



J_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 6 10 12.00% NLDIERPTYTNLNR 216 229 47.8 28.6 40.1 1 2 0 1,718.8821
J_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 6 10 12.00% DVNAAIATIK 327 336 53.7 29.5 32.5 2 0 0 1,015.5783
J_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 6 10 12.00% VGINYQPPTVVPGGDLAK 353 370 39.8 26.4 33.9 2 0 0 1,824.9857
J_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 7 7 14.00% QLFHPEQLITGK 85 96 19.5 26.4 0.0 1 1 0 1,410.7742
J_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 7 7 14.00% EIIDLVLDR 113 121 47.3 27.4 0.0 1 0 0 1,085.6203
J_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 7 7 14.00% NLDIERPTYTNLNR 216 229 27.0 28.6 15.9 1 1 0 1,718.8821
J_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 7 7 14.00% DVNAAIATIK 327 336 23.6 29.5 17.9 1 0 0 1,015.5783
J_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 7 7 14.00% VGINYQPPTVVPGGDLAK 353 370 27.6 26.4 25.2 1 0 0 1,824.9857
K_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 12 15.30% AVFVDLEPTVIDEVR 65 79 59.4 27.9 44.4 2 0 0 1,701.9059
K_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 12 15.30% QLFHPEQLITGK 85 96 34.7 27.0 0.0 0 2 0 1,410.7742
K_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 12 15.30% NLDIERPTYTNLNR 216 229 43.7 28.6 32.6 2 0 0 1,718.8821
K_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 12 15.30% DVNAAIATIK 327 336 56.7 27.3 42.1 4 0 0 1,015.5783
K_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 12 15.30% VGINYQPPTVVPGGDLAK 353 370 39.9 26.5 35.2 2 0 0 1,824.9857
K_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 11 12.00% QLFHPEQLITGK 85 96 45.0 26.8 0.0 2 2 0 1,410.7742
K_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 11 12.00% NLDIERPTYTNLNR 216 229 30.6 28.7 17.9 2 0 0 1,718.8821
K_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 11 12.00% DVNAAIATIK 327 336 59.4 28.0 49.4 3 0 0 1,015.5783
K_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 5 11 12.00% VGINYQPPTVVPGGDLAK 353 370 42.3 26.5 28.3 2 0 0 1,824.9857
K_24 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 4.66% QLFHPEQLITGK 85 96 22.6 27.0 0.0 0 1 0 1,410.7742
K_24 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 4.66% YMACCLLYR 312 320 23.5 25.0 18.1 1 0 0 1,249.5527
L_07 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 6.43% AVFVDLEPTVIDEVR 65 79 53.4 27.9 46.0 1 0 0 1,701.9059
L_07 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 6.43% NLDIERPTYTNLNR 216 229 23.2 28.4 18.5 0 1 0 1,718.8821
L_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 19.70% AVFVDLEPTVIDEVR 65 79 45.9 27.9 41.9 1 0 0 1,701.9059
L_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 19.70% QLFHPEQLITGK 85 96 20.3 26.5 0.0 0 2 0 1,410.7742
L_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 19.70% EIIDLVLDR 113 121 27.5 27.4 0.0 2 0 0 1,085.6203
L_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 19.70% NLDIERPTYTNLNR 216 229 47.0 28.4 40.2 2 0 0 1,718.8821
L_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 19.70% DVNAAIATIK 327 336 69.3 29.8 50.5 1 0 0 1,015.5783
L_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 19.70% VGINYQPPTVVPGGDLAK 353 370 52.5 26.4 43.5 2 0 0 1,824.9857
L_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 19.70% LDHKFDLMYAK 391 401 17.0 27.5 12.1 0 1 0 1,396.6932
L_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 8 12 19.70% FDLMYAK 395 401 23.2 25.0 12.8 1 0 0 903.4282
L_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 8 15.70% AVFVDLEPTVIDEVR 65 79 72.3 27.6 69.5 2 0 0 1,701.9059
L_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 8 15.70% NLDIERPTYTNLNR 216 229 33.6 28.4 21.7 1 0 0 1,718.8821
L_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 8 15.70% LISQIVSSITASLR 230 243 71.2 25.0 70.7 1 0 0 1,487.8792
L_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 8 15.70% DVNAAIATIK 327 336 43.2 29.7 32.4 2 0 0 1,015.5783
L_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 8 15.70% VGINYQPPTVVPGGDLAK 353 370 58.8 26.5 51.5 2 0 0 1,824.9857
L_10 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 6 11.30% NLDIERPTYTNLNR 216 229 26.8 28.4 18.4 1 0 0 1,718.8821
L_10 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 6 11.30% YMACCLLYR 312 320 23.3 25.0 22.3 1 0 0 1,249.5527
L_10 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 6 11.30% DVNAAIATIK 327 336 48.9 29.8 37.1 2 0 0 1,015.5783
L_10 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 6 11.30% VGINYQPPTVVPGGDLAK 353 370 48.0 26.5 44.9 2 0 0 1,824.9857
L_11 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 7.10% EIIDLVLDR 113 121 47.5 27.4 0.0 2 0 0 1,085.6203
L_11 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 7.10% NLDIERPTYTNLNR 216 229 46.5 28.4 37.8 2 0 0 1,718.8821
L_11 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 6 7.10% YMACCLLYR 312 320 21.5 25.0 21.5 2 0 0 1,265.5476
L_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 7 11.30% NLDIERPTYTNLNR 216 229 41.6 28.6 29.2 2 0 0 1,718.8821
L_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 7 11.30% YMACCLLYR 312 320 26.4 25.0 25.3 1 0 0 1,265.5476
L_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 7 11.30% DVNAAIATIK 327 336 49.8 29.8 36.8 2 0 0 1,015.5783
L_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 7 11.30% VGINYQPPTVVPGGDLAK 353 370 70.9 26.5 62.7 2 0 0 1,824.9857
L_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 4 7 7.32% NLDIERPTYTNLNR 216 229 35.1 28.7 20.4 2 1 0 1,718.8821
L_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 4 7 7.32% YMACCLLYR 312 320 21.3 25.0 21.3 2 0 0 1,265.5476
L_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 4 7 7.32% DVNAAIATIK 327 336 42.1 29.5 33.8 2 0 0 1,015.5783
L_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.10% NLDIERPTYTNLNR 216 229 26.9 28.6 21.9 1 0 0 1,718.8821
L_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.10% YMACCLLYR 312 320 31.8 25.0 28.3 2 0 0 1,265.5476
L_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 7 12 23.90% TIGGGDDSFNTFFSETGAGK 41 60 84.9 25.0 84.9 2 0 0 2,007.8933
L_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 7 12 23.90% QLFHPEQLITGKEDAANNYAR 85 105 55.5 28.4 55.5 0 2 0 2,415.2053
L_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 7 12 23.90% NLDIERPTYTNLNR 216 229 35.8 28.6 26.9 0 2 0 1,718.8821
L_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 7 12 23.90% IHFPLATYAPVISAEK 265 280 24.2 26.6 16.9 0 1 0 1,756.9633
L_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 7 12 23.90% YMACCLLYR 312 320 27.2 25.0 27.2 2 0 0 1,265.5476
L_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 7 12 23.90% DVNAAIATIK 327 336 63.3 29.7 45.1 1 0 0 1,015.5783
L_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 7 7 12 23.90% VGINYQPPTVVPGGDLAK 353 370 59.2 26.4 51.9 2 0 0 1,824.9857
M_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 9 15 24.20% TIGGGDDSFNTFFSETGAGK 41 60 131.0 25.0 131.0 2 0 0 2,007.8933
M_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 9 15 24.20% AVFVDLEPTVIDEVR 65 79 80.7 27.5 74.2 2 0 0 1,701.9059
M_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 9 15 24.20% QLFHPEQLITGK 85 96 30.2 26.5 0.0 0 2 0 1,410.7742
M_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 9 15 24.20% QLFHPEQLITGKEDAANNYAR 85 105 37.8 28.3 36.0 0 1 0 2,415.2053
M_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 9 15 24.20% NLDIERPTYTNLNR 216 229 41.9 28.7 34.0 1 2 0 1,718.8821
M_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 9 15 24.20% LISQIVSSITASLR 230 243 76.0 25.0 72.0 1 0 0 1,487.8792
M_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 9 15 24.20% VGINYQPPTVVPGGDLAK 353 370 44.9 27.0 41.7 2 0 0 1,824.9857
M_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 8 9 15 24.20% FDLMYAK 395 401 24.6 25.0 18.4 2 0 0 903.4282
M_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 4.21% EIIDLVLDR 113 121 26.7 27.5 0.0 1 0 0 1,085.6203
M_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 4.21% DVNAAIATIK 327 336 32.3 29.7 26.3 1 0 0 1,015.5783
M_10 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 4.21% EIIDLVLDR 113 121 36.6 27.5 0.0 1 0 0 1,085.6203
M_10 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 4.21% DVNAAIATIK 327 336 35.6 29.5 22.7 1 0 0 1,015.5783
M_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 7.10% NLDIERPTYTNLNR 216 229 24.9 28.5 15.1 1 0 0 1,718.8821
M_12 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 7.10% VGINYQPPTVVPGGDLAK 353 370 30.5 26.6 28.1 1 0 0 1,824.9857
M_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 6.21% DVNAAIATIK 327 336 61.1 29.7 47.9 2 0 0 1,015.5783
M_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 6.21% VGINYQPPTVVPGGDLAK 353 370 48.0 26.5 45.4 1 0 0 1,824.9857
M_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.88% QLFHPEQLITGK 85 96 21.5 26.5 0.0 2 0 0 1,410.7742
M_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 4.88% DVNAAIATIK 327 336 37.2 29.7 26.5 1 0 0 1,015.5783
M_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 3 9.76% QLFHPEQLITGK 85 96 18.2 27.0 0.0 0 1 0 1,410.7742
M_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 3 9.76% NLDIERPTYTNLNR 216 229 24.5 28.6 12.4 1 0 0 1,718.8821
M_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 3 9.76% VGINYQPPTVVPGGDLAK 353 370 48.7 26.5 43.2 1 0 0 1,824.9857
M_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.32% NLDIERPTYTNLNR 216 229 30.4 28.6 25.1 0 1 0 1,718.8821
M_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.32% DVNAAIATIK 327 336 52.8 29.7 38.3 2 0 0 1,015.5783
O_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 5 12.00% AVFVDLEPTVIDEVR 65 79 69.0 27.8 66.5 2 0 0 1,701.9059
O_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 5 12.00% QLFHPEQLITGK 85 96 19.8 26.5 0.0 0 1 0 1,410.7742
O_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 5 12.00% DVNAAIATIK 327 336 51.9 29.5 42.2 1 0 0 1,015.5783
O_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 4 4 5 12.00% AVCMLSNTTAIAEAWAR 374 390 74.6 27.3 71.0 1 0 0 1,880.8993
O_10 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 5.32% NLDIERPTYTNLNR 216 229 25.1 28.4 17.5 0 1 0 1,718.8821
O_10 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 5.32% DVNAAIATIK 327 336 34.3 29.7 29.7 1 0 0 1,015.5783
O_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 6.21% DVNAAIATIK 327 336 45.6 29.5 35.4 2 0 0 1,015.5783
O_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 6.21% VGINYQPPTVVPGGDLAK 353 370 30.7 26.2 27.9 1 0 0 1,824.9857
P_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 6 6 11 15.50% QLFHPEQLITGK 85 96 19.3 26.3 0.0 0 1 0 1,410.7742
P_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 6 6 11 15.50% EIIDLVLDR 113 121 38.4 27.6 0.0 2 0 0 1,085.6203
P_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 6 6 11 15.50% NLDIERPTYTNLNR 216 229 30.9 28.3 15.2 0 2 0 1,718.8821
P_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 6 6 11 15.50% DVNAAIATIK 327 336 50.8 29.5 40.2 2 0 0 1,015.5783
P_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 6 6 11 15.50% VGINYQPPTVVPGGDLAK 353 370 54.6 26.4 49.3 2 0 0 1,824.9857
P_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 6 6 11 15.50% FDLMYAK 395 401 26.0 25.0 15.6 2 0 0 903.4282
P_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 5.10% EIIDLVLDR 113 121 34.9 27.6 0.0 2 0 0 1,085.6203
P_09 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 4 5.10% NLDIERPTYTNLNR 216 229 26.8 28.6 15.7 0 2 0 1,718.8821
P_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.32% NLDIERPTYTNLNR 216 229 23.5 28.6 15.4 0 1 0 1,718.8821
P_13 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.32% DVNAAIATIK 327 336 49.8 29.8 37.3 2 0 0 1,015.5783
Q_05 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.32% NLDIERPTYTNLNR 216 229 20.2 28.4 12.1 0 1 0 1,718.8821
Q_05 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 3 5.32% DVNAAIATIK 327 336 45.9 29.5 28.3 2 0 0 1,015.5783
Q_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 9 12.90% EIIDLVLDR 113 121 42.5 27.4 0.0 2 0 0 1,085.6203
Q_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 9 12.90% NLDIERPTYTNLNR 216 229 22.3 28.6 16.4 0 1 0 1,718.8821
Q_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 9 12.90% DVNAAIATIK 327 336 53.3 29.5 39.9 2 0 0 1,015.5783
Q_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 9 12.90% VGINYQPPTVVPGGDLAK 353 370 58.3 26.4 55.2 2 0 0 1,824.9857
Q_08 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 5 5 9 12.90% FDLMYAK 395 401 31.7 25.0 24.7 2 0 0 903.4282
Q_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 7.10% NLDIERPTYTNLNR 216 229 24.8 28.5 13.3 1 0 0 1,718.8821
Q_14 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 7.10% VGINYQPPTVVPGGDLAK 353 370 32.7 26.3 24.5 1 0 0 1,824.9857
Q_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 6.21% DVNAAIATIK 327 336 37.2 29.5 26.2 1 0 0 1,015.5783
Q_15 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 2 2 2 6.21% VGINYQPPTVVPGGDLAK 353 370 55.2 26.4 46.9 1 0 0 1,824.9857
Q_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 4 9.31% NLDIERPTYTNLNR 216 229 23.9 28.4 18.6 0 1 0 1,718.8821
Q_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 4 9.31% DVNAAIATIK 327 336 55.7 29.5 43.7 1 0 0 1,015.5783
Q_16 Tubulin alpha‐1B chain TBA1B_HUMAN 50,152 3 3 4 9.31% VGINYQPPTVVPGGDLAK 353 370 39.4 26.6 39.4 2 0 0 1,824.9857



B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% MREIVHIQAGQCGNQIGAK 1 19 34.7 27.5 0.0 0 0 1 2,126.0596
B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% EIVHIQAGQCGNQIGAK 3 19 71.1 28.1 0.0 2 2 0 1,822.9231
B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% INVYYNEAAGNK 47 58 61.9 26.3 47.2 2 0 0 1,355.6589
B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% AILVDLEPGTMDSVR 63 77 69.7 28.4 63.1 4 0 0 1,631.8312
B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% IMNTFSVVPSPK 163 174 71.1 27.9 45.3 4 0 0 1,319.7028
B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% FPGQLNADLR 242 251 42.7 28.5 29.9 2 0 0 1,130.5954
B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% FPGQLNADLRK 242 252 29.6 28.5 15.1 1 0 0 1,258.6904
B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% KLAVNMVPFPR 252 262 45.0 26.8 39.6 2 0 0 1,271.7293
B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% LAVNMVPFPR 253 262 62.4 27.7 50.2 2 0 0 1,143.6343
B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% ALTVPELTQQMFDAK 283 297 43.9 28.1 9.5 1 0 0 1,707.8625
B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% EVDEQMLNVQNK 325 336 71.3 25.4 62.1 6 2 0 1,462.6844
B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% TAVCDIPPR 351 359 51.2 25.7 44.2 3 0 0 1,028.5195
B_14 Tubulin beta chain TBB_PIG 49,861 2 2 3 28.10% ISEQFTAMFR 381 390 70.1 25.7 56.3 2 0 0 1,245.5933
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% MREIVHIQAGQCGNQIGAK 1 19 50.3 27.5 0.0 0 2 0 2,126.0596
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% EIVHIQAGQCGNQIGAK 3 19 74.7 28.0 0.0 2 2 0 1,822.9231
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% INVYYNEAAGNK 47 58 48.7 26.2 44.7 2 0 0 1,355.6589
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% AILVDLEPGTMDSVR 63 77 59.5 28.4 45.5 4 0 0 1,631.8312
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% GHYTEGAELVDSVLDVVR 104 121 27.5 27.7 15.8 0 1 0 1,958.9819
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% IMNTFSVVPSPK 163 174 62.7 28.1 39.4 4 0 0 1,335.6978
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% FPGQLNADLR 242 251 49.5 27.5 31.0 2 0 0 1,130.5954
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% KLAVNMVPFPR 252 262 51.6 27.3 42.2 2 0 0 1,271.7293
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% LAVNMVPFPR 253 262 40.8 28.9 28.7 4 0 0 1,159.6293
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% ALTVPELTQQMFDAK 283 297 44.5 28.0 3.7 2 0 0 1,707.8625
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% YLTVAAVFR 310 318 54.3 25.5 41.7 2 0 0 1,039.5934
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% YLTVAAVFRGR 310 320 22.5 26.3 17.0 1 0 0 1,252.7160
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% MSMKEVDEQMLNVQNK 321 336 43.8 25.0 2.9 0 2 0 1,955.8873
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% EVDEQMLNVQNK 325 336 63.8 25.1 58.0 2 0 0 1,462.6844
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% TAVCDIPPR 351 359 49.8 26.1 41.1 4 0 0 1,028.5195
C_14 Tubulin beta chain TBB_PIG 49,861 2 2 4 35.70% RISEQFTAMFR 380 390 32.4 28.0 27.4 0 2 0 1,401.6944
I_12 Tubulin beta chain TBB_PIG 49,861 2 2 3 25.60% MREIVHIQAGQCGNQIGAK 1 19 65.2 28.1 0.0 0 3 0 2,110.0647
I_12 Tubulin beta chain TBB_PIG 49,861 2 2 3 25.60% EIVHIQAGQCGNQIGAK 3 19 63.8 28.1 0.0 2 2 0 1,822.9231
I_12 Tubulin beta chain TBB_PIG 49,861 2 2 3 25.60% INVYYNEAAGNK 47 58 39.3 26.4 33.4 2 0 0 1,355.6589
I_12 Tubulin beta chain TBB_PIG 49,861 2 2 3 25.60% AILVDLEPGTMDSVR 63 77 65.5 28.3 57.8 4 0 0 1,631.8312
I_12 Tubulin beta chain TBB_PIG 49,861 2 2 3 25.60% IMNTFSVVPSPK 163 174 66.1 27.9 46.5 2 0 0 1,335.6978
I_12 Tubulin beta chain TBB_PIG 49,861 2 2 3 25.60% LAVNMVPFPR 253 262 55.4 28.9 44.2 2 0 0 1,159.6293
I_12 Tubulin beta chain TBB_PIG 49,861 2 2 3 25.60% ALTVPELTQQMFDAK 283 297 35.3 28.0 7.3 1 0 0 1,707.8625
I_12 Tubulin beta chain TBB_PIG 49,861 2 2 3 25.60% EVDEQMLNVQNK 325 336 52.5 26.3 44.6 2 0 0 1,446.6894
I_12 Tubulin beta chain TBB_PIG 49,861 2 2 3 25.60% TAVCDIPPR 351 359 31.4 25.6 26.3 2 0 0 1,028.5195
I_12 Tubulin beta chain TBB_PIG 49,861 2 2 3 25.60% ISEQFTAMFR 381 390 48.9 25.7 44.6 1 0 0 1,245.5933
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% MREIVHIQAGQCGNQIGAK 1 19 55.9 27.6 0.0 0 2 0 2,126.0596
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% EIVHIQAGQCGNQIGAK 3 19 75.0 28.0 0.0 2 0 0 1,822.9231
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% INVYYNEAAGNK 47 58 50.0 26.8 40.3 2 0 0 1,355.6589
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% AILVDLEPGTMDSVR 63 77 76.6 28.3 73.5 4 0 0 1,631.8312
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% IMNTFSVVPSPK 163 174 78.3 28.3 54.3 4 0 0 1,319.7028
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% FPGQLNADLR 242 251 54.4 28.8 38.4 1 0 0 1,130.5954
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% KLAVNMVPFPR 252 262 40.5 27.1 37.7 2 0 0 1,287.7243
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% LAVNMVPFPR 253 262 61.3 29.1 52.3 4 0 0 1,159.6293
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% ALTVPELTQQMFDAK 283 297 67.1 28.1 31.9 2 0 0 1,707.8625
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% MSMKEVDEQMLNVQNK 321 336 39.8 25.0 28.0 0 5 0 1,971.8822
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% EVDEQMLNVQNK 325 336 75.5 26.4 59.4 4 0 0 1,446.6894
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% TAVCDIPPR 351 359 43.9 26.6 32.6 3 0 0 1,028.5195
L_08 Tubulin beta chain TBB_PIG 49,861 2 2 4 29.00% ISEQFTAMFR 381 390 73.7 25.9 64.2 2 0 0 1,245.5933
L_13 Tubulin beta chain TBB_PIG 49,861 2 2 3 22.20% INVYYNEAAGNK 47 58 34.7 26.4 34.3 1 0 0 1,355.6589
L_13 Tubulin beta chain TBB_PIG 49,861 2 2 3 22.20% AILVDLEPGTMDSVR 63 77 49.1 28.1 48.7 1 2 0 1,615.8362
L_13 Tubulin beta chain TBB_PIG 49,861 2 2 3 22.20% IMNTFSVVPSPK 163 174 61.9 28.3 42.9 3 0 0 1,319.7028
L_13 Tubulin beta chain TBB_PIG 49,861 2 2 3 22.20% FPGQLNADLR 242 251 55.0 29.0 39.1 2 0 0 1,130.5954
L_13 Tubulin beta chain TBB_PIG 49,861 2 2 3 22.20% LAVNMVPFPR 253 262 60.0 28.4 54.3 1 0 0 1,159.6293
L_13 Tubulin beta chain TBB_PIG 49,861 2 2 3 22.20% ALTVPELTQQMFDAK 283 297 77.4 28.2 30.5 2 0 0 1,707.8625
L_13 Tubulin beta chain TBB_PIG 49,861 2 2 3 22.20% YLTVAAVFR 310 318 55.5 25.7 47.6 2 0 0 1,039.5934
L_13 Tubulin beta chain TBB_PIG 49,861 2 2 3 22.20% MSMKEVDEQMLNVQNK 321 336 38.1 25.0 35.2 0 2 0 1,971.8822
L_13 Tubulin beta chain TBB_PIG 49,861 2 2 3 22.20% EVDEQMLNVQNK 325 336 69.8 25.5 64.0 2 0 0 1,462.6844
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% MREIVHIQAGQCGNQIGAK 1 19 55.2 27.5 0.0 0 2 0 2,126.0596
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% EIVHIQAGQCGNQIGAK 3 19 75.2 28.0 0.0 2 0 0 1,822.9231
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% INVYYNEAAGNK 47 58 65.5 26.5 59.4 1 0 0 1,355.6589
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% AILVDLEPGTMDSVR 63 77 72.2 28.6 66.7 4 0 0 1,631.8312
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% IMNTFSVVPSPK 163 174 68.2 28.2 53.3 2 0 0 1,335.6978
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% FPGQLNADLR 242 251 52.3 28.7 39.1 2 0 0 1,130.5954
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% LAVNMVPFPR 253 262 39.2 27.7 25.7 2 0 0 1,143.6343
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% ALTVPELTQQMFDAK 283 297 63.0 28.0 30.0 2 0 0 1,707.8625
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% YLTVAAVFR 310 318 52.5 25.7 44.2 2 0 0 1,039.5934
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% MSMKEVDEQMLNVQNK 321 336 42.7 25.0 31.0 0 2 0 1,971.8822
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% EVDEQMLNVQNK 325 336 58.4 25.5 53.1 4 0 0 1,462.6844
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% TAVCDIPPR 351 359 39.3 26.6 27.0 4 0 0 1,028.5195
M_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 30.80% ISEQFTAMFR 381 390 73.8 25.7 58.6 1 0 0 1,245.5933
Q_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 23.40% INVYYNEAAGNK 47 58 44.5 26.5 33.9 1 0 0 1,355.6589
Q_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 23.40% AILVDLEPGTMDSVR 63 77 58.7 28.3 54.6 2 0 0 1,631.8312
Q_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 23.40% IMNTFSVVPSPK 163 174 77.4 28.0 45.6 4 0 0 1,319.7028
Q_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 23.40% FPGQLNADLR 242 251 53.8 28.9 39.2 2 0 0 1,130.5954
Q_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 23.40% ALTVPELTQQMFDAK 283 297 74.4 28.2 27.8 2 0 0 1,707.8625
Q_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 23.40% YLTVAAVFR 310 318 50.5 25.6 40.1 2 0 0 1,039.5934
Q_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 23.40% EVDEQMLNVQNK 325 336 61.7 26.7 47.2 4 0 0 1,446.6894
Q_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 23.40% TAVCDIPPR 351 359 25.0 25.9 16.8 2 0 0 1,028.5195
Q_08 Tubulin beta chain TBB_PIG 49,861 2 2 3 23.40% ISEQFTAMFR 381 390 73.7 25.9 64.6 2 0 0 1,245.5933
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% MREIVHIQAGQCGNQIGAK 1 19 54.8 27.5 0.0 0 1 0 2,126.0596
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% EIVHIQAGQCGNQIGAK 3 19 88.2 28.1 0.0 2 2 0 1,822.9231
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% INVYYNEAAGNK 47 58 67.8 26.7 58.6 2 0 0 1,355.6589
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% AILVDLEPGTMDSVR 63 77 74.9 28.6 66.4 3 0 0 1,631.8312
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% IMNTFSVMPSPK 163 174 50.0 25.6 39.4 2 0 0 1,367.6699
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% FPGQLNADLR 242 251 24.1 28.5 3.5 1 0 0 1,130.5954
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% FPGQLNADLRK 242 252 32.3 28.5 23.5 2 0 0 1,258.6904
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% KLAVNMVPFPR 252 262 31.4 26.8 22.4 1 0 0 1,271.7293
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% LAVNMVPFPR 253 262 29.4 28.4 24.3 1 0 0 1,159.6293
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% NMMAACDPR 298 306 34.7 25.0 34.7 2 0 0 1,065.4275
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% YLTVAAIFR 310 318 30.8 25.0 23.0 1 0 0 1,053.6091
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% MSMKEVDEQMLNVQNK 321 336 29.6 25.0 18.2 0 2 0 1,971.8822
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% EVDEQMLNVQNK 325 336 74.2 25.0 67.9 6 0 0 1,462.6844
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% TAVCDIPPR 351 359 53.1 26.1 39.1 3 0 0 1,028.5195
A_14 Tubulin beta‐2A chain TBB2A_HUMAN 49,907 2 2 3 29.70% ISEQFTAMFR 381 390 73.1 25.4 59.0 2 0 0 1,245.5933
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% MREIVHIQAGQCGNQIGAK 1 19 54.8 27.5 0.0 0 1 0 2,126.0596
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% EIVHIQAGQCGNQIGAK 3 19 88.2 28.1 0.0 2 2 0 1,822.9231
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% ISVYYNEASSHK 47 58 33.5 26.1 23.0 2 0 0 1,397.6694
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% AILVDLEPGTMDSVR 63 77 74.9 28.6 66.4 3 0 0 1,631.8312
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% IMNTFSVVPSPK 163 174 61.3 27.6 41.5 4 0 0 1,319.7028
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% FPGQLNADLR 242 251 24.1 28.5 3.5 1 0 0 1,130.5954
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% FPGQLNADLRK 242 252 32.3 28.5 23.5 2 0 0 1,258.6904
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% KLAVNMVPFPR 252 262 31.4 26.8 22.4 1 0 0 1,271.7293
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% LAVNMVPFPR 253 262 29.4 28.4 24.3 1 0 0 1,159.6293
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% NMMAACDPR 298 306 34.7 25.0 34.7 2 0 0 1,065.4275
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% EVDEQMLAIQSK 325 336 47.0 27.5 33.2 2 0 0 1,406.6834
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% VAVCDIPPR 351 359 53.4 26.9 42.5 2 0 0 1,026.5402
A_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 6 26.40% ISEQFTAMFR 381 390 73.1 25.4 59.0 2 0 0 1,245.5933
B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% MREIVHIQAGQCGNQIGAK 1 19 34.7 27.5 0.0 0 0 1 2,126.0596



B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% EIVHIQAGQCGNQIGAK 3 19 71.1 28.1 0.0 2 2 0 1,822.9231
B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% ISVYYNEASSHK 47 58 26.5 26.2 24.0 2 1 0 1,397.6694
B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% AILVDLEPGTMDSVR 63 77 69.7 28.4 63.1 4 0 0 1,631.8312
B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% IMNTFSVVPSPK 163 174 71.1 27.9 45.3 4 0 0 1,319.7028
B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% FPGQLNADLR 242 251 42.7 28.5 29.9 2 0 0 1,130.5954
B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% FPGQLNADLRK 242 252 29.6 28.5 15.1 1 0 0 1,258.6904
B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% KLAVNMVPFPR 252 262 45.0 26.8 39.6 2 0 0 1,271.7293
B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% LAVNMVPFPR 253 262 62.4 27.7 50.2 2 0 0 1,143.6343
B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% ALTVPELTQQMFDAK 283 297 43.9 28.1 9.5 1 0 0 1,707.8625
B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% EVDEQMLAIQSK 325 336 70.5 27.7 55.9 2 0 0 1,406.6834
B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% VAVCDIPPR 351 359 57.8 27.5 43.1 3 0 0 1,026.5402
B_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 4 8 27.80% ISEQFTAMFR 381 390 70.1 25.7 56.3 2 0 0 1,245.5933
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% MREIVHIQAGQCGNQIGAK 1 19 50.3 27.5 0.0 0 2 0 2,126.0596
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% EIVHIQAGQCGNQIGAK 3 19 74.7 28.0 0.0 2 2 0 1,822.9231
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% ISVYYNEASSHK 47 58 28.5 26.0 27.4 2 0 0 1,397.6694
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% AILVDLEPGTMDSVR 63 77 59.5 28.4 45.5 4 0 0 1,631.8312
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% GHYTEGAELVDSVLDVVR 104 121 27.5 27.7 15.8 0 1 0 1,958.9819
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% IMNTFSVVPSPK 163 174 62.7 28.1 39.4 4 0 0 1,335.6978
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% FPGQLNADLR 242 251 49.5 27.5 31.0 2 0 0 1,130.5954
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% KLAVNMVPFPR 252 262 51.6 27.3 42.2 2 0 0 1,271.7293
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% LAVNMVPFPR 253 262 40.8 28.9 28.7 4 0 0 1,159.6293
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% ALTVPELTQQMFDAK 283 297 44.5 28.0 3.7 2 0 0 1,707.8625
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% YLTVATVFR 310 318 57.3 26.1 46.1 2 0 0 1,069.6040
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% EVDEQMLAIQSK 325 336 85.0 27.4 77.8 4 0 0 1,390.6884
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% VAVCDIPPR 351 359 40.8 27.5 32.0 2 0 0 1,026.5402
C_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 4 5 10 34.00% RISEQFTAMFR 380 390 32.4 28.0 27.4 0 2 0 1,401.6944
F_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 20.90% EIVHIQAGQCGNQIGAK 3 19 75.5 28.1 0.0 2 1 0 1,822.9231
F_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 20.90% AILVDLEPGTMDSVR 63 77 83.1 28.5 75.6 2 0 0 1,631.8312
F_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 20.90% IMNTFSVVPSPK 163 174 71.2 27.9 43.2 3 0 0 1,319.7028
F_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 20.90% FPGQLNADLR 242 251 52.0 27.3 38.0 2 0 0 1,130.5954
F_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 20.90% YLTVATVFR 310 318 62.2 25.5 51.2 2 0 0 1,069.6040
F_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 20.90% EVDEQMLAIQSK 325 336 43.4 27.8 27.0 1 0 0 1,406.6834
F_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 20.90% VAVCDIPPR 351 359 50.2 26.9 40.8 2 0 0 1,026.5402
F_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 20.90% ISEQFTAMFR 381 390 48.5 26.2 44.2 2 0 0 1,229.5983
H_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 18.90% EIVHIQAGQCGNQIGAK 3 19 62.5 28.0 0.0 2 2 0 1,822.9231
H_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 18.90% AILVDLEPGTMDSVR 63 77 78.8 28.5 68.8 4 0 0 1,631.8312
H_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 18.90% IMNTFSVVPSPK 163 174 57.4 27.9 43.2 4 0 0 1,335.6978
H_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 18.90% FPGQLNADLR 242 251 52.2 28.9 38.3 1 0 0 1,130.5954
H_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 18.90% FPGQLNADLRK 242 252 24.1 28.5 13.4 1 0 0 1,258.6904
H_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 18.90% YLTVATVFR 310 318 46.4 26.0 40.0 2 0 0 1,069.6040
H_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 18.90% EVDEQMLAIQSK 325 336 40.3 27.7 33.7 1 0 0 1,406.6834
H_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 18.90% VAVCDIPPR 351 359 59.2 26.9 54.8 2 0 0 1,026.5402
K_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 18.70% MREIVHIQAGQCGNQIGAK 1 19 60.6 27.5 0.0 0 2 0 2,126.0596
K_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 18.70% EIVHIQAGQCGNQIGAK 3 19 64.0 28.1 0.0 2 2 0 1,822.9231
K_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 18.70% AILVDLEPGTMDSVR 63 77 69.8 28.5 66.6 2 0 0 1,631.8312
K_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 18.70% IMNTFSVVPSPK 163 174 52.7 28.0 36.2 2 0 0 1,335.6978
K_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 18.70% FPGQLNADLR 242 251 47.1 28.6 30.8 2 0 0 1,130.5954
K_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 18.70% LAVNMVPFPR 253 262 39.9 28.4 28.6 2 0 0 1,159.6293
K_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 18.70% YLTVATVFR 310 318 50.9 26.0 38.5 2 0 0 1,069.6040
K_12 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 18.70% VAVCDIPPR 351 359 32.2 27.4 28.9 2 0 0 1,026.5402
L_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 26.00% MREIVHIQAGQCGNQIGAK 1 19 55.9 27.6 0.0 0 2 0 2,126.0596
L_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 26.00% EIVHIQAGQCGNQIGAK 3 19 75.0 28.0 0.0 2 0 0 1,822.9231
L_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 26.00% AILVDLEPGTMDSVR 63 77 76.6 28.3 73.5 4 0 0 1,631.8312
L_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 26.00% IMNTFSVVPSPK 163 174 78.3 28.3 54.3 4 0 0 1,319.7028
L_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 26.00% FPGQLNADLR 242 251 54.4 28.8 38.4 1 0 0 1,130.5954
L_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 26.00% KLAVNMVPFPR 252 262 40.5 27.1 37.7 2 0 0 1,287.7243
L_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 26.00% LAVNMVPFPR 253 262 61.3 29.1 52.3 4 0 0 1,159.6293
L_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 26.00% ALTVPELTQQMFDAK 283 297 67.1 28.1 31.9 2 0 0 1,707.8625
L_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 26.00% MSMKEVDEQMLAIQSK 321 336 36.0 25.3 33.2 0 1 0 1,915.8812
L_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 26.00% EVDEQMLAIQSK 325 336 61.5 27.9 37.5 2 0 0 1,390.6884
L_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 26.00% VAVCDIPPR 351 359 40.5 26.5 29.1 2 0 0 1,026.5402
L_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 26.00% ISEQFTAMFR 381 390 73.7 25.9 64.2 2 0 0 1,245.5933
L_09 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 20.00% EIVHIQAGQCGNQIGAK 3 19 71.6 28.0 0.0 1 0 0 1,822.9231
L_09 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 20.00% AILVDLEPGTMDSVR 63 77 70.5 28.3 60.2 4 0 0 1,631.8312
L_09 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 20.00% IMNTFSVVPSPK 163 174 60.1 28.3 48.2 2 0 0 1,335.6978
L_09 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 20.00% LAVNMVPFPR 253 262 44.9 28.7 33.5 2 0 0 1,143.6343
L_09 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 20.00% ALTVPELTQQMFDAK 283 297 78.8 28.0 36.1 2 0 0 1,707.8625
L_09 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 20.00% YLTVATVFR 310 318 40.5 25.9 39.4 2 0 0 1,069.6040
L_09 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 20.00% EVDEQMLAIQSK 325 336 49.8 27.7 34.0 1 0 0 1,406.6834
L_13 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 18.40% AILVDLEPGTMDSVR 63 77 49.1 28.1 48.7 1 2 0 1,615.8362
L_13 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 18.40% IMNTFSVVPSPK 163 174 61.9 28.3 42.9 3 0 0 1,319.7028
L_13 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 18.40% FPGQLNADLR 242 251 55.0 29.0 39.1 2 0 0 1,130.5954
L_13 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 18.40% LAVNMVPFPR 253 262 60.0 28.4 54.3 1 0 0 1,159.6293
L_13 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 18.40% ALTVPELTQQMFDAK 283 297 77.4 28.2 30.5 2 0 0 1,707.8625
L_13 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 18.40% YLTVATVFR 310 318 33.6 25.8 26.4 1 0 0 1,069.6040
L_13 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 18.40% EVDEQMLAIQSK 325 336 48.7 28.1 36.9 2 0 0 1,406.6834
L_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 12.90% AILVDLEPGTMDSVR 63 77 64.4 28.5 59.6 2 1 0 1,631.8312
L_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 12.90% IMNTFSVVPSPK 163 174 61.3 28.3 40.8 4 0 0 1,319.7028
L_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 12.90% YLTVATVFR 310 318 26.3 25.8 20.1 2 0 0 1,069.6040
L_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 12.90% EVDEQMLAIQSK 325 336 47.9 28.1 37.0 1 0 0 1,406.6834
L_14 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 12.90% ISEQFTAMFR 381 390 36.4 26.1 27.4 2 0 0 1,229.5983
L_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 17.30% AILVDLEPGTMDSVR 63 77 33.1 28.4 30.4 0 1 0 1,631.8312
L_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 17.30% IMNTFSVVPSPK 163 174 69.4 28.4 52.2 2 0 0 1,335.6978
L_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 17.30% FPGQLNADLR 242 251 54.8 28.8 41.4 2 0 0 1,130.5954
L_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 17.30% LAVNMVPFPR 253 262 62.4 28.4 57.2 2 0 0 1,159.6293
L_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 17.30% YLTVATVFR 310 318 40.8 25.8 33.2 2 0 0 1,069.6040
L_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 17.30% EVDEQMLAIQSK 325 336 42.4 28.1 31.9 2 0 0 1,406.6834
L_15 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 4 17.30% ISEQFTAMFR 381 390 25.8 26.1 21.2 1 0 0 1,229.5983
M_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 24.20% MREIVHIQAGQCGNQIGAK 1 19 55.2 27.5 0.0 0 2 0 2,126.0596
M_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 24.20% EIVHIQAGQCGNQIGAK 3 19 75.2 28.0 0.0 2 0 0 1,822.9231
M_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 24.20% AILVDLEPGTMDSVR 63 77 72.2 28.6 66.7 4 0 0 1,631.8312
M_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 24.20% IMNTFSVVPSPK 163 174 68.2 28.2 53.3 2 0 0 1,335.6978
M_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 24.20% FPGQLNADLR 242 251 52.3 28.7 39.1 2 0 0 1,130.5954
M_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 24.20% LAVNMVPFPR 253 262 39.2 27.7 25.7 2 0 0 1,143.6343
M_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 24.20% ALTVPELTQQMFDAK 283 297 63.0 28.0 30.0 2 0 0 1,707.8625
M_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 24.20% YLTVATVFR 310 318 41.2 26.0 33.1 1 0 0 1,069.6040
M_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 24.20% VAVCDIPPR 351 359 36.0 27.4 29.2 2 0 0 1,026.5402
M_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 2 2 3 24.20% ISEQFTAMFR 381 390 73.8 25.7 58.6 1 0 0 1,245.5933
Q_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 21.10% ISVYYNEASSHK 47 58 20.8 26.4 19.8 0 1 0 1,397.6694
Q_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 21.10% AILVDLEPGTMDSVR 63 77 58.7 28.3 54.6 2 0 0 1,631.8312
Q_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 21.10% IMNTFSVVPSPK 163 174 77.4 28.0 45.6 4 0 0 1,319.7028
Q_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 21.10% FPGQLNADLR 242 251 53.8 28.9 39.2 2 0 0 1,130.5954
Q_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 21.10% ALTVPELTQQMFDAK 283 297 74.4 28.2 27.8 2 0 0 1,707.8625
Q_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 21.10% EVDEQMLAIQSK 325 336 62.3 28.1 54.0 2 0 0 1,406.6834
Q_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 21.10% VAVCDIPPR 351 359 33.6 26.4 26.0 2 0 0 1,026.5402
Q_08 Tubulin beta‐3 chain TBB3_HUMAN 50,433 3 3 5 21.10% ISEQFTAMFR 381 390 73.7 25.9 64.6 2 0 0 1,245.5933
A_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 5 25.60% MREIVHLQAGQCGNQIGAK 1 19 52.4 27.5 0.0 0 2 0 2,126.0596
A_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 5 25.60% EIVHLQAGQCGNQIGAK 3 19 61.9 28.1 0.0 1 0 0 1,822.9231
A_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 5 25.60% INVYYNEATGGK 47 58 55.3 26.4 53.8 2 0 0 1,328.6481
A_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 5 25.60% AVLVDLEPGTMDSVR 63 77 75.9 27.9 61.6 2 1 0 1,617.8155
A_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 5 25.60% IMNTFSVVPSPK 163 174 63.0 28.1 44.4 4 0 0 1,319.7028
A_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 5 25.60% FPGQLNADLR 242 251 47.5 28.5 33.7 2 0 0 1,130.5954



A_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 5 25.60% FPGQLNADLRK 242 252 37.6 28.3 26.1 2 0 0 1,258.6904
A_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 5 25.60% LAVNMVPFPR 253 262 46.5 28.6 39.0 2 0 0 1,143.6343
A_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 5 25.60% MSMKEVDEQMLNVQNK 321 336 32.5 25.0 20.8 0 2 0 1,971.8822
A_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 5 25.60% EVDEQMLNVQNK 325 336 58.0 25.1 48.6 2 0 0 1,462.6844
A_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 5 25.60% TAVCDIPPR 351 359 39.2 26.5 23.6 3 0 0 1,028.5195
A_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 5 25.60% ISEQFTAMFR 381 390 64.8 25.7 53.4 2 0 0 1,245.5933
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% MREIVHLQAGQCGNQIGAK 1 19 54.8 27.5 0.0 0 1 0 2,126.0596
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% EIVHLQAGQCGNQIGAK 3 19 88.2 28.1 0.0 2 2 0 1,822.9231
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% INVYYNEATGGK 47 58 71.3 26.0 58.0 2 0 0 1,328.6481
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% AVLVDLEPGTMDSVR 63 77 86.2 27.7 64.1 2 2 0 1,617.8155
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% IMNTFSVVPSPK 163 174 61.3 27.6 41.5 4 0 0 1,319.7028
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% FPGQLNADLR 242 251 24.1 28.5 3.5 1 0 0 1,130.5954
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% FPGQLNADLRK 242 252 32.3 28.5 23.5 2 0 0 1,258.6904
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% KLAVNMVPFPR 252 262 31.4 26.8 22.4 1 0 0 1,271.7293
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% LAVNMVPFPR 253 262 29.4 28.4 24.3 1 0 0 1,159.6293
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% NMMAACDPR 298 306 34.7 25.0 34.7 2 0 0 1,065.4275
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% YLTVAAVFR 310 318 72.6 25.0 64.0 2 0 0 1,039.5934
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% MSMKEVDEQMLNVQNK 321 336 29.6 25.0 18.2 0 2 0 1,971.8822
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% EVDEQMLNVQNK 325 336 74.2 25.0 67.9 6 0 0 1,462.6844
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% TAVCDIPPR 351 359 53.1 26.1 39.1 3 0 0 1,028.5195
A_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 29.70% ISEQFTAMFR 381 390 73.1 25.4 59.0 2 0 0 1,245.5933
A_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 17.30% EIVHLQAGQCGNQIGAK 3 19 34.4 28.1 0.0 0 1 0 1,822.9231
A_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 17.30% INVYYNEATGGK 47 58 29.8 26.0 29.1 1 0 0 1,328.6481
A_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 17.30% AVLVDLEPGTMDSVR 63 77 55.2 27.7 43.2 2 0 0 1,617.8155
A_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 17.30% IMNTFSVVPSPK 163 174 54.8 27.9 33.9 2 0 0 1,335.6978
A_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 17.30% YLTVAAVFR 310 318 49.3 25.7 43.0 2 0 0 1,039.5934
A_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 17.30% EVDEQMLNVQNK 325 336 48.5 25.5 39.5 2 0 0 1,462.6844
A_23 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 15.50% INVYYNEATGGK 47 58 21.6 26.0 21.5 1 0 0 1,328.6481
A_23 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 15.50% AVLVDLEPGTMDSVR 63 77 48.2 27.6 36.1 2 0 0 1,617.8155
A_23 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 15.50% IMNTFSVVPSPK 163 174 68.2 27.9 50.2 2 0 0 1,335.6978
A_23 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 15.50% YLTVAAVFR 310 318 54.0 25.7 48.1 2 0 0 1,039.5934
A_23 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 15.50% EVDEQMLNVQNK 325 336 27.1 25.3 27.1 1 0 0 1,462.6844
A_23 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 15.50% TAVCDIPPR 351 359 40.7 26.1 30.7 2 0 0 1,028.5195
A_25 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 15.70% INVYYNEATGGK 47 58 42.7 26.1 38.1 1 0 0 1,328.6481
A_25 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 15.70% AVLVDLEPGTMDSVR 63 77 62.5 27.7 48.0 2 0 0 1,617.8155
A_25 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 15.70% IMNTFSVVPSPK 163 174 45.1 28.1 35.0 2 0 0 1,335.6978
A_25 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 15.70% FPGQLNADLR 242 251 31.0 27.3 20.0 1 0 0 1,130.5954
A_25 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 15.70% YLTVAAVFR 310 318 49.0 25.1 40.7 2 0 0 1,039.5934
A_25 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 15.70% EVDEQMLNVQNK 325 336 29.6 25.0 27.9 1 0 0 1,462.6844
B_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 27.40% MREIVHLQAGQCGNQIGAK 1 19 60.0 27.5 0.0 0 2 0 2,126.0596
B_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 27.40% EIVHLQAGQCGNQIGAK 3 19 63.4 28.1 0.0 2 2 0 1,822.9231
B_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 27.40% INVYYNEATGGK 47 58 56.2 26.4 47.9 2 0 0 1,328.6481
B_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 27.40% AVLVDLEPGTMDSVR 63 77 74.4 27.7 59.3 2 0 0 1,617.8155
B_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 27.40% IMNTFSVVPSPK 163 174 60.4 27.9 38.3 4 0 0 1,319.7028
B_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 27.40% FPGQLNADLR 242 251 29.4 28.5 20.4 2 0 0 1,130.5954
B_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 27.40% LAVNMVPFPR 253 262 57.7 27.7 43.9 2 0 0 1,143.6343
B_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 27.40% YLTVAAVFR 310 318 46.9 25.0 39.0 1 0 0 1,039.5934
B_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 27.40% MSMKEVDEQMLNVQNK 321 336 25.2 25.0 12.1 0 1 0 1,971.8822
B_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 27.40% EVDEQMLNVQNK 325 336 61.0 25.4 51.9 3 0 0 1,462.6844
B_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 27.40% TAVCDIPPR 351 359 37.9 25.7 32.2 3 0 0 1,028.5195
B_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 27.40% ISEQFTAMFR 381 390 62.2 25.7 52.0 2 0 0 1,245.5933
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% MREIVHLQAGQCGNQIGAK 1 19 34.7 27.5 0.0 0 0 1 2,126.0596
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% EIVHLQAGQCGNQIGAK 3 19 71.1 28.1 0.0 2 2 0 1,822.9231
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% INVYYNEATGGK 47 58 62.2 26.1 53.4 2 0 0 1,328.6481
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% AVLVDLEPGTMDSVR 63 77 45.7 27.8 36.1 4 2 0 1,617.8155
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% IMNTFSVVPSPK 163 174 71.1 27.9 45.3 4 0 0 1,319.7028
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% FPGQLNADLR 242 251 42.7 28.5 29.9 2 0 0 1,130.5954
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% FPGQLNADLRK 242 252 29.6 28.5 15.1 1 0 0 1,258.6904
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% KLAVNMVPFPR 252 262 45.0 26.8 39.6 2 0 0 1,271.7293
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% LAVNMVPFPR 253 262 62.4 27.7 50.2 2 0 0 1,143.6343
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% ALTVPELTQQMFDAK 283 297 43.9 28.1 9.5 1 0 0 1,707.8625
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% EVDEQMLNVQNK 325 336 71.3 25.4 62.1 6 2 0 1,462.6844
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% TAVCDIPPR 351 359 51.2 25.7 44.2 3 0 0 1,028.5195
B_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 8 28.10% ISEQFTAMFR 381 390 70.1 25.7 56.3 2 0 0 1,245.5933
B_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 27.40% MREIVHLQAGQCGNQIGAK 1 19 36.4 27.3 0.0 0 0 1 2,126.0596
B_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 27.40% EIVHLQAGQCGNQIGAK 3 19 60.9 28.1 0.0 2 2 0 1,822.9231
B_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 27.40% INVYYNEATGGK 47 58 57.1 26.3 45.5 2 0 0 1,328.6481
B_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 27.40% AVLVDLEPGTMDSVR 63 77 56.9 27.8 36.3 4 1 0 1,617.8155
B_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 27.40% IMNTFSVVPSPK 163 174 82.2 27.6 62.6 4 0 0 1,319.7028
B_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 27.40% FPGQLNADLR 242 251 42.9 27.3 33.7 2 0 0 1,130.5954
B_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 27.40% LAVNMVPFPR 253 262 73.2 27.7 59.2 4 0 0 1,143.6343
B_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 27.40% YLTVAAVFR 310 318 44.2 25.0 41.1 1 0 0 1,039.5934
B_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 27.40% MSMKEVDEQMLNVQNK 321 336 39.2 25.0 22.0 0 2 0 1,971.8822
B_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 27.40% EVDEQMLNVQNK 325 336 61.0 25.0 54.7 1 0 0 1,462.6844
B_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 27.40% TAVCDIPPR 351 359 38.3 25.7 33.1 4 0 0 1,028.5195
B_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 27.40% ISEQFTAMFR 381 390 69.5 25.7 57.8 2 0 0 1,245.5933
B_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 17.30% EIVHLQAGQCGNQIGAK 3 19 27.2 28.0 0.0 0 1 0 1,822.9231
B_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 17.30% INVYYNEATGGK 47 58 40.9 26.6 36.2 2 0 0 1,328.6481
B_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 17.30% AVLVDLEPGTMDSVR 63 77 49.5 27.9 37.3 2 0 0 1,617.8155
B_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 17.30% IMNTFSVVPSPK 163 174 46.0 28.3 37.0 2 0 0 1,335.6978
B_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 17.30% YLTVAAVFR 310 318 42.9 25.7 33.1 2 0 0 1,039.5934
B_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 17.30% EVDEQMLNVQNK 325 336 44.1 25.5 37.2 2 0 0 1,462.6844
B_23 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 13.50% INVYYNEATGGK 47 58 25.5 26.7 18.1 1 0 0 1,328.6481
B_23 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 13.50% AVLVDLEPGTMDSVR 63 77 56.2 27.6 45.0 2 0 0 1,617.8155
B_23 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 13.50% IMNTFSVVPSPK 163 174 46.3 28.0 35.7 2 0 0 1,335.6978
B_23 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 13.50% YLTVAAVFR 310 318 37.0 25.0 29.3 1 0 0 1,039.5934
B_23 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 13.50% EVDEQMLNVQNK 325 336 37.1 25.5 22.4 2 0 0 1,462.6844
C_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 22.70% EIVHLQAGQCGNQIGAK 3 19 45.5 28.1 0.0 0 1 0 1,822.9231
C_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 22.70% INVYYNEATGGK 47 58 54.5 26.4 50.3 2 0 0 1,328.6481
C_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 22.70% AVLVDLEPGTMDSVR 63 77 91.1 27.8 67.5 2 0 0 1,617.8155
C_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 22.70% IMNTFSVVPSPK 163 174 50.9 28.1 33.2 4 0 0 1,335.6978
C_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 22.70% FPGQLNADLR 242 251 39.6 27.4 26.2 2 0 0 1,130.5954
C_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 22.70% LAVNMVPFPR 253 262 65.3 28.5 44.6 2 0 0 1,143.6343
C_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 22.70% MSMKEVDEQMLNVQNK 321 336 40.0 25.0 32.7 0 2 0 1,971.8822
C_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 22.70% EVDEQMLNVQNK 325 336 47.3 25.0 38.1 2 0 0 1,462.6844
C_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 22.70% TAVCDIPPR 351 359 36.1 26.1 28.1 3 0 0 1,028.5195
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% MREIVHLQAGQCGNQIGAK 1 19 50.3 27.5 0.0 0 2 0 2,126.0596
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% EIVHLQAGQCGNQIGAK 3 19 74.7 28.0 0.0 2 2 0 1,822.9231
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% INVYYNEATGGK 47 58 61.9 26.4 57.4 2 0 0 1,328.6481
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% AVLVDLEPGTMDSVR 63 77 51.3 28.2 25.0 4 1 0 1,601.8205
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% GHYTEGAELVDSVLDVVR 104 121 27.5 27.7 15.8 0 1 0 1,958.9819
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% IMNTFSVVPSPK 163 174 62.7 28.1 39.4 4 0 0 1,335.6978
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% FPGQLNADLR 242 251 49.5 27.5 31.0 2 0 0 1,130.5954
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% KLAVNMVPFPR 252 262 51.6 27.3 42.2 2 0 0 1,271.7293
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% LAVNMVPFPR 253 262 40.8 28.9 28.7 4 0 0 1,159.6293
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% ALTVPELTQQMFDAK 283 297 44.5 28.0 3.7 2 0 0 1,707.8625
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% YLTVAAVFR 310 318 54.3 25.5 41.7 2 0 0 1,039.5934
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% YLTVAAVFRGR 310 320 22.5 26.3 17.0 1 0 0 1,252.7160
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% MSMKEVDEQMLNVQNK 321 336 43.8 25.0 2.9 0 2 0 1,955.8873
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% EVDEQMLNVQNK 325 336 63.8 25.1 58.0 2 0 0 1,462.6844
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% TAVCDIPPR 351 359 49.8 26.1 41.1 4 0 0 1,028.5195
C_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 4 7 35.70% RISEQFTAMFR 380 390 32.4 28.0 27.4 0 2 0 1,401.6944



C_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 27.40% MREIVHLQAGQCGNQIGAK 1 19 54.5 27.5 0.0 0 2 0 2,126.0596
C_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 27.40% EIVHLQAGQCGNQIGAK 3 19 42.2 28.1 0.0 0 2 0 1,822.9231
C_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 27.40% INVYYNEATGGK 47 58 56.2 26.5 53.9 2 0 0 1,328.6481
C_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 27.40% AVLVDLEPGTMDSVR 63 77 51.2 28.1 44.3 1 0 0 1,601.8205
C_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 27.40% IMNTFSVVPSPK 163 174 60.9 28.1 45.1 4 0 0 1,319.7028
C_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 27.40% FPGQLNADLR 242 251 36.2 27.5 14.0 2 0 0 1,130.5954
C_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 27.40% LAVNMVPFPR 253 262 62.0 28.5 44.8 2 0 0 1,143.6343
C_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 27.40% YLTVAAVFR 310 318 63.9 25.0 52.8 2 0 0 1,039.5934
C_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 27.40% MSMKEVDEQMLNVQNK 321 336 42.1 25.0 36.6 0 2 0 1,971.8822
C_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 27.40% EVDEQMLNVQNK 325 336 44.0 26.2 34.0 1 0 0 1,446.6894
C_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 27.40% TAVCDIPPR 351 359 38.9 26.1 30.9 4 0 0 1,028.5195
C_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 27.40% ISEQFTAMFR 381 390 73.4 25.6 60.2 2 0 0 1,245.5933
C_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 8.31% INVYYNEATGGK 47 58 24.7 26.4 21.8 1 0 0 1,328.6481
C_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 8.31% AVLVDLEPGTMDSVR 63 77 62.8 27.8 44.8 2 0 0 1,617.8155
C_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 8.31% LAVNMVPFPR 253 262 44.0 28.9 32.0 2 0 0 1,159.6293
C_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 8.76% INVYYNEATGGK 47 58 37.0 26.4 35.0 1 0 0 1,328.6481
C_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 8.76% AVLVDLEPGTMDSVR 63 77 43.7 27.8 35.1 2 0 0 1,617.8155
C_22 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 8.76% IMNTFSVVPSPK 163 174 50.9 28.2 31.3 2 0 0 1,335.6978
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% EIVHLQAGQCGNQIGAK 3 19 42.5 28.1 0.0 0 2 0 1,822.9231
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% INVYYNEATGGK 47 58 72.4 26.4 63.3 2 0 0 1,328.6481
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% AVLVDLEPGTMDSVR 63 77 50.3 27.7 32.8 2 2 0 1,617.8155
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% IMNTFSVVPSPK 163 174 83.4 28.4 65.1 4 0 0 1,335.6978
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% FPGQLNADLR 242 251 56.3 28.0 33.6 2 0 0 1,130.5954
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% LAVNMVPFPR 253 262 57.3 28.8 47.3 2 0 0 1,159.6293
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% LHFFMPGFAPLTSR 263 276 45.1 28.6 24.4 0 1 0 1,636.8306
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% ALTVPELTQQMFDAK 283 297 54.5 28.0 15.4 2 0 0 1,707.8625
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% YLTVAAVFR 310 318 63.2 25.3 52.2 2 0 0 1,039.5934
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% MSMKEVDEQMLNVQNK 321 336 45.6 25.0 34.8 0 2 0 1,971.8822
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% EVDEQMLNVQNK 325 336 73.7 25.0 63.8 2 0 0 1,462.6844
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% NSSYFVEWIPNNVK 337 350 62.8 27.8 51.7 2 0 0 1,696.8328
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% TAVCDIPPR 351 359 20.1 25.4 11.1 1 0 0 1,028.5195
D_21 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 36.60% ISEQFTAMFR 381 390 59.4 25.5 50.4 2 0 0 1,245.5933
D_29 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 15.30% INVYYNEATGGK 47 58 37.5 26.7 33.2 2 0 0 1,328.6481
D_29 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 15.30% AVLVDLEPGTMDSVR 63 77 41.8 27.7 35.9 2 0 0 1,617.8155
D_29 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 15.30% IMNTFSVVPSPK 163 174 58.5 28.1 48.8 2 0 0 1,335.6978
D_29 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 15.30% LAVNMVPFPR 253 262 53.7 28.8 49.4 2 0 0 1,159.6293
D_29 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 15.30% YLTVAAVFR 310 318 43.5 25.3 39.2 2 0 0 1,039.5934
D_29 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 15.30% ISEQFTAMFR 381 390 49.4 25.3 35.4 1 0 0 1,245.5933
F_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 24.70% EIVHLQAGQCGNQIGAK 3 19 75.5 28.1 0.0 2 1 0 1,822.9231
F_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 24.70% INVYYNEATGGK 47 58 61.4 26.4 51.7 2 0 0 1,328.6481
F_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 24.70% AVLVDLEPGTMDSVR 63 77 43.3 28.0 34.3 1 0 0 1,601.8205
F_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 24.70% IMNTFSVVPSPK 163 174 71.2 27.9 43.2 3 0 0 1,319.7028
F_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 24.70% FPGQLNADLR 242 251 52.0 27.3 38.0 2 0 0 1,130.5954
F_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 24.70% YLTVAAVFR 310 318 76.1 25.0 69.6 2 0 0 1,039.5934
F_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 24.70% MSMKEVDEQMLNVQNK 321 336 38.0 25.0 28.7 0 2 0 1,971.8822
F_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 24.70% EVDEQMLNVQNK 325 336 62.2 25.0 47.8 4 0 0 1,462.6844
F_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 24.70% TAVCDIPPR 351 359 28.8 25.7 28.8 2 0 0 1,028.5195
F_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 24.70% ISEQFTAMFR 381 390 48.5 26.2 44.2 2 0 0 1,229.5983
G_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% INVYYNEATGGK 47 58 60.0 26.4 48.9 2 0 0 1,328.6481
G_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% AVLVDLEPGTMDSVR 63 77 62.1 28.0 58.5 2 0 0 1,617.8155
G_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% IMNTFSVVPSPK 163 174 58.5 28.3 38.6 4 0 0 1,319.7028
G_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% LAVNMVPFPR 253 262 53.7 28.4 41.0 2 0 0 1,159.6293
G_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% YLTVAAVFR 310 318 61.6 25.6 53.2 2 0 0 1,039.5934
G_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% MSMKEVDEQMLNVQNK 321 336 29.1 25.0 25.9 0 2 0 1,971.8822
G_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% EVDEQMLNVQNK 325 336 69.8 26.7 57.8 4 0 0 1,446.6894
H_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 19.80% EIVHLQAGQCGNQIGAK 3 19 62.5 28.0 0.0 2 2 0 1,822.9231
H_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 19.80% INVYYNEATGGK 47 58 54.1 26.5 46.9 2 0 0 1,328.6481
H_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 19.80% AVLVDLEPGTMDSVR 63 77 54.7 27.7 38.3 4 0 0 1,617.8155
H_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 19.80% IMNTFSVVPSPK 163 174 57.4 27.9 43.2 4 0 0 1,335.6978
H_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 19.80% FPGQLNADLR 242 251 52.2 28.9 38.3 1 0 0 1,130.5954
H_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 19.80% FPGQLNADLRK 242 252 24.1 28.5 13.4 1 0 0 1,258.6904
H_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 19.80% EVDEQMLNVQNK 325 336 66.8 26.3 49.5 2 0 0 1,446.6894
H_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 3 6 19.80% TAVCDIPPR 351 359 49.4 25.7 27.0 3 0 0 1,028.5195
H_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 19.30% EIVHLQAGQCGNQIGAK 3 19 56.1 28.1 0.0 0 2 0 1,822.9231
H_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 19.30% INVYYNEATGGK 47 58 51.4 26.5 42.3 2 0 0 1,328.6481
H_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 19.30% AVLVDLEPGTMDSVR 63 77 63.6 27.7 43.0 2 0 0 1,617.8155
H_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 19.30% IMNTFSVVPSPK 163 174 59.5 27.9 45.3 4 0 0 1,335.6978
H_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 19.30% YLTVAAVFR 310 318 63.1 25.7 54.5 2 0 0 1,039.5934
H_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 19.30% EVDEQMLNVQNK 325 336 51.4 26.8 41.7 2 0 0 1,446.6894
H_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 19.30% TAVCDIPPR 351 359 27.5 25.7 23.6 1 0 0 1,028.5195
I_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.60% MREIVHLQAGQCGNQIGAK 1 19 65.2 28.1 0.0 0 3 0 2,110.0647
I_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.60% EIVHLQAGQCGNQIGAK 3 19 63.8 28.1 0.0 2 2 0 1,822.9231
I_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.60% INVYYNEATGGK 47 58 55.7 26.4 45.2 1 0 0 1,328.6481
I_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.60% AVLVDLEPGTMDSVR 63 77 68.8 27.7 48.8 2 0 0 1,617.8155
I_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.60% IMNTFSVVPSPK 163 174 66.1 27.9 46.5 2 0 0 1,335.6978
I_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.60% LAVNMVPFPR 253 262 55.4 28.9 44.2 2 0 0 1,159.6293
I_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.60% ALTVPELTQQMFDAK 283 297 35.3 28.0 7.3 1 0 0 1,707.8625
I_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.60% EVDEQMLNVQNK 325 336 52.5 26.3 44.6 2 0 0 1,446.6894
I_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.60% TAVCDIPPR 351 359 31.4 25.6 26.3 2 0 0 1,028.5195
I_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.60% ISEQFTAMFR 381 390 48.9 25.7 44.6 1 0 0 1,245.5933
J_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 26.30% EIVHLQAGQCGNQIGAK 3 19 62.4 28.0 0.0 2 2 0 1,822.9231
J_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 26.30% INVYYNEATGGK 47 58 55.7 26.0 48.3 2 0 0 1,328.6481
J_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 26.30% AVLVDLEPGTMDSVR 63 77 48.0 28.2 43.2 2 0 0 1,617.8155
J_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 26.30% IMNTFSVVPSPK 163 174 65.3 28.0 50.6 4 0 0 1,319.7028
J_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 26.30% FPGQLNADLR 242 251 36.8 28.7 24.4 1 0 0 1,130.5954
J_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 26.30% FPGQLNADLRK 242 252 23.2 27.8 13.1 1 0 0 1,258.6904
J_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 26.30% LAVNMVPFPR 253 262 54.8 29.0 40.9 3 0 0 1,143.6343
J_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 26.30% YLTVAAVFR 310 318 66.9 25.6 57.8 1 0 0 1,039.5934
J_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 26.30% EVDEQMLNVQNK 325 336 52.4 26.4 45.0 2 0 0 1,446.6894
J_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 26.30% TAVCDIPPR 351 359 31.7 25.9 19.3 2 0 0 1,028.5195
J_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 26.30% ISEQFTAMFR 381 390 52.0 25.9 42.9 2 0 0 1,245.5933
J_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 21.80% EIVHLQAGQCGNQIGAK 3 19 53.4 28.0 0.0 0 2 0 1,822.9231
J_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 21.80% INVYYNEATGGK 47 58 47.8 26.3 38.6 2 0 0 1,328.6481
J_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 21.80% AVLVDLEPGTMDSVR 63 77 50.2 28.1 46.9 2 0 0 1,617.8155
J_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 21.80% IMNTFSVVPSPK 163 174 57.2 28.5 43.6 4 0 0 1,335.6978
J_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 21.80% FPGQLNADLR 242 251 27.2 28.7 7.7 1 0 0 1,130.5954
J_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 21.80% LAVNMVPFPR 253 262 42.1 28.7 34.3 2 0 0 1,143.6343
J_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 21.80% YLTVAAVFR 310 318 54.3 25.6 43.8 2 0 0 1,039.5934
J_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 21.80% EVDEQMLNVQNK 325 336 37.9 26.4 33.1 1 0 0 1,446.6894
K_24 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 11.50% INVYYNEATGGK 47 58 34.6 26.7 19.1 2 0 0 1,328.6481
K_24 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 11.50% AVLVDLEPGTMDSVR 63 77 44.9 27.7 33.9 1 0 0 1,601.8205
K_24 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 11.50% IMNTFSVVPSPK 163 174 61.3 27.9 45.4 2 0 0 1,319.7028
K_24 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 11.50% EVDEQMLNVQNK 325 336 60.8 26.4 51.7 2 0 0 1,446.6894
M_02 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 10.60% INVYYNEATGGK 47 58 58.4 26.2 48.9 2 0 0 1,328.6481
M_02 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 10.60% AVLVDLEPGTMDSVR 63 77 50.3 28.2 46.3 2 0 0 1,617.8155
M_02 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 10.60% LAVNMVPFPR 253 262 24.6 28.4 22.3 2 0 0 1,159.6293
M_02 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 10.60% ISEQFTAMFR 381 390 38.2 25.8 34.7 2 0 0 1,245.5933
M_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 16.90% INVYYNEATGGK 47 58 43.4 26.2 37.1 2 0 0 1,328.6481
M_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 16.90% AVLVDLEPGTMDSVR 63 77 30.9 27.9 23.7 1 0 0 1,617.8155
M_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 16.90% IMNTFSVVPSPK 163 174 44.3 28.2 33.2 2 0 0 1,335.6978
M_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 16.90% FPGQLNADLR 242 251 26.2 28.6 21.8 1 0 0 1,130.5954
M_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 16.90% LAVNMVPFPR 253 262 42.6 28.4 30.5 2 0 0 1,159.6293



M_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 16.90% MSMKEVDEQMLNVQNK 321 336 28.2 25.0 17.6 0 1 0 1,971.8822
M_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 16.90% EVDEQMLNVQNK 325 336 52.7 25.4 44.0 2 0 0 1,462.6844
M_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.50% INVYYNEATGGK 47 58 62.2 26.6 54.4 2 0 0 1,328.6481
M_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.50% AVLVDLEPGTMDSVR 63 77 58.9 28.1 54.4 2 0 0 1,617.8155
M_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.50% IMNTFSVVPSPK 163 174 52.1 28.2 35.7 2 0 0 1,335.6978
M_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.50% FPGQLNADLR 242 251 55.6 28.7 36.5 2 0 0 1,130.5954
M_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.50% LAVNMVPFPR 253 262 52.3 28.4 41.2 1 0 0 1,159.6293
M_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.50% ALTVPELTQQMFDAK 283 297 29.4 28.1 22.6 1 0 0 1,707.8625
M_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.50% YLTVAAVFR 310 318 38.9 25.7 22.3 2 0 0 1,039.5934
M_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.50% MSMKEVDEQMLNVQNK 321 336 24.6 25.0 20.9 0 1 0 1,971.8822
M_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.50% EVDEQMLNVQNK 325 336 63.8 26.8 56.2 3 0 0 1,446.6894
M_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.50% ISEQFTAMFR 381 390 55.1 26.4 48.8 2 0 0 1,229.5983
M_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% INVYYNEATGGK 47 58 65.1 26.2 54.9 2 0 0 1,328.6481
M_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% AVLVDLEPGTMDSVR 63 77 63.1 27.7 43.4 2 0 0 1,617.8155
M_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% IMNTFSVVPSPK 163 174 45.8 28.1 34.6 4 0 0 1,335.6978
M_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% FPGQLNADLR 242 251 42.6 28.7 32.4 2 0 0 1,130.5954
M_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% YLTVAAVFR 310 318 53.0 25.7 38.2 2 0 0 1,039.5934
M_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% MSMKEVDEQMLNVQNK 321 336 17.5 25.0 6.5 0 1 0 1,971.8822
M_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.60% EVDEQMLNVQNK 325 336 35.8 25.6 31.9 2 0 0 1,462.6844
M_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.40% INVYYNEATGGK 47 58 67.7 26.5 53.4 2 0 0 1,328.6481
M_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.40% AVLVDLEPGTMDSVR 63 77 78.2 27.8 57.7 2 0 0 1,617.8155
M_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.40% IMNTFSVVPSPK 163 174 64.4 27.9 43.2 4 0 0 1,335.6978
M_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.40% YLTVAAVFR 310 318 25.4 25.4 16.0 1 0 0 1,039.5934
M_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.40% MSMKEVDEQMLNVQNK 321 336 27.8 25.0 17.8 0 2 0 1,971.8822
M_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.40% EVDEQMLNVQNK 325 336 52.1 26.4 42.7 1 0 0 1,446.6894
M_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 16.40% TAVCDIPPR 351 359 29.1 26.6 25.3 2 0 0 1,028.5195
M_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% EIVHLQAGQCGNQIGAK 3 19 41.0 28.0 0.0 0 1 0 1,822.9231
M_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% INVYYNEATGGK 47 58 81.0 26.0 64.7 2 0 0 1,328.6481
M_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% AVLVDLEPGTMDSVR 63 77 65.1 27.8 44.6 2 0 0 1,617.8155
M_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% IMNTFSVVPSPK 163 174 56.3 28.3 29.0 2 0 0 1,335.6978
M_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% FPGQLNADLR 242 251 60.6 28.6 47.4 2 0 0 1,130.5954
M_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% LAVNMVPFPR 253 262 49.6 28.4 45.0 2 0 0 1,159.6293
M_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% YLTVAAVFR 310 318 36.4 25.7 24.2 2 0 0 1,039.5934
M_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% MSMKEVDEQMLNVQNK 321 336 33.1 25.0 14.8 0 2 0 1,971.8822
M_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% TAVCDIPPR 351 359 36.9 26.6 10.4 2 0 0 1,028.5195
M_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.90% INVYYNEATGGK 47 58 42.1 26.4 39.7 2 0 0 1,328.6481
M_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.90% AVLVDLEPGTMDSVR 63 77 68.8 27.7 50.9 2 0 0 1,617.8155
M_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.90% IMNTFSVVPSPK 163 174 57.2 27.9 45.7 4 0 0 1,335.6978
M_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.90% FPGQLNADLR 242 251 38.8 28.7 24.9 1 0 0 1,130.5954
M_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.90% LAVNMVPFPR 253 262 61.5 28.5 55.2 4 0 0 1,159.6293
M_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.90% YLTVAAVFR 310 318 53.3 25.7 43.3 2 0 0 1,039.5934
M_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.90% MSMKEVDEQMLNVQNK 321 336 21.7 25.0 14.6 0 1 0 1,971.8822
M_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.90% TAVCDIPPR 351 359 34.0 25.7 31.8 1 0 0 1,028.5195
O_08 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.80% EIVHLQAGQCGNQIGAK 3 19 49.2 28.0 0.0 0 2 0 1,822.9231
O_08 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.80% INVYYNEATGGK 47 58 64.7 26.2 60.8 2 0 0 1,328.6481
O_08 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.80% AVLVDLEPGTMDSVR 63 77 43.8 28.2 42.8 1 0 0 1,601.8205
O_08 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.80% IMNTFSVVPSPK 163 174 47.8 27.8 35.1 2 0 0 1,335.6978
O_08 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.80% LAVNMVPFPR 253 262 61.7 29.2 55.8 4 0 0 1,159.6293
O_08 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.80% ALTVPELTQQMFDAK 283 297 53.6 28.3 14.2 2 0 0 1,707.8625
O_08 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.80% YLTVAAVFR 310 318 63.2 25.7 51.6 2 0 0 1,039.5934
O_08 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.80% MSMKEVDEQMLNVQNK 321 336 28.5 25.0 19.0 0 2 0 1,971.8822
O_08 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.80% EVDEQMLNVQNK 325 336 41.0 25.7 26.4 2 0 0 1,462.6844
O_08 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 25.80% TAVCDIPPR 351 359 29.8 25.9 24.4 1 0 0 1,028.5195
O_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 10.30% INVYYNEATGGK 47 58 40.8 26.2 37.0 2 0 0 1,328.6481
O_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 10.30% AVLVDLEPGTMDSVR 63 77 39.0 28.1 29.0 2 0 0 1,617.8155
O_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 10.30% FPGQLNADLR 242 251 26.6 28.8 15.2 1 0 0 1,130.5954
O_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 10.30% YLTVAAVFR 310 318 44.2 25.7 37.8 2 0 0 1,039.5934
O_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 8.09% INVYYNEATGGK 47 58 25.0 26.2 12.3 2 0 0 1,328.6481
O_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 8.09% AVLVDLEPGTMDSVR 63 77 45.8 28.1 38.5 2 0 0 1,617.8155
O_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 8.09% YLTVAAVFR 310 318 48.7 25.7 37.4 2 0 0 1,039.5934
O_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 2 6.07% INVYYNEATGGK 47 58 28.3 26.2 22.7 1 0 0 1,328.6481
O_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 2 6.07% AVLVDLEPGTMDSVR 63 77 31.1 28.2 29.5 1 0 0 1,617.8155
O_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 10.30% INVYYNEATGGK 47 58 38.4 26.1 29.2 1 0 0 1,328.6481
O_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 10.30% AVLVDLEPGTMDSVR 63 77 40.3 28.2 37.0 2 0 0 1,617.8155
O_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 10.30% LAVNMVPFPR 253 262 27.5 28.4 19.8 2 0 0 1,159.6293
O_16 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 10.30% YLTVAAVFR 310 318 32.9 25.7 21.3 1 0 0 1,039.5934
P_11 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 15.30% INVYYNEATGGK 47 58 50.2 26.3 43.0 2 0 0 1,328.6481
P_11 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 15.30% AVLVDLEPGTMDSVR 63 77 51.5 28.2 48.4 2 0 0 1,617.8155
P_11 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 15.30% IMNTFSVVPSPK 163 174 49.6 27.8 31.1 2 0 0 1,335.6978
P_11 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 15.30% LAVNMVPFPR 253 262 36.1 28.4 28.5 2 0 0 1,159.6293
P_11 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 15.30% YLTVAAVFR 310 318 26.5 25.6 21.2 1 0 0 1,039.5934
P_11 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 15.30% ISEQFTAMFR 381 390 67.2 25.9 59.5 2 0 0 1,245.5933
P_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 18.90% INVYYNEATGGK 47 58 55.3 26.0 52.8 2 0 0 1,328.6481
P_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 18.90% AVLVDLEPGTMDSVR 63 77 47.0 28.1 41.7 2 0 0 1,617.8155
P_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 18.90% IMNTFSVVPSPK 163 174 41.1 27.8 35.4 2 0 0 1,335.6978
P_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 18.90% FPGQLNADLR 242 251 29.9 28.8 23.2 2 0 0 1,130.5954
P_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 18.90% LAVNMVPFPR 253 262 41.9 28.4 33.0 2 0 0 1,159.6293
P_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 18.90% YLTVAAVFR 310 318 39.2 25.6 30.3 2 0 0 1,039.5934
P_12 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 18.90% MSMKEVDEQMLNVQNK 321 336 27.7 25.0 11.1 0 2 0 1,971.8822
P_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 14.60% EIVHLQAGQCGNQIGAK 3 19 31.0 28.0 0.0 0 1 0 1,822.9231
P_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 14.60% INVYYNEATGGK 47 58 56.4 26.0 48.3 2 0 0 1,328.6481
P_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 14.60% AVLVDLEPGTMDSVR 63 77 63.1 28.1 55.9 2 0 0 1,617.8155
P_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 14.60% IMNTFSVVPSPK 163 174 62.2 27.8 31.1 2 0 0 1,335.6978
P_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 14.60% YLTVAAVFR 310 318 33.0 25.6 19.4 2 0 0 1,039.5934
P_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 11.90% INVYYNEATGGK 47 58 55.2 26.3 49.9 2 0 0 1,328.6481
P_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 11.90% AVLVDLEPGTMDSVR 63 77 42.3 28.1 37.8 1 0 0 1,617.8155
P_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 11.90% FPGQLNADLR 242 251 26.4 28.8 20.3 1 0 0 1,130.5954
P_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 11.90% MSMKEVDEQMLNVQNK 321 336 29.8 25.0 23.6 0 1 0 1,971.8822
Q_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 18.70% INVYYNEATGGK 47 58 50.7 26.0 48.1 2 0 0 1,328.6481
Q_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 18.70% AVLVDLEPGTMDSVR 63 77 39.8 28.1 30.2 1 0 0 1,617.8155
Q_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 18.70% IMNTFSVVPSPK 163 174 67.1 27.8 47.3 2 0 0 1,335.6978
Q_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 18.70% LAVNMVPFPR 253 262 39.1 28.4 29.6 2 0 0 1,159.6293
Q_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 18.70% YLTVAAVFR 310 318 28.4 25.6 23.4 2 0 0 1,039.5934
Q_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 18.70% MSMKEVDEQMLNVQNK 321 336 33.2 25.0 23.8 0 1 0 1,971.8822
Q_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 18.70% EVDEQMLNVQNK 325 336 69.8 25.8 59.4 2 0 0 1,462.6844
Q_10 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 3 18.70% TAVCDIPPR 351 359 26.8 26.3 21.1 1 0 0 1,028.5195
Q_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% EIVHLQAGQCGNQIGAK 3 19 39.8 28.0 0.0 0 2 0 1,822.9231
Q_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% INVYYNEATGGK 47 58 67.0 26.4 55.3 2 0 0 1,328.6481
Q_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% AVLVDLEPGTMDSVR 63 77 57.3 28.2 52.0 2 0 0 1,617.8155
Q_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% IMNTFSVVPSPK 163 174 49.1 27.9 36.2 2 0 0 1,335.6978
Q_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% FPGQLNADLR 242 251 55.3 28.8 39.0 2 0 0 1,130.5954
Q_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% YLTVAAVFR 310 318 37.7 25.6 23.0 2 0 0 1,039.5934
Q_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% MSMKEVDEQMLNVQNK 321 336 25.1 25.0 15.3 0 1 0 1,971.8822
Q_13 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% EVDEQMLNVQNK 325 336 53.2 25.7 45.9 2 0 0 1,462.6844
Q_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% EIVHLQAGQCGNQIGAK 3 19 45.6 28.0 0.0 0 2 0 1,822.9231
Q_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% INVYYNEATGGK 47 58 74.7 26.0 69.8 2 0 0 1,328.6481
Q_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% AVLVDLEPGTMDSVR 63 77 60.7 28.0 58.5 2 0 0 1,617.8155
Q_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% IMNTFSVVPSPK 163 174 68.3 27.9 49.2 2 0 0 1,335.6978
Q_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% FPGQLNADLR 242 251 45.1 28.8 34.7 2 0 0 1,130.5954
Q_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% YLTVAAVFR 310 318 44.2 25.6 26.8 2 0 0 1,039.5934
Q_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% MSMKEVDEQMLNVQNK 321 336 33.3 25.0 22.2 0 1 0 1,971.8822
Q_14 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 20.40% EVDEQMLNVQNK 325 336 60.4 25.8 60.4 2 0 0 1,462.6844



Q_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% EIVHLQAGQCGNQIGAK 3 19 34.8 28.0 0.0 0 2 0 1,822.9231
Q_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% INVYYNEATGGK 47 58 63.8 26.0 56.1 2 0 0 1,328.6481
Q_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% AVLVDLEPGTMDSVR 63 77 65.9 28.0 61.4 2 0 0 1,617.8155
Q_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% IMNTFSVVPSPK 163 174 64.9 27.8 48.0 4 0 0 1,335.6978
Q_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% FPGQLNADLR 242 251 47.1 28.8 36.0 2 0 0 1,130.5954
Q_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% LAVNMVPFPR 253 262 43.6 28.4 35.3 2 0 0 1,159.6293
Q_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% YLTVAAVFR 310 318 55.6 25.6 45.5 2 0 0 1,039.5934
Q_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% MSMKEVDEQMLNVQNK 321 336 25.9 25.0 19.1 0 2 0 1,971.8822
Q_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% EVDEQMLNVQNK 325 336 64.7 25.4 49.1 2 0 0 1,462.6844
Q_15 Tubulin beta‐4B chain TBB4B_HUMAN 49,831 2 2 4 24.70% TAVCDIPPR 351 359 27.3 25.9 19.3 1 0 0 1,028.5195
A_03 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.33% ISVYYNEATGGK 47 58 29.9 25.8 29.5 1 0 0 1,301.6372
A_03 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.33% AILVDLEPGTMDSVR 63 77 65.7 28.5 61.2 2 0 0 1,631.8312
A_03 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.33% LAVNMVPFPR 253 262 26.4 28.9 23.2 1 0 0 1,159.6293
A_09 Tubulin beta chain TBB5_HUMAN 49,671 2 2 2 4.50% FPGQLNADLR 242 251 34.1 27.3 25.5 1 0 0 1,130.5954
A_09 Tubulin beta chain TBB5_HUMAN 49,671 2 2 2 4.50% ISEQFTAMFR 381 390 37.0 25.4 37.0 1 0 0 1,245.5933
A_10 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.78% ISVYYNEATGGK 47 58 36.3 26.3 34.1 1 0 0 1,301.6372
A_10 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.78% AILVDLEPGTMDSVR 63 77 52.8 28.5 48.3 1 0 0 1,631.8312
A_10 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.78% IMNTFSVVPSPK 163 174 34.6 28.0 14.1 2 0 0 1,335.6978
A_11 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.43% ISVYYNEATGGK 47 58 31.5 26.4 26.7 2 0 0 1,301.6372
A_11 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.43% IMNTFSVVPSPK 163 174 60.3 28.1 43.0 2 0 0 1,335.6978
A_11 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.43% YLTVAAVFR 310 318 39.2 25.0 30.1 2 0 0 1,039.5934
A_12 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.73% IMNTFSVVPSPK 163 174 48.6 27.9 29.2 2 0 0 1,335.6978
A_12 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.73% YLTVAAVFR 310 318 38.1 25.7 28.0 2 0 0 1,039.5934
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% MREIVHIQAGQCGNQIGAK 1 19 52.4 27.5 0.0 0 2 0 2,126.0596
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% EIVHIQAGQCGNQIGAK 3 19 61.9 28.1 0.0 1 0 0 1,822.9231
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% ISVYYNEATGGK 47 58 49.9 26.2 44.1 2 0 0 1,301.6372
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% AILVDLEPGTMDSVR 63 77 77.9 28.4 70.0 2 0 0 1,631.8312
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% IMNTFSVVPSPK 163 174 63.0 28.1 44.4 4 0 0 1,319.7028
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% FPGQLNADLR 242 251 47.5 28.5 33.7 2 0 0 1,130.5954
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% FPGQLNADLRK 242 252 37.6 28.3 26.1 2 0 0 1,258.6904
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% LAVNMVPFPR 253 262 46.5 28.6 39.0 2 0 0 1,143.6343
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% ALTVPELTQQVFDAK 283 297 66.3 27.8 62.3 2 0 0 1,659.8954
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% MSMKEVDEQMLNVQNK 321 336 32.5 25.0 20.8 0 2 0 1,971.8822
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% EVDEQMLNVQNK 325 336 58.0 25.1 48.6 2 0 0 1,462.6844
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% TAVCDIPPR 351 359 39.2 26.5 23.6 3 0 0 1,028.5195
A_13 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 29.10% ISEQFTAMFR 381 390 64.8 25.7 53.4 2 0 0 1,245.5933
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% MREIVHIQAGQCGNQIGAK 1 19 54.8 27.5 0.0 0 1 0 2,126.0596
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% EIVHIQAGQCGNQIGAK 3 19 88.2 28.1 0.0 2 2 0 1,822.9231
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% ISVYYNEATGGK 47 58 45.8 26.2 45.8 3 0 0 1,301.6372
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% AILVDLEPGTMDSVR 63 77 74.9 28.6 66.4 3 0 0 1,631.8312
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% IMNTFSVVPSPK 163 174 61.3 27.6 41.5 4 0 0 1,319.7028
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% FPGQLNADLR 242 251 24.1 28.5 3.5 1 0 0 1,130.5954
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% FPGQLNADLRK 242 252 32.3 28.5 23.5 2 0 0 1,258.6904
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% KLAVNMVPFPR 252 262 31.4 26.8 22.4 1 0 0 1,271.7293
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% LAVNMVPFPR 253 262 29.4 28.4 24.3 1 0 0 1,159.6293
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% ALTVPELTQQVFDAK 283 297 57.3 27.8 46.4 2 0 0 1,659.8954
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% NMMAACDPR 298 306 34.7 25.0 34.7 2 0 0 1,065.4275
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% YLTVAAVFR 310 318 72.6 25.0 64.0 2 0 0 1,039.5934
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% MSMKEVDEQMLNVQNK 321 336 29.6 25.0 18.2 0 2 0 1,971.8822
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% EVDEQMLNVQNK 325 336 74.2 25.0 67.9 6 0 0 1,462.6844
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% TAVCDIPPR 351 359 53.1 26.1 39.1 3 0 0 1,028.5195
A_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 39 33.10% ISEQFTAMFR 381 390 73.1 25.4 59.0 2 0 0 1,245.5933
A_15 Tubulin beta chain TBB5_HUMAN 49,671 11 13 26 26.40% MREIVHIQAGQCGNQIGAK 1 19 58.9 27.5 0.0 0 2 0 2,126.0596
A_15 Tubulin beta chain TBB5_HUMAN 49,671 11 13 26 26.40% EIVHIQAGQCGNQIGAK 3 19 71.8 28.1 0.0 2 2 0 1,822.9231
A_15 Tubulin beta chain TBB5_HUMAN 49,671 11 13 26 26.40% ISVYYNEATGGK 47 58 80.3 26.2 72.2 2 0 0 1,301.6372
A_15 Tubulin beta chain TBB5_HUMAN 49,671 11 13 26 26.40% AILVDLEPGTMDSVR 63 77 72.5 28.5 66.7 2 0 0 1,631.8312
A_15 Tubulin beta chain TBB5_HUMAN 49,671 11 13 26 26.40% IMNTFSVVPSPK 163 174 58.7 28.1 48.6 2 0 0 1,335.6978
A_15 Tubulin beta chain TBB5_HUMAN 49,671 11 13 26 26.40% FPGQLNADLR 242 251 46.8 27.3 35.1 1 0 0 1,130.5954
A_15 Tubulin beta chain TBB5_HUMAN 49,671 11 13 26 26.40% ALTVPELTQQVFDAK 283 297 53.7 27.7 46.5 2 0 0 1,659.8954
A_15 Tubulin beta chain TBB5_HUMAN 49,671 11 13 26 26.40% YLTVAAVFR 310 318 67.3 25.0 58.8 2 0 0 1,039.5934
A_15 Tubulin beta chain TBB5_HUMAN 49,671 11 13 26 26.40% MSMKEVDEQMLNVQNK 321 336 25.0 25.0 19.0 0 2 0 1,971.8822
A_15 Tubulin beta chain TBB5_HUMAN 49,671 11 13 26 26.40% EVDEQMLNVQNK 325 336 50.0 26.4 40.7 3 0 0 1,446.6894
A_15 Tubulin beta chain TBB5_HUMAN 49,671 11 13 26 26.40% TAVCDIPPR 351 359 55.8 26.1 47.7 4 0 0 1,028.5195
A_16 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.33% AILVDLEPGTMDSVR 63 77 44.0 28.5 34.1 1 0 0 1,631.8312
A_16 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.33% IMNTFSVVPSPK 163 174 64.4 28.1 50.4 2 0 0 1,335.6978
A_16 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.33% LAVNMVPFPR 253 262 37.4 28.9 23.9 1 0 0 1,159.6293
A_17 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.95% IMNTFSVVPSPK 163 174 38.1 28.2 25.9 2 0 0 1,335.6978
A_17 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.95% LAVNMVPFPR 253 262 42.7 28.9 33.4 2 0 0 1,159.6293
A_19 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 11.00% ISVYYNEATGGK 47 58 30.5 26.3 23.6 2 0 0 1,301.6372
A_19 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 11.00% AILVDLEPGTMDSVR 63 77 54.5 28.5 40.8 2 0 0 1,631.8312
A_19 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 11.00% IMNTFSVVPSPK 163 174 31.5 28.2 20.9 2 0 0 1,335.6978
A_19 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 11.00% ISEQFTAMFR 381 390 27.0 25.7 27.0 1 0 0 1,245.5933
A_20 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.30% ISVYYNEATGGK 47 58 44.5 26.2 40.1 2 0 0 1,301.6372
A_20 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.30% AILVDLEPGTMDSVR 63 77 52.5 28.3 48.1 2 0 0 1,631.8312
A_20 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.30% IMNTFSVVPSPK 163 174 42.1 27.9 25.7 2 0 0 1,335.6978
A_20 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.30% LAVNMVPFPR 253 262 64.2 29.0 53.8 1 0 0 1,159.6293
A_20 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.30% ISEQFTAMFR 381 390 51.8 25.7 45.6 2 0 0 1,245.5933
A_21 Tubulin beta chain TBB5_HUMAN 49,671 6 7 13 16.00% ISVYYNEATGGK 47 58 54.2 26.2 54.2 2 0 0 1,301.6372
A_21 Tubulin beta chain TBB5_HUMAN 49,671 6 7 13 16.00% AILVDLEPGTMDSVR 63 77 64.0 28.4 57.5 2 0 0 1,631.8312
A_21 Tubulin beta chain TBB5_HUMAN 49,671 6 7 13 16.00% IMNTFSVVPSPK 163 174 52.3 28.1 44.2 4 0 0 1,335.6978
A_21 Tubulin beta chain TBB5_HUMAN 49,671 6 7 13 16.00% LAVNMVPFPR 253 262 24.2 27.7 6.2 2 0 0 1,143.6343
A_21 Tubulin beta chain TBB5_HUMAN 49,671 6 7 13 16.00% EVDEQMLNVQNK 325 336 48.6 25.0 45.9 2 0 0 1,462.6844
A_21 Tubulin beta chain TBB5_HUMAN 49,671 6 7 13 16.00% ISEQFTAMFR 381 390 42.9 25.7 36.6 1 0 0 1,245.5933
A_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 17.30% EIVHIQAGQCGNQIGAK 3 19 34.4 28.1 0.0 0 1 0 1,822.9231
A_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 17.30% ISVYYNEATGGK 47 58 52.5 26.2 44.5 2 0 0 1,301.6372
A_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 17.30% AILVDLEPGTMDSVR 63 77 64.5 28.6 55.8 2 0 0 1,631.8312
A_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 17.30% IMNTFSVVPSPK 163 174 54.8 27.9 33.9 2 0 0 1,335.6978
A_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 17.30% YLTVAAVFR 310 318 49.3 25.7 43.0 2 0 0 1,039.5934
A_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 17.30% EVDEQMLNVQNK 325 336 48.5 25.5 39.5 2 0 0 1,462.6844
A_23 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 15.50% ISVYYNEATGGK 47 58 35.7 26.2 33.8 2 0 0 1,301.6372
A_23 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 15.50% AILVDLEPGTMDSVR 63 77 62.2 28.3 58.1 2 0 0 1,631.8312
A_23 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 15.50% IMNTFSVVPSPK 163 174 68.2 27.9 50.2 2 0 0 1,335.6978
A_23 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 15.50% YLTVAAVFR 310 318 54.0 25.7 48.1 2 0 0 1,039.5934
A_23 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 15.50% EVDEQMLNVQNK 325 336 27.1 25.3 27.1 1 0 0 1,462.6844
A_23 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 15.50% TAVCDIPPR 351 359 40.7 26.1 30.7 2 0 0 1,028.5195
A_24 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.11% AILVDLEPGTMDSVR 63 77 47.8 28.6 42.4 2 0 0 1,631.8312
A_24 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.11% IMNTFSVVPSPK 163 174 42.7 27.9 38.4 2 0 0 1,335.6978
A_24 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.11% YLTVAAVFR 310 318 33.5 25.7 31.9 2 0 0 1,039.5934
A_25 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 9.68% IMNTFSVVPSPK 163 174 45.1 28.1 35.0 2 0 0 1,335.6978
A_25 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 9.68% FPGQLNADLR 242 251 31.0 27.3 20.0 1 0 0 1,130.5954
A_25 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 9.68% YLTVAAVFR 310 318 49.0 25.1 40.7 2 0 0 1,039.5934
A_25 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 9.68% EVDEQMLNVQNK 325 336 29.6 25.0 27.9 1 0 0 1,462.6844
A_26 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.41% IMNTFSVVPSPK 163 174 43.9 27.9 27.9 2 0 0 1,335.6978
A_26 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.41% EVDEQMLNVQNK 325 336 29.8 25.0 28.6 2 0 0 1,462.6844
A_28 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.41% ISVYYNEATGGK 47 58 29.2 26.2 29.2 1 0 0 1,301.6372
A_28 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.41% IMNTFSVVPSPK 163 174 43.0 28.2 32.3 2 0 0 1,335.6978
A_29 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.41% ISVYYNEATGGK 47 58 29.7 26.2 29.7 2 0 0 1,301.6372
A_29 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.41% IMNTFSVVPSPK 163 174 52.2 27.9 43.1 2 0 0 1,335.6978
A_30 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 8.78% ISVYYNEATGGK 47 58 24.1 26.2 18.1 1 0 0 1,301.6372
A_30 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 8.78% AILVDLEPGTMDSVR 63 77 43.7 28.6 35.9 2 0 0 1,631.8312
A_30 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 8.78% IMNTFSVVPSPK 163 174 37.5 28.2 30.2 2 0 0 1,335.6978
A_31 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.41% ISVYYNEATGGK 47 58 32.5 26.2 32.5 1 0 0 1,301.6372



A_31 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.41% IMNTFSVVPSPK 163 174 65.1 28.2 56.7 2 0 0 1,335.6978
A_32 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.80% ISVYYNEATGGK 47 58 41.7 25.8 41.7 2 0 0 1,301.6372
A_32 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.80% AILVDLEPGTMDSVR 63 77 66.4 28.5 60.4 2 0 0 1,631.8312
A_32 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.80% IMNTFSVVPSPK 163 174 50.0 28.1 39.5 2 0 0 1,335.6978
A_32 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.80% YLTVAAVFR 310 318 43.8 25.0 37.3 1 0 0 1,039.5934
B_09 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.50% FPGQLNADLR 242 251 26.2 27.3 22.6 1 0 0 1,130.5954
B_09 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.50% LAVNMVPFPR 253 262 66.1 28.9 58.2 2 0 0 1,159.6293
B_11 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.41% ISVYYNEATGGK 47 58 38.9 26.3 38.9 1 0 0 1,301.6372
B_11 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.41% IMNTFSVVPSPK 163 174 45.0 28.1 33.0 2 0 0 1,335.6978
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% MREIVHIQAGQCGNQIGAK 1 19 60.0 27.5 0.0 0 2 0 2,126.0596
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% EIVHIQAGQCGNQIGAK 3 19 63.4 28.1 0.0 2 2 0 1,822.9231
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% ISVYYNEATGGK 47 58 46.0 26.4 39.7 2 0 0 1,301.6372
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% AILVDLEPGTMDSVR 63 77 82.6 28.4 70.8 2 0 0 1,631.8312
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% IMNTFSVVPSPK 163 174 60.4 27.9 38.3 4 0 0 1,319.7028
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% FPGQLNADLR 242 251 29.4 28.5 20.4 2 0 0 1,130.5954
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% LAVNMVPFPR 253 262 57.7 27.7 43.9 2 0 0 1,143.6343
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% ALTVPELTQQVFDAK 283 297 47.4 27.8 39.6 1 0 0 1,659.8954
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% YLTVAAVFR 310 318 46.9 25.0 39.0 1 0 0 1,039.5934
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% MSMKEVDEQMLNVQNK 321 336 25.2 25.0 12.1 0 1 0 1,971.8822
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% EVDEQMLNVQNK 325 336 61.0 25.4 51.9 3 0 0 1,462.6844
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% TAVCDIPPR 351 359 37.9 25.7 32.2 3 0 0 1,028.5195
B_13 Tubulin beta chain TBB5_HUMAN 49,671 13 16 29 30.90% ISEQFTAMFR 381 390 62.2 25.7 52.0 2 0 0 1,245.5933
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% MREIVHIQAGQCGNQIGAK 1 19 34.7 27.5 0.0 0 0 1 2,126.0596
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% EIVHIQAGQCGNQIGAK 3 19 71.1 28.1 0.0 2 2 0 1,822.9231
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% ISVYYNEATGGK 47 58 68.1 26.2 64.9 4 0 0 1,301.6372
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% AILVDLEPGTMDSVR 63 77 69.7 28.4 63.1 4 0 0 1,631.8312
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% IMNTFSVVPSPK 163 174 71.1 27.9 45.3 4 0 0 1,319.7028
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% FPGQLNADLR 242 251 42.7 28.5 29.9 2 0 0 1,130.5954
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% FPGQLNADLRK 242 252 29.6 28.5 15.1 1 0 0 1,258.6904
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% KLAVNMVPFPR 252 262 45.0 26.8 39.6 2 0 0 1,271.7293
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% LAVNMVPFPR 253 262 62.4 27.7 50.2 2 0 0 1,143.6343
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% ALTVPELTQQVFDAK 283 297 51.2 27.8 43.8 2 0 0 1,659.8954
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% EVDEQMLNVQNK 325 336 71.3 25.4 62.1 6 2 0 1,462.6844
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% TAVCDIPPR 351 359 51.2 25.7 44.2 3 0 0 1,028.5195
B_14 Tubulin beta chain TBB5_HUMAN 49,671 13 18 39 28.20% ISEQFTAMFR 381 390 70.1 25.7 56.3 2 0 0 1,245.5933
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% MREIVHIQAGQCGNQIGAK 1 19 36.4 27.3 0.0 0 0 1 2,126.0596
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% EIVHIQAGQCGNQIGAK 3 19 60.9 28.1 0.0 2 2 0 1,822.9231
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% ISVYYNEATGGK 47 58 64.7 26.2 61.4 2 0 0 1,301.6372
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% AILVDLEPGTMDSVR 63 77 79.0 28.4 72.3 4 1 0 1,631.8312
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% IMNTFSVVPSPK 163 174 82.2 27.6 62.6 4 0 0 1,319.7028
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% FPGQLNADLR 242 251 42.9 27.3 33.7 2 0 0 1,130.5954
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% LAVNMVPFPR 253 262 73.2 27.7 59.2 4 0 0 1,143.6343
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% ALTVPELTQQVFDAK 283 297 39.6 27.9 31.9 1 0 0 1,659.8954
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% YLTVAAVFR 310 318 44.2 25.0 41.1 1 0 0 1,039.5934
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% MSMKEVDEQMLNVQNK 321 336 39.2 25.0 22.0 0 2 0 1,971.8822
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% EVDEQMLNVQNK 325 336 61.0 25.0 54.7 1 0 0 1,462.6844
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% TAVCDIPPR 351 359 38.3 25.7 33.1 4 0 0 1,028.5195
B_15 Tubulin beta chain TBB5_HUMAN 49,671 13 18 33 30.90% ISEQFTAMFR 381 390 69.5 25.7 57.8 2 0 0 1,245.5933
B_16 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 7.66% IMNTFSVVPSPK 163 174 51.4 28.1 35.9 2 0 0 1,335.6978
B_16 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 7.66% LAVNMVPFPR 253 262 48.3 28.4 40.0 2 0 0 1,159.6293
B_16 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 7.66% EVDEQMLNVQNK 325 336 27.4 25.6 16.4 1 0 0 1,462.6844
B_17 Tubulin beta chain TBB5_HUMAN 49,671 2 2 2 4.95% IMNTFSVVPSPK 163 174 31.9 28.1 23.0 1 0 0 1,335.6978
B_17 Tubulin beta chain TBB5_HUMAN 49,671 2 2 2 4.95% LAVNMVPFPR 253 262 33.0 29.0 27.0 1 0 0 1,159.6293
B_18 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.73% ISVYYNEATGGK 47 58 34.5 26.3 32.2 2 0 0 1,301.6372
B_18 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.73% YLTVAAVFR 310 318 30.6 25.1 28.3 1 0 0 1,039.5934
B_20 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% ISVYYNEATGGK 47 58 39.7 26.4 35.4 2 0 0 1,301.6372
B_20 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% IMNTFSVVPSPK 163 174 50.7 27.9 39.8 1 0 0 1,335.6978
B_20 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% LAVNMVPFPR 253 262 44.4 29.0 36.4 2 0 0 1,159.6293
B_20 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% ISEQFTAMFR 381 390 53.6 25.7 46.8 2 0 0 1,245.5933
B_21 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.80% EIVHIQAGQCGNQIGAK 3 19 31.4 28.1 0.0 0 1 0 1,822.9231
B_21 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.80% ISVYYNEATGGK 47 58 38.5 26.2 32.1 2 0 0 1,301.6372
B_21 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.80% AILVDLEPGTMDSVR 63 77 55.0 28.6 45.6 2 0 0 1,631.8312
B_21 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.80% IMNTFSVVPSPK 163 174 48.5 28.1 26.1 2 0 0 1,335.6978
B_21 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.80% LAVNMVPFPR 253 262 50.2 28.5 41.5 4 0 0 1,159.6293
B_21 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.80% EVDEQMLNVQNK 325 336 50.2 25.4 43.5 2 0 0 1,462.6844
B_21 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.80% ISEQFTAMFR 381 390 48.1 25.7 39.7 2 0 0 1,245.5933
B_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 17.30% EIVHIQAGQCGNQIGAK 3 19 27.2 28.0 0.0 0 1 0 1,822.9231
B_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 17.30% ISVYYNEATGGK 47 58 61.3 26.2 57.0 2 0 0 1,301.6372
B_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 17.30% AILVDLEPGTMDSVR 63 77 52.5 28.3 42.9 2 0 0 1,631.8312
B_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 17.30% IMNTFSVVPSPK 163 174 46.0 28.3 37.0 2 0 0 1,335.6978
B_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 17.30% YLTVAAVFR 310 318 42.9 25.7 33.1 2 0 0 1,039.5934
B_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 17.30% EVDEQMLNVQNK 325 336 44.1 25.5 37.2 2 0 0 1,462.6844
B_23 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.10% ISVYYNEATGGK 47 58 62.3 26.3 54.9 2 0 0 1,301.6372
B_23 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.10% IMNTFSVVPSPK 163 174 46.3 28.0 35.7 2 0 0 1,335.6978
B_23 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.10% YLTVAAVFR 310 318 37.0 25.0 29.3 1 0 0 1,039.5934
B_23 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.10% EVDEQMLNVQNK 325 336 37.1 25.5 22.4 2 0 0 1,462.6844
B_24 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.41% ISVYYNEATGGK 47 58 33.5 26.2 30.7 1 0 0 1,301.6372
B_24 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.41% IMNTFSVVPSPK 163 174 37.8 28.3 24.9 2 0 0 1,335.6978
B_26 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.11% ISVYYNEATGGK 47 58 32.5 26.6 25.9 2 0 0 1,301.6372
B_26 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.11% IMNTFSVVPSPK 163 174 56.6 28.0 45.3 2 0 0 1,335.6978
B_26 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.11% EVDEQMLNVQNK 325 336 25.4 25.4 18.4 2 0 0 1,462.6844
B_32 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.33% AILVDLEPGTMDSVR 63 77 63.6 28.3 54.0 2 0 0 1,631.8312
B_32 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.33% IMNTFSVVPSPK 163 174 36.8 28.2 27.2 2 0 0 1,335.6978
B_32 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.33% LAVNMVPFPR 253 262 41.9 28.4 34.9 2 0 0 1,159.6293
C_03 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.33% ISVYYNEATGGK 47 58 34.6 26.4 28.9 2 0 0 1,301.6372
C_03 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.33% AILVDLEPGTMDSVR 63 77 29.7 28.5 20.1 1 0 0 1,631.8312
C_03 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.33% LAVNMVPFPR 253 262 28.9 29.0 18.6 1 0 0 1,159.6293
C_11 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.95% IMNTFSVVPSPK 163 174 41.8 28.1 25.3 2 0 0 1,335.6978
C_11 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.95% LAVNMVPFPR 253 262 68.8 28.9 61.6 1 0 0 1,159.6293
C_12 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 6.08% AILVDLEPGTMDSVR 63 77 52.2 28.5 42.2 2 0 0 1,631.8312
C_12 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 6.08% IMNTFSVVPSPK 163 174 61.5 28.1 47.0 2 0 0 1,335.6978
C_13 Tubulin beta chain TBB5_HUMAN 49,671 9 10 20 22.70% EIVHIQAGQCGNQIGAK 3 19 45.5 28.1 0.0 0 1 0 1,822.9231
C_13 Tubulin beta chain TBB5_HUMAN 49,671 9 10 20 22.70% ISVYYNEATGGK 47 58 62.9 25.8 54.2 2 0 0 1,301.6372
C_13 Tubulin beta chain TBB5_HUMAN 49,671 9 10 20 22.70% AILVDLEPGTMDSVR 63 77 78.0 28.5 70.8 2 0 0 1,631.8312
C_13 Tubulin beta chain TBB5_HUMAN 49,671 9 10 20 22.70% IMNTFSVVPSPK 163 174 50.9 28.1 33.2 4 0 0 1,335.6978
C_13 Tubulin beta chain TBB5_HUMAN 49,671 9 10 20 22.70% FPGQLNADLR 242 251 39.6 27.4 26.2 2 0 0 1,130.5954
C_13 Tubulin beta chain TBB5_HUMAN 49,671 9 10 20 22.70% LAVNMVPFPR 253 262 65.3 28.5 44.6 2 0 0 1,143.6343
C_13 Tubulin beta chain TBB5_HUMAN 49,671 9 10 20 22.70% MSMKEVDEQMLNVQNK 321 336 40.0 25.0 32.7 0 2 0 1,971.8822
C_13 Tubulin beta chain TBB5_HUMAN 49,671 9 10 20 22.70% EVDEQMLNVQNK 325 336 47.3 25.0 38.1 2 0 0 1,462.6844
C_13 Tubulin beta chain TBB5_HUMAN 49,671 9 10 20 22.70% TAVCDIPPR 351 359 36.1 26.1 28.1 3 0 0 1,028.5195
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% MREIVHIQAGQCGNQIGAK 1 19 50.3 27.5 0.0 0 2 0 2,126.0596
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% EIVHIQAGQCGNQIGAK 3 19 74.7 28.0 0.0 2 2 0 1,822.9231
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% ISVYYNEATGGK 47 58 56.1 25.9 51.2 4 0 0 1,301.6372
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% AILVDLEPGTMDSVR 63 77 59.5 28.4 45.5 4 0 0 1,631.8312
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% GHYTEGAELVDSVLDVVR 104 121 27.5 27.7 15.8 0 1 0 1,958.9819
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% IMNTFSVVPSPK 163 174 62.7 28.1 39.4 4 0 0 1,335.6978
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% FPGQLNADLR 242 251 49.5 27.5 31.0 2 0 0 1,130.5954
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% KLAVNMVPFPR 252 262 51.6 27.3 42.2 2 0 0 1,271.7293
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% LAVNMVPFPR 253 262 40.8 28.9 28.7 4 0 0 1,159.6293
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% ALTVPELTQQVFDAK 283 297 54.9 28.1 52.8 2 0 0 1,659.8954
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% YLTVAAVFR 310 318 54.3 25.5 41.7 2 0 0 1,039.5934
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% YLTVAAVFRGR 310 320 22.5 26.3 17.0 1 0 0 1,252.7160



C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% MSMKEVDEQMLNVQNK 321 336 43.8 25.0 2.9 0 2 0 1,955.8873
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% EVDEQMLNVQNK 325 336 63.8 25.1 58.0 2 0 0 1,462.6844
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% TAVCDIPPR 351 359 49.8 26.1 41.1 4 0 0 1,028.5195
C_14 Tubulin beta chain TBB5_HUMAN 49,671 16 20 42 35.80% RISEQFTAMFR 380 390 32.4 28.0 27.4 0 2 0 1,401.6944
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% MREIVHIQAGQCGNQIGAK 1 19 54.5 27.5 0.0 0 2 0 2,126.0596
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% EIVHIQAGQCGNQIGAK 3 19 42.2 28.1 0.0 0 2 0 1,822.9231
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% ISVYYNEATGGK 47 58 65.9 25.9 57.4 2 0 0 1,301.6372
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% AILVDLEPGTMDSVR 63 77 53.2 28.5 43.6 2 0 0 1,631.8312
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% IMNTFSVVPSPK 163 174 60.9 28.1 45.1 4 0 0 1,319.7028
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% FPGQLNADLR 242 251 36.2 27.5 14.0 2 0 0 1,130.5954
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% LAVNMVPFPR 253 262 62.0 28.5 44.8 2 0 0 1,143.6343
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% ALTVPELTQQVFDAK 283 297 36.4 27.8 31.2 1 0 0 1,659.8954
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% YLTVAAVFR 310 318 63.9 25.0 52.8 2 0 0 1,039.5934
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% MSMKEVDEQMLNVQNK 321 336 42.1 25.0 36.6 0 2 0 1,971.8822
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% EVDEQMLNVQNK 325 336 44.0 26.2 34.0 1 0 0 1,446.6894
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% TAVCDIPPR 351 359 38.9 26.1 30.9 4 0 0 1,028.5195
C_15 Tubulin beta chain TBB5_HUMAN 49,671 13 14 28 30.90% ISEQFTAMFR 381 390 73.4 25.6 60.2 2 0 0 1,245.5933
C_16 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.63% AILVDLEPGTMDSVR 63 77 50.9 28.5 45.2 2 0 0 1,631.8312
C_16 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.63% LAVNMVPFPR 253 262 44.0 28.9 32.0 2 0 0 1,159.6293
C_17 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.63% AILVDLEPGTMDSVR 63 77 36.5 28.5 30.8 1 0 0 1,631.8312
C_17 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.63% LAVNMVPFPR 253 262 43.5 28.9 36.4 2 0 0 1,159.6293
C_20 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 8.33% ISVYYNEATGGK 47 58 37.1 26.2 37.1 1 0 0 1,301.6372
C_20 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 8.33% AILVDLEPGTMDSVR 63 77 40.5 28.5 35.0 2 0 0 1,631.8312
C_20 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 8.33% LAVNMVPFPR 253 262 55.5 28.9 45.5 2 0 0 1,159.6293
C_21 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 6.08% AILVDLEPGTMDSVR 63 77 58.8 28.5 54.0 2 0 0 1,631.8312
C_21 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 6.08% IMNTFSVVPSPK 163 174 29.5 28.1 22.8 1 0 0 1,335.6978
C_22 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 6.08% AILVDLEPGTMDSVR 63 77 61.7 28.5 60.1 2 0 0 1,631.8312
C_22 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 6.08% IMNTFSVVPSPK 163 174 50.9 28.2 31.3 2 0 0 1,335.6978
C_23 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.63% AILVDLEPGTMDSVR 63 77 47.3 28.5 41.7 2 0 0 1,631.8312
C_23 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.63% LAVNMVPFPR 253 262 50.0 28.8 42.5 2 0 0 1,159.6293
C_24 Tubulin beta chain TBB5_HUMAN 49,671 2 2 2 5.41% AILVDLEPGTMDSVR 63 77 32.0 28.4 14.9 1 0 0 1,631.8312
C_24 Tubulin beta chain TBB5_HUMAN 49,671 2 2 2 5.41% YLTVAAVFR 310 318 29.6 25.1 23.5 1 0 0 1,039.5934
C_25 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 11.70% ISVYYNEATGGK 47 58 32.5 26.3 18.8 2 0 0 1,301.6372
C_25 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 11.70% AILVDLEPGTMDSVR 63 77 42.7 28.5 34.5 2 0 0 1,631.8312
C_25 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 11.70% YLTVAAVFR 310 318 34.0 25.1 29.5 2 0 0 1,039.5934
C_25 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 11.70% MSMKEVDEQMLNVQNK 321 336 30.3 25.0 25.0 0 2 0 1,971.8822
C_26 Tubulin beta chain TBB5_HUMAN 49,671 2 2 2 4.73% ISVYYNEATGGK 47 58 33.1 25.8 28.2 1 0 0 1,301.6372
C_26 Tubulin beta chain TBB5_HUMAN 49,671 2 2 2 4.73% YLTVAAVFR 310 318 35.7 25.5 33.1 1 0 0 1,039.5934
C_29 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.63% AILVDLEPGTMDSVR 63 77 33.2 28.6 32.0 2 0 0 1,631.8312
C_29 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.63% LAVNMVPFPR 253 262 41.0 28.9 29.6 2 0 0 1,159.6293
C_30 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.63% AILVDLEPGTMDSVR 63 77 48.4 28.4 46.7 2 0 0 1,631.8312
C_30 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.63% LAVNMVPFPR 253 262 33.8 28.9 26.5 2 0 0 1,159.6293
C_31 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.63% AILVDLEPGTMDSVR 63 77 33.1 28.5 29.5 2 0 0 1,631.8312
C_31 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.63% LAVNMVPFPR 253 262 35.9 28.9 22.7 2 0 0 1,159.6293
C_32 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.63% AILVDLEPGTMDSVR 63 77 64.8 28.5 56.6 2 0 0 1,631.8312
C_32 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.63% LAVNMVPFPR 253 262 56.5 28.9 46.8 1 0 0 1,159.6293
D_16 Tubulin beta chain TBB5_HUMAN 49,671 3 3 3 7.21% IMNTFSVVPSPK 163 174 42.7 28.2 25.8 1 0 0 1,335.6978
D_16 Tubulin beta chain TBB5_HUMAN 49,671 3 3 3 7.21% LAVNMVPFPR 253 262 33.2 29.3 27.7 1 0 0 1,159.6293
D_16 Tubulin beta chain TBB5_HUMAN 49,671 3 3 3 7.21% ISEQFTAMFR 381 390 35.4 25.8 26.0 1 0 0 1,245.5933
D_20 Tubulin beta chain TBB5_HUMAN 49,671 9 9 16 21.20% ISVYYNEATGGK 47 58 54.4 26.2 53.4 2 0 0 1,301.6372
D_20 Tubulin beta chain TBB5_HUMAN 49,671 9 9 16 21.20% AILVDLEPGTMDSVR 63 77 55.3 28.2 45.2 2 0 0 1,631.8312
D_20 Tubulin beta chain TBB5_HUMAN 49,671 9 9 16 21.20% IMNTFSVVPSPK 163 174 60.3 28.2 43.8 2 0 0 1,335.6978
D_20 Tubulin beta chain TBB5_HUMAN 49,671 9 9 16 21.20% FPGQLNADLR 242 251 38.5 27.5 26.5 2 0 0 1,130.5954
D_20 Tubulin beta chain TBB5_HUMAN 49,671 9 9 16 21.20% LAVNMVPFPR 253 262 41.2 28.9 38.0 2 0 0 1,159.6293
D_20 Tubulin beta chain TBB5_HUMAN 49,671 9 9 16 21.20% YLTVAAVFR 310 318 63.1 25.3 57.0 2 0 0 1,039.5934
D_20 Tubulin beta chain TBB5_HUMAN 49,671 9 9 16 21.20% MSMKEVDEQMLNVQNK 321 336 30.0 25.0 24.8 0 1 0 1,971.8822
D_20 Tubulin beta chain TBB5_HUMAN 49,671 9 9 16 21.20% EVDEQMLNVQNK 325 336 40.7 25.0 37.4 1 0 0 1,462.6844
D_20 Tubulin beta chain TBB5_HUMAN 49,671 9 9 16 21.20% ISEQFTAMFR 381 390 46.3 25.5 39.3 2 0 0 1,245.5933
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% EIVHIQAGQCGNQIGAK 3 19 42.5 28.1 0.0 0 2 0 1,822.9231
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% ISVYYNEATGGK 47 58 59.2 25.8 54.0 2 0 0 1,301.6372
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% AILVDLEPGTMDSVR 63 77 77.8 28.2 74.2 2 2 0 1,631.8312
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% IMNTFSVVPSPK 163 174 83.4 28.4 65.1 4 0 0 1,335.6978
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% FPGQLNADLR 242 251 56.3 28.0 33.6 2 0 0 1,130.5954
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% LAVNMVPFPR 253 262 57.3 28.8 47.3 2 0 0 1,159.6293
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% LHFFMPGFAPLTSR 263 276 45.1 28.6 24.4 0 1 0 1,636.8306
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% ALTVPELTQQVFDAK 283 297 59.8 27.6 49.7 2 0 0 1,659.8954
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% YLTVAAVFR 310 318 63.2 25.3 52.2 2 0 0 1,039.5934
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% MSMKEVDEQMLNVQNK 321 336 45.6 25.0 34.8 0 2 0 1,971.8822
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% EVDEQMLNVQNK 325 336 73.7 25.0 63.8 2 0 0 1,462.6844
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% NSSYFVEWIPNNVK 337 350 62.8 27.8 51.7 2 0 0 1,696.8328
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% TAVCDIPPR 351 359 20.1 25.4 11.1 1 0 0 1,028.5195
D_21 Tubulin beta chain TBB5_HUMAN 49,671 14 16 30 36.70% ISEQFTAMFR 381 390 59.4 25.5 50.4 2 0 0 1,245.5933
D_22 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.00% ISVYYNEATGGK 47 58 56.8 25.8 56.8 2 0 0 1,301.6372
D_22 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.00% AILVDLEPGTMDSVR 63 77 36.5 28.2 32.5 2 0 0 1,631.8312
D_22 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.00% IMNTFSVVPSPK 163 174 60.9 28.4 52.1 2 0 0 1,335.6978
D_22 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.00% LAVNMVPFPR 253 262 45.1 28.9 39.2 2 0 0 1,159.6293
D_22 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.00% YLTVAAVFR 310 318 48.9 25.3 41.7 2 0 0 1,039.5934
D_22 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.00% EVDEQMLNVQNK 325 336 39.6 25.0 28.6 2 0 0 1,462.6844
D_22 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.00% ISEQFTAMFR 381 390 61.8 25.8 52.1 2 0 0 1,245.5933
D_23 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 14.40% ISVYYNEATGGK 47 58 57.4 25.8 57.4 2 0 0 1,301.6372
D_23 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 14.40% AILVDLEPGTMDSVR 63 77 35.5 28.5 30.7 2 0 0 1,631.8312
D_23 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 14.40% IMNTFSVVPSPK 163 174 44.2 28.4 31.9 2 0 0 1,335.6978
D_23 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 14.40% LAVNMVPFPR 253 262 41.3 29.3 35.8 2 0 0 1,159.6293
D_23 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 14.40% ALTVPELTQQVFDAK 283 297 43.6 27.6 41.7 1 0 0 1,659.8954
D_26 Tubulin beta chain TBB5_HUMAN 49,671 3 3 3 6.98% ISVYYNEATGGK 47 58 31.7 25.9 27.7 1 0 0 1,301.6372
D_26 Tubulin beta chain TBB5_HUMAN 49,671 3 3 3 6.98% YLTVAAVFR 310 318 31.1 25.3 24.9 1 0 0 1,039.5934
D_26 Tubulin beta chain TBB5_HUMAN 49,671 3 3 3 6.98% ISEQFTAMFR 381 390 44.2 25.3 38.5 1 0 0 1,245.5933
D_27 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 9.91% ISVYYNEATGGK 47 58 42.3 25.8 42.3 2 0 0 1,301.6372
D_27 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 9.91% IMNTFSVVPSPK 163 174 23.8 28.3 14.1 1 0 0 1,335.6978
D_27 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 9.91% FPGQLNADLR 242 251 23.6 28.0 13.4 1 0 0 1,130.5954
D_27 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 9.91% LAVNMVPFPR 253 262 36.9 28.9 32.4 2 0 0 1,159.6293
D_28 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% ISVYYNEATGGK 47 58 36.9 25.9 36.9 2 0 0 1,301.6372
D_28 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% IMNTFSVVPSPK 163 174 37.2 28.2 17.0 2 0 0 1,335.6978
D_28 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% FPGQLNADLR 242 251 23.3 27.5 7.2 1 0 0 1,130.5954
D_28 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% ISEQFTAMFR 381 390 71.4 25.3 66.8 2 0 0 1,245.5933
D_29 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 11.90% ISVYYNEATGGK 47 58 33.5 25.8 29.4 2 0 0 1,301.6372
D_29 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 11.90% IMNTFSVVPSPK 163 174 58.5 28.1 48.8 2 0 0 1,335.6978
D_29 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 11.90% LAVNMVPFPR 253 262 53.7 28.8 49.4 2 0 0 1,159.6293
D_29 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 11.90% YLTVAAVFR 310 318 43.5 25.3 39.2 2 0 0 1,039.5934
D_29 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 11.90% ISEQFTAMFR 381 390 49.4 25.3 35.4 1 0 0 1,245.5933
D_30 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 9.91% ISVYYNEATGGK 47 58 46.5 25.9 45.0 2 0 0 1,301.6372
D_30 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 9.91% IMNTFSVVPSPK 163 174 40.5 28.2 32.2 2 0 0 1,335.6978
D_30 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 9.91% LAVNMVPFPR 253 262 56.2 28.8 45.3 2 0 0 1,159.6293
D_30 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 9.91% ISEQFTAMFR 381 390 43.3 25.5 43.3 2 0 0 1,245.5933
D_31 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 7.66% ISVYYNEATGGK 47 58 46.2 26.3 40.2 2 0 0 1,301.6372
D_31 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 7.66% IMNTFSVVPSPK 163 174 43.9 28.5 36.8 1 0 0 1,335.6978
D_31 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 7.66% ISEQFTAMFR 381 390 36.6 25.2 29.5 2 0 0 1,245.5933
D_32 Tubulin beta chain TBB5_HUMAN 49,671 2 2 2 4.50% LAVNMVPFPR 253 262 22.6 28.9 11.8 1 0 0 1,159.6293
D_32 Tubulin beta chain TBB5_HUMAN 49,671 2 2 2 4.50% ISEQFTAMFR 381 390 31.6 25.5 26.3 1 0 0 1,245.5933
E_20 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.21% ISVYYNEATGGK 47 58 22.1 25.8 12.2 1 0 0 1,301.6372
E_20 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.21% LAVNMVPFPR 253 262 51.5 28.8 46.4 2 0 0 1,159.6293
E_20 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.21% ISEQFTAMFR 381 390 29.6 25.8 29.6 1 0 0 1,245.5933



E_21 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% ISVYYNEATGGK 47 58 40.1 25.8 40.1 2 0 0 1,301.6372
E_21 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% AILVDLEPGTMDSVR 63 77 54.5 28.5 47.9 2 0 0 1,631.8312
E_21 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% IMNTFSVVPSPK 163 174 76.7 28.1 59.5 2 0 0 1,335.6978
E_21 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% LAVNMVPFPR 253 262 44.2 28.9 39.1 2 0 0 1,159.6293
E_21 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% ALTVPELTQQVFDAK 283 297 47.2 27.7 45.7 1 0 0 1,659.8954
E_21 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% YLTVAAVFR 310 318 56.0 25.3 47.4 2 0 0 1,039.5934
E_21 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% EVDEQMLNVQNK 325 336 28.1 25.0 17.2 1 0 0 1,462.6844
E_21 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% ISEQFTAMFR 381 390 66.2 25.8 59.2 2 0 0 1,245.5933
E_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 15.30% ISVYYNEATGGK 47 58 33.4 25.8 28.4 2 0 0 1,301.6372
E_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 15.30% AILVDLEPGTMDSVR 63 77 35.1 28.2 31.8 1 0 0 1,631.8312
E_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 15.30% IMNTFSVVPSPK 163 174 55.7 28.2 26.7 2 0 0 1,335.6978
E_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 15.30% LAVNMVPFPR 253 262 70.9 28.9 60.3 2 0 0 1,159.6293
E_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 15.30% YLTVAAVFR 310 318 46.5 25.3 40.9 2 0 0 1,039.5934
E_22 Tubulin beta chain TBB5_HUMAN 49,671 6 6 11 15.30% ISEQFTAMFR 381 390 46.1 25.8 40.0 2 0 0 1,245.5933
F_05 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.95% ISVYYNEATGGK 47 58 33.6 26.2 33.6 2 0 0 1,301.6372
F_05 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.95% ISEQFTAMFR 381 390 54.7 25.7 43.0 2 0 0 1,245.5933
F_07 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.41% ISVYYNEATGGK 47 58 31.8 26.2 31.8 2 0 0 1,301.6372
F_07 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.41% EVDEQMLNVQNK 325 336 36.6 25.3 32.0 2 0 0 1,462.6844
F_12 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 6.98% ISVYYNEATGGK 47 58 39.8 26.2 37.7 2 0 0 1,301.6372
F_12 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 6.98% YLTVAAVFR 310 318 26.2 25.5 19.0 1 0 0 1,039.5934
F_12 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 6.98% ISEQFTAMFR 381 390 56.6 25.7 48.6 1 0 0 1,245.5933
F_13 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.95% IMNTFSVVPSPK 163 174 48.6 28.2 32.2 2 0 0 1,335.6978
F_13 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.95% FPGQLNADLR 242 251 43.3 28.5 30.5 2 0 0 1,130.5954
F_15 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 28.20% EIVHIQAGQCGNQIGAK 3 19 75.5 28.1 0.0 2 1 0 1,822.9231
F_15 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 28.20% ISVYYNEATGGK 47 58 80.8 25.8 73.7 2 0 0 1,301.6372
F_15 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 28.20% AILVDLEPGTMDSVR 63 77 83.1 28.5 75.6 2 0 0 1,631.8312
F_15 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 28.20% IMNTFSVVPSPK 163 174 71.2 27.9 43.2 3 0 0 1,319.7028
F_15 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 28.20% FPGQLNADLR 242 251 52.0 27.3 38.0 2 0 0 1,130.5954
F_15 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 28.20% ALTVPELTQQVFDAK 283 297 33.7 27.8 28.7 1 0 0 1,659.8954
F_15 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 28.20% YLTVAAVFR 310 318 76.1 25.0 69.6 2 0 0 1,039.5934
F_15 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 28.20% MSMKEVDEQMLNVQNK 321 336 38.0 25.0 28.7 0 2 0 1,971.8822
F_15 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 28.20% EVDEQMLNVQNK 325 336 62.2 25.0 47.8 4 0 0 1,462.6844
F_15 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 28.20% TAVCDIPPR 351 359 28.8 25.7 28.8 2 0 0 1,028.5195
F_15 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 28.20% ISEQFTAMFR 381 390 48.5 26.2 44.2 2 0 0 1,229.5983
F_16 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 18.00% ISVYYNEATGGK 47 58 64.4 26.3 54.0 2 0 0 1,301.6372
F_16 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 18.00% AILVDLEPGTMDSVR 63 77 72.5 28.4 67.2 2 0 0 1,631.8312
F_16 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 18.00% IMNTFSVVPSPK 163 174 62.5 27.9 37.1 4 0 0 1,319.7028
F_16 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 18.00% LAVNMVPFPR 253 262 56.7 28.6 47.1 2 0 0 1,143.6343
F_16 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 18.00% YLTVAAVFR 310 318 69.9 25.0 61.4 2 0 0 1,039.5934
F_16 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 18.00% EVDEQMLNVQNK 325 336 52.1 25.5 45.8 1 0 0 1,462.6844
F_16 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 18.00% ISEQFTAMFR 381 390 67.2 25.7 55.3 2 0 0 1,245.5933
G_15 Tubulin beta chain TBB5_HUMAN 49,671 10 12 23 24.80% EIVHIQAGQCGNQIGAK 3 19 74.4 28.0 0.0 0 2 0 1,822.9231
G_15 Tubulin beta chain TBB5_HUMAN 49,671 10 12 23 24.80% ISVYYNEATGGK 47 58 61.4 26.4 61.4 2 0 0 1,301.6372
G_15 Tubulin beta chain TBB5_HUMAN 49,671 10 12 23 24.80% AILVDLEPGTMDSVR 63 77 51.9 28.4 46.1 2 0 0 1,631.8312
G_15 Tubulin beta chain TBB5_HUMAN 49,671 10 12 23 24.80% IMNTFSVVPSPK 163 174 59.8 28.3 41.3 4 0 0 1,319.7028
G_15 Tubulin beta chain TBB5_HUMAN 49,671 10 12 23 24.80% LAVNMVPFPR 253 262 57.9 29.0 46.6 2 0 0 1,159.6293
G_15 Tubulin beta chain TBB5_HUMAN 49,671 10 12 23 24.80% YLTVAAVFR 310 318 49.4 25.6 41.3 2 0 0 1,039.5934
G_15 Tubulin beta chain TBB5_HUMAN 49,671 10 12 23 24.80% MSMKEVDEQMLNVQNK 321 336 23.6 25.0 12.9 0 1 0 1,971.8822
G_15 Tubulin beta chain TBB5_HUMAN 49,671 10 12 23 24.80% EVDEQMLNVQNK 325 336 60.6 26.5 38.5 4 0 0 1,446.6894
G_15 Tubulin beta chain TBB5_HUMAN 49,671 10 12 23 24.80% TAVCDIPPR 351 359 31.3 25.9 24.0 2 0 0 1,028.5195
G_15 Tubulin beta chain TBB5_HUMAN 49,671 10 12 23 24.80% ISEQFTAMFR 381 390 56.7 25.8 47.9 2 0 0 1,245.5933
G_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 17 16.70% ISVYYNEATGGK 47 58 55.2 26.4 46.8 1 0 0 1,301.6372
G_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 17 16.70% AILVDLEPGTMDSVR 63 77 52.5 28.5 46.5 2 0 0 1,631.8312
G_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 17 16.70% IMNTFSVVPSPK 163 174 58.5 28.3 38.6 4 0 0 1,319.7028
G_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 17 16.70% LAVNMVPFPR 253 262 53.7 28.4 41.0 2 0 0 1,159.6293
G_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 17 16.70% YLTVAAVFR 310 318 61.6 25.6 53.2 2 0 0 1,039.5934
G_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 17 16.70% MSMKEVDEQMLNVQNK 321 336 29.1 25.0 25.9 0 2 0 1,971.8822
G_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 17 16.70% EVDEQMLNVQNK 325 336 69.8 26.7 57.8 4 0 0 1,446.6894
H_12 Tubulin beta chain TBB5_HUMAN 49,671 8 11 21 19.80% EIVHIQAGQCGNQIGAK 3 19 62.5 28.0 0.0 2 2 0 1,822.9231
H_12 Tubulin beta chain TBB5_HUMAN 49,671 8 11 21 19.80% ISVYYNEATGGK 47 58 69.5 26.2 63.9 2 0 0 1,301.6372
H_12 Tubulin beta chain TBB5_HUMAN 49,671 8 11 21 19.80% AILVDLEPGTMDSVR 63 77 78.8 28.5 68.8 4 0 0 1,631.8312
H_12 Tubulin beta chain TBB5_HUMAN 49,671 8 11 21 19.80% IMNTFSVVPSPK 163 174 57.4 27.9 43.2 4 0 0 1,335.6978
H_12 Tubulin beta chain TBB5_HUMAN 49,671 8 11 21 19.80% FPGQLNADLR 242 251 52.2 28.9 38.3 1 0 0 1,130.5954
H_12 Tubulin beta chain TBB5_HUMAN 49,671 8 11 21 19.80% FPGQLNADLRK 242 252 24.1 28.5 13.4 1 0 0 1,258.6904
H_12 Tubulin beta chain TBB5_HUMAN 49,671 8 11 21 19.80% EVDEQMLNVQNK 325 336 66.8 26.3 49.5 2 0 0 1,446.6894
H_12 Tubulin beta chain TBB5_HUMAN 49,671 8 11 21 19.80% TAVCDIPPR 351 359 49.4 25.7 27.0 3 0 0 1,028.5195
H_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.40% EIVHIQAGQCGNQIGAK 3 19 56.1 28.1 0.0 0 2 0 1,822.9231
H_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.40% ISVYYNEATGGK 47 58 60.7 26.6 56.5 2 0 0 1,301.6372
H_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.40% AILVDLEPGTMDSVR 63 77 62.1 28.6 57.8 2 0 0 1,631.8312
H_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.40% IMNTFSVVPSPK 163 174 59.5 27.9 45.3 4 0 0 1,335.6978
H_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.40% YLTVAAVFR 310 318 63.1 25.7 54.5 2 0 0 1,039.5934
H_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.40% EVDEQMLNVQNK 325 336 51.4 26.8 41.7 2 0 0 1,446.6894
H_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 19.40% TAVCDIPPR 351 359 27.5 25.7 23.6 1 0 0 1,028.5195
H_17 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.95% ISVYYNEATGGK 47 58 40.7 26.4 40.7 2 0 0 1,301.6372
H_17 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.95% LAVNMVPFPR 253 262 22.6 29.0 15.5 1 0 0 1,159.6293
H_19 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.41% ISVYYNEATGGK 47 58 24.9 26.4 20.1 2 0 0 1,301.6372
H_19 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 5.41% IMNTFSVVPSPK 163 174 32.1 27.7 25.4 1 0 0 1,319.7028
H_20 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 6.98% IMNTFSVVPSPK 163 174 57.5 27.6 51.7 2 0 0 1,319.7028
H_20 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 6.98% LAVNMVPFPR 253 262 26.8 29.3 15.1 1 0 0 1,143.6343
H_20 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 6.98% YLTVAAVFR 310 318 36.0 25.7 36.0 1 0 0 1,039.5934
H_21 Tubulin beta chain TBB5_HUMAN 49,671 2 3 5 4.95% ISVYYNEATGGK 47 58 25.5 26.6 25.5 2 0 0 1,301.6372
H_21 Tubulin beta chain TBB5_HUMAN 49,671 2 3 5 4.95% LAVNMVPFPR 253 262 53.7 27.7 44.0 3 0 0 1,143.6343
H_22 Tubulin beta chain TBB5_HUMAN 49,671 2 2 2 4.73% ISVYYNEATGGK 47 58 28.3 26.2 28.3 1 0 0 1,301.6372
H_22 Tubulin beta chain TBB5_HUMAN 49,671 2 2 2 4.73% YLTVAAVFR 310 318 45.3 25.7 34.3 1 0 0 1,039.5934
H_24 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.43% ISVYYNEATGGK 47 58 41.4 26.2 40.9 2 0 0 1,301.6372
H_24 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.43% IMNTFSVVPSPK 163 174 43.2 27.9 31.6 2 0 0 1,335.6978
H_24 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.43% YLTVAAVFR 310 318 46.5 25.4 45.1 2 0 0 1,039.5934
I_09 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.50% FPGQLNADLR 242 251 28.6 28.5 13.1 1 0 0 1,130.5954
I_09 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.50% LAVNMVPFPR 253 262 53.8 28.4 45.5 2 0 0 1,159.6293
I_12 Tubulin beta chain TBB5_HUMAN 49,671 10 13 24 25.70% MREIVHIQAGQCGNQIGAK 1 19 65.2 28.1 0.0 0 3 0 2,110.0647
I_12 Tubulin beta chain TBB5_HUMAN 49,671 10 13 24 25.70% EIVHIQAGQCGNQIGAK 3 19 63.8 28.1 0.0 2 2 0 1,822.9231
I_12 Tubulin beta chain TBB5_HUMAN 49,671 10 13 24 25.70% ISVYYNEATGGK 47 58 64.9 26.4 64.9 2 0 0 1,301.6372
I_12 Tubulin beta chain TBB5_HUMAN 49,671 10 13 24 25.70% AILVDLEPGTMDSVR 63 77 65.5 28.3 57.8 4 0 0 1,631.8312
I_12 Tubulin beta chain TBB5_HUMAN 49,671 10 13 24 25.70% IMNTFSVVPSPK 163 174 66.1 27.9 46.5 2 0 0 1,335.6978
I_12 Tubulin beta chain TBB5_HUMAN 49,671 10 13 24 25.70% LAVNMVPFPR 253 262 55.4 28.9 44.2 2 0 0 1,159.6293
I_12 Tubulin beta chain TBB5_HUMAN 49,671 10 13 24 25.70% ALTVPELTQQVFDAK 283 297 53.5 27.7 48.0 2 0 0 1,659.8954
I_12 Tubulin beta chain TBB5_HUMAN 49,671 10 13 24 25.70% EVDEQMLNVQNK 325 336 52.5 26.3 44.6 2 0 0 1,446.6894
I_12 Tubulin beta chain TBB5_HUMAN 49,671 10 13 24 25.70% TAVCDIPPR 351 359 31.4 25.6 26.3 2 0 0 1,028.5195
I_12 Tubulin beta chain TBB5_HUMAN 49,671 10 13 24 25.70% ISEQFTAMFR 381 390 48.9 25.7 44.6 1 0 0 1,245.5933
I_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 20.30% EIVHIQAGQCGNQIGAK 3 19 48.1 28.1 0.0 0 2 0 1,822.9231
I_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 20.30% ISVYYNEATGGK 47 58 73.9 26.3 69.9 2 0 0 1,301.6372
I_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 20.30% AILVDLEPGTMDSVR 63 77 48.4 28.3 40.0 2 0 0 1,631.8312
I_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 20.30% IMNTFSVVPSPK 163 174 37.5 27.9 26.7 2 0 0 1,335.6978
I_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 20.30% ALTVPELTQQVFDAK 283 297 44.6 27.8 40.0 1 0 0 1,659.8954
I_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 20.30% YLTVAAVFR 310 318 59.2 25.7 50.8 2 0 0 1,039.5934
I_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 20.30% ISEQFTAMFR 381 390 43.4 25.7 26.2 1 0 0 1,245.5933
I_14 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.95% ISVYYNEATGGK 47 58 41.6 26.2 38.4 2 0 0 1,301.6372
I_14 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.95% LAVNMVPFPR 253 262 41.2 28.5 32.6 2 0 0 1,159.6293
I_24 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 6.08% ISVYYNEATGGK 47 58 24.0 26.6 18.9 1 0 0 1,301.6372
I_24 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 6.08% AILVDLEPGTMDSVR 63 77 49.1 28.6 42.9 2 0 0 1,631.8312
J_11 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.95% ISVYYNEATGGK 47 58 41.2 26.4 37.2 2 0 0 1,301.6372
J_11 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.95% FPGQLNADLR 242 251 27.9 29.0 19.0 1 0 0 1,130.5954



J_12 Tubulin beta chain TBB5_HUMAN 49,671 11 14 24 26.40% EIVHIQAGQCGNQIGAK 3 19 62.4 28.0 0.0 2 2 0 1,822.9231
J_12 Tubulin beta chain TBB5_HUMAN 49,671 11 14 24 26.40% ISVYYNEATGGK 47 58 77.3 26.5 73.3 2 0 0 1,301.6372
J_12 Tubulin beta chain TBB5_HUMAN 49,671 11 14 24 26.40% AILVDLEPGTMDSVR 63 77 67.5 28.5 59.3 2 0 0 1,631.8312
J_12 Tubulin beta chain TBB5_HUMAN 49,671 11 14 24 26.40% IMNTFSVVPSPK 163 174 65.3 28.0 50.6 4 0 0 1,319.7028
J_12 Tubulin beta chain TBB5_HUMAN 49,671 11 14 24 26.40% FPGQLNADLR 242 251 36.8 28.7 24.4 1 0 0 1,130.5954
J_12 Tubulin beta chain TBB5_HUMAN 49,671 11 14 24 26.40% FPGQLNADLRK 242 252 23.2 27.8 13.1 1 0 0 1,258.6904
J_12 Tubulin beta chain TBB5_HUMAN 49,671 11 14 24 26.40% LAVNMVPFPR 253 262 54.8 29.0 40.9 3 0 0 1,143.6343
J_12 Tubulin beta chain TBB5_HUMAN 49,671 11 14 24 26.40% YLTVAAVFR 310 318 66.9 25.6 57.8 1 0 0 1,039.5934
J_12 Tubulin beta chain TBB5_HUMAN 49,671 11 14 24 26.40% EVDEQMLNVQNK 325 336 52.4 26.4 45.0 2 0 0 1,446.6894
J_12 Tubulin beta chain TBB5_HUMAN 49,671 11 14 24 26.40% TAVCDIPPR 351 359 31.7 25.9 19.3 2 0 0 1,028.5195
J_12 Tubulin beta chain TBB5_HUMAN 49,671 11 14 24 26.40% ISEQFTAMFR 381 390 52.0 25.9 42.9 2 0 0 1,245.5933
J_13 Tubulin beta chain TBB5_HUMAN 49,671 8 9 16 21.80% EIVHIQAGQCGNQIGAK 3 19 53.4 28.0 0.0 0 2 0 1,822.9231
J_13 Tubulin beta chain TBB5_HUMAN 49,671 8 9 16 21.80% ISVYYNEATGGK 47 58 51.7 26.6 43.3 2 0 0 1,301.6372
J_13 Tubulin beta chain TBB5_HUMAN 49,671 8 9 16 21.80% AILVDLEPGTMDSVR 63 77 53.5 28.4 49.8 2 0 0 1,631.8312
J_13 Tubulin beta chain TBB5_HUMAN 49,671 8 9 16 21.80% IMNTFSVVPSPK 163 174 57.2 28.5 43.6 4 0 0 1,335.6978
J_13 Tubulin beta chain TBB5_HUMAN 49,671 8 9 16 21.80% FPGQLNADLR 242 251 27.2 28.7 7.7 1 0 0 1,130.5954
J_13 Tubulin beta chain TBB5_HUMAN 49,671 8 9 16 21.80% LAVNMVPFPR 253 262 42.1 28.7 34.3 2 0 0 1,143.6343
J_13 Tubulin beta chain TBB5_HUMAN 49,671 8 9 16 21.80% YLTVAAVFR 310 318 54.3 25.6 43.8 2 0 0 1,039.5934
J_13 Tubulin beta chain TBB5_HUMAN 49,671 8 9 16 21.80% EVDEQMLNVQNK 325 336 37.9 26.4 33.1 1 0 0 1,446.6894
K_12 Tubulin beta chain TBB5_HUMAN 49,671 11 12 26 27.70% MREIVHIQAGQCGNQIGAK 1 19 60.6 27.5 0.0 0 2 0 2,126.0596
K_12 Tubulin beta chain TBB5_HUMAN 49,671 11 12 26 27.70% EIVHIQAGQCGNQIGAK 3 19 64.0 28.1 0.0 2 2 0 1,822.9231
K_12 Tubulin beta chain TBB5_HUMAN 49,671 11 12 26 27.70% ISVYYNEATGGK 47 58 61.8 26.4 55.0 4 0 0 1,301.6372
K_12 Tubulin beta chain TBB5_HUMAN 49,671 11 12 26 27.70% AILVDLEPGTMDSVR 63 77 69.8 28.5 66.6 2 0 0 1,631.8312
K_12 Tubulin beta chain TBB5_HUMAN 49,671 11 12 26 27.70% IMNTFSVVPSPK 163 174 52.7 28.0 36.2 2 0 0 1,335.6978
K_12 Tubulin beta chain TBB5_HUMAN 49,671 11 12 26 27.70% FPGQLNADLR 242 251 47.1 28.6 30.8 2 0 0 1,130.5954
K_12 Tubulin beta chain TBB5_HUMAN 49,671 11 12 26 27.70% LAVNMVPFPR 253 262 39.9 28.4 28.6 2 0 0 1,159.6293
K_12 Tubulin beta chain TBB5_HUMAN 49,671 11 12 26 27.70% ALTVPELTQQVFDAK 283 297 54.9 27.8 49.1 2 0 0 1,659.8954
K_12 Tubulin beta chain TBB5_HUMAN 49,671 11 12 26 27.70% YLTVAAVFR 310 318 70.2 25.7 59.7 2 0 0 1,039.5934
K_12 Tubulin beta chain TBB5_HUMAN 49,671 11 12 26 27.70% EVDEQMLNVQNK 325 336 60.2 26.4 48.2 2 0 0 1,446.6894
K_12 Tubulin beta chain TBB5_HUMAN 49,671 11 12 26 27.70% TAVCDIPPR 351 359 47.7 26.5 25.0 2 0 0 1,028.5195
K_13 Tubulin beta chain TBB5_HUMAN 49,671 6 8 16 16.90% EIVHIQAGQCGNQIGAK 3 19 67.9 28.1 0.0 2 2 0 1,822.9231
K_13 Tubulin beta chain TBB5_HUMAN 49,671 6 8 16 16.90% ISVYYNEATGGK 47 58 43.6 26.4 34.2 2 0 0 1,301.6372
K_13 Tubulin beta chain TBB5_HUMAN 49,671 6 8 16 16.90% AILVDLEPGTMDSVR 63 77 46.4 28.3 39.8 2 0 0 1,631.8312
K_13 Tubulin beta chain TBB5_HUMAN 49,671 6 8 16 16.90% IMNTFSVVPSPK 163 174 68.0 27.7 31.4 4 0 0 1,319.7028
K_13 Tubulin beta chain TBB5_HUMAN 49,671 6 8 16 16.90% LAVNMVPFPR 253 262 59.1 27.7 49.5 2 0 0 1,143.6343
K_13 Tubulin beta chain TBB5_HUMAN 49,671 6 8 16 16.90% YLTVAAVFR 310 318 59.0 25.7 50.2 2 0 0 1,039.5934
K_24 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.11% ISVYYNEATGGK 47 58 41.1 26.4 25.7 2 0 0 1,301.6372
K_24 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.11% IMNTFSVVPSPK 163 174 61.3 27.9 45.4 2 0 0 1,319.7028
K_24 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.11% EVDEQMLNVQNK 325 336 60.8 26.4 51.7 2 0 0 1,446.6894
L_02 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 6.08% ISVYYNEATGGK 47 58 35.5 26.4 35.5 2 0 0 1,301.6372
L_02 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 6.08% AILVDLEPGTMDSVR 63 77 70.5 28.4 64.9 2 0 0 1,631.8312
L_03 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 6.98% ISVYYNEATGGK 47 58 42.3 26.4 39.2 1 0 0 1,301.6372
L_03 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 6.98% YLTVAAVFR 310 318 21.9 25.7 7.2 2 0 0 1,039.5934
L_03 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 6.98% ISEQFTAMFR 381 390 73.0 25.8 61.7 2 0 0 1,245.5933
L_04 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.63% AILVDLEPGTMDSVR 63 77 57.9 28.5 51.4 2 0 0 1,631.8312
L_04 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.63% ISEQFTAMFR 381 390 60.6 25.9 50.5 2 0 0 1,245.5933
L_06 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 11.00% ISVYYNEATGGK 47 58 60.8 26.7 54.5 2 0 0 1,301.6372
L_06 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 11.00% AILVDLEPGTMDSVR 63 77 64.6 28.4 59.9 2 0 0 1,631.8312
L_06 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 11.00% IMNTFSVVPSPK 163 174 48.3 28.2 42.7 2 0 0 1,335.6978
L_06 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 11.00% FPGQLNADLR 242 251 41.8 28.7 25.3 1 0 0 1,130.5954
L_07 Tubulin beta chain TBB5_HUMAN 49,671 5 5 8 13.30% ISVYYNEATGGK 47 58 80.7 26.4 76.5 2 0 0 1,301.6372
L_07 Tubulin beta chain TBB5_HUMAN 49,671 5 5 8 13.30% IMNTFSVVPSPK 163 174 62.1 28.3 48.6 2 0 0 1,335.6978
L_07 Tubulin beta chain TBB5_HUMAN 49,671 5 5 8 13.30% FPGQLNADLR 242 251 55.4 28.7 40.9 2 0 0 1,130.5954
L_07 Tubulin beta chain TBB5_HUMAN 49,671 5 5 8 13.30% LAVNMVPFPR 253 262 41.9 29.1 35.3 1 0 0 1,159.6293
L_07 Tubulin beta chain TBB5_HUMAN 49,671 5 5 8 13.30% ALTVPELTQQVFDAK 283 297 62.3 27.8 57.8 1 0 0 1,659.8954
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% MREIVHIQAGQCGNQIGAK 1 19 55.9 27.6 0.0 0 2 0 2,126.0596
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% EIVHIQAGQCGNQIGAK 3 19 75.0 28.0 0.0 2 0 0 1,822.9231
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% ISVYYNEATGGK 47 58 71.8 26.4 67.5 2 0 0 1,301.6372
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% AILVDLEPGTMDSVR 63 77 76.6 28.3 73.5 4 0 0 1,631.8312
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% IMNTFSVVPSPK 163 174 78.3 28.3 54.3 4 0 0 1,319.7028
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% FPGQLNADLR 242 251 54.4 28.8 38.4 1 0 0 1,130.5954
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% KLAVNMVPFPR 252 262 40.5 27.1 37.7 2 0 0 1,287.7243
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% LAVNMVPFPR 253 262 61.3 29.1 52.3 4 0 0 1,159.6293
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% ALTVPELTQQVFDAK 283 297 63.1 27.9 59.6 2 0 0 1,659.8954
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% MSMKEVDEQMLNVQNK 321 336 39.8 25.0 28.0 0 5 0 1,971.8822
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% EVDEQMLNVQNK 325 336 75.5 26.4 59.4 4 0 0 1,446.6894
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% TAVCDIPPR 351 359 43.9 26.6 32.6 3 0 0 1,028.5195
L_08 Tubulin beta chain TBB5_HUMAN 49,671 13 17 37 29.10% ISEQFTAMFR 381 390 73.7 25.9 64.2 2 0 0 1,245.5933
L_09 Tubulin beta chain TBB5_HUMAN 49,671 9 10 18 23.90% EIVHIQAGQCGNQIGAK 3 19 71.6 28.0 0.0 1 0 0 1,822.9231
L_09 Tubulin beta chain TBB5_HUMAN 49,671 9 10 18 23.90% ISVYYNEATGGK 47 58 69.0 26.4 62.1 2 0 0 1,301.6372
L_09 Tubulin beta chain TBB5_HUMAN 49,671 9 10 18 23.90% AILVDLEPGTMDSVR 63 77 70.5 28.3 60.2 4 0 0 1,631.8312
L_09 Tubulin beta chain TBB5_HUMAN 49,671 9 10 18 23.90% IMNTFSVVPSPK 163 174 60.1 28.3 48.2 2 0 0 1,335.6978
L_09 Tubulin beta chain TBB5_HUMAN 49,671 9 10 18 23.90% LAVNMVPFPR 253 262 44.9 28.7 33.5 2 0 0 1,143.6343
L_09 Tubulin beta chain TBB5_HUMAN 49,671 9 10 18 23.90% ALTVPELTQQVFDAK 283 297 61.3 27.9 54.0 2 0 0 1,659.8954
L_09 Tubulin beta chain TBB5_HUMAN 49,671 9 10 18 23.90% MSMKEVDEQMLNVQNK 321 336 46.1 25.0 38.9 0 2 0 1,971.8822
L_09 Tubulin beta chain TBB5_HUMAN 49,671 9 10 18 23.90% EVDEQMLNVQNK 325 336 66.0 25.5 57.1 2 0 0 1,462.6844
L_09 Tubulin beta chain TBB5_HUMAN 49,671 9 10 18 23.90% TAVCDIPPR 351 359 27.4 25.9 19.4 1 0 0 1,028.5195
L_10 Tubulin beta chain TBB5_HUMAN 49,671 8 12 21 21.60% ISVYYNEATGGK 47 58 65.5 26.4 62.6 2 0 0 1,301.6372
L_10 Tubulin beta chain TBB5_HUMAN 49,671 8 12 21 21.60% AILVDLEPGTMDSVR 63 77 66.8 28.5 60.2 4 0 0 1,631.8312
L_10 Tubulin beta chain TBB5_HUMAN 49,671 8 12 21 21.60% IMNTFSVVPSPK 163 174 63.4 28.4 54.4 4 0 0 1,335.6978
L_10 Tubulin beta chain TBB5_HUMAN 49,671 8 12 21 21.60% FPGQLNADLR 242 251 55.7 28.8 42.6 2 0 0 1,130.5954
L_10 Tubulin beta chain TBB5_HUMAN 49,671 8 12 21 21.60% LAVNMVPFPR 253 262 57.0 28.4 48.7 3 0 0 1,159.6293
L_10 Tubulin beta chain TBB5_HUMAN 49,671 8 12 21 21.60% ALTVPELTQQVFDAK 283 297 62.2 27.9 52.2 2 0 0 1,659.8954
L_10 Tubulin beta chain TBB5_HUMAN 49,671 8 12 21 21.60% EVDEQMLNVQNK 325 336 45.7 26.8 32.2 2 0 0 1,446.6894
L_10 Tubulin beta chain TBB5_HUMAN 49,671 8 12 21 21.60% ISEQFTAMFR 381 390 55.6 26.5 49.1 2 0 0 1,229.5983
L_11 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 22.30% ISVYYNEATGGK 47 58 67.3 26.4 63.4 2 0 0 1,301.6372
L_11 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 22.30% AILVDLEPGTMDSVR 63 77 49.2 28.1 44.7 2 0 0 1,615.8362
L_11 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 22.30% IMNTFSVVPSPK 163 174 49.1 28.5 39.6 2 0 0 1,335.6978
L_11 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 22.30% FPGQLNADLR 242 251 55.0 28.8 42.0 2 0 0 1,130.5954
L_11 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 22.30% LAVNMVPFPR 253 262 45.0 29.2 39.1 1 0 0 1,159.6293
L_11 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 22.30% ALTVPELTQQVFDAK 283 297 62.5 27.9 61.8 2 0 0 1,659.8954
L_11 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 22.30% YLTVAAVFR 310 318 65.5 25.7 56.3 2 0 0 1,039.5934
L_11 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 22.30% MSMKEVDEQMLNVQNK 321 336 30.5 25.0 29.7 0 2 0 1,971.8822
L_12 Tubulin beta chain TBB5_HUMAN 49,671 6 7 13 15.30% ISVYYNEATGGK 47 58 54.8 26.9 52.8 2 0 0 1,301.6372
L_12 Tubulin beta chain TBB5_HUMAN 49,671 6 7 13 15.30% AILVDLEPGTMDSVR 63 77 57.2 28.4 57.2 2 0 0 1,631.8312
L_12 Tubulin beta chain TBB5_HUMAN 49,671 6 7 13 15.30% IMNTFSVVPSPK 163 174 59.3 28.6 35.7 2 0 0 1,335.6978
L_12 Tubulin beta chain TBB5_HUMAN 49,671 6 7 13 15.30% FPGQLNADLR 242 251 39.0 28.8 29.5 2 0 0 1,130.5954
L_12 Tubulin beta chain TBB5_HUMAN 49,671 6 7 13 15.30% LAVNMVPFPR 253 262 54.0 28.4 45.9 3 0 0 1,159.6293
L_12 Tubulin beta chain TBB5_HUMAN 49,671 6 7 13 15.30% YLTVAAVFR 310 318 44.9 25.6 34.8 2 0 0 1,039.5934
L_13 Tubulin beta chain TBB5_HUMAN 49,671 10 12 20 23.20% ISVYYNEATGGK 47 58 80.9 26.4 76.2 2 0 0 1,301.6372
L_13 Tubulin beta chain TBB5_HUMAN 49,671 10 12 20 23.20% ISVYYNEATGGKYVPR 47 62 19.4 28.0 17.5 0 1 0 1,816.9228
L_13 Tubulin beta chain TBB5_HUMAN 49,671 10 12 20 23.20% AILVDLEPGTMDSVR 63 77 49.1 28.1 48.7 1 2 0 1,615.8362
L_13 Tubulin beta chain TBB5_HUMAN 49,671 10 12 20 23.20% IMNTFSVVPSPK 163 174 61.9 28.3 42.9 3 0 0 1,319.7028
L_13 Tubulin beta chain TBB5_HUMAN 49,671 10 12 20 23.20% FPGQLNADLR 242 251 55.0 29.0 39.1 2 0 0 1,130.5954
L_13 Tubulin beta chain TBB5_HUMAN 49,671 10 12 20 23.20% LAVNMVPFPR 253 262 60.0 28.4 54.3 1 0 0 1,159.6293
L_13 Tubulin beta chain TBB5_HUMAN 49,671 10 12 20 23.20% ALTVPELTQQVFDAK 283 297 64.3 27.9 60.3 2 0 0 1,659.8954
L_13 Tubulin beta chain TBB5_HUMAN 49,671 10 12 20 23.20% YLTVAAVFR 310 318 55.5 25.7 47.6 2 0 0 1,039.5934
L_13 Tubulin beta chain TBB5_HUMAN 49,671 10 12 20 23.20% MSMKEVDEQMLNVQNK 321 336 38.1 25.0 35.2 0 2 0 1,971.8822
L_13 Tubulin beta chain TBB5_HUMAN 49,671 10 12 20 23.20% EVDEQMLNVQNK 325 336 69.8 25.5 64.0 2 0 0 1,462.6844
L_14 Tubulin beta chain TBB5_HUMAN 49,671 7 9 16 16.00% AILVDLEPGTMDSVR 63 77 64.4 28.5 59.6 2 1 0 1,631.8312
L_14 Tubulin beta chain TBB5_HUMAN 49,671 7 9 16 16.00% IMNTFSVVPSPK 163 174 61.3 28.3 40.8 4 0 0 1,319.7028
L_14 Tubulin beta chain TBB5_HUMAN 49,671 7 9 16 16.00% YLTVAAVFR 310 318 44.7 25.7 36.2 2 0 0 1,039.5934



L_14 Tubulin beta chain TBB5_HUMAN 49,671 7 9 16 16.00% MSMKEVDEQMLNVQNK 321 336 38.0 25.0 26.0 0 2 0 1,971.8822
L_14 Tubulin beta chain TBB5_HUMAN 49,671 7 9 16 16.00% EVDEQMLNVQNK 325 336 30.8 25.5 23.2 2 0 0 1,462.6844
L_14 Tubulin beta chain TBB5_HUMAN 49,671 7 9 16 16.00% TAVCDIPPR 351 359 28.6 25.9 28.6 1 0 0 1,028.5195
L_14 Tubulin beta chain TBB5_HUMAN 49,671 7 9 16 16.00% ISEQFTAMFR 381 390 36.4 26.1 27.4 2 0 0 1,229.5983
L_15 Tubulin beta chain TBB5_HUMAN 49,671 10 10 18 23.20% ISVYYNEATGGK 47 58 81.3 26.9 77.0 2 0 0 1,301.6372
L_15 Tubulin beta chain TBB5_HUMAN 49,671 10 10 18 23.20% AILVDLEPGTMDSVR 63 77 33.1 28.4 30.4 0 1 0 1,631.8312
L_15 Tubulin beta chain TBB5_HUMAN 49,671 10 10 18 23.20% IMNTFSVVPSPK 163 174 69.4 28.4 52.2 2 0 0 1,335.6978
L_15 Tubulin beta chain TBB5_HUMAN 49,671 10 10 18 23.20% FPGQLNADLR 242 251 54.8 28.8 41.4 2 0 0 1,130.5954
L_15 Tubulin beta chain TBB5_HUMAN 49,671 10 10 18 23.20% LAVNMVPFPR 253 262 62.4 28.4 57.2 2 0 0 1,159.6293
L_15 Tubulin beta chain TBB5_HUMAN 49,671 10 10 18 23.20% YLTVAAVFR 310 318 52.1 25.6 44.1 2 0 0 1,039.5934
L_15 Tubulin beta chain TBB5_HUMAN 49,671 10 10 18 23.20% MSMKEVDEQMLNVQNK 321 336 60.9 25.0 52.7 0 2 0 1,971.8822
L_15 Tubulin beta chain TBB5_HUMAN 49,671 10 10 18 23.20% EVDEQMLNVQNK 325 336 63.1 25.5 57.4 2 0 0 1,462.6844
L_15 Tubulin beta chain TBB5_HUMAN 49,671 10 10 18 23.20% TAVCDIPPR 351 359 41.1 25.9 27.6 2 0 0 1,028.5195
L_15 Tubulin beta chain TBB5_HUMAN 49,671 10 10 18 23.20% ISEQFTAMFR 381 390 25.8 26.1 21.2 1 0 0 1,229.5983
L_16 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.10% ISVYYNEATGGK 47 58 58.7 26.4 52.7 2 0 0 1,301.6372
L_16 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.10% IMNTFSVVPSPK 163 174 78.3 28.0 58.0 2 0 0 1,335.6978
L_16 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.10% FPGQLNADLR 242 251 60.5 28.6 45.5 2 0 0 1,130.5954
L_16 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.10% ALTVPELTQQVFDAK 283 297 60.7 27.9 56.5 2 0 0 1,659.8954
L_16 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.10% TAVCDIPPR 351 359 23.5 25.9 16.3 1 0 0 1,028.5195
M_02 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 10.60% ISVYYNEATGGK 47 58 66.3 26.5 65.6 2 0 0 1,301.6372
M_02 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 10.60% AILVDLEPGTMDSVR 63 77 63.9 28.5 63.6 2 0 0 1,631.8312
M_02 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 10.60% LAVNMVPFPR 253 262 24.6 28.4 22.3 2 0 0 1,159.6293
M_02 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 10.60% ISEQFTAMFR 381 390 38.2 25.8 34.7 2 0 0 1,245.5933
M_03 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 6.08% ISVYYNEATGGK 47 58 31.9 26.4 22.6 2 0 0 1,301.6372
M_03 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 6.08% AILVDLEPGTMDSVR 63 77 37.5 28.5 37.2 2 0 0 1,631.8312
M_04 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 10.40% ISVYYNEATGGK 47 58 30.0 26.9 24.0 2 0 0 1,301.6372
M_04 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 10.40% AILVDLEPGTMDSVR 63 77 61.2 28.3 57.5 2 0 0 1,631.8312
M_04 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 10.40% YLTVAAVFR 310 318 27.9 25.7 20.4 2 0 0 1,039.5934
M_04 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 10.40% ISEQFTAMFR 381 390 60.8 25.8 54.8 2 0 0 1,245.5933
M_06 Tubulin beta chain TBB5_HUMAN 49,671 8 9 14 18.90% ISVYYNEATGGK 47 58 51.0 26.6 48.4 1 0 0 1,301.6372
M_06 Tubulin beta chain TBB5_HUMAN 49,671 8 9 14 18.90% AILVDLEPGTMDSVR 63 77 57.3 28.5 51.8 2 0 0 1,631.8312
M_06 Tubulin beta chain TBB5_HUMAN 49,671 8 9 14 18.90% IMNTFSVVPSPK 163 174 27.0 28.1 21.5 1 0 0 1,335.6978
M_06 Tubulin beta chain TBB5_HUMAN 49,671 8 9 14 18.90% FPGQLNADLR 242 251 25.7 28.6 20.7 1 0 0 1,130.5954
M_06 Tubulin beta chain TBB5_HUMAN 49,671 8 9 14 18.90% LAVNMVPFPR 253 262 43.9 29.0 39.1 3 0 0 1,159.6293
M_06 Tubulin beta chain TBB5_HUMAN 49,671 8 9 14 18.90% YLTVAAVFR 310 318 42.9 25.7 39.7 2 0 0 1,039.5934
M_06 Tubulin beta chain TBB5_HUMAN 49,671 8 9 14 18.90% MSMKEVDEQMLNVQNK 321 336 32.5 25.0 29.8 0 2 0 1,971.8822
M_06 Tubulin beta chain TBB5_HUMAN 49,671 8 9 14 18.90% EVDEQMLNVQNK 325 336 29.5 25.5 26.2 2 0 0 1,462.6844
M_07 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.43% ISVYYNEATGGK 47 58 59.6 26.6 59.6 2 0 0 1,301.6372
M_07 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.43% IMNTFSVVPSPK 163 174 49.8 28.0 39.6 2 0 0 1,335.6978
M_07 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.43% YLTVAAVFR 310 318 37.1 25.7 25.8 2 0 0 1,039.5934
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% MREIVHIQAGQCGNQIGAK 1 19 55.2 27.5 0.0 0 2 0 2,126.0596
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% EIVHIQAGQCGNQIGAK 3 19 75.2 28.0 0.0 2 0 0 1,822.9231
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% ISVYYNEATGGK 47 58 81.1 26.2 76.1 2 0 0 1,301.6372
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% AILVDLEPGTMDSVR 63 77 72.2 28.6 66.7 4 0 0 1,631.8312
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% IMNTFSVVPSPK 163 174 68.2 28.2 53.3 2 0 0 1,335.6978
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% FPGQLNADLR 242 251 52.3 28.7 39.1 2 0 0 1,130.5954
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% LAVNMVPFPR 253 262 39.2 27.7 25.7 2 0 0 1,143.6343
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% ALTVPELTQQVFDAK 283 297 66.7 27.7 60.8 2 2 0 1,659.8954
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% YLTVAAVFR 310 318 52.5 25.7 44.2 2 0 0 1,039.5934
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% MSMKEVDEQMLNVQNK 321 336 42.7 25.0 31.0 0 2 0 1,971.8822
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% EVDEQMLNVQNK 325 336 58.4 25.5 53.1 4 0 0 1,462.6844
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% TAVCDIPPR 351 359 39.3 26.6 27.0 4 0 0 1,028.5195
M_08 Tubulin beta chain TBB5_HUMAN 49,671 13 16 33 30.90% ISEQFTAMFR 381 390 73.8 25.7 58.6 1 0 0 1,245.5933
M_09 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.66% ISVYYNEATGGK 47 58 42.1 26.4 38.9 2 0 0 1,301.6372
M_09 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.66% IMNTFSVVPSPK 163 174 51.2 28.0 44.3 2 0 0 1,335.6978
M_09 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.66% LAVNMVPFPR 253 262 55.4 29.2 50.8 2 0 0 1,159.6293
M_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 16.90% ISVYYNEATGGK 47 58 53.7 26.4 53.7 2 0 0 1,301.6372
M_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 16.90% AILVDLEPGTMDSVR 63 77 54.2 28.3 53.0 2 0 0 1,631.8312
M_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 16.90% IMNTFSVVPSPK 163 174 44.3 28.2 33.2 2 0 0 1,335.6978
M_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 16.90% FPGQLNADLR 242 251 26.2 28.6 21.8 1 0 0 1,130.5954
M_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 16.90% LAVNMVPFPR 253 262 42.6 28.4 30.5 2 0 0 1,159.6293
M_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 16.90% MSMKEVDEQMLNVQNK 321 336 28.2 25.0 17.6 0 1 0 1,971.8822
M_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 16.90% EVDEQMLNVQNK 325 336 52.7 25.4 44.0 2 0 0 1,462.6844
M_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 10 11.90% ISVYYNEATGGK 47 58 62.2 26.4 57.0 2 0 0 1,301.6372
M_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 10 11.90% IMNTFSVVPSPK 163 174 49.0 28.2 39.7 2 0 0 1,335.6978
M_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 10 11.90% FPGQLNADLR 242 251 38.5 28.6 23.3 2 0 0 1,130.5954
M_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 10 11.90% YLTVAAVFR 310 318 43.3 25.6 28.4 2 0 0 1,039.5934
M_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 10 11.90% ISEQFTAMFR 381 390 50.8 25.9 43.3 2 0 0 1,229.5983
M_12 Tubulin beta chain TBB5_HUMAN 49,671 9 10 17 21.20% ISVYYNEATGGK 47 58 84.0 26.2 79.2 2 0 0 1,301.6372
M_12 Tubulin beta chain TBB5_HUMAN 49,671 9 10 17 21.20% AILVDLEPGTMDSVR 63 77 69.7 28.5 63.2 2 0 0 1,631.8312
M_12 Tubulin beta chain TBB5_HUMAN 49,671 9 10 17 21.20% IMNTFSVVPSPK 163 174 52.1 28.2 35.7 2 0 0 1,335.6978
M_12 Tubulin beta chain TBB5_HUMAN 49,671 9 10 17 21.20% FPGQLNADLR 242 251 55.6 28.7 36.5 2 0 0 1,130.5954
M_12 Tubulin beta chain TBB5_HUMAN 49,671 9 10 17 21.20% LAVNMVPFPR 253 262 52.3 28.4 41.2 1 0 0 1,159.6293
M_12 Tubulin beta chain TBB5_HUMAN 49,671 9 10 17 21.20% YLTVAAVFR 310 318 38.9 25.7 22.3 2 0 0 1,039.5934
M_12 Tubulin beta chain TBB5_HUMAN 49,671 9 10 17 21.20% MSMKEVDEQMLNVQNK 321 336 24.6 25.0 20.9 0 1 0 1,971.8822
M_12 Tubulin beta chain TBB5_HUMAN 49,671 9 10 17 21.20% EVDEQMLNVQNK 325 336 63.8 26.8 56.2 3 0 0 1,446.6894
M_12 Tubulin beta chain TBB5_HUMAN 49,671 9 10 17 21.20% ISEQFTAMFR 381 390 55.1 26.4 48.8 2 0 0 1,229.5983
M_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 16.70% ISVYYNEATGGK 47 58 71.4 26.6 71.4 2 0 0 1,301.6372
M_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 16.70% AILVDLEPGTMDSVR 63 77 63.7 28.3 60.2 2 0 0 1,631.8312
M_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 16.70% IMNTFSVVPSPK 163 174 45.8 28.1 34.6 4 0 0 1,335.6978
M_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 16.70% FPGQLNADLR 242 251 42.6 28.7 32.4 2 0 0 1,130.5954
M_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 16.70% YLTVAAVFR 310 318 53.0 25.7 38.2 2 0 0 1,039.5934
M_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 16.70% MSMKEVDEQMLNVQNK 321 336 17.5 25.0 6.5 0 1 0 1,971.8822
M_13 Tubulin beta chain TBB5_HUMAN 49,671 7 8 15 16.70% EVDEQMLNVQNK 325 336 35.8 25.6 31.9 2 0 0 1,462.6844
M_14 Tubulin beta chain TBB5_HUMAN 49,671 7 8 13 16.40% ISVYYNEATGGK 47 58 71.7 26.4 67.5 2 0 0 1,301.6372
M_14 Tubulin beta chain TBB5_HUMAN 49,671 7 8 13 16.40% AILVDLEPGTMDSVR 63 77 56.0 28.3 51.5 1 0 0 1,631.8312
M_14 Tubulin beta chain TBB5_HUMAN 49,671 7 8 13 16.40% IMNTFSVVPSPK 163 174 64.4 27.9 43.2 4 0 0 1,335.6978
M_14 Tubulin beta chain TBB5_HUMAN 49,671 7 8 13 16.40% YLTVAAVFR 310 318 25.4 25.4 16.0 1 0 0 1,039.5934
M_14 Tubulin beta chain TBB5_HUMAN 49,671 7 8 13 16.40% MSMKEVDEQMLNVQNK 321 336 27.8 25.0 17.8 0 2 0 1,971.8822
M_14 Tubulin beta chain TBB5_HUMAN 49,671 7 8 13 16.40% EVDEQMLNVQNK 325 336 52.1 26.4 42.7 1 0 0 1,446.6894
M_14 Tubulin beta chain TBB5_HUMAN 49,671 7 8 13 16.40% TAVCDIPPR 351 359 29.1 26.6 25.3 2 0 0 1,028.5195
M_15 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% EIVHIQAGQCGNQIGAK 3 19 41.0 28.0 0.0 0 1 0 1,822.9231
M_15 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% ISVYYNEATGGK 47 58 60.7 26.6 60.7 1 0 0 1,301.6372
M_15 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% IMNTFSVVPSPK 163 174 56.3 28.3 29.0 2 0 0 1,335.6978
M_15 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% FPGQLNADLR 242 251 60.6 28.6 47.4 2 0 0 1,130.5954
M_15 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% LAVNMVPFPR 253 262 49.6 28.4 45.0 2 0 0 1,159.6293
M_15 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% YLTVAAVFR 310 318 36.4 25.7 24.2 2 0 0 1,039.5934
M_15 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% MSMKEVDEQMLNVQNK 321 336 33.1 25.0 14.8 0 2 0 1,971.8822
M_15 Tubulin beta chain TBB5_HUMAN 49,671 8 8 14 21.40% TAVCDIPPR 351 359 36.9 26.6 10.4 2 0 0 1,028.5195
M_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 15 17.60% ISVYYNEATGGK 47 58 80.5 26.6 76.4 2 0 0 1,301.6372
M_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 15 17.60% IMNTFSVVPSPK 163 174 57.2 27.9 45.7 4 0 0 1,335.6978
M_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 15 17.60% FPGQLNADLR 242 251 38.8 28.7 24.9 1 0 0 1,130.5954
M_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 15 17.60% LAVNMVPFPR 253 262 61.5 28.5 55.2 4 0 0 1,159.6293
M_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 15 17.60% YLTVAAVFR 310 318 53.3 25.7 43.3 2 0 0 1,039.5934
M_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 15 17.60% MSMKEVDEQMLNVQNK 321 336 21.7 25.0 14.6 0 1 0 1,971.8822
M_16 Tubulin beta chain TBB5_HUMAN 49,671 7 9 15 17.60% TAVCDIPPR 351 359 34.0 25.7 31.8 1 0 0 1,028.5195
N_08 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.43% ISVYYNEATGGK 47 58 22.7 26.8 20.6 1 0 0 1,301.6372
N_08 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.43% EVDEQMLNVQNK 325 336 65.1 25.5 58.9 2 0 0 1,462.6844
N_08 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.43% TAVCDIPPR 351 359 22.8 26.3 21.7 1 0 0 1,028.5195
N_09 Tubulin beta chain TBB5_HUMAN 49,671 6 6 12 13.50% AILVDLEPGTMDSVR 63 77 59.7 28.4 56.1 2 0 0 1,631.8312
N_09 Tubulin beta chain TBB5_HUMAN 49,671 6 6 12 13.50% FPGQLNADLR 242 251 28.8 28.9 20.2 2 0 0 1,130.5954
N_09 Tubulin beta chain TBB5_HUMAN 49,671 6 6 12 13.50% LAVNMVPFPR 253 262 30.2 28.4 26.6 2 0 0 1,159.6293



N_09 Tubulin beta chain TBB5_HUMAN 49,671 6 6 12 13.50% YLTVAAVFR 310 318 28.3 25.6 27.1 2 0 0 1,039.5934
N_09 Tubulin beta chain TBB5_HUMAN 49,671 6 6 12 13.50% MSMKEVDEQMLNVQNK 321 336 24.6 25.0 10.0 0 2 0 1,971.8822
N_09 Tubulin beta chain TBB5_HUMAN 49,671 6 6 12 13.50% EVDEQMLNVQNK 325 336 48.7 25.4 42.2 2 0 0 1,462.6844
N_10 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.66% ISVYYNEATGGK 47 58 37.7 26.9 37.7 2 0 0 1,301.6372
N_10 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.66% IMNTFSVVPSPK 163 174 37.5 27.8 26.8 1 0 0 1,335.6978
N_10 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.66% FPGQLNADLR 242 251 24.9 28.8 9.6 1 0 0 1,130.5954
N_11 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 7.66% ISVYYNEATGGK 47 58 53.3 26.5 50.7 2 0 0 1,301.6372
N_11 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 7.66% IMNTFSVVPSPK 163 174 38.7 28.5 36.9 2 0 0 1,335.6978
N_11 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 7.66% FPGQLNADLR 242 251 22.5 28.8 6.7 1 0 0 1,130.5954
N_12 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 11.00% ISVYYNEATGGK 47 58 54.6 26.5 54.1 2 0 0 1,301.6372
N_12 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 11.00% AILVDLEPGTMDSVR 63 77 32.3 28.3 31.5 1 0 0 1,631.8312
N_12 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 11.00% IMNTFSVVPSPK 163 174 46.7 28.5 36.4 2 0 0 1,335.6978
N_12 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 11.00% LAVNMVPFPR 253 262 32.9 28.4 23.8 1 0 0 1,159.6293
N_13 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 11.00% ISVYYNEATGGK 47 58 61.7 26.9 59.9 2 0 0 1,301.6372
N_13 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 11.00% AILVDLEPGTMDSVR 63 77 46.4 28.4 45.4 2 0 0 1,631.8312
N_13 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 11.00% IMNTFSVVPSPK 163 174 42.7 27.7 37.8 2 0 0 1,335.6978
N_13 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 11.00% FPGQLNADLR 242 251 24.8 28.8 15.1 1 0 0 1,130.5954
N_14 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.41% ISVYYNEATGGK 47 58 43.7 26.5 43.7 2 0 0 1,301.6372
N_14 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 5.41% IMNTFSVVPSPK 163 174 34.0 27.8 25.6 2 0 0 1,335.6978
N_15 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.43% ISVYYNEATGGK 47 58 50.3 26.9 48.0 2 0 0 1,301.6372
N_15 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.43% IMNTFSVVPSPK 163 174 48.5 27.8 38.2 2 0 0 1,335.6978
N_15 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.43% YLTVAAVFR 310 318 32.3 25.6 24.8 2 0 0 1,039.5934
O_02 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 6.08% ISVYYNEATGGK 47 58 53.8 26.6 48.2 2 0 0 1,301.6372
O_02 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 6.08% AILVDLEPGTMDSVR 63 77 58.2 28.5 53.9 2 0 0 1,631.8312
O_03 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.95% ISVYYNEATGGK 47 58 35.4 26.9 35.4 1 0 0 1,301.6372
O_03 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 4.95% ISEQFTAMFR 381 390 72.6 25.9 63.9 2 0 0 1,245.5933
O_04 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.33% ISVYYNEATGGK 47 58 54.5 26.4 53.5 2 0 0 1,301.6372
O_04 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.33% AILVDLEPGTMDSVR 63 77 51.4 28.5 47.6 2 0 0 1,631.8312
O_04 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 8.33% ISEQFTAMFR 381 390 59.7 25.9 48.9 2 0 0 1,245.5933
O_06 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.21% ISVYYNEATGGK 47 58 40.7 26.6 37.8 1 0 0 1,301.6372
O_06 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.21% FPGQLNADLR 242 251 26.9 28.8 16.7 1 0 0 1,130.5954
O_06 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.21% LAVNMVPFPR 253 262 49.2 28.4 42.4 2 0 0 1,159.6293
O_07 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.23% ISVYYNEATGGK 47 58 39.9 26.9 36.9 2 0 0 1,301.6372
O_07 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.23% FPGQLNADLR 242 251 24.6 28.7 8.2 1 0 0 1,130.5954
O_07 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.23% LAVNMVPFPR 253 262 49.3 28.4 43.0 2 0 0 1,159.6293
O_07 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.23% YLTVAAVFR 310 318 44.7 25.7 37.5 2 0 0 1,039.5934
O_08 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 26.80% EIVHIQAGQCGNQIGAK 3 19 49.2 28.0 0.0 0 2 0 1,822.9231
O_08 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 26.80% ISVYYNEATGGK 47 58 74.1 26.9 74.1 2 0 0 1,301.6372
O_08 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 26.80% ISVYYNEATGGKYVPR 47 62 26.0 28.1 23.3 0 1 0 1,816.9228
O_08 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 26.80% AILVDLEPGTMDSVR 63 77 70.0 28.3 61.7 4 0 0 1,631.8312
O_08 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 26.80% IMNTFSVVPSPK 163 174 47.8 27.8 35.1 2 0 0 1,335.6978
O_08 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 26.80% LAVNMVPFPR 253 262 61.7 29.2 55.8 4 0 0 1,159.6293
O_08 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 26.80% ALTVPELTQQVFDAK 283 297 65.2 28.1 62.9 2 1 0 1,659.8954
O_08 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 26.80% YLTVAAVFR 310 318 63.2 25.7 51.6 2 0 0 1,039.5934
O_08 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 26.80% MSMKEVDEQMLNVQNK 321 336 28.5 25.0 19.0 0 2 0 1,971.8822
O_08 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 26.80% EVDEQMLNVQNK 325 336 41.0 25.7 26.4 2 0 0 1,462.6844
O_08 Tubulin beta chain TBB5_HUMAN 49,671 11 14 25 26.80% TAVCDIPPR 351 359 29.8 25.9 24.4 1 0 0 1,028.5195
O_09 Tubulin beta chain TBB5_HUMAN 49,671 5 6 12 13.10% ISVYYNEATGGK 47 58 43.0 27.3 37.8 2 0 0 1,301.6372
O_09 Tubulin beta chain TBB5_HUMAN 49,671 5 6 12 13.10% AILVDLEPGTMDSVR 63 77 59.0 28.3 57.9 2 0 0 1,631.8312
O_09 Tubulin beta chain TBB5_HUMAN 49,671 5 6 12 13.10% IMNTFSVVPSPK 163 174 40.0 28.4 31.9 2 0 0 1,335.6978
O_09 Tubulin beta chain TBB5_HUMAN 49,671 5 6 12 13.10% LAVNMVPFPR 253 262 45.9 29.1 39.6 4 0 0 1,159.6293
O_09 Tubulin beta chain TBB5_HUMAN 49,671 5 6 12 13.10% YLTVAAVFR 310 318 51.0 25.7 42.7 2 0 0 1,039.5934
O_10 Tubulin beta chain TBB5_HUMAN 49,671 4 5 7 10.60% ISVYYNEATGGK 47 58 43.4 26.8 38.2 1 0 0 1,301.6372
O_10 Tubulin beta chain TBB5_HUMAN 49,671 4 5 7 10.60% AILVDLEPGTMDSVR 63 77 45.4 28.5 40.4 2 0 0 1,631.8312
O_10 Tubulin beta chain TBB5_HUMAN 49,671 4 5 7 10.60% FPGQLNADLR 242 251 29.0 28.8 18.1 1 0 0 1,130.5954
O_10 Tubulin beta chain TBB5_HUMAN 49,671 4 5 7 10.60% LAVNMVPFPR 253 262 41.3 28.4 28.4 3 0 0 1,159.6293
O_11 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.95% ISVYYNEATGGK 47 58 55.7 26.9 51.4 2 0 0 1,301.6372
O_11 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.95% LAVNMVPFPR 253 262 46.5 28.4 38.2 2 0 0 1,159.6293
O_12 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.40% ISVYYNEATGGK 47 58 33.6 26.9 29.3 2 0 0 1,301.6372
O_12 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.40% AILVDLEPGTMDSVR 63 77 54.7 28.3 52.6 2 0 0 1,631.8312
O_12 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.40% FPGQLNADLR 242 251 26.6 28.8 15.2 1 0 0 1,130.5954
O_12 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.40% YLTVAAVFR 310 318 44.2 25.7 37.8 2 0 0 1,039.5934
O_13 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.11% ISVYYNEATGGK 47 58 46.8 27.2 43.7 1 0 0 1,301.6372
O_13 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.11% AILVDLEPGTMDSVR 63 77 56.3 28.5 52.5 1 0 0 1,631.8312
O_13 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 8.11% YLTVAAVFR 310 318 48.7 25.7 37.4 2 0 0 1,039.5934
O_14 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 6.08% ISVYYNEATGGK 47 58 33.2 26.4 33.2 2 0 0 1,301.6372
O_14 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 6.08% AILVDLEPGTMDSVR 63 77 51.7 28.5 42.7 2 0 0 1,631.8312
O_15 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 10.60% ISVYYNEATGGK 47 58 34.1 26.6 34.1 2 0 0 1,301.6372
O_15 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 10.60% AILVDLEPGTMDSVR 63 77 52.7 28.4 51.2 2 0 0 1,631.8312
O_15 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 10.60% LAVNMVPFPR 253 262 22.0 28.4 19.5 1 0 0 1,159.6293
O_15 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 10.60% ISEQFTAMFR 381 390 35.3 25.9 32.9 1 0 0 1,245.5933
O_16 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.40% ISVYYNEATGGK 47 58 40.1 27.2 40.1 2 0 0 1,301.6372
O_16 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.40% AILVDLEPGTMDSVR 63 77 47.9 28.5 37.0 2 0 0 1,631.8312
O_16 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.40% LAVNMVPFPR 253 262 27.5 28.4 19.8 2 0 0 1,159.6293
O_16 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.40% YLTVAAVFR 310 318 32.9 25.7 21.3 1 0 0 1,039.5934
P_02 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 6.08% ISVYYNEATGGK 47 58 50.9 26.6 45.4 2 0 0 1,301.6372
P_02 Tubulin beta chain TBB5_HUMAN 49,671 2 2 3 6.08% AILVDLEPGTMDSVR 63 77 54.0 28.4 54.0 1 0 0 1,631.8312
P_06 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.21% ISVYYNEATGGK 47 58 31.9 26.5 24.3 1 0 0 1,301.6372
P_06 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.21% FPGQLNADLR 242 251 26.8 28.8 20.2 1 0 0 1,130.5954
P_06 Tubulin beta chain TBB5_HUMAN 49,671 3 3 4 7.21% LAVNMVPFPR 253 262 27.5 28.4 21.2 2 0 0 1,159.6293
P_07 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% ISVYYNEATGGK 47 58 60.8 26.4 55.9 2 0 0 1,301.6372
P_07 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% IMNTFSVVPSPK 163 174 58.8 27.9 40.1 2 0 0 1,335.6978
P_07 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% FPGQLNADLR 242 251 24.6 28.8 21.4 1 0 0 1,130.5954
P_07 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% ISEQFTAMFR 381 390 53.3 26.1 40.5 2 0 0 1,245.5933
P_08 Tubulin beta chain TBB5_HUMAN 49,671 11 12 23 24.80% ISVYYNEATGGK 47 58 81.2 26.5 79.0 1 0 0 1,301.6372
P_08 Tubulin beta chain TBB5_HUMAN 49,671 11 12 23 24.80% AILVDLEPGTMDSVR 63 77 72.5 28.4 69.1 2 0 0 1,631.8312
P_08 Tubulin beta chain TBB5_HUMAN 49,671 11 12 23 24.80% IMNTFSVVPSPK 163 174 64.8 27.9 44.0 4 0 0 1,335.6978
P_08 Tubulin beta chain TBB5_HUMAN 49,671 11 12 23 24.80% FPGQLNADLR 242 251 55.9 28.9 41.6 2 0 0 1,130.5954
P_08 Tubulin beta chain TBB5_HUMAN 49,671 11 12 23 24.80% KLAVNMVPFPR 252 262 30.5 26.5 20.1 2 0 0 1,287.7243
P_08 Tubulin beta chain TBB5_HUMAN 49,671 11 12 23 24.80% LAVNMVPFPR 253 262 47.5 28.4 36.5 2 0 0 1,159.6293
P_08 Tubulin beta chain TBB5_HUMAN 49,671 11 12 23 24.80% ALTVPELTQQVFDAK 283 297 66.8 27.9 62.9 1 0 0 1,659.8954
P_08 Tubulin beta chain TBB5_HUMAN 49,671 11 12 23 24.80% YLTVAAVFR 310 318 34.1 25.6 18.8 2 0 0 1,039.5934
P_08 Tubulin beta chain TBB5_HUMAN 49,671 11 12 23 24.80% MSMKEVDEQMLNVQNK 321 336 36.3 25.0 25.4 0 3 0 1,971.8822
P_08 Tubulin beta chain TBB5_HUMAN 49,671 11 12 23 24.80% EVDEQMLNVQNK 325 336 44.2 25.8 35.3 2 0 0 1,462.6844
P_08 Tubulin beta chain TBB5_HUMAN 49,671 11 12 23 24.80% ISEQFTAMFR 381 390 52.2 26.1 46.9 2 0 0 1,229.5983
P_09 Tubulin beta chain TBB5_HUMAN 49,671 6 6 12 16.20% AILVDLEPGTMDSVR 63 77 63.0 28.3 59.6 2 0 0 1,631.8312
P_09 Tubulin beta chain TBB5_HUMAN 49,671 6 6 12 16.20% IMNTFSVVPSPK 163 174 51.0 28.0 35.1 2 0 0 1,319.7028
P_09 Tubulin beta chain TBB5_HUMAN 49,671 6 6 12 16.20% FPGQLNADLR 242 251 32.7 28.8 17.0 2 0 0 1,130.5954
P_09 Tubulin beta chain TBB5_HUMAN 49,671 6 6 12 16.20% LAVNMVPFPR 253 262 56.6 28.4 50.6 2 0 0 1,159.6293
P_09 Tubulin beta chain TBB5_HUMAN 49,671 6 6 12 16.20% YLTVAAVFR 310 318 51.0 25.6 42.7 2 0 0 1,039.5934
P_09 Tubulin beta chain TBB5_HUMAN 49,671 6 6 12 16.20% MSMKEVDEQMLNVQNK 321 336 36.8 25.0 31.1 0 2 0 1,971.8822
P_10 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.21% ISVYYNEATGGK 47 58 61.2 26.9 58.2 2 0 0 1,301.6372
P_10 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.21% FPGQLNADLR 242 251 26.8 28.8 12.4 2 0 0 1,130.5954
P_10 Tubulin beta chain TBB5_HUMAN 49,671 3 3 6 7.21% LAVNMVPFPR 253 262 47.0 28.9 39.9 2 0 0 1,159.6293
P_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 11.90% ISVYYNEATGGK 47 58 61.8 26.9 55.9 2 0 0 1,301.6372
P_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 11.90% IMNTFSVVPSPK 163 174 49.6 27.8 31.1 2 0 0 1,335.6978
P_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 11.90% LAVNMVPFPR 253 262 36.1 28.4 28.5 2 0 0 1,159.6293
P_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 11.90% YLTVAAVFR 310 318 26.5 25.6 21.2 1 0 0 1,039.5934
P_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 11.90% ISEQFTAMFR 381 390 67.2 25.9 59.5 2 0 0 1,245.5933
P_12 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.90% ISVYYNEATGGK 47 58 54.5 26.6 53.7 2 0 0 1,301.6372
P_12 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.90% AILVDLEPGTMDSVR 63 77 60.6 28.5 54.8 2 0 0 1,631.8312
P_12 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.90% IMNTFSVVPSPK 163 174 41.1 27.8 35.4 2 0 0 1,335.6978



P_12 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.90% FPGQLNADLR 242 251 29.9 28.8 23.2 2 0 0 1,130.5954
P_12 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.90% LAVNMVPFPR 253 262 41.9 28.4 33.0 2 0 0 1,159.6293
P_12 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.90% YLTVAAVFR 310 318 39.2 25.6 30.3 2 0 0 1,039.5934
P_12 Tubulin beta chain TBB5_HUMAN 49,671 7 7 14 18.90% MSMKEVDEQMLNVQNK 321 336 27.7 25.0 11.1 0 2 0 1,971.8822
P_13 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 14.60% EIVHIQAGQCGNQIGAK 3 19 31.0 28.0 0.0 0 1 0 1,822.9231
P_13 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 14.60% ISVYYNEATGGK 47 58 70.8 26.9 64.3 2 0 0 1,301.6372
P_13 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 14.60% AILVDLEPGTMDSVR 63 77 55.8 28.5 54.8 2 0 0 1,631.8312
P_13 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 14.60% IMNTFSVVPSPK 163 174 62.2 27.8 31.1 2 0 0 1,335.6978
P_13 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 14.60% YLTVAAVFR 310 318 33.0 25.6 19.4 2 0 0 1,039.5934
P_14 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 11.90% ISVYYNEATGGK 47 58 65.5 26.9 65.2 2 0 0 1,301.6372
P_14 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 11.90% AILVDLEPGTMDSVR 63 77 63.1 28.3 60.3 2 0 0 1,631.8312
P_14 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 11.90% FPGQLNADLR 242 251 26.4 28.8 20.3 1 0 0 1,130.5954
P_14 Tubulin beta chain TBB5_HUMAN 49,671 4 4 6 11.90% MSMKEVDEQMLNVQNK 321 336 29.8 25.0 23.6 0 1 0 1,971.8822
P_15 Tubulin beta chain TBB5_HUMAN 49,671 7 7 10 16.70% ISVYYNEATGGK 47 58 30.1 26.6 30.1 1 0 0 1,301.6372
P_15 Tubulin beta chain TBB5_HUMAN 49,671 7 7 10 16.70% IMNTFSVVPSPK 163 174 46.8 27.8 32.2 2 0 0 1,335.6978
P_15 Tubulin beta chain TBB5_HUMAN 49,671 7 7 10 16.70% FPGQLNADLR 242 251 25.4 28.8 15.4 1 0 0 1,130.5954
P_15 Tubulin beta chain TBB5_HUMAN 49,671 7 7 10 16.70% LAVNMVPFPR 253 262 44.4 29.2 40.6 2 0 0 1,159.6293
P_15 Tubulin beta chain TBB5_HUMAN 49,671 7 7 10 16.70% YLTVAAVFR 310 318 28.4 25.6 28.2 1 0 0 1,039.5934
P_15 Tubulin beta chain TBB5_HUMAN 49,671 7 7 10 16.70% EVDEQMLNVQNK 325 336 37.4 25.5 37.4 2 0 0 1,462.6844
P_15 Tubulin beta chain TBB5_HUMAN 49,671 7 7 10 16.70% TAVCDIPPR 351 359 22.8 25.7 14.3 1 0 0 1,028.5195
P_16 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.40% ISVYYNEATGGK 47 58 61.5 26.9 53.8 2 0 0 1,301.6372
P_16 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.40% AILVDLEPGTMDSVR 63 77 68.0 28.3 64.5 2 0 0 1,631.8312
P_16 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.40% LAVNMVPFPR 253 262 40.0 28.4 29.3 2 0 0 1,159.6293
P_16 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 10.40% YLTVAAVFR 310 318 25.9 25.7 25.9 1 0 0 1,039.5934
Q_02 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 8.33% ISVYYNEATGGK 47 58 67.3 26.5 55.4 2 0 0 1,301.6372
Q_02 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 8.33% AILVDLEPGTMDSVR 63 77 63.5 28.6 60.4 2 0 0 1,631.8312
Q_02 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 8.33% ISEQFTAMFR 381 390 35.4 26.1 33.5 1 0 0 1,245.5933
Q_04 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 8.11% ISVYYNEATGGK 47 58 63.5 26.6 63.5 2 0 0 1,301.6372
Q_04 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 8.11% AILVDLEPGTMDSVR 63 77 55.2 28.5 50.3 2 0 0 1,631.8312
Q_04 Tubulin beta chain TBB5_HUMAN 49,671 3 3 5 8.11% YLTVAAVFR 310 318 37.3 25.6 26.4 1 0 0 1,039.5934
Q_05 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.95% ISVYYNEATGGK 47 58 42.1 26.4 34.7 2 0 0 1,301.6372
Q_05 Tubulin beta chain TBB5_HUMAN 49,671 2 2 4 4.95% ISEQFTAMFR 381 390 47.7 25.9 32.5 2 0 0 1,245.5933
Q_06 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% ISVYYNEATGGK 47 58 64.6 26.4 64.1 2 0 0 1,301.6372
Q_06 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% IMNTFSVVPSPK 163 174 53.0 27.8 37.7 2 0 0 1,335.6978
Q_06 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% FPGQLNADLR 242 251 50.1 28.8 36.3 1 0 0 1,130.5954
Q_06 Tubulin beta chain TBB5_HUMAN 49,671 4 4 7 9.91% LAVNMVPFPR 253 262 51.5 28.9 45.0 2 0 0 1,159.6293
Q_07 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 10.60% IMNTFSVVPSPK 163 174 64.8 28.5 44.0 2 0 0 1,335.6978
Q_07 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 10.60% FPGQLNADLR 242 251 30.5 28.8 19.2 2 0 0 1,130.5954
Q_07 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 10.60% YLTVAAVFR 310 318 40.0 25.6 33.2 2 0 0 1,039.5934
Q_07 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 10.60% MSMKEVDEQMLNVQNK 321 336 48.3 25.0 46.3 0 2 0 1,971.8822
Q_08 Tubulin beta chain TBB5_HUMAN 49,671 8 10 20 20.00% ISVYYNEATGGK 47 58 69.5 26.4 64.3 2 0 0 1,301.6372
Q_08 Tubulin beta chain TBB5_HUMAN 49,671 8 10 20 20.00% AILVDLEPGTMDSVR 63 77 58.7 28.3 54.6 2 0 0 1,631.8312
Q_08 Tubulin beta chain TBB5_HUMAN 49,671 8 10 20 20.00% IMNTFSVVPSPK 163 174 77.4 28.0 45.6 4 0 0 1,319.7028
Q_08 Tubulin beta chain TBB5_HUMAN 49,671 8 10 20 20.00% FPGQLNADLR 242 251 53.8 28.9 39.2 2 0 0 1,130.5954
Q_08 Tubulin beta chain TBB5_HUMAN 49,671 8 10 20 20.00% YLTVAAVFR 310 318 50.5 25.6 40.1 2 0 0 1,039.5934
Q_08 Tubulin beta chain TBB5_HUMAN 49,671 8 10 20 20.00% EVDEQMLNVQNK 325 336 61.7 26.7 47.2 4 0 0 1,446.6894
Q_08 Tubulin beta chain TBB5_HUMAN 49,671 8 10 20 20.00% TAVCDIPPR 351 359 25.0 25.9 16.8 2 0 0 1,028.5195
Q_08 Tubulin beta chain TBB5_HUMAN 49,671 8 10 20 20.00% ISEQFTAMFR 381 390 73.7 25.9 64.6 2 0 0 1,245.5933
Q_09 Tubulin beta chain TBB5_HUMAN 49,671 9 9 17 20.90% ISVYYNEATGGK 47 58 59.2 26.9 59.2 2 0 0 1,301.6372
Q_09 Tubulin beta chain TBB5_HUMAN 49,671 9 9 17 20.90% AILVDLEPGTMDSVR 63 77 63.3 28.4 60.0 2 0 0 1,631.8312
Q_09 Tubulin beta chain TBB5_HUMAN 49,671 9 9 17 20.90% IMNTFSVVPSPK 163 174 64.4 27.8 47.1 2 0 0 1,335.6978
Q_09 Tubulin beta chain TBB5_HUMAN 49,671 9 9 17 20.90% FPGQLNADLR 242 251 43.2 28.8 32.4 2 0 0 1,130.5954
Q_09 Tubulin beta chain TBB5_HUMAN 49,671 9 9 17 20.90% LAVNMVPFPR 253 262 44.2 28.4 38.0 2 0 0 1,159.6293
Q_09 Tubulin beta chain TBB5_HUMAN 49,671 9 9 17 20.90% YLTVAAVFR 310 318 28.4 25.6 23.9 2 0 0 1,039.5934
Q_09 Tubulin beta chain TBB5_HUMAN 49,671 9 9 17 20.90% MSMKEVDEQMLNVQNK 321 336 34.6 25.0 28.9 0 2 0 1,971.8822
Q_09 Tubulin beta chain TBB5_HUMAN 49,671 9 9 17 20.90% EVDEQMLNVQNK 325 336 73.2 25.5 58.9 2 0 0 1,462.6844
Q_09 Tubulin beta chain TBB5_HUMAN 49,671 9 9 17 20.90% TAVCDIPPR 351 359 29.1 26.3 21.5 1 0 0 1,028.5195
Q_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 15.30% ISVYYNEATGGK 47 58 34.9 26.6 30.2 2 0 0 1,301.6372
Q_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 15.30% IMNTFSVVPSPK 163 174 67.1 27.8 47.3 2 0 0 1,335.6978
Q_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 15.30% LAVNMVPFPR 253 262 39.1 28.4 29.6 2 0 0 1,159.6293
Q_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 15.30% YLTVAAVFR 310 318 28.4 25.6 23.4 2 0 0 1,039.5934
Q_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 15.30% MSMKEVDEQMLNVQNK 321 336 33.2 25.0 23.8 0 1 0 1,971.8822
Q_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 15.30% EVDEQMLNVQNK 325 336 69.8 25.8 59.4 2 0 0 1,462.6844
Q_10 Tubulin beta chain TBB5_HUMAN 49,671 7 7 12 15.30% TAVCDIPPR 351 359 26.8 26.3 21.1 1 0 0 1,028.5195
Q_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 10 12.40% ISVYYNEATGGK 47 58 77.3 26.6 73.0 2 0 0 1,301.6372
Q_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 10 12.40% IMNTFSVVPSPK 163 174 65.2 27.8 50.2 2 0 0 1,335.6978
Q_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 10 12.40% LAVNMVPFPR 253 262 44.5 28.4 38.3 2 0 0 1,159.6293
Q_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 10 12.40% YLTVAAVFR 310 318 35.4 25.6 29.3 2 0 0 1,039.5934
Q_11 Tubulin beta chain TBB5_HUMAN 49,671 5 5 10 12.40% EVDEQMLNVQNK 325 336 54.9 25.7 50.5 2 0 0 1,462.6844
Q_12 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.10% AILVDLEPGTMDSVR 63 77 58.3 28.4 57.4 2 0 0 1,631.8312
Q_12 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.10% IMNTFSVVPSPK 163 174 74.4 27.8 56.7 2 0 0 1,335.6978
Q_12 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.10% LAVNMVPFPR 253 262 42.1 28.4 32.8 2 0 0 1,159.6293
Q_12 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.10% YLTVAAVFR 310 318 37.4 25.6 26.9 2 0 0 1,039.5934
Q_12 Tubulin beta chain TBB5_HUMAN 49,671 5 5 9 13.10% EVDEQMLNVQNK 325 336 35.0 25.8 26.5 1 0 0 1,462.6844
Q_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 13 17.80% EIVHIQAGQCGNQIGAK 3 19 39.8 28.0 0.0 0 2 0 1,822.9231
Q_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 13 17.80% AILVDLEPGTMDSVR 63 77 59.2 28.4 56.2 2 0 0 1,631.8312
Q_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 13 17.80% IMNTFSVVPSPK 163 174 49.1 27.9 36.2 2 0 0 1,335.6978
Q_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 13 17.80% FPGQLNADLR 242 251 55.3 28.8 39.0 2 0 0 1,130.5954
Q_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 13 17.80% YLTVAAVFR 310 318 37.7 25.6 23.0 2 0 0 1,039.5934
Q_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 13 17.80% MSMKEVDEQMLNVQNK 321 336 25.1 25.0 15.3 0 1 0 1,971.8822
Q_13 Tubulin beta chain TBB5_HUMAN 49,671 7 7 13 17.80% EVDEQMLNVQNK 325 336 53.2 25.7 45.9 2 0 0 1,462.6844
Q_14 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 20.50% EIVHIQAGQCGNQIGAK 3 19 45.6 28.0 0.0 0 2 0 1,822.9231
Q_14 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 20.50% ISVYYNEATGGK 47 58 69.8 26.5 65.0 2 0 0 1,301.6372
Q_14 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 20.50% AILVDLEPGTMDSVR 63 77 63.0 28.4 61.9 2 0 0 1,631.8312
Q_14 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 20.50% IMNTFSVVPSPK 163 174 68.3 27.9 49.2 2 0 0 1,335.6978
Q_14 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 20.50% FPGQLNADLR 242 251 45.1 28.8 34.7 2 0 0 1,130.5954
Q_14 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 20.50% YLTVAAVFR 310 318 44.2 25.6 26.8 2 0 0 1,039.5934
Q_14 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 20.50% MSMKEVDEQMLNVQNK 321 336 33.3 25.0 22.2 0 1 0 1,971.8822
Q_14 Tubulin beta chain TBB5_HUMAN 49,671 8 8 15 20.50% EVDEQMLNVQNK 325 336 60.4 25.8 60.4 2 0 0 1,462.6844
Q_15 Tubulin beta chain TBB5_HUMAN 49,671 9 10 19 21.40% EIVHIQAGQCGNQIGAK 3 19 34.8 28.0 0.0 0 2 0 1,822.9231
Q_15 Tubulin beta chain TBB5_HUMAN 49,671 9 10 19 21.40% ISVYYNEATGGK 47 58 80.4 26.4 76.6 2 0 0 1,301.6372
Q_15 Tubulin beta chain TBB5_HUMAN 49,671 9 10 19 21.40% IMNTFSVVPSPK 163 174 64.9 27.8 48.0 4 0 0 1,335.6978
Q_15 Tubulin beta chain TBB5_HUMAN 49,671 9 10 19 21.40% FPGQLNADLR 242 251 47.1 28.8 36.0 2 0 0 1,130.5954
Q_15 Tubulin beta chain TBB5_HUMAN 49,671 9 10 19 21.40% LAVNMVPFPR 253 262 43.6 28.4 35.3 2 0 0 1,159.6293
Q_15 Tubulin beta chain TBB5_HUMAN 49,671 9 10 19 21.40% YLTVAAVFR 310 318 55.6 25.6 45.5 2 0 0 1,039.5934
Q_15 Tubulin beta chain TBB5_HUMAN 49,671 9 10 19 21.40% MSMKEVDEQMLNVQNK 321 336 25.9 25.0 19.1 0 2 0 1,971.8822
Q_15 Tubulin beta chain TBB5_HUMAN 49,671 9 10 19 21.40% EVDEQMLNVQNK 325 336 64.7 25.4 49.1 2 0 0 1,462.6844
Q_15 Tubulin beta chain TBB5_HUMAN 49,671 9 10 19 21.40% TAVCDIPPR 351 359 27.3 25.9 19.3 1 0 0 1,028.5195
Q_16 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 9.68% ISVYYNEATGGK 47 58 73.7 26.9 68.3 2 0 0 1,301.6372
Q_16 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 9.68% IMNTFSVVPSPK 163 174 65.6 28.5 49.0 2 0 0 1,335.6978
Q_16 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 9.68% LAVNMVPFPR 253 262 48.6 29.0 43.7 2 0 0 1,159.6293
Q_16 Tubulin beta chain TBB5_HUMAN 49,671 4 4 8 9.68% YLTVAAVFR 310 318 54.7 25.6 43.4 2 0 0 1,039.5934
A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% EIVHIQAGQCGNQIGTK 3 19 50.3 28.0 44.9 2 2 0 1,852.9337
A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% INVYYNESSSQK 47 58 58.6 25.5 55.8 2 0 0 1,431.6749
A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% AALVDLEPGTMDSVR 63 77 33.5 27.6 33.5 2 0 0 1,589.7842
A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% IREEFPDR 155 162 32.0 28.1 18.9 1 0 0 1,061.5375
A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% IMNTFSVMPSPK 163 174 50.0 25.6 39.4 2 0 0 1,367.6699
A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% FPGQLNADLR 242 251 24.1 28.5 3.5 1 0 0 1,130.5954
A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% FPGQLNADLRK 242 252 32.3 28.5 23.5 2 0 0 1,258.6904
A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% KLAVNMVPFPR 252 262 31.4 26.8 22.4 1 0 0 1,271.7293
A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% LAVNMVPFPR 253 262 29.4 28.4 24.3 1 0 0 1,159.6293
A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% NMMAACDPR 298 306 34.7 25.0 34.7 2 0 0 1,065.4275



A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% EVDEQMLAIQSK 325 336 47.0 27.5 33.2 2 0 0 1,406.6834
A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% VAVCDIPPR 351 359 53.4 26.9 42.5 2 0 0 1,026.5402
A_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 10 28.00% ISEQFSAMFR 381 390 31.4 25.0 24.4 1 0 0 1,231.5776
A_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 11.40% EIVHIQAGQCGNQIGTK 3 19 25.9 27.7 21.4 0 1 0 1,852.9337
A_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 11.40% INVYYNESSSQK 47 58 48.5 25.7 48.5 2 0 0 1,431.6749
A_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 11.40% FPGQLNADLR 242 251 46.8 27.3 35.1 1 0 0 1,130.5954
A_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 11.40% EVDEQMLAIQSK 325 336 54.0 27.6 41.3 2 0 0 1,406.6834
B_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 11 24.70% MREIVHIQAGQCGNQIGTK 1 19 42.5 27.8 34.6 0 2 0 2,156.0702
B_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 11 24.70% EIVHIQAGQCGNQIGTK 3 19 38.7 27.9 29.9 2 2 0 1,852.9337
B_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 11 24.70% INVYYNESSSQK 47 58 47.6 25.6 45.6 2 0 0 1,431.6749
B_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 11 24.70% AALVDLEPGTMDSVR 63 77 49.0 28.1 45.7 1 0 0 1,573.7892
B_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 11 24.70% IMNTFSVMPSPK 163 174 49.3 26.1 43.5 5 0 0 1,383.6648
B_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 11 24.70% FPGQLNADLR 242 251 42.7 28.5 29.9 2 0 0 1,130.5954
B_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 11 24.70% FPGQLNADLRK 242 252 29.6 28.5 15.1 1 0 0 1,258.6904
B_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 11 24.70% KLAVNMVPFPR 252 262 45.0 26.8 39.6 2 0 0 1,271.7293
B_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 11 24.70% LAVNMVPFPR 253 262 62.4 27.7 50.2 2 0 0 1,143.6343
B_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 11 24.70% EVDEQMLAIQSK 325 336 70.5 27.7 55.9 2 0 0 1,406.6834
B_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 11 24.70% VAVCDIPPR 351 359 57.8 27.5 43.1 3 0 0 1,026.5402
B_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 5 6 11 24.70% ISEQFSAMFR 381 390 68.8 25.0 62.1 2 0 0 1,231.5776
B_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.00% EIVHIQAGQCGNQIGTK 3 19 24.4 27.9 21.7 0 1 0 1,852.9337
B_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.00% INVYYNESSSQK 47 58 41.2 25.7 34.8 2 0 0 1,431.6749
B_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.00% AALVDLEPGTMDSVR 63 77 58.0 27.8 51.3 2 0 0 1,589.7842
B_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.00% FPGQLNADLR 242 251 42.9 27.3 33.7 2 0 0 1,130.5954
B_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.00% LAVNMVPFPR 253 262 73.2 27.7 59.2 4 0 0 1,143.6343
B_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.00% EVDEQMLAIQSK 325 336 53.7 27.7 40.5 2 0 0 1,406.6834
C_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 10.10% AALVDLEPGTMDSVR 63 77 49.5 28.0 34.2 2 0 0 1,589.7842
C_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 10.10% FPGQLNADLR 242 251 39.6 27.4 26.2 2 0 0 1,130.5954
C_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 10.10% LAVNMVPFPR 253 262 65.3 28.5 44.6 2 0 0 1,143.6343
C_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 10.10% ISEQFSAMFR 381 390 31.7 25.0 29.7 1 0 0 1,231.5776
C_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 21.30% MREIVHIQAGQCGNQIGTK 1 19 66.3 27.7 62.3 0 2 0 2,156.0702
C_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 21.30% AALVDLEPGTMDSVR 63 77 26.2 28.0 16.7 1 0 0 1,573.7892
C_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 21.30% FPGQLNADLR 242 251 49.5 27.5 31.0 2 0 0 1,130.5954
C_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 21.30% KLAVNMVPFPR 252 262 51.6 27.3 42.2 2 0 0 1,271.7293
C_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 21.30% LAVNMVPFPR 253 262 40.8 28.9 28.7 4 0 0 1,159.6293
C_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 21.30% YLTVATVFR 310 318 57.3 26.1 46.1 2 0 0 1,069.6040
C_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 21.30% EVDEQMLAIQSK 325 336 85.0 27.4 77.8 4 0 0 1,390.6884
C_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 21.30% VAVCDIPPR 351 359 40.8 27.5 32.0 2 0 0 1,026.5402
C_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 21.30% ISEQFSAMFR 381 390 68.4 25.0 58.7 2 0 0 1,231.5776
D_21 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 19.10% INVYYNESSSQK 47 58 47.3 25.5 45.4 2 0 0 1,431.6749
D_21 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 19.10% AALVDLEPGTMDSVR 63 77 47.3 27.5 40.6 2 0 0 1,589.7842
D_21 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 19.10% FPGQLNADLR 242 251 56.3 28.0 33.6 2 0 0 1,130.5954
D_21 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 19.10% LAVNMVPFPR 253 262 57.3 28.8 47.3 2 0 0 1,159.6293
D_21 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 19.10% LHFFMPGFAPLTSR 263 276 45.1 28.6 24.4 0 1 0 1,636.8306
D_21 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 19.10% NSSYFVEWIPNNVK 337 350 62.8 27.8 51.7 2 0 0 1,696.8328
D_21 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 19.10% ISEQFSAMFR 381 390 57.3 25.0 51.7 2 0 0 1,231.5776
F_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 15.00% INVYYNESSSQK 47 58 56.0 25.6 56.0 2 0 0 1,431.6749
F_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 15.00% AALVDLEPGTMDSVR 63 77 55.4 27.8 43.3 2 0 0 1,589.7842
F_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 15.00% FPGQLNADLR 242 251 52.0 27.3 38.0 2 0 0 1,130.5954
F_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 15.00% YLTVATVFR 310 318 62.2 25.5 51.2 2 0 0 1,069.6040
F_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 15.00% EVDEQMLAIQSK 325 336 43.4 27.8 27.0 1 0 0 1,406.6834
F_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 15.00% VAVCDIPPR 351 359 50.2 26.9 40.8 2 0 0 1,026.5402
L_02 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 6.05% INVYYNESSSQK 47 58 64.9 25.6 63.8 2 0 0 1,431.6749
L_02 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 6.05% AALVDLEPGTMDSVR 63 77 25.9 27.9 16.7 1 0 0 1,589.7842
L_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 4 7 21.50% INVYYNESSSQK 47 58 60.7 25.7 54.7 2 0 0 1,431.6749
L_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 4 7 21.50% AALVDLEPGTMDSVR 63 77 78.2 28.0 67.5 4 0 0 1,589.7842
L_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 4 7 21.50% IMNTFSVMPSPK 163 174 35.9 26.6 29.6 1 0 0 1,367.6699
L_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 4 7 21.50% FPGQLNADLR 242 251 54.4 28.8 38.4 1 0 0 1,130.5954
L_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 4 7 21.50% KLAVNMVPFPR 252 262 40.5 27.1 37.7 2 0 0 1,287.7243
L_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 4 7 21.50% LAVNMVPFPR 253 262 61.3 29.1 52.3 4 0 0 1,159.6293
L_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 4 7 21.50% ALTVPELTQQMFDAR 283 297 41.5 28.5 40.6 1 0 0 1,735.8686
L_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 4 7 21.50% EVDEQMLAIQSK 325 336 61.5 27.9 37.5 2 0 0 1,390.6884
L_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 4 7 21.50% VAVCDIPPR 351 359 40.5 26.5 29.1 2 0 0 1,026.5402
L_09 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 16.40% INVYYNESSSQK 47 58 55.6 25.7 51.5 2 0 0 1,431.6749
L_09 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 16.40% AALVDLEPGTMDSVR 63 77 65.1 27.9 55.4 2 0 0 1,589.7842
L_09 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 16.40% LAVNMVPFPR 253 262 44.9 28.7 33.5 2 0 0 1,143.6343
L_09 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 16.40% ALTVPELTQQMFDAR 283 297 55.1 28.4 49.0 2 0 0 1,735.8686
L_09 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 16.40% YLTVATVFR 310 318 40.5 25.9 39.4 2 0 0 1,069.6040
L_09 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 16.40% EVDEQMLAIQSK 325 336 49.8 27.7 34.0 1 0 0 1,406.6834
L_10 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 13.20% INVYYNESSSQK 47 58 60.7 25.7 57.0 1 0 0 1,431.6749
L_10 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 13.20% AALVDLEPGTMDSVR 63 77 43.6 27.7 31.0 2 0 0 1,589.7842
L_10 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 13.20% IMNTFSVMPSPK 163 174 25.8 26.7 13.2 1 0 0 1,383.6648
L_10 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 13.20% FPGQLNADLR 242 251 55.7 28.8 42.6 2 0 0 1,130.5954
L_10 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 13.20% LAVNMVPFPR 253 262 57.0 28.4 48.7 3 0 0 1,159.6293
L_11 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 13.20% INVYYNESSSQK 47 58 52.8 25.6 49.8 2 0 0 1,431.6749
L_11 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 13.20% IMNTFSVMPSPK 163 174 36.2 26.4 21.9 1 0 0 1,383.6648
L_11 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 13.20% FPGQLNADLR 242 251 55.0 28.8 42.0 2 0 0 1,130.5954
L_11 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 13.20% LAVNMVPFPR 253 262 45.0 29.2 39.1 1 0 0 1,159.6293
L_11 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 13.20% ALTVPELTQQMFDAR 283 297 48.1 28.4 42.7 1 0 0 1,735.8686
L_12 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 10.50% INVYYNESSSQK 47 58 40.2 25.9 27.4 2 0 0 1,431.6749
L_12 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 10.50% AALVDLEPGTMDSVR 63 77 42.3 27.9 41.5 2 0 0 1,589.7842
L_12 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 10.50% FPGQLNADLR 242 251 39.0 28.8 29.5 2 0 0 1,130.5954
L_12 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 10.50% LAVNMVPFPR 253 262 54.0 28.4 45.9 3 0 0 1,159.6293
L_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 15.20% INVYYNESSSQK 47 58 78.7 25.7 75.5 2 0 0 1,431.6749
L_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 15.20% AALVDLEPGTMDSVR 63 77 60.4 28.0 40.2 2 0 0 1,589.7842
L_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 15.20% FPGQLNADLR 242 251 55.0 29.0 39.1 2 0 0 1,130.5954
L_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 15.20% LAVNMVPFPR 253 262 60.0 28.4 54.3 1 0 0 1,159.6293
L_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 15.20% YLTVATVFR 310 318 33.6 25.8 26.4 1 0 0 1,069.6040
L_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 15.20% EVDEQMLAIQSK 325 336 48.7 28.1 36.9 2 0 0 1,406.6834
L_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 10.80% INVYYNESSSQK 47 58 70.7 25.7 66.4 2 0 0 1,431.6749
L_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 10.80% AALVDLEPGTMDSVR 63 77 48.6 27.7 42.7 2 0 0 1,589.7842
L_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 10.80% YLTVATVFR 310 318 26.3 25.8 20.1 2 0 0 1,069.6040
L_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 4 10.80% EVDEQMLAIQSK 325 336 47.9 28.1 37.0 1 0 0 1,406.6834
M_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.90% INVYYNESSSQK 47 58 48.6 25.6 45.3 1 0 0 1,431.6749
M_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.90% AALVDLEPGTMDSVR 63 77 75.3 27.9 67.9 2 0 0 1,589.7842
M_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.90% FPGQLNADLR 242 251 52.3 28.7 39.1 2 0 0 1,130.5954
M_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.90% LAVNMVPFPR 253 262 39.2 27.7 25.7 2 0 0 1,143.6343
M_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.90% ALTVPELTQQMFDAR 283 297 67.5 28.5 67.5 2 0 0 1,735.8686
M_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.90% YLTVATVFR 310 318 41.2 26.0 33.1 1 0 0 1,069.6040
M_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 17.90% VAVCDIPPR 351 359 36.0 27.4 29.2 2 0 0 1,026.5402
M_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 4 10.50% INVYYNESSSQK 47 58 55.3 25.5 53.5 2 0 0 1,431.6749
M_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 4 10.50% AALVDLEPGTMDSVR 63 77 23.9 28.0 22.3 1 0 0 1,589.7842
M_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 4 10.50% FPGQLNADLR 242 251 42.6 28.7 32.4 2 0 0 1,130.5954
M_13 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 4 10.50% ISEQFSAMFR 381 390 46.3 25.0 42.7 1 0 0 1,231.5776
M_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 13.70% INVYYNESSSQK 47 58 47.0 25.3 40.0 2 0 0 1,431.6749
M_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 13.70% AALVDLEPGTMDSVR 63 77 33.7 28.0 23.6 2 0 0 1,589.7842
M_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 13.70% IMNTFSVMPSPK 163 174 42.2 26.1 34.5 2 0 0 1,383.6648
M_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 13.70% EVDEQMLAIQSK 325 336 32.0 27.5 23.6 1 0 0 1,406.6834
M_14 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 13.70% ISEQFSAMFR 381 390 45.4 25.0 39.6 1 0 0 1,231.5776
M_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 12.10% INVYYNESSSQK 47 58 58.0 25.5 53.0 2 0 0 1,431.6749
M_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 12.10% FPGQLNADLR 242 251 60.6 28.6 47.4 2 0 0 1,130.5954
M_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 12.10% LAVNMVPFPR 253 262 49.6 28.4 45.0 2 0 0 1,159.6293
M_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 12.10% EVDEQMLAIQSK 325 336 38.1 27.8 24.2 1 0 0 1,406.6834



M_15 Tubulin beta‐6 chain TBB6_HUMAN 49,857 2 2 3 12.10% ISEQFSAMFR 381 390 49.3 25.0 47.3 1 0 0 1,231.5776
O_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 13.70% INVYYNESSSQK 47 58 41.3 25.9 34.6 2 0 0 1,431.6749
O_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 13.70% AALVDLEPGTMDSVR 63 77 62.3 27.9 49.5 2 0 0 1,589.7842
O_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 13.70% LAVNMVPFPR 253 262 61.7 29.2 55.8 4 0 0 1,159.6293
O_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 13.70% ALTVPELTQQMFDAR 283 297 55.7 28.5 50.9 2 0 0 1,735.8686
O_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 13.70% YLTVATVFR 310 318 40.4 26.0 31.7 1 0 0 1,069.6040
P_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 13.00% INVYYNESSSQK 47 58 48.9 26.1 46.3 1 0 0 1,431.6749
P_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 13.00% AALVDLEPGTMDSVR 63 77 54.5 27.8 41.2 2 0 0 1,589.7842
P_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 13.00% FPGQLNADLR 242 251 55.9 28.9 41.6 2 0 0 1,130.5954
P_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 13.00% KLAVNMVPFPR 252 262 30.5 26.5 20.1 2 0 0 1,287.7243
P_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 13.00% LAVNMVPFPR 253 262 47.5 28.4 36.5 2 0 0 1,159.6293
P_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 5 13.00% ISEQFSAMFR 381 390 56.1 25.2 50.7 2 0 0 1,231.5776
Q_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 15.20% INVYYNESSSQK 47 58 69.3 25.7 63.9 2 0 0 1,431.6749
Q_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 15.20% AALVDLEPGTMDSVR 63 77 45.2 27.9 35.2 2 0 0 1,589.7842
Q_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 15.20% FPGQLNADLR 242 251 53.8 28.9 39.2 2 0 0 1,130.5954
Q_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 15.20% EVDEQMLAIQSK 325 336 62.3 28.1 54.0 2 0 0 1,406.6834
Q_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 15.20% VAVCDIPPR 351 359 33.6 26.4 26.0 2 0 0 1,026.5402
Q_08 Tubulin beta‐6 chain TBB6_HUMAN 49,857 3 3 6 15.20% ISEQFSAMFR 381 390 68.3 25.0 60.3 2 0 0 1,231.5776
B_18 TBC1 domain family member 15 TBC15_HUMAN 79,493 2 2 4 3.04% VTNYIFDSLR 253 262 32.5 25.8 23.6 2 0 0 1,227.6368
B_18 TBC1 domain family member 15 TBC15_HUMAN 79,493 2 2 4 3.04% TQLIQLSTLLR 497 507 34.1 25.0 27.4 2 0 0 1,285.7840
A_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 7 8 13 35.20% QAEILQESR 53 61 33.0 27.8 21.5 2 0 0 1,073.5586
A_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 7 8 13 35.20% RLEAAYLDLQR 70 80 48.5 27.9 32.1 2 0 0 1,347.7380
A_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 7 8 13 35.20% LEAAYLDLQR 71 80 71.2 28.0 40.0 2 0 0 1,191.6369
A_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 7 8 13 35.20% ILENEKDLEEAEEYK 81 95 36.7 26.5 36.7 0 2 0 1,851.8860
A_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 7 8 13 35.20% ILENEKDLEEAEEYKEAR 81 98 56.8 26.9 54.3 0 2 1 2,208.0668
A_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 7 8 13 35.20% DLEEAEEYK 87 95 23.4 25.0 14.9 1 0 0 1,125.4947
A_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 7 8 13 35.20% DLEEAEEYKEAR 87 98 47.5 25.0 41.5 1 0 0 1,481.6755
A_04 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 3 18.50% LEAAYLDLQR 71 80 53.7 27.6 42.9 2 0 0 1,191.6369
A_04 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 3 18.50% LVLDSVKLEA 99 108 30.3 25.2 0.0 1 0 0 1,086.6406
B_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 4 18.50% LEAAYLDLQR 71 80 46.9 28.4 36.8 2 0 0 1,191.6369
B_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 4 18.50% LVLDSVKLEA 99 108 44.1 25.4 0.0 2 0 0 1,086.6406
C_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 3 3 6 19.40% RLEAAYLDLQR 70 80 47.0 27.9 38.6 2 0 0 1,347.7380
C_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 3 3 6 19.40% LEAAYLDLQR 71 80 59.4 27.6 43.6 2 0 0 1,191.6369
C_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 3 3 6 19.40% LVLDSVKLEA 99 108 36.6 25.2 0.0 2 0 0 1,086.6406
C_04 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 2 18.50% LEAAYLDLQR 71 80 38.3 27.9 26.2 1 0 0 1,191.6369
C_04 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 2 18.50% LVLDSVKLEA 99 108 33.9 25.2 0.0 1 0 0 1,086.6406
F_05 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 3 5 11.10% DLEEAEEYK 87 95 36.1 25.0 36.1 2 0 0 1,125.4947
F_05 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 3 5 11.10% DLEEAEEYKEAR 87 98 53.9 25.0 46.0 2 1 0 1,481.6755
F_06 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 4 4 6 27.80% RLEAAYLDLQR 70 80 49.2 27.9 39.8 2 0 0 1,347.7380
F_06 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 4 4 6 27.80% LEAAYLDLQR 71 80 70.6 28.4 51.9 2 0 0 1,191.6369
F_06 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 4 4 6 27.80% DLEEAEEYK 87 95 31.5 25.0 28.7 1 0 0 1,125.4947
F_06 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 4 4 6 27.80% LVLDSVKLEA 99 108 31.7 27.1 0.0 1 0 0 1,086.6406
G_05 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 4 17.60% LEAAYLDLQR 71 80 54.9 27.9 40.1 2 0 0 1,191.6369
G_05 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 4 17.60% DLEEAEEYK 87 95 33.5 25.0 30.0 2 0 0 1,125.4947
G_06 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 4 18.50% LEAAYLDLQR 71 80 71.0 28.0 51.6 2 0 0 1,191.6369
G_06 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 4 18.50% LVLDSVKLEA 99 108 48.5 26.5 0.0 2 0 0 1,086.6406
H_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 3 3 4 25.90% LEAAYLDLQR 71 80 66.7 27.7 49.5 2 0 0 1,191.6369
H_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 3 3 4 25.90% ILENEKDLEEAEEYKEAR 81 98 46.3 27.3 44.9 0 1 0 2,208.0668
H_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 3 3 4 25.90% DLEEAEEYK 87 95 25.2 25.0 18.6 1 0 0 1,125.4947
I_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 4 25.90% LEAAYLDLQR 71 80 71.6 28.0 53.3 2 0 0 1,191.6369
I_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 4 25.90% ILENEKDLEEAEEYKEAR 81 98 61.0 27.4 57.4 0 2 0 2,208.0668
J_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 3 3 6 19.40% RLEAAYLDLQR 70 80 23.6 27.3 16.5 2 0 0 1,347.7380
J_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 3 3 6 19.40% LEAAYLDLQR 71 80 62.6 28.0 48.3 2 0 0 1,191.6369
J_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 3 3 6 19.40% LVLDSVKLEA 99 108 38.8 26.3 0.0 2 0 0 1,086.6406
K_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 3 4 6 25.90% LEAAYLDLQR 71 80 61.7 28.3 50.1 2 0 0 1,191.6369
K_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 3 4 6 25.90% ILENEKDLEEAEEYK 81 95 33.0 27.0 33.0 0 1 0 1,851.8860
K_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 3 4 6 25.90% ILENEKDLEEAEEYKEAR 81 98 57.1 27.3 49.0 0 2 1 2,208.0668
L_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 5 5 9 43.50% MMIPDCQR 62 69 26.1 25.0 23.1 1 0 0 1,082.4429
L_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 5 5 9 43.50% RLEAAYLDLQR 70 80 68.5 27.6 52.5 2 0 0 1,347.7380
L_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 5 5 9 43.50% LEAAYLDLQR 71 80 69.7 28.1 51.2 2 0 0 1,191.6369
L_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 5 5 9 43.50% ILENEKDLEEAEEYKEAR 81 98 55.1 27.4 53.7 0 2 0 2,208.0668
L_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 5 5 9 43.50% LVLDSVKLEA 99 108 54.9 26.5 0.0 2 0 0 1,086.6406
M_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 3 16.70% MMIPDCQR 62 69 30.6 25.0 30.6 1 0 0 1,082.4429
M_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 3 16.70% LEAAYLDLQR 71 80 49.3 28.3 37.1 2 0 0 1,191.6369
Q_02 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 3 18.50% LEAAYLDLQR 71 80 34.2 27.6 26.8 1 0 0 1,191.6369
Q_02 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 3 18.50% LVLDSVKLEA 99 108 39.1 26.3 0.0 2 0 0 1,086.6406
Q_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 4 10.20% RLEAAYLDLQR 70 80 38.5 26.5 25.5 2 0 0 1,347.7380
Q_03 Tubulin‐specific chaperone A TBCA_HUMAN 12,855 2 2 4 10.20% LEAAYLDLQR 71 80 61.3 27.6 45.5 2 0 0 1,191.6369
H_07 Tubulin‐folding cofactor B TBCB_HUMAN 27,326 2 2 4 11.10% YTISQEAYDQR 107 117 67.4 25.0 64.3 2 0 0 1,373.6332
H_07 Tubulin‐folding cofactor B TBCB_HUMAN 27,326 2 2 4 11.10% YNEEERAQQEAEAAQR 133 148 51.5 25.0 39.6 0 2 0 1,921.8634
M_06 Tubulin‐folding cofactor B TBCB_HUMAN 27,326 2 2 4 11.10% YTISQEAYDQR 107 117 59.6 25.0 56.2 2 0 0 1,373.6332
M_06 Tubulin‐folding cofactor B TBCB_HUMAN 27,326 2 2 4 11.10% YNEEERAQQEAEAAQR 133 148 37.2 25.0 26.3 0 2 0 1,921.8634
Q_06 Tubulin‐folding cofactor B TBCB_HUMAN 27,326 2 2 3 11.10% YTISQEAYDQR 107 117 53.8 25.0 53.8 1 0 0 1,373.6332
Q_06 Tubulin‐folding cofactor B TBCB_HUMAN 27,326 2 2 3 11.10% YNEEERAQQEAEAAQR 133 148 32.3 25.0 18.6 0 2 0 1,921.8634
A_09 Transcription elongation factor A protein‐like 3 TCAL3_HUMAN 22,502 2 2 3 8.50% DVQDPFAPR 168 176 27.0 25.0 12.4 2 0 0 1,044.5110
A_09 Transcription elongation factor A protein‐like 3 TCAL3_HUMAN 22,502 2 2 3 8.50% GLHDIPYL 193 200 27.6 26.3 20.2 1 0 0 927.4936
A_11 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 2 2 3 8.64% KQSTDEEVTSLAK 55 67 25.9 27.8 11.2 0 1 0 1,435.7276
A_11 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 2 2 3 8.64% TGGTQTDLFTCGK 253 265 67.2 25.0 65.3 2 0 0 1,385.6369
B_11 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 3 3 5 11.30% QSTDEEVTSLAK 56 67 53.3 27.3 48.2 1 0 0 1,307.6326
B_11 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 3 3 5 11.30% DTYVSSFPR 124 132 27.1 25.0 13.2 2 0 0 1,071.5105
B_11 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 3 3 5 11.30% TGGTQTDLFTCGK 253 265 73.0 25.0 64.9 2 0 0 1,385.6369
C_11 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 2 2 3 8.31% QSTDEEVTSLAK 56 67 28.8 26.6 26.0 2 0 0 1,307.6326
C_11 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 2 2 3 8.31% TGGTQTDLFTCGK 253 265 48.0 25.0 48.0 1 0 0 1,385.6369
F_13 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 2 2 3 6.98% QSTDEEVTSLAK 56 67 36.9 27.1 24.3 1 0 0 1,307.6326
F_13 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 2 2 3 6.98% DTYVSSFPR 124 132 34.5 25.0 24.9 2 0 0 1,071.5105
H_09 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 4 4 8 13.30% NAAGALDLLK 20 29 41.6 25.5 33.7 2 0 0 985.5678
H_09 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 4 4 8 13.30% IGMSVNAIR 46 54 36.7 28.9 0.0 2 0 0 960.5295
H_09 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 4 4 8 13.30% QSTDEEVTSLAK 56 67 33.8 27.1 28.4 2 0 0 1,307.6326
H_09 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 4 4 8 13.30% DTYVSSFPR 124 132 42.6 25.0 29.6 2 0 0 1,071.5105
K_09 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 2 2 4 7.31% DTYVSSFPR 124 132 36.0 25.0 19.0 2 0 0 1,071.5105
K_09 Transcription elongation factor A protein 1 TCEA1_HUMAN 33,971 2 2 4 7.31% TGGTQTDLFTCGK 253 265 33.7 25.0 33.7 2 0 0 1,385.6369
F_03 Activated RNA polymerase II transcriptional coactivator p15 TCP4_HUMAN 14,396 2 2 3 15.70% DDNMFQIGK 60 68 24.9 25.0 20.2 1 0 0 1,083.4778
F_03 Activated RNA polymerase II transcriptional coactivator p15 TCP4_HUMAN 14,396 2 2 3 15.70% EQISDIDDAVR 115 125 40.7 26.0 40.7 2 0 0 1,260.6068
A_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.90% SQNVMAAASIANIVK 19 33 36.3 28.9 22.8 1 0 0 1,532.8101
A_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.90% IACLDFSLQK 234 243 44.5 27.8 33.9 2 0 0 1,194.6189
A_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.90% ICDDELILIK 356 365 54.5 28.3 39.0 2 0 0 1,231.6606
A_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.90% GANDFMCDEMER 379 390 26.3 25.0 26.3 2 0 0 1,506.5295
A_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.90% SLHDALCVVK 391 400 27.9 27.0 19.6 1 0 0 1,141.6035
A_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.90% EQLAIAEFAR 434 443 58.6 28.2 53.4 2 0 0 1,147.6106
A_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.90% WIGLDLSNGKPR 485 496 21.4 27.4 12.9 0 1 0 1,355.7432
A_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.90% FATEAAITILR 516 526 77.9 26.0 48.1 2 0 0 1,205.6889
A_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.90% HGSYEDAVHSGALND 542 556 61.6 25.0 37.1 2 0 0 1,571.6721
A_17 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 2 3.60% ICDDELILIK 356 365 28.4 28.3 19.1 1 0 0 1,231.6606
A_17 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 2 3.60% EQLAIAEFAR 434 443 31.9 28.2 22.0 1 0 0 1,147.6106
A_25 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 3 3.78% VLCELADLQDK 74 84 25.3 27.9 17.9 1 0 0 1,303.6565
A_25 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 3 3.78% ICDDELILIK 356 365 33.0 28.5 25.5 2 0 0 1,231.6606
A_29 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 4 4.50% SQNVMAAASIANIVK 19 33 50.6 28.5 40.0 2 0 0 1,532.8101
A_29 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 4 4.50% EQLAIAEFAR 434 443 26.3 28.2 26.1 2 0 0 1,147.6106
A_30 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 2 4.86% SQNVMAAASIANIVK 19 33 26.0 28.6 17.6 1 0 0 1,532.8101
A_30 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 2 4.86% WIGLDLSNGKPR 485 496 16.8 27.5 10.9 0 1 0 1,355.7432
A_31 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 3 5.58% VLCELADLQDK 74 84 28.0 27.9 18.2 1 0 0 1,303.6565
A_31 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 3 5.58% YPVNSVNILK 190 199 32.3 27.1 2.2 1 0 0 1,146.6517



A_31 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 3 5.58% ICDDELILIK 356 365 23.9 28.1 12.0 1 0 0 1,231.6606
B_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.70% SQNVMAAASIANIVK 19 33 108.0 28.5 94.3 2 0 0 1,532.8101
B_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.70% SSLGPVGLDK 34 43 26.9 26.9 4.7 1 0 0 972.5362
B_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.70% YPVNSVNILK 190 199 43.7 27.5 1.1 1 0 0 1,146.6517
B_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.70% IACLDFSLQK 234 243 64.4 27.9 56.8 2 0 0 1,194.6189
B_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.70% LGVQVVITDPEK 248 259 45.0 25.0 45.0 2 0 0 1,297.7364
B_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.70% ICDDELILIK 356 365 57.5 28.3 33.3 2 0 0 1,231.6606
B_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.70% EQLAIAEFAR 434 443 59.9 28.2 46.8 2 0 0 1,147.6106
B_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.70% WIGLDLSNGKPR 485 496 28.3 27.3 22.5 0 1 0 1,355.7432
B_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 9 9 15 18.70% HGSYEDAVHSGALND 542 556 54.2 25.0 43.3 2 0 0 1,571.6721
B_17 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 3 4.50% SQNVMAAASIANIVK 19 33 55.8 28.5 49.8 1 0 0 1,532.8101
B_17 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 3 4.50% EQLAIAEFAR 434 443 46.5 28.2 34.1 2 0 0 1,147.6106
C_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 10 11 16 21.40% SQNVMAAASIANIVK 19 33 95.6 28.6 84.3 4 0 0 1,532.8101
C_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 10 11 16 21.40% SSLGPVGLDK 34 43 28.3 27.4 9.7 1 0 0 972.5362
C_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 10 11 16 21.40% YPVNSVNILK 190 199 38.2 26.4 2.2 1 0 0 1,146.6517
C_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 10 11 16 21.40% ICDDELILIK 356 365 52.7 28.2 34.9 2 0 0 1,231.6606
C_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 10 11 16 21.40% EQLAIAEFAR 434 443 57.4 28.7 46.5 2 0 0 1,147.6106
C_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 10 11 16 21.40% LRAFHNEAQVNPERK 467 481 31.3 28.5 23.7 0 0 1 1,808.9514
C_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 10 11 16 21.40% WIGLDLSNGKPR 485 496 39.1 27.6 25.4 0 1 0 1,355.7432
C_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 10 11 16 21.40% QAGVFEPTIVK 500 510 37.6 28.4 25.2 2 0 0 1,188.6624
C_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 10 11 16 21.40% FATEAAITILR 516 526 89.0 26.5 56.0 1 0 0 1,205.6889
C_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 10 11 16 21.40% HGSYEDAVHSGALND 542 556 39.3 25.0 27.8 1 0 0 1,571.6721
C_17 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 3 3.60% YPVNSVNILK 190 199 34.5 27.1 1.0 1 0 0 1,146.6517
C_17 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 3 3.60% EQLAIAEFAR 434 443 41.0 28.2 29.1 2 0 0 1,147.6106
D_23 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 7 8.09% SQNVMAAASIANIVK 19 33 70.0 28.7 68.4 1 0 0 1,532.8101
D_23 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 7 8.09% SSLGPVGLDK 34 43 24.1 27.5 10.8 2 0 0 972.5362
D_23 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 7 8.09% IACLDFSLQK 234 243 41.9 28.4 37.2 2 0 0 1,194.6189
D_23 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 7 8.09% EQLAIAEFAR 434 443 30.6 28.8 23.9 2 0 0 1,147.6106
F_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 4 5.94% EQLAIAEFAR 434 443 45.1 28.7 36.3 2 0 0 1,147.6106
F_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 4 5.94% WIGLDLSNGKPR 485 496 26.7 27.3 21.5 0 1 0 1,355.7432
F_16 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 4 5.94% QAGVFEPTIVK 500 510 25.9 28.4 7.7 1 0 0 1,188.6624
H_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 5 7.19% EQLAIAEFAR 434 443 57.9 28.2 52.9 2 0 0 1,147.6106
H_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 5 7.19% WIGLDLSNGKPR 485 496 32.8 27.4 20.8 0 2 0 1,355.7432
H_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 5 7.19% DDKHGSYEDAVHSGALND 539 556 35.0 25.0 14.4 0 1 0 1,929.8211
H_21 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 3 3.60% IACLDFSLQK 234 243 30.9 27.7 20.1 1 0 0 1,194.6189
H_21 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 3 3.60% ICDDELILIK 356 365 34.4 28.2 25.1 2 0 0 1,231.6606
I_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 5 10 8.27% SQNVMAAASIANIVK 19 33 61.3 28.4 48.8 4 0 0 1,516.8151
I_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 5 10 8.27% VLCELADLQDK 74 84 77.0 27.8 68.6 2 0 0 1,303.6565
I_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 5 10 8.27% ICDDELILIK 356 365 70.9 28.3 53.7 2 0 0 1,231.6606
I_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 5 10 8.27% EQLAIAEFAR 434 443 71.7 28.8 64.1 2 0 0 1,147.6106
J_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 6 5.58% SSLGPVGLDK 34 43 27.5 29.5 13.2 2 0 0 972.5362
J_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 6 5.58% VLCELADLQDK 74 84 64.3 27.7 60.1 2 0 0 1,303.6565
J_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 6 5.58% EQLAIAEFAR 434 443 50.1 28.5 36.8 2 0 0 1,147.6106
K_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 8 7.55% VLCELADLQDK 74 84 58.7 27.9 51.4 2 0 0 1,303.6565
K_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 8 7.55% ICDDELILIK 356 365 43.1 28.3 27.4 2 0 0 1,231.6606
K_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 8 7.55% EQLAIAEFAR 434 443 47.6 28.1 42.6 2 0 0 1,147.6106
K_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 8 7.55% QAGVFEPTIVK 500 510 37.3 27.8 25.0 2 0 0 1,188.6624
L_09 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 8 8.45% SQNVMAAASIANIVK 19 33 102.0 28.5 90.3 2 0 0 1,532.8101
L_09 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 8 8.45% EQLAIAEFAR 434 443 48.6 28.1 36.5 2 0 0 1,147.6106
L_09 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 8 8.45% QAGVFEPTIVK 500 510 48.1 28.1 29.6 2 0 0 1,188.6624
L_09 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 8 8.45% FATEAAITILR 516 526 64.9 26.1 49.2 2 0 0 1,205.6889
L_10 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 6 8.45% SQNVMAAASIANIVK 19 33 107.0 28.3 96.1 2 0 0 1,532.8101
L_10 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 6 8.45% EQLAIAEFAR 434 443 57.3 28.5 46.0 2 0 0 1,147.6106
L_10 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 6 8.45% QAGVFEPTIVK 500 510 29.4 28.1 25.2 1 0 0 1,188.6624
L_10 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 4 4 6 8.45% FATEAAITILR 516 526 38.7 25.8 25.3 1 0 0 1,205.6889
L_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 4 6.29% SQNVMAAASIANIVK 19 33 59.2 28.3 56.3 1 0 0 1,532.8101
L_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 4 6.29% IACLDFSLQK 234 243 24.4 28.3 13.8 1 0 0 1,194.6189
L_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 4 6.29% EQLAIAEFAR 434 443 47.6 28.1 39.8 2 0 0 1,147.6106
L_15 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 4 4.50% SQNVMAAASIANIVK 19 33 89.0 28.3 73.2 2 0 0 1,532.8101
L_15 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 4 4.50% EQLAIAEFAR 434 443 52.1 28.5 38.5 2 0 0 1,147.6106
M_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 3 3.60% YPVNSVNILK 190 199 25.6 26.8 0.0 1 0 0 1,146.6517
M_14 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 2 2 3 3.60% EQLAIAEFAR 434 443 44.6 28.3 30.5 2 0 0 1,147.6106
Q_09 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 3 5.94% YFVEAGAMAVR 299 309 23.5 26.5 11.3 1 0 0 1,229.5983
Q_09 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 3 5.94% EQLAIAEFAR 434 443 40.5 28.5 33.7 1 0 0 1,147.6106
Q_09 T‐complex protein 1 subunit alpha TCPA_HUMAN 60,345 3 3 3 5.94% AFHNEAQVNPER 469 480 29.0 26.5 18.9 0 1 0 1,411.6712
A_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 5 6 10 12.30% KIHPQTIIAGWR 120 131 20.5 25.0 20.1 0 1 0 1,419.8221
A_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 5 6 10 12.30% QDLMNIAGTTLSSK 157 170 66.4 28.0 59.5 2 0 0 1,494.7471
A_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 5 6 10 12.30% GSGNLEAIHIIK 192 203 40.1 25.4 33.0 2 0 0 1,251.7057
A_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 5 6 10 12.30% ILIANTGMDTDKIK 237 250 76.6 27.9 63.2 2 1 0 1,548.8306
A_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 5 6 10 12.30% SLHDALCVLAQTVK 389 402 30.8 27.1 15.1 0 2 0 1,554.8310
B_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 9 12 20 15.70% DASLMVTNDGATILK 58 72 79.3 27.4 64.9 3 0 0 1,564.7890
B_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 9 12 20 15.70% FRQDLMNIAGTTLSSK 155 170 21.5 27.6 18.8 0 1 0 1,797.9166
B_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 9 12 20 15.70% QDLMNIAGTTLSSK 157 170 84.5 28.1 66.4 2 0 0 1,494.7471
B_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 9 12 20 15.70% LKGSGNLEAIHIIK 190 203 36.7 25.0 32.5 0 2 0 1,492.8848
B_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 9 12 20 15.70% GSGNLEAIHIIK 192 203 43.8 26.0 31.4 2 0 0 1,251.7057
B_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 9 12 20 15.70% ILIANTGMDTDK 237 248 32.1 27.9 26.1 1 0 0 1,307.6515
B_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 9 12 20 15.70% ILIANTGMDTDKIK 237 250 65.4 27.7 54.8 2 1 0 1,548.8306
B_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 9 12 20 15.70% LIEEVMIGEDK 348 358 61.2 27.7 54.6 4 0 0 1,291.6453
B_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 9 12 20 15.70% SLHDALCVLAQTVK 389 402 24.5 26.9 12.5 0 2 0 1,554.8310
C_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 5 5 9 13.30% DASLMVTNDGATILK 58 72 62.3 27.7 46.2 2 0 0 1,564.7890
C_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 5 5 9 13.30% QDLMNIAGTTLSSK 157 170 57.0 28.0 43.2 2 0 0 1,494.7471
C_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 5 5 9 13.30% LKGSGNLEAIHIIK 190 203 35.0 25.0 32.4 0 1 0 1,492.8848
C_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 5 5 9 13.30% ILIANTGMDTDKIK 237 250 67.0 27.8 49.0 2 0 0 1,548.8306
C_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 5 5 9 13.30% SLHDALCVLAQTVK 389 402 88.4 27.0 77.3 2 0 0 1,554.8310
D_21 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 2 2 4 4.49% ILIANTGMDTDK 237 248 32.5 27.7 32.5 2 0 0 1,307.6515
D_21 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 2 2 4 4.49% GATQQILDEAER 377 388 66.4 27.1 57.2 2 0 0 1,330.6599
F_16 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 4 5 8 9.72% DASLMVTNDGATILK 58 72 92.6 27.9 19.8 4 0 0 1,548.7940
F_16 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 4 5 8 9.72% QDLMNIAGTTLSSK 157 170 45.0 28.2 40.9 1 0 0 1,478.7521
F_16 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 4 5 8 9.72% LIEEVMIGEDK 348 358 62.8 27.5 57.3 2 0 0 1,275.6503
F_16 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 4 5 8 9.72% GATQQILDEAER 377 388 61.8 27.1 51.9 1 0 0 1,330.6599
H_14 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 3 3 6 8.22% EALLSSAVDHGSDEVK 139 154 32.5 26.8 22.3 0 2 0 1,656.8076
H_14 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 3 3 6 8.22% QDLMNIAGTTLSSK 157 170 63.9 27.9 53.0 2 0 0 1,494.7471
H_14 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 3 3 6 8.22% SLHDALCVLAQTVK 389 402 78.4 27.1 73.2 2 0 0 1,554.8310
I_13 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 4 4 7 10.70% DASLMVTNDGATILK 58 72 53.1 27.7 37.9 2 0 0 1,564.7890
I_13 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 4 4 7 10.70% EALLSSAVDHGSDEVK 139 154 37.6 27.0 27.3 0 2 0 1,656.8076
I_13 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 4 4 7 10.70% GATQQILDEAER 377 388 57.0 26.8 43.9 2 0 0 1,330.6599
I_13 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 4 4 7 10.70% SLHDALCVLAQTVK 389 402 27.3 27.3 23.0 1 0 0 1,554.8310
L_09 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 4 4 5 10.70% DASLMVTNDGATILK 58 72 79.9 28.0 51.5 2 0 0 1,564.7890
L_09 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 4 4 5 10.70% QDLMNIAGTTLSSK 157 170 43.8 28.2 42.0 1 0 0 1,494.7471
L_09 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 4 4 5 10.70% ILIANTGMDTDKIK 237 250 21.6 28.1 15.1 0 1 0 1,548.8306
L_09 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 4 4 5 10.70% SLHDALCVLAQTVK 389 402 17.6 27.2 11.4 0 1 0 1,554.8310
L_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 2 2 3 5.05% DASLMVTNDGATILK 58 72 77.3 28.0 58.6 2 0 0 1,564.7890
L_15 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 2 2 3 5.05% GATQQILDEAER 377 388 51.9 26.7 40.0 1 0 0 1,330.6599
M_09 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 2 2 4 5.05% DASLMVTNDGATILK 58 72 46.7 27.6 27.9 2 0 0 1,564.7890
M_09 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 2 2 4 5.05% ILIANTGMDTDK 237 248 28.5 27.6 22.2 2 0 0 1,307.6515
M_14 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 2 2 3 5.05% DASLMVTNDGATILK 58 72 63.7 28.0 44.5 1 0 0 1,564.7890
M_14 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 2 2 3 5.05% GATQQILDEAER 377 388 58.5 26.9 48.6 2 0 0 1,330.6599
Q_09 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 2 2 4 5.05% DASLMVTNDGATILK 58 72 65.8 28.0 30.1 2 0 0 1,564.7890
Q_09 T‐complex protein 1 subunit beta TCPB_HUMAN 57,490 2 2 4 5.05% GATQQILDEAER 377 388 66.1 27.1 58.8 2 0 0 1,330.6599
A_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 7 8 15 18.70% GDVTITNDGATILK 66 79 68.7 29.0 57.2 2 0 0 1,417.7536
A_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 7 8 15 18.70% GIHPTIISESFQK 127 139 30.0 27.8 22.9 0 2 0 1,456.7796
A_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 7 8 15 18.70% ETLLNSATTSLNSK 161 174 120.0 27.8 114.0 2 0 0 1,478.7697



A_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 7 8 15 18.70% VIDPATATSVDLR 194 206 78.4 28.2 67.4 2 2 0 1,357.7323
A_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 7 8 15 18.70% TDMDNQIVVSDYAQMDR 258 274 74.6 25.0 70.6 2 0 0 2,032.8589
A_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 7 8 15 18.70% AYILNLVK 281 288 42.8 25.0 26.2 2 0 0 933.5768
A_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 7 8 15 18.70% DIEREDIEFICK 327 338 53.0 26.2 53.0 1 0 0 1,566.7471
A_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 7 8 15 18.70% SIHDALCVIR 404 413 53.1 26.4 0.0 2 0 0 1,183.6253
A_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 3 3 5 7.79% GIHPTIISESFQK 127 139 32.2 27.7 26.9 2 0 0 1,456.7796
A_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 3 3 5 7.79% AYILNLVK 281 288 40.9 25.0 26.6 2 0 0 933.5768
A_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 3 3 5 7.79% SIHDALCVIR 404 413 60.7 26.2 0.0 2 0 0 1,183.6253
A_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 3 3 5 7.79% TLSGMESYCVR 442 452 20.3 25.0 20.3 1 0 0 1,318.5766
B_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 6 10 13.40% MIQDGKGDVTITNDGATILK 60 79 45.2 27.9 35.3 0 1 0 2,106.0753
B_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 6 10 13.40% GDVTITNDGATILK 66 79 88.8 28.9 73.5 2 0 0 1,417.7536
B_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 6 10 13.40% GIHPTIISESFQK 127 139 37.6 27.7 30.3 2 0 0 1,456.7796
B_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 6 10 13.40% ETLLNSATTSLNSK 161 174 89.0 27.3 71.7 2 0 0 1,478.7697
B_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 6 10 13.40% TDMDNQIVVSDYAQMDR 258 274 53.6 25.0 53.6 1 0 0 2,032.8589
B_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 6 10 13.40% AYILNLVK 281 288 51.5 25.0 34.1 2 0 0 933.5768
B_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 7 10.20% GIHPTIISESFQK 127 139 36.1 27.7 34.8 1 1 0 1,456.7796
B_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 7 10.20% ETLLNSATTSLNSK 161 174 74.2 27.8 63.3 1 0 0 1,478.7697
B_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 7 10.20% AYILNLVK 281 288 38.4 25.0 24.1 2 0 0 933.5768
B_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 7 10.20% TGCNVLLIQK 293 302 39.5 28.5 20.7 2 0 0 1,145.6349
B_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 7 10.20% SIHDALCVIR 404 413 41.0 26.8 0.0 1 0 0 1,183.6253
B_24 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 3 3 5 6.49% ETLLNSATTSLNSK 161 174 44.9 27.8 38.5 1 0 0 1,478.7697
B_24 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 3 3 5 6.49% VIDPATATSVDLR 194 206 68.2 28.0 58.8 2 0 0 1,357.7323
B_24 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 3 3 5 6.49% AYILNLVK 281 288 24.0 25.0 5.0 2 0 0 933.5768
C_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 4 6 10.00% MIQDGKGDVTITNDGATILK 60 79 62.5 27.8 52.8 0 2 0 2,106.0753
C_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 4 6 10.00% ETLLNSATTSLNSK 161 174 80.0 27.8 78.1 2 0 0 1,478.7697
C_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 4 6 10.00% AYILNLVK 281 288 20.9 25.0 0.0 1 0 0 933.5768
C_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 4 6 10.00% SILKIDDVVNTR 528 539 20.4 26.6 13.4 0 1 0 1,372.7796
C_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 7 11.10% GIHPTIISESFQK 127 139 24.3 27.7 22.2 1 0 0 1,456.7796
C_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 7 11.10% TDMDNQIVVSDYAQMDR 258 274 50.5 25.0 50.5 1 0 0 2,032.8589
C_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 7 11.10% AYILNLVK 281 288 25.9 25.0 20.5 2 0 0 933.5768
C_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 7 11.10% SIHDALCVIR 404 413 56.9 26.4 0.0 2 0 0 1,183.6253
C_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 7 11.10% SILKIDDVVNTR 528 539 35.5 27.1 23.2 2 1 0 1,372.7796
D_22 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 4 6 9.09% ETLLNSATTSLNSK 161 174 60.5 28.0 56.1 2 0 0 1,478.7697
D_22 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 4 6 9.09% LVIEEAER 396 403 38.8 26.9 28.5 2 0 0 958.5204
D_22 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 4 6 9.09% ALIAGGGAPEIELALR 420 435 34.1 25.1 30.9 1 0 0 1,550.8903
D_22 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 4 6 9.09% TLSGMESYCVR 442 452 31.2 25.0 31.2 1 0 0 1,318.5766
F_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 4 3.90% GIHPTIISESFQK 127 139 27.7 27.7 21.2 0 2 0 1,456.7796
F_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 4 3.90% LVIEEAER 396 403 43.8 27.1 37.3 2 0 0 958.5204
G_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 3 3.90% VIDPATATSVDLR 194 206 82.3 27.7 74.1 2 0 0 1,357.7323
G_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 3 3.90% LVIEEAER 396 403 47.9 28.7 36.9 1 0 0 958.5204
H_13 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 3 5.01% GIHPTIISESFQK 127 139 24.1 27.7 10.4 0 2 0 1,456.7796
H_13 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 3 5.01% ETLLNSATTSLNSK 161 174 65.6 27.3 54.4 1 0 0 1,478.7697
H_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 7 13 16.10% GDVTITNDGATILK 66 79 53.1 29.0 41.7 2 0 0 1,417.7536
H_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 7 13 16.10% GIHPTIISESFQK 127 139 34.3 27.5 34.3 2 2 0 1,456.7796
H_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 7 13 16.10% ETLLNSATTSLNSK 161 174 92.7 27.3 78.8 2 0 0 1,478.7697
H_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 7 13 16.10% IGLIQFCLSAPK 246 257 32.5 28.6 25.1 1 0 0 1,346.7503
H_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 7 13 16.10% AYILNLVK 281 288 29.1 25.0 17.4 2 0 0 933.5768
H_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 7 13 16.10% SIHDALCVIR 404 413 37.7 26.6 0.0 1 0 0 1,183.6253
H_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 6 7 13 16.10% ALIAGGGAPEIELALR 420 435 54.7 25.0 51.7 2 0 0 1,550.8903
I_13 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 4 6 8.72% GIHPTIISESFQK 127 139 29.4 27.5 20.7 0 2 0 1,456.7796
I_13 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 4 6 8.72% ETLLNSATTSLNSK 161 174 64.4 27.5 60.0 2 0 0 1,478.7697
I_13 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 4 6 8.72% AYILNLVK 281 288 21.1 25.0 9.7 1 0 0 933.5768
I_13 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 4 6 8.72% SILKIDDVVNTR 528 539 34.4 26.8 23.5 1 0 0 1,372.7796
I_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 3 6 6.86% GIHPTIISESFQK 127 139 34.0 27.5 33.1 2 2 0 1,456.7796
I_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 3 6 6.86% ETLLNSATTSLNSK 161 174 92.0 27.8 81.8 2 0 0 1,478.7697
I_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 3 6 6.86% SIHDALCVIR 404 413 47.5 26.8 0.0 2 0 0 1,183.6253
K_13 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 9 10.20% GIHPTIISESFQK 127 139 28.8 27.5 24.0 1 2 0 1,456.7796
K_13 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 9 10.20% ETLLNSATTSLNSK 161 174 85.2 27.8 68.4 2 0 0 1,478.7697
K_13 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 9 10.20% AYILNLVK 281 288 35.1 25.0 17.9 2 0 0 933.5768
K_13 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 9 10.20% TGCNVLLIQK 293 302 35.9 29.0 16.2 2 0 0 1,145.6349
K_13 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 4 5 9 10.20% SIHDALCVIR 404 413 32.9 26.8 0.0 2 0 0 1,183.6253
K_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 3 3 4 8.35% ETLLNSATTSLNSK 161 174 47.4 27.7 47.2 1 0 0 1,478.7697
K_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 3 3 4 8.35% VIDPATATSVDLR 194 206 61.0 28.0 52.4 2 0 0 1,357.7323
K_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 3 3 4 8.35% AYILNLVK 281 288 25.1 25.0 9.5 1 0 0 933.5768
K_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 3 3 4 8.35% SIHDALCVIR 404 413 39.6 26.0 0.0 2 0 0 1,183.6253
L_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 8 8 11 22.60% GDVTITNDGATILK 66 79 72.3 29.1 55.0 2 0 0 1,417.7536
L_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 8 8 11 22.60% GIHPTIISESFQK 127 139 33.2 27.5 21.8 0 2 0 1,456.7796
L_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 8 8 11 22.60% ETLLNSATTSLNSK 161 174 76.6 27.5 68.5 1 0 0 1,478.7697
L_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 8 8 11 22.60% VVSQYSSLLSPMSVNAVMK 175 193 51.0 27.7 44.6 1 0 0 2,072.0402
L_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 8 8 11 22.60% TDMDNQIVVSDYAQMDR 258 274 67.8 25.0 67.8 1 0 0 2,032.8589
L_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 8 8 11 22.60% GSNKLVIEEAER 392 403 31.2 28.3 21.2 1 0 0 1,344.7118
L_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 8 8 11 22.60% SIHDALCVIR 404 413 23.6 26.3 0.0 1 0 0 1,183.6253
L_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 8 8 11 22.60% TLSGMESYCVR 442 452 56.6 25.0 53.2 2 0 0 1,318.5766
L_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 8 8 11 22.60% SILKIDDVVNTR 528 539 62.3 26.9 39.9 1 0 0 1,372.7796
L_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 3 4.64% ETLLNSATTSLNSK 161 174 46.5 27.5 41.0 1 0 0 1,478.7697
L_14 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 3 4.64% TLSGMESYCVR 442 452 26.6 25.0 26.6 2 0 0 1,318.5766
L_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 3 4.64% GDVTITNDGATILK 66 79 38.0 29.0 32.2 1 0 0 1,417.7536
L_15 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 3 4.64% TLSGMESYCVR 442 452 35.6 25.0 32.0 2 0 0 1,318.5766
M_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 2 2.97% AYILNLVK 281 288 27.5 25.0 0.0 1 0 0 933.5768
M_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 2 2.97% LVIEEAER 396 403 24.6 28.7 19.5 1 0 0 958.5204
M_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 3 4.45% VIDPATATSVDLR 194 206 68.6 27.7 57.5 2 0 0 1,357.7323
M_16 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 3 4.45% TLSGMESYCVR 442 452 27.5 25.0 23.9 1 0 0 1,318.5766
P_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 3 3.53% LVIEEAER 396 403 32.3 28.4 25.9 2 0 0 958.5204
P_09 T‐complex protein 1 subunit delta TCPD_HUMAN 57,926 2 2 3 3.53% TLSGMESYCVR 442 452 29.2 25.0 29.2 1 0 0 1,318.5766
A_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 11 11 21 18.50% ISDSVLVDIK 151 160 58.9 26.8 44.9 2 0 0 1,088.6199
A_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 11 11 21 18.50% DTEPLIQTAK 161 170 25.0 27.4 20.6 1 0 0 1,115.5945
A_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 11 11 21 18.50% GVIVDKDFSHPQMPK 227 241 30.2 27.2 28.8 0 2 0 1,713.8632
A_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 11 11 21 18.50% HKLDVTSVEDYK 264 275 47.6 28.0 35.6 2 0 0 1,433.7272
A_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 11 11 21 18.50% LDVTSVEDYK 266 275 59.1 27.0 54.8 2 0 0 1,168.5733
A_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 11 11 21 18.50% EKFEEMIQQIK 283 293 36.0 27.6 22.5 2 0 0 1,438.7249
A_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 11 11 21 18.50% FEEMIQQIK 285 293 31.9 27.0 8.5 2 0 0 1,181.5873
A_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 11 11 21 18.50% FSELTAEK 345 352 23.9 25.7 14.1 2 0 0 924.4673
A_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 11 11 21 18.50% SLHDALCVIR 401 410 60.7 26.2 0.0 2 0 0 1,183.6253
A_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 11 11 21 18.50% EMNPALGIDCLHK 484 496 32.9 25.0 15.3 2 0 0 1,513.7140
A_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 11 11 21 18.50% QQISLATQMVR 515 525 30.3 28.8 20.7 2 0 0 1,290.6836
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% TSLGPNGLDK 50 59 26.5 26.4 13.4 2 0 0 1,001.5264
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% IADGYEQAAR 133 142 36.2 27.8 30.3 2 0 0 1,093.5273
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% ISDSVLVDIK 151 160 48.3 26.8 31.1 2 0 0 1,088.6199
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% DTEPLIQTAK 161 170 24.0 28.7 19.3 1 0 0 1,115.5945
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% DVDFELIK 203 210 21.5 27.0 13.6 1 0 0 978.5144
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% GVIVDKDFSHPQMPK 227 241 43.1 27.5 42.3 0 2 0 1,713.8632
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% HKLDVTSVEDYK 264 275 41.8 28.3 38.0 1 1 0 1,433.7272
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% LDVTSVEDYK 266 275 50.8 26.6 41.6 2 0 0 1,168.5733
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% EKFEEMIQQIK 283 293 38.1 27.8 25.9 2 0 0 1,438.7249
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% FEEMIQQIK 285 293 32.3 26.9 24.0 2 0 0 1,181.5873
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% SLHDALCVIR 401 410 41.0 26.8 0.0 1 0 0 1,183.6253
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% EMNPALGIDCLHK 484 496 36.1 25.1 29.7 2 0 0 1,513.7140
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% KQQISLATQMVR 514 525 27.5 27.8 23.0 0 1 0 1,418.7786
B_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 14 15 24 22.40% QQISLATQMVR 515 525 46.2 28.2 36.8 2 0 0 1,290.6836
C_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 9 9 16 15.20% ISDSVLVDIK 151 160 45.2 26.9 36.5 2 0 0 1,088.6199
C_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 9 9 16 15.20% RDVDFELIKVEGK 202 214 44.0 27.1 30.4 0 2 0 1,547.8430
C_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 9 9 16 15.20% DVDFELIK 203 210 24.1 27.2 12.4 1 0 0 978.5144



C_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 9 9 16 15.20% GVIVDKDFSHPQMPK 227 241 32.7 27.4 30.3 0 2 0 1,713.8632
C_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 9 9 16 15.20% HKLDVTSVEDYK 264 275 24.3 27.8 14.9 1 0 0 1,433.7272
C_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 9 9 16 15.20% LDVTSVEDYK 266 275 37.4 26.4 30.8 2 0 0 1,168.5733
C_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 9 9 16 15.20% EKFEEMIQQIK 283 293 40.7 27.3 30.9 2 0 0 1,438.7249
C_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 9 9 16 15.20% SLHDALCVIR 401 410 56.9 26.4 0.0 2 0 0 1,183.6253
C_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 9 9 16 15.20% QQISLATQMVR 515 525 36.4 28.8 22.9 2 0 0 1,290.6836
F_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 2 2 3 2.22% DVDFELIK 203 210 27.9 27.1 16.2 1 0 0 978.5144
F_16 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 2 2 3 2.22% DVDFELIKVEGK 203 214 59.8 28.0 54.9 2 0 0 1,391.7419
H_14 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 3 3 3 4.25% RDVDFELIKVEGK 202 214 25.1 27.6 22.5 0 1 0 1,547.8430
H_14 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 3 3 3 4.25% DVDFELIK 203 210 22.9 27.1 10.6 1 0 0 978.5144
H_14 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 3 3 3 4.25% SLHDALCVIR 401 410 37.7 26.6 0.0 1 0 0 1,183.6253
I_14 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 2 2 4 3.33% DVDFELIK 203 210 26.6 27.0 15.0 2 0 0 978.5144
I_14 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 2 2 4 3.33% SLHDALCVIR 401 410 47.5 26.8 0.0 2 0 0 1,183.6253
K_14 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 4 4 6 4.25% RDVDFELIKVEGK 202 214 18.8 27.4 17.8 0 1 0 1,547.8430
K_14 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 4 4 6 4.25% DVDFELIK 203 210 22.1 28.4 9.9 1 0 0 978.5144
K_14 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 4 4 6 4.25% DVDFELIKVEGK 203 214 68.1 27.2 60.3 2 0 0 1,391.7419
K_14 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 4 4 6 4.25% SLHDALCVIR 401 410 39.6 26.0 0.0 2 0 0 1,183.6253
L_09 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 2 2 3 3.88% SLHDALCVIR 401 410 23.6 26.3 0.0 1 0 0 1,183.6253
L_09 T‐complex protein 1 subunit epsilon TCPE_HUMAN 59,672 2 2 3 3.88% QQISLATQMVR 515 525 51.3 28.2 40.5 2 0 0 1,290.6836
A_15 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 8 8.44% IPGGIIEDSCVLR 204 216 44.7 27.2 37.0 2 0 0 1,428.7518
A_15 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 8 8.44% IVLLDSSLEYK 238 248 49.2 26.3 46.3 2 0 0 1,279.7145
A_15 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 8 8.44% AVAQALEVIPR 439 449 63.0 25.0 48.3 2 0 0 1,166.6892
A_15 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 8 8.44% TAVETAVLLLR 508 518 93.9 25.0 65.9 2 0 0 1,185.7202
A_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 10 11 19 16.50% IPGGIIEDSCVLR 204 216 69.4 26.8 65.8 2 0 0 1,428.7518
A_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 10 11 19 16.50% IVLLDSSLEYK 238 248 43.3 26.4 40.5 2 0 0 1,279.7145
A_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 10 11 19 16.50% IVLLDSSLEYKK 238 249 15.8 25.0 11.0 0 1 0 1,407.8095
A_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 10 11 19 16.50% KGESQTDIEITR 249 260 41.3 28.4 12.7 2 2 0 1,376.7018
A_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 10 11 19 16.50% GESQTDIEITR 250 260 24.5 26.6 20.2 1 0 0 1,248.6068
A_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 10 11 19 16.50% GISDLAQHYLMR 295 306 53.8 27.0 41.2 2 0 0 1,419.7051
A_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 10 11 19 16.50% EILSEVER 382 389 40.9 28.8 19.9 1 0 0 974.5153
A_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 10 11 19 16.50% AVAQALEVIPR 439 449 58.8 25.0 44.6 2 0 0 1,166.6892
A_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 10 11 19 16.50% TLIQNCGASTIR 450 461 65.4 28.5 51.1 2 0 0 1,333.6894
A_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 10 11 19 16.50% TAVETAVLLLR 508 518 91.7 25.0 63.7 2 0 0 1,185.7202
A_23 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 5 6.06% IVLLDSSLEYK 238 248 42.9 26.4 37.6 2 0 0 1,279.7145
A_23 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 5 6.06% AVAQALEVIPR 439 449 56.2 25.0 41.0 2 0 0 1,166.6892
A_23 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 5 6.06% TAVETAVLLLR 508 518 64.6 25.0 45.3 1 0 0 1,185.7202
A_25 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 4 4.40% IPGGIIEDSCVLR 204 216 42.5 27.0 35.3 2 0 0 1,428.7518
A_25 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 4 4.40% AVAQALEVIPR 439 449 60.1 25.0 49.9 2 0 0 1,166.6892
A_30 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% IVLLDSSLEYK 238 248 31.2 26.4 20.4 1 0 0 1,279.7145
A_30 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% AVAQALEVIPR 439 449 47.4 25.0 39.5 2 0 0 1,166.6892
B_15 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% IVLLDSSLEYK 238 248 48.8 26.4 42.3 2 0 0 1,279.7145
B_15 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% TAVETAVLLLR 508 518 57.2 25.0 32.5 1 0 0 1,185.7202
B_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 7 7 14 15.20% IPGGIIEDSCVLR 204 216 47.5 27.0 43.3 2 0 0 1,428.7518
B_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 7 7 14 15.20% IVLLDSSLEYK 238 248 59.3 26.5 57.7 2 0 0 1,279.7145
B_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 7 7 14 15.20% GISDLAQHYLMR 295 306 36.0 27.1 29.8 2 0 0 1,419.7051
B_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 7 7 14 15.20% EDDVGTGAGLLEIK 340 353 83.1 27.5 71.2 2 0 0 1,416.7220
B_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 7 7 14 15.20% AMTGVEQWPYR 428 438 51.0 26.0 23.0 2 0 0 1,353.6257
B_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 7 7 14 15.20% AVAQALEVIPR 439 449 59.5 25.0 45.9 2 0 0 1,166.6892
B_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 7 7 14 15.20% TAVETAVLLLR 508 518 77.5 25.0 57.1 2 0 0 1,185.7202
B_17 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 8 8.44% IPGGIIEDSCVLR 204 216 66.6 27.0 59.5 2 0 0 1,428.7518
B_17 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 8 8.44% IVLLDSSLEYK 238 248 48.4 26.5 40.8 2 0 0 1,279.7145
B_17 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 8 8.44% AVAQALEVIPR 439 449 44.7 25.0 32.8 2 0 0 1,166.6892
B_17 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 8 8.44% TAVETAVLLLR 508 518 86.2 25.0 63.3 2 0 0 1,185.7202
B_23 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% IVLLDSSLEYK 238 248 29.4 25.7 27.6 1 0 0 1,279.7145
B_23 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% AVAQALEVIPR 439 449 43.9 25.0 28.3 2 0 0 1,166.6892
B_24 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% IVLLDSSLEYK 238 248 26.7 26.4 21.4 1 0 0 1,279.7145
B_24 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% AVAQALEVIPR 439 449 42.9 25.0 33.2 2 0 0 1,166.6892
B_25 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 5 6.06% IVLLDSSLEYK 238 248 22.4 26.4 21.4 1 0 0 1,279.7145
B_25 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 5 6.06% AVAQALEVIPR 439 449 46.6 25.0 38.5 2 0 0 1,166.6892
B_25 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 5 6.06% TAVETAVLLLR 508 518 63.3 25.0 29.0 2 0 0 1,185.7202
B_29 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% IVLLDSSLEYK 238 248 47.3 25.7 43.8 1 0 0 1,279.7145
B_29 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% AVAQALEVIPR 439 449 33.6 25.0 22.0 2 0 0 1,166.6892
B_32 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 4 4.04% IVLLDSSLEYK 238 248 46.2 26.4 41.0 2 0 0 1,279.7145
B_32 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 4 4.04% AVAQALEVIPR 439 449 28.1 25.0 24.8 2 0 0 1,166.6892
C_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 8 8 13 18.20% IPGGIIEDSCVLR 204 216 70.2 27.2 63.8 2 0 0 1,428.7518
C_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 8 8 13 18.20% IVLLDSSLEYK 238 248 47.6 26.4 42.0 2 0 0 1,279.7145
C_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 8 8 13 18.20% KGESQTDIEITREEDFTR 249 266 17.7 26.1 15.4 0 1 0 2,154.0312
C_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 8 8 13 18.20% GASKEILSEVER 378 389 34.0 29.1 17.2 1 0 0 1,317.7009
C_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 8 8 13 18.20% AVAQALEVIPR 439 449 71.5 25.0 57.2 2 0 0 1,166.6892
C_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 8 8 13 18.20% TLIQNCGASTIR 450 461 34.2 28.8 27.9 2 0 0 1,333.6894
C_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 8 8 13 18.20% ELGIWEPLAVK 492 502 23.5 25.1 19.0 1 0 0 1,254.7094
C_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 8 8 13 18.20% TAVETAVLLLR 508 518 89.7 25.0 58.7 2 0 0 1,185.7202
C_17 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 5 6.06% IVLLDSSLEYK 238 248 41.9 26.3 38.4 2 0 0 1,279.7145
C_17 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 5 6.06% AVAQALEVIPR 439 449 53.9 25.0 38.5 2 0 0 1,166.6892
C_17 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 5 6.06% TAVETAVLLLR 508 518 78.6 25.0 60.0 1 0 0 1,185.7202
D_23 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 5 5 8 10.10% IPGGIIEDSCVLR 204 216 58.6 27.4 58.6 1 0 0 1,428.7518
D_23 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 5 5 8 10.10% IVLLDSSLEYK 238 248 54.2 26.2 48.2 2 0 0 1,279.7145
D_23 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 5 5 8 10.10% EILSEVER 382 389 35.3 28.7 12.4 2 0 0 974.5153
D_23 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 5 5 8 10.10% TLIQNCGASTIR 450 461 39.3 28.6 25.7 1 0 0 1,333.6894
D_23 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 5 5 8 10.10% TAVETAVLLLR 508 518 62.9 25.0 37.3 2 0 0 1,185.7202
F_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 10 12.50% ALDDMISTLK 129 138 25.7 28.6 23.6 1 0 0 1,106.5764
F_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 10 12.50% IVLLDSSLEYK 238 248 48.4 26.4 44.9 2 0 0 1,279.7145
F_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 10 12.50% EDDVGTGAGLLEIK 340 353 58.5 27.9 44.7 2 0 0 1,416.7220
F_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 10 12.50% NLQDAMQVCR 390 399 47.5 25.0 38.7 1 0 0 1,234.5668
F_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 10 12.50% TLIQNCGASTIR 450 461 49.9 28.5 41.3 2 0 0 1,333.6894
F_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 10 12.50% TAVETAVLLLR 508 518 110.0 25.0 90.7 2 0 0 1,185.7202
H_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 5 5 8 9.72% IVLLDSSLEYKK 238 249 23.1 25.0 16.4 0 1 0 1,407.8095
H_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 5 5 8 9.72% EILSEVER 382 389 33.3 28.8 11.4 2 0 0 974.5153
H_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 5 5 8 9.72% AVAQALEVIPR 439 449 76.8 25.0 53.5 1 0 0 1,166.6892
H_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 5 5 8 9.72% ELGIWEPLAVK 492 502 34.7 25.0 30.8 2 0 0 1,254.7094
H_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 5 5 8 9.72% TAVETAVLLLR 508 518 94.3 25.0 69.1 2 0 0 1,185.7202
I_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 11 12.30% EDDVGTGAGLLEIK 340 353 52.2 27.6 41.9 2 0 0 1,416.7220
I_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 11 12.30% EILSEVER 382 389 21.7 28.2 8.6 1 0 0 974.5153
I_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 11 12.30% AVAQALEVIPR 439 449 73.8 25.0 57.3 2 0 0 1,166.6892
I_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 11 12.30% TLIQNCGASTIR 450 461 47.9 28.5 40.2 2 0 0 1,333.6894
I_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 11 12.30% ELGIWEPLAVK 492 502 26.7 25.1 26.7 2 0 0 1,254.7094
I_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 11 12.30% TAVETAVLLLR 508 518 83.8 25.0 66.2 2 0 0 1,185.7202
J_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 6 5.50% EILSEVER 382 389 43.2 29.3 12.8 2 0 0 974.5153
J_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 6 5.50% AVAQALEVIPR 439 449 62.7 25.0 46.4 2 0 0 1,166.6892
J_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 6 5.50% TAVETAVLLLR 508 518 79.2 25.0 60.8 2 0 0 1,185.7202
K_13 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% IVLLDSSLEYK 238 248 29.7 26.4 26.9 1 0 0 1,279.7145
K_13 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% AVAQALEVIPR 439 449 47.7 25.0 36.0 2 0 0 1,166.6892
K_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 11 11.70% IVLLDSSLEYK 238 248 55.4 26.4 47.2 2 0 0 1,279.7145
K_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 11 11.70% EILSEVER 382 389 38.0 29.7 11.7 2 0 0 974.5153
K_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 11 11.70% AVAQALEVIPR 439 449 50.2 25.0 34.4 2 0 0 1,166.6892
K_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 11 11.70% TLIQNCGASTIR 450 461 32.1 28.3 20.6 1 0 0 1,333.6894
K_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 11 11.70% ELGIWEPLAVK 492 502 29.6 25.0 19.0 2 0 0 1,254.7094
K_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 11 11.70% TAVETAVLLLR 508 518 85.7 25.0 57.8 2 0 0 1,185.7202
L_09 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 10 11.20% VEKIPGGIIEDSCVLR 201 216 32.5 27.2 26.7 0 1 0 1,784.9578
L_09 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 10 11.20% IPGGIIEDSCVLR 204 216 59.6 27.7 57.4 2 0 0 1,428.7518
L_09 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 10 11.20% IVLLDSSLEYK 238 248 62.6 25.7 62.2 2 0 0 1,279.7145
L_09 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 10 11.20% TLIQNCGASTIR 450 461 60.5 28.2 48.3 2 0 0 1,333.6894



L_09 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 10 11.20% ELGIWEPLAVK 492 502 35.3 25.0 22.4 1 0 0 1,254.7094
L_09 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 6 6 10 11.20% TAVETAVLLLR 508 518 72.8 25.0 51.3 2 0 0 1,185.7202
L_10 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 8 8.62% IPGGIIEDSCVLR 204 216 71.3 27.8 60.7 2 0 0 1,428.7518
L_10 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 8 8.62% AVAQALEVIPR 439 449 60.5 25.0 41.4 2 0 0 1,166.6892
L_10 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 8 8.62% TLIQNCGASTIR 450 461 55.8 28.2 45.4 2 0 0 1,333.6894
L_10 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 8 8.62% TAVETAVLLLR 508 518 70.7 25.0 53.3 2 0 0 1,185.7202
L_11 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% IVLLDSSLEYK 238 248 50.0 25.9 43.3 1 0 0 1,279.7145
L_11 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 3 4.04% AVAQALEVIPR 439 449 69.7 25.0 52.2 2 0 0 1,166.6892
L_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 5 5.50% IVLLDSSLEYK 238 248 48.0 25.7 46.1 2 0 0 1,279.7145
L_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 5 5.50% EILSEVER 382 389 34.2 29.7 13.5 2 0 0 974.5153
L_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 3 3 5 5.50% TAVETAVLLLR 508 518 65.0 25.0 45.0 1 0 0 1,185.7202
L_15 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 4 4.40% IPGGIIEDSCVLR 204 216 62.8 27.6 57.7 2 0 0 1,428.7518
L_15 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 4 4.40% TAVETAVLLLR 508 518 78.2 25.0 51.4 2 0 0 1,185.7202
L_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 6 8.44% WSSLACNIALDAVK 168 181 72.1 28.2 69.6 1 0 0 1,547.7887
L_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 6 8.44% IVLLDSSLEYK 238 248 54.0 25.7 53.8 2 0 0 1,279.7145
L_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 6 8.44% NLQDAMQVCR 390 399 33.4 25.0 33.4 1 0 0 1,250.5617
L_16 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 4 4 6 8.44% TAVETAVLLLR 508 518 72.6 25.0 51.9 2 0 0 1,185.7202
M_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 4 4.04% IVLLDSSLEYK 238 248 58.8 25.7 51.7 2 0 0 1,279.7145
M_14 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 4 4.04% AVAQALEVIPR 439 449 54.5 25.0 35.6 2 0 0 1,166.6892
M_15 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 4 4.04% IVLLDSSLEYK 238 248 53.5 26.4 51.4 2 0 0 1,279.7145
M_15 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 4 4.04% AVAQALEVIPR 439 449 39.1 25.0 25.9 2 0 0 1,166.6892
Q_15 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 4 4.04% IVLLDSSLEYK 238 248 57.4 25.4 53.9 2 0 0 1,279.7145
Q_15 T‐complex protein 1 subunit gamma TCPG_HUMAN 60,535 2 2 4 4.04% AVAQALEVIPR 439 449 61.7 25.0 45.8 2 0 0 1,166.6892
A_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 6 6 11 13.40% ATISNDGATILK 56 67 52.8 28.2 41.8 2 0 0 1,203.6581
A_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 6 6 11 13.40% LLDVVHPAAK 68 77 26.3 25.0 21.0 2 0 0 1,062.6307
A_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 6 6 11 13.40% TFSYAGFEMQPK 219 230 34.9 25.0 33.4 2 0 0 1,421.6407
A_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 6 6 11 13.40% GGAEQFMEETER 376 387 44.7 25.0 44.7 2 0 0 1,399.5796
A_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 6 6 11 13.40% NDSVVAGGGAIEMELSK 402 418 74.3 26.6 67.6 2 0 0 1,692.8111
A_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 6 6 11 13.40% QQLLIGAYAK 431 440 27.4 25.3 16.5 1 0 0 1,104.6413
B_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 7 7 13 15.80% ATISNDGATILK 56 67 58.0 28.7 46.3 2 0 0 1,203.6581
B_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 7 7 13 15.80% LLDVVHPAAK 68 77 38.6 25.0 32.7 2 0 0 1,062.6307
B_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 7 7 13 15.80% TFSYAGFEMQPK 219 230 35.2 25.0 31.1 1 0 0 1,421.6407
B_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 7 7 13 15.80% CQVFEETQIGGER 345 357 66.8 25.0 54.0 2 0 0 1,552.7062
B_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 7 7 13 15.80% GGAEQFMEETER 376 387 39.5 25.0 39.5 2 0 0 1,399.5796
B_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 7 7 13 15.80% NDSVVAGGGAIEMELSK 402 418 71.8 26.7 66.6 2 0 0 1,692.8111
B_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 7 7 13 15.80% QQLLIGAYAK 431 440 28.5 25.3 24.7 2 0 0 1,104.6413
C_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 10 10 17 18.40% GKATISNDGATILK 54 67 31.3 26.8 22.4 1 0 0 1,388.7746
C_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 10 10 17 18.40% ATISNDGATILK 56 67 53.0 28.2 41.2 2 0 0 1,203.6581
C_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 10 10 17 18.40% LLDVVHPAAK 68 77 33.0 25.0 29.4 2 0 0 1,062.6307
C_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 10 10 17 18.40% TFSYAGFEMQPK 219 230 51.2 25.0 51.2 2 0 0 1,421.6407
C_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 10 10 17 18.40% CQVFEETQIGGER 345 357 72.0 25.0 60.4 2 0 0 1,552.7062
C_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 10 10 17 18.40% YNFFTGCPK 358 366 31.0 25.0 17.9 1 0 0 1,133.5085
C_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 10 10 17 18.40% GGAEQFMEETER 376 387 45.6 25.0 45.6 2 0 0 1,399.5796
C_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 10 10 17 18.40% AIKNDSVVAGGGAIEMELSK 399 418 25.2 27.6 17.0 0 2 0 2,005.0273
C_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 10 10 17 18.40% NDSVVAGGGAIEMELSK 402 418 62.1 26.5 55.5 2 0 0 1,692.8111
C_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 10 10 17 18.40% QQLLIGAYAK 431 440 24.7 26.1 22.0 1 0 0 1,104.6413
D_22 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 2 2 3 4.79% ATISNDGATILK 56 67 37.2 28.6 27.6 2 0 0 1,203.6581
D_22 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 2 2 3 4.79% LPIGDVATQYFADR 293 306 50.7 28.3 50.7 1 0 0 1,565.7960
F_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 3 3 4 7.73% CQVFEETQIGGER 345 357 70.7 25.0 56.2 2 0 0 1,552.7062
F_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 3 3 4 7.73% GGAEQFMEETER 376 387 39.4 25.0 39.3 1 0 0 1,383.5846
F_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 3 3 4 7.73% NDSVVAGGGAIEMELSK 402 418 57.1 27.4 54.0 1 0 0 1,676.8161
H_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 5 5 10 10.10% ATISNDGATILK 56 67 43.8 28.5 35.4 2 0 0 1,203.6581
H_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 5 5 10 10.10% LPIGDVATQYFADR 293 306 46.9 28.1 42.1 2 0 0 1,565.7960
H_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 5 5 10 10.10% CQVFEETQIGGER 345 357 72.0 25.0 60.7 2 0 0 1,552.7062
H_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 5 5 10 10.10% YNFFTGCPK 358 366 39.7 25.0 32.8 2 0 0 1,133.5085
H_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 5 5 10 10.10% TCTFILR 369 375 29.4 26.9 4.3 2 0 0 910.4816
I_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 4 4 7 7.18% CQVFEETQIGGER 345 357 70.6 25.0 63.7 2 0 0 1,552.7062
I_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 4 4 7 7.18% YNFFTGCPK 358 366 47.5 25.0 35.0 2 0 0 1,133.5085
I_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 4 4 7 7.18% TCTFILR 369 375 26.3 26.9 2.1 2 0 0 910.4816
I_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 4 4 7 7.18% QQLLIGAYAK 431 440 28.5 25.0 18.6 1 0 0 1,104.6413
K_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 4 4 8 7.55% ATISNDGATILK 56 67 48.2 28.1 33.3 2 0 0 1,203.6581
K_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 4 4 8 7.55% CQVFEETQIGGER 345 357 61.5 25.0 41.1 2 0 0 1,552.7062
K_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 4 4 8 7.55% YNFFTGCPK 358 366 30.5 25.0 9.6 2 0 0 1,133.5085
K_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 4 4 8 7.55% TCTFILR 369 375 25.6 26.8 0.0 2 0 0 910.4816
L_09 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 6 6 9 13.60% GKATISNDGATILK 54 67 30.7 27.2 23.5 0 2 0 1,388.7746
L_09 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 6 6 9 13.60% IALLNVELELK 237 247 30.8 25.0 23.1 1 0 0 1,254.7669
L_09 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 6 6 9 13.60% LPIGDVATQYFADR 293 306 87.2 28.1 79.9 2 0 0 1,565.7960
L_09 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 6 6 9 13.60% YNFFTGCPK 358 366 34.6 25.0 27.5 2 0 0 1,133.5085
L_09 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 6 6 9 13.60% QQLLIGAYAK 431 440 33.4 25.8 25.9 1 0 0 1,104.6413
L_09 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 6 6 9 13.60% QLCDNAGFDATNILNK 448 463 81.6 27.0 66.1 1 0 0 1,793.8489
L_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 2 2 4 3.87% ATISNDGATILK 56 67 56.6 28.6 42.2 2 0 0 1,203.6581
L_14 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 2 2 4 3.87% YNFFTGCPK 358 366 26.3 25.0 22.5 2 0 0 1,133.5085
L_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 3 3 4 7.37% VQGGALEDSQLVAGVAFKK 200 218 20.3 25.9 16.9 0 1 0 1,917.0442
L_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 3 3 4 7.37% LPIGDVATQYFADR 293 306 58.5 28.1 52.3 1 0 0 1,565.7960
L_16 T‐complex protein 1 subunit eta TCPH_HUMAN 59,368 3 3 4 7.37% TCTFILR 369 375 39.0 25.7 21.6 2 0 0 910.4816
A_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 19 22.80% LFVTNDAATILR 63 74 76.4 26.8 65.2 2 0 0 1,333.7475
A_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 19 22.80% AHEILPNLVCCSAK 139 152 36.3 27.3 33.4 2 0 0 1,611.7983
A_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 19 22.80% NLRDIDEVSSLLR 153 165 23.1 27.7 11.1 0 2 0 1,529.8283
A_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 19 22.80% QYGNEVFLAK 172 181 33.6 26.7 18.5 1 0 0 1,168.5997
A_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 19 22.80% AIADTGANVVVTGGK 282 296 90.6 27.9 77.7 2 0 0 1,372.7432
A_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 19 22.80% VADMALHYANK 297 307 22.8 26.6 12.8 1 0 0 1,248.6042
A_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 19 22.80% YNIMLVR 308 314 26.9 26.7 15.9 1 0 0 908.5022
A_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 19 22.80% GSTDNLMDDIER 379 390 50.4 25.0 43.9 2 0 0 1,381.5903
A_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 19 22.80% AVDDGVNTFK 391 400 45.1 26.4 29.4 2 0 0 1,065.5212
A_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 19 22.80% FAEAFEAIPR 441 450 67.8 27.4 50.5 2 0 0 1,150.5891
A_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 19 22.80% LATNAAVTVLR 510 520 87.7 26.6 64.6 2 0 0 1,128.6735
A_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 7 14 15.00% LFVTNDAATILR 63 74 78.6 26.8 67.2 2 0 0 1,333.7475
A_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 7 14 15.00% DIDEVSSLLR 156 165 41.5 28.6 26.5 2 0 0 1,146.6002
A_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 7 14 15.00% QYGNEVFLAK 172 181 28.2 26.6 21.5 2 0 0 1,168.5997
A_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 7 14 15.00% AIADTGANVVVTGGK 282 296 77.6 27.5 61.5 2 0 0 1,372.7432
A_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 7 14 15.00% LVPGGGATEIELAK 408 421 52.2 28.2 46.1 2 0 0 1,354.7579
A_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 7 14 15.00% FAEAFEAIPR 441 450 66.4 27.3 53.9 2 0 0 1,150.5891
A_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 7 14 15.00% LATNAAVTVLR 510 520 63.4 26.6 38.1 2 0 0 1,128.6735
B_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 21 19.90% APGFAQMLK 8 16 41.3 28.7 23.8 2 0 0 978.5079
B_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 21 19.90% LFVTNDAATILR 63 74 80.9 26.7 68.9 2 0 0 1,333.7475
B_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 21 19.90% KAHEILPNLVCCSAK 138 152 33.0 27.2 28.2 0 2 0 1,739.8933
B_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 21 19.90% AHEILPNLVCCSAK 139 152 26.6 27.3 26.0 2 0 0 1,611.7983
B_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 21 19.90% QYGNEVFLAK 172 181 35.2 27.0 23.0 2 0 0 1,168.5997
B_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 21 19.90% AIADTGANVVVTGGK 282 296 86.0 27.9 75.9 2 0 0 1,372.7432
B_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 21 19.90% GSTDNLMDDIER 379 390 42.2 25.0 38.5 1 0 0 1,381.5903
B_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 21 19.90% LVPGGGATEIELAK 408 421 42.2 27.9 32.1 2 0 0 1,354.7579
B_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 21 19.90% KFAEAFEAIPR 440 450 72.7 31.9 62.3 2 0 0 1,278.6841
B_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 21 19.90% FAEAFEAIPR 441 450 69.1 27.6 50.5 2 0 0 1,150.5891
B_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 11 21 19.90% LATNAAVTVLR 510 520 94.6 26.6 71.0 2 0 0 1,128.6735
B_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 17.00% LFVTNDAATILR 63 74 67.7 26.7 54.5 2 0 0 1,333.7475
B_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 17.00% DIDEVSSLLR 156 165 43.1 28.6 31.8 2 0 0 1,146.6002
B_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 17.00% QYGNEVFLAK 172 181 36.3 27.0 26.2 1 0 0 1,168.5997
B_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 17.00% AIADTGANVVVTGGK 282 296 80.3 27.5 68.4 2 0 0 1,372.7432
B_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 17.00% EDGAISTIVLR 368 378 49.3 29.0 37.9 2 0 0 1,173.6475
B_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 17.00% LVPGGGATEIELAK 408 421 23.5 27.8 17.8 2 0 0 1,354.7579
B_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 17.00% FAEAFEAIPR 441 450 77.4 27.4 56.3 2 0 0 1,150.5891
B_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 17.00% LATNAAVTVLR 510 520 72.1 26.0 58.4 2 0 0 1,128.6735



C_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 8 12 15.90% LFVTNDAATILR 63 74 68.5 26.7 59.7 2 0 0 1,333.7475
C_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 8 12 15.90% KAHEILPNLVCCSAK 138 152 37.3 27.1 30.7 0 2 0 1,739.8933
C_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 8 12 15.90% NLRDIDEVSSLLR 153 165 45.9 28.1 35.6 1 2 0 1,529.8283
C_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 8 12 15.90% GSTDNLMDDIER 379 390 44.6 25.0 44.3 1 0 0 1,365.5953
C_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 8 12 15.90% LVPGGGATEIELAK 408 421 25.2 27.4 14.3 1 0 0 1,354.7579
C_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 8 12 15.90% FAEAFEAIPR 441 450 83.4 27.4 68.6 2 0 0 1,150.5891
C_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 7 8 12 15.90% LATNAAVTVLR 510 520 92.2 27.1 67.4 1 0 0 1,128.6735
C_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 12.40% LFVTNDAATILR 63 74 77.5 26.7 67.8 2 0 0 1,333.7475
C_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 12.40% DIDEVSSLLR 156 165 53.8 29.0 29.7 2 0 0 1,146.6002
C_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 12.40% EDGAISTIVLR 368 378 50.7 28.0 37.6 2 0 0 1,173.6475
C_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 12.40% AVDDGVNTFK 391 400 30.8 26.4 22.8 1 0 0 1,065.5212
C_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 12.40% LVPGGGATEIELAK 408 421 25.4 27.4 21.3 2 0 0 1,354.7579
C_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 12.40% LATNAAVTVLR 510 520 53.4 26.6 35.9 2 0 0 1,128.6735
D_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 10 10 18 20.30% APGFAQMLK 8 16 36.9 28.6 23.9 2 0 0 978.5079
D_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 10 10 18 20.30% LFVTNDAATILR 63 74 67.1 26.5 52.1 2 0 0 1,333.7475
D_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 10 10 18 20.30% DIDEVSSLLR 156 165 37.4 28.4 23.9 2 0 0 1,146.6002
D_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 10 10 18 20.30% AIADTGANVVVTGGK 282 296 84.7 27.3 69.3 2 0 0 1,372.7432
D_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 10 10 18 20.30% YNIMLVR 308 314 36.3 26.9 17.4 2 0 0 924.4972
D_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 10 10 18 20.30% EDGAISTIVLR 368 378 43.1 28.5 35.7 2 0 0 1,173.6475
D_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 10 10 18 20.30% GSTDNLMDDIER 379 390 34.7 25.0 34.7 1 0 0 1,381.5903
D_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 10 10 18 20.30% LVPGGGATEIELAK 408 421 26.8 27.6 19.2 1 0 0 1,354.7579
D_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 10 10 18 20.30% FAEAFEAIPR 441 450 49.8 27.5 40.0 2 0 0 1,150.5891
D_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 10 10 18 20.30% LATNAAVTVLR 510 520 85.3 27.0 48.0 2 0 0 1,128.6735
D_23 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 4 7.30% AIADTGANVVVTGGK 282 296 67.6 27.7 41.2 2 0 0 1,372.7432
D_23 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 4 7.30% LVPGGGATEIELAK 408 421 21.7 27.7 13.4 1 0 0 1,354.7579
D_23 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 4 7.30% LATNAAVTVLR 510 520 49.2 27.0 36.2 1 0 0 1,128.6735
E_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 5 6.57% AIADTGANVVVTGGK 282 296 57.8 27.3 49.4 2 0 0 1,372.7432
E_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 5 6.57% FAEAFEAIPR 441 450 24.9 27.5 15.1 1 0 0 1,150.5891
E_22 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 5 6.57% LATNAAVTVLR 510 520 63.5 26.6 52.0 2 0 0 1,128.6735
E_23 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 2 3.83% FAEAFEAIPR 441 450 31.4 27.5 21.9 1 0 0 1,150.5891
E_23 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 2 3.83% LATNAAVTVLR 510 520 62.1 26.6 53.0 1 0 0 1,128.6735
F_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 14 17.20% APGFAQMLK 8 16 42.5 28.7 31.4 2 0 0 978.5079
F_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 14 17.20% LFVTNDAATILR 63 74 75.0 26.7 63.2 2 0 0 1,333.7475
F_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 14 17.20% GEENLMDAQVK 271 281 43.7 25.2 42.7 1 0 0 1,233.5781
F_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 14 17.20% AIADTGANVVVTGGK 282 296 86.2 27.5 71.5 2 0 0 1,372.7432
F_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 14 17.20% GSTDNLMDDIER 379 390 58.5 25.0 58.5 2 0 0 1,365.5953
F_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 14 17.20% LVPGGGATEIELAK 408 421 26.4 27.9 15.8 1 0 0 1,354.7579
F_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 14 17.20% FAEAFEAIPR 441 450 76.1 27.5 61.5 2 0 0 1,150.5891
F_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 14 17.20% LATNAAVTVLR 510 520 87.7 26.6 62.5 2 0 0 1,128.6735
G_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 4.01% LFVTNDAATILR 63 74 51.7 26.1 40.2 2 0 0 1,333.7475
G_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 4.01% QYGNEVFLAK 172 181 26.1 27.1 13.3 1 0 0 1,168.5997
H_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 15.30% LFVTNDAATILR 63 74 83.7 26.6 64.5 2 0 0 1,333.7475
H_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 15.30% QYGNEVFLAK 172 181 37.0 27.0 26.2 2 0 0 1,168.5997
H_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 15.30% AIADTGANVVVTGGK 282 296 71.2 27.9 58.1 2 0 0 1,372.7432
H_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 15.30% EDGAISTIVLR 368 378 42.6 28.7 31.5 2 0 0 1,173.6475
H_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 15.30% LVPGGGATEIELAK 408 421 47.2 27.8 43.8 2 0 0 1,354.7579
H_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 15.30% KFAEAFEAIPR 440 450 32.2 31.9 30.1 1 0 0 1,278.6841
H_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 15.30% FAEAFEAIPR 441 450 69.3 27.4 58.9 2 0 0 1,150.5891
H_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 8 15 15.30% LATNAAVTVLR 510 520 85.9 27.4 65.4 2 0 0 1,128.6735
H_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 14.10% NLRDIDEVSSLLR 153 165 24.6 27.9 17.7 0 2 0 1,529.8283
H_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 14.10% QYGNEVFLAK 172 181 30.3 27.0 18.2 1 0 0 1,168.5997
H_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 14.10% AIADTGANVVVTGGK 282 296 79.0 27.4 67.6 2 0 0 1,372.7432
H_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 14.10% LVPGGGATEIELAK 408 421 55.0 28.2 45.6 2 0 0 1,354.7579
H_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 14.10% NVGLDIEAEVPAVK 477 490 47.0 26.7 28.6 2 0 0 1,453.7898
H_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 14.10% LATNAAVTVLR 510 520 89.8 26.6 71.8 2 0 0 1,128.6735
H_20 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 5 6.20% DIDEVSSLLR 156 165 49.8 28.6 31.9 2 0 0 1,146.6002
H_20 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 5 6.20% LVPGGGATEIELAK 408 421 29.7 27.8 23.2 1 0 0 1,354.7579
H_20 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 5 6.20% FAEAFEAIPR 441 450 48.8 27.6 38.2 2 0 0 1,150.5891
H_24 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 4.38% LVPGGGATEIELAK 408 421 41.7 27.8 35.8 1 0 0 1,354.7579
H_24 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 4.38% FAEAFEAIPR 441 450 54.5 27.3 49.4 2 0 0 1,150.5891
I_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 9 15 18.40% LFVTNDAATILR 63 74 80.9 26.6 67.1 2 0 0 1,333.7475
I_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 9 15 18.40% NLRDIDEVSSLLR 153 165 47.6 27.9 31.3 2 2 0 1,529.8283
I_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 9 15 18.40% QYGNEVFLAK 172 181 37.1 27.0 23.1 2 0 0 1,168.5997
I_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 9 15 18.40% AIADTGANVVVTGGK 282 296 81.4 27.9 68.5 2 0 0 1,372.7432
I_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 9 15 18.40% EDGAISTIVLR 368 378 39.2 29.0 30.5 1 0 0 1,173.6475
I_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 9 15 18.40% LVPGGGATEIELAK 408 421 60.3 28.0 52.0 1 0 0 1,354.7579
I_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 9 15 18.40% FAEAFEAIPR 441 450 65.9 27.4 45.7 2 0 0 1,150.5891
I_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 8 9 15 18.40% ALAENSGVKANEVISK 451 466 37.4 27.8 32.4 1 0 0 1,629.8806
I_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 10 13.10% LFVTNDAATILR 63 74 94.4 26.7 81.6 2 0 0 1,333.7475
I_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 10 13.10% QYGNEVFLAK 172 181 32.4 26.6 12.2 1 0 0 1,168.5997
I_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 10 13.10% AIADTGANVVVTGGK 282 296 92.4 27.5 82.2 2 0 0 1,372.7432
I_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 10 13.10% LVPGGGATEIELAK 408 421 23.5 27.9 19.2 1 0 0 1,354.7579
I_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 10 13.10% FAEAFEAIPR 441 450 69.3 27.1 52.5 2 0 0 1,150.5891
I_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 10 13.10% LATNAAVTVLR 510 520 60.5 26.6 52.4 2 0 0 1,128.6735
I_20 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 3.65% DIDEVSSLLR 156 165 29.1 28.0 21.2 1 0 0 1,146.6002
I_20 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 3.65% FAEAFEAIPR 441 450 46.8 27.1 29.3 2 0 0 1,150.5891
J_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 13.30% LFVTNDAATILR 63 74 63.6 25.8 48.8 2 0 0 1,333.7475
J_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 13.30% QYGNEVFLAK 172 181 28.0 27.0 13.6 2 0 0 1,168.5997
J_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 13.30% AIADTGANVVVTGGK 282 296 74.3 27.0 57.4 2 0 0 1,372.7432
J_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 13.30% EDGAISTIVLR 368 378 59.3 28.8 47.5 2 0 0 1,173.6475
J_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 13.30% LVPGGGATEIELAK 408 421 25.2 27.8 21.6 1 0 0 1,354.7579
J_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 6 6 11 13.30% LATNAAVTVLR 510 520 65.8 26.0 56.5 2 0 0 1,128.6735
J_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 4 4 6 8.76% LFVTNDAATILR 63 74 84.2 25.7 64.8 1 0 0 1,333.7475
J_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 4 4 6 8.76% DIDEVSSLLR 156 165 58.7 28.2 38.1 2 0 0 1,146.6002
J_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 4 4 6 8.76% AIADTGANVVVTGGK 282 296 56.0 27.0 41.3 2 0 0 1,372.7432
J_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 4 4 6 8.76% EDGAISTIVLR 368 378 41.9 28.8 24.5 1 0 0 1,173.6475
K_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 5 5 10 11.30% LFVTNDAATILR 63 74 83.7 26.6 67.7 2 0 0 1,333.7475
K_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 5 5 10 11.30% QYGNEVFLAK 172 181 45.1 27.0 36.3 2 0 0 1,168.5997
K_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 5 5 10 11.30% AIADTGANVVVTGGK 282 296 87.6 27.9 72.6 2 0 0 1,372.7432
K_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 5 5 10 11.30% EDGAISTIVLR 368 378 49.3 28.7 30.3 2 0 0 1,173.6475
K_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 5 5 10 11.30% LVPGGGATEIELAK 408 421 35.8 27.9 24.3 2 0 0 1,354.7579
K_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 6 6.57% AIADTGANVVVTGGK 282 296 66.3 27.6 54.0 2 0 0 1,372.7432
K_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 6 6.57% FAEAFEAIPR 441 450 69.8 27.1 51.7 2 0 0 1,150.5891
K_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 6 6.57% LATNAAVTVLR 510 520 55.5 25.6 41.5 2 0 0 1,128.6735
L_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 12 21 26.10% LFVTNDAATILR 63 74 83.7 26.2 72.1 2 0 0 1,333.7475
L_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 12 21 26.10% NLRDIDEVSSLLR 153 165 48.5 27.7 31.7 2 2 0 1,529.8283
L_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 12 21 26.10% QYGNEVFLAK 172 181 34.0 27.1 19.6 1 0 0 1,168.5997
L_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 12 21 26.10% IAVYSCPFDGMITETK 239 254 63.6 25.6 60.1 2 0 0 1,847.8556
L_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 12 21 26.10% AIADTGANVVVTGGK 282 296 90.6 27.6 80.5 2 0 0 1,372.7432
L_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 12 21 26.10% GSTDNLMDDIER 379 390 51.1 25.0 42.5 2 0 0 1,381.5903
L_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 12 21 26.10% AVDDGVNTFK 391 400 29.5 26.9 21.7 1 0 0 1,065.5212
L_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 12 21 26.10% LVPGGGATEIELAK 408 421 51.7 28.0 34.5 2 0 0 1,354.7579
L_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 12 21 26.10% ALAENSGVKANEVISK 451 466 39.7 27.7 33.5 1 0 0 1,629.8806
L_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 12 21 26.10% NVGLDIEAEVPAVK 477 490 62.1 26.6 60.5 2 0 0 1,453.7898
L_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 11 12 21 26.10% LATNAAVTVLR 510 520 102.0 25.6 91.3 2 0 0 1,128.6735
L_11 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 4 3.65% DIDEVSSLLR 156 165 44.5 28.2 30.1 2 0 0 1,146.6002
L_11 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 4 3.65% FAEAFEAIPR 441 450 49.5 27.6 30.4 2 0 0 1,150.5891
L_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 5 6.02% LFVTNDAATILR 63 74 69.2 26.2 52.6 2 0 0 1,333.7475
L_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 5 6.02% AVDDGVNTFK 391 400 26.6 27.0 19.2 1 0 0 1,065.5212
L_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 5 6.02% LATNAAVTVLR 510 520 62.6 26.0 53.0 2 0 0 1,128.6735
L_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 4 4 7 8.39% LFVTNDAATILR 63 74 76.0 26.2 66.8 2 0 0 1,333.7475
L_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 4 4 7 8.39% AVDDGVNTFK 391 400 35.6 27.4 32.2 2 0 0 1,065.5212



L_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 4 4 7 8.39% LVPGGGATEIELAK 408 421 37.4 27.8 27.1 1 0 0 1,354.7579
L_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 4 4 7 8.39% FAEAFEAIPR 441 450 69.1 27.6 48.8 2 0 0 1,150.5891
L_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 4 6.75% HFSGLEEAVYR 21 31 33.5 27.6 33.5 1 0 0 1,307.6378
L_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 4 6.75% LFVTNDAATILR 63 74 71.4 26.2 60.5 2 0 0 1,333.7475
L_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 4 6.75% NVGLDIEAEVPAVK 477 490 37.3 26.3 28.9 1 0 0 1,453.7898
M_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 6 7.12% DIDEVSSLLR 156 165 43.6 28.6 23.8 2 0 0 1,146.6002
M_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 6 7.12% AIADTGANVVVTGGK 282 296 72.1 27.6 54.7 2 0 0 1,372.7432
M_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 6 7.12% LVPGGGATEIELAK 408 421 30.6 27.7 22.7 2 0 0 1,354.7579
M_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 6 6.39% LVPGGGATEIELAK 408 421 25.3 27.7 21.2 2 0 0 1,354.7579
M_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 6 6.39% FAEAFEAIPR 441 450 66.3 27.1 57.7 2 0 0 1,150.5891
M_14 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 3 3 6 6.39% LATNAAVTVLR 510 520 82.2 26.0 70.9 2 0 0 1,128.6735
M_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 4.38% LVPGGGATEIELAK 408 421 28.7 28.0 21.4 1 0 0 1,354.7579
M_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 4.38% FAEAFEAIPR 441 450 45.8 27.1 38.3 2 0 0 1,150.5891
P_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 5 5 8 9.85% APGFAQMLK 8 16 21.5 27.9 10.1 1 0 0 978.5079
P_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 5 5 8 9.85% QYGNEVFLAK 172 181 29.4 26.9 18.6 1 0 0 1,168.5997
P_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 5 5 8 9.85% AIADTGANVVVTGGK 282 296 83.0 27.0 73.2 2 0 0 1,372.7432
P_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 5 5 8 9.85% AVDDGVNTFK 391 400 49.8 26.9 37.1 2 0 0 1,065.5212
P_09 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 5 5 8 9.85% FAEAFEAIPR 441 450 42.3 27.5 34.7 2 0 0 1,150.5891
P_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 2 4.56% AIADTGANVVVTGGK 282 296 43.8 27.0 30.9 1 0 0 1,372.7432
P_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 2 4.56% AVDDGVNTFK 391 400 26.5 26.9 21.1 1 0 0 1,065.5212
Q_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 4.56% AIADTGANVVVTGGK 282 296 70.6 27.6 59.4 2 0 0 1,372.7432
Q_13 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 4.56% AVDDGVNTFK 391 400 32.1 26.9 24.7 1 0 0 1,065.5212
Q_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 4.38% AVDDGVNTFK 391 400 55.5 26.9 51.3 2 0 0 1,065.5212
Q_15 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 4.38% LVPGGGATEIELAK 408 421 23.7 27.5 5.3 1 0 0 1,354.7579
Q_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 3.83% AVDDGVNTFK 391 400 40.3 27.4 32.6 2 0 0 1,065.5212
Q_16 T‐complex protein 1 subunit theta TCPQ_HUMAN 59,621 2 2 3 3.83% LATNAAVTVLR 510 520 42.4 25.8 32.0 1 0 0 1,128.6735
A_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 4 6 7.72% MLVSGAGDIK 46 55 32.8 29.3 18.4 1 0 0 990.5290
A_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 4 6 7.72% ALQFLEEVK 130 138 25.7 27.7 16.7 1 0 0 1,076.5987
A_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 4 6 7.72% TEVNSGFFYK 242 251 53.3 26.2 45.2 2 0 0 1,191.5680
A_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 4 6 7.72% GIDPFSLDALSK 296 307 42.9 28.7 23.1 2 0 0 1,262.6629
A_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 4 6 8.47% MLVSGAGDIK 46 55 37.0 28.2 20.6 2 0 0 1,006.5240
A_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 4 6 8.47% QADLYISEGLHPR 105 117 35.5 26.8 29.4 0 2 0 1,498.7650
A_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 4 6 8.47% IITEGFEAAK 118 127 32.3 27.3 7.6 1 0 0 1,078.5780
A_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 4 6 8.47% GIDPFSLDALSK 296 307 37.3 28.6 18.2 1 0 0 1,262.6629
B_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 7 12 11.90% MLVSGAGDIK 46 55 34.0 28.2 17.9 4 0 0 1,006.5240
B_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 7 12 11.90% QADLYISEGLHPR 105 117 25.0 26.8 21.9 0 2 0 1,498.7650
B_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 7 12 11.90% IITEGFEAAK 118 127 54.7 27.3 17.9 2 0 0 1,078.5780
B_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 7 12 11.90% ETLIDVAR 146 153 26.3 28.0 13.7 1 0 0 916.5099
B_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 7 12 11.90% TEVNSGFFYK 242 251 28.2 25.9 20.5 1 0 0 1,191.5680
B_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 7 12 11.90% GIDPFSLDALSK 296 307 61.5 28.7 27.6 2 0 0 1,262.6629
B_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 7 14 12.60% AQAALAVNISAAR 16 28 41.6 26.1 41.6 2 0 0 1,255.7116
B_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 7 14 12.60% MLVSGAGDIK 46 55 25.2 27.7 8.2 2 0 0 1,006.5240
B_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 7 14 12.60% QADLYISEGLHPR 105 117 38.1 27.2 31.4 2 2 0 1,498.7650
B_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 7 14 12.60% ALQFLEEVK 130 138 23.4 27.3 14.3 2 0 0 1,076.5987
B_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 7 14 12.60% TEVNSGFFYK 242 251 56.5 25.9 47.8 2 0 0 1,191.5680
B_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 7 14 12.60% GIDPFSLDALSK 296 307 42.0 28.7 18.4 2 0 0 1,262.6629
C_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 5 9 8.66% AQAALAVNISAAR 16 28 42.9 26.1 37.1 2 0 0 1,255.7116
C_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 5 9 8.66% MLVSGAGDIK 46 55 23.8 28.2 11.4 2 0 0 1,006.5240
C_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 5 9 8.66% QADLYISEGLHPR 105 117 33.0 26.8 25.0 1 2 0 1,498.7650
C_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 5 9 8.66% TEVNSGFFYK 242 251 49.7 26.2 42.3 2 0 0 1,191.5680
C_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 5 6 9.04% AQAALAVNISAAR 16 28 57.4 26.4 57.4 1 0 0 1,255.7116
C_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 5 6 9.04% QADLYISEGLHPR 105 117 43.0 26.7 33.4 2 1 0 1,498.7650
C_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 5 6 9.04% IITEGFEAAKEK 118 129 22.0 28.2 10.7 1 0 0 1,335.7156
C_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 5 6 9.04% TEVNSGFFYK 242 251 38.8 25.7 36.0 1 0 0 1,191.5680
D_22 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 5 5 6 9.98% AQAALAVNISAAR 16 28 40.2 26.1 32.9 1 0 0 1,255.7116
D_22 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 5 5 6 9.98% IITEGFEAAK 118 127 50.1 28.0 9.0 1 0 0 1,078.5780
D_22 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 5 5 6 9.98% ALQFLEEVK 130 138 45.3 28.4 36.1 1 0 0 1,076.5987
D_22 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 5 5 6 9.98% GLVLDHGAR 209 217 27.1 26.2 21.5 2 0 0 937.5215
D_22 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 5 5 6 9.98% GIDPFSLDALSK 296 307 32.1 28.5 16.8 1 0 0 1,262.6629
D_23 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 6 8 12.40% MLVSGAGDIK 46 55 22.9 27.3 12.7 1 0 0 1,006.5240
D_23 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 6 8 12.40% IITEGFEAAK 118 127 30.3 28.0 0.0 2 0 0 1,078.5780
D_23 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 6 8 12.40% ALQFLEEVK 130 138 33.4 28.4 25.4 2 0 0 1,076.5987
D_23 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 6 8 12.40% GLVLDHGAR 209 217 36.7 26.2 16.0 1 0 0 937.5215
D_23 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 6 8 12.40% GIDPFSLDALSK 296 307 36.3 28.5 10.2 1 0 0 1,262.6629
D_23 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 6 8 12.40% VLAQNSGFDLQETLVK 450 465 49.1 28.7 46.2 1 0 0 1,761.9383
E_23 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 3 4.33% AQAALAVNISAAR 16 28 54.7 26.1 49.1 2 0 0 1,255.7116
E_23 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 3 4.33% IITEGFEAAK 118 127 24.1 27.3 4.5 1 0 0 1,078.5780
F_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 6 11 13.70% AQAALAVNISAAR 16 28 83.9 26.4 80.6 2 0 0 1,255.7116
F_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 6 11 13.70% MLVSGAGDIK 46 55 46.5 29.3 24.4 2 0 0 990.5290
F_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 6 11 13.70% QADLYISEGLHPR 105 117 49.0 26.8 42.1 0 2 0 1,498.7650
F_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 6 11 13.70% EMDRETLIDVAR 142 153 26.8 27.0 16.9 0 1 0 1,463.7161
F_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 6 11 13.70% TEVNSGFFYK 242 251 44.9 26.5 36.8 2 0 0 1,191.5680
F_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 6 6 11 13.70% VCGDSDKGFVVINQK 281 295 33.6 27.5 24.8 0 2 0 1,665.8267
H_14 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 3 3 5 6.59% QADLYISEGLHPR 105 117 32.7 26.7 25.3 0 2 0 1,498.7650
H_14 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 3 3 5 6.59% IITEGFEAAKEK 118 129 26.2 27.6 19.1 1 0 0 1,335.7156
H_14 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 3 3 5 6.59% TEVNSGFFYK 242 251 40.9 26.5 33.7 2 0 0 1,191.5680
I_13 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 3 3 4 7.34% AQAALAVNISAAR 16 28 30.4 26.4 28.3 1 0 0 1,255.7116
I_13 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 3 3 4 7.34% TEVNSGFFYK 242 251 33.0 26.7 25.1 2 0 0 1,191.5680
I_13 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 3 3 4 7.34% VLAQNSGFDLQETLVK 450 465 49.8 28.2 46.0 1 0 0 1,761.9383
I_14 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 4 4.14% TEVNSGFFYK 242 251 37.4 26.7 31.9 2 0 0 1,191.5680
I_14 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 4 4.14% GIDPFSLDALSK 296 307 58.4 28.7 7.0 2 0 0 1,262.6629
K_13 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 3 3 5 5.84% IITEGFEAAK 118 127 28.7 27.9 5.7 1 0 0 1,078.5780
K_13 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 3 3 5 5.84% ALQFLEEVK 130 138 28.8 27.2 6.8 2 0 0 1,076.5987
K_13 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 3 3 5 5.84% GIDPFSLDALSK 296 307 47.9 28.7 17.2 2 0 0 1,262.6629
L_09 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 5 5 8 9.60% MLVSGAGDIK 46 55 35.0 29.8 5.7 1 0 0 990.5290
L_09 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 5 5 8 9.60% QADLYISEGLHPR 105 117 34.8 27.2 30.6 0 2 0 1,498.7650
L_09 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 5 5 8 9.60% IITEGFEAAK 118 127 41.1 27.9 8.6 2 0 0 1,078.5780
L_09 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 5 5 8 9.60% IITEGFEAAKEK 118 129 41.8 27.2 20.2 2 0 0 1,335.7156
L_09 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 5 5 8 9.60% VLAQNSGFDLQETLVK 450 465 18.9 28.1 14.0 0 1 0 1,761.9383
L_10 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 4 4.71% AQAALAVNISAAR 16 28 88.5 26.2 83.0 2 0 0 1,255.7116
L_10 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 4 4.71% GIDPFSLDALSK 296 307 47.3 28.4 11.7 2 0 0 1,262.6629
L_11 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 4 5.46% AQAALAVNISAAR 16 28 73.2 26.2 69.7 2 0 0 1,255.7116
L_11 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 4 5.46% VLAQNSGFDLQETLVK 450 465 66.8 28.1 58.9 2 0 0 1,761.9383
L_14 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 3 4.90% AQAALAVNISAAR 16 28 78.5 26.2 74.9 2 0 0 1,255.7116
L_14 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 3 4.90% QADLYISEGLHPR 105 117 25.6 27.2 25.6 0 1 0 1,498.7650
L_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 3 4.71% AQAALAVNISAAR 16 28 83.0 26.2 80.4 2 0 0 1,255.7116
L_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 3 4.71% GIDPFSLDALSK 296 307 29.6 28.7 5.1 1 0 0 1,262.6629
L_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 4 8 9.42% AQAALAVNISAAR 16 28 81.7 26.2 76.0 2 0 0 1,255.7116
L_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 4 8 9.42% ALQFLEEVK 130 138 45.7 27.9 31.0 2 0 0 1,076.5987
L_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 4 8 9.42% GIDPFSLDALSK 296 307 56.1 28.4 10.4 2 0 0 1,262.6629
L_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 4 4 8 9.42% VLAQNSGFDLQETLVK 450 465 84.4 28.1 64.3 2 0 0 1,761.9383
M_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 4 4.14% AQAALAVNISAAR 16 28 74.9 26.4 70.9 2 0 0 1,255.7116
M_16 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 4 4.14% ALQFLEEVK 130 138 24.7 27.2 15.0 2 0 0 1,076.5987
P_09 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 2 4.71% ALQFLEEVK 130 138 26.2 27.8 9.7 1 0 0 1,076.5987
P_09 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 2 4.71% VLAQNSGFDLQETLVK 450 465 52.6 27.7 46.5 1 0 0 1,761.9383
Q_09 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 3 3.58% IITEGFEAAK 118 127 37.0 28.1 1.4 2 0 0 1,078.5780
Q_09 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 3 3.58% ALQFLEEVK 130 138 28.6 27.8 17.5 1 0 0 1,076.5987
Q_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 3 4.33% AQAALAVNISAAR 16 28 81.3 25.8 74.2 2 0 0 1,255.7116
Q_15 T‐complex protein 1 subunit zeta TCPZ_HUMAN 58,025 2 2 3 4.33% IITEGFEAAK 118 127 28.5 28.3 0.0 1 0 0 1,078.5780
A_06 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 4 7 15.10% EIADGLCLEVEGK 22 34 58.1 26.9 51.6 2 0 0 1,432.6991
A_06 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 4 7 15.10% VKPFMTGAAEQIK 111 123 38.0 27.9 25.4 2 3 0 1,419.7666
B_06 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 3 5 15.10% EIADGLCLEVEGK 22 34 54.7 26.9 45.5 2 0 0 1,432.6991



B_06 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 3 5 15.10% VKPFMTGAAEQIK 111 123 31.9 27.9 19.6 1 2 0 1,419.7666
C_05 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 2 2 15.10% EIADGLCLEVEGK 22 34 28.5 26.7 25.0 1 0 0 1,432.6991
C_05 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 2 2 15.10% VKPFMTGAAEQIK 111 123 27.6 28.2 18.9 0 1 0 1,435.7616
D_11 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 4 4 6 23.30% IREIADGLCLEVEGK 20 34 32.3 28.1 26.2 0 1 0 1,701.8843
D_11 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 4 4 6 23.30% EIADGLCLEVEGK 22 34 81.5 26.3 71.4 2 0 0 1,432.6991
D_11 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 4 4 6 23.30% VKPFMTGAAEQIK 111 123 26.3 28.4 15.8 0 1 0 1,435.7616
D_11 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 4 4 6 23.30% EDGVTPYMIFFK 153 164 37.7 25.0 27.9 2 0 0 1,462.6925
F_09 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 2 3 15.10% EIADGLCLEVEGK 22 34 83.6 26.9 74.1 2 0 0 1,432.6991
F_09 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 2 3 15.10% VKPFMTGAAEQIK 111 123 34.5 27.6 29.6 1 0 0 1,419.7666
G_08 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 4 6 15.10% EIADGLCLEVEGK 22 34 37.9 27.1 30.9 1 0 0 1,432.6991
G_08 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 4 6 15.10% VKPFMTGAAEQIK 111 123 44.4 27.9 26.5 1 4 0 1,419.7666
K_05 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 2 4 15.10% EIADGLCLEVEGK 22 34 66.4 26.8 54.1 2 0 0 1,432.6991
K_05 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 2 4 15.10% VKPFMTGAAEQIK 111 123 24.8 28.1 22.7 0 2 0 1,435.7616
L_03 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 2 3 16.30% IREIADGLCLEVEGK 20 34 42.9 28.2 38.2 1 0 0 1,701.8843
L_03 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 2 3 16.30% VKPFMTGAAEQIK 111 123 48.9 27.7 35.9 0 2 0 1,435.7616
L_04 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 4 5 8 24.40% DLISHDEMFSDIYK 6 19 45.2 25.0 42.9 1 0 0 1,728.7788
L_04 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 4 5 8 24.40% IREIADGLCLEVEGK 20 34 73.6 28.1 64.5 2 0 0 1,701.8843
L_04 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 4 5 8 24.40% EIADGLCLEVEGK 22 34 74.0 27.1 62.8 2 0 0 1,432.6991
L_04 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 4 5 8 24.40% VKPFMTGAAEQIK 111 123 40.7 28.0 23.1 1 2 0 1,435.7616
N_04 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 3 3 5 16.30% IREIADGLCLEVEGK 20 34 23.5 28.2 17.6 0 1 0 1,701.8843
N_04 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 3 3 5 16.30% EIADGLCLEVEGK 22 34 36.1 27.3 34.6 2 0 0 1,432.6991
N_04 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 3 3 5 16.30% VKPFMTGAAEQIK 111 123 37.3 28.0 27.5 0 2 0 1,435.7616
P_04 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 2 3 15.10% EIADGLCLEVEGK 22 34 58.6 27.1 49.4 2 0 0 1,432.6991
P_04 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 2 3 15.10% VKPFMTGAAEQIK 111 123 32.0 28.1 21.9 0 1 0 1,435.7616
Q_03 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 2 3 15.10% EIADGLCLEVEGK 22 34 46.3 26.7 42.5 2 0 0 1,432.6991
Q_03 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 2 2 3 15.10% VKPFMTGAAEQIK 111 123 18.2 27.4 15.9 0 1 0 1,435.7616
Q_04 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 3 4 7 16.30% IREIADGLCLEVEGK 20 34 41.3 28.1 37.7 1 2 0 1,701.8843
Q_04 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 3 4 7 16.30% EIADGLCLEVEGK 22 34 70.1 27.1 61.5 2 0 0 1,432.6991
Q_04 Translationally‐controlled tumor protein TCTP_HUMAN 19,596 3 4 7 16.30% VKPFMTGAAEQIK 111 123 26.5 28.1 20.3 0 2 0 1,435.7616
A_05 Prostaglandin E synthase 3 TEBP_HUMAN 18,698 4 4 6 18.80% DVNVNFEK 26 33 37.0 27.2 30.4 2 0 0 964.4734
A_05 Prostaglandin E synthase 3 TEBP_HUMAN 18,698 4 4 6 18.80% SKLTFSCLGGSDNFK 34 48 18.5 27.0 15.8 0 1 0 1,660.8001
A_05 Prostaglandin E synthase 3 TEBP_HUMAN 18,698 4 4 6 18.80% LTFSCLGGSDNFK 36 48 57.3 25.0 57.3 2 0 0 1,445.6731
A_05 Prostaglandin E synthase 3 TEBP_HUMAN 18,698 4 4 6 18.80% SILCCLR 72 78 26.1 27.6 7.5 1 0 0 921.4646
B_05 Prostaglandin E synthase 3 TEBP_HUMAN 18,698 2 2 4 12.50% LTFSCLGGSDNFK 36 48 59.3 25.0 53.6 2 0 0 1,445.6731
B_05 Prostaglandin E synthase 3 TEBP_HUMAN 18,698 2 2 4 12.50% SILCCLR 72 78 33.6 27.8 17.3 2 0 0 921.4646
L_04 Prostaglandin E synthase 3 TEBP_HUMAN 18,698 3 4 7 14.40% DVNVNFEK 26 33 40.4 27.1 27.9 2 0 0 964.4734
L_04 Prostaglandin E synthase 3 TEBP_HUMAN 18,698 3 4 7 14.40% SKLTFSCLGGSDNFK 34 48 63.2 27.4 63.2 1 2 0 1,660.8001
L_04 Prostaglandin E synthase 3 TEBP_HUMAN 18,698 3 4 7 14.40% LTFSCLGGSDNFK 36 48 67.5 25.6 62.9 2 0 0 1,445.6731
A_02 Tensin‐1 TENS1_BOVIN 183,508 2 2 4 1.81% TVGTNTPPSPGFGR 1165 1178 54.0 26.8 46.4 2 0 0 1,387.6966
A_02 Tensin‐1 TENS1_BOVIN 183,508 2 2 4 1.81% AVNPSLAAPSSPSLSHR 1180 1196 47.4 27.5 45.4 2 0 0 1,690.8870
A_03 Tensin‐1 TENS1_BOVIN 183,508 4 4 7 3.79% SQFSVAGVHTVPGSPQAR 1145 1162 28.7 27.8 23.6 0 2 0 1,824.9351
A_03 Tensin‐1 TENS1_BOVIN 183,508 4 4 7 3.79% AVNPSLAAPSSPSLSHR 1180 1196 58.3 27.6 58.1 2 0 0 1,690.8870
A_03 Tensin‐1 TENS1_BOVIN 183,508 4 4 7 3.79% HLGGSGSVVPGSPSLDR 1282 1298 68.3 28.0 60.4 2 0 0 1,621.8294
A_03 Tensin‐1 TENS1_BOVIN 183,508 4 4 7 3.79% HVPYGGYSTPEDR 1299 1311 21.3 25.0 19.0 0 1 0 1,477.6707
A_04 Tensin‐1 TENS1_BOVIN 183,508 5 5 7 3.91% SQFSVAGVHTVPGSPQAR 1145 1162 19.4 27.7 16.7 0 1 0 1,824.9351
A_04 Tensin‐1 TENS1_BOVIN 183,508 5 5 7 3.91% TVGTNTPPSPGFGR 1165 1178 58.9 26.7 47.7 2 0 0 1,387.6966
A_04 Tensin‐1 TENS1_BOVIN 183,508 5 5 7 3.91% RAVNPSLAAPSSPSLSHR 1179 1196 42.4 28.2 35.6 0 1 0 1,846.9881
A_04 Tensin‐1 TENS1_BOVIN 183,508 5 5 7 3.91% AVNPSLAAPSSPSLSHR 1180 1196 27.4 27.5 27.4 1 0 0 1,690.8870
A_04 Tensin‐1 TENS1_BOVIN 183,508 5 5 7 3.91% HLGGSGSVVPGSPSLDR 1282 1298 67.7 28.0 57.8 2 0 0 1,621.8294
B_03 Tensin‐1 TENS1_BOVIN 183,508 2 2 4 1.98% AVNPSLAAPSSPSLSHR 1180 1196 64.6 27.6 61.8 2 0 0 1,690.8870
B_03 Tensin‐1 TENS1_BOVIN 183,508 2 2 4 1.98% HLGGSGSVVPGSPSLDR 1282 1298 71.7 28.0 69.7 2 0 0 1,621.8294
B_04 Tensin‐1 TENS1_BOVIN 183,508 2 2 4 1.81% TVGTNTPPSPGFGR 1165 1178 47.3 27.3 37.8 2 0 0 1,387.6966
B_04 Tensin‐1 TENS1_BOVIN 183,508 2 2 4 1.81% HLGGSGSVVPGSPSLDR 1282 1298 46.2 28.3 41.1 2 0 0 1,621.8294
H_05 Tensin‐1 TENS1_BOVIN 183,508 3 3 5 2.86% SQFSVAGVHTVPGSPQAR 1145 1162 32.5 27.5 26.4 0 1 0 1,824.9351
H_05 Tensin‐1 TENS1_BOVIN 183,508 3 3 5 2.86% TVGTNTPPSPGFGR 1165 1178 51.1 27.3 44.0 2 0 0 1,387.6966
H_05 Tensin‐1 TENS1_BOVIN 183,508 3 3 5 2.86% HLGGSGSVVPGSPSLDR 1282 1298 63.4 28.2 58.3 2 0 0 1,621.8294
H_06 Tensin‐1 TENS1_BOVIN 183,508 2 2 3 1.81% TVGTNTPPSPGFGR 1165 1178 43.8 26.9 39.6 2 0 0 1,387.6966
H_06 Tensin‐1 TENS1_BOVIN 183,508 2 2 3 1.81% HLGGSGSVVPGSPSLDR 1282 1298 57.3 28.3 49.2 1 0 0 1,621.8294
I_04 Tensin‐1 TENS1_BOVIN 183,508 2 3 5 2.04% SQFSVAGVHTVPGSPQAR 1145 1162 30.0 27.6 27.3 0 2 0 1,824.9351
I_04 Tensin‐1 TENS1_BOVIN 183,508 2 3 5 2.04% AVNPSLAAPSSPSLSHR 1180 1196 59.0 27.4 52.2 1 2 0 1,690.8870
I_05 Tensin‐1 TENS1_BOVIN 183,508 3 5 10 3.03% SQFSVAGVHTVPGSPQAR 1145 1162 33.2 27.6 26.3 0 2 0 1,824.9351
I_05 Tensin‐1 TENS1_BOVIN 183,508 3 5 10 3.03% AVNPSLAAPSSPSLSHR 1180 1196 41.0 27.6 39.5 2 2 0 1,690.8870
I_05 Tensin‐1 TENS1_BOVIN 183,508 3 5 10 3.03% HLGGSGSVVPGSPSLDR 1282 1298 89.0 28.1 79.6 2 2 0 1,621.8294
I_06 Tensin‐1 TENS1_BOVIN 183,508 2 2 4 1.81% TVGTNTPPSPGFGR 1165 1178 41.3 27.0 34.3 2 0 0 1,387.6966
I_06 Tensin‐1 TENS1_BOVIN 183,508 2 2 4 1.81% HLGGSGSVVPGSPSLDR 1282 1298 58.7 28.1 58.7 2 0 0 1,621.8294
J_05 Tensin‐1 TENS1_BOVIN 183,508 3 3 5 3.03% SQFSVAGVHTVPGSPQAR 1145 1162 23.5 27.6 18.2 0 1 0 1,824.9351
J_05 Tensin‐1 TENS1_BOVIN 183,508 3 3 5 3.03% AVNPSLAAPSSPSLSHR 1180 1196 36.1 27.8 30.0 2 0 0 1,690.8870
J_05 Tensin‐1 TENS1_BOVIN 183,508 3 3 5 3.03% HLGGSGSVVPGSPSLDR 1282 1298 56.6 28.3 55.9 2 0 0 1,621.8294
J_07 Tensin‐1 TENS1_BOVIN 183,508 4 4 5 3.62% SQFSVAGVHTVPGSPQAR 1145 1162 26.5 27.5 23.6 0 1 0 1,824.9351
J_07 Tensin‐1 TENS1_BOVIN 183,508 4 4 5 3.62% TVGTNTPPSPGFGR 1165 1178 24.0 26.9 14.8 1 0 0 1,387.6966
J_07 Tensin‐1 TENS1_BOVIN 183,508 4 4 5 3.62% HLGGSGSVVPGSPSLDR 1282 1298 74.1 28.0 71.2 2 0 0 1,621.8294
J_07 Tensin‐1 TENS1_BOVIN 183,508 4 4 5 3.62% HVPYGGYSTPEDR 1299 1311 15.5 25.0 11.1 0 1 0 1,477.6707
J_08 Tensin‐1 TENS1_BOVIN 183,508 2 2 2 1.87% SQFSVAGVHTVPGSPQAR 1145 1162 25.4 27.5 23.2 0 1 0 1,824.9351
J_08 Tensin‐1 TENS1_BOVIN 183,508 2 2 2 1.87% TVGTNTPPSPGFGR 1165 1178 35.4 27.2 32.0 1 0 0 1,387.6966
K_01 Tensin‐1 TENS1_BOVIN 183,508 2 2 3 1.87% SQFSVAGVHTVPGSPQAR 1145 1162 23.0 27.6 16.6 0 1 0 1,824.9351
K_01 Tensin‐1 TENS1_BOVIN 183,508 2 2 3 1.87% TVGTNTPPSPGFGR 1165 1178 50.3 27.3 39.0 2 0 0 1,387.6966
K_04 Tensin‐1 TENS1_BOVIN 183,508 3 3 6 2.80% TVGTNTPPSPGFGR 1165 1178 53.5 27.0 44.0 2 0 0 1,387.6966
K_04 Tensin‐1 TENS1_BOVIN 183,508 3 3 6 2.80% AVNPSLAAPSSPSLSHR 1180 1196 26.4 27.6 26.4 2 0 0 1,690.8870
K_04 Tensin‐1 TENS1_BOVIN 183,508 3 3 6 2.80% HLGGSGSVVPGSPSLDR 1282 1298 55.1 28.3 54.4 2 0 0 1,621.8294
K_05 Tensin‐1 TENS1_BOVIN 183,508 4 4 8 3.85% SQFSVAGVHTVPGSPQAR 1145 1162 46.4 27.6 37.7 0 2 0 1,824.9351
K_05 Tensin‐1 TENS1_BOVIN 183,508 4 4 8 3.85% TVGTNTPPSPGFGR 1165 1178 50.5 27.0 42.3 2 0 0 1,387.6966
K_05 Tensin‐1 TENS1_BOVIN 183,508 4 4 8 3.85% AVNPSLAAPSSPSLSHR 1180 1196 31.0 27.6 28.4 2 0 0 1,690.8870
K_05 Tensin‐1 TENS1_BOVIN 183,508 4 4 8 3.85% HLGGSGSVVPGSPSLDR 1282 1298 70.5 28.3 65.0 2 0 0 1,621.8294
K_06 Tensin‐1 TENS1_BOVIN 183,508 2 2 4 1.81% TVGTNTPPSPGFGR 1165 1178 39.9 27.0 28.3 2 0 0 1,387.6966
K_06 Tensin‐1 TENS1_BOVIN 183,508 2 2 4 1.81% HLGGSGSVVPGSPSLDR 1282 1298 55.7 28.2 52.0 2 0 0 1,621.8294
K_07 Tensin‐1 TENS1_BOVIN 183,508 3 3 5 2.86% SQFSVAGVHTVPGSPQAR 1145 1162 22.2 27.5 13.6 0 1 0 1,824.9351
K_07 Tensin‐1 TENS1_BOVIN 183,508 3 3 5 2.86% TVGTNTPPSPGFGR 1165 1178 38.7 27.3 34.6 2 0 0 1,387.6966
K_07 Tensin‐1 TENS1_BOVIN 183,508 3 3 5 2.86% HLGGSGSVVPGSPSLDR 1282 1298 77.6 28.3 71.8 2 0 0 1,621.8294
A_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 2 2.61% WALSQSNPSALR 454 465 48.5 28.1 40.5 1 0 0 1,329.6909
A_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 2 2.61% DVDLEFLAK 669 677 27.8 27.3 20.8 1 0 0 1,049.5515
A_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 12 10.00% MDELQLFR 46 53 38.6 26.1 13.7 1 0 0 1,067.5192
A_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 12 10.00% LGDVISIQPCPDVK 96 109 57.4 27.4 49.7 2 0 0 1,540.8043
A_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 12 10.00% GILLYGPPGTGK 240 251 39.3 27.4 0.0 1 0 0 1,172.6677
A_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 12 10.00% EVDIGIPDATGR 366 377 41.9 27.1 32.9 2 0 0 1,242.6327
A_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 12 10.00% WALSQSNPSALR 454 465 74.8 28.0 62.7 2 0 0 1,329.6909
A_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 12 10.00% AIANECQANFISIK 530 543 52.0 27.8 37.7 2 0 0 1,578.7945
A_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 12 10.00% DVDLEFLAK 669 677 50.6 27.4 40.5 2 0 0 1,049.5515
A_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.00% MDELQLFR 46 53 59.0 27.6 46.4 2 0 0 1,051.5242
A_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.00% LGDVISIQPCPDVK 96 109 62.4 27.2 53.5 2 0 0 1,540.8043
A_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.00% GILLYGPPGTGK 240 251 38.8 27.9 0.0 2 0 0 1,172.6677
A_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.00% EVDIGIPDATGR 366 377 56.5 27.5 53.3 2 0 0 1,242.6327
A_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.00% WALSQSNPSALR 454 465 51.4 28.1 39.3 2 0 0 1,329.6909
A_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.00% AIANECQANFISIK 530 543 68.8 27.5 53.4 2 0 0 1,578.7945
A_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.00% DVDLEFLAK 669 677 51.7 28.3 43.7 1 0 0 1,049.5515
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% GDDLSTAILK 9 18 44.0 28.6 23.8 2 0 0 1,032.5574
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% MDELQLFR 46 53 61.1 27.0 47.4 2 0 0 1,051.5242
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% EAVCIVLSDDTCSDEK 66 81 83.8 25.0 79.4 2 0 0 1,840.7942
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% LGDVISIQPCPDVK 96 109 87.5 27.4 75.6 2 0 0 1,540.8043
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% KGDIFLVR 148 155 39.0 25.0 23.1 2 0 0 947.5674
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% GILLYGPPGTGK 240 251 28.9 27.4 0.0 1 0 0 1,172.6677
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% RIVSQLLTLMDGLK 323 336 52.4 25.0 43.8 1 2 0 1,602.9251
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% IVSQLLTLMDGLK 324 336 56.8 25.0 48.2 2 2 0 1,446.8240



A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% AHVIVMAATNRPNSIDPALR 339 358 24.0 26.2 22.3 1 2 2 2,146.1550
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% EVDIGIPDATGR 366 377 31.6 27.4 27.2 1 0 0 1,242.6327
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% LEILQIHTK 378 386 47.5 25.0 31.9 2 0 0 1,094.6570
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% WALSQSNPSALR 454 465 67.8 28.4 53.8 1 0 0 1,329.6909
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% AIANECQANFISIK 530 543 87.4 27.8 65.6 2 2 0 1,578.7945
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% VINQILTEMDGMSTK 600 614 83.2 26.2 77.2 6 1 0 1,711.8244
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% VINQILTEMDGMSTKK 600 615 46.5 27.5 41.6 2 2 0 1,839.9194
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% LDQLIYIPLPDEK 639 651 86.5 26.8 58.6 2 0 0 1,556.8574
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% DVDLEFLAK 669 677 39.3 27.4 35.7 2 0 0 1,049.5515
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% MTNGFSGADLTEICQR 678 693 90.0 25.0 90.0 2 0 0 1,815.8002
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% ESIESEIR 701 708 28.6 27.3 18.0 2 0 0 962.4789
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% KYEMFAQTLQQSR 754 766 78.1 27.2 71.3 4 0 0 1,629.8054
A_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 29 55 27.80% YEMFAQTLQQSR 755 766 27.1 25.0 21.2 1 0 0 1,517.7054
A_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 9.06% LGDVISIQPCPDVK 96 109 63.3 27.4 55.6 2 0 0 1,540.8043
A_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 9.06% GILLYGPPGTGK 240 251 27.9 27.9 0.0 2 0 0 1,172.6677
A_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 9.06% EVDIGIPDATGR 366 377 45.4 27.5 42.3 2 0 0 1,242.6327
A_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 9.06% WALSQSNPSALR 454 465 60.3 28.4 51.6 2 0 0 1,329.6909
A_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 9.06% AIANECQANFISIK 530 543 31.1 27.8 22.5 1 0 0 1,578.7945
A_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 9.06% DVDLEFLAK 669 677 44.2 28.1 32.0 1 0 0 1,049.5515
B_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 2.98% GILLYGPPGTGK 240 251 24.9 27.9 0.0 1 0 0 1,172.6677
B_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 2.98% WALSQSNPSALR 454 465 63.2 28.4 53.6 2 0 0 1,329.6909
B_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.69% LGDVISIQPCPDVK 96 109 53.0 27.6 42.5 2 0 0 1,540.8043
B_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.69% GILLYGPPGTGK 240 251 27.7 27.9 0.0 2 0 0 1,172.6677
B_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.69% WALSQSNPSALR 454 465 70.0 28.0 55.1 2 0 0 1,329.6909
B_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.69% ELQELVQYPVEHPDK 488 502 21.6 27.5 15.1 0 1 0 1,823.9176
B_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.69% DVDLEFLAK 669 677 49.5 28.3 41.8 1 0 0 1,049.5515
B_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 10 7.57% LGDVISIQPCPDVK 96 109 70.4 27.2 66.2 2 0 0 1,540.8043
B_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 10 7.57% GILLYGPPGTGK 240 251 44.7 27.4 0.0 2 0 0 1,172.6677
B_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 10 7.57% WALSQSNPSALR 454 465 67.6 28.3 58.0 2 0 0 1,329.6909
B_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 10 7.57% AIANECQANFISIK 530 543 48.7 27.8 43.9 2 0 0 1,578.7945
B_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 10 7.57% DVDLEFLAK 669 677 45.8 28.3 37.8 2 0 0 1,049.5515
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% GDDLSTAILK 9 18 50.2 28.8 31.4 2 0 0 1,032.5574
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% MDELQLFR 46 53 64.7 27.6 46.1 2 0 0 1,051.5242
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% EAVCIVLSDDTCSDEK 66 81 80.6 25.0 71.4 2 0 0 1,840.7942
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% LGDVISIQPCPDVK 96 109 75.0 27.2 67.5 2 0 0 1,540.8043
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% KGDIFLVR 148 155 52.2 25.0 44.9 2 0 0 947.5674
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% GILLYGPPGTGK 240 251 41.3 27.4 0.0 2 0 0 1,172.6677
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% RIVSQLLTLMDGLK 323 336 23.5 25.0 23.5 1 0 0 1,602.9251
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% IVSQLLTLMDGLK 324 336 95.8 25.0 90.1 2 0 0 1,446.8240
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% AHVIVMAATNRPNSIDPALR 339 358 30.2 26.3 30.2 0 2 0 2,146.1550
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% WALSQSNPSALR 454 465 63.7 28.0 53.1 2 0 0 1,329.6909
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% ELQELVQYPVEHPDK 488 502 23.9 27.6 21.1 1 0 0 1,823.9176
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% AIANECQANFISIK 530 543 77.0 27.8 46.2 2 0 0 1,578.7945
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% VINQILTEMDGMSTK 600 614 82.2 26.2 78.4 2 2 0 1,711.8244
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% LDQLIYIPLPDEK 639 651 90.1 27.4 66.8 2 0 0 1,556.8574
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% DVDLEFLAK 669 677 48.4 28.1 42.8 2 0 0 1,049.5515
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% MTNGFSGADLTEICQR 678 693 111.0 25.0 111.0 3 0 0 1,815.8002
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% ESIESEIR 701 708 34.8 27.3 21.8 2 0 0 962.4789
B_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 41 26.90% KYEMFAQTLQQSR 754 766 91.4 27.1 87.6 4 2 0 1,645.8004
B_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 6.08% LGDVISIQPCPDVK 96 109 58.9 27.2 51.5 2 0 0 1,540.8043
B_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 6.08% WALSQSNPSALR 454 465 75.2 28.0 63.9 2 0 0 1,329.6909
B_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 6.08% AIANECQANFISIK 530 543 51.2 27.8 32.3 2 0 0 1,578.7945
B_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 6.08% DVDLEFLAK 669 677 45.2 28.1 38.0 1 0 0 1,049.5515
C_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 3.23% LGDVISIQPCPDVK 96 109 34.1 27.4 24.9 1 0 0 1,540.8043
C_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 3.23% GILLYGPPGTGK 240 251 21.9 27.4 0.0 2 0 0 1,172.6677
C_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 6.82% MDELQLFR 46 53 26.8 27.0 18.0 1 0 0 1,051.5242
C_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 6.82% LGDVISIQPCPDVK 96 109 43.1 27.6 35.5 2 0 0 1,540.8043
C_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 6.82% GILLYGPPGTGK 240 251 57.1 27.4 0.0 2 0 0 1,172.6677
C_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 6.82% WALSQSNPSALR 454 465 58.8 28.1 48.3 2 0 0 1,329.6909
C_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 6.82% DVDLEFLAK 669 677 39.5 28.1 30.0 1 0 0 1,049.5515
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% GDDLSTAILK 9 18 46.6 28.7 35.7 2 0 0 1,032.5574
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% MDELQLFR 46 53 64.8 26.0 38.5 4 0 0 1,067.5192
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% EAVCIVLSDDTCSDEK 66 81 71.0 25.0 65.2 2 0 0 1,840.7942
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% VRLGDVISIQPCPDVK 94 109 29.9 26.2 27.4 0 2 0 1,795.9738
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% LGDVISIQPCPDVK 96 109 78.9 27.4 66.8 2 0 0 1,540.8043
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% KGDIFLVR 148 155 22.5 25.3 9.7 1 0 0 947.5674
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% GILLYGPPGTGK 240 251 30.5 27.4 0.0 2 0 0 1,172.6677
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% IVSQLLTLMDGLK 324 336 72.0 25.0 64.5 2 0 0 1,446.8240
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% IVSQLLTLMDGLKQR 324 338 28.8 25.0 20.2 0 1 0 1,730.9837
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% AHVIVMAATNRPNSIDPALR 339 358 28.3 26.1 20.0 0 0 2 2,162.1500
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% AHVIVMAATNRPNSIDPALRR 339 359 45.3 25.9 27.9 0 1 0 2,318.2511
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% EVDIGIPDATGR 366 377 47.3 27.1 47.3 2 0 0 1,242.6327
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% LEILQIHTK 378 386 25.0 25.0 17.6 1 0 0 1,094.6570
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% WALSQSNPSALR 454 465 86.8 28.6 62.5 2 0 0 1,329.6909
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% AIANECQANFISIK 530 543 76.0 27.8 47.5 2 0 0 1,578.7945
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% VINQILTEMDGMSTK 600 614 61.6 26.2 59.2 2 1 0 1,711.8244
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% LDQLIYIPLPDEK 639 651 39.9 27.3 26.0 1 0 0 1,556.8574
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% DVDLEFLAK 669 677 40.8 27.4 31.9 2 0 0 1,049.5515
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% MTNGFSGADLTEICQR 678 693 100.0 25.0 100.0 2 0 0 1,815.8002
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% ESIESEIR 701 708 25.9 27.2 13.7 1 0 0 962.4789
C_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 21 23 39 28.20% KYEMFAQTLQQSR 754 766 84.8 26.6 84.4 2 0 0 1,645.8004
C_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 3.23% LGDVISIQPCPDVK 96 109 48.2 27.5 40.1 1 0 0 1,540.8043
C_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 3.23% GILLYGPPGTGK 240 251 38.8 27.4 0.0 2 0 0 1,172.6677
D_23 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 4 2.98% GILLYGPPGTGK 240 251 33.8 28.5 0.0 2 0 0 1,172.6677
D_23 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 4 2.98% WALSQSNPSALR 454 465 57.2 27.6 41.7 2 0 0 1,329.6909
D_26 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 2 2.61% GVLFYGPPGCGK 513 524 29.3 27.5 29.3 1 0 0 1,251.6193
D_26 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 2 2.61% DVDLEFLAK 669 677 34.7 28.4 29.0 1 0 0 1,049.5515
D_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 14 25 18.90% LIVDEAINEDNSVVSLSQPK 26 45 85.3 27.4 83.2 1 2 0 2,170.1239
D_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 14 25 18.90% MDELQLFR 46 53 57.5 27.1 50.8 3 0 0 1,051.5242
D_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 14 25 18.90% LGDVISIQPCPDVK 96 109 66.4 28.1 61.2 2 0 0 1,540.8043
D_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 14 25 18.90% KGDIFLVR 148 155 44.5 25.7 37.7 2 0 0 947.5674
D_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 14 25 18.90% EVDIGIPDATGR 366 377 70.3 26.9 70.3 2 0 0 1,242.6327
D_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 14 25 18.90% WALSQSNPSALR 454 465 71.2 27.9 60.9 2 0 0 1,329.6909
D_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 14 25 18.90% ELQELVQYPVEHPDK 488 502 34.8 27.7 25.9 0 1 0 1,823.9176
D_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 14 25 18.90% GVLFYGPPGCGK 513 524 40.0 27.5 29.6 2 0 0 1,251.6193
D_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 14 25 18.90% AIANECQANFISIK 530 543 55.2 27.8 32.9 2 0 0 1,578.7945
D_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 14 25 18.90% VINQILTEMDGMSTK 600 614 48.5 26.1 46.5 2 0 0 1,711.8244
D_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 14 25 18.90% LDQLIYIPLPDEK 639 651 60.0 26.8 51.1 2 0 0 1,556.8574
D_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 14 25 18.90% DVDLEFLAK 669 677 54.8 28.4 41.8 2 0 0 1,049.5515
E_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.50% LIVDEAINEDNSVVSLSQPK 26 45 53.5 27.5 50.4 0 1 0 2,170.1239
E_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.50% MDELQLFR 46 53 46.9 26.1 32.1 2 0 0 1,067.5192
E_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.50% GILLYGPPGTGK 240 251 30.4 27.9 0.0 2 0 0 1,172.6677
E_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.50% EVDIGIPDATGR 366 377 27.6 27.1 23.3 2 0 0 1,242.6327
E_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.50% WALSQSNPSALR 454 465 70.8 28.2 56.9 2 0 0 1,329.6909
E_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.50% GVLFYGPPGCGK 513 524 39.7 27.5 39.7 2 0 0 1,251.6193
E_27 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.50% DVDLEFLAK 669 677 50.4 28.4 42.0 2 0 0 1,049.5515
F_12 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 3.35% AIANECQANFISIK 530 543 67.9 27.5 48.7 2 0 0 1,578.7945
F_12 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 3.35% KYEMFAQTLQQSR 754 766 32.5 26.5 21.2 0 1 0 1,645.8004
F_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 3.85% MDELQLFR 46 53 44.1 27.6 34.6 2 0 0 1,051.5242
F_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 3.85% LGDVISIQPCPDVK 96 109 32.8 27.6 25.5 1 0 0 1,540.8043
F_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 3.85% DVDLEFLAK 669 677 35.2 27.3 26.0 1 0 0 1,049.5515
F_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 8.56% EAVCIVLSDDTCSDEK 66 81 104.0 25.0 98.3 2 0 0 1,840.7942



F_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 8.56% KGDIFLVR 148 155 52.1 25.0 37.1 2 0 0 947.5674
F_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 8.56% GILLYGPPGTGK 240 251 38.2 27.4 0.0 2 0 0 1,172.6677
F_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 8.56% EVDIGIPDATGR 366 377 56.8 27.5 47.9 1 0 0 1,242.6327
F_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 8.56% WALSQSNPSALR 454 465 73.2 28.1 60.1 2 0 0 1,329.6909
F_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 8.56% DVDLEFLAK 669 677 29.9 28.1 26.5 1 0 0 1,049.5515
G_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 3.47% EAVCIVLSDDTCSDEK 66 81 28.0 25.0 25.5 1 0 0 1,840.7942
G_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 3.47% GILLYGPPGTGK 240 251 30.8 27.9 0.0 2 0 0 1,172.6677
H_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 6 6.82% LGDVISIQPCPDVK 96 109 50.4 27.7 38.7 1 0 0 1,540.8043
H_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 6 6.82% WALSQSNPSALR 454 465 72.8 28.0 61.8 2 0 0 1,329.6909
H_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 6 6.82% ELQELVQYPVEHPDK 488 502 33.8 27.5 29.5 0 1 0 1,823.9176
H_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 6 6.82% AIANECQANFISIK 530 543 60.9 27.6 37.6 2 0 0 1,578.7945
H_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 12 9.06% LGDVISIQPCPDVK 96 109 61.4 27.6 50.6 2 0 0 1,540.8043
H_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 12 9.06% GILLYGPPGTGK 240 251 36.4 27.9 0.0 2 0 0 1,172.6677
H_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 12 9.06% WALSQSNPSALR 454 465 71.6 28.0 60.1 2 0 0 1,329.6909
H_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 12 9.06% GVLFYGPPGCGK 513 524 28.9 27.5 22.0 2 0 0 1,251.6193
H_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 12 9.06% AIANECQANFISIK 530 543 52.6 27.3 38.8 2 0 0 1,578.7945
H_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 12 9.06% DVDLEFLAK 669 677 47.1 28.1 34.9 2 0 0 1,049.5515
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% GDDLSTAILK 9 18 36.0 29.3 13.3 2 0 0 1,032.5574
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% LIVDEAINEDNSVVSLSQPK 26 45 52.2 27.4 50.7 1 1 0 2,170.1239
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% MDELQLFR 46 53 60.5 27.6 37.0 2 0 0 1,051.5242
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% EAVCIVLSDDTCSDEK 66 81 73.7 25.0 73.0 2 0 0 1,840.7942
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% VRLGDVISIQPCPDVK 94 109 39.8 25.9 22.5 0 2 0 1,795.9738
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% LGDVISIQPCPDVK 96 109 68.5 27.2 62.0 2 0 0 1,540.8043
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% KGDIFLVR 148 155 34.3 25.0 20.2 1 0 0 947.5674
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% EDEEESLNEVGYDDIGGCRK 192 211 41.7 25.0 39.6 0 1 0 2,313.9779
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% IVSQLLTLMDGLK 324 336 85.4 25.0 80.6 2 2 0 1,446.8240
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% EVDIGIPDATGR 366 377 53.0 26.7 48.7 2 0 0 1,242.6327
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% WALSQSNPSALR 454 465 73.1 28.0 63.5 2 0 0 1,329.6909
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% ELQELVQYPVEHPDK 488 502 75.3 27.6 66.7 2 2 0 1,823.9176
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% GVLFYGPPGCGK 513 524 64.7 27.5 60.1 1 0 0 1,251.6193
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% AIANECQANFISIK 530 543 71.4 27.6 55.5 2 0 0 1,578.7945
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% VINQILTEMDGMSTK 600 614 58.7 26.5 51.3 3 0 0 1,711.8244
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% DVDLEFLAK 669 677 54.1 28.3 45.5 2 0 0 1,049.5515
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% MTNGFSGADLTEICQR 678 693 76.6 25.0 76.6 3 0 0 1,815.8002
H_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 18 22 39 28.40% KYEMFAQTLQQSR 754 766 77.2 27.4 64.4 2 0 0 1,629.8054
H_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 2.61% GILLYGPPGTGK 240 251 47.6 27.9 0.0 2 0 0 1,172.6677
H_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 2.61% DVDLEFLAK 669 677 36.0 28.6 27.5 1 0 0 1,049.5515
H_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 8.44% MDELQLFR 46 53 60.0 27.6 54.5 2 0 0 1,051.5242
H_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 8.44% LGDVISIQPCPDVK 96 109 60.6 27.3 54.1 2 0 0 1,540.8043
H_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 8.44% IVSQLLTLMDGLK 324 336 27.6 25.0 27.5 1 0 0 1,446.8240
H_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 8.44% WALSQSNPSALR 454 465 64.9 28.1 51.8 2 0 0 1,329.6909
H_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 8.44% GVLFYGPPGCGK 513 524 26.1 27.5 26.1 1 0 0 1,251.6193
H_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 10 8.44% DVDLEFLAK 669 677 46.6 28.1 37.2 2 0 0 1,049.5515
H_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 11 9.31% MDELQLFR 46 53 54.6 27.6 41.1 1 0 0 1,051.5242
H_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 11 9.31% LGDVISIQPCPDVK 96 109 70.3 27.6 62.2 2 0 0 1,540.8043
H_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 11 9.31% KGDIFLVR 148 155 23.2 25.0 10.4 1 0 0 947.5674
H_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 11 9.31% GILLYGPPGTGK 240 251 47.6 27.9 0.0 2 0 0 1,172.6677
H_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 11 9.31% WALSQSNPSALR 454 465 58.3 28.0 46.8 2 0 0 1,329.6909
H_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 11 9.31% GVLFYGPPGCGK 513 524 29.9 27.2 27.0 1 0 0 1,251.6193
H_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 11 9.31% DVDLEFLAK 669 677 53.2 27.4 40.3 2 0 0 1,049.5515
H_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.57% LGDVISIQPCPDVK 96 109 61.8 27.3 56.3 2 0 0 1,540.8043
H_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.57% WALSQSNPSALR 454 465 75.6 28.3 69.3 2 0 0 1,329.6909
H_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.57% GVLFYGPPGCGK 513 524 26.0 27.2 24.7 1 0 0 1,251.6193
H_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.57% AIANECQANFISIK 530 543 25.6 27.6 15.8 1 0 0 1,578.7945
H_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.57% DVDLEFLAK 669 677 51.3 28.1 42.4 2 0 0 1,049.5515
H_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.07% MDELQLFR 46 53 57.5 26.9 52.8 2 0 0 1,051.5242
H_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.07% LGDVISIQPCPDVK 96 109 52.2 27.3 48.0 2 0 0 1,540.8043
H_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.07% WALSQSNPSALR 454 465 66.3 28.1 57.7 1 0 0 1,329.6909
H_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.07% AIANECQANFISIK 530 543 35.0 27.8 27.7 2 0 0 1,578.7945
H_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 7.07% DVDLEFLAK 669 677 46.4 28.1 37.5 1 0 0 1,049.5515
H_23 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 5.83% LGDVISIQPCPDVK 96 109 50.9 27.2 42.1 2 0 0 1,540.8043
H_23 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 5.83% WALSQSNPSALR 454 465 65.3 28.1 56.1 2 0 0 1,329.6909
H_23 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 5.83% GVLFYGPPGCGK 513 524 24.5 27.5 17.9 1 0 0 1,251.6193
H_23 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 5.83% DVDLEFLAK 669 677 48.5 28.1 39.4 2 0 0 1,049.5515
H_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 6.82% LGDVISIQPCPDVK 96 109 59.6 27.6 54.5 2 0 0 1,540.8043
H_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 6.82% KGDIFLVR 148 155 26.8 25.0 19.5 1 0 0 947.5674
H_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 6.82% WALSQSNPSALR 454 465 52.9 28.0 40.0 2 0 0 1,329.6909
H_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 6.82% GVLFYGPPGCGK 513 524 28.0 27.5 21.0 1 0 0 1,251.6193
H_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 8 6.82% DVDLEFLAK 669 677 44.5 28.1 32.4 2 0 0 1,049.5515
I_14 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 3.23% LGDVISIQPCPDVK 96 109 45.1 27.3 40.3 2 0 0 1,540.8043
I_14 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 3.23% GILLYGPPGTGK 240 251 30.2 27.7 0.0 1 0 0 1,172.6677
I_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 2.61% WALSQSNPSALR 454 465 38.6 28.1 27.7 1 0 0 1,329.6909
I_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 2.61% DVDLEFLAK 669 677 39.0 28.1 33.0 2 0 0 1,049.5515
I_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 9 8.56% MDELQLFR 46 53 38.4 27.0 24.5 1 0 0 1,051.5242
I_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 9 8.56% LGDVISIQPCPDVK 96 109 62.5 27.7 52.7 2 0 0 1,540.8043
I_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 9 8.56% GILLYGPPGTGK 240 251 26.4 27.9 0.0 1 0 0 1,172.6677
I_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 9 8.56% WALSQSNPSALR 454 465 73.0 28.1 61.9 2 0 0 1,329.6909
I_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 9 8.56% AIANECQANFISIK 530 543 38.3 27.6 26.3 1 0 0 1,578.7945
I_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 9 8.56% DVDLEFLAK 669 677 45.4 28.3 34.1 2 0 0 1,049.5515
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% GDDLSTAILK 9 18 31.4 29.3 8.7 2 0 0 1,032.5574
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% MDELQLFR 46 53 54.6 27.6 38.0 4 0 0 1,051.5242
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% EAVCIVLSDDTCSDEK 66 81 74.8 25.0 73.7 2 0 0 1,840.7942
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% VRLGDVISIQPCPDVK 94 109 38.1 25.8 25.1 0 2 0 1,795.9738
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% LGDVISIQPCPDVK 96 109 62.6 27.3 55.8 2 0 0 1,540.8043
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% KGDIFLVR 148 155 24.3 25.0 10.1 1 0 0 947.5674
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% EDEEESLNEVGYDDIGGCR 192 210 71.7 25.0 71.7 1 0 0 2,185.8829
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% EDEEESLNEVGYDDIGGCRK 192 211 54.0 25.0 50.8 0 2 0 2,313.9779
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% GILLYGPPGTGK 240 251 25.1 27.9 0.0 1 0 0 1,172.6677
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% IVSQLLTLMDGLK 324 336 65.7 25.0 58.8 2 0 0 1,446.8240
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% IVSQLLTLMDGLKQR 324 338 33.7 25.0 33.6 2 2 0 1,730.9837
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% AHVIVMAATNRPNSIDPALR 339 358 17.3 26.6 13.1 0 1 0 2,162.1500
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% EVDIGIPDATGR 366 377 47.2 27.2 41.5 2 0 0 1,242.6327
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% WALSQSNPSALR 454 465 66.0 28.0 55.1 2 0 0 1,329.6909
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% ELQELVQYPVEHPDK 488 502 46.1 27.6 42.8 2 0 0 1,823.9176
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% GVLFYGPPGCGK 513 524 41.6 27.2 37.7 1 0 0 1,251.6193
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% AIANECQANFISIK 530 543 73.5 27.6 49.7 2 1 0 1,578.7945
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% KSPVAKDVDLEFLAK 663 677 30.4 26.0 28.6 2 0 0 1,659.9318
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% SPVAKDVDLEFLAK 664 677 59.6 27.1 45.7 2 0 0 1,531.8368
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% DVDLEFLAK 669 677 60.6 28.1 46.5 2 0 0 1,049.5515
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% MTNGFSGADLTEICQR 678 693 86.3 25.0 81.8 4 0 0 1,799.8053
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% KYEMFAQTLQQSR 754 766 92.6 27.4 83.0 2 2 0 1,629.8054
I_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 23 28 50 29.00% YEMFAQTLQQSR 755 766 71.3 25.2 59.8 2 0 0 1,501.7104
I_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 15 10.20% MDELQLFR 46 53 60.8 26.9 43.4 2 0 0 1,051.5242
I_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 15 10.20% LGDVISIQPCPDVK 96 109 54.6 27.2 46.1 2 0 0 1,540.8043
I_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 15 10.20% KGDIFLVR 148 155 32.5 25.0 18.4 2 0 0 947.5674
I_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 15 10.20% WALSQSNPSALR 454 465 66.2 28.1 54.7 2 0 0 1,329.6909
I_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 15 10.20% GVLFYGPPGCGK 513 524 32.7 27.6 25.9 2 0 0 1,251.6193
I_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 15 10.20% AIANECQANFISIK 530 543 38.6 27.6 20.0 2 0 0 1,578.7945
I_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 15 10.20% SPVAKDVDLEFLAK 664 677 21.6 27.3 20.0 0 1 0 1,531.8368
I_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 15 10.20% DVDLEFLAK 669 677 53.5 27.4 39.3 2 0 0 1,049.5515
I_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 7 7.20% MDELQLFR 46 53 29.5 27.6 20.6 2 0 0 1,051.5242
I_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 7 7.20% LGDVISIQPCPDVK 96 109 50.5 27.3 45.0 2 0 0 1,540.8043



I_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 7 7.20% GILLYGPPGTGK 240 251 40.7 27.4 0.0 1 0 0 1,172.6677
I_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 7 7.20% WALSQSNPSALR 454 465 31.5 28.1 17.2 1 0 0 1,329.6909
I_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 5 5 7 7.20% GVLFYGPPGCGK 513 524 28.1 27.2 20.3 1 0 0 1,251.6193
I_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 3.85% MDELQLFR 46 53 26.3 26.9 26.3 1 0 0 1,051.5242
I_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 3.85% LGDVISIQPCPDVK 96 109 42.5 27.6 35.8 2 0 0 1,540.8043
I_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 3.85% DVDLEFLAK 669 677 36.2 27.4 28.5 1 0 0 1,049.5515
I_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 5 4.34% LGDVISIQPCPDVK 96 109 41.0 27.7 35.0 2 0 0 1,540.8043
I_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 5 4.34% GILLYGPPGTGK 240 251 24.3 27.4 0.0 2 0 0 1,172.6677
I_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 5 4.34% DVDLEFLAK 669 677 42.3 27.4 32.7 1 0 0 1,049.5515
I_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 4 2.85% LGDVISIQPCPDVK 96 109 39.6 27.1 34.9 2 0 0 1,540.8043
I_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 4 2.85% DVDLEFLAK 669 677 33.0 27.3 28.3 2 0 0 1,049.5515
J_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 12 21 17.70% GDDLSTAILK 9 18 39.9 29.5 17.6 1 0 0 1,032.5574
J_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 12 21 17.70% MDELQLFR 46 53 63.2 27.3 37.1 2 0 0 1,051.5242
J_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 12 21 17.70% EAVCIVLSDDTCSDEK 66 81 48.6 25.0 48.6 1 0 0 1,840.7942
J_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 12 21 17.70% LGDVISIQPCPDVK 96 109 67.8 27.4 62.7 2 0 0 1,540.8043
J_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 12 21 17.70% KGDIFLVR 148 155 30.9 25.0 17.6 2 0 0 947.5674
J_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 12 21 17.70% GILLYGPPGTGK 240 251 37.0 27.9 0.0 1 0 0 1,172.6677
J_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 12 21 17.70% IVSQLLTLMDGLK 324 336 44.0 25.0 37.4 2 0 0 1,446.8240
J_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 12 21 17.70% WALSQSNPSALR 454 465 64.4 28.0 51.9 2 0 0 1,329.6909
J_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 12 21 17.70% ELQELVQYPVEHPDK 488 502 75.5 27.6 63.1 2 0 0 1,823.9176
J_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 12 21 17.70% GVLFYGPPGCGK 513 524 30.9 27.6 29.0 2 0 0 1,251.6193
J_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 12 21 17.70% AIANECQANFISIK 530 543 68.7 27.2 53.0 2 0 0 1,578.7945
J_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 12 21 17.70% DVDLEFLAK 669 677 53.3 28.3 27.8 2 0 0 1,049.5515
J_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 9.06% LGDVISIQPCPDVK 96 109 53.5 27.4 49.9 2 0 0 1,540.8043
J_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 9.06% EVDIGIPDATGR 366 377 33.3 26.6 33.3 2 0 0 1,242.6327
J_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 9.06% WALSQSNPSALR 454 465 65.7 27.9 57.0 2 0 0 1,329.6909
J_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 9.06% GVLFYGPPGCGK 513 524 29.0 27.6 20.0 2 0 0 1,251.6193
J_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 9.06% AIANECQANFISIK 530 543 42.7 27.2 32.9 2 0 0 1,578.7945
J_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 9.06% DVDLEFLAK 669 677 21.7 28.1 14.1 1 0 0 1,049.5515
J_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 3.23% LGDVISIQPCPDVK 96 109 51.9 27.3 47.4 2 0 0 1,540.8043
J_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 3.23% WALSQSNPSALR 454 465 38.4 28.0 28.3 1 0 0 1,329.6909
J_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 4.34% LGDVISIQPCPDVK 96 109 53.7 26.9 46.8 1 0 0 1,540.8043
J_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 4.34% GILLYGPPGTGK 240 251 39.3 27.9 0.0 2 0 0 1,172.6677
J_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 4.34% DVDLEFLAK 669 677 30.2 27.6 22.3 1 0 0 1,049.5515
J_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 6 4.34% LGDVISIQPCPDVK 96 109 41.1 27.5 41.1 2 0 0 1,540.8043
J_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 6 4.34% GILLYGPPGTGK 240 251 32.9 27.9 0.0 2 0 0 1,172.6677
J_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 6 4.34% DVDLEFLAK 669 677 27.5 28.3 21.5 2 0 0 1,049.5515
K_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 2.85% AIANECQANFISIK 530 543 48.6 27.8 35.2 1 0 0 1,578.7945
K_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 3 2.85% DVDLEFLAK 669 677 32.3 28.3 26.6 2 0 0 1,049.5515
K_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 9.06% LGDVISIQPCPDVK 96 109 80.1 27.3 69.8 2 0 0 1,540.8043
K_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 9.06% EVDIGIPDATGR 366 377 51.5 27.1 50.9 2 0 0 1,242.6327
K_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 9.06% WALSQSNPSALR 454 465 71.3 28.0 61.2 2 0 0 1,329.6909
K_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 9.06% GVLFYGPPGCGK 513 524 28.1 27.5 20.8 1 0 0 1,251.6193
K_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 9.06% AIANECQANFISIK 530 543 66.1 27.8 45.0 2 0 0 1,578.7945
K_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 9.06% DVDLEFLAK 669 677 48.8 28.3 36.9 2 0 0 1,049.5515
K_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 13 25 17.70% GDDLSTAILK 9 18 30.3 29.5 10.9 2 0 0 1,032.5574
K_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 13 25 17.70% MDELQLFR 46 53 57.8 27.5 47.8 2 0 0 1,051.5242
K_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 13 25 17.70% EAVCIVLSDDTCSDEK 66 81 75.0 25.0 66.0 2 0 0 1,840.7942
K_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 13 25 17.70% LGDVISIQPCPDVK 96 109 60.0 27.5 51.3 3 0 0 1,540.8043
K_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 13 25 17.70% EMVELPLR 218 225 24.7 27.8 6.1 2 0 0 986.5340
K_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 13 25 17.70% IVSQLLTLMDGLK 324 336 78.5 25.0 74.2 2 0 0 1,446.8240
K_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 13 25 17.70% EVDIGIPDATGR 366 377 48.7 27.1 44.5 2 0 0 1,242.6327
K_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 13 25 17.70% WALSQSNPSALR 454 465 78.9 28.0 67.7 2 0 0 1,329.6909
K_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 13 25 17.70% GVLFYGPPGCGK 513 524 37.4 27.5 34.2 2 0 0 1,251.6193
K_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 13 25 17.70% AIANECQANFISIK 530 543 70.5 27.8 60.5 2 2 0 1,578.7945
K_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 13 25 17.70% VINQILTEMDGMSTK 600 614 47.9 26.5 47.9 1 0 0 1,711.8244
K_17 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 12 13 25 17.70% DVDLEFLAK 669 677 53.5 28.3 43.7 1 0 0 1,049.5515
K_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 14 11.00% MDELQLFR 46 53 58.8 27.6 44.7 2 0 0 1,051.5242
K_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 14 11.00% LGDVISIQPCPDVK 96 109 60.1 27.3 53.8 2 0 0 1,540.8043
K_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 14 11.00% KGDIFLVR 148 155 28.0 25.0 14.3 1 0 0 947.5674
K_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 14 11.00% EVDIGIPDATGR 366 377 23.7 27.1 21.3 1 0 0 1,242.6327
K_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 14 11.00% WALSQSNPSALR 454 465 56.1 28.1 44.0 2 0 0 1,329.6909
K_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 14 11.00% GVLFYGPPGCGK 513 524 23.3 27.4 23.1 2 0 0 1,251.6193
K_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 14 11.00% AIANECQANFISIK 530 543 51.1 27.6 37.7 2 0 0 1,578.7945
K_18 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 8 8 14 11.00% DVDLEFLAK 669 677 48.7 28.3 35.2 2 0 0 1,049.5515
K_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 6.45% LGDVISIQPCPDVK 96 109 66.5 27.5 60.8 2 0 0 1,540.8043
K_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 6.45% GILLYGPPGTGK 240 251 34.5 27.6 0.0 2 0 0 1,172.6677
K_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 6.45% WALSQSNPSALR 454 465 55.1 28.1 34.3 2 0 0 1,329.6909
K_19 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 6.45% AIANECQANFISIK 530 543 34.1 27.6 21.6 1 0 0 1,578.7945
K_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 4.34% LGDVISIQPCPDVK 96 109 37.3 27.3 27.5 1 0 0 1,540.8043
K_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 4.34% GILLYGPPGTGK 240 251 26.4 27.9 0.0 1 0 0 1,172.6677
K_20 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 4.34% DVDLEFLAK 669 677 36.5 28.3 26.1 2 0 0 1,049.5515
K_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 6 5.83% LGDVISIQPCPDVK 96 109 65.3 27.6 56.4 2 0 0 1,540.8043
K_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 6 5.83% GILLYGPPGTGK 240 251 27.8 27.9 0.0 2 0 0 1,172.6677
K_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 6 5.83% WALSQSNPSALR 454 465 60.0 28.0 49.7 1 0 0 1,329.6909
K_21 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 6 5.83% DVDLEFLAK 669 677 37.6 28.2 31.1 1 0 0 1,049.5515
K_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 6 4.34% LGDVISIQPCPDVK 96 109 55.6 27.3 49.6 2 0 0 1,540.8043
K_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 6 4.34% GILLYGPPGTGK 240 251 46.3 27.6 0.0 2 0 0 1,172.6677
K_22 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 6 4.34% DVDLEFLAK 669 677 42.0 28.3 33.0 2 0 0 1,049.5515
K_23 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 4 3.23% LGDVISIQPCPDVK 96 109 63.5 27.5 62.1 2 0 0 1,540.8043
K_23 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 2 2 4 3.23% GILLYGPPGTGK 240 251 35.0 27.9 0.0 2 0 0 1,172.6677
K_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 8.31% MDELQLFR 46 53 51.1 26.9 44.0 2 0 0 1,051.5242
K_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 8.31% LGDVISIQPCPDVK 96 109 60.9 27.1 52.8 2 0 0 1,540.8043
K_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 8.31% EVDIGIPDATGR 366 377 50.7 27.1 40.0 1 0 0 1,242.6327
K_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 8.31% WALSQSNPSALR 454 465 62.4 28.4 51.8 2 0 0 1,329.6909
K_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 8.31% GVLFYGPPGCGK 513 524 28.8 27.5 26.5 2 0 0 1,251.6193
K_24 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 6 6 11 8.31% DVDLEFLAK 669 677 32.0 28.1 22.2 2 0 0 1,049.5515
L_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 10 10 15 14.50% EAVCIVLSDDTCSDEK 66 81 94.5 25.0 94.5 1 0 0 1,840.7942
L_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 10 10 15 14.50% VRLGDVISIQPCPDVK 94 109 21.6 25.5 18.2 0 1 0 1,795.9738
L_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 10 10 15 14.50% LGDVISIQPCPDVK 96 109 69.2 27.4 64.2 2 0 0 1,540.8043
L_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 10 10 15 14.50% KGDIFLVR 148 155 39.8 25.0 31.0 2 0 0 947.5674
L_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 10 10 15 14.50% IVSQLLTLMDGLK 324 336 57.0 25.0 53.3 2 0 0 1,446.8240
L_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 10 10 15 14.50% WALSQSNPSALR 454 465 72.4 28.2 65.2 2 0 0 1,329.6909
L_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 10 10 15 14.50% GVLFYGPPGCGK 513 524 27.1 27.3 20.1 1 0 0 1,251.6193
L_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 10 10 15 14.50% VINQILTEMDGMSTK 600 614 72.1 26.8 72.1 1 0 0 1,711.8244
L_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 10 10 15 14.50% DVDLEFLAK 669 677 42.0 28.6 28.8 2 0 0 1,049.5515
L_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 10 10 15 14.50% MTNGFSGADLTEICQR 678 693 56.1 25.0 53.8 1 0 0 1,815.8002
L_14 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 6 4.34% LGDVISIQPCPDVK 96 109 66.1 27.6 61.7 2 0 0 1,540.8043
L_14 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 6 4.34% WALSQSNPSALR 454 465 58.0 28.1 50.3 2 0 0 1,329.6909
L_14 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 6 4.34% DVDLEFLAK 669 677 26.1 28.6 15.8 2 0 0 1,049.5515
L_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.30% MDELQLFR 46 53 60.7 26.5 33.2 2 0 0 1,067.5192
L_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.30% LGDVISIQPCPDVK 96 109 60.7 27.3 55.8 2 0 0 1,540.8043
L_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.30% IVSQLLTLMDGLK 324 336 71.8 25.0 67.0 2 0 0 1,446.8240
L_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.30% WALSQSNPSALR 454 465 75.5 28.1 64.3 2 0 0 1,329.6909
L_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.30% GVLFYGPPGCGK 513 524 44.3 27.4 41.7 2 0 0 1,251.6193
L_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.30% VINQILTEMDGMSTK 600 614 32.8 26.8 28.5 1 0 0 1,711.8244
L_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 7 13 10.30% DVDLEFLAK 669 677 50.4 28.6 35.8 2 0 0 1,049.5515
L_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 8 13 11.30% LIVDEAINEDNSVVSLSQPK 26 45 94.9 27.4 92.8 2 2 0 2,170.1239
L_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 8 13 11.30% LGDVISIQPCPDVK 96 109 59.4 27.5 54.2 2 0 0 1,540.8043
L_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 8 13 11.30% KGDIFLVR 148 155 34.5 25.0 16.3 1 0 0 947.5674
L_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 8 13 11.30% EVDIGIPDATGR 366 377 36.0 27.1 33.1 1 0 0 1,242.6327
L_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 8 13 11.30% WALSQSNPSALR 454 465 72.7 28.0 64.4 2 0 0 1,329.6909



L_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 8 13 11.30% GVLFYGPPGCGK 513 524 26.9 27.5 24.4 1 0 0 1,251.6193
L_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 7 8 13 11.30% LDQLIYIPLPDEK 639 651 73.5 27.4 65.0 2 0 0 1,556.8574
M_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 6 5.33% LGDVISIQPCPDVK 96 109 59.9 27.5 55.7 2 0 0 1,540.8043
M_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 6 5.33% KGDIFLVR 148 155 25.2 25.0 18.5 2 0 0 947.5674
M_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 6 5.33% WALSQSNPSALR 454 465 33.5 28.0 24.9 1 0 0 1,329.6909
M_13 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 6 5.33% DVDLEFLAK 669 677 48.8 28.3 40.3 1 0 0 1,049.5515
M_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 5.33% MDELQLFR 46 53 56.3 27.0 28.7 2 0 0 1,067.5192
M_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 5.33% LGDVISIQPCPDVK 96 109 64.9 27.5 61.5 2 0 0 1,540.8043
M_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 5.33% WALSQSNPSALR 454 465 45.6 28.0 35.2 1 0 0 1,329.6909
M_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 7 5.33% DVDLEFLAK 669 677 43.9 28.3 30.0 2 0 0 1,049.5515
M_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 8 5.71% MDELQLFR 46 53 50.7 26.9 29.0 2 0 0 1,067.5192
M_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 8 5.71% LGDVISIQPCPDVK 96 109 55.0 27.6 46.4 2 0 0 1,540.8043
M_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 8 5.71% GILLYGPPGTGK 240 251 37.1 27.6 0.0 2 0 0 1,172.6677
M_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 8 5.71% WALSQSNPSALR 454 465 87.6 28.3 75.8 2 0 0 1,329.6909
Q_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 4.34% LGDVISIQPCPDVK 96 109 57.1 27.3 53.7 2 0 0 1,540.8043
Q_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 4.34% WALSQSNPSALR 454 465 48.1 28.1 38.9 1 0 0 1,329.6909
Q_15 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 3 3 4 4.34% ESIESEIRR 701 709 32.1 28.8 6.3 1 0 0 1,118.5800
Q_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 5 5.83% LGDVISIQPCPDVK 96 109 53.1 27.5 47.4 1 0 0 1,540.8043
Q_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 5 5.83% EVDIGIPDATGR 366 377 38.0 26.6 36.8 2 0 0 1,242.6327
Q_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 5 5.83% WALSQSNPSALR 454 465 58.3 28.1 50.8 1 0 0 1,329.6909
Q_16 Transitional endoplasmic reticulum ATPase TERA_HUMAN 89,325 4 4 5 5.83% ESIESEIRR 701 709 23.7 28.9 0.0 1 0 0 1,118.5800
C_05 Tetranectin TETN_BOVIN 22,144 2 2 3 10.40% CFLAFVQAK 81 89 31.8 26.2 18.2 2 0 0 1,083.5656
C_05 Tetranectin TETN_BOVIN 22,144 2 2 3 10.40% TFHEASEDCISR 90 101 27.5 25.0 27.5 0 1 0 1,451.6220
C_06 Tetranectin TETN_BOVIN 22,144 2 2 2 10.40% CFLAFVQAK 81 89 18.7 26.2 13.7 1 0 0 1,083.5656
C_06 Tetranectin TETN_BOVIN 22,144 2 2 2 10.40% TFHEASEDCISR 90 101 29.5 25.0 21.6 0 1 0 1,451.6220
L_09 Protein TFG TFG_HUMAN 43,448 2 2 4 6.75% LLSNDEVTIK 48 57 58.9 28.9 43.8 2 0 0 1,131.6257
L_09 Protein TFG TFG_HUMAN 43,448 2 2 4 6.75% NRPPFGQGYTQPGPGYR 384 400 35.2 27.5 31.3 0 2 0 1,891.9200
F_13 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 2 2 4 5.92% FYYNSVIGK 233 241 33.0 27.3 28.0 2 0 0 1,090.5567
F_13 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 2 2 4 5.92% IAYEEIFVK 294 302 44.7 26.4 35.2 2 0 0 1,111.6034
G_14 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 2 2 4 5.92% FYYNSVIGK 233 241 30.4 27.8 23.0 2 0 0 1,090.5567
G_14 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 2 2 4 5.92% IAYEEIFVK 294 302 39.5 25.7 30.5 2 0 0 1,111.6034
H_12 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 2 2 3 5.92% FYYNSVIGK 233 241 27.5 27.5 21.6 1 0 0 1,090.5567
H_12 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 2 2 3 5.92% IAYEEIFVK 294 302 35.1 26.2 23.5 2 0 0 1,111.6034
I_10 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 3 3 4 10.90% ANENRFYYNSVIGK 228 241 25.9 27.2 19.7 0 1 0 1,674.8233
I_10 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 3 3 4 10.90% FYYNSVIGK 233 241 25.7 28.3 14.1 1 0 0 1,090.5567
I_10 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 3 3 4 10.90% YSGCGGNENNFTSKQECLR 247 265 47.6 25.0 47.6 0 2 0 2,220.9398
I_11 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 2 2 4 9.21% FYYNSVIGK 233 241 32.9 28.4 24.5 2 0 0 1,090.5567
I_11 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 2 2 4 9.21% YSGCGGNENNFTSKQECLR 247 265 34.3 25.0 33.6 0 2 0 2,220.9398
J_11 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 2 2 2 8.22% QCEEFIYGGCEGNQNR 78 93 31.9 25.0 30.6 1 0 0 1,960.7914
J_11 Tissue factor pathway inhibitor TFPI1_HUMAN 35,016 2 2 2 8.22% FYYNSVIGK 233 241 29.3 27.9 26.7 1 0 0 1,090.5567
A_07 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 4 11.10% LQVSVDDQCEGSTEK 98 112 40.2 25.0 36.8 2 0 0 1,694.7540
A_07 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 4 11.10% DEGLCSANVTR 163 173 45.8 25.0 29.9 2 0 0 1,221.5529
A_08 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 4 11.10% LQVSVDDQCEGSTEK 98 112 77.4 25.0 77.1 2 0 0 1,694.7540
A_08 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 4 11.10% DEGLCSANVTR 163 173 41.7 25.0 33.2 2 0 0 1,221.5529
B_07 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 3 8.51% IPSFCYSPK 154 162 22.3 25.1 16.1 1 0 0 1,098.5289
B_07 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 3 8.51% DEGLCSANVTR 163 173 34.6 25.0 22.2 2 0 0 1,221.5529
B_08 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 4 11.10% LQVSVDDQCEGSTEK 98 112 79.5 25.0 79.5 2 0 0 1,694.7540
B_08 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 4 11.10% DEGLCSANVTR 163 173 36.1 25.0 28.1 2 0 0 1,221.5529
C_06 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 4 11.10% LQVSVDDQCEGSTEK 98 112 69.6 25.0 69.6 2 0 0 1,694.7540
C_06 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 4 11.10% DEGLCSANVTR 163 173 39.8 25.0 28.3 2 0 0 1,221.5529
C_08 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 4 11.10% LQVSVDDQCEGSTEK 98 112 61.5 25.0 60.4 2 0 0 1,694.7540
C_08 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 4 11.10% DEGLCSANVTR 163 173 43.8 25.0 35.0 2 0 0 1,221.5529
F_10 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 3 10.20% LQVSVDDQCEGSTEK 98 112 62.1 25.0 58.0 2 0 0 1,694.7540
F_10 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 3 10.20% IPSFCYSPK 154 162 21.9 25.0 7.4 1 0 0 1,098.5289
G_09 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 3 10.20% LQVSVDDQCEGSTEK 98 112 71.7 25.0 70.2 2 0 0 1,694.7540
G_09 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 3 10.20% IPSFCYSPK 154 162 27.0 25.2 25.7 1 0 0 1,098.5289
G_10 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 3 10.20% LQVSVDDQCEGSTEK 98 112 70.7 25.0 67.4 2 0 0 1,694.7540
G_10 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 3 10.20% IPSFCYSPK 154 162 16.3 25.1 8.4 1 0 0 1,098.5289
I_08 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 3 11.10% YYYDRYTQSCR 52 62 15.4 25.0 13.4 0 1 0 1,574.6692
I_08 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 3 11.10% LQVSVDDQCEGSTEK 98 112 76.0 25.0 75.1 2 0 0 1,694.7540
J_07 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 3 10.20% LQVSVDDQCEGSTEK 98 112 53.0 25.0 50.2 2 0 0 1,694.7540
J_07 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 3 10.20% IPSFCYSPK 154 162 22.3 25.1 13.5 1 0 0 1,098.5289
J_08 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 4 10.20% LQVSVDDQCEGSTEK 98 112 56.2 25.0 56.2 2 0 0 1,694.7540
J_08 Tissue factor pathway inhibitor 2 TFPI2_HUMAN 26,935 2 2 4 10.20% IPSFCYSPK 154 162 33.1 25.2 29.4 2 0 0 1,098.5289
A_19 Transferrin receptor protein 1 TFR1_HUMAN 84,874 2 2 3 2.63% LLNENSYVPR 146 155 31.4 29.4 17.8 1 0 0 1,204.6320
A_19 Transferrin receptor protein 1 TFR1_HUMAN 84,874 2 2 3 2.63% YNSQLLSFVR 614 623 30.2 26.7 25.6 2 0 0 1,226.6527
B_19 Transferrin receptor protein 1 TFR1_HUMAN 84,874 2 2 3 3.03% VSASPLLYTLIEK 496 508 56.4 25.0 45.6 1 0 0 1,433.8251
B_19 Transferrin receptor protein 1 TFR1_HUMAN 84,874 2 2 3 3.03% YNSQLLSFVR 614 623 42.0 26.7 31.6 2 0 0 1,226.6527
C_19 Transferrin receptor protein 1 TFR1_HUMAN 84,874 2 2 3 2.63% LLNENSYVPR 146 155 27.9 28.5 20.8 1 0 0 1,204.6320
C_19 Transferrin receptor protein 1 TFR1_HUMAN 84,874 2 2 3 2.63% YNSQLLSFVR 614 623 51.5 27.1 48.4 2 0 0 1,226.6527
Q_11 Transferrin receptor protein 1 TFR1_HUMAN 84,874 2 2 3 2.89% LLNENSYVPR 146 155 30.9 29.2 22.7 2 0 0 1,204.6320
Q_11 Transferrin receptor protein 1 TFR1_HUMAN 84,874 2 2 3 2.89% DSAQNSVIIVDK 194 205 32.2 28.7 26.1 1 0 0 1,288.6744
I_03 Transforming growth factor beta‐1 TGFB1_HUMAN 44,411 2 2 4 5.90% ALDTNYCFSSTEK 279 291 61.3 25.0 56.2 2 0 0 1,535.6683
I_03 Transforming growth factor beta‐1 TGFB1_HUMAN 44,411 2 2 4 5.90% VEQLSNMIVR 376 385 48.1 29.0 26.9 2 0 0 1,204.6355
A_17 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 6.99% NEFGEIQGDK 318 327 22.6 25.0 15.3 2 0 0 1,136.5220
A_17 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 6.99% SEGTYCCGPVPVR 365 377 54.2 25.0 51.7 2 0 0 1,481.6513
A_17 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 6.99% DLYLENPEIK 581 590 41.5 28.1 0.0 2 0 0 1,233.6363
A_17 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 6.99% TVEIPDPVEAGEEVK 635 649 25.3 27.5 16.7 1 0 0 1,611.8114
A_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.40% VVSGMVNCNDDQGVLLGR 223 240 72.0 26.5 67.4 2 0 0 1,948.9217
A_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.40% NEFGEIQGDK 318 327 45.0 25.0 26.2 1 0 0 1,136.5220
A_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.40% TVSYNGILGPECGTK 513 527 65.8 26.5 58.5 2 0 0 1,595.7736
A_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.40% SVPLCILYEK 541 550 32.9 28.0 23.6 2 0 0 1,221.6549
A_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.40% YRDCLTESNLIK 551 562 51.0 26.9 39.2 2 0 0 1,511.7524
A_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.40% TVEIPDPVEAGEEVK 635 649 69.1 27.6 58.6 2 0 0 1,611.8114
A_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.40% MDLLPLHMGLHK 652 663 23.6 28.0 21.6 0 1 0 1,436.7392
A_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 19 15.00% VVSGMVNCNDDQGVLLGR 223 240 78.3 26.5 69.7 2 0 0 1,948.9217
A_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 19 15.00% NEFGEIQGDK 318 327 58.3 25.1 46.2 2 0 0 1,136.5220
A_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 19 15.00% EDITHTYKYPEGSSEER 437 453 24.4 25.0 18.5 0 2 0 2,040.9146
A_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 19 15.00% SVPLCILYEK 541 550 34.3 27.9 21.0 2 0 0 1,221.6549
A_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 19 15.00% YRDCLTESNLIK 551 562 40.4 26.9 31.4 2 0 0 1,511.7524
A_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 19 15.00% DCLTESNLIK 553 562 54.0 27.7 19.2 2 0 0 1,192.5880
A_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 19 15.00% TVEIPDPVEAGEEVK 635 649 71.4 27.6 66.6 2 1 0 1,611.8114
A_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 19 15.00% MDLLPLHMGLHK 652 663 20.8 28.4 15.2 0 2 0 1,420.7443
A_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 19 15.00% LVVNFESDK 664 672 29.3 27.5 19.9 2 0 0 1,050.5466
A_20 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 8.15% VVSGMVNCNDDQGVLLGR 223 240 60.5 26.6 53.0 2 0 0 1,948.9217
A_20 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 8.15% NEFGEIQGDK 318 327 35.8 25.1 26.1 2 0 0 1,136.5220
A_20 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 8.15% SEGTYCCGPVPVR 365 377 28.0 25.0 25.5 1 0 0 1,481.6513
A_20 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 8.15% TVEIPDPVEAGEEVK 635 649 40.6 27.6 32.7 2 0 0 1,611.8114
A_21 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.53% NEFGEIQGDK 318 327 18.8 25.0 12.1 1 0 0 1,136.5220
A_21 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.53% SEGTYCCGPVPVR 365 377 32.7 25.0 22.8 2 0 0 1,481.6513
A_21 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.53% TVEIPDPVEAGEEVK 635 649 27.5 27.6 26.8 1 0 0 1,611.8114
A_22 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.53% NEFGEIQGDK 318 327 30.5 25.0 30.5 1 0 0 1,136.5220
A_22 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.53% SEGTYCCGPVPVR 365 377 40.5 25.0 36.5 2 0 0 1,481.6513
A_22 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.53% TVSYNGILGPECGTK 513 527 40.4 26.4 32.5 1 0 0 1,595.7736
A_23 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 8.15% VVSGMVNCNDDQGVLLGR 223 240 52.3 26.6 48.4 2 0 0 1,948.9217
A_23 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 8.15% NEFGEIQGDK 318 327 18.7 25.4 18.7 1 0 0 1,136.5220
A_23 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 8.15% SEGTYCCGPVPVR 365 377 42.6 25.0 34.0 2 0 0 1,481.6513
A_23 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 8.15% TVSYNGILGPECGTK 513 527 45.4 26.7 42.7 2 0 0 1,595.7736
A_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 4 3.35% NEFGEIQGDK 318 327 31.0 25.0 23.3 2 0 0 1,136.5220
A_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 4 3.35% SEGTYCCGPVPVR 365 377 36.5 25.0 31.0 2 0 0 1,481.6513
A_25 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% NEFGEIQGDK 318 327 33.4 25.3 16.8 2 0 0 1,136.5220
A_25 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% SEGTYCCGPVPVR 365 377 52.0 25.0 49.7 2 0 0 1,481.6513



A_25 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% TVSYNGILGPECGTK 513 527 42.0 26.7 36.1 2 0 0 1,595.7736
A_25 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% YRDCLTESNLIK 551 562 26.0 26.9 12.4 0 1 0 1,511.7524
A_25 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% TVEIPDPVEAGEEVK 635 649 28.4 27.6 25.9 1 0 0 1,611.8114
A_26 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 7.42% CDLELETNGR 10 19 32.4 25.0 29.3 1 0 0 1,206.5421
A_26 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 7.42% VVSGMVNCNDDQGVLLGR 223 240 55.0 26.7 48.6 2 0 0 1,948.9217
A_26 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 7.42% NEFGEIQGDK 318 327 19.7 25.4 13.2 1 0 0 1,136.5220
A_26 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 7.42% SEGTYCCGPVPVR 365 377 31.5 25.0 27.5 2 0 0 1,481.6513
A_27 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 7.71% SEGTYCCGPVPVR 365 377 43.3 25.0 39.8 2 0 0 1,481.6513
A_27 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 7.71% TVSYNGILGPECGTK 513 527 52.7 26.6 52.7 2 0 0 1,595.7736
A_27 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 7.71% DLYLENPEIK 581 590 38.7 28.3 0.0 1 0 0 1,233.6363
A_27 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 7.71% TVEIPDPVEAGEEVK 635 649 22.6 27.2 22.6 1 0 0 1,611.8114
A_28 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.28% NEFGEIQGDK 318 327 28.5 25.4 28.5 2 0 0 1,136.5220
A_28 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.28% SEGTYCCGPVPVR 365 377 30.5 25.0 20.6 2 0 0 1,481.6513
A_28 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.28% TVSYNGILGPECGTK 513 527 39.8 26.3 36.4 2 0 0 1,595.7736
A_28 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.28% YRDCLTESNLIK 551 562 26.1 26.8 5.1 0 1 0 1,511.7524
A_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 11 11.10% CDLELETNGR 10 19 50.2 25.0 46.9 2 0 0 1,206.5421
A_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 11 11.10% VVSGMVNCNDDQGVLLGR 223 240 50.1 26.6 47.5 2 0 0 1,948.9217
A_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 11 11.10% NEFGEIQGDK 318 327 33.0 25.2 29.8 1 0 0 1,136.5220
A_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 11 11.10% SEGTYCCGPVPVR 365 377 36.5 25.0 30.9 2 0 0 1,481.6513
A_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 11 11.10% TVSYNGILGPECGTK 513 527 75.2 26.4 66.2 2 0 0 1,595.7736
A_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 11 11.10% DLYLENPEIK 581 590 44.9 28.2 0.0 2 0 0 1,233.6363
A_30 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 8.73% CDLELETNGR 10 19 52.8 25.0 38.8 2 0 0 1,206.5421
A_30 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 8.73% SEGTYCCGPVPVR 365 377 37.6 25.0 30.7 2 0 0 1,481.6513
A_30 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 8.73% TVSYNGILGPECGTK 513 527 40.3 26.6 31.5 2 0 0 1,595.7736
A_30 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 8.73% YRDCLTESNLIK 551 562 16.2 26.9 10.1 0 1 0 1,511.7524
A_30 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 8.73% DLYLENPEIK 581 590 40.7 27.8 0.0 1 0 0 1,233.6363
A_31 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 9 9.17% CDLELETNGR 10 19 48.2 25.0 35.8 2 0 0 1,206.5421
A_31 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 9 9.17% SEGTYCCGPVPVR 365 377 51.5 25.0 36.5 2 0 0 1,481.6513
A_31 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 9 9.17% TVSYNGILGPECGTK 513 527 56.4 26.7 42.6 2 0 0 1,595.7736
A_31 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 9 9.17% DLYLENPEIK 581 590 34.2 28.2 0.0 2 0 0 1,233.6363
A_31 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 9 9.17% TVEIPDPVEAGEEVK 635 649 30.5 27.6 19.4 1 0 0 1,611.8114
A_32 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 10 10.20% CDLELETNGR 10 19 51.1 25.0 37.1 2 0 0 1,206.5421
A_32 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 10 10.20% NEFGEIQGDK 318 327 29.0 25.0 26.4 1 0 0 1,136.5220
A_32 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 10 10.20% SEGTYCCGPVPVR 365 377 53.2 25.0 41.1 2 0 0 1,481.6513
A_32 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 10 10.20% TVSYNGILGPECGTK 513 527 83.9 26.3 77.1 2 0 0 1,595.7736
A_32 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 10 10.20% YRDCLTESNLIK 551 562 29.2 26.6 16.2 0 1 0 1,511.7524
A_32 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 10 10.20% DLYLENPEIK 581 590 49.4 28.2 0.0 2 0 0 1,233.6363
B_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 3 2.91% NEFGEIQGDK 318 327 28.5 25.2 24.1 1 0 0 1,136.5220
B_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 3 2.91% DLYLENPEIK 581 590 26.0 28.1 0.0 2 0 0 1,233.6363
B_17 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 2 3.64% DLYLENPEIK 581 590 34.6 28.3 0.0 1 0 0 1,233.6363
B_17 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 2 3.64% TVEIPDPVEAGEEVK 635 649 28.0 27.6 24.8 1 0 0 1,611.8114
B_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 9 16 14.10% CDLELETNGR 10 19 38.0 25.0 32.9 2 0 0 1,206.5421
B_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 9 16 14.10% NEFGEIQGDK 318 327 54.5 25.2 39.7 2 0 0 1,136.5220
B_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 9 16 14.10% SEGTYCCGPVPVR 365 377 57.6 25.0 48.7 2 0 0 1,481.6513
B_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 9 16 14.10% TVSYNGILGPECGTK 513 527 56.8 26.3 52.5 2 0 0 1,595.7736
B_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 9 16 14.10% YRDCLTESNLIK 551 562 41.6 26.7 29.6 2 0 0 1,511.7524
B_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 9 16 14.10% DCLTESNLIK 553 562 42.0 28.2 12.7 2 0 0 1,192.5880
B_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 9 16 14.10% DLYLENPEIK 581 590 41.5 28.2 0.0 1 0 0 1,233.6363
B_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 9 16 14.10% TVEIPDPVEAGEEVK 635 649 66.5 27.6 59.5 2 0 0 1,611.8114
B_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 9 16 14.10% MDLLPLHMGLHK 652 663 21.1 27.7 12.7 0 1 0 1,436.7392
B_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 16 16.30% CDLELETNGR 10 19 22.2 25.0 19.9 1 0 0 1,206.5421
B_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 16 16.30% VVSGMVNCNDDQGVLLGR 223 240 77.9 26.6 71.6 2 0 0 1,948.9217
B_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 16 16.30% NEFGEIQGDK 318 327 48.4 25.1 38.2 2 0 0 1,136.5220
B_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 16 16.30% SEGTYCCGPVPVR 365 377 37.9 25.0 31.1 1 0 0 1,481.6513
B_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 16 16.30% LAEKEETGMAMR 465 476 22.2 26.4 22.2 0 1 0 1,365.6502
B_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 16 16.30% SVPLCILYEK 541 550 42.2 27.8 33.0 2 0 0 1,221.6549
B_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 16 16.30% YRDCLTESNLIK 551 562 47.7 26.7 30.8 2 2 0 1,511.7524
B_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 16 16.30% TVEIPDPVEAGEEVK 635 649 70.3 27.6 60.7 2 0 0 1,611.8114
B_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 9 10 16 16.30% MDLLPLHMGLHK 652 663 25.5 27.9 19.7 0 1 0 1,436.7392
B_20 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 8.44% VVSGMVNCNDDQGVLLGR 223 240 32.3 26.8 32.3 1 0 0 1,948.9217
B_20 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 8.44% SEGTYCCGPVPVR 365 377 30.1 25.0 25.6 1 0 0 1,481.6513
B_20 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 8.44% YRDCLTESNLIK 551 562 28.8 26.9 14.4 0 2 0 1,511.7524
B_20 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 8.44% TVEIPDPVEAGEEVK 635 649 32.3 27.5 23.4 2 0 0 1,611.8114
B_21 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 4 4.08% SEGTYCCGPVPVR 365 377 34.1 25.0 32.6 2 0 0 1,481.6513
B_21 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 4 4.08% TVEIPDPVEAGEEVK 635 649 23.6 27.6 16.8 2 0 0 1,611.8114
B_23 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 7 10.30% VVSGMVNCNDDQGVLLGR 223 240 45.2 26.7 45.2 1 0 0 1,948.9217
B_23 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 7 10.30% NEFGEIQGDK 318 327 37.6 25.2 24.1 1 0 0 1,136.5220
B_23 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 7 10.30% SEGTYCCGPVPVR 365 377 21.2 25.0 17.3 1 0 0 1,481.6513
B_23 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 7 10.30% TVSYNGILGPECGTK 513 527 41.0 26.6 35.1 2 0 0 1,595.7736
B_23 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 7 10.30% TVEIPDPVEAGEEVK 635 649 39.7 27.4 34.0 2 0 0 1,611.8114
B_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 7 9.46% NEFGEIQGDK 318 327 26.9 25.3 11.7 1 0 0 1,136.5220
B_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 7 9.46% SEGTYCCGPVPVR 365 377 37.9 25.0 33.6 2 0 0 1,481.6513
B_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 7 9.46% TVSYNGILGPECGTK 513 527 43.4 26.6 38.3 2 0 0 1,595.7736
B_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 7 9.46% YRDCLTESNLIK 551 562 19.7 27.1 13.4 0 1 0 1,511.7524
B_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 7 9.46% TVEIPDPVEAGEEVK 635 649 25.6 27.2 23.7 1 0 0 1,611.8114
B_25 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 4 8.44% VVSGMVNCNDDQGVLLGR 223 240 47.1 26.7 44.9 1 0 0 1,948.9217
B_25 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 4 8.44% NEFGEIQGDK 318 327 26.6 25.1 23.9 1 0 0 1,136.5220
B_25 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 4 8.44% TVSYNGILGPECGTK 513 527 43.1 27.0 41.4 1 0 0 1,595.7736
B_25 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 4 8.44% TVEIPDPVEAGEEVK 635 649 23.8 27.4 23.4 1 0 0 1,611.8114
B_26 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 4.80% CDLELETNGR 10 19 29.8 25.0 26.0 1 0 0 1,206.5421
B_26 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 4.80% NEFGEIQGDK 318 327 27.6 25.2 21.1 2 0 0 1,136.5220
B_26 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 4.80% SEGTYCCGPVPVR 365 377 32.3 25.0 22.9 2 0 0 1,481.6513
B_27 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 10.30% VVSGMVNCNDDQGVLLGR 223 240 38.9 26.7 34.2 1 0 0 1,948.9217
B_27 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 10.30% SEGTYCCGPVPVR 365 377 30.3 25.0 21.9 2 0 0 1,481.6513
B_27 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 10.30% TVSYNGILGPECGTK 513 527 35.0 26.8 26.2 2 0 0 1,595.7736
B_27 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 10.30% DLYLENPEIK 581 590 43.1 28.3 0.0 2 0 0 1,233.6363
B_27 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 10.30% TVEIPDPVEAGEEVK 635 649 23.0 27.4 14.2 1 0 0 1,611.8114
B_28 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 5 7.28% SEGTYCCGPVPVR 365 377 47.8 25.0 40.9 2 0 0 1,481.6513
B_28 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 5 7.28% TVSYNGILGPECGTK 513 527 37.3 26.8 25.9 1 0 0 1,595.7736
B_28 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 5 7.28% YRDCLTESNLIK 551 562 17.8 27.0 6.4 0 1 0 1,511.7524
B_28 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 5 7.28% DLYLENPEIK 581 590 41.2 28.3 0.0 1 0 0 1,233.6363
B_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 10 12.10% CDLELETNGR 10 19 48.2 25.0 42.5 1 0 0 1,206.5421
B_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 10 12.10% NEFGEIQGDK 318 327 23.2 25.3 16.6 1 0 0 1,136.5220
B_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 10 12.10% SEGTYCCGPVPVR 365 377 46.1 25.0 39.8 2 0 0 1,481.6513
B_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 10 12.10% TVSYNGILGPECGTK 513 527 57.8 26.7 48.7 2 0 0 1,595.7736
B_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 10 12.10% DCLTESNLIK 553 562 27.0 28.3 8.5 1 0 0 1,192.5880
B_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 10 12.10% DLYLENPEIK 581 590 35.8 28.3 0.0 2 0 0 1,233.6363
B_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 10 12.10% TVEIPDPVEAGEEVK 635 649 27.9 27.4 22.4 1 0 0 1,611.8114
B_30 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 6 5.53% SEGTYCCGPVPVR 365 377 44.3 25.0 41.5 2 0 0 1,481.6513
B_30 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 6 5.53% TVSYNGILGPECGTK 513 527 57.1 27.0 53.0 2 0 0 1,595.7736
B_30 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 6 5.53% DLYLENPEIK 581 590 33.5 28.1 0.0 2 0 0 1,233.6363
B_31 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 6.99% CDLELETNGR 10 19 29.0 25.0 28.0 1 0 0 1,206.5421
B_31 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 6.99% NEFGEIQGDK 318 327 22.7 25.1 22.7 1 0 0 1,136.5220
B_31 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 6.99% SEGTYCCGPVPVR 365 377 36.2 25.0 32.4 2 0 0 1,481.6513
B_31 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 6 6.99% TVSYNGILGPECGTK 513 527 50.6 26.9 46.0 2 0 0 1,595.7736
B_32 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 4.37% CDLELETNGR 10 19 27.9 25.0 27.9 1 0 0 1,206.5421
B_32 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 4.37% NEFGEIQGDK 318 327 30.2 25.1 19.2 2 0 0 1,136.5220
B_32 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 4.37% DLYLENPEIK 581 590 40.4 27.7 0.0 2 0 0 1,233.6363
C_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.20% CDLELETNGR 10 19 57.2 25.0 50.2 1 0 0 1,206.5421
C_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.20% VVSGMVNCNDDQGVLLGR 223 240 61.9 26.6 57.3 2 0 0 1,948.9217
C_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.20% NEFGEIQGDK 318 327 25.8 25.0 23.5 2 0 0 1,136.5220
C_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.20% SEGTYCCGPVPVR 365 377 51.0 25.0 49.8 2 0 0 1,481.6513



C_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.20% TVSYNGILGPECGTK 513 527 54.8 26.6 44.1 2 0 0 1,595.7736
C_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.20% DCLTESNLIK 553 562 22.5 27.0 0.7 1 0 0 1,192.5880
C_18 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 7 12 13.20% TVEIPDPVEAGEEVK 635 649 26.5 27.4 16.4 2 0 0 1,611.8114
C_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 8 16 11.90% NEFGEIQGDK 318 327 41.9 25.0 31.0 2 0 0 1,136.5220
C_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 8 16 11.90% SEGTYCCGPVPVR 365 377 52.3 25.0 50.3 2 0 0 1,481.6513
C_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 8 16 11.90% EDITHTYKYPEGSSEER 437 453 49.0 25.0 47.4 0 2 0 2,040.9146
C_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 8 16 11.90% TVSYNGILGPECGTK 513 527 54.5 26.5 44.5 2 0 0 1,595.7736
C_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 8 16 11.90% YRDCLTESNLIK 551 562 47.0 26.9 29.7 2 2 0 1,511.7524
C_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 8 16 11.90% DCLTESNLIK 553 562 31.4 27.5 2.6 2 0 0 1,192.5880
C_19 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 7 8 16 11.90% TVEIPDPVEAGEEVK 635 649 56.8 27.6 46.3 2 0 0 1,611.8114
C_20 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.68% SEGTYCCGPVPVR 365 377 21.9 25.0 20.3 1 0 0 1,481.6513
C_20 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.68% TVEIPDPVEAGEEVK 635 649 40.7 27.6 31.2 1 0 0 1,611.8114
C_20 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.68% LVVNFESDKLK 664 674 23.5 26.2 19.4 2 0 0 1,291.7257
C_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.53% SEGTYCCGPVPVR 365 377 35.8 25.0 33.6 2 0 0 1,481.6513
C_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.53% TVSYNGILGPECGTK 513 527 20.3 26.3 12.8 1 0 0 1,595.7736
C_29 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.53% DLYLENPEIK 581 590 26.5 28.2 0.0 1 0 0 1,233.6363
D_26 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 4.80% NEFGEIQGDK 318 327 32.2 25.0 20.7 2 0 0 1,136.5220
D_26 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 4.80% YLLNLNLEPFSEK 528 540 56.2 27.9 48.5 1 0 0 1,579.8367
D_26 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 4.80% DLYLENPEIK 581 590 30.6 27.7 0.0 2 0 0 1,233.6363
H_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% SEGTYCCGPVPVR 365 377 44.2 25.0 42.2 2 0 0 1,481.6513
H_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% TVSYNGILGPECGTK 513 527 74.6 26.7 72.1 2 0 0 1,595.7736
H_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% YRDCLTESNLIK 551 562 18.4 26.9 5.8 0 1 0 1,511.7524
H_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% DLYLENPEIK 581 590 28.2 28.1 0.0 1 0 0 1,233.6363
H_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% TVEIPDPVEAGEEVK 635 649 51.2 27.6 49.6 2 0 0 1,611.8114
H_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 7 12 10.90% SEGTYCCGPVPVR 365 377 48.5 25.0 40.3 2 0 0 1,481.6513
H_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 7 12 10.90% TVSYNGILGPECGTK 513 527 74.5 26.7 64.5 2 0 0 1,595.7736
H_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 7 12 10.90% SVPLCILYEK 541 550 24.0 27.9 13.9 1 0 0 1,221.6549
H_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 7 12 10.90% YRDCLTESNLIK 551 562 38.6 26.8 29.5 1 2 0 1,511.7524
H_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 7 12 10.90% DLYLENPEIK 581 590 48.0 28.2 0.0 2 0 0 1,233.6363
H_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 7 12 10.90% TVEIPDPVEAGEEVK 635 649 58.8 27.6 54.6 2 0 0 1,611.8114
H_21 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 3 4.08% SEGTYCCGPVPVR 365 377 24.3 25.0 20.4 2 0 0 1,481.6513
H_21 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 3 4.08% TVSYNGILGPECGTK 513 527 39.8 26.8 31.3 1 0 0 1,595.7736
H_22 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 3 3.35% SEGTYCCGPVPVR 365 377 27.2 25.0 9.7 2 0 0 1,481.6513
H_22 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 3 3.35% DLYLENPEIK 581 590 38.6 28.3 0.0 1 0 0 1,233.6363
H_23 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 4 4.08% SEGTYCCGPVPVR 365 377 26.1 25.0 20.5 2 0 0 1,481.6513
H_23 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 4 4.08% TVSYNGILGPECGTK 513 527 24.6 26.7 20.2 2 0 0 1,595.7736
H_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.71% SEGTYCCGPVPVR 365 377 25.7 25.0 25.4 2 0 0 1,481.6513
H_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.71% TVSYNGILGPECGTK 513 527 46.2 26.7 44.2 2 0 0 1,595.7736
H_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.71% DLYLENPEIK 581 590 33.4 27.4 0.0 2 0 0 1,233.6363
H_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.71% TVEIPDPVEAGEEVK 635 649 40.9 27.5 36.9 1 0 0 1,611.8114
I_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 10 9.46% SEGTYCCGPVPVR 365 377 52.2 25.0 50.8 2 0 0 1,481.6513
I_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 10 9.46% TVSYNGILGPECGTK 513 527 65.4 26.7 57.9 2 0 0 1,595.7736
I_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 10 9.46% YRDCLTESNLIK 551 562 19.6 26.9 5.0 0 2 0 1,511.7524
I_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 10 9.46% DLYLENPEIK 581 590 36.6 28.2 0.0 2 0 0 1,233.6363
I_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 10 9.46% TVEIPDPVEAGEEVK 635 649 45.0 27.6 40.8 2 0 0 1,611.8114
I_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% SEGTYCCGPVPVR 365 377 41.5 25.0 40.9 2 0 0 1,481.6513
I_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% TVSYNGILGPECGTK 513 527 70.4 26.6 62.4 1 0 0 1,595.7736
I_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% YRDCLTESNLIK 551 562 19.1 26.8 11.9 0 1 0 1,511.7524
I_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% DLYLENPEIK 581 590 48.3 28.2 0.0 2 0 0 1,233.6363
I_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 9.46% TVEIPDPVEAGEEVK 635 649 45.2 27.6 40.4 2 0 0 1,611.8114
I_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 3 4.08% SEGTYCCGPVPVR 365 377 21.1 25.0 13.1 2 0 0 1,481.6513
I_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 3 4.08% TVSYNGILGPECGTK 513 527 29.0 26.7 25.0 1 0 0 1,595.7736
J_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 2 3.64% DLYLENPEIK 581 590 22.2 28.3 0.0 1 0 0 1,233.6363
J_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 2 3.64% TVEIPDPVEAGEEVK 635 649 24.0 27.3 17.1 1 0 0 1,611.8114
J_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.53% SEGTYCCGPVPVR 365 377 24.8 25.0 24.8 1 0 0 1,481.6513
J_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.53% DLYLENPEIK 581 590 34.6 28.3 0.0 2 0 0 1,233.6363
J_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 5.53% TVEIPDPVEAGEEVK 635 649 50.1 27.4 41.9 1 0 0 1,611.8114
K_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 12 9.61% SEGTYCCGPVPVR 365 377 41.5 25.0 38.3 2 0 0 1,481.6513
K_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 12 9.61% TVSYNGILGPECGTK 513 527 59.7 26.6 51.0 2 0 0 1,595.7736
K_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 12 9.61% YRDCLTESNLIK 551 562 31.3 26.9 21.5 2 0 0 1,511.7524
K_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 12 9.61% DCLTESNLIK 553 562 39.7 28.2 14.1 2 0 0 1,192.5880
K_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 12 9.61% TVEIPDPVEAGEEVK 635 649 42.0 27.2 38.5 2 0 0 1,611.8114
K_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 12 9.61% LVVNFESDKLK 664 674 32.5 25.8 15.9 2 0 0 1,291.7257
K_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 6 5.53% SEGTYCCGPVPVR 365 377 25.2 25.0 25.2 2 0 0 1,481.6513
K_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 6 5.53% DLYLENPEIK 581 590 44.7 28.1 0.0 2 0 0 1,233.6363
K_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 6 5.53% TVEIPDPVEAGEEVK 635 649 28.5 27.4 18.8 2 0 0 1,611.8114
K_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 9 12.10% VVSGMVNCNDDQGVLLGR 223 240 68.4 27.6 66.9 1 0 0 1,932.9268
K_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 9 12.10% SEGTYCCGPVPVR 365 377 34.8 25.0 24.0 2 0 0 1,481.6513
K_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 9 12.10% LAEKEETGMAMR 465 476 18.1 26.4 15.5 0 1 0 1,365.6502
K_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 9 12.10% TVSYNGILGPECGTK 513 527 53.0 27.0 41.6 1 0 0 1,595.7736
K_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 9 12.10% DLYLENPEIK 581 590 35.6 28.3 0.0 2 0 0 1,233.6363
K_24 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 9 12.10% TVEIPDPVEAGEEVK 635 649 39.9 27.4 34.0 2 0 0 1,611.8114
L_10 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.71% SEGTYCCGPVPVR 365 377 37.9 25.0 34.7 1 0 0 1,481.6513
L_10 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.71% TVSYNGILGPECGTK 513 527 61.0 26.7 57.9 2 0 0 1,595.7736
L_10 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.71% DLYLENPEIK 581 590 33.8 28.3 0.0 2 0 0 1,233.6363
L_10 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.71% TVEIPDPVEAGEEVK 635 649 37.0 27.3 30.3 2 0 0 1,611.8114
L_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 9 9.17% CDLELETNGR 10 19 28.7 25.0 27.0 1 0 0 1,206.5421
L_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 9 9.17% SEGTYCCGPVPVR 365 377 60.5 25.0 60.0 2 0 0 1,481.6513
L_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 9 9.17% TVSYNGILGPECGTK 513 527 78.9 26.9 70.9 2 0 0 1,595.7736
L_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 9 9.17% DLYLENPEIK 581 590 37.5 28.3 0.0 2 0 0 1,233.6363
L_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 9 9.17% TVEIPDPVEAGEEVK 635 649 57.7 27.3 49.0 2 0 0 1,611.8114
L_12 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 10 11.80% CDLELETNGR 10 19 21.7 25.0 19.1 1 0 0 1,206.5421
L_12 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 10 11.80% VVSGMVNCNDDQGVLLGR 223 240 54.9 26.9 46.2 2 0 0 1,948.9217
L_12 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 10 11.80% SEGTYCCGPVPVR 365 377 30.2 25.0 24.0 2 0 0 1,481.6513
L_12 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 10 11.80% TVSYNGILGPECGTK 513 527 39.0 26.8 33.6 1 0 0 1,595.7736
L_12 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 10 11.80% DLYLENPEIK 581 590 44.7 28.2 0.0 2 0 0 1,233.6363
L_12 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 6 6 10 11.80% TVEIPDPVEAGEEVK 635 649 28.5 27.3 20.5 2 0 0 1,611.8114
L_13 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 5.53% SEGTYCCGPVPVR 365 377 46.2 25.0 38.8 2 0 0 1,481.6513
L_13 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 5.53% DLYLENPEIK 581 590 30.2 28.3 0.0 1 0 0 1,233.6363
L_13 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 5.53% TVEIPDPVEAGEEVK 635 649 47.3 27.3 39.9 2 0 0 1,611.8114
L_14 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 8 7.71% SEGTYCCGPVPVR 365 377 42.3 25.0 36.2 2 0 0 1,481.6513
L_14 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 8 7.71% TVSYNGILGPECGTK 513 527 44.4 26.8 40.5 2 0 0 1,595.7736
L_14 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 8 7.71% DLYLENPEIK 581 590 34.2 28.3 0.0 2 0 0 1,233.6363
L_14 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 8 7.71% TVEIPDPVEAGEEVK 635 649 47.2 27.2 42.9 2 0 0 1,611.8114
L_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 8 7.71% SEGTYCCGPVPVR 365 377 56.1 25.0 51.5 2 0 0 1,481.6513
L_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 8 7.71% TVSYNGILGPECGTK 513 527 61.7 26.9 51.9 2 0 0 1,595.7736
L_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 8 7.71% DLYLENPEIK 581 590 43.3 28.3 0.0 2 0 0 1,233.6363
L_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 8 7.71% TVEIPDPVEAGEEVK 635 649 48.8 27.3 46.5 2 0 0 1,611.8114
L_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 5.53% SEGTYCCGPVPVR 365 377 59.0 25.0 52.4 2 0 0 1,481.6513
L_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 5.53% TVSYNGILGPECGTK 513 527 68.2 27.0 64.4 1 0 0 1,595.7736
L_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 5.53% DLYLENPEIK 581 590 30.3 28.3 0.0 2 0 0 1,233.6363
M_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 8 7.28% SEGTYCCGPVPVR 365 377 39.3 25.0 35.6 2 0 0 1,481.6513
M_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 8 7.28% YRDCLTESNLIK 551 562 28.7 27.0 19.5 0 2 0 1,511.7524
M_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 8 7.28% DLYLENPEIK 581 590 40.7 28.1 0.0 2 0 0 1,233.6363
M_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 8 7.28% TVEIPDPVEAGEEVK 635 649 49.4 27.4 43.8 2 0 0 1,611.8114
M_12 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 2 4.08% CDLELETNGR 10 19 23.7 25.0 23.7 1 0 0 1,206.5421
M_12 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 2 4.08% VVSGMVNCNDDQGVLLGR 223 240 36.9 26.7 29.8 1 0 0 1,948.9217
M_14 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 5.53% SEGTYCCGPVPVR 365 377 27.2 25.0 24.7 1 0 0 1,481.6513
M_14 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 5.53% DLYLENPEIK 581 590 31.4 27.4 0.0 2 0 0 1,233.6363
M_14 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 5.53% TVEIPDPVEAGEEVK 635 649 62.8 27.4 56.5 2 0 0 1,611.8114
M_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 5.53% SEGTYCCGPVPVR 365 377 35.0 25.0 33.3 2 0 0 1,481.6513
M_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 5.53% TVSYNGILGPECGTK 513 527 63.3 26.9 58.2 1 0 0 1,595.7736



M_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 5 5.53% DLYLENPEIK 581 590 33.0 27.4 0.0 2 0 0 1,233.6363
M_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.71% SEGTYCCGPVPVR 365 377 40.3 25.0 40.3 2 0 0 1,481.6513
M_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.71% TVSYNGILGPECGTK 513 527 38.4 26.7 36.1 2 0 0 1,595.7736
M_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.71% DLYLENPEIK 581 590 24.1 28.1 0.0 1 0 0 1,233.6363
M_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 4 4 7 7.71% TVEIPDPVEAGEEVK 635 649 35.8 27.4 33.2 2 0 0 1,611.8114
O_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 3 3.64% DLYLENPEIK 581 590 25.7 28.3 0.0 2 0 0 1,233.6363
O_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 3 3.64% TVEIPDPVEAGEEVK 635 649 27.2 27.3 18.5 1 0 0 1,611.8114
P_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 6.26% VVSGMVNCNDDQGVLLGR 223 240 50.9 26.7 41.9 1 0 0 1,948.9217
P_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 6.26% DLYLENPEIK 581 590 27.5 28.2 0.0 1 0 0 1,233.6363
P_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 3 3 4 6.26% TVEIPDPVEAGEEVK 635 649 25.8 27.3 23.3 2 0 0 1,611.8114
Q_10 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 2 3.64% DLYLENPEIK 581 590 37.6 28.3 0.0 1 0 0 1,233.6363
Q_10 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 2 3.64% TVEIPDPVEAGEEVK 635 649 29.8 27.3 23.8 1 0 0 1,611.8114
Q_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 10.30% VVSGMVNCNDDQGVLLGR 223 240 51.5 26.8 49.9 1 0 0 1,948.9217
Q_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 10.30% SEGTYCCGPVPVR 365 377 47.1 25.0 40.5 2 0 0 1,481.6513
Q_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 10.30% TVSYNGILGPECGTK 513 527 61.1 27.0 54.9 1 0 0 1,595.7736
Q_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 10.30% DLYLENPEIK 581 590 36.4 28.3 0.0 2 0 0 1,233.6363
Q_11 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 5 5 8 10.30% TVEIPDPVEAGEEVK 635 649 35.6 27.3 27.1 2 0 0 1,611.8114
Q_14 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 2 3.35% SEGTYCCGPVPVR 365 377 31.6 25.0 19.4 1 0 0 1,481.6513
Q_14 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 2 3.35% DLYLENPEIK 581 590 23.4 28.2 0.0 1 0 0 1,233.6363
Q_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 4 3.35% SEGTYCCGPVPVR 365 377 38.2 25.0 35.8 2 0 0 1,481.6513
Q_15 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 4 3.35% DLYLENPEIK 581 590 31.8 28.2 0.0 2 0 0 1,233.6363
Q_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 3 3.35% SEGTYCCGPVPVR 365 377 47.9 25.0 47.9 2 0 0 1,481.6513
Q_16 Protein‐glutamine gamma‐glutamyltransferase 2 TGM2_HUMAN 77,329 2 2 3 3.35% DLYLENPEIK 581 590 26.5 28.2 0.0 1 0 0 1,233.6363
A_11 Acetyl‐CoA acetyltransferase, cytosolic THIC_HUMAN 41,350 2 2 4 5.29% EIVPVLVSTR 201 210 42.0 25.0 41.8 2 0 0 1,112.6674
A_11 Acetyl‐CoA acetyltransferase, cytosolic THIC_HUMAN 41,350 2 2 4 5.29% ILVTLLHTLER 362 372 23.0 25.0 23.0 2 0 0 1,307.8047
A_12 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 3 3 6 11.90% EAYMGNVLQGGEGQAPTR 88 105 64.6 25.0 64.6 2 0 0 1,893.8762
A_12 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 3 3 6 11.90% NEQDAYAINSYTR 209 221 107.0 25.0 101.0 2 0 0 1,544.6975
A_12 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 3 3 6 11.90% VNINGGAVSLGHPIGMSGAR 374 393 43.8 28.0 37.7 0 2 0 1,922.9867
B_12 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 3 3 5 10.80% EAYMGNVLQGGEGQAPTR 88 105 80.7 25.0 80.7 2 0 0 1,893.8762
B_12 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 3 3 5 10.80% MLEIDPQK 366 373 24.4 27.7 11.5 1 0 0 989.4975
B_12 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 3 3 5 10.80% VNINGGAVSLGHPIGMSGAR 374 393 50.4 27.8 44.0 0 2 0 1,922.9867
C_12 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 3 3 5 9.37% EAYMGNVLQGGEGQAPTR 88 105 66.9 25.0 57.7 2 0 0 1,893.8762
C_12 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 3 3 5 9.37% DGLTDVYNK 182 190 32.7 25.6 29.1 1 0 0 1,024.4947
C_12 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 3 3 5 9.37% NEQDAYAINSYTR 209 221 110.0 25.0 109.0 2 0 0 1,544.6975
N_07 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 3 3 5 11.90% EAYMGNVLQGGEGQAPTR 88 105 78.2 25.0 74.4 2 0 0 1,893.8762
N_07 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 3 3 5 11.90% FGNEVIPVTVTVK 231 243 49.2 26.0 8.3 2 0 0 1,402.7941
N_07 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 3 3 5 11.90% VNINGGAVSLGHPIGMSGAR 374 393 29.6 27.7 24.5 0 1 0 1,922.9867
O_07 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 2 2 3 6.09% NEQDAYAINSYTR 209 221 70.6 25.0 66.6 2 0 0 1,544.6975
O_07 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 2 2 3 6.09% FGNEVIPVTVTVK 231 243 34.9 26.1 5.9 1 0 0 1,402.7941
Q_07 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 2 2 4 5.15% EVVIVSATR 41 49 48.1 28.2 43.2 2 0 0 973.5676
Q_07 Acetyl‐CoA acetyltransferase, mitochondrial THIL_HUMAN 45,200 2 2 4 5.15% FGNEVIPVTVTVK 231 243 49.5 25.9 11.7 2 0 0 1,402.7941
A_12 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 3 4 8 12.30% DFTATDLSEFAAK 26 38 72.9 25.4 58.8 2 0 0 1,415.6690
A_12 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 3 4 8 12.30% ISREECDKYALQSQQR 174 189 34.8 26.7 28.7 0 2 0 2,010.9663
A_12 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 3 4 8 12.30% TNVNGGAIALGHPLGGSGSR 341 360 76.7 27.9 76.1 2 2 0 1,834.9520
B_12 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 4 4 8 14.90% DFTATDLSEFAAK 26 38 67.3 25.4 59.5 2 0 0 1,415.6690
B_12 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 4 4 8 14.90% ISREECDKYALQSQQR 174 189 25.2 26.7 17.3 0 2 0 2,010.9663
B_12 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 4 4 8 14.90% TNVNGGAIALGHPLGGSGSR 341 360 46.7 28.0 43.0 0 2 0 1,834.9520
B_12 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 4 4 8 14.90% ITAHLVHELR 361 370 40.0 26.6 25.2 2 0 0 1,188.6848
C_12 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 5 5 9 17.60% TPFGAYGGLLK 15 25 31.2 26.5 12.1 1 0 0 1,123.6148
C_12 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 5 5 9 17.60% DFTATDLSEFAAK 26 38 94.0 25.1 88.5 2 0 0 1,415.6690
C_12 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 5 5 9 17.60% ISREECDKYALQSQQR 174 189 28.6 26.6 14.3 0 2 0 2,010.9663
C_12 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 5 5 9 17.60% QTMQVDEHARPQTTLEQLQK 215 234 21.5 27.1 16.5 0 2 0 2,397.1831
C_12 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 5 5 9 17.60% ITAHLVHELR 361 370 43.0 26.0 29.7 2 0 0 1,188.6848
F_14 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 2 3 5 7.56% TNVNGGAIALGHPLGGSGSR 341 360 81.3 27.9 81.3 2 2 0 1,834.9520
F_14 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 2 3 5 7.56% ITAHLVHELR 361 370 45.5 25.9 26.3 1 0 0 1,188.6848
G_14 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 2 2 4 7.81% TPFGAYGGLLK 15 25 30.9 26.8 19.5 2 0 0 1,123.6148
G_14 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 2 2 4 7.81% TNVNGGAIALGHPLGGSGSR 341 360 53.6 27.9 53.6 2 0 0 1,834.9520
H_10 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 3 3 5 10.60% DFTATDLSEFAAK 26 38 68.6 25.4 61.8 2 0 0 1,415.6690
H_10 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 3 3 5 10.60% ETPALTINR 82 90 17.6 25.3 0.0 1 0 0 1,014.5579
H_10 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 3 3 5 10.60% TNVNGGAIALGHPLGGSGSR 341 360 32.9 28.0 27.1 0 2 0 1,834.9520
K_10 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 2 2 4 8.31% DFTATDLSEFAAK 26 38 74.2 25.4 70.1 2 0 0 1,415.6690
K_10 3‐ketoacyl‐CoA thiolase, mitochondrial THIM_HUMAN 41,924 2 2 4 8.31% TNVNGGAIALGHPLGGSGSR 341 360 28.7 27.9 26.7 0 2 0 1,834.9520
A_02 Thioredoxin THIO_HUMAN 11,737 2 2 4 21.00% TAFQEALDAAGDK 9 21 73.6 26.9 62.5 2 0 0 1,336.6381
A_02 Thioredoxin THIO_HUMAN 11,737 2 2 4 21.00% LEATINELV 97 105 29.6 26.8 25.6 2 0 0 1,001.5514
A_03 Thioredoxin THIO_HUMAN 11,737 4 4 8 34.30% TAFQEALDAAGDK 9 21 81.3 27.0 74.7 2 0 0 1,336.6381
A_03 Thioredoxin THIO_HUMAN 11,737 4 4 8 34.30% MIKPFFHSLSEK 37 48 43.2 28.4 20.4 2 0 0 1,479.7666
A_03 Thioredoxin THIO_HUMAN 11,737 4 4 8 34.30% EKLEATINELV 95 105 47.3 28.3 42.5 2 0 0 1,258.6890
A_03 Thioredoxin THIO_HUMAN 11,737 4 4 8 34.30% LEATINELV 97 105 28.6 26.8 21.1 2 0 0 1,001.5514
A_04 Thioredoxin THIO_HUMAN 11,737 2 2 3 22.90% TAFQEALDAAGDK 9 21 57.7 26.9 52.5 2 0 0 1,336.6381
A_04 Thioredoxin THIO_HUMAN 11,737 2 2 3 22.90% EKLEATINELV 95 105 22.9 28.3 19.0 1 0 0 1,258.6890
B_03 Thioredoxin THIO_HUMAN 11,737 2 3 6 23.80% TAFQEALDAAGDK 9 21 84.1 27.2 79.3 2 0 0 1,336.6381
B_03 Thioredoxin THIO_HUMAN 11,737 2 3 6 23.80% MIKPFFHSLSEK 37 48 35.9 28.4 23.7 2 2 0 1,479.7666
C_03 Thioredoxin THIO_HUMAN 11,737 3 3 4 32.40% TAFQEALDAAGDK 9 21 82.8 27.0 77.5 2 0 0 1,336.6381
C_03 Thioredoxin THIO_HUMAN 11,737 3 3 4 32.40% MIKPFFHSLSEK 37 48 18.2 28.0 10.7 0 1 0 1,479.7666
C_03 Thioredoxin THIO_HUMAN 11,737 3 3 4 32.40% LEATINELV 97 105 24.9 26.8 19.5 1 0 0 1,001.5514
D_04 Thioredoxin THIO_HUMAN 11,737 3 3 5 22.90% TAFQEALDAAGDK 9 21 86.3 26.8 81.4 2 0 0 1,336.6381
D_04 Thioredoxin THIO_HUMAN 11,737 3 3 5 22.90% EKLEATINELV 95 105 64.3 28.6 52.7 2 0 0 1,258.6890
D_04 Thioredoxin THIO_HUMAN 11,737 3 3 5 22.90% LEATINELV 97 105 38.4 29.0 17.8 1 0 0 1,001.5514
F_03 Thioredoxin THIO_HUMAN 11,737 2 2 4 22.90% TAFQEALDAAGDK 9 21 84.9 27.3 80.2 2 0 0 1,336.6381
F_03 Thioredoxin THIO_HUMAN 11,737 2 2 4 22.90% EKLEATINELV 95 105 25.0 28.5 23.2 2 0 0 1,258.6890
F_04 Thioredoxin THIO_HUMAN 11,737 3 3 6 22.90% TAFQEALDAAGDK 9 21 78.4 27.1 74.0 3 0 0 1,336.6381
F_04 Thioredoxin THIO_HUMAN 11,737 3 3 6 22.90% EKLEATINELV 95 105 52.0 28.5 44.7 2 0 0 1,258.6890
F_04 Thioredoxin THIO_HUMAN 11,737 3 3 6 22.90% LEATINELV 97 105 17.0 26.8 17.0 1 0 0 1,001.5514
F_05 Thioredoxin THIO_HUMAN 11,737 3 3 4 22.90% TAFQEALDAAGDK 9 21 91.2 26.8 85.2 2 0 0 1,336.6381
F_05 Thioredoxin THIO_HUMAN 11,737 3 3 4 22.90% EKLEATINELV 95 105 41.6 28.5 41.6 1 0 0 1,258.6890
F_05 Thioredoxin THIO_HUMAN 11,737 3 3 4 22.90% LEATINELV 97 105 17.9 26.8 15.0 1 0 0 1,001.5514
F_07 Thioredoxin THIO_HUMAN 11,737 2 2 3 21.00% TAFQEALDAAGDK 9 21 35.0 27.2 28.6 2 0 0 1,336.6381
F_07 Thioredoxin THIO_HUMAN 11,737 2 2 3 21.00% LEATINELV 97 105 23.0 26.7 23.0 1 0 0 1,001.5514
G_04 Thioredoxin THIO_HUMAN 11,737 3 3 5 22.90% TAFQEALDAAGDK 9 21 92.5 26.6 91.1 2 0 0 1,336.6381
G_04 Thioredoxin THIO_HUMAN 11,737 3 3 5 22.90% EKLEATINELV 95 105 43.6 28.2 34.1 2 0 0 1,258.6890
G_04 Thioredoxin THIO_HUMAN 11,737 3 3 5 22.90% LEATINELV 97 105 20.1 28.8 17.9 1 0 0 1,001.5514
G_05 Thioredoxin THIO_HUMAN 11,737 2 2 3 21.00% TAFQEALDAAGDK 9 21 76.9 26.6 67.1 2 0 0 1,336.6381
G_05 Thioredoxin THIO_HUMAN 11,737 2 2 3 21.00% LEATINELV 97 105 26.4 28.8 26.4 1 0 0 1,001.5514
H_02 Thioredoxin THIO_HUMAN 11,737 2 2 4 21.00% TAFQEALDAAGDK 9 21 83.9 27.1 79.0 2 0 0 1,336.6381
H_02 Thioredoxin THIO_HUMAN 11,737 2 2 4 21.00% LEATINELV 97 105 51.4 29.2 38.8 2 0 0 1,001.5514
H_03 Thioredoxin THIO_HUMAN 11,737 2 2 3 21.00% TAFQEALDAAGDK 9 21 62.0 27.3 53.9 2 0 0 1,336.6381
H_03 Thioredoxin THIO_HUMAN 11,737 2 2 3 21.00% LEATINELV 97 105 35.3 29.2 26.0 1 0 0 1,001.5514
I_02 Thioredoxin THIO_HUMAN 11,737 2 2 3 21.00% TAFQEALDAAGDK 9 21 84.3 27.4 76.0 2 0 0 1,336.6381
I_02 Thioredoxin THIO_HUMAN 11,737 2 2 3 21.00% LEATINELV 97 105 21.6 28.8 15.2 1 0 0 1,001.5514
K_02 Thioredoxin THIO_HUMAN 11,737 2 2 4 21.00% TAFQEALDAAGDK 9 21 74.7 27.4 65.3 2 0 0 1,336.6381
K_02 Thioredoxin THIO_HUMAN 11,737 2 2 4 21.00% LEATINELV 97 105 45.9 28.8 31.8 2 0 0 1,001.5514
L_02 Thioredoxin THIO_HUMAN 11,737 4 4 7 31.40% TAFQEALDAAGDK 9 21 93.7 26.6 86.2 2 0 0 1,336.6381
L_02 Thioredoxin THIO_HUMAN 11,737 4 4 7 31.40% CMPTFQFFK 73 81 28.4 25.0 18.3 2 0 0 1,221.5432
L_02 Thioredoxin THIO_HUMAN 11,737 4 4 7 31.40% EKLEATINELV 95 105 50.6 27.9 45.7 2 0 0 1,258.6890
L_02 Thioredoxin THIO_HUMAN 11,737 4 4 7 31.40% LEATINELV 97 105 26.7 28.8 22.9 1 0 0 1,001.5514
M_02 Thioredoxin THIO_HUMAN 11,737 2 2 3 21.00% TAFQEALDAAGDK 9 21 85.2 26.6 80.5 2 0 0 1,336.6381
M_02 Thioredoxin THIO_HUMAN 11,737 2 2 3 21.00% LEATINELV 97 105 27.5 28.8 13.9 1 0 0 1,001.5514
N_02 Thioredoxin THIO_HUMAN 11,737 2 2 4 22.90% TAFQEALDAAGDK 9 21 88.3 27.0 82.0 2 0 0 1,336.6381
N_02 Thioredoxin THIO_HUMAN 11,737 2 2 4 22.90% EKLEATINELV 95 105 36.7 27.8 36.3 2 0 0 1,258.6890
O_02 Thioredoxin THIO_HUMAN 11,737 2 2 4 22.90% TAFQEALDAAGDK 9 21 91.9 27.0 84.1 2 0 0 1,336.6381
O_02 Thioredoxin THIO_HUMAN 11,737 2 2 4 22.90% EKLEATINELV 95 105 36.5 28.2 30.9 2 0 0 1,258.6890
P_02 Thioredoxin THIO_HUMAN 11,737 3 3 5 22.90% TAFQEALDAAGDK 9 21 93.1 27.5 85.3 2 0 0 1,336.6381



P_02 Thioredoxin THIO_HUMAN 11,737 3 3 5 22.90% EKLEATINELV 95 105 38.7 27.9 33.6 2 0 0 1,258.6890
P_02 Thioredoxin THIO_HUMAN 11,737 3 3 5 22.90% LEATINELV 97 105 26.4 28.8 23.3 1 0 0 1,001.5514
Q_02 Thioredoxin THIO_HUMAN 11,737 3 3 6 22.90% TAFQEALDAAGDK 9 21 79.7 26.6 69.3 2 0 0 1,336.6381
Q_02 Thioredoxin THIO_HUMAN 11,737 3 3 6 22.90% EKLEATINELV 95 105 48.7 28.2 42.9 2 0 0 1,258.6890
Q_02 Thioredoxin THIO_HUMAN 11,737 3 3 6 22.90% LEATINELV 97 105 22.0 28.9 19.7 2 0 0 1,001.5514
A_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 19 17.90% WDLSAQQIEER 26 36 65.0 26.5 54.3 2 0 0 1,374.6649
A_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 19 17.90% NILDFPQHVSPSK 80 92 53.5 27.8 33.7 2 0 0 1,481.7748
A_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 19 17.90% LSEFDVEMSMR 105 115 47.8 25.0 47.8 2 0 0 1,375.5869
A_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 19 17.90% LSLLCIDFNK 171 180 39.7 27.6 34.6 2 0 0 1,222.6502
A_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 19 17.90% YYMNQVEETR 339 348 46.2 25.0 43.5 2 0 0 1,348.5838
A_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 19 17.90% QANTGLFNLR 544 553 65.2 28.4 51.6 2 0 0 1,133.6062
A_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 19 17.90% VDQALHTQTDADPAEEYAR 560 578 67.0 25.0 65.5 0 2 0 2,129.9736
A_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 19 17.90% SCILRPGGSEDASAMLR 643 659 46.5 26.5 41.7 0 2 0 1,835.8740
A_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 19 17.90% QDAFLLSK 668 675 29.3 26.6 4.8 1 0 0 921.5041
A_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 19 17.90% GLQVGGCEPEPQVC 676 689 59.5 25.0 59.5 2 0 0 1,529.6726
B_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 16 14.90% NILDFPQHVSPSK 80 92 48.8 27.7 34.0 2 0 0 1,481.7748
B_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 16 14.90% KLSLLCIDFNK 170 180 20.5 26.4 10.1 0 2 0 1,350.7452
B_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 16 14.90% LSLLCIDFNK 171 180 28.7 26.8 26.7 1 0 0 1,222.6502
B_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 16 14.90% AVILELKR 311 318 24.4 25.0 12.4 1 0 0 941.6143
B_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 16 14.90% YCVDQNLLK 349 357 25.7 27.1 17.2 2 0 0 1,152.5719
B_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 16 14.90% FYLDLYPR 411 418 29.2 27.5 24.4 1 0 0 1,086.5619
B_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 16 14.90% QANTGLFNLR 544 553 51.4 28.2 38.8 2 0 0 1,133.6062
B_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 16 14.90% VDQALHTQTDADPAEEYAR 560 578 60.8 25.0 58.7 0 2 0 2,129.9736
B_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 16 14.90% SCILRPGGSEDASAMLR 643 659 44.2 26.5 41.4 0 2 0 1,835.8740
B_19 Thimet oligopeptidase THOP1_HUMAN 78,841 10 10 16 14.90% QDAFLLSK 668 675 21.2 26.4 9.9 1 0 0 921.5041
C_19 Thimet oligopeptidase THOP1_HUMAN 78,841 3 3 5 5.81% WDLSAQQIEER 26 36 48.5 26.1 41.3 1 0 0 1,374.6649
C_19 Thimet oligopeptidase THOP1_HUMAN 78,841 3 3 5 5.81% QANTGLFNLR 544 553 34.3 28.2 16.0 2 0 0 1,133.6062
C_19 Thimet oligopeptidase THOP1_HUMAN 78,841 3 3 5 5.81% VDQALHTQTDADPAEEYAR 560 578 43.2 25.0 37.9 0 2 0 2,129.9736
H_16 Thimet oligopeptidase THOP1_HUMAN 78,841 3 3 5 5.81% WDLSAQQIEER 26 36 44.3 26.3 34.6 2 0 0 1,374.6649
H_16 Thimet oligopeptidase THOP1_HUMAN 78,841 3 3 5 5.81% QANTGLFNLR 544 553 50.2 28.2 41.8 1 0 0 1,133.6062
H_16 Thimet oligopeptidase THOP1_HUMAN 78,841 3 3 5 5.81% VDQALHTQTDADPAEEYAR 560 578 55.0 25.0 53.5 0 2 0 2,129.9736
M_11 Thimet oligopeptidase THOP1_HUMAN 78,841 2 2 2 3.34% ALADVEVTYTVQR 67 79 61.4 27.6 57.5 1 0 0 1,464.7693
M_11 Thimet oligopeptidase THOP1_HUMAN 78,841 2 2 2 3.34% QANTGLFNLR 544 553 31.0 28.1 24.1 1 0 0 1,133.6062
A_11 3‐mercaptopyruvate sulfurtransferase THTM_HUMAN 33,179 2 2 3 6.73% AQLDPAFIK 156 164 37.4 29.7 18.2 2 0 0 1,002.5620
A_11 3‐mercaptopyruvate sulfurtransferase THTM_HUMAN 33,179 2 2 3 6.73% ARPEDVISEGR 283 293 20.9 27.6 7.4 1 0 0 1,228.6281
B_11 3‐mercaptopyruvate sulfurtransferase THTM_HUMAN 33,179 2 2 3 6.73% AQLDPAFIK 156 164 36.6 29.3 18.1 2 0 0 1,002.5620
B_11 3‐mercaptopyruvate sulfurtransferase THTM_HUMAN 33,179 2 2 3 6.73% ARPEDVISEGR 283 293 25.5 27.2 14.3 1 0 0 1,228.6281
A_10 Thiosulfate sulfurtransferase THTR_HUMAN 33,296 2 2 4 8.08% VLDASWYSPGTR 31 42 47.7 26.9 35.7 2 0 0 1,351.6641
A_10 Thiosulfate sulfurtransferase THTR_HUMAN 33,296 2 2 4 8.08% TYEQVLENLESK 164 175 50.4 27.3 32.4 2 0 0 1,452.7217
A_14 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% FDTSILPICK 237 246 25.4 27.7 15.2 1 0 0 1,193.6237
A_14 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% SLLGAFIPR 328 336 27.4 26.4 16.6 2 0 0 973.5830
A_16 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% FDTSILPICK 237 246 44.1 27.8 26.4 1 0 0 1,193.6237
A_16 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% SLLGAFIPR 328 336 29.0 26.7 17.1 2 0 0 973.5830
A_17 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% HWVGPSNLVK 126 135 23.3 28.0 14.0 1 0 0 1,136.6211
A_17 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% FDTSILPICK 237 246 30.9 27.7 19.2 2 0 0 1,193.6237
A_17 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% SLLGAFIPR 328 336 45.9 26.5 34.3 2 0 0 973.5830
A_21 Testican‐1 TICN1_HUMAN 49,125 3 3 5 7.97% FDTSILPICK 237 246 42.6 27.8 25.9 2 0 0 1,193.6237
A_21 Testican‐1 TICN1_HUMAN 49,125 3 3 5 7.97% SLLGAFIPR 328 336 50.6 26.0 42.8 2 0 0 973.5830
A_21 Testican‐1 TICN1_HUMAN 49,125 3 3 5 7.97% ATQCHGSTGQCWCVDK 345 360 22.2 25.0 22.2 0 1 0 1,894.7631
A_22 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 50.0 27.8 44.0 2 0 0 1,193.6237
A_22 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 40.9 26.4 31.4 2 0 0 973.5830
A_23 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% HWVGPSNLVK 126 135 27.6 27.5 27.6 1 0 0 1,136.6211
A_23 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% FDTSILPICK 237 246 42.2 28.0 32.6 2 0 0 1,193.6237
A_23 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% SLLGAFIPR 328 336 40.5 26.4 32.0 2 0 0 973.5830
A_25 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 42.4 27.8 33.8 2 0 0 1,193.6237
A_25 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 33.4 26.4 23.4 2 0 0 973.5830
B_17 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 42.7 27.8 29.4 2 0 0 1,193.6237
B_17 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 47.0 26.5 35.8 2 0 0 973.5830
B_18 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 29.5 28.0 16.0 2 0 0 1,193.6237
B_18 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 43.5 26.4 34.5 2 0 0 973.5830
B_21 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 62.3 27.6 42.5 2 0 0 1,193.6237
B_21 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 39.5 26.7 32.3 2 0 0 973.5830
B_22 Testican‐1 TICN1_HUMAN 49,125 2 2 3 7.29% CKPCPVAQSAMVCGSDGHSYTSK 136 158 48.0 25.0 48.0 0 1 0 2,543.0784
B_22 Testican‐1 TICN1_HUMAN 49,125 2 2 3 7.29% SLLGAFIPR 328 336 37.7 26.5 28.5 2 0 0 973.5830
B_23 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% HWVGPSNLVK 126 135 28.1 27.5 22.8 1 0 0 1,136.6211
B_23 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% FDTSILPICK 237 246 52.6 27.7 44.7 2 0 0 1,193.6237
B_23 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% SLLGAFIPR 328 336 39.7 26.7 27.3 2 0 0 973.5830
B_24 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 35.5 28.0 27.0 2 0 0 1,193.6237
B_24 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 43.2 26.5 29.2 2 0 0 973.5830
B_25 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% FDTSILPICK 237 246 36.1 28.0 34.8 1 0 0 1,193.6237
B_25 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% SLLGAFIPR 328 336 31.4 26.5 19.9 2 0 0 973.5830
C_13 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 45.0 27.6 34.5 2 0 0 1,193.6237
C_13 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 32.8 26.0 23.1 2 0 0 973.5830
C_14 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% FDTSILPICK 237 246 40.8 28.0 26.4 2 0 0 1,193.6237
C_14 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% SLLGAFIPR 328 336 34.1 26.0 24.4 1 0 0 973.5830
C_15 Testican‐1 TICN1_HUMAN 49,125 2 2 2 4.33% FDTSILPICK 237 246 25.4 27.6 12.5 1 0 0 1,193.6237
C_15 Testican‐1 TICN1_HUMAN 49,125 2 2 2 4.33% SLLGAFIPR 328 336 38.9 26.4 22.5 1 0 0 973.5830
C_16 Testican‐1 TICN1_HUMAN 49,125 3 3 4 6.61% HWVGPSNLVK 126 135 25.2 27.1 13.7 1 0 0 1,136.6211
C_16 Testican‐1 TICN1_HUMAN 49,125 3 3 4 6.61% FDTSILPICK 237 246 52.7 28.0 39.3 1 0 0 1,193.6237
C_16 Testican‐1 TICN1_HUMAN 49,125 3 3 4 6.61% SLLGAFIPR 328 336 37.8 26.4 27.7 2 0 0 973.5830
C_17 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% HWVGPSNLVK 126 135 22.7 27.1 16.3 1 0 0 1,136.6211
C_17 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% SLLGAFIPR 328 336 46.3 26.0 37.9 2 0 0 973.5830
C_18 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% FDTSILPICK 237 246 47.8 28.0 34.9 2 0 0 1,193.6237
C_18 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% SLLGAFIPR 328 336 44.8 26.4 33.9 1 0 0 973.5830
C_20 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% HWVGPSNLVK 126 135 54.0 28.0 45.5 2 0 0 1,136.6211
C_20 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 55.5 26.4 44.5 2 0 0 973.5830
C_21 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.56% HWVGPSNLVK 126 135 34.3 27.1 29.4 1 0 0 1,136.6211
C_21 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.56% FDTSILPICK 237 246 62.0 28.0 35.4 2 0 0 1,193.6237
C_22 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% HWVGPSNLVK 126 135 28.4 27.7 19.9 2 0 0 1,136.6211
C_22 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 49.8 26.4 29.6 2 0 0 973.5830
C_23 Testican‐1 TICN1_HUMAN 49,125 4 4 7 11.80% HWVGPSNLVK 126 135 30.0 27.1 26.1 2 0 0 1,136.6211
C_23 Testican‐1 TICN1_HUMAN 49,125 4 4 7 11.80% CKPCPVAQSAMVCGSDGHSYTSK 136 158 38.5 25.0 38.5 0 0 2 2,543.0784
C_23 Testican‐1 TICN1_HUMAN 49,125 4 4 7 11.80% FDTSILPICK 237 246 35.4 28.0 25.1 1 0 0 1,193.6237
C_23 Testican‐1 TICN1_HUMAN 49,125 4 4 7 11.80% SLLGAFIPR 328 336 45.3 26.4 33.5 2 0 0 973.5830
C_25 Testican‐1 TICN1_HUMAN 49,125 3 3 3 6.61% HWVGPSNLVK 126 135 22.7 28.0 17.6 1 0 0 1,136.6211
C_25 Testican‐1 TICN1_HUMAN 49,125 3 3 3 6.61% FDTSILPICK 237 246 37.5 28.0 22.2 1 0 0 1,193.6237
C_25 Testican‐1 TICN1_HUMAN 49,125 3 3 3 6.61% SLLGAFIPR 328 336 35.3 26.4 26.3 1 0 0 973.5830
F_15 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 45.4 27.6 27.8 2 0 0 1,193.6237
F_15 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 49.4 26.4 41.0 2 0 0 973.5830
F_16 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% FDTSILPICK 237 246 47.9 28.0 39.5 1 0 0 1,193.6237
F_16 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% SLLGAFIPR 328 336 46.8 26.4 34.1 2 0 0 973.5830
G_16 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 42.3 28.2 33.3 2 0 0 1,193.6237
G_16 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 38.6 26.5 30.6 2 0 0 973.5830
H_19 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% HWVGPSNLVK 126 135 23.4 27.4 17.2 2 0 0 1,136.6211
H_19 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% DSLGWMFNK 247 255 26.4 25.1 23.9 1 0 0 1,097.5085
H_20 Testican‐1 TICN1_HUMAN 49,125 3 3 6 6.61% HWVGPSNLVK 126 135 35.3 27.5 35.3 2 0 0 1,136.6211
H_20 Testican‐1 TICN1_HUMAN 49,125 3 3 6 6.61% FDTSILPICK 237 246 57.6 28.0 29.9 2 0 0 1,193.6237
H_20 Testican‐1 TICN1_HUMAN 49,125 3 3 6 6.61% SLLGAFIPR 328 336 45.4 26.4 35.1 2 0 0 973.5830
I_17 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.56% HWVGPSNLVK 126 135 23.4 27.4 23.4 1 0 0 1,136.6211
I_17 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.56% FDTSILPICK 237 246 45.6 28.0 28.9 2 0 0 1,193.6237
I_18 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.56% HWVGPSNLVK 126 135 28.5 27.4 24.4 2 0 0 1,136.6211
I_18 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.56% FDTSILPICK 237 246 62.5 28.0 37.7 2 0 0 1,193.6237



I_20 Testican‐1 TICN1_HUMAN 49,125 3 3 4 6.61% HWVGPSNLVK 126 135 28.6 27.4 27.6 1 0 0 1,136.6211
I_20 Testican‐1 TICN1_HUMAN 49,125 3 3 4 6.61% FDTSILPICK 237 246 53.4 28.0 36.8 2 0 0 1,193.6237
I_20 Testican‐1 TICN1_HUMAN 49,125 3 3 4 6.61% SLLGAFIPR 328 336 48.0 26.4 40.6 1 0 0 973.5830
J_14 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 33.8 27.3 25.5 2 0 0 1,193.6237
J_14 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 43.1 26.5 35.3 2 0 0 973.5830
J_15 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% FDTSILPICK 237 246 56.0 27.3 47.0 2 0 0 1,193.6237
J_15 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% SLLGAFIPR 328 336 43.4 26.5 34.0 1 0 0 973.5830
J_17 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% HWVGPSNLVK 126 135 30.5 26.8 27.0 2 0 0 1,136.6211
J_17 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% FDTSILPICK 237 246 43.6 27.3 28.9 2 0 0 1,193.6237
J_17 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% SLLGAFIPR 328 336 45.0 26.5 36.0 1 0 0 973.5830
J_18 Testican‐1 TICN1_HUMAN 49,125 3 3 4 6.61% HWVGPSNLVK 126 135 31.3 26.5 28.1 1 0 0 1,136.6211
J_18 Testican‐1 TICN1_HUMAN 49,125 3 3 4 6.61% FDTSILPICK 237 246 39.5 27.3 33.2 2 0 0 1,193.6237
J_18 Testican‐1 TICN1_HUMAN 49,125 3 3 4 6.61% SLLGAFIPR 328 336 48.4 26.9 38.6 1 0 0 973.5830
J_19 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.56% HWVGPSNLVK 126 135 24.4 26.6 24.4 2 0 0 1,136.6211
J_19 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.56% FDTSILPICK 237 246 43.4 27.3 28.0 2 0 0 1,193.6237
J_20 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 44.6 27.3 30.6 2 0 0 1,193.6237
J_20 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 39.3 26.5 28.7 2 0 0 973.5830
J_21 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% FDTSILPICK 237 246 40.7 27.3 32.9 1 0 0 1,193.6237
J_21 Testican‐1 TICN1_HUMAN 49,125 2 2 3 4.33% SLLGAFIPR 328 336 43.9 26.5 34.6 2 0 0 973.5830
K_13 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 33.6 28.0 22.7 2 0 0 1,193.6237
K_13 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 40.0 26.7 26.0 2 0 0 973.5830
K_16 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 46.4 27.7 37.9 2 0 0 1,193.6237
K_16 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 49.6 26.4 39.7 2 0 0 973.5830
K_17 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 45.7 28.2 21.1 2 0 0 1,193.6237
K_17 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 49.5 26.5 36.7 2 0 0 973.5830
K_18 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 28.5 27.7 14.8 2 0 0 1,193.6237
K_18 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 44.3 26.5 36.2 2 0 0 973.5830
K_19 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% HWVGPSNLVK 126 135 22.3 27.4 17.8 1 0 0 1,136.6211
K_19 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% FDTSILPICK 237 246 71.8 27.7 47.2 2 0 0 1,193.6237
K_19 Testican‐1 TICN1_HUMAN 49,125 3 3 5 6.61% SLLGAFIPR 328 336 51.3 26.7 44.2 2 0 0 973.5830
K_20 Testican‐1 TICN1_HUMAN 49,125 3 3 6 6.61% HWVGPSNLVK 126 135 26.8 27.4 19.0 2 0 0 1,136.6211
K_20 Testican‐1 TICN1_HUMAN 49,125 3 3 6 6.61% FDTSILPICK 237 246 42.0 28.2 24.9 2 0 0 1,193.6237
K_20 Testican‐1 TICN1_HUMAN 49,125 3 3 6 6.61% SLLGAFIPR 328 336 41.2 26.7 33.1 2 0 0 973.5830
K_21 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% FDTSILPICK 237 246 33.6 27.6 19.2 2 0 0 1,193.6237
K_21 Testican‐1 TICN1_HUMAN 49,125 2 2 4 4.33% SLLGAFIPR 328 336 43.7 26.0 35.1 2 0 0 973.5830
M_14 Testican‐1 TICN1_HUMAN 49,125 2 2 3 5.69% VCVTQDYQTALCVSR 96 110 80.9 25.9 76.1 1 0 0 1,799.8416
M_14 Testican‐1 TICN1_HUMAN 49,125 2 2 3 5.69% FDTSILPICK 237 246 32.8 27.6 23.9 2 0 0 1,193.6237
M_15 Testican‐1 TICN1_HUMAN 49,125 2 2 3 5.69% VCVTQDYQTALCVSR 96 110 82.1 25.9 82.1 1 0 0 1,799.8416
M_15 Testican‐1 TICN1_HUMAN 49,125 2 2 3 5.69% FDTSILPICK 237 246 36.6 27.6 30.0 2 0 0 1,193.6237
N_13 Testican‐1 TICN1_HUMAN 49,125 2 2 4 5.69% VCVTQDYQTALCVSR 96 110 78.6 25.8 71.1 2 0 0 1,799.8416
N_13 Testican‐1 TICN1_HUMAN 49,125 2 2 4 5.69% FDTSILPICK 237 246 29.6 27.2 24.0 2 0 0 1,193.6237
A_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 17 9.93% FFLTCVSGEAGAGR 39 52 79.1 25.2 79.1 2 0 0 1,471.6999
A_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 17 9.93% VIYVHNSPGAHLLPDK 116 131 49.2 27.8 0.0 2 0 0 1,759.9491
A_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 17 9.93% VTHTVNKGDTAVLSAR 132 147 41.6 27.5 35.8 0 2 0 1,668.9028
A_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 17 9.93% FGQSCQEQCPGISGCR 264 279 93.3 25.0 93.3 2 2 0 1,870.7631
A_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 17 9.93% GSQCQEACAPGHFGADCR 299 316 35.6 25.0 35.6 2 0 0 2,007.7856
A_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 17 9.93% INCAAAGNPFPVR 370 382 49.4 27.4 44.1 2 0 0 1,386.6947
A_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 17 9.93% KPDGTVLLSTK 389 399 31.4 27.7 26.6 1 0 0 1,158.6731
A_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 17 9.93% TTAEFEVPR 407 415 41.2 28.5 30.7 2 0 0 1,049.5262
A_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 9 17 9.58% FFLTCVSGEAGAGR 39 52 87.2 25.0 84.5 2 0 0 1,471.6999
A_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 9 17 9.58% VIYVHNSPGAHLLPDK 116 131 61.6 27.9 0.0 2 0 0 1,759.9491
A_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 9 17 9.58% VTHTVNKGDTAVLSAR 132 147 41.6 27.7 40.0 2 0 0 1,668.9028
A_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 9 17 9.58% FGQSCQEQCPGISGCR 264 279 79.8 25.0 79.8 2 0 0 1,870.7631
A_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 9 17 9.58% GSQCQEACAPGHFGADCR 299 316 58.3 25.0 58.3 2 2 0 2,007.7856
A_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 9 17 9.58% INCAAAGNPFPVR 370 382 59.2 27.4 50.1 2 0 0 1,386.6947
A_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 9 17 9.58% AIVEPEKTTAEFEVPR 400 415 78.8 27.7 78.7 1 2 0 1,815.9488
B_19 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 2 2.37% GSQCQEACAPGHFGADCR 299 316 23.0 25.0 23.0 0 1 0 2,007.7856
B_19 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 2 2.37% TTAEFEVPR 407 415 23.4 28.0 15.9 1 0 0 1,049.5262
B_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 16 10.20% VIYVHNSPGAHLLPDK 116 131 46.2 27.6 0.0 2 2 0 1,759.9491
B_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 16 10.20% VTHTVNKGDTAVLSAR 132 147 38.4 27.5 23.9 0 2 0 1,668.9028
B_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 16 10.20% FGQSCQEQCPGISGCR 264 279 50.9 25.0 50.9 2 0 0 1,870.7631
B_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 16 10.20% GSQCQEACAPGHFGADCR 299 316 50.8 25.0 50.8 0 2 0 2,007.7856
B_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 16 10.20% FSGCVCPSGWHGVHCEK 330 346 12.7 25.0 12.7 0 1 0 2,003.8310
B_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 16 10.20% INCAAAGNPFPVR 370 382 47.8 26.8 43.6 1 0 0 1,386.6947
B_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 16 10.20% TTAEFEVPR 407 415 40.3 28.4 18.5 2 0 0 1,049.5262
B_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 9 16 10.20% HPEALPGPISK 666 676 27.4 28.6 23.8 2 0 0 1,145.6315
B_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 10 11 21 11.40% FFLTCVSGEAGAGR 39 52 68.4 25.2 68.4 2 0 0 1,471.6999
B_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 10 11 21 11.40% VIYVHNSPGAHLLPDK 116 131 75.1 27.8 0.0 2 0 0 1,759.9491
B_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 10 11 21 11.40% VTHTVNKGDTAVLSAR 132 147 45.3 27.5 45.3 2 0 0 1,668.9028
B_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 10 11 21 11.40% FGQSCQEQCPGISGCR 264 279 56.0 25.0 56.0 2 0 0 1,870.7631
B_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 10 11 21 11.40% GSQCQEACAPGHFGADCR 299 316 68.5 25.0 68.5 2 2 0 2,007.7856
B_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 10 11 21 11.40% INCAAAGNPFPVR 370 382 63.4 27.1 53.1 2 0 0 1,386.6947
B_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 10 11 21 11.40% KPDGTVLLSTK 389 399 26.6 27.7 14.0 1 0 0 1,158.6731
B_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 10 11 21 11.40% AIVEPEKTTAEFEVPR 400 415 44.0 27.7 43.1 0 2 0 1,815.9488
B_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 10 11 21 11.40% TTAEFEVPR 407 415 47.0 28.3 30.8 2 0 0 1,049.5262
B_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 10 11 21 11.40% VPPVPLAAPR 445 454 38.6 25.0 34.2 2 0 0 1,016.6252
C_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 5 3.51% GSQCQEACAPGHFGADCR 299 316 20.2 25.0 20.2 0 2 0 2,007.7856
C_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 5 3.51% INCAAAGNPFPVR 370 382 45.0 26.9 37.3 2 0 0 1,386.6947
C_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 5 3.51% TTAEFEVPR 407 415 29.6 28.5 20.0 1 0 0 1,049.5262
C_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 10 14 8.17% VIYVHNSPGAHLLPDK 116 131 38.9 27.8 0.0 1 0 0 1,759.9491
C_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 10 14 8.17% VTHTVNKGDTAVLSAR 132 147 44.4 27.5 35.7 2 1 0 1,668.9028
C_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 10 14 8.17% FGQSCQEQCPGISGCR 264 279 34.5 25.0 34.5 1 2 0 1,870.7631
C_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 10 14 8.17% GSQCQEACAPGHFGADCR 299 316 53.7 25.0 53.7 1 2 0 2,007.7856
C_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 10 14 8.17% INCAAAGNPFPVR 370 382 61.0 27.4 49.0 2 0 0 1,386.6947
C_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 10 14 8.17% VNVKVPPVPLAAPR 441 454 14.4 25.0 14.4 0 1 0 1,456.8999
C_20 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 7 10 14 8.17% VPPVPLAAPR 445 454 18.7 25.0 18.5 1 0 0 1,016.6252
C_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 11 14 25 13.10% FFLTCVSGEAGAGR 39 52 75.5 25.2 75.5 1 0 0 1,471.6999
C_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 11 14 25 13.10% TRVIYVHNSPGAHLLPDK 114 131 24.1 26.1 18.1 0 0 1 2,017.0979
C_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 11 14 25 13.10% VIYVHNSPGAHLLPDK 116 131 44.8 27.8 0.0 2 0 0 1,759.9491
C_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 11 14 25 13.10% VTHTVNKGDTAVLSAR 132 147 51.2 27.5 43.0 2 2 0 1,668.9028
C_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 11 14 25 13.10% FGQSCQEQCPGISGCR 264 279 57.7 25.0 57.7 2 0 0 1,870.7631
C_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 11 14 25 13.10% GSQCQEACAPGHFGADCR 299 316 61.5 25.0 61.5 2 2 0 2,007.7856
C_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 11 14 25 13.10% INCAAAGNPFPVR 370 382 56.2 27.4 45.3 2 0 0 1,386.6947
C_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 11 14 25 13.10% GSIELRKPDGTVLLSTK 383 399 31.9 25.0 31.9 1 2 0 1,814.0385
C_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 11 14 25 13.10% AIVEPEKTTAEFEVPR 400 415 68.0 27.7 66.3 2 0 0 1,815.9488
C_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 11 14 25 13.10% VPPVPLAAPR 445 454 33.4 25.0 31.5 2 0 0 1,016.6252
C_21 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 11 14 25 13.10% HPEALPGPISK 666 676 32.4 28.1 27.8 2 0 0 1,145.6315
C_22 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 4 2.72% GSQCQEACAPGHFGADCR 299 316 26.8 25.0 26.8 0 2 0 2,007.7856
C_22 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 4 2.72% INCAAAGNPFPVR 370 382 37.2 26.9 30.0 2 0 0 1,386.6947
C_25 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 2.81% FFLTCVSGEAGAGR 39 52 84.9 25.1 77.0 2 0 0 1,471.6999
C_25 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 2.81% GSQCQEACAPGHFGADCR 299 316 32.5 25.0 32.5 0 1 0 2,007.7856
C_26 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 2.99% GSQCQEACAPGHFGADCR 299 316 34.6 25.0 34.6 0 2 0 2,007.7856
C_26 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 2.99% AIVEPEKTTAEFEVPR 400 415 25.3 28.0 25.3 0 1 0 1,815.9488
D_25 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 5 2.99% INCAAAGNPFPVR 370 382 51.3 26.9 39.5 2 0 0 1,386.6947
D_25 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 5 2.99% TTAEFEVPR 407 415 45.3 28.3 38.0 2 0 0 1,049.5262
D_25 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 5 2.99% LVLADSGFWECR 416 427 53.9 25.5 53.9 1 0 0 1,452.6941
D_26 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 6 2.90% INCAAAGNPFPVR 370 382 46.3 26.9 34.0 2 0 0 1,386.6947
D_26 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 6 2.90% KPDGTVLLSTK 389 399 33.5 27.9 23.2 2 0 0 1,158.6731
D_26 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 6 2.90% TTAEFEVPR 407 415 68.4 28.6 54.4 2 0 0 1,049.5262
E_25 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 6 2.90% INCAAAGNPFPVR 370 382 47.3 26.8 41.4 2 0 0 1,386.6947
E_25 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 6 2.90% KPDGTVLLSTK 389 399 34.8 26.6 27.0 2 0 0 1,158.6731
E_25 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 6 2.90% TTAEFEVPR 407 415 34.2 28.5 24.8 2 0 0 1,049.5262



E_26 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 4 2.81% INCAAAGNPFPVR 370 382 39.1 26.8 33.7 1 0 0 1,386.6947
E_26 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 4 2.81% TTAEFEVPR 407 415 36.6 28.5 27.9 2 0 0 1,049.5262
E_26 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 4 2.81% VPPVPLAAPR 445 454 23.7 25.0 23.1 1 0 0 1,016.6252
F_15 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 2.02% FFLTCVSGEAGAGR 39 52 60.8 25.2 56.8 1 0 0 1,471.6999
F_15 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 2.02% TTAEFEVPR 407 415 28.1 28.4 19.5 2 0 0 1,049.5262
G_15 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 4 1.93% INCAAAGNPFPVR 370 382 53.7 27.3 48.9 2 0 0 1,386.6947
G_15 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 4 1.93% TTAEFEVPR 407 415 30.5 28.3 18.8 2 0 0 1,049.5262
G_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 1.93% INCAAAGNPFPVR 370 382 50.0 27.6 42.7 2 0 0 1,386.6947
G_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 1.93% TTAEFEVPR 407 415 31.1 28.3 21.1 1 0 0 1,049.5262
H_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 6.41% FGQSCQEQCPGISGCR 264 279 65.2 25.0 65.2 2 0 0 1,870.7631
H_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 6.41% GSQCQEACAPGHFGADCR 299 316 28.1 25.0 23.7 0 2 0 2,007.7856
H_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 6.41% INCAAAGNPFPVR 370 382 64.6 27.2 55.3 2 0 0 1,386.6947
H_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 6.41% AIVEPEKTTAEFEVPR 400 415 37.4 27.6 36.1 2 0 0 1,815.9488
H_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 6.41% TTAEFEVPR 407 415 34.7 28.1 26.1 2 0 0 1,049.5262
H_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 6.41% VPPVPLAAPR 445 454 19.3 25.0 18.3 1 0 0 1,016.6252
I_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 7.91% GSDAWGPPLLLEKDDR 53 68 30.8 27.9 25.3 0 2 0 1,768.8868
I_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 7.91% FGQSCQEQCPGISGCR 264 279 50.0 25.0 50.0 2 0 0 1,870.7631
I_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 7.91% FSGCVCPSGWHGVHCEK 330 346 30.3 25.0 30.3 0 1 0 2,003.8310
I_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 7.91% INCAAAGNPFPVR 370 382 54.1 27.2 47.2 2 0 0 1,386.6947
I_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 7.91% AIVEPEKTTAEFEVPR 400 415 70.5 27.6 68.4 2 0 0 1,815.9488
I_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 7.91% LVLADSGFWECR 416 427 53.4 25.8 46.3 2 0 0 1,452.6941
I_18 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 6 3.34% FGQSCQEQCPGISGCR 264 279 45.6 25.0 45.6 2 0 0 1,870.7631
I_18 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 6 3.34% INCAAAGNPFPVR 370 382 50.5 27.3 42.0 2 0 0 1,386.6947
I_18 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 6 3.34% TTAEFEVPR 407 415 38.7 28.4 27.5 2 0 0 1,049.5262
J_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 4 4 8 5.36% VIYVHNSPGAHLLPDK 116 131 30.0 27.4 0.0 0 2 0 1,759.9491
J_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 4 4 8 5.36% FGQSCQEQCPGISGCR 264 279 38.1 25.0 38.1 2 0 0 1,870.7631
J_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 4 4 8 5.36% INCAAAGNPFPVR 370 382 59.6 27.6 45.5 2 0 0 1,386.6947
J_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 4 4 8 5.36% AIVEPEKTTAEFEVPR 400 415 24.0 27.8 21.8 0 2 0 1,815.9488
J_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 15 10.80% FFLTCVSGEAGAGR 39 52 83.0 26.4 76.4 2 0 0 1,471.6999
J_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 15 10.80% VIYVHNSPGAHLLPDK 116 131 22.6 27.3 0.0 1 0 0 1,759.9491
J_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 15 10.80% VTHTVNKGDTAVLSAR 132 147 24.5 27.3 20.6 0 1 0 1,668.9028
J_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 15 10.80% FGQSCQEQCPGISGCR 264 279 62.9 25.0 62.9 2 2 0 1,870.7631
J_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 15 10.80% GSQCQEACAPGHFGADCR 299 316 54.7 25.0 47.3 0 2 0 2,007.7856
J_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 15 10.80% INCAAAGNPFPVR 370 382 65.9 27.3 54.6 2 0 0 1,386.6947
J_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 15 10.80% TTAEFEVPR 407 415 45.0 28.8 32.5 1 0 0 1,049.5262
J_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 15 10.80% VPPVPLAAPR 445 454 26.8 25.0 23.4 1 0 0 1,016.6252
J_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 15 10.80% HPEALPGPISK 666 676 26.6 28.7 19.0 1 0 0 1,145.6315
J_18 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 9 6.41% FFLTCVSGEAGAGR 39 52 69.1 26.4 63.8 2 0 0 1,471.6999
J_18 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 9 6.41% FGQSCQEQCPGISGCR 264 279 70.7 25.0 70.7 2 0 0 1,870.7631
J_18 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 9 6.41% INCAAAGNPFPVR 370 382 64.1 27.4 53.6 2 0 0 1,386.6947
J_18 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 9 6.41% TTAEFEVPR 407 415 30.9 28.8 17.6 1 0 0 1,049.5262
J_18 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 9 6.41% VPPVPLAAPR 445 454 23.4 25.0 22.0 1 0 0 1,016.6252
J_18 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 9 6.41% HPEALPGPISK 666 676 23.1 28.7 19.6 1 0 0 1,145.6315
K_14 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 2 1.67% TTAEFEVPR 407 415 27.0 28.4 18.8 1 0 0 1,049.5262
K_14 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 2 1.67% VPPVPLAAPR 445 454 21.0 25.0 21.0 1 0 0 1,016.6252
K_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 5.98% FFLTCVSGEAGAGR 39 52 84.9 25.7 80.7 2 0 0 1,471.6999
K_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 5.98% VIYVHNSPGAHLLPDK 116 131 26.3 27.6 0.0 0 1 0 1,759.9491
K_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 5.98% FGQSCQEQCPGISGCR 264 279 43.2 25.0 43.2 2 0 0 1,870.7631
K_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 5.98% INCAAAGNPFPVR 370 382 61.4 27.3 51.8 2 0 0 1,386.6947
K_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 5.98% TTAEFEVPR 407 415 38.3 28.4 22.4 2 0 0 1,049.5262
K_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 16 9.93% FFLTCVSGEAGAGR 39 52 79.5 25.7 77.3 1 0 0 1,471.6999
K_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 16 9.93% VIYVHNSPGAHLLPDK 116 131 54.0 27.4 0.0 2 2 0 1,759.9491
K_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 16 9.93% FGQSCQEQCPGISGCR 264 279 55.6 25.0 55.6 1 0 0 1,870.7631
K_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 16 9.93% FSGCVCPSGWHGVHCEK 330 346 25.0 25.0 25.0 0 2 0 2,003.8310
K_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 16 9.93% INCAAAGNPFPVR 370 382 60.8 27.2 49.6 2 0 0 1,386.6947
K_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 16 9.93% AIVEPEKTTAEFEVPR 400 415 53.9 27.6 49.7 2 0 0 1,815.9488
K_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 16 9.93% TTAEFEVPR 407 415 32.5 28.4 15.8 2 0 0 1,049.5262
K_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 16 9.93% VPPVPLAAPR 445 454 23.4 25.0 21.6 1 0 0 1,016.6252
K_17 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 9 10 16 9.93% HPEALPGPISK 666 676 20.5 29.0 8.3 1 0 0 1,145.6315
K_18 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 4 3.34% FGQSCQEQCPGISGCR 264 279 28.9 25.0 28.9 1 0 0 1,870.7631
K_18 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 4 3.34% INCAAAGNPFPVR 370 382 49.6 27.6 39.8 2 0 0 1,386.6947
K_18 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 4 3.34% TTAEFEVPR 407 415 41.8 28.5 26.0 1 0 0 1,049.5262
L_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 2.55% FGQSCQEQCPGISGCR 264 279 35.5 25.0 35.5 1 0 0 1,870.7631
L_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 2.55% INCAAAGNPFPVR 370 382 44.0 27.3 37.1 2 0 0 1,386.6947
L_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 6.77% FFLTCVSGEAGAGR 39 52 91.1 26.0 83.6 2 0 0 1,471.6999
L_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 6.77% FGQSCQEQCPGISGCR 264 279 49.2 25.0 49.2 2 0 0 1,870.7631
L_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 6.77% GSQCQEACAPGHFGADCR 299 316 24.5 25.0 24.5 0 1 0 2,007.7856
L_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 6.77% INCAAAGNPFPVR 370 382 40.2 27.6 38.7 2 0 0 1,386.6947
L_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 6.77% AIVEPEKTTAEFEVPR 400 415 32.4 27.8 30.6 0 2 0 1,815.9488
L_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 11 6.77% TTAEFEVPR 407 415 39.1 28.6 30.8 2 0 0 1,049.5262
L_14 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 4 3.16% FFLTCVSGEAGAGR 39 52 69.5 25.6 66.7 1 0 0 1,471.6999
L_14 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 4 3.16% INCAAAGNPFPVR 370 382 31.0 27.6 27.6 1 0 0 1,386.6947
L_14 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 4 3.16% TTAEFEVPR 407 415 35.2 28.5 25.5 2 0 0 1,049.5262
M_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 4 4 7 5.10% FGQSCQEQCPGISGCR 264 279 35.2 25.0 35.2 1 0 0 1,870.7631
M_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 4 4 7 5.10% GSQCQEACAPGHFGADCR 299 316 55.2 25.0 55.2 0 2 0 2,007.7856
M_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 4 4 7 5.10% INCAAAGNPFPVR 370 382 51.3 27.1 44.9 2 0 0 1,386.6947
M_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 4 4 7 5.10% HPEALPGPISK 666 676 37.8 28.6 35.7 2 0 0 1,145.6315
M_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 5 3.34% FGQSCQEQCPGISGCR 264 279 47.9 25.0 47.9 1 0 0 1,870.7631
M_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 5 3.34% INCAAAGNPFPVR 370 382 44.3 27.6 34.1 2 0 0 1,386.6947
M_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 5 3.34% TTAEFEVPR 407 415 29.3 28.4 22.0 2 0 0 1,049.5262
M_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 4 4 6 5.36% FFLTCVSGEAGAGR 39 52 96.0 25.2 90.2 2 0 0 1,471.6999
M_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 4 4 6 5.36% FGQSCQEQCPGISGCR 264 279 20.0 25.0 20.0 1 0 0 1,870.7631
M_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 4 4 6 5.36% GSQCQEACAPGHFGADCR 299 316 47.0 25.0 47.0 0 1 0 2,007.7856
M_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 4 4 6 5.36% INCAAAGNPFPVR 370 382 44.9 27.3 40.6 2 0 0 1,386.6947
N_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 6 4.13% FGQSCQEQCPGISGCR 264 279 66.2 25.0 66.2 2 0 0 1,870.7631
N_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 6 4.13% GSQCQEACAPGHFGADCR 299 316 49.0 25.0 49.0 0 2 0 2,007.7856
N_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 6 4.13% INCAAAGNPFPVR 370 382 59.3 27.1 48.9 2 0 0 1,386.6947
N_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 9 6.85% FGQSCQEQCPGISGCR 264 279 63.4 25.0 63.4 2 0 0 1,870.7631
N_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 9 6.85% GSQCQEACAPGHFGADCR 299 316 77.5 25.0 75.7 0 2 0 2,007.7856
N_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 9 6.85% INCAAAGNPFPVR 370 382 50.9 27.3 43.6 2 0 0 1,386.6947
N_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 9 6.85% KPDGTVLLSTK 389 399 25.7 26.7 18.6 1 0 0 1,158.6731
N_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 9 6.85% TTAEFEVPR 407 415 32.2 28.5 21.6 1 0 0 1,049.5262
N_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 9 6.85% HPEALPGPISK 666 676 39.4 28.7 31.6 1 0 0 1,145.6315
N_15 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 2 2.55% FGQSCQEQCPGISGCR 264 279 49.2 25.0 49.2 1 0 0 1,870.7631
N_15 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 2 2.55% INCAAAGNPFPVR 370 382 23.7 27.0 20.8 1 0 0 1,386.6947
N_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 2.37% FFLTCVSGEAGAGR 39 52 68.7 26.1 61.5 1 0 0 1,471.6999
N_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 2.37% INCAAAGNPFPVR 370 382 60.9 27.6 50.4 2 0 0 1,386.6947
O_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 5.45% FFLTCVSGEAGAGR 39 52 89.8 25.6 81.8 2 0 0 1,471.6999
O_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 5.45% FGQSCQEQCPGISGCR 264 279 51.3 25.0 51.3 2 0 0 1,870.7631
O_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 5.45% INCAAAGNPFPVR 370 382 46.2 27.1 40.6 2 0 0 1,386.6947
O_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 5.45% TTAEFEVPR 407 415 31.6 28.3 22.3 1 0 0 1,049.5262
O_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 5.45% VPPVPLAAPR 445 454 25.1 25.0 24.7 2 0 0 1,016.6252
O_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 2.37% FFLTCVSGEAGAGR 39 52 27.1 26.3 23.8 1 0 0 1,471.6999
O_13 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 2.37% INCAAAGNPFPVR 370 382 27.7 27.3 25.2 2 0 0 1,386.6947
O_15 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 2 1.93% INCAAAGNPFPVR 370 382 37.5 27.1 30.2 1 0 0 1,386.6947
O_15 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 2 1.93% TTAEFEVPR 407 415 31.7 28.6 28.1 1 0 0 1,049.5262
P_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 8 14 10.10% FFLTCVSGEAGAGR 39 52 90.4 26.1 80.9 2 0 0 1,471.6999
P_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 8 14 10.10% VTHTVNKGDTAVLSAR 132 147 22.3 27.1 19.1 0 1 0 1,668.9028
P_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 8 14 10.10% FGQSCQEQCPGISGCR 264 279 52.8 25.0 52.8 2 0 0 1,870.7631
P_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 8 14 10.10% GSQCQEACAPGHFGADCR 299 316 58.4 25.0 51.8 0 2 0 2,007.7856
P_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 8 14 10.10% INCAAAGNPFPVR 370 382 59.6 27.1 51.5 2 0 0 1,386.6947
P_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 8 14 10.10% KPDGTVLLSTK 389 399 48.8 26.7 39.3 2 0 0 1,158.6731



P_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 8 14 10.10% AIVEPEKTTAEFEVPR 400 415 68.1 27.6 62.7 2 0 0 1,815.9488
P_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 8 8 14 10.10% HPEALPGPISK 666 676 40.0 28.7 31.1 1 0 0 1,145.6315
P_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 4 3.78% FGQSCQEQCPGISGCR 264 279 49.7 25.0 49.7 1 0 0 1,870.7631
P_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 4 3.78% GSQCQEACAPGHFGADCR 299 316 40.3 25.0 38.3 0 2 0 2,007.7856
P_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 3 3 4 3.78% TTAEFEVPR 407 415 39.8 28.3 30.0 1 0 0 1,049.5262
Q_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 6.06% FGQSCQEQCPGISGCR 264 279 54.6 25.0 54.6 2 0 0 1,870.7631
Q_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 6.06% GSQCQEACAPGHFGADCR 299 316 40.3 25.0 40.3 0 2 0 2,007.7856
Q_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 6.06% INCAAAGNPFPVR 370 382 48.7 27.4 37.2 2 0 0 1,386.6947
Q_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 6.06% KPDGTVLLSTK 389 399 47.2 26.7 39.4 2 0 0 1,158.6731
Q_12 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 5 5 9 6.06% HPEALPGPISK 666 676 27.7 28.7 17.4 1 0 0 1,145.6315
Q_14 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 1.93% INCAAAGNPFPVR 370 382 33.6 27.3 33.6 1 0 0 1,386.6947
Q_14 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 2 2 3 1.93% TTAEFEVPR 407 415 39.1 28.3 31.5 2 0 0 1,049.5262
Q_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 10 7.64% FFLTCVSGEAGAGR 39 52 85.4 26.1 79.0 2 0 0 1,471.6999
Q_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 10 7.64% FGQSCQEQCPGISGCR 264 279 68.9 25.0 68.9 1 0 0 1,870.7631
Q_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 10 7.64% GSQCQEACAPGHFGADCR 299 316 44.6 25.0 44.6 0 2 0 2,007.7856
Q_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 10 7.64% INCAAAGNPFPVR 370 382 57.0 27.0 50.1 2 0 0 1,386.6947
Q_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 10 7.64% AIVEPEKTTAEFEVPR 400 415 37.3 27.6 37.1 1 0 0 1,815.9488
Q_16 Tyrosine‐protein kinase receptor Tie‐1 TIE1_HUMAN 125,091 6 6 10 7.64% VPPVPLAAPR 445 454 28.6 25.0 24.9 2 0 0 1,016.6252
K_15 Angiopoietin‐1 receptor TIE2_HUMAN 125,832 3 3 4 3.91% VLIKEEDAVIYK 146 157 18.1 25.0 4.7 0 1 0 1,419.8095
K_15 Angiopoietin‐1 receptor TIE2_HUMAN 125,832 3 3 4 3.91% GLQCNEACHPGFYGPDCK 295 312 23.2 25.0 23.2 0 1 0 2,109.8578
K_15 Angiopoietin‐1 receptor TIE2_HUMAN 125,832 3 3 4 3.91% IVDLPDHIEVNSGK 352 365 79.3 28.2 73.3 2 0 0 1,535.8066
A_21 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 4 4 8 5.75% MIVDPVEPHGEMK 378 390 25.2 25.0 18.4 0 2 0 1,513.7028
A_21 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 4 4 8 5.75% EEDGSLSLDGADSTGVVAK 677 695 85.2 25.3 82.5 2 0 0 1,849.8664
A_21 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 4 4 8 5.75% LTEDKADVQSIIGLQR 775 790 55.3 27.1 28.5 0 2 0 1,785.9708
A_21 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 4 4 8 5.75% ADVQSIIGLQR 780 790 51.7 27.1 33.1 2 0 0 1,199.6744
B_21 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 5 5 9 6.71% MAILQIMK 297 304 23.5 27.0 13.8 1 0 0 947.5418
B_21 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 5 5 9 6.71% MIVDPVEPHGEMK 378 390 21.8 25.0 4.4 0 2 0 1,513.7028
B_21 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 5 5 9 6.71% EEDGSLSLDGADSTGVVAK 677 695 64.8 25.6 59.6 2 0 0 1,849.8664
B_21 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 5 5 9 6.71% LTEDKADVQSIIGLQR 775 790 57.9 27.0 40.9 0 2 0 1,785.9708
B_21 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 5 5 9 6.71% ADVQSIIGLQR 780 790 59.8 27.1 41.9 2 0 0 1,199.6744
B_22 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 2 2 3 3.59% EEDGSLSLDGADSTGVVAK 677 695 53.9 25.8 52.1 1 0 0 1,849.8664
B_22 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 2 2 3 3.59% ADVQSIIGLQR 780 790 50.3 28.2 26.7 2 0 0 1,199.6744
I_18 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 2 3 5 1.92% LTEDKADVQSIIGLQR 775 790 49.3 27.2 43.1 1 2 0 1,785.9708
I_18 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 2 3 5 1.92% ADVQSIIGLQR 780 790 45.6 28.2 22.5 2 0 0 1,199.6744
L_13 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 2 2 4 3.71% IVAERPGTNSTGPAPMAPPR 408 427 41.9 28.5 24.0 0 2 0 2,035.0392
L_13 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 2 2 4 3.71% ADVQSIIGLQR 780 790 55.3 27.5 27.1 2 0 0 1,199.6744
L_14 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 3 3 5 5.63% VLVNDAQKVTEGQQER 312 327 23.6 26.7 23.1 0 1 0 1,813.9404
L_14 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 3 3 5 5.63% IVAERPGTNSTGPAPMAPPR 408 427 39.9 28.4 33.2 0 2 0 2,035.0392
L_14 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 3 3 5 5.63% ADVQSIIGLQR 780 790 32.6 27.2 8.1 2 0 0 1,199.6744
L_15 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 3 3 5 5.63% VLVNDAQKVTEGQQER 312 327 25.0 26.7 20.5 0 2 0 1,813.9404
L_15 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 3 3 5 5.63% IVAERPGTNSTGPAPMAPPR 408 427 38.8 28.4 29.5 0 1 0 2,035.0392
L_15 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 3 3 5 5.63% ADVQSIIGLQR 780 790 46.4 27.6 29.4 2 0 0 1,199.6744
M_13 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 2 2 4 3.71% IVAERPGTNSTGPAPMAPPR 408 427 29.5 28.5 22.8 0 2 0 2,035.0392
M_13 Transcription intermediary factor 1‐beta TIF1B_HUMAN 88,549 2 2 4 3.71% ADVQSIIGLQR 780 790 38.5 27.5 1.7 2 0 0 1,199.6744
A_08 Probable fructose‐2,6‐bisphosphatase TIGAR TIGAR_HUMAN 30,063 2 2 3 11.10% IIQGQGVDEPLSETGFK 21 37 50.4 28.3 42.7 1 0 0 1,817.9283
A_08 Probable fructose‐2,6‐bisphosphatase TIGAR TIGAR_HUMAN 30,063 2 2 3 11.10% QAAAAGIFLNNVK 38 50 77.9 27.8 65.8 2 0 0 1,316.7321
H_07 Probable fructose‐2,6‐bisphosphatase TIGAR TIGAR_HUMAN 30,063 2 2 4 11.10% IIQGQGVDEPLSETGFK 21 37 72.5 28.3 68.5 2 0 0 1,817.9283
H_07 Probable fructose‐2,6‐bisphosphatase TIGAR TIGAR_HUMAN 30,063 2 2 4 11.10% QAAAAGIFLNNVK 38 50 70.2 27.9 54.3 2 0 0 1,316.7321
A_02 Mitochondrial import inner membrane translocase subunit Tim13 TIM13_HUMAN 10,500 2 2 4 25.30% VQIAVANAQELLQR 28 41 91.8 25.0 79.4 2 0 0 1,552.8806
A_02 Mitochondrial import inner membrane translocase subunit Tim13 TIM13_HUMAN 10,500 2 2 4 25.30% YMDAWNTVSR 73 82 48.7 25.0 45.6 2 0 0 1,258.5521
A_03 Mitochondrial import inner membrane translocase subunit Tim13 TIM13_HUMAN 10,500 2 2 4 25.30% VQIAVANAQELLQR 28 41 76.0 25.0 53.8 2 0 0 1,552.8806
A_03 Mitochondrial import inner membrane translocase subunit Tim13 TIM13_HUMAN 10,500 2 2 4 25.30% YMDAWNTVSR 73 82 66.2 25.0 62.2 2 0 0 1,258.5521
B_03 Mitochondrial import inner membrane translocase subunit Tim13 TIM13_HUMAN 10,500 2 2 4 26.30% LDPGLIMEQVK 17 27 45.3 28.4 27.7 2 0 0 1,258.6715
B_03 Mitochondrial import inner membrane translocase subunit Tim13 TIM13_HUMAN 10,500 2 2 4 26.30% VQIAVANAQELLQR 28 41 93.3 25.0 83.0 2 0 0 1,552.8806
H_02 Mitochondrial import inner membrane translocase subunit Tim13 TIM13_HUMAN 10,500 3 3 6 36.80% LDPGLIMEQVK 17 27 41.7 28.3 21.6 2 0 0 1,258.6715
H_02 Mitochondrial import inner membrane translocase subunit Tim13 TIM13_HUMAN 10,500 3 3 6 36.80% VQIAVANAQELLQR 28 41 89.0 25.0 73.8 2 0 0 1,552.8806
H_02 Mitochondrial import inner membrane translocase subunit Tim13 TIM13_HUMAN 10,500 3 3 6 36.80% YMDAWNTVSR 73 82 43.4 25.0 41.2 2 0 0 1,258.5521
A_03 Mitochondrial import inner membrane translocase subunit Tim8 A TIM8A_HUMAN 11,014 2 2 4 22.70% FIDTSQFILNR 70 80 47.9 27.3 42.5 2 0 0 1,353.7162
A_03 Mitochondrial import inner membrane translocase subunit Tim8 A TIM8A_HUMAN 11,014 2 2 4 22.70% SKPVFSESLSD 87 97 39.3 27.0 36.5 2 0 0 1,195.5841
A_08 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 3 9.66% SEEFLIAGK 103 111 41.7 26.7 25.9 2 0 0 993.5252
A_08 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 3 9.66% EPGLCTWQSLR 193 203 25.7 27.0 21.0 1 0 0 1,346.6523
B_08 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 3 11.10% GFQALGDAADIR 71 82 50.4 27.8 30.7 1 0 0 1,233.6224
B_08 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 3 11.10% EPGLCTWQSLR 193 203 22.9 26.8 17.0 2 0 0 1,346.6523
C_09 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 4 11.10% GFQALGDAADIR 71 82 54.9 27.8 35.2 2 0 0 1,233.6224
C_09 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 4 11.10% EPGLCTWQSLR 193 203 22.6 27.1 18.8 2 0 0 1,346.6523
D_08 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 4 10.10% GFQALGDAADIR 71 82 45.5 27.9 36.5 2 0 0 1,233.6224
D_08 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 4 10.10% SEEFLIAGK 103 111 27.2 27.9 12.4 2 0 0 993.5252
D_09 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 3 10.10% GFQALGDAADIR 71 82 54.7 27.9 38.4 2 0 0 1,233.6224
D_09 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 3 10.10% SEEFLIAGK 103 111 32.9 28.0 18.0 1 0 0 993.5252
E_09 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 4 10.10% GFQALGDAADIR 71 82 74.6 27.9 61.2 2 0 0 1,233.6224
E_09 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 4 10.10% SEEFLIAGK 103 111 32.9 26.9 14.0 2 0 0 993.5252
G_08 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 4 10.10% GFQALGDAADIR 71 82 63.8 28.0 47.7 2 0 0 1,233.6224
G_08 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 4 10.10% SEEFLIAGK 103 111 43.2 27.8 27.2 2 0 0 993.5252
H_07 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 3 11.10% GFQALGDAADIR 71 82 64.6 28.1 39.0 2 0 0 1,233.6224
H_07 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 3 11.10% EPGLCTWQSLR 193 203 22.9 27.1 15.2 1 0 0 1,346.6523
J_07 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 4 9.66% SEEFLIAGK 103 111 44.1 28.3 32.5 2 0 0 993.5252
J_07 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 4 9.66% EPGLCTWQSLR 193 203 23.0 27.2 15.6 2 0 0 1,346.6523
K_07 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 3 9.66% SEEFLIAGK 103 111 27.1 26.3 17.0 2 0 0 993.5252
K_07 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 3 9.66% EPGLCTWQSLR 193 203 23.8 27.1 17.4 1 0 0 1,346.6523
N_05 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 4 10.10% GFQALGDAADIR 71 82 71.7 28.0 40.0 2 0 0 1,233.6224
N_05 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 4 10.10% SEEFLIAGK 103 111 31.8 28.3 19.1 2 0 0 993.5252
O_05 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 3 3 5 15.50% GFQALGDAADIR 71 82 64.7 28.4 43.4 2 0 0 1,233.6224
O_05 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 3 3 5 15.50% SEEFLIAGK 103 111 29.1 28.2 19.6 2 0 0 993.5252
O_05 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 3 3 5 15.50% EPGLCTWQSLR 193 203 23.3 26.9 17.5 1 0 0 1,346.6523
O_06 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 3 11.10% GFQALGDAADIR 71 82 66.5 28.2 52.5 2 0 0 1,233.6224
O_06 Metalloproteinase inhibitor 1 TIMP1_HUMAN 23,171 2 2 3 11.10% EPGLCTWQSLR 193 203 26.1 27.3 19.5 1 0 0 1,346.6523
A_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 9 20.00% AVSEKEVDSGNDIYGNPIKR 49 68 33.8 27.9 33.8 0 1 0 2,191.0991
A_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 9 20.00% EVDSGNDIYGNPIK 54 67 73.7 26.2 61.8 2 0 0 1,520.7229
A_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 9 20.00% EVDSGNDIYGNPIKR 54 68 95.8 27.4 85.4 2 0 0 1,676.8240
A_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 9 20.00% SDGSCAWYR 197 205 46.4 25.0 46.4 2 0 0 1,101.4418
A_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 9 20.00% GAAPPKQEFLDIEDP 206 220 39.7 27.1 17.2 2 0 0 1,626.8013
A_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 4 4 8 13.20% AVSEKEVDSGNDIYGNPIKR 49 68 61.0 28.0 55.2 0 2 0 2,191.0991
A_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 4 4 8 13.20% EVDSGNDIYGNPIK 54 67 69.6 26.2 58.8 2 0 0 1,520.7229
A_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 4 4 8 13.20% EVDSGNDIYGNPIKR 54 68 61.6 27.2 50.7 2 0 0 1,676.8240
A_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 4 4 8 13.20% SDGSCAWYR 197 205 46.8 25.0 41.9 2 0 0 1,101.4418
A_07 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 3 10.50% EVDSGNDIYGNPIK 54 67 54.4 26.5 45.5 2 0 0 1,520.7229
A_07 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 3 10.50% QEFLDIEDP 212 220 22.4 25.0 18.3 1 0 0 1,105.5050
B_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 3 3 4 13.60% EVDSGNDIYGNPIKR 54 68 20.5 27.4 13.8 0 1 0 1,676.8240
B_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 3 3 4 13.60% GAAPPKQEFLDIEDP 206 220 25.4 27.1 14.5 1 0 0 1,626.8013
B_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 3 3 4 13.60% QEFLDIEDP 212 220 27.9 25.0 23.3 2 0 0 1,105.5050
B_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 6 6 9 20.00% AVSEKEVDSGNDIYGNPIKR 49 68 66.4 28.0 63.3 0 2 0 2,191.0991
B_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 6 6 9 20.00% EVDSGNDIYGNPIK 54 67 61.4 26.5 50.9 1 0 0 1,520.7229
B_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 6 6 9 20.00% EVDSGNDIYGNPIKR 54 68 62.0 27.3 50.8 2 0 0 1,676.8240
B_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 6 6 9 20.00% SDGSCAWYR 197 205 24.0 25.0 24.0 2 0 0 1,101.4418
B_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 6 6 9 20.00% GAAPPKQEFLDIEDP 206 220 26.1 27.1 19.0 1 0 0 1,626.8013
B_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 6 6 9 20.00% QEFLDIEDP 212 220 24.1 25.0 20.4 1 0 0 1,105.5050
B_07 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 2 10.90% EVDSGNDIYGNPIKR 54 68 32.6 27.3 20.5 1 0 0 1,676.8240
B_07 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 2 10.90% QEFLDIEDP 212 220 23.0 25.0 18.3 1 0 0 1,105.5050
C_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 10 20.00% AVSEKEVDSGNDIYGNPIKR 49 68 41.3 27.9 41.3 0 2 0 2,191.0991
C_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 10 20.00% EVDSGNDIYGNPIK 54 67 63.5 26.2 50.2 2 0 0 1,520.7229
C_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 10 20.00% EVDSGNDIYGNPIKR 54 68 56.4 27.0 50.0 2 0 0 1,676.8240
C_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 10 20.00% SDGSCAWYR 197 205 39.8 25.0 35.4 2 0 0 1,101.4418



C_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 10 20.00% GAAPPKQEFLDIEDP 206 220 50.0 27.0 32.7 2 0 0 1,626.8013
C_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 10 20.00% AVSEKEVDSGNDIYGNPIKR 49 68 52.7 28.0 48.1 0 2 0 2,191.0991
C_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 10 20.00% EVDSGNDIYGNPIK 54 67 59.4 26.2 47.1 2 0 0 1,520.7229
C_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 10 20.00% EVDSGNDIYGNPIKR 54 68 65.1 27.1 55.9 2 0 0 1,676.8240
C_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 10 20.00% SDGSCAWYR 197 205 38.2 25.0 38.2 2 0 0 1,101.4418
C_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 10 20.00% GAAPPKQEFLDIEDP 206 220 29.7 27.1 14.8 2 0 0 1,626.8013
D_09 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 2 10.90% SDGSCAWYR 197 205 24.0 25.0 13.0 1 0 0 1,101.4418
D_09 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 2 10.90% GAAPPKQEFLDIEDP 206 220 32.0 26.8 18.1 1 0 0 1,626.8013
F_09 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 4 6.82% EVDSGNDIYGNPIK 54 67 79.2 26.5 69.6 2 0 0 1,520.7229
F_09 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 4 6.82% EVDSGNDIYGNPIKR 54 68 86.5 27.2 73.4 2 0 0 1,676.8240
G_08 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 4 6.82% EVDSGNDIYGNPIK 54 67 60.5 27.5 54.4 2 0 0 1,520.7229
G_08 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 4 6.82% EVDSGNDIYGNPIKR 54 68 32.6 27.4 24.0 0 2 0 1,676.8240
G_09 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 3 5 6.82% EVDSGNDIYGNPIK 54 67 59.3 27.0 53.4 2 0 0 1,520.7229
G_09 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 3 5 6.82% EVDSGNDIYGNPIKR 54 68 67.6 27.0 63.3 2 1 0 1,676.8240
H_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 4 4 8 15.90% AVSEKEVDSGNDIYGNPIKR 49 68 43.0 28.0 37.3 0 2 0 2,191.0991
H_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 4 4 8 15.90% EVDSGNDIYGNPIK 54 67 67.5 26.6 60.3 2 0 0 1,520.7229
H_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 4 4 8 15.90% EVDSGNDIYGNPIKR 54 68 55.2 27.0 49.8 2 0 0 1,676.8240
H_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 4 4 8 15.90% GAAPPKQEFLDIEDP 206 220 54.3 27.3 48.6 2 0 0 1,626.8013
H_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 3 3 4 15.90% AVSEKEVDSGNDIYGNPIKR 49 68 24.0 28.0 22.2 0 1 0 2,191.0991
H_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 3 3 4 15.90% EVDSGNDIYGNPIKR 54 68 29.9 27.3 22.8 1 0 0 1,676.8240
H_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 3 3 4 15.90% GAAPPKQEFLDIEDP 206 220 40.5 27.2 24.7 2 0 0 1,626.8013
I_04 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 3 13.60% EVDSGNDIYGNPIKR 54 68 24.4 27.0 19.3 0 2 0 1,676.8240
I_04 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 3 13.60% GAAPPKQEFLDIEDP 206 220 25.1 27.1 11.1 1 0 0 1,626.8013
I_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 4 5 10 15.90% AVSEKEVDSGNDIYGNPIKR 49 68 58.0 27.9 58.0 0 2 0 2,191.0991
I_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 4 5 10 15.90% EVDSGNDIYGNPIK 54 67 70.2 26.8 51.2 2 0 0 1,520.7229
I_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 4 5 10 15.90% EVDSGNDIYGNPIKR 54 68 30.0 27.0 23.4 2 2 0 1,676.8240
I_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 4 5 10 15.90% GAAPPKQEFLDIEDP 206 220 45.3 27.3 39.0 2 0 0 1,626.8013
I_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 3 4 7 15.90% AVSEKEVDSGNDIYGNPIKR 49 68 47.6 28.0 42.8 0 2 0 2,191.0991
I_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 3 4 7 15.90% EVDSGNDIYGNPIKR 54 68 37.6 27.4 31.4 2 1 0 1,676.8240
I_06 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 3 4 7 15.90% GAAPPKQEFLDIEDP 206 220 35.5 27.1 27.1 2 0 0 1,626.8013
J_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 3 3 6 13.60% EVDSGNDIYGNPIK 54 67 63.5 27.5 57.7 2 0 0 1,520.7229
J_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 3 3 6 13.60% EVDSGNDIYGNPIKR 54 68 50.3 27.2 42.2 2 0 0 1,676.8240
J_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 3 3 6 13.60% GAAPPKQEFLDIEDP 206 220 33.1 27.3 30.2 2 0 0 1,626.8013
K_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 9 15.90% AVSEKEVDSGNDIYGNPIKR 49 68 62.0 28.0 53.5 0 2 0 2,191.0991
K_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 9 15.90% EVDSGNDIYGNPIK 54 67 79.3 26.5 65.2 2 0 0 1,520.7229
K_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 9 15.90% EVDSGNDIYGNPIKR 54 68 42.4 27.2 36.1 2 0 0 1,676.8240
K_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 9 15.90% GAAPPKQEFLDIEDP 206 220 50.7 27.2 33.5 2 0 0 1,626.8013
K_05 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 5 5 9 15.90% QEFLDIEDP 212 220 23.3 25.0 14.7 1 0 0 1,105.5050
L_04 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 4 13.60% EVDSGNDIYGNPIKR 54 68 49.7 26.9 45.0 2 0 0 1,676.8240
L_04 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 4 13.60% GAAPPKQEFLDIEDP 206 220 46.2 27.2 41.2 2 0 0 1,626.8013
N_04 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 4 13.60% EVDSGNDIYGNPIKR 54 68 23.2 27.0 18.4 0 2 0 1,676.8240
N_04 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 4 13.60% GAAPPKQEFLDIEDP 206 220 45.8 27.4 37.3 2 0 0 1,626.8013
N_15 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 2 13.60% EVDSGNDIYGNPIKR 54 68 17.3 27.2 14.8 0 1 0 1,676.8240
N_15 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 2 13.60% GAAPPKQEFLDIEDP 206 220 36.2 27.3 34.3 1 0 0 1,626.8013
O_04 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 3 13.60% EVDSGNDIYGNPIKR 54 68 27.3 27.2 21.6 0 1 0 1,676.8240
O_04 Metalloproteinase inhibitor 2 TIMP2_HUMAN 24,319 2 2 3 13.60% GAAPPKQEFLDIEDP 206 220 41.3 27.3 39.7 2 0 0 1,626.8013
A_14 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 3 3 5 6.85% ELAPGLHLR 30 38 20.4 25.0 10.0 1 0 0 1,005.5841
A_14 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 3 3 5 6.85% YCQEQDLCCR 47 56 40.1 25.0 40.1 2 0 0 1,431.5451
A_14 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 3 3 5 6.85% GVVSDHCYPFSGR 286 298 47.0 25.0 41.2 2 0 0 1,480.6638
B_14 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 3 3 5 8.14% ELAPGLHLR 30 38 28.5 25.2 20.5 1 0 0 1,005.5841
B_14 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 3 3 5 8.14% GGIYSHTPVSLGRPER 378 393 27.6 27.1 21.5 0 2 0 1,725.9032
B_14 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 3 3 5 8.14% ITGWGEETLPDGR 404 416 61.2 26.6 54.4 2 0 0 1,430.6913
C_13 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 3 3 5 7.71% YCQEQDLCCR 47 56 27.2 25.0 27.2 1 0 0 1,431.5451
C_13 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 3 3 5 7.71% GVVSDHCYPFSGR 286 298 43.7 25.0 43.7 2 0 0 1,480.6638
C_13 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 3 3 5 7.71% ITGWGEETLPDGR 404 416 61.3 27.1 55.0 2 0 0 1,430.6913
C_14 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 6 7 12 13.30% ELAPGLHLR 30 38 25.0 26.7 15.8 2 0 0 1,005.5841
C_14 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 6 7 12 13.30% YCQEQDLCCR 47 56 36.6 25.0 36.6 2 0 0 1,431.5451
C_14 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 6 7 12 13.30% RGVVSDHCYPFSGR 285 298 19.1 25.0 19.1 0 1 0 1,636.7649
C_14 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 6 7 12 13.30% GVVSDHCYPFSGR 286 298 54.0 25.0 54.0 2 1 0 1,480.6638
C_14 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 6 7 12 13.30% GGIYSHTPVSLGRPER 378 393 25.8 26.9 24.2 0 2 0 1,725.9032
C_14 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 6 7 12 13.30% ITGWGEETLPDGR 404 416 58.2 26.6 51.2 2 0 0 1,430.6913
F_15 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 2 3 5 5.57% GVVSDHCYPFSGR 286 298 51.0 25.0 51.0 1 2 0 1,480.6638
F_15 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 2 3 5 5.57% ITGWGEETLPDGR 404 416 43.1 26.7 38.5 2 0 0 1,430.6913
I_12 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 2 2 3 5.57% GVVSDHCYPFSGR 286 298 18.9 25.0 11.8 0 1 0 1,480.6638
I_12 Tubulointerstitial nephritis antigen‐like TINAL_HUMAN 52,387 2 2 3 5.57% ITGWGEETLPDGR 404 416 65.9 26.6 50.4 2 0 0 1,430.6913
A_17 Transketolase TKT_HUMAN 67,879 12 15 28 22.50% KISSDLDGHPVPK 102 114 54.8 27.5 46.5 2 0 0 1,392.7484
A_17 Transketolase TKT_HUMAN 67,879 12 15 28 22.50% ISSDLDGHPVPK 103 114 39.6 28.0 29.8 2 0 0 1,264.6534
A_17 Transketolase TKT_HUMAN 67,879 12 15 28 22.50% LDNLVAILDINR 175 186 53.8 25.5 48.7 2 0 0 1,368.7847
A_17 Transketolase TKT_HUMAN 67,879 12 15 28 22.50% LGQSDPAPLQHQMDIYQK 187 204 39.2 26.9 33.8 2 2 0 2,085.0074
A_17 Transketolase TKT_HUMAN 67,879 12 15 28 22.50% ILATPPQEDAPSVDIANIR 284 302 54.5 26.9 53.2 1 1 0 2,020.0712
A_17 Transketolase TKT_HUMAN 67,879 12 15 28 22.50% MPSLPSYK 303 310 25.4 26.2 13.4 4 0 0 938.4653
A_17 Transketolase TKT_HUMAN 67,879 12 15 28 22.50% NSTFSEIFK 344 352 31.5 25.7 0.0 2 0 0 1,072.5309
A_17 Transketolase TKT_HUMAN 67,879 12 15 28 22.50% NSTFSEIFKK 344 353 41.5 27.2 0.0 2 0 0 1,200.6259
A_17 Transketolase TKT_HUMAN 67,879 12 15 28 22.50% SVPTSTVFYPSDGVATEK 439 456 57.3 27.7 52.9 2 0 0 1,884.9226
A_17 Transketolase TKT_HUMAN 67,879 12 15 28 22.50% TSRPENAIIYNNNEDFQVGQAK 472 493 48.1 27.1 44.0 0 1 0 2,508.2114
A_17 Transketolase TKT_HUMAN 67,879 12 15 28 22.50% VLDPFTIKPLDR 531 542 23.4 25.9 16.0 2 1 0 1,413.8103
A_17 Transketolase TKT_HUMAN 67,879 12 15 28 22.50% KLILDSAR 543 550 34.6 26.7 20.1 2 0 0 915.5623
A_18 Transketolase TKT_HUMAN 67,879 11 12 21 22.60% KISSDLDGHPVPK 102 114 39.4 27.2 36.3 2 0 0 1,392.7484
A_18 Transketolase TKT_HUMAN 67,879 11 12 21 22.60% ISSDLDGHPVPK 103 114 58.9 27.9 47.1 2 0 0 1,264.6534
A_18 Transketolase TKT_HUMAN 67,879 11 12 21 22.60% LDNLVAILDINR 175 186 59.1 25.7 53.1 2 0 0 1,368.7847
A_18 Transketolase TKT_HUMAN 67,879 11 12 21 22.60% LGQSDPAPLQHQMDIYQK 187 204 53.4 26.9 48.4 2 1 0 2,085.0074
A_18 Transketolase TKT_HUMAN 67,879 11 12 21 22.60% GITGVEDKESWHGKPLPK 247 264 31.0 27.3 27.5 0 2 0 1,978.0396
A_18 Transketolase TKT_HUMAN 67,879 11 12 21 22.60% ILATPPQEDAPSVDIANIR 284 302 55.3 27.4 54.0 1 0 0 2,020.0712
A_18 Transketolase TKT_HUMAN 67,879 11 12 21 22.60% MPSLPSYK 303 310 46.0 25.8 36.9 2 0 0 938.4653
A_18 Transketolase TKT_HUMAN 67,879 11 12 21 22.60% IIALDGDTK 335 343 38.0 28.6 30.2 2 0 0 945.5254
A_18 Transketolase TKT_HUMAN 67,879 11 12 21 22.60% SVPTSTVFYPSDGVATEK 439 456 66.4 27.4 53.5 2 0 0 1,884.9226
A_18 Transketolase TKT_HUMAN 67,879 11 12 21 22.60% VLDPFTIKPLDR 531 542 43.5 26.0 31.7 2 0 0 1,413.8103
A_18 Transketolase TKT_HUMAN 67,879 11 12 21 22.60% MFGIDRDAIAQAVR 604 617 42.4 27.6 37.2 0 1 0 1,578.8059
A_30 Transketolase TKT_HUMAN 67,879 2 2 2 5.14% LGQSDPAPLQHQMDIYQK 187 204 17.7 26.6 12.8 0 1 0 2,085.0074
A_30 Transketolase TKT_HUMAN 67,879 2 2 2 5.14% MFGIDRDAIAQAVR 604 617 22.1 27.4 17.1 0 1 0 1,578.8059
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% KISSDLDGHPVPK 102 114 43.2 26.9 35.9 2 2 0 1,392.7484
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% ISSDLDGHPVPK 103 114 42.5 27.8 28.9 1 0 0 1,264.6534
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% LDNLVAILDINR 175 186 62.0 25.3 53.0 2 0 0 1,368.7847
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% LGQSDPAPLQHQMDIYQK 187 204 48.2 26.7 44.3 2 1 0 2,085.0074
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% GITGVEDKESWHGKPLPK 247 264 38.5 27.1 31.1 0 2 0 1,978.0396
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% ILATPPQEDAPSVDIANIR 284 302 61.4 27.1 56.0 2 0 0 2,020.0712
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% MPSLPSYK 303 310 32.7 27.9 22.9 3 0 0 922.4703
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% IIALDGDTK 335 343 41.2 27.7 29.5 1 0 0 945.5254
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% NSTFSEIFK 344 352 27.4 25.6 0.0 2 0 0 1,072.5309
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% NSTFSEIFKK 344 353 41.0 27.2 0.0 2 0 0 1,200.6259
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% SVPTSTVFYPSDGVATEK 439 456 50.9 27.6 47.2 2 0 0 1,884.9226
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% VLDPFTIKPLDR 531 542 35.8 26.0 31.4 2 1 0 1,413.8103
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% KLILDSAR 543 550 51.4 26.1 43.5 1 0 0 915.5623
B_17 Transketolase TKT_HUMAN 67,879 14 18 30 25.50% MFGIDRDAIAQAVR 604 617 43.4 27.3 36.5 0 2 0 1,578.8059
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% KISSDLDGHPVPK 102 114 63.4 26.9 48.4 2 2 0 1,392.7484
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% ISSDLDGHPVPK 103 114 51.4 27.9 40.7 2 0 0 1,264.6534
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% LDNLVAILDINR 175 186 52.8 25.4 44.5 2 0 0 1,368.7847
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% LGQSDPAPLQHQMDIYQK 187 204 47.4 26.9 40.8 2 2 0 2,085.0074
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% GITGVEDKESWHGKPLPK 247 264 38.2 27.1 35.3 1 0 0 1,978.0396
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% ILATPPQEDAPSVDIANIR 284 302 65.9 27.1 62.6 2 0 0 2,020.0712
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% MPSLPSYK 303 310 34.5 25.8 25.6 3 0 0 938.4653
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% IIALDGDTK 335 343 38.6 27.7 31.1 2 0 0 945.5254



B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% NSTFSEIFKK 344 353 45.0 27.8 0.0 2 0 0 1,200.6259
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% TVPFCSTFAAFFTR 382 395 39.6 27.1 36.0 1 0 0 1,651.7937
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% SVPTSTVFYPSDGVATEK 439 456 68.5 27.6 58.2 1 2 0 1,884.9226
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% TSRPENAIIYNNNEDFQVGQAK 472 493 38.0 27.2 36.3 0 1 0 2,508.2114
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% VLDPFTIKPLDR 531 542 53.9 26.0 41.7 2 1 0 1,413.8103
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% VLDPFTIKPLDRK 531 543 20.0 25.0 9.9 1 0 0 1,541.9053
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% KLILDSAR 543 550 25.0 26.1 12.5 2 0 0 915.5623
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% ILTVEDHYYEGGIGEAVSSAVVGEPGITVTHLAVNR 556 591 52.7 25.0 40.0 0 0 2 3,752.9132
B_18 Transketolase TKT_HUMAN 67,879 17 22 36 37.10% MFGIDRDAIAQAVR 604 617 24.3 27.4 14.0 1 0 0 1,578.8059
B_31 Transketolase TKT_HUMAN 67,879 2 2 2 4.82% ISSDLDGHPVPK 103 114 24.2 27.9 18.4 1 0 0 1,264.6534
B_31 Transketolase TKT_HUMAN 67,879 2 2 2 4.82% LGQSDPAPLQHQMDIYQK 187 204 23.4 26.7 18.5 0 1 0 2,085.0074
B_32 Transketolase TKT_HUMAN 67,879 2 2 2 4.82% ISSDLDGHPVPK 103 114 35.5 27.9 26.7 1 0 0 1,264.6534
B_32 Transketolase TKT_HUMAN 67,879 2 2 2 4.82% LGQSDPAPLQHQMDIYQK 187 204 19.3 26.7 10.0 0 1 0 2,085.0074
C_16 Transketolase TKT_HUMAN 67,879 2 2 2 3.53% ISSDLDGHPVPK 103 114 43.1 27.6 36.0 1 0 0 1,264.6534
C_16 Transketolase TKT_HUMAN 67,879 2 2 2 3.53% NSTFSEIFKK 344 353 31.5 27.3 0.0 1 0 0 1,200.6259
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% KISSDLDGHPVPK 102 114 54.9 26.9 47.2 2 0 0 1,392.7484
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% ISSDLDGHPVPK 103 114 32.6 27.9 15.1 2 0 0 1,264.6534
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% LDNLVAILDINR 175 186 54.1 25.8 46.5 1 0 0 1,368.7847
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% LGQSDPAPLQHQMDIYQK 187 204 41.9 26.6 37.3 2 1 0 2,085.0074
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% LGQSDPAPLQHQMDIYQKR 187 205 34.8 27.0 27.2 0 2 1 2,241.1085
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% HQPTAIIAK 233 241 21.3 25.0 8.2 2 0 0 978.5732
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% GRGITGVEDKESWHGKPLPK 245 264 23.2 26.8 15.8 0 0 1 2,191.1622
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% GITGVEDKESWHGKPLPK 247 264 60.5 27.3 60.5 2 2 0 1,978.0396
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% ILATPPQEDAPSVDIANIR 284 302 52.3 27.3 44.4 2 2 0 2,020.0712
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% MPSLPSYK 303 310 43.3 25.6 32.9 4 0 0 938.4653
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% LGHASDRIIALDGDTK 328 343 37.6 27.7 32.4 0 2 0 1,681.8871
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% IIALDGDTK 335 343 40.4 28.6 32.7 2 0 0 945.5254
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% NSTFSEIFK 344 352 32.7 25.5 0.0 2 0 0 1,072.5309
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% NSTFSEIFKK 344 353 30.3 27.5 0.0 2 0 0 1,200.6259
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% SVPTSTVFYPSDGVATEK 439 456 67.8 27.4 67.1 2 0 0 1,884.9226
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% VLDPFTIKPLDR 531 542 27.5 26.0 14.2 2 0 0 1,413.8103
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% KLILDSAR 543 550 22.9 26.7 11.8 1 0 0 915.5623
C_17 Transketolase TKT_HUMAN 67,879 18 24 43 28.60% MFGIDRDAIAQAVR 604 617 47.7 27.6 39.2 2 2 0 1,578.8059
C_18 Transketolase TKT_HUMAN 67,879 7 8 12 12.80% KISSDLDGHPVPK 102 114 33.7 27.3 26.8 1 2 0 1,392.7484
C_18 Transketolase TKT_HUMAN 67,879 7 8 12 12.80% ISSDLDGHPVPK 103 114 35.8 27.7 24.1 2 0 0 1,264.6534
C_18 Transketolase TKT_HUMAN 67,879 7 8 12 12.80% LGQSDPAPLQHQMDIYQK 187 204 38.4 26.6 38.3 1 0 0 2,085.0074
C_18 Transketolase TKT_HUMAN 67,879 7 8 12 12.80% LGQSDPAPLQHQMDIYQKR 187 205 25.4 27.0 19.6 0 2 0 2,241.1085
C_18 Transketolase TKT_HUMAN 67,879 7 8 12 12.80% GITGVEDKESWHGKPLPK 247 264 29.1 27.4 29.1 1 0 0 1,978.0396
C_18 Transketolase TKT_HUMAN 67,879 7 8 12 12.80% SVPTSTVFYPSDGVATEK 439 456 53.6 27.4 44.3 2 0 0 1,884.9226
C_18 Transketolase TKT_HUMAN 67,879 7 8 12 12.80% VLDPFTIKPLDR 531 542 21.4 26.0 10.2 1 0 0 1,413.8103
D_23 Transketolase TKT_HUMAN 67,879 5 5 8 12.70% ISSDLDGHPVPK 103 114 41.1 27.7 30.7 1 0 0 1,264.6534
D_23 Transketolase TKT_HUMAN 67,879 5 5 8 12.70% ILATPPQEDAPSVDIANIR 284 302 39.5 27.7 27.5 0 1 0 2,020.0712
D_23 Transketolase TKT_HUMAN 67,879 5 5 8 12.70% SVPTSTVFYPSDGVATEK 439 456 59.1 27.6 42.7 2 0 0 1,884.9226
D_23 Transketolase TKT_HUMAN 67,879 5 5 8 12.70% TSRPENAIIYNNNEDFQVGQAK 472 493 82.2 27.0 79.6 0 2 0 2,508.2114
D_23 Transketolase TKT_HUMAN 67,879 5 5 8 12.70% KLILDSAR 543 550 26.9 28.0 12.6 2 0 0 915.5623
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% KISSDLDGHPVPK 102 114 33.6 27.3 24.2 0 3 0 1,392.7484
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% ISSDLDGHPVPK 103 114 31.4 27.6 19.7 2 0 0 1,264.6534
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% LDNLVAILDINR 175 186 89.1 25.1 76.2 2 0 0 1,368.7847
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% LGQSDPAPLQHQMDIYQK 187 204 28.7 27.1 22.4 0 1 0 2,069.0124
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% HQPTAIIAK 233 241 22.7 26.5 13.9 1 0 0 978.5732
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% ILATPPQEDAPSVDIANIR 284 302 76.6 27.7 62.1 2 0 0 2,020.0712
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% MPSLPSYK 303 310 22.4 25.6 15.3 1 0 0 938.4653
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% IIALDGDTK 335 343 29.9 28.8 24.8 2 0 0 945.5254
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% NSTFSEIFK 344 352 25.5 25.0 0.0 1 0 0 1,072.5309
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% SVPTSTVFYPSDGVATEK 439 456 43.7 27.5 33.6 2 0 0 1,884.9226
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% TSRPENAIIYNNNEDFQVGQAK 472 493 75.5 26.6 71.6 0 2 0 2,508.2114
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% VLDPFTIKPLDR 531 542 35.7 26.1 24.2 2 1 0 1,413.8103
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% KLILDSAR 543 550 44.1 28.0 26.5 2 0 0 915.5623
D_24 Transketolase TKT_HUMAN 67,879 14 15 25 27.40% MFGIDRDAIAQAVR 604 617 28.2 27.6 18.5 0 1 0 1,578.8059
D_25 Transketolase TKT_HUMAN 67,879 5 5 8 12.00% ILATPPQEDAPSVDIANIR 284 302 38.5 27.6 25.2 0 1 0 2,020.0712
D_25 Transketolase TKT_HUMAN 67,879 5 5 8 12.00% MPSLPSYK 303 310 30.4 25.6 22.1 2 0 0 938.4653
D_25 Transketolase TKT_HUMAN 67,879 5 5 8 12.00% SVPTSTVFYPSDGVATEK 439 456 35.0 27.5 31.7 2 0 0 1,884.9226
D_25 Transketolase TKT_HUMAN 67,879 5 5 8 12.00% TSRPENAIIYNNNEDFQVGQAK 472 493 54.7 26.7 46.1 0 1 0 2,508.2114
D_25 Transketolase TKT_HUMAN 67,879 5 5 8 12.00% KLILDSAR 543 550 26.5 28.0 0.4 2 0 0 915.5623
D_26 Transketolase TKT_HUMAN 67,879 3 3 3 4.01% MPSLPSYK 303 310 21.0 25.6 9.9 1 0 0 938.4653
D_26 Transketolase TKT_HUMAN 67,879 3 3 3 4.01% IIALDGDTK 335 343 32.8 28.6 22.9 1 0 0 945.5254
D_26 Transketolase TKT_HUMAN 67,879 3 3 3 4.01% KLILDSAR 543 550 25.5 28.0 16.7 1 0 0 915.5623
D_31 Transketolase TKT_HUMAN 67,879 3 3 3 5.62% IIALDGDTK 335 343 35.1 28.6 16.4 1 0 0 945.5254
D_31 Transketolase TKT_HUMAN 67,879 3 3 3 5.62% SVPTSTVFYPSDGVATEK 439 456 22.5 27.5 20.6 1 0 0 1,884.9226
D_31 Transketolase TKT_HUMAN 67,879 3 3 3 5.62% KLILDSAR 543 550 34.8 28.0 23.0 1 0 0 915.5623
D_32 Transketolase TKT_HUMAN 67,879 2 2 2 4.33% ILATPPQEDAPSVDIANIR 284 302 53.0 27.7 38.2 0 1 0 2,020.0712
D_32 Transketolase TKT_HUMAN 67,879 2 2 2 4.33% KLILDSAR 543 550 31.7 26.6 16.9 1 0 0 915.5623
E_24 Transketolase TKT_HUMAN 67,879 9 11 20 20.70% ISSDLDGHPVPK 103 114 40.8 27.9 23.8 2 0 0 1,264.6534
E_24 Transketolase TKT_HUMAN 67,879 9 11 20 20.70% LDNLVAILDINR 175 186 71.7 25.1 59.6 1 0 0 1,368.7847
E_24 Transketolase TKT_HUMAN 67,879 9 11 20 20.70% LGQSDPAPLQHQMDIYQK 187 204 35.5 26.7 29.4 0 2 0 2,085.0074
E_24 Transketolase TKT_HUMAN 67,879 9 11 20 20.70% ILATPPQEDAPSVDIANIR 284 302 60.3 27.5 41.6 0 2 0 2,020.0712
E_24 Transketolase TKT_HUMAN 67,879 9 11 20 20.70% MPSLPSYK 303 310 23.5 25.6 15.0 2 0 0 938.4653
E_24 Transketolase TKT_HUMAN 67,879 9 11 20 20.70% SVPTSTVFYPSDGVATEK 439 456 76.1 27.8 60.8 2 2 0 1,884.9226
E_24 Transketolase TKT_HUMAN 67,879 9 11 20 20.70% TSRPENAIIYNNNEDFQVGQAK 472 493 67.1 26.9 65.4 0 2 0 2,508.2114
E_24 Transketolase TKT_HUMAN 67,879 9 11 20 20.70% VLDPFTIKPLDR 531 542 39.1 26.4 35.5 2 1 0 1,413.8103
E_24 Transketolase TKT_HUMAN 67,879 9 11 20 20.70% KLILDSAR 543 550 32.1 26.7 17.5 2 0 0 915.5623
E_25 Transketolase TKT_HUMAN 67,879 4 4 6 8.03% ISSDLDGHPVPK 103 114 26.1 27.6 20.8 1 0 0 1,264.6534
E_25 Transketolase TKT_HUMAN 67,879 4 4 6 8.03% SVPTSTVFYPSDGVATEK 439 456 45.3 27.7 42.6 2 0 0 1,884.9226
E_25 Transketolase TKT_HUMAN 67,879 4 4 6 8.03% VLDPFTIKPLDR 531 542 23.6 26.4 10.7 0 1 0 1,413.8103
E_25 Transketolase TKT_HUMAN 67,879 4 4 6 8.03% KLILDSAR 543 550 37.0 26.7 23.1 2 0 0 915.5623
H_14 Transketolase TKT_HUMAN 67,879 6 8 15 13.20% ISSDLDGHPVPK 103 114 26.4 27.8 21.0 2 0 0 1,264.6534
H_14 Transketolase TKT_HUMAN 67,879 6 8 15 13.20% LDNLVAILDINR 175 186 56.8 25.9 45.3 2 0 0 1,368.7847
H_14 Transketolase TKT_HUMAN 67,879 6 8 15 13.20% ILATPPQEDAPSVDIANIR 284 302 55.3 27.3 50.2 2 2 0 2,020.0712
H_14 Transketolase TKT_HUMAN 67,879 6 8 15 13.20% NSTFSEIFK 344 352 25.9 25.6 0.0 2 0 0 1,072.5309
H_14 Transketolase TKT_HUMAN 67,879 6 8 15 13.20% SVPTSTVFYPSDGVATEK 439 456 52.9 27.5 42.1 2 1 0 1,884.9226
H_14 Transketolase TKT_HUMAN 67,879 6 8 15 13.20% VLDPFTIKPLDR 531 542 26.9 25.6 15.5 0 2 0 1,413.8103
H_15 Transketolase TKT_HUMAN 67,879 9 12 20 20.40% ISSDLDGHPVPK 103 114 24.4 28.0 18.1 1 0 0 1,264.6534
H_15 Transketolase TKT_HUMAN 67,879 9 12 20 20.40% LGQSDPAPLQHQMDIYQK 187 204 34.8 27.3 28.6 0 2 0 2,069.0124
H_15 Transketolase TKT_HUMAN 67,879 9 12 20 20.40% GITGVEDKESWHGKPLPK 247 264 36.3 27.1 29.0 0 2 0 1,978.0396
H_15 Transketolase TKT_HUMAN 67,879 9 12 20 20.40% MPSLPSYK 303 310 32.3 28.0 24.4 3 0 0 922.4703
H_15 Transketolase TKT_HUMAN 67,879 9 12 20 20.40% IIALDGDTK 335 343 25.5 27.7 21.6 1 0 0 945.5254
H_15 Transketolase TKT_HUMAN 67,879 9 12 20 20.40% NSTFSEIFKK 344 353 42.8 27.6 0.0 2 0 0 1,200.6259
H_15 Transketolase TKT_HUMAN 67,879 9 12 20 20.40% SVPTSTVFYPSDGVATEK 439 456 73.1 27.7 63.5 2 2 0 1,884.9226
H_15 Transketolase TKT_HUMAN 67,879 9 12 20 20.40% TSRPENAIIYNNNEDFQVGQAK 472 493 33.8 27.2 27.8 0 1 0 2,508.2114
H_15 Transketolase TKT_HUMAN 67,879 9 12 20 20.40% VLDPFTIKPLDR 531 542 29.5 26.0 18.3 2 2 0 1,413.8103
H_21 Transketolase TKT_HUMAN 67,879 3 3 4 7.22% GITGVEDKESWHGKPLPK 247 264 22.4 27.0 21.7 0 1 0 1,978.0396
H_21 Transketolase TKT_HUMAN 67,879 3 3 4 7.22% NSTFSEIFK 344 352 20.6 25.8 0.0 1 0 0 1,072.5309
H_21 Transketolase TKT_HUMAN 67,879 3 3 4 7.22% SVPTSTVFYPSDGVATEK 439 456 52.8 27.5 51.5 2 0 0 1,884.9226
H_22 Transketolase TKT_HUMAN 67,879 3 3 4 6.26% NSTFSEIFK 344 352 24.4 25.0 0.0 1 0 0 1,072.5309
H_22 Transketolase TKT_HUMAN 67,879 3 3 4 6.26% SVPTSTVFYPSDGVATEK 439 456 60.0 27.6 49.0 2 0 0 1,884.9226
H_22 Transketolase TKT_HUMAN 67,879 3 3 4 6.26% VLDPFTIKPLDR 531 542 18.7 25.9 7.1 0 1 0 1,413.8103
H_23 Transketolase TKT_HUMAN 67,879 3 3 5 8.03% GITGVEDKESWHGKPLPK 247 264 18.4 27.0 17.8 0 1 0 1,978.0396
H_23 Transketolase TKT_HUMAN 67,879 3 3 5 8.03% SVPTSTVFYPSDGVATEK 439 456 58.4 27.5 49.9 2 0 0 1,884.9226
H_23 Transketolase TKT_HUMAN 67,879 3 3 5 8.03% MFGIDRDAIAQAVR 604 617 46.4 27.3 40.5 0 2 0 1,578.8059
H_24 Transketolase TKT_HUMAN 67,879 2 2 3 4.82% SVPTSTVFYPSDGVATEK 439 456 60.7 27.6 45.7 2 0 0 1,884.9226
H_24 Transketolase TKT_HUMAN 67,879 2 2 3 4.82% VLDPFTIKPLDR 531 542 20.5 25.6 6.4 0 1 0 1,413.8103
I_14 Transketolase TKT_HUMAN 67,879 6 8 14 14.40% LGQSDPAPLQHQMDIYQK 187 204 34.1 26.7 31.1 0 1 0 2,085.0074



I_14 Transketolase TKT_HUMAN 67,879 6 8 14 14.40% ILATPPQEDAPSVDIANIR 284 302 67.9 27.1 66.7 2 2 0 2,020.0712
I_14 Transketolase TKT_HUMAN 67,879 6 8 14 14.40% NSTFSEIFK 344 352 37.4 25.0 0.0 2 0 0 1,072.5309
I_14 Transketolase TKT_HUMAN 67,879 6 8 14 14.40% SVPTSTVFYPSDGVATEK 439 456 78.9 27.6 67.0 2 1 0 1,884.9226
I_14 Transketolase TKT_HUMAN 67,879 6 8 14 14.40% VLDPFTIKPLDR 531 542 53.5 26.0 37.2 2 0 0 1,413.8103
I_14 Transketolase TKT_HUMAN 67,879 6 8 14 14.40% MFGIDRDAIAQAVR 604 617 40.8 27.2 32.5 0 2 0 1,578.8059
I_15 Transketolase TKT_HUMAN 67,879 8 10 17 20.40% GITGVEDKESWHGKPLPK 247 264 28.5 27.0 21.7 0 2 0 1,978.0396
I_15 Transketolase TKT_HUMAN 67,879 8 10 17 20.40% ILATPPQEDAPSVDIANIR 284 302 45.5 27.1 41.6 1 0 0 2,020.0712
I_15 Transketolase TKT_HUMAN 67,879 8 10 17 20.40% MPSLPSYK 303 310 24.0 27.9 16.8 1 0 0 922.4703
I_15 Transketolase TKT_HUMAN 67,879 8 10 17 20.40% LGHASDRIIALDGDTK 328 343 35.1 27.6 29.5 0 2 0 1,681.8871
I_15 Transketolase TKT_HUMAN 67,879 8 10 17 20.40% SVPTSTVFYPSDGVATEK 439 456 76.2 27.5 66.3 2 1 0 1,884.9226
I_15 Transketolase TKT_HUMAN 67,879 8 10 17 20.40% TSRPENAIIYNNNEDFQVGQAK 472 493 68.4 27.1 63.5 0 2 0 2,508.2114
I_15 Transketolase TKT_HUMAN 67,879 8 10 17 20.40% VLDPFTIKPLDR 531 542 47.9 26.0 24.6 2 2 0 1,413.8103
I_15 Transketolase TKT_HUMAN 67,879 8 10 17 20.40% MFGIDRDAIAQAVR 604 617 42.7 27.4 39.3 0 2 0 1,578.8059
J_15 Transketolase TKT_HUMAN 67,879 3 3 5 6.26% ISSDLDGHPVPK 103 114 24.6 28.4 18.5 2 0 0 1,264.6534
J_15 Transketolase TKT_HUMAN 67,879 3 3 5 6.26% NSTFSEIFK 344 352 23.9 26.5 0.0 1 0 0 1,072.5309
J_15 Transketolase TKT_HUMAN 67,879 3 3 5 6.26% SVPTSTVFYPSDGVATEK 439 456 40.9 27.4 36.5 2 0 0 1,884.9226
K_14 Transketolase TKT_HUMAN 67,879 4 5 7 9.31% ILATPPQEDAPSVDIANIR 284 302 50.5 27.1 48.2 1 0 0 2,020.0712
K_14 Transketolase TKT_HUMAN 67,879 4 5 7 9.31% NSTFSEIFK 344 352 23.8 25.8 0.0 1 0 0 1,072.5309
K_14 Transketolase TKT_HUMAN 67,879 4 5 7 9.31% SVPTSTVFYPSDGVATEK 439 456 64.6 27.5 49.0 2 0 0 1,884.9226
K_14 Transketolase TKT_HUMAN 67,879 4 5 7 9.31% VLDPFTIKPLDR 531 542 26.2 26.0 9.1 1 2 0 1,413.8103
K_15 Transketolase TKT_HUMAN 67,879 4 4 7 9.63% ISSDLDGHPVPK 103 114 31.9 27.9 19.4 1 0 0 1,264.6534
K_15 Transketolase TKT_HUMAN 67,879 4 4 7 9.63% GITGVEDKESWHGKPLPK 247 264 44.9 27.0 42.3 0 2 0 1,978.0396
K_15 Transketolase TKT_HUMAN 67,879 4 4 7 9.63% SVPTSTVFYPSDGVATEK 439 456 62.3 27.8 50.1 2 0 0 1,884.9226
K_15 Transketolase TKT_HUMAN 67,879 4 4 7 9.63% VLDPFTIKPLDR 531 542 27.2 26.0 12.9 0 2 0 1,413.8103
K_24 Transketolase TKT_HUMAN 67,879 2 2 3 4.33% NSTFSEIFK 344 352 24.6 25.0 0.0 1 0 0 1,072.5309
K_24 Transketolase TKT_HUMAN 67,879 2 2 3 4.33% SVPTSTVFYPSDGVATEK 439 456 67.7 27.6 54.4 2 0 0 1,884.9226
L_10 Transketolase TKT_HUMAN 67,879 7 7 10 14.10% KISSDLDGHPVPK 102 114 29.5 27.0 24.7 0 2 0 1,392.7484
L_10 Transketolase TKT_HUMAN 67,879 7 7 10 14.10% ISSDLDGHPVPK 103 114 32.6 28.0 20.6 1 0 0 1,264.6534
L_10 Transketolase TKT_HUMAN 67,879 7 7 10 14.10% LGQSDPAPLQHQMDIYQK 187 204 30.4 26.8 22.8 0 1 0 2,085.0074
L_10 Transketolase TKT_HUMAN 67,879 7 7 10 14.10% MPSLPSYK 303 310 42.5 26.0 31.1 2 0 0 938.4653
L_10 Transketolase TKT_HUMAN 67,879 7 7 10 14.10% NSTFSEIFK 344 352 21.5 25.9 0.0 1 0 0 1,072.5309
L_10 Transketolase TKT_HUMAN 67,879 7 7 10 14.10% SVPTSTVFYPSDGVATEK 439 456 64.2 27.5 54.3 2 0 0 1,884.9226
L_10 Transketolase TKT_HUMAN 67,879 7 7 10 14.10% TSRPENAIIYNNNEDFQVGQAK 472 493 68.9 27.3 67.3 0 1 0 2,508.2114
L_11 Transketolase TKT_HUMAN 67,879 4 4 6 10.40% KISSDLDGHPVPK 102 114 31.9 26.9 25.4 0 2 0 1,392.7484
L_11 Transketolase TKT_HUMAN 67,879 4 4 6 10.40% SVPTSTVFYPSDGVATEK 439 456 68.8 27.5 59.5 2 0 0 1,884.9226
L_11 Transketolase TKT_HUMAN 67,879 4 4 6 10.40% TSRPENAIIYNNNEDFQVGQAK 472 493 63.3 27.3 51.9 0 1 0 2,508.2114
L_11 Transketolase TKT_HUMAN 67,879 4 4 6 10.40% VLDPFTIKPLDR 531 542 19.0 26.0 7.4 0 1 0 1,413.8103
L_13 Transketolase TKT_HUMAN 67,879 5 5 6 11.90% KISSDLDGHPVPK 102 114 21.1 27.0 15.5 0 1 0 1,392.7484
L_13 Transketolase TKT_HUMAN 67,879 5 5 6 11.90% IIALDGDTK 335 343 28.4 29.3 17.3 1 0 0 945.5254
L_13 Transketolase TKT_HUMAN 67,879 5 5 6 11.90% SVPTSTVFYPSDGVATEK 439 456 72.7 27.5 67.9 2 0 0 1,884.9226
L_13 Transketolase TKT_HUMAN 67,879 5 5 6 11.90% TSRPENAIIYNNNEDFQVGQAK 472 493 28.7 27.3 26.0 0 1 0 2,508.2114
L_13 Transketolase TKT_HUMAN 67,879 5 5 6 11.90% VLDPFTIKPLDR 531 542 20.1 25.8 13.1 0 1 0 1,413.8103
L_16 Transketolase TKT_HUMAN 67,879 6 7 13 14.80% ISSDLDGHPVPK 103 114 41.7 27.8 31.7 2 0 0 1,264.6534
L_16 Transketolase TKT_HUMAN 67,879 6 7 13 14.80% ILATPPQEDAPSVDIANIR 284 302 76.2 27.0 69.3 2 2 0 2,020.0712
L_16 Transketolase TKT_HUMAN 67,879 6 7 13 14.80% IIALDGDTK 335 343 36.7 29.5 20.7 2 0 0 945.5254
L_16 Transketolase TKT_HUMAN 67,879 6 7 13 14.80% SVPTSTVFYPSDGVATEK 439 456 68.0 27.6 67.4 2 0 0 1,884.9226
L_16 Transketolase TKT_HUMAN 67,879 6 7 13 14.80% TSRPENAIIYNNNEDFQVGQAK 472 493 70.6 27.3 66.3 0 2 0 2,508.2114
L_16 Transketolase TKT_HUMAN 67,879 6 7 13 14.80% VLDPFTIKPLDR 531 542 24.2 26.0 9.7 0 1 0 1,413.8103
O_10 Transketolase TKT_HUMAN 67,879 4 4 7 9.79% KISSDLDGHPVPK 102 114 22.5 27.1 5.9 0 2 0 1,392.7484
O_10 Transketolase TKT_HUMAN 67,879 4 4 7 9.79% MPSLPSYK 303 310 34.3 26.0 24.3 1 0 0 938.4653
O_10 Transketolase TKT_HUMAN 67,879 4 4 7 9.79% SVPTSTVFYPSDGVATEK 439 456 59.1 27.5 45.6 2 0 0 1,884.9226
O_10 Transketolase TKT_HUMAN 67,879 4 4 7 9.79% TSRPENAIIYNNNEDFQVGQAK 472 493 66.8 27.1 57.4 0 2 0 2,508.2114
P_10 Transketolase TKT_HUMAN 67,879 3 3 5 6.10% ISSDLDGHPVPK 103 114 50.6 27.9 37.7 1 0 0 1,264.6534
P_10 Transketolase TKT_HUMAN 67,879 3 3 5 6.10% MPSLPSYK 303 310 34.1 25.9 21.2 2 0 0 938.4653
P_10 Transketolase TKT_HUMAN 67,879 3 3 5 6.10% SVPTSTVFYPSDGVATEK 439 456 48.0 27.4 46.1 2 0 0 1,884.9226
Q_10 Transketolase TKT_HUMAN 67,879 3 3 4 6.10% ISSDLDGHPVPK 103 114 24.1 28.2 21.8 1 0 0 1,264.6534
Q_10 Transketolase TKT_HUMAN 67,879 3 3 4 6.10% SVPTSTVFYPSDGVATEK 439 456 75.9 27.7 67.1 2 0 0 1,884.9226
Q_10 Transketolase TKT_HUMAN 67,879 3 3 4 6.10% KLILDSAR 543 550 28.9 27.1 16.4 1 0 0 915.5623
Q_13 Transketolase TKT_HUMAN 67,879 2 2 4 4.17% SVPTSTVFYPSDGVATEK 439 456 33.9 27.4 26.5 2 0 0 1,884.9226
Q_13 Transketolase TKT_HUMAN 67,879 2 2 4 4.17% KLILDSAR 543 550 27.9 27.1 10.3 2 0 0 915.5623
Q_14 Transketolase TKT_HUMAN 67,879 4 4 8 7.38% ISSDLDGHPVPK 103 114 33.6 28.4 26.2 2 0 0 1,264.6534
Q_14 Transketolase TKT_HUMAN 67,879 4 4 8 7.38% MPSLPSYK 303 310 42.3 25.9 27.9 2 0 0 938.4653
Q_14 Transketolase TKT_HUMAN 67,879 4 4 8 7.38% SVPTSTVFYPSDGVATEK 439 456 60.2 27.6 55.6 2 0 0 1,884.9226
Q_14 Transketolase TKT_HUMAN 67,879 4 4 8 7.38% KLILDSAR 543 550 38.2 27.1 23.2 2 0 0 915.5623
Q_16 Transketolase TKT_HUMAN 67,879 4 4 7 8.51% ILATPPQEDAPSVDIANIR 284 302 82.8 27.0 81.4 2 0 0 2,020.0712
Q_16 Transketolase TKT_HUMAN 67,879 4 4 7 8.51% MPSLPSYK 303 310 32.1 25.9 19.3 1 0 0 938.4653
Q_16 Transketolase TKT_HUMAN 67,879 4 4 7 8.51% SVPTSTVFYPSDGVATEK 439 456 72.7 27.4 69.3 2 0 0 1,884.9226
Q_16 Transketolase TKT_HUMAN 67,879 4 4 7 8.51% KLILDSAR 543 550 24.2 27.1 13.2 2 0 0 915.5623
A_13 Talin‐1 TLN1_HUMAN 269,765 5 6 11 2.48% TVTDMLMTICAR 107 118 52.2 25.0 52.2 2 0 0 1,443.6642
A_13 Talin‐1 TLN1_HUMAN 269,765 5 6 11 2.48% EQGVEEHETLLLR 182 194 47.6 27.8 37.1 1 0 0 1,552.7967
A_13 Talin‐1 TLN1_HUMAN 269,765 5 6 11 2.48% FFYSDQNVDSR 197 207 78.2 25.0 70.3 2 0 0 1,377.6069
A_13 Talin‐1 TLN1_HUMAN 269,765 5 6 11 2.48% DPVQLNLLYVQAR 208 220 76.3 26.1 68.3 2 0 0 1,528.8483
A_13 Talin‐1 TLN1_HUMAN 269,765 5 6 11 2.48% DDILNGSHPVSFDK 221 234 56.0 25.9 45.9 2 2 0 1,543.7389
A_21 Talin‐1 TLN1_HUMAN 269,765 3 3 4 1.38% GLAGAVSELLR 614 624 49.1 26.6 28.9 2 0 0 1,085.6314
A_21 Talin‐1 TLN1_HUMAN 269,765 3 3 4 1.38% ILAQATSDLVNAIK 828 841 44.0 25.5 32.8 1 0 0 1,456.8371
A_21 Talin‐1 TLN1_HUMAN 269,765 3 3 4 1.38% ALGDLISATK 2090 2099 23.0 28.1 12.0 1 0 0 988.5675
A_23 Talin‐1 TLN1_HUMAN 269,765 2 2 3 0.95% ILAQATSDLVNAIK 828 841 42.8 25.4 34.2 2 0 0 1,456.8371
A_23 Talin‐1 TLN1_HUMAN 269,765 2 2 3 0.95% ALGDLISATK 2090 2099 32.1 28.1 24.1 1 0 0 988.5675
A_25 Talin‐1 TLN1_HUMAN 269,765 4 4 7 2.56% ILAQATSDLVNAIK 828 841 57.7 25.5 41.0 2 0 0 1,456.8371
A_25 Talin‐1 TLN1_HUMAN 269,765 4 4 7 2.56% QAAASATQTIAAAQHAASTPK 923 943 31.2 27.7 22.5 0 2 0 1,995.0254
A_25 Talin‐1 TLN1_HUMAN 269,765 4 4 7 2.56% VLGEAMTGISQNAK 1402 1415 34.0 28.2 31.1 2 0 0 1,434.7259
A_25 Talin‐1 TLN1_HUMAN 269,765 4 4 7 2.56% NGNLPEFGDAISTASK 1416 1431 33.3 27.6 27.4 1 0 0 1,620.7865
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% ILAQATSDLVNAIK 828 841 66.1 25.0 49.7 2 0 0 1,456.8371
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% QAAASATQTIAAAQHAASTPK 923 943 39.9 27.6 26.5 0 2 0 1,995.0254
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% ASAGPQPLLVQSCK 944 957 36.8 27.5 31.7 2 0 0 1,455.7626
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% NLGTALAELR 1026 1035 55.1 27.9 39.2 2 0 0 1,057.6001
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% VLGEAMTGISQNAK 1402 1415 55.9 28.0 41.8 2 0 0 1,434.7259
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% NGNLPEFGDAISTASK 1416 1431 60.8 27.5 49.2 2 0 0 1,620.7865
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% AAMEPIVISAK 1594 1604 32.4 29.2 28.0 1 0 0 1,145.6236
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% TMLESAGGLIQTAR 1605 1618 65.2 28.2 58.8 2 0 0 1,463.7525
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% AGALQCSPSDAYTK 1934 1947 24.1 25.0 19.5 2 0 0 1,468.6738
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% LAQAAQSSVATITR 2044 2057 75.3 27.6 65.7 1 0 0 1,416.7805
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% VMVTNVTSLLK 2120 2130 56.2 26.7 38.6 2 0 0 1,220.6920
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% TSTPEDFIR 2169 2177 27.7 26.4 20.0 1 0 0 1,065.5212
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% QEDVIATANLSR 2198 2209 29.5 28.4 14.4 1 0 0 1,316.6805
A_26 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.40% QVAASTAQLLVACK 2430 2443 79.6 27.6 73.3 2 0 0 1,459.7938
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% GLAGAVSELLR 614 624 63.2 26.6 47.0 2 0 0 1,085.6314
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% ILAQATSDLVNAIK 828 841 89.9 25.3 66.8 2 0 0 1,456.8371
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% QAAASATQTIAAAQHAASTPK 923 943 43.7 27.7 23.9 0 2 0 1,995.0254
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% ASAGPQPLLVQSCK 944 957 42.6 27.4 41.1 2 0 0 1,455.7626
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% AVAEQIPLLVQGVR 958 971 33.4 25.0 33.4 2 0 0 1,492.8847
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% NLGTALAELR 1026 1035 67.1 27.1 46.5 2 0 0 1,057.6001
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% VLGEAMTGISQNAK 1402 1415 52.2 28.3 37.0 2 0 0 1,434.7259
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% NGNLPEFGDAISTASK 1416 1431 55.0 27.7 39.1 2 0 0 1,620.7865
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% EVANSTANLVK 1531 1541 38.5 29.1 29.8 2 0 0 1,145.6160
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% ALDGAFTEENR 1545 1555 48.8 25.0 37.5 2 0 0 1,222.5699
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% AIAVTVQEMVTK 1863 1874 40.1 27.5 38.4 2 0 0 1,305.7084
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% AGALQCSPSDAYTK 1934 1947 27.7 25.0 27.2 2 0 0 1,468.6738
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% AGALQCSPSDAYTKK 1934 1948 22.3 26.4 15.0 0 1 0 1,596.7688
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% LAQAAQSSVATITR 2044 2057 70.2 27.6 62.5 2 0 0 1,416.7805
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% QELAVFCSPEPPAK 2155 2168 67.3 27.7 56.3 2 0 0 1,572.7728
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% TSTPEDFIR 2169 2177 24.0 26.4 8.7 1 0 0 1,065.5212



A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% QEDVIATANLSR 2198 2209 44.5 28.5 34.1 2 0 0 1,316.6805
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% EAAYHPEVAPDVR 2221 2233 20.5 26.8 12.4 2 0 0 1,453.7070
A_27 Talin‐1 TLN1_HUMAN 269,765 19 19 36 9.41% QVAASTAQLLVACK 2430 2443 85.6 27.1 80.5 2 0 0 1,459.7938
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% EQGVEEHETLLLR 182 194 50.8 28.2 37.4 2 0 0 1,552.7967
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% KFFYSDQNVDSR 196 207 26.8 25.4 18.3 0 2 0 1,505.7019
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% FFYSDQNVDSR 197 207 59.3 25.0 57.0 2 0 0 1,377.6069
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% DPVQLNLLYVQAR 208 220 64.4 25.8 61.0 2 0 0 1,528.8483
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% DDILNGSHPVSFDK 221 234 70.1 26.1 59.6 2 2 0 1,543.7389
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% ILAQATSDLVNAIK 828 841 82.3 25.3 74.3 2 2 0 1,456.8371
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% QAAASATQTIAAAQHAASTPK 923 943 47.0 27.7 39.7 0 2 0 1,995.0254
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% ASAGPQPLLVQSCK 944 957 69.3 27.5 61.6 2 0 0 1,455.7626
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% AVAEQIPLLVQGVR 958 971 42.2 25.0 35.0 2 0 0 1,492.8847
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% ASVPTIQDQASAMQLSQCAK 1006 1025 76.9 26.3 76.9 2 0 0 2,150.0218
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% NLGTALAELR 1026 1035 52.9 27.1 34.6 2 0 0 1,057.6001
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% ALSTDPAAPNLK 1321 1332 52.6 25.8 40.3 2 0 0 1,197.6475
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% VLGEAMTGISQNAK 1402 1415 51.0 28.2 45.8 1 0 0 1,434.7259
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% NGNLPEFGDAISTASK 1416 1431 85.4 27.8 69.6 2 0 0 1,620.7865
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% EVANSTANLVK 1531 1541 28.5 28.5 12.6 1 0 0 1,145.6160
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% ALDGAFTEENR 1545 1555 53.5 25.0 46.8 2 0 0 1,222.5699
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% DPPSWSVLAGHSR 1626 1638 56.3 27.7 51.0 2 0 0 1,408.6968
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% LASEAKPAAVAAENEEIGSHIK 1896 1917 72.1 27.2 61.8 0 2 0 2,235.1616
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% VQELGHGCAALVTK 1920 1933 63.3 26.8 51.7 2 0 0 1,482.7735
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% AGALQCSPSDAYTK 1934 1947 52.6 25.0 52.6 2 0 0 1,468.6738
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% AGALQCSPSDAYTKK 1934 1948 59.2 26.6 53.1 0 2 0 1,596.7688
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% LAQAAQSSVATITR 2044 2057 88.7 27.4 84.2 2 0 0 1,416.7805
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% VGDDPAVWQLK 2105 2115 67.1 26.0 56.1 2 0 0 1,227.6370
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% QEDVIATANLSR 2198 2209 72.1 28.4 48.3 2 0 0 1,316.6805
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% EAAYHPEVAPDVR 2221 2233 30.3 26.8 21.6 2 0 0 1,453.7070
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% VAGSVTELIQAAEAMK 2276 2291 55.7 28.1 51.2 2 0 0 1,633.8467
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% SIAAATSALVK 2351 2361 59.0 26.0 46.7 1 0 0 1,031.6095
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% MVAAATNNLCEAANAAVQGHASQEK 2399 2423 27.3 25.0 22.5 0 1 0 2,572.1878
A_28 Talin‐1 TLN1_HUMAN 269,765 29 31 58 15.30% QVAASTAQLLVACK 2430 2443 87.6 27.6 79.9 2 0 0 1,459.7938
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% ILAQATSDLVNAIK 828 841 62.8 25.5 54.4 2 0 0 1,456.8371
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% QAAASATQTIAAAQHAASTPK 923 943 24.4 27.7 18.6 0 2 0 1,995.0254
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% ASAGPQPLLVQSCK 944 957 51.8 27.3 50.4 2 0 0 1,455.7626
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% AVAEQIPLLVQGVR 958 971 35.7 25.0 30.0 1 0 0 1,492.8847
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% NLGTALAELR 1026 1035 52.4 27.1 35.8 2 0 0 1,057.6001
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% ALSTDPAAPNLK 1321 1332 46.9 26.6 36.2 2 0 0 1,197.6475
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% VLGEAMTGISQNAK 1402 1415 39.7 28.2 32.9 2 0 0 1,434.7259
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% NGNLPEFGDAISTASK 1416 1431 52.8 27.6 39.0 2 0 0 1,620.7865
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% ALDGAFTEENR 1545 1555 29.2 25.1 29.2 2 0 0 1,222.5699
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% AAMEPIVISAK 1594 1604 31.6 29.0 27.4 1 0 0 1,145.6236
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% DPPSWSVLAGHSR 1626 1638 22.0 27.5 9.6 1 0 0 1,408.6968
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% LAQAAQSSVATITR 2044 2057 78.7 27.6 73.4 2 0 0 1,416.7805
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% VMVTNVTSLLK 2120 2130 49.9 26.8 39.4 2 0 0 1,220.6920
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% TSTPEDFIR 2169 2177 23.9 26.4 18.6 1 0 0 1,065.5212
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% QEDVIATANLSR 2198 2209 55.5 28.4 45.1 1 0 0 1,316.6805
A_29 Talin‐1 TLN1_HUMAN 269,765 16 16 27 8.26% QVAASTAQLLVACK 2430 2443 77.7 27.3 71.6 2 0 0 1,459.7938
A_30 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.49% IGITNHDEYSLVR 119 131 27.3 27.7 22.9 0 1 0 1,516.7755
A_30 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.49% ILAQATSDLVNAIK 828 841 64.2 25.7 50.4 2 0 0 1,456.8371
A_30 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.49% QAAASATQTIAAAQHAASTPK 923 943 36.7 27.7 33.7 0 2 0 1,995.0254
A_30 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.49% NLGTALAELR 1026 1035 37.2 27.8 22.0 2 0 0 1,057.6001
A_30 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.49% ALSTDPAAPNLK 1321 1332 37.1 25.8 28.6 2 0 0 1,197.6475
A_30 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.49% VLGEAMTGISQNAK 1402 1415 23.4 28.2 14.8 1 0 0 1,434.7259
A_30 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.49% NGNLPEFGDAISTASK 1416 1431 48.1 27.8 41.7 1 0 0 1,620.7865
A_30 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.49% LAQAAQSSVATITR 2044 2057 56.0 27.6 48.2 1 0 0 1,416.7805
A_31 Talin‐1 TLN1_HUMAN 269,765 4 4 7 2.16% ILAQATSDLVNAIK 828 841 52.1 25.5 41.3 2 0 0 1,456.8371
A_31 Talin‐1 TLN1_HUMAN 269,765 4 4 7 2.16% QAAASATQTIAAAQHAASTPK 923 943 26.7 27.6 24.6 0 1 0 1,995.0254
A_31 Talin‐1 TLN1_HUMAN 269,765 4 4 7 2.16% NLGTALAELR 1026 1035 29.8 27.1 18.5 2 0 0 1,057.6001
A_31 Talin‐1 TLN1_HUMAN 269,765 4 4 7 2.16% ALGDLISATK 2090 2099 27.4 28.1 18.9 2 0 0 988.5675
A_32 Talin‐1 TLN1_HUMAN 269,765 4 4 5 2.05% ILAQATSDLVNAIK 828 841 58.2 25.5 49.5 2 0 0 1,456.8371
A_32 Talin‐1 TLN1_HUMAN 269,765 4 4 5 2.05% NGNLPEFGDAISTASK 1416 1431 28.7 27.6 12.7 1 0 0 1,620.7865
A_32 Talin‐1 TLN1_HUMAN 269,765 4 4 5 2.05% VMVTNVTSLLK 2120 2130 39.9 26.7 28.0 1 0 0 1,220.6920
A_32 Talin‐1 TLN1_HUMAN 269,765 4 4 5 2.05% SIAAATSALVK 2351 2361 30.6 26.0 25.0 1 0 0 1,031.6095
B_13 Talin‐1 TLN1_HUMAN 269,765 5 6 9 2.36% ALDYYMLR 67 74 28.7 26.4 20.8 2 0 0 1,060.5133
B_13 Talin‐1 TLN1_HUMAN 269,765 5 6 9 2.36% LHTDDELNWLDHGR 165 178 27.9 25.6 27.9 0 2 0 1,720.8040
B_13 Talin‐1 TLN1_HUMAN 269,765 5 6 9 2.36% EQGVEEHETLLLR 182 194 46.7 27.5 39.6 1 0 0 1,552.7967
B_13 Talin‐1 TLN1_HUMAN 269,765 5 6 9 2.36% FFYSDQNVDSR 197 207 75.5 25.0 71.6 2 0 0 1,377.6069
B_13 Talin‐1 TLN1_HUMAN 269,765 5 6 9 2.36% DDILNGSHPVSFDK 221 234 52.5 26.0 40.6 1 1 0 1,543.7389
B_25 Talin‐1 TLN1_HUMAN 269,765 5 5 8 2.75% GLAGAVSELLR 614 624 41.4 26.6 28.0 1 0 0 1,085.6314
B_25 Talin‐1 TLN1_HUMAN 269,765 5 5 8 2.75% AVASAAAALVLK 674 685 50.9 25.0 33.4 2 0 0 1,084.6724
B_25 Talin‐1 TLN1_HUMAN 269,765 5 5 8 2.75% ILAQATSDLVNAIK 828 841 55.7 25.0 51.3 2 0 0 1,456.8371
B_25 Talin‐1 TLN1_HUMAN 269,765 5 5 8 2.75% QAAASATQTIAAAQHAASTPK 923 943 47.6 27.7 43.7 0 2 0 1,995.0254
B_25 Talin‐1 TLN1_HUMAN 269,765 5 5 8 2.75% ALSTDPAAPNLK 1321 1332 30.5 26.6 24.8 1 0 0 1,197.6475
B_26 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.94% GLAGAVSELLR 614 624 31.4 26.6 17.7 2 0 0 1,085.6314
B_26 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.94% ILAQATSDLVNAIK 828 841 55.7 25.3 38.0 2 0 0 1,456.8371
B_26 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.94% QAAASATQTIAAAQHAASTPK 923 943 46.1 27.7 43.1 0 2 0 1,995.0254
B_26 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.94% ASAGPQPLLVQSCK 944 957 57.0 27.3 55.4 2 0 0 1,455.7626
B_26 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.94% VLGEAMTGISQNAK 1402 1415 50.4 28.4 41.3 2 0 0 1,434.7259
B_26 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.94% NGNLPEFGDAISTASK 1416 1431 24.3 27.7 15.2 1 0 0 1,620.7865
B_26 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.94% LAQAAQSSVATITR 2044 2057 81.1 27.0 76.8 2 0 0 1,416.7805
B_26 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.94% ALGDLISATK 2090 2099 55.8 27.2 42.7 2 0 0 988.5675
B_26 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.94% VMVTNVTSLLK 2120 2130 30.0 26.8 18.0 2 0 0 1,220.6920
B_26 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.94% QEDVIATANLSR 2198 2209 37.0 28.7 21.6 1 0 0 1,316.6805
B_26 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.94% QVAASTAQLLVACK 2430 2443 50.5 27.1 47.7 2 0 0 1,459.7938
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% IGITNHDEYSLVR 119 131 40.4 28.1 36.7 0 2 0 1,516.7755
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% GLAGAVSELLR 614 624 65.2 26.6 47.0 2 0 0 1,085.6314
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% AVASAAAALVLK 674 685 60.6 25.0 40.1 2 0 0 1,084.6724
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% ILAQATSDLVNAIK 828 841 86.3 25.0 65.7 2 0 0 1,456.8371
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% QAAASATQTIAAAQHAASTPK 923 943 42.7 27.7 34.8 1 2 0 1,995.0254
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% ASAGPQPLLVQSCK 944 957 56.6 27.4 47.4 2 0 0 1,455.7626
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% AVAEQIPLLVQGVR 958 971 46.3 25.0 40.7 2 0 0 1,492.8847
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% NLGTALAELR 1026 1035 53.6 28.5 36.5 2 0 0 1,057.6001
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% ALSTDPAAPNLK 1321 1332 50.7 26.6 39.2 2 0 0 1,197.6475
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% VLGEAMTGISQNAK 1402 1415 69.4 28.2 58.5 2 0 0 1,434.7259
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% NGNLPEFGDAISTASK 1416 1431 46.8 27.5 30.9 2 0 0 1,620.7865
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% EVANSTANLVK 1531 1541 45.7 28.9 30.9 2 0 0 1,145.6160
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% TMLESAGGLIQTAR 1605 1618 42.9 28.5 28.5 1 0 0 1,447.7575
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% DPPSWSVLAGHSR 1626 1638 37.0 27.7 18.8 2 0 0 1,408.6968
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% AIAVTVQEMVTK 1863 1874 44.1 27.5 44.1 2 0 0 1,305.7084
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% LASEAKPAAVAAENEEIGSHIK 1896 1917 40.5 27.1 38.9 0 1 0 2,235.1616
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% VQELGHGCAALVTK 1920 1933 39.3 26.6 36.0 2 1 0 1,482.7735
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% AGALQCSPSDAYTK 1934 1947 54.5 25.0 54.5 2 0 0 1,468.6738
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% AGALQCSPSDAYTKK 1934 1948 20.4 27.0 15.6 0 1 0 1,596.7688
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% LAQAAQSSVATITR 2044 2057 79.4 26.7 72.9 2 0 0 1,416.7805
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% VMVTNVTSLLK 2120 2130 48.4 26.8 33.6 2 0 0 1,220.6920
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% QELAVFCSPEPPAK 2155 2168 108.0 28.0 91.0 2 0 0 1,572.7728
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% TSTPEDFIR 2169 2177 38.5 26.4 31.1 1 0 0 1,065.5212
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% QEDVIATANLSR 2198 2209 56.3 28.7 42.2 2 0 0 1,316.6805
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% EAAYHPEVAPDVR 2221 2233 23.0 26.9 17.9 1 0 0 1,453.7070
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% QVAASTAQLLVACK 2430 2443 98.8 27.1 92.7 2 0 0 1,459.7938
B_27 Talin‐1 TLN1_HUMAN 269,765 27 29 50 13.90% AAAFEEQENETVVVK 2477 2491 32.0 27.7 26.4 1 0 0 1,663.8173



B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% LHTDDELNWLDHGR 165 178 27.7 26.1 27.7 0 1 0 1,720.8040
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% EQGVEEHETLLLR 182 194 62.6 27.7 53.5 2 0 0 1,552.7967
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% KFFYSDQNVDSR 196 207 20.3 25.4 3.7 0 2 0 1,505.7019
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% DDILNGSHPVSFDK 221 234 60.6 26.0 52.0 2 1 0 1,543.7389
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% STVLQQQYNR 429 438 35.3 28.0 27.4 1 0 0 1,236.6331
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% VEHGSVALPAIMR 442 454 24.4 27.2 19.6 1 0 0 1,395.7414
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% GLAGAVSELLR 614 624 48.0 26.6 32.8 2 0 0 1,085.6314
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% ILAQATSDLVNAIK 828 841 79.5 25.0 69.7 2 0 0 1,456.8371
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% QAAASATQTIAAAQHAASTPK 923 943 79.4 27.7 73.0 2 2 0 1,995.0254
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% AVAEQIPLLVQGVR 958 971 40.2 25.0 30.6 2 0 0 1,492.8847
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% NLGTALAELR 1026 1035 49.2 27.1 35.7 1 0 0 1,057.6001
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% VLGEAMTGISQNAK 1402 1415 38.3 28.0 31.8 1 0 0 1,434.7259
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% DPPSWSVLAGHSR 1626 1638 47.7 27.7 42.3 2 0 0 1,408.6968
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% VQELGHGCAALVTK 1920 1933 51.5 26.6 43.7 2 1 0 1,482.7735
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% AGALQCSPSDAYTK 1934 1947 33.9 25.0 33.9 2 0 0 1,468.6738
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% LAQAAQSSVATITR 2044 2057 82.7 27.0 76.0 2 0 0 1,416.7805
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% VGDDPAVWQLK 2105 2115 40.6 25.3 40.6 2 0 0 1,227.6370
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% QEDVIATANLSR 2198 2209 73.9 28.5 57.2 2 0 0 1,316.6805
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% EAAYHPEVAPDVR 2221 2233 35.6 26.8 27.2 2 0 0 1,453.7070
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% MVAAATNNLCEAANAAVQGHASQEK 2399 2423 28.1 25.0 24.3 0 2 0 2,572.1878
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% QVAASTAQLLVACK 2430 2443 97.6 27.1 89.4 2 0 0 1,459.7938
B_28 Talin‐1 TLN1_HUMAN 269,765 22 25 43 12.00% AAAFEEQENETVVVK 2477 2491 68.5 27.6 62.3 2 0 0 1,663.8173
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% IGITNHDEYSLVR 119 131 37.1 28.0 19.6 0 2 0 1,516.7755
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% GLAGAVSELLR 614 624 70.2 26.6 51.7 2 0 0 1,085.6314
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% ILAQATSDLVNAIK 828 841 62.8 25.1 52.6 2 0 0 1,456.8371
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% ASAGPQPLLVQSCK 944 957 45.0 27.4 41.6 2 0 0 1,455.7626
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% ALSTDPAAPNLK 1321 1332 35.3 26.0 23.7 2 0 0 1,197.6475
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% VLGEAMTGISQNAK 1402 1415 37.7 28.2 33.6 1 0 0 1,434.7259
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% NGNLPEFGDAISTASK 1416 1431 38.0 27.7 33.3 2 0 0 1,620.7865
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% EVANSTANLVK 1531 1541 27.4 28.9 13.7 2 0 0 1,145.6160
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% ALDGAFTEENR 1545 1555 29.0 25.5 20.4 2 0 0 1,222.5699
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% AIAVTVQEMVTK 1863 1874 31.6 27.5 27.5 2 0 0 1,305.7084
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% LAQAAQSSVATITR 2044 2057 79.7 27.1 70.6 2 0 0 1,416.7805
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% VGDDPAVWQLK 2105 2115 35.3 26.0 21.9 2 0 0 1,227.6370
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% SIAAATSALVK 2351 2361 32.0 26.0 19.3 1 0 0 1,031.6095
B_29 Talin‐1 TLN1_HUMAN 269,765 14 14 26 7.01% QVAASTAQLLVACK 2430 2443 57.7 27.1 51.5 2 0 0 1,459.7938
B_30 Talin‐1 TLN1_HUMAN 269,765 7 7 10 3.90% ILAQATSDLVNAIK 828 841 82.1 25.0 77.3 2 0 0 1,456.8371
B_30 Talin‐1 TLN1_HUMAN 269,765 7 7 10 3.90% QAAASATQTIAAAQHAASTPK 923 943 22.5 27.7 18.0 0 2 0 1,995.0254
B_30 Talin‐1 TLN1_HUMAN 269,765 7 7 10 3.90% ALSTDPAAPNLK 1321 1332 30.1 26.6 28.3 1 0 0 1,197.6475
B_30 Talin‐1 TLN1_HUMAN 269,765 7 7 10 3.90% NGNLPEFGDAISTASK 1416 1431 35.4 27.7 22.9 1 0 0 1,620.7865
B_30 Talin‐1 TLN1_HUMAN 269,765 7 7 10 3.90% LAQAAQSSVATITR 2044 2057 68.6 27.3 65.9 2 0 0 1,416.7805
B_30 Talin‐1 TLN1_HUMAN 269,765 7 7 10 3.90% VGDDPAVWQLK 2105 2115 27.5 25.7 21.6 1 0 0 1,227.6370
B_30 Talin‐1 TLN1_HUMAN 269,765 7 7 10 3.90% SIAAATSALVK 2351 2361 20.6 26.0 14.3 1 0 0 1,031.6095
B_31 Talin‐1 TLN1_HUMAN 269,765 3 3 5 1.38% GLAGAVSELLR 614 624 52.5 26.6 31.8 2 0 0 1,085.6314
B_31 Talin‐1 TLN1_HUMAN 269,765 3 3 5 1.38% ILAQATSDLVNAIK 828 841 58.6 25.0 54.6 2 0 0 1,456.8371
B_31 Talin‐1 TLN1_HUMAN 269,765 3 3 5 1.38% NLGTALAELR 1026 1035 30.4 28.5 13.1 1 0 0 1,057.6001
B_32 Talin‐1 TLN1_HUMAN 269,765 4 4 8 2.24% GLAGAVSELLR 614 624 44.0 26.6 10.7 2 0 0 1,085.6314
B_32 Talin‐1 TLN1_HUMAN 269,765 4 4 8 2.24% ILAQATSDLVNAIK 828 841 46.6 25.0 42.7 2 0 0 1,456.8371
B_32 Talin‐1 TLN1_HUMAN 269,765 4 4 8 2.24% QAAASATQTIAAAQHAASTPK 923 943 33.7 27.5 29.0 0 2 0 1,995.0254
B_32 Talin‐1 TLN1_HUMAN 269,765 4 4 8 2.24% SIAAATSALVK 2351 2361 33.0 26.0 22.9 2 0 0 1,031.6095
C_13 Talin‐1 TLN1_HUMAN 269,765 2 2 3 1.06% IGITNHDEYSLVR 119 131 50.5 27.8 27.9 2 0 0 1,516.7755
C_13 Talin‐1 TLN1_HUMAN 269,765 2 2 3 1.06% DDILNGSHPVSFDK 221 234 29.2 25.6 24.9 1 0 0 1,543.7389
C_26 Talin‐1 TLN1_HUMAN 269,765 9 9 17 4.84% AVASAAAALVLK 674 685 60.4 25.0 38.5 2 0 0 1,084.6724
C_26 Talin‐1 TLN1_HUMAN 269,765 9 9 17 4.84% ILAQATSDLVNAIK 828 841 60.7 25.7 45.3 2 0 0 1,456.8371
C_26 Talin‐1 TLN1_HUMAN 269,765 9 9 17 4.84% QAAASATQTIAAAQHAASTPK 923 943 25.3 27.7 8.6 0 2 0 1,995.0254
C_26 Talin‐1 TLN1_HUMAN 269,765 9 9 17 4.84% NLGTALAELR 1026 1035 52.6 27.9 38.9 2 0 0 1,057.6001
C_26 Talin‐1 TLN1_HUMAN 269,765 9 9 17 4.84% ALSTDPAAPNLK 1321 1332 36.6 25.8 27.9 2 0 0 1,197.6475
C_26 Talin‐1 TLN1_HUMAN 269,765 9 9 17 4.84% VLGEAMTGISQNAK 1402 1415 46.0 28.2 24.6 2 0 0 1,434.7259
C_26 Talin‐1 TLN1_HUMAN 269,765 9 9 17 4.84% NGNLPEFGDAISTASK 1416 1431 58.1 27.5 46.4 2 0 0 1,620.7865
C_26 Talin‐1 TLN1_HUMAN 269,765 9 9 17 4.84% DPPSWSVLAGHSR 1626 1638 19.8 27.8 13.8 0 1 0 1,408.6968
C_26 Talin‐1 TLN1_HUMAN 269,765 9 9 17 4.84% VGDDPAVWQLK 2105 2115 52.7 26.0 49.1 2 0 0 1,227.6370
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% IGITNHDEYSLVR 119 131 48.8 27.7 44.9 0 2 0 1,516.7755
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% DPVQLNLLYVQAR 208 220 40.2 26.0 35.1 1 0 0 1,528.8483
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% ILAQATSDLVNAIK 828 841 74.8 25.7 65.1 2 0 0 1,456.8371
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% NLGTALAELR 1026 1035 52.7 27.8 36.7 2 0 0 1,057.6001
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% ALSTDPAAPNLK 1321 1332 42.2 26.3 34.0 2 0 0 1,197.6475
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% NGNLPEFGDAISTASK 1416 1431 51.2 27.5 37.1 2 0 0 1,620.7865
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% EVANSTANLVK 1531 1541 27.0 28.3 14.6 1 0 0 1,145.6160
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% DPPSWSVLAGHSR 1626 1638 35.0 27.6 29.7 1 2 0 1,408.6968
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% AIAVTVQEMVTK 1863 1874 52.5 27.9 47.2 3 0 0 1,305.7084
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% LASEAKPAAVAAENEEIGSHIK 1896 1917 56.6 26.9 52.0 0 2 0 2,235.1616
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% LAQAAQSSVATITR 2044 2057 76.2 27.2 72.0 2 0 0 1,416.7805
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% ALGDLISATK 2090 2099 38.5 28.1 21.3 2 0 0 988.5675
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% QEDVIATANLSR 2198 2209 37.1 27.8 30.3 1 0 0 1,316.6805
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% VAGSVTELIQAAEAMK 2276 2291 36.7 28.1 25.4 1 0 0 1,633.8467
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% SIAAATSALVK 2351 2361 41.5 25.9 34.5 2 0 0 1,031.6095
C_27 Talin‐1 TLN1_HUMAN 269,765 16 18 30 8.82% MVAAATNNLCEAANAAVQGHASQEK 2399 2423 56.5 25.0 54.5 0 2 0 2,572.1878
C_28 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.82% ILAQATSDLVNAIK 828 841 51.5 25.5 38.8 2 0 0 1,456.8371
C_28 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.82% QAAASATQTIAAAQHAASTPK 923 943 40.8 27.7 36.0 0 2 0 1,995.0254
C_28 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.82% NLGTALAELR 1026 1035 47.5 27.1 33.3 2 0 0 1,057.6001
C_28 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.82% ALSTDPAAPNLK 1321 1332 34.2 26.6 22.1 2 0 0 1,197.6475
C_28 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.82% VLGEAMTGISQNAK 1402 1415 53.3 28.2 41.5 2 0 0 1,434.7259
C_28 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.82% NGNLPEFGDAISTASK 1416 1431 25.8 27.5 17.1 2 0 0 1,620.7865
C_28 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.82% LAQAAQSSVATITR 2044 2057 78.2 27.6 70.2 2 0 0 1,416.7805
C_28 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.82% ALGDLISATK 2090 2099 29.2 28.1 10.1 2 0 0 988.5675
C_28 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.82% VMVTNVTSLLK 2120 2130 40.5 26.7 27.1 2 0 0 1,220.6920
C_28 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.82% SIAAATSALVK 2351 2361 24.2 26.0 12.4 1 0 0 1,031.6095
C_28 Talin‐1 TLN1_HUMAN 269,765 11 11 20 5.82% AAAFEEQENETVVVK 2477 2491 31.4 27.6 24.6 1 0 0 1,663.8173
C_29 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.13% GLAGAVSELLR 614 624 50.6 25.4 30.1 2 0 0 1,085.6314
C_29 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.13% ILAQATSDLVNAIK 828 841 40.2 25.5 32.7 2 0 0 1,456.8371
C_29 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.13% QAAASATQTIAAAQHAASTPK 923 943 16.4 27.6 14.2 0 1 0 1,995.0254
C_29 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.13% NLGTALAELR 1026 1035 36.2 27.1 28.1 2 0 0 1,057.6001
C_29 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.13% ALSTDPAAPNLK 1321 1332 25.8 26.3 19.3 1 0 0 1,197.6475
C_29 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.13% NGNLPEFGDAISTASK 1416 1431 35.6 27.6 34.7 2 0 0 1,620.7865
C_29 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.13% ALGDLISATK 2090 2099 35.0 28.1 23.7 1 0 0 988.5675
C_29 Talin‐1 TLN1_HUMAN 269,765 8 8 12 4.13% VGDDPAVWQLK 2105 2115 26.0 26.0 19.1 1 0 0 1,227.6370
C_30 Talin‐1 TLN1_HUMAN 269,765 2 2 3 1.18% ILAQATSDLVNAIK 828 841 42.6 25.7 33.3 2 0 0 1,456.8371
C_30 Talin‐1 TLN1_HUMAN 269,765 2 2 3 1.18% NGNLPEFGDAISTASK 1416 1431 35.0 27.4 33.5 1 0 0 1,620.7865
D_30 Talin‐1 TLN1_HUMAN 269,765 3 3 5 1.38% AVASAAAALVLK 674 685 57.9 25.0 40.2 2 0 0 1,084.6724
D_30 Talin‐1 TLN1_HUMAN 269,765 3 3 5 1.38% EVANSTANLVK 1531 1541 33.4 28.5 20.5 1 0 0 1,145.6160
D_30 Talin‐1 TLN1_HUMAN 269,765 3 3 5 1.38% AIAVTVQEMVTK 1863 1874 28.7 27.5 18.9 2 0 0 1,305.7084
D_31 Talin‐1 TLN1_HUMAN 269,765 3 3 4 1.30% AVASAAAALVLK 674 685 46.5 25.0 30.5 2 0 0 1,084.6724
D_31 Talin‐1 TLN1_HUMAN 269,765 3 3 4 1.30% EVANSTANLVK 1531 1541 29.1 28.2 16.6 1 0 0 1,145.6160
D_31 Talin‐1 TLN1_HUMAN 269,765 3 3 4 1.30% ALGDLISATK 2090 2099 26.7 28.1 19.6 1 0 0 988.5675
H_12 Talin‐1 TLN1_HUMAN 269,765 3 4 7 1.53% IGITNHDEYSLVR 119 131 65.4 27.8 59.9 2 2 0 1,516.7755
H_12 Talin‐1 TLN1_HUMAN 269,765 3 4 7 1.53% KFFYSDQNVDSR 196 207 15.8 25.5 9.1 0 1 0 1,505.7019
H_12 Talin‐1 TLN1_HUMAN 269,765 3 4 7 1.53% DDILNGSHPVSFDK 221 234 53.0 26.1 36.4 2 0 0 1,543.7389
H_21 Talin‐1 TLN1_HUMAN 269,765 5 5 6 2.83% QAAASATQTIAAAQHAASTPK 923 943 22.0 27.7 15.7 0 2 0 1,995.0254
H_21 Talin‐1 TLN1_HUMAN 269,765 5 5 6 2.83% ASAGPQPLLVQSCK 944 957 26.4 27.4 15.4 1 0 0 1,455.7626
H_21 Talin‐1 TLN1_HUMAN 269,765 5 5 6 2.83% ALGDLISATK 2090 2099 22.2 27.2 12.0 1 0 0 988.5675
H_21 Talin‐1 TLN1_HUMAN 269,765 5 5 6 2.83% EAAYHPEVAPDVR 2221 2233 17.1 26.9 11.6 0 1 0 1,453.7070
H_21 Talin‐1 TLN1_HUMAN 269,765 5 5 6 2.83% QVAASTAQLLVACK 2430 2443 34.0 27.7 28.1 1 0 0 1,459.7938



H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% AVASAAAALVLK 674 685 80.4 25.0 53.3 2 0 0 1,084.6724
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% QAAASATQTIAAAQHAASTPK 923 943 49.4 27.7 41.6 0 2 0 1,995.0254
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% ASAGPQPLLVQSCK 944 957 69.0 27.3 67.4 2 0 0 1,455.7626
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% AVAEQIPLLVQGVR 958 971 52.3 25.0 49.3 2 2 0 1,492.8847
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% NLGTALAELR 1026 1035 64.6 28.5 44.0 2 0 0 1,057.6001
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% NGNLPEFGDAISTASK 1416 1431 61.2 27.5 44.8 2 0 0 1,620.7865
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% AAMEPIVISAK 1594 1604 32.2 29.0 28.2 2 0 0 1,145.6236
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% DPPSWSVLAGHSR 1626 1638 43.5 27.7 31.2 2 0 0 1,408.6968
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% LASEAKPAAVAAENEEIGSHIK 1896 1917 61.4 27.0 55.2 0 2 0 2,235.1616
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% VQELGHGCAALVTK 1920 1933 48.8 26.6 39.1 2 0 0 1,482.7735
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% AGALQCSPSDAYTK 1934 1947 31.3 25.0 22.6 1 0 0 1,468.6738
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% LAQAAQSSVATITR 2044 2057 97.4 27.2 86.2 2 0 0 1,416.7805
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% ALGDLISATK 2090 2099 52.3 27.2 36.7 2 0 0 988.5675
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% QELAVFCSPEPPAK 2155 2168 60.3 28.0 48.7 2 0 0 1,572.7728
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% QEDVIATANLSR 2198 2209 54.7 28.5 25.0 1 0 0 1,316.6805
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% EAAYHPEVAPDVR 2221 2233 21.6 26.8 11.3 0 1 0 1,453.7070
H_22 Talin‐1 TLN1_HUMAN 269,765 17 18 33 9.37% QVAASTAQLLVACK 2430 2443 98.2 27.3 87.6 2 0 0 1,459.7938
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% ALDYYMLR 67 74 32.5 25.0 27.0 2 0 0 1,044.5183
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% FFYSDQNVDSR 197 207 55.7 25.0 53.6 1 0 0 1,377.6069
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% AVASAAAALVLK 674 685 62.7 25.0 40.3 2 0 0 1,084.6724
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% QAAASATQTIAAAQHAASTPK 923 943 43.9 27.6 38.2 0 2 0 1,995.0254
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% ASAGPQPLLVQSCK 944 957 50.2 27.3 47.9 2 0 0 1,455.7626
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% AVAEQIPLLVQGVR 958 971 62.5 25.0 55.1 2 1 0 1,492.8847
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% NLGTALAELR 1026 1035 59.7 27.1 41.5 2 0 0 1,057.6001
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% NGNLPEFGDAISTASK 1416 1431 55.3 27.6 39.5 2 0 0 1,620.7865
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% DPPSWSVLAGHSR 1626 1638 36.4 27.7 28.8 2 0 0 1,408.6968
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% VQELGHGCAALVTK 1920 1933 39.4 26.6 36.4 2 0 0 1,482.7735
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% AGALQCSPSDAYTK 1934 1947 44.6 25.0 35.8 2 0 0 1,468.6738
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% ALGDLISATK 2090 2099 41.5 27.2 27.6 2 0 0 988.5675
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% QELAVFCSPEPPAK 2155 2168 47.8 28.0 35.8 2 0 0 1,572.7728
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% TSTPEDFIR 2169 2177 34.2 26.4 22.7 2 0 0 1,065.5212
H_23 Talin‐1 TLN1_HUMAN 269,765 15 17 32 7.63% QVAASTAQLLVACK 2430 2443 108.0 27.6 98.0 2 2 0 1,459.7938
H_24 Talin‐1 TLN1_HUMAN 269,765 3 3 5 1.93% QAAASATQTIAAAQHAASTPK 923 943 25.4 27.7 18.5 0 2 0 1,995.0254
H_24 Talin‐1 TLN1_HUMAN 269,765 3 3 5 1.93% ASAGPQPLLVQSCK 944 957 28.9 27.5 28.9 2 0 0 1,455.7626
H_24 Talin‐1 TLN1_HUMAN 269,765 3 3 5 1.93% LAQAAQSSVATITR 2044 2057 66.0 27.2 65.8 1 0 0 1,416.7805
I_21 Talin‐1 TLN1_HUMAN 269,765 4 4 8 2.28% GLAGAVSELLR 614 624 47.2 27.1 21.5 2 0 0 1,085.6314
I_21 Talin‐1 TLN1_HUMAN 269,765 4 4 8 2.28% QAAASATQTIAAAQHAASTPK 923 943 27.9 27.7 24.9 0 2 0 1,995.0254
I_21 Talin‐1 TLN1_HUMAN 269,765 4 4 8 2.28% NLGTALAELR 1026 1035 45.7 27.1 29.9 2 0 0 1,057.6001
I_21 Talin‐1 TLN1_HUMAN 269,765 4 4 8 2.28% NGNLPEFGDAISTASK 1416 1431 25.4 27.7 16.6 2 0 0 1,620.7865
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% GLAGAVSELLR 614 624 70.0 25.4 50.3 2 0 0 1,085.6314
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% QAAASATQTIAAAQHAASTPK 923 943 38.0 27.6 31.6 0 2 0 1,995.0254
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% ASAGPQPLLVQSCK 944 957 61.7 27.3 53.3 2 0 0 1,455.7626
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% AVAEQIPLLVQGVR 958 971 45.4 25.0 42.6 2 0 0 1,492.8847
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% NLGTALAELR 1026 1035 77.1 27.9 57.7 2 0 0 1,057.6001
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% VLGEAMTGISQNAK 1402 1415 33.7 28.7 33.7 1 0 0 1,418.7309
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% NGNLPEFGDAISTASK 1416 1431 51.1 27.5 30.7 2 0 0 1,620.7865
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% VQELGHGCAALVTK 1920 1933 45.6 27.0 40.0 2 0 0 1,482.7735
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% AGALQCSPSDAYTK 1934 1947 23.3 25.0 23.3 2 0 0 1,468.6738
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% VLVEDTKVLVQNAAGSQEK 2025 2043 35.0 27.0 33.6 0 2 0 2,028.0973
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% LAQAAQSSVATITR 2044 2057 95.6 27.6 89.9 2 0 0 1,416.7805
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% ALGDLISATK 2090 2099 25.7 28.1 16.8 2 0 0 988.5675
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% TSTPEDFIR 2169 2177 29.5 26.4 18.5 2 0 0 1,065.5212
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% AVAAGNSCRQEDVIATANLSR 2189 2209 41.3 27.5 33.6 0 2 0 2,203.0884
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% EAAYHPEVAPDVR 2221 2233 20.5 26.9 15.1 1 0 0 1,453.7070
I_22 Talin‐1 TLN1_HUMAN 269,765 16 17 31 8.97% QVAASTAQLLVACK 2430 2443 73.3 27.3 58.2 2 1 0 1,459.7938
I_23 Talin‐1 TLN1_HUMAN 269,765 2 2 3 0.98% GLAGAVSELLR 614 624 43.3 26.5 31.6 1 0 0 1,085.6314
I_23 Talin‐1 TLN1_HUMAN 269,765 2 2 3 0.98% AVAEQIPLLVQGVR 958 971 56.0 25.0 51.6 2 0 0 1,492.8847
J_22 Talin‐1 TLN1_HUMAN 269,765 6 6 10 3.07% ILAQATSDLVNAIK 828 841 60.5 25.0 53.2 2 0 0 1,456.8371
J_22 Talin‐1 TLN1_HUMAN 269,765 6 6 10 3.07% ASAGPQPLLVQSCK 944 957 45.8 27.4 45.0 2 0 0 1,455.7626
J_22 Talin‐1 TLN1_HUMAN 269,765 6 6 10 3.07% NLGTALAELR 1026 1035 36.9 28.5 18.0 1 0 0 1,057.6001
J_22 Talin‐1 TLN1_HUMAN 269,765 6 6 10 3.07% ALSTDPAAPNLK 1321 1332 24.8 26.1 14.6 2 0 0 1,197.6475
J_22 Talin‐1 TLN1_HUMAN 269,765 6 6 10 3.07% LAQAAQSSVATITR 2044 2057 61.3 27.1 60.6 2 0 0 1,416.7805
J_22 Talin‐1 TLN1_HUMAN 269,765 6 6 10 3.07% QVAASTAQLLVACK 2430 2443 57.6 27.4 53.8 1 0 0 1,459.7938
K_12 Talin‐1 TLN1_HUMAN 269,765 2 2 4 1.06% DPVQLNLLYVQAR 208 220 70.5 26.1 62.5 2 0 0 1,528.8483
K_12 Talin‐1 TLN1_HUMAN 269,765 2 2 4 1.06% DDILNGSHPVSFDK 221 234 44.7 26.0 38.7 2 0 0 1,543.7389
K_22 Talin‐1 TLN1_HUMAN 269,765 12 12 20 6.53% AVASAAAALVLK 674 685 60.8 25.0 41.8 2 0 0 1,084.6724
K_22 Talin‐1 TLN1_HUMAN 269,765 12 12 20 6.53% ILAQATSDLVNAIK 828 841 63.8 25.5 54.4 2 0 0 1,456.8371
K_22 Talin‐1 TLN1_HUMAN 269,765 12 12 20 6.53% QAAASATQTIAAAQHAASTPK 923 943 59.5 27.7 51.4 0 2 0 1,995.0254
K_22 Talin‐1 TLN1_HUMAN 269,765 12 12 20 6.53% ASAGPQPLLVQSCK 944 957 53.3 27.4 44.4 2 0 0 1,455.7626
K_22 Talin‐1 TLN1_HUMAN 269,765 12 12 20 6.53% AVAEQIPLLVQGVR 958 971 55.4 25.0 53.0 1 0 0 1,492.8847
K_22 Talin‐1 TLN1_HUMAN 269,765 12 12 20 6.53% NLGTALAELR 1026 1035 58.4 28.5 37.4 2 0 0 1,057.6001
K_22 Talin‐1 TLN1_HUMAN 269,765 12 12 20 6.53% NGNLPEFGDAISTASK 1416 1431 52.2 27.4 36.0 2 0 0 1,620.7865
K_22 Talin‐1 TLN1_HUMAN 269,765 12 12 20 6.53% DPPSWSVLAGHSR 1626 1638 23.0 27.8 17.0 1 0 0 1,408.6968
K_22 Talin‐1 TLN1_HUMAN 269,765 12 12 20 6.53% VQELGHGCAALVTK 1920 1933 50.0 26.6 42.5 1 0 0 1,482.7735
K_22 Talin‐1 TLN1_HUMAN 269,765 12 12 20 6.53% LAQAAQSSVATITR 2044 2057 83.8 27.3 76.5 2 0 0 1,416.7805
K_22 Talin‐1 TLN1_HUMAN 269,765 12 12 20 6.53% ALGDLISATK 2090 2099 41.6 29.2 26.5 1 0 0 988.5675
K_22 Talin‐1 TLN1_HUMAN 269,765 12 12 20 6.53% QVAASTAQLLVACK 2430 2443 50.9 27.5 46.9 2 0 0 1,459.7938
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% FFYSDQNVDSR 197 207 36.9 25.0 30.4 2 0 0 1,377.6069
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% GLAGAVSELLR 614 624 57.9 26.6 40.8 2 0 0 1,085.6314
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% AVASAAAALVLK 674 685 48.8 25.0 30.1 2 0 0 1,084.6724
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% ILAQATSDLVNAIK 828 841 81.5 25.5 69.3 2 0 0 1,456.8371
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% QAAASATQTIAAAQHAASTPK 923 943 39.3 27.6 32.2 0 2 0 1,995.0254
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% ASAGPQPLLVQSCK 944 957 58.1 27.3 55.2 2 0 0 1,455.7626
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% AVAEQIPLLVQGVR 958 971 60.7 25.0 56.8 2 2 0 1,492.8847
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% NLGTALAELR 1026 1035 67.2 28.5 48.3 2 0 0 1,057.6001
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% ALSTDPAAPNLK 1321 1332 38.7 26.0 28.2 2 0 0 1,197.6475
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% NGNLPEFGDAISTASK 1416 1431 56.8 27.5 40.7 2 0 0 1,620.7865
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% DPPSWSVLAGHSR 1626 1638 46.2 27.6 39.8 2 0 0 1,408.6968
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% VQELGHGCAALVTK 1920 1933 35.2 26.6 35.2 2 1 0 1,482.7735
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% AGALQCSPSDAYTK 1934 1947 31.4 25.0 25.2 2 0 0 1,468.6738
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% LAQAAQSSVATITR 2044 2057 88.8 27.6 84.3 2 0 0 1,416.7805
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% ALGDLISATK 2090 2099 66.7 27.2 39.1 2 0 0 988.5675
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% QELAVFCSPEPPAK 2155 2168 60.7 28.2 48.1 2 0 0 1,572.7728
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% QEDVIATANLSR 2198 2209 48.0 28.4 42.7 1 0 0 1,316.6805
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% EAAYHPEVAPDVR 2221 2233 33.0 26.8 27.3 1 0 0 1,453.7070
K_23 Talin‐1 TLN1_HUMAN 269,765 19 22 40 9.96% QVAASTAQLLVACK 2430 2443 83.0 27.3 79.0 2 1 0 1,459.7938
L_13 Talin‐1 TLN1_HUMAN 269,765 2 2 2 1.02% LAQAAQSSVATITR 2044 2057 63.4 27.2 57.6 1 0 0 1,416.7805
L_13 Talin‐1 TLN1_HUMAN 269,765 2 2 2 1.02% QEDVIATANLSR 2198 2209 27.7 28.6 13.6 1 0 0 1,316.6805
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% AVASAAAALVLK 674 685 54.5 25.0 42.7 2 0 0 1,084.6724
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% ILAQATSDLVNAIK 828 841 73.0 25.1 63.2 2 0 0 1,456.8371
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% QAAASATQTIAAAQHAASTPK 923 943 47.3 27.7 41.5 0 2 0 1,995.0254
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% ASAGPQPLLVQSCK 944 957 48.7 27.4 41.3 2 0 0 1,455.7626
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% AVAEQIPLLVQGVR 958 971 62.4 25.0 57.3 2 0 0 1,492.8847
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% NLGTALAELR 1026 1035 61.7 28.5 44.2 2 0 0 1,057.6001
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% VLGEAMTGISQNAK 1402 1415 50.1 28.2 39.9 2 0 0 1,434.7259
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% ALDGAFTEENR 1545 1555 36.8 25.6 32.7 1 0 0 1,222.5699
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% AIAVTVQEMVTK 1863 1874 59.1 27.3 55.3 2 0 0 1,305.7084
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% AGALQCSPSDAYTK 1934 1947 57.6 25.0 57.6 2 0 0 1,468.6738
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% LAQAAQSSVATITR 2044 2057 96.4 27.3 90.7 2 0 0 1,416.7805
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% VMVTNVTSLLK 2120 2130 32.5 26.6 23.2 1 0 0 1,220.6920
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% AAAFEEQENETVVVK 2477 2491 71.8 27.6 64.5 1 0 0 1,663.8173
L_15 Talin‐1 TLN1_HUMAN 269,765 14 14 24 7.01% AAAFEEQENETVVVKEK 2477 2493 27.6 27.4 27.5 0 1 0 1,920.9549



L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% IGITNHDEYSLVR 119 131 60.9 28.0 54.1 0 2 0 1,516.7755
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% DPVQLNLLYVQAR 208 220 31.0 26.2 24.4 1 0 0 1,528.8483
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% TYGVSFFLVK 307 316 31.1 28.0 28.1 2 0 0 1,160.6350
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% LLAALLEDEGGSGRPLLQAAK 593 613 57.6 25.0 49.4 0 2 0 2,122.1870
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% MATNAAAQNAIK 899 910 63.8 27.7 49.5 2 0 0 1,219.6100
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% ASAGPQPLLVQSCK 944 957 61.7 27.3 57.8 2 0 0 1,455.7626
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% AVAEQIPLLVQGVR 958 971 74.4 25.0 69.1 2 2 0 1,492.8847
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% LNEAAAGLNQAATELVQASR 1242 1261 107.0 27.7 104.0 2 2 0 2,027.0516
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% ALSTDPAAPNLK 1321 1332 28.5 26.5 22.8 2 0 0 1,197.6475
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% VLGEAMTGISQNAK 1402 1415 53.3 28.2 48.8 2 0 0 1,434.7259
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% DPPSWSVLAGHSR 1626 1638 34.3 27.4 29.9 1 0 0 1,408.6968
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% DLDQASLAAVSQQLAPR 1674 1690 59.3 27.3 47.5 2 1 0 1,782.9346
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% TLAESALQLLYTAK 1767 1780 99.7 25.6 92.6 2 0 0 1,521.8524
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% AIAVTVQEMVTK 1863 1874 65.3 27.2 58.3 2 0 0 1,305.7084
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% AGALQCSPSDAYTK 1934 1947 37.4 25.0 37.4 2 0 0 1,468.6738
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% LAQAAQSSVATITR 2044 2057 92.1 27.1 86.6 2 0 0 1,416.7805
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% VMVTNVTSLLK 2120 2130 30.3 26.6 20.4 1 0 0 1,220.6920
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% QVAASTAQLLVACK 2430 2443 76.7 27.5 70.5 2 0 0 1,459.7938
L_16 Talin‐1 TLN1_HUMAN 269,765 19 22 40 10.50% AAAFEEQENETVVVK 2477 2491 81.1 27.5 72.4 2 0 0 1,663.8173
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% AVASAAAALVLK 674 685 55.4 25.0 37.6 1 0 0 1,084.6724
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% AVEGCVSASQAATEDGQLLR 746 765 81.5 26.1 73.5 1 0 0 2,061.9871
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% ASAGPQPLLVQSCK 944 957 44.2 27.3 39.6 2 0 0 1,455.7626
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% AVAEQIPLLVQGVR 958 971 49.0 25.0 43.0 1 0 0 1,492.8847
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% NLGTALAELR 1026 1035 43.7 28.5 28.3 2 0 0 1,057.6001
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% ALSTDPAAPNLK 1321 1332 30.2 26.0 23.6 2 0 0 1,197.6475
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% VLGEAMTGISQNAK 1402 1415 52.5 28.4 45.0 2 0 0 1,434.7259
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% NGNLPEFGDAISTASK 1416 1431 45.3 27.7 28.3 2 0 0 1,620.7865
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% ALDGAFTEENR 1545 1555 41.0 25.4 41.0 2 0 0 1,222.5699
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% AAMEPIVISAK 1594 1604 45.5 29.2 36.6 2 0 0 1,145.6236
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% AIAVTVQEMVTK 1863 1874 53.0 27.5 46.2 1 0 0 1,305.7084
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% AGALQCSPSDAYTK 1934 1947 41.2 25.0 40.8 2 0 0 1,468.6738
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% LAQAAQSSVATITR 2044 2057 84.8 27.1 78.1 2 0 0 1,416.7805
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% VMVTNVTSLLK 2120 2130 26.1 26.8 16.7 2 0 0 1,220.6920
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% TSTPEDFIR 2169 2177 24.8 27.0 19.1 1 0 0 1,065.5212
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% EAAYHPEVAPDVR 2221 2233 18.1 26.8 11.9 0 1 0 1,453.7070
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% SIAAATSALVK 2351 2361 40.7 26.0 34.3 1 0 0 1,031.6095
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% QVAASTAQLLVACK 2430 2443 51.5 27.3 51.5 1 0 0 1,459.7938
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% AAAFEEQENETVVVK 2477 2491 54.1 27.6 46.3 2 0 0 1,663.8173
M_15 Talin‐1 TLN1_HUMAN 269,765 20 20 31 9.80% AAAFEEQENETVVVKEK 2477 2493 19.8 27.1 15.0 0 1 0 1,920.9549
M_16 Talin‐1 TLN1_HUMAN 269,765 11 11 18 5.75% ILAQATSDLVNAIK 828 841 71.6 25.0 60.4 1 0 0 1,456.8371
M_16 Talin‐1 TLN1_HUMAN 269,765 11 11 18 5.75% ASAGPQPLLVQSCK 944 957 50.1 27.3 41.7 2 0 0 1,455.7626
M_16 Talin‐1 TLN1_HUMAN 269,765 11 11 18 5.75% AVAEQIPLLVQGVR 958 971 52.5 25.0 51.8 2 0 0 1,492.8847
M_16 Talin‐1 TLN1_HUMAN 269,765 11 11 18 5.75% NLGTALAELR 1026 1035 52.5 28.5 34.6 1 0 0 1,057.6001
M_16 Talin‐1 TLN1_HUMAN 269,765 11 11 18 5.75% ALSTDPAAPNLK 1321 1332 37.2 25.9 25.3 2 0 0 1,197.6475
M_16 Talin‐1 TLN1_HUMAN 269,765 11 11 18 5.75% VLGEAMTGISQNAK 1402 1415 57.9 28.4 51.2 2 0 0 1,434.7259
M_16 Talin‐1 TLN1_HUMAN 269,765 11 11 18 5.75% NGNLPEFGDAISTASK 1416 1431 45.2 27.6 36.0 1 0 0 1,620.7865
M_16 Talin‐1 TLN1_HUMAN 269,765 11 11 18 5.75% ALDGAFTEENR 1545 1555 29.3 25.4 26.5 2 0 0 1,222.5699
M_16 Talin‐1 TLN1_HUMAN 269,765 11 11 18 5.75% AIAVTVQEMVTK 1863 1874 50.3 27.4 47.0 2 0 0 1,305.7084
M_16 Talin‐1 TLN1_HUMAN 269,765 11 11 18 5.75% LAQAAQSSVATITR 2044 2057 96.4 27.6 90.6 2 0 0 1,416.7805
M_16 Talin‐1 TLN1_HUMAN 269,765 11 11 18 5.75% AAAFEEQENETVVVK 2477 2491 48.2 27.5 44.0 1 0 0 1,663.8173
O_15 Talin‐1 TLN1_HUMAN 269,765 2 2 2 0.87% NLGTALAELR 1026 1035 31.2 28.5 18.2 1 0 0 1,057.6001
O_15 Talin‐1 TLN1_HUMAN 269,765 2 2 2 0.87% QEDVIATANLSR 2198 2209 47.0 29.1 37.9 1 0 0 1,316.6805
P_15 Talin‐1 TLN1_HUMAN 269,765 4 4 6 2.05% ALSTDPAAPNLK 1321 1332 36.6 26.4 33.0 2 0 0 1,197.6475
P_15 Talin‐1 TLN1_HUMAN 269,765 4 4 6 2.05% VLGEAMTGISQNAK 1402 1415 32.2 28.1 28.2 2 0 0 1,434.7259
P_15 Talin‐1 TLN1_HUMAN 269,765 4 4 6 2.05% LAQAAQSSVATITR 2044 2057 78.8 26.8 70.2 1 0 0 1,416.7805
P_15 Talin‐1 TLN1_HUMAN 269,765 4 4 6 2.05% QEDVIATANLSR 2198 2209 30.8 28.6 24.5 1 0 0 1,316.6805
Q_15 Talin‐1 TLN1_HUMAN 269,765 9 9 18 4.57% ASAGPQPLLVQSCK 944 957 35.6 27.5 30.4 2 0 0 1,455.7626
Q_15 Talin‐1 TLN1_HUMAN 269,765 9 9 18 4.57% NLGTALAELR 1026 1035 52.5 28.5 35.4 2 0 0 1,057.6001
Q_15 Talin‐1 TLN1_HUMAN 269,765 9 9 18 4.57% ALSTDPAAPNLK 1321 1332 35.6 26.1 25.0 2 0 0 1,197.6475
Q_15 Talin‐1 TLN1_HUMAN 269,765 9 9 18 4.57% VLGEAMTGISQNAK 1402 1415 47.0 28.1 37.9 2 0 0 1,434.7259
Q_15 Talin‐1 TLN1_HUMAN 269,765 9 9 18 4.57% ALDGAFTEENR 1545 1555 36.6 25.4 34.4 2 0 0 1,222.5699
Q_15 Talin‐1 TLN1_HUMAN 269,765 9 9 18 4.57% AIAVTVQEMVTK 1863 1874 63.6 27.5 56.5 2 0 0 1,305.7084
Q_15 Talin‐1 TLN1_HUMAN 269,765 9 9 18 4.57% AGALQCSPSDAYTK 1934 1947 44.6 25.1 40.7 2 0 0 1,468.6738
Q_15 Talin‐1 TLN1_HUMAN 269,765 9 9 18 4.57% LAQAAQSSVATITR 2044 2057 84.2 27.2 79.8 2 0 0 1,416.7805
Q_15 Talin‐1 TLN1_HUMAN 269,765 9 9 18 4.57% AAAFEEQENETVVVK 2477 2491 56.7 27.6 52.1 2 0 0 1,663.8173
Q_16 Talin‐1 TLN1_HUMAN 269,765 5 5 7 2.36% NLGTALAELR 1026 1035 39.9 28.5 27.9 2 0 0 1,057.6001
Q_16 Talin‐1 TLN1_HUMAN 269,765 5 5 7 2.36% ALSTDPAAPNLK 1321 1332 41.3 26.2 29.6 1 0 0 1,197.6475
Q_16 Talin‐1 TLN1_HUMAN 269,765 5 5 7 2.36% ALDGAFTEENR 1545 1555 24.3 25.6 20.8 1 0 0 1,222.5699
Q_16 Talin‐1 TLN1_HUMAN 269,765 5 5 7 2.36% QEDVIATANLSR 2198 2209 61.9 28.6 53.4 2 0 0 1,316.6805
Q_16 Talin‐1 TLN1_HUMAN 269,765 5 5 7 2.36% AAAFEEQENETVVVK 2477 2491 41.5 27.6 32.4 1 0 0 1,663.8173
A_05 Transmembrane emp24 domain‐containing protein 10 TMEDA_HUMAN 24,829 2 2 3 10.50% ITDSAGHILYSK 76 87 30.3 28.3 25.2 1 0 0 1,304.6846
A_05 Transmembrane emp24 domain‐containing protein 10 TMEDA_HUMAN 24,829 2 2 3 10.50% IPDQLVILDMK 117 127 68.8 27.7 51.6 2 0 0 1,300.7185
C_05 Transmembrane emp24 domain‐containing protein 10 TMEDA_HUMAN 24,829 2 2 3 12.80% ITDSAGHILYSKEDATK 76 92 22.5 27.7 14.5 0 1 0 1,848.9340
C_05 Transmembrane emp24 domain‐containing protein 10 TMEDA_HUMAN 24,829 2 2 3 12.80% IPDQLVILDMK 117 127 49.2 28.0 34.1 2 0 0 1,300.7185
A_06 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 2 4 6.82% QQLGTAVELEMAK 295 307 60.0 28.4 40.7 2 0 0 1,433.7307
A_06 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 2 4 6.82% FGYQFTQQGPR 318 328 45.7 26.1 44.1 2 0 0 1,328.6383
A_12 Tropomodulin‐3 TMOD3_HUMAN 39,596 4 4 8 14.20% DREDYVPYTGEK 82 93 53.8 25.0 53.8 2 0 0 1,471.6701
A_12 Tropomodulin‐3 TMOD3_HUMAN 39,596 4 4 8 14.20% SNDPVATAFAEMLK 239 252 53.0 27.2 43.8 2 0 0 1,509.7255
A_12 Tropomodulin‐3 TMOD3_HUMAN 39,596 4 4 8 14.20% QQLGTAVELEMAK 295 307 64.8 28.5 44.8 2 0 0 1,433.7307
A_12 Tropomodulin‐3 TMOD3_HUMAN 39,596 4 4 8 14.20% FGYQFTQQGPR 318 328 79.8 26.1 73.1 2 0 0 1,328.6383
B_06 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 2 4 6.82% QQLGTAVELEMAK 295 307 44.2 28.4 43.5 2 0 0 1,433.7307
B_06 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 2 4 6.82% FGYQFTQQGPR 318 328 46.9 26.1 40.4 2 0 0 1,328.6383
B_12 Tropomodulin‐3 TMOD3_HUMAN 39,596 4 4 8 14.20% DREDYVPYTGEK 82 93 47.2 25.0 47.2 2 0 0 1,471.6701
B_12 Tropomodulin‐3 TMOD3_HUMAN 39,596 4 4 8 14.20% SNDPVATAFAEMLK 239 252 72.8 27.0 67.1 2 0 0 1,509.7255
B_12 Tropomodulin‐3 TMOD3_HUMAN 39,596 4 4 8 14.20% QQLGTAVELEMAK 295 307 66.7 28.5 54.9 2 0 0 1,433.7307
B_12 Tropomodulin‐3 TMOD3_HUMAN 39,596 4 4 8 14.20% FGYQFTQQGPR 318 328 67.2 26.5 63.4 2 0 0 1,328.6383
C_12 Tropomodulin‐3 TMOD3_HUMAN 39,596 4 4 8 13.60% SNDPVATAFAEMLK 239 252 65.5 26.7 51.8 2 0 0 1,509.7255
C_12 Tropomodulin‐3 TMOD3_HUMAN 39,596 4 4 8 13.60% QQLGTAVELEMAK 295 307 57.4 28.3 48.3 2 0 0 1,433.7307
C_12 Tropomodulin‐3 TMOD3_HUMAN 39,596 4 4 8 13.60% MLEENTNILK 308 317 36.0 27.8 5.3 2 0 0 1,220.6193
C_12 Tropomodulin‐3 TMOD3_HUMAN 39,596 4 4 8 13.60% FGYQFTQQGPR 318 328 59.0 26.2 52.0 2 0 0 1,328.6383
F_14 Tropomodulin‐3 TMOD3_HUMAN 39,596 3 3 5 9.09% CFSLAATR 231 238 40.0 26.0 29.7 2 0 0 925.4560
F_14 Tropomodulin‐3 TMOD3_HUMAN 39,596 3 3 5 9.09% QQLGTAVELEMAK 295 307 35.8 28.4 34.9 1 0 0 1,433.7307
F_14 Tropomodulin‐3 TMOD3_HUMAN 39,596 3 3 5 9.09% FGYQFTQQGPR 318 328 56.3 26.6 49.5 2 0 0 1,328.6383
H_10 Tropomodulin‐3 TMOD3_HUMAN 39,596 5 5 9 16.80% TKENDAHLVEVNLNNIK 193 209 45.8 26.7 34.7 0 2 0 1,951.0244
H_10 Tropomodulin‐3 TMOD3_HUMAN 39,596 5 5 9 16.80% CFSLAATR 231 238 27.7 26.1 15.3 1 0 0 925.4560
H_10 Tropomodulin‐3 TMOD3_HUMAN 39,596 5 5 9 16.80% QQLGTAVELEMAK 295 307 38.0 28.4 27.1 2 0 0 1,433.7307
H_10 Tropomodulin‐3 TMOD3_HUMAN 39,596 5 5 9 16.80% MLEENTNILK 308 317 36.2 28.0 8.4 2 0 0 1,220.6193
H_10 Tropomodulin‐3 TMOD3_HUMAN 39,596 5 5 9 16.80% FGYQFTQQGPR 318 328 70.7 26.7 64.5 2 0 0 1,328.6383
I_10 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 2 4 7.95% TKENDAHLVEVNLNNIK 193 209 48.6 26.8 41.3 0 2 0 1,951.0244
I_10 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 2 4 7.95% FGYQFTQQGPR 318 328 63.2 26.4 61.3 2 0 0 1,328.6383
K_10 Tropomodulin‐3 TMOD3_HUMAN 39,596 3 3 4 13.10% EALEHKDREDYVPYTGEK 76 93 23.5 26.6 20.2 0 1 0 2,179.0304
K_10 Tropomodulin‐3 TMOD3_HUMAN 39,596 3 3 4 13.10% TKENDAHLVEVNLNNIK 193 209 42.0 26.8 34.2 0 1 0 1,951.0244
K_10 Tropomodulin‐3 TMOD3_HUMAN 39,596 3 3 4 13.10% FGYQFTQQGPR 318 328 63.0 26.4 56.8 2 0 0 1,328.6383
L_07 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 3 5 6.53% QQLGTAVELEMAK 295 307 47.9 28.6 43.8 2 0 0 1,433.7307
L_07 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 3 5 6.53% MLEENTNILK 308 317 28.7 28.7 15.2 3 0 0 1,204.6243
M_07 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 2 2 6.82% QQLGTAVELEMAK 295 307 56.0 28.4 48.1 1 0 0 1,433.7307
M_07 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 2 2 6.82% FGYQFTQQGPR 318 328 41.5 26.4 33.2 1 0 0 1,328.6383
P_07 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 2 2 6.25% DNETLAELK 281 289 29.4 28.3 10.5 1 0 0 1,032.5209
P_07 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 2 2 6.25% QQLGTAVELEMAK 295 307 47.3 28.7 39.3 1 0 0 1,433.7307
Q_07 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 2 3 6.25% DNETLAELK 281 289 26.5 28.5 21.1 1 0 0 1,032.5209
Q_07 Tropomodulin‐3 TMOD3_HUMAN 39,596 2 2 3 6.25% QQLGTAVELEMAK 295 307 57.7 28.5 45.8 2 0 0 1,433.7307
A_02 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 5 8 54.50% TETQEKNPLPSKETIEQEK 21 39 32.8 28.0 10.9 0 2 0 2,229.1248



A_02 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 5 8 54.50% NPLPSKETIEQEK 27 39 39.8 27.0 39.8 2 1 0 1,512.7906
A_02 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 5 8 54.50% NPLPSKETIEQEKQAGES 27 44 27.2 27.2 22.1 2 1 0 1,984.9824
A_03 Thymosin beta‐4 TMSL3_HUMAN 5,063 2 2 3 43.20% TETQEKNPLPSKETIEQEK 21 39 30.9 27.8 27.0 0 2 0 2,229.1248
A_03 Thymosin beta‐4 TMSL3_HUMAN 5,063 2 2 3 43.20% NPLPSKETIEQEK 27 39 44.0 27.0 37.7 1 0 0 1,512.7906
B_02 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 4 6 54.50% TETQEKNPLPSKETIEQEK 21 39 25.3 27.9 21.9 0 1 0 2,229.1248
B_02 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 4 6 54.50% NPLPSKETIEQEK 27 39 27.4 27.3 21.6 2 2 0 1,512.7906
B_02 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 4 6 54.50% NPLPSKETIEQEKQAGES 27 44 35.8 27.2 27.1 1 0 0 1,984.9824
B_03 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 3 5 54.50% TETQEKNPLPSKETIEQEK 21 39 42.0 27.8 35.0 0 2 0 2,229.1248
B_03 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 3 5 54.50% NPLPSKETIEQEK 27 39 54.0 27.0 49.2 2 0 0 1,512.7906
B_03 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 3 5 54.50% NPLPSKETIEQEKQAGES 27 44 29.5 27.4 29.5 0 1 0 1,984.9824
C_02 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 5 8 54.50% TETQEKNPLPSKETIEQEK 21 39 30.4 27.8 22.1 0 1 0 2,229.1248
C_02 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 5 8 54.50% NPLPSKETIEQEK 27 39 37.3 27.0 27.7 2 2 0 1,512.7906
C_02 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 5 8 54.50% NPLPSKETIEQEKQAGES 27 44 33.4 27.3 30.1 2 1 0 1,984.9824
C_03 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 3 6 54.50% TETQEKNPLPSKETIEQEK 21 39 40.0 28.0 33.8 0 2 0 2,229.1248
C_03 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 3 6 54.50% NPLPSKETIEQEK 27 39 41.6 27.3 36.3 2 0 0 1,512.7906
C_03 Thymosin beta‐4 TMSL3_HUMAN 5,063 3 3 6 54.50% NPLPSKETIEQEKQAGES 27 44 38.1 27.3 34.6 0 2 0 1,984.9824
H_01 Thymosin beta‐4 TMSL3_HUMAN 5,063 2 2 2 43.20% TETQEKNPLPSKETIEQEK 21 39 34.2 27.6 30.5 0 1 0 2,229.1248
H_01 Thymosin beta‐4 TMSL3_HUMAN 5,063 2 2 2 43.20% NPLPSKETIEQEK 27 39 24.5 27.2 20.9 0 1 0 1,512.7906
A_20 Transportin‐1 TNPO1_HUMAN 102,387 2 2 4 3.01% SECLNNIGDSSPLIR 101 115 43.7 26.2 31.5 2 0 0 1,674.8117
A_20 Transportin‐1 TNPO1_HUMAN 102,387 2 2 4 3.01% QSSFALLGDLTK 693 704 69.6 28.0 62.6 2 0 0 1,279.6894
A_21 Transportin‐1 TNPO1_HUMAN 102,387 7 8 16 10.50% SECLNNIGDSSPLIR 101 115 85.4 26.2 74.6 2 0 0 1,674.8117
A_21 Transportin‐1 TNPO1_HUMAN 102,387 7 8 16 10.50% ATVGILITTIASK 116 128 80.3 25.0 80.3 2 0 0 1,287.7884
A_21 Transportin‐1 TNPO1_HUMAN 102,387 7 8 16 10.50% ALVMLLEVR 246 254 48.0 26.5 36.6 4 0 0 1,059.6232
A_21 Transportin‐1 TNPO1_HUMAN 102,387 7 8 16 10.50% GDVEEDETIPDSEQDIRPR 328 346 58.1 25.0 53.9 0 2 0 2,200.0004
A_21 Transportin‐1 TNPO1_HUMAN 102,387 7 8 16 10.50% SNILTLMYQCMQDK 674 687 60.2 25.0 60.2 2 0 0 1,776.7967
A_21 Transportin‐1 TNPO1_HUMAN 102,387 7 8 16 10.50% QSSFALLGDLTK 693 704 67.7 28.0 56.3 2 0 0 1,279.6894
A_21 Transportin‐1 TNPO1_HUMAN 102,387 7 8 16 10.50% TLLENTAITIGR 774 785 63.4 26.7 57.0 2 0 0 1,301.7425
B_20 Transportin‐1 TNPO1_HUMAN 102,387 4 4 7 5.23% SECLNNIGDSSPLIR 101 115 55.2 26.6 49.3 2 0 0 1,674.8117
B_20 Transportin‐1 TNPO1_HUMAN 102,387 4 4 7 5.23% YSDIDIILLK 318 327 26.5 25.0 14.7 2 0 0 1,192.6826
B_20 Transportin‐1 TNPO1_HUMAN 102,387 4 4 7 5.23% QSSFALLGDLTK 693 704 49.9 27.9 41.8 2 0 0 1,279.6894
B_20 Transportin‐1 TNPO1_HUMAN 102,387 4 4 7 5.23% FSDQFPLPLK 880 889 24.0 27.9 16.6 1 0 0 1,191.6410
B_21 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 12.00% SECLNNIGDSSPLIR 101 115 85.2 26.4 64.0 2 0 0 1,674.8117
B_21 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 12.00% ATVGILITTIASK 116 128 73.9 25.0 73.9 2 0 0 1,287.7884
B_21 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 12.00% SHAVACVNQFIISR 200 213 48.7 28.0 31.2 0 2 0 1,601.8216
B_21 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 12.00% ALVMLLEVR 246 254 34.3 27.9 22.1 4 0 0 1,043.6282
B_21 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 12.00% GDVEEDETIPDSEQDIRPR 328 346 50.8 25.0 48.3 0 2 0 2,200.0004
B_21 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 12.00% SNILTLMYQCMQDK 674 687 61.7 25.0 51.1 1 0 0 1,776.7967
B_21 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 12.00% QSSFALLGDLTK 693 704 48.3 27.9 31.3 2 0 0 1,279.6894
B_21 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 12.00% TLLENTAITIGR 774 785 68.0 27.0 46.5 2 0 0 1,301.7425
C_21 Transportin‐1 TNPO1_HUMAN 102,387 3 3 6 4.45% SECLNNIGDSSPLIR 101 115 48.3 26.2 44.4 2 0 0 1,674.8117
C_21 Transportin‐1 TNPO1_HUMAN 102,387 3 3 6 4.45% ATVGILITTIASK 116 128 46.2 25.0 43.1 2 0 0 1,287.7884
C_21 Transportin‐1 TNPO1_HUMAN 102,387 3 3 6 4.45% QSSFALLGDLTK 693 704 37.2 28.0 22.0 2 0 0 1,279.6894
H_17 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 11.60% SECLNNIGDSSPLIR 101 115 72.5 26.5 64.1 2 0 0 1,674.8117
H_17 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 11.60% ATVGILITTIASK 116 128 85.4 25.0 85.4 2 0 0 1,287.7884
H_17 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 11.60% SHAVACVNQFIISR 200 213 47.6 28.2 41.2 1 2 0 1,601.8216
H_17 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 11.60% ALVMLLEVR 246 254 48.2 27.9 33.1 2 0 0 1,043.6282
H_17 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 11.60% YSDIDIILLK 318 327 46.6 25.0 36.3 2 0 0 1,192.6826
H_17 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 11.60% GDVEEDETIPDSEQDIRPR 328 346 66.0 25.0 60.0 0 2 0 2,200.0004
H_17 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 11.60% QSSFALLGDLTK 693 704 93.8 27.9 78.6 2 0 0 1,279.6894
H_17 Transportin‐1 TNPO1_HUMAN 102,387 8 9 17 11.60% TLLENTAITIGR 774 785 83.9 27.0 72.0 2 0 0 1,301.7425
H_19 Transportin‐1 TNPO1_HUMAN 102,387 2 2 2 2.67% QSSFALLGDLTK 693 704 63.5 28.0 51.7 1 0 0 1,279.6894
H_19 Transportin‐1 TNPO1_HUMAN 102,387 2 2 2 2.67% TLLENTAITIGR 774 785 40.8 27.0 34.8 1 0 0 1,301.7425
I_17 Transportin‐1 TNPO1_HUMAN 102,387 8 8 16 11.90% SECLNNIGDSSPLIR 101 115 67.4 26.6 59.3 2 0 0 1,674.8117
I_17 Transportin‐1 TNPO1_HUMAN 102,387 8 8 16 11.90% ATVGILITTIASK 116 128 84.8 25.0 84.8 2 0 0 1,287.7884
I_17 Transportin‐1 TNPO1_HUMAN 102,387 8 8 16 11.90% SHAVACVNQFIISR 200 213 40.2 27.7 35.3 0 2 0 1,601.8216
I_17 Transportin‐1 TNPO1_HUMAN 102,387 8 8 16 11.90% YSDIDIILLK 318 327 33.7 25.1 25.5 2 0 0 1,192.6826
I_17 Transportin‐1 TNPO1_HUMAN 102,387 8 8 16 11.90% GDVEEDETIPDSEQDIRPR 328 346 52.1 25.0 40.0 0 2 0 2,200.0004
I_17 Transportin‐1 TNPO1_HUMAN 102,387 8 8 16 11.90% QSSFALLGDLTK 693 704 85.0 27.7 71.1 2 0 0 1,279.6894
I_17 Transportin‐1 TNPO1_HUMAN 102,387 8 8 16 11.90% TLLENTAITIGR 774 785 73.4 26.9 62.2 2 0 0 1,301.7425
I_17 Transportin‐1 TNPO1_HUMAN 102,387 8 8 16 11.90% FSDQFPLPLKER 880 891 33.4 28.1 28.0 0 2 0 1,476.7847
I_18 Transportin‐1 TNPO1_HUMAN 102,387 6 6 11 7.91% SECLNNIGDSSPLIR 101 115 48.8 26.2 40.4 2 0 0 1,674.8117
I_18 Transportin‐1 TNPO1_HUMAN 102,387 6 6 11 7.91% ATVGILITTIASK 116 128 36.5 25.0 36.5 1 0 0 1,287.7884
I_18 Transportin‐1 TNPO1_HUMAN 102,387 6 6 11 7.91% ALVMLLEVR 246 254 34.2 26.9 27.6 2 0 0 1,059.6232
I_18 Transportin‐1 TNPO1_HUMAN 102,387 6 6 11 7.91% YSDIDIILLK 318 327 37.6 25.0 32.3 2 0 0 1,192.6826
I_18 Transportin‐1 TNPO1_HUMAN 102,387 6 6 11 7.91% QSSFALLGDLTK 693 704 73.7 27.7 59.8 2 0 0 1,279.6894
I_18 Transportin‐1 TNPO1_HUMAN 102,387 6 6 11 7.91% TLLENTAITIGR 774 785 67.0 26.9 56.0 2 0 0 1,301.7425
I_19 Transportin‐1 TNPO1_HUMAN 102,387 2 2 2 2.67% QSSFALLGDLTK 693 704 46.8 27.7 37.9 1 0 0 1,279.6894
I_19 Transportin‐1 TNPO1_HUMAN 102,387 2 2 2 2.67% TLLENTAITIGR 774 785 40.5 27.0 30.0 1 0 0 1,301.7425
J_17 Transportin‐1 TNPO1_HUMAN 102,387 4 4 6 6.57% SECLNNIGDSSPLIR 101 115 43.4 26.8 34.1 1 0 0 1,674.8117
J_17 Transportin‐1 TNPO1_HUMAN 102,387 4 4 6 6.57% ATVGILITTIASK 116 128 82.8 25.0 78.7 2 0 0 1,287.7884
J_17 Transportin‐1 TNPO1_HUMAN 102,387 4 4 6 6.57% GDVEEDETIPDSEQDIRPR 328 346 24.4 25.0 22.0 0 1 0 2,200.0004
J_17 Transportin‐1 TNPO1_HUMAN 102,387 4 4 6 6.57% TLLENTAITIGR 774 785 64.3 26.8 53.0 2 0 0 1,301.7425
J_18 Transportin‐1 TNPO1_HUMAN 102,387 2 2 3 2.78% ATVGILITTIASK 116 128 57.6 25.0 57.6 1 0 0 1,287.7884
J_18 Transportin‐1 TNPO1_HUMAN 102,387 2 2 3 2.78% TLLENTAITIGR 774 785 56.5 26.8 44.1 2 0 0 1,301.7425
K_17 Transportin‐1 TNPO1_HUMAN 102,387 6 6 12 9.02% SECLNNIGDSSPLIR 101 115 73.6 26.7 63.3 2 0 0 1,674.8117
K_17 Transportin‐1 TNPO1_HUMAN 102,387 6 6 12 9.02% ATVGILITTIASK 116 128 92.1 25.0 92.1 2 0 0 1,287.7884
K_17 Transportin‐1 TNPO1_HUMAN 102,387 6 6 12 9.02% GDVEEDETIPDSEQDIRPR 328 346 61.5 25.0 51.3 0 2 0 2,200.0004
K_17 Transportin‐1 TNPO1_HUMAN 102,387 6 6 12 9.02% QSSFALLGDLTK 693 704 69.7 28.0 60.7 2 0 0 1,279.6894
K_17 Transportin‐1 TNPO1_HUMAN 102,387 6 6 12 9.02% TLLENTAITIGR 774 785 77.1 26.5 66.4 2 0 0 1,301.7425
K_17 Transportin‐1 TNPO1_HUMAN 102,387 6 6 12 9.02% FSDQFPLPLK 880 889 42.0 27.6 34.0 2 0 0 1,191.6410
L_15 Transportin‐1 TNPO1_HUMAN 102,387 2 2 3 2.78% ATVGILITTIASK 116 128 28.5 25.0 28.5 1 0 0 1,287.7884
L_15 Transportin‐1 TNPO1_HUMAN 102,387 2 2 3 2.78% TLLENTAITIGR 774 785 60.4 26.8 47.8 2 0 0 1,301.7425
J_15 Tumor necrosis factor receptor superfamily member 21 TNR21_HUMAN 71,845 2 2 4 3.21% VCSSCPVGTFTR 87 98 36.7 25.0 35.4 2 0 0 1,370.6192
J_15 Tumor necrosis factor receptor superfamily member 21 TNR21_HUMAN 71,845 2 2 4 3.21% LPCAALTDR 121 129 27.7 26.9 3.6 2 0 0 1,016.5195
I_08 Toll‐interacting protein TOLIP_HUMAN 30,281 2 2 4 9.12% LNITVVQAK 55 63 21.2 25.0 17.9 2 0 0 985.6041
I_08 Toll‐interacting protein TOLIP_HUMAN 30,281 2 2 4 9.12% LGYAVYETPTAHNGAK 81 96 25.1 27.6 14.7 0 2 0 1,691.8388
H_09 Mitochondrial import receptor subunit TOM34 TOM34_HUMAN 34,560 2 2 3 5.50% FPDSVEELR 5 13 28.5 27.5 13.7 1 0 0 1,091.5368
H_09 Mitochondrial import receptor subunit TOM34 TOM34_HUMAN 34,560 2 2 3 5.50% ALCYLVLK 234 241 25.3 25.6 18.6 2 0 0 979.5646
B_17 Mitochondrial import receptor subunit TOM70 TOM70_MOUSE 67,593 2 2 4 3.11% NVDLSTFYQNR 152 162 61.8 25.9 50.5 2 0 0 1,356.6542
B_17 Mitochondrial import receptor subunit TOM70 TOM70_MOUSE 67,593 2 2 4 3.11% GLLQLQWK 520 527 28.5 27.6 12.7 2 0 0 985.5831
A_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 8 8 15 16.50% VEYCWCNSGR 66 75 54.0 25.0 49.0 2 0 0 1,330.5303
A_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 8 8 15 16.50% ATCYEDQGISYR 125 136 63.6 25.0 53.8 2 0 0 1,462.6268
A_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 8 8 15 16.50% LGLGNHNYCR 171 180 23.6 25.9 15.6 1 0 0 1,203.5688
A_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 8 8 15 16.50% NPDGDAKPWCHVLK 269 282 26.2 27.4 23.5 2 0 0 1,636.7903
A_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 8 8 15 16.50% VVPGEEEQKFEVEK 378 391 56.6 28.3 50.6 2 0 0 1,646.8273
A_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 8 8 15 16.50% HEALSPFYSER 452 462 57.2 25.1 57.2 2 0 0 1,335.6327
A_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 8 8 15 16.50% TVTDNMLCAGDTR 485 497 52.5 25.0 50.1 2 0 0 1,469.6361
A_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 8 8 15 16.50% VTNYLDWIR 549 557 54.1 27.6 45.0 2 0 0 1,179.6157
B_15 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 4 3.74% ATCYEDQGISYR 125 136 60.0 25.0 59.8 2 0 0 1,462.6268
B_15 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 4 3.74% VTNYLDWIR 549 557 34.0 28.1 26.6 2 0 0 1,179.6157
B_16 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 4 4.98% ATCYEDQGISYR 125 136 62.7 25.0 62.7 2 0 0 1,462.6268
B_16 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 4 4.98% VYTAQNPSAQALGLGK 248 263 86.1 28.4 79.9 2 0 0 1,617.8596
B_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 7 7 12 14.10% VEYCWCNSGR 66 75 61.2 25.0 59.3 2 0 0 1,330.5303
B_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 7 7 12 14.10% ATCYEDQGISYR 125 136 65.7 25.0 56.1 2 0 0 1,462.6268
B_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 7 7 12 14.10% DSKPWCYVFK 185 194 20.3 25.1 15.2 1 0 0 1,329.6297
B_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 7 7 12 14.10% VVPGEEEQKFEVEK 378 391 35.2 28.0 31.4 2 0 0 1,646.8273
B_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 7 7 12 14.10% HEALSPFYSER 452 462 49.8 25.1 48.5 2 0 0 1,335.6327
B_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 7 7 12 14.10% TVTDNMLCAGDTR 485 497 66.9 25.0 64.3 2 0 0 1,469.6361
B_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 7 7 12 14.10% VTNYLDWIR 549 557 53.7 27.9 36.8 1 0 0 1,179.6157
B_22 Tissue‐type plasminogen activator TPA_HUMAN 62,917 5 5 9 10.50% ATCYEDQGISYR 125 136 56.9 25.0 51.8 2 0 0 1,462.6268
B_22 Tissue‐type plasminogen activator TPA_HUMAN 62,917 5 5 9 10.50% VVPGEEEQKFEVEK 378 391 27.7 28.1 24.6 1 0 0 1,646.8273
B_22 Tissue‐type plasminogen activator TPA_HUMAN 62,917 5 5 9 10.50% HEALSPFYSER 452 462 33.1 25.6 27.3 2 0 0 1,335.6327



B_22 Tissue‐type plasminogen activator TPA_HUMAN 62,917 5 5 9 10.50% TVTDNMLCAGDTR 485 497 38.7 25.0 32.5 2 0 0 1,469.6361
B_22 Tissue‐type plasminogen activator TPA_HUMAN 62,917 5 5 9 10.50% VTNYLDWIR 549 557 32.1 28.1 17.5 2 0 0 1,179.6157
C_16 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 3 4.63% ATCYEDQGISYR 125 136 61.2 25.0 51.0 2 0 0 1,462.6268
C_16 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 3 4.63% VVPGEEEQKFEVEK 378 391 26.9 28.2 17.7 1 0 0 1,646.8273
C_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 6 6 11 14.20% ATCYEDQGISYR 125 136 60.2 25.0 54.5 2 0 0 1,462.6268
C_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 6 6 11 14.20% VYTAQNPSAQALGLGK 248 263 53.7 28.2 45.0 2 0 0 1,617.8596
C_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 6 6 11 14.20% NPDGDAKPWCHVLK 269 282 35.2 27.5 30.1 1 0 0 1,636.7903
C_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 6 6 11 14.20% VVPGEEEQKFEVEK 378 391 30.6 28.3 27.1 2 0 0 1,646.8273
C_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 6 6 11 14.20% HEALSPFYSER 452 462 40.8 25.3 40.8 2 0 0 1,335.6327
C_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 6 6 11 14.20% TVTDNMLCAGDTR 485 497 66.8 25.0 58.8 2 0 0 1,469.6361
C_22 Tissue‐type plasminogen activator TPA_HUMAN 62,917 5 5 9 11.70% ATCYEDQGISYR 125 136 73.7 25.0 67.4 2 0 0 1,462.6268
C_22 Tissue‐type plasminogen activator TPA_HUMAN 62,917 5 5 9 11.70% VYTAQNPSAQALGLGK 248 263 43.9 28.4 43.4 2 0 0 1,617.8596
C_22 Tissue‐type plasminogen activator TPA_HUMAN 62,917 5 5 9 11.70% VVPGEEEQKFEVEK 378 391 26.5 28.2 18.5 1 0 0 1,646.8273
C_22 Tissue‐type plasminogen activator TPA_HUMAN 62,917 5 5 9 11.70% HEALSPFYSER 452 462 47.2 25.5 47.2 2 0 0 1,335.6327
C_22 Tissue‐type plasminogen activator TPA_HUMAN 62,917 5 5 9 11.70% TVTDNMLCAGDTR 485 497 52.8 25.0 52.8 2 0 0 1,469.6361
I_17 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 3 4.98% ATCYEDQGISYR 125 136 20.6 25.0 18.1 1 0 0 1,462.6268
I_17 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 3 4.98% VYTAQNPSAQALGLGK 248 263 55.6 28.2 50.6 2 0 0 1,617.8596
I_18 Tissue‐type plasminogen activator TPA_HUMAN 62,917 3 3 5 7.47% ATCYEDQGISYR 125 136 47.3 25.0 40.4 2 0 0 1,462.6268
I_18 Tissue‐type plasminogen activator TPA_HUMAN 62,917 3 3 5 7.47% VYTAQNPSAQALGLGK 248 263 71.7 28.0 57.6 2 0 0 1,617.8596
I_18 Tissue‐type plasminogen activator TPA_HUMAN 62,917 3 3 5 7.47% VVPGEEEQKFEVEK 378 391 23.0 28.1 10.9 1 0 0 1,646.8273
J_20 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 3 4.98% ATCYEDQGISYR 125 136 40.5 25.0 36.6 1 0 0 1,462.6268
J_20 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 3 4.98% VYTAQNPSAQALGLGK 248 263 57.5 27.6 57.5 2 0 0 1,617.8596
J_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 4 4.98% ATCYEDQGISYR 125 136 61.2 25.0 57.4 2 0 0 1,462.6268
J_21 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 4 4.98% VYTAQNPSAQALGLGK 248 263 84.1 27.4 76.5 2 0 0 1,617.8596
K_17 Tissue‐type plasminogen activator TPA_HUMAN 62,917 3 3 5 7.47% ATCYEDQGISYR 125 136 59.1 25.0 58.5 2 0 0 1,462.6268
K_17 Tissue‐type plasminogen activator TPA_HUMAN 62,917 3 3 5 7.47% VYTAQNPSAQALGLGK 248 263 87.6 28.0 79.5 2 0 0 1,617.8596
K_17 Tissue‐type plasminogen activator TPA_HUMAN 62,917 3 3 5 7.47% VVPGEEEQKFEVEK 378 391 28.5 27.8 24.7 1 0 0 1,646.8273
K_18 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 4 4.98% ATCYEDQGISYR 125 136 73.4 25.0 64.3 2 0 0 1,462.6268
K_18 Tissue‐type plasminogen activator TPA_HUMAN 62,917 2 2 4 4.98% VYTAQNPSAQALGLGK 248 263 57.6 27.8 50.0 2 0 0 1,617.8596
A_07 Tumor protein D52 TPD52_HUMAN 24,328 3 3 6 16.10% LGINSLQELK 111 120 33.7 25.9 24.0 2 0 0 1,114.6468
A_07 Tumor protein D52 TPD52_HUMAN 24,328 3 3 6 16.10% GWQDVTATSAYK 126 137 59.8 25.3 49.2 2 0 0 1,326.6325
A_07 Tumor protein D52 TPD52_HUMAN 24,328 3 3 6 16.10% ASAAFSSVGSVITK 150 163 62.5 26.5 61.0 2 0 0 1,324.7106
B_07 Tumor protein D52 TPD52_HUMAN 24,328 2 2 4 10.70% LGINSLQELK 111 120 39.7 25.9 25.2 2 0 0 1,114.6468
B_07 Tumor protein D52 TPD52_HUMAN 24,328 2 2 4 10.70% ASAAFSSVGSVITK 150 163 61.2 27.1 53.9 2 0 0 1,324.7106
A_08 Tumor protein D54 TPD54_HUMAN 22,238 2 2 4 15.50% GLLSDSMTDVPVDTGVAAR 16 34 62.9 27.7 61.9 2 0 0 1,919.9382
A_08 Tumor protein D54 TPD54_HUMAN 22,238 2 2 4 15.50% SWHDVQVSSAYVK 96 108 42.8 28.2 34.9 2 0 0 1,505.7382
B_08 Tumor protein D54 TPD54_HUMAN 22,238 4 4 7 27.70% GLLSDSMTDVPVDTGVAAR 16 34 74.8 27.7 68.5 2 0 0 1,919.9382
B_08 Tumor protein D54 TPD54_HUMAN 22,238 4 4 7 27.70% TPAVEGLTEAEEEELR 35 50 82.9 26.4 70.0 2 0 0 1,772.8550
B_08 Tumor protein D54 TPD54_HUMAN 22,238 4 4 7 27.70% VEEEIVTLR 56 64 53.3 28.2 38.4 2 0 0 1,087.5994
B_08 Tumor protein D54 TPD54_HUMAN 22,238 4 4 7 27.70% SWHDVQVSSAYVK 96 108 28.5 27.9 16.9 1 0 0 1,505.7382
C_03 Tumor protein D54 TPD54_HUMAN 22,238 2 2 2 11.70% LGLSTLGELK 81 90 33.7 26.4 26.5 1 0 0 1,030.6145
C_03 Tumor protein D54 TPD54_HUMAN 22,238 2 2 2 11.70% TSAALSTVGSAISR 140 153 35.7 27.8 26.1 1 0 0 1,320.7117
C_08 Tumor protein D54 TPD54_HUMAN 22,238 3 3 5 16.00% VEEEIVTLR 56 64 52.9 28.2 39.7 1 0 0 1,087.5994
C_08 Tumor protein D54 TPD54_HUMAN 22,238 3 3 5 16.00% LGLSTLGELK 81 90 40.4 26.4 14.2 2 0 0 1,030.6145
C_08 Tumor protein D54 TPD54_HUMAN 22,238 3 3 5 16.00% TSAALSTVGSAISR 140 153 65.3 27.8 42.5 2 0 0 1,320.7117
H_07 Tumor protein D54 TPD54_HUMAN 22,238 3 3 3 20.90% TPAVEGLTEAEEEELR 35 50 68.0 26.4 58.6 1 0 0 1,772.8550
H_07 Tumor protein D54 TPD54_HUMAN 22,238 3 3 3 20.90% SWHDVQVSSAYVK 96 108 32.3 28.0 24.0 0 1 0 1,505.7382
H_07 Tumor protein D54 TPD54_HUMAN 22,238 3 3 3 20.90% TSAALSTVGSAISR 140 153 79.5 27.7 60.1 1 0 0 1,320.7117
J_07 Tumor protein D54 TPD54_HUMAN 22,238 3 3 5 17.50% VEEEIVTLR 56 64 50.1 29.6 39.3 2 0 0 1,087.5994
J_07 Tumor protein D54 TPD54_HUMAN 22,238 3 3 5 17.50% SWHDVQVSSAYVK 96 108 17.0 27.8 5.5 0 1 0 1,505.7382
J_07 Tumor protein D54 TPD54_HUMAN 22,238 3 3 5 17.50% TSAALSTVGSAISR 140 153 74.9 27.9 61.7 2 0 0 1,320.7117
K_07 Tumor protein D54 TPD54_HUMAN 22,238 4 4 7 25.20% TPAVEGLTEAEEEELR 35 50 101.0 26.3 91.5 2 0 0 1,772.8550
K_07 Tumor protein D54 TPD54_HUMAN 22,238 4 4 7 25.20% VEEEIVTLR 56 64 39.3 28.2 29.6 1 0 0 1,087.5994
K_07 Tumor protein D54 TPD54_HUMAN 22,238 4 4 7 25.20% SWHDVQVSSAYVK 96 108 37.8 27.9 30.6 2 0 0 1,505.7382
K_07 Tumor protein D54 TPD54_HUMAN 22,238 4 4 7 25.20% TSAALSTVGSAISR 140 153 73.0 27.6 56.1 2 0 0 1,320.7117
L_05 Tumor protein D54 TPD54_HUMAN 22,238 4 5 7 25.70% TPAVEGLTEAEEEELR 35 50 80.2 26.5 70.4 1 0 0 1,772.8550
L_05 Tumor protein D54 TPD54_HUMAN 22,238 4 5 7 25.70% LGLSTLGELK 81 90 54.5 26.6 47.9 2 0 0 1,030.6145
L_05 Tumor protein D54 TPD54_HUMAN 22,238 4 5 7 25.70% SWHDVQVSSAYVK 96 108 33.9 28.0 29.1 1 1 0 1,505.7382
L_05 Tumor protein D54 TPD54_HUMAN 22,238 4 5 7 25.70% TSAALSTVGSAISR 140 153 61.7 27.7 48.1 2 0 0 1,320.7117
M_05 Tumor protein D54 TPD54_HUMAN 22,238 2 2 4 11.20% VEEEIVTLR 56 64 35.9 29.6 17.4 2 0 0 1,087.5994
M_05 Tumor protein D54 TPD54_HUMAN 22,238 2 2 4 11.20% TSAALSTVGSAISR 140 153 54.9 27.8 36.0 2 0 0 1,320.7117
Q_05 Tumor protein D54 TPD54_HUMAN 22,238 6 6 9 35.40% GLLSDSMTDVPVDTGVAAR 16 34 72.7 27.8 65.3 2 0 0 1,919.9382
Q_05 Tumor protein D54 TPD54_HUMAN 22,238 6 6 9 35.40% TPAVEGLTEAEEEELR 35 50 85.8 26.7 66.9 1 0 0 1,772.8550
Q_05 Tumor protein D54 TPD54_HUMAN 22,238 6 6 9 35.40% VEEEIVTLR 56 64 31.1 29.6 12.9 1 0 0 1,087.5994
Q_05 Tumor protein D54 TPD54_HUMAN 22,238 6 6 9 35.40% LGLSTLGELK 81 90 43.9 26.0 38.7 2 0 0 1,030.6145
Q_05 Tumor protein D54 TPD54_HUMAN 22,238 6 6 9 35.40% LGLSTLGELKQNLSR 81 95 34.3 25.0 25.1 0 1 0 1,628.9332
Q_05 Tumor protein D54 TPD54_HUMAN 22,238 6 6 9 35.40% TSAALSTVGSAISR 140 153 70.4 27.7 55.1 2 0 0 1,320.7117
A_07 Triosephosphate isomerase TPIS_HUMAN 30,791 10 14 26 35.00% FFVGGNWK 44 51 20.4 25.6 4.5 1 0 0 954.4832
A_07 Triosephosphate isomerase TPIS_HUMAN 30,791 10 14 26 35.00% KQSLGELIGTLNAAK 56 70 83.8 25.3 74.1 2 2 0 1,542.8852
A_07 Triosephosphate isomerase TPIS_HUMAN 30,791 10 14 26 35.00% QSLGELIGTLNAAK 57 70 84.3 27.1 76.8 2 2 0 1,414.7902
A_07 Triosephosphate isomerase TPIS_HUMAN 30,791 10 14 26 35.00% IAVAAQNCYK 97 106 53.9 27.5 47.5 2 0 0 1,137.5721
A_07 Triosephosphate isomerase TPIS_HUMAN 30,791 10 14 26 35.00% VTNGAFTGEISPGMIK 107 122 47.8 27.5 36.4 0 2 0 1,637.8206
A_07 Triosephosphate isomerase TPIS_HUMAN 30,791 10 14 26 35.00% DCGATWVVLGHSER 123 136 68.9 25.0 57.1 2 2 0 1,586.7381
A_07 Triosephosphate isomerase TPIS_HUMAN 30,791 10 14 26 35.00% RHVFGESDELIGQK 137 150 62.5 27.6 54.1 2 2 0 1,614.8236
A_07 Triosephosphate isomerase TPIS_HUMAN 30,791 10 14 26 35.00% HVFGESDELIGQK 138 150 51.5 27.3 38.4 2 0 0 1,458.7225
A_07 Triosephosphate isomerase TPIS_HUMAN 30,791 10 14 26 35.00% VIADNVKDWSK 187 197 36.8 28.5 24.1 1 0 0 1,274.6740
A_07 Triosephosphate isomerase TPIS_HUMAN 30,791 10 14 26 35.00% SNVSDAVAQSTR 232 243 65.2 27.2 52.0 2 0 0 1,234.6021
A_08 Triosephosphate isomerase TPIS_HUMAN 30,791 4 4 8 14.70% QSLGELIGTLNAAK 57 70 40.8 27.2 33.5 2 0 0 1,414.7902
A_08 Triosephosphate isomerase TPIS_HUMAN 30,791 4 4 8 14.70% DCGATWVVLGHSER 123 136 55.5 25.0 45.7 2 0 0 1,586.7381
A_08 Triosephosphate isomerase TPIS_HUMAN 30,791 4 4 8 14.70% RHVFGESDELIGQK 137 150 48.8 27.6 35.8 0 2 0 1,614.8236
A_08 Triosephosphate isomerase TPIS_HUMAN 30,791 4 4 8 14.70% HVFGESDELIGQK 138 150 62.2 27.3 48.6 2 0 0 1,458.7225
A_09 Triosephosphate isomerase TPIS_HUMAN 30,791 2 2 2 9.44% QSLGELIGTLNAAK 57 70 36.2 27.2 31.2 1 0 0 1,414.7902
A_09 Triosephosphate isomerase TPIS_HUMAN 30,791 2 2 2 9.44% IIYGGSVTGATCK 244 256 56.0 26.9 53.3 1 0 0 1,326.6724
B_07 Triosephosphate isomerase TPIS_HUMAN 30,791 6 8 16 23.10% KQSLGELIGTLNAAK 56 70 83.8 25.3 72.6 2 2 0 1,542.8852
B_07 Triosephosphate isomerase TPIS_HUMAN 30,791 6 8 16 23.10% QSLGELIGTLNAAK 57 70 63.0 27.2 53.1 2 0 0 1,414.7902
B_07 Triosephosphate isomerase TPIS_HUMAN 30,791 6 8 16 23.10% DCGATWVVLGHSER 123 136 61.1 25.0 49.0 2 2 0 1,586.7381
B_07 Triosephosphate isomerase TPIS_HUMAN 30,791 6 8 16 23.10% HVFGESDELIGQK 138 150 45.7 27.3 33.6 0 2 0 1,458.7225
B_07 Triosephosphate isomerase TPIS_HUMAN 30,791 6 8 16 23.10% VIADNVKDWSK 187 197 31.0 28.6 23.8 2 0 0 1,274.6740
B_07 Triosephosphate isomerase TPIS_HUMAN 30,791 6 8 16 23.10% IIYGGSVTGATCK 244 256 89.7 27.0 87.6 2 0 0 1,326.6724
B_08 Triosephosphate isomerase TPIS_HUMAN 30,791 7 9 17 25.20% KQSLGELIGTLNAAK 56 70 70.0 25.6 60.2 2 2 0 1,542.8852
B_08 Triosephosphate isomerase TPIS_HUMAN 30,791 7 9 17 25.20% QSLGELIGTLNAAK 57 70 53.7 27.2 45.0 2 0 0 1,414.7902
B_08 Triosephosphate isomerase TPIS_HUMAN 30,791 7 9 17 25.20% VTNGAFTGEISPGMIK 107 122 81.8 27.7 79.0 2 0 0 1,637.8206
B_08 Triosephosphate isomerase TPIS_HUMAN 30,791 7 9 17 25.20% DCGATWVVLGHSER 123 136 58.0 25.0 48.4 2 2 0 1,586.7381
B_08 Triosephosphate isomerase TPIS_HUMAN 30,791 7 9 17 25.20% RHVFGESDELIGQK 137 150 41.4 27.6 30.4 0 2 0 1,614.8236
B_08 Triosephosphate isomerase TPIS_HUMAN 30,791 7 9 17 25.20% HVFGESDELIGQK 138 150 30.5 27.3 22.5 0 1 0 1,458.7225
B_08 Triosephosphate isomerase TPIS_HUMAN 30,791 7 9 17 25.20% IIYGGSVTGATCK 244 256 89.6 26.9 83.9 2 0 0 1,326.6724
C_07 Triosephosphate isomerase TPIS_HUMAN 30,791 7 10 16 22.70% KQSLGELIGTLNAAK 56 70 45.5 25.4 37.6 2 2 0 1,542.8852
C_07 Triosephosphate isomerase TPIS_HUMAN 30,791 7 10 16 22.70% QSLGELIGTLNAAK 57 70 44.8 27.4 31.4 2 0 0 1,414.7902
C_07 Triosephosphate isomerase TPIS_HUMAN 30,791 7 10 16 22.70% IAVAAQNCYK 97 106 33.3 27.9 27.5 1 0 0 1,137.5721
C_07 Triosephosphate isomerase TPIS_HUMAN 30,791 7 10 16 22.70% DCGATWVVLGHSER 123 136 26.0 25.0 24.7 1 1 0 1,586.7381
C_07 Triosephosphate isomerase TPIS_HUMAN 30,791 7 10 16 22.70% RHVFGESDELIGQK 137 150 55.9 27.6 39.0 0 2 0 1,614.8236
C_07 Triosephosphate isomerase TPIS_HUMAN 30,791 7 10 16 22.70% HVFGESDELIGQK 138 150 34.2 26.9 24.8 1 2 0 1,458.7225
C_07 Triosephosphate isomerase TPIS_HUMAN 30,791 7 10 16 22.70% SNVSDAVAQSTR 232 243 52.6 27.2 49.2 2 0 0 1,234.6021
C_08 Triosephosphate isomerase TPIS_HUMAN 30,791 4 4 5 12.90% IAVAAQNCYK 97 106 36.0 27.9 33.8 1 0 0 1,137.5721
C_08 Triosephosphate isomerase TPIS_HUMAN 30,791 4 4 5 12.90% RHVFGESDELIGQK 137 150 25.7 27.6 20.1 0 1 0 1,614.8236
C_08 Triosephosphate isomerase TPIS_HUMAN 30,791 4 4 5 12.90% HVFGESDELIGQK 138 150 28.1 27.1 24.0 1 0 0 1,458.7225
C_08 Triosephosphate isomerase TPIS_HUMAN 30,791 4 4 5 12.90% IIYGGSVTGATCK 244 256 57.8 27.4 52.0 2 0 0 1,326.6724
D_09 Triosephosphate isomerase TPIS_HUMAN 30,791 2 2 4 8.04% IAVAAQNCYK 97 106 36.0 27.6 32.2 2 0 0 1,137.5721
D_09 Triosephosphate isomerase TPIS_HUMAN 30,791 2 2 4 8.04% IIYGGSVTGATCK 244 256 52.8 26.9 44.8 2 0 0 1,326.6724
D_11 Triosephosphate isomerase TPIS_HUMAN 30,791 4 4 8 18.90% IAVAAQNCYK 97 106 51.5 27.6 51.5 2 0 0 1,137.5721
D_11 Triosephosphate isomerase TPIS_HUMAN 30,791 4 4 8 18.90% VTNGAFTGEISPGMIK 107 122 47.8 27.9 40.0 2 0 0 1,637.8206
D_11 Triosephosphate isomerase TPIS_HUMAN 30,791 4 4 8 18.90% VVLAYEPVWAIGTGK 198 212 69.8 26.9 61.2 2 0 0 1,602.8891



D_11 Triosephosphate isomerase TPIS_HUMAN 30,791 4 4 8 18.90% IIYGGSVTGATCK 244 256 76.5 26.9 64.1 2 0 0 1,326.6724
D_12 Triosephosphate isomerase TPIS_HUMAN 30,791 12 20 41 54.90% KQSLGELIGTLNAAK 56 70 79.1 25.9 69.9 2 2 0 1,542.8852
D_12 Triosephosphate isomerase TPIS_HUMAN 30,791 12 20 41 54.90% QSLGELIGTLNAAK 57 70 86.8 27.8 74.1 2 0 0 1,414.7902
D_12 Triosephosphate isomerase TPIS_HUMAN 30,791 12 20 41 54.90% VPADTEVVCAPPTAYIDFAR 71 90 74.8 26.5 74.8 1 2 0 2,192.0694
D_12 Triosephosphate isomerase TPIS_HUMAN 30,791 12 20 41 54.90% IAVAAQNCYK 97 106 49.6 27.6 46.1 3 0 0 1,137.5721
D_12 Triosephosphate isomerase TPIS_HUMAN 30,791 12 20 41 54.90% VTNGAFTGEISPGMIK 107 122 56.4 27.9 47.5 3 4 0 1,621.8256
D_12 Triosephosphate isomerase TPIS_HUMAN 30,791 12 20 41 54.90% DCGATWVVLGHSER 123 136 54.6 25.0 50.3 2 2 0 1,586.7381
D_12 Triosephosphate isomerase TPIS_HUMAN 30,791 12 20 41 54.90% HVFGESDELIGQK 138 150 53.6 27.0 41.3 2 2 0 1,458.7225
D_12 Triosephosphate isomerase TPIS_HUMAN 30,791 12 20 41 54.90% VAHALAEGLGVIACIGEK 151 168 36.3 27.1 26.1 0 4 0 1,807.9737
D_12 Triosephosphate isomerase TPIS_HUMAN 30,791 12 20 41 54.90% VIADNVKDWSK 187 197 38.8 28.9 26.7 2 0 0 1,274.6740
D_12 Triosephosphate isomerase TPIS_HUMAN 30,791 12 20 41 54.90% VVLAYEPVWAIGTGK 198 212 111.0 27.0 105.0 2 2 0 1,602.8891
D_12 Triosephosphate isomerase TPIS_HUMAN 30,791 12 20 41 54.90% SNVSDAVAQSTR 232 243 82.2 27.3 71.4 2 0 0 1,234.6021
D_12 Triosephosphate isomerase TPIS_HUMAN 30,791 12 20 41 54.90% IIYGGSVTGATCK 244 256 91.6 26.9 87.9 2 0 0 1,326.6724
D_13 Triosephosphate isomerase TPIS_HUMAN 30,791 3 3 6 13.30% IAVAAQNCYK 97 106 49.6 27.6 43.7 2 0 0 1,137.5721
D_13 Triosephosphate isomerase TPIS_HUMAN 30,791 3 3 6 13.30% VVLAYEPVWAIGTGK 198 212 83.3 26.8 68.3 2 0 0 1,602.8891
D_13 Triosephosphate isomerase TPIS_HUMAN 30,791 3 3 6 13.30% IIYGGSVTGATCK 244 256 57.1 26.9 51.5 2 0 0 1,326.6724
E_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 8 13 33.90% FFVGGNWK 44 51 23.0 26.1 16.2 1 0 0 954.4832
E_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 8 13 33.90% KQSLGELIGTLNAAK 56 70 47.0 25.8 45.0 1 0 0 1,542.8852
E_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 8 13 33.90% VPADTEVVCAPPTAYIDFAR 71 90 48.6 26.5 45.5 0 2 0 2,192.0694
E_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 8 13 33.90% IAVAAQNCYK 97 106 44.0 27.5 34.6 2 0 0 1,137.5721
E_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 8 13 33.90% VTNGAFTGEISPGMIK 107 122 41.2 27.5 35.8 2 0 0 1,637.8206
E_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 8 13 33.90% VVLAYEPVWAIGTGK 198 212 81.4 27.1 57.6 2 1 0 1,602.8891
E_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 8 13 33.90% IIYGGSVTGATCK 244 256 72.7 26.9 72.7 2 0 0 1,326.6724
F_10 Triosephosphate isomerase TPIS_HUMAN 30,791 11 15 27 36.40% KFFVGGNWK 43 51 33.3 26.9 12.8 1 0 0 1,082.5782
F_10 Triosephosphate isomerase TPIS_HUMAN 30,791 11 15 27 36.40% FFVGGNWK 44 51 20.2 25.7 14.9 1 0 0 954.4832
F_10 Triosephosphate isomerase TPIS_HUMAN 30,791 11 15 27 36.40% KQSLGELIGTLNAAK 56 70 77.6 25.7 66.8 2 2 0 1,542.8852
F_10 Triosephosphate isomerase TPIS_HUMAN 30,791 11 15 27 36.40% QSLGELIGTLNAAK 57 70 64.1 27.1 55.8 2 1 0 1,414.7902
F_10 Triosephosphate isomerase TPIS_HUMAN 30,791 11 15 27 36.40% VTNGAFTGEISPGMIK 107 122 83.3 27.5 80.0 4 0 0 1,637.8206
F_10 Triosephosphate isomerase TPIS_HUMAN 30,791 11 15 27 36.40% DCGATWVVLGHSER 123 136 69.2 25.0 60.6 2 2 0 1,586.7381
F_10 Triosephosphate isomerase TPIS_HUMAN 30,791 11 15 27 36.40% RHVFGESDELIGQK 137 150 49.7 27.6 43.8 2 0 0 1,614.8236
F_10 Triosephosphate isomerase TPIS_HUMAN 30,791 11 15 27 36.40% HVFGESDELIGQK 138 150 55.6 27.3 40.9 2 0 0 1,458.7225
F_10 Triosephosphate isomerase TPIS_HUMAN 30,791 11 15 27 36.40% VIADNVKDWSK 187 197 54.8 28.6 42.0 2 0 0 1,274.6740
F_10 Triosephosphate isomerase TPIS_HUMAN 30,791 11 15 27 36.40% SNVSDAVAQSTR 232 243 57.3 27.4 47.5 2 0 0 1,234.6021
F_10 Triosephosphate isomerase TPIS_HUMAN 30,791 11 15 27 36.40% IIYGGSVTGATCK 244 256 76.8 26.9 75.9 2 0 0 1,326.6724
F_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 12 24.50% KQSLGELIGTLNAAK 56 70 53.1 25.4 37.6 2 0 0 1,542.8852
F_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 12 24.50% QSLGELIGTLNAAK 57 70 65.0 27.1 51.8 2 0 0 1,414.7902
F_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 12 24.50% VTNGAFTGEISPGMIK 107 122 46.5 27.6 36.7 2 0 0 1,637.8206
F_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 12 24.50% DCGATWVVLGHSER 123 136 68.7 25.0 55.5 2 0 0 1,586.7381
F_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 12 24.50% RHVFGESDELIGQK 137 150 48.8 27.6 38.9 0 1 0 1,614.8236
F_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 12 24.50% HVFGESDELIGQK 138 150 60.9 27.1 47.4 2 0 0 1,458.7225
F_11 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 12 24.50% VIADNVKDWSK 187 197 36.6 28.6 19.7 1 0 0 1,274.6740
G_09 Triosephosphate isomerase TPIS_HUMAN 30,791 4 5 9 15.70% FFVGGNWK 44 51 20.4 25.0 14.1 1 0 0 954.4832
G_09 Triosephosphate isomerase TPIS_HUMAN 30,791 4 5 9 15.70% HVFGESDELIGQK 138 150 43.2 27.1 35.5 2 2 0 1,458.7225
G_09 Triosephosphate isomerase TPIS_HUMAN 30,791 4 5 9 15.70% VIADNVKDWSK 187 197 26.9 28.8 19.6 2 0 0 1,274.6740
G_09 Triosephosphate isomerase TPIS_HUMAN 30,791 4 5 9 15.70% IIYGGSVTGATCK 244 256 76.2 27.1 76.2 2 0 0 1,326.6724
G_10 Triosephosphate isomerase TPIS_HUMAN 30,791 12 14 26 39.90% KFFVGGNWK 43 51 36.2 26.2 25.3 2 0 0 1,082.5782
G_10 Triosephosphate isomerase TPIS_HUMAN 30,791 12 14 26 39.90% FFVGGNWK 44 51 20.8 25.0 17.6 2 0 0 954.4832
G_10 Triosephosphate isomerase TPIS_HUMAN 30,791 12 14 26 39.90% KQSLGELIGTLNAAK 56 70 71.2 25.0 62.3 2 2 0 1,542.8852
G_10 Triosephosphate isomerase TPIS_HUMAN 30,791 12 14 26 39.90% QSLGELIGTLNAAK 57 70 61.2 27.2 53.8 2 0 0 1,414.7902
G_10 Triosephosphate isomerase TPIS_HUMAN 30,791 12 14 26 39.90% IAVAAQNCYK 97 106 29.8 27.5 27.5 1 0 0 1,137.5721
G_10 Triosephosphate isomerase TPIS_HUMAN 30,791 12 14 26 39.90% VTNGAFTGEISPGMIK 107 122 69.3 28.0 52.3 2 0 0 1,637.8206
G_10 Triosephosphate isomerase TPIS_HUMAN 30,791 12 14 26 39.90% DCGATWVVLGHSER 123 136 48.8 25.1 34.6 2 0 0 1,586.7381
G_10 Triosephosphate isomerase TPIS_HUMAN 30,791 12 14 26 39.90% RHVFGESDELIGQK 137 150 32.2 27.8 25.0 2 0 0 1,614.8236
G_10 Triosephosphate isomerase TPIS_HUMAN 30,791 12 14 26 39.90% HVFGESDELIGQK 138 150 71.6 27.1 57.7 2 1 0 1,458.7225
G_10 Triosephosphate isomerase TPIS_HUMAN 30,791 12 14 26 39.90% VIADNVKDWSK 187 197 48.3 28.9 36.6 2 0 0 1,274.6740
G_10 Triosephosphate isomerase TPIS_HUMAN 30,791 12 14 26 39.90% SNVSDAVAQSTR 232 243 47.8 28.0 41.1 2 0 0 1,234.6021
G_10 Triosephosphate isomerase TPIS_HUMAN 30,791 12 14 26 39.90% IIYGGSVTGATCK 244 256 103.0 27.1 101.0 2 0 0 1,326.6724
H_06 Triosephosphate isomerase TPIS_HUMAN 30,791 3 3 5 13.30% QSLGELIGTLNAAK 57 70 50.8 27.2 45.5 2 0 0 1,414.7902
H_06 Triosephosphate isomerase TPIS_HUMAN 30,791 3 3 5 13.30% VIADNVKDWSK 187 197 38.4 28.8 28.0 1 0 0 1,274.6740
H_06 Triosephosphate isomerase TPIS_HUMAN 30,791 3 3 5 13.30% IIYGGSVTGATCK 244 256 80.9 27.1 77.5 2 0 0 1,326.6724
H_07 Triosephosphate isomerase TPIS_HUMAN 30,791 2 2 3 9.44% QSLGELIGTLNAAK 57 70 58.0 27.1 46.5 2 0 0 1,414.7902
H_07 Triosephosphate isomerase TPIS_HUMAN 30,791 2 2 3 9.44% HVFGESDELIGQK 138 150 25.0 27.3 25.0 1 0 0 1,458.7225
K_07 Triosephosphate isomerase TPIS_HUMAN 30,791 3 3 5 14.00% QSLGELIGTLNAAK 57 70 49.9 27.2 34.3 2 0 0 1,414.7902
K_07 Triosephosphate isomerase TPIS_HUMAN 30,791 3 3 5 14.00% HVFGESDELIGQK 138 150 30.0 27.1 26.9 1 0 0 1,458.7225
K_07 Triosephosphate isomerase TPIS_HUMAN 30,791 3 3 5 14.00% IIYGGSVTGATCK 244 256 40.1 26.9 39.5 2 0 0 1,326.6724
L_05 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 13 31.50% QSLGELIGTLNAAK 57 70 58.2 26.9 49.7 2 0 0 1,414.7902
L_05 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 13 31.50% IAVAAQNCYK 97 106 42.6 27.5 40.3 2 0 0 1,137.5721
L_05 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 13 31.50% DCGATWVVLGHSER 123 136 58.3 25.2 43.2 2 0 0 1,586.7381
L_05 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 13 31.50% HVFGESDELIGQK 138 150 33.0 27.1 27.9 2 0 0 1,458.7225
L_05 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 13 31.50% EAGITEKVVFEQTK 173 186 33.6 27.5 31.0 1 0 0 1,578.8375
L_05 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 13 31.50% SNVSDAVAQSTR 232 243 66.4 27.4 58.4 2 0 0 1,234.6021
L_05 Triosephosphate isomerase TPIS_HUMAN 30,791 7 7 13 31.50% IIYGGSVTGATCK 244 256 37.5 27.1 32.9 2 0 0 1,326.6724
L_06 Triosephosphate isomerase TPIS_HUMAN 30,791 3 3 4 14.70% VTNGAFTGEISPGMIK 107 122 51.1 28.0 45.8 1 0 0 1,637.8206
L_06 Triosephosphate isomerase TPIS_HUMAN 30,791 3 3 4 14.70% HVFGESDELIGQK 138 150 33.2 27.3 31.6 0 1 0 1,458.7225
L_06 Triosephosphate isomerase TPIS_HUMAN 30,791 3 3 4 14.70% IIYGGSVTGATCK 244 256 89.6 26.9 86.6 2 0 0 1,326.6724
L_08 Triosephosphate isomerase TPIS_HUMAN 30,791 2 2 3 9.44% QSLGELIGTLNAAK 57 70 43.7 26.9 36.5 1 0 0 1,414.7902
L_08 Triosephosphate isomerase TPIS_HUMAN 30,791 2 2 3 9.44% IIYGGSVTGATCK 244 256 92.3 26.9 91.4 2 0 0 1,326.6724
M_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 14 29.00% KQSLGELIGTLNAAK 56 70 44.2 25.1 30.3 2 0 0 1,542.8852
M_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 14 29.00% QSLGELIGTLNAAK 57 70 72.6 27.2 62.2 2 0 0 1,414.7902
M_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 14 29.00% VTNGAFTGEISPGMIK 107 122 59.8 27.9 54.8 2 0 0 1,637.8206
M_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 14 29.00% DCGATWVVLGHSER 123 136 36.7 25.0 26.1 1 0 0 1,586.7381
M_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 14 29.00% RHVFGESDELIGQK 137 150 54.9 27.6 43.2 0 2 0 1,614.8236
M_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 14 29.00% HVFGESDELIGQK 138 150 29.9 27.1 29.9 1 0 0 1,458.7225
M_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 14 29.00% VIADNVKDWSK 187 197 28.8 28.9 11.8 2 0 0 1,274.6740
M_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 14 29.00% IIYGGSVTGATCK 244 256 103.0 27.1 101.0 2 0 0 1,326.6724
N_05 Triosephosphate isomerase TPIS_HUMAN 30,791 5 5 9 19.20% KQSLGELIGTLNAAK 56 70 31.0 25.0 25.8 1 0 0 1,542.8852
N_05 Triosephosphate isomerase TPIS_HUMAN 30,791 5 5 9 19.20% QSLGELIGTLNAAK 57 70 64.0 27.2 58.6 2 0 0 1,414.7902
N_05 Triosephosphate isomerase TPIS_HUMAN 30,791 5 5 9 19.20% DCGATWVVLGHSER 123 136 61.0 25.1 50.6 2 0 0 1,586.7381
N_05 Triosephosphate isomerase TPIS_HUMAN 30,791 5 5 9 19.20% HVFGESDELIGQK 138 150 38.8 27.5 32.4 2 0 0 1,458.7225
N_05 Triosephosphate isomerase TPIS_HUMAN 30,791 5 5 9 19.20% IIYGGSVTGATCK 244 256 95.5 27.1 94.5 2 0 0 1,326.6724
O_05 Triosephosphate isomerase TPIS_HUMAN 30,791 6 8 13 18.90% KQSLGELIGTLNAAK 56 70 51.5 25.0 46.9 2 1 0 1,542.8852
O_05 Triosephosphate isomerase TPIS_HUMAN 30,791 6 8 13 18.90% QSLGELIGTLNAAK 57 70 71.9 27.2 62.4 2 0 0 1,414.7902
O_05 Triosephosphate isomerase TPIS_HUMAN 30,791 6 8 13 18.90% DCGATWVVLGHSER 123 136 33.9 25.0 26.5 1 1 0 1,586.7381
O_05 Triosephosphate isomerase TPIS_HUMAN 30,791 6 8 13 18.90% RHVFGESDELIGQK 137 150 46.3 27.6 40.0 0 2 0 1,614.8236
O_05 Triosephosphate isomerase TPIS_HUMAN 30,791 6 8 13 18.90% HVFGESDELIGQK 138 150 53.7 27.5 40.7 2 0 0 1,458.7225
O_05 Triosephosphate isomerase TPIS_HUMAN 30,791 6 8 13 18.90% VIADNVKDWSK 187 197 26.2 28.8 7.7 2 0 0 1,274.6740
P_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 12 32.90% KQSLGELIGTLNAAK 56 70 36.9 25.0 29.6 1 0 0 1,542.8852
P_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 12 32.90% QSLGELIGTLNAAK 57 70 73.6 27.2 62.4 2 0 0 1,414.7902
P_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 12 32.90% IAVAAQNCYK 97 106 33.4 28.6 33.4 1 0 0 1,137.5721
P_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 12 32.90% DCGATWVVLGHSER 123 136 48.8 25.2 40.3 2 0 0 1,586.7381
P_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 12 32.90% RHVFGESDELIGQK 137 150 60.3 27.9 49.6 0 2 0 1,614.8236
P_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 12 32.90% VAHALAEGLGVIACIGEK 151 168 35.8 26.0 30.5 0 1 0 1,807.9737
P_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 12 32.90% VIADNVKDWSK 187 197 28.2 28.7 12.4 1 0 0 1,274.6740
P_05 Triosephosphate isomerase TPIS_HUMAN 30,791 8 8 12 32.90% SNVSDAVAQSTR 232 243 49.8 27.9 47.6 2 0 0 1,234.6021
Q_05 Triosephosphate isomerase TPIS_HUMAN 30,791 9 10 15 35.70% KQSLGELIGTLNAAK 56 70 62.1 25.0 56.5 2 0 0 1,542.8852
Q_05 Triosephosphate isomerase TPIS_HUMAN 30,791 9 10 15 35.70% QSLGELIGTLNAAK 57 70 70.6 27.2 58.0 2 0 0 1,414.7902
Q_05 Triosephosphate isomerase TPIS_HUMAN 30,791 9 10 15 35.70% VTNGAFTGEISPGMIK 107 122 69.7 28.0 63.9 2 1 0 1,621.8256
Q_05 Triosephosphate isomerase TPIS_HUMAN 30,791 9 10 15 35.70% DCGATWVVLGHSER 123 136 72.0 25.2 59.4 2 0 0 1,586.7381
Q_05 Triosephosphate isomerase TPIS_HUMAN 30,791 9 10 15 35.70% RHVFGESDELIGQK 137 150 57.7 27.6 49.3 0 1 0 1,614.8236
Q_05 Triosephosphate isomerase TPIS_HUMAN 30,791 9 10 15 35.70% HVFGESDELIGQK 138 150 25.3 27.1 25.3 1 0 0 1,458.7225
Q_05 Triosephosphate isomerase TPIS_HUMAN 30,791 9 10 15 35.70% VAHALAEGLGVIACIGEK 151 168 43.6 26.4 31.0 0 1 0 1,807.9737
Q_05 Triosephosphate isomerase TPIS_HUMAN 30,791 9 10 15 35.70% SNVSDAVAQSTR 232 243 42.3 27.6 34.5 1 0 0 1,234.6021



Q_05 Triosephosphate isomerase TPIS_HUMAN 30,791 9 10 15 35.70% IIYGGSVTGATCK 244 256 89.7 26.9 88.2 2 0 0 1,326.6724
C_11 Tropomyosin beta chain TPM2_HUMAN 32,852 2 2 3 19.40% QLEEEQQALQK 38 48 56.9 27.0 46.8 2 0 0 1,343.6803
C_11 Tropomyosin beta chain TPM2_HUMAN 32,852 2 2 3 19.40% KATDAEADVASLNR 77 90 61.4 27.1 54.2 2 2 0 1,460.7340
C_11 Tropomyosin beta chain TPM2_HUMAN 32,852 2 2 3 19.40% ATDAEADVASLNR 78 90 77.2 26.3 65.9 2 0 0 1,332.6390
C_11 Tropomyosin beta chain TPM2_HUMAN 32,852 2 2 3 19.40% ATDAEADVASLNRR 78 91 24.3 27.4 17.5 0 2 0 1,488.7401
C_11 Tropomyosin beta chain TPM2_HUMAN 32,852 2 2 3 19.40% RIQLVEEELDR 91 101 29.6 26.8 24.6 2 0 0 1,399.7541
C_11 Tropomyosin beta chain TPM2_HUMAN 32,852 2 2 3 19.40% IQLVEEELDRAQER 92 105 34.0 27.9 21.2 2 1 0 1,727.8924
C_11 Tropomyosin beta chain TPM2_HUMAN 32,852 2 2 3 19.40% HIAEDSDRKYEEVAR 153 167 26.4 26.6 14.2 0 1 0 1,817.8777
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% AADAEAEVASLNRR 78 91 30.5 27.2 0.0 0 1 0 1,472.7451
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% RIQLVEEELDRAQER 91 105 28.7 27.9 23.6 0 1 0 1,883.9935
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% IQLVEEELDR 92 101 49.8 27.7 39.4 3 0 0 1,243.6530
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% IQLVEEELDRAQER 92 105 50.3 27.7 44.9 1 0 0 1,727.8924
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% LATALQKLEEAEK 106 118 76.8 27.7 57.1 2 0 0 1,443.8055
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% ALKDEEKMELQEIQLK 134 149 95.3 27.2 88.3 2 2 2 1,961.0264
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% MELQEIQLK 141 149 47.1 28.3 0.0 2 0 0 1,147.6030
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% HIAEEADRKYEEVAR 153 167 29.6 27.4 28.8 2 2 1 1,815.8984
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% KLVIIEGDLER 168 178 48.5 25.3 48.5 2 0 0 1,284.7524
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% KLVIIEGDLERTEER 168 182 45.8 27.0 27.6 2 1 0 1,799.9864
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% LVIIEGDLER 169 178 56.1 27.4 42.5 2 0 0 1,156.6574
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% LVIIEGDLERTEER 169 182 37.6 27.8 31.0 2 0 0 1,671.8914
A_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 7 10 18 35.20% TIDDLEDELYAQK 252 264 50.6 26.3 45.5 2 0 0 1,552.7380
B_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 6 11 30.60% AADAEAEVASLNRR 78 91 26.2 27.2 0.0 0 1 0 1,472.7451
B_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 6 11 30.60% IQLVEEELDR 92 101 64.4 27.7 53.7 3 0 0 1,243.6530
B_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 6 11 30.60% IQLVEEELDRAQER 92 105 54.2 28.1 44.4 2 0 0 1,727.8924
B_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 6 11 30.60% ALKDEEKMELQEIQLK 134 149 69.2 26.8 60.1 2 0 0 1,961.0264
B_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 6 11 30.60% DEEKMELQEIQLK 137 149 37.0 28.3 0.0 0 2 0 1,648.8102
B_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 6 11 30.60% MELQEIQLK 141 149 55.9 28.0 0.0 2 0 0 1,147.6030
B_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 6 11 30.60% HIAEEADRKYEEVAR 153 167 26.6 27.7 23.7 1 0 0 1,815.8984
B_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 6 11 30.60% KLVIIEGDLER 168 178 65.5 25.9 48.2 2 0 0 1,284.7524
B_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 6 11 30.60% KLVIIEGDLERTEER 168 182 26.9 26.6 19.2 2 0 0 1,799.9864
B_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 6 11 30.60% LVIIEGDLER 169 178 56.7 25.7 43.2 2 0 0 1,156.6574
B_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 6 11 30.60% TIDDLEDELYAQK 252 264 63.5 26.4 53.7 2 0 0 1,552.7380
C_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 13 35.20% AADAEAEVASLNRR 78 91 32.6 27.4 0.0 0 1 0 1,472.7451
C_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 13 35.20% RIQLVEEELDRAQER 91 105 18.9 27.9 7.9 0 1 0 1,883.9935
C_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 13 35.20% IQLVEEELDR 92 101 65.0 27.2 50.4 2 0 0 1,243.6530
C_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 13 35.20% IQLVEEELDRAQER 92 105 40.2 28.0 33.4 2 2 0 1,727.8924
C_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 13 35.20% LATALQKLEEAEK 106 118 56.5 27.8 44.7 2 0 0 1,443.8055
C_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 13 35.20% ALKDEEKMELQEIQLK 134 149 67.3 27.3 54.9 2 1 1 1,961.0264
C_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 13 35.20% HIAEEADRKYEEVAR 153 167 34.3 27.5 28.2 2 1 1 1,815.8984
C_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 13 35.20% KLVIIEGDLER 168 178 65.9 25.3 63.4 2 0 0 1,284.7524
C_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 13 35.20% KLVIIEGDLERTEER 168 182 33.0 27.0 18.4 2 0 0 1,799.9864
C_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 13 35.20% LVIIEGDLER 169 178 56.5 25.9 45.1 2 0 0 1,156.6574
C_09 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 13 35.20% TIDDLEDELYAQK 252 264 38.2 26.1 38.2 2 0 0 1,552.7380
H_07 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 12 26.10% RIQLVEEELDR 91 101 48.6 27.8 41.4 2 1 0 1,399.7541
H_07 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 12 26.10% IQLVEEELDRAQER 92 105 59.3 27.8 46.0 2 2 0 1,727.8924
H_07 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 12 26.10% ALKDEEKMELQEIQLK 134 149 54.4 26.8 51.9 1 4 0 1,961.0264
H_07 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 12 26.10% MELQEIQLK 141 149 43.6 28.6 0.0 2 0 0 1,131.6080
H_07 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 12 26.10% HIAEEADRKYEEVAR 153 167 36.2 27.6 29.3 1 1 2 1,815.8984
H_07 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 12 26.10% KLVIIEGDLER 168 178 62.2 26.6 47.4 2 0 0 1,284.7524
H_07 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 12 26.10% KLVIIEGDLERTEER 168 182 32.6 26.8 22.1 1 0 0 1,799.9864
H_07 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 12 26.10% LVIIEGDLER 169 178 33.4 25.7 17.6 1 0 0 1,156.6574
H_07 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 12 26.10% LVIIEGDLERTEER 169 182 27.0 27.7 20.0 1 0 0 1,671.8914
H_07 Tropomyosin alpha‐3 chain TPM3_HUMAN 32,820 6 8 12 26.10% TIDDLEDELYAQK 252 264 66.6 26.5 60.3 2 0 0 1,552.7380
A_03 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 6 10 12.10% KIQALQQQADEAEDR 13 27 40.0 27.4 36.5 1 2 0 1,742.8670
A_03 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 6 10 12.10% IQALQQQADEAEDR 14 27 62.3 26.3 53.3 1 0 0 1,614.7720
A_03 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 6 10 12.10% RIQLVEEELDR 55 65 30.6 27.7 21.9 0 2 0 1,399.7541
A_03 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 6 10 12.10% IQLVEEELDR 56 65 41.9 27.2 37.6 2 0 0 1,243.6530
A_03 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 6 10 12.10% IQLVEEELDRAQER 56 69 27.7 27.9 21.0 0 2 0 1,727.8924
A_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 26.60% KIQALQQQADEAEDR 13 27 91.7 27.3 91.7 2 0 0 1,742.8670
A_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 26.60% IQALQQQADEAEDR 14 27 93.1 26.3 86.3 2 0 0 1,614.7720
A_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 26.60% RIQLVEEELDR 55 65 52.8 27.7 43.7 1 1 0 1,399.7541
A_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 26.60% IQLVEEELDRAQER 56 69 31.0 27.8 19.6 0 1 0 1,727.8924
A_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 26.60% AMKDEEKMEIQEMQLK 98 113 25.3 25.0 0.0 0 1 0 2,028.9290
A_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 26.60% KLVILEGELER 132 142 44.2 25.0 26.4 2 0 0 1,298.7680
A_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 26.60% LVILEGELER 133 142 63.2 26.2 45.3 2 0 0 1,170.6730
A_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 26.60% CGDLEEELK 154 162 30.9 25.0 9.7 2 0 0 1,092.4880
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% KIQALQQQADEAEDR 13 27 31.2 27.3 24.3 1 0 0 1,742.8670
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% KIQALQQQADEAEDRAQGLQR 13 33 62.4 27.3 51.1 0 2 2 2,396.2280
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% IQALQQQADEAEDR 14 27 87.4 26.3 81.6 2 2 0 1,614.7720
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% IQALQQQADEAEDRAQGLQR 14 33 67.0 27.3 55.0 0 2 0 2,268.1330
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% EKAEGDVAALNRR 43 55 23.4 27.8 3.2 0 1 0 1,428.7554
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% RIQLVEEELDRAQER 55 69 28.7 27.9 23.6 0 1 0 1,883.9935
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% IQLVEEELDR 56 65 49.8 27.7 39.4 3 0 0 1,243.6530
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% IQLVEEELDRAQER 56 69 50.3 27.7 44.9 1 0 0 1,727.8924
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% LATALQKLEEAEK 70 82 76.8 27.7 57.1 2 0 0 1,443.8055
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% AMKDEEKMEIQEMQLK 98 113 33.8 25.0 0.0 0 5 2 2,012.9341
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% DEEKMEIQEMQLK 101 113 16.6 25.0 0.0 0 1 0 1,682.7615
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% MEIQEMQLK 105 113 39.4 26.0 0.0 5 0 0 1,181.5543
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% HIAEEADRKYEEVAR 117 131 29.6 27.4 28.8 2 2 1 1,815.8984
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% KLVILEGELER 132 142 53.6 25.0 27.3 2 0 0 1,298.7680
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% KLVILEGELERAEER 132 146 37.5 25.8 34.2 2 2 0 1,783.9914
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% LVILEGELER 133 142 49.8 25.0 48.8 3 0 0 1,170.6730
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% LVILEGELERAEER 133 146 29.6 27.2 23.8 2 0 0 1,655.8964
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% CGDLEEELK 154 162 23.1 25.0 17.1 1 0 0 1,092.4880
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% CGDLEEELKNVTNNLK 154 169 44.1 26.9 42.5 2 2 0 1,875.9119
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% YSEKEDKYEEEIK 178 190 23.5 25.0 17.7 0 2 0 1,689.7855
A_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 21 29 56 60.10% TIDDLEEKLAQAK 216 228 52.5 28.4 45.8 1 0 0 1,473.7798
A_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 6 9 21.80% RIQLVEEELDR 55 65 39.4 27.7 34.9 2 0 0 1,399.7541
A_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 6 9 21.80% IQLVEEELDRAQER 56 69 23.4 27.8 9.5 0 1 0 1,727.8924
A_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 6 9 21.80% AMKDEEKMEIQEMQLK 98 113 26.1 25.0 0.0 0 1 0 2,028.9290
A_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 6 9 21.80% LVILEGELER 133 142 50.5 26.0 35.0 2 0 0 1,170.6730
A_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 6 9 21.80% YSEKEDKYEEEIK 178 190 44.4 25.0 33.3 2 1 0 1,689.7855
A_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 3 4.44% KLVILEGELER 132 142 21.5 25.0 10.8 1 0 0 1,298.7680
A_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 3 4.44% LVILEGELER 133 142 36.1 26.2 27.6 2 0 0 1,170.6730
B_03 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 4 6.05% KIQALQQQADEAEDR 13 27 46.4 27.5 46.4 0 2 0 1,742.8670
B_03 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 4 6.05% IQALQQQADEAEDR 14 27 80.1 26.3 76.4 2 0 0 1,614.7720
B_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 25.80% KIQALQQQADEAEDR 13 27 85.3 27.6 79.7 2 0 0 1,742.8670
B_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 25.80% IQALQQQADEAEDR 14 27 87.3 26.3 81.2 2 0 0 1,614.7720
B_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 25.80% RIQLVEEELDR 55 65 32.9 27.8 24.1 2 0 0 1,399.7541
B_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 25.80% HIAEEADRKYEEVAR 117 131 21.0 27.5 14.6 0 1 0 1,815.8984
B_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 25.80% LVILEGELER 133 142 59.2 26.0 40.5 2 0 0 1,170.6730
B_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 25.80% YSEKEDKYEEEIK 178 190 39.9 25.0 36.5 2 0 0 1,689.7855
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% KIQALQQQADEAEDR 13 27 34.0 27.5 22.8 1 0 0 1,742.8670
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% IQALQQQADEAEDR 14 27 93.6 26.3 89.3 2 0 0 1,614.7720
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% EKAEGDVAALNR 43 54 40.3 27.2 29.3 2 0 0 1,272.6543
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% EKAEGDVAALNRR 43 55 31.7 27.9 15.5 0 1 0 1,428.7554
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% IQLVEEELDR 56 65 64.4 27.7 53.7 3 0 0 1,243.6530
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% IQLVEEELDRAQER 56 69 54.2 28.1 44.4 2 0 0 1,727.8924
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% AMKDEEKMEIQEMQLK 98 113 34.3 25.0 0.0 0 2 0 2,012.9341
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% DEEKMEIQEMQLK 101 113 26.4 25.0 0.0 0 2 0 1,682.7615
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% MEIQEMQLK 105 113 41.1 27.1 0.0 3 0 0 1,149.5644
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% HIAEEADRKYEEVAR 117 131 26.6 27.7 23.7 1 0 0 1,815.8984



B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% KLVILEGELER 132 142 36.1 25.0 21.6 1 0 0 1,298.7680
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% KLVILEGELERAEER 132 146 30.1 25.8 18.2 0 2 0 1,783.9914
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% CGDLEEELK 154 162 38.3 25.0 13.6 2 0 0 1,092.4880
B_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 15 25 44.40% YSEKEDKYEEEIK 178 190 28.0 25.0 22.7 0 1 0 1,689.7855
B_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 3 5 10.50% KIQALQQQADEAEDR 13 27 32.0 27.3 29.1 0 2 0 1,742.8670
B_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 3 5 10.50% RIQLVEEELDR 55 65 29.2 27.8 26.0 2 1 0 1,399.7541
B_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 5 7 17.70% RIQLVEEELDR 55 65 30.8 27.8 25.1 2 0 0 1,399.7541
B_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 5 7 17.70% IQLVEEELDRAQER 56 69 22.8 27.8 8.2 0 1 0 1,727.8924
B_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 5 7 17.70% AMKDEEKMEIQEMQLK 98 113 20.2 25.0 0.0 0 1 0 2,028.9290
B_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 5 7 17.70% YSEKEDKYEEEIK 178 190 38.2 25.1 25.5 1 2 0 1,689.7855
C_03 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 5 10.10% KIQALQQQADEAEDR 13 27 48.8 27.7 42.5 0 2 0 1,742.8670
C_03 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 5 10.10% IQALQQQADEAEDR 14 27 72.8 26.3 69.2 1 0 0 1,614.7720
C_03 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 5 10.10% IQLVEEELDR 56 65 56.6 27.2 44.2 2 0 0 1,243.6530
C_05 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 2 4.44% KLVILEGELER 132 142 43.4 25.9 26.0 1 0 0 1,298.7680
C_05 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 2 4.44% LVILEGELER 133 142 43.9 25.0 38.3 1 0 0 1,170.6730
C_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 8 14 26.20% KIQALQQQADEAEDR 13 27 21.8 27.7 17.0 0 1 0 1,742.8670
C_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 8 14 26.20% IQALQQQADEAEDR 14 27 57.8 26.3 51.3 2 0 0 1,614.7720
C_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 8 14 26.20% RIQLVEEELDR 55 65 52.6 27.7 43.5 0 2 0 1,399.7541
C_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 8 14 26.20% IQLVEEELDR 56 65 60.8 27.7 53.7 2 0 0 1,243.6530
C_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 8 14 26.20% LATALQKLEEAEK 70 82 42.9 27.7 37.0 2 0 0 1,443.8055
C_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 8 14 26.20% HIAEEADRKYEEVAR 117 131 29.5 27.7 23.5 0 1 0 1,815.8984
C_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 8 14 26.20% KLVILEGELER 132 142 47.7 25.0 28.0 2 0 0 1,298.7680
C_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 8 14 26.20% LVILEGELER 133 142 72.5 26.0 50.6 2 0 0 1,170.6730
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% KIQALQQQADEAEDR 13 27 53.1 27.7 50.4 2 0 0 1,742.8670
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% IQALQQQADEAEDR 14 27 86.6 26.2 81.2 2 0 0 1,614.7720
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% IQALQQQADEAEDRAQGLQR 14 33 31.3 27.2 16.5 0 1 0 2,268.1330
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% RIQLVEEELDRAQER 55 69 18.9 27.9 7.9 0 1 0 1,883.9935
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% IQLVEEELDR 56 65 65.0 27.2 50.4 2 0 0 1,243.6530
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% IQLVEEELDRAQER 56 69 40.2 28.0 33.4 2 2 0 1,727.8924
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% LATALQKLEEAEK 70 82 56.5 27.8 44.7 2 0 0 1,443.8055
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% HIAEEADRKYEEVAR 117 131 34.3 27.5 28.2 2 1 1 1,815.8984
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% KLVILEGELER 132 142 33.9 25.0 14.1 2 0 0 1,298.7680
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% KLVILEGELERAEER 132 146 26.4 26.0 19.3 0 1 0 1,783.9914
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% LVILEGELER 133 142 64.8 25.0 58.6 1 0 0 1,170.6730
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% CGDLEEELK 154 162 25.3 25.0 17.5 1 0 0 1,092.4880
C_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 16 25 40.70% YSEKEDKYEEEIK 178 190 21.7 25.0 16.0 0 2 0 1,689.7855
D_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 15 26 29.00% KIQALQQQADEAEDR 13 27 81.6 27.3 81.6 2 1 0 1,742.8670
D_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 15 26 29.00% IQALQQQADEAEDR 14 27 84.2 26.0 79.1 2 2 0 1,614.7720
D_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 15 26 29.00% IQALQQQADEAEDRAQGLQR 14 33 55.6 27.6 45.0 0 2 0 2,268.1330
D_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 15 26 29.00% EKAEGDVAALNR 43 54 27.9 27.0 12.3 2 0 0 1,272.6543
D_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 15 26 29.00% EKAEGDVAALNRR 43 55 22.6 27.3 10.0 0 1 0 1,428.7554
D_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 15 26 29.00% RIQLVEEELDR 55 65 50.0 27.5 37.6 1 2 0 1,399.7541
D_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 15 26 29.00% IQLVEEELDR 56 65 73.6 27.1 66.6 2 0 0 1,243.6530
D_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 15 26 29.00% IQLVEEELDRAQER 56 69 35.8 27.8 30.0 2 1 0 1,727.8924
D_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 15 26 29.00% LATALQKLEEAEK 70 82 48.4 27.7 37.0 2 0 0 1,443.8055
D_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 15 26 29.00% KLVILEGELER 132 142 38.2 25.0 12.0 2 0 0 1,298.7680
D_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 15 26 29.00% LVILEGELER 133 142 43.9 25.8 37.8 2 0 0 1,170.6730
D_15 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 12 26.20% KIQALQQQADEAEDR 13 27 58.0 27.2 55.1 0 2 0 1,742.8670
D_15 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 12 26.20% IQALQQQADEAEDR 14 27 76.4 26.2 72.0 2 0 0 1,614.7720
D_15 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 12 26.20% EKAEGDVAALNRR 43 55 35.1 27.0 24.8 0 1 0 1,428.7554
D_15 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 12 26.20% RIQLVEEELDR 55 65 20.9 27.4 17.1 0 1 0 1,399.7541
D_15 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 12 26.20% IQLVEEELDRAQER 56 69 35.7 27.6 20.1 1 2 0 1,727.8924
D_15 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 12 26.20% LATALQKLEEAEK 70 82 24.5 27.7 16.0 1 0 0 1,443.8055
D_15 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 12 26.20% LVILEGELER 133 142 41.7 25.8 36.1 2 0 0 1,170.6730
E_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% KIQALQQQADEAEDR 13 27 36.7 27.5 31.2 0 2 0 1,742.8670
E_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% IQALQQQADEAEDR 14 27 76.7 26.3 69.4 2 2 0 1,614.7720
E_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% EKAEGDVAALNRR 43 55 34.0 27.0 19.2 0 1 0 1,428.7554
E_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% IQLVEEELDR 56 65 48.4 27.0 38.2 2 0 0 1,243.6530
E_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% IQLVEEELDRAQER 56 69 36.8 27.9 20.5 0 2 0 1,727.8924
E_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% KLVILEGELER 132 142 32.5 25.0 16.1 1 0 0 1,298.7680
E_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% LVILEGELER 133 142 36.2 25.8 32.6 2 0 0 1,170.6730
F_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 20 40.30% KIQALQQQADEAEDR 13 27 119.0 27.3 114.0 2 0 0 1,742.8670
F_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 20 40.30% IQALQQQADEAEDR 14 27 63.5 26.4 59.1 2 0 0 1,614.7720
F_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 20 40.30% IQALQQQADEAEDRAQGLQR 14 33 44.0 27.3 40.8 0 2 0 2,268.1330
F_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 20 40.30% IQLVEEELDRAQER 56 69 36.6 27.8 30.6 2 2 0 1,727.8924
F_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 20 40.30% LATALQKLEEAEK 70 82 77.5 27.7 58.5 2 0 0 1,443.8055
F_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 20 40.30% HIAEEADRKYEEVAR 117 131 27.0 27.7 18.5 1 0 0 1,815.8984
F_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 20 40.30% KLVILEGELERAEER 132 146 26.4 25.8 19.9 0 2 0 1,783.9914
F_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 20 40.30% LVILEGELER 133 142 58.3 26.0 41.1 1 0 0 1,170.6730
F_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 20 40.30% CGDLEEELK 154 162 50.8 25.0 25.3 2 0 0 1,092.4880
F_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 20 40.30% TIDDLEEKLAQAK 216 228 66.6 28.4 57.2 2 0 0 1,473.7798
F_12 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 4 7 15.70% KIQALQQQADEAEDR 13 27 64.1 27.5 56.9 0 2 0 1,742.8670
F_12 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 4 7 15.70% IQALQQQADEAEDR 14 27 86.6 26.3 80.6 2 0 0 1,614.7720
F_12 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 4 7 15.70% IQLVEEELDRAQER 56 69 36.9 28.1 24.9 0 1 0 1,727.8924
F_12 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 4 7 15.70% LVILEGELER 133 142 49.9 26.0 36.2 2 0 0 1,170.6730
F_13 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 6 13.70% IQLVEEELDRAQER 56 69 32.3 27.8 17.4 0 2 0 1,727.8924
F_13 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 6 13.70% KLVILEGELER 132 142 49.8 25.0 28.0 2 0 0 1,298.7680
F_13 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 6 13.70% CGDLEEELK 154 162 41.3 25.0 14.8 2 0 0 1,092.4880
G_04 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 5 10.10% KIQALQQQADEAEDR 13 27 44.8 27.3 34.2 0 1 0 1,742.8670
G_04 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 5 10.10% IQALQQQADEAEDR 14 27 43.6 26.4 40.6 2 0 0 1,614.7720
G_04 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 5 10.10% IQLVEEELDR 56 65 43.9 27.9 38.3 2 0 0 1,243.6530
G_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 5 10 14.10% KIQALQQQADEAEDR 13 27 75.9 27.4 70.5 2 2 0 1,742.8670
G_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 5 10 14.10% IQALQQQADEAEDR 14 27 86.9 26.4 78.4 2 0 0 1,614.7720
G_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 5 10 14.10% RIQLVEEELDR 55 65 30.1 27.2 23.3 2 0 0 1,399.7541
G_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 5 10 14.10% MEIQEMQLK 105 113 42.3 27.6 0.0 2 0 0 1,149.5644
G_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 35.90% KIQALQQQADEAEDR 13 27 82.2 27.3 72.2 2 0 0 1,742.8670
G_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 35.90% IQALQQQADEAEDR 14 27 78.1 26.7 65.6 2 0 0 1,614.7720
G_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 35.90% IQLVEEELDRAQER 56 69 25.0 28.0 7.7 1 1 0 1,727.8924
G_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 35.90% LATALQKLEEAEK 70 82 56.0 26.7 46.7 2 0 0 1,443.8055
G_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 35.90% HIAEEADRKYEEVAR 117 131 29.5 27.7 21.0 0 1 0 1,815.8984
G_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 35.90% LVILEGELER 133 142 51.0 25.6 37.9 2 0 0 1,170.6730
G_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 35.90% CGDLEEELK 154 162 53.2 25.0 30.6 2 0 0 1,092.4880
G_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 8 9 14 35.90% TIDDLEEKLAQAK 216 228 34.0 28.4 23.2 1 0 0 1,473.7798
G_13 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 4 5 14.10% RIQLVEEELDR 55 65 24.6 27.2 14.9 1 0 0 1,399.7541
G_13 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 4 5 14.10% IQLVEEELDRAQER 56 69 23.9 27.7 18.5 0 1 0 1,727.8924
G_13 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 4 5 14.10% KLVILEGELER 132 142 32.1 25.0 6.7 2 0 0 1,298.7680
G_13 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 4 5 14.10% CGDLEEELK 154 162 18.2 25.0 18.2 1 0 0 1,092.4880
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% KIQALQQQADEAEDR 13 27 88.5 27.2 82.4 2 2 0 1,742.8670
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% KIQALQQQADEAEDRAQGLQR 13 33 37.5 27.3 24.9 0 0 2 2,396.2280
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% IQALQQQADEAEDR 14 27 83.4 26.3 78.7 2 0 0 1,614.7720
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% IQALQQQADEAEDRAQGLQR 14 33 66.7 27.3 57.1 0 2 0 2,268.1330
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% RIQLVEEELDR 55 65 48.6 27.8 41.4 2 1 0 1,399.7541
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% IQLVEEELDRAQER 56 69 59.3 27.8 46.0 2 2 0 1,727.8924
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% HIAEEADRKYEEVAR 117 131 36.2 27.6 29.3 1 1 2 1,815.8984
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% KLVILEGELERAEER 132 146 28.0 25.5 18.1 0 1 0 1,783.9914
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% LVILEGELER 133 142 71.3 26.2 54.8 2 0 0 1,170.6730
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% LVILEGELERAEER 133 146 35.8 27.5 26.2 2 0 0 1,655.8964
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% CGDLEEELK 154 162 37.9 25.0 23.5 2 0 0 1,092.4880
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% CGDLEEELKNVTNNLK 154 169 30.1 27.1 27.1 0 2 0 1,875.9119
H_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 13 18 31 38.30% TIDDLEEKLAQAK 216 228 70.9 28.4 63.4 1 0 0 1,473.7798
H_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 17.30% KIQALQQQADEAEDR 13 27 53.8 27.3 50.6 2 2 0 1,742.8670
H_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 17.30% IQALQQQADEAEDR 14 27 75.6 26.6 64.6 2 0 0 1,614.7720



H_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 17.30% RIQLVEEELDR 55 65 33.5 27.9 27.2 2 0 0 1,399.7541
H_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 17.30% IQLVEEELDR 56 65 50.0 28.0 40.0 2 0 0 1,243.6530
H_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 17.30% IQLVEEELDRAQER 56 69 25.2 27.9 16.3 1 2 0 1,727.8924
H_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 17.30% LATALQKLEEAEK 70 82 60.6 27.1 44.7 2 0 0 1,443.8055
I_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 10 21.40% KIQALQQQADEAEDR 13 27 27.1 27.2 22.2 0 1 0 1,742.8670
I_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 10 21.40% IQALQQQADEAEDR 14 27 85.9 26.7 85.7 2 0 0 1,614.7720
I_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 10 21.40% RIQLVEEELDR 55 65 30.0 27.5 25.3 1 0 0 1,399.7541
I_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 10 21.40% IQLVEEELDRAQER 56 69 22.2 27.7 22.2 2 0 0 1,727.8924
I_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 10 21.40% LATALQKLEEAEK 70 82 84.2 27.1 73.3 2 0 0 1,443.8055
I_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 10 21.40% LVILEGELER 133 142 50.5 26.2 29.4 2 0 0 1,170.6730
J_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 14 25 34.30% KIQALQQQADEAEDR 13 27 44.1 27.2 43.5 2 2 0 1,742.8670
J_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 14 25 34.30% IQALQQQADEAEDR 14 27 71.1 26.8 66.9 2 0 0 1,614.7720
J_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 14 25 34.30% IQLVEEELDR 56 65 36.5 28.0 24.3 3 0 0 1,243.6530
J_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 14 25 34.30% IQLVEEELDRAQER 56 69 42.4 27.7 26.9 2 2 0 1,727.8924
J_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 14 25 34.30% LATALQKLEEAEK 70 82 61.9 26.7 46.8 2 1 0 1,443.8055
J_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 14 25 34.30% KLVILEGELER 132 142 61.8 25.0 40.0 2 0 0 1,298.7680
J_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 14 25 34.30% LVILEGELER 133 142 53.1 25.8 39.8 2 0 0 1,170.6730
J_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 14 25 34.30% LVILEGELERAEER 133 146 26.9 27.1 13.6 0 1 0 1,655.8964
J_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 14 25 34.30% CGDLEEELK 154 162 23.3 25.0 6.9 1 0 0 1,092.4880
J_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 14 25 34.30% CGDLEEELKNVTNNLK 154 169 45.2 27.3 41.8 0 2 0 1,875.9119
J_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 11 14 25 34.30% LLSDKLKEAETR 191 202 22.5 26.9 16.4 0 1 0 1,402.7902
J_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 5 9 14.50% IQALQQQADEAEDR 14 27 41.0 26.6 34.8 2 0 0 1,614.7720
J_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 5 9 14.50% RIQLVEEELDR 55 65 32.9 27.2 29.2 0 2 0 1,399.7541
J_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 5 9 14.50% IQLVEEELDR 56 65 41.6 28.0 29.0 2 0 0 1,243.6530
J_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 5 9 14.50% KLVILEGELER 132 142 23.5 25.0 16.9 1 0 0 1,298.7680
J_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 5 9 14.50% LVILEGELER 133 142 47.1 25.8 37.5 2 0 0 1,170.6730
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% KIQALQQQADEAEDR 13 27 70.5 27.3 67.6 2 2 0 1,742.8670
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% KIQALQQQADEAEDRAQGLQR 13 33 49.0 27.4 38.1 0 2 0 2,396.2280
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% IQALQQQADEAEDR 14 27 93.2 26.4 83.8 2 0 0 1,614.7720
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% IQALQQQADEAEDRAQGLQR 14 33 71.0 27.1 61.7 0 2 0 2,268.1330
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% RIQLVEEELDR 55 65 35.8 27.5 30.7 1 0 0 1,399.7541
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% IQLVEEELDR 56 65 50.7 28.0 44.1 7 0 0 1,243.6530
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% IQLVEEELDRAQER 56 69 49.5 27.9 30.6 2 2 0 1,727.8924
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% LATALQKLEEAEK 70 82 71.4 27.1 61.1 2 2 0 1,443.8055
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% HIAEEADRKYEEVAR 117 131 27.5 27.8 22.1 0 2 0 1,815.8984
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% KLVILEGELERAEER 132 146 37.3 25.5 26.5 1 1 0 1,783.9914
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% LVILEGELER 133 142 65.1 26.2 47.6 1 0 0 1,170.6730
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% LVILEGELERAEER 133 146 33.1 27.2 22.2 2 0 0 1,655.8964
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% CGDLEEELKNVTNNLK 154 169 41.0 27.1 32.7 0 2 0 1,875.9119
K_07 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 14 18 37 43.50% TIDDLEEKLAQAK 216 228 77.1 28.2 66.5 2 0 0 1,473.7798
K_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% KIQALQQQADEAEDR 13 27 37.4 27.3 27.0 0 2 0 1,742.8670
K_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% IQALQQQADEAEDR 14 27 53.2 26.7 51.4 1 0 0 1,614.7720
K_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% RIQLVEEELDR 55 65 31.3 27.6 23.3 2 0 0 1,399.7541
K_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% IQLVEEELDR 56 65 38.7 28.0 29.4 1 0 0 1,243.6530
K_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% IQLVEEELDRAQER 56 69 44.7 27.7 38.2 2 2 0 1,727.8924
K_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% LATALQKLEEAEK 70 82 65.2 27.1 46.3 2 0 0 1,443.8055
K_08 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 7 8 14 21.40% LVILEGELER 133 142 52.4 25.6 33.2 2 0 0 1,170.6730
L_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 17 35.10% KIQALQQQADEAEDR 13 27 91.3 27.3 83.6 2 0 0 1,742.8670
L_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 17 35.10% IQALQQQADEAEDR 14 27 93.0 26.7 75.4 2 0 0 1,614.7720
L_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 17 35.10% IQALQQQADEAEDRAQGLQR 14 33 45.1 27.2 27.6 0 1 0 2,268.1330
L_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 17 35.10% RIQLVEEELDRAQER 55 69 25.8 27.9 19.4 0 1 0 1,883.9935
L_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 17 35.10% IQLVEEELDR 56 65 74.3 28.0 65.2 2 0 0 1,243.6530
L_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 17 35.10% IQLVEEELDRAQER 56 69 39.3 27.7 36.0 2 2 0 1,727.8924
L_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 17 35.10% HIAEEADRKYEEVAR 117 131 33.5 27.8 31.5 1 0 0 1,815.8984
L_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 17 35.10% LVILEGELER 133 142 57.1 25.7 47.1 2 0 0 1,170.6730
L_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 17 35.10% YSEKEDKYEEEIK 178 190 25.3 25.2 19.6 0 1 0 1,689.7855
L_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 10 11 17 35.10% TIDDLEEKLAQAK 216 228 33.0 28.1 29.4 1 0 0 1,473.7798
L_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 5 10 21.00% KIQALQQQADEAEDR 13 27 85.4 27.3 85.4 2 2 0 1,742.8670
L_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 5 10 21.00% IQLVEEELDRAQER 56 69 38.8 27.8 28.6 2 0 0 1,727.8924
L_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 5 10 21.00% LATALQKLEEAEK 70 82 53.4 27.1 41.2 2 0 0 1,443.8055
L_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 5 10 21.00% LVILEGELER 133 142 36.4 25.6 30.5 2 0 0 1,170.6730
L_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 8 15 17.30% KIQALQQQADEAEDR 13 27 79.5 27.3 79.5 2 2 0 1,742.8670
L_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 8 15 17.30% IQALQQQADEAEDR 14 27 93.6 26.4 85.7 2 0 0 1,614.7720
L_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 8 15 17.30% RIQLVEEELDR 55 65 33.6 27.6 22.5 0 2 0 1,399.7541
L_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 8 15 17.30% IQLVEEELDRAQER 56 69 45.3 27.9 38.0 2 2 0 1,727.8924
L_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 5 8 15 17.30% LATALQKLEEAEK 70 82 50.9 26.7 38.5 2 1 0 1,443.8055
L_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 6 11 15.70% KIQALQQQADEAEDR 13 27 90.6 27.3 86.5 2 2 0 1,742.8670
L_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 6 11 15.70% IQALQQQADEAEDR 14 27 88.7 26.6 86.2 2 0 0 1,614.7720
L_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 6 11 15.70% IQLVEEELDRAQER 56 69 29.5 28.0 25.3 1 2 0 1,727.8924
L_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 6 11 15.70% LVILEGELER 133 142 43.0 25.8 35.7 2 0 0 1,170.6730
L_12 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 2 10.10% KIQALQQQADEAEDR 13 27 39.6 27.3 39.6 0 1 0 1,742.8670
L_12 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 2 10.10% LVILEGELER 133 142 57.9 25.7 45.9 1 0 0 1,170.6730
L_13 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 3 10.10% KIQALQQQADEAEDR 13 27 48.4 27.3 43.6 0 1 0 1,742.8670
L_13 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 3 10.10% IQALQQQADEAEDR 14 27 77.6 26.7 73.0 1 0 0 1,614.7720
L_13 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 3 10.10% IQLVEEELDR 56 65 30.4 28.0 8.5 1 0 0 1,243.6530
M_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 9 12 19 24.20% KIQALQQQADEAEDR 13 27 75.9 27.3 66.3 2 0 0 1,742.8670
M_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 9 12 19 24.20% IQALQQQADEAEDR 14 27 93.4 26.4 85.7 2 1 0 1,614.7720
M_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 9 12 19 24.20% IQALQQQADEAEDRAQGLQR 14 33 34.7 27.2 24.0 0 1 0 2,268.1330
M_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 9 12 19 24.20% RIQLVEEELDR 55 65 42.8 27.9 38.7 0 2 0 1,399.7541
M_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 9 12 19 24.20% IQLVEEELDR 56 65 71.3 27.9 64.3 1 0 0 1,243.6530
M_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 9 12 19 24.20% IQLVEEELDRAQER 56 69 38.6 28.0 24.7 2 1 0 1,727.8924
M_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 9 12 19 24.20% LATALQKLEEAEK 70 82 61.7 26.7 53.9 2 1 0 1,443.8055
M_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 9 12 19 24.20% KLVILEGELER 132 142 50.1 25.0 31.0 2 0 0 1,298.7680
M_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 9 12 19 24.20% LVILEGELER 133 142 54.7 25.7 36.2 2 0 0 1,170.6730
M_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 19.80% KIQALQQQADEAEDR 13 27 63.1 27.2 54.8 0 2 0 1,742.8670
M_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 19.80% IQALQQQADEAEDR 14 27 72.1 26.4 68.8 2 0 0 1,614.7720
M_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 19.80% EKAEGDVAALNR 43 54 24.0 27.1 15.1 2 0 0 1,272.6543
M_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 19.80% RIQLVEEELDR 55 65 30.0 27.6 22.0 1 0 0 1,399.7541
M_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 19.80% IQLVEEELDR 56 65 58.5 27.9 43.4 2 0 0 1,243.6530
M_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 19.80% KLVILEGELER 132 142 33.0 25.0 9.3 2 0 0 1,298.7680
M_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 3 6.05% KIQALQQQADEAEDR 13 27 44.5 27.5 41.6 0 1 0 1,742.8670
M_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 3 6.05% IQALQQQADEAEDR 14 27 67.2 26.7 67.2 2 0 0 1,614.7720
N_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 5 10.10% KIQALQQQADEAEDR 13 27 44.3 27.3 44.3 0 1 0 1,742.8670
N_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 5 10.10% IQALQQQADEAEDR 14 27 68.2 26.7 60.6 2 0 0 1,614.7720
N_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 5 10.10% IQLVEEELDR 56 65 51.6 28.0 41.5 2 0 0 1,243.6530
N_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 4 6.05% KIQALQQQADEAEDR 13 27 63.7 27.3 55.6 0 2 0 1,742.8670
N_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 4 6.05% IQALQQQADEAEDR 14 27 70.4 26.7 68.7 2 0 0 1,614.7720
O_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 6 10.10% KIQALQQQADEAEDR 13 27 68.9 27.6 54.3 0 2 0 1,742.8670
O_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 6 10.10% IQALQQQADEAEDR 14 27 60.8 26.6 53.3 2 0 0 1,614.7720
O_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 6 10.10% LVILEGELER 133 142 47.1 26.2 34.6 2 0 0 1,170.6730
O_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 4 10.10% KIQALQQQADEAEDR 13 27 57.1 27.3 46.4 0 2 0 1,742.8670
O_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 4 10.10% IQLVEEELDR 56 65 43.5 27.9 34.3 2 0 0 1,243.6530
P_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 16.10% KIQALQQQADEAEDR 13 27 58.8 27.5 54.6 2 2 0 1,742.8670
P_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 16.10% IQALQQQADEAEDR 14 27 77.1 26.6 71.0 2 0 0 1,614.7720
P_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 16.10% IQLVEEELDR 56 65 56.2 27.7 48.0 2 0 0 1,243.6530
P_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 16.10% IQLVEEELDRAQER 56 69 27.2 28.0 23.4 2 1 0 1,727.8924
P_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 16.10% KLVILEGELER 132 142 36.9 25.0 3.8 2 0 0 1,298.7680
P_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 16.10% LVILEGELER 133 142 42.7 25.6 30.8 2 0 0 1,170.6730
P_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 4 8 14.50% KIQALQQQADEAEDR 13 27 68.1 27.6 53.3 0 2 0 1,742.8670
P_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 4 8 14.50% IQALQQQADEAEDR 14 27 71.8 26.6 54.1 2 0 0 1,614.7720
P_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 4 8 14.50% IQLVEEELDR 56 65 46.5 27.8 33.7 2 0 0 1,243.6530
P_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 4 4 8 14.50% KLVILEGELER 132 142 52.4 25.0 19.3 2 0 0 1,298.7680



Q_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 22.60% KIQALQQQADEAEDR 13 27 70.1 27.3 67.1 2 0 0 1,742.8670
Q_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 22.60% IQALQQQADEAEDR 14 27 75.2 26.7 68.6 2 0 0 1,614.7720
Q_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 22.60% IQLVEEELDR 56 65 58.7 28.0 52.5 2 0 0 1,243.6530
Q_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 22.60% IQLVEEELDRAQER 56 69 34.9 28.0 31.4 2 0 0 1,727.8924
Q_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 22.60% AMKDEEKMEIQEMQLK 98 113 17.6 25.0 0.0 0 1 0 2,028.9290
Q_06 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 6 11 22.60% KLVILEGELER 132 142 45.4 25.0 23.9 2 0 0 1,298.7680
Q_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 3 6.05% KIQALQQQADEAEDR 13 27 33.1 27.3 33.1 0 1 0 1,742.8670
Q_09 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 3 6.05% IQALQQQADEAEDR 14 27 93.9 26.7 85.5 2 0 0 1,614.7720
Q_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 16.50% KIQALQQQADEAEDR 13 27 56.4 27.3 53.5 2 2 0 1,742.8670
Q_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 16.50% IQALQQQADEAEDR 14 27 86.5 26.7 80.9 2 0 0 1,614.7720
Q_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 16.50% RIQLVEEELDR 55 65 38.0 27.5 35.8 2 0 0 1,399.7541
Q_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 16.50% IQLVEEELDR 56 65 53.2 28.0 47.0 2 0 0 1,243.6530
Q_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 16.50% IQLVEEELDRAQER 56 69 24.3 27.7 18.2 1 2 0 1,727.8924
Q_10 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 6 8 15 16.50% KLVILEGELER 132 142 32.1 25.0 12.2 2 0 0 1,298.7680
Q_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 5 10.10% KIQALQQQADEAEDR 13 27 34.7 27.3 34.7 0 1 0 1,742.8670
Q_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 5 10.10% IQALQQQADEAEDR 14 27 71.4 26.7 71.4 2 0 0 1,614.7720
Q_11 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 5 10.10% IQLVEEELDR 56 65 49.1 28.0 40.5 2 0 0 1,243.6530
Q_12 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 3 10.10% KIQALQQQADEAEDR 13 27 22.0 27.5 19.3 0 1 0 1,742.8670
Q_12 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 3 10.10% IQALQQQADEAEDR 14 27 36.1 26.6 31.4 1 0 0 1,614.7720
Q_12 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 3 3 3 10.10% IQLVEEELDR 56 65 24.4 27.7 20.9 1 0 0 1,243.6530
Q_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 3 6.05% KIQALQQQADEAEDR 13 27 50.1 27.3 38.3 0 2 0 1,742.8670
Q_14 Tropomyosin alpha‐4 chain TPM4_HUMAN 28,523 2 2 3 6.05% IQALQQQADEAEDR 14 27 48.3 26.8 44.6 1 0 0 1,614.7720
B_13 Tripeptidyl‐peptidase 1 TPP1_HUMAN 61,248 2 3 5 4.97% LFGGNFAHQASVAR 246 259 65.1 28.4 43.3 2 0 0 1,474.7549
B_13 Tripeptidyl‐peptidase 1 TPP1_HUMAN 61,248 2 3 5 4.97% LYQQHGAGLFDVTR 507 520 49.7 28.1 42.6 1 2 0 1,604.8181
C_13 Tripeptidyl‐peptidase 1 TPP1_HUMAN 61,248 2 2 4 4.97% LFGGNFAHQASVAR 246 259 58.2 28.4 46.5 2 0 0 1,474.7549
C_13 Tripeptidyl‐peptidase 1 TPP1_HUMAN 61,248 2 2 4 4.97% LYQQHGAGLFDVTR 507 520 37.7 27.8 32.3 0 2 0 1,604.8181
C_17 Tripeptidyl‐peptidase 1 TPP1_HUMAN 61,248 2 2 3 4.97% LFGGNFAHQASVAR 246 259 45.7 28.2 39.0 2 0 0 1,474.7549
C_17 Tripeptidyl‐peptidase 1 TPP1_HUMAN 61,248 2 2 3 4.97% LYQQHGAGLFDVTR 507 520 36.3 27.7 33.2 0 1 0 1,604.8181
I_12 Tripeptidyl‐peptidase 1 TPP1_HUMAN 61,248 2 3 3 4.97% LFGGNFAHQASVAR 246 259 27.2 28.4 20.9 1 1 0 1,474.7549
I_12 Tripeptidyl‐peptidase 1 TPP1_HUMAN 61,248 2 3 3 4.97% LYQQHGAGLFDVTR 507 520 25.4 28.0 22.2 0 1 0 1,604.8181
N_10 Tripeptidyl‐peptidase 1 TPP1_HUMAN 61,248 2 2 4 5.68% LSELVQAVSDPSSPQYGK 61 78 73.2 28.2 70.8 2 0 0 1,904.9601
N_10 Tripeptidyl‐peptidase 1 TPP1_HUMAN 61,248 2 2 4 5.68% LYQQHGAGLFDVTR 507 520 44.3 28.4 35.7 0 2 0 1,604.8181
O_10 Tripeptidyl‐peptidase 1 TPP1_HUMAN 61,248 2 2 3 5.68% LSELVQAVSDPSSPQYGK 61 78 85.1 27.8 83.7 2 0 0 1,904.9601
O_10 Tripeptidyl‐peptidase 1 TPP1_HUMAN 61,248 2 2 3 5.68% LYQQHGAGLFDVTR 507 520 31.3 28.7 28.2 0 1 0 1,604.8181
A_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 8 8 14 7.53% IPASWTNPSGK 99 109 36.5 26.1 31.9 3 0 0 1,157.5950
A_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 8 8 14 7.53% NGVAPGAQILSIK 283 295 42.2 25.0 40.5 2 0 0 1,267.7370
A_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 8 8 14 7.53% LSTMETGTGLIR 301 312 29.8 27.6 20.4 1 0 0 1,294.6674
A_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 8 8 14 7.53% LGFTVTVGNNR 521 531 29.3 28.6 18.1 2 0 0 1,177.6324
A_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 8 8 14 7.53% VPITAVIAAK 629 638 32.6 25.0 32.6 2 0 0 982.6296
A_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 8 8 14 7.53% GTLTEAFPVLGGK 716 728 43.2 27.1 30.3 2 0 0 1,289.7102
A_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 8 8 14 7.53% AIEFCIAR 729 736 22.6 27.3 17.2 1 0 0 979.5030
A_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 8 8 14 7.53% GAGPGCYLAGSLTLSK 962 977 70.1 27.6 63.8 1 0 0 1,551.7838
B_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 4 4 5 3.60% IPASWTNPSGK 99 109 29.3 26.3 22.3 1 0 0 1,157.5950
B_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 4 4 5 3.60% NGVAPGAQILSIK 283 295 29.9 25.0 29.4 2 0 0 1,267.7370
B_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 4 4 5 3.60% FVLHAVQLVK 688 697 30.0 25.0 28.6 1 0 0 1,153.7092
B_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 4 4 5 3.60% DLKEEFTEALR 1016 1026 40.9 29.2 37.5 1 0 0 1,350.6901
C_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 3 3 4 2.88% NGVAPGAQILSIK 283 295 28.3 25.0 28.3 1 0 0 1,267.7370
C_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 3 3 4 2.88% VPITAVIAAK 629 638 30.9 25.0 30.9 1 0 0 982.6296
C_24 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 3 3 4 2.88% GTLTEAFPVLGGK 716 728 36.5 26.9 30.8 2 0 0 1,289.7102
D_29 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 2 2 4 1.60% DGEIVGLSGR 86 95 30.6 28.9 25.3 2 0 0 1,002.5216
D_29 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 2 2 4 1.60% VPITAVIAAK 629 638 46.6 25.0 46.6 2 0 0 982.6296
I_20 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 3 3 6 2.88% NGVAPGAQILSIK 283 295 42.0 25.0 42.0 2 0 0 1,267.7370
I_20 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 3 3 6 2.88% VPITAVIAAK 629 638 25.9 25.0 25.9 2 0 0 982.6296
I_20 Tripeptidyl‐peptidase 2 TPP2_HUMAN 138,353 3 3 6 2.88% GTLTEAFPVLGGK 716 728 53.3 26.9 48.5 2 0 0 1,289.7102
F_08 Trafficking protein particle complex subunit 3 TPPC3_HUMAN 20,275 2 2 3 10.60% LIEDFLAR 55 62 39.1 28.0 23.2 2 0 0 976.5463
F_08 Trafficking protein particle complex subunit 3 TPPC3_HUMAN 20,275 2 2 3 10.60% RIEDNLPAGEE 170 180 27.3 26.0 19.4 1 0 0 1,242.5962
H_04 Trafficking protein particle complex subunit 3 TPPC3_HUMAN 20,275 2 2 3 12.80% LIEDFLAR 55 62 38.1 27.7 18.6 2 0 0 976.5463
H_04 Trafficking protein particle complex subunit 3 TPPC3_HUMAN 20,275 2 2 3 12.80% FVQDTLKGDGVTEIR 150 164 16.9 27.5 7.5 0 1 0 1,677.8809
I_04 Trafficking protein particle complex subunit 3 TPPC3_HUMAN 20,275 2 2 3 12.80% LIEDFLAR 55 62 41.0 28.5 1.2 2 0 0 976.5463
I_04 Trafficking protein particle complex subunit 3 TPPC3_HUMAN 20,275 2 2 3 12.80% FVQDTLKGDGVTEIR 150 164 23.2 27.5 11.0 0 1 0 1,677.8809
A_03 tRNA methyltransferase 112 homolog TR112_HUMAN 14,199 2 2 3 20.80% LLTHNLLSSHVR 3 14 24.5 25.5 24.3 0 1 0 1,389.7961
A_03 tRNA methyltransferase 112 homolog TR112_HUMAN 14,199 2 2 3 20.80% GIPNMLLSEEETES 112 125 50.2 25.0 33.0 2 0 0 1,564.7049
L_02 tRNA methyltransferase 112 homolog TR112_HUMAN 14,199 2 2 3 21.60% ICPVEFNPNFVAR 32 44 27.8 28.2 18.3 1 0 0 1,562.7784
L_02 tRNA methyltransferase 112 homolog TR112_HUMAN 14,199 2 2 3 21.60% GPVEGYEENEEFLR 69 82 88.2 25.0 83.5 2 0 0 1,667.7548
A_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 3 3 5 7.53% AFLDALQNQAEASSK 182 196 94.4 28.0 83.3 2 0 0 1,592.7915
A_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 3 3 5 7.53% ELGSSVALYSR 358 368 33.1 27.2 26.6 1 0 0 1,181.6160
A_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 3 3 5 7.53% GVVDSEDIPLNLSR 389 402 63.3 28.1 0.0 2 0 0 1,513.7858
A_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 3 3 5 7.53% AQLLQPTLEINPR 635 647 54.6 25.0 50.8 2 0 0 1,492.8484
B_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 4 4 8 9.23% ELISNASDALEK 115 126 45.7 28.6 31.2 2 0 0 1,289.6584
B_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 4 4 8 9.23% AFLDALQNQAEASSK 182 196 78.9 28.1 74.1 2 0 0 1,592.7915
B_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 4 4 8 9.23% ELGSSVALYSR 358 368 49.2 27.6 42.9 2 0 0 1,181.6160
B_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 4 4 8 9.23% GVVDSEDIPLNLSR 389 402 75.6 28.3 0.0 2 0 0 1,513.7858
B_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 4 4 8 9.23% AQLLQPTLEINPR 635 647 64.7 25.0 54.7 2 0 0 1,492.8484
C_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 4 4 7 8.52% AFLDALQNQAEASSK 182 196 73.2 28.0 57.8 2 0 0 1,592.7915
C_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 4 4 7 8.52% TDAPLNIR 333 340 23.9 25.3 15.1 1 0 0 899.4946
C_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 4 4 7 8.52% GVVDSEDIPLNLSR 389 402 61.6 28.2 0.0 2 0 0 1,513.7858
C_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 4 4 7 8.52% ELLQESALIR 403 412 55.1 26.8 42.9 2 0 0 1,171.6682
C_18 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 4 4 7 8.52% AQLLQPTLEINPR 635 647 51.0 25.0 41.5 2 0 0 1,492.8484
H_15 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 2 2 2 5.97% AFLDALQNQAEASSK 182 196 49.0 27.8 42.8 1 0 0 1,592.7915
H_15 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 2 2 2 5.97% GVVDSEDIPLNLSR 389 402 82.9 28.1 0.0 1 0 0 1,513.7858
H_15 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 2 2 2 5.97% AQLLQPTLEINPR 635 647 42.6 25.0 41.4 1 0 0 1,492.8484
N_11 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 2 2 2 4.55% TDAPLNIR 333 340 24.4 25.5 15.2 1 0 0 899.4946
N_11 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 2 2 2 4.55% GVVDSEDIPLNLSR 389 402 46.2 28.3 0.0 1 0 0 1,513.7858
N_11 Heat shock protein 75 kDa, mitochondrial TRAP1_HUMAN 80,113 2 2 2 4.55% ELLQESALIR 403 412 32.5 28.0 18.2 1 0 0 1,171.6682
A_01 Serotransferrin TRFE_BOVIN 77,754 8 9 16 16.90% DNPQTHYYAVAVVK 107 120 38.4 27.4 30.2 2 0 0 1,604.8067
A_01 Serotransferrin TRFE_BOVIN 77,754 8 9 16 16.90% AAANFFSASCVPCADQSSFPK 167 187 17.3 25.0 13.2 0 1 0 2,261.9954
A_01 Serotransferrin TRFE_BOVIN 77,754 8 9 16 16.90% DKPDNFQLFQSPHGK 300 314 34.9 27.0 33.6 0 2 0 1,757.8608
A_01 Serotransferrin TRFE_BOVIN 77,754 8 9 16 16.90% GEADAMSLDGGYLYIAGK 406 423 40.4 25.6 0.0 3 0 0 1,830.8581
A_01 Serotransferrin TRFE_BOVIN 77,754 8 9 16 16.90% GYLAVAVVK 448 456 50.6 25.0 48.6 2 0 0 919.5611
A_01 Serotransferrin TRFE_BOVIN 77,754 8 9 16 16.90% TSDANINWNNLK 457 468 49.4 26.6 33.3 2 0 0 1,389.6757
A_01 Serotransferrin TRFE_BOVIN 77,754 8 9 16 16.90% DQTVIQNTDGNNNEAWAK 561 578 58.5 25.0 58.5 2 0 0 2,017.9211
A_01 Serotransferrin TRFE_BOVIN 77,754 8 9 16 16.90% TYDSYLGDDYVR 671 682 38.4 25.0 38.4 2 0 0 1,466.6435
A_03 Serotransferrin TRFE_BOVIN 77,754 2 2 3 2.56% GYLAVAVVK 448 456 36.7 25.0 24.5 2 0 0 919.5611
A_03 Serotransferrin TRFE_BOVIN 77,754 2 2 3 2.56% YYGYTGAFR 540 548 25.5 25.0 20.6 1 0 0 1,097.5050
D_24 Serotransferrin TRFE_BOVIN 77,754 2 2 2 2.98% ILESGPFVSCVK 48 59 22.7 28.4 18.4 1 0 0 1,335.6978
D_24 Serotransferrin TRFE_BOVIN 77,754 2 2 2 2.98% GYLAVAVVK 448 456 22.7 25.0 21.6 1 0 0 919.5611
H_01 Serotransferrin TRFE_BOVIN 77,754 2 2 4 3.84% GYLAVAVVK 448 456 34.9 25.0 33.5 2 0 0 919.5611
H_01 Serotransferrin TRFE_BOVIN 77,754 2 2 4 3.84% DQTVIQNTDGNNNEAWAK 561 578 70.1 25.0 70.1 2 0 0 2,017.9211
H_15 Serotransferrin TRFE_BOVIN 77,754 4 4 7 6.96% ILESGPFVSCVK 48 59 38.6 27.9 29.8 2 0 0 1,335.6978
H_15 Serotransferrin TRFE_BOVIN 77,754 4 4 7 6.96% CGLVPVLAENYK 424 435 30.4 27.6 26.6 2 0 0 1,362.7087
H_15 Serotransferrin TRFE_BOVIN 77,754 4 4 7 6.96% TSDANINWNNLK 457 468 61.1 26.4 49.8 2 0 0 1,389.6757
H_15 Serotransferrin TRFE_BOVIN 77,754 4 4 7 6.96% KTYDSYLGDDYVR 670 682 27.9 25.0 18.4 0 1 0 1,594.7385
I_14 Serotransferrin TRFE_BOVIN 77,754 2 2 3 3.41% ILESGPFVSCVK 48 59 40.7 28.2 19.4 2 0 0 1,335.6978
I_14 Serotransferrin TRFE_BOVIN 77,754 2 2 3 3.41% TSDANINWNNLK 457 468 43.2 26.4 34.1 1 0 0 1,389.6757
I_15 Serotransferrin TRFE_BOVIN 77,754 6 6 9 11.10% ILESGPFVSCVK 48 59 37.6 28.0 23.7 2 0 0 1,335.6978
I_15 Serotransferrin TRFE_BOVIN 77,754 6 6 9 11.10% LYKELPDPQESIQR 153 166 54.1 28.2 39.6 0 2 0 1,715.8965
I_15 Serotransferrin TRFE_BOVIN 77,754 6 6 9 11.10% HSTVFDNLPNPEDRK 230 244 18.2 26.8 13.7 0 1 0 1,768.8614
I_15 Serotransferrin TRFE_BOVIN 77,754 6 6 9 11.10% CGLVPVLAENYK 424 435 24.0 27.6 20.4 1 0 0 1,362.7087
I_15 Serotransferrin TRFE_BOVIN 77,754 6 6 9 11.10% TSDANINWNNLK 457 468 72.9 27.0 62.7 2 0 0 1,389.6757
I_15 Serotransferrin TRFE_BOVIN 77,754 6 6 9 11.10% KTYDSYLGDDYVR 670 682 32.5 25.0 19.8 0 1 0 1,594.7385
J_01 Serotransferrin TRFE_BOVIN 77,754 2 2 4 4.69% DKPDNFQLFQSPHGK 300 314 43.3 27.3 35.3 0 2 0 1,757.8608
J_01 Serotransferrin TRFE_BOVIN 77,754 2 2 4 4.69% DQTVIQNTDGNNNEAWAK 561 578 77.7 25.0 77.7 2 0 0 2,017.9211



M_10 Serotransferrin TRFE_BOVIN 77,754 9 9 16 16.10% DNPQTHYYAVAVVK 107 120 32.4 27.6 26.4 1 0 0 1,604.8067
M_10 Serotransferrin TRFE_BOVIN 77,754 9 9 16 16.10% ELPDPQESIQR 156 166 40.0 27.0 21.9 2 0 0 1,311.6541
M_10 Serotransferrin TRFE_BOVIN 77,754 9 9 16 16.10% NYELLCGDNTR 245 255 56.5 25.0 43.5 2 0 0 1,354.6057
M_10 Serotransferrin TRFE_BOVIN 77,754 9 9 16 16.10% DKPDNFQLFQSPHGK 300 314 25.7 27.2 22.7 0 1 0 1,757.8608
M_10 Serotransferrin TRFE_BOVIN 77,754 9 9 16 16.10% CGLVPVLAENYK 424 435 27.5 28.0 19.4 2 0 0 1,362.7087
M_10 Serotransferrin TRFE_BOVIN 77,754 9 9 16 16.10% GYLAVAVVK 448 456 33.4 25.0 26.5 2 0 0 919.5611
M_10 Serotransferrin TRFE_BOVIN 77,754 9 9 16 16.10% TSDANINWNNLK 457 468 78.6 26.8 66.5 2 0 0 1,389.6757
M_10 Serotransferrin TRFE_BOVIN 77,754 9 9 16 16.10% SVTDCTSNFCLFQSNSK 637 653 65.7 25.0 60.3 2 0 0 1,994.8583
M_10 Serotransferrin TRFE_BOVIN 77,754 9 9 16 16.10% TYDSYLGDDYVR 671 682 61.2 25.0 57.1 2 0 0 1,466.6435
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% LYKELPDPQESIQR 153 166 36.4 28.2 30.9 2 2 0 1,715.8965
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% CLMEGAGDVAFVK 217 229 87.6 25.3 82.6 4 0 0 1,412.6550
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% NYELLCGDNTR 245 255 64.9 25.0 46.8 2 0 0 1,354.6057
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% NYELLCGDNTRK 245 256 46.3 25.7 32.6 1 0 0 1,482.7007
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% DKPDNFQLFQSPHGK 300 314 25.0 27.1 21.8 0 1 0 1,757.8608
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% CGLVPVLAENYK 424 435 49.7 28.2 36.1 2 0 0 1,362.7087
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% TSDANINWNNLK 457 468 72.0 26.6 59.3 2 0 0 1,389.6757
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% FDEFFSAGCAPGSPR 499 513 50.0 25.0 50.0 2 0 0 1,644.7112
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% YYGYTGAFR 540 548 32.2 25.0 25.6 1 0 0 1,097.5050
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% DQTVIQNTDGNNNEAWAK 561 578 73.7 25.0 73.7 2 2 0 2,017.9211
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% SVTDCTSNFCLFQSNSK 637 653 89.2 25.0 80.5 2 0 0 1,994.8583
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% KTYDSYLGDDYVR 670 682 68.3 25.3 61.1 2 0 0 1,594.7385
M_11 Serotransferrin TRFE_BOVIN 77,754 13 16 29 21.30% TYDSYLGDDYVR 671 682 60.9 25.0 60.3 2 0 0 1,466.6435
M_12 Serotransferrin TRFE_BOVIN 77,754 2 2 3 2.84% ELPDPQESIQR 156 166 36.7 27.4 21.4 2 0 0 1,311.6541
M_12 Serotransferrin TRFE_BOVIN 77,754 2 2 3 2.84% YYGYTGAFR 540 548 27.6 25.0 19.5 1 0 0 1,097.5050
M_14 Serotransferrin TRFE_BOVIN 77,754 2 2 3 2.56% GYLAVAVVK 448 456 31.0 25.0 22.1 2 0 0 919.5611
M_14 Serotransferrin TRFE_BOVIN 77,754 2 2 3 2.56% YYGYTGAFR 540 548 33.9 25.0 28.3 1 0 0 1,097.5050
N_09 Serotransferrin TRFE_BOVIN 77,754 8 8 14 15.90% ILESGPFVSCVK 48 59 55.2 27.8 44.3 2 0 0 1,335.6978
N_09 Serotransferrin TRFE_BOVIN 77,754 8 8 14 15.90% DNPQTHYYAVAVVK 107 120 51.3 27.7 48.7 1 0 0 1,604.8067
N_09 Serotransferrin TRFE_BOVIN 77,754 8 8 14 15.90% ELPDPQESIQR 156 166 38.2 27.7 20.5 2 0 0 1,311.6541
N_09 Serotransferrin TRFE_BOVIN 77,754 8 8 14 15.90% CLMEGAGDVAFVK 217 229 77.2 25.9 69.0 2 0 0 1,412.6550
N_09 Serotransferrin TRFE_BOVIN 77,754 8 8 14 15.90% KNYELLCGDNTR 244 255 19.4 26.0 5.1 0 2 0 1,482.7007
N_09 Serotransferrin TRFE_BOVIN 77,754 8 8 14 15.90% DKPDNFQLFQSPHGK 300 314 34.8 27.2 31.3 0 2 0 1,757.8608
N_09 Serotransferrin TRFE_BOVIN 77,754 8 8 14 15.90% DQTVIQNTDGNNNEAWAK 561 578 79.6 25.2 76.0 2 0 0 2,017.9211
N_09 Serotransferrin TRFE_BOVIN 77,754 8 8 14 15.90% SVTDCTSNFCLFQSNSK 637 653 48.0 25.0 40.3 1 0 0 1,994.8583
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% ILESGPFVSCVK 48 59 50.0 27.8 34.7 2 0 0 1,335.6978
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% DNPQTHYYAVAVVK 107 120 38.7 28.0 27.2 2 0 0 1,604.8067
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% LYKELPDPQESIQR 153 166 31.0 28.7 21.4 2 0 0 1,715.8965
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% ELPDPQESIQR 156 166 52.0 27.4 25.8 1 0 0 1,311.6541
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% CLMEGAGDVAFVK 217 229 87.2 25.5 78.6 4 0 0 1,412.6550
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% KNYELLCGDNTR 244 255 50.0 25.9 10.8 1 0 0 1,482.7007
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% NYELLCGDNTRK 245 256 45.9 25.9 1.6 1 0 0 1,482.7007
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% DKPDNFQLFQSPHGK 300 314 32.8 27.4 28.2 0 1 0 1,757.8608
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% CGLVPVLAENYK 424 435 30.8 28.1 23.2 2 0 0 1,362.7087
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% NTPEKGYLAVAVVK 443 456 30.5 25.5 24.4 1 0 0 1,488.8421
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% GYLAVAVVK 448 456 44.9 25.0 35.3 2 0 0 919.5611
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% TSDANINWNNLK 457 468 71.8 27.0 58.0 2 0 0 1,389.6757
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% DQTVIQNTDGNNNEAWAK 561 578 52.5 25.0 49.8 0 2 0 2,017.9211
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% SVTDCTSNFCLFQSNSK 637 653 76.3 25.0 65.1 2 0 0 1,994.8583
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% KTYDSYLGDDYVR 670 682 69.1 25.3 63.6 2 0 0 1,594.7385
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% TYDSYLGDDYVR 671 682 62.1 25.0 59.1 2 0 0 1,466.6435
N_10 Serotransferrin TRFE_BOVIN 77,754 17 18 30 25.10% LLEACTFHKP 695 704 29.2 27.4 21.0 1 0 0 1,215.6192
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% DTDFKLNELR 122 131 28.7 27.5 16.1 1 0 0 1,250.6377
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% LYKELPDPQESIQR 153 166 28.7 28.6 19.2 1 0 0 1,715.8965
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% ELPDPQESIQR 156 166 39.6 27.4 20.9 2 0 0 1,311.6541
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% CLMEGAGDVAFVK 217 229 99.0 25.9 92.4 3 0 0 1,412.6550
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% KNYELLCGDNTR 244 255 39.2 26.2 21.1 2 0 0 1,482.7007
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% NYELLCGDNTR 245 255 66.6 25.0 45.7 2 0 0 1,354.6057
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% DKPDNFQLFQSPHGK 300 314 34.0 27.2 33.3 0 2 0 1,757.8608
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% CGLVPVLAENYK 424 435 49.7 28.1 38.9 2 0 0 1,362.7087
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% GYLAVAVVK 448 456 43.3 25.0 34.3 1 0 0 919.5611
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% TSDANINWNNLK 457 468 82.7 26.8 69.6 2 0 0 1,389.6757
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% DQTVIQNTDGNNNEAWAK 561 578 65.5 25.2 64.3 2 2 0 2,017.9211
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% KTYDSYLGDDYVR 670 682 41.9 25.1 33.4 0 2 0 1,594.7385
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% TYDSYLGDDYVR 671 682 61.8 25.0 61.8 2 0 0 1,466.6435
N_11 Serotransferrin TRFE_BOVIN 77,754 14 16 27 19.60% LLEACTFHKP 695 704 23.0 27.2 15.4 1 0 0 1,215.6192
N_12 Serotransferrin TRFE_BOVIN 77,754 5 5 8 8.95% ELPDPQESIQR 156 166 30.5 27.7 26.8 1 0 0 1,311.6541
N_12 Serotransferrin TRFE_BOVIN 77,754 5 5 8 8.95% CLMEGAGDVAFVK 217 229 76.8 25.8 71.7 2 0 0 1,412.6550
N_12 Serotransferrin TRFE_BOVIN 77,754 5 5 8 8.95% GYLAVAVVK 448 456 32.1 25.0 22.3 2 0 0 919.5611
N_12 Serotransferrin TRFE_BOVIN 77,754 5 5 8 8.95% DQTVIQNTDGNNNEAWAK 561 578 60.2 25.0 60.2 2 0 0 2,017.9211
N_12 Serotransferrin TRFE_BOVIN 77,754 5 5 8 8.95% TYDSYLGDDYVR 671 682 27.5 25.0 19.5 1 0 0 1,466.6435
N_13 Serotransferrin TRFE_BOVIN 77,754 4 4 5 6.96% CLMEGAGDVAFVK 217 229 47.5 25.7 40.5 1 0 0 1,412.6550
N_13 Serotransferrin TRFE_BOVIN 77,754 4 4 5 6.96% GYLAVAVVK 448 456 32.0 25.0 23.2 2 0 0 919.5611
N_13 Serotransferrin TRFE_BOVIN 77,754 4 4 5 6.96% YYGYTGAFR 540 548 20.2 25.0 12.1 1 0 0 1,097.5050
N_13 Serotransferrin TRFE_BOVIN 77,754 4 4 5 6.96% DQTVIQNTDGNNNEAWAK 561 578 45.2 25.2 40.7 1 0 0 2,017.9211
N_14 Serotransferrin TRFE_BOVIN 77,754 6 6 10 10.90% ELPDPQESIQR 156 166 42.2 27.7 24.4 1 0 0 1,311.6541
N_14 Serotransferrin TRFE_BOVIN 77,754 6 6 10 10.90% CLMEGAGDVAFVK 217 229 67.5 25.5 58.7 2 0 0 1,412.6550
N_14 Serotransferrin TRFE_BOVIN 77,754 6 6 10 10.90% NYELLCGDNTR 245 255 58.9 25.0 43.1 2 0 0 1,354.6057
N_14 Serotransferrin TRFE_BOVIN 77,754 6 6 10 10.90% DKPDNFQLFQSPHGK 300 314 22.9 27.6 15.2 0 1 0 1,757.8608
N_14 Serotransferrin TRFE_BOVIN 77,754 6 6 10 10.90% GYLAVAVVK 448 456 39.0 25.0 29.6 2 0 0 919.5611
N_14 Serotransferrin TRFE_BOVIN 77,754 6 6 10 10.90% DQTVIQNTDGNNNEAWAK 561 578 35.2 25.2 35.2 2 0 0 2,017.9211
N_15 Serotransferrin TRFE_BOVIN 77,754 5 5 10 8.81% NYELLCGDNTR 245 255 52.0 25.0 40.1 2 0 0 1,354.6057
N_15 Serotransferrin TRFE_BOVIN 77,754 5 5 10 8.81% GYLAVAVVK 448 456 35.3 25.0 28.2 2 0 0 919.5611
N_15 Serotransferrin TRFE_BOVIN 77,754 5 5 10 8.81% TSDANINWNNLK 457 468 67.7 26.6 60.1 2 0 0 1,389.6757
N_15 Serotransferrin TRFE_BOVIN 77,754 5 5 10 8.81% DQTVIQNTDGNNNEAWAK 561 578 64.6 25.1 64.6 2 0 0 2,017.9211
N_15 Serotransferrin TRFE_BOVIN 77,754 5 5 10 8.81% TYDSYLGDDYVR 671 682 45.8 25.0 45.8 2 0 0 1,466.6435
O_09 Serotransferrin TRFE_BOVIN 77,754 4 4 6 7.10% ELPDPQESIQR 156 166 32.5 27.0 19.5 1 0 0 1,311.6541
O_09 Serotransferrin TRFE_BOVIN 77,754 4 4 6 7.10% GYLAVAVVK 448 456 39.8 25.0 29.3 2 0 0 919.5611
O_09 Serotransferrin TRFE_BOVIN 77,754 4 4 6 7.10% TSDANINWNNLK 457 468 75.2 27.1 52.6 2 0 0 1,389.6757
O_09 Serotransferrin TRFE_BOVIN 77,754 4 4 6 7.10% DQTVIQNTDGNNNEAWAK 561 578 29.5 25.2 25.4 1 0 0 2,017.9211
O_10 Serotransferrin TRFE_BOVIN 77,754 11 11 21 18.30% ILESGPFVSCVK 48 59 62.7 27.7 50.5 2 0 0 1,335.6978
O_10 Serotransferrin TRFE_BOVIN 77,754 11 11 21 18.30% CLMEGAGDVAFVK 217 229 72.8 25.9 68.9 2 0 0 1,412.6550
O_10 Serotransferrin TRFE_BOVIN 77,754 11 11 21 18.30% NYELLCGDNTR 245 255 51.0 25.0 39.0 2 0 0 1,354.6057
O_10 Serotransferrin TRFE_BOVIN 77,754 11 11 21 18.30% DKPDNFQLFQSPHGK 300 314 39.7 27.5 27.9 0 2 0 1,757.8608
O_10 Serotransferrin TRFE_BOVIN 77,754 11 11 21 18.30% CGLVPVLAENYK 424 435 32.5 28.4 21.1 2 0 0 1,362.7087
O_10 Serotransferrin TRFE_BOVIN 77,754 11 11 21 18.30% GYLAVAVVK 448 456 37.4 25.0 26.7 2 0 0 919.5611
O_10 Serotransferrin TRFE_BOVIN 77,754 11 11 21 18.30% TSDANINWNNLK 457 468 83.3 26.8 67.1 2 0 0 1,389.6757
O_10 Serotransferrin TRFE_BOVIN 77,754 11 11 21 18.30% FDEFFSAGCAPGSPR 499 513 42.8 25.0 42.8 1 0 0 1,644.7112
O_10 Serotransferrin TRFE_BOVIN 77,754 11 11 21 18.30% SVTDCTSNFCLFQSNSK 637 653 65.0 25.0 46.3 2 0 0 1,994.8583
O_10 Serotransferrin TRFE_BOVIN 77,754 11 11 21 18.30% KTYDSYLGDDYVR 670 682 45.6 25.1 38.8 0 2 0 1,594.7385
O_10 Serotransferrin TRFE_BOVIN 77,754 11 11 21 18.30% TYDSYLGDDYVR 671 682 77.1 25.0 71.9 2 0 0 1,466.6435
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% ILESGPFVSCVK 48 59 55.5 28.4 50.5 2 0 0 1,335.6978
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% LYKELPDPQESIQR 153 166 30.2 28.4 26.8 0 2 0 1,715.8965
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% ELPDPQESIQR 156 166 31.5 27.0 20.4 1 0 0 1,311.6541
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% CLMEGAGDVAFVK 217 229 62.0 25.8 54.0 2 0 0 1,412.6550
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% NYELLCGDNTR 245 255 75.5 25.0 60.7 2 0 0 1,354.6057
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% CGLVPVLAENYK 424 435 37.1 28.3 28.2 2 0 0 1,362.7087
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% GYLAVAVVK 448 456 33.6 25.0 27.5 2 0 0 919.5611
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% TSDANINWNNLK 457 468 69.8 26.7 57.6 2 0 0 1,389.6757
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% YYGYTGAFR 540 548 25.5 25.1 25.5 1 0 0 1,097.5050
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% DQTVIQNTDGNNNEAWAK 561 578 47.3 25.0 47.3 2 0 0 2,017.9211
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% ENFEVLCK 583 590 24.2 25.7 19.7 1 0 0 1,038.4925
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% SVTDCTSNFCLFQSNSK 637 653 68.5 25.0 52.6 2 0 0 1,994.8583



O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% KTYDSYLGDDYVR 670 682 44.1 25.3 33.8 1 2 0 1,594.7385
O_11 Serotransferrin TRFE_BOVIN 77,754 14 15 26 21.00% TYDSYLGDDYVR 671 682 53.6 25.0 53.1 2 0 0 1,466.6435
O_12 Serotransferrin TRFE_BOVIN 77,754 3 3 4 4.97% LYKELPDPQESIQR 153 166 24.6 28.6 15.0 0 1 0 1,715.8965
O_12 Serotransferrin TRFE_BOVIN 77,754 3 3 4 4.97% GYLAVAVVK 448 456 30.9 25.0 27.2 2 0 0 919.5611
O_12 Serotransferrin TRFE_BOVIN 77,754 3 3 4 4.97% TYDSYLGDDYVR 671 682 51.0 25.0 48.1 1 0 0 1,466.6435
O_13 Serotransferrin TRFE_BOVIN 77,754 2 2 3 2.98% ILESGPFVSCVK 48 59 32.9 27.8 9.8 1 0 0 1,335.6978
O_13 Serotransferrin TRFE_BOVIN 77,754 2 2 3 2.98% GYLAVAVVK 448 456 26.8 25.0 25.4 2 0 0 919.5611
O_14 Serotransferrin TRFE_BOVIN 77,754 2 2 3 2.56% GYLAVAVVK 448 456 30.6 25.0 22.0 2 0 0 919.5611
O_14 Serotransferrin TRFE_BOVIN 77,754 2 2 3 2.56% YYGYTGAFR 540 548 24.5 25.0 19.4 1 0 0 1,097.5050
P_09 Serotransferrin TRFE_BOVIN 77,754 7 7 10 13.40% ILESGPFVSCVK 48 59 58.7 28.4 43.8 1 0 0 1,335.6978
P_09 Serotransferrin TRFE_BOVIN 77,754 7 7 10 13.40% DNPQTHYYAVAVVK 107 120 42.1 27.8 29.1 1 0 0 1,604.8067
P_09 Serotransferrin TRFE_BOVIN 77,754 7 7 10 13.40% ELPDPQESIQR 156 166 50.9 27.0 31.2 2 0 0 1,311.6541
P_09 Serotransferrin TRFE_BOVIN 77,754 7 7 10 13.40% KNYELLCGDNTR 244 255 20.0 25.9 5.0 0 1 0 1,482.7007
P_09 Serotransferrin TRFE_BOVIN 77,754 7 7 10 13.40% DKPDNFQLFQSPHGK 300 314 49.0 27.1 44.3 0 2 0 1,757.8608
P_09 Serotransferrin TRFE_BOVIN 77,754 7 7 10 13.40% TSDANINWNNLK 457 468 65.7 27.1 57.6 2 0 0 1,389.6757
P_09 Serotransferrin TRFE_BOVIN 77,754 7 7 10 13.40% DQTVIQNTDGNNNEAWAK 561 578 58.4 25.2 56.3 1 0 0 2,017.9211
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% ILESGPFVSCVK 48 59 55.2 27.8 43.1 2 0 0 1,335.6978
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% DNPQTHYYAVAVVK 107 120 60.7 27.6 48.7 2 0 0 1,604.8067
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% LYKELPDPQESIQR 153 166 28.6 28.7 23.5 1 0 0 1,715.8965
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% ELPDPQESIQR 156 166 55.8 27.4 35.0 2 0 0 1,311.6541
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% CLMEGAGDVAFVK 217 229 82.1 25.8 77.5 4 0 0 1,412.6550
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% KNYELLCGDNTR 244 255 50.9 26.1 43.4 2 0 0 1,482.7007
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% NYELLCGDNTR 245 255 63.7 25.0 45.0 2 0 0 1,354.6057
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% DKPDNFQLFQSPHGK 300 314 34.5 27.6 31.0 0 2 0 1,757.8608
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% GEADAMSLDGGYLYIAGK 406 423 85.7 25.6 0.0 2 0 0 1,846.8531
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% GYLAVAVVK 448 456 41.2 25.0 35.6 1 0 0 919.5611
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% TSDANINWNNLK 457 468 82.6 27.1 69.4 2 0 0 1,389.6757
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% FDEFFSAGCAPGSPR 499 513 46.9 25.0 46.9 2 0 0 1,644.7112
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% YYGYTGAFR 540 548 24.8 25.0 23.9 1 0 0 1,097.5050
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% DQTVIQNTDGNNNEAWAK 561 578 36.5 25.1 24.8 0 2 0 2,017.9211
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% SVTDCTSNFCLFQSNSK 637 653 94.7 25.0 87.7 2 0 0 1,994.8583
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% KTYDSYLGDDYVR 670 682 77.1 25.3 67.9 2 0 0 1,594.7385
P_10 Serotransferrin TRFE_BOVIN 77,754 17 18 33 27.10% TYDSYLGDDYVR 671 682 76.2 25.0 75.6 2 0 0 1,466.6435
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% LYKELPDPQESIQR 153 166 35.6 28.3 17.7 1 2 0 1,715.8965
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% CACSNHEPYFGYSGAFK 200 216 37.9 25.0 36.0 0 2 0 1,994.8160
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% CLMEGAGDVAFVK 217 229 82.2 25.5 75.7 4 0 0 1,412.6550
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% KNYELLCGDNTR 244 255 48.6 26.1 31.0 2 0 0 1,482.7007
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% NYELLCGDNTR 245 255 54.3 25.0 37.1 2 0 0 1,354.6057
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% DKPDNFQLFQSPHGK 300 314 45.8 27.5 41.6 0 2 0 1,757.8608
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% GEADAMSLDGGYLYIAGK 406 423 73.0 25.1 0.0 2 0 0 1,846.8531
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% CGLVPVLAENYK 424 435 40.6 28.1 28.2 2 0 0 1,362.7087
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% NTPEKGYLAVAVVK 443 456 29.4 25.3 24.4 0 1 0 1,488.8421
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% TSDANINWNNLK 457 468 80.9 27.1 65.9 2 0 0 1,389.6757
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% TSDANINWNNLKDK 457 470 37.9 27.7 33.2 1 0 0 1,632.7977
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% FDEFFSAGCAPGSPR 499 513 63.5 25.0 63.5 2 0 0 1,644.7112
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% YYGYTGAFR 540 548 34.1 25.0 30.1 2 0 0 1,097.5050
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% DQTVIQNTDGNNNEAWAK 561 578 59.6 25.0 42.8 2 2 0 2,017.9211
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% SVTDCTSNFCLFQSNSK 637 653 73.2 25.0 65.6 2 2 0 1,994.8583
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% KTYDSYLGDDYVR 670 682 73.8 25.3 73.8 2 2 0 1,594.7385
P_11 Serotransferrin TRFE_BOVIN 77,754 17 22 41 28.60% TYDSYLGDDYVR 671 682 59.5 25.0 55.2 2 0 0 1,466.6435
P_12 Serotransferrin TRFE_BOVIN 77,754 4 4 6 6.11% CLMEGAGDVAFVK 217 229 41.6 25.5 36.4 1 0 0 1,412.6550
P_12 Serotransferrin TRFE_BOVIN 77,754 4 4 6 6.11% GYLAVAVVK 448 456 28.6 25.0 26.0 2 0 0 919.5611
P_12 Serotransferrin TRFE_BOVIN 77,754 4 4 6 6.11% YYGYTGAFR 540 548 23.2 25.0 23.2 2 0 0 1,097.5050
P_12 Serotransferrin TRFE_BOVIN 77,754 4 4 6 6.11% TYDSYLGDDYVR 671 682 56.2 25.0 55.5 1 0 0 1,466.6435
P_13 Serotransferrin TRFE_BOVIN 77,754 4 4 4 6.25% ELPDPQESIQR 156 166 26.2 27.7 17.7 1 0 0 1,311.6541
P_13 Serotransferrin TRFE_BOVIN 77,754 4 4 4 6.25% CLMEGAGDVAFVK 217 229 42.4 25.4 36.7 1 0 0 1,412.6550
P_13 Serotransferrin TRFE_BOVIN 77,754 4 4 4 6.25% NYELLCGDNTR 245 255 54.9 25.0 41.3 1 0 0 1,354.6057
P_13 Serotransferrin TRFE_BOVIN 77,754 4 4 4 6.25% GYLAVAVVK 448 456 27.8 25.0 23.9 1 0 0 919.5611
P_14 Serotransferrin TRFE_BOVIN 77,754 5 5 9 8.95% CLMEGAGDVAFVK 217 229 76.0 25.5 70.7 2 0 0 1,412.6550
P_14 Serotransferrin TRFE_BOVIN 77,754 5 5 9 8.95% NYELLCGDNTR 245 255 55.3 25.0 42.7 2 0 0 1,354.6057
P_14 Serotransferrin TRFE_BOVIN 77,754 5 5 9 8.95% GYLAVAVVK 448 456 22.3 25.0 14.9 1 0 0 919.5611
P_14 Serotransferrin TRFE_BOVIN 77,754 5 5 9 8.95% DQTVIQNTDGNNNEAWAK 561 578 69.6 25.1 69.6 2 0 0 2,017.9211
P_14 Serotransferrin TRFE_BOVIN 77,754 5 5 9 8.95% TYDSYLGDDYVR 671 682 39.3 25.0 39.3 2 0 0 1,466.6435
P_15 Serotransferrin TRFE_BOVIN 77,754 3 3 3 4.55% ELPDPQESIQR 156 166 24.1 27.4 0.5 1 0 0 1,311.6541
P_15 Serotransferrin TRFE_BOVIN 77,754 3 3 3 4.55% GYLAVAVVK 448 456 22.0 25.0 17.9 1 0 0 919.5611
P_15 Serotransferrin TRFE_BOVIN 77,754 3 3 3 4.55% TSDANINWNNLK 457 468 62.3 27.1 54.9 1 0 0 1,389.6757
Q_09 Serotransferrin TRFE_BOVIN 77,754 4 4 7 6.39% CLMEGAGDVAFVK 217 229 52.9 25.7 44.7 1 0 0 1,412.6550
Q_09 Serotransferrin TRFE_BOVIN 77,754 4 4 7 6.39% NYELLCGDNTR 245 255 48.1 25.0 31.6 2 0 0 1,354.6057
Q_09 Serotransferrin TRFE_BOVIN 77,754 4 4 7 6.39% GYLAVAVVK 448 456 33.0 25.0 29.8 2 0 0 919.5611
Q_09 Serotransferrin TRFE_BOVIN 77,754 4 4 7 6.39% TSDANINWNNLK 457 468 60.6 26.8 48.8 2 0 0 1,389.6757
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% DNPQTHYYAVAVVK 107 120 36.4 28.0 26.3 2 0 0 1,604.8067
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% ELPDPQESIQR 156 166 44.5 27.4 21.5 2 0 0 1,311.6541
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% CLMEGAGDVAFVK 217 229 73.0 25.9 63.6 2 0 0 1,412.6550
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% KNYELLCGDNTR 244 255 24.7 25.9 14.7 1 0 0 1,482.7007
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% NYELLCGDNTR 245 255 61.9 25.0 41.0 2 0 0 1,354.6057
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% NYELLCGDNTRK 245 256 27.0 26.1 3.6 1 0 0 1,482.7007
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% WCAIGHQER 366 374 20.8 25.0 13.4 1 0 0 1,156.5317
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% CGLVPVLAENYK 424 435 37.1 28.5 25.8 2 0 0 1,362.7087
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% GYLAVAVVK 448 456 37.7 25.0 28.6 2 0 0 919.5611
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% TSDANINWNNLK 457 468 63.4 27.1 50.7 2 0 0 1,389.6757
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% YYGYTGAFR 540 548 30.0 25.0 30.0 1 0 0 1,097.5050
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% KPVTDAENCHLAR 595 607 23.6 27.4 16.2 0 2 0 1,510.7432
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% ILNKQQDDFGK 626 636 23.9 27.7 23.9 1 0 0 1,305.6800
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% SVTDCTSNFCLFQSNSK 637 653 68.4 25.0 64.3 1 0 0 1,994.8583
Q_10 Serotransferrin TRFE_BOVIN 77,754 15 15 24 22.00% TYDSYLGDDYVR 671 682 49.6 25.0 49.6 2 0 0 1,466.6435
Q_11 Serotransferrin TRFE_BOVIN 77,754 8 8 14 13.80% CLMEGAGDVAFVK 217 229 81.8 25.9 73.8 2 0 0 1,412.6550
Q_11 Serotransferrin TRFE_BOVIN 77,754 8 8 14 13.80% KNYELLCGDNTR 244 255 31.5 25.9 24.0 1 0 0 1,482.7007
Q_11 Serotransferrin TRFE_BOVIN 77,754 8 8 14 13.80% CGLVPVLAENYK 424 435 37.7 28.4 24.4 2 0 0 1,362.7087
Q_11 Serotransferrin TRFE_BOVIN 77,754 8 8 14 13.80% GYLAVAVVK 448 456 25.4 25.0 18.4 1 0 0 919.5611
Q_11 Serotransferrin TRFE_BOVIN 77,754 8 8 14 13.80% TSDANINWNNLK 457 468 73.5 26.8 61.9 2 0 0 1,389.6757
Q_11 Serotransferrin TRFE_BOVIN 77,754 8 8 14 13.80% YYGYTGAFR 540 548 35.5 25.0 30.9 2 0 0 1,097.5050
Q_11 Serotransferrin TRFE_BOVIN 77,754 8 8 14 13.80% DQTVIQNTDGNNNEAWAK 561 578 65.3 25.0 65.3 2 0 0 2,017.9211
Q_11 Serotransferrin TRFE_BOVIN 77,754 8 8 14 13.80% TYDSYLGDDYVR 671 682 58.3 25.0 58.0 2 0 0 1,466.6435
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% SVQWCAVSQPEATK 24 37 70.8 26.0 54.1 2 0 0 1,590.7581
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% DSPIQCIQAIAENR 59 72 61.4 27.2 59.6 2 0 0 1,614.7906
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% LRPVAAEVYGTER 93 105 34.4 28.4 25.5 0 2 0 1,460.7856
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% KGGSFQLNELQGLK 119 132 51.8 27.7 29.6 0 2 0 1,518.8277
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% DGAGDVAFIR 220 229 64.9 28.0 54.3 2 0 0 1,020.5110
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% ESTVFEDLSDEAER 230 243 67.2 25.0 61.5 2 0 0 1,626.7130
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% DEYELLCPDNTR 244 255 52.8 25.0 43.6 2 0 0 1,524.6637
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% EDAIWNLLR 283 291 36.5 28.1 22.6 1 0 0 1,129.6001
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% FQLFGSPSGQK 305 315 38.2 27.0 19.3 2 0 0 1,195.6107
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% CGLVPVLAENYK 424 435 59.5 28.0 47.3 2 0 0 1,362.7087
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% RSDTSLTWNSVK 462 473 34.7 28.3 19.3 1 0 0 1,393.7070
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% SNLCALCIGDEQGENK 520 535 86.9 25.0 78.3 2 1 0 1,807.7952
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% CLAENAGDVAFVK 553 565 81.5 27.5 44.9 2 0 0 1,393.6781
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% DVTVLQNTDGNNNEAWAK 566 583 90.3 25.0 82.1 2 0 0 1,988.9309
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% FCLFQSETK 650 658 31.8 25.0 25.3 2 0 0 1,159.5453
F_13 Lactotransferrin TRFL_HUMAN 78,182 15 16 29 28.70% NLLFNDNTECLAR 659 671 87.0 26.3 65.7 2 0 0 1,579.7534
A_17 E3 ubiquitin/ISG15 ligase TRIM25 TRI25_HUMAN 70,973 2 2 4 3.33% ALLDASETTSTR 250 261 70.0 27.1 70.0 2 0 0 1,264.6380
A_17 E3 ubiquitin/ISG15 ligase TRIM25 TRI25_HUMAN 70,973 2 2 4 3.33% RDEFEFLEK 302 310 23.9 25.9 0.0 2 0 0 1,212.5896
B_18 E3 ubiquitin/ISG15 ligase TRIM25 TRI25_HUMAN 70,973 2 2 4 3.33% ALLDASETTSTR 250 261 71.5 27.1 63.3 2 0 0 1,264.6380



B_18 E3 ubiquitin/ISG15 ligase TRIM25 TRI25_HUMAN 70,973 2 2 4 3.33% RDEFEFLEK 302 310 27.7 26.5 11.5 2 0 0 1,212.5896
L_16 E3 ubiquitin/ISG15 ligase TRIM25 TRI25_HUMAN 70,973 2 2 3 4.13% ALLDASETTSTR 250 261 82.9 27.1 80.2 2 0 0 1,264.6380
L_16 E3 ubiquitin/ISG15 ligase TRIM25 TRI25_HUMAN 70,973 2 2 3 4.13% LPTFGAPEQLVDLK 403 416 50.5 27.0 39.1 1 0 0 1,527.8420
A_13 CCA tRNA nucleotidyltransferase 1, mitochondrial TRNT1_HUMAN 50,130 2 2 4 5.07% LHEENFEITTLR 115 126 27.2 27.9 16.5 0 2 0 1,501.7646
A_13 CCA tRNA nucleotidyltransferase 1, mitochondrial TRNT1_HUMAN 50,130 2 2 4 5.07% EIGALLQQLR 403 412 34.1 25.0 21.9 2 0 0 1,140.6737
A_12 tRNA pseudouridine synthase A, mitochondrial TRUA_MOUSE 47,503 2 2 4 4.96% LSAETLQQVNR 220 230 36.4 28.5 29.7 2 0 0 1,258.6750
A_12 tRNA pseudouridine synthase A, mitochondrial TRUA_MOUSE 47,503 2 2 4 4.96% APGLGLVLER 324 333 59.8 25.0 59.8 2 0 0 1,024.6151
A_14 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 2 2 3 3.24% IGLETVGVK 450 458 43.9 27.1 30.5 2 0 0 915.5511
A_14 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 2 2 3 3.24% VELTPVAIQAGR 490 501 35.8 25.0 28.3 1 0 0 1,253.7213
A_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 6 10 10.30% WGLGGTCVNVGCIPK 203 217 54.0 26.9 40.7 1 0 0 1,617.7879
A_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 6 10 10.30% KLMHQAALLGQALQDSR 218 234 71.6 27.1 62.5 0 1 0 1,896.0123
A_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 6 10 10.30% LMHQAALLGQALQDSR 219 234 98.1 27.4 92.1 2 0 0 1,767.9173
A_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 6 10 10.30% VEETVKHDWDR 240 250 17.8 25.2 5.6 0 2 0 1,413.6758
A_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 6 10 10.30% VVYENAYGQFIGPHR 275 289 37.8 27.5 36.0 0 2 0 1,749.8707
A_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 6 10 10.30% IGLETVGVK 450 458 68.1 27.1 43.9 2 0 0 915.5511
B_14 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 3 3 4 5.86% LMHQAALLGQALQDSR 219 234 57.7 27.1 46.1 0 2 0 1,767.9173
B_14 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 3 3 4 5.86% KIGLETVGVK 449 458 21.8 25.0 13.3 1 0 0 1,043.6461
B_14 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 3 3 4 5.86% VELTPVAIQAGR 490 501 32.0 25.0 23.4 1 0 0 1,253.7213
B_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 5 5 9 8.63% LMHQAALLGQALQDSR 219 234 99.4 27.3 93.4 2 0 0 1,767.9173
B_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 5 5 9 8.63% VEETVKHDWDR 240 250 22.9 25.5 14.6 0 1 0 1,413.6758
B_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 5 5 9 8.63% QFVPIKVEQIEAGTPGR 400 416 42.9 25.0 38.2 0 2 0 1,869.0231
B_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 5 5 9 8.63% VEQIEAGTPGR 406 416 42.8 26.9 35.9 2 0 0 1,156.5958
B_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 5 5 9 8.63% VELTPVAIQAGR 490 501 71.7 25.0 60.6 2 0 0 1,253.7213
C_14 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 3 3 5 6.16% KLMHQAALLGQALQDSR 218 234 69.2 27.4 57.9 0 2 0 1,896.0123
C_14 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 3 3 5 6.16% VEQIEAGTPGR 406 416 26.6 26.5 26.6 1 0 0 1,156.5958
C_14 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 3 3 5 6.16% VELTPVAIQAGR 490 501 34.9 25.0 24.8 2 0 0 1,253.7213
C_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 7 12 10.80% LMHQAALLGQALQDSR 219 234 55.3 27.7 44.8 0 4 0 1,767.9173
C_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 7 12 10.80% NYGWKVEETVK 235 245 28.1 27.9 10.2 2 0 0 1,352.6845
C_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 7 12 10.80% VEETVKHDWDR 240 250 26.1 25.5 16.7 0 1 0 1,413.6758
C_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 7 12 10.80% VVYENAYGQFIGPHR 275 289 23.3 27.5 22.5 0 1 0 1,749.8707
C_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 7 12 10.80% VEQIEAGTPGR 406 416 39.3 26.5 32.8 2 0 0 1,156.5958
C_15 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 7 12 10.80% VELTPVAIQAGR 490 501 53.3 25.0 45.7 2 0 0 1,253.7213
D_21 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 3 3 5 5.70% VVYENAYGQFIGPHR 275 289 19.2 27.1 17.5 0 1 0 1,749.8707
D_21 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 3 3 5 5.70% KIGLETVGVK 449 458 22.7 25.3 8.7 2 0 0 1,043.6461
D_21 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 3 3 5 5.70% VELTPVAIQAGR 490 501 44.2 25.0 29.5 2 0 0 1,253.7213
D_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 9 9 12 18.50% SYDYDLIIIGGGSGGLAAAK 160 179 31.6 27.7 25.4 0 1 0 1,940.9967
D_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 9 9 12 18.50% VMVLDFVTPTPLGTR 188 202 84.0 27.7 78.8 2 0 0 1,661.8934
D_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 9 9 12 18.50% WGLGGTCVNVGCIPK 203 217 83.3 26.5 70.0 1 0 0 1,617.7879
D_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 9 9 12 18.50% LMHQAALLGQALQDSR 219 234 31.1 27.5 17.9 0 1 0 1,767.9173
D_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 9 9 12 18.50% MIEAVQNHIGSLNWGYR 251 267 35.4 27.0 27.2 0 1 0 2,003.9757
D_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 9 9 12 18.50% VVYENAYGQFIGPHR 275 289 31.7 27.3 29.5 0 1 0 1,749.8707
D_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 9 9 12 18.50% KIGLETVGVK 449 458 22.8 25.3 14.9 1 0 0 1,043.6461
D_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 9 9 12 18.50% IGLETVGVK 450 458 63.8 27.1 33.4 2 0 0 915.5511
D_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 9 9 12 18.50% VELTPVAIQAGR 490 501 57.4 25.0 41.7 2 0 0 1,253.7213
E_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 6 8 13.10% VMVLDFVTPTPLGTR 188 202 33.1 27.9 25.6 1 0 0 1,645.8984
E_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 6 8 13.10% LMHQAALLGQALQDSR 219 234 49.5 27.5 35.5 0 1 0 1,767.9173
E_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 6 8 13.10% MIEAVQNHIGSLNWGYR 251 267 24.4 26.8 12.1 0 1 0 2,003.9757
E_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 6 8 13.10% VVYENAYGQFIGPHR 275 289 24.8 27.2 23.8 0 2 0 1,749.8707
E_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 6 8 13.10% KIGLETVGVK 449 458 19.4 25.0 2.7 1 0 0 1,043.6461
E_22 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 6 6 8 13.10% VELTPVAIQAGR 490 501 39.5 25.0 27.1 2 0 0 1,253.7213
H_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 3 3 4 6.01% FLIATGERPR 307 316 50.1 28.1 35.6 2 0 0 1,159.6583
H_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 3 3 4 6.01% QFVPIKVEQIEAGTPGR 400 416 16.3 25.0 10.9 0 1 0 1,869.0231
H_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 3 3 4 6.01% VELTPVAIQAGR 490 501 28.9 25.0 25.1 1 0 0 1,253.7213
I_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 7 7 11 10.60% KVVYENAYGQFIGPHR 274 289 26.9 28.0 26.9 0 2 0 1,877.9657
I_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 7 7 11 10.60% VVYENAYGQFIGPHR 275 289 31.4 27.8 28.9 0 1 0 1,749.8707
I_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 7 7 11 10.60% FLIATGERPR 307 316 36.3 27.9 29.9 2 0 0 1,159.6583
I_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 7 7 11 10.60% QFVPIKVEQIEAGTPGR 400 416 34.0 25.0 25.7 0 2 0 1,869.0231
I_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 7 7 11 10.60% KIGLETVGVKINEK 449 462 22.0 25.0 17.4 0 1 0 1,527.9107
I_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 7 7 11 10.60% IGLETVGVKINEK 450 462 20.1 25.0 12.0 0 1 0 1,399.8157
I_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 7 7 11 10.60% VELTPVAIQAGR 490 501 44.7 25.0 42.6 2 0 0 1,253.7213
K_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 2 2 3 3.39% FLIATGERPR 307 316 31.5 27.5 21.5 1 0 0 1,159.6583
K_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 2 2 3 3.39% VELTPVAIQAGR 490 501 66.3 25.0 56.5 2 0 0 1,253.7213
L_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 4 4 6 7.86% VVYENAYGQFIGPHR 275 289 30.4 28.0 20.0 0 1 0 1,749.8707
L_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 4 4 6 7.86% FLIATGERPR 307 316 36.7 27.1 24.9 2 0 0 1,159.6583
L_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 4 4 6 7.86% QFVPIKVEQIEAGTPGR 400 416 26.3 25.0 25.4 0 2 0 1,869.0231
L_13 Thioredoxin reductase 1, cytoplasmic TRXR1_HUMAN 70,907 4 4 6 7.86% IGLETVGVK 450 458 26.9 28.7 19.6 1 0 0 915.5511
A_02 Trypsin TRYP_PIG 24,409 2 2 7 13.00% LGEHNIDVLEGNEQFINAAK 58 77 83.5 27.7 5.3 0 2 0 2,211.1042
A_02 Trypsin TRYP_PIG 24,409 2 2 7 13.00% LSSPATLNSR 98 107 45.0 28.1 39.4 5 0 0 1,045.5636
A_03 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 81.1 27.9 5.6 0 2 0 2,211.1042
A_03 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 37.6 29.0 29.3 2 0 0 1,045.5636
A_04 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 77.2 27.8 7.3 0 2 0 2,211.1042
A_04 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 48.2 29.0 43.0 4 0 0 1,045.5636
A_05 Trypsin TRYP_PIG 24,409 2 3 7 13.00% LGEHNIDVLEGNEQFINAAK 58 77 66.1 28.0 13.5 2 2 0 2,211.1042
A_05 Trypsin TRYP_PIG 24,409 2 3 7 13.00% LSSPATLNSR 98 107 56.4 29.0 48.7 3 0 0 1,045.5636
A_06 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LGEHNIDVLEGNEQFINAAK 58 77 74.8 27.8 5.3 0 2 0 2,211.1042
A_06 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LSSPATLNSR 98 107 39.0 29.0 37.6 3 0 0 1,045.5636
A_07 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 66.2 27.8 1.8 0 2 0 2,211.1042
A_07 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 50.0 29.0 46.8 4 0 0 1,045.5636
A_08 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 72.5 27.8 11.6 0 2 0 2,211.1042
A_08 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 57.5 28.0 49.4 4 0 0 1,045.5636
A_09 Trypsin TRYP_PIG 24,409 3 3 8 19.00% LGEHNIDVLEGNEQFINAAK 58 77 71.7 27.8 6.2 0 2 0 2,211.1042
A_09 Trypsin TRYP_PIG 24,409 3 3 8 19.00% LSSPATLNSR 98 107 56.7 29.0 44.7 4 0 0 1,045.5636
A_09 Trypsin TRYP_PIG 24,409 3 3 8 19.00% SSGSSYPSLLQCLK 134 147 33.3 26.7 33.0 2 0 0 1,526.7520
A_10 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 73.2 27.7 4.0 0 2 0 2,211.1042
A_10 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 39.3 29.0 29.8 2 0 0 1,045.5636
A_11 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LGEHNIDVLEGNEQFINAAK 58 77 68.3 27.9 2.2 0 1 0 2,211.1042
A_11 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LSSPATLNSR 98 107 54.3 28.1 43.9 2 0 0 1,045.5636
A_11 Trypsin TRYP_PIG 24,409 3 3 5 19.00% SSGSSYPSLLQCLK 134 147 35.4 26.5 30.1 2 0 0 1,526.7520
A_12 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 62.5 27.8 4.2 0 2 0 2,211.1042
A_12 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 54.3 28.1 38.5 4 0 0 1,045.5636
A_13 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 82.9 27.7 30.4 1 0 0 2,211.1042
A_13 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 45.2 29.0 35.6 2 0 0 1,045.5636
A_14 Trypsin TRYP_PIG 24,409 2 2 7 13.00% LGEHNIDVLEGNEQFINAAK 58 77 56.7 27.8 13.3 0 2 0 2,211.1042
A_14 Trypsin TRYP_PIG 24,409 2 2 7 13.00% LSSPATLNSR 98 107 48.9 29.0 39.5 5 0 0 1,045.5636
A_15 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 75.2 27.8 13.2 0 2 0 2,211.1042
A_15 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 45.9 29.0 38.0 4 0 0 1,045.5636
A_16 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 77.5 27.7 2.4 0 2 0 2,211.1042
A_16 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 46.6 28.1 25.8 2 0 0 1,045.5636
A_17 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 67.3 27.9 11.9 0 2 0 2,211.1042
A_17 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 36.6 28.1 30.8 2 0 0 1,045.5636
A_18 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 65.6 27.8 4.8 0 2 0 2,211.1042
A_18 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 57.9 28.1 45.8 2 0 0 1,045.5636
A_19 Trypsin TRYP_PIG 24,409 3 4 11 21.60% LGEHNIDVLEGNEQFINAAK 58 77 74.0 27.8 16.9 2 2 0 2,211.1042
A_19 Trypsin TRYP_PIG 24,409 3 4 11 21.60% IITHPNFNGNTLDNDIMLIK 78 97 21.7 27.4 16.8 0 2 0 2,299.1755
A_19 Trypsin TRYP_PIG 24,409 3 4 11 21.60% LSSPATLNSR 98 107 51.6 29.0 41.0 5 0 0 1,045.5636
A_21 Trypsin TRYP_PIG 24,409 2 3 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 88.6 27.8 20.9 2 1 0 2,211.1042
A_21 Trypsin TRYP_PIG 24,409 2 3 6 13.00% LSSPATLNSR 98 107 49.9 28.9 43.6 3 0 0 1,045.5636
A_22 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 68.7 27.8 13.5 0 2 0 2,211.1042
A_22 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 52.3 29.0 40.3 1 0 0 1,045.5636
A_25 Trypsin TRYP_PIG 24,409 3 4 7 21.60% LGEHNIDVLEGNEQFINAAK 58 77 77.9 27.7 18.7 2 2 0 2,211.1042
A_25 Trypsin TRYP_PIG 24,409 3 4 7 21.60% IITHPNFNGNTLDNDIMLIK 78 97 38.3 27.3 30.0 0 2 0 2,299.1755
A_25 Trypsin TRYP_PIG 24,409 3 4 7 21.60% LSSPATLNSR 98 107 57.4 29.0 50.7 1 0 0 1,045.5636



A_27 Trypsin TRYP_PIG 24,409 3 4 8 21.60% LGEHNIDVLEGNEQFINAAK 58 77 68.0 27.9 13.0 1 2 0 2,211.1042
A_27 Trypsin TRYP_PIG 24,409 3 4 8 21.60% IITHPNFNGNTLDNDIMLIK 78 97 35.6 27.2 26.6 0 1 0 2,299.1755
A_27 Trypsin TRYP_PIG 24,409 3 4 8 21.60% LSSPATLNSR 98 107 53.7 28.0 44.2 4 0 0 1,045.5636
A_28 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LGEHNIDVLEGNEQFINAAK 58 77 68.2 27.9 15.2 1 0 0 2,211.1042
A_28 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LSSPATLNSR 98 107 53.1 28.9 41.4 1 0 0 1,045.5636
A_29 Trypsin TRYP_PIG 24,409 3 4 8 21.60% LGEHNIDVLEGNEQFINAAK 58 77 72.7 27.9 18.1 1 2 0 2,211.1042
A_29 Trypsin TRYP_PIG 24,409 3 4 8 21.60% IITHPNFNGNTLDNDIMLIK 78 97 26.8 27.0 10.5 0 1 0 2,299.1755
A_29 Trypsin TRYP_PIG 24,409 3 4 8 21.60% LSSPATLNSR 98 107 47.8 28.1 41.1 4 0 0 1,045.5636
A_30 Trypsin TRYP_PIG 24,409 2 3 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 66.9 27.9 15.4 1 2 0 2,211.1042
A_30 Trypsin TRYP_PIG 24,409 2 3 6 13.00% LSSPATLNSR 98 107 56.0 29.0 42.2 3 0 0 1,045.5636
A_31 Trypsin TRYP_PIG 24,409 2 3 8 13.00% LGEHNIDVLEGNEQFINAAK 58 77 60.1 27.9 5.9 2 2 0 2,211.1042
A_31 Trypsin TRYP_PIG 24,409 2 3 8 13.00% LSSPATLNSR 98 107 51.3 29.0 39.9 4 0 0 1,045.5636
A_32 Trypsin TRYP_PIG 24,409 2 3 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 76.7 27.8 18.1 1 2 0 2,211.1042
A_32 Trypsin TRYP_PIG 24,409 2 3 6 13.00% LSSPATLNSR 98 107 57.2 29.0 45.0 3 0 0 1,045.5636
B_01 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LGEHNIDVLEGNEQFINAAK 58 77 67.8 27.8 25.7 0 2 0 2,211.1042
B_01 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LSSPATLNSR 98 107 50.5 29.0 40.5 3 0 0 1,045.5636
B_04 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 72.4 27.9 15.8 0 2 0 2,211.1042
B_04 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 50.0 29.0 39.3 2 0 0 1,045.5636
B_05 Trypsin TRYP_PIG 24,409 3 3 9 19.00% LGEHNIDVLEGNEQFINAAK 58 77 90.4 27.8 6.7 0 2 0 2,211.1042
B_05 Trypsin TRYP_PIG 24,409 3 3 9 19.00% LSSPATLNSR 98 107 46.3 29.0 39.5 5 0 0 1,045.5636
B_05 Trypsin TRYP_PIG 24,409 3 3 9 19.00% SSGSSYPSLLQCLK 134 147 46.1 26.3 41.9 2 0 0 1,526.7520
B_06 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 55.9 27.9 28.0 0 2 0 2,211.1042
B_06 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 24.5 28.1 19.5 2 0 0 1,045.5636
B_07 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LGEHNIDVLEGNEQFINAAK 58 77 62.7 27.8 5.0 0 2 0 2,211.1042
B_07 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LSSPATLNSR 98 107 44.0 29.0 33.6 3 0 0 1,045.5636
B_08 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 74.2 27.8 26.4 0 2 0 2,211.1042
B_08 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 51.8 28.0 45.4 4 0 0 1,045.5636
B_09 Trypsin TRYP_PIG 24,409 2 2 7 13.00% LGEHNIDVLEGNEQFINAAK 58 77 64.7 27.7 23.1 0 2 0 2,211.1042
B_09 Trypsin TRYP_PIG 24,409 2 2 7 13.00% LSSPATLNSR 98 107 49.9 28.0 43.0 5 0 0 1,045.5636
B_10 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 42.4 27.9 7.1 0 2 0 2,211.1042
B_10 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 48.4 28.0 42.5 2 0 0 1,045.5636
B_11 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LGEHNIDVLEGNEQFINAAK 58 77 73.7 27.9 3.2 0 2 0 2,211.1042
B_11 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LSSPATLNSR 98 107 53.1 28.1 46.7 3 0 0 1,045.5636
B_12 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 73.7 27.8 10.4 0 2 0 2,211.1042
B_12 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 53.5 29.0 44.2 4 0 0 1,045.5636
B_14 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LGEHNIDVLEGNEQFINAAK 58 77 48.9 27.8 7.6 0 2 0 2,211.1042
B_14 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LSSPATLNSR 98 107 44.7 29.0 37.2 3 0 0 1,045.5636
B_15 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 72.7 27.8 18.7 0 2 0 2,211.1042
B_15 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 45.9 29.0 38.2 2 0 0 1,045.5636
B_16 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 54.4 27.9 24.3 0 2 0 2,211.1042
B_16 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 55.9 28.8 39.8 2 0 0 1,045.5636
B_17 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 61.8 27.9 14.1 0 2 0 2,211.1042
B_17 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 56.7 28.8 47.5 2 0 0 1,045.5636
B_18 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 68.2 27.9 12.3 0 1 0 2,211.1042
B_18 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 62.4 28.8 51.0 2 0 0 1,045.5636
B_19 Trypsin TRYP_PIG 24,409 2 3 5 13.00% LGEHNIDVLEGNEQFINAAK 58 77 119.0 27.8 54.9 1 2 0 2,211.1042
B_19 Trypsin TRYP_PIG 24,409 2 3 5 13.00% LSSPATLNSR 98 107 34.5 28.1 23.4 2 0 0 1,045.5636
B_21 Trypsin TRYP_PIG 24,409 2 3 5 13.00% LGEHNIDVLEGNEQFINAAK 58 77 94.2 27.9 50.3 1 2 0 2,211.1042
B_21 Trypsin TRYP_PIG 24,409 2 3 5 13.00% LSSPATLNSR 98 107 46.3 28.1 39.6 2 0 0 1,045.5636
B_22 Trypsin TRYP_PIG 24,409 2 3 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 60.8 27.8 3.0 1 1 0 2,211.1042
B_22 Trypsin TRYP_PIG 24,409 2 3 6 13.00% LSSPATLNSR 98 107 52.3 28.1 38.8 4 0 0 1,045.5636
B_25 Trypsin TRYP_PIG 24,409 3 3 5 21.60% LGEHNIDVLEGNEQFINAAK 58 77 67.6 27.9 8.6 0 1 0 2,211.1042
B_25 Trypsin TRYP_PIG 24,409 3 3 5 21.60% IITHPNFNGNTLDNDIMLIK 78 97 25.6 27.2 12.5 0 1 0 2,299.1755
B_25 Trypsin TRYP_PIG 24,409 3 3 5 21.60% LSSPATLNSR 98 107 47.6 28.8 34.6 3 0 0 1,045.5636
B_26 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LGEHNIDVLEGNEQFINAAK 58 77 70.5 28.0 27.1 0 2 0 2,211.1042
B_26 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LSSPATLNSR 98 107 44.2 28.8 36.4 3 0 0 1,045.5636
B_27 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 55.5 27.9 16.6 0 2 0 2,211.1042
B_27 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 45.1 27.8 37.5 2 0 0 1,045.5636
B_28 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 42.5 27.9 9.2 1 0 0 2,211.1042
B_28 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 53.3 28.1 43.9 3 0 0 1,045.5636
B_29 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 64.9 27.8 4.0 0 2 0 2,211.1042
B_29 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 49.8 28.8 38.5 4 0 0 1,045.5636
B_30 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 59.0 27.9 10.9 0 2 0 2,211.1042
B_30 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 48.1 28.9 39.8 4 0 0 1,045.5636
B_31 Trypsin TRYP_PIG 24,409 2 3 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 71.7 27.8 1.7 1 2 0 2,211.1042
B_31 Trypsin TRYP_PIG 24,409 2 3 6 13.00% LSSPATLNSR 98 107 48.2 27.8 39.4 3 0 0 1,045.5636
B_32 Trypsin TRYP_PIG 24,409 2 3 5 13.00% LGEHNIDVLEGNEQFINAAK 58 77 66.7 27.9 5.4 1 2 0 2,211.1042
B_32 Trypsin TRYP_PIG 24,409 2 3 5 13.00% LSSPATLNSR 98 107 45.3 28.8 41.6 2 0 0 1,045.5636
C_03 Trypsin TRYP_PIG 24,409 2 2 7 13.00% LGEHNIDVLEGNEQFINAAK 58 77 72.3 27.8 11.9 0 2 0 2,211.1042
C_03 Trypsin TRYP_PIG 24,409 2 2 7 13.00% LSSPATLNSR 98 107 46.9 29.0 41.6 5 0 0 1,045.5636
C_05 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 64.4 27.7 8.2 0 2 0 2,211.1042
C_05 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 51.1 29.0 43.8 4 0 0 1,045.5636
C_06 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 60.5 27.9 6.3 0 2 0 2,211.1042
C_06 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 51.0 29.0 37.3 4 0 0 1,045.5636
C_07 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 69.3 27.7 17.6 0 2 0 2,211.1042
C_07 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 57.2 29.0 50.2 4 0 0 1,045.5636
C_09 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LGEHNIDVLEGNEQFINAAK 58 77 84.7 27.8 18.0 0 2 0 2,211.1042
C_09 Trypsin TRYP_PIG 24,409 2 2 6 13.00% LSSPATLNSR 98 107 52.0 28.5 43.6 4 0 0 1,045.5636
C_10 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 73.3 27.7 15.2 0 2 0 2,211.1042
C_10 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 53.5 28.9 42.8 2 0 0 1,045.5636
C_11 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 77.3 27.7 1.6 0 2 0 2,211.1042
C_11 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 48.5 28.9 44.9 2 0 0 1,045.5636
C_12 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 49.8 27.8 0.6 0 2 0 2,211.1042
C_12 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 46.0 29.0 37.8 2 0 0 1,045.5636
C_13 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 86.2 27.9 35.1 1 0 0 2,211.1042
C_13 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 46.1 28.9 38.8 2 0 0 1,045.5636
C_14 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 56.9 27.8 8.1 0 2 0 2,211.1042
C_14 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 51.7 28.9 43.6 2 0 0 1,045.5636
C_15 Trypsin TRYP_PIG 24,409 3 4 7 21.60% LGEHNIDVLEGNEQFINAAK 58 77 84.0 27.8 3.1 2 2 0 2,211.1042
C_15 Trypsin TRYP_PIG 24,409 3 4 7 21.60% IITHPNFNGNTLDNDIMLIK 78 97 29.1 27.3 19.9 0 1 0 2,299.1755
C_15 Trypsin TRYP_PIG 24,409 3 4 7 21.60% LSSPATLNSR 98 107 52.9 28.9 43.0 2 0 0 1,045.5636
C_16 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LGEHNIDVLEGNEQFINAAK 58 77 70.3 27.8 9.6 0 2 0 2,211.1042
C_16 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LSSPATLNSR 98 107 44.7 28.9 38.6 3 0 0 1,045.5636
C_17 Trypsin TRYP_PIG 24,409 3 3 6 21.60% LGEHNIDVLEGNEQFINAAK 58 77 73.8 27.7 6.0 0 2 0 2,211.1042
C_17 Trypsin TRYP_PIG 24,409 3 3 6 21.60% IITHPNFNGNTLDNDIMLIK 78 97 20.9 27.3 9.6 0 1 0 2,299.1755
C_17 Trypsin TRYP_PIG 24,409 3 3 6 21.60% LSSPATLNSR 98 107 57.1 28.9 50.1 3 0 0 1,045.5636
C_18 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 65.4 27.9 10.0 0 2 0 2,211.1042
C_18 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 59.3 29.0 48.2 1 0 0 1,045.5636
C_19 Trypsin TRYP_PIG 24,409 4 5 11 27.70% LGEHNIDVLEGNEQFINAAK 58 77 79.3 27.8 4.8 2 2 0 2,211.1042
C_19 Trypsin TRYP_PIG 24,409 4 5 11 27.70% IITHPNFNGNTLDNDIMLIK 78 97 42.1 27.3 29.3 0 1 0 2,299.1755
C_19 Trypsin TRYP_PIG 24,409 4 5 11 27.70% LSSPATLNSR 98 107 56.0 28.9 37.9 4 0 0 1,045.5636
C_19 Trypsin TRYP_PIG 24,409 4 5 11 27.70% SSGSSYPSLLQCLK 134 147 32.0 26.7 30.2 2 0 0 1,526.7520
C_20 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 55.9 27.7 22.2 0 2 0 2,211.1042
C_20 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 53.4 29.0 47.3 2 0 0 1,045.5636
C_21 Trypsin TRYP_PIG 24,409 3 4 8 21.60% LGEHNIDVLEGNEQFINAAK 58 77 73.2 27.8 31.7 2 1 0 2,211.1042
C_21 Trypsin TRYP_PIG 24,409 3 4 8 21.60% IITHPNFNGNTLDNDIMLIK 78 97 25.9 27.3 19.4 0 2 0 2,299.1755
C_21 Trypsin TRYP_PIG 24,409 3 4 8 21.60% LSSPATLNSR 98 107 54.1 29.0 43.4 3 0 0 1,045.5636
C_22 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LGEHNIDVLEGNEQFINAAK 58 77 73.0 27.8 18.5 0 2 0 2,211.1042
C_22 Trypsin TRYP_PIG 24,409 2 2 5 13.00% LSSPATLNSR 98 107 55.9 28.9 43.8 3 0 0 1,045.5636
C_23 Trypsin TRYP_PIG 24,409 4 5 10 27.70% LGEHNIDVLEGNEQFINAAK 58 77 67.1 27.8 19.1 2 0 0 2,211.1042
C_23 Trypsin TRYP_PIG 24,409 4 5 10 27.70% IITHPNFNGNTLDNDIMLIK 78 97 35.9 27.2 23.0 0 2 0 2,299.1755
C_23 Trypsin TRYP_PIG 24,409 4 5 10 27.70% LSSPATLNSR 98 107 46.8 28.9 36.4 5 0 0 1,045.5636



C_23 Trypsin TRYP_PIG 24,409 4 5 10 27.70% SSGSSYPSLLQCLK 134 147 38.8 26.4 27.2 1 0 0 1,526.7520
C_24 Trypsin TRYP_PIG 24,409 4 5 11 21.60% LGEHNIDVLEGNEQFINAAK 58 77 70.8 27.9 18.5 2 0 0 2,211.1042
C_24 Trypsin TRYP_PIG 24,409 4 5 11 21.60% IITHPNFNGNTLDNDIMLIK 78 97 44.6 27.3 33.6 0 4 0 2,299.1755
C_24 Trypsin TRYP_PIG 24,409 4 5 11 21.60% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 38.0 25.2 35.0 0 0 2 3,309.7263
C_24 Trypsin TRYP_PIG 24,409 4 5 11 21.60% LSSPATLNSR 98 107 50.2 28.9 43.9 3 0 0 1,045.5636
C_25 Trypsin TRYP_PIG 24,409 6 8 15 31.20% IQVRLGEHNIDVLEGNEQFINAAK 54 77 50.9 26.2 21.9 0 1 0 2,707.4164
C_25 Trypsin TRYP_PIG 24,409 6 8 15 31.20% LGEHNIDVLEGNEQFINAAK 58 77 98.4 27.9 17.4 2 2 0 2,211.1042
C_25 Trypsin TRYP_PIG 24,409 6 8 15 31.20% IITHPNFNGNTLDNDIMLIK 78 97 41.4 27.2 31.0 0 4 0 2,299.1755
C_25 Trypsin TRYP_PIG 24,409 6 8 15 31.20% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 53.7 25.2 49.0 0 0 2 3,309.7263
C_25 Trypsin TRYP_PIG 24,409 6 8 15 31.20% LSSPATLNSR 98 107 53.4 28.1 49.7 3 0 0 1,045.5636
C_25 Trypsin TRYP_PIG 24,409 6 8 15 31.20% SCAAAGTECLISGWGNTK 116 133 32.3 25.0 32.3 1 0 0 1,882.8424
C_26 Trypsin TRYP_PIG 24,409 6 12 26 31.20% IQVRLGEHNIDVLEGNEQFINAAK 54 77 99.2 26.2 19.7 0 2 2 2,707.4164
C_26 Trypsin TRYP_PIG 24,409 6 12 26 31.20% LGEHNIDVLEGNEQFINAAK 58 77 87.6 27.8 23.3 2 3 0 2,211.1042
C_26 Trypsin TRYP_PIG 24,409 6 12 26 31.20% IITHPNFNGNTLDNDIMLIK 78 97 42.6 27.1 33.0 2 4 0 2,283.1805
C_26 Trypsin TRYP_PIG 24,409 6 12 26 31.20% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 55.4 25.3 55.4 0 2 4 3,309.7263
C_26 Trypsin TRYP_PIG 24,409 6 12 26 31.20% LSSPATLNSR 98 107 51.4 28.9 45.5 3 0 0 1,045.5636
C_26 Trypsin TRYP_PIG 24,409 6 12 26 31.20% SCAAAGTECLISGWGNTK 116 133 83.7 25.0 81.4 2 0 0 1,882.8424
C_27 Trypsin TRYP_PIG 24,409 5 7 14 29.40% LGEHNIDVLEGNEQFINAAK 58 77 96.1 27.7 23.3 2 2 0 2,211.1042
C_27 Trypsin TRYP_PIG 24,409 5 7 14 29.40% IITHPNFNGNTLDNDIMLIK 78 97 45.4 27.2 32.1 0 4 0 2,299.1755
C_27 Trypsin TRYP_PIG 24,409 5 7 14 29.40% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 35.6 25.2 31.5 0 0 1 3,309.7263
C_27 Trypsin TRYP_PIG 24,409 5 7 14 29.40% LSSPATLNSR 98 107 49.9 28.9 36.0 3 0 0 1,045.5636
C_27 Trypsin TRYP_PIG 24,409 5 7 14 29.40% SCAAAGTECLISGWGNTK 116 133 65.0 25.0 65.0 2 0 0 1,882.8424
C_28 Trypsin TRYP_PIG 24,409 6 13 28 31.20% IQVRLGEHNIDVLEGNEQFINAAK 54 77 95.6 26.0 12.9 0 2 1 2,707.4164
C_28 Trypsin TRYP_PIG 24,409 6 13 28 31.20% LGEHNIDVLEGNEQFINAAK 58 77 75.4 27.8 7.0 2 4 0 2,211.1042
C_28 Trypsin TRYP_PIG 24,409 6 13 28 31.20% IITHPNFNGNTLDNDIMLIK 78 97 34.8 26.8 34.8 2 4 0 2,283.1805
C_28 Trypsin TRYP_PIG 24,409 6 13 28 31.20% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 57.8 25.2 53.2 0 2 4 3,309.7263
C_28 Trypsin TRYP_PIG 24,409 6 13 28 31.20% LSSPATLNSR 98 107 53.8 29.0 45.4 5 0 0 1,045.5636
C_28 Trypsin TRYP_PIG 24,409 6 13 28 31.20% SCAAAGTECLISGWGNTK 116 133 66.4 25.0 65.1 2 0 0 1,882.8424
C_29 Trypsin TRYP_PIG 24,409 3 5 10 21.60% LGEHNIDVLEGNEQFINAAK 58 77 74.8 27.7 9.7 2 2 0 2,211.1042
C_29 Trypsin TRYP_PIG 24,409 3 5 10 21.60% IITHPNFNGNTLDNDIMLIK 78 97 45.8 27.2 28.9 0 3 0 2,299.1755
C_29 Trypsin TRYP_PIG 24,409 3 5 10 21.60% LSSPATLNSR 98 107 59.0 29.0 44.0 3 0 0 1,045.5636
C_30 Trypsin TRYP_PIG 24,409 6 12 22 31.20% IQVRLGEHNIDVLEGNEQFINAAK 54 77 67.6 26.1 5.1 0 1 1 2,707.4164
C_30 Trypsin TRYP_PIG 24,409 6 12 22 31.20% LGEHNIDVLEGNEQFINAAK 58 77 111.0 27.7 24.8 2 4 1 2,211.1042
C_30 Trypsin TRYP_PIG 24,409 6 12 22 31.20% IITHPNFNGNTLDNDIMLIK 78 97 42.0 27.2 31.5 0 3 0 2,299.1755
C_30 Trypsin TRYP_PIG 24,409 6 12 22 31.20% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 57.8 25.2 54.7 0 1 3 3,309.7263
C_30 Trypsin TRYP_PIG 24,409 6 12 22 31.20% LSSPATLNSR 98 107 50.4 29.0 42.0 4 0 0 1,045.5636
C_30 Trypsin TRYP_PIG 24,409 6 12 22 31.20% SCAAAGTECLISGWGNTK 116 133 81.1 25.0 62.4 2 0 0 1,882.8424
C_31 Trypsin TRYP_PIG 24,409 4 6 13 21.60% LGEHNIDVLEGNEQFINAAK 58 77 88.2 27.9 36.7 2 2 0 2,211.1042
C_31 Trypsin TRYP_PIG 24,409 4 6 13 21.60% IITHPNFNGNTLDNDIMLIK 78 97 39.4 27.1 29.2 0 4 0 2,299.1755
C_31 Trypsin TRYP_PIG 24,409 4 6 13 21.60% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 38.5 25.2 32.7 0 0 1 3,309.7263
C_31 Trypsin TRYP_PIG 24,409 4 6 13 21.60% LSSPATLNSR 98 107 51.0 28.1 44.8 4 0 0 1,045.5636
C_32 Trypsin TRYP_PIG 24,409 6 12 26 31.20% IQVRLGEHNIDVLEGNEQFINAAK 54 77 97.9 26.1 14.6 0 2 1 2,707.4164
C_32 Trypsin TRYP_PIG 24,409 6 12 26 31.20% LGEHNIDVLEGNEQFINAAK 58 77 97.1 27.7 42.2 2 3 0 2,211.1042
C_32 Trypsin TRYP_PIG 24,409 6 12 26 31.20% IITHPNFNGNTLDNDIMLIK 78 97 34.0 27.3 17.7 2 3 0 2,299.1755
C_32 Trypsin TRYP_PIG 24,409 6 12 26 31.20% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 72.0 25.2 69.6 0 2 3 3,309.7263
C_32 Trypsin TRYP_PIG 24,409 6 12 26 31.20% LSSPATLNSR 98 107 52.4 29.0 41.5 6 0 0 1,045.5636
C_32 Trypsin TRYP_PIG 24,409 6 12 26 31.20% SCAAAGTECLISGWGNTK 116 133 86.1 25.0 85.7 2 0 0 1,882.8424
D_01 Trypsin TRYP_PIG 24,409 5 7 14 35.50% LGEHNIDVLEGNEQFINAAK 58 77 100.0 27.9 33.6 2 2 0 2,211.1042
D_01 Trypsin TRYP_PIG 24,409 5 7 14 35.50% IITHPNFNGNTLDNDIMLIK 78 97 40.9 27.3 35.5 0 2 0 2,299.1755
D_01 Trypsin TRYP_PIG 24,409 5 7 14 35.50% LSSPATLNSR 98 107 32.9 29.0 25.4 2 0 0 1,045.5636
D_01 Trypsin TRYP_PIG 24,409 5 7 14 35.50% SCAAAGTECLISGWGNTK 116 133 85.4 25.0 72.8 2 2 0 1,882.8424
D_01 Trypsin TRYP_PIG 24,409 5 7 14 35.50% SSGSSYPSLLQCLK 134 147 39.2 26.2 26.4 2 0 0 1,526.7520
D_02 Trypsin TRYP_PIG 24,409 5 7 17 35.50% LGEHNIDVLEGNEQFINAAK 58 77 91.3 27.8 24.5 2 2 0 2,211.1042
D_02 Trypsin TRYP_PIG 24,409 5 7 17 35.50% IITHPNFNGNTLDNDIMLIK 78 97 41.3 27.3 32.0 0 2 0 2,299.1755
D_02 Trypsin TRYP_PIG 24,409 5 7 17 35.50% LSSPATLNSR 98 107 41.1 29.0 27.4 5 0 0 1,045.5636
D_02 Trypsin TRYP_PIG 24,409 5 7 17 35.50% SCAAAGTECLISGWGNTK 116 133 117.0 25.0 117.0 2 2 0 1,882.8424
D_02 Trypsin TRYP_PIG 24,409 5 7 17 35.50% SSGSSYPSLLQCLK 134 147 46.6 26.3 40.1 2 0 0 1,526.7520
D_03 Trypsin TRYP_PIG 24,409 4 6 12 29.40% LGEHNIDVLEGNEQFINAAK 58 77 101.0 27.8 32.6 2 2 1 2,211.1042
D_03 Trypsin TRYP_PIG 24,409 4 6 12 29.40% IITHPNFNGNTLDNDIMLIK 78 97 42.5 27.3 37.3 0 2 0 2,299.1755
D_03 Trypsin TRYP_PIG 24,409 4 6 12 29.40% LSSPATLNSR 98 107 37.3 29.0 25.2 3 0 0 1,045.5636
D_03 Trypsin TRYP_PIG 24,409 4 6 12 29.40% SCAAAGTECLISGWGNTK 116 133 92.5 25.0 92.5 2 0 0 1,882.8424
D_04 Trypsin TRYP_PIG 24,409 4 7 13 29.40% LGEHNIDVLEGNEQFINAAK 58 77 100.0 27.7 43.1 2 2 0 2,211.1042
D_04 Trypsin TRYP_PIG 24,409 4 7 13 29.40% IITHPNFNGNTLDNDIMLIK 78 97 40.3 27.4 32.4 0 3 0 2,299.1755
D_04 Trypsin TRYP_PIG 24,409 4 7 13 29.40% LSSPATLNSR 98 107 39.2 28.9 28.7 2 0 0 1,045.5636
D_04 Trypsin TRYP_PIG 24,409 4 7 13 29.40% SCAAAGTECLISGWGNTK 116 133 87.5 25.0 84.9 2 2 0 1,882.8424
D_05 Trypsin TRYP_PIG 24,409 4 6 12 29.40% LGEHNIDVLEGNEQFINAAK 58 77 100.0 27.7 42.4 2 2 0 2,211.1042
D_05 Trypsin TRYP_PIG 24,409 4 6 12 29.40% IITHPNFNGNTLDNDIMLIK 78 97 40.1 27.3 34.0 0 2 0 2,299.1755
D_05 Trypsin TRYP_PIG 24,409 4 6 12 29.40% LSSPATLNSR 98 107 35.7 28.9 28.5 2 0 0 1,045.5636
D_05 Trypsin TRYP_PIG 24,409 4 6 12 29.40% SCAAAGTECLISGWGNTK 116 133 102.0 25.0 101.0 2 2 0 1,882.8424
D_06 Trypsin TRYP_PIG 24,409 3 6 11 25.10% LGEHNIDVLEGNEQFINAAK 58 77 98.4 27.7 34.6 2 2 2 2,211.1042
D_06 Trypsin TRYP_PIG 24,409 3 6 11 25.10% IITHPNFNGNTLDNDIMLIK 78 97 43.4 27.4 40.3 1 2 0 2,299.1755
D_06 Trypsin TRYP_PIG 24,409 3 6 11 25.10% SCAAAGTECLISGWGNTK 116 133 60.7 25.0 58.2 2 0 0 1,882.8424
D_07 Trypsin TRYP_PIG 24,409 4 6 11 29.40% LGEHNIDVLEGNEQFINAAK 58 77 91.8 27.7 31.2 2 2 2 2,211.1042
D_07 Trypsin TRYP_PIG 24,409 4 6 11 29.40% IITHPNFNGNTLDNDIMLIK 78 97 42.6 27.4 32.7 0 2 0 2,299.1755
D_07 Trypsin TRYP_PIG 24,409 4 6 11 29.40% LSSPATLNSR 98 107 34.0 28.9 24.6 2 0 0 1,045.5636
D_07 Trypsin TRYP_PIG 24,409 4 6 11 29.40% SCAAAGTECLISGWGNTK 116 133 55.7 25.0 52.0 1 0 0 1,882.8424
D_08 Trypsin TRYP_PIG 24,409 2 4 7 17.30% LGEHNIDVLEGNEQFINAAK 58 77 87.6 27.7 16.4 2 2 2 2,211.1042
D_08 Trypsin TRYP_PIG 24,409 2 4 7 17.30% IITHPNFNGNTLDNDIMLIK 78 97 47.7 27.3 35.3 0 1 0 2,299.1755
D_09 Trypsin TRYP_PIG 24,409 4 7 12 29.40% LGEHNIDVLEGNEQFINAAK 58 77 100.0 27.8 39.2 2 2 2 2,211.1042
D_09 Trypsin TRYP_PIG 24,409 4 7 12 29.40% IITHPNFNGNTLDNDIMLIK 78 97 42.5 27.4 35.6 0 3 0 2,299.1755
D_09 Trypsin TRYP_PIG 24,409 4 7 12 29.40% LSSPATLNSR 98 107 29.3 28.9 14.3 1 0 0 1,045.5636
D_09 Trypsin TRYP_PIG 24,409 4 7 12 29.40% SCAAAGTECLISGWGNTK 116 133 80.4 25.0 76.3 2 0 0 1,882.8424
D_10 Trypsin TRYP_PIG 24,409 3 7 12 21.60% LGEHNIDVLEGNEQFINAAK 58 77 79.9 27.8 23.5 2 2 2 2,211.1042
D_10 Trypsin TRYP_PIG 24,409 3 7 12 21.60% IITHPNFNGNTLDNDIMLIK 78 97 54.3 27.4 40.0 1 4 0 2,299.1755
D_10 Trypsin TRYP_PIG 24,409 3 7 12 21.60% LSSPATLNSR 98 107 37.4 28.9 25.8 1 0 0 1,045.5636
D_11 Trypsin TRYP_PIG 24,409 4 7 11 29.40% LGEHNIDVLEGNEQFINAAK 58 77 87.0 27.7 23.0 2 2 2 2,211.1042
D_11 Trypsin TRYP_PIG 24,409 4 7 11 29.40% IITHPNFNGNTLDNDIMLIK 78 97 44.0 27.4 35.5 0 2 0 2,299.1755
D_11 Trypsin TRYP_PIG 24,409 4 7 11 29.40% LSSPATLNSR 98 107 38.2 28.9 22.0 2 0 0 1,045.5636
D_11 Trypsin TRYP_PIG 24,409 4 7 11 29.40% SCAAAGTECLISGWGNTK 116 133 71.9 25.0 71.9 1 0 0 1,882.8424
D_12 Trypsin TRYP_PIG 24,409 4 6 12 23.40% IQVRLGEHNIDVLEGNEQFINAAK 54 77 80.2 26.8 15.7 0 1 0 2,707.4164
D_12 Trypsin TRYP_PIG 24,409 4 6 12 23.40% LGEHNIDVLEGNEQFINAAK 58 77 95.3 27.7 31.5 2 2 0 2,211.1042
D_12 Trypsin TRYP_PIG 24,409 4 6 12 23.40% IITHPNFNGNTLDNDIMLIK 78 97 44.1 27.5 39.2 0 4 0 2,299.1755
D_12 Trypsin TRYP_PIG 24,409 4 6 12 23.40% LSSPATLNSR 98 107 39.2 29.0 31.8 3 0 0 1,045.5636
D_13 Trypsin TRYP_PIG 24,409 4 6 12 29.40% LGEHNIDVLEGNEQFINAAK 58 77 87.3 27.8 36.4 2 2 0 2,211.1042
D_13 Trypsin TRYP_PIG 24,409 4 6 12 29.40% IITHPNFNGNTLDNDIMLIK 78 97 33.0 27.5 29.6 0 2 0 2,283.1805
D_13 Trypsin TRYP_PIG 24,409 4 6 12 29.40% LSSPATLNSR 98 107 57.6 28.9 49.7 2 0 0 1,045.5636
D_13 Trypsin TRYP_PIG 24,409 4 6 12 29.40% SCAAAGTECLISGWGNTK 116 133 89.6 25.0 77.1 2 2 0 1,882.8424
D_14 Trypsin TRYP_PIG 24,409 3 6 12 21.60% LGEHNIDVLEGNEQFINAAK 58 77 95.6 27.8 25.7 2 3 0 2,211.1042
D_14 Trypsin TRYP_PIG 24,409 3 6 12 21.60% IITHPNFNGNTLDNDIMLIK 78 97 49.7 27.5 46.7 1 4 0 2,283.1805
D_14 Trypsin TRYP_PIG 24,409 3 6 12 21.60% LSSPATLNSR 98 107 28.1 29.0 19.6 2 0 0 1,045.5636
D_15 Trypsin TRYP_PIG 24,409 3 4 6 20.80% LGEHNIDVLEGNEQFINAAK 58 77 107.0 27.8 42.6 2 2 0 2,211.1042
D_15 Trypsin TRYP_PIG 24,409 3 4 6 20.80% LSSPATLNSR 98 107 23.3 29.0 18.7 1 0 0 1,045.5636
D_15 Trypsin TRYP_PIG 24,409 3 4 6 20.80% SCAAAGTECLISGWGNTK 116 133 45.6 25.0 37.3 1 0 0 1,882.8424
D_16 Trypsin TRYP_PIG 24,409 2 3 5 17.30% LGEHNIDVLEGNEQFINAAK 58 77 93.3 27.7 23.0 2 2 0 2,211.1042
D_16 Trypsin TRYP_PIG 24,409 2 3 5 17.30% IITHPNFNGNTLDNDIMLIK 78 97 39.3 27.2 28.6 1 0 0 2,299.1755
D_17 Trypsin TRYP_PIG 24,409 5 7 11 23.40% IQVRLGEHNIDVLEGNEQFINAAK 54 77 36.3 26.7 12.2 0 0 1 2,707.4164
D_17 Trypsin TRYP_PIG 24,409 5 7 11 23.40% LGEHNIDVLEGNEQFINAAK 58 77 97.0 27.7 41.1 2 2 0 2,211.1042
D_17 Trypsin TRYP_PIG 24,409 5 7 11 23.40% IITHPNFNGNTLDNDIMLIK 78 97 51.0 27.3 45.8 0 4 0 2,299.1755
D_17 Trypsin TRYP_PIG 24,409 5 7 11 23.40% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 31.3 25.8 26.9 0 0 1 3,325.7213
D_17 Trypsin TRYP_PIG 24,409 5 7 11 23.40% LSSPATLNSR 98 107 43.7 28.5 31.8 1 0 0 1,045.5636
D_18 Trypsin TRYP_PIG 24,409 2 4 7 17.30% LGEHNIDVLEGNEQFINAAK 58 77 92.2 27.8 13.4 2 2 1 2,211.1042
D_18 Trypsin TRYP_PIG 24,409 2 4 7 17.30% IITHPNFNGNTLDNDIMLIK 78 97 43.4 27.3 38.3 0 2 0 2,283.1805



D_19 Trypsin TRYP_PIG 24,409 5 8 13 31.20% IQVRLGEHNIDVLEGNEQFINAAK 54 77 37.8 26.7 7.3 0 0 1 2,707.4164
D_19 Trypsin TRYP_PIG 24,409 5 8 13 31.20% LGEHNIDVLEGNEQFINAAK 58 77 90.4 27.7 29.6 2 2 0 2,211.1042
D_19 Trypsin TRYP_PIG 24,409 5 8 13 31.20% IITHPNFNGNTLDNDIMLIK 78 97 65.9 27.4 61.3 0 4 0 2,283.1805
D_19 Trypsin TRYP_PIG 24,409 5 8 13 31.20% LSSPATLNSR 98 107 33.3 29.0 17.4 1 0 0 1,045.5636
D_19 Trypsin TRYP_PIG 24,409 5 8 13 31.20% SCAAAGTECLISGWGNTK 116 133 63.8 25.0 63.8 2 1 0 1,882.8424
D_20 Trypsin TRYP_PIG 24,409 5 9 17 23.40% IQVRLGEHNIDVLEGNEQFINAAK 54 77 80.2 26.7 4.6 0 2 2 2,707.4164
D_20 Trypsin TRYP_PIG 24,409 5 9 17 23.40% LGEHNIDVLEGNEQFINAAK 58 77 103.0 27.8 34.3 2 2 0 2,211.1042
D_20 Trypsin TRYP_PIG 24,409 5 9 17 23.40% IITHPNFNGNTLDNDIMLIK 78 97 41.8 27.3 28.5 2 4 0 2,299.1755
D_20 Trypsin TRYP_PIG 24,409 5 9 17 23.40% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 42.5 25.8 38.5 0 0 2 3,325.7213
D_20 Trypsin TRYP_PIG 24,409 5 9 17 23.40% LSSPATLNSR 98 107 26.6 28.9 17.0 1 0 0 1,045.5636
D_21 Trypsin TRYP_PIG 24,409 3 6 11 21.60% LGEHNIDVLEGNEQFINAAK 58 77 102.0 27.7 40.9 2 2 1 2,211.1042
D_21 Trypsin TRYP_PIG 24,409 3 6 11 21.60% IITHPNFNGNTLDNDIMLIK 78 97 44.9 27.6 36.4 0 4 0 2,299.1755
D_21 Trypsin TRYP_PIG 24,409 3 6 11 21.60% LSSPATLNSR 98 107 42.3 29.0 34.5 2 0 0 1,045.5636
D_22 Trypsin TRYP_PIG 24,409 3 6 12 21.60% LGEHNIDVLEGNEQFINAAK 58 77 94.3 27.7 38.0 2 2 2 2,211.1042
D_22 Trypsin TRYP_PIG 24,409 3 6 12 21.60% IITHPNFNGNTLDNDIMLIK 78 97 53.4 27.5 46.3 0 4 0 2,299.1755
D_22 Trypsin TRYP_PIG 24,409 3 6 12 21.60% LSSPATLNSR 98 107 25.9 28.9 21.4 2 0 0 1,045.5636
D_23 Trypsin TRYP_PIG 24,409 3 5 11 21.60% LGEHNIDVLEGNEQFINAAK 58 77 96.8 27.7 39.8 2 2 2 2,211.1042
D_23 Trypsin TRYP_PIG 24,409 3 5 11 21.60% IITHPNFNGNTLDNDIMLIK 78 97 50.2 27.4 45.4 0 2 0 2,299.1755
D_23 Trypsin TRYP_PIG 24,409 3 5 11 21.60% LSSPATLNSR 98 107 38.5 28.9 22.2 3 0 0 1,045.5636
D_24 Trypsin TRYP_PIG 24,409 3 5 10 21.60% LGEHNIDVLEGNEQFINAAK 58 77 91.8 27.7 25.9 2 2 0 2,211.1042
D_24 Trypsin TRYP_PIG 24,409 3 5 10 21.60% IITHPNFNGNTLDNDIMLIK 78 97 49.1 27.5 41.7 0 3 0 2,299.1755
D_24 Trypsin TRYP_PIG 24,409 3 5 10 21.60% LSSPATLNSR 98 107 43.7 28.5 31.8 3 0 0 1,045.5636
D_25 Trypsin TRYP_PIG 24,409 3 7 13 21.60% LGEHNIDVLEGNEQFINAAK 58 77 98.2 27.7 40.0 2 3 2 2,211.1042
D_25 Trypsin TRYP_PIG 24,409 3 7 13 21.60% IITHPNFNGNTLDNDIMLIK 78 97 31.1 27.4 24.6 0 3 1 2,299.1755
D_25 Trypsin TRYP_PIG 24,409 3 7 13 21.60% LSSPATLNSR 98 107 48.4 29.0 39.2 2 0 0 1,045.5636
D_26 Trypsin TRYP_PIG 24,409 3 5 9 21.60% LGEHNIDVLEGNEQFINAAK 58 77 99.9 27.8 33.2 2 2 2 2,211.1042
D_26 Trypsin TRYP_PIG 24,409 3 5 9 21.60% IITHPNFNGNTLDNDIMLIK 78 97 47.2 27.4 40.4 0 2 0 2,299.1755
D_26 Trypsin TRYP_PIG 24,409 3 5 9 21.60% LSSPATLNSR 98 107 29.7 28.7 23.6 1 0 0 1,045.5636
D_27 Trypsin TRYP_PIG 24,409 3 5 8 21.60% LGEHNIDVLEGNEQFINAAK 58 77 85.8 27.8 28.1 2 2 2 2,211.1042
D_27 Trypsin TRYP_PIG 24,409 3 5 8 21.60% IITHPNFNGNTLDNDIMLIK 78 97 32.5 27.5 27.8 0 1 0 2,283.1805
D_27 Trypsin TRYP_PIG 24,409 3 5 8 21.60% LSSPATLNSR 98 107 48.3 29.0 35.5 1 0 0 1,045.5636
D_28 Trypsin TRYP_PIG 24,409 4 8 14 29.40% LGEHNIDVLEGNEQFINAAK 58 77 100.0 27.9 37.2 2 2 2 2,211.1042
D_28 Trypsin TRYP_PIG 24,409 4 8 14 29.40% IITHPNFNGNTLDNDIMLIK 78 97 50.2 27.3 38.9 2 4 0 2,299.1755
D_28 Trypsin TRYP_PIG 24,409 4 8 14 29.40% LSSPATLNSR 98 107 36.5 28.9 23.0 1 0 0 1,045.5636
D_28 Trypsin TRYP_PIG 24,409 4 8 14 29.40% SCAAAGTECLISGWGNTK 116 133 61.2 25.0 57.5 1 0 0 1,882.8424
D_29 Trypsin TRYP_PIG 24,409 3 5 9 21.60% LGEHNIDVLEGNEQFINAAK 58 77 94.2 27.7 29.4 2 2 1 2,211.1042
D_29 Trypsin TRYP_PIG 24,409 3 5 9 21.60% IITHPNFNGNTLDNDIMLIK 78 97 42.4 27.5 34.9 0 2 0 2,299.1755
D_29 Trypsin TRYP_PIG 24,409 3 5 9 21.60% LSSPATLNSR 98 107 27.1 28.5 19.3 2 0 0 1,045.5636
D_30 Trypsin TRYP_PIG 24,409 3 5 10 21.60% LGEHNIDVLEGNEQFINAAK 58 77 90.1 27.8 36.6 2 2 2 2,211.1042
D_30 Trypsin TRYP_PIG 24,409 3 5 10 21.60% IITHPNFNGNTLDNDIMLIK 78 97 42.8 27.2 35.1 0 2 0 2,283.1805
D_30 Trypsin TRYP_PIG 24,409 3 5 10 21.60% LSSPATLNSR 98 107 43.0 28.9 33.5 2 0 0 1,045.5636
D_31 Trypsin TRYP_PIG 24,409 4 6 10 29.40% LGEHNIDVLEGNEQFINAAK 58 77 102.0 27.7 33.8 2 2 2 2,211.1042
D_31 Trypsin TRYP_PIG 24,409 4 6 10 29.40% IITHPNFNGNTLDNDIMLIK 78 97 32.9 27.4 18.6 0 2 0 2,299.1755
D_31 Trypsin TRYP_PIG 24,409 4 6 10 29.40% LSSPATLNSR 98 107 29.9 28.9 16.9 1 0 0 1,045.5636
D_31 Trypsin TRYP_PIG 24,409 4 6 10 29.40% SCAAAGTECLISGWGNTK 116 133 50.2 25.0 50.2 1 0 0 1,882.8424
D_32 Trypsin TRYP_PIG 24,409 5 8 16 35.50% LGEHNIDVLEGNEQFINAAK 58 77 85.9 27.7 21.4 2 2 2 2,211.1042
D_32 Trypsin TRYP_PIG 24,409 5 8 16 35.50% IITHPNFNGNTLDNDIMLIK 78 97 36.0 27.4 27.9 0 2 0 2,299.1755
D_32 Trypsin TRYP_PIG 24,409 5 8 16 35.50% LSSPATLNSR 98 107 33.0 28.9 25.0 2 0 0 1,045.5636
D_32 Trypsin TRYP_PIG 24,409 5 8 16 35.50% SCAAAGTECLISGWGNTK 116 133 93.9 25.0 92.3 2 2 0 1,882.8424
D_32 Trypsin TRYP_PIG 24,409 5 8 16 35.50% SSGSSYPSLLQCLK 134 147 42.3 26.2 33.5 2 0 0 1,526.7520
E_01 Trypsin TRYP_PIG 24,409 6 8 14 42.00% LGEHNIDVLEGNEQFINAAK 58 77 95.3 27.8 33.2 2 2 0 2,211.1042
E_01 Trypsin TRYP_PIG 24,409 6 8 14 42.00% IITHPNFNGNTLDNDIMLIK 78 97 37.8 27.5 29.6 0 1 0 2,299.1755
E_01 Trypsin TRYP_PIG 24,409 6 8 14 42.00% LSSPATLNSR 98 107 32.8 28.7 26.2 2 0 0 1,045.5636
E_01 Trypsin TRYP_PIG 24,409 6 8 14 42.00% SCAAAGTECLISGWGNTK 116 133 103.0 25.0 97.1 2 2 0 1,882.8424
E_01 Trypsin TRYP_PIG 24,409 6 8 14 42.00% SSGSSYPSLLQCLK 134 147 30.4 26.4 26.9 2 0 0 1,526.7520
E_01 Trypsin TRYP_PIG 24,409 6 8 14 42.00% VCNYVNWIQQTIAAN 217 231 46.8 27.0 39.4 1 0 0 1,793.8639
E_02 Trypsin TRYP_PIG 24,409 5 8 18 35.50% LGEHNIDVLEGNEQFINAAK 58 77 92.7 27.8 24.4 2 3 0 2,211.1042
E_02 Trypsin TRYP_PIG 24,409 5 8 18 35.50% IITHPNFNGNTLDNDIMLIK 78 97 50.8 27.4 42.2 0 4 0 2,299.1755
E_02 Trypsin TRYP_PIG 24,409 5 8 18 35.50% LSSPATLNSR 98 107 52.6 28.9 32.2 3 0 0 1,045.5636
E_02 Trypsin TRYP_PIG 24,409 5 8 18 35.50% SCAAAGTECLISGWGNTK 116 133 64.2 25.0 51.7 2 2 0 1,882.8424
E_02 Trypsin TRYP_PIG 24,409 5 8 18 35.50% SSGSSYPSLLQCLK 134 147 25.4 26.4 21.7 2 0 0 1,526.7520
E_03 Trypsin TRYP_PIG 24,409 3 5 10 25.10% LGEHNIDVLEGNEQFINAAK 58 77 98.2 27.8 34.4 2 2 2 2,211.1042
E_03 Trypsin TRYP_PIG 24,409 3 5 10 25.10% IITHPNFNGNTLDNDIMLIK 78 97 40.3 27.4 33.7 0 2 0 2,299.1755
E_03 Trypsin TRYP_PIG 24,409 3 5 10 25.10% SCAAAGTECLISGWGNTK 116 133 80.6 25.0 80.6 2 0 0 1,882.8424
E_04 Trypsin TRYP_PIG 24,409 4 6 11 31.20% LGEHNIDVLEGNEQFINAAK 58 77 90.3 27.8 28.6 2 1 0 2,211.1042
E_04 Trypsin TRYP_PIG 24,409 4 6 11 31.20% IITHPNFNGNTLDNDIMLIK 78 97 38.3 27.4 32.7 0 2 0 2,299.1755
E_04 Trypsin TRYP_PIG 24,409 4 6 11 31.20% SCAAAGTECLISGWGNTK 116 133 73.1 25.0 73.1 2 2 0 1,882.8424
E_04 Trypsin TRYP_PIG 24,409 4 6 11 31.20% SSGSSYPSLLQCLK 134 147 34.3 26.7 26.7 2 0 0 1,526.7520
E_05 Trypsin TRYP_PIG 24,409 5 10 16 31.20% IQVRLGEHNIDVLEGNEQFINAAK 54 77 55.2 26.8 7.9 0 1 1 2,707.4164
E_05 Trypsin TRYP_PIG 24,409 5 10 16 31.20% LGEHNIDVLEGNEQFINAAK 58 77 100.0 27.7 46.7 2 2 2 2,211.1042
E_05 Trypsin TRYP_PIG 24,409 5 10 16 31.20% IITHPNFNGNTLDNDIMLIK 78 97 48.0 27.2 42.1 2 3 0 2,299.1755
E_05 Trypsin TRYP_PIG 24,409 5 10 16 31.20% LSSPATLNSR 98 107 38.9 29.0 30.0 2 0 0 1,045.5636
E_05 Trypsin TRYP_PIG 24,409 5 10 16 31.20% SCAAAGTECLISGWGNTK 116 133 33.1 25.0 28.4 0 1 0 1,882.8424
E_06 Trypsin TRYP_PIG 24,409 3 7 12 21.60% LGEHNIDVLEGNEQFINAAK 58 77 88.6 27.7 31.4 2 2 2 2,211.1042
E_06 Trypsin TRYP_PIG 24,409 3 7 12 21.60% IITHPNFNGNTLDNDIMLIK 78 97 50.0 27.4 42.8 0 3 1 2,299.1755
E_06 Trypsin TRYP_PIG 24,409 3 7 12 21.60% LSSPATLNSR 98 107 51.5 28.9 40.0 2 0 0 1,045.5636
E_07 Trypsin TRYP_PIG 24,409 4 8 14 29.40% LGEHNIDVLEGNEQFINAAK 58 77 82.5 27.7 22.5 2 2 2 2,211.1042
E_07 Trypsin TRYP_PIG 24,409 4 8 14 29.40% IITHPNFNGNTLDNDIMLIK 78 97 51.9 27.4 45.3 0 3 0 2,299.1755
E_07 Trypsin TRYP_PIG 24,409 4 8 14 29.40% LSSPATLNSR 98 107 31.3 29.0 18.1 1 0 0 1,045.5636
E_07 Trypsin TRYP_PIG 24,409 4 8 14 29.40% SCAAAGTECLISGWGNTK 116 133 93.1 25.0 91.0 2 2 0 1,882.8424
E_08 Trypsin TRYP_PIG 24,409 4 9 15 29.40% LGEHNIDVLEGNEQFINAAK 58 77 98.6 27.9 28.2 2 2 2 2,211.1042
E_08 Trypsin TRYP_PIG 24,409 4 9 15 29.40% IITHPNFNGNTLDNDIMLIK 78 97 40.8 27.3 34.2 1 4 0 2,299.1755
E_08 Trypsin TRYP_PIG 24,409 4 9 15 29.40% LSSPATLNSR 98 107 53.0 28.9 45.9 1 0 0 1,045.5636
E_08 Trypsin TRYP_PIG 24,409 4 9 15 29.40% SCAAAGTECLISGWGNTK 116 133 59.3 25.0 57.6 2 1 0 1,882.8424
E_09 Trypsin TRYP_PIG 24,409 3 6 12 25.10% LGEHNIDVLEGNEQFINAAK 58 77 103.0 27.8 44.6 2 3 0 2,211.1042
E_09 Trypsin TRYP_PIG 24,409 3 6 12 25.10% IITHPNFNGNTLDNDIMLIK 78 97 40.5 27.3 33.3 0 3 0 2,299.1755
E_09 Trypsin TRYP_PIG 24,409 3 6 12 25.10% SCAAAGTECLISGWGNTK 116 133 65.1 25.0 61.6 2 2 0 1,882.8424
E_10 Trypsin TRYP_PIG 24,409 3 5 9 21.60% LGEHNIDVLEGNEQFINAAK 58 77 90.0 27.7 36.0 2 2 0 2,211.1042
E_10 Trypsin TRYP_PIG 24,409 3 5 9 21.60% IITHPNFNGNTLDNDIMLIK 78 97 42.8 27.3 26.4 0 4 0 2,283.1805
E_10 Trypsin TRYP_PIG 24,409 3 5 9 21.60% LSSPATLNSR 98 107 44.6 28.9 36.3 1 0 0 1,045.5636
E_11 Trypsin TRYP_PIG 24,409 3 6 10 25.10% LGEHNIDVLEGNEQFINAAK 58 77 90.0 27.8 27.1 2 2 2 2,211.1042
E_11 Trypsin TRYP_PIG 24,409 3 6 10 25.10% IITHPNFNGNTLDNDIMLIK 78 97 31.8 27.5 20.0 0 3 0 2,299.1755
E_11 Trypsin TRYP_PIG 24,409 3 6 10 25.10% SCAAAGTECLISGWGNTK 116 133 33.5 25.0 27.1 0 1 0 1,882.8424
E_12 Trypsin TRYP_PIG 24,409 3 5 7 21.60% LGEHNIDVLEGNEQFINAAK 58 77 82.5 27.9 22.9 2 2 0 2,211.1042
E_12 Trypsin TRYP_PIG 24,409 3 5 7 21.60% IITHPNFNGNTLDNDIMLIK 78 97 26.7 27.4 22.9 1 1 0 2,299.1755
E_12 Trypsin TRYP_PIG 24,409 3 5 7 21.60% LSSPATLNSR 98 107 20.4 28.7 5.5 1 0 0 1,045.5636
E_13 Trypsin TRYP_PIG 24,409 3 5 11 21.60% LGEHNIDVLEGNEQFINAAK 58 77 92.2 27.9 38.4 2 3 0 2,211.1042
E_13 Trypsin TRYP_PIG 24,409 3 5 11 21.60% IITHPNFNGNTLDNDIMLIK 78 97 49.2 27.4 46.1 0 4 0 2,283.1805
E_13 Trypsin TRYP_PIG 24,409 3 5 11 21.60% LSSPATLNSR 98 107 33.7 29.0 28.3 2 0 0 1,045.5636
E_14 Trypsin TRYP_PIG 24,409 4 6 10 21.60% LGEHNIDVLEGNEQFINAAK 58 77 85.6 27.8 23.8 2 2 0 2,211.1042
E_14 Trypsin TRYP_PIG 24,409 4 6 10 21.60% IITHPNFNGNTLDNDIMLIK 78 97 48.0 27.3 35.5 1 2 0 2,299.1755
E_14 Trypsin TRYP_PIG 24,409 4 6 10 21.60% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 40.0 25.5 37.2 0 0 1 3,325.7213
E_14 Trypsin TRYP_PIG 24,409 4 6 10 21.60% LSSPATLNSR 98 107 52.3 29.0 36.8 2 0 0 1,045.5636
E_15 Trypsin TRYP_PIG 24,409 3 6 11 23.40% IQVRLGEHNIDVLEGNEQFINAAK 54 77 47.1 26.7 13.3 0 0 2 2,707.4164
E_15 Trypsin TRYP_PIG 24,409 3 6 11 23.40% LGEHNIDVLEGNEQFINAAK 58 77 100.0 27.7 39.2 2 3 2 2,211.1042
E_15 Trypsin TRYP_PIG 24,409 3 6 11 23.40% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 52.7 25.4 43.9 0 0 2 3,309.7263
E_16 Trypsin TRYP_PIG 24,409 2 4 7 17.30% LGEHNIDVLEGNEQFINAAK 58 77 106.0 27.8 44.7 2 2 0 2,211.1042
E_16 Trypsin TRYP_PIG 24,409 2 4 7 17.30% IITHPNFNGNTLDNDIMLIK 78 97 38.3 27.3 33.0 0 3 0 2,299.1755
E_17 Trypsin TRYP_PIG 24,409 5 6 11 23.40% IQVRLGEHNIDVLEGNEQFINAAK 54 77 49.0 26.7 4.2 0 0 2 2,707.4164
E_17 Trypsin TRYP_PIG 24,409 5 6 11 23.40% LGEHNIDVLEGNEQFINAAK 58 77 114.0 27.8 51.0 2 2 0 2,211.1042
E_17 Trypsin TRYP_PIG 24,409 5 6 11 23.40% IITHPNFNGNTLDNDIMLIK 78 97 52.0 27.3 46.4 0 2 0 2,299.1755
E_17 Trypsin TRYP_PIG 24,409 5 6 11 23.40% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 40.4 25.6 36.5 0 0 2 3,325.7213



E_17 Trypsin TRYP_PIG 24,409 5 6 11 23.40% LSSPATLNSR 98 107 33.7 29.0 25.8 1 0 0 1,045.5636
E_18 Trypsin TRYP_PIG 24,409 3 6 9 21.60% LGEHNIDVLEGNEQFINAAK 58 77 93.5 27.8 40.0 2 2 0 2,211.1042
E_18 Trypsin TRYP_PIG 24,409 3 6 9 21.60% IITHPNFNGNTLDNDIMLIK 78 97 52.3 27.4 40.7 1 3 0 2,299.1755
E_18 Trypsin TRYP_PIG 24,409 3 6 9 21.60% LSSPATLNSR 98 107 26.8 28.9 18.5 1 0 0 1,045.5636
E_19 Trypsin TRYP_PIG 24,409 5 7 13 23.40% IQVRLGEHNIDVLEGNEQFINAAK 54 77 46.1 26.8 1.4 0 0 2 2,707.4164
E_19 Trypsin TRYP_PIG 24,409 5 7 13 23.40% LGEHNIDVLEGNEQFINAAK 58 77 102.0 27.8 42.2 2 3 1 2,211.1042
E_19 Trypsin TRYP_PIG 24,409 5 7 13 23.40% IITHPNFNGNTLDNDIMLIK 78 97 49.6 27.4 41.2 0 2 0 2,299.1755
E_19 Trypsin TRYP_PIG 24,409 5 7 13 23.40% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 53.0 25.5 51.1 0 0 2 3,325.7213
E_19 Trypsin TRYP_PIG 24,409 5 7 13 23.40% LSSPATLNSR 98 107 25.4 28.1 22.1 1 0 0 1,045.5636
E_20 Trypsin TRYP_PIG 24,409 2 5 9 17.30% LGEHNIDVLEGNEQFINAAK 58 77 87.1 27.8 27.5 2 2 2 2,211.1042
E_20 Trypsin TRYP_PIG 24,409 2 5 9 17.30% IITHPNFNGNTLDNDIMLIK 78 97 49.0 27.2 40.0 1 2 0 2,299.1755
E_21 Trypsin TRYP_PIG 24,409 4 8 16 23.40% IQVRLGEHNIDVLEGNEQFINAAK 54 77 50.7 26.6 10.4 0 0 1 2,707.4164
E_21 Trypsin TRYP_PIG 24,409 4 8 16 23.40% LGEHNIDVLEGNEQFINAAK 58 77 104.0 27.9 37.7 2 5 2 2,211.1042
E_21 Trypsin TRYP_PIG 24,409 4 8 16 23.40% IITHPNFNGNTLDNDIMLIK 78 97 52.4 27.3 38.0 1 3 0 2,299.1755
E_21 Trypsin TRYP_PIG 24,409 4 8 16 23.40% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 41.3 25.5 41.3 0 0 2 3,325.7213
E_22 Trypsin TRYP_PIG 24,409 3 8 17 21.60% LGEHNIDVLEGNEQFINAAK 58 77 100.0 27.8 37.7 2 7 2 2,211.1042
E_22 Trypsin TRYP_PIG 24,409 3 8 17 21.60% IITHPNFNGNTLDNDIMLIK 78 97 52.8 27.2 44.3 2 3 0 2,283.1805
E_22 Trypsin TRYP_PIG 24,409 3 8 17 21.60% LSSPATLNSR 98 107 33.9 28.1 25.9 1 0 0 1,045.5636
E_23 Trypsin TRYP_PIG 24,409 3 5 12 21.60% LGEHNIDVLEGNEQFINAAK 58 77 88.7 27.9 29.3 2 5 2 2,211.1042
E_23 Trypsin TRYP_PIG 24,409 3 5 12 21.60% IITHPNFNGNTLDNDIMLIK 78 97 44.1 27.4 36.2 0 2 0 2,299.1755
E_23 Trypsin TRYP_PIG 24,409 3 5 12 21.60% LSSPATLNSR 98 107 40.3 29.0 31.1 1 0 0 1,045.5636
E_24 Trypsin TRYP_PIG 24,409 3 6 13 21.60% LGEHNIDVLEGNEQFINAAK 58 77 92.1 27.7 34.0 2 3 2 2,211.1042
E_24 Trypsin TRYP_PIG 24,409 3 6 13 21.60% IITHPNFNGNTLDNDIMLIK 78 97 47.1 27.5 41.3 0 4 0 2,283.1805
E_24 Trypsin TRYP_PIG 24,409 3 6 13 21.60% LSSPATLNSR 98 107 59.0 29.0 50.1 2 0 0 1,045.5636
E_25 Trypsin TRYP_PIG 24,409 3 5 10 21.60% LGEHNIDVLEGNEQFINAAK 58 77 89.9 27.8 26.3 2 2 0 2,211.1042
E_25 Trypsin TRYP_PIG 24,409 3 5 10 21.60% IITHPNFNGNTLDNDIMLIK 78 97 48.6 27.2 42.1 0 5 0 2,283.1805
E_25 Trypsin TRYP_PIG 24,409 3 5 10 21.60% LSSPATLNSR 98 107 29.7 29.0 19.2 1 0 0 1,045.5636
E_26 Trypsin TRYP_PIG 24,409 3 4 9 21.60% LGEHNIDVLEGNEQFINAAK 58 77 95.3 27.8 33.0 2 3 0 2,211.1042
E_26 Trypsin TRYP_PIG 24,409 3 4 9 21.60% IITHPNFNGNTLDNDIMLIK 78 97 50.1 27.4 46.2 0 2 0 2,299.1755
E_26 Trypsin TRYP_PIG 24,409 3 4 9 21.60% LSSPATLNSR 98 107 41.0 28.9 33.6 2 0 0 1,045.5636
E_27 Trypsin TRYP_PIG 24,409 3 5 11 14.70% IQVRLGEHNIDVLEGNEQFINAAK 54 77 35.8 26.6 10.5 0 0 1 2,707.4164
E_27 Trypsin TRYP_PIG 24,409 3 5 11 14.70% LGEHNIDVLEGNEQFINAAK 58 77 113.0 27.8 49.3 2 4 2 2,211.1042
E_27 Trypsin TRYP_PIG 24,409 3 5 11 14.70% LSSPATLNSR 98 107 46.9 28.1 38.4 2 0 0 1,045.5636
E_28 Trypsin TRYP_PIG 24,409 3 6 11 19.00% IQVRLGEHNIDVLEGNEQFINAAK 54 77 41.4 26.6 16.8 0 0 1 2,707.4164
E_28 Trypsin TRYP_PIG 24,409 3 6 11 19.00% LGEHNIDVLEGNEQFINAAK 58 77 97.8 27.8 39.9 2 3 2 2,211.1042
E_28 Trypsin TRYP_PIG 24,409 3 6 11 19.00% IITHPNFNGNTLDNDIMLIK 78 97 60.4 27.3 52.1 1 2 0 2,299.1755
E_29 Trypsin TRYP_PIG 24,409 3 5 12 21.60% LGEHNIDVLEGNEQFINAAK 58 77 96.0 27.9 36.8 2 5 2 2,211.1042
E_29 Trypsin TRYP_PIG 24,409 3 5 12 21.60% IITHPNFNGNTLDNDIMLIK 78 97 43.4 27.4 37.5 0 2 0 2,299.1755
E_29 Trypsin TRYP_PIG 24,409 3 5 12 21.60% LSSPATLNSR 98 107 21.4 28.9 12.9 1 0 0 1,045.5636
E_30 Trypsin TRYP_PIG 24,409 4 7 13 23.40% IQVRLGEHNIDVLEGNEQFINAAK 54 77 40.6 26.8 0.9 0 0 1 2,707.4164
E_30 Trypsin TRYP_PIG 24,409 4 7 13 23.40% LGEHNIDVLEGNEQFINAAK 58 77 87.3 27.8 31.5 2 4 2 2,211.1042
E_30 Trypsin TRYP_PIG 24,409 4 7 13 23.40% IITHPNFNGNTLDNDIMLIK 78 97 39.0 27.2 33.1 0 3 0 2,299.1755
E_30 Trypsin TRYP_PIG 24,409 4 7 13 23.40% LSSPATLNSR 98 107 35.5 28.1 27.5 1 0 0 1,045.5636
E_31 Trypsin TRYP_PIG 24,409 3 5 10 21.60% LGEHNIDVLEGNEQFINAAK 58 77 82.9 27.7 34.2 2 2 2 2,211.1042
E_31 Trypsin TRYP_PIG 24,409 3 5 10 21.60% IITHPNFNGNTLDNDIMLIK 78 97 55.0 27.3 44.4 0 2 0 2,299.1755
E_31 Trypsin TRYP_PIG 24,409 3 5 10 21.60% LSSPATLNSR 98 107 46.6 29.0 35.8 2 0 0 1,045.5636
E_32 Trypsin TRYP_PIG 24,409 6 9 17 39.00% LGEHNIDVLEGNEQFINAAK 58 77 100.0 27.8 40.4 2 3 2 2,211.1042
E_32 Trypsin TRYP_PIG 24,409 6 9 17 39.00% IITHPNFNGNTLDNDIMLIK 78 97 41.7 27.3 31.4 0 2 0 2,299.1755
E_32 Trypsin TRYP_PIG 24,409 6 9 17 39.00% LSSPATLNSR 98 107 32.4 28.1 23.0 1 0 0 1,045.5636
E_32 Trypsin TRYP_PIG 24,409 6 9 17 39.00% VATVSLPRSCAAAGTECLISGWGNTK 108 133 24.1 27.6 24.1 0 1 0 2,706.3340
E_32 Trypsin TRYP_PIG 24,409 6 9 17 39.00% SCAAAGTECLISGWGNTK 116 133 105.0 25.0 105.0 2 2 0 1,882.8424
E_32 Trypsin TRYP_PIG 24,409 6 9 17 39.00% SSGSSYPSLLQCLK 134 147 44.4 26.5 37.2 2 0 0 1,526.7520
F_02 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LGEHNIDVLEGNEQFINAAK 58 77 64.6 28.0 15.1 0 1 0 2,211.1042
F_02 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LSSPATLNSR 98 107 34.6 28.8 23.8 1 0 0 1,045.5636
F_04 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 58.1 27.8 18.1 0 1 0 2,211.1042
F_04 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 36.2 28.8 27.3 2 0 0 1,045.5636
F_05 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LGEHNIDVLEGNEQFINAAK 58 77 65.7 27.8 22.1 0 1 0 2,211.1042
F_05 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LSSPATLNSR 98 107 36.2 28.1 22.8 1 0 0 1,045.5636
F_07 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 65.7 27.9 23.1 0 2 0 2,211.1042
F_07 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 22.7 28.0 18.5 1 0 0 1,045.5636
F_08 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LGEHNIDVLEGNEQFINAAK 58 77 49.2 27.9 12.0 0 1 0 2,211.1042
F_08 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LSSPATLNSR 98 107 24.2 28.8 19.4 1 0 0 1,045.5636
F_09 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 46.6 27.8 13.5 0 2 0 2,211.1042
F_09 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 44.8 28.1 37.6 1 0 0 1,045.5636
F_12 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 81.2 27.9 6.6 0 2 0 2,211.1042
F_12 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 45.9 28.1 41.4 2 0 0 1,045.5636
F_13 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LGEHNIDVLEGNEQFINAAK 58 77 59.1 27.8 4.4 0 2 0 2,211.1042
F_13 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LSSPATLNSR 98 107 23.6 29.0 20.5 1 0 0 1,045.5636
F_13 Trypsin TRYP_PIG 24,409 3 3 5 19.00% SSGSSYPSLLQCLK 134 147 34.1 26.3 30.3 2 0 0 1,526.7520
F_14 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LGEHNIDVLEGNEQFINAAK 58 77 71.7 27.8 1.7 0 2 0 2,211.1042
F_14 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LSSPATLNSR 98 107 47.2 27.8 39.8 1 0 0 1,045.5636
F_14 Trypsin TRYP_PIG 24,409 3 3 5 19.00% SSGSSYPSLLQCLK 134 147 37.1 26.7 34.1 2 0 0 1,526.7520
F_15 Trypsin TRYP_PIG 24,409 2 2 3 14.70% LGEHNIDVLEGNEQFINAAK 58 77 74.7 27.8 4.4 0 2 0 2,211.1042
F_15 Trypsin TRYP_PIG 24,409 2 2 3 14.70% SSGSSYPSLLQCLK 134 147 23.6 26.5 22.4 1 0 0 1,526.7520
G_08 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LGEHNIDVLEGNEQFINAAK 58 77 27.2 27.8 5.3 0 1 0 2,211.1042
G_08 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LSSPATLNSR 98 107 41.3 28.9 28.4 1 0 0 1,045.5636
G_10 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 56.3 27.8 26.3 0 2 0 2,211.1042
G_10 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 26.2 28.6 20.2 1 0 0 1,045.5636
G_12 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 55.2 28.0 6.8 0 2 0 2,211.1042
G_12 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 25.6 28.6 15.9 1 0 0 1,045.5636
G_14 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 67.5 27.8 26.4 0 2 0 2,211.1042
G_14 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 36.4 28.6 28.6 2 0 0 1,045.5636
H_04 Trypsin TRYP_PIG 24,409 4 5 8 26.80% LGEHNIDVLEGNEQFINAAK 58 77 88.5 27.9 28.8 1 1 0 2,211.1042
H_04 Trypsin TRYP_PIG 24,409 4 5 8 26.80% LSSPATLNSR 98 107 26.0 28.9 20.8 2 0 0 1,045.5636
H_04 Trypsin TRYP_PIG 24,409 4 5 8 26.80% SCAAAGTECLISGWGNTK 116 133 87.1 25.0 82.9 2 0 0 1,882.8424
H_04 Trypsin TRYP_PIG 24,409 4 5 8 26.80% SSGSSYPSLLQCLK 134 147 46.8 26.3 34.9 2 0 0 1,526.7520
H_05 Trypsin TRYP_PIG 24,409 3 3 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 78.6 27.8 4.5 0 2 0 2,211.1042
H_05 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SCAAAGTECLISGWGNTK 116 133 77.1 25.0 72.2 1 0 0 1,882.8424
H_05 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SSGSSYPSLLQCLK 134 147 44.1 26.5 37.6 2 0 0 1,526.7520
H_06 Trypsin TRYP_PIG 24,409 2 2 4 14.70% LGEHNIDVLEGNEQFINAAK 58 77 65.0 27.8 10.6 0 2 0 2,211.1042
H_06 Trypsin TRYP_PIG 24,409 2 2 4 14.70% SSGSSYPSLLQCLK 134 147 35.0 26.6 27.6 2 0 0 1,526.7520
H_07 Trypsin TRYP_PIG 24,409 3 3 5 20.80% LGEHNIDVLEGNEQFINAAK 58 77 66.1 27.8 8.6 0 2 0 2,211.1042
H_07 Trypsin TRYP_PIG 24,409 3 3 5 20.80% LSSPATLNSR 98 107 25.9 28.0 20.6 2 0 0 1,045.5636
H_07 Trypsin TRYP_PIG 24,409 3 3 5 20.80% SCAAAGTECLISGWGNTK 116 133 60.5 25.0 60.5 1 0 0 1,882.8424
H_09 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LGEHNIDVLEGNEQFINAAK 58 77 41.4 27.8 0.9 0 2 0 2,211.1042
H_09 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LSSPATLNSR 98 107 36.5 28.0 31.5 2 0 0 1,045.5636
H_09 Trypsin TRYP_PIG 24,409 3 3 5 19.00% SSGSSYPSLLQCLK 134 147 39.8 26.5 33.3 1 0 0 1,526.7520
H_10 Trypsin TRYP_PIG 24,409 3 3 4 19.00% LGEHNIDVLEGNEQFINAAK 58 77 80.3 27.8 10.9 0 2 0 2,211.1042
H_10 Trypsin TRYP_PIG 24,409 3 3 4 19.00% LSSPATLNSR 98 107 30.4 28.9 18.1 1 0 0 1,045.5636
H_10 Trypsin TRYP_PIG 24,409 3 3 4 19.00% SSGSSYPSLLQCLK 134 147 37.1 26.5 31.6 1 0 0 1,526.7520
H_11 Trypsin TRYP_PIG 24,409 3 3 5 21.60% LGEHNIDVLEGNEQFINAAK 58 77 61.0 27.9 12.9 0 2 0 2,211.1042
H_11 Trypsin TRYP_PIG 24,409 3 3 5 21.60% IITHPNFNGNTLDNDIMLIK 78 97 45.5 26.8 36.5 0 1 0 2,283.1805
H_11 Trypsin TRYP_PIG 24,409 3 3 5 21.60% LSSPATLNSR 98 107 32.2 28.8 18.3 2 0 0 1,045.5636
H_12 Trypsin TRYP_PIG 24,409 2 2 3 14.70% LGEHNIDVLEGNEQFINAAK 58 77 52.2 27.8 7.2 0 2 0 2,211.1042
H_12 Trypsin TRYP_PIG 24,409 2 2 3 14.70% SSGSSYPSLLQCLK 134 147 29.6 26.2 23.1 1 0 0 1,526.7520
H_14 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 83.1 27.8 14.4 0 2 0 2,211.1042
H_14 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 91.2 25.0 83.1 2 0 0 1,882.8424
H_14 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 36.8 26.3 27.3 2 0 0 1,526.7520
H_15 Trypsin TRYP_PIG 24,409 3 3 4 19.00% LGEHNIDVLEGNEQFINAAK 58 77 59.5 27.8 11.2 0 1 0 2,211.1042
H_15 Trypsin TRYP_PIG 24,409 3 3 4 19.00% LSSPATLNSR 98 107 26.0 28.8 22.3 1 0 0 1,045.5636
H_15 Trypsin TRYP_PIG 24,409 3 3 4 19.00% SSGSSYPSLLQCLK 134 147 47.5 26.7 35.8 2 0 0 1,526.7520
H_17 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 77.1 27.9 25.9 2 0 0 2,211.1042



H_17 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 73.5 25.0 62.8 2 0 0 1,882.8424
H_17 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 63.2 26.3 54.3 2 0 0 1,526.7520
H_18 Trypsin TRYP_PIG 24,409 4 5 7 27.70% LGEHNIDVLEGNEQFINAAK 58 77 84.9 27.9 26.9 2 2 0 2,211.1042
H_18 Trypsin TRYP_PIG 24,409 4 5 7 27.70% IITHPNFNGNTLDNDIMLIK 78 97 35.6 26.8 29.2 0 1 0 2,283.1805
H_18 Trypsin TRYP_PIG 24,409 4 5 7 27.70% LSSPATLNSR 98 107 41.4 28.8 35.1 1 0 0 1,045.5636
H_18 Trypsin TRYP_PIG 24,409 4 5 7 27.70% SSGSSYPSLLQCLK 134 147 33.4 26.6 26.8 1 0 0 1,526.7520
H_19 Trypsin TRYP_PIG 24,409 3 4 7 22.50% LGEHNIDVLEGNEQFINAAK 58 77 88.5 27.9 28.9 2 2 0 2,211.1042
H_19 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SCAAAGTECLISGWGNTK 116 133 67.9 25.0 67.9 1 0 0 1,882.8424
H_19 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SSGSSYPSLLQCLK 134 147 49.1 26.2 40.9 2 0 0 1,526.7520
H_21 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LGEHNIDVLEGNEQFINAAK 58 77 62.4 27.9 2.2 0 1 0 2,211.1042
H_21 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LSSPATLNSR 98 107 25.5 28.8 12.6 1 0 0 1,045.5636
H_22 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LGEHNIDVLEGNEQFINAAK 58 77 79.0 27.9 13.6 0 2 0 2,211.1042
H_22 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LSSPATLNSR 98 107 34.6 28.8 32.5 1 0 0 1,045.5636
H_22 Trypsin TRYP_PIG 24,409 3 3 5 19.00% SSGSSYPSLLQCLK 134 147 38.7 26.6 38.7 2 0 0 1,526.7520
H_23 Trypsin TRYP_PIG 24,409 2 2 3 14.70% LGEHNIDVLEGNEQFINAAK 58 77 79.6 28.0 3.4 0 2 0 2,211.1042
H_23 Trypsin TRYP_PIG 24,409 2 2 3 14.70% SSGSSYPSLLQCLK 134 147 26.2 26.6 20.5 1 0 0 1,526.7520
I_04 Trypsin TRYP_PIG 24,409 2 2 2 10.40% LSSPATLNSR 98 107 25.0 28.9 16.8 1 0 0 1,045.5636
I_04 Trypsin TRYP_PIG 24,409 2 2 2 10.40% SSGSSYPSLLQCLK 134 147 28.0 26.6 22.8 1 0 0 1,526.7520
I_05 Trypsin TRYP_PIG 24,409 2 2 4 13.90% SCAAAGTECLISGWGNTK 116 133 60.3 25.0 54.8 2 0 0 1,882.8424
I_05 Trypsin TRYP_PIG 24,409 2 2 4 13.90% SSGSSYPSLLQCLK 134 147 41.2 26.2 38.2 2 0 0 1,526.7520
I_06 Trypsin TRYP_PIG 24,409 2 2 3 14.70% LGEHNIDVLEGNEQFINAAK 58 77 62.1 28.0 13.8 0 2 0 2,211.1042
I_06 Trypsin TRYP_PIG 24,409 2 2 3 14.70% SSGSSYPSLLQCLK 134 147 25.8 26.6 19.8 1 0 0 1,526.7520
I_07 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LGEHNIDVLEGNEQFINAAK 58 77 48.3 27.9 5.3 0 2 0 2,211.1042
I_07 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LSSPATLNSR 98 107 22.0 28.9 19.1 1 0 0 1,045.5636
I_07 Trypsin TRYP_PIG 24,409 3 3 5 19.00% SSGSSYPSLLQCLK 134 147 20.9 26.5 9.2 2 0 0 1,526.7520
I_08 Trypsin TRYP_PIG 24,409 2 2 4 14.70% LGEHNIDVLEGNEQFINAAK 58 77 63.4 27.9 16.1 0 2 0 2,211.1042
I_08 Trypsin TRYP_PIG 24,409 2 2 4 14.70% SSGSSYPSLLQCLK 134 147 32.6 26.4 27.1 2 0 0 1,526.7520
I_09 Trypsin TRYP_PIG 24,409 3 3 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 64.1 28.0 7.4 0 2 0 2,211.1042
I_09 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SCAAAGTECLISGWGNTK 116 133 33.7 25.0 33.4 1 0 0 1,882.8424
I_09 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SSGSSYPSLLQCLK 134 147 35.2 26.4 27.3 2 0 0 1,526.7520
I_10 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LGEHNIDVLEGNEQFINAAK 58 77 71.4 27.9 14.3 0 2 0 2,211.1042
I_10 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LSSPATLNSR 98 107 32.6 28.9 24.2 1 0 0 1,045.5636
I_10 Trypsin TRYP_PIG 24,409 3 3 5 19.00% SSGSSYPSLLQCLK 134 147 34.8 26.3 34.3 2 0 0 1,526.7520
I_11 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 71.9 27.9 9.3 0 2 0 2,211.1042
I_11 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 94.8 25.0 89.8 2 0 0 1,882.8424
I_11 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 38.2 26.3 29.2 2 0 0 1,526.7520
I_12 Trypsin TRYP_PIG 24,409 3 4 5 20.80% LGEHNIDVLEGNEQFINAAK 58 77 67.4 27.8 0.0 1 2 0 2,211.1042
I_12 Trypsin TRYP_PIG 24,409 3 4 5 20.80% LSSPATLNSR 98 107 26.0 28.8 16.2 1 0 0 1,045.5636
I_12 Trypsin TRYP_PIG 24,409 3 4 5 20.80% SCAAAGTECLISGWGNTK 116 133 35.1 25.0 31.9 1 0 0 1,882.8424
I_13 Trypsin TRYP_PIG 24,409 3 4 8 22.50% LGEHNIDVLEGNEQFINAAK 58 77 79.8 27.9 29.4 2 2 0 2,211.1042
I_13 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SCAAAGTECLISGWGNTK 116 133 79.3 25.0 79.3 2 0 0 1,882.8424
I_13 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SSGSSYPSLLQCLK 134 147 56.5 26.3 50.1 2 0 0 1,526.7520
I_14 Trypsin TRYP_PIG 24,409 2 2 4 14.70% LGEHNIDVLEGNEQFINAAK 58 77 72.2 27.9 5.7 0 2 0 2,211.1042
I_14 Trypsin TRYP_PIG 24,409 2 2 4 14.70% SSGSSYPSLLQCLK 134 147 27.7 26.4 25.8 2 0 0 1,526.7520
I_15 Trypsin TRYP_PIG 24,409 3 5 9 22.50% LGEHNIDVLEGNEQFINAAK 58 77 80.7 27.8 19.9 2 1 0 2,211.1042
I_15 Trypsin TRYP_PIG 24,409 3 5 9 22.50% SCAAAGTECLISGWGNTK 116 133 90.1 25.0 85.2 2 2 0 1,882.8424
I_15 Trypsin TRYP_PIG 24,409 3 5 9 22.50% SSGSSYPSLLQCLK 134 147 51.7 26.7 40.8 2 0 0 1,526.7520
I_16 Trypsin TRYP_PIG 24,409 3 3 5 20.80% LGEHNIDVLEGNEQFINAAK 58 77 59.5 27.8 13.9 0 2 0 2,211.1042
I_16 Trypsin TRYP_PIG 24,409 3 3 5 20.80% LSSPATLNSR 98 107 28.8 28.8 21.6 1 0 0 1,045.5636
I_16 Trypsin TRYP_PIG 24,409 3 3 5 20.80% SCAAAGTECLISGWGNTK 116 133 97.7 25.0 91.1 2 0 0 1,882.8424
I_17 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LGEHNIDVLEGNEQFINAAK 58 77 93.8 27.9 41.0 2 2 0 2,211.1042
I_17 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LSSPATLNSR 98 107 20.9 28.0 16.8 1 0 0 1,045.5636
I_17 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SCAAAGTECLISGWGNTK 116 133 112.0 25.0 105.0 2 0 0 1,882.8424
I_17 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SSGSSYPSLLQCLK 134 147 48.9 26.3 43.2 2 0 0 1,526.7520
I_18 Trypsin TRYP_PIG 24,409 3 3 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 56.1 27.9 20.7 1 0 0 2,211.1042
I_18 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SCAAAGTECLISGWGNTK 116 133 75.1 25.0 71.2 2 0 0 1,882.8424
I_18 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SSGSSYPSLLQCLK 134 147 47.2 26.4 40.3 2 0 0 1,526.7520
I_19 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 68.9 27.8 16.3 0 2 0 2,211.1042
I_19 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 80.5 25.0 80.5 2 0 0 1,882.8424
I_19 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 50.6 26.7 37.2 2 0 0 1,526.7520
I_20 Trypsin TRYP_PIG 24,409 2 2 4 14.70% LGEHNIDVLEGNEQFINAAK 58 77 69.8 27.9 24.1 2 0 0 2,211.1042
I_20 Trypsin TRYP_PIG 24,409 2 2 4 14.70% SSGSSYPSLLQCLK 134 147 43.2 26.3 37.7 2 0 0 1,526.7520
I_21 Trypsin TRYP_PIG 24,409 3 3 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 79.0 28.0 15.5 0 2 0 2,211.1042
I_21 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SCAAAGTECLISGWGNTK 116 133 64.4 25.0 63.8 1 0 0 1,882.8424
I_21 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SSGSSYPSLLQCLK 134 147 38.7 26.5 30.8 2 0 0 1,526.7520
I_22 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 74.9 27.9 9.3 0 2 0 2,211.1042
I_22 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 22.8 28.8 14.3 1 0 0 1,045.5636
I_23 Trypsin TRYP_PIG 24,409 4 8 17 23.40% IQVRLGEHNIDVLEGNEQFINAAK 54 77 89.2 26.2 14.6 0 2 2 2,707.4164
I_23 Trypsin TRYP_PIG 24,409 4 8 17 23.40% LGEHNIDVLEGNEQFINAAK 58 77 116.0 27.7 39.8 2 4 1 2,211.1042
I_23 Trypsin TRYP_PIG 24,409 4 8 17 23.40% IITHPNFNGNTLDNDIMLIK 78 97 50.8 27.1 43.4 0 4 0 2,283.1805
I_23 Trypsin TRYP_PIG 24,409 4 8 17 23.40% IITHPNFNGNTLDNDIMLIKLSSPATLNSR 78 107 54.7 25.3 50.4 0 0 2 3,309.7263
I_24 Trypsin TRYP_PIG 24,409 3 3 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 39.4 27.9 10.1 0 1 0 2,211.1042
I_24 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SCAAAGTECLISGWGNTK 116 133 76.6 25.0 74.5 2 0 0 1,882.8424
I_24 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SSGSSYPSLLQCLK 134 147 37.2 26.2 31.2 2 0 0 1,526.7520
J_05 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LGEHNIDVLEGNEQFINAAK 58 77 96.6 27.8 4.7 0 2 0 2,211.1042
J_05 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LSSPATLNSR 98 107 23.4 28.6 19.0 1 0 0 1,045.5636
J_05 Trypsin TRYP_PIG 24,409 3 3 5 19.00% SSGSSYPSLLQCLK 134 147 39.2 26.8 34.7 2 0 0 1,526.7520
J_07 Trypsin TRYP_PIG 24,409 3 4 7 22.50% LGEHNIDVLEGNEQFINAAK 58 77 92.3 27.7 34.1 2 2 0 2,211.1042
J_07 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SCAAAGTECLISGWGNTK 116 133 60.7 25.0 60.0 1 0 0 1,882.8424
J_07 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SSGSSYPSLLQCLK 134 147 34.6 26.3 29.9 2 0 0 1,526.7520
J_08 Trypsin TRYP_PIG 24,409 4 5 8 26.80% LGEHNIDVLEGNEQFINAAK 58 77 83.9 27.8 3.1 2 2 0 2,211.1042
J_08 Trypsin TRYP_PIG 24,409 4 5 8 26.80% LSSPATLNSR 98 107 23.9 28.4 17.9 1 0 0 1,045.5636
J_08 Trypsin TRYP_PIG 24,409 4 5 8 26.80% SCAAAGTECLISGWGNTK 116 133 57.4 25.0 53.8 1 0 0 1,882.8424
J_08 Trypsin TRYP_PIG 24,409 4 5 8 26.80% SSGSSYPSLLQCLK 134 147 32.3 26.6 26.4 2 0 0 1,526.7520
J_09 Trypsin TRYP_PIG 24,409 4 5 8 26.80% LGEHNIDVLEGNEQFINAAK 58 77 67.9 27.9 6.5 2 2 0 2,211.1042
J_09 Trypsin TRYP_PIG 24,409 4 5 8 26.80% LSSPATLNSR 98 107 20.3 28.6 9.9 1 0 0 1,045.5636
J_09 Trypsin TRYP_PIG 24,409 4 5 8 26.80% SCAAAGTECLISGWGNTK 116 133 68.5 25.0 65.7 1 0 0 1,882.8424
J_09 Trypsin TRYP_PIG 24,409 4 5 8 26.80% SSGSSYPSLLQCLK 134 147 41.3 26.7 36.5 2 0 0 1,526.7520
J_11 Trypsin TRYP_PIG 24,409 4 5 8 26.80% LGEHNIDVLEGNEQFINAAK 58 77 89.2 27.9 44.3 2 2 0 2,211.1042
J_11 Trypsin TRYP_PIG 24,409 4 5 8 26.80% LSSPATLNSR 98 107 25.9 28.4 18.3 1 0 0 1,045.5636
J_11 Trypsin TRYP_PIG 24,409 4 5 8 26.80% SCAAAGTECLISGWGNTK 116 133 87.8 25.0 72.1 1 0 0 1,882.8424
J_11 Trypsin TRYP_PIG 24,409 4 5 8 26.80% SSGSSYPSLLQCLK 134 147 45.9 26.4 38.5 2 0 0 1,526.7520
J_12 Trypsin TRYP_PIG 24,409 4 4 6 26.80% LGEHNIDVLEGNEQFINAAK 58 77 84.4 27.8 30.1 2 0 0 2,211.1042
J_12 Trypsin TRYP_PIG 24,409 4 4 6 26.80% LSSPATLNSR 98 107 24.9 29.1 10.9 1 0 0 1,045.5636
J_12 Trypsin TRYP_PIG 24,409 4 4 6 26.80% SCAAAGTECLISGWGNTK 116 133 84.6 25.0 82.8 1 0 0 1,882.8424
J_12 Trypsin TRYP_PIG 24,409 4 4 6 26.80% SSGSSYPSLLQCLK 134 147 58.2 26.3 53.0 2 0 0 1,526.7520
J_13 Trypsin TRYP_PIG 24,409 3 4 6 19.00% LGEHNIDVLEGNEQFINAAK 58 77 59.6 27.9 17.6 1 2 0 2,211.1042
J_13 Trypsin TRYP_PIG 24,409 3 4 6 19.00% LSSPATLNSR 98 107 20.8 28.4 15.9 1 0 0 1,045.5636
J_13 Trypsin TRYP_PIG 24,409 3 4 6 19.00% SSGSSYPSLLQCLK 134 147 37.1 26.7 32.2 2 0 0 1,526.7520
J_14 Trypsin TRYP_PIG 24,409 2 2 4 14.70% LGEHNIDVLEGNEQFINAAK 58 77 74.6 27.9 6.1 0 2 0 2,211.1042
J_14 Trypsin TRYP_PIG 24,409 2 2 4 14.70% SSGSSYPSLLQCLK 134 147 33.8 26.7 29.4 2 0 0 1,526.7520
J_15 Trypsin TRYP_PIG 24,409 2 3 5 14.70% LGEHNIDVLEGNEQFINAAK 58 77 73.2 27.8 26.0 1 2 0 2,211.1042
J_15 Trypsin TRYP_PIG 24,409 2 3 5 14.70% SSGSSYPSLLQCLK 134 147 42.7 26.3 37.3 2 0 0 1,526.7520
J_16 Trypsin TRYP_PIG 24,409 3 3 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 71.2 27.8 7.5 0 2 0 2,211.1042
J_16 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SCAAAGTECLISGWGNTK 116 133 65.8 25.0 56.5 1 0 0 1,882.8424
J_16 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SSGSSYPSLLQCLK 134 147 53.5 26.4 46.7 2 0 0 1,526.7520
J_17 Trypsin TRYP_PIG 24,409 3 3 7 19.00% LGEHNIDVLEGNEQFINAAK 58 77 70.6 27.8 33.8 2 0 0 2,211.1042
J_17 Trypsin TRYP_PIG 24,409 3 3 7 19.00% LSSPATLNSR 98 107 41.9 29.1 27.8 3 0 0 1,045.5636
J_17 Trypsin TRYP_PIG 24,409 3 3 7 19.00% SSGSSYPSLLQCLK 134 147 36.8 26.4 25.0 2 0 0 1,526.7520
J_18 Trypsin TRYP_PIG 24,409 2 2 2 10.40% LSSPATLNSR 98 107 22.8 29.1 10.8 1 0 0 1,045.5636
J_18 Trypsin TRYP_PIG 24,409 2 2 2 10.40% SSGSSYPSLLQCLK 134 147 47.2 26.8 40.8 1 0 0 1,526.7520
J_19 Trypsin TRYP_PIG 24,409 3 4 8 19.00% LGEHNIDVLEGNEQFINAAK 58 77 86.9 27.9 36.6 2 2 0 2,211.1042



J_19 Trypsin TRYP_PIG 24,409 3 4 8 19.00% LSSPATLNSR 98 107 29.2 29.1 27.5 2 0 0 1,045.5636
J_19 Trypsin TRYP_PIG 24,409 3 4 8 19.00% SSGSSYPSLLQCLK 134 147 49.5 26.3 43.2 2 0 0 1,526.7520
J_20 Trypsin TRYP_PIG 24,409 2 3 5 14.70% LGEHNIDVLEGNEQFINAAK 58 77 77.5 27.8 26.6 1 2 0 2,211.1042
J_20 Trypsin TRYP_PIG 24,409 2 3 5 14.70% SSGSSYPSLLQCLK 134 147 37.5 26.7 37.4 2 0 0 1,526.7520
J_21 Trypsin TRYP_PIG 24,409 4 5 8 26.80% LGEHNIDVLEGNEQFINAAK 58 77 77.7 27.9 35.2 2 2 0 2,211.1042
J_21 Trypsin TRYP_PIG 24,409 4 5 8 26.80% LSSPATLNSR 98 107 32.6 28.4 21.5 1 0 0 1,045.5636
J_21 Trypsin TRYP_PIG 24,409 4 5 8 26.80% SCAAAGTECLISGWGNTK 116 133 60.3 25.0 54.6 1 0 0 1,882.8424
J_21 Trypsin TRYP_PIG 24,409 4 5 8 26.80% SSGSSYPSLLQCLK 134 147 44.7 26.3 42.3 2 0 0 1,526.7520
J_22 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LGEHNIDVLEGNEQFINAAK 58 77 70.4 27.9 2.0 0 2 0 2,211.1042
J_22 Trypsin TRYP_PIG 24,409 2 2 4 13.00% LSSPATLNSR 98 107 26.0 29.1 17.4 2 0 0 1,045.5636
J_24 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 71.1 27.9 3.5 0 2 0 2,211.1042
J_24 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 99.6 25.0 91.7 2 0 0 1,882.8424
J_24 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 34.1 26.6 33.2 2 0 0 1,526.7520
K_02 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 62.8 27.9 4.0 0 2 0 2,211.1042
K_02 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 21.0 28.9 10.6 1 0 0 1,045.5636
K_03 Trypsin TRYP_PIG 24,409 2 2 2 16.50% LGEHNIDVLEGNEQFINAAK 58 77 57.5 27.9 10.9 1 0 0 2,211.1042
K_03 Trypsin TRYP_PIG 24,409 2 2 2 16.50% SCAAAGTECLISGWGNTK 116 133 65.1 25.0 59.4 1 0 0 1,882.8424
K_04 Trypsin TRYP_PIG 24,409 2 3 5 16.50% LGEHNIDVLEGNEQFINAAK 58 77 103.0 27.9 37.3 2 1 0 2,211.1042
K_04 Trypsin TRYP_PIG 24,409 2 3 5 16.50% SCAAAGTECLISGWGNTK 116 133 102.0 25.0 98.3 2 0 0 1,882.8424
K_05 Trypsin TRYP_PIG 24,409 2 2 2 14.70% LGEHNIDVLEGNEQFINAAK 58 77 77.8 28.0 3.7 0 1 0 2,211.1042
K_05 Trypsin TRYP_PIG 24,409 2 2 2 14.70% SSGSSYPSLLQCLK 134 147 28.9 26.5 23.5 1 0 0 1,526.7520
K_11 Trypsin TRYP_PIG 24,409 3 4 8 22.50% LGEHNIDVLEGNEQFINAAK 58 77 88.7 27.9 37.8 2 2 0 2,211.1042
K_11 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SCAAAGTECLISGWGNTK 116 133 71.1 25.0 69.3 2 0 0 1,882.8424
K_11 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SSGSSYPSLLQCLK 134 147 50.4 26.3 44.1 2 0 0 1,526.7520
K_13 Trypsin TRYP_PIG 24,409 2 2 4 13.90% SCAAAGTECLISGWGNTK 116 133 84.9 25.0 79.5 2 0 0 1,882.8424
K_13 Trypsin TRYP_PIG 24,409 2 2 4 13.90% SSGSSYPSLLQCLK 134 147 41.4 26.3 35.2 2 0 0 1,526.7520
K_14 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 77.3 28.0 15.7 0 2 0 2,211.1042
K_14 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 81.2 25.0 79.1 2 0 0 1,882.8424
K_14 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 42.6 26.6 35.7 2 0 0 1,526.7520
K_15 Trypsin TRYP_PIG 24,409 3 3 4 22.50% LGEHNIDVLEGNEQFINAAK 58 77 58.2 27.9 11.1 0 1 0 2,211.1042
K_15 Trypsin TRYP_PIG 24,409 3 3 4 22.50% SCAAAGTECLISGWGNTK 116 133 54.8 25.0 50.7 1 0 0 1,882.8424
K_15 Trypsin TRYP_PIG 24,409 3 3 4 22.50% SSGSSYPSLLQCLK 134 147 48.8 26.2 42.7 2 0 0 1,526.7520
K_21 Trypsin TRYP_PIG 24,409 2 2 4 14.70% LGEHNIDVLEGNEQFINAAK 58 77 67.7 27.8 1.8 0 2 0 2,211.1042
K_21 Trypsin TRYP_PIG 24,409 2 2 4 14.70% SSGSSYPSLLQCLK 134 147 60.8 26.4 50.8 2 0 0 1,526.7520
K_22 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 68.9 27.9 18.1 0 2 0 2,211.1042
K_22 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 25.4 28.9 18.1 1 0 0 1,045.5636
K_23 Trypsin TRYP_PIG 24,409 3 3 5 20.80% LGEHNIDVLEGNEQFINAAK 58 77 63.9 27.9 17.7 0 2 0 2,211.1042
K_23 Trypsin TRYP_PIG 24,409 3 3 5 20.80% LSSPATLNSR 98 107 28.5 28.8 17.2 1 0 0 1,045.5636
K_23 Trypsin TRYP_PIG 24,409 3 3 5 20.80% SCAAAGTECLISGWGNTK 116 133 69.4 25.0 62.5 2 0 0 1,882.8424
L_01 Trypsin TRYP_PIG 24,409 3 3 5 18.20% LSSPATLNSR 98 107 23.3 28.6 15.3 1 0 0 1,045.5636
L_01 Trypsin TRYP_PIG 24,409 3 3 5 18.20% SCAAAGTECLISGWGNTK 116 133 104.0 25.0 102.0 2 0 0 1,882.8424
L_01 Trypsin TRYP_PIG 24,409 3 3 5 18.20% SSGSSYPSLLQCLK 134 147 45.8 26.3 43.3 2 0 0 1,526.7520
L_02 Trypsin TRYP_PIG 24,409 4 5 8 26.80% LGEHNIDVLEGNEQFINAAK 58 77 91.0 27.8 27.4 2 1 0 2,211.1042
L_02 Trypsin TRYP_PIG 24,409 4 5 8 26.80% LSSPATLNSR 98 107 34.5 28.6 31.0 1 0 0 1,045.5636
L_02 Trypsin TRYP_PIG 24,409 4 5 8 26.80% SCAAAGTECLISGWGNTK 116 133 104.0 25.0 104.0 2 0 0 1,882.8424
L_02 Trypsin TRYP_PIG 24,409 4 5 8 26.80% SSGSSYPSLLQCLK 134 147 47.0 26.4 41.9 2 0 0 1,526.7520
L_03 Trypsin TRYP_PIG 24,409 3 4 8 22.50% LGEHNIDVLEGNEQFINAAK 58 77 98.3 27.9 36.3 2 2 0 2,211.1042
L_03 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SCAAAGTECLISGWGNTK 116 133 88.4 25.0 83.1 2 0 0 1,882.8424
L_03 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SSGSSYPSLLQCLK 134 147 47.4 26.3 44.2 2 0 0 1,526.7520
L_04 Trypsin TRYP_PIG 24,409 2 3 6 16.50% LGEHNIDVLEGNEQFINAAK 58 77 105.0 27.9 30.4 2 2 0 2,211.1042
L_04 Trypsin TRYP_PIG 24,409 2 3 6 16.50% SCAAAGTECLISGWGNTK 116 133 98.5 25.0 96.8 2 0 0 1,882.8424
L_05 Trypsin TRYP_PIG 24,409 2 2 3 13.90% SCAAAGTECLISGWGNTK 116 133 91.7 25.0 82.9 1 0 0 1,882.8424
L_05 Trypsin TRYP_PIG 24,409 2 2 3 13.90% SSGSSYPSLLQCLK 134 147 42.7 26.8 38.2 2 0 0 1,526.7520
L_06 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LGEHNIDVLEGNEQFINAAK 58 77 48.6 28.0 7.3 0 1 0 2,211.1042
L_06 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LSSPATLNSR 98 107 31.4 28.9 23.6 1 0 0 1,045.5636
L_07 Trypsin TRYP_PIG 24,409 2 3 5 14.70% LGEHNIDVLEGNEQFINAAK 58 77 102.0 27.8 41.2 2 2 0 2,211.1042
L_07 Trypsin TRYP_PIG 24,409 2 3 5 14.70% SSGSSYPSLLQCLK 134 147 32.3 26.6 26.2 1 0 0 1,526.7520
L_09 Trypsin TRYP_PIG 24,409 3 4 6 19.00% LGEHNIDVLEGNEQFINAAK 58 77 90.2 27.9 35.3 2 1 0 2,211.1042
L_09 Trypsin TRYP_PIG 24,409 3 4 6 19.00% LSSPATLNSR 98 107 32.4 28.9 25.4 1 0 0 1,045.5636
L_09 Trypsin TRYP_PIG 24,409 3 4 6 19.00% SSGSSYPSLLQCLK 134 147 39.9 26.3 36.9 2 0 0 1,526.7520
L_10 Trypsin TRYP_PIG 24,409 3 4 7 22.50% LGEHNIDVLEGNEQFINAAK 58 77 100.0 27.9 35.2 2 2 0 2,211.1042
L_10 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SCAAAGTECLISGWGNTK 116 133 87.3 25.0 87.3 2 0 0 1,882.8424
L_10 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SSGSSYPSLLQCLK 134 147 42.7 26.6 42.0 1 0 0 1,526.7520
L_11 Trypsin TRYP_PIG 24,409 2 3 6 16.50% LGEHNIDVLEGNEQFINAAK 58 77 94.4 27.9 41.2 2 2 0 2,211.1042
L_11 Trypsin TRYP_PIG 24,409 2 3 6 16.50% SCAAAGTECLISGWGNTK 116 133 96.0 25.0 91.8 2 0 0 1,882.8424
L_13 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 100.0 27.9 40.7 2 0 0 2,211.1042
L_13 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 105.0 25.0 101.0 2 0 0 1,882.8424
L_13 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 36.0 26.3 19.1 2 0 0 1,526.7520
L_16 Trypsin TRYP_PIG 24,409 3 4 7 20.80% LGEHNIDVLEGNEQFINAAK 58 77 98.5 27.8 37.9 2 2 0 2,211.1042
L_16 Trypsin TRYP_PIG 24,409 3 4 7 20.80% LSSPATLNSR 98 107 33.8 28.8 25.1 1 0 0 1,045.5636
L_16 Trypsin TRYP_PIG 24,409 3 4 7 20.80% SCAAAGTECLISGWGNTK 116 133 97.1 25.0 97.1 2 0 0 1,882.8424
M_01 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 58.0 27.9 23.4 0 2 0 2,211.1042
M_01 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 88.6 25.0 78.6 2 0 0 1,882.8424
M_01 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 28.4 26.3 20.6 2 0 0 1,526.7520
M_02 Trypsin TRYP_PIG 24,409 3 4 6 18.20% LSSPATLNSR 98 107 22.5 28.6 16.9 1 0 0 1,045.5636
M_02 Trypsin TRYP_PIG 24,409 3 4 6 18.20% SCAAAGTECLISGWGNTK 116 133 115.0 25.0 108.0 2 1 0 1,882.8424
M_02 Trypsin TRYP_PIG 24,409 3 4 6 18.20% SSGSSYPSLLQCLK 134 147 38.9 26.3 30.8 2 0 0 1,526.7520
M_04 Trypsin TRYP_PIG 24,409 3 3 5 18.20% LSSPATLNSR 98 107 44.8 28.9 34.0 2 0 0 1,045.5636
M_04 Trypsin TRYP_PIG 24,409 3 3 5 18.20% SCAAAGTECLISGWGNTK 116 133 88.2 25.0 83.4 1 0 0 1,882.8424
M_04 Trypsin TRYP_PIG 24,409 3 3 5 18.20% SSGSSYPSLLQCLK 134 147 47.1 26.3 42.9 2 0 0 1,526.7520
M_06 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LGEHNIDVLEGNEQFINAAK 58 77 81.0 27.9 23.0 2 2 0 2,211.1042
M_06 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LSSPATLNSR 98 107 28.0 28.8 19.3 1 0 0 1,045.5636
M_06 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SCAAAGTECLISGWGNTK 116 133 92.8 25.0 85.7 2 0 0 1,882.8424
M_06 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SSGSSYPSLLQCLK 134 147 36.0 26.3 27.0 2 0 0 1,526.7520
M_07 Trypsin TRYP_PIG 24,409 2 3 6 14.70% LGEHNIDVLEGNEQFINAAK 58 77 88.8 27.9 31.4 2 2 0 2,211.1042
M_07 Trypsin TRYP_PIG 24,409 2 3 6 14.70% SSGSSYPSLLQCLK 134 147 44.1 26.3 40.8 2 0 0 1,526.7520
M_08 Trypsin TRYP_PIG 24,409 3 4 8 22.50% LGEHNIDVLEGNEQFINAAK 58 77 91.6 27.8 33.6 2 2 0 2,211.1042
M_08 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SCAAAGTECLISGWGNTK 116 133 100.0 25.0 95.5 2 0 0 1,882.8424
M_08 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SSGSSYPSLLQCLK 134 147 40.6 26.3 36.0 2 0 0 1,526.7520
M_09 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LGEHNIDVLEGNEQFINAAK 58 77 55.7 27.9 21.4 0 1 0 2,211.1042
M_09 Trypsin TRYP_PIG 24,409 2 2 2 13.00% LSSPATLNSR 98 107 24.7 28.9 22.1 1 0 0 1,045.5636
M_10 Trypsin TRYP_PIG 24,409 3 3 6 20.80% LGEHNIDVLEGNEQFINAAK 58 77 70.3 27.9 10.5 0 2 0 2,211.1042
M_10 Trypsin TRYP_PIG 24,409 3 3 6 20.80% LSSPATLNSR 98 107 50.1 28.8 37.8 3 0 0 1,045.5636
M_10 Trypsin TRYP_PIG 24,409 3 3 6 20.80% SCAAAGTECLISGWGNTK 116 133 71.3 25.0 71.3 1 0 0 1,882.8424
M_11 Trypsin TRYP_PIG 24,409 3 4 8 22.50% LGEHNIDVLEGNEQFINAAK 58 77 66.1 27.9 6.8 2 2 0 2,211.1042
M_11 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SCAAAGTECLISGWGNTK 116 133 109.0 25.0 102.0 2 0 0 1,882.8424
M_11 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SSGSSYPSLLQCLK 134 147 30.0 26.6 18.8 2 0 0 1,526.7520
M_12 Trypsin TRYP_PIG 24,409 3 4 8 22.50% LGEHNIDVLEGNEQFINAAK 58 77 87.5 28.0 14.6 2 2 0 2,211.1042
M_12 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SCAAAGTECLISGWGNTK 116 133 91.5 25.0 91.5 2 0 0 1,882.8424
M_12 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SSGSSYPSLLQCLK 134 147 34.9 26.3 26.7 2 0 0 1,526.7520
M_13 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 78.2 27.9 22.3 2 0 0 2,211.1042
M_13 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 108.0 25.0 102.0 2 0 0 1,882.8424
M_13 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 52.7 26.6 47.1 2 0 0 1,526.7520
M_14 Trypsin TRYP_PIG 24,409 2 2 4 13.90% SCAAAGTECLISGWGNTK 116 133 108.0 25.0 105.0 2 0 0 1,882.8424
M_14 Trypsin TRYP_PIG 24,409 2 2 4 13.90% SSGSSYPSLLQCLK 134 147 47.0 26.6 43.5 2 0 0 1,526.7520
M_15 Trypsin TRYP_PIG 24,409 3 4 8 22.50% LGEHNIDVLEGNEQFINAAK 58 77 87.3 27.8 25.4 2 0 0 2,211.1042
M_15 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SCAAAGTECLISGWGNTK 116 133 128.0 25.0 125.0 2 2 0 1,882.8424
M_15 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SSGSSYPSLLQCLK 134 147 52.7 26.5 48.6 2 0 0 1,526.7520
N_01 Trypsin TRYP_PIG 24,409 3 4 8 22.50% LGEHNIDVLEGNEQFINAAK 58 77 65.2 27.7 12.1 2 0 0 2,211.1042
N_01 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SCAAAGTECLISGWGNTK 116 133 116.0 25.0 109.0 2 2 0 1,882.8424
N_01 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SSGSSYPSLLQCLK 134 147 33.7 26.6 29.1 2 0 0 1,526.7520
N_02 Trypsin TRYP_PIG 24,409 3 4 7 22.50% LGEHNIDVLEGNEQFINAAK 58 77 77.7 27.6 31.3 1 0 0 2,211.1042



N_02 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SCAAAGTECLISGWGNTK 116 133 112.0 25.0 106.0 2 2 0 1,882.8424
N_02 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SSGSSYPSLLQCLK 134 147 45.9 26.8 38.7 2 0 0 1,526.7520
N_03 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LGEHNIDVLEGNEQFINAAK 58 77 79.4 27.8 17.7 2 0 0 2,211.1042
N_03 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LSSPATLNSR 98 107 26.8 29.1 18.7 1 0 0 1,045.5636
N_03 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SCAAAGTECLISGWGNTK 116 133 101.0 25.0 96.2 2 2 0 1,882.8424
N_03 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SSGSSYPSLLQCLK 134 147 48.7 26.6 43.6 2 0 0 1,526.7520
N_04 Trypsin TRYP_PIG 24,409 3 3 5 18.20% LSSPATLNSR 98 107 42.6 28.8 36.9 1 0 0 1,045.5636
N_04 Trypsin TRYP_PIG 24,409 3 3 5 18.20% SCAAAGTECLISGWGNTK 116 133 125.0 25.0 117.0 2 0 0 1,882.8424
N_04 Trypsin TRYP_PIG 24,409 3 3 5 18.20% SSGSSYPSLLQCLK 134 147 46.0 26.4 38.0 2 0 0 1,526.7520
N_05 Trypsin TRYP_PIG 24,409 2 2 4 13.90% SCAAAGTECLISGWGNTK 116 133 120.0 25.0 117.0 2 0 0 1,882.8424
N_05 Trypsin TRYP_PIG 24,409 2 2 4 13.90% SSGSSYPSLLQCLK 134 147 41.6 26.7 36.4 2 0 0 1,526.7520
N_07 Trypsin TRYP_PIG 24,409 2 2 4 10.40% LSSPATLNSR 98 107 37.8 28.6 22.1 2 0 0 1,045.5636
N_07 Trypsin TRYP_PIG 24,409 2 2 4 10.40% SSGSSYPSLLQCLK 134 147 50.5 26.8 45.9 2 0 0 1,526.7520
N_09 Trypsin TRYP_PIG 24,409 2 2 4 14.70% LGEHNIDVLEGNEQFINAAK 58 77 68.5 27.9 17.6 0 2 0 2,211.1042
N_09 Trypsin TRYP_PIG 24,409 2 2 4 14.70% SSGSSYPSLLQCLK 134 147 41.1 26.7 34.2 2 0 0 1,526.7520
N_10 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LGEHNIDVLEGNEQFINAAK 58 77 59.4 27.8 5.2 0 2 0 2,211.1042
N_10 Trypsin TRYP_PIG 24,409 2 2 3 13.00% LSSPATLNSR 98 107 39.4 28.9 25.5 1 0 0 1,045.5636
N_11 Trypsin TRYP_PIG 24,409 2 2 4 14.70% LGEHNIDVLEGNEQFINAAK 58 77 46.9 27.8 5.8 0 2 0 2,211.1042
N_11 Trypsin TRYP_PIG 24,409 2 2 4 14.70% SSGSSYPSLLQCLK 134 147 39.1 26.6 36.8 2 0 0 1,526.7520
N_12 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LGEHNIDVLEGNEQFINAAK 58 77 64.2 28.0 15.3 0 2 0 2,211.1042
N_12 Trypsin TRYP_PIG 24,409 3 3 5 19.00% LSSPATLNSR 98 107 27.4 28.9 20.3 1 0 0 1,045.5636
N_12 Trypsin TRYP_PIG 24,409 3 3 5 19.00% SSGSSYPSLLQCLK 134 147 48.3 26.7 42.2 2 0 0 1,526.7520
N_13 Trypsin TRYP_PIG 24,409 2 2 4 13.90% SCAAAGTECLISGWGNTK 116 133 105.0 25.0 97.6 2 0 0 1,882.8424
N_13 Trypsin TRYP_PIG 24,409 2 2 4 13.90% SSGSSYPSLLQCLK 134 147 55.8 26.6 51.5 2 0 0 1,526.7520
N_15 Trypsin TRYP_PIG 24,409 3 3 6 20.80% LGEHNIDVLEGNEQFINAAK 58 77 72.8 27.8 11.1 2 0 0 2,211.1042
N_15 Trypsin TRYP_PIG 24,409 3 3 6 20.80% LSSPATLNSR 98 107 38.3 28.6 35.5 2 0 0 1,045.5636
N_15 Trypsin TRYP_PIG 24,409 3 3 6 20.80% SCAAAGTECLISGWGNTK 116 133 120.0 25.0 117.0 2 0 0 1,882.8424
O_01 Trypsin TRYP_PIG 24,409 3 4 8 22.50% LGEHNIDVLEGNEQFINAAK 58 77 86.7 27.8 31.6 2 2 0 2,211.1042
O_01 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SCAAAGTECLISGWGNTK 116 133 115.0 25.0 111.0 2 0 0 1,882.8424
O_01 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SSGSSYPSLLQCLK 134 147 41.3 26.4 34.8 2 0 0 1,526.7520
O_02 Trypsin TRYP_PIG 24,409 4 4 9 26.80% LGEHNIDVLEGNEQFINAAK 58 77 56.1 27.8 17.0 0 2 0 2,211.1042
O_02 Trypsin TRYP_PIG 24,409 4 4 9 26.80% LSSPATLNSR 98 107 28.1 28.9 22.1 3 0 0 1,045.5636
O_02 Trypsin TRYP_PIG 24,409 4 4 9 26.80% SCAAAGTECLISGWGNTK 116 133 111.0 25.0 111.0 2 0 0 1,882.8424
O_02 Trypsin TRYP_PIG 24,409 4 4 9 26.80% SSGSSYPSLLQCLK 134 147 47.3 26.7 41.5 2 0 0 1,526.7520
O_03 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LGEHNIDVLEGNEQFINAAK 58 77 78.4 27.8 21.9 2 2 0 2,211.1042
O_03 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LSSPATLNSR 98 107 30.9 29.1 17.3 1 0 0 1,045.5636
O_03 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SCAAAGTECLISGWGNTK 116 133 108.0 25.0 100.0 2 0 0 1,882.8424
O_03 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SSGSSYPSLLQCLK 134 147 30.8 26.6 24.3 2 0 0 1,526.7520
O_04 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LGEHNIDVLEGNEQFINAAK 58 77 89.2 27.9 29.2 2 2 0 2,211.1042
O_04 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LSSPATLNSR 98 107 34.7 29.1 25.7 1 0 0 1,045.5636
O_04 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SCAAAGTECLISGWGNTK 116 133 113.0 25.0 110.0 2 0 0 1,882.8424
O_04 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SSGSSYPSLLQCLK 134 147 45.6 26.4 40.1 2 0 0 1,526.7520
O_05 Trypsin TRYP_PIG 24,409 3 4 7 22.50% LGEHNIDVLEGNEQFINAAK 58 77 69.0 27.8 18.3 1 2 0 2,211.1042
O_05 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SCAAAGTECLISGWGNTK 116 133 107.0 25.0 107.0 2 0 0 1,882.8424
O_05 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SSGSSYPSLLQCLK 134 147 38.0 26.4 27.4 2 0 0 1,526.7520
O_06 Trypsin TRYP_PIG 24,409 4 6 11 26.80% LGEHNIDVLEGNEQFINAAK 58 77 98.8 27.9 31.9 2 2 0 2,211.1042
O_06 Trypsin TRYP_PIG 24,409 4 6 11 26.80% LSSPATLNSR 98 107 35.4 29.1 24.5 1 0 0 1,045.5636
O_06 Trypsin TRYP_PIG 24,409 4 6 11 26.80% SCAAAGTECLISGWGNTK 116 133 95.9 25.0 94.9 2 2 0 1,882.8424
O_06 Trypsin TRYP_PIG 24,409 4 6 11 26.80% SSGSSYPSLLQCLK 134 147 40.5 26.4 35.8 2 0 0 1,526.7520
O_07 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LGEHNIDVLEGNEQFINAAK 58 77 86.6 27.9 28.8 2 2 0 2,211.1042
O_07 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LSSPATLNSR 98 107 21.1 28.9 8.0 1 0 0 1,045.5636
O_07 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SCAAAGTECLISGWGNTK 116 133 96.4 25.0 94.0 2 0 0 1,882.8424
O_07 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SSGSSYPSLLQCLK 134 147 58.5 26.6 53.6 2 0 0 1,526.7520
O_08 Trypsin TRYP_PIG 24,409 3 4 7 22.50% LGEHNIDVLEGNEQFINAAK 58 77 85.4 27.9 13.2 2 2 0 2,211.1042
O_08 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SCAAAGTECLISGWGNTK 116 133 113.0 25.0 107.0 2 0 0 1,882.8424
O_08 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SSGSSYPSLLQCLK 134 147 33.4 26.3 24.6 1 0 0 1,526.7520
O_09 Trypsin TRYP_PIG 24,409 3 4 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 69.4 27.9 6.4 1 1 0 2,211.1042
O_09 Trypsin TRYP_PIG 24,409 3 4 5 22.50% SCAAAGTECLISGWGNTK 116 133 102.0 25.0 97.1 2 0 0 1,882.8424
O_09 Trypsin TRYP_PIG 24,409 3 4 5 22.50% SSGSSYPSLLQCLK 134 147 37.9 26.3 30.1 1 0 0 1,526.7520
O_10 Trypsin TRYP_PIG 24,409 3 4 8 22.50% LGEHNIDVLEGNEQFINAAK 58 77 73.9 27.9 13.8 2 2 0 2,211.1042
O_10 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SCAAAGTECLISGWGNTK 116 133 118.0 25.0 115.0 2 0 0 1,882.8424
O_10 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SSGSSYPSLLQCLK 134 147 45.5 26.6 40.8 2 0 0 1,526.7520
O_11 Trypsin TRYP_PIG 24,409 3 3 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 77.0 27.9 21.1 0 2 0 2,211.1042
O_11 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SCAAAGTECLISGWGNTK 116 133 75.4 25.0 69.4 2 0 0 1,882.8424
O_11 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SSGSSYPSLLQCLK 134 147 42.9 26.6 39.1 1 0 0 1,526.7520
O_12 Trypsin TRYP_PIG 24,409 3 3 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 65.8 27.8 15.2 1 0 0 2,211.1042
O_12 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SCAAAGTECLISGWGNTK 116 133 120.0 25.0 119.0 2 0 0 1,882.8424
O_12 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SSGSSYPSLLQCLK 134 147 42.7 26.7 34.6 2 0 0 1,526.7520
O_13 Trypsin TRYP_PIG 24,409 3 3 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 64.4 27.8 13.3 0 1 0 2,211.1042
O_13 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SCAAAGTECLISGWGNTK 116 133 101.0 25.0 97.1 2 0 0 1,882.8424
O_13 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SSGSSYPSLLQCLK 134 147 47.2 26.3 38.4 2 0 0 1,526.7520
O_14 Trypsin TRYP_PIG 24,409 3 3 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 70.8 27.8 9.1 0 2 0 2,211.1042
O_14 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SCAAAGTECLISGWGNTK 116 133 122.0 25.0 119.0 1 0 0 1,882.8424
O_14 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SSGSSYPSLLQCLK 134 147 40.5 26.7 34.3 2 0 0 1,526.7520
O_15 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 69.1 27.9 10.0 0 2 0 2,211.1042
O_15 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 82.6 25.0 78.6 2 0 0 1,882.8424
O_15 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 32.8 26.3 23.2 2 0 0 1,526.7520
O_16 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 66.6 27.9 3.0 0 2 0 2,211.1042
O_16 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 92.1 25.0 89.0 2 0 0 1,882.8424
O_16 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 35.2 26.6 33.4 2 0 0 1,526.7520
P_01 Trypsin TRYP_PIG 24,409 3 4 8 22.50% LGEHNIDVLEGNEQFINAAK 58 77 85.0 27.8 36.6 2 0 0 2,211.1042
P_01 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SCAAAGTECLISGWGNTK 116 133 117.0 25.0 117.0 2 2 0 1,882.8424
P_01 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SSGSSYPSLLQCLK 134 147 44.1 26.7 38.3 2 0 0 1,526.7520
P_02 Trypsin TRYP_PIG 24,409 3 5 10 22.50% LGEHNIDVLEGNEQFINAAK 58 77 88.8 27.8 21.9 2 2 0 2,211.1042
P_02 Trypsin TRYP_PIG 24,409 3 5 10 22.50% SCAAAGTECLISGWGNTK 116 133 113.0 25.0 109.0 2 2 0 1,882.8424
P_02 Trypsin TRYP_PIG 24,409 3 5 10 22.50% SSGSSYPSLLQCLK 134 147 41.2 26.8 38.1 2 0 0 1,526.7520
P_03 Trypsin TRYP_PIG 24,409 3 3 5 20.80% LGEHNIDVLEGNEQFINAAK 58 77 47.8 27.9 12.1 0 1 0 2,211.1042
P_03 Trypsin TRYP_PIG 24,409 3 3 5 20.80% LSSPATLNSR 98 107 35.8 29.1 27.5 2 0 0 1,045.5636
P_03 Trypsin TRYP_PIG 24,409 3 3 5 20.80% SCAAAGTECLISGWGNTK 116 133 93.9 25.0 90.4 2 0 0 1,882.8424
P_04 Trypsin TRYP_PIG 24,409 2 3 6 16.50% LGEHNIDVLEGNEQFINAAK 58 77 83.2 27.8 6.5 2 2 0 2,211.1042
P_04 Trypsin TRYP_PIG 24,409 2 3 6 16.50% SCAAAGTECLISGWGNTK 116 133 126.0 25.0 121.0 2 0 0 1,882.8424
P_05 Trypsin TRYP_PIG 24,409 4 6 11 26.80% LGEHNIDVLEGNEQFINAAK 58 77 96.7 27.7 39.9 2 2 0 2,211.1042
P_05 Trypsin TRYP_PIG 24,409 4 6 11 26.80% LSSPATLNSR 98 107 25.0 29.1 13.4 1 0 0 1,045.5636
P_05 Trypsin TRYP_PIG 24,409 4 6 11 26.80% SCAAAGTECLISGWGNTK 116 133 118.0 25.0 111.0 2 2 0 1,882.8424
P_05 Trypsin TRYP_PIG 24,409 4 6 11 26.80% SSGSSYPSLLQCLK 134 147 36.4 26.7 29.4 2 0 0 1,526.7520
P_06 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LGEHNIDVLEGNEQFINAAK 58 77 86.2 27.9 25.4 2 2 0 2,211.1042
P_06 Trypsin TRYP_PIG 24,409 4 5 9 26.80% LSSPATLNSR 98 107 23.1 29.1 12.3 1 0 0 1,045.5636
P_06 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SCAAAGTECLISGWGNTK 116 133 110.0 25.0 104.0 2 0 0 1,882.8424
P_06 Trypsin TRYP_PIG 24,409 4 5 9 26.80% SSGSSYPSLLQCLK 134 147 33.6 26.6 25.4 2 0 0 1,526.7520
P_08 Trypsin TRYP_PIG 24,409 3 4 6 20.80% LGEHNIDVLEGNEQFINAAK 58 77 92.1 27.7 34.0 2 2 0 2,211.1042
P_08 Trypsin TRYP_PIG 24,409 3 4 6 20.80% LSSPATLNSR 98 107 26.7 29.1 14.5 1 0 0 1,045.5636
P_08 Trypsin TRYP_PIG 24,409 3 4 6 20.80% SCAAAGTECLISGWGNTK 116 133 97.4 25.0 96.0 1 0 0 1,882.8424
P_10 Trypsin TRYP_PIG 24,409 3 3 4 20.80% LGEHNIDVLEGNEQFINAAK 58 77 75.3 27.8 3.7 0 2 0 2,211.1042
P_10 Trypsin TRYP_PIG 24,409 3 3 4 20.80% LSSPATLNSR 98 107 29.1 28.6 20.0 1 0 0 1,045.5636
P_10 Trypsin TRYP_PIG 24,409 3 3 4 20.80% SCAAAGTECLISGWGNTK 116 133 64.9 25.0 58.7 1 0 0 1,882.8424
P_12 Trypsin TRYP_PIG 24,409 4 4 7 26.80% LGEHNIDVLEGNEQFINAAK 58 77 96.4 27.8 36.8 2 0 0 2,211.1042
P_12 Trypsin TRYP_PIG 24,409 4 4 7 26.80% LSSPATLNSR 98 107 43.0 29.1 25.9 1 0 0 1,045.5636
P_12 Trypsin TRYP_PIG 24,409 4 4 7 26.80% SCAAAGTECLISGWGNTK 116 133 128.0 25.0 122.0 2 0 0 1,882.8424
P_12 Trypsin TRYP_PIG 24,409 4 4 7 26.80% SSGSSYPSLLQCLK 134 147 47.0 26.4 40.7 2 0 0 1,526.7520
P_13 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 98.3 27.8 33.6 2 0 0 2,211.1042
P_13 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 104.0 25.0 101.0 2 0 0 1,882.8424
P_13 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 37.5 26.8 34.4 2 0 0 1,526.7520



P_14 Trypsin TRYP_PIG 24,409 3 4 7 22.50% LGEHNIDVLEGNEQFINAAK 58 77 78.3 27.8 5.2 2 2 0 2,211.1042
P_14 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SCAAAGTECLISGWGNTK 116 133 122.0 25.0 120.0 2 0 0 1,882.8424
P_14 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SSGSSYPSLLQCLK 134 147 47.1 26.6 42.2 1 0 0 1,526.7520
P_15 Trypsin TRYP_PIG 24,409 4 4 7 26.80% LGEHNIDVLEGNEQFINAAK 58 77 59.8 27.8 11.6 0 2 0 2,211.1042
P_15 Trypsin TRYP_PIG 24,409 4 4 7 26.80% LSSPATLNSR 98 107 28.5 28.9 18.5 1 0 0 1,045.5636
P_15 Trypsin TRYP_PIG 24,409 4 4 7 26.80% SCAAAGTECLISGWGNTK 116 133 99.7 25.0 96.2 2 0 0 1,882.8424
P_15 Trypsin TRYP_PIG 24,409 4 4 7 26.80% SSGSSYPSLLQCLK 134 147 38.5 26.8 34.5 2 0 0 1,526.7520
P_16 Trypsin TRYP_PIG 24,409 2 3 5 16.50% LGEHNIDVLEGNEQFINAAK 58 77 74.1 27.8 11.9 0 2 0 2,211.1042
P_16 Trypsin TRYP_PIG 24,409 2 3 5 16.50% SCAAAGTECLISGWGNTK 116 133 122.0 25.0 117.0 2 1 0 1,882.8424
Q_01 Trypsin TRYP_PIG 24,409 3 4 8 22.50% LGEHNIDVLEGNEQFINAAK 58 77 86.1 27.8 30.5 2 2 0 2,211.1042
Q_01 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SCAAAGTECLISGWGNTK 116 133 138.0 25.0 131.0 2 0 0 1,882.8424
Q_01 Trypsin TRYP_PIG 24,409 3 4 8 22.50% SSGSSYPSLLQCLK 134 147 39.9 26.7 39.9 2 0 0 1,526.7520
Q_02 Trypsin TRYP_PIG 24,409 2 3 6 13.90% SCAAAGTECLISGWGNTK 116 133 96.4 25.0 96.4 2 2 0 1,882.8424
Q_02 Trypsin TRYP_PIG 24,409 2 3 6 13.90% SSGSSYPSLLQCLK 134 147 49.2 26.6 43.8 2 0 0 1,526.7520
Q_03 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 72.1 27.7 1.8 0 2 0 2,211.1042
Q_03 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 107.0 25.0 101.0 2 0 0 1,882.8424
Q_03 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 42.5 26.6 39.6 2 0 0 1,526.7520
Q_04 Trypsin TRYP_PIG 24,409 3 3 6 22.50% LGEHNIDVLEGNEQFINAAK 58 77 86.1 27.9 22.6 2 0 0 2,211.1042
Q_04 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SCAAAGTECLISGWGNTK 116 133 131.0 25.0 126.0 2 0 0 1,882.8424
Q_04 Trypsin TRYP_PIG 24,409 3 3 6 22.50% SSGSSYPSLLQCLK 134 147 60.4 26.6 54.2 2 0 0 1,526.7520
Q_05 Trypsin TRYP_PIG 24,409 3 4 6 18.20% LSSPATLNSR 98 107 42.8 28.6 40.9 1 0 0 1,045.5636
Q_05 Trypsin TRYP_PIG 24,409 3 4 6 18.20% SCAAAGTECLISGWGNTK 116 133 101.0 25.0 97.6 2 1 0 1,882.8424
Q_05 Trypsin TRYP_PIG 24,409 3 4 6 18.20% SSGSSYPSLLQCLK 134 147 47.9 26.4 43.8 2 0 0 1,526.7520
Q_06 Trypsin TRYP_PIG 24,409 3 5 10 22.50% LGEHNIDVLEGNEQFINAAK 58 77 105.0 27.8 42.3 2 2 0 2,211.1042
Q_06 Trypsin TRYP_PIG 24,409 3 5 10 22.50% SCAAAGTECLISGWGNTK 116 133 124.0 25.0 120.0 2 2 0 1,882.8424
Q_06 Trypsin TRYP_PIG 24,409 3 5 10 22.50% SSGSSYPSLLQCLK 134 147 59.1 26.4 55.9 2 0 0 1,526.7520
Q_07 Trypsin TRYP_PIG 24,409 4 4 6 26.80% LGEHNIDVLEGNEQFINAAK 58 77 102.0 27.9 35.6 2 0 0 2,211.1042
Q_07 Trypsin TRYP_PIG 24,409 4 4 6 26.80% LSSPATLNSR 98 107 29.1 28.9 21.8 1 0 0 1,045.5636
Q_07 Trypsin TRYP_PIG 24,409 4 4 6 26.80% SCAAAGTECLISGWGNTK 116 133 41.3 25.0 40.1 0 1 0 1,882.8424
Q_07 Trypsin TRYP_PIG 24,409 4 4 6 26.80% SSGSSYPSLLQCLK 134 147 49.8 26.3 45.2 2 0 0 1,526.7520
Q_08 Trypsin TRYP_PIG 24,409 2 2 4 12.10% LSSPATLNSR 98 107 45.0 28.6 33.0 2 0 0 1,045.5636
Q_08 Trypsin TRYP_PIG 24,409 2 2 4 12.10% SCAAAGTECLISGWGNTK 116 133 101.0 25.0 101.0 2 0 0 1,882.8424
Q_09 Trypsin TRYP_PIG 24,409 3 3 4 22.50% LGEHNIDVLEGNEQFINAAK 58 77 73.5 27.8 7.4 0 1 0 2,211.1042
Q_09 Trypsin TRYP_PIG 24,409 3 3 4 22.50% SCAAAGTECLISGWGNTK 116 133 83.5 25.0 82.7 2 0 0 1,882.8424
Q_09 Trypsin TRYP_PIG 24,409 3 3 4 22.50% SSGSSYPSLLQCLK 134 147 37.8 26.8 37.3 1 0 0 1,526.7520
Q_10 Trypsin TRYP_PIG 24,409 3 3 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 67.4 27.8 14.2 0 2 0 2,211.1042
Q_10 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SCAAAGTECLISGWGNTK 116 133 115.0 25.0 112.0 2 0 0 1,882.8424
Q_10 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SSGSSYPSLLQCLK 134 147 46.1 26.7 39.9 1 0 0 1,526.7520
Q_11 Trypsin TRYP_PIG 24,409 3 3 5 22.50% LGEHNIDVLEGNEQFINAAK 58 77 51.5 27.8 4.2 0 1 0 2,211.1042
Q_11 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SCAAAGTECLISGWGNTK 116 133 111.0 25.0 107.0 2 0 0 1,882.8424
Q_11 Trypsin TRYP_PIG 24,409 3 3 5 22.50% SSGSSYPSLLQCLK 134 147 44.7 26.3 37.6 2 0 0 1,526.7520
Q_12 Trypsin TRYP_PIG 24,409 4 4 6 26.80% LGEHNIDVLEGNEQFINAAK 58 77 56.5 27.8 3.9 0 1 0 2,211.1042
Q_12 Trypsin TRYP_PIG 24,409 4 4 6 26.80% LSSPATLNSR 98 107 28.0 29.1 19.1 1 0 0 1,045.5636
Q_12 Trypsin TRYP_PIG 24,409 4 4 6 26.80% SCAAAGTECLISGWGNTK 116 133 107.0 25.0 104.0 2 0 0 1,882.8424
Q_12 Trypsin TRYP_PIG 24,409 4 4 6 26.80% SSGSSYPSLLQCLK 134 147 43.3 26.4 34.6 2 0 0 1,526.7520
Q_13 Trypsin TRYP_PIG 24,409 2 2 4 13.90% SCAAAGTECLISGWGNTK 116 133 94.4 25.0 90.8 2 0 0 1,882.8424
Q_13 Trypsin TRYP_PIG 24,409 2 2 4 13.90% SSGSSYPSLLQCLK 134 147 45.4 26.7 35.8 2 0 0 1,526.7520
Q_14 Trypsin TRYP_PIG 24,409 3 4 7 22.50% LGEHNIDVLEGNEQFINAAK 58 77 59.2 27.9 13.0 0 2 0 2,211.1042
Q_14 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SCAAAGTECLISGWGNTK 116 133 128.0 25.0 122.0 2 1 0 1,882.8424
Q_14 Trypsin TRYP_PIG 24,409 3 4 7 22.50% SSGSSYPSLLQCLK 134 147 39.3 26.6 37.3 2 0 0 1,526.7520
Q_16 Trypsin TRYP_PIG 24,409 2 2 3 16.50% LGEHNIDVLEGNEQFINAAK 58 77 91.4 27.8 31.9 1 0 0 2,211.1042
Q_16 Trypsin TRYP_PIG 24,409 2 2 3 16.50% SCAAAGTECLISGWGNTK 116 133 107.0 25.0 103.0 2 0 0 1,882.8424
A_06 Translin TSN_HUMAN 26,169 3 4 7 11.40% KVVQSLEQTAR 26 36 39.9 28.1 31.9 1 0 0 1,258.7114
A_06 Translin TSN_HUMAN 26,169 3 4 7 11.40% EAVTEILGIEPDR 117 129 58.3 27.1 45.5 2 0 0 1,441.7535
A_06 Translin TSN_HUMAN 26,169 3 4 7 11.40% EAVTEILGIEPDREK 117 131 48.5 27.2 34.4 2 2 0 1,698.8911
A_07 Translin TSN_HUMAN 26,169 5 6 10 21.90% KVVQSLEQTAR 26 36 44.3 27.4 36.2 2 0 0 1,258.7114
A_07 Translin TSN_HUMAN 26,169 5 6 10 21.90% EAVTEILGIEPDR 117 129 43.3 27.3 22.1 2 1 0 1,441.7535
A_07 Translin TSN_HUMAN 26,169 5 6 10 21.90% EAVTEILGIEPDREK 117 131 34.3 27.4 31.0 0 2 0 1,698.8911
A_07 Translin TSN_HUMAN 26,169 5 6 10 21.90% VEEVVYDLSIR 205 215 58.7 28.2 49.0 2 0 0 1,321.6998
A_07 Translin TSN_HUMAN 26,169 5 6 10 21.90% GFNKETAAACVEK 216 228 31.1 26.9 18.9 0 1 0 1,424.6839
B_07 Translin TSN_HUMAN 26,169 5 7 12 16.70% KVVQSLEQTAR 26 36 34.5 28.1 21.7 2 0 0 1,258.7114
B_07 Translin TSN_HUMAN 26,169 5 7 12 16.70% EAVTEILGIEPDR 117 129 57.6 27.1 38.7 2 2 0 1,441.7535
B_07 Translin TSN_HUMAN 26,169 5 7 12 16.70% EAVTEILGIEPDREK 117 131 52.0 27.1 35.9 2 2 0 1,698.8911
B_07 Translin TSN_HUMAN 26,169 5 7 12 16.70% KVEEVVYDLSIR 204 215 58.7 28.0 42.4 1 0 0 1,449.7948
B_07 Translin TSN_HUMAN 26,169 5 7 12 16.70% VEEVVYDLSIR 205 215 47.0 27.4 43.0 1 0 0 1,321.6998
C_06 Translin TSN_HUMAN 26,169 3 4 6 12.30% EAVTEILGIEPDR 117 129 53.0 27.2 36.7 2 0 0 1,441.7535
C_06 Translin TSN_HUMAN 26,169 3 4 6 12.30% EAVTEILGIEPDREK 117 131 26.1 27.1 16.8 1 0 0 1,698.8911
C_06 Translin TSN_HUMAN 26,169 3 4 6 12.30% GFNKETAAACVEK 216 228 29.4 27.1 21.1 1 2 0 1,424.6839
C_07 Translin TSN_HUMAN 26,169 3 3 5 12.30% EAVTEILGIEPDR 117 129 46.1 27.2 40.6 2 0 0 1,441.7535
C_07 Translin TSN_HUMAN 26,169 3 3 5 12.30% EAVTEILGIEPDREK 117 131 44.0 27.2 29.7 1 0 0 1,698.8911
C_07 Translin TSN_HUMAN 26,169 3 3 5 12.30% GFNKETAAACVEK 216 228 41.4 27.0 28.5 0 2 0 1,424.6839
D_11 Translin TSN_HUMAN 26,169 3 3 5 9.65% VVQSLEQTAR 27 36 43.5 29.3 40.8 2 0 0 1,130.6164
D_11 Translin TSN_HUMAN 26,169 3 3 5 9.65% KVEEVVYDLSIR 204 215 31.4 28.0 17.6 0 1 0 1,449.7948
D_11 Translin TSN_HUMAN 26,169 3 3 5 9.65% VEEVVYDLSIR 205 215 47.2 27.5 40.7 2 0 0 1,321.6998
F_10 Translin TSN_HUMAN 26,169 2 2 3 11.00% EAVTEILGIEPDR 117 129 46.2 27.0 36.4 2 0 0 1,441.7535
F_10 Translin TSN_HUMAN 26,169 2 2 3 11.00% KVEEVVYDLSIR 204 215 36.8 28.1 26.9 1 0 0 1,449.7948
H_06 Translin TSN_HUMAN 26,169 2 2 3 10.10% TKFPAEQYYR 77 86 28.1 26.6 16.8 1 0 0 1,302.6477
H_06 Translin TSN_HUMAN 26,169 2 2 3 10.10% EAVTEILGIEPDR 117 129 51.4 27.2 36.7 2 0 0 1,441.7535
I_06 Translin TSN_HUMAN 26,169 2 2 3 6.58% EAVTEILGIEPDR 117 129 45.1 27.5 26.4 1 0 0 1,441.7535
I_06 Translin TSN_HUMAN 26,169 2 2 3 6.58% EAVTEILGIEPDREK 117 131 56.6 27.4 41.7 2 0 0 1,698.8911
L_05 Translin TSN_HUMAN 26,169 3 3 6 11.00% EAVTEILGIEPDR 117 129 49.2 27.1 49.0 2 0 0 1,441.7535
L_05 Translin TSN_HUMAN 26,169 3 3 6 11.00% KVEEVVYDLSIR 204 215 73.7 27.6 59.0 2 0 0 1,449.7948
L_05 Translin TSN_HUMAN 26,169 3 3 6 11.00% VEEVVYDLSIR 205 215 65.9 27.2 48.4 2 0 0 1,321.6998
C_09 Translin‐associated protein X TSNAX_HUMAN 33,113 2 2 3 7.59% DVNSSSPVMLAFK 28 40 43.5 27.3 37.3 2 0 0 1,410.6934
C_09 Translin‐associated protein X TSNAX_HUMAN 33,113 2 2 3 7.59% SFQQELDAR 41 49 20.4 27.5 4.5 1 0 0 1,093.5273
H_08 Translin‐associated protein X TSNAX_HUMAN 33,113 3 3 5 13.10% DVNSSSPVMLAFK 28 40 44.0 27.4 37.6 2 0 0 1,410.6934
H_08 Translin‐associated protein X TSNAX_HUMAN 33,113 3 3 5 13.10% SLISMDEINK 141 150 25.1 28.2 13.1 1 0 0 1,149.5821
H_08 Translin‐associated protein X TSNAX_HUMAN 33,113 3 3 5 13.10% TPSSDAQDKQFGTWR 165 179 41.1 25.0 41.1 0 2 0 1,723.8036
A_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.91% GFLLLASLR 87 95 56.2 25.0 46.9 2 0 0 989.6143
A_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.91% SITLFVQEDR 155 164 50.8 27.4 45.2 2 0 0 1,207.6318
A_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.91% GGVNDNFQGVLQNVR 202 216 53.0 28.1 37.2 2 0 0 1,616.8140
A_07 Thrombospondin‐1 TSP1_HUMAN 129,382 6 8 13 5.73% GPDPSSPAFR 51 60 44.5 25.0 35.7 2 0 0 1,030.4953
A_07 Thrombospondin‐1 TSP1_HUMAN 129,382 6 8 13 5.73% FQDLVDAVR 75 83 38.2 28.7 18.5 2 0 0 1,062.5579
A_07 Thrombospondin‐1 TSP1_HUMAN 129,382 6 8 13 5.73% GFLLLASLR 87 95 70.7 25.0 58.7 2 0 0 989.6143
A_07 Thrombospondin‐1 TSP1_HUMAN 129,382 6 8 13 5.73% DHSGQVFSVVSNGK 111 124 46.9 26.9 42.4 1 2 0 1,460.7128
A_07 Thrombospondin‐1 TSP1_HUMAN 129,382 6 8 13 5.73% GGVNDNFQGVLQNVR 202 216 63.2 28.0 48.5 2 1 0 1,616.8140
A_07 Thrombospondin‐1 TSP1_HUMAN 129,382 6 8 13 5.73% AQGYSGLSVK 1055 1064 21.6 25.9 20.2 1 0 0 1,009.5313
A_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 4.87% GPDPSSPAFR 51 60 26.6 25.0 21.1 1 0 0 1,030.4953
A_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 4.87% GFLLLASLR 87 95 70.9 25.0 60.5 2 0 0 989.6143
A_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 4.87% DHSGQVFSVVSNGK 111 124 22.1 26.8 17.3 0 1 0 1,460.7128
A_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 4.87% AQLYIDCEK 165 173 24.2 25.3 24.2 2 0 0 1,139.5403
A_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 4.87% GGVNDNFQGVLQNVR 202 216 80.1 28.2 57.6 2 0 0 1,616.8140
A_10 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.05% GFLLLASLR 87 95 44.4 25.0 34.1 2 0 0 989.6143
A_10 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.05% GGVNDNFQGVLQNVR 202 216 52.2 28.3 34.5 2 0 0 1,616.8140
A_11 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 2.82% FQDLVDAVR 75 83 30.9 28.7 20.7 1 0 0 1,062.5579
A_11 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 2.82% GFLLLASLR 87 95 52.2 25.0 40.1 2 0 0 989.6143
A_11 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 2.82% GGVNDNFQGVLQNVR 202 216 45.8 27.8 27.5 1 0 0 1,616.8140
A_12 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 2.99% FQDLVDAVR 75 83 27.3 28.6 17.1 1 0 0 1,062.5579
A_12 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 2.99% GGVNDNFQGVLQNVR 202 216 67.0 28.2 47.4 1 0 0 1,616.8140
A_12 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 2.99% TIVTTLQDSIR 289 299 42.9 27.7 35.3 2 0 0 1,246.7003
A_13 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 1.71% GFLLLASLR 87 95 52.4 25.0 44.2 2 0 0 989.6143
A_13 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 1.71% TIVTTLQDSIR 289 299 42.1 27.6 35.1 2 0 0 1,246.7003



A_16 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 9 6.41% GFLLLASLR 87 95 36.1 25.0 23.7 1 0 0 989.6143
A_16 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 9 6.41% AQLYIDCEK 165 173 23.9 25.3 23.2 1 0 0 1,139.5403
A_16 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 9 6.41% GGVNDNFQGVLQNVR 202 216 65.0 28.3 50.7 2 0 0 1,616.8140
A_16 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 9 6.41% TIVTTLQDSIR 289 299 51.4 27.7 43.5 2 0 0 1,246.7003
A_16 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 9 6.41% LCNSPSPQMNGKPCEGEAR 461 479 22.4 25.0 17.3 0 1 0 2,147.9269
A_16 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 9 6.41% LCNNPTPQFGGK 518 529 32.1 26.5 22.3 2 0 0 1,332.6367
A_17 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.62% GFLLLASLR 87 95 56.0 25.0 48.1 2 0 0 989.6143
A_17 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.62% GGVNDNFQGVLQNVR 202 216 40.8 28.0 21.8 2 0 0 1,616.8140
A_17 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.62% TIVTTLQDSIR 289 299 31.9 27.7 26.8 2 0 0 1,246.7003
A_17 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.62% LCNSPSPQMNGKPCEGEAR 461 479 22.2 25.0 15.4 0 1 0 2,147.9269
A_18 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 12 6.41% GFLLLASLR 87 95 63.8 25.0 47.2 2 0 0 989.6143
A_18 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 12 6.41% GGVNDNFQGVLQNVR 202 216 80.7 28.0 68.4 2 0 0 1,616.8140
A_18 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 12 6.41% DNCQYVYNVDQR 811 822 61.8 25.0 55.6 2 0 0 1,573.6700
A_18 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 12 6.41% GTSQNDPNWVVR 969 980 32.3 25.1 9.8 2 0 0 1,372.6604
A_18 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 12 6.41% QVTQSYWDTNPTR 1042 1054 95.8 25.1 81.2 2 0 0 1,595.7449
A_18 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 12 6.41% NALWHTGNTPGQVR 1078 1091 30.2 27.9 23.4 0 2 0 1,550.7823
A_19 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 21 12.70% FQDLVDAVR 75 83 36.6 28.7 15.2 2 0 0 1,062.5579
A_19 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 21 12.70% GFLLLASLR 87 95 66.6 25.0 55.7 2 0 0 989.6143
A_19 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 21 12.70% GGVNDNFQGVLQNVR 202 216 55.2 28.3 42.2 2 0 0 1,616.8140
A_19 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 21 12.70% TIVTTLQDSIR 289 299 36.7 27.7 32.8 2 0 0 1,246.7003
A_19 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 21 12.70% LCNSPSPQMNGKPCEGEAR 461 479 28.9 25.0 20.8 0 1 0 2,147.9269
A_19 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 21 12.70% LCNNPTPQFGGK 518 529 45.6 26.4 33.3 2 0 0 1,332.6367
A_19 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 21 12.70% FTGSQPFGQGVEHATANK 624 641 59.1 26.3 59.1 2 0 0 1,875.8985
A_19 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 21 12.70% DNCQYVYNVDQR 811 822 61.0 25.0 61.0 2 0 0 1,573.6700
A_19 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 21 12.70% FYVVMWK 1035 1041 21.9 25.9 11.7 1 0 0 988.4961
A_19 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 21 12.70% QVTQSYWDTNPTR 1042 1054 81.6 25.3 68.1 2 0 0 1,595.7449
A_19 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 21 12.70% AQGYSGLSVK 1055 1064 33.6 25.9 24.1 1 0 0 1,009.5313
A_19 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 21 12.70% NALWHTGNTPGQVR 1078 1091 26.0 28.0 18.3 0 2 0 1,550.7823
A_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.90% FQDLVDAVR 75 83 36.5 28.7 21.5 2 0 0 1,062.5579
A_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.90% GFLLLASLR 87 95 41.8 25.0 36.4 1 0 0 989.6143
A_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.90% AQLYIDCEK 165 173 24.5 25.3 17.8 1 0 0 1,139.5403
A_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.90% GGVNDNFQGVLQNVR 202 216 29.8 28.0 22.3 1 0 0 1,616.8140
A_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.90% TIVTTLQDSIR 289 299 35.9 27.7 27.0 2 0 0 1,246.7003
A_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.90% LCNSPSPQMNGKPCEGEAR 461 479 22.2 25.0 12.6 0 1 0 2,147.9269
A_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.90% LCNNPTPQFGGK 518 529 38.3 25.6 38.3 2 0 0 1,332.6367
A_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.90% FTGSQPFGQGVEHATANK 624 641 38.3 26.3 37.5 1 0 0 1,875.8985
A_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.90% DNCQYVYNVDQR 811 822 34.5 25.0 28.2 1 0 0 1,573.6700
A_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.90% QVTQSYWDTNPTR 1042 1054 87.7 25.3 79.3 2 0 0 1,595.7449
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% GPDPSSPAFR 51 60 19.0 25.0 19.0 1 0 0 1,030.4953
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% GFLLLASLR 87 95 64.3 25.0 45.9 2 0 0 989.6143
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% GGVNDNFQGVLQNVR 202 216 64.7 27.9 50.6 2 0 0 1,616.8140
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% TIVTTLQDSIR 289 299 52.7 27.7 42.1 2 0 0 1,246.7003
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% KVTEENKELANELR 300 313 21.9 28.0 18.2 0 1 0 1,672.8865
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% LCNSPSPQMNGKPCEGEAR 461 479 23.6 25.0 17.8 0 1 0 2,131.9320
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% LCNNPTPQFGGK 518 529 53.9 25.9 46.4 2 0 0 1,332.6367
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% DCVGDVTENQICNK 530 543 79.7 25.0 67.8 2 0 0 1,651.7053
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% CTSYPDGSWK 562 571 25.4 25.0 25.4 2 0 0 1,200.4991
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% FTGSQPFGQGVEHATANK 624 641 48.7 26.3 42.3 1 0 0 1,875.8985
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% KDNCPNLPNSGQEDYDK 715 731 24.4 25.0 13.7 0 1 0 1,993.8559
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% DNCQYVYNVDQR 811 822 64.5 25.0 59.8 2 2 0 1,573.6700
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% GTSQNDPNWVVR 969 980 44.8 25.8 21.0 2 0 0 1,372.6604
A_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 25 15.90% QVTQSYWDTNPTR 1042 1054 78.8 25.2 69.6 2 0 0 1,595.7449
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% GPDPSSPAFR 51 60 28.5 25.0 25.5 2 0 0 1,030.4953
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% FQDLVDAVR 75 83 42.5 28.7 17.0 2 0 0 1,062.5579
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% GGVNDNFQGVLQNVR 202 216 32.5 28.3 20.1 2 0 0 1,616.8140
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% TIVTTLQDSIR 289 299 49.7 27.7 41.5 2 0 0 1,246.7003
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% KVTEENKELANELR 300 313 56.9 28.0 46.5 2 2 0 1,672.8865
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% VTEENKELANELR 301 313 48.2 28.6 40.6 2 0 0 1,544.7915
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% LCNNPTPQFGGK 518 529 46.0 25.9 42.1 2 0 0 1,332.6367
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% DCVGDVTENQICNK 530 543 76.8 25.0 67.9 2 0 0 1,651.7053
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% CTSYPDGSWK 562 571 25.5 25.0 20.1 2 0 0 1,200.4991
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% FTGSQPFGQGVEHATANK 624 641 40.1 26.3 32.2 2 0 0 1,875.8985
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% DNCQYVYNVDQR 811 822 60.5 25.0 60.5 2 2 0 1,573.6700
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% FQMIPLDPK 960 968 23.6 28.3 17.5 1 0 0 1,088.5811
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% GTSQNDPNWVVR 969 980 35.7 25.8 11.7 1 0 0 1,372.6604
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% QVTQSYWDTNPTR 1042 1054 78.2 25.3 73.0 2 0 0 1,595.7449
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% AQGYSGLSVK 1055 1064 30.8 25.9 23.2 1 0 0 1,009.5313
A_22 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 15.60% NALWHTGNTPGQVR 1078 1091 42.3 27.7 40.9 2 0 0 1,550.7823
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% FQDLVDAVR 75 83 46.3 28.7 24.6 1 0 0 1,062.5579
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% GFLLLASLR 87 95 64.2 25.0 52.8 2 0 0 989.6143
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% DHSGQVFSVVSNGK 111 124 30.8 26.9 28.6 0 1 0 1,460.7128
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% AGTLDLSLTVQGK 125 137 39.3 27.2 30.0 1 0 0 1,302.7266
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% AQLYIDCEK 165 173 51.8 25.3 45.2 2 0 0 1,139.5403
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% GGVNDNFQGVLQNVR 202 216 80.4 28.2 64.2 2 0 0 1,616.8140
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% TIVTTLQDSIR 289 299 51.3 27.7 43.4 2 0 0 1,246.7003
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% KVTEENKELANELR 300 313 40.6 27.6 31.0 2 2 0 1,672.8865
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% LCNSPSPQMNGKPCEGEAR 461 479 29.9 25.0 22.7 0 1 0 2,147.9269
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% LCNNPTPQFGGK 518 529 47.8 25.6 43.5 2 0 0 1,332.6367
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% DCVGDVTENQICNK 530 543 62.2 25.0 50.0 2 0 0 1,651.7053
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% FTGSQPFGQGVEHATANK 624 641 47.4 26.3 40.7 2 0 0 1,875.8985
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% DNCQYVYNVDQR 811 822 76.6 25.0 74.6 2 0 0 1,573.6700
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% FQMIPLDPK 960 968 21.7 28.2 17.0 1 0 0 1,088.5811
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% QVTQSYWDTNPTR 1042 1054 56.5 25.3 48.0 2 0 0 1,595.7449
A_23 Thrombospondin‐1 TSP1_HUMAN 129,382 16 17 28 17.50% NALWHTGNTPGQVR 1078 1091 27.1 28.0 20.3 0 1 0 1,550.7823
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% LVKGPDPSSPAFR 48 60 34.0 27.0 28.6 0 1 0 1,370.7428
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% GPDPSSPAFR 51 60 35.6 25.0 33.3 2 0 0 1,030.4953
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% IEDANLIPPVPDDK 61 74 38.8 28.0 33.7 2 0 0 1,535.7955
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% FQDLVDAVR 75 83 37.5 28.3 21.6 2 0 0 1,062.5579
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% GFLLLASLR 87 95 64.0 25.0 53.7 2 0 0 989.6143
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% KDHSGQVFSVVSNGK 110 124 71.8 27.8 62.9 2 1 0 1,588.8078
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% DHSGQVFSVVSNGK 111 124 76.6 26.7 69.0 2 2 0 1,460.7128
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% AGTLDLSLTVQGK 125 137 65.0 27.1 46.3 2 0 0 1,302.7266
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% AQLYIDCEK 165 173 46.6 25.6 41.3 2 0 0 1,139.5403
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% GGVNDNFQGVLQNVR 202 216 80.4 28.1 64.6 3 0 0 1,616.8140
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% FVFGTTPEDILR 217 228 32.8 27.6 20.1 2 0 0 1,394.7316
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% TIVTTLQDSIR 289 299 57.1 27.4 47.6 2 0 0 1,246.7003
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% TIVTTLQDSIRK 289 300 57.1 25.0 57.1 2 1 0 1,374.7953
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% KVTEENKELANELR 300 313 92.1 28.0 81.7 2 0 0 1,672.8865
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% VTEENKELANELR 301 313 72.9 28.6 59.5 2 2 0 1,544.7915
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% RPPLCYHNGVQYR 314 326 26.8 27.2 19.5 2 0 0 1,659.8173
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% IRLCNSPSPQMNGKPCEGEAR 459 479 32.6 25.1 26.6 0 2 0 2,417.1121
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% LCNSPSPQMNGKPCEGEAR 461 479 31.1 25.0 26.4 0 3 0 2,147.9269
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% SRLCNNPTPQFGGK 516 529 33.7 27.7 22.1 2 0 0 1,575.7698
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% LCNNPTPQFGGK 518 529 46.2 26.1 44.0 2 0 0 1,332.6367
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% DCVGDVTENQICNK 530 543 81.6 25.0 66.6 2 1 0 1,651.7053
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% CTSYPDGSWK 562 571 32.1 25.0 32.0 2 0 0 1,200.4991
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% CENTDPGYNCLPCPPR 608 623 46.8 25.0 46.8 2 0 0 1,949.7941
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% FTGSQPFGQGVEHATANK 624 641 80.0 26.3 73.1 2 2 0 1,875.8985
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% CNYLGHYSDPMYR 663 675 18.4 25.0 18.4 1 1 0 1,691.6941
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% KDNCPNLPNSGQEDYDK 715 731 49.9 25.0 42.6 0 2 0 1,993.8559
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% DNCPNLPNSGQEDYDK 716 731 47.8 25.0 47.8 2 0 0 1,865.7609
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% DNCQYVYNVDQR 811 822 66.4 25.0 61.8 2 2 0 1,573.6700



A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% DTDMDGVGDQCDNCPLEHNPDQLDSDSDR 823 851 82.2 25.0 82.2 0 2 0 3,336.2601
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% FQMIPLDPK 960 968 43.6 28.9 30.5 4 0 0 1,104.5761
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% GTSQNDPNWVVR 969 980 40.0 25.1 20.1 3 0 0 1,372.6604
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% FYVVMWK 1035 1041 33.8 27.9 24.2 2 0 0 988.4961
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% QVTQSYWDTNPTR 1042 1054 86.7 25.2 75.9 2 0 0 1,595.7449
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% AQGYSGLSVK 1055 1064 35.6 25.8 24.2 3 0 0 1,009.5313
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% NALWHTGNTPGQVR 1078 1091 52.1 27.9 46.1 2 1 0 1,550.7823
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% KIMADSGPIYDK 1130 1141 50.5 27.0 32.5 2 0 0 1,353.6722
A_24 Thrombospondin‐1 TSP1_HUMAN 129,382 37 47 91 33.70% IMADSGPIYDKTYAGGR 1131 1147 45.2 26.2 41.2 0 2 0 1,830.8694
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% GPDPSSPAFR 51 60 20.1 25.0 10.0 1 0 0 1,030.4953
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% GFLLLASLR 87 95 70.8 25.0 58.4 2 0 0 989.6143
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% KDHSGQVFSVVSNGK 110 124 40.4 27.7 40.4 0 2 0 1,588.8078
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% AGTLDLSLTVQGK 125 137 42.1 27.1 29.9 2 0 0 1,302.7266
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% AQLYIDCEK 165 173 21.0 26.5 16.6 1 0 0 1,139.5403
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% GGVNDNFQGVLQNVR 202 216 84.1 28.2 62.1 2 0 0 1,616.8140
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% TIVTTLQDSIRK 289 300 54.3 25.0 50.9 1 0 0 1,374.7953
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% KVTEENKELANELR 300 313 47.7 27.5 39.5 2 2 0 1,672.8865
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% LCNSPSPQMNGKPCEGEAR 461 479 33.7 25.0 26.8 0 1 0 2,147.9269
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% LCNNPTPQFGGK 518 529 48.0 26.1 40.5 2 0 0 1,332.6367
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% DCVGDVTENQICNK 530 543 68.6 25.0 51.0 2 0 0 1,651.7053
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% CTSYPDGSWK 562 571 27.1 25.0 22.1 2 0 0 1,200.4991
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% FTGSQPFGQGVEHATANK 624 641 51.3 26.5 45.5 2 1 0 1,875.8985
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% DNCPNLPNSGQEDYDK 716 731 39.6 25.0 39.6 1 0 0 1,865.7609
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% FQMIPLDPK 960 968 27.7 28.2 19.8 1 0 0 1,088.5811
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% GTSQNDPNWVVR 969 980 33.1 25.7 19.7 2 0 0 1,372.6604
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% FYVVMWK 1035 1041 21.6 25.9 16.8 1 0 0 988.4961
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% QVTQSYWDTNPTR 1042 1054 79.8 25.2 70.5 2 0 0 1,595.7449
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% AQGYSGLSVK 1055 1064 22.1 25.9 10.4 1 0 0 1,009.5313
A_25 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 37 21.40% NALWHTGNTPGQVR 1078 1091 44.0 27.7 40.3 2 2 0 1,550.7823
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% FQDLVDAVR 75 83 46.0 28.3 31.8 2 0 0 1,062.5579
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% GFLLLASLR 87 95 53.5 25.0 42.3 2 0 0 989.6143
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% KDHSGQVFSVVSNGK 110 124 33.7 27.8 29.3 0 2 0 1,588.8078
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% DHSGQVFSVVSNGK 111 124 44.6 26.9 37.5 1 1 0 1,460.7128
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% TIVTTLQDSIR 289 299 46.5 27.7 37.9 2 0 0 1,246.7003
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% KVTEENKELANELR 300 313 32.2 27.7 24.0 0 2 0 1,672.8865
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% VTEENKELANELR 301 313 32.2 28.5 27.5 1 2 0 1,544.7915
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% LCNSPSPQMNGKPCEGEAR 461 479 26.9 25.0 26.9 0 1 0 2,147.9269
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% LCNNPTPQFGGK 518 529 43.1 25.6 37.0 2 0 0 1,332.6367
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% CTSYPDGSWK 562 571 36.2 25.0 36.2 1 0 0 1,200.4991
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% FTGSQPFGQGVEHATANK 624 641 59.0 26.5 53.8 2 0 0 1,875.8985
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% FQMIPLDPK 960 968 26.9 28.3 15.4 1 0 0 1,088.5811
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% GTSQNDPNWVVR 969 980 36.2 25.2 18.2 2 0 0 1,372.6604
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% QVTQSYWDTNPTR 1042 1054 67.3 25.3 63.3 2 0 0 1,595.7449
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% AQGYSGLSVK 1055 1064 21.5 25.9 13.0 1 0 0 1,009.5313
A_26 Thrombospondin‐1 TSP1_HUMAN 129,382 16 19 30 15.00% NALWHTGNTPGQVR 1078 1091 35.9 27.7 32.6 2 1 0 1,550.7823
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% GPDPSSPAFR 51 60 30.4 25.0 24.6 2 0 0 1,030.4953
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% FQDLVDAVR 75 83 43.5 28.7 17.0 2 0 0 1,062.5579
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% GFLLLASLR 87 95 56.0 25.0 44.6 2 0 0 989.6143
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% KDHSGQVFSVVSNGK 110 124 53.2 27.6 44.4 0 2 0 1,588.8078
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% AQLYIDCEK 165 173 24.3 25.3 16.2 2 0 0 1,139.5403
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% GGVNDNFQGVLQNVR 202 216 48.2 28.2 19.2 2 0 0 1,616.8140
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% LCNSPSPQMNGKPCEGEAR 461 479 29.6 25.0 24.4 0 1 0 2,147.9269
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% DCVGDVTENQICNK 530 543 60.0 25.0 60.0 2 0 0 1,651.7053
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% FTGSQPFGQGVEHATANK 624 641 47.4 25.8 42.3 2 0 0 1,875.8985
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% FQMIPLDPK 960 968 30.2 28.3 16.5 2 0 0 1,088.5811
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% GTSQNDPNWVVR 969 980 31.7 25.9 16.8 2 0 0 1,372.6604
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% FYVVMWK 1035 1041 22.5 25.9 15.3 1 0 0 988.4961
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% QVTQSYWDTNPTR 1042 1054 78.0 25.3 66.4 2 0 0 1,595.7449
A_27 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 27 14.80% NALWHTGNTPGQVR 1078 1091 23.7 27.7 16.3 1 2 0 1,550.7823
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% IEDANLIPPVPDDK 61 74 21.3 27.9 16.4 1 0 0 1,535.7955
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% FQDLVDAVR 75 83 45.7 28.7 23.7 2 0 0 1,062.5579
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% GFLLLASLR 87 95 67.3 25.0 54.0 2 0 0 989.6143
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% KDHSGQVFSVVSNGK 110 124 36.5 28.0 31.8 0 2 0 1,588.8078
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% AQLYIDCEK 165 173 43.1 25.3 40.5 2 0 0 1,139.5403
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% TIVTTLQDSIRK 289 300 24.9 25.0 21.9 0 1 0 1,374.7953
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% KVTEENKELANELR 300 313 34.9 27.6 28.6 0 2 0 1,672.8865
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% VTEENKELANELR 301 313 31.1 28.4 24.8 0 2 0 1,544.7915
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% LCNSPSPQMNGKPCEGEAR 461 479 22.9 25.0 16.3 0 1 0 2,147.9269
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% CTSYPDGSWK 562 571 27.0 25.0 19.4 2 0 0 1,200.4991
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% FTGSQPFGQGVEHATANK 624 641 44.0 26.0 37.0 2 1 0 1,875.8985
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% GTSQNDPNWVVR 969 980 29.8 25.4 12.1 2 0 0 1,372.6604
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% QVTQSYWDTNPTR 1042 1054 72.0 25.1 59.0 2 0 0 1,595.7449
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% AQGYSGLSVK 1055 1064 32.9 25.9 19.3 2 0 0 1,009.5313
A_28 Thrombospondin‐1 TSP1_HUMAN 129,382 15 17 30 15.10% NALWHTGNTPGQVR 1078 1091 36.6 28.0 28.1 2 2 0 1,550.7823
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% GPDPSSPAFR 51 60 42.7 25.0 37.3 2 0 0 1,030.4953
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% FQDLVDAVR 75 83 54.3 28.7 36.9 2 0 0 1,062.5579
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% GFLLLASLR 87 95 55.5 25.0 42.2 2 0 0 989.6143
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% KDHSGQVFSVVSNGK 110 124 34.8 27.8 30.4 2 2 0 1,588.8078
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% DHSGQVFSVVSNGK 111 124 41.9 26.8 33.9 2 2 0 1,460.7128
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% AQLYIDCEK 165 173 24.3 25.3 19.1 2 0 0 1,139.5403
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% GGVNDNFQGVLQNVR 202 216 60.3 28.0 40.0 2 0 0 1,616.8140
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% TIVTTLQDSIRK 289 300 43.7 25.0 36.7 2 0 0 1,374.7953
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% KVTEENKELANELR 300 313 49.2 28.1 37.8 2 0 0 1,672.8865
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% VTEENKELANELR 301 313 51.5 28.6 43.9 2 0 0 1,544.7915
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% RPPLCYHNGVQYR 314 326 29.6 27.4 26.3 0 2 0 1,659.8173
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% LCNSPSPQMNGKPCEGEAR 461 479 30.6 25.0 27.1 0 3 0 2,147.9269
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% LCNNPTPQFGGK 518 529 57.2 25.7 46.4 2 0 0 1,332.6367
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% DCVGDVTENQICNK 530 543 75.4 25.0 62.6 2 0 0 1,651.7053
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% CTSYPDGSWK 562 571 26.0 25.0 16.6 2 0 0 1,200.4991
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% CENTDPGYNCLPCPPR 608 623 40.8 25.0 40.8 1 0 0 1,949.7941
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% FTGSQPFGQGVEHATANK 624 641 59.9 26.3 50.6 2 2 0 1,875.8985
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% KDNCPNLPNSGQEDYDK 715 731 20.4 25.0 16.9 0 1 0 1,993.8559
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% DNCPNLPNSGQEDYDK 716 731 33.6 25.0 33.6 2 0 0 1,865.7609
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% DNCQYVYNVDQR 811 822 38.3 25.0 38.3 0 2 0 1,573.6700
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% FQMIPLDPK 960 968 31.4 28.2 23.5 1 0 0 1,088.5811
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% GTSQNDPNWVVR 969 980 44.8 25.8 29.6 2 0 0 1,372.6604
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% QVTQSYWDTNPTR 1042 1054 66.9 25.1 57.9 2 0 0 1,595.7449
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% AQGYSGLSVK 1055 1064 35.6 25.9 20.2 2 0 0 1,009.5313
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% NALWHTGNTPGQVR 1078 1091 53.5 27.9 47.5 2 2 0 1,550.7823
A_29 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 59 25.00% KIMADSGPIYDK 1130 1141 28.7 26.4 28.7 2 1 0 1,353.6722
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% GPDPSSPAFR 51 60 29.5 25.0 29.5 2 0 0 1,030.4953
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% IEDANLIPPVPDDK 61 74 42.2 28.0 38.1 2 0 0 1,535.7955
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% FQDLVDAVR 75 83 64.6 28.6 43.0 2 0 0 1,062.5579
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% GFLLLASLR 87 95 64.3 25.0 51.0 2 0 0 989.6143
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% KDHSGQVFSVVSNGK 110 124 76.0 27.7 70.3 2 2 0 1,588.8078
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% DHSGQVFSVVSNGK 111 124 60.3 26.8 50.0 0 2 0 1,460.7128
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% AQLYIDCEK 165 173 38.8 25.4 37.4 2 0 0 1,139.5403
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% GGVNDNFQGVLQNVR 202 216 68.9 28.2 50.6 2 0 0 1,616.8140
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% FVFGTTPEDILR 217 228 29.6 27.6 22.4 1 0 0 1,394.7316
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% TIVTTLQDSIRK 289 300 44.4 25.0 40.1 2 0 0 1,374.7953
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% KVTEENKELANELR 300 313 60.8 28.0 44.4 2 0 0 1,672.8865
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% VTEENKELANELR 301 313 44.8 28.4 36.9 0 2 0 1,544.7915



A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% RPPLCYHNGVQYR 314 326 28.3 27.2 28.3 0 2 0 1,659.8173
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% LCNSPSPQMNGKPCEGEAR 461 479 27.0 25.0 21.4 0 2 0 2,147.9269
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% DCVGDVTENQICNK 530 543 95.1 25.0 81.5 2 2 0 1,651.7053
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% CTSYPDGSWK 562 571 28.0 25.0 28.0 2 0 0 1,200.4991
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% CENTDPGYNCLPCPPR 608 623 68.5 25.0 68.5 2 2 0 1,949.7941
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% FTGSQPFGQGVEHATANK 624 641 62.8 26.1 58.7 2 2 0 1,875.8985
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% KDNCPNLPNSGQEDYDK 715 731 34.4 25.0 32.9 0 2 0 1,993.8559
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% DNCPNLPNSGQEDYDK 716 731 52.2 25.0 52.2 2 0 0 1,865.7609
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% DNCQYVYNVDQR 811 822 33.3 25.0 33.3 0 1 0 1,573.6700
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% FQMIPLDPK 960 968 43.6 28.3 35.4 1 0 0 1,088.5811
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% GTSQNDPNWVVR 969 980 36.2 25.1 17.2 2 0 0 1,372.6604
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% FYVVMWK 1035 1041 34.4 26.3 28.5 1 0 0 988.4961
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% QVTQSYWDTNPTR 1042 1054 64.3 25.2 52.0 2 0 0 1,595.7449
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% AQGYSGLSVK 1055 1064 36.1 26.9 22.0 2 0 0 1,009.5313
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% NALWHTGNTPGQVR 1078 1091 61.2 28.2 56.3 2 2 0 1,550.7823
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% KIMADSGPIYDK 1130 1141 49.7 26.2 38.0 1 2 0 1,353.6722
A_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 65 26.80% IMADSGPIYDK 1131 1141 39.6 25.0 29.2 2 0 0 1,225.5772
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% GPDPSSPAFR 51 60 32.2 25.0 32.2 2 0 0 1,030.4953
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% IEDANLIPPVPDDK 61 74 44.2 28.2 37.1 2 0 0 1,535.7955
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% FQDLVDAVR 75 83 50.9 28.7 33.7 2 0 0 1,062.5579
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% GFLLLASLR 87 95 70.6 25.0 50.7 2 0 0 989.6143
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% KDHSGQVFSVVSNGK 110 124 79.0 27.6 72.4 2 1 0 1,588.8078
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% DHSGQVFSVVSNGK 111 124 56.6 26.8 56.1 2 0 0 1,460.7128
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% AQLYIDCEK 165 173 36.4 25.6 29.7 2 0 0 1,139.5403
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% GGVNDNFQGVLQNVR 202 216 66.9 28.1 39.2 2 2 0 1,616.8140
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% FVFGTTPEDILR 217 228 21.4 27.0 14.4 2 0 0 1,394.7316
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% TIVTTLQDSIRK 289 300 51.8 25.0 51.8 2 0 0 1,374.7953
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% KVTEENKELANELR 300 313 66.1 27.5 56.0 2 0 0 1,672.8865
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% VTEENKELANELR 301 313 42.5 28.5 29.9 2 2 0 1,544.7915
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% RPPLCYHNGVQYR 314 326 35.2 27.1 32.8 2 2 0 1,659.8173
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% LCNSPSPQMNGKPCEGEAR 461 479 56.3 25.0 55.8 0 3 0 2,147.9269
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% DCVGDVTENQICNK 530 543 78.4 25.0 68.0 2 2 0 1,651.7053
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% CTSYPDGSWK 562 571 32.9 25.0 32.5 2 0 0 1,200.4991
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% CENTDPGYNCLPCPPR 608 623 54.7 25.0 54.7 2 0 0 1,949.7941
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% FTGSQPFGQGVEHATANK 624 641 54.5 26.5 51.2 2 2 0 1,875.8985
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% KDNCPNLPNSGQEDYDK 715 731 27.1 25.0 20.0 1 2 0 1,993.8559
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% DNCPNLPNSGQEDYDK 716 731 54.6 25.0 54.6 2 0 0 1,865.7609
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% DGIGDACDDDDDNDKIPDDR 732 751 36.5 25.0 36.5 0 2 0 2,235.8586
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% DNCQYVYNVDQR 811 822 35.9 25.0 29.5 0 2 0 1,573.6700
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% FQMIPLDPK 960 968 28.4 28.2 18.3 2 0 0 1,088.5811
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% GTSQNDPNWVVR 969 980 40.3 25.2 20.0 2 0 0 1,372.6604
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% FYVVMWK 1035 1041 37.0 25.9 26.4 3 0 0 988.4961
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% QVTQSYWDTNPTR 1042 1054 65.0 25.2 56.0 2 0 0 1,595.7449
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% AQGYSGLSVK 1055 1064 37.9 25.9 22.5 2 0 0 1,009.5313
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% NALWHTGNTPGQVR 1078 1091 46.6 27.9 37.4 2 2 0 1,550.7823
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% KIMADSGPIYDK 1130 1141 45.4 26.8 24.3 2 2 0 1,353.6722
A_31 Thrombospondin‐1 TSP1_HUMAN 129,382 30 41 78 28.50% IMADSGPIYDK 1131 1141 44.0 25.2 28.8 2 0 0 1,225.5772
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% GPDPSSPAFR 51 60 46.4 25.0 42.2 1 0 0 1,030.4953
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% IEDANLIPPVPDDK 61 74 30.8 28.2 22.3 2 0 0 1,535.7955
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% FQDLVDAVR 75 83 55.0 28.7 34.4 1 0 0 1,062.5579
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% GFLLLASLR 87 95 63.0 25.0 54.6 2 0 0 989.6143
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% KDHSGQVFSVVSNGK 110 124 52.4 28.0 48.9 0 2 0 1,588.8078
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% DHSGQVFSVVSNGK 111 124 47.0 26.9 40.5 2 0 0 1,460.7128
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% AQLYIDCEK 165 173 43.3 25.3 39.1 2 0 0 1,139.5403
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% FVFGTTPEDILR 217 228 27.8 27.6 19.5 2 0 0 1,394.7316
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% TIVTTLQDSIRK 289 300 30.9 25.0 30.9 2 0 0 1,374.7953
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% KVTEENKELANELR 300 313 78.0 27.7 57.6 2 0 0 1,672.8865
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% VTEENKELANELR 301 313 71.1 28.3 56.3 2 0 0 1,544.7915
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% LCNSPSPQMNGKPCEGEAR 461 479 39.3 25.0 34.0 0 3 0 2,147.9269
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% LCNNPTPQFGGK 518 529 32.0 26.5 31.7 1 0 0 1,332.6367
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% DCVGDVTENQICNK 530 543 73.8 25.0 61.6 2 1 0 1,651.7053
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% CTSYPDGSWK 562 571 35.3 25.0 31.1 2 0 0 1,200.4991
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% CENTDPGYNCLPCPPR 608 623 57.2 25.0 57.2 2 1 0 1,949.7941
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% FTGSQPFGQGVEHATANK 624 641 71.7 26.1 65.7 2 0 0 1,875.8985
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% KDNCPNLPNSGQEDYDK 715 731 33.2 25.0 26.8 0 2 0 1,993.8559
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% DNCPNLPNSGQEDYDK 716 731 45.1 25.0 45.1 2 0 0 1,865.7609
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% DNCQYVYNVDQR 811 822 33.4 25.0 27.7 0 2 0 1,573.6700
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% GTSQNDPNWVVR 969 980 37.2 25.4 18.3 2 0 0 1,372.6604
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% QVTQSYWDTNPTR 1042 1054 81.5 25.0 62.5 2 0 0 1,595.7449
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% AQGYSGLSVK 1055 1064 33.8 25.9 19.0 2 0 0 1,009.5313
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% NALWHTGNTPGQVR 1078 1091 49.9 27.9 45.9 2 2 0 1,550.7823
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% KIMADSGPIYDK 1130 1141 41.7 26.8 35.2 2 0 0 1,353.6722
A_32 Thrombospondin‐1 TSP1_HUMAN 129,382 26 30 54 24.10% IMADSGPIYDK 1131 1141 22.5 25.2 21.6 2 0 0 1,225.5772
B_06 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.05% FQDLVDAVR 75 83 43.8 28.7 23.4 2 0 0 1,062.5579
B_06 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.05% GGVNDNFQGVLQNVR 202 216 52.7 28.0 33.5 2 0 0 1,616.8140
B_07 Thrombospondin‐1 TSP1_HUMAN 129,382 7 8 13 6.07% IEDANLIPPVPDDK 61 74 28.5 28.1 28.5 1 0 0 1,535.7955
B_07 Thrombospondin‐1 TSP1_HUMAN 129,382 7 8 13 6.07% FQDLVDAVR 75 83 53.1 28.7 28.3 2 0 0 1,062.5579
B_07 Thrombospondin‐1 TSP1_HUMAN 129,382 7 8 13 6.07% GFLLLASLR 87 95 64.5 25.0 53.1 2 0 0 989.6143
B_07 Thrombospondin‐1 TSP1_HUMAN 129,382 7 8 13 6.07% KDHSGQVFSVVSNGK 110 124 37.8 27.8 37.8 0 1 0 1,588.8078
B_07 Thrombospondin‐1 TSP1_HUMAN 129,382 7 8 13 6.07% DHSGQVFSVVSNGK 111 124 48.2 26.9 43.2 0 2 0 1,460.7128
B_07 Thrombospondin‐1 TSP1_HUMAN 129,382 7 8 13 6.07% AQLYIDCEK 165 173 45.7 25.3 43.6 1 0 0 1,139.5403
B_07 Thrombospondin‐1 TSP1_HUMAN 129,382 7 8 13 6.07% GGVNDNFQGVLQNVR 202 216 86.5 27.9 70.9 2 2 0 1,616.8140
B_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 10 4.87% IEDANLIPPVPDDK 61 74 44.6 28.0 35.2 2 0 0 1,535.7955
B_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 10 4.87% GFLLLASLR 87 95 56.0 25.0 48.3 2 0 0 989.6143
B_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 10 4.87% SITLFVQEDR 155 164 61.6 27.8 53.2 2 0 0 1,207.6318
B_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 10 4.87% AQLYIDCEK 165 173 33.4 25.3 26.2 2 0 0 1,139.5403
B_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 10 4.87% GGVNDNFQGVLQNVR 202 216 64.2 28.3 51.0 2 0 0 1,616.8140
B_11 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.22% GGVNDNFQGVLQNVR 202 216 36.9 28.1 17.3 2 0 0 1,616.8140
B_11 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.22% TIVTTLQDSIR 289 299 22.9 27.7 18.9 1 0 0 1,246.7003
B_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.27% FQDLVDAVR 75 83 25.7 28.7 15.5 2 0 0 1,062.5579
B_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.27% KDHSGQVFSVVSNGK 110 124 18.6 27.8 15.5 0 1 0 1,588.8078
B_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.27% GGVNDNFQGVLQNVR 202 216 59.3 27.9 42.2 2 0 0 1,616.8140
B_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.27% TIVTTLQDSIR 289 299 51.7 27.7 42.0 2 0 0 1,246.7003
B_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 3.76% GPDPSSPAFR 51 60 24.5 25.0 20.2 1 0 0 1,030.4953
B_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 3.76% AQLYIDCEK 165 173 25.2 26.3 19.0 1 0 0 1,139.5403
B_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 3.76% TIVTTLQDSIR 289 299 32.6 27.6 20.9 2 0 0 1,246.7003
B_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 3.76% KVTEENKELANELR 300 313 22.5 27.6 11.6 0 1 0 1,672.8865
B_17 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.68% KDHSGQVFSVVSNGK 110 124 27.4 27.8 27.4 0 1 0 1,588.8078
B_17 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.68% GGVNDNFQGVLQNVR 202 216 55.3 28.3 20.8 2 0 0 1,616.8140
B_17 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.68% RPPLCYHNGVQYR 314 326 39.9 27.3 37.1 0 2 0 1,659.8173
B_18 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 12 10.30% KDHSGQVFSVVSNGK 110 124 29.9 27.8 26.6 0 2 0 1,588.8078
B_18 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 12 10.30% SITLFVQEDR 155 164 35.6 27.4 35.6 1 0 0 1,207.6318
B_18 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 12 10.30% GGVNDNFQGVLQNVR 202 216 68.7 28.2 50.2 2 0 0 1,616.8140
B_18 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 12 10.30% RPPLCYHNGVQYR 314 326 29.1 27.2 26.9 0 1 0 1,659.8173
B_18 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 12 10.30% LCNNPTPQFGGK 518 529 38.9 25.6 36.9 1 0 0 1,332.6367
B_18 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 12 10.30% FTGSQPFGQGVEHATANK 624 641 26.7 26.3 21.5 0 1 0 1,875.8985
B_18 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 12 10.30% DNCQYVYNVDQR 811 822 49.0 25.0 49.0 1 0 0 1,573.6700
B_18 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 12 10.30% GTSQNDPNWVVR 969 980 42.3 25.5 21.5 2 0 0 1,372.6604
B_18 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 12 10.30% NALWHTGNTPGQVR 1078 1091 20.0 27.7 11.9 0 1 0 1,550.7823
B_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.61% GGVNDNFQGVLQNVR 202 216 57.2 28.1 42.0 2 0 0 1,616.8140
B_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.61% TIVTTLQDSIR 289 299 32.6 27.6 31.1 2 0 0 1,246.7003
B_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.61% VTEENKELANELR 301 313 17.9 28.2 16.8 0 1 0 1,544.7915



B_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.61% RPPLCYHNGVQYR 314 326 35.4 27.2 35.4 0 2 0 1,659.8173
B_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.61% DNCQYVYNVDQR 811 822 62.6 25.0 62.6 2 0 0 1,573.6700
B_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.61% GTSQNDPNWVVR 969 980 36.8 25.8 14.9 2 0 0 1,372.6604
B_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.61% QVTQSYWDTNPTR 1042 1054 61.5 25.3 50.2 2 0 0 1,595.7449
B_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.80% FQDLVDAVR 75 83 30.3 28.3 15.4 2 0 0 1,062.5579
B_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.80% KDHSGQVFSVVSNGK 110 124 21.2 27.8 8.5 0 1 0 1,588.8078
B_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.80% SITLFVQEDR 155 164 25.3 28.3 22.1 1 0 0 1,207.6318
B_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.80% AQLYIDCEK 165 173 31.9 26.2 25.0 1 0 0 1,139.5403
B_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.80% GGVNDNFQGVLQNVR 202 216 48.8 28.3 33.4 2 0 0 1,616.8140
B_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.80% TIVTTLQDSIR 289 299 34.6 27.6 30.5 2 0 0 1,246.7003
B_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.80% KVTEENKELANELR 300 313 17.5 27.7 10.7 0 1 0 1,672.8865
B_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.80% LCNNPTPQFGGK 518 529 37.8 26.3 33.1 2 0 0 1,332.6367
B_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.80% FTGSQPFGQGVEHATANK 624 641 24.4 26.6 23.6 1 0 0 1,875.8985
B_20 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 14 10.80% QVTQSYWDTNPTR 1042 1054 69.1 25.1 60.8 1 0 0 1,595.7449
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% FQDLVDAVR 75 83 27.6 28.9 20.8 2 0 0 1,062.5579
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% KDHSGQVFSVVSNGK 110 124 26.8 27.6 25.0 0 1 0 1,588.8078
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% GGVNDNFQGVLQNVR 202 216 53.1 28.3 28.4 2 0 0 1,616.8140
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% TIVTTLQDSIR 289 299 46.7 27.7 35.9 2 0 0 1,246.7003
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% KVTEENKELANELR 300 313 20.8 27.6 15.9 0 1 0 1,672.8865
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% LCNNPTPQFGGK 518 529 49.7 26.1 42.3 2 0 0 1,332.6367
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% DCVGDVTENQICNK 530 543 86.4 25.0 78.6 2 0 0 1,651.7053
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% CTSYPDGSWK 562 571 25.3 25.0 25.3 2 0 0 1,200.4991
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% FTGSQPFGQGVEHATANK 624 641 50.5 26.5 46.5 2 0 0 1,875.8985
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% DNCPNLPNSGQEDYDK 716 731 37.2 25.0 36.5 2 0 0 1,865.7609
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% DNCQYVYNVDQR 811 822 61.5 25.0 59.0 2 0 0 1,573.6700
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% GTSQNDPNWVVR 969 980 40.4 25.8 22.8 2 0 0 1,372.6604
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% QVTQSYWDTNPTR 1042 1054 96.1 25.5 86.6 2 0 0 1,595.7449
B_21 Thrombospondin‐1 TSP1_HUMAN 129,382 14 15 28 15.80% NALWHTGNTPGQVR 1078 1091 37.0 27.7 32.5 2 2 0 1,550.7823
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% FQDLVDAVR 75 83 42.8 28.8 25.9 2 0 0 1,062.5579
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% GGVNDNFQGVLQNVR 202 216 74.1 28.3 61.3 2 0 0 1,616.8140
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% TIVTTLQDSIR 289 299 48.9 27.6 42.9 2 0 0 1,246.7003
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% KVTEENKELANELR 300 313 41.0 28.0 33.5 0 2 0 1,672.8865
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% DCVGDVTENQICNK 530 543 93.6 25.0 85.6 2 0 0 1,651.7053
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% CTSYPDGSWK 562 571 24.0 25.0 21.7 1 0 0 1,200.4991
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% CENTDPGYNCLPCPPR 608 623 35.0 25.0 35.0 1 0 0 1,949.7941
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% FTGSQPFGQGVEHATANK 624 641 46.1 26.5 39.0 2 0 0 1,875.8985
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% CNYLGHYSDPMYR 663 675 23.2 25.0 23.2 0 2 0 1,691.6941
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% DNCPNLPNSGQEDYDK 716 731 26.9 25.0 26.9 1 0 0 1,865.7609
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% DNCQYVYNVDQR 811 822 58.2 25.0 54.4 2 0 0 1,573.6700
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% GTSQNDPNWVVR 969 980 43.3 25.9 27.4 2 0 0 1,372.6604
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% QVTQSYWDTNPTR 1042 1054 64.2 25.1 54.8 2 0 0 1,595.7449
B_22 Thrombospondin‐1 TSP1_HUMAN 129,382 14 14 25 16.00% NALWHTGNTPGQVR 1078 1091 26.4 27.7 22.8 0 2 0 1,550.7823
B_23 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 21 13.10% GPDPSSPAFR 51 60 31.2 25.0 23.8 1 0 0 1,030.4953
B_23 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 21 13.10% AQLYIDCEK 165 173 25.1 26.5 19.0 1 0 0 1,139.5403
B_23 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 21 13.10% GGVNDNFQGVLQNVR 202 216 66.1 28.3 50.2 2 0 0 1,616.8140
B_23 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 21 13.10% TIVTTLQDSIR 289 299 50.1 27.6 42.1 2 0 0 1,246.7003
B_23 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 21 13.10% KVTEENKELANELR 300 313 38.8 27.9 28.0 1 2 0 1,672.8865
B_23 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 21 13.10% LCNNPTPQFGGK 518 529 42.1 26.3 36.7 2 0 0 1,332.6367
B_23 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 21 13.10% DCVGDVTENQICNK 530 543 82.8 25.0 73.7 2 0 0 1,651.7053
B_23 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 21 13.10% FTGSQPFGQGVEHATANK 624 641 59.6 26.7 58.9 2 0 0 1,875.8985
B_23 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 21 13.10% DNCPNLPNSGQEDYDK 716 731 21.9 25.0 21.9 1 0 0 1,865.7609
B_23 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 21 13.10% DNCQYVYNVDQR 811 822 64.9 25.0 64.9 2 0 0 1,573.6700
B_23 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 21 13.10% FQMIPLDPK 960 968 27.8 28.4 19.1 1 0 0 1,104.5761
B_23 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 21 13.10% QVTQSYWDTNPTR 1042 1054 69.6 25.2 64.3 2 0 0 1,595.7449
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% GPDPSSPAFR 51 60 36.8 25.0 32.5 2 0 0 1,030.4953
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% IEDANLIPPVPDDK 61 74 52.7 27.8 44.3 2 0 0 1,535.7955
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% FQDLVDAVR 75 83 51.4 28.3 22.7 2 0 0 1,062.5579
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% GFLLLASLR 87 95 64.9 25.0 52.5 2 0 0 989.6143
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% KDHSGQVFSVVSNGK 110 124 82.2 27.6 69.9 2 2 0 1,588.8078
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% DHSGQVFSVVSNGK 111 124 70.8 26.8 62.7 2 2 0 1,460.7128
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% AGTLDLSLTVQGK 125 137 36.4 27.1 31.7 1 0 0 1,302.7266
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% SITLFVQEDR 155 164 65.6 28.1 50.8 1 0 0 1,207.6318
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% AQLYIDCEK 165 173 34.8 26.5 32.2 2 0 0 1,139.5403
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% MENAELDVPIQSVFTR 174 189 50.5 27.6 40.2 2 0 0 1,864.9111
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% GGVNDNFQGVLQNVR 202 216 72.2 28.2 59.3 2 0 0 1,616.8140
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% FVFGTTPEDILR 217 228 38.7 27.8 25.5 1 0 0 1,394.7316
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% TIVTTLQDSIR 289 299 51.8 27.6 44.8 2 0 0 1,246.7003
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% TIVTTLQDSIRK 289 300 50.9 25.4 50.8 2 1 0 1,374.7953
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% KVTEENKELANELR 300 313 80.8 27.9 53.8 1 0 0 1,672.8865
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% VTEENKELANELR 301 313 88.7 28.6 76.7 2 2 0 1,544.7915
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% RPPLCYHNGVQYR 314 326 39.6 27.3 39.6 2 2 0 1,659.8173
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% LCNSPSPQMNGKPCEGEAR 461 479 36.2 25.0 32.9 0 4 0 2,131.9320
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% LCNNPTPQFGGK 518 529 53.7 26.1 47.0 2 0 0 1,332.6367
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% DCVGDVTENQICNK 530 543 99.9 25.0 86.5 2 2 0 1,651.7053
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% CTSYPDGSWK 562 571 28.8 25.0 28.8 1 0 0 1,200.4991
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% CENTDPGYNCLPCPPR 608 623 77.5 25.0 77.5 2 0 0 1,949.7941
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% FTGSQPFGQGVEHATANK 624 641 59.6 26.3 53.8 2 2 0 1,875.8985
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% CNYLGHYSDPMYR 663 675 37.5 25.0 37.5 0 2 0 1,691.6941
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% KDNCPNLPNSGQEDYDK 715 731 37.9 25.0 34.9 1 2 0 1,993.8559
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% DNCPNLPNSGQEDYDK 716 731 43.8 25.0 43.8 2 0 0 1,865.7609
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% DGIGDACDDDDDNDKIPDDR 732 751 49.0 25.0 48.6 0 2 0 2,235.8586
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% DNCQYVYNVDQR 811 822 54.0 25.0 54.0 3 2 0 1,573.6700
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% FQMIPLDPK 960 968 28.0 28.3 13.5 4 0 0 1,088.5811
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% GTSQNDPNWVVR 969 980 42.5 25.9 23.6 4 0 0 1,372.6604
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% FYVVMWK 1035 1041 25.9 27.9 18.2 1 0 0 988.4961
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% QVTQSYWDTNPTR 1042 1054 96.4 25.3 77.0 2 0 0 1,595.7449
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% AQGYSGLSVK 1055 1064 36.1 25.5 22.0 2 0 0 1,009.5313
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% NALWHTGNTPGQVR 1078 1091 49.8 27.7 42.3 2 2 0 1,550.7823
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% KIMADSGPIYDK 1130 1141 35.5 26.9 26.6 2 0 0 1,353.6722
B_24 Thrombospondin‐1 TSP1_HUMAN 129,382 36 48 90 34.50% IMADSGPIYDKTYAGGR 1131 1147 35.9 26.5 33.8 0 1 0 1,830.8694
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% IEDANLIPPVPDDK 61 74 22.7 27.9 5.0 1 0 0 1,535.7955
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% FQDLVDAVR 75 83 36.0 28.3 22.3 2 0 0 1,062.5579
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% KDHSGQVFSVVSNGK 110 124 36.3 27.6 33.3 0 2 0 1,588.8078
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% DHSGQVFSVVSNGK 111 124 31.5 26.9 31.0 1 0 0 1,460.7128
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% AGTLDLSLTVQGK 125 137 45.2 27.1 25.6 2 0 0 1,302.7266
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% GGVNDNFQGVLQNVR 202 216 61.5 28.3 42.7 2 0 0 1,616.8140
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% LCNNPTPQFGGK 518 529 43.3 25.6 35.2 2 0 0 1,332.6367
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% DCVGDVTENQICNK 530 543 65.1 25.0 52.4 2 0 0 1,651.7053
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% CTSYPDGSWK 562 571 33.1 25.0 33.1 1 0 0 1,200.4991
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% FTGSQPFGQGVEHATANK 624 641 59.0 26.6 52.6 2 2 0 1,875.8985
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% DNCQYVYNVDQR 811 822 59.5 25.0 56.9 2 0 0 1,573.6700
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% GTSQNDPNWVVR 969 980 36.3 25.8 22.2 2 0 0 1,372.6604
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% QVTQSYWDTNPTR 1042 1054 78.4 25.1 71.2 2 0 0 1,595.7449
B_25 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 28 14.60% NALWHTGNTPGQVR 1078 1091 33.7 28.1 33.7 2 1 0 1,550.7823
B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% FQDLVDAVR 75 83 40.5 28.3 24.4 1 0 0 1,062.5579
B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% KDHSGQVFSVVSNGK 110 124 29.2 27.6 29.2 0 2 0 1,588.8078
B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% AGTLDLSLTVQGK 125 137 28.2 27.3 19.6 1 0 0 1,302.7266
B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% SITLFVQEDR 155 164 49.5 28.3 42.6 2 0 0 1,207.6318
B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% AQLYIDCEK 165 173 28.8 26.5 28.8 1 0 0 1,139.5403
B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% GGVNDNFQGVLQNVR 202 216 59.0 28.3 42.0 2 0 0 1,616.8140
B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% TIVTTLQDSIR 289 299 42.4 27.7 34.7 2 0 0 1,246.7003
B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% KVTEENKELANELR 300 313 32.9 28.0 22.0 0 2 0 1,672.8865



B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% LCNNPTPQFGGK 518 529 44.5 26.1 27.5 2 0 0 1,332.6367
B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% FTGSQPFGQGVEHATANK 624 641 44.1 26.6 44.1 1 2 0 1,875.8985
B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% GTSQNDPNWVVR 969 980 28.9 25.7 12.0 2 0 0 1,372.6604
B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% QVTQSYWDTNPTR 1042 1054 61.5 25.5 54.0 2 0 0 1,595.7449
B_26 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 23 14.10% NALWHTGNTPGQVR 1078 1091 28.6 28.0 18.1 1 0 0 1,550.7823
B_27 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 18 11.90% FQDLVDAVR 75 83 43.0 28.3 25.7 2 0 0 1,062.5579
B_27 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 18 11.90% KDHSGQVFSVVSNGK 110 124 42.8 27.6 39.0 0 2 0 1,588.8078
B_27 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 18 11.90% AQLYIDCEK 165 173 38.5 26.5 35.8 1 0 0 1,139.5403
B_27 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 18 11.90% GGVNDNFQGVLQNVR 202 216 65.0 28.3 36.5 2 0 0 1,616.8140
B_27 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 18 11.90% DCVGDVTENQICNK 530 543 66.3 25.0 56.3 2 0 0 1,651.7053
B_27 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 18 11.90% CTSYPDGSWK 562 571 36.1 25.0 36.1 1 0 0 1,200.4991
B_27 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 18 11.90% FTGSQPFGQGVEHATANK 624 641 38.9 26.5 36.8 2 0 0 1,875.8985
B_27 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 18 11.90% GTSQNDPNWVVR 969 980 40.1 25.7 22.6 2 0 0 1,372.6604
B_27 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 18 11.90% QVTQSYWDTNPTR 1042 1054 82.9 25.5 76.8 2 0 0 1,595.7449
B_27 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 18 11.90% AQGYSGLSVK 1055 1064 20.9 25.5 8.2 1 0 0 1,009.5313
B_27 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 18 11.90% NALWHTGNTPGQVR 1078 1091 30.2 27.8 22.9 1 0 0 1,550.7823
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% IEDANLIPPVPDDK 61 74 25.6 27.8 24.5 2 0 0 1,535.7955
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% FQDLVDAVR 75 83 39.8 28.3 19.0 2 0 0 1,062.5579
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% KDHSGQVFSVVSNGK 110 124 44.7 27.6 40.3 0 1 0 1,588.8078
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% AQLYIDCEK 165 173 38.5 26.5 38.1 2 0 0 1,139.5403
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% GGVNDNFQGVLQNVR 202 216 64.6 28.3 51.4 2 0 0 1,616.8140
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% LCNNPTPQFGGK 518 529 42.4 26.1 27.2 1 0 0 1,332.6367
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% CTSYPDGSWK 562 571 22.7 25.0 22.2 1 0 0 1,200.4991
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% FTGSQPFGQGVEHATANK 624 641 43.4 26.5 43.4 2 0 0 1,875.8985
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% DNCQYVYNVDQR 811 822 17.4 25.0 3.4 0 1 0 1,573.6700
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% GTSQNDPNWVVR 969 980 31.6 25.8 18.0 2 0 0 1,372.6604
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% QVTQSYWDTNPTR 1042 1054 82.2 25.1 73.2 2 0 0 1,595.7449
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% AQGYSGLSVK 1055 1064 27.0 25.5 23.5 2 0 0 1,009.5313
B_28 Thrombospondin‐1 TSP1_HUMAN 129,382 13 14 24 13.90% NALWHTGNTPGQVR 1078 1091 44.2 27.7 35.6 2 2 0 1,550.7823
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% IEDANLIPPVPDDK 61 74 29.5 28.1 18.8 1 0 0 1,535.7955
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% FQDLVDAVR 75 83 46.6 28.8 25.5 2 0 0 1,062.5579
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% GFLLLASLR 87 95 67.3 25.0 56.2 2 0 0 989.6143
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% KDHSGQVFSVVSNGK 110 124 39.2 27.8 34.7 2 2 0 1,588.8078
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% AGTLDLSLTVQGK 125 137 41.1 27.1 27.8 2 0 0 1,302.7266
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% AQLYIDCEK 165 173 40.2 26.3 38.9 2 0 0 1,139.5403
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% GGVNDNFQGVLQNVR 202 216 59.1 28.3 41.4 2 0 0 1,616.8140
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% KVTEENKELANELR 300 313 55.2 27.8 41.6 2 0 0 1,672.8865
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% VTEENKELANELR 301 313 68.3 28.4 51.3 2 2 0 1,544.7915
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% RPPLCYHNGVQYR 314 326 37.1 27.6 35.8 0 2 0 1,659.8173
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% LCNSPSPQMNGKPCEGEAR 461 479 19.7 25.0 13.5 0 1 0 2,147.9269
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% LCNNPTPQFGGK 518 529 62.0 26.1 53.1 2 0 0 1,332.6367
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% DCVGDVTENQICNK 530 543 78.0 25.0 65.5 2 0 0 1,651.7053
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% CTSYPDGSWK 562 571 27.3 25.0 26.4 1 0 0 1,200.4991
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% FTGSQPFGQGVEHATANK 624 641 50.5 26.6 42.5 2 2 0 1,875.8985
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% KDNCPNLPNSGQEDYDK 715 731 25.0 25.0 23.5 0 1 0 1,993.8559
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% DNCPNLPNSGQEDYDK 716 731 50.1 25.0 50.1 2 0 0 1,865.7609
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% GTSQNDPNWVVR 969 980 37.9 25.6 21.3 2 0 0 1,372.6604
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% FYVVMWK 1035 1041 30.1 28.0 21.3 1 0 0 988.4961
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% QVTQSYWDTNPTR 1042 1054 78.4 25.2 61.2 2 0 0 1,595.7449
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% AQGYSGLSVK 1055 1064 38.0 25.5 22.2 1 0 0 1,009.5313
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% NALWHTGNTPGQVR 1078 1091 55.6 28.1 49.6 2 2 0 1,550.7823
B_29 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 47 22.90% IMADSGPIYDK 1131 1141 28.3 25.2 8.1 1 0 0 1,225.5772
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% IEDANLIPPVPDDK 61 74 47.2 27.8 37.9 2 0 0 1,535.7955
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% FQDLVDAVR 75 83 43.1 28.8 21.0 2 0 0 1,062.5579
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% GFLLLASLR 87 95 64.8 25.0 49.1 2 0 0 989.6143
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% KDHSGQVFSVVSNGK 110 124 56.4 27.8 52.1 2 2 0 1,588.8078
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% DHSGQVFSVVSNGK 111 124 48.8 26.8 45.4 0 2 0 1,460.7128
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% FVFGTTPEDILR 217 228 29.6 27.8 24.1 2 0 0 1,394.7316
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% TIVTTLQDSIRK 289 300 49.5 25.0 49.5 2 0 0 1,374.7953
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% KVTEENKELANELR 300 313 79.4 27.8 65.9 2 0 0 1,672.8865
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% VTEENKELANELR 301 313 68.6 28.6 55.8 2 2 0 1,544.7915
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% RPPLCYHNGVQYR 314 326 31.0 27.3 31.0 1 2 0 1,659.8173
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% LCNSPSPQMNGKPCEGEAR 461 479 28.1 25.0 26.4 0 1 0 2,131.9320
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% DCVGDVTENQICNK 530 543 98.2 25.0 87.3 2 2 0 1,651.7053
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% CTSYPDGSWK 562 571 46.1 25.0 38.5 2 0 0 1,200.4991
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% CENTDPGYNCLPCPPR 608 623 28.2 25.0 28.2 0 2 0 1,949.7941
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% FTGSQPFGQGVEHATANK 624 641 50.2 26.3 37.5 2 2 0 1,875.8985
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% CNYLGHYSDPMYR 663 675 33.7 25.0 33.7 2 2 0 1,691.6941
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% KDNCPNLPNSGQEDYDK 715 731 33.8 25.0 31.4 0 2 0 1,993.8559
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% DNCPNLPNSGQEDYDK 716 731 46.9 25.0 46.9 2 0 0 1,865.7609
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% DGIGDACDDDDDNDKIPDDR 732 751 44.3 25.0 44.3 0 1 0 2,235.8586
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% DNCQYVYNVDQR 811 822 43.3 25.0 43.3 0 2 0 1,573.6700
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% FQMIPLDPK 960 968 32.0 28.3 24.7 2 0 0 1,088.5811
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% GTSQNDPNWVVR 969 980 45.8 25.8 25.2 2 0 0 1,372.6604
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% QVTQSYWDTNPTR 1042 1054 95.0 25.2 88.9 2 0 0 1,595.7449
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% NALWHTGNTPGQVR 1078 1091 46.5 28.1 38.5 2 2 0 1,550.7823
B_30 Thrombospondin‐1 TSP1_HUMAN 129,382 25 32 61 25.20% IMADSGPIYDK 1131 1141 33.2 25.6 21.5 2 0 0 1,225.5772
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% GPDPSSPAFR 51 60 27.4 25.0 27.4 2 0 0 1,030.4953
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% IEDANLIPPVPDDK 61 74 47.3 27.9 37.7 2 0 0 1,535.7955
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% GFLLLASLR 87 95 64.5 25.0 53.9 2 0 0 989.6143
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% KDHSGQVFSVVSNGK 110 124 43.0 27.6 41.7 2 2 0 1,588.8078
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% DHSGQVFSVVSNGK 111 124 56.4 26.7 50.5 2 2 0 1,460.7128
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% GGVNDNFQGVLQNVR 202 216 89.9 28.3 68.4 2 2 0 1,616.8140
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% TIVTTLQDSIRK 289 300 40.1 25.5 35.3 2 0 0 1,374.7953
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% KVTEENKELANELR 300 313 78.8 27.9 68.3 2 0 0 1,672.8865
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% VTEENKELANELR 301 313 58.3 28.3 51.3 2 2 0 1,544.7915
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% RPPLCYHNGVQYR 314 326 41.5 27.2 36.3 1 2 0 1,659.8173
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% LCNSPSPQMNGKPCEGEAR 461 479 26.7 25.0 19.3 0 2 0 2,131.9320
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% LCNNPTPQFGGK 518 529 59.2 26.1 51.2 2 0 0 1,332.6367
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% DCVGDVTENQICNK 530 543 96.9 25.0 79.2 2 2 0 1,651.7053
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% CTSYPDGSWK 562 571 27.9 25.0 22.6 1 0 0 1,200.4991
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% CENTDPGYNCLPCPPR 608 623 36.0 25.0 35.7 0 2 0 1,949.7941
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% FTGSQPFGQGVEHATANK 624 641 54.9 26.6 53.8 2 2 0 1,875.8985
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% CNYLGHYSDPMYR 663 675 31.9 25.0 29.9 2 0 0 1,691.6941
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% KDNCPNLPNSGQEDYDK 715 731 30.9 25.0 27.6 0 2 0 1,993.8559
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% DNCPNLPNSGQEDYDK 716 731 40.6 25.0 40.6 2 0 0 1,865.7609
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% DGIGDACDDDDDNDKIPDDR 732 751 48.4 25.0 48.4 0 2 0 2,235.8586
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% DNCQYVYNVDQR 811 822 43.8 25.0 43.8 0 2 0 1,573.6700
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% FQMIPLDPK 960 968 28.1 28.3 13.6 2 0 0 1,088.5811
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% GTSQNDPNWVVR 969 980 35.8 25.8 16.7 2 0 0 1,372.6604
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% FYVVMWK 1035 1041 23.7 26.7 19.2 1 0 0 972.5011
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% NALWHTGNTPGQVR 1078 1091 40.5 27.7 33.6 2 2 0 1,550.7823
B_31 Thrombospondin‐1 TSP1_HUMAN 129,382 26 35 64 26.10% IMADSGPIYDK 1131 1141 23.8 25.2 11.0 1 0 0 1,225.5772
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% IEDANLIPPVPDDK 61 74 43.3 28.0 34.7 2 0 0 1,535.7955
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% GFLLLASLR 87 95 66.0 25.0 54.9 2 0 0 989.6143
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% KDHSGQVFSVVSNGK 110 124 38.6 27.6 35.5 2 2 0 1,588.8078
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% DHSGQVFSVVSNGK 111 124 56.8 26.9 52.3 2 0 0 1,460.7128
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% AQLYIDCEK 165 173 29.7 26.2 29.7 2 0 0 1,139.5403
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% FVFGTTPEDILR 217 228 31.6 27.8 22.8 1 0 0 1,394.7316
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% TIVTTLQDSIRK 289 300 39.8 25.0 36.9 2 0 0 1,374.7953
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% KVTEENKELANELR 300 313 44.2 27.7 37.8 2 0 0 1,672.8865
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% VTEENKELANELR 301 313 70.8 28.7 59.5 2 0 0 1,544.7915



B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% RPPLCYHNGVQYR 314 326 36.2 27.5 28.4 0 1 0 1,659.8173
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% LCNNPTPQFGGK 518 529 51.7 26.1 46.7 2 0 0 1,332.6367
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% DCVGDVTENQICNK 530 543 86.2 25.0 71.2 2 0 0 1,651.7053
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% FTGSQPFGQGVEHATANK 624 641 54.0 26.6 47.6 2 2 0 1,875.8985
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% KDNCPNLPNSGQEDYDK 715 731 29.6 25.0 29.6 0 2 0 1,993.8559
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% DNCPNLPNSGQEDYDK 716 731 46.1 25.0 37.7 2 0 0 1,865.7609
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% DNCQYVYNVDQR 811 822 21.7 25.0 17.8 0 2 0 1,573.6700
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% GTSQNDPNWVVR 969 980 31.6 25.6 17.4 2 0 0 1,372.6604
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% QVTQSYWDTNPTR 1042 1054 83.1 25.5 72.3 2 0 0 1,595.7449
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% AQGYSGLSVK 1055 1064 44.8 26.6 33.5 2 0 0 1,009.5313
B_32 Thrombospondin‐1 TSP1_HUMAN 129,382 20 23 44 18.70% NALWHTGNTPGQVR 1078 1091 62.1 27.7 52.8 2 2 0 1,550.7823
C_03 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.65% GPDPSSPAFR 51 60 19.1 25.0 17.5 2 0 0 1,030.4953
C_03 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.65% FQDLVDAVR 75 83 39.3 28.7 24.0 2 0 0 1,062.5579
C_03 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.65% LCNNPTPQFGGK 518 529 40.1 26.4 35.2 2 0 0 1,332.6367
C_04 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 6 4.53% GPDPSSPAFR 51 60 31.3 25.0 24.0 2 0 0 1,030.4953
C_04 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 6 4.53% FQDLVDAVR 75 83 34.8 28.7 12.2 1 0 0 1,062.5579
C_04 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 6 4.53% SITLFVQEDR 155 164 35.8 28.3 28.5 1 0 0 1,207.6318
C_04 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 6 4.53% AQGYSGLSVK 1055 1064 22.7 26.9 6.3 1 0 0 1,009.5313
C_04 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 6 4.53% NALWHTGNTPGQVR 1078 1091 31.1 28.2 26.9 1 0 0 1,550.7823
C_05 Thrombospondin‐1 TSP1_HUMAN 129,382 2 3 4 2.31% QVTQSYWDTNPTR 1042 1054 69.1 25.3 61.3 2 0 0 1,595.7449
C_05 Thrombospondin‐1 TSP1_HUMAN 129,382 2 3 4 2.31% NALWHTGNTPGQVR 1078 1091 19.8 28.0 12.8 1 1 0 1,550.7823
C_06 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 9 5.30% FQDLVDAVR 75 83 40.5 28.6 22.7 2 0 0 1,062.5579
C_06 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 9 5.30% DHSGQVFSVVSNGK 111 124 45.0 26.9 32.3 0 1 0 1,460.7128
C_06 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 9 5.30% SITLFVQEDR 155 164 49.6 28.3 39.1 2 0 0 1,207.6318
C_06 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 9 5.30% GGVNDNFQGVLQNVR 202 216 48.9 28.0 31.9 2 0 0 1,616.8140
C_06 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 9 5.30% NALWHTGNTPGQVR 1078 1091 37.5 27.9 32.8 2 0 0 1,550.7823
C_07 Thrombospondin‐1 TSP1_HUMAN 129,382 6 7 14 6.24% FQDLVDAVR 75 83 35.9 28.6 16.2 2 0 0 1,062.5579
C_07 Thrombospondin‐1 TSP1_HUMAN 129,382 6 7 14 6.24% AGTLDLSLTVQGK 125 137 48.2 27.8 40.6 2 0 0 1,302.7266
C_07 Thrombospondin‐1 TSP1_HUMAN 129,382 6 7 14 6.24% SITLFVQEDR 155 164 46.5 27.4 46.5 2 0 0 1,207.6318
C_07 Thrombospondin‐1 TSP1_HUMAN 129,382 6 7 14 6.24% GGVNDNFQGVLQNVR 202 216 53.7 28.0 39.6 2 0 0 1,616.8140
C_07 Thrombospondin‐1 TSP1_HUMAN 129,382 6 7 14 6.24% GTSQNDPNWVVR 969 980 22.4 25.1 11.1 2 0 0 1,372.6604
C_07 Thrombospondin‐1 TSP1_HUMAN 129,382 6 7 14 6.24% NALWHTGNTPGQVR 1078 1091 40.4 27.9 31.0 2 2 0 1,550.7823
C_08 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 3.50% GPDPSSPAFR 51 60 22.8 25.0 16.9 1 0 0 1,030.4953
C_08 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 3.50% FQDLVDAVR 75 83 25.9 28.7 10.6 1 0 0 1,062.5579
C_08 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 3.50% SITLFVQEDR 155 164 49.0 28.3 35.6 2 0 0 1,207.6318
C_08 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 3.50% GTSQNDPNWVVR 969 980 27.9 25.8 8.3 2 0 0 1,372.6604
C_09 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 20 10.50% IEDANLIPPVPDDK 61 74 37.6 28.0 28.3 2 0 0 1,535.7955
C_09 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 20 10.50% FQDLVDAVR 75 83 29.1 28.6 15.6 1 0 0 1,062.5579
C_09 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 20 10.50% KDHSGQVFSVVSNGK 110 124 50.6 28.0 41.0 2 1 0 1,588.8078
C_09 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 20 10.50% SITLFVQEDR 155 164 49.2 27.8 28.1 2 0 0 1,207.6318
C_09 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 20 10.50% AQLYIDCEK 165 173 37.1 25.3 27.9 2 0 0 1,139.5403
C_09 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 20 10.50% GGVNDNFQGVLQNVR 202 216 69.1 27.9 55.2 2 2 0 1,616.8140
C_09 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 20 10.50% FVFGTTPEDILR 217 228 34.9 27.0 24.0 1 0 0 1,394.7316
C_09 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 20 10.50% GTSQNDPNWVVR 969 980 36.1 25.8 16.4 2 0 0 1,372.6604
C_09 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 20 10.50% QVTQSYWDTNPTR 1042 1054 53.5 25.0 48.7 1 0 0 1,595.7449
C_09 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 20 10.50% NALWHTGNTPGQVR 1078 1091 35.2 28.2 30.3 2 0 0 1,550.7823
C_10 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.21% GPDPSSPAFR 51 60 22.1 25.0 16.9 1 0 0 1,030.4953
C_10 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.21% GGVNDNFQGVLQNVR 202 216 50.6 28.0 40.5 2 0 0 1,616.8140
C_10 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.21% TIVTTLQDSIR 289 299 42.5 27.6 32.2 2 0 0 1,246.7003
C_10 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.21% GTSQNDPNWVVR 969 980 28.4 25.6 13.9 1 0 0 1,372.6604
C_10 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.21% QVTQSYWDTNPTR 1042 1054 50.1 25.1 42.1 2 0 0 1,595.7449
C_11 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.41% GPDPSSPAFR 51 60 19.4 25.0 19.3 1 0 0 1,030.4953
C_11 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.41% GGVNDNFQGVLQNVR 202 216 50.8 27.8 25.2 2 0 0 1,616.8140
C_11 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.41% TIVTTLQDSIR 289 299 55.8 27.8 47.2 2 0 0 1,246.7003
C_11 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.41% GTSQNDPNWVVR 969 980 37.4 25.4 15.1 2 0 0 1,372.6604
C_11 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.41% QVTQSYWDTNPTR 1042 1054 82.5 25.1 67.5 2 0 0 1,595.7449
C_11 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.41% NALWHTGNTPGQVR 1078 1091 47.5 27.9 47.5 2 0 0 1,550.7823
C_12 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 24 10.60% IEDANLIPPVPDDK 61 74 37.6 28.0 32.3 1 0 0 1,535.7955
C_12 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 24 10.60% FQDLVDAVR 75 83 37.8 28.6 26.4 2 0 0 1,062.5579
C_12 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 24 10.60% GFLLLASLR 87 95 66.2 25.0 58.4 2 0 0 989.6143
C_12 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 24 10.60% KDHSGQVFSVVSNGK 110 124 46.1 28.0 45.1 1 2 0 1,588.8078
C_12 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 24 10.60% SITLFVQEDR 155 164 63.1 28.0 54.8 2 0 0 1,207.6318
C_12 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 24 10.60% GGVNDNFQGVLQNVR 202 216 60.5 28.0 45.6 2 0 0 1,616.8140
C_12 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 24 10.60% TIVTTLQDSIR 289 299 52.2 27.7 43.1 2 0 0 1,246.7003
C_12 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 24 10.60% TIVTTLQDSIRK 289 300 35.3 25.0 35.3 2 0 0 1,374.7953
C_12 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 24 10.60% KVTEENKELANELR 300 313 43.7 27.7 30.7 2 0 0 1,672.8865
C_12 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 24 10.60% VTEENKELANELR 301 313 48.9 28.7 41.3 2 0 0 1,544.7915
C_12 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 24 10.60% QVTQSYWDTNPTR 1042 1054 77.2 25.2 69.8 2 0 0 1,595.7449
C_12 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 24 10.60% NALWHTGNTPGQVR 1078 1091 37.7 28.2 28.4 0 2 0 1,550.7823
C_13 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 4.79% SITLFVQEDR 155 164 32.7 27.8 28.3 2 0 0 1,207.6318
C_13 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 4.79% AQLYIDCEK 165 173 20.1 25.3 8.6 1 0 0 1,139.5403
C_13 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 4.79% TIVTTLQDSIR 289 299 38.2 27.8 31.2 2 0 0 1,246.7003
C_13 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 4.79% TIVTTLQDSIRK 289 300 23.7 25.0 21.5 1 0 0 1,374.7953
C_13 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 4.79% GTSQNDPNWVVR 969 980 34.3 25.4 17.7 2 0 0 1,372.6604
C_13 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 4.79% QVTQSYWDTNPTR 1042 1054 65.3 25.1 53.5 2 0 0 1,595.7449
C_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 16 8.55% FQDLVDAVR 75 83 32.1 28.7 20.9 2 0 0 1,062.5579
C_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 16 8.55% KDHSGQVFSVVSNGK 110 124 34.0 27.8 30.9 0 2 0 1,588.8078
C_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 16 8.55% SITLFVQEDR 155 164 46.2 28.0 40.4 2 0 0 1,207.6318
C_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 16 8.55% GGVNDNFQGVLQNVR 202 216 59.8 28.0 44.8 2 0 0 1,616.8140
C_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 16 8.55% DNCQYVYNVDQR 811 822 62.5 25.0 61.3 2 0 0 1,573.6700
C_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 16 8.55% GTSQNDPNWVVR 969 980 40.7 25.6 25.6 2 0 0 1,372.6604
C_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 16 8.55% QVTQSYWDTNPTR 1042 1054 78.0 25.0 68.3 2 0 0 1,595.7449
C_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 16 8.55% NALWHTGNTPGQVR 1078 1091 27.6 27.9 16.0 0 2 0 1,550.7823
C_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 13 9.06% KDHSGQVFSVVSNGK 110 124 23.2 27.9 20.2 0 1 0 1,588.8078
C_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 13 9.06% GGVNDNFQGVLQNVR 202 216 59.8 27.6 43.0 2 0 0 1,616.8140
C_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 13 9.06% TIVTTLQDSIRK 289 300 39.4 25.0 39.4 1 0 0 1,374.7953
C_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 13 9.06% KVTEENKELANELR 300 313 27.3 28.0 20.0 0 1 0 1,672.8865
C_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 13 9.06% DNCQYVYNVDQR 811 822 61.6 25.0 54.3 2 0 0 1,573.6700
C_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 13 9.06% GTSQNDPNWVVR 969 980 33.8 25.8 19.8 2 0 0 1,372.6604
C_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 13 9.06% QVTQSYWDTNPTR 1042 1054 78.0 25.2 69.6 2 0 0 1,595.7449
C_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 13 9.06% NALWHTGNTPGQVR 1078 1091 31.2 28.2 30.8 1 1 0 1,550.7823
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% GPDPSSPAFR 51 60 20.9 25.0 15.4 1 0 0 1,030.4953
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% KDHSGQVFSVVSNGK 110 124 51.3 27.6 39.1 2 0 0 1,588.8078
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% SITLFVQEDR 155 164 52.9 27.4 38.9 2 0 0 1,207.6318
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% AQLYIDCEK 165 173 27.4 25.6 24.5 2 0 0 1,139.5403
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% GGVNDNFQGVLQNVR 202 216 79.2 28.0 50.7 2 0 0 1,616.8140
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% TIVTTLQDSIR 289 299 53.3 27.6 43.3 2 0 0 1,246.7003
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% KVTEENKELANELR 300 313 71.7 27.7 61.5 2 2 0 1,672.8865
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% VTEENKELANELR 301 313 66.1 28.3 45.9 2 0 0 1,544.7915
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% LCNNPTPQFGGK 518 529 41.9 25.6 34.1 2 0 0 1,332.6367
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% DNCQYVYNVDQR 811 822 51.8 25.0 48.3 2 0 0 1,573.6700
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% FQMIPLDPK 960 968 26.8 29.4 16.4 1 0 0 1,088.5811
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% GTSQNDPNWVVR 969 980 37.8 25.8 20.3 2 0 0 1,372.6604
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% QVTQSYWDTNPTR 1042 1054 81.9 25.0 73.7 2 0 0 1,595.7449
C_16 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 29 13.30% NALWHTGNTPGQVR 1078 1091 40.0 27.9 36.8 2 1 0 1,550.7823
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% GPDPSSPAFR 51 60 30.0 25.0 28.1 1 0 0 1,030.4953
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% FQDLVDAVR 75 83 33.4 28.7 10.7 2 0 0 1,062.5579
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% TRGTLLALER 100 109 30.8 28.2 20.2 1 0 0 1,129.6689
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% KDHSGQVFSVVSNGK 110 124 36.5 27.8 33.3 1 0 0 1,588.8078
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% AQLYIDCEK 165 173 30.0 25.3 28.9 2 0 0 1,139.5403
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% GGVNDNFQGVLQNVR 202 216 55.8 28.1 31.0 2 1 0 1,616.8140
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% TIVTTLQDSIRK 289 300 34.1 25.0 31.9 2 0 0 1,374.7953



C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% KVTEENKELANELR 300 313 88.3 27.5 77.5 1 1 0 1,672.8865
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% LCNSPSPQMNGKPCEGEAR 461 479 25.6 25.0 14.2 0 1 0 2,147.9269
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% DCVGDVTENQICNK 530 543 64.8 25.0 56.3 1 0 0 1,651.7053
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% FTGSQPFGQGVEHATANK 624 641 42.3 25.7 42.3 1 0 0 1,875.8985
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% DNCQYVYNVDQR 811 822 51.9 25.0 45.6 2 0 0 1,573.6700
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% GTSQNDPNWVVR 969 980 38.8 25.8 14.1 2 0 0 1,372.6604
C_17 Thrombospondin‐1 TSP1_HUMAN 129,382 14 16 23 15.50% QVTQSYWDTNPTR 1042 1054 66.2 25.1 58.6 2 0 0 1,595.7449
C_18 Thrombospondin‐1 TSP1_HUMAN 129,382 12 14 27 13.20% GFLLLASLR 87 95 66.0 25.0 56.1 2 0 0 989.6143
C_18 Thrombospondin‐1 TSP1_HUMAN 129,382 12 14 27 13.20% GGVNDNFQGVLQNVR 202 216 66.2 28.0 52.8 2 0 0 1,616.8140
C_18 Thrombospondin‐1 TSP1_HUMAN 129,382 12 14 27 13.20% VTEENKELANELR 301 313 57.9 28.4 54.2 2 0 0 1,544.7915
C_18 Thrombospondin‐1 TSP1_HUMAN 129,382 12 14 27 13.20% RPPLCYHNGVQYR 314 326 25.5 27.1 22.6 0 2 0 1,659.8173
C_18 Thrombospondin‐1 TSP1_HUMAN 129,382 12 14 27 13.20% LCNNPTPQFGGK 518 529 42.8 26.5 40.5 2 0 0 1,332.6367
C_18 Thrombospondin‐1 TSP1_HUMAN 129,382 12 14 27 13.20% CTSYPDGSWK 562 571 21.0 25.0 21.0 1 0 0 1,200.4991
C_18 Thrombospondin‐1 TSP1_HUMAN 129,382 12 14 27 13.20% FTGSQPFGQGVEHATANK 624 641 63.7 26.3 59.0 2 0 0 1,875.8985
C_18 Thrombospondin‐1 TSP1_HUMAN 129,382 12 14 27 13.20% CNYLGHYSDPMYR 663 675 24.4 25.0 24.4 0 2 0 1,691.6941
C_18 Thrombospondin‐1 TSP1_HUMAN 129,382 12 14 27 13.20% DNCQYVYNVDQR 811 822 62.0 25.0 57.6 2 2 0 1,573.6700
C_18 Thrombospondin‐1 TSP1_HUMAN 129,382 12 14 27 13.20% GTSQNDPNWVVR 969 980 40.8 25.6 17.4 2 0 0 1,372.6604
C_18 Thrombospondin‐1 TSP1_HUMAN 129,382 12 14 27 13.20% QVTQSYWDTNPTR 1042 1054 96.3 25.0 87.3 2 0 0 1,595.7449
C_18 Thrombospondin‐1 TSP1_HUMAN 129,382 12 14 27 13.20% NALWHTGNTPGQVR 1078 1091 46.2 27.9 45.9 2 2 0 1,550.7823
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% IEDANLIPPVPDDK 61 74 31.6 28.0 27.6 1 0 0 1,535.7955
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% FQDLVDAVR 75 83 26.2 28.7 11.1 1 0 0 1,062.5579
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% KDHSGQVFSVVSNGK 110 124 48.5 27.8 46.5 1 0 0 1,588.8078
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% AQLYIDCEK 165 173 20.2 25.3 14.6 1 0 0 1,139.5403
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% GGVNDNFQGVLQNVR 202 216 68.4 28.0 49.6 2 0 0 1,616.8140
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% FVFGTTPEDILR 217 228 22.9 27.5 22.9 1 0 0 1,394.7316
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% TIVTTLQDSIR 289 299 42.1 27.6 38.5 2 0 0 1,246.7003
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% KVTEENKELANELR 300 313 60.2 27.6 49.3 2 2 0 1,672.8865
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% VTEENKELANELR 301 313 57.9 28.5 50.7 2 2 0 1,544.7915
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% RPPLCYHNGVQYR 314 326 26.1 27.1 23.3 0 1 0 1,659.8173
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% LCNSPSPQMNGKPCEGEAR 461 479 34.4 25.0 28.8 0 1 0 2,147.9269
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% LCNNPTPQFGGK 518 529 48.1 26.4 42.3 2 0 0 1,332.6367
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% CENTDPGYNCLPCPPR 608 623 65.9 25.0 65.9 2 0 0 1,949.7941
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% FTGSQPFGQGVEHATANK 624 641 51.8 26.3 51.3 2 0 0 1,875.8985
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% DNCQYVYNVDQR 811 822 72.8 25.0 69.6 2 0 0 1,573.6700
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% FQMIPLDPK 960 968 31.0 28.1 16.2 1 0 0 1,104.5761
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% GTSQNDPNWVVR 969 980 36.1 25.8 15.7 2 0 0 1,372.6604
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% FYVVMWK 1035 1041 22.1 26.3 17.6 1 0 0 988.4961
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% QVTQSYWDTNPTR 1042 1054 95.4 25.3 84.6 2 0 0 1,595.7449
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% AQGYSGLSVK 1055 1064 27.3 26.5 19.9 2 0 0 1,009.5313
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% NALWHTGNTPGQVR 1078 1091 59.8 27.9 50.3 2 2 0 1,550.7823
C_19 Thrombospondin‐1 TSP1_HUMAN 129,382 22 25 41 22.60% IMADSGPIYDK 1131 1141 35.1 25.0 27.4 2 0 0 1,225.5772
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% IEDANLIPPVPDDK 61 74 25.4 28.2 17.6 1 0 0 1,535.7955
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% FQDLVDAVR 75 83 41.5 28.7 19.2 2 0 0 1,062.5579
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% GFLLLASLR 87 95 69.3 25.0 55.6 2 0 0 989.6143
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% SITLFVQEDR 155 164 63.7 27.4 53.3 2 0 0 1,207.6318
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% AQLYIDCEK 165 173 21.2 25.3 20.7 1 0 0 1,139.5403
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% GGVNDNFQGVLQNVR 202 216 44.5 28.1 31.1 2 0 0 1,616.8140
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% TIVTTLQDSIR 289 299 44.3 27.7 39.0 2 0 0 1,246.7003
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% KVTEENKELANELR 300 313 30.4 27.7 24.5 0 2 0 1,672.8865
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% VTEENKELANELR 301 313 43.8 28.3 42.1 2 2 0 1,544.7915
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% RPPLCYHNGVQYR 314 326 29.4 27.1 20.2 0 1 0 1,659.8173
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% LCNSPSPQMNGKPCEGEAR 461 479 40.7 25.0 37.3 0 2 0 2,147.9269
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% LCNNPTPQFGGK 518 529 52.7 25.9 48.8 2 0 0 1,332.6367
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% CTSYPDGSWK 562 571 28.8 25.0 27.1 2 0 0 1,200.4991
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% FTGSQPFGQGVEHATANK 624 641 32.1 26.3 32.1 2 0 0 1,875.8985
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% FQMIPLDPK 960 968 25.0 29.5 17.5 1 0 0 1,088.5811
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% GTSQNDPNWVVR 969 980 44.7 25.4 27.8 2 0 0 1,372.6604
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% QVTQSYWDTNPTR 1042 1054 78.2 25.2 66.9 2 0 0 1,595.7449
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% AQGYSGLSVK 1055 1064 34.1 25.9 26.0 1 0 0 1,009.5313
C_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 21 37 18.90% NALWHTGNTPGQVR 1078 1091 48.8 28.0 40.0 2 2 0 1,550.7823
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% GPDPSSPAFR 51 60 29.6 25.0 29.6 1 0 0 1,030.4953
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% GFLLLASLR 87 95 64.5 25.0 52.5 2 0 0 989.6143
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% AGTLDLSLTVQGK 125 137 41.0 27.3 29.2 2 0 0 1,302.7266
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% TIVTTLQDSIR 289 299 48.8 27.7 33.2 2 0 0 1,246.7003
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% TIVTTLQDSIRK 289 300 20.7 25.0 20.7 1 0 0 1,374.7953
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% KVTEENKELANELR 300 313 69.6 27.7 61.4 2 2 0 1,672.8865
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% VTEENKELANELR 301 313 44.1 28.6 42.7 2 0 0 1,544.7915
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% IRLCNSPSPQMNGKPCEGEAR 459 479 33.1 25.0 21.7 0 2 1 2,417.1121
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% LCNSPSPQMNGKPCEGEAR 461 479 33.8 25.0 32.5 0 2 0 2,147.9269
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% LCNNPTPQFGGK 518 529 45.2 26.4 37.1 2 0 0 1,332.6367
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% DCVGDVTENQICNK 530 543 95.3 25.0 85.8 2 0 0 1,651.7053
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% CTSYPDGSWK 562 571 27.0 25.0 27.0 1 0 0 1,200.4991
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% CENTDPGYNCLPCPPR 608 623 53.0 25.0 53.0 2 0 0 1,949.7941
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% FTGSQPFGQGVEHATANK 624 641 52.7 26.0 52.3 2 1 0 1,875.8985
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% CNYLGHYSDPMYR 663 675 34.8 25.0 34.8 1 0 0 1,691.6941
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% DNCPNLPNSGQEDYDK 716 731 32.6 25.0 32.6 2 0 0 1,865.7609
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% DNCQYVYNVDQR 811 822 63.2 25.0 60.6 2 2 0 1,573.6700
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% FQMIPLDPK 960 968 43.0 29.4 34.7 1 0 0 1,088.5811
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% GTSQNDPNWVVR 969 980 36.8 25.5 20.3 2 0 0 1,372.6604
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% FYVVMWK 1035 1041 24.3 26.3 13.5 2 0 0 988.4961
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% QVTQSYWDTNPTR 1042 1054 88.4 25.1 84.8 2 0 0 1,595.7449
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% AQGYSGLSVK 1055 1064 38.2 26.9 24.5 2 0 0 1,009.5313
C_21 Thrombospondin‐1 TSP1_HUMAN 129,382 23 27 46 22.10% KIMADSGPIYDKTYAGGR 1130 1147 25.2 26.8 16.8 0 0 1 1,958.9644
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% LVKGPDPSSPAFR 48 60 25.5 27.7 21.0 0 2 0 1,370.7428
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% GPDPSSPAFR 51 60 28.8 25.0 28.8 2 0 0 1,030.4953
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% FQDLVDAVR 75 83 39.6 28.7 26.6 2 0 0 1,062.5579
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% GFLLLASLR 87 95 74.9 25.0 63.6 2 0 0 989.6143
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% DHSGQVFSVVSNGK 111 124 33.0 26.8 28.2 2 0 0 1,460.7128
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% AGTLDLSLTVQGK 125 137 30.1 27.3 15.1 2 0 0 1,302.7266
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% TIVTTLQDSIR 289 299 57.3 27.7 46.9 2 0 0 1,246.7003
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% KVTEENKELANELR 300 313 64.2 27.6 52.4 2 2 0 1,672.8865
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% VTEENKELANELR 301 313 65.9 28.5 54.6 2 0 0 1,544.7915
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% IRLCNSPSPQMNGKPCEGEAR 459 479 27.2 25.0 22.6 0 2 0 2,417.1121
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% LCNNPTPQFGGK 518 529 44.4 25.7 40.4 1 0 0 1,332.6367
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% DCVGDVTENQICNK 530 543 72.2 25.0 63.0 2 0 0 1,651.7053
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% CTSYPDGSWK 562 571 28.5 25.0 28.5 2 0 0 1,200.4991
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% CENTDPGYNCLPCPPR 608 623 50.0 25.0 50.0 2 0 0 1,949.7941
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% FTGSQPFGQGVEHATANK 624 641 58.4 26.2 46.3 2 1 0 1,875.8985
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% DNCPNLPNSGQEDYDK 716 731 33.0 25.0 25.5 1 0 0 1,865.7609
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% DNCQYVYNVDQR 811 822 43.2 25.0 36.2 0 2 0 1,573.6700
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% FQMIPLDPK 960 968 27.5 29.5 15.6 2 0 0 1,088.5811
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% GTSQNDPNWVVR 969 980 38.3 25.8 17.4 2 0 0 1,372.6604
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% QVTQSYWDTNPTR 1042 1054 82.6 25.3 73.8 2 0 0 1,595.7449
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% AQGYSGLSVK 1055 1064 33.4 26.9 26.6 2 0 0 1,009.5313
C_22 Thrombospondin‐1 TSP1_HUMAN 129,382 22 24 44 22.60% KIMADSGPIYDKTYAGGR 1130 1147 34.7 26.8 28.5 0 1 0 1,958.9644
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% LVKGPDPSSPAFR 48 60 35.2 27.3 35.1 0 1 0 1,370.7428
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% GPDPSSPAFR 51 60 41.6 25.0 41.6 2 0 0 1,030.4953
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% AEKGFLLLASLR 84 95 27.7 25.0 27.7 1 0 0 1,317.7890
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% GFLLLASLR 87 95 64.6 25.0 55.0 2 0 0 989.6143
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% DHSGQVFSVVSNGK 111 124 46.5 26.9 43.1 2 1 0 1,460.7128
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% AGTLDLSLTVQGK 125 137 65.0 27.8 48.6 2 0 0 1,302.7266
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% AQLYIDCEK 165 173 32.1 25.3 30.9 2 0 0 1,139.5403



C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% FVFGTTPEDILR 217 228 32.1 27.7 21.8 2 0 0 1,394.7316
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% TIVTTLQDSIR 289 299 49.3 27.7 33.7 2 0 0 1,246.7003
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% TIVTTLQDSIRK 289 300 52.7 25.0 49.9 2 2 0 1,374.7953
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% KVTEENKELANELR 300 313 68.1 28.0 57.0 2 0 0 1,672.8865
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% VTEENKELANELR 301 313 80.8 28.4 70.8 2 1 0 1,544.7915
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% RPPLCYHNGVQYR 314 326 38.5 27.3 27.9 1 0 0 1,659.8173
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% IRLCNSPSPQMNGKPCEGEAR 459 479 30.3 25.0 27.2 0 1 0 2,417.1121
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% LCNNPTPQFGGK 518 529 36.2 26.5 33.2 2 0 0 1,332.6367
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% DCVGDVTENQICNK 530 543 58.9 25.0 47.6 1 0 0 1,651.7053
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% CENTDPGYNCLPCPPR 608 623 51.2 25.0 51.2 2 2 0 1,949.7941
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% FTGSQPFGQGVEHATANK 624 641 46.2 26.2 39.5 2 0 0 1,875.8985
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% CNYLGHYSDPMYR 663 675 31.8 25.0 31.5 2 0 0 1,691.6941
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% DNCPNLPNSGQEDYDK 716 731 38.8 25.0 38.8 1 0 0 1,865.7609
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% DNCQYVYNVDQR 811 822 42.1 25.0 41.2 0 2 0 1,573.6700
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% FQMIPLDPK 960 968 28.1 28.2 21.1 2 0 0 1,088.5811
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% GTSQNDPNWVVR 969 980 39.8 25.1 17.1 2 0 0 1,372.6604
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% FYVVMWK 1035 1041 28.0 25.9 23.1 2 0 0 988.4961
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% QVTQSYWDTNPTR 1042 1054 64.8 25.3 57.1 2 0 0 1,595.7449
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% AQGYSGLSVK 1055 1064 37.2 26.9 23.5 1 0 0 1,009.5313
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% NALWHTGNTPGQVR 1078 1091 43.7 28.2 43.7 2 1 0 1,550.7823
C_23 Thrombospondin‐1 TSP1_HUMAN 129,382 28 33 56 27.00% KIMADSGPIYDKTYAGGR 1130 1147 46.7 26.7 41.0 0 2 0 1,958.9644
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% LVKGPDPSSPAFR 48 60 33.2 27.3 29.0 0 2 0 1,370.7428
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% GPDPSSPAFR 51 60 32.2 25.0 30.8 2 0 0 1,030.4953
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% IEDANLIPPVPDDKFQDLVDAVR 61 83 37.3 26.2 28.6 0 2 0 2,579.3356
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% FQDLVDAVR 75 83 54.2 28.6 33.8 2 0 0 1,062.5579
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% AEKGFLLLASLR 84 95 72.2 25.0 62.4 2 0 0 1,317.7890
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% GFLLLASLR 87 95 65.2 25.0 53.0 1 0 0 989.6143
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% GFLLLASLRQMKK 87 99 25.6 25.0 21.3 1 1 0 1,520.8984
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% GTLLALERK 102 110 48.0 26.6 35.5 2 0 0 1,000.6151
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% KDHSGQVFSVVSNGK 110 124 78.1 27.7 70.1 2 4 0 1,588.8078
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% DHSGQVFSVVSNGK 111 124 78.7 26.9 72.4 2 2 0 1,460.7128
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% SITLFVQEDR 155 164 54.2 28.0 46.4 2 0 0 1,207.6318
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% AQLYIDCEK 165 173 39.4 25.6 36.7 1 0 0 1,139.5403
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% MENAELDVPIQSVFTR 174 189 61.8 27.7 59.3 4 2 0 1,864.9111
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% IAKGGVNDNFQGVLQNVR 199 216 49.0 26.8 44.3 1 2 0 1,929.0302
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% GGVNDNFQGVLQNVR 202 216 73.7 27.6 60.8 2 2 0 1,616.8140
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% FVFGTTPEDILR 217 228 34.8 27.7 24.4 1 0 0 1,394.7316
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% TKDLQAICGISCDELSSMVLELR 263 285 45.0 26.8 43.8 0 2 0 2,654.2838
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% TIVTTLQDSIR 289 299 56.5 27.6 44.4 7 0 0 1,246.7003
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% TIVTTLQDSIRK 289 300 53.5 25.0 53.5 2 1 0 1,374.7953
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% KVTEENKELANELR 300 313 88.3 27.7 76.5 1 2 0 1,672.8865
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% VTEENKELANELR 301 313 88.9 28.4 76.3 2 1 0 1,544.7915
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% RPPLCYHNGVQYR 314 326 36.8 27.1 33.6 2 0 0 1,659.8173
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% NNEEWTVDSCTECHCQNSVTICK 327 349 40.1 25.0 40.1 0 1 0 2,871.1438
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% SCDSLNNRCEGSSVQTR 405 421 50.6 25.0 34.4 0 2 0 1,969.8451
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% IRLCNSPSPQMNGKPCEGEAR 459 479 36.7 25.0 32.9 0 3 2 2,401.1172
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% LCNSPSPQMNGKPCEGEAR 461 479 39.2 25.0 36.8 0 3 0 2,131.9320
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% SRLCNNPTPQFGGK 516 529 35.1 27.6 27.0 1 0 0 1,575.7698
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% LCNNPTPQFGGK 518 529 54.6 26.1 47.8 3 0 0 1,332.6367
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% LCNNPTPQFGGKDCVGDVTENQICNK 518 543 25.0 25.0 25.0 0 1 0 2,965.3241
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% DCVGDVTENQICNK 530 543 84.9 25.0 66.8 3 0 0 1,651.7053
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% CTSYPDGSWK 562 571 37.5 25.0 37.5 6 0 0 1,200.4991
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% CENTDPGYNCLPCPPR 608 623 48.5 25.0 48.5 3 2 0 1,949.7941
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% FTGSQPFGQGVEHATANK 624 641 76.7 25.9 70.5 2 2 0 1,875.8985
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% CNYLGHYSDPMYR 663 675 38.2 25.0 37.0 2 4 0 1,691.6941
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% KDNCPNLPNSGQEDYDK 715 731 52.6 25.0 52.6 2 2 0 1,993.8559
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% DNCPNLPNSGQEDYDK 716 731 43.9 25.0 43.9 2 0 0 1,865.7609
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% DNCQYVYNVDQR 811 822 44.2 25.0 40.2 2 2 0 1,573.6700
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% DTDMDGVGDQCDNCPLEHNPDQLDSDSDR 823 851 76.1 25.0 76.1 0 2 1 3,336.2601
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% FQMIPLDPK 960 968 45.2 29.1 30.4 3 0 0 1,104.5761
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% GTSQNDPNWVVR 969 980 40.9 25.6 14.0 3 2 0 1,372.6604
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% DDDYAGFVFGYQSSSR 1019 1034 29.5 25.0 29.5 1 0 0 1,813.7664
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% FYVVMWK 1035 1041 46.8 25.2 39.3 4 0 0 972.5011
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% QVTQSYWDTNPTR 1042 1054 79.1 25.1 65.4 2 0 0 1,595.7449
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% AQGYSGLSVK 1055 1064 35.2 26.9 24.1 3 0 0 1,009.5313
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% NALWHTGNTPGQVR 1078 1091 46.6 28.2 35.2 4 3 0 1,550.7823
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% HIGWKDFTAYR 1099 1109 45.7 28.4 37.2 2 3 0 1,393.7012
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% KIMADSGPIYDK 1130 1141 40.5 26.8 22.9 2 0 0 1,353.6722
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% KIMADSGPIYDKTYAGGR 1130 1147 85.1 26.9 73.4 2 2 2 1,958.9644
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% IMADSGPIYDK 1131 1141 22.6 25.0 19.9 2 0 0 1,225.5772
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% IMADSGPIYDKTYAGGR 1131 1147 78.3 26.3 76.5 4 3 0 1,830.8694
C_24 Thrombospondin‐1 TSP1_HUMAN 129,382 51 81 163 46.00% LGLFVFSQEMVFFSDLKYECRDP 1148 1170 40.3 25.7 36.3 0 1 0 2,843.3421
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% RLVKGPDPSSPAFR 47 60 20.6 26.9 10.6 0 2 0 1,526.8439
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% GPDPSSPAFR 51 60 34.0 25.0 27.2 1 0 0 1,030.4953
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% FQDLVDAVR 75 83 61.5 28.6 45.0 2 0 0 1,062.5579
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% AEKGFLLLASLR 84 95 35.3 25.0 19.3 2 0 0 1,317.7890
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% GFLLLASLR 87 95 67.6 25.0 57.2 2 0 0 989.6143
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% GFLLLASLRQMKK 87 99 16.8 25.0 16.8 0 1 0 1,520.8984
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% KDHSGQVFSVVSNGK 110 124 45.0 27.8 42.9 0 2 0 1,588.8078
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% DHSGQVFSVVSNGK 111 124 26.6 26.7 20.2 0 2 0 1,460.7128
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% AGTLDLSLTVQGK 125 137 76.8 27.8 54.0 2 0 0 1,302.7266
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% SITLFVQEDR 155 164 46.0 28.0 36.8 1 0 0 1,207.6318
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% AQLYIDCEK 165 173 34.7 25.6 34.7 2 0 0 1,139.5403
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% IAKGGVNDNFQGVLQNVR 199 216 21.3 26.8 9.4 0 1 0 1,929.0302
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% GGVNDNFQGVLQNVR 202 216 68.9 28.0 51.4 1 0 0 1,616.8140
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% FVFGTTPEDILR 217 228 38.0 27.7 27.6 2 0 0 1,394.7316
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% TIVTTLQDSIRK 289 300 41.3 25.0 41.3 2 1 0 1,374.7953
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% KVTEENKELANELR 300 313 62.7 27.7 45.5 2 0 0 1,672.8865
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% VTEENKELANELR 301 313 73.6 28.3 60.2 2 2 0 1,544.7915
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% RPPLCYHNGVQYR 314 326 24.1 27.2 24.1 0 2 0 1,659.8173
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% SCDSLNNRCEGSSVQTR 405 421 23.9 25.0 20.6 0 1 0 1,969.8451
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% IRLCNSPSPQMNGKPCEGEAR 459 479 39.3 25.0 38.7 0 2 2 2,417.1121
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% LCNNPTPQFGGK 518 529 41.3 25.9 32.3 2 0 0 1,332.6367
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% DCVGDVTENQICNK 530 543 73.9 25.0 68.5 2 0 0 1,651.7053
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% CTSYPDGSWK 562 571 40.2 25.0 38.8 2 0 0 1,200.4991
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% CENTDPGYNCLPCPPR 608 623 58.2 25.0 58.2 2 2 0 1,949.7941
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% FTGSQPFGQGVEHATANK 624 641 43.8 26.3 37.6 2 2 0 1,875.8985
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% CNYLGHYSDPMYR 663 675 33.0 25.0 33.0 1 2 0 1,691.6941
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% DNCQYVYNVDQR 811 822 37.4 25.0 37.4 1 2 0 1,573.6700
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% DTDMDGVGDQCDNCPLEHNPDQLDSDSDR 823 851 49.2 25.0 49.2 0 1 0 3,336.2601
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% FQMIPLDPK 960 968 36.5 29.5 21.6 2 0 0 1,088.5811
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% GTSQNDPNWVVR 969 980 38.0 25.5 19.8 2 0 0 1,372.6604
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% FYVVMWK 1035 1041 23.7 25.9 9.4 2 0 0 988.4961
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% QVTQSYWDTNPTR 1042 1054 50.7 25.2 40.7 2 0 0 1,595.7449
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% AQGYSGLSVK 1055 1064 33.7 26.9 20.3 2 0 0 1,009.5313
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% NALWHTGNTPGQVR 1078 1091 44.9 28.2 39.5 2 2 0 1,550.7823
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% HIGWKDFTAYR 1099 1109 30.3 28.4 24.8 0 1 0 1,393.7012
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% KIMADSGPIYDKTYAGGR 1130 1147 48.9 26.9 46.3 0 2 1 1,958.9644
C_25 Thrombospondin‐1 TSP1_HUMAN 129,382 37 46 80 35.00% IMADSGPIYDKTYAGGR 1131 1147 38.2 26.3 36.7 0 2 0 1,830.8694
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% GPDPSSPAFR 51 60 32.8 25.0 32.8 2 0 0 1,030.4953
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% FQDLVDAVR 75 83 60.9 28.7 32.8 2 0 0 1,062.5579
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% AEKGFLLLASLR 84 95 53.1 25.0 33.7 2 0 0 1,317.7890



C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% GFLLLASLR 87 95 64.6 25.0 55.2 1 0 0 989.6143
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% KDHSGQVFSVVSNGK 110 124 29.9 27.9 29.6 0 2 0 1,588.8078
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% AGTLDLSLTVQGK 125 137 93.7 27.3 66.9 2 0 0 1,302.7266
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% AQLYIDCEK 165 173 33.2 25.3 31.0 2 0 0 1,139.5403
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% MENAELDVPIQSVFTR 174 189 58.7 27.7 55.8 2 0 0 1,864.9111
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% FVFGTTPEDILR 217 228 35.6 27.6 27.8 1 0 0 1,394.7316
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% TIVTTLQDSIR 289 299 49.4 27.6 40.8 1 0 0 1,246.7003
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% TIVTTLQDSIRK 289 300 35.4 25.0 35.0 2 0 0 1,374.7953
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% KVTEENKELANELR 300 313 61.5 27.6 50.8 2 1 0 1,672.8865
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% VTEENKELANELR 301 313 82.8 28.4 70.3 2 0 0 1,544.7915
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% RPPLCYHNGVQYR 314 326 18.6 27.2 13.2 0 1 0 1,659.8173
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% LCNNPTPQFGGK 518 529 33.3 25.7 26.1 2 0 0 1,332.6367
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% DCVGDVTENQICNK 530 543 54.1 25.0 54.1 2 0 0 1,651.7053
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% CTSYPDGSWK 562 571 42.4 25.0 36.3 2 0 0 1,200.4991
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% CENTDPGYNCLPCPPR 608 623 44.2 25.0 44.2 2 0 0 1,949.7941
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% FTGSQPFGQGVEHATANK 624 641 66.2 26.1 55.2 2 1 0 1,875.8985
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% CNYLGHYSDPMYR 663 675 26.3 25.0 26.3 0 1 0 1,691.6941
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% DNCQYVYNVDQR 811 822 27.2 25.0 27.2 0 2 0 1,573.6700
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% GTSQNDPNWVVR 969 980 37.1 25.8 17.8 2 0 0 1,372.6604
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% QVTQSYWDTNPTR 1042 1054 87.6 25.1 76.6 2 0 0 1,595.7449
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% AQGYSGLSVK 1055 1064 34.9 26.9 18.8 1 0 0 1,009.5313
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% NALWHTGNTPGQVR 1078 1091 48.0 27.9 42.6 2 0 0 1,550.7823
C_26 Thrombospondin‐1 TSP1_HUMAN 129,382 26 28 48 25.30% KIMADSGPIYDKTYAGGR 1130 1147 44.2 26.9 39.9 0 2 0 1,958.9644
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% GFLLLASLR 87 95 67.8 25.0 52.9 2 0 0 989.6143
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% KDHSGQVFSVVSNGK 110 124 56.0 27.8 53.7 0 2 0 1,588.8078
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% AGTLDLSLTVQGK 125 137 70.2 27.4 53.8 2 0 0 1,302.7266
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% FVFGTTPEDILR 217 228 23.6 27.6 12.3 1 0 0 1,394.7316
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% TIVTTLQDSIRK 289 300 52.0 25.0 49.0 2 1 0 1,374.7953
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% KVTEENKELANELR 300 313 66.5 28.0 53.0 2 0 0 1,672.8865
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% VTEENKELANELR 301 313 44.4 28.5 34.5 0 2 0 1,544.7915
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% RPPLCYHNGVQYR 314 326 30.9 27.1 28.9 0 2 0 1,659.8173
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% IRLCNSPSPQMNGKPCEGEAR 459 479 29.9 25.0 29.9 0 0 1 2,417.1121
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% DCVGDVTENQICNK 530 543 67.6 25.0 53.5 2 0 0 1,651.7053
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% CENTDPGYNCLPCPPR 608 623 30.2 25.0 30.2 1 0 0 1,949.7941
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% FTGSQPFGQGVEHATANK 624 641 59.5 26.0 59.5 2 2 0 1,875.8985
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% DNCQYVYNVDQR 811 822 30.4 25.0 30.3 0 1 0 1,573.6700
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% FQMIPLDPK 960 968 27.7 29.5 13.4 2 0 0 1,088.5811
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% GTSQNDPNWVVR 969 980 32.8 25.8 12.4 2 0 0 1,372.6604
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% QVTQSYWDTNPTR 1042 1054 78.2 25.0 67.2 2 0 0 1,595.7449
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% AQGYSGLSVK 1055 1064 25.1 26.9 13.8 1 0 0 1,009.5313
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% NALWHTGNTPGQVR 1078 1091 51.5 27.9 45.7 2 0 0 1,550.7823
C_27 Thrombospondin‐1 TSP1_HUMAN 129,382 19 22 35 20.90% KIMADSGPIYDKTYAGGR 1130 1147 27.1 26.9 22.1 0 1 0 1,958.9644
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% LVKGPDPSSPAFR 48 60 26.3 27.3 21.3 0 1 0 1,370.7428
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% GPDPSSPAFR 51 60 41.7 25.0 34.7 2 0 0 1,030.4953
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% FQDLVDAVR 75 83 62.2 28.7 39.9 2 0 0 1,062.5579
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% GFLLLASLR 87 95 67.5 25.0 55.0 2 0 0 989.6143
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% KDHSGQVFSVVSNGK 110 124 47.3 28.0 44.5 0 2 0 1,588.8078
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% DHSGQVFSVVSNGK 111 124 45.0 27.0 45.0 2 1 0 1,460.7128
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% AGTLDLSLTVQGK 125 137 62.6 27.2 34.9 2 0 0 1,302.7266
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% AQLYIDCEK 165 173 36.9 25.3 32.9 2 0 0 1,139.5403
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% GGVNDNFQGVLQNVR 202 216 84.0 28.1 62.4 2 0 0 1,616.8140
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% FVFGTTPEDILR 217 228 30.1 27.7 23.9 2 0 0 1,394.7316
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% TIVTTLQDSIRK 289 300 44.0 25.0 44.0 2 1 0 1,374.7953
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% KVTEENKELANELR 300 313 40.9 28.0 31.9 2 1 0 1,672.8865
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% RPPLCYHNGVQYR 314 326 31.4 27.2 25.5 0 1 0 1,659.8173
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% IRLCNSPSPQMNGKPCEGEAR 459 479 33.3 25.0 32.1 0 2 0 2,417.1121
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% LCNSPSPQMNGKPCEGEAR 461 479 30.2 25.0 23.1 0 1 0 2,147.9269
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% LCNNPTPQFGGK 518 529 48.6 26.4 48.6 2 0 0 1,332.6367
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% CENTDPGYNCLPCPPR 608 623 47.2 25.0 47.2 2 0 0 1,949.7941
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% FTGSQPFGQGVEHATANK 624 641 57.5 26.1 55.8 2 2 0 1,875.8985
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% FQMIPLDPK 960 968 31.7 29.5 21.7 2 0 0 1,088.5811
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% GTSQNDPNWVVR 969 980 36.5 25.5 12.1 2 0 0 1,372.6604
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% QVTQSYWDTNPTR 1042 1054 58.0 25.3 52.5 1 0 0 1,595.7449
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% AQGYSGLSVK 1055 1064 35.0 26.9 26.2 2 0 0 1,009.5313
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% NALWHTGNTPGQVR 1078 1091 50.0 28.2 45.4 2 2 0 1,550.7823
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% KIMADSGPIYDKTYAGGR 1130 1147 36.2 26.7 27.9 0 2 1 1,958.9644
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% IMADSGPIYDK 1131 1141 25.4 25.0 17.4 2 0 0 1,225.5772
C_28 Thrombospondin‐1 TSP1_HUMAN 129,382 26 32 55 23.60% IMADSGPIYDKTYAGGR 1131 1147 27.8 26.3 17.7 0 1 0 1,830.8694
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% GPDPSSPAFR 51 60 25.8 25.0 23.8 2 0 0 1,030.4953
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% IEDANLIPPVPDDK 61 74 28.6 28.0 27.9 1 0 0 1,535.7955
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% FQDLVDAVR 75 83 45.1 28.7 24.5 2 0 0 1,062.5579
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% AEKGFLLLASLR 84 95 25.1 25.0 20.4 2 0 0 1,317.7890
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% GFLLLASLR 87 95 67.3 25.0 56.1 2 0 0 989.6143
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% KDHSGQVFSVVSNGK 110 124 50.6 28.0 48.9 0 2 0 1,588.8078
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% DHSGQVFSVVSNGK 111 124 30.5 26.9 29.4 1 0 0 1,460.7128
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% AGTLDLSLTVQGK 125 137 66.9 27.2 48.4 2 0 0 1,302.7266
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% SITLFVQEDR 155 164 37.7 28.3 24.0 1 0 0 1,207.6318
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% AQLYIDCEK 165 173 38.0 25.6 38.0 2 0 0 1,139.5403
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% FVFGTTPEDILR 217 228 34.2 27.6 28.3 2 0 0 1,394.7316
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% TIVTTLQDSIRK 289 300 43.3 25.0 36.6 2 0 0 1,374.7953
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% KVTEENKELANELR 300 313 70.4 28.0 62.0 2 1 0 1,672.8865
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% VTEENKELANELR 301 313 71.9 28.5 61.0 2 1 0 1,544.7915
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% RPPLCYHNGVQYR 314 326 31.0 27.1 24.1 1 1 0 1,659.8173
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% IRLCNSPSPQMNGKPCEGEAR 459 479 24.9 25.0 24.6 0 1 0 2,417.1121
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% LCNNPTPQFGGK 518 529 37.0 25.6 34.7 2 0 0 1,332.6367
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% DCVGDVTENQICNK 530 543 74.1 25.0 65.7 2 0 0 1,651.7053
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% CTSYPDGSWK 562 571 37.0 25.0 36.5 1 0 0 1,200.4991
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% CENTDPGYNCLPCPPR 608 623 68.1 25.0 68.1 2 2 0 1,949.7941
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% FTGSQPFGQGVEHATANK 624 641 53.6 26.0 44.3 2 2 0 1,875.8985
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% CNYLGHYSDPMYR 663 675 20.6 25.0 20.6 1 0 0 1,691.6941
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% FQMIPLDPK 960 968 47.1 29.5 35.1 2 0 0 1,088.5811
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% GTSQNDPNWVVR 969 980 41.8 25.6 23.7 2 0 0 1,372.6604
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% FYVVMWK 1035 1041 22.0 25.9 17.1 1 0 0 988.4961
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% AQGYSGLSVK 1055 1064 32.5 25.9 22.1 2 0 0 1,009.5313
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% NALWHTGNTPGQVR 1078 1091 48.3 28.2 39.6 2 1 0 1,550.7823
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% KIMADSGPIYDKTYAGGR 1130 1147 46.5 26.9 37.6 0 2 0 1,958.9644
C_29 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 58 27.00% IMADSGPIYDKTYAGGR 1131 1147 36.7 26.2 31.1 0 2 0 1,830.8694
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% GPDPSSPAFR 51 60 26.5 25.0 17.9 1 0 0 1,030.4953
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% IEDANLIPPVPDDK 61 74 32.7 28.1 24.6 2 0 0 1,535.7955
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% FQDLVDAVR 75 83 47.8 28.9 27.7 2 0 0 1,062.5579
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% AEKGFLLLASLR 84 95 56.2 25.0 47.2 2 0 0 1,317.7890
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% GFLLLASLR 87 95 67.7 25.0 60.4 2 0 0 989.6143
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% KDHSGQVFSVVSNGK 110 124 49.2 27.9 46.8 2 2 0 1,588.8078
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% DHSGQVFSVVSNGK 111 124 40.0 26.9 40.0 1 0 0 1,460.7128
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% MENAELDVPIQSVFTR 174 189 61.8 27.7 56.5 2 0 0 1,864.9111
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% GGVNDNFQGVLQNVR 202 216 55.6 27.9 32.2 0 2 0 1,616.8140
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% FVFGTTPEDILR 217 228 29.5 27.6 17.6 2 0 0 1,394.7316
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% TIVTTLQDSIRK 289 300 54.9 25.0 54.9 2 0 0 1,374.7953
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% KVTEENKELANELR 300 313 73.6 27.6 57.0 2 0 0 1,672.8865
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% VTEENKELANELR 301 313 86.5 28.7 72.0 2 0 0 1,544.7915
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% RPPLCYHNGVQYR 314 326 30.5 27.1 29.7 2 2 0 1,659.8173
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% LCNSPSPQMNGKPCEGEAR 461 479 35.2 25.0 32.5 0 2 0 2,147.9269



C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% DCVGDVTENQICNK 530 543 81.7 25.0 63.8 2 0 0 1,651.7053
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% CENTDPGYNCLPCPPR 608 623 73.0 25.0 73.0 2 2 0 1,949.7941
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% FTGSQPFGQGVEHATANK 624 641 68.9 25.9 62.9 2 2 0 1,875.8985
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% CNYLGHYSDPMYR 663 675 34.4 25.0 34.4 2 2 0 1,691.6941
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% DNCPNLPNSGQEDYDK 716 731 38.5 25.0 38.5 2 0 0 1,865.7609
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% DNCQYVYNVDQR 811 822 27.9 25.0 27.9 0 2 0 1,573.6700
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% FQMIPLDPK 960 968 34.1 29.5 20.2 2 0 0 1,088.5811
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% GTSQNDPNWVVR 969 980 41.2 25.4 19.4 2 0 0 1,372.6604
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% FYVVMWK 1035 1041 22.2 26.3 11.1 1 0 0 988.4961
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% QVTQSYWDTNPTR 1042 1054 91.4 25.0 79.4 2 0 0 1,595.7449
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% AQGYSGLSVK 1055 1064 24.3 26.6 15.6 1 0 0 1,009.5313
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% NALWHTGNTPGQVR 1078 1091 46.3 28.2 32.4 2 2 0 1,550.7823
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% KIMADSGPIYDKTYAGGR 1130 1147 33.2 26.8 25.3 0 2 0 1,958.9644
C_30 Thrombospondin‐1 TSP1_HUMAN 129,382 29 35 66 28.40% IMADSGPIYDK 1131 1141 36.2 25.2 20.9 2 0 0 1,225.5772
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% LVKGPDPSSPAFR 48 60 19.4 27.3 15.7 0 1 0 1,370.7428
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% GPDPSSPAFR 51 60 32.3 25.0 24.3 2 0 0 1,030.4953
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% IEDANLIPPVPDDK 61 74 52.0 28.0 46.6 2 0 0 1,535.7955
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% FQDLVDAVR 75 83 62.3 28.6 40.5 2 0 0 1,062.5579
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% GFLLLASLR 87 95 80.5 25.0 61.3 2 0 0 989.6143
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% KDHSGQVFSVVSNGK 110 124 37.0 27.8 28.7 2 0 0 1,588.8078
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% DHSGQVFSVVSNGK 111 124 42.3 26.7 38.7 1 0 0 1,460.7128
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% AGTLDLSLTVQGK 125 137 43.7 27.8 26.8 1 0 0 1,302.7266
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% GGVNDNFQGVLQNVR 202 216 32.0 28.0 22.9 0 1 0 1,616.8140
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% FVFGTTPEDILR 217 228 38.1 27.6 30.0 2 0 0 1,394.7316
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% TIVTTLQDSIRK 289 300 52.6 25.0 49.6 2 1 0 1,374.7953
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% KVTEENKELANELR 300 313 72.8 27.5 63.1 2 2 0 1,672.8865
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% VTEENKELANELR 301 313 61.9 28.5 51.2 2 2 0 1,544.7915
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% RPPLCYHNGVQYR 314 326 30.1 27.6 20.5 1 2 0 1,659.8173
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% IRLCNSPSPQMNGKPCEGEAR 459 479 18.7 25.0 17.0 0 1 0 2,417.1121
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% LCNSPSPQMNGKPCEGEAR 461 479 33.4 25.0 30.4 0 1 0 2,131.9320
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% LCNNPTPQFGGK 518 529 43.6 25.7 41.2 2 0 0 1,332.6367
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% DCVGDVTENQICNK 530 543 80.9 25.0 65.0 2 0 0 1,651.7053
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% CENTDPGYNCLPCPPR 608 623 33.5 25.0 33.5 2 0 0 1,949.7941
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% FTGSQPFGQGVEHATANK 624 641 57.5 26.2 50.0 2 2 0 1,875.8985
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% DNCPNLPNSGQEDYDK 716 731 36.8 25.0 36.8 2 0 0 1,865.7609
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% DNCQYVYNVDQR 811 822 32.5 25.0 32.2 0 2 0 1,573.6700
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% FQMIPLDPK 960 968 28.2 28.6 19.1 3 0 0 1,088.5811
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% GTSQNDPNWVVR 969 980 51.6 25.4 34.4 2 0 0 1,372.6604
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% FYVVMWK 1035 1041 22.1 26.3 16.8 1 0 0 988.4961
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% QVTQSYWDTNPTR 1042 1054 57.7 25.2 53.8 2 0 0 1,595.7449
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% AQGYSGLSVK 1055 1064 24.8 25.9 16.5 1 0 0 1,009.5313
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% NALWHTGNTPGQVR 1078 1091 52.2 27.7 51.4 2 2 0 1,550.7823
C_31 Thrombospondin‐1 TSP1_HUMAN 129,382 29 36 61 27.60% IMADSGPIYDK 1131 1141 22.4 25.0 22.4 2 0 0 1,225.5772
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% GPDPSSPAFR 51 60 27.0 25.0 26.1 2 0 0 1,030.4953
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% IEDANLIPPVPDDK 61 74 30.3 27.9 27.6 2 0 0 1,535.7955
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% FQDLVDAVR 75 83 48.5 28.6 27.1 2 0 0 1,062.5579
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% GFLLLASLR 87 95 74.9 25.0 64.0 2 0 0 989.6143
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% KDHSGQVFSVVSNGK 110 124 36.5 28.0 33.3 2 0 0 1,588.8078
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% SITLFVQEDR 155 164 30.4 27.8 23.5 1 0 0 1,207.6318
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% MENAELDVPIQSVFTR 174 189 51.1 27.7 46.7 1 0 0 1,864.9111
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% FVFGTTPEDILR 217 228 28.0 27.6 19.4 1 0 0 1,394.7316
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% TIVTTLQDSIRK 289 300 43.0 25.0 43.0 2 0 0 1,374.7953
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% KVTEENKELANELR 300 313 37.6 27.9 28.6 1 0 0 1,672.8865
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% VTEENKELANELR 301 313 71.2 28.2 61.2 2 0 0 1,544.7915
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% RPPLCYHNGVQYR 314 326 26.6 27.1 20.6 0 1 0 1,659.8173
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% LCNNPTPQFGGK 518 529 39.8 25.7 33.5 1 0 0 1,332.6367
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% DCVGDVTENQICNK 530 543 61.1 25.0 50.7 2 0 0 1,651.7053
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% FTGSQPFGQGVEHATANK 624 641 44.8 25.8 44.8 2 1 0 1,875.8985
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% FQMIPLDPK 960 968 28.9 29.5 15.2 1 0 0 1,088.5811
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% GTSQNDPNWVVR 969 980 36.3 25.5 11.7 2 0 0 1,372.6604
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% QVTQSYWDTNPTR 1042 1054 57.8 25.0 53.6 2 0 0 1,595.7449
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% AQGYSGLSVK 1055 1064 32.5 26.9 16.8 1 0 0 1,009.5313
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% NALWHTGNTPGQVR 1078 1091 50.5 27.9 40.2 2 2 0 1,550.7823
C_32 Thrombospondin‐1 TSP1_HUMAN 129,382 21 23 36 21.00% IMADSGPIYDK 1131 1141 25.6 25.0 20.0 1 0 0 1,225.5772
D_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.02% FQDLVDAVR 75 83 46.1 28.6 28.8 2 0 0 1,062.5579
D_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.02% AGTLDLSLTVQGK 125 137 61.9 27.5 48.8 2 0 0 1,302.7266
D_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.02% SITLFVQEDR 155 164 37.0 28.0 27.4 2 0 0 1,207.6318
D_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.02% GGVNDNFQGVLQNVR 202 216 30.2 27.9 18.8 1 0 0 1,616.8140
D_28 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 3 3.50% TIVTTLQDSIR 289 299 26.4 27.8 20.3 1 0 0 1,246.7003
D_28 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 3 3.50% LCNNPTPQFGGK 518 529 33.9 26.4 22.4 1 0 0 1,332.6367
D_28 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 3 3.50% FTGSQPFGQGVEHATANK 624 641 23.2 25.8 23.1 0 1 0 1,875.8985
D_29 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 3.93% AGTLDLSLTVQGK 125 137 54.5 27.9 39.5 2 0 0 1,302.7266
D_29 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 3.93% SITLFVQEDR 155 164 30.2 28.1 26.3 1 0 0 1,207.6318
D_29 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 3.93% TIVTTLQDSIR 289 299 30.0 27.6 23.6 1 0 0 1,246.7003
D_29 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 3.93% LCNNPTPQFGGK 518 529 47.8 26.4 36.5 2 0 0 1,332.6367
D_31 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.05% AGTLDLSLTVQGK 125 137 37.4 28.0 21.0 1 0 0 1,302.7266
D_31 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.05% TIVTTLQDSIR 289 299 36.2 27.7 30.2 2 0 0 1,246.7003
D_32 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 9 6.50% GPDPSSPAFR 51 60 21.4 25.0 21.4 1 0 0 1,030.4953
D_32 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 9 6.50% SITLFVQEDR 155 164 36.8 28.1 32.6 1 0 0 1,207.6318
D_32 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 9 6.50% GGVNDNFQGVLQNVR 202 216 49.2 27.6 40.4 2 0 0 1,616.8140
D_32 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 9 6.50% FVFGTTPEDILR 217 228 50.6 27.9 40.4 2 0 0 1,394.7316
D_32 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 9 6.50% TIVTTLQDSIR 289 299 48.0 27.6 42.1 2 0 0 1,246.7003
D_32 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 9 6.50% FTGSQPFGQGVEHATANK 624 641 21.2 25.7 15.4 0 1 0 1,875.8985
E_11 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 3 3.42% AGTLDLSLTVQGK 125 137 34.9 28.0 18.6 1 0 0 1,302.7266
E_11 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 3 3.42% GGVNDNFQGVLQNVR 202 216 28.3 27.8 10.8 1 0 0 1,616.8140
E_11 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 3 3.42% FVFGTTPEDILR 217 228 43.4 28.0 36.6 1 0 0 1,394.7316
E_12 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 2.91% FQDLVDAVR 75 83 17.3 28.9 9.4 1 0 0 1,062.5579
E_12 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 2.91% AGTLDLSLTVQGK 125 137 50.7 28.0 33.6 2 0 0 1,302.7266
E_12 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 2.91% FVFGTTPEDILR 217 228 45.2 27.9 32.8 2 0 0 1,394.7316
E_28 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 9 7.35% FVFGTTPEDILR 217 228 30.2 28.1 23.5 1 0 0 1,394.7316
E_28 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 9 7.35% TIVTTLQDSIR 289 299 33.7 27.8 26.0 2 0 0 1,246.7003
E_28 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 9 7.35% LCNNPTPQFGGK 518 529 37.0 26.4 31.2 2 0 0 1,332.6367
E_28 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 9 7.35% FTGSQPFGQGVEHATANK 624 641 25.1 25.9 21.9 0 1 0 1,875.8985
E_28 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 9 7.35% GTSQNDPNWVVR 969 980 24.9 25.8 11.7 1 0 0 1,372.6604
E_28 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 9 7.35% AQGYSGLSVK 1055 1064 28.0 26.9 15.7 1 0 0 1,009.5313
E_28 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 9 7.35% IMADSGPIYDK 1131 1141 28.3 25.0 24.3 1 0 0 1,225.5772
E_29 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 14 8.80% AGTLDLSLTVQGK 125 137 57.5 28.0 45.8 2 0 0 1,302.7266
E_29 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 14 8.80% SITLFVQEDR 155 164 42.8 28.1 31.2 2 0 0 1,207.6318
E_29 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 14 8.80% AQLYIDCEK 165 173 20.4 25.3 17.5 1 0 0 1,139.5403
E_29 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 14 8.80% GGVNDNFQGVLQNVR 202 216 55.0 27.9 46.4 2 0 0 1,616.8140
E_29 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 14 8.80% FVFGTTPEDILR 217 228 52.8 27.5 48.2 1 0 0 1,394.7316
E_29 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 14 8.80% TIVTTLQDSIR 289 299 46.3 27.8 36.7 2 0 0 1,246.7003
E_29 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 14 8.80% LCNNPTPQFGGK 518 529 48.2 25.7 42.5 2 0 0 1,332.6367
E_29 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 14 8.80% AQGYSGLSVK 1055 1064 25.5 26.5 11.9 1 0 0 1,009.5313
E_29 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 14 8.80% IMADSGPIYDK 1131 1141 21.2 25.0 17.5 1 0 0 1,225.5772
E_30 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.08% AGTLDLSLTVQGK 125 137 61.9 27.5 46.7 2 0 0 1,302.7266
E_30 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.08% FVFGTTPEDILR 217 228 42.4 28.1 28.3 2 0 0 1,394.7316
E_30 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.08% TIVTTLQDSIR 289 299 39.7 27.8 31.8 1 0 0 1,246.7003
E_31 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% AGTLDLSLTVQGK 125 137 57.6 27.3 41.0 2 0 0 1,302.7266
E_31 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% AQLYIDCEK 165 173 22.8 25.3 22.8 2 0 0 1,139.5403
E_31 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% GGVNDNFQGVLQNVR 202 216 42.0 27.9 25.5 1 0 0 1,616.8140
E_31 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% FVFGTTPEDILR 217 228 47.0 28.0 43.6 2 0 0 1,394.7316



E_31 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% TIVTTLQDSIR 289 299 45.0 27.5 32.4 2 0 0 1,246.7003
E_31 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% LCNNPTPQFGGK 518 529 44.8 26.4 36.7 2 0 0 1,332.6367
E_31 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% FTGSQPFGQGVEHATANK 624 641 24.3 25.9 19.3 0 1 0 1,875.8985
E_32 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 15 8.03% AGTLDLSLTVQGK 125 137 70.2 27.3 44.0 2 0 0 1,302.7266
E_32 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 15 8.03% SITLFVQEDR 155 164 35.6 28.1 28.7 1 0 0 1,207.6318
E_32 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 15 8.03% AQLYIDCEK 165 173 23.5 25.3 16.2 2 0 0 1,139.5403
E_32 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 15 8.03% GGVNDNFQGVLQNVR 202 216 93.6 27.8 79.5 2 0 0 1,616.8140
E_32 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 15 8.03% FVFGTTPEDILR 217 228 53.4 27.6 38.6 2 0 0 1,394.7316
E_32 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 15 8.03% TIVTTLQDSIR 289 299 40.1 27.8 33.3 2 0 0 1,246.7003
E_32 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 15 8.03% LCNNPTPQFGGK 518 529 37.4 25.7 31.2 2 0 0 1,332.6367
E_32 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 15 8.03% GTSQNDPNWVVR 969 980 31.3 25.5 10.7 2 0 0 1,372.6604
F_10 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.25% AGTLDLSLTVQGK 125 137 68.1 27.1 42.8 2 0 0 1,302.7266
F_10 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.25% SITLFVQEDR 155 164 56.4 28.3 46.8 2 0 0 1,207.6318
F_10 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.25% GGVNDNFQGVLQNVR 202 216 67.0 28.2 48.6 2 0 0 1,616.8140
G_08 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 2 1.79% SITLFVQEDR 155 164 29.1 28.2 27.6 1 0 0 1,207.6318
G_08 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 2 1.79% TIVTTLQDSIR 289 299 26.8 27.5 26.8 1 0 0 1,246.7003
G_09 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.82% FQDLVDAVR 75 83 47.9 28.8 17.2 2 0 0 1,062.5579
G_09 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.82% DHSGQVFSVVSNGK 111 124 38.8 26.8 32.1 0 2 0 1,460.7128
G_09 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.82% SITLFVQEDR 155 164 52.1 28.0 45.0 2 0 0 1,207.6318
G_10 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.42% AGTLDLSLTVQGK 125 137 61.0 26.9 39.3 2 0 0 1,302.7266
G_10 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.42% GGVNDNFQGVLQNVR 202 216 46.0 28.3 33.3 2 0 0 1,616.8140
G_10 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.42% GTSQNDPNWVVR 969 980 26.2 25.7 11.6 1 0 0 1,372.6604
G_11 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 1.97% TIVTTLQDSIR 289 299 29.1 27.4 29.1 1 0 0 1,246.7003
G_11 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 1.97% GTSQNDPNWVVR 969 980 27.5 25.7 10.8 2 0 0 1,372.6604
G_13 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.05% AGTLDLSLTVQGK 125 137 55.9 26.9 39.1 2 0 0 1,302.7266
G_13 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.05% TIVTTLQDSIR 289 299 38.0 27.5 30.4 1 0 0 1,246.7003
G_14 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 2.74% AQLYIDCEK 165 173 20.0 26.5 19.1 1 0 0 1,139.5403
G_14 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 2.74% TIVTTLQDSIR 289 299 51.6 27.2 41.7 2 0 0 1,246.7003
G_14 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 2.74% GTSQNDPNWVVR 969 980 24.8 25.6 16.0 1 0 0 1,372.6604
G_15 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 1.71% TIVTTLQDSIR 289 299 47.5 27.5 38.4 2 0 0 1,246.7003
G_15 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 1.71% FQMIPLDPK 960 968 27.1 29.1 16.4 1 0 0 1,088.5811
G_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.79% FTGSQPFGQGVEHATANK 624 641 19.8 27.1 12.9 0 1 0 1,875.8985
G_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.79% DNCQYVYNVDQR 811 822 69.1 25.0 67.2 2 0 0 1,573.6700
G_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.79% GTSQNDPNWVVR 969 980 30.7 25.8 12.2 2 0 0 1,372.6604
G_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.79% NALWHTGNTPGQVR 1078 1091 32.5 28.0 24.7 0 2 0 1,550.7823
H_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.82% FQDLVDAVR 75 83 40.7 28.7 24.2 2 0 0 1,062.5579
H_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.82% GFLLLASLR 87 95 53.6 25.0 41.5 2 0 0 989.6143
H_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.82% GGVNDNFQGVLQNVR 202 216 77.2 28.3 61.6 2 0 0 1,616.8140
H_07 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.05% GFLLLASLR 87 95 53.8 25.0 37.5 1 0 0 989.6143
H_07 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.05% GGVNDNFQGVLQNVR 202 216 72.9 28.2 59.0 2 0 0 1,616.8140
H_15 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 3.33% GGVNDNFQGVLQNVR 202 216 63.7 28.1 34.9 2 0 0 1,616.8140
H_15 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 3.33% DNCQYVYNVDQR 811 822 35.5 25.0 35.5 1 0 0 1,573.6700
H_15 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 3.33% GTSQNDPNWVVR 969 980 25.4 25.8 8.3 1 0 0 1,372.6604
H_16 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 10 5.13% GGVNDNFQGVLQNVR 202 216 53.1 28.3 43.6 2 0 0 1,616.8140
H_16 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 10 5.13% TIVTTLQDSIR 289 299 48.2 27.6 38.7 2 0 0 1,246.7003
H_16 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 10 5.13% DNCQYVYNVDQR 811 822 50.3 25.0 50.3 2 0 0 1,573.6700
H_16 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 10 5.13% FQMIPLDPK 960 968 27.3 28.6 19.4 2 0 0 1,088.5811
H_16 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 10 5.13% QVTQSYWDTNPTR 1042 1054 77.9 25.2 67.2 2 0 0 1,595.7449
H_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% GGVNDNFQGVLQNVR 202 216 49.9 28.3 32.3 2 0 0 1,616.8140
H_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% TIVTTLQDSIR 289 299 41.4 27.6 34.4 2 0 0 1,246.7003
H_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% FTGSQPFGQGVEHATANK 624 641 34.0 26.6 24.6 1 0 0 1,875.8985
H_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% DNCQYVYNVDQR 811 822 57.6 25.0 49.8 2 0 0 1,573.6700
H_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% FQMIPLDPK 960 968 26.7 28.3 21.9 1 0 0 1,088.5811
H_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% GTSQNDPNWVVR 969 980 32.7 25.6 21.1 2 0 0 1,372.6604
H_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.69% QVTQSYWDTNPTR 1042 1054 74.1 25.4 63.7 2 0 0 1,595.7449
H_19 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 14 8.89% GGVNDNFQGVLQNVR 202 216 71.6 28.3 42.5 2 0 0 1,616.8140
H_19 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 14 8.89% TIVTTLQDSIR 289 299 45.0 27.6 40.4 2 0 0 1,246.7003
H_19 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 14 8.89% DCVGDVTENQICNK 530 543 45.5 25.0 45.5 1 0 0 1,651.7053
H_19 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 14 8.89% FTGSQPFGQGVEHATANK 624 641 45.1 27.1 45.1 1 0 0 1,875.8985
H_19 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 14 8.89% DNCQYVYNVDQR 811 822 52.0 25.0 50.8 2 0 0 1,573.6700
H_19 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 14 8.89% FQMIPLDPK 960 968 25.5 28.3 8.8 2 0 0 1,088.5811
H_19 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 14 8.89% GTSQNDPNWVVR 969 980 30.4 25.9 18.0 2 0 0 1,372.6604
H_19 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 14 8.89% QVTQSYWDTNPTR 1042 1054 65.9 25.3 54.2 2 0 0 1,595.7449
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% IEDANLIPPVPDDK 61 74 33.0 27.8 29.4 2 0 0 1,535.7955
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% GFLLLASLR 87 95 64.3 25.0 51.5 2 0 0 989.6143
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% DHSGQVFSVVSNGK 111 124 48.0 26.9 44.3 2 2 0 1,460.7128
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% AQLYIDCEK 165 173 28.9 26.5 23.8 1 0 0 1,139.5403
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% GGVNDNFQGVLQNVR 202 216 52.8 28.3 43.9 2 0 0 1,616.8140
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% KVTEENKELANELR 300 313 25.9 27.5 15.3 0 1 0 1,672.8865
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% VTEENKELANELR 301 313 36.6 28.6 25.4 0 2 0 1,544.7915
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% LCNSPSPQMNGKPCEGEAR 461 479 27.7 25.0 20.8 0 1 0 2,131.9320
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% LCNNPTPQFGGK 518 529 43.4 26.1 43.1 2 0 0 1,332.6367
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% DCVGDVTENQICNK 530 543 69.5 25.0 61.5 2 0 0 1,651.7053
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% FTGSQPFGQGVEHATANK 624 641 79.1 26.3 74.5 2 0 0 1,875.8985
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% DNCQYVYNVDQR 811 822 57.3 25.0 55.6 2 0 0 1,573.6700
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% FQMIPLDPK 960 968 29.3 28.3 22.7 3 0 0 1,088.5811
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% GTSQNDPNWVVR 969 980 50.9 25.8 35.6 2 0 0 1,372.6604
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% QVTQSYWDTNPTR 1042 1054 96.3 25.1 82.3 2 0 0 1,595.7449
H_20 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 32 16.90% NALWHTGNTPGQVR 1078 1091 43.3 28.1 38.3 2 0 0 1,550.7823
H_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 21 12.30% GGVNDNFQGVLQNVR 202 216 48.2 28.3 35.0 2 0 0 1,616.8140
H_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 21 12.30% TIVTTLQDSIR 289 299 40.0 27.2 29.4 2 0 0 1,246.7003
H_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 21 12.30% KVTEENKELANELR 300 313 27.9 27.5 19.4 0 1 0 1,672.8865
H_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 21 12.30% LCNNPTPQFGGK 518 529 34.7 26.1 29.8 2 0 0 1,332.6367
H_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 21 12.30% DCVGDVTENQICNK 530 543 44.8 25.0 41.9 2 0 0 1,651.7053
H_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 21 12.30% FTGSQPFGQGVEHATANK 624 641 51.1 26.3 51.1 2 0 0 1,875.8985
H_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 21 12.30% DNCQYVYNVDQR 811 822 54.2 25.0 54.2 2 0 0 1,573.6700
H_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 21 12.30% FQMIPLDPK 960 968 31.0 28.3 22.4 2 0 0 1,088.5811
H_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 21 12.30% GTSQNDPNWVVR 969 980 39.1 25.8 24.8 2 0 0 1,372.6604
H_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 21 12.30% QVTQSYWDTNPTR 1042 1054 78.3 25.1 69.9 2 0 0 1,595.7449
H_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 21 12.30% NALWHTGNTPGQVR 1078 1091 31.7 28.1 25.2 2 0 0 1,550.7823
H_22 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 7.09% GGVNDNFQGVLQNVR 202 216 69.2 28.3 42.6 2 0 0 1,616.8140
H_22 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 7.09% TIVTTLQDSIR 289 299 51.8 27.6 41.3 2 0 0 1,246.7003
H_22 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 7.09% FTGSQPFGQGVEHATANK 624 641 28.6 26.3 26.6 1 0 0 1,875.8985
H_22 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 7.09% GTSQNDPNWVVR 969 980 32.7 25.8 18.9 2 0 0 1,372.6604
H_22 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 7.09% QVTQSYWDTNPTR 1042 1054 78.1 25.2 64.4 2 0 0 1,595.7449
H_22 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 7.09% NALWHTGNTPGQVR 1078 1091 37.0 28.1 30.9 1 0 0 1,550.7823
H_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.86% GGVNDNFQGVLQNVR 202 216 77.4 28.3 63.0 2 0 0 1,616.8140
H_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.86% TIVTTLQDSIR 289 299 56.7 27.6 45.9 2 0 0 1,246.7003
H_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.86% LCNNPTPQFGGK 518 529 52.0 26.4 34.9 2 0 0 1,332.6367
H_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.86% FTGSQPFGQGVEHATANK 624 641 40.3 26.7 35.0 1 0 0 1,875.8985
H_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.86% FQMIPLDPK 960 968 28.0 28.2 19.8 2 0 0 1,088.5811
H_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.86% QVTQSYWDTNPTR 1042 1054 81.9 25.2 80.1 2 0 0 1,595.7449
H_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.86% NALWHTGNTPGQVR 1078 1091 45.5 28.1 41.6 2 0 0 1,550.7823
H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% IEDANLIPPVPDDK 61 74 23.3 28.0 19.3 1 0 0 1,535.7955
H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% FQDLVDAVR 75 83 37.0 28.7 12.6 2 0 0 1,062.5579
H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% GGVNDNFQGVLQNVR 202 216 80.4 28.3 59.0 2 2 0 1,616.8140
H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% KVTEENKELANELR 300 313 30.9 27.6 28.0 0 2 0 1,672.8865
H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% VTEENKELANELR 301 313 37.5 28.5 28.4 0 2 0 1,544.7915
H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% LCNNPTPQFGGK 518 529 49.1 25.6 43.3 2 0 0 1,332.6367
H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% DCVGDVTENQICNK 530 543 73.5 25.0 61.2 2 0 0 1,651.7053
H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% FTGSQPFGQGVEHATANK 624 641 63.4 26.3 56.9 2 2 0 1,875.8985
H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% DNCQYVYNVDQR 811 822 49.1 25.0 41.5 2 0 0 1,573.6700



H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% FQMIPLDPK 960 968 26.8 28.5 14.2 1 0 0 1,104.5761
H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% GTSQNDPNWVVR 969 980 36.5 25.9 19.6 2 0 0 1,372.6604
H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% QVTQSYWDTNPTR 1042 1054 95.7 25.3 85.2 2 0 0 1,595.7449
H_24 Thrombospondin‐1 TSP1_HUMAN 129,382 13 16 30 13.30% NALWHTGNTPGQVR 1078 1091 51.7 27.9 47.3 2 2 0 1,550.7823
I_05 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.14% SITLFVQEDR 155 164 51.8 28.4 43.2 2 0 0 1,207.6318
I_05 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.14% GGVNDNFQGVLQNVR 202 216 81.2 28.2 64.0 2 0 0 1,616.8140
I_06 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.14% SITLFVQEDR 155 164 53.6 28.0 45.8 2 0 0 1,207.6318
I_06 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.14% GGVNDNFQGVLQNVR 202 216 72.2 28.3 56.0 2 0 0 1,616.8140
I_11 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 1.79% SITLFVQEDR 155 164 22.7 27.7 15.4 1 0 0 1,207.6318
I_11 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 1.79% TIVTTLQDSIR 289 299 55.5 27.7 51.4 2 0 0 1,246.7003
I_14 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 9 5.47% SITLFVQEDR 155 164 30.9 28.3 24.4 1 0 0 1,207.6318
I_14 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 9 5.47% GGVNDNFQGVLQNVR 202 216 67.8 28.3 49.9 2 0 0 1,616.8140
I_14 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 9 5.47% KVTEENKELANELR 300 313 21.6 27.5 10.3 0 2 0 1,672.8865
I_14 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 9 5.47% DNCQYVYNVDQR 811 822 44.0 25.0 44.0 2 0 0 1,573.6700
I_14 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 9 5.47% QVTQSYWDTNPTR 1042 1054 76.2 25.3 76.2 2 0 0 1,595.7449
I_15 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.85% GGVNDNFQGVLQNVR 202 216 66.8 27.9 50.1 2 0 0 1,616.8140
I_15 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.85% FTGSQPFGQGVEHATANK 624 641 20.2 26.3 11.9 0 2 0 1,875.8985
I_15 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.85% GTSQNDPNWVVR 969 980 32.7 25.7 18.6 2 0 0 1,372.6604
I_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.36% GGVNDNFQGVLQNVR 202 216 68.9 28.2 46.8 2 0 0 1,616.8140
I_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.36% TIVTTLQDSIR 289 299 42.5 27.6 35.1 2 0 0 1,246.7003
I_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.36% GTSQNDPNWVVR 969 980 24.7 25.7 4.2 2 0 0 1,372.6604
I_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.36% QVTQSYWDTNPTR 1042 1054 64.6 25.1 41.4 2 0 0 1,595.7449
I_17 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 23 10.30% GGVNDNFQGVLQNVR 202 216 54.9 28.3 35.7 2 0 0 1,616.8140
I_17 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 23 10.30% TIVTTLQDSIR 289 299 40.9 27.7 34.1 2 0 0 1,246.7003
I_17 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 23 10.30% CENTDPGYNCLPCPPR 608 623 57.2 25.0 57.2 2 2 0 1,949.7941
I_17 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 23 10.30% FTGSQPFGQGVEHATANK 624 641 44.7 26.7 44.7 2 0 0 1,875.8985
I_17 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 23 10.30% DNCQYVYNVDQR 811 822 61.4 25.0 57.4 2 1 0 1,573.6700
I_17 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 23 10.30% FQMIPLDPK 960 968 29.2 28.3 21.3 2 0 0 1,088.5811
I_17 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 23 10.30% GTSQNDPNWVVR 969 980 42.7 25.7 23.1 2 0 0 1,372.6604
I_17 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 23 10.30% QVTQSYWDTNPTR 1042 1054 66.2 25.4 52.8 2 0 0 1,595.7449
I_17 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 23 10.30% NALWHTGNTPGQVR 1078 1091 35.7 27.8 26.0 2 2 0 1,550.7823
I_18 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.49% GGVNDNFQGVLQNVR 202 216 56.8 28.3 45.7 2 0 0 1,616.8140
I_18 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.49% TIVTTLQDSIR 289 299 44.6 27.6 33.8 2 0 0 1,246.7003
I_18 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.49% DCVGDVTENQICNK 530 543 30.1 25.0 24.8 1 0 0 1,651.7053
I_18 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.49% CENTDPGYNCLPCPPR 608 623 39.6 25.0 39.6 1 0 0 1,949.7941
I_18 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.49% FTGSQPFGQGVEHATANK 624 641 36.5 26.7 30.6 2 0 0 1,875.8985
I_18 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.49% DNCQYVYNVDQR 811 822 56.7 25.0 49.6 2 0 0 1,573.6700
I_18 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.49% GTSQNDPNWVVR 969 980 23.5 25.5 8.5 1 0 0 1,372.6604
I_18 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.49% QVTQSYWDTNPTR 1042 1054 80.2 25.2 65.7 2 0 0 1,595.7449
I_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 8.38% GGVNDNFQGVLQNVR 202 216 92.7 27.9 75.5 2 0 0 1,616.8140
I_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 8.38% KVTEENKELANELR 300 313 29.8 27.9 18.9 0 1 0 1,672.8865
I_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 8.38% DCVGDVTENQICNK 530 543 33.3 25.0 29.4 1 0 0 1,651.7053
I_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 8.38% FTGSQPFGQGVEHATANK 624 641 33.6 26.3 33.5 2 0 0 1,875.8985
I_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 8.38% DNCQYVYNVDQR 811 822 56.7 25.0 56.7 2 0 0 1,573.6700
I_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 8.38% GTSQNDPNWVVR 969 980 23.8 25.1 6.4 1 0 0 1,372.6604
I_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 8.38% QVTQSYWDTNPTR 1042 1054 57.5 25.1 43.9 2 0 0 1,595.7449
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% GFLLLASLR 87 95 64.9 25.0 55.8 2 0 0 989.6143
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% TRGTLLALER 100 109 23.9 25.9 19.0 1 0 0 1,129.6689
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% KDHSGQVFSVVSNGK 110 124 25.5 28.0 23.7 0 1 0 1,588.8078
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% DHSGQVFSVVSNGK 111 124 49.3 26.8 41.0 2 2 0 1,460.7128
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% SITLFVQEDR 155 164 55.4 28.4 51.2 1 0 0 1,207.6318
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% GGVNDNFQGVLQNVR 202 216 76.2 28.2 53.3 2 0 0 1,616.8140
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% TIVTTLQDSIR 289 299 53.9 27.6 48.3 2 0 0 1,246.7003
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% TIVTTLQDSIRK 289 300 47.9 25.0 47.9 2 1 0 1,374.7953
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% VTEENKELANELR 301 313 30.9 28.2 20.7 0 2 0 1,544.7915
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% LCNNPTPQFGGK 518 529 61.5 25.6 60.0 2 0 0 1,332.6367
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% DCVGDVTENQICNK 530 543 75.1 25.0 64.5 2 0 0 1,651.7053
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% FTGSQPFGQGVEHATANK 624 641 41.7 26.3 41.7 2 2 0 1,875.8985
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% DNCPNLPNSGQEDYDK 716 731 44.7 25.0 36.9 2 0 0 1,865.7609
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% DGIGDACDDDDDNDKIPDDR 732 751 35.5 25.0 35.5 0 2 0 2,235.8586
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% DNCQYVYNVDQR 811 822 67.2 25.0 64.7 2 0 0 1,573.6700
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% FQMIPLDPK 960 968 27.4 28.2 17.3 1 0 0 1,088.5811
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% GTSQNDPNWVVR 969 980 51.3 25.7 37.9 2 0 0 1,372.6604
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% QVTQSYWDTNPTR 1042 1054 81.1 25.3 71.9 2 0 0 1,595.7449
I_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 23 41 19.10% NALWHTGNTPGQVR 1078 1091 56.0 27.7 52.9 2 2 0 1,550.7823
I_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 12 20 11.20% KDHSGQVFSVVSNGK 110 124 24.5 27.7 20.3 0 2 0 1,588.8078
I_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 12 20 11.20% SITLFVQEDR 155 164 27.0 28.3 23.4 2 0 0 1,207.6318
I_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 12 20 11.20% GGVNDNFQGVLQNVR 202 216 55.0 28.0 36.3 2 0 0 1,616.8140
I_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 12 20 11.20% TIVTTLQDSIR 289 299 50.7 27.7 39.7 2 0 0 1,246.7003
I_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 12 20 11.20% KVTEENKELANELR 300 313 26.6 27.6 0.0 0 2 0 1,672.8865
I_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 12 20 11.20% VTEENKELANELR 301 313 34.7 28.5 25.2 0 1 0 1,544.7915
I_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 12 20 11.20% FTGSQPFGQGVEHATANK 624 641 18.2 25.8 13.4 0 1 0 1,875.8985
I_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 12 20 11.20% FQMIPLDPK 960 968 31.8 28.2 12.5 1 0 0 1,088.5811
I_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 12 20 11.20% GTSQNDPNWVVR 969 980 27.7 25.5 7.6 2 0 0 1,372.6604
I_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 12 20 11.20% QVTQSYWDTNPTR 1042 1054 53.3 25.2 46.4 2 0 0 1,595.7449
I_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 12 20 11.20% NALWHTGNTPGQVR 1078 1091 31.2 27.9 21.0 1 2 0 1,550.7823
I_22 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.75% SITLFVQEDR 155 164 40.7 27.8 35.0 2 0 0 1,207.6318
I_22 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.75% GGVNDNFQGVLQNVR 202 216 54.9 28.0 40.2 2 0 0 1,616.8140
I_22 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.75% TIVTTLQDSIR 289 299 53.7 27.7 46.5 2 0 0 1,246.7003
I_22 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.75% FTGSQPFGQGVEHATANK 624 641 22.5 26.3 20.9 0 2 0 1,875.8985
I_22 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.75% GTSQNDPNWVVR 969 980 39.5 25.7 24.9 2 0 0 1,372.6604
I_22 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.75% QVTQSYWDTNPTR 1042 1054 36.5 25.3 25.1 1 0 0 1,595.7449
I_24 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 21 10.30% KDHSGQVFSVVSNGK 110 124 28.1 27.9 27.4 0 1 0 1,588.8078
I_24 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 21 10.30% GGVNDNFQGVLQNVR 202 216 46.5 28.3 20.2 2 2 0 1,616.8140
I_24 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 21 10.30% VTEENKELANELR 301 313 28.5 28.6 16.1 0 2 0 1,544.7915
I_24 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 21 10.30% LCNNPTPQFGGK 518 529 35.0 26.1 33.1 2 0 0 1,332.6367
I_24 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 21 10.30% FTGSQPFGQGVEHATANK 624 641 45.7 26.3 44.1 2 2 0 1,875.8985
I_24 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 21 10.30% FQMIPLDPK 960 968 23.7 28.3 18.1 1 0 0 1,104.5761
I_24 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 21 10.30% GTSQNDPNWVVR 969 980 39.3 25.6 27.5 2 0 0 1,372.6604
I_24 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 21 10.30% QVTQSYWDTNPTR 1042 1054 49.5 25.3 47.3 2 0 0 1,595.7449
I_24 Thrombospondin‐1 TSP1_HUMAN 129,382 9 12 21 10.30% NALWHTGNTPGQVR 1078 1091 32.9 28.1 28.2 2 1 0 1,550.7823
J_05 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.14% SITLFVQEDR 155 164 49.7 28.0 40.6 2 0 0 1,207.6318
J_05 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.14% GGVNDNFQGVLQNVR 202 216 49.8 28.3 31.2 1 0 0 1,616.8140
J_07 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.33% IEDANLIPPVPDDK 61 74 26.2 27.7 18.6 1 0 0 1,535.7955
J_07 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.33% SITLFVQEDR 155 164 65.8 28.0 52.5 2 0 0 1,207.6318
J_07 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.33% GGVNDNFQGVLQNVR 202 216 74.4 28.2 50.9 2 0 0 1,616.8140
J_14 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 1.71% FQDLVDAVR 75 83 30.3 28.4 19.5 1 0 0 1,062.5579
J_14 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 1.71% TIVTTLQDSIR 289 299 42.2 27.5 32.4 2 0 0 1,246.7003
J_15 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.68% FTGSQPFGQGVEHATANK 624 641 16.0 27.1 11.4 0 1 0 1,875.8985
J_15 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.68% DNCQYVYNVDQR 811 822 61.3 25.0 61.3 2 0 0 1,573.6700
J_15 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.68% QVTQSYWDTNPTR 1042 1054 65.4 25.5 56.3 2 0 0 1,595.7449
J_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.79% GGVNDNFQGVLQNVR 202 216 56.1 28.3 47.8 2 0 0 1,616.8140
J_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.79% TIVTTLQDSIR 289 299 55.4 27.5 46.7 2 0 0 1,246.7003
J_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.79% FTGSQPFGQGVEHATANK 624 641 31.9 26.9 31.9 2 0 0 1,875.8985
J_16 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.79% GTSQNDPNWVVR 969 980 41.1 25.7 26.5 2 0 0 1,372.6604
J_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% SITLFVQEDR 155 164 32.0 28.4 27.8 1 0 0 1,207.6318
J_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% TIVTTLQDSIR 289 299 41.7 27.5 34.8 2 0 0 1,246.7003
J_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% DCVGDVTENQICNK 530 543 68.7 25.0 61.4 2 0 0 1,651.7053
J_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% DNCQYVYNVDQR 811 822 48.7 25.0 48.7 2 0 0 1,573.6700
J_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% GTSQNDPNWVVR 969 980 46.6 26.4 31.8 2 0 0 1,372.6604
J_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% QVTQSYWDTNPTR 1042 1054 69.9 25.3 68.9 2 0 0 1,595.7449
J_17 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% NALWHTGNTPGQVR 1078 1091 26.3 28.1 18.8 0 1 0 1,550.7823



J_18 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 7.61% AQLYIDCEK 165 173 20.0 26.6 20.0 1 0 0 1,139.5403
J_18 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 7.61% TIVTTLQDSIR 289 299 45.7 27.5 32.6 2 0 0 1,246.7003
J_18 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 7.61% DCVGDVTENQICNK 530 543 50.7 25.0 48.5 2 0 0 1,651.7053
J_18 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 7.61% FTGSQPFGQGVEHATANK 624 641 24.6 27.1 23.6 1 0 0 1,875.8985
J_18 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 7.61% DNCQYVYNVDQR 811 822 93.8 25.0 93.8 2 0 0 1,573.6700
J_18 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 7.61% GTSQNDPNWVVR 969 980 45.4 26.4 30.1 1 0 0 1,372.6604
J_18 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 11 7.61% QVTQSYWDTNPTR 1042 1054 78.0 25.3 65.6 2 0 0 1,595.7449
J_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.35% AQLYIDCEK 165 173 21.5 26.3 17.8 1 0 0 1,139.5403
J_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.35% GGVNDNFQGVLQNVR 202 216 61.6 28.3 46.3 2 0 0 1,616.8140
J_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.35% TIVTTLQDSIR 289 299 22.5 27.4 18.7 2 0 0 1,246.7003
J_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.35% DCVGDVTENQICNK 530 543 56.7 25.0 54.1 2 0 0 1,651.7053
J_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.35% DNCQYVYNVDQR 811 822 62.2 25.0 62.2 2 0 0 1,573.6700
J_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.35% GTSQNDPNWVVR 969 980 32.0 26.2 17.6 2 0 0 1,372.6604
J_19 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 13 7.35% QVTQSYWDTNPTR 1042 1054 51.7 25.5 43.2 2 0 0 1,595.7449
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% FQDLVDAVR 75 83 30.9 28.4 19.9 2 0 0 1,062.5579
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% KDHSGQVFSVVSNGK 110 124 27.0 27.9 24.5 0 2 0 1,588.8078
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% DHSGQVFSVVSNGK 111 124 46.5 27.1 42.3 2 2 0 1,460.7128
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% SITLFVQEDR 155 164 60.5 27.8 51.3 2 0 0 1,207.6318
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% AQLYIDCEK 165 173 33.7 26.3 31.6 2 0 0 1,139.5403
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% GGVNDNFQGVLQNVR 202 216 50.9 28.3 36.6 2 0 0 1,616.8140
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% TIVTTLQDSIR 289 299 52.8 27.5 43.2 2 0 0 1,246.7003
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% TIVTTLQDSIRK 289 300 35.5 25.0 35.5 2 1 0 1,374.7953
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% RPPLCYHNGVQYR 314 326 23.0 27.5 20.6 0 1 0 1,659.8173
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% LCNNPTPQFGGK 518 529 57.8 25.9 51.4 2 0 0 1,332.6367
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% DCVGDVTENQICNK 530 543 88.2 25.0 79.0 2 0 0 1,651.7053
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% CENTDPGYNCLPCPPR 608 623 26.5 25.0 26.5 0 1 0 1,949.7941
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% FTGSQPFGQGVEHATANK 624 641 39.8 27.1 33.5 2 1 0 1,875.8985
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% DNCPNLPNSGQEDYDK 716 731 33.2 25.0 33.2 2 0 0 1,865.7609
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% DGIGDACDDDDDNDKIPDDR 732 751 23.7 25.0 23.7 0 1 0 2,235.8586
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% DNCQYVYNVDQR 811 822 61.6 25.0 61.6 2 2 0 1,573.6700
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% GTSQNDPNWVVR 969 980 38.7 26.0 13.4 2 0 0 1,372.6604
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% QVTQSYWDTNPTR 1042 1054 83.4 25.5 64.9 2 0 0 1,595.7449
J_20 Thrombospondin‐1 TSP1_HUMAN 129,382 19 24 43 19.70% NALWHTGNTPGQVR 1078 1091 34.9 28.1 19.7 2 2 0 1,550.7823
J_21 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 18 9.06% KDHSGQVFSVVSNGK 110 124 37.5 27.8 37.5 0 2 0 1,588.8078
J_21 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 18 9.06% SITLFVQEDR 155 164 57.0 28.0 51.1 2 0 0 1,207.6318
J_21 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 18 9.06% LCNNPTPQFGGK 518 529 45.4 26.3 39.2 2 0 0 1,332.6367
J_21 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 18 9.06% FTGSQPFGQGVEHATANK 624 641 35.1 26.9 29.4 2 0 0 1,875.8985
J_21 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 18 9.06% DNCQYVYNVDQR 811 822 64.8 25.0 64.8 2 0 0 1,573.6700
J_21 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 18 9.06% GTSQNDPNWVVR 969 980 31.9 25.8 21.3 2 0 0 1,372.6604
J_21 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 18 9.06% QVTQSYWDTNPTR 1042 1054 77.4 25.2 72.1 2 0 0 1,595.7449
J_21 Thrombospondin‐1 TSP1_HUMAN 129,382 8 9 18 9.06% NALWHTGNTPGQVR 1078 1091 35.3 27.8 24.6 2 2 0 1,550.7823
J_22 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.21% SITLFVQEDR 155 164 27.6 28.1 18.5 1 0 0 1,207.6318
J_22 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.21% GGVNDNFQGVLQNVR 202 216 54.7 28.3 33.8 1 0 0 1,616.8140
J_22 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.21% TIVTTLQDSIR 289 299 46.3 27.4 36.6 2 0 0 1,246.7003
J_22 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.21% GTSQNDPNWVVR 969 980 33.0 25.7 20.0 2 0 0 1,372.6604
J_22 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.21% QVTQSYWDTNPTR 1042 1054 56.1 25.5 49.4 2 0 0 1,595.7449
J_24 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 19 11.60% KDHSGQVFSVVSNGK 110 124 42.3 27.9 41.1 0 1 0 1,588.8078
J_24 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 19 11.60% SITLFVQEDR 155 164 28.8 28.1 20.0 1 0 0 1,207.6318
J_24 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 19 11.60% GGVNDNFQGVLQNVR 202 216 68.8 28.3 58.7 2 0 0 1,616.8140
J_24 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 19 11.60% VTEENKELANELR 301 313 21.1 28.8 10.9 0 1 0 1,544.7915
J_24 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 19 11.60% LCNNPTPQFGGK 518 529 49.7 26.2 42.1 2 0 0 1,332.6367
J_24 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 19 11.60% DCVGDVTENQICNK 530 543 71.1 25.0 62.2 2 0 0 1,651.7053
J_24 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 19 11.60% FTGSQPFGQGVEHATANK 624 641 35.8 27.1 28.7 2 1 0 1,875.8985
J_24 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 19 11.60% GTSQNDPNWVVR 969 980 35.6 26.1 24.5 2 0 0 1,372.6604
J_24 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 19 11.60% QVTQSYWDTNPTR 1042 1054 65.2 25.2 55.0 2 0 0 1,595.7449
J_24 Thrombospondin‐1 TSP1_HUMAN 129,382 10 12 19 11.60% NALWHTGNTPGQVR 1078 1091 42.0 28.0 33.5 1 2 0 1,550.7823
K_05 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.05% FQDLVDAVR 75 83 34.9 28.3 26.1 2 0 0 1,062.5579
K_05 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.05% GGVNDNFQGVLQNVR 202 216 67.5 28.3 47.7 2 0 0 1,616.8140
K_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.25% AGTLDLSLTVQGK 125 137 39.6 27.1 22.3 2 0 0 1,302.7266
K_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.25% SITLFVQEDR 155 164 55.7 27.7 48.3 2 0 0 1,207.6318
K_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.25% GGVNDNFQGVLQNVR 202 216 66.4 28.3 53.8 2 0 0 1,616.8140
K_07 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.91% FQDLVDAVR 75 83 45.5 28.3 31.5 2 0 0 1,062.5579
K_07 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.91% SITLFVQEDR 155 164 63.0 28.4 53.8 2 0 0 1,207.6318
K_07 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 2.91% GGVNDNFQGVLQNVR 202 216 74.7 28.3 57.3 2 0 0 1,616.8140
K_11 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 1.79% SITLFVQEDR 155 164 35.4 28.0 30.1 2 0 0 1,207.6318
K_11 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 1.79% TIVTTLQDSIR 289 299 44.0 27.6 33.5 2 0 0 1,246.7003
K_12 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.14% TIVTTLQDSIR 289 299 43.0 27.6 38.6 2 0 0 1,246.7003
K_12 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.14% KVTEENKELANELR 300 313 23.8 27.8 16.1 0 1 0 1,672.8865
K_13 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.14% SITLFVQEDR 155 164 22.0 28.1 14.1 1 0 0 1,207.6318
K_13 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.14% GGVNDNFQGVLQNVR 202 216 58.7 28.3 44.5 2 0 0 1,616.8140
K_14 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.27% SITLFVQEDR 155 164 55.2 28.1 41.8 2 0 0 1,207.6318
K_14 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.27% GGVNDNFQGVLQNVR 202 216 83.7 28.3 72.9 2 0 0 1,616.8140
K_14 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.27% TIVTTLQDSIR 289 299 37.1 27.6 29.4 2 0 0 1,246.7003
K_14 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.27% KVTEENKELANELR 300 313 22.4 27.6 10.7 0 1 0 1,672.8865
K_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.40% KDHSGQVFSVVSNGK 110 124 36.3 28.0 32.0 0 2 0 1,588.8078
K_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.40% GGVNDNFQGVLQNVR 202 216 79.2 28.3 68.1 2 0 0 1,616.8140
K_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.40% TIVTTLQDSIR 289 299 43.5 27.7 34.9 2 0 0 1,246.7003
K_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.40% KVTEENKELANELR 300 313 28.0 28.0 21.9 0 1 0 1,672.8865
K_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.40% FTGSQPFGQGVEHATANK 624 641 64.9 26.6 58.3 2 0 0 1,875.8985
K_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.40% DNCQYVYNVDQR 811 822 48.9 25.0 48.9 1 0 0 1,573.6700
K_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.40% GTSQNDPNWVVR 969 980 37.8 25.9 20.5 2 0 0 1,372.6604
K_15 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 9.40% QVTQSYWDTNPTR 1042 1054 94.9 25.1 83.1 1 0 0 1,595.7449
K_16 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 6.92% GGVNDNFQGVLQNVR 202 216 77.5 28.2 59.9 2 0 0 1,616.8140
K_16 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 6.92% TIVTTLQDSIR 289 299 50.4 27.6 43.5 1 0 0 1,246.7003
K_16 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 6.92% LCNNPTPQFGGK 518 529 35.9 26.1 28.4 1 0 0 1,332.6367
K_16 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 6.92% FTGSQPFGQGVEHATANK 624 641 44.8 26.7 39.3 2 0 0 1,875.8985
K_16 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 6.92% GTSQNDPNWVVR 969 980 28.4 25.9 12.4 2 0 0 1,372.6604
K_16 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 10 6.92% QVTQSYWDTNPTR 1042 1054 61.5 25.5 56.0 2 0 0 1,595.7449
K_17 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 19 11.20% SITLFVQEDR 155 164 37.0 27.8 27.2 2 0 0 1,207.6318
K_17 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 19 11.20% GGVNDNFQGVLQNVR 202 216 73.7 28.3 52.8 2 0 0 1,616.8140
K_17 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 19 11.20% TIVTTLQDSIR 289 299 39.9 27.7 34.5 2 0 0 1,246.7003
K_17 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 19 11.20% LCNNPTPQFGGK 518 529 43.1 26.1 40.8 1 0 0 1,332.6367
K_17 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 19 11.20% DCVGDVTENQICNK 530 543 68.4 25.0 59.9 2 0 0 1,651.7053
K_17 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 19 11.20% FTGSQPFGQGVEHATANK 624 641 41.0 27.1 39.2 2 0 0 1,875.8985
K_17 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 19 11.20% DNCQYVYNVDQR 811 822 86.8 25.0 86.8 2 0 0 1,573.6700
K_17 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 19 11.20% GTSQNDPNWVVR 969 980 32.2 26.1 15.6 2 0 0 1,372.6604
K_17 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 19 11.20% QVTQSYWDTNPTR 1042 1054 77.5 25.4 68.2 2 0 0 1,595.7449
K_17 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 19 11.20% NALWHTGNTPGQVR 1078 1091 28.5 28.0 23.3 2 0 0 1,550.7823
K_18 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 12 6.84% TIVTTLQDSIR 289 299 48.7 26.8 44.7 2 0 0 1,246.7003
K_18 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 12 6.84% DCVGDVTENQICNK 530 543 48.1 25.0 42.5 2 0 0 1,651.7053
K_18 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 12 6.84% FTGSQPFGQGVEHATANK 624 641 38.6 27.1 31.3 2 0 0 1,875.8985
K_18 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 12 6.84% DNCQYVYNVDQR 811 822 67.2 25.0 63.4 2 0 0 1,573.6700
K_18 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 12 6.84% GTSQNDPNWVVR 969 980 35.0 25.7 19.8 2 0 0 1,372.6604
K_18 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 12 6.84% QVTQSYWDTNPTR 1042 1054 69.6 25.5 58.0 2 0 0 1,595.7449
K_19 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 16 10.70% IEDANLIPPVPDDK 61 74 20.8 28.0 13.7 1 0 0 1,535.7955
K_19 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 16 10.70% GGVNDNFQGVLQNVR 202 216 63.1 28.3 50.1 2 0 0 1,616.8140
K_19 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 16 10.70% KVTEENKELANELR 300 313 17.8 27.6 10.0 0 1 0 1,672.8865
K_19 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 16 10.70% VTEENKELANELR 301 313 20.1 28.4 16.5 0 1 0 1,544.7915
K_19 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 16 10.70% RPPLCYHNGVQYR 314 326 20.0 27.4 14.4 0 1 0 1,659.8173
K_19 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 16 10.70% DCVGDVTENQICNK 530 543 62.2 25.0 62.2 2 0 0 1,651.7053
K_19 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 16 10.70% FTGSQPFGQGVEHATANK 624 641 32.3 26.6 32.3 2 0 0 1,875.8985
K_19 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 16 10.70% DNCQYVYNVDQR 811 822 56.6 25.0 55.1 2 0 0 1,573.6700



K_19 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 16 10.70% GTSQNDPNWVVR 969 980 33.3 25.6 20.6 2 0 0 1,372.6604
K_19 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 16 10.70% QVTQSYWDTNPTR 1042 1054 76.6 25.3 68.0 2 0 0 1,595.7449
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% LVKGPDPSSPAFR 48 60 27.6 26.8 20.5 1 0 0 1,370.7428
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% IEDANLIPPVPDDK 61 74 22.2 27.9 19.2 1 0 0 1,535.7955
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% KDHSGQVFSVVSNGK 110 124 46.7 28.1 41.4 2 2 0 1,588.8078
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% DHSGQVFSVVSNGK 111 124 58.5 26.9 49.2 2 2 0 1,460.7128
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% SITLFVQEDR 155 164 55.5 27.8 45.8 2 0 0 1,207.6318
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% GGVNDNFQGVLQNVR 202 216 81.0 28.3 60.2 2 2 0 1,616.8140
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% TIVTTLQDSIR 289 299 52.8 27.7 44.1 2 0 0 1,246.7003
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% TIVTTLQDSIRK 289 300 36.8 25.0 34.5 2 0 0 1,374.7953
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% KVTEENKELANELR 300 313 59.4 27.6 43.7 2 0 0 1,672.8865
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% VTEENKELANELR 301 313 33.8 28.8 22.8 1 1 0 1,544.7915
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% SRLCNNPTPQFGGK 516 529 30.2 27.9 17.6 1 1 0 1,575.7698
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% LCNNPTPQFGGK 518 529 43.5 26.1 39.9 2 0 0 1,332.6367
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% DCVGDVTENQICNK 530 543 85.9 25.0 75.1 2 0 0 1,651.7053
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% CTSYPDGSWK 562 571 24.0 25.0 24.0 2 0 0 1,200.4991
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% FTGSQPFGQGVEHATANK 624 641 39.0 27.2 33.5 2 2 0 1,875.8985
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% DNCPNLPNSGQEDYDK 716 731 35.9 25.0 35.9 2 0 0 1,865.7609
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% DGIGDACDDDDDNDKIPDDR 732 751 40.4 25.0 37.6 0 2 0 2,235.8586
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% DNCQYVYNVDQR 811 822 61.9 25.0 61.9 2 2 0 1,573.6700
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% GTSQNDPNWVVR 969 980 46.9 25.9 24.0 3 0 0 1,372.6604
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% QVTQSYWDTNPTR 1042 1054 30.2 25.4 28.8 1 0 0 1,595.7449
K_20 Thrombospondin‐1 TSP1_HUMAN 129,382 21 29 52 20.10% NALWHTGNTPGQVR 1078 1091 51.9 28.1 45.1 2 2 0 1,550.7823
K_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 14 24 11.50% KDHSGQVFSVVSNGK 110 124 31.7 27.7 27.4 1 2 0 1,588.8078
K_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 14 24 11.50% DHSGQVFSVVSNGK 111 124 28.3 26.8 20.1 0 2 0 1,460.7128
K_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 14 24 11.50% SITLFVQEDR 155 164 57.8 28.4 48.9 2 0 0 1,207.6318
K_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 14 24 11.50% GGVNDNFQGVLQNVR 202 216 84.2 28.1 63.1 2 0 0 1,616.8140
K_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 14 24 11.50% VTEENKELANELR 301 313 43.8 28.6 30.4 0 2 0 1,544.7915
K_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 14 24 11.50% LCNNPTPQFGGK 518 529 47.4 26.3 39.0 2 0 0 1,332.6367
K_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 14 24 11.50% FTGSQPFGQGVEHATANK 624 641 69.3 26.3 59.2 2 1 0 1,875.8985
K_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 14 24 11.50% DNCQYVYNVDQR 811 822 66.1 25.0 62.5 2 1 0 1,573.6700
K_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 14 24 11.50% GTSQNDPNWVVR 969 980 51.4 25.9 38.3 1 0 0 1,372.6604
K_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 14 24 11.50% QVTQSYWDTNPTR 1042 1054 81.7 25.2 67.1 2 0 0 1,595.7449
K_21 Thrombospondin‐1 TSP1_HUMAN 129,382 11 14 24 11.50% NALWHTGNTPGQVR 1078 1091 30.2 28.1 23.1 2 0 0 1,550.7823
K_22 Thrombospondin‐1 TSP1_HUMAN 129,382 9 10 18 9.49% KDHSGQVFSVVSNGK 110 124 32.2 28.0 22.0 0 2 0 1,588.8078
K_22 Thrombospondin‐1 TSP1_HUMAN 129,382 9 10 18 9.49% DHSGQVFSVVSNGK 111 124 17.8 27.0 9.9 0 1 0 1,460.7128
K_22 Thrombospondin‐1 TSP1_HUMAN 129,382 9 10 18 9.49% GGVNDNFQGVLQNVR 202 216 56.7 28.2 30.9 2 0 0 1,616.8140
K_22 Thrombospondin‐1 TSP1_HUMAN 129,382 9 10 18 9.49% TIVTTLQDSIR 289 299 45.3 27.6 37.0 2 0 0 1,246.7003
K_22 Thrombospondin‐1 TSP1_HUMAN 129,382 9 10 18 9.49% RPPLCYHNGVQYR 314 326 25.0 27.3 25.0 0 1 0 1,659.8173
K_22 Thrombospondin‐1 TSP1_HUMAN 129,382 9 10 18 9.49% FTGSQPFGQGVEHATANK 624 641 38.0 27.1 31.4 2 0 0 1,875.8985
K_22 Thrombospondin‐1 TSP1_HUMAN 129,382 9 10 18 9.49% GTSQNDPNWVVR 969 980 39.2 25.9 23.4 2 0 0 1,372.6604
K_22 Thrombospondin‐1 TSP1_HUMAN 129,382 9 10 18 9.49% QVTQSYWDTNPTR 1042 1054 65.3 25.5 56.2 2 0 0 1,595.7449
K_22 Thrombospondin‐1 TSP1_HUMAN 129,382 9 10 18 9.49% NALWHTGNTPGQVR 1078 1091 32.7 28.1 27.6 2 2 0 1,550.7823
K_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 9 15 8.46% KDHSGQVFSVVSNGK 110 124 33.7 28.0 28.6 0 2 0 1,588.8078
K_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 9 15 8.46% GGVNDNFQGVLQNVR 202 216 77.8 28.2 63.2 2 0 0 1,616.8140
K_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 9 15 8.46% TIVTTLQDSIR 289 299 49.5 27.7 42.0 1 0 0 1,246.7003
K_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 9 15 8.46% RPPLCYHNGVQYR 314 326 28.3 27.2 24.8 0 1 0 1,659.8173
K_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 9 15 8.46% FTGSQPFGQGVEHATANK 624 641 29.6 26.6 26.2 2 1 0 1,875.8985
K_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 9 15 8.46% QVTQSYWDTNPTR 1042 1054 94.9 25.1 87.8 2 0 0 1,595.7449
K_23 Thrombospondin‐1 TSP1_HUMAN 129,382 7 9 15 8.46% NALWHTGNTPGQVR 1078 1091 32.4 28.1 26.6 2 2 0 1,550.7823
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% IEDANLIPPVPDDK 61 74 40.1 27.8 23.3 2 0 0 1,535.7955
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% KDHSGQVFSVVSNGK 110 124 20.9 27.6 19.8 0 1 0 1,588.8078
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% GGVNDNFQGVLQNVR 202 216 74.0 28.3 49.8 2 0 0 1,616.8140
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% KVTEENKELANELR 300 313 65.2 27.9 49.8 2 0 0 1,672.8865
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% VTEENKELANELR 301 313 70.9 28.5 59.5 2 0 0 1,544.7915
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% LCNSPSPQMNGKPCEGEAR 461 479 26.5 25.0 21.5 0 1 0 2,131.9320
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% LCNNPTPQFGGK 518 529 52.2 26.1 47.4 2 0 0 1,332.6367
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% DCVGDVTENQICNK 530 543 64.4 25.0 51.5 2 0 0 1,651.7053
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% CENTDPGYNCLPCPPR 608 623 17.9 25.0 17.9 0 2 0 1,949.7941
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% FTGSQPFGQGVEHATANK 624 641 79.9 26.6 68.3 2 2 0 1,875.8985
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% KDNCPNLPNSGQEDYDK 715 731 27.2 25.0 22.3 0 2 0 1,993.8559
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% DNCQYVYNVDQR 811 822 32.5 25.0 29.1 0 2 0 1,573.6700
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% FQMIPLDPK 960 968 29.8 28.3 21.3 2 0 0 1,088.5811
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% GTSQNDPNWVVR 969 980 32.4 25.7 13.3 2 0 0 1,372.6604
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% QVTQSYWDTNPTR 1042 1054 83.1 25.4 72.8 2 0 0 1,595.7449
K_24 Thrombospondin‐1 TSP1_HUMAN 129,382 16 18 33 18.30% NALWHTGNTPGQVR 1078 1091 53.8 27.8 47.7 2 1 0 1,550.7823
L_05 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 2.91% FQDLVDAVR 75 83 31.0 28.4 9.5 1 0 0 1,062.5579
L_05 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 2.91% SITLFVQEDR 155 164 56.8 28.0 45.5 2 0 0 1,207.6318
L_05 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 2.91% GGVNDNFQGVLQNVR 202 216 71.5 28.2 53.8 2 0 0 1,616.8140
L_07 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 4.36% GGVNDNFQGVLQNVR 202 216 50.1 28.3 38.5 1 0 0 1,616.8140
L_07 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 4.36% FVFGTTPEDILR 217 228 39.4 27.6 27.2 1 0 0 1,394.7316
L_07 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 4.36% TIVTTLQDSIR 289 299 45.4 27.5 39.2 2 0 0 1,246.7003
L_07 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 4.36% VTEENKELANELR 301 313 19.1 28.8 15.1 0 1 0 1,544.7915
L_08 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.22% GGVNDNFQGVLQNVR 202 216 44.0 28.3 33.1 2 0 0 1,616.8140
L_08 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.22% TIVTTLQDSIR 289 299 35.6 27.5 26.6 2 0 0 1,246.7003
L_09 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.14% TIVTTLQDSIR 289 299 35.8 27.4 26.1 2 0 0 1,246.7003
L_09 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.14% NALWHTGNTPGQVR 1078 1091 18.1 27.8 16.6 0 1 0 1,550.7823
L_10 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.25% GGVNDNFQGVLQNVR 202 216 67.0 28.3 55.4 1 0 0 1,616.8140
L_10 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.25% TIVTTLQDSIR 289 299 33.6 27.5 18.7 2 0 0 1,246.7003
L_10 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.25% GTSQNDPNWVVR 969 980 36.3 25.9 19.5 2 0 0 1,372.6604
L_11 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.05% DNCQYVYNVDQR 811 822 48.7 25.0 48.7 2 0 0 1,573.6700
L_11 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.05% GTSQNDPNWVVR 969 980 33.5 25.8 18.0 2 0 0 1,372.6604
L_13 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 4.44% GGVNDNFQGVLQNVR 202 216 60.9 28.3 51.7 2 0 0 1,616.8140
L_13 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 4.44% LCNNPTPQFGGK 518 529 32.3 26.1 28.0 1 0 0 1,332.6367
L_13 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 4.44% DNCQYVYNVDQR 811 822 49.9 25.0 49.9 2 0 0 1,573.6700
L_13 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 4.44% QVTQSYWDTNPTR 1042 1054 75.8 25.5 70.9 1 0 0 1,595.7449
L_14 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 14 7.86% SITLFVQEDR 155 164 23.5 27.8 17.1 2 0 0 1,207.6318
L_14 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 14 7.86% GGVNDNFQGVLQNVR 202 216 72.2 28.3 51.1 2 0 0 1,616.8140
L_14 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 14 7.86% LCNNPTPQFGGK 518 529 38.4 26.1 31.2 2 0 0 1,332.6367
L_14 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 14 7.86% FTGSQPFGQGVEHATANK 624 641 20.0 27.2 15.4 0 2 0 1,875.8985
L_14 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 14 7.86% DNCQYVYNVDQR 811 822 47.0 25.0 47.0 2 0 0 1,573.6700
L_14 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 14 7.86% GTSQNDPNWVVR 969 980 38.6 25.8 21.8 2 0 0 1,372.6604
L_14 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 14 7.86% QVTQSYWDTNPTR 1042 1054 67.1 25.5 58.1 2 0 0 1,595.7449
L_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 18 10.80% SITLFVQEDR 155 164 48.6 27.8 41.7 2 0 0 1,207.6318
L_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 18 10.80% GGVNDNFQGVLQNVR 202 216 62.6 28.3 41.6 2 0 0 1,616.8140
L_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 18 10.80% TIVTTLQDSIR 289 299 60.5 27.4 49.5 2 0 0 1,246.7003
L_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 18 10.80% LCNNPTPQFGGK 518 529 42.3 26.3 37.8 2 0 0 1,332.6367
L_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 18 10.80% FTGSQPFGQGVEHATANK 624 641 45.3 27.1 34.5 1 0 0 1,875.8985
L_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 18 10.80% DNCQYVYNVDQR 811 822 45.9 25.0 45.9 2 0 0 1,573.6700
L_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 18 10.80% FQMIPLDPK 960 968 32.8 28.8 24.4 2 0 0 1,104.5761
L_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 18 10.80% GTSQNDPNWVVR 969 980 48.1 26.1 29.1 2 0 0 1,372.6604
L_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 18 10.80% QVTQSYWDTNPTR 1042 1054 68.0 25.2 59.4 2 0 0 1,595.7449
L_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 10 18 10.80% NALWHTGNTPGQVR 1078 1091 23.5 27.8 16.3 0 1 0 1,550.7823
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% GFLLLASLR 87 95 70.8 25.0 56.4 2 0 0 989.6143
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% TRGTLLALER 100 109 43.0 25.6 34.8 2 0 0 1,129.6689
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% KDHSGQVFSVVSNGK 110 124 47.1 27.8 38.3 1 0 0 1,588.8078
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% SITLFVQEDR 155 164 63.0 28.1 51.5 2 0 0 1,207.6318
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% GGVNDNFQGVLQNVR 202 216 69.6 28.3 55.7 2 1 0 1,616.8140
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% TIVTTLQDSIRK 289 300 47.4 25.5 45.8 2 1 0 1,374.7953
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% KVTEENKELANELR 300 313 111.0 27.9 94.5 2 1 0 1,672.8865
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% VTEENKELANELR 301 313 109.0 28.8 95.8 2 0 0 1,544.7915
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% RPPLCYHNGVQYR 314 326 41.3 27.4 38.3 0 1 0 1,659.8173



L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% NNEEWTVDSCTECHCQNSVTICK 327 349 41.9 25.0 39.2 0 1 0 2,871.1438
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% LCNSPSPQMNGKPCEGEAR 461 479 39.4 25.0 36.5 0 2 0 2,147.9269
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% LCNNPTPQFGGK 518 529 48.5 26.1 43.0 1 0 0 1,332.6367
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% DCVGDVTENQICNK 530 543 57.3 25.0 55.9 1 0 0 1,651.7053
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% FTGSQPFGQGVEHATANK 624 641 86.5 27.1 85.6 2 2 0 1,875.8985
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% KDNCPNLPNSGQEDYDK 715 731 31.2 25.0 28.3 0 1 0 1,993.8559
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% FQMIPLDPK 960 968 34.8 28.4 23.9 3 0 0 1,104.5761
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% QVTQSYWDTNPTR 1042 1054 81.3 25.4 74.4 2 0 0 1,595.7449
L_16 Thrombospondin‐1 TSP1_HUMAN 129,382 18 23 36 20.20% NALWHTGNTPGQVR 1078 1091 47.8 28.0 36.2 0 2 0 1,550.7823
M_05 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.68% KDHSGQVFSVVSNGK 110 124 27.2 27.6 27.2 0 1 0 1,588.8078
M_05 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.68% AGTLDLSLTVQGK 125 137 71.1 27.4 53.2 2 0 0 1,302.7266
M_05 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.68% GGVNDNFQGVLQNVR 202 216 60.7 28.3 50.1 2 0 0 1,616.8140
M_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 2.91% IEDANLIPPVPDDK 61 74 24.6 28.0 21.3 1 0 0 1,535.7955
M_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 2.91% AQLYIDCEK 165 173 33.1 26.3 29.8 2 0 0 1,139.5403
M_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 2.91% TIVTTLQDSIR 289 299 31.5 26.8 26.2 2 0 0 1,246.7003
M_07 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 2 2.05% TIVTTLQDSIR 289 299 29.8 27.5 23.3 1 0 0 1,246.7003
M_07 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 2 2.05% QVTQSYWDTNPTR 1042 1054 47.6 25.2 45.6 1 0 0 1,595.7449
M_08 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 1.97% TIVTTLQDSIR 289 299 55.4 27.6 49.6 2 0 0 1,246.7003
M_08 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 1.97% GTSQNDPNWVVR 969 980 30.6 25.9 13.0 2 0 0 1,372.6604
M_11 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.44% GGVNDNFQGVLQNVR 202 216 56.9 28.3 39.0 2 0 0 1,616.8140
M_11 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.44% DNCQYVYNVDQR 811 822 52.4 25.0 52.4 2 0 0 1,573.6700
M_11 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.44% GTSQNDPNWVVR 969 980 29.1 25.7 13.0 2 0 0 1,372.6604
M_11 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.44% QVTQSYWDTNPTR 1042 1054 77.6 25.4 67.3 2 0 0 1,595.7449
M_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.36% DNCQYVYNVDQR 811 822 57.3 25.0 57.3 2 0 0 1,573.6700
M_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.36% GTSQNDPNWVVR 969 980 32.0 25.7 15.7 2 0 0 1,372.6604
M_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.36% QVTQSYWDTNPTR 1042 1054 81.3 25.4 74.8 2 0 0 1,595.7449
M_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.36% NALWHTGNTPGQVR 1078 1091 19.7 28.1 14.8 0 1 0 1,550.7823
M_13 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.16% DNCQYVYNVDQR 811 822 50.4 25.0 50.4 2 0 0 1,573.6700
M_13 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.16% GTSQNDPNWVVR 969 980 37.0 25.7 19.4 2 0 0 1,372.6604
M_13 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.16% QVTQSYWDTNPTR 1042 1054 66.0 25.4 65.2 2 0 0 1,595.7449
M_14 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 17 9.83% SITLFVQEDR 155 164 44.8 28.1 33.3 2 0 0 1,207.6318
M_14 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 17 9.83% GGVNDNFQGVLQNVR 202 216 65.7 28.3 50.8 2 0 0 1,616.8140
M_14 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 17 9.83% LCNNPTPQFGGK 518 529 64.9 26.1 58.2 2 0 0 1,332.6367
M_14 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 17 9.83% FTGSQPFGQGVEHATANK 624 641 33.1 26.7 24.8 0 2 0 1,875.8985
M_14 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 17 9.83% DNCQYVYNVDQR 811 822 60.8 25.0 60.8 2 0 0 1,573.6700
M_14 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 17 9.83% FQMIPLDPK 960 968 27.0 28.3 15.8 1 0 0 1,088.5811
M_14 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 17 9.83% GTSQNDPNWVVR 969 980 39.3 25.8 15.3 2 0 0 1,372.6604
M_14 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 17 9.83% QVTQSYWDTNPTR 1042 1054 66.3 25.4 57.6 2 0 0 1,595.7449
M_14 Thrombospondin‐1 TSP1_HUMAN 129,382 9 9 17 9.83% NALWHTGNTPGQVR 1078 1091 27.9 27.8 25.8 2 0 0 1,550.7823
M_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 11 21 9.91% GGVNDNFQGVLQNVR 202 216 71.7 28.3 42.7 2 0 0 1,616.8140
M_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 11 21 9.91% TIVTTLQDSIR 289 299 57.5 27.6 51.3 2 0 0 1,246.7003
M_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 11 21 9.91% TIVTTLQDSIRK 289 300 46.8 25.4 41.3 2 0 0 1,374.7953
M_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 11 21 9.91% LCNNPTPQFGGK 518 529 48.1 26.3 39.7 2 0 0 1,332.6367
M_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 11 21 9.91% KDNCPNLPNSGQEDYDK 715 731 31.0 25.0 28.8 0 2 0 1,993.8559
M_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 11 21 9.91% DNCQYVYNVDQR 811 822 45.7 25.0 45.7 2 0 0 1,573.6700
M_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 11 21 9.91% FQMIPLDPK 960 968 44.3 28.4 32.3 2 0 0 1,104.5761
M_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 11 21 9.91% GTSQNDPNWVVR 969 980 45.5 25.9 25.2 2 0 0 1,372.6604
M_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 11 21 9.91% QVTQSYWDTNPTR 1042 1054 75.0 25.5 69.8 2 0 0 1,595.7449
M_15 Thrombospondin‐1 TSP1_HUMAN 129,382 10 11 21 9.91% NALWHTGNTPGQVR 1078 1091 31.9 27.8 26.2 1 2 0 1,550.7823
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% KDHSGQVFSVVSNGK 110 124 42.8 27.8 39.6 0 1 0 1,588.8078
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% AGTLDLSLTVQGK 125 137 81.0 27.4 60.4 2 0 0 1,302.7266
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% AQLYIDCEK 165 173 38.0 25.3 32.3 1 0 0 1,139.5403
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% GGVNDNFQGVLQNVR 202 216 59.0 28.3 45.0 2 2 0 1,616.8140
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% FVFGTTPEDILR 217 228 58.2 27.6 39.0 2 0 0 1,394.7316
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% TIVTTLQDSIRK 289 300 45.9 25.4 42.3 2 0 0 1,374.7953
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% KVTEENKELANELR 300 313 26.1 27.9 18.2 1 1 0 1,672.8865
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% VTEENKELANELR 301 313 88.4 28.6 77.4 2 0 0 1,544.7915
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% LCNSPSPQMNGKPCEGEAR 461 479 35.9 25.0 31.4 0 2 0 2,147.9269
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% LCNNPTPQFGGK 518 529 57.6 26.1 51.3 2 0 0 1,332.6367
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% DCVGDVTENQICNK 530 543 77.0 25.0 74.6 2 0 0 1,651.7053
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% CTSYPDGSWK 562 571 51.9 25.0 50.5 2 0 0 1,200.4991
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% FTGSQPFGQGVEHATANK 624 641 49.7 27.1 43.6 2 2 0 1,875.8985
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% KDNCPNLPNSGQEDYDK 715 731 34.8 25.0 33.1 0 2 0 1,993.8559
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% DNCPNLPNSGQEDYDK 716 731 43.8 25.0 43.0 2 0 0 1,865.7609
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% FQMIPLDPK 960 968 36.1 28.5 19.6 3 0 0 1,104.5761
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% GTSQNDPNWVVR 969 980 43.9 25.9 20.5 2 0 0 1,372.6604
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% QVTQSYWDTNPTR 1042 1054 74.4 25.1 60.4 2 0 0 1,595.7449
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% NALWHTGNTPGQVR 1078 1091 46.1 28.2 34.2 0 2 0 1,550.7823
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% KIMADSGPIYDK 1130 1141 32.7 26.9 22.0 0 1 0 1,353.6722
M_16 Thrombospondin‐1 TSP1_HUMAN 129,382 21 25 44 20.40% IMADSGPIYDK 1131 1141 30.4 25.9 27.1 2 0 0 1,209.5822
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% AGTLDLSLTVQGK 125 137 74.6 25.8 61.5 2 0 0 1,302.7266
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% AQLYIDCEK 165 173 34.0 26.6 29.0 2 0 0 1,139.5403
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% GGVNDNFQGVLQNVR 202 216 80.2 28.3 64.4 2 0 0 1,616.8140
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% TIVTTLQDSIR 289 299 48.7 27.3 38.4 2 0 0 1,246.7003
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% LCNNPTPQFGGK 518 529 45.7 25.9 42.3 1 0 0 1,332.6367
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% DCVGDVTENQICNK 530 543 63.2 25.0 54.1 2 0 0 1,651.7053
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% CTSYPDGSWK 562 571 38.1 25.0 28.1 2 0 0 1,200.4991
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% FTGSQPFGQGVEHATANK 624 641 25.2 27.1 22.9 0 2 0 1,875.8985
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% FQMIPLDPK 960 968 31.4 28.7 22.9 1 0 0 1,104.5761
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% GTSQNDPNWVVR 969 980 41.8 26.4 11.9 2 0 0 1,372.6604
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% QVTQSYWDTNPTR 1042 1054 77.8 25.4 73.1 2 0 0 1,595.7449
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% NALWHTGNTPGQVR 1078 1091 19.9 28.1 10.2 0 2 0 1,550.7823
N_01 Thrombospondin‐1 TSP1_HUMAN 129,382 13 13 23 13.80% IMADSGPIYDK 1131 1141 25.9 26.0 15.9 1 0 0 1,225.5772
N_04 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 1.88% AGTLDLSLTVQGK 125 137 84.2 26.9 62.5 2 0 0 1,302.7266
N_04 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 1.88% AQLYIDCEK 165 173 33.3 26.3 30.2 1 0 0 1,139.5403
N_05 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.39% AGTLDLSLTVQGK 125 137 73.0 25.9 60.3 2 0 0 1,302.7266
N_05 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.39% GGVNDNFQGVLQNVR 202 216 59.4 28.3 51.6 2 0 0 1,616.8140
N_06 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 1.97% GPDPSSPAFR 51 60 40.8 25.0 31.3 1 0 0 1,030.4953
N_06 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 1.97% AGTLDLSLTVQGK 125 137 51.8 25.9 41.9 2 0 0 1,302.7266
N_07 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.13% AQLYIDCEK 165 173 21.9 26.5 21.9 1 0 0 1,139.5403
N_07 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.13% GGVNDNFQGVLQNVR 202 216 56.2 28.3 46.9 1 0 0 1,616.8140
N_07 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.13% TIVTTLQDSIR 289 299 43.1 27.5 34.6 2 0 0 1,246.7003
N_07 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.13% GTSQNDPNWVVR 969 980 40.1 25.8 15.3 2 0 0 1,372.6604
N_07 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.13% QVTQSYWDTNPTR 1042 1054 78.2 25.5 71.1 2 0 0 1,595.7449
N_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.38% GGVNDNFQGVLQNVR 202 216 64.9 28.2 55.6 1 0 0 1,616.8140
N_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.38% TIVTTLQDSIR 289 299 38.4 27.4 34.5 2 0 0 1,246.7003
N_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.38% DNCQYVYNVDQR 811 822 59.7 25.0 59.7 1 0 0 1,573.6700
N_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.38% GTSQNDPNWVVR 969 980 33.7 25.6 15.1 2 0 0 1,372.6604
N_09 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.38% QVTQSYWDTNPTR 1042 1054 81.9 25.5 76.0 2 0 0 1,595.7449
N_10 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% AQLYIDCEK 165 173 33.3 26.3 27.0 1 0 0 1,139.5403
N_10 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% GGVNDNFQGVLQNVR 202 216 59.5 28.3 41.3 2 0 0 1,616.8140
N_10 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% TIVTTLQDSIR 289 299 41.3 26.8 27.5 2 0 0 1,246.7003
N_10 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% DNCQYVYNVDQR 811 822 55.3 25.0 55.3 2 0 0 1,573.6700
N_10 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% GTSQNDPNWVVR 969 980 34.9 26.4 16.0 2 0 0 1,372.6604
N_10 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% QVTQSYWDTNPTR 1042 1054 77.5 25.4 72.7 2 0 0 1,595.7449
N_10 Thrombospondin‐1 TSP1_HUMAN 129,382 7 7 12 7.35% NALWHTGNTPGQVR 1078 1091 22.2 28.2 8.0 0 1 0 1,550.7823
N_11 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.10% TIVTTLQDSIR 289 299 32.0 27.2 25.5 2 0 0 1,246.7003
N_11 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.10% DNCQYVYNVDQR 811 822 49.9 25.0 49.9 2 0 0 1,573.6700
N_11 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.10% GTSQNDPNWVVR 969 980 41.1 26.0 14.6 2 0 0 1,372.6604
N_11 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 8 4.10% QVTQSYWDTNPTR 1042 1054 64.1 25.5 54.9 2 0 0 1,595.7449
N_12 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.30% GGVNDNFQGVLQNVR 202 216 46.4 28.3 31.4 1 0 0 1,616.8140
N_12 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.30% CTSYPDGSWK 562 571 45.0 25.0 41.4 1 0 0 1,200.4991



N_12 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.30% DNCQYVYNVDQR 811 822 50.0 25.0 50.0 2 0 0 1,573.6700
N_12 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.30% GTSQNDPNWVVR 969 980 40.4 25.7 25.6 2 0 0 1,372.6604
N_12 Thrombospondin‐1 TSP1_HUMAN 129,382 5 5 8 5.30% QVTQSYWDTNPTR 1042 1054 66.9 25.4 64.4 2 0 0 1,595.7449
N_13 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.32% GGVNDNFQGVLQNVR 202 216 61.1 28.3 42.8 2 0 0 1,616.8140
N_13 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.32% VTEENKELANELR 301 313 24.8 28.4 10.4 0 2 0 1,544.7915
N_13 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.32% DNCQYVYNVDQR 811 822 46.8 25.0 46.8 2 0 0 1,573.6700
N_13 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.32% FQMIPLDPK 960 968 27.9 28.7 20.1 1 0 0 1,104.5761
N_13 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.32% GTSQNDPNWVVR 969 980 44.1 26.4 17.5 2 0 0 1,372.6604
N_13 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.32% QVTQSYWDTNPTR 1042 1054 71.1 25.4 66.6 2 0 0 1,595.7449
N_14 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 19 11.20% FQDLVDAVR 75 83 42.6 28.4 25.2 1 0 0 1,062.5579
N_14 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 19 11.20% AGTLDLSLTVQGK 125 137 74.4 26.9 59.1 2 0 0 1,302.7266
N_14 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 19 11.20% AQLYIDCEK 165 173 31.7 26.6 30.2 2 0 0 1,139.5403
N_14 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 19 11.20% GGVNDNFQGVLQNVR 202 216 67.6 28.2 57.6 2 0 0 1,616.8140
N_14 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 19 11.20% VTEENKELANELR 301 313 25.7 28.5 11.6 0 2 0 1,544.7915
N_14 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 19 11.20% LCNNPTPQFGGK 518 529 53.8 26.1 45.0 1 0 0 1,332.6367
N_14 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 19 11.20% DNCQYVYNVDQR 811 822 46.1 25.0 37.4 2 0 0 1,573.6700
N_14 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 19 11.20% FQMIPLDPK 960 968 32.7 29.1 8.0 1 0 0 1,088.5811
N_14 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 19 11.20% GTSQNDPNWVVR 969 980 37.9 25.7 20.8 2 0 0 1,372.6604
N_14 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 19 11.20% QVTQSYWDTNPTR 1042 1054 67.2 25.4 60.6 2 0 0 1,595.7449
N_14 Thrombospondin‐1 TSP1_HUMAN 129,382 11 11 19 11.20% NALWHTGNTPGQVR 1078 1091 25.4 28.1 11.4 0 2 0 1,550.7823
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% IEDANLIPPVPDDK 61 74 31.9 28.3 23.6 2 0 0 1,535.7955
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% SITLFVQEDR 155 164 48.5 27.8 41.0 2 0 0 1,207.6318
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% AQLYIDCEK 165 173 47.1 26.5 45.4 2 0 0 1,139.5403
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% GGVNDNFQGVLQNVR 202 216 66.6 28.2 51.7 2 2 0 1,616.8140
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% TIVTTLQDSIR 289 299 52.3 27.5 41.2 2 0 0 1,246.7003
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% TIVTTLQDSIRK 289 300 34.7 25.0 34.7 2 0 0 1,374.7953
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% VTEENKELANELR 301 313 42.9 28.8 36.1 0 2 0 1,544.7915
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% RPPLCYHNGVQYR 314 326 24.4 27.4 24.4 0 1 0 1,659.8173
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% LCNNPTPQFGGK 518 529 58.3 25.9 52.0 2 0 0 1,332.6367
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% DCVGDVTENQICNK 530 543 69.0 25.0 60.1 2 0 0 1,651.7053
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% FTGSQPFGQGVEHATANK 624 641 58.8 27.2 48.8 2 0 0 1,875.8985
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% KDNCPNLPNSGQEDYDK 715 731 35.8 25.0 33.0 0 2 0 1,993.8559
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% DNCPNLPNSGQEDYDK 716 731 27.3 25.0 27.3 1 0 0 1,865.7609
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% FQMIPLDPK 960 968 44.8 28.5 31.0 4 0 0 1,104.5761
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% GTSQNDPNWVVR 969 980 46.8 25.9 29.0 2 0 0 1,372.6604
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% QVTQSYWDTNPTR 1042 1054 78.3 25.5 68.3 2 0 0 1,595.7449
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% NALWHTGNTPGQVR 1078 1091 35.5 28.2 28.0 2 2 0 1,550.7823
N_15 Thrombospondin‐1 TSP1_HUMAN 129,382 18 21 39 17.70% KIMADSGPIYDK 1130 1141 25.8 26.8 15.8 0 1 0 1,353.6722
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% IEDANLIPPVPDDK 61 74 23.3 27.7 18.6 1 0 0 1,535.7955
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% DHSGQVFSVVSNGK 111 124 50.2 26.9 50.2 2 2 0 1,460.7128
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% AGTLDLSLTVQGK 125 137 99.4 26.9 77.1 2 0 0 1,302.7266
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% AQLYIDCEK 165 173 39.1 26.2 34.7 1 0 0 1,139.5403
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% GGVNDNFQGVLQNVR 202 216 67.3 28.2 53.3 2 0 0 1,616.8140
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% TIVTTLQDSIRK 289 300 59.7 25.4 58.4 2 0 0 1,374.7953
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% KVTEENKELANELR 300 313 83.5 27.9 72.4 2 0 0 1,672.8865
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% VTEENKELANELR 301 313 40.6 28.8 28.0 0 2 0 1,544.7915
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% LCNSPSPQMNGKPCEGEAR 461 479 44.5 25.0 41.1 0 4 0 2,147.9269
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% LCNNPTPQFGGK 518 529 63.2 26.1 56.3 2 0 0 1,332.6367
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% DCVGDVTENQICNK 530 543 76.7 25.0 67.3 2 0 0 1,651.7053
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% CTSYPDGSWK 562 571 48.2 25.0 32.9 2 0 0 1,200.4991
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% CENTDPGYNCLPCPPR 608 623 32.3 25.0 30.9 0 1 0 1,949.7941
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% FTGSQPFGQGVEHATANK 624 641 57.6 27.2 48.6 2 0 0 1,875.8985
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% FQMIPLDPK 960 968 28.9 29.1 7.4 4 0 0 1,088.5811
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% GTSQNDPNWVVR 969 980 45.3 25.9 18.4 2 0 0 1,372.6604
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% QVTQSYWDTNPTR 1042 1054 77.7 25.5 61.7 2 0 0 1,595.7449
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% AQGYSGLSVK 1055 1064 34.7 26.6 24.5 2 0 0 1,009.5313
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% NALWHTGNTPGQVR 1078 1091 44.8 28.1 36.8 2 2 0 1,550.7823
N_16 Thrombospondin‐1 TSP1_HUMAN 129,382 20 24 45 21.30% KIMADSGPIYDK 1130 1141 25.9 26.6 14.2 0 2 0 1,353.6722
O_05 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.27% AGTLDLSLTVQGK 125 137 77.1 27.0 56.4 2 0 0 1,302.7266
O_05 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.27% SITLFVQEDR 155 164 57.5 27.8 42.5 2 0 0 1,207.6318
O_05 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.27% GGVNDNFQGVLQNVR 202 216 74.1 28.3 60.1 2 0 0 1,616.8140
O_05 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.27% FVFGTTPEDILR 217 228 22.0 27.7 10.6 1 0 0 1,394.7316
O_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.16% KDHSGQVFSVVSNGK 110 124 38.2 27.6 32.5 0 1 0 1,588.8078
O_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.16% SITLFVQEDR 155 164 62.5 27.8 44.2 2 0 0 1,207.6318
O_06 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.16% FVFGTTPEDILR 217 228 40.7 27.8 23.1 2 0 0 1,394.7316
O_07 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.25% GGVNDNFQGVLQNVR 202 216 51.3 28.3 42.0 2 0 0 1,616.8140
O_07 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.25% TIVTTLQDSIR 289 299 44.0 27.5 32.8 2 0 0 1,246.7003
O_07 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.25% GTSQNDPNWVVR 969 980 34.4 26.4 4.1 1 0 0 1,372.6604
O_08 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.14% GTSQNDPNWVVR 969 980 31.5 25.8 16.6 2 0 0 1,372.6604
O_08 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.14% QVTQSYWDTNPTR 1042 1054 50.1 25.4 41.1 2 0 0 1,595.7449
O_10 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 2 2.14% GTSQNDPNWVVR 969 980 40.4 25.6 20.5 1 0 0 1,372.6604
O_10 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 2 2.14% QVTQSYWDTNPTR 1042 1054 31.7 25.4 23.3 1 0 0 1,595.7449
O_11 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 3.16% DNCQYVYNVDQR 811 822 49.9 25.0 49.9 1 0 0 1,573.6700
O_11 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 3.16% GTSQNDPNWVVR 969 980 34.3 25.7 20.2 1 0 0 1,372.6604
O_11 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 3.16% QVTQSYWDTNPTR 1042 1054 60.3 25.3 57.3 2 0 0 1,595.7449
O_12 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.16% DNCQYVYNVDQR 811 822 28.3 25.0 27.2 1 0 0 1,573.6700
O_12 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.16% GTSQNDPNWVVR 969 980 39.0 25.9 13.0 2 0 0 1,372.6604
O_12 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 5 3.16% QVTQSYWDTNPTR 1042 1054 60.3 25.2 54.1 2 0 0 1,595.7449
O_13 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 2 2.14% GTSQNDPNWVVR 969 980 58.3 25.7 39.6 1 0 0 1,372.6604
O_13 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 2 2.14% QVTQSYWDTNPTR 1042 1054 53.6 25.4 48.0 1 0 0 1,595.7449
O_14 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 3.93% DNCQYVYNVDQR 811 822 60.2 25.0 60.2 2 0 0 1,573.6700
O_14 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 3.93% FQMIPLDPK 960 968 25.7 28.9 16.4 1 0 0 1,104.5761
O_14 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 3.93% GTSQNDPNWVVR 969 980 36.4 25.9 9.6 2 0 0 1,372.6604
O_14 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 6 3.93% QVTQSYWDTNPTR 1042 1054 57.6 25.5 51.8 1 0 0 1,595.7449
O_15 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 8 6.41% GGVNDNFQGVLQNVR 202 216 74.8 28.3 53.8 2 0 0 1,616.8140
O_15 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 8 6.41% FVFGTTPEDILR 217 228 45.4 27.8 35.9 1 0 0 1,394.7316
O_15 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 8 6.41% TIVTTLQDSIR 289 299 62.0 27.4 47.5 2 0 0 1,246.7003
O_15 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 8 6.41% DNCQYVYNVDQR 811 822 40.3 25.0 40.3 1 0 0 1,573.6700
O_15 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 8 6.41% GTSQNDPNWVVR 969 980 37.2 26.0 11.1 1 0 0 1,372.6604
O_15 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 8 6.41% QVTQSYWDTNPTR 1042 1054 50.2 25.1 43.0 1 0 0 1,595.7449
O_16 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 20 11.40% SITLFVQEDR 155 164 51.5 28.0 44.9 2 0 0 1,207.6318
O_16 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 20 11.40% AQLYIDCEK 165 173 35.7 26.3 27.7 1 0 0 1,139.5403
O_16 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 20 11.40% GGVNDNFQGVLQNVR 202 216 64.5 28.3 51.1 2 1 0 1,616.8140
O_16 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 20 11.40% FVFGTTPEDILR 217 228 52.7 27.8 37.6 2 0 0 1,394.7316
O_16 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 20 11.40% TIVTTLQDSIR 289 299 25.1 27.2 23.3 1 0 0 1,246.7003
O_16 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 20 11.40% TIVTTLQDSIRK 289 300 32.8 25.0 30.7 2 0 0 1,374.7953
O_16 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 20 11.40% KVTEENKELANELR 300 313 38.2 28.2 30.0 0 1 0 1,672.8865
O_16 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 20 11.40% DCVGDVTENQICNK 530 543 51.2 25.0 42.7 2 0 0 1,651.7053
O_16 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 20 11.40% FQMIPLDPK 960 968 38.5 28.7 26.2 2 0 0 1,104.5761
O_16 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 20 11.40% GTSQNDPNWVVR 969 980 32.2 26.0 11.1 1 0 0 1,372.6604
O_16 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 20 11.40% QVTQSYWDTNPTR 1042 1054 77.2 25.3 72.4 2 0 0 1,595.7449
O_16 Thrombospondin‐1 TSP1_HUMAN 129,382 12 13 20 11.40% NALWHTGNTPGQVR 1078 1091 31.2 28.1 27.5 0 1 0 1,550.7823
P_07 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 2 2.14% TIVTTLQDSIR 289 299 36.3 27.2 26.8 1 0 0 1,246.7003
P_07 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 2 2.14% NALWHTGNTPGQVR 1078 1091 23.3 28.1 14.5 0 1 0 1,550.7823
P_10 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 3.85% TIVTTLQDSIR 289 299 24.8 27.5 17.8 1 0 0 1,246.7003
P_10 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 3.85% FQMIPLDPK 960 968 27.8 28.7 18.4 1 0 0 1,104.5761
P_10 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 3.85% GTSQNDPNWVVR 969 980 32.4 25.7 24.2 2 0 0 1,372.6604
P_10 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 3.85% QVTQSYWDTNPTR 1042 1054 46.6 25.3 46.6 1 0 0 1,595.7449
P_11 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.10% TIVTTLQDSIR 289 299 28.9 27.5 25.3 1 0 0 1,246.7003
P_11 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.10% DNCQYVYNVDQR 811 822 49.9 25.0 49.9 2 0 0 1,573.6700
P_11 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.10% GTSQNDPNWVVR 969 980 32.3 26.0 5.9 2 0 0 1,372.6604
P_11 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 4.10% QVTQSYWDTNPTR 1042 1054 46.5 25.5 46.1 2 0 0 1,595.7449



P_12 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.16% DNCQYVYNVDQR 811 822 52.1 25.0 52.1 2 0 0 1,573.6700
P_12 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.16% GTSQNDPNWVVR 969 980 36.5 25.6 17.4 2 0 0 1,372.6604
P_12 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.16% QVTQSYWDTNPTR 1042 1054 77.7 25.3 65.7 2 0 0 1,595.7449
P_13 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 3.93% DNCQYVYNVDQR 811 822 62.3 25.0 62.3 2 0 0 1,573.6700
P_13 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 3.93% FQMIPLDPK 960 968 28.2 28.8 20.0 1 0 0 1,104.5761
P_13 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 3.93% GTSQNDPNWVVR 969 980 43.2 26.2 21.6 2 0 0 1,372.6604
P_13 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 3.93% QVTQSYWDTNPTR 1042 1054 61.5 25.4 54.5 2 0 0 1,595.7449
P_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 8.89% GGVNDNFQGVLQNVR 202 216 90.1 28.2 67.9 2 0 0 1,616.8140
P_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 8.89% VTEENKELANELR 301 313 31.6 28.4 20.9 0 1 0 1,544.7915
P_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 8.89% LCNNPTPQFGGK 518 529 49.2 26.3 42.6 2 0 0 1,332.6367
P_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 8.89% FTGSQPFGQGVEHATANK 624 641 36.8 26.9 34.7 0 1 0 1,875.8985
P_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 8.89% DNCQYVYNVDQR 811 822 40.8 25.0 40.8 2 0 0 1,573.6700
P_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 8.89% FQMIPLDPK 960 968 29.6 28.8 14.6 1 0 0 1,104.5761
P_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 8.89% GTSQNDPNWVVR 969 980 38.5 25.8 19.2 2 0 0 1,372.6604
P_14 Thrombospondin‐1 TSP1_HUMAN 129,382 8 8 13 8.89% QVTQSYWDTNPTR 1042 1054 77.2 25.4 67.5 2 0 0 1,595.7449
P_15 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 20 12.60% SITLFVQEDR 155 164 32.7 28.4 25.4 2 0 0 1,207.6318
P_15 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 20 12.60% GGVNDNFQGVLQNVR 202 216 65.6 28.3 55.2 2 0 0 1,616.8140
P_15 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 20 12.60% TIVTTLQDSIR 289 299 52.9 27.5 44.8 2 0 0 1,246.7003
P_15 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 20 12.60% LCNNPTPQFGGK 518 529 52.1 25.9 47.5 2 0 0 1,332.6367
P_15 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 20 12.60% DCVGDVTENQICNK 530 543 89.9 25.0 72.6 2 0 0 1,651.7053
P_15 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 20 12.60% CTSYPDGSWK 562 571 25.3 25.0 14.9 2 0 0 1,200.4991
P_15 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 20 12.60% FTGSQPFGQGVEHATANK 624 641 24.6 26.9 17.6 0 1 0 1,875.8985
P_15 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 20 12.60% DNCQYVYNVDQR 811 822 50.4 25.0 50.4 2 0 0 1,573.6700
P_15 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 20 12.60% FQMIPLDPK 960 968 43.5 28.7 34.7 1 0 0 1,104.5761
P_15 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 20 12.60% GTSQNDPNWVVR 969 980 26.2 26.2 14.6 1 0 0 1,372.6604
P_15 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 20 12.60% QVTQSYWDTNPTR 1042 1054 76.5 25.4 72.4 2 0 0 1,595.7449
P_15 Thrombospondin‐1 TSP1_HUMAN 129,382 12 12 20 12.60% IMADSGPIYDK 1131 1141 21.2 25.8 14.4 1 0 0 1,225.5772
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% SITLFVQEDR 155 164 73.8 28.0 65.0 2 0 0 1,207.6318
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% GGVNDNFQGVLQNVR 202 216 67.8 28.2 54.0 2 2 0 1,616.8140
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% TIVTTLQDSIRK 289 300 47.5 25.0 44.7 2 1 0 1,374.7953
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% KVTEENKELANELR 300 313 23.7 27.8 14.9 0 1 0 1,672.8865
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% VTEENKELANELR 301 313 23.1 28.8 6.2 0 1 0 1,544.7915
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% LCNSPSPQMNGKPCEGEAR 461 479 36.2 25.0 31.2 0 2 0 2,147.9269
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% LCNNPTPQFGGK 518 529 34.1 26.0 30.8 1 0 0 1,332.6367
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% DCVGDVTENQICNK 530 543 83.2 25.0 72.9 2 0 0 1,651.7053
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% CTSYPDGSWK 562 571 45.7 25.0 36.7 2 0 0 1,200.4991
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% FTGSQPFGQGVEHATANK 624 641 46.7 26.9 37.7 2 2 0 1,875.8985
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% CNYLGHYSDPMYR 663 675 23.4 25.0 23.4 0 2 0 1,691.6941
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% FQMIPLDPK 960 968 28.6 28.7 12.6 1 0 0 1,104.5761
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% GTSQNDPNWVVR 969 980 39.4 26.1 24.6 2 0 0 1,372.6604
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% QVTQSYWDTNPTR 1042 1054 95.7 25.4 90.1 2 0 0 1,595.7449
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% AQGYSGLSVK 1055 1064 33.9 26.0 19.7 2 0 0 1,009.5313
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% NALWHTGNTPGQVR 1078 1091 48.5 27.8 48.1 2 2 0 1,550.7823
P_16 Thrombospondin‐1 TSP1_HUMAN 129,382 17 21 37 17.50% IMADSGPIYDK 1131 1141 31.6 25.5 17.3 2 0 0 1,225.5772
Q_04 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.05% AQLYIDCEK 165 173 29.4 26.5 28.0 1 0 0 1,139.5403
Q_04 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 3 2.05% GGVNDNFQGVLQNVR 202 216 62.3 28.3 51.6 2 0 0 1,616.8140
Q_05 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.14% SITLFVQEDR 155 164 41.6 28.0 34.9 2 0 0 1,207.6318
Q_05 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.14% GGVNDNFQGVLQNVR 202 216 72.7 28.3 60.8 2 0 0 1,616.8140
Q_06 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 3.85% AQLYIDCEK 165 173 31.1 26.5 29.7 2 0 0 1,139.5403
Q_06 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 3.85% TIVTTLQDSIR 289 299 22.0 27.4 11.5 1 0 0 1,246.7003
Q_06 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 3.85% GTSQNDPNWVVR 969 980 41.1 25.7 21.9 1 0 0 1,372.6604
Q_06 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 5 3.85% QVTQSYWDTNPTR 1042 1054 46.4 25.4 40.3 1 0 0 1,595.7449
Q_07 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.05% TIVTTLQDSIR 289 299 38.8 27.5 30.7 2 0 0 1,246.7003
Q_07 Thrombospondin‐1 TSP1_HUMAN 129,382 2 2 4 2.05% QVTQSYWDTNPTR 1042 1054 76.7 25.5 76.7 2 0 0 1,595.7449
Q_08 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.08% TIVTTLQDSIR 289 299 40.3 27.5 31.1 2 0 0 1,246.7003
Q_08 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.08% GTSQNDPNWVVR 969 980 28.4 25.7 6.5 2 0 0 1,372.6604
Q_08 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.08% QVTQSYWDTNPTR 1042 1054 77.4 25.5 76.6 2 0 0 1,595.7449
Q_11 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.08% TIVTTLQDSIR 289 299 51.8 27.2 42.0 2 0 0 1,246.7003
Q_11 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.08% DNCQYVYNVDQR 811 822 60.1 25.0 60.1 2 0 0 1,573.6700
Q_11 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 6 3.08% QVTQSYWDTNPTR 1042 1054 72.1 25.5 61.6 2 0 0 1,595.7449
Q_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 3.93% DNCQYVYNVDQR 811 822 53.1 25.0 53.1 2 0 0 1,573.6700
Q_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 3.93% FQMIPLDPK 960 968 25.9 28.8 18.5 1 0 0 1,104.5761
Q_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 3.93% GTSQNDPNWVVR 969 980 40.3 26.4 22.6 2 0 0 1,372.6604
Q_12 Thrombospondin‐1 TSP1_HUMAN 129,382 4 4 7 3.93% QVTQSYWDTNPTR 1042 1054 77.0 25.1 64.4 2 0 0 1,595.7449
Q_13 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 2.91% DNCQYVYNVDQR 811 822 48.5 25.0 48.4 1 0 0 1,573.6700
Q_13 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 2.91% FQMIPLDPK 960 968 27.9 28.7 17.1 1 0 0 1,104.5761
Q_13 Thrombospondin‐1 TSP1_HUMAN 129,382 3 3 4 2.91% QVTQSYWDTNPTR 1042 1054 71.9 25.4 65.7 2 0 0 1,595.7449
Q_14 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.67% GGVNDNFQGVLQNVR 202 216 61.2 28.3 47.1 2 0 0 1,616.8140
Q_14 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.67% LCNNPTPQFGGK 518 529 50.0 26.0 44.4 2 0 0 1,332.6367
Q_14 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.67% DCVGDVTENQICNK 530 543 70.8 25.0 65.6 1 0 0 1,651.7053
Q_14 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.67% DNCQYVYNVDQR 811 822 45.5 25.0 44.0 2 0 0 1,573.6700
Q_14 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.67% GTSQNDPNWVVR 969 980 28.6 26.0 11.1 2 0 0 1,372.6604
Q_14 Thrombospondin‐1 TSP1_HUMAN 129,382 6 6 11 6.67% QVTQSYWDTNPTR 1042 1054 64.1 25.3 59.8 2 0 0 1,595.7449
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% SITLFVQEDR 155 164 45.3 28.0 37.8 1 0 0 1,207.6318
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% GGVNDNFQGVLQNVR 202 216 74.2 28.3 65.8 2 0 0 1,616.8140
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% TIVTTLQDSIR 289 299 37.7 27.3 27.0 2 0 0 1,246.7003
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% VTEENKELANELR 301 313 29.0 28.4 20.5 1 0 0 1,544.7915
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% LCNSPSPQMNGKPCEGEAR 461 479 23.4 25.0 13.0 0 1 0 2,147.9269
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% LCNNPTPQFGGK 518 529 53.0 26.0 45.8 2 0 0 1,332.6367
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% DCVGDVTENQICNK 530 543 66.6 25.0 60.0 2 0 0 1,651.7053
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% FTGSQPFGQGVEHATANK 624 641 51.1 27.1 43.6 2 2 0 1,875.8985
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% DNCQYVYNVDQR 811 822 46.6 25.0 46.6 2 0 0 1,573.6700
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% FQMIPLDPK 960 968 38.8 28.7 22.5 3 0 0 1,104.5761
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% GTSQNDPNWVVR 969 980 30.9 25.6 14.1 2 0 0 1,372.6604
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% QVTQSYWDTNPTR 1042 1054 77.9 25.5 67.4 2 0 0 1,595.7449
Q_15 Thrombospondin‐1 TSP1_HUMAN 129,382 13 15 25 14.70% NALWHTGNTPGQVR 1078 1091 35.1 28.0 29.9 1 0 0 1,550.7823
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% IEDANLIPPVPDDK 61 74 28.8 27.7 22.2 2 0 0 1,535.7955
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% TRGTLLALER 100 109 29.9 26.3 22.0 1 0 0 1,129.6689
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% DHSGQVFSVVSNGK 111 124 66.7 26.9 65.9 2 0 0 1,460.7128
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% SITLFVQEDR 155 164 56.9 28.0 45.6 2 0 0 1,207.6318
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% AQLYIDCEK 165 173 39.6 26.5 36.7 2 0 0 1,139.5403
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% GGVNDNFQGVLQNVR 202 216 59.1 28.3 45.4 1 2 0 1,616.8140
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% FVFGTTPEDILR 217 228 65.6 27.7 47.5 2 0 0 1,394.7316
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% TIVTTLQDSIRK 289 300 50.7 25.0 49.0 2 0 0 1,374.7953
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% KVTEENKELANELR 300 313 71.8 27.8 62.7 2 0 0 1,672.8865
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% VTEENKELANELR 301 313 46.3 28.5 35.4 0 2 0 1,544.7915
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% LCNSPSPQMNGKPCEGEAR 461 479 34.1 25.0 31.7 0 3 0 2,147.9269
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% LCNNPTPQFGGK 518 529 50.2 26.1 44.0 2 0 0 1,332.6367
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% DCVGDVTENQICNK 530 543 81.6 25.0 68.0 2 0 0 1,651.7053
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% CENTDPGYNCLPCPPR 608 623 27.1 25.0 27.1 0 1 0 1,949.7941
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% FTGSQPFGQGVEHATANK 624 641 78.8 27.1 69.4 2 2 0 1,875.8985
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% KDNCPNLPNSGQEDYDK 715 731 35.4 25.0 28.9 0 2 0 1,993.8559
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% DNCPNLPNSGQEDYDK 716 731 42.4 25.0 42.4 2 0 0 1,865.7609
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% FQMIPLDPK 960 968 29.5 28.7 21.4 1 0 0 1,104.5761
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% QVTQSYWDTNPTR 1042 1054 77.6 25.5 70.5 2 0 0 1,595.7449
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% AQGYSGLSVK 1055 1064 29.4 26.7 23.1 2 0 0 1,009.5313
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% NALWHTGNTPGQVR 1078 1091 49.0 27.8 49.0 2 2 0 1,550.7823
Q_16 Thrombospondin‐1 TSP1_HUMAN 129,382 22 26 47 22.40% IMADSGPIYDK 1131 1141 32.7 25.5 25.6 2 0 0 1,225.5772
F_15 Protein TSSC1 TSSC1_HUMAN 43,603 2 2 3 7.75% ALTPQTAETDAIR 17 29 46.9 27.6 37.5 2 0 0 1,386.7225
F_15 Protein TSSC1 TSSC1_HUMAN 43,603 2 2 3 7.75% YNHSHDQLVLTGSSDSR 280 296 29.5 25.3 18.7 0 1 0 1,915.8893
A_25 Tetratricopeptide repeat protein 37 TTC37_HUMAN 175,492 7 7 11 5.63% LLDLYESVDK 103 112 25.1 28.2 13.4 2 0 0 1,194.6254
A_25 Tetratricopeptide repeat protein 37 TTC37_HUMAN 175,492 7 7 11 5.63% SGPGLIGLGIK 271 281 51.8 25.0 39.8 2 0 0 1,011.6200



A_25 Tetratricopeptide repeat protein 37 TTC37_HUMAN 175,492 7 7 11 5.63% IVDNLGASGNSLYQR 335 349 44.6 28.2 36.5 2 0 0 1,606.8184
A_25 Tetratricopeptide repeat protein 37 TTC37_HUMAN 175,492 7 7 11 5.63% AGQHSQAVADLQAALR 577 592 43.8 28.4 33.7 0 2 0 1,635.8562
A_25 Tetratricopeptide repeat protein 37 TTC37_HUMAN 175,492 7 7 11 5.63% AALVDYLDGK 682 691 59.7 28.5 51.5 1 0 0 1,064.5624
A_25 Tetratricopeptide repeat protein 37 TTC37_HUMAN 175,492 7 7 11 5.63% VNVHVLGVLLGQK 735 747 20.2 25.0 20.2 0 1 0 1,375.8421
A_25 Tetratricopeptide repeat protein 37 TTC37_HUMAN 175,492 7 7 11 5.63% SNPDQPAVILLLR 1355 1367 27.8 25.0 27.8 1 0 0 1,435.8269
B_01 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% AADETWEPFASGK 56 68 47.5 25.0 47.5 2 0 0 1,408.6380
B_01 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% TSESGELHGLTTEDK 69 83 23.7 25.0 5.7 2 0 0 1,603.7448
B_05 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% AADETWEPFASGK 56 68 59.4 25.0 57.0 2 0 0 1,408.6380
B_05 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% TSESGELHGLTTEDK 69 83 68.6 25.0 16.2 2 0 0 1,603.7448
B_09 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% AADETWEPFASGK 56 68 57.0 25.0 57.0 2 0 0 1,408.6380
B_09 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% TSESGELHGLTTEDK 69 83 19.8 25.1 6.8 1 0 0 1,603.7448
B_14 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% AADETWEPFASGK 56 68 67.5 25.0 67.5 2 0 0 1,408.6380
B_14 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% TSESGELHGLTTEDK 69 83 42.5 25.3 11.4 2 0 0 1,603.7448
B_17 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% AADETWEPFASGK 56 68 62.1 25.0 59.3 2 0 0 1,408.6380
B_17 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% TSESGELHGLTTEDK 69 83 54.8 25.1 16.1 2 0 0 1,603.7448
B_23 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% AADETWEPFASGK 56 68 59.0 25.0 59.0 2 0 0 1,408.6380
B_23 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% TSESGELHGLTTEDK 69 83 29.1 25.0 5.4 1 0 0 1,603.7448
B_25 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% AADETWEPFASGK 56 68 46.3 25.0 46.3 2 0 0 1,408.6380
B_25 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% TSESGELHGLTTEDK 69 83 39.7 25.0 10.0 2 0 0 1,603.7448
B_26 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% AADETWEPFASGK 56 68 47.6 25.0 47.6 2 0 0 1,408.6380
B_26 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% TSESGELHGLTTEDK 69 83 40.9 25.2 8.3 1 0 0 1,603.7448
B_27 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% AADETWEPFASGK 56 68 67.9 25.0 67.9 2 0 0 1,408.6380
B_27 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% TSESGELHGLTTEDK 69 83 33.0 25.0 10.3 1 0 0 1,603.7448
B_29 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% AADETWEPFASGK 56 68 60.0 25.0 60.0 2 0 0 1,408.6380
B_29 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% TSESGELHGLTTEDK 69 83 36.5 25.1 13.9 2 0 0 1,603.7448
B_31 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% AADETWEPFASGK 56 68 62.8 25.0 61.3 2 0 0 1,408.6380
B_31 Transthyretin TTHY_BOVIN 15,727 2 2 4 19.00% TSESGELHGLTTEDK 69 83 45.0 25.2 2.8 2 0 0 1,603.7448
F_05 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% AADETWEPFASGK 56 68 42.5 25.0 42.5 2 0 0 1,408.6380
F_05 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% TSESGELHGLTTEDK 69 83 41.2 25.1 11.9 1 0 0 1,603.7448
P_10 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% AADETWEPFASGK 56 68 51.8 25.0 51.8 2 0 0 1,408.6380
P_10 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% TSESGELHGLTTEDK 69 83 32.1 25.9 6.5 1 0 0 1,603.7448
P_11 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% AADETWEPFASGK 56 68 52.4 25.0 52.4 2 0 0 1,408.6380
P_11 Transthyretin TTHY_BOVIN 15,727 2 2 3 19.00% TSESGELHGLTTEDK 69 83 17.6 25.8 4.7 0 1 0 1,603.7448
A_18 Tubulin‐‐tyrosine ligase‐like protein 12 TTL12_HUMAN 74,404 2 2 2 3.73% DFAYGETDPLIR 241 252 25.3 26.8 19.1 1 0 0 1,396.6745
A_18 Tubulin‐‐tyrosine ligase‐like protein 12 TTL12_HUMAN 74,404 2 2 2 3.73% AFALNDLDDYEK 499 510 47.6 25.0 38.0 1 0 0 1,413.6534
A_10 Twinfilin‐1 TWF1_HUMAN 40,284 2 2 4 7.43% INEVQTDVGVDTK 159 171 73.8 27.7 38.2 2 0 0 1,417.7171
A_10 Twinfilin‐1 TWF1_HUMAN 40,284 2 2 4 7.43% HQTLQGVAFPISR 172 184 44.7 26.7 40.8 2 0 0 1,453.7911
B_10 Twinfilin‐1 TWF1_HUMAN 40,284 2 2 3 7.43% INEVQTDVGVDTK 159 171 83.5 27.8 45.4 2 0 0 1,417.7171
B_10 Twinfilin‐1 TWF1_HUMAN 40,284 2 2 3 7.43% HQTLQGVAFPISR 172 184 50.0 26.7 45.1 1 0 0 1,453.7911
C_10 Twinfilin‐1 TWF1_HUMAN 40,284 2 2 2 7.43% INEVQTDVGVDTK 159 171 45.1 27.5 32.5 1 0 0 1,417.7171
C_10 Twinfilin‐1 TWF1_HUMAN 40,284 2 2 2 7.43% LIRGPAETEATTD 338 350 30.5 26.8 27.4 1 0 0 1,373.6909
A_04 Twinfilin‐2 TWF2_HUMAN 39,549 2 2 4 7.45% DDLSFAGYQK 127 136 47.2 25.0 31.0 2 0 0 1,143.5318
A_04 Twinfilin‐2 TWF2_HUMAN 39,549 2 2 4 7.45% HLSSCAAPAPLTSAER 137 152 27.1 27.3 20.7 0 2 0 1,667.8170
A_11 Twinfilin‐2 TWF2_HUMAN 39,549 2 2 4 7.45% DDLSFAGYQK 127 136 42.1 25.0 27.8 2 0 0 1,143.5318
A_11 Twinfilin‐2 TWF2_HUMAN 39,549 2 2 4 7.45% HLSSCAAPAPLTSAER 137 152 25.7 27.5 24.2 0 2 0 1,667.8170
H_09 Twinfilin‐2 TWF2_HUMAN 39,549 2 3 4 7.45% DDLSFAGYQK 127 136 42.0 25.0 34.2 2 0 0 1,143.5318
H_09 Twinfilin‐2 TWF2_HUMAN 39,549 2 3 4 7.45% HLSSCAAPAPLTSAER 137 152 30.8 27.3 25.9 1 1 0 1,667.8170
H_10 Twinfilin‐2 TWF2_HUMAN 39,549 2 2 3 7.45% DDLSFAGYQK 127 136 23.8 25.0 16.4 1 0 0 1,143.5318
H_10 Twinfilin‐2 TWF2_HUMAN 39,549 2 2 3 7.45% HLSSCAAPAPLTSAER 137 152 24.6 27.5 12.2 0 2 0 1,667.8170
A_04 Thioredoxin domain‐containing protein 12 TXD12_HUMAN 19,206 2 2 4 17.40% EAAASGLPLMVIIHK 49 63 43.3 25.0 43.3 2 0 0 1,565.8722
A_04 Thioredoxin domain‐containing protein 12 TXD12_HUMAN 19,206 2 2 4 17.40% VHPEIINENGNPSYK 124 138 45.4 27.6 43.8 2 0 0 1,710.8446
B_04 Thioredoxin domain‐containing protein 12 TXD12_HUMAN 19,206 3 3 5 22.70% EAAASGLPLMVIIHK 49 63 44.0 25.0 39.0 2 0 0 1,565.8722
B_04 Thioredoxin domain‐containing protein 12 TXD12_HUMAN 19,206 3 3 5 22.70% ILFLDPSGK 115 123 25.3 27.5 14.3 1 0 0 989.5668
B_04 Thioredoxin domain‐containing protein 12 TXD12_HUMAN 19,206 3 3 5 22.70% VHPEIINENGNPSYK 124 138 44.0 27.7 38.9 2 0 0 1,710.8446
C_04 Thioredoxin domain‐containing protein 12 TXD12_HUMAN 19,206 2 2 2 14.00% EAAASGLPLMVIIHK 49 63 23.1 25.0 18.0 1 0 0 1,565.8722
C_04 Thioredoxin domain‐containing protein 12 TXD12_HUMAN 19,206 2 2 2 14.00% ILFLDPSGK 115 123 36.9 27.8 30.5 1 0 0 989.5668
A_03 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 2 2 3 19.50% TIFAYFTGSK 26 35 33.2 28.7 24.7 1 0 0 1,134.5830
A_03 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 2 2 3 19.50% SWCPDCVQAEPVVR 41 54 68.8 25.0 68.3 2 0 0 1,702.7677
D_05 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 2 2 3 18.70% YEEVSVSGFEEFHR 4 17 29.7 25.0 27.8 0 1 0 1,714.7706
D_05 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 2 2 3 18.70% VTAVPTLIK 90 98 38.8 25.0 0.0 2 0 0 941.6031
F_05 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 2 2 2 17.90% TIFAYFTGSK 26 35 21.1 28.2 12.4 1 0 0 1,134.5830
F_05 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 2 2 2 17.90% NLKVTAVPTLLK 87 98 28.5 25.0 0.0 1 0 0 1,296.8251
H_03 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 2 2 4 15.40% TIFAYFTGSK 26 35 39.0 28.2 30.8 2 0 0 1,134.5830
H_03 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 2 2 4 15.40% VTAVPTLIK 90 98 39.6 25.0 0.0 2 0 0 941.6031
I_03 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 2 2 3 19.50% TIFAYFTGSK 26 35 22.6 28.2 13.1 1 0 0 1,134.5830
I_03 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 2 2 3 19.50% SWCPDCVQAEPVVR 41 54 37.9 25.0 35.5 2 0 0 1,702.7677
L_02 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 5 6 11 40.70% YEEVSVSGFEEFHR 4 17 34.2 25.0 33.2 1 2 0 1,714.7706
L_02 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 5 6 11 40.70% TIFAYFTGSK 26 35 51.4 28.3 42.9 2 0 0 1,134.5830
L_02 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 5 6 11 40.70% SWCPDCVQAEPVVR 41 54 74.2 25.0 73.6 2 0 0 1,702.7677
L_02 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 5 6 11 40.70% NLKVTAVPTLIK 87 98 29.0 25.0 0.0 2 0 0 1,296.8251
L_02 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 5 6 11 40.70% VTAVPTLIK 90 98 33.4 25.0 0.0 2 0 0 941.6031
M_02 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 3 3 3 29.30% TIFAYFTGSK 26 35 41.1 28.3 29.6 1 0 0 1,134.5830
M_02 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 3 3 3 29.30% SWCPDCVQAEPVVR 41 54 34.0 25.0 34.0 1 0 0 1,702.7677
M_02 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 3 3 3 29.30% NLKVTAVPTLLK 87 98 35.1 25.0 0.0 1 0 0 1,296.8251
Q_02 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 2 2 3 19.50% TIFAYFTGSK 26 35 33.4 28.4 26.6 1 0 0 1,134.5830
Q_02 Thioredoxin domain‐containing protein 17 TXD17_HUMAN 13,940 2 2 3 19.50% SWCPDCVQAEPVVR 41 54 72.3 25.0 71.4 2 0 0 1,702.7677
A_18 Alpha‐taxilin TXLNA_HUMAN 61,891 2 2 3 4.95% LIEQYELR 312 319 37.9 27.0 29.1 2 0 0 1,063.5783
A_18 Alpha‐taxilin TXLNA_HUMAN 61,891 2 2 3 4.95% VQDLSAGGQGSLTDSGPER 485 503 53.7 26.4 53.7 1 0 0 1,873.8889
A_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 5.79% VDCTAHSDVCSAQGVR 119 134 35.2 25.0 35.2 1 0 0 1,761.7644
A_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 5.79% EYVESQLQR 288 296 39.4 26.6 24.1 2 0 0 1,151.5691
A_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 11 17 21.50% LQPTWNDLGDKYNSMEDAK 95 113 17.8 25.0 14.8 0 1 0 2,241.0132
A_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 11 17 21.50% VDCTAHSDVCSAQGVR 119 134 43.8 25.0 42.4 3 0 0 1,761.7644
A_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 11 17 21.50% IGKVDCTQHYELCSGNQVR 242 260 49.3 25.2 49.3 0 2 0 2,264.0549
A_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 11 17 21.50% VDCTQHYELCSGNQVR 245 260 76.8 25.0 71.6 2 1 0 1,965.8543
A_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 11 17 21.50% GYPTLLWFR 261 269 43.5 26.6 35.8 2 0 0 1,152.6201
A_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 11 17 21.50% TLAPTWEELSK 355 365 41.6 28.3 34.8 1 0 0 1,274.6628
A_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 11 17 21.50% TLAPTWEELSKK 355 366 44.5 27.8 33.7 1 2 0 1,402.7578
A_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 11 17 21.50% EFPGLAGVK 367 375 36.2 30.1 20.9 1 0 0 917.5092
A_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 11 17 21.50% GYPTLLLFR 395 403 41.3 25.0 26.1 1 0 0 1,079.6249
A_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 7 11.80% VDCTAHSDVCSAQGVR 119 134 59.7 25.0 53.5 2 0 0 1,761.7644
A_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 7 11.80% VDCTQHYELCSGNQVR 245 260 52.4 25.0 48.9 2 0 0 1,965.8543
A_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 7 11.80% IAEVDCTAER 376 385 41.0 25.0 35.9 2 0 0 1,163.5362
A_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 7 11.80% GYPTLLLFR 395 403 25.9 25.0 13.6 1 0 0 1,079.6249
A_25 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 2 5.79% VDCTQHYELCSGNQVR 245 260 23.9 25.0 12.4 0 1 0 1,965.8543
A_25 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 2 5.79% EYVESQLQR 288 296 25.1 26.8 15.4 1 0 0 1,151.5691
B_03 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 4.86% TLAPTWEELSK 355 365 27.5 28.5 21.3 1 0 0 1,274.6628
B_03 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 4.86% FVLSQAKDEL 423 432 41.1 28.0 32.3 2 0 0 1,149.6151
B_10 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 5 8 9.49% VDCTAHSDVCSAQGVR 119 134 45.7 25.0 43.6 1 2 0 1,761.7644
B_10 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 5 8 9.49% VDCTQHYELCSGNQVR 245 260 47.7 25.0 38.9 1 2 0 1,965.8543
B_10 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 5 8 9.49% EYVESQLQR 288 296 47.7 27.1 29.0 2 0 0 1,151.5691
B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% LQPTWNDLGDK 95 105 45.2 26.5 35.6 2 0 0 1,286.6378
B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% VDCTAHSDVCSAQGVR 119 134 61.2 25.0 60.3 2 3 0 1,761.7644
B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% FFAPWCGHCK 212 221 29.2 25.0 29.2 2 0 0 1,309.5606
B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% IGKVDCTQHYELCSGNQVR 242 260 37.2 25.4 37.2 0 1 0 2,264.0549
B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% VDCTQHYELCSGNQVR 245 260 74.2 25.0 70.2 2 2 0 1,965.8543
B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% GYPTLLWFR 261 269 34.7 26.8 29.2 1 0 0 1,152.6201
B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% EYVESQLQR 288 296 55.0 27.4 34.8 2 0 0 1,151.5691
B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% TLAPTWEELSK 355 365 49.4 28.6 40.7 2 0 0 1,274.6628
B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% TLAPTWEELSKK 355 366 45.0 27.8 31.4 2 1 0 1,402.7578
B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% EFPGLAGVK 367 375 36.0 29.7 20.0 1 0 0 917.5092
B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% IAEVDCTAER 376 385 45.3 25.0 41.4 2 0 0 1,163.5362
B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% GYPTLLLFR 395 403 37.7 25.0 19.9 1 0 0 1,079.6249



B_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 16 27 28.70% FVLSQAKDEL 423 432 44.3 28.4 32.9 1 0 0 1,149.6151
B_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 4 7 8.10% VDCTAHSDVCSAQGVR 119 134 56.0 25.0 51.0 2 2 0 1,761.7644
B_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 4 7 8.10% GYPTLLLFR 395 403 28.0 25.0 6.0 2 0 0 1,079.6249
B_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 4 7 8.10% FVLSQAKDEL 423 432 31.1 26.9 26.5 1 0 0 1,149.6151
C_08 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% VDCTAHSDVCSAQGVR 119 134 37.7 25.0 30.1 0 2 0 1,761.7644
C_08 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% FVLSQAKDEL 423 432 32.8 27.0 22.9 2 0 0 1,149.6151
C_09 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 7.41% VDCTAHSDVCSAQGVR 119 134 26.5 25.0 26.5 0 2 0 1,761.7644
C_09 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 7.41% VDCTQHYELCSGNQVR 245 260 22.6 25.0 22.6 0 1 0 1,965.8543
C_10 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 7.41% VDCTAHSDVCSAQGVR 119 134 33.2 25.0 31.9 0 2 0 1,761.7644
C_10 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 7.41% VDCTQHYELCSGNQVR 245 260 36.8 25.0 29.2 0 2 0 1,965.8543
C_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 6 10.40% VDCTAHSDVCSAQGVR 119 134 32.7 25.0 26.9 2 0 0 1,761.7644
C_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 6 10.40% EYVESQLQR 288 296 36.7 26.9 21.8 2 0 0 1,151.5691
C_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 6 10.40% TLAPTWEELSK 355 365 22.6 28.2 18.5 1 0 0 1,274.6628
C_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 6 10.40% GYPTLLLFR 395 403 24.3 25.0 14.4 1 0 0 1,079.6249
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% VYVAKVDCTAHSDVCSAQGVR 114 134 34.4 26.6 34.4 0 1 0 2,322.0966
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% VDCTAHSDVCSAQGVR 119 134 63.4 25.0 61.9 3 4 0 1,761.7644
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% LFKPGQEAVK 141 150 24.0 27.2 13.4 1 0 0 1,116.6413
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% FFAPWCGHCK 212 221 23.5 25.0 19.3 2 0 0 1,309.5606
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% IGKVDCTQHYELCSGNQVR 242 260 51.9 25.3 51.8 1 2 0 2,264.0549
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% VDCTQHYELCSGNQVR 245 260 83.8 25.0 82.9 2 0 0 1,965.8543
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% GYPTLLWFR 261 269 30.2 26.6 28.6 2 0 0 1,152.6201
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% DLESLREYVESQLQR 282 296 21.1 27.8 7.3 0 1 0 1,864.9400
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% EYVESQLQR 288 296 43.1 27.3 28.6 2 0 0 1,151.5691
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% TLAPTWEELSK 355 365 40.3 28.6 30.7 1 0 0 1,274.6628
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% EFPGLAGVK 367 375 36.3 29.1 19.6 1 0 0 917.5092
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% GYPTLLLFR 395 403 35.0 25.0 21.4 2 0 0 1,079.6249
C_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 13 15 29 28.50% FVLSQAKDEL 423 432 46.9 28.0 34.3 4 0 0 1,149.6151
C_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 5 6 12 14.60% VDCTAHSDVCSAQGVR 119 134 58.4 25.0 53.8 2 2 0 1,761.7644
C_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 5 6 12 14.60% IGKVDCTQHYELCSGNQVR 242 260 46.1 25.0 45.3 0 2 0 2,264.0549
C_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 5 6 12 14.60% EYVESQLQR 288 296 43.9 27.0 30.0 2 0 0 1,151.5691
C_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 5 6 12 14.60% GYPTLLLFR 395 403 29.4 25.0 16.4 2 0 0 1,079.6249
C_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 5 6 12 14.60% FVLSQAKDEL 423 432 50.6 28.0 39.3 2 0 0 1,149.6151
C_19 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 6.02% VDCTAHSDVCSAQGVR 119 134 39.1 25.0 35.9 0 2 0 1,761.7644
C_19 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 6.02% FVLSQAKDEL 423 432 33.5 28.0 24.1 1 0 0 1,149.6151
D_19 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 5.79% VDCTAHSDVCSAQGVR 119 134 25.7 25.0 25.7 0 2 0 1,761.7644
D_19 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 5.79% EYVESQLQR 288 296 45.4 27.4 33.4 2 0 0 1,151.5691
D_20 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 8 16.40% LQPTWNDLGDK 95 105 23.8 25.9 20.1 1 0 0 1,286.6378
D_20 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 8 16.40% VDCTAHSDVCSAQGVR 119 134 34.4 25.0 30.3 0 1 0 1,761.7644
D_20 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 8 16.40% LFKPGQEAVK 141 150 24.3 27.4 10.3 1 0 0 1,116.6413
D_20 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 8 16.40% DLESLREYVESQLQR 282 296 46.7 27.8 34.4 1 1 0 1,864.9400
D_20 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 8 16.40% EFPGLAGVK 367 375 24.6 29.1 13.8 1 0 0 917.5092
D_20 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 8 16.40% FVLSQAKDEL 423 432 26.4 28.0 21.2 2 0 0 1,149.6151
E_19 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 2 4.40% EYVESQLQR 288 296 22.5 27.3 11.4 1 0 0 1,151.5691
E_19 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 2 4.40% FVLSQAKDEL 423 432 22.5 27.8 11.3 1 0 0 1,149.6151
E_20 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 6 10.40% LFKPGQEAVK 141 150 23.6 27.2 7.2 1 0 0 1,116.6413
E_20 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 6 10.40% VDCTQHYELCSGNQVR 245 260 35.0 25.0 31.6 0 2 0 1,965.8543
E_20 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 6 10.40% EFPGLAGVK 367 375 29.5 29.1 7.9 1 0 0 917.5092
E_20 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 6 10.40% FVLSQAKDEL 423 432 39.6 27.0 27.0 2 0 0 1,149.6151
F_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 9 14 23.40% LQPTWNDLGDK 95 105 43.8 26.4 34.0 2 0 0 1,286.6378
F_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 9 14 23.40% VDCTAHSDVCSAQGVR 119 134 63.0 25.0 61.0 0 2 0 1,761.7644
F_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 9 14 23.40% VDCTQHYELCSGNQVR 245 260 65.2 25.0 65.2 2 0 0 1,965.8543
F_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 9 14 23.40% EYVESQLQR 288 296 27.1 27.2 18.9 1 0 0 1,151.5691
F_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 9 14 23.40% TLAPTWEELSK 355 365 57.9 28.6 51.6 1 0 0 1,274.6628
F_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 9 14 23.40% EFPGLAGVK 367 375 32.7 29.7 12.4 1 0 0 917.5092
F_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 9 14 23.40% IAEVDCTAER 376 385 41.8 25.0 26.1 2 0 0 1,163.5362
F_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 9 14 23.40% GYPTLLLFR 395 403 34.9 25.0 20.1 2 0 0 1,079.6249
F_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 9 9 14 23.40% FVLSQAKDEL 423 432 24.2 27.1 13.7 1 0 0 1,149.6151
F_15 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 2 4.86% EYVESQLQR 288 296 44.7 26.6 34.3 1 0 0 1,151.5691
F_15 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 2 4.86% TLAPTWEELSKK 355 366 20.0 27.8 6.5 0 1 0 1,402.7578
G_11 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 5.79% VDCTQHYELCSGNQVR 245 260 35.3 25.0 34.9 0 2 0 1,965.8543
G_11 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 5.79% EYVESQLQR 288 296 42.2 27.0 33.4 2 0 0 1,151.5691
G_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 7 10.20% VDCTQHYELCSGNQVR 245 260 35.8 25.0 21.2 0 2 0 1,965.8543
G_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 7 10.20% EYVESQLQR 288 296 53.3 27.1 39.7 2 0 0 1,151.5691
G_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 7 10.20% EFPGLAGVK 367 375 26.1 30.0 12.1 1 0 0 917.5092
G_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 7 10.20% FVLSQAKDEL 423 432 38.3 28.2 28.2 2 0 0 1,149.6151
G_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 5 6 11.80% VDCTAHSDVCSAQGVR 119 134 29.3 25.0 28.1 0 1 0 1,761.7644
G_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 5 6 11.80% VDCTQHYELCSGNQVR 245 260 42.0 25.0 39.8 1 2 0 1,965.8543
G_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 5 6 11.80% EFPGLAGVK 367 375 28.4 30.0 9.9 1 0 0 917.5092
G_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 5 6 11.80% FVLSQAKDEL 423 432 32.8 28.3 26.1 1 0 0 1,149.6151
G_15 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 12 15.00% LQPTWNDLGDK 95 105 37.1 26.2 29.4 1 0 0 1,286.6378
G_15 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 12 15.00% VDCTAHSDVCSAQGVR 119 134 39.4 25.0 28.3 0 2 0 1,761.7644
G_15 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 12 15.00% VDCTQHYELCSGNQVR 245 260 46.0 25.0 46.0 2 2 0 1,965.8543
G_15 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 12 15.00% TLAPTWEELSK 355 365 49.8 28.8 30.8 2 0 0 1,274.6628
G_15 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 12 15.00% TLAPTWEELSKK 355 366 37.3 27.6 26.3 2 0 0 1,402.7578
G_15 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 12 15.00% IAEVDCTAER 376 385 19.8 25.0 19.8 1 0 0 1,163.5362
H_03 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 2 4.63% TLAPTWEELSK 355 365 23.0 28.7 15.4 1 0 0 1,274.6628
H_03 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 2 4.63% EFPGLAGVK 367 375 25.8 29.7 11.2 1 0 0 917.5092
H_06 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 4.86% TLAPTWEELSK 355 365 24.3 28.6 10.1 1 0 0 1,274.6628
H_06 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 4.86% FVLSQAKDEL 423 432 42.0 28.4 34.6 2 0 0 1,149.6151
H_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 8 9 13 18.30% FFAPWCGHCK 212 221 30.0 25.0 30.0 1 0 0 1,309.5606
H_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 8 9 13 18.30% IGKVDCTQHYELCSGNQVR 242 260 41.4 25.2 41.4 0 2 0 2,264.0549
H_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 8 9 13 18.30% VDCTQHYELCSGNQVR 245 260 78.7 25.0 77.4 2 1 0 1,965.8543
H_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 8 9 13 18.30% EYVESQLQR 288 296 39.1 27.4 33.9 1 0 0 1,151.5691
H_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 8 9 13 18.30% TLAPTWEELSKK 355 366 53.7 27.8 39.7 2 0 0 1,402.7578
H_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 8 9 13 18.30% EFPGLAGVK 367 375 30.3 29.7 10.4 1 0 0 917.5092
H_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 8 9 13 18.30% IAEVDCTAER 376 385 25.2 25.0 15.8 2 0 0 1,163.5362
H_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 8 9 13 18.30% FVLSQAKDEL 423 432 24.5 28.4 12.0 1 0 0 1,149.6151
H_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 3 6.48% VDCTQHYELCSGNQVR 245 260 37.1 25.0 35.4 0 1 0 1,965.8543
H_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 3 6.48% TLAPTWEELSK 355 365 25.5 28.6 17.3 1 0 0 1,274.6628
H_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 3 6.48% TLAPTWEELSKK 355 366 23.1 27.8 15.1 0 1 0 1,402.7578
H_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% VDCTQHYELCSGNQVR 245 260 51.7 25.0 39.2 0 2 0 1,965.8543
H_14 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% FVLSQAKDEL 423 432 30.4 26.9 24.8 2 0 0 1,149.6151
H_17 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 2 6.02% VDCTQHYELCSGNQVR 245 260 18.2 25.0 0.0 0 1 0 1,965.8543
H_17 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 2 6.02% FVLSQAKDEL 423 432 25.4 28.3 20.4 1 0 0 1,149.6151
H_19 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 6.02% VDCTQHYELCSGNQVR 245 260 28.4 25.0 25.0 0 2 0 1,965.8543
H_19 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 6.02% FVLSQAKDEL 423 432 32.4 26.9 23.4 1 0 0 1,149.6151
I_10 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 5.79% VDCTQHYELCSGNQVR 245 260 29.2 25.0 29.2 0 2 0 1,965.8543
I_10 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 5.79% EFPGLAGVK 367 375 24.8 29.7 11.5 1 0 0 917.5092
I_11 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 5 5 9 9.26% IGKVDCTQHYELCSGNQVR 242 260 41.6 25.5 38.2 0 2 0 2,264.0549
I_11 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 5 5 9 9.26% VDCTQHYELCSGNQVR 245 260 43.3 25.0 35.2 0 2 0 1,965.8543
I_11 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 5 5 9 9.26% TLAPTWEELSK 355 365 28.4 28.7 17.8 2 0 0 1,274.6628
I_11 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 5 5 9 9.26% TLAPTWEELSKK 355 366 36.2 28.0 24.1 0 2 0 1,402.7578
I_11 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 5 5 9 9.26% GYPTLLLFR 395 403 41.4 25.0 22.1 1 0 0 1,079.6249
I_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 8 13 13.70% IGKVDCTQHYELCSGNQVR 242 260 43.1 25.3 41.7 0 2 0 2,264.0549
I_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 8 13 13.70% VDCTQHYELCSGNQVR 245 260 58.6 25.0 58.6 2 2 0 1,965.8543
I_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 8 13 13.70% TLAPTWEELSKK 355 366 52.6 27.8 39.3 2 1 0 1,402.7578
I_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 8 13 13.70% KEFPGLAGVK 366 375 24.8 27.0 14.9 1 0 0 1,045.6042
I_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 8 13 13.70% GYPTLLLFR 395 403 48.0 25.0 28.2 2 0 0 1,079.6249
I_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 8 13 13.70% FVLSQAKDEL 423 432 25.7 27.1 15.3 1 0 0 1,149.6151
I_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 5.79% VDCTQHYELCSGNQVR 245 260 30.4 25.0 30.4 0 2 0 1,965.8543
I_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 5.79% GYPTLLLFR 395 403 40.3 25.0 18.9 2 0 0 1,079.6249
J_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 12 12.70% VDCTQHYELCSGNQVR 245 260 47.2 25.0 38.2 2 2 0 1,965.8543



J_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 12 12.70% EYVESQLQR 288 296 28.6 27.0 22.1 1 0 0 1,151.5691
J_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 12 12.70% TLAPTWEELSK 355 365 40.4 29.1 32.0 1 0 0 1,274.6628
J_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 12 12.70% TLAPTWEELSKK 355 366 37.8 27.6 24.4 2 0 0 1,402.7578
J_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 12 12.70% EFPGLAGVK 367 375 31.0 30.0 10.8 2 0 0 917.5092
J_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 12 12.70% GYPTLLLFR 395 403 39.2 25.0 15.5 2 0 0 1,079.6249
J_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% VDCTQHYELCSGNQVR 245 260 28.6 25.0 12.9 0 2 0 1,965.8543
J_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% FVLSQAKDEL 423 432 33.3 28.2 19.2 2 0 0 1,149.6151
K_11 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 5 6.71% TLAPTWEELSK 355 365 30.8 28.7 26.5 2 0 0 1,274.6628
K_11 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 5 6.71% EFPGLAGVK 367 375 31.8 29.7 20.4 1 0 0 917.5092
K_11 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 5 6.71% GYPTLLLFR 395 403 32.2 25.0 8.5 2 0 0 1,079.6249
K_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 11 11.60% IGKVDCTQHYELCSGNQVR 242 260 52.8 25.7 52.8 0 2 0 2,264.0549
K_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 11 11.60% VDCTQHYELCSGNQVR 245 260 52.2 25.0 40.1 2 1 0 1,965.8543
K_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 11 11.60% TLAPTWEELSK 355 365 50.0 28.6 44.6 2 0 0 1,274.6628
K_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 11 11.60% TLAPTWEELSKK 355 366 47.3 28.2 34.1 2 0 0 1,402.7578
K_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 11 11.60% KEFPGLAGVK 366 375 21.5 27.4 11.0 1 0 0 1,045.6042
K_12 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 6 7 11 11.60% FVLSQAKDEL 423 432 28.7 27.1 20.1 1 0 0 1,149.6151
K_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 6 10.60% VDCTQHYELCSGNQVR 245 260 33.1 25.0 25.0 0 2 0 1,965.8543
K_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 6 10.60% TLAPTWEELSK 355 365 21.6 28.6 12.8 1 0 0 1,274.6628
K_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 6 10.60% GYPTLLLFR 395 403 27.3 25.0 14.4 1 0 0 1,079.6249
K_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 4 4 6 10.60% FVLSQAKDEL 423 432 32.8 28.0 30.4 2 0 0 1,149.6151
L_10 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% VDCTQHYELCSGNQVR 245 260 31.5 25.0 9.4 0 2 0 1,965.8543
L_10 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% FVLSQAKDEL 423 432 40.4 27.8 35.0 2 0 0 1,149.6151
L_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% VDCTQHYELCSGNQVR 245 260 35.4 25.0 22.6 0 2 0 1,965.8543
L_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% FVLSQAKDEL 423 432 39.2 28.3 27.4 2 0 0 1,149.6151
M_08 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% VDCTQHYELCSGNQVR 245 260 35.4 25.0 29.9 0 2 0 1,965.8543
M_08 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% FVLSQAKDEL 423 432 38.0 27.8 27.0 2 0 0 1,149.6151
M_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% VDCTQHYELCSGNQVR 245 260 44.8 25.0 35.3 0 2 0 1,965.8543
M_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 4 6.02% FVLSQAKDEL 423 432 31.6 27.8 22.2 2 0 0 1,149.6151
N_08 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 4.40% EYVESQLQR 288 296 25.8 26.9 12.6 1 0 0 1,151.5691
N_08 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 4.40% IAEVDCTAER 376 385 36.9 25.0 32.4 2 0 0 1,163.5362
N_10 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 5.79% VDCTQHYELCSGNQVR 245 260 39.4 25.0 32.6 0 1 0 1,965.8543
N_10 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 2 2 3 5.79% EYVESQLQR 288 296 33.9 26.7 18.4 2 0 0 1,151.5691
N_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 4 8.10% VDCTQHYELCSGNQVR 245 260 24.2 25.0 22.1 0 1 0 1,965.8543
N_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 4 8.10% EYVESQLQR 288 296 40.8 27.0 26.5 1 0 0 1,151.5691
N_13 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 4 8.10% FVLSQAKDEL 423 432 33.6 28.4 19.9 2 0 0 1,149.6151
O_08 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 5 8.10% VDCTQHYELCSGNQVR 245 260 32.0 25.0 26.9 0 2 0 1,965.8543
O_08 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 5 8.10% EYVESQLQR 288 296 33.3 27.0 18.4 1 0 0 1,151.5691
O_08 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 5 8.10% FVLSQAKDEL 423 432 36.2 27.8 27.7 2 0 0 1,149.6151
Q_08 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 4 8.56% LFKPGQEAVK 141 150 22.9 27.5 2.4 1 0 0 1,116.6413
Q_08 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 4 8.56% VDCTQHYELCSGNQVR 245 260 31.1 25.0 27.3 0 2 0 1,965.8543
Q_08 Thioredoxin domain‐containing protein 5 TXND5_HUMAN 47,629 3 3 4 8.56% TLAPTWEELSK 355 365 29.8 28.8 25.6 1 0 0 1,274.6628
A_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 6 14.90% IDQYQGADAVGLEEK 88 102 77.1 26.3 64.8 2 0 0 1,635.7863
A_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 6 14.90% QHLENDPGSNEDTDIPK 105 121 48.8 25.0 47.3 0 2 0 1,908.8573
A_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 6 14.90% GYMDLMPFINK 122 132 32.1 25.0 25.0 2 0 0 1,360.6278
A_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 6 6 11 21.50% IAPAFSSMSNK 40 50 21.6 26.9 18.2 1 0 0 1,168.5667
A_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 6 6 11 21.50% VRIDQYQGADAVGLEEK 86 102 52.5 28.0 44.4 0 2 0 1,890.9558
A_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 6 6 11 21.50% IDQYQGADAVGLEEK 88 102 86.4 26.3 60.0 2 0 0 1,635.7863
A_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 6 6 11 21.50% IKQHLENDPGSNEDTDIPK 103 121 56.0 26.7 37.9 0 2 0 2,150.0364
A_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 6 6 11 21.50% QHLENDPGSNEDTDIPK 105 121 35.0 25.0 34.8 0 2 0 1,908.8573
A_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 6 6 11 21.50% SEPTQALELTEDDIK 212 226 63.3 27.1 45.6 2 0 0 1,688.8228
A_10 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 2 2 3 11.80% IDQYQGADAVGLEEK 88 102 71.6 26.5 49.8 2 0 0 1,635.7863
A_10 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 2 2 3 11.80% IKQHLENDPGSNEDTDIPK 103 121 29.4 26.9 19.6 0 1 0 2,150.0364
B_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 5 14.90% IDQYQGADAVGLEEK 88 102 97.5 26.5 75.5 2 0 0 1,635.7863
B_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 5 14.90% QHLENDPGSNEDTDIPK 105 121 28.3 25.0 23.0 0 2 0 1,908.8573
B_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 5 14.90% GYMDLMPFINK 122 132 28.0 25.0 19.3 1 0 0 1,360.6278
B_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 5 6 12 17.60% VRIDQYQGADAVGLEEK 86 102 62.2 27.7 53.1 0 2 0 1,890.9558
B_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 5 6 12 17.60% IDQYQGADAVGLEEK 88 102 98.1 26.4 77.5 2 0 0 1,635.7863
B_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 5 6 12 17.60% IKQHLENDPGSNEDTDIPK 103 121 53.3 26.8 42.6 0 2 0 2,150.0364
B_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 5 6 12 17.60% QHLENDPGSNEDTDIPK 105 121 57.7 25.0 53.7 2 2 0 1,908.8573
B_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 5 6 12 17.60% SEPTQALELTEDDIK 212 226 55.4 27.1 49.0 2 0 0 1,688.8228
C_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 4 4 8 12.50% VRIDQYQGADAVGLEEK 86 102 26.1 28.0 26.1 0 2 0 1,890.9558
C_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 4 4 8 12.50% IDQYQGADAVGLEEK 88 102 87.2 25.9 68.4 2 0 0 1,635.7863
C_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 4 4 8 12.50% IKQHLENDPGSNEDTDIPK 103 121 47.8 26.7 39.3 0 2 0 2,150.0364
C_09 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 4 4 8 12.50% QHLENDPGSNEDTDIPK 105 121 18.5 25.0 6.5 0 2 0 1,908.8573
F_12 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 5 11.80% IDQYQGADAVGLEEK 88 102 91.2 26.4 69.8 2 0 0 1,635.7863
F_12 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 5 11.80% IKQHLENDPGSNEDTDIPK 103 121 38.6 26.9 35.3 0 1 0 2,150.0364
F_12 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 5 11.80% QHLENDPGSNEDTDIPK 105 121 41.5 25.0 40.0 0 2 0 1,908.8573
G_12 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 2 2 4 11.10% IDQYQGADAVGLEEK 88 102 85.6 27.0 61.1 2 0 0 1,635.7863
G_12 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 2 2 4 11.10% QHLENDPGSNEDTDIPK 105 121 25.2 25.0 18.6 0 2 0 1,908.8573
H_07 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 4 4 8 15.60% IAPAFSSMSNK 40 50 25.6 27.0 14.9 2 0 0 1,152.5717
H_07 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 4 4 8 15.60% IDQYQGADAVGLEEK 88 102 77.2 26.6 55.8 2 0 0 1,635.7863
H_07 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 4 4 8 15.60% IKQHLENDPGSNEDTDIPK 103 121 58.5 27.0 49.7 0 2 0 2,150.0364
H_07 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 4 4 8 15.60% QHLENDPGSNEDTDIPK 105 121 35.2 25.0 35.2 0 2 0 1,908.8573
H_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 6 11.80% IDQYQGADAVGLEEK 88 102 92.4 26.7 67.5 2 0 0 1,635.7863
H_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 6 11.80% IKQHLENDPGSNEDTDIPK 103 121 34.2 27.0 27.9 0 2 0 2,150.0364
H_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 6 11.80% QHLENDPGSNEDTDIPK 105 121 44.3 25.0 36.6 0 2 0 1,908.8573
I_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 4 11.80% IDQYQGADAVGLEEK 88 102 85.1 26.9 69.8 2 0 0 1,635.7863
I_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 4 11.80% IKQHLENDPGSNEDTDIPK 103 121 32.1 26.9 21.6 0 1 0 2,150.0364
I_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 4 11.80% QHLENDPGSNEDTDIPK 105 121 17.4 25.0 15.5 0 1 0 1,908.8573
J_07 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 2 2 4 11.10% IDQYQGADAVGLEEK 88 102 73.3 27.0 63.3 2 0 0 1,635.7863
J_07 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 2 2 4 11.10% QHLENDPGSNEDTDIPK 105 121 24.9 25.0 22.2 0 2 0 1,908.8573
K_07 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 2 2 4 11.80% IDQYQGADAVGLEEK 88 102 96.6 26.9 78.4 2 0 0 1,635.7863
K_07 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 2 2 4 11.80% IKQHLENDPGSNEDTDIPK 103 121 28.7 27.0 22.9 0 2 0 2,150.0364
K_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 6 11.80% IDQYQGADAVGLEEK 88 102 83.4 26.9 64.1 2 0 0 1,635.7863
K_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 6 11.80% IKQHLENDPGSNEDTDIPK 103 121 19.5 26.9 14.2 0 2 0 2,150.0364
K_08 Thioredoxin‐like protein 1 TXNL1_HUMAN 32,251 3 3 6 11.80% QHLENDPGSNEDTDIPK 105 121 17.0 25.0 15.3 0 2 0 1,908.8573
A_02 Thymosin beta‐10 TYB10_HUMAN 5,026 2 4 5 31.80% NTLPTKETIEQEK 27 39 40.9 28.1 23.6 2 1 0 1,530.8012
A_02 Thymosin beta‐10 TYB10_HUMAN 5,026 2 4 5 31.80% NTLPTKETIEQEKR 27 40 48.6 27.2 41.4 1 1 0 1,686.9023
B_02 Thymosin beta‐10 TYB10_HUMAN 5,026 2 3 5 31.80% NTLPTKETIEQEK 27 39 51.2 27.9 36.6 2 1 0 1,530.8012
B_02 Thymosin beta‐10 TYB10_HUMAN 5,026 2 3 5 31.80% NTLPTKETIEQEKR 27 40 37.9 27.2 30.6 2 0 0 1,686.9023
C_02 Thymosin beta‐10 TYB10_HUMAN 5,026 3 3 5 45.50% TETQEKNTLPTKETIEQEK 21 39 23.3 27.2 20.6 0 1 0 2,247.1354
C_02 Thymosin beta‐10 TYB10_HUMAN 5,026 3 3 5 45.50% NTLPTKETIEQEK 27 39 31.8 27.8 23.3 2 0 0 1,530.8012
C_02 Thymosin beta‐10 TYB10_HUMAN 5,026 3 3 5 45.50% NTLPTKETIEQEKR 27 40 44.6 27.0 36.5 2 0 0 1,686.9023
A_10 Thymidylate synthase TYSY_HUMAN 35,717 3 3 5 11.50% PVAGSELPR 2 10 39.6 25.0 32.9 2 0 0 925.5102
A_10 Thymidylate synthase TYSY_HUMAN 35,717 3 3 5 11.50% DFLDSLGFSTR 116 126 33.9 25.7 24.1 1 0 0 1,257.6111
A_10 Thymidylate synthase TYSY_HUMAN 35,717 3 3 5 11.50% DMESDYSGQGVDQLQR 148 163 92.1 25.0 86.5 2 0 0 1,843.7766
F_12 Thymidylate synthase TYSY_HUMAN 35,717 2 2 3 7.35% TGTGTLSVFGMQAR 51 64 36.9 27.7 15.9 2 0 0 1,425.7156
F_12 Thymidylate synthase TYSY_HUMAN 35,717 2 2 3 7.35% IIMCAWNPR 177 185 26.0 27.1 13.6 1 0 0 1,160.5704
H_08 Thymidylate synthase TYSY_HUMAN 35,717 2 3 4 7.35% TGTGTLSVFGMQAR 51 64 61.7 26.8 54.8 3 0 0 1,441.7106
H_08 Thymidylate synthase TYSY_HUMAN 35,717 2 3 4 7.35% DEFPLLTTK 69 77 21.9 27.5 13.4 1 0 0 1,063.5672
A_22 116 kDa U5 small nuclear ribonucleoprotein component U5S1_HUMAN 109,388 2 2 3 2.67% VLSGTIHAGQPVK 496 508 24.9 25.4 19.0 1 0 0 1,306.7479
A_22 116 kDa U5 small nuclear ribonucleoprotein component U5S1_HUMAN 109,388 2 2 3 2.67% IAVEPVNPSELPK 590 602 45.5 27.0 36.8 2 0 0 1,392.7734
B_16 UDP‐N‐acetylhexosamine pyrophosphorylase UAP1_HUMAN 58,770 2 2 3 4.79% VAVLLLAGGQGTR 103 115 49.3 25.0 49.3 2 0 0 1,254.7530
B_16 UDP‐N‐acetylhexosamine pyrophosphorylase UAP1_HUMAN 58,770 2 2 3 4.79% TNPTEPVGVVCR 283 294 21.9 26.2 21.9 1 0 0 1,328.6628
I_14 UDP‐N‐acetylhexosamine pyrophosphorylase UAP1_HUMAN 58,770 2 2 3 4.79% VAVLLLAGGQGTR 103 115 58.5 25.0 50.3 2 0 0 1,254.7530
I_14 UDP‐N‐acetylhexosamine pyrophosphorylase UAP1_HUMAN 58,770 2 2 3 4.79% TNPTEPVGVVCR 283 294 25.6 26.1 19.1 1 0 0 1,328.6628
Q_09 UDP‐N‐acetylhexosamine pyrophosphorylase UAP1_HUMAN 58,770 2 2 3 5.17% VSMAPDGNGGLYR 216 228 29.9 26.4 25.2 2 0 0 1,352.6265
Q_09 UDP‐N‐acetylhexosamine pyrophosphorylase UAP1_HUMAN 58,770 2 2 3 5.17% ALAAQNIVEDMEQR 229 242 39.8 26.5 39.8 1 0 0 1,603.7746
A_15 UDP‐N‐acetylhexosamine pyrophosphorylase‐like protein 1 UAP1L_HUMAN 57,030 2 2 2 3.55% TLYQLQAER 137 145 29.8 28.1 18.6 1 0 0 1,121.5950
A_15 UDP‐N‐acetylhexosamine pyrophosphorylase‐like protein 1 UAP1L_HUMAN 57,030 2 2 2 3.55% NFAALEVLR 394 402 31.6 27.2 21.7 1 0 0 1,032.5836
F_06 Ubiquitin‐conjugating enzyme E2 D3 UB2D3_HUMAN 16,746 2 2 4 14.30% INKELSDLAR 6 15 37.3 28.4 23.0 2 0 0 1,158.6478
F_06 Ubiquitin‐conjugating enzyme E2 D3 UB2D3_HUMAN 16,746 2 2 4 14.30% SQWSPALTISK 91 101 39.3 28.6 35.5 2 0 0 1,217.6525



A_07 Ubiquitin‐conjugating enzyme E2 E3 UB2E3_HUMAN 22,914 3 3 5 15.50% DPAAPEPEEQEER 26 38 23.4 25.0 23.3 1 0 0 1,496.6501
A_07 Ubiquitin‐conjugating enzyme E2 E3 UB2E3_HUMAN 22,914 3 3 5 15.50% GDNIYEWR 87 94 32.2 25.0 22.5 2 0 0 1,052.4796
A_07 Ubiquitin‐conjugating enzyme E2 E3 UB2E3_HUMAN 22,914 3 3 5 15.50% DNWSPALTISK 151 161 30.2 27.7 26.0 2 0 0 1,231.6318
D_07 Ubiquitin‐conjugating enzyme E2 L3 UB2L3_HUMAN 17,862 2 2 3 15.60% IEINFPAEYPFKPPK 53 67 49.8 27.8 38.9 0 2 0 1,789.9525
D_07 Ubiquitin‐conjugating enzyme E2 L3 UB2L3_HUMAN 17,862 2 2 3 15.60% IYHPNIDEK 74 82 19.2 26.6 9.7 1 0 0 1,128.5685
A_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 3 3 4 40.10% LLEELEEGQK 17 26 64.6 26.8 55.6 1 0 0 1,187.6156
A_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 3 3 4 40.10% YPEAPPFVR 75 83 24.4 27.7 18.2 1 0 0 1,075.5571
A_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 3 3 4 40.10% INMNGVNSSNGVVDPR 88 103 43.2 25.9 28.0 2 0 0 1,688.8021
A_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 3 3 4 40.10% WQNSYSIK 111 118 21.7 26.7 13.5 1 0 0 1,025.5050
A_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 3 3 4 40.10% ENMKLPQPPEGQCYSN 132 147 28.9 25.0 28.9 1 0 0 1,907.8264
C_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 2 2 28.60% LLEELEEGQK 17 26 47.2 26.8 34.4 2 0 0 1,187.6156
C_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 2 2 28.60% INMNGVNSSNGVVDPR 88 103 19.0 25.8 13.1 0 1 0 1,688.8021
C_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 2 2 28.60% ENMKLPQPPEGQCYSN 132 147 24.0 25.0 21.4 1 0 0 1,907.8264
F_06 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 3 6 32.70% LLEELEEGQK 17 26 49.6 26.8 40.7 2 0 0 1,187.6156
F_06 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 3 6 32.70% WTGMIIGPPR 48 57 37.5 27.5 30.1 1 0 0 1,143.5982
F_06 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 3 6 32.70% INMNGVNSSNGVVDPR 88 103 36.8 26.3 27.8 4 0 0 1,672.8071
F_06 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 3 6 32.70% LPQPPEGQCYSN 136 147 29.1 25.0 29.1 2 0 0 1,389.6105
F_07 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 3 6 19.00% INMNGVNSSNGVVDPR 88 103 42.6 26.1 36.4 4 0 0 1,688.8021
F_07 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 3 6 19.00% LPQPPEGQCYSN 136 147 38.0 25.0 38.0 2 0 0 1,389.6105
H_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 3 5 25.90% WTGMIIGPPR 48 57 44.1 27.4 29.0 4 0 0 1,143.5982
H_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 3 5 25.90% INMNGVNSSNGVVDPR 88 103 49.6 26.2 38.3 4 0 0 1,672.8071
H_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 3 5 25.90% LPQPPEGQCYSN 136 147 28.1 25.0 28.1 1 0 0 1,389.6105
I_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 3 5 25.90% WTGMIIGPPR 48 57 50.8 26.2 40.6 3 0 0 1,127.6032
I_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 3 5 25.90% INMNGVNSSNGVVDPR 88 103 39.3 26.3 22.5 4 0 0 1,688.8021
I_04 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 3 5 25.90% LPQPPEGQCYSN 136 147 48.1 25.0 48.1 1 0 0 1,389.6105
L_03 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 3 3 5 35.40% LLEELEEGQK 17 26 38.6 27.5 27.6 2 0 0 1,187.6156
L_03 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 3 3 5 35.40% WTGMIIGPPR 48 57 64.7 28.4 54.7 2 0 0 1,143.5982
L_03 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 3 3 5 35.40% INMNGVNSSNGVVDPR 88 103 65.4 26.2 46.3 2 0 0 1,688.8021
L_03 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 3 3 5 35.40% ENMKLPQPPEGQCYSN 132 147 35.9 25.0 35.9 2 0 0 1,907.8264
L_03 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 3 3 5 35.40% LPQPPEGQCYSN 136 147 26.4 25.0 26.4 1 0 0 1,389.6105
M_03 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 2 3 35.40% LLEELEEGQK 17 26 42.5 27.5 35.1 2 0 0 1,187.6156
M_03 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 2 3 35.40% WTGMIIGPPR 48 57 38.0 28.4 27.7 2 0 0 1,143.5982
M_03 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 2 3 35.40% INMNGVNSSNGVVDPR 88 103 39.5 26.4 30.9 2 0 0 1,688.8021
M_03 Ubiquitin‐conjugating enzyme E2 variant 1 UB2V1_HUMAN 16,495 2 2 3 35.40% ENMKLPQPPEGQCYSN 132 147 28.3 25.0 28.3 1 0 0 1,907.8264
A_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 4 4 5 29.70% LLEELEEGQK 15 24 64.6 26.8 55.6 1 0 0 1,187.6156
A_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 4 4 5 29.70% YPEAPPSVR 73 81 25.0 26.9 13.0 1 0 0 1,015.5207
A_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 4 4 5 29.70% INMNGINNSSGMVDAR 86 101 57.0 25.0 57.0 2 0 0 1,724.7691
A_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 4 4 5 29.70% WQNSYSIK 109 116 21.7 26.7 13.5 1 0 0 1,025.5050
B_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 5 26.20% LLEELEEGQK 15 24 60.8 26.9 53.3 2 0 0 1,187.6156
B_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 5 26.20% INMNGINNSSGMVDAR 86 101 41.0 25.0 37.9 2 0 0 1,724.7691
B_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 5 26.20% LPQPPEGQTYNN 134 145 25.3 25.4 22.9 1 0 0 1,357.6384
C_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 4 6 24.10% LLEELEEGQK 15 24 47.2 26.8 34.4 2 0 0 1,187.6156
C_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 4 6 24.10% YPEAPPSVR 73 81 26.5 27.3 14.6 1 0 0 1,015.5207
C_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 4 6 24.10% INMNGINNSSGMVDAR 86 101 48.7 25.0 40.1 2 1 0 1,724.7691
D_07 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 2 2 4 13.80% LLEELEEGQK 15 24 42.0 27.1 31.9 2 0 0 1,187.6156
D_07 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 2 2 4 13.80% WTGMIIGPPR 46 55 38.4 27.5 30.1 2 0 0 1,143.5982
E_07 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 3 20.00% LLEELEEGQK 15 24 28.3 27.1 16.8 1 0 0 1,187.6156
E_07 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 3 20.00% WTGMIIGPPR 46 55 25.2 27.3 21.0 1 0 0 1,143.5982
E_07 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 3 20.00% YPEAPPSVR 73 81 21.2 27.3 16.9 1 0 0 1,015.5207
F_06 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 2 2 3 13.80% LLEELEEGQK 15 24 49.6 26.8 40.7 2 0 0 1,187.6156
F_06 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 2 2 3 13.80% WTGMIIGPPR 46 55 37.5 27.5 30.1 1 0 0 1,143.5982
G_07 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 5 20.00% LLEELEEGQK 15 24 50.1 28.0 35.7 2 0 0 1,187.6156
G_07 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 5 20.00% WTGMIIGPPR 46 55 47.7 28.4 32.4 2 0 0 1,143.5982
G_07 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 5 20.00% YPEAPPSVR 73 81 23.0 27.3 13.4 1 0 0 1,015.5207
H_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 2 3 5 13.10% WTGMIIGPPR 46 55 44.1 27.4 29.0 4 0 0 1,143.5982
H_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 2 3 5 13.10% YPEAPPSVR 73 81 24.8 27.4 16.4 1 0 0 1,015.5207
I_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 2 3 4 17.20% WTGMIIGPPR 46 55 50.8 26.2 40.6 3 0 0 1,127.6032
I_04 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 2 3 4 17.20% VECGPKYPEAPPSVR 67 81 17.5 27.1 17.5 0 1 0 1,685.8317
L_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 5 5 9 46.20% LLEELEEGQK 15 24 38.6 27.5 27.6 2 0 0 1,187.6156
L_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 5 5 9 46.20% WTGMIIGPPR 46 55 64.7 28.4 54.7 2 0 0 1,143.5982
L_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 5 5 9 46.20% VECGPKYPEAPPSVR 67 81 34.9 27.1 28.3 0 2 0 1,685.8317
L_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 5 5 9 46.20% INMNGINNSSGMVDAR 86 101 54.7 25.0 43.7 2 0 0 1,724.7691
L_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 5 5 9 46.20% ENMKLPQPPEGQTYNN 130 145 26.0 25.0 23.8 1 0 0 1,875.8544
M_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 4 4 8 31.00% LLEELEEGQK 15 24 42.5 27.5 35.1 2 0 0 1,187.6156
M_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 4 4 8 31.00% WTGMIIGPPR 46 55 38.0 28.4 27.7 2 0 0 1,143.5982
M_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 4 4 8 31.00% YPEAPPSVR 73 81 24.9 27.4 15.3 2 0 0 1,015.5207
M_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 4 4 8 31.00% INMNGINNSSGMVDAR 86 101 53.8 25.0 33.0 2 0 0 1,724.7691
N_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 2 2 3 13.80% LLEELEEGQK 15 24 44.1 27.4 35.4 2 0 0 1,187.6156
N_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 2 2 3 13.80% WTGMIIGPPR 46 55 37.4 27.9 29.9 1 0 0 1,143.5982
O_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 2 2 3 13.10% LLEELEEGQK 15 24 37.9 27.9 28.5 2 0 0 1,187.6156
O_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 2 2 3 13.10% YPEAPPSVR 73 81 31.3 27.3 24.5 1 0 0 1,015.5207
P_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 6 24.80% LLEELEEGQK 15 24 30.8 27.4 22.3 2 0 0 1,187.6156
P_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 6 24.80% WTGMIIGPPR 46 55 34.1 28.7 22.3 2 0 0 1,143.5982
P_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 6 24.80% INMNGINNSSGMVDAR 86 101 53.2 25.0 50.1 2 0 0 1,724.7691
Q_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 5 24.80% LLEELEEGQK 15 24 47.3 27.5 40.1 2 0 0 1,187.6156
Q_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 5 24.80% WTGMIIGPPR 46 55 44.3 27.9 31.9 2 0 0 1,143.5982
Q_03 Ubiquitin‐conjugating enzyme E2 variant 2 UB2V2_HUMAN 16,363 3 3 5 24.80% INMNGINNSSGMVDAR 86 101 30.3 25.0 24.2 1 0 0 1,724.7691
A_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 10 11 17 12.60% NGSEADIDEGLYSR 44 57 82.0 25.0 78.9 2 0 0 1,525.6766
A_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 10 11 17 12.60% ALPAVQQNNLDEDLIR 369 384 54.3 28.2 53.7 2 0 0 1,808.9503
A_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 10 11 17 12.60% KPLLESGTLGTK 593 604 30.0 26.1 16.0 2 0 0 1,243.7259
A_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 10 11 17 12.60% DEFEGLFK 650 657 36.8 25.0 27.4 1 0 0 984.4674
A_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 10 11 17 12.60% QPAENVNQYLTDPK 658 671 68.9 26.8 61.3 2 0 0 1,616.7916
A_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 10 11 17 12.60% LAGTQPLEVLEAVQR 679 693 34.6 25.8 28.5 1 2 0 1,623.9066
A_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 10 11 17 12.60% IHVSDQELQSANASVDDSR 807 825 57.4 25.6 55.4 0 2 0 2,070.9687
A_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 10 11 17 12.60% ATLPSPDKLPGFK 831 843 22.0 26.1 20.5 1 0 0 1,370.7681
A_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 10 11 17 12.60% AENYDIPSADR 870 880 39.3 25.0 10.0 1 0 0 1,250.5648
A_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 10 11 17 12.60% LDQPMTEIVSR 1011 1021 48.7 27.6 34.1 1 0 0 1,288.6567
A_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 12 8.60% NGSEADIDEGLYSR 44 57 76.1 25.0 71.4 2 0 0 1,525.6766
A_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 12 8.60% LQTSSVLVSGLR 70 81 64.4 25.8 54.9 2 0 0 1,259.7318
A_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 12 8.60% DNPGVVTCLDEAR 227 239 79.5 25.0 75.8 2 0 0 1,445.6691
A_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 12 8.60% KPLLESGTLGTK 593 604 29.7 25.7 7.9 2 0 0 1,243.7259
A_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 12 8.60% QPAENVNQYLTDPK 658 671 60.1 26.8 50.8 2 0 0 1,616.7916
A_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 12 8.60% LAGTQPLEVLEAVQR 679 693 29.2 25.6 27.5 1 0 0 1,623.9066
A_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 12 8.60% LDQPMTEIVSR 1011 1021 31.6 28.1 22.7 1 0 0 1,304.6517
B_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 11 13 17 13.80% NGSEADIDEGLYSR 44 57 79.1 25.0 70.8 2 0 0 1,525.6766
B_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 11 13 17 13.80% RLQTSSVLVSGLR 69 81 26.1 25.0 18.4 0 1 0 1,415.8329
B_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 11 13 17 13.80% ALPAVQQNNLDEDLIR 369 384 80.9 28.3 74.2 2 0 0 1,808.9503
B_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 11 13 17 13.80% YDGQVAVFGSDLQEK 451 465 20.6 26.8 18.3 0 1 0 1,655.7913
B_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 11 13 17 13.80% DEFEGLFK 650 657 20.9 25.0 8.1 1 0 0 984.4674
B_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 11 13 17 13.80% QPAENVNQYLTDPK 658 671 64.3 26.6 58.5 2 0 0 1,616.7916
B_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 11 13 17 13.80% LAGTQPLEVLEAVQR 679 693 48.5 25.6 44.0 1 2 0 1,623.9066
B_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 11 13 17 13.80% ATLPSPDKLPGFK 831 843 22.5 26.1 16.8 0 1 0 1,370.7681
B_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 11 13 17 13.80% AENYDIPSADR 870 880 25.6 25.0 7.3 1 0 0 1,250.5648
B_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 11 13 17 13.80% FEVQGLQPNGEEMTLK 958 973 52.6 26.9 40.9 1 0 0 1,835.8847
B_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 11 13 17 13.80% LDQPMTEIVSR 1011 1021 34.1 27.7 33.2 2 0 0 1,288.6567
B_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 16 11.70% NGSEADIDEGLYSR 44 57 70.5 25.0 66.1 1 0 0 1,525.6766
B_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 16 11.70% LQTSSVLVSGLR 70 81 43.4 25.0 34.2 1 0 0 1,259.7318
B_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 16 11.70% DNPGVVTCLDEAR 227 239 52.7 25.0 40.3 2 0 0 1,445.6691
B_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 16 11.70% ALPAVQQNNLDEDLIR 369 384 47.8 28.1 47.4 2 0 0 1,808.9503
B_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 16 11.70% QPAENVNQYLTDPK 658 671 64.8 26.7 50.1 2 0 0 1,616.7916
B_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 16 11.70% LAGTQPLEVLEAVQR 679 693 55.7 25.1 53.1 2 1 0 1,623.9066
B_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 16 11.70% ATLPSPDKLPGFK 831 843 27.0 26.1 17.5 0 2 0 1,370.7681



B_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 16 11.70% FEVQGLQPNGEEMTLK 958 973 29.4 27.0 12.1 1 0 0 1,835.8847
B_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 16 11.70% LDQPMTEIVSR 1011 1021 44.6 28.1 36.4 2 0 0 1,304.6517
C_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 6 11 6.52% NGSEADIDEGLYSR 44 57 70.1 25.0 69.6 2 0 0 1,525.6766
C_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 6 11 6.52% LQTSSVLVSGLR 70 81 53.2 25.8 52.7 2 0 0 1,259.7318
C_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 6 11 6.52% YDGQVAVFGSDLQEK 451 465 58.4 26.8 49.4 2 0 0 1,655.7913
C_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 6 11 6.52% LAGTQPLEVLEAVQR 679 693 35.9 25.6 28.4 2 2 0 1,623.9066
C_22 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 6 11 6.52% ATLPSPDKLPGFK 831 843 19.6 26.3 9.1 0 1 0 1,370.7681
C_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 4 5 9 5.20% LQTSSVLVSGLR 70 81 34.2 25.8 31.0 2 0 0 1,259.7318
C_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 4 5 9 5.20% DNPGVVTCLDEAR 227 239 27.9 25.0 23.7 2 0 0 1,445.6691
C_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 4 5 9 5.20% YDGQVAVFGSDLQEK 451 465 53.1 26.8 46.7 2 0 0 1,655.7913
C_23 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 4 5 9 5.20% LAGTQPLEVLEAVQR 679 693 44.0 25.6 39.6 2 1 0 1,623.9066
D_28 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 11 7.28% LQTSSVLVSGLR 70 81 64.0 25.8 57.4 2 0 0 1,259.7318
D_28 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 11 7.28% ALPAVQQNNLDEDLIR 369 384 45.8 28.5 44.8 2 0 0 1,808.9503
D_28 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 11 7.28% KPLLESGTLGTK 593 604 29.3 26.6 25.4 1 0 0 1,243.7259
D_28 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 11 7.28% LAGTQPLEVLEAVQR 679 693 69.0 26.2 62.3 2 0 0 1,623.9066
D_28 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 11 7.28% AENYDIPSADR 870 880 29.8 25.0 7.0 2 0 0 1,250.5648
D_28 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 11 7.28% LDQPMTEIVSR 1011 1021 39.3 27.6 29.5 2 0 0 1,304.6517
E_28 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 2 2 4 2.17% LQTSSVLVSGLR 70 81 53.9 25.8 52.2 2 0 0 1,259.7318
E_28 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 2 2 4 2.17% LDQPMTEIVSR 1011 1021 37.4 28.0 29.2 2 0 0 1,304.6517
H_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 11 22 11.20% LQTSSVLVSGLR 70 81 67.5 25.8 57.0 2 0 0 1,259.7318
H_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 11 22 11.20% DNPGVVTCLDEAR 227 239 76.8 25.0 71.0 2 0 0 1,445.6691
H_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 11 22 11.20% ALPAVQQNNLDEDLIR 369 384 57.8 28.3 55.7 2 0 0 1,808.9503
H_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 11 22 11.20% YDGQVAVFGSDLQEK 451 465 68.2 26.8 67.0 2 0 0 1,655.7913
H_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 11 22 11.20% KPLLESGTLGTK 593 604 39.6 25.3 25.4 2 0 0 1,243.7259
H_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 11 22 11.20% DEFEGLFK 650 657 31.9 25.0 18.2 2 0 0 984.4674
H_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 11 22 11.20% QPAENVNQYLTDPK 658 671 59.4 27.1 48.1 2 0 0 1,616.7916
H_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 11 22 11.20% LAGTQPLEVLEAVQR 679 693 77.6 25.5 74.7 2 2 0 1,623.9066
H_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 11 22 11.20% ATLPSPDKLPGFK 831 843 28.5 26.1 22.1 2 2 0 1,370.7681
H_20 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 12 7.47% NGSEADIDEGLYSR 44 57 86.1 25.0 86.1 2 0 0 1,525.6766
H_20 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 12 7.47% DNPGVVTCLDEAR 227 239 64.9 25.0 61.3 2 0 0 1,445.6691
H_20 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 12 7.47% YDGQVAVFGSDLQEK 451 465 60.7 26.8 57.9 2 0 0 1,655.7913
H_20 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 12 7.47% DEFEGLFK 650 657 25.0 25.0 16.2 2 0 0 984.4674
H_20 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 12 7.47% QPAENVNQYLTDPK 658 671 64.0 26.8 58.2 2 0 0 1,616.7916
H_20 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 12 7.47% LAGTQPLEVLEAVQR 679 693 55.3 25.6 44.3 2 0 0 1,623.9066
I_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 12 13 21 13.10% NGSEADIDEGLYSR 44 57 79.3 25.0 73.5 2 0 0 1,525.6766
I_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 12 13 21 13.10% LQTSSVLVSGLR 70 81 50.9 25.8 41.7 2 0 0 1,259.7318
I_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 12 13 21 13.10% DNPGVVTCLDEAR 227 239 74.5 25.0 68.0 2 0 0 1,445.6691
I_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 12 13 21 13.10% GGIVSQVKVPK 289 299 18.4 25.0 17.7 1 0 0 1,111.6835
I_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 12 13 21 13.10% ALPAVQQNNLDEDLIR 369 384 82.2 28.5 68.4 2 0 0 1,808.9503
I_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 12 13 21 13.10% ALPAVQQNNLDEDLIRK 369 385 27.0 26.1 23.6 1 0 0 1,937.0453
I_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 12 13 21 13.10% YDGQVAVFGSDLQEK 451 465 73.9 26.8 63.0 2 0 0 1,655.7913
I_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 12 13 21 13.10% DEFEGLFK 650 657 18.4 25.0 3.5 1 0 0 984.4674
I_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 12 13 21 13.10% QPAENVNQYLTDPK 658 671 72.2 26.6 63.9 1 0 0 1,616.7916
I_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 12 13 21 13.10% LAGTQPLEVLEAVQR 679 693 82.1 25.6 80.8 2 2 0 1,623.9066
I_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 12 13 21 13.10% ATLPSPDKLPGFK 831 843 29.2 26.9 23.4 0 1 0 1,370.7681
I_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 12 13 21 13.10% QFLDYFK 974 980 27.6 28.3 10.1 2 0 0 960.4826
I_20 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 4 4 6 5.10% NGSEADIDEGLYSR 44 57 42.8 25.0 40.5 1 0 0 1,525.6766
I_20 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 4 4 6 5.10% LQTSSVLVSGLR 70 81 34.8 25.8 25.5 1 0 0 1,259.7318
I_20 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 4 4 6 5.10% DNPGVVTCLDEAR 227 239 53.6 25.0 48.8 2 0 0 1,445.6691
I_20 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 4 4 6 5.10% LAGTQPLEVLEAVQR 679 693 40.0 25.9 34.3 2 0 0 1,623.9066
J_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 13 8.51% NGSEADIDEGLYSR 44 57 88.9 25.0 88.9 2 0 0 1,525.6766
J_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 13 8.51% DNPGVVTCLDEAR 227 239 63.0 25.3 60.6 2 0 0 1,445.6691
J_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 13 8.51% YDGQVAVFGSDLQEK 451 465 82.0 27.1 76.0 2 0 0 1,655.7913
J_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 13 8.51% DEFEGLFK 650 657 25.8 25.0 8.7 2 0 0 984.4674
J_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 13 8.51% QPAENVNQYLTDPK 658 671 54.6 27.6 47.3 2 0 0 1,616.7916
J_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 13 8.51% LAGTQPLEVLEAVQR 679 693 36.9 25.1 36.9 1 0 0 1,623.9066
J_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 7 13 8.51% AENYDIPSADR 870 880 36.7 25.0 8.9 2 0 0 1,250.5648
K_18 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 3 3 4 3.88% LQTSSVLVSGLR 70 81 47.6 25.1 37.7 2 0 0 1,259.7318
K_18 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 3 3 4 3.88% YDGQVAVFGSDLQEK 451 465 60.3 27.1 53.4 1 0 0 1,655.7913
K_18 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 3 3 4 3.88% QPAENVNQYLTDPK 658 671 25.3 27.5 16.9 1 0 0 1,616.7916
K_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 19 10.80% NGSEADIDEGLYSR 44 57 106.0 25.0 104.0 2 0 0 1,525.6766
K_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 19 10.80% LQTSSVLVSGLR 70 81 50.9 25.0 45.2 2 0 0 1,259.7318
K_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 19 10.80% DNPGVVTCLDEAR 227 239 70.5 25.2 65.6 2 0 0 1,445.6691
K_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 19 10.80% ALPAVQQNNLDEDLIR 369 384 70.7 28.2 66.9 2 0 0 1,808.9503
K_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 19 10.80% YDGQVAVFGSDLQEK 451 465 73.7 26.9 62.6 2 0 0 1,655.7913
K_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 19 10.80% DEFEGLFK 650 657 27.8 25.0 8.7 2 0 0 984.4674
K_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 19 10.80% QPAENVNQYLTDPK 658 671 48.0 27.1 38.0 2 0 0 1,616.7916
K_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 19 10.80% LAGTQPLEVLEAVQR 679 693 86.7 25.1 86.7 2 2 0 1,623.9066
K_19 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 9 10 19 10.80% QFLDYFK 974 980 35.2 27.6 16.5 1 0 0 960.4826
L_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 6 11 6.62% LQTSSVLVSGLR 70 81 71.7 25.1 63.6 2 0 0 1,259.7318
L_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 6 11 6.62% ALPAVQQNNLDEDLIR 369 384 94.4 28.0 90.7 2 0 0 1,808.9503
L_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 6 11 6.62% YDGQVAVFGSDLQEK 451 465 75.8 27.1 71.8 2 0 0 1,655.7913
L_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 6 11 6.62% KPLLESGTLGTK 593 604 27.3 25.8 19.4 1 0 0 1,243.7259
L_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 6 11 6.62% LAGTQPLEVLEAVQR 679 693 54.8 25.1 53.4 2 2 0 1,623.9066
L_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 8 14 9.26% NGSEADIDEGLYSR 44 57 75.2 25.0 73.1 2 0 0 1,525.6766
L_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 8 14 9.26% LQTSSVLVSGLR 70 81 63.5 25.1 62.0 2 0 0 1,259.7318
L_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 8 14 9.26% ALPAVQQNNLDEDLIR 369 384 76.6 27.9 75.1 2 0 0 1,808.9503
L_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 8 14 9.26% YDGQVAVFGSDLQEK 451 465 80.5 27.1 73.8 2 0 0 1,655.7913
L_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 8 14 9.26% KPLLESGTLGTK 593 604 26.1 25.8 17.4 1 0 0 1,243.7259
L_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 8 14 9.26% QPAENVNQYLTDPK 658 671 42.6 27.6 35.3 1 0 0 1,616.7916
L_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 7 8 14 9.26% LAGTQPLEVLEAVQR 679 693 73.1 25.1 66.1 2 2 0 1,623.9066
L_15 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 3 3 5 4.16% NGSEADIDEGLYSR 44 57 89.2 25.0 83.4 2 0 0 1,525.6766
L_15 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 3 3 5 4.16% YDGQVAVFGSDLQEK 451 465 41.2 27.1 39.2 1 0 0 1,655.7913
L_15 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 3 3 5 4.16% LAGTQPLEVLEAVQR 679 693 59.5 25.0 59.5 2 0 0 1,623.9066
L_16 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 2 2 2 2.93% ALPAVQQNNLDEDLIR 369 384 86.7 28.0 80.9 1 0 0 1,808.9503
L_16 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 2 2 2 2.93% LAGTQPLEVLEAVQR 679 693 40.5 25.5 31.4 0 1 0 1,623.9066
M_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 11 8.03% NGSEADIDEGLYSR 44 57 67.0 25.0 60.9 1 0 0 1,525.6766
M_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 11 8.03% LQTSSVLVSGLR 70 81 46.5 25.1 45.4 2 0 0 1,259.7318
M_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 11 8.03% DNPGVVTCLDEAR 227 239 71.3 25.3 66.1 2 0 0 1,445.6691
M_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 11 8.03% ALPAVQQNNLDEDLIR 369 384 87.1 28.1 85.9 2 0 0 1,808.9503
M_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 11 8.03% YDGQVAVFGSDLQEK 451 465 74.9 27.1 70.0 2 0 0 1,655.7913
M_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 6 6 11 8.03% LAGTQPLEVLEAVQR 679 693 69.9 25.6 63.1 2 0 0 1,623.9066
M_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 5 7 6.43% LQTSSVLVSGLR 70 81 59.5 25.0 52.9 2 0 0 1,259.7318
M_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 5 7 6.43% DNPGVVTCLDEAR 227 239 65.2 25.3 60.7 2 0 0 1,445.6691
M_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 5 7 6.43% ALPAVQQNNLDEDLIR 369 384 43.0 28.2 43.0 1 0 0 1,808.9503
M_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 5 7 6.43% YDGQVAVFGSDLQEK 451 465 53.1 27.0 50.3 1 0 0 1,655.7913
M_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 5 5 7 6.43% KPLLESGTLGTK 593 604 31.4 26.2 23.7 1 0 0 1,243.7259
M_15 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 3 3 4 4.16% DNPGVVTCLDEAR 227 239 60.0 25.3 59.1 1 0 0 1,445.6691
M_15 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 3 3 4 4.16% ALPAVQQNNLDEDLIR 369 384 65.2 28.2 60.7 1 0 0 1,808.9503
M_15 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 3 3 4 4.16% LAGTQPLEVLEAVQR 679 693 90.0 25.5 87.5 2 0 0 1,623.9066
O_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 2 2 3 2.55% LQTSSVLVSGLR 70 81 53.6 25.1 45.3 2 0 0 1,259.7318
O_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 2 2 3 2.55% LAGTQPLEVLEAVQR 679 693 41.0 25.1 41.0 1 0 0 1,623.9066
P_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 2 2 2 2.17% LQTSSVLVSGLR 70 81 43.7 25.1 34.0 1 0 0 1,259.7318
P_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 2 2 2 2.17% LDQPMTEIVSR 1011 1021 27.4 28.0 15.8 1 0 0 1,304.6517
Q_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 3 3 6 3.40% LQTSSVLVSGLR 70 81 66.0 25.0 54.9 2 0 0 1,259.7318
Q_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 3 3 6 3.40% DNPGVVTCLDEAR 227 239 56.8 25.6 50.9 2 0 0 1,445.6691
Q_13 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 3 3 6 3.40% LDQPMTEIVSR 1011 1021 45.6 28.2 38.3 2 0 0 1,304.6517
Q_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 2 2 3 2.36% LQTSSVLVSGLR 70 81 49.8 25.0 35.4 2 0 0 1,259.7318
Q_14 Ubiquitin‐like modifier‐activating enzyme 1 UBA1_HUMAN 117,850 2 2 3 2.36% DNPGVVTCLDEAR 227 239 46.2 25.6 40.0 1 0 0 1,445.6691
K_12 NEDD8‐activating enzyme E1 catalytic subunit UBA3_HUMAN 51,853 2 2 3 4.54% AEVAAEFLNDR 125 135 52.2 27.6 41.0 2 0 0 1,234.6062
K_12 NEDD8‐activating enzyme E1 catalytic subunit UBA3_HUMAN 51,853 2 2 3 4.54% IQDFNDTFYR 148 157 34.7 25.0 30.1 1 0 0 1,318.6063
A_22 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 5 5 8 5.23% YVLGDTAMQK 49 58 23.3 25.4 19.4 1 0 0 1,141.5560



A_22 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 5 5 8 5.23% TVFFESLER 296 304 31.7 26.5 20.3 2 0 0 1,127.5731
A_22 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 5 5 8 5.23% GMITVTDPDLIEK 491 503 51.8 28.1 45.1 1 0 0 1,447.7353
A_22 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 5 5 8 5.23% NWSQCVELAR 695 704 32.4 26.1 24.1 2 0 0 1,262.5946
A_22 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 5 5 8 5.23% YGIEPTMVVQGVK 979 991 39.3 27.7 28.5 2 0 0 1,436.7456
A_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 4 4 5 4.09% TVFFESLER 296 304 33.4 26.2 29.8 1 0 0 1,127.5731
A_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 4 4 5 4.09% NFALLGVGTSK 478 488 64.7 27.1 55.9 2 0 0 1,106.6205
A_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 4 4 5 4.09% NWSQCVELAR 695 704 30.2 26.1 29.4 1 0 0 1,262.5946
A_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 4 4 5 4.09% YGIEPTMVVQGVK 979 991 21.7 27.2 11.8 1 0 0 1,436.7456
B_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 6 6 10 5.42% TVFFESLER 296 304 60.3 26.2 52.2 2 0 0 1,127.5731
B_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 6 6 10 5.42% EKGMITVTDPDLIEK 489 503 24.8 27.9 16.7 0 2 0 1,704.8729
B_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 6 6 10 5.42% GMITVTDPDLIEK 491 503 51.2 28.4 36.7 2 0 0 1,447.7353
B_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 6 6 10 5.42% MYSIEPADR 872 880 21.3 25.0 21.3 1 0 0 1,097.4933
B_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 6 6 10 5.42% VTGGYPFEAYK 912 922 43.6 26.4 24.5 2 0 0 1,231.5994
B_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 6 6 10 5.42% YGIEPTMVVQGVK 979 991 34.2 27.8 21.6 1 0 0 1,436.7456
C_22 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 2 2 2 1.90% NWSQCVELAR 695 704 32.4 25.9 25.4 1 0 0 1,262.5946
C_22 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 2 2 2 1.90% DGSLFWQSPK 730 739 21.4 27.5 8.9 1 0 0 1,164.5685
C_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 4 4 7 3.80% TVFFESLER 296 304 34.4 26.2 22.0 2 0 0 1,127.5731
C_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 4 4 7 3.80% NFALLGVGTSK 478 488 44.8 26.3 40.4 2 0 0 1,106.6205
C_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 4 4 7 3.80% NWSQCVELAR 695 704 26.5 26.0 22.0 2 0 0 1,262.5946
C_23 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 4 4 7 3.80% DGSLFWQSPK 730 739 21.7 27.5 15.2 1 0 0 1,164.5685
I_19 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 3 3 5 2.95% NFALLGVGTSK 478 488 42.7 27.3 35.1 2 0 0 1,106.6205
I_19 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 3 3 5 2.95% NWSQCVELAR 695 704 23.5 26.1 23.5 2 0 0 1,262.5946
I_19 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 3 3 5 2.95% DGSLFWQSPK 730 739 39.0 27.2 28.7 1 0 0 1,164.5685
K_19 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 3 3 5 3.42% KPNVGCQQDSEELLK 342 356 36.4 27.3 31.2 0 1 0 1,744.8537
K_19 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 3 3 5 3.42% NWSQCVELAR 695 704 23.8 26.2 17.9 2 0 0 1,262.5946
K_19 Ubiquitin‐like modifier‐activating enzyme 6 UBA6_HUMAN 117,973 3 3 5 3.42% VTGGYPFEAYK 912 922 25.4 26.2 17.8 2 0 0 1,231.5994
A_06 NEDD8‐conjugating enzyme Ubc12 UBC12_HUMAN 20,901 2 2 4 10.90% DINELNLPK 37 45 46.2 25.8 32.8 2 0 0 1,055.5733
A_06 NEDD8‐conjugating enzyme Ubc12 UBC12_HUMAN 20,901 2 2 4 10.90% GGYIGSTYFER 170 180 29.9 26.1 19.7 2 0 0 1,249.5848
K_05 NEDD8‐conjugating enzyme Ubc12 UBC12_HUMAN 20,901 2 2 3 10.90% DINELNLPK 37 45 31.3 26.5 15.3 1 0 0 1,055.5733
K_05 NEDD8‐conjugating enzyme Ubc12 UBC12_HUMAN 20,901 2 2 3 10.90% GGYIGSTYFER 170 180 40.7 26.3 27.5 2 0 0 1,249.5848
L_04 NEDD8‐conjugating enzyme Ubc12 UBC12_HUMAN 20,901 2 2 2 10.90% DINELNLPK 37 45 39.3 26.6 27.3 1 0 0 1,055.5733
L_04 NEDD8‐conjugating enzyme Ubc12 UBC12_HUMAN 20,901 2 2 2 10.90% GGYIGSTYFER 170 180 27.3 26.2 11.9 1 0 0 1,249.5848
A_04 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 4 5 8 22.80% KDHPFGFVAVPTK 18 30 41.6 27.9 33.3 2 1 0 1,442.7792
A_04 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 4 5 8 22.80% DHPFGFVAVPTK 19 30 42.7 27.0 42.2 2 0 0 1,314.6842
A_04 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 4 5 8 22.80% GTPWEGGLFK 50 59 25.0 28.4 11.9 1 0 0 1,091.5522
A_04 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 4 5 8 22.80% MLFKDDYPSSPPK 62 74 25.0 26.4 25.0 0 2 0 1,540.7355
A_05 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 2 4 6 16.50% KDHPFGFVAVPTK 18 30 43.4 27.8 38.3 2 2 0 1,442.7792
A_05 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 2 4 6 16.50% MLFKDDYPSSPPK 62 74 45.9 26.5 45.9 1 1 0 1,540.7355
C_04 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 4 5 7 22.80% KDHPFGFVAVPTK 18 30 46.8 27.8 37.5 0 2 0 1,442.7792
C_04 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 4 5 7 22.80% DHPFGFVAVPTK 19 30 20.3 27.0 14.2 1 0 0 1,314.6842
C_04 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 4 5 7 22.80% GTPWEGGLFK 50 59 22.1 27.7 17.8 1 0 0 1,091.5522
C_04 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 4 5 7 22.80% MLFKDDYPSSPPK 62 74 32.1 27.0 24.6 2 1 0 1,540.7355
H_05 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 3 4 7 22.20% DHPFGFVAVPTK 19 30 35.6 27.0 34.1 2 0 0 1,314.6842
H_05 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 3 4 7 22.20% GTPWEGGLFK 50 59 53.8 28.4 49.2 2 0 0 1,091.5522
H_05 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 3 4 7 22.20% MLFKDDYPSSPPK 62 74 58.4 27.6 56.3 2 1 0 1,524.7405
I_04 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 2 2 2 14.60% KDHPFGFVAVPTK 18 30 20.5 27.3 18.1 0 1 0 1,442.7792
I_04 SUMO‐conjugating enzyme UBC9 UBC9_HUMAN 18,008 2 2 2 14.60% GTPWEGGLFK 50 59 23.5 28.2 17.2 1 0 0 1,091.5522
A_11 Ubiquitin‐like domain‐containing CTD phosphatase 1 UBCP1_HUMAN 36,806 4 4 6 11.60% TLTGVLPER 34 42 33.6 26.1 25.1 1 0 0 985.5678
A_11 Ubiquitin‐like domain‐containing CTD phosphatase 1 UBCP1_HUMAN 36,806 4 4 6 11.60% FSEFYSK 239 245 21.4 25.0 8.4 2 0 0 907.4195
A_11 Ubiquitin‐like domain‐containing CTD phosphatase 1 UBCP1_HUMAN 36,806 4 4 6 11.60% NTIMFDDIGR 247 256 28.0 25.0 21.3 1 0 0 1,197.5571
A_11 Ubiquitin‐like domain‐containing CTD phosphatase 1 UBCP1_HUMAN 36,806 4 4 6 11.60% NFLMNPQNGLK 257 267 32.5 27.8 18.0 2 0 0 1,291.6465
B_11 Ubiquitin‐like domain‐containing CTD phosphatase 1 UBCP1_HUMAN 36,806 4 4 5 12.30% ELGVSTNANYK 196 206 32.5 27.2 32.5 1 0 0 1,195.5953
B_11 Ubiquitin‐like domain‐containing CTD phosphatase 1 UBCP1_HUMAN 36,806 4 4 5 12.30% FSEFYSK 239 245 25.0 25.0 9.7 1 0 0 907.4195
B_11 Ubiquitin‐like domain‐containing CTD phosphatase 1 UBCP1_HUMAN 36,806 4 4 5 12.30% NFLMNPQNGLK 257 267 28.7 27.8 8.4 2 0 0 1,291.6465
B_11 Ubiquitin‐like domain‐containing CTD phosphatase 1 UBCP1_HUMAN 36,806 4 4 5 12.30% LDDFLDLNHK 297 306 23.5 26.2 14.2 1 0 0 1,229.6163
C_11 Ubiquitin‐like domain‐containing CTD phosphatase 1 UBCP1_HUMAN 36,806 2 2 4 6.29% TLTGVLPER 34 42 29.4 26.1 24.5 2 0 0 985.5678
C_11 Ubiquitin‐like domain‐containing CTD phosphatase 1 UBCP1_HUMAN 36,806 2 2 4 6.29% NFLMNPQNGLK 257 267 32.1 27.7 21.1 2 0 0 1,291.6465
K_09 Ubiquitin‐like domain‐containing CTD phosphatase 1 UBCP1_HUMAN 36,806 2 2 2 5.97% VEILNPPR 127 134 30.1 25.0 16.1 1 0 0 937.5466
K_09 Ubiquitin‐like domain‐containing CTD phosphatase 1 UBCP1_HUMAN 36,806 2 2 2 5.97% NFLMNPQNGLK 257 267 21.1 27.7 7.0 1 0 0 1,291.6465
A_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 2 2 4 13.00% GEIAGPPDTPYEGGR 41 55 52.3 25.6 46.8 2 0 0 1,515.7077
A_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 2 2 4 13.00% IPETYPFNPPK 62 72 47.9 27.9 40.2 2 0 0 1,302.6730
A_07 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 4 4 6 24.00% VDLVDENFTELR 29 40 38.2 28.0 32.3 1 0 0 1,449.7221
A_07 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 4 4 6 24.00% GEIAGPPDTPYEGGR 41 55 39.8 25.7 28.6 2 0 0 1,515.7077
A_07 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 4 4 6 24.00% IPETYPFNPPK 62 72 31.1 27.6 22.2 1 0 0 1,302.6730
A_07 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 4 4 6 24.00% NAVIVALSSK 177 186 45.2 26.4 36.7 2 0 0 1,001.5989
B_07 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 3 3 6 16.50% VDLVDENFTELR 29 40 51.7 28.0 41.7 2 0 0 1,449.7221
B_07 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 3 3 6 16.50% IPETYPFNPPK 62 72 34.6 27.6 30.7 2 0 0 1,302.6730
B_07 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 3 3 6 16.50% NAVIVALSSK 177 186 39.0 26.7 31.1 2 0 0 1,001.5989
C_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 3 3 4 17.50% GEIAGPPDTPYEGGR 41 55 26.9 25.3 26.8 2 0 0 1,515.7077
C_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 3 3 4 17.50% DQWAAAMTLR 98 107 37.6 26.8 28.9 1 0 0 1,178.5624
C_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 3 3 4 17.50% NAVIVALSSK 177 186 25.8 26.7 16.5 1 0 0 1,001.5989
H_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 2 2 4 13.00% GEIAGPPDTPYEGGR 41 55 42.5 25.9 38.7 2 0 0 1,515.7077
H_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 2 2 4 13.00% IPETYPFNPPK 62 72 49.1 27.6 36.9 2 0 0 1,302.6730
I_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 4 4 6 24.00% VDLVDENFTELR 29 40 34.5 28.2 32.1 1 0 0 1,449.7221
I_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 4 4 6 24.00% GEIAGPPDTPYEGGR 41 55 24.4 25.8 20.1 2 0 0 1,515.7077
I_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 4 4 6 24.00% IPETYPFNPPK 62 72 30.2 28.1 17.4 1 0 0 1,302.6730
I_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 4 4 6 24.00% NAVIVALSSK 177 186 34.9 27.1 20.5 2 0 0 1,001.5989
K_05 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 3 3 5 18.00% GEIAGPPDTPYEGGR 41 55 36.1 25.9 35.9 2 0 0 1,515.7077
K_05 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 3 3 5 18.00% IPETYPFNPPK 62 72 47.8 28.1 39.4 2 0 0 1,302.6730
K_05 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 3 3 5 18.00% NAVIVALSSK 177 186 30.1 26.2 16.3 1 0 0 1,001.5989
L_05 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 2 2 4 10.50% IPETYPFNPPK 62 72 48.4 28.2 40.0 2 0 0 1,302.6730
L_05 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 2 2 4 10.50% NAVIVALSSK 177 186 43.7 26.7 35.9 2 0 0 1,001.5989
L_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 2 2 3 10.50% IPETYPFNPPK 62 72 28.5 28.1 18.6 1 0 0 1,302.6730
L_06 Ubiquitin‐conjugating enzyme E2 K UBE2K_HUMAN 22,407 2 2 3 10.50% NAVIVALSSK 177 186 39.2 27.1 23.7 2 0 0 1,001.5989
A_06 Ubiquitin‐conjugating enzyme E2 N UBE2N_HUMAN 17,139 2 2 4 13.80% LLAEPVPGIK 15 24 32.9 25.0 31.8 2 0 0 1,036.6403
A_06 Ubiquitin‐conjugating enzyme E2 N UBE2N_HUMAN 17,139 2 2 4 13.80% TNEAQAIETAR 131 141 57.0 27.5 45.0 2 0 0 1,203.5964
B_03 Ubiquitin‐conjugating enzyme E2 N UBE2N_HUMAN 17,139 2 2 3 13.80% DKWSPALQIR 93 102 23.7 26.9 10.3 1 0 0 1,213.6689
B_03 Ubiquitin‐conjugating enzyme E2 N UBE2N_HUMAN 17,139 2 2 3 13.80% TNEAQAIETAR 131 141 42.3 27.3 29.0 2 0 0 1,203.5964
D_06 Ubiquitin‐conjugating enzyme E2 N UBE2N_HUMAN 17,139 2 2 3 13.80% LLAEPVPGIK 15 24 36.5 25.0 33.7 2 0 0 1,036.6403
D_06 Ubiquitin‐conjugating enzyme E2 N UBE2N_HUMAN 17,139 2 2 3 13.80% TNEAQAIETAR 131 141 29.9 27.6 22.6 1 0 0 1,203.5964
M_03 Ubiquitin‐conjugating enzyme E2 N UBE2N_HUMAN 17,139 2 2 4 13.80% LLAEPVPGIK 15 24 37.5 25.0 32.5 2 0 0 1,036.6403
M_03 Ubiquitin‐conjugating enzyme E2 N UBE2N_HUMAN 17,139 2 2 4 13.80% TNEAQAIETAR 131 141 68.1 27.1 59.2 2 0 0 1,203.5964
A_22 Ubiquitin‐protein ligase E3C UBE3C_HUMAN 123,928 2 2 3 1.94% SLYLLINSK 210 218 23.3 25.0 23.3 2 0 0 1,050.6194
A_22 Ubiquitin‐protein ligase E3C UBE3C_HUMAN 123,928 2 2 3 1.94% LPSSIEYSDLSR 219 230 35.2 27.2 30.6 1 0 0 1,366.6849
B_22 Ubiquitin carboxyl‐terminal hydrolase 11 UBP11_HUMAN 109,817 2 2 2 2.28% GEIAEAYADLVK 356 367 40.9 27.3 0.0 1 0 0 1,278.6577
B_22 Ubiquitin carboxyl‐terminal hydrolase 11 UBP11_HUMAN 109,817 2 2 2 2.28% EDIVVPVYLR 586 595 29.5 28.0 26.3 1 0 0 1,202.6780
A_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 5 5 8 15.20% GGTLKDDDWGNIK 50 62 40.3 26.5 27.4 2 0 0 1,418.6914
A_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 5 5 8 15.20% ASGEMASAQYITAALR 142 157 89.6 27.4 79.4 2 0 0 1,655.8058
A_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 5 5 8 15.20% LEAIEDDSVKETDSSSASAATPSK 215 238 45.2 25.5 41.1 0 1 0 2,438.1418
A_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 5 5 8 15.20% LPAYLTIQMVR 320 330 50.7 26.6 43.0 2 0 0 1,320.7346
A_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 5 5 8 15.20% VSIVTPEDILR 455 465 55.4 26.4 48.3 1 0 0 1,241.7101
B_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 7 8 13 17.80% AQLFALTGVQPAR 31 43 70.6 26.9 56.2 2 1 0 1,371.7744
B_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 7 8 13 17.80% GGTLKDDDWGNIK 50 62 32.4 26.5 25.8 2 0 0 1,418.6914
B_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 7 8 13 17.80% ASGEMASAQYITAALR 142 157 79.4 27.5 69.6 2 0 0 1,655.8058
B_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 7 8 13 17.80% LEAIEDDSVK 215 224 21.4 27.3 19.2 1 0 0 1,118.5577
B_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 7 8 13 17.80% LEAIEDDSVKETDSSSASAATPSK 215 238 55.5 25.5 52.8 0 2 0 2,438.1418
B_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 7 8 13 17.80% LPAYLTIQMVR 320 330 55.0 26.6 46.8 2 0 0 1,320.7346
B_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 7 8 13 17.80% VSIVTPEDILR 455 465 31.2 26.4 27.1 1 0 0 1,241.7101
B_16 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 4 4 6 10.30% ASGEMASAQYITAALR 142 157 54.0 27.5 45.9 2 0 0 1,655.8058
B_16 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 4 4 6 10.30% LEAIEDDSVK 215 224 21.6 27.9 13.0 1 0 0 1,118.5577
B_16 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 4 4 6 10.30% LEAIEDDSVKETDSSSASAATPSK 215 238 45.5 25.5 40.9 0 2 0 2,438.1418
B_16 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 4 4 6 10.30% VSIVTPEDILR 455 465 26.9 26.1 20.7 1 0 0 1,241.7101



C_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 3 3 5 10.30% ASGEMASAQYITAALR 142 157 72.2 27.4 60.3 1 0 0 1,655.8058
C_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 3 3 5 10.30% LEAIEDDSVKETDSSSASAATPSK 215 238 39.0 25.3 37.5 0 2 0 2,438.1418
C_15 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 3 3 5 10.30% LPAYLTIQMVR 320 330 42.0 27.0 38.8 2 0 0 1,320.7346
D_22 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 2 2 3 4.86% AQLFALTGVQPAR 31 43 67.8 27.7 54.0 2 0 0 1,371.7744
D_22 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 2 2 3 4.86% LPAYLTIQMVR 320 330 31.6 28.1 29.2 1 0 0 1,320.7346
F_16 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 2 2 2 5.47% ASGEMASAQYITAALR 142 157 60.6 27.6 51.1 1 0 0 1,655.8058
F_16 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 2 2 2 5.47% RVEIMEEESEQ 484 494 33.2 25.0 28.4 1 0 0 1,378.6155
H_14 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 3 3 4 7.49% AQLFALTGVQPAR 31 43 69.7 26.9 57.6 1 0 0 1,371.7744
H_14 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 3 3 4 7.49% GGTLKDDDWGNIK 50 62 34.7 26.5 29.6 1 0 0 1,418.6914
H_14 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 3 3 4 7.49% VSIVTPEDILR 455 465 38.6 26.4 32.8 2 0 0 1,241.7101
I_13 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 2 2 4 4.86% AQLFALTGVQPAR 31 43 65.3 26.9 56.6 2 0 0 1,371.7744
I_13 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 2 2 4 4.86% LPAYLTIQMVR 320 330 52.0 26.7 45.7 2 0 0 1,320.7346
I_14 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 2 2 3 4.86% AQLFALTGVQPAR 31 43 70.6 27.2 55.6 2 0 0 1,371.7744
I_14 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 2 2 3 4.86% VSIVTPEDILR 455 465 26.2 26.1 18.7 1 0 0 1,241.7101
K_13 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 3 3 5 7.49% AQLFALTGVQPAR 31 43 73.2 27.2 62.5 2 0 0 1,371.7744
K_13 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 3 3 5 7.49% GGTLKDDDWGNIK 50 62 29.4 26.9 29.0 2 0 0 1,418.6914
K_13 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 3 3 5 7.49% VSIVTPEDILR 455 465 23.2 26.4 17.8 1 0 0 1,241.7101
L_09 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 4 4 6 11.50% AQLFALTGVQPAR 31 43 80.2 26.7 71.2 2 0 0 1,371.7744
L_09 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 4 4 6 11.50% ASGEMASAQYITAALR 142 157 32.5 26.9 32.5 1 0 0 1,655.8058
L_09 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 4 4 6 11.50% GKENQLQLSCFINQEVK 268 284 37.9 28.4 30.7 0 1 0 2,035.0279
L_09 Ubiquitin carboxyl‐terminal hydrolase 14 UBP14_HUMAN 56,070 4 4 6 11.50% LPAYLTIQMVR 320 330 53.6 26.5 40.0 2 0 0 1,320.7346
A_22 Ubiquitin carboxyl‐terminal hydrolase 15 UBP15_HUMAN 112,423 2 2 3 1.94% VEVYLTELK 129 137 30.0 25.7 22.9 2 0 0 1,093.6140
A_22 Ubiquitin carboxyl‐terminal hydrolase 15 UBP15_HUMAN 112,423 2 2 3 1.94% STLVCPECAK 444 453 27.6 25.0 18.2 1 0 0 1,164.5389
A_23 Ubiquitin‐associated protein 2‐like UBP2L_HUMAN 114,534 2 2 3 2.21% IDLAVLLGK 282 290 51.3 25.0 41.2 2 0 0 941.6032
A_23 Ubiquitin‐associated protein 2‐like UBP2L_HUMAN 114,534 2 2 3 2.21% DGSLASNPYSGDLTK 850 864 28.9 25.8 21.2 1 0 0 1,524.7178
A_24 Ubiquitin‐associated protein 2‐like UBP2L_HUMAN 114,534 2 2 2 2.21% IDLAVLLGK 282 290 21.2 25.0 10.9 1 0 0 941.6032
A_24 Ubiquitin‐associated protein 2‐like UBP2L_HUMAN 114,534 2 2 2 2.21% DGSLASNPYSGDLTK 850 864 21.5 26.1 13.4 1 0 0 1,524.7178
A_25 Ubiquitin carboxyl‐terminal hydrolase 47 UBP47_HUMAN 157,315 2 2 3 1.60% AYLNQTVTEFK 736 746 29.7 26.4 23.7 2 0 0 1,313.6736
A_25 Ubiquitin carboxyl‐terminal hydrolase 47 UBP47_HUMAN 157,315 2 2 3 1.60% EQCGLELSIDR 1165 1175 23.5 25.8 12.1 1 0 0 1,319.6262
B_25 Ubiquitin carboxyl‐terminal hydrolase 47 UBP47_HUMAN 157,315 4 4 7 3.13% ITLNLPASTPVR 60 71 29.5 25.0 24.6 2 0 0 1,281.7526
B_25 Ubiquitin carboxyl‐terminal hydrolase 47 UBP47_HUMAN 157,315 4 4 7 3.13% LFVLLQTSK 239 247 39.1 25.0 33.2 2 0 0 1,048.6402
B_25 Ubiquitin carboxyl‐terminal hydrolase 47 UBP47_HUMAN 157,315 4 4 7 3.13% AYLNQTVTEFK 736 746 36.5 26.4 30.3 2 0 0 1,313.6736
B_25 Ubiquitin carboxyl‐terminal hydrolase 47 UBP47_HUMAN 157,315 4 4 7 3.13% EQCGLELSIDR 1165 1175 33.9 25.8 20.7 1 0 0 1,319.6262
H_21 Ubiquitin carboxyl‐terminal hydrolase 47 UBP47_HUMAN 157,315 2 2 2 1.67% ITLNLPASTPVR 60 71 36.7 25.0 36.7 1 0 0 1,281.7526
H_21 Ubiquitin carboxyl‐terminal hydrolase 47 UBP47_HUMAN 157,315 2 2 2 1.67% AYLNQTVTEFK 736 746 29.6 26.4 21.7 1 0 0 1,313.6736
B_22 Ubiquitin carboxyl‐terminal hydrolase 5 UBP5_HUMAN 95,788 2 2 3 3.15% DGLGGLPDIVR 134 144 25.1 25.6 9.4 1 0 0 1,111.6109
B_22 Ubiquitin carboxyl‐terminal hydrolase 5 UBP5_HUMAN 95,788 2 2 3 3.15% VTSAVEALLSADSASR 147 162 55.7 28.2 45.3 2 0 0 1,576.8176
I_18 Ubiquitin carboxyl‐terminal hydrolase 5 UBP5_HUMAN 95,788 3 3 6 4.55% VTSAVEALLSADSASR 147 162 48.8 28.1 41.7 2 0 0 1,576.8176
I_18 Ubiquitin carboxyl‐terminal hydrolase 5 UBP5_HUMAN 95,788 3 3 6 4.55% MALPELVR 517 524 23.2 27.3 12.1 2 0 0 928.5285
I_18 Ubiquitin carboxyl‐terminal hydrolase 5 UBP5_HUMAN 95,788 3 3 6 4.55% SAADSISESVPVGPK 779 793 79.9 27.1 70.8 2 0 0 1,443.7326
J_18 Ubiquitin carboxyl‐terminal hydrolase 5 UBP5_HUMAN 95,788 2 2 4 3.03% DGLGGLPDIVR 134 144 27.6 26.1 25.5 2 0 0 1,111.6109
J_18 Ubiquitin carboxyl‐terminal hydrolase 5 UBP5_HUMAN 95,788 2 2 4 3.03% SAADSISESVPVGPK 779 793 60.0 27.3 44.5 2 0 0 1,443.7326
L_13 Ubiquitin carboxyl‐terminal hydrolase 5 UBP5_HUMAN 95,788 2 2 2 3.15% KQEVQAWDGEVR 163 174 25.4 26.9 24.0 1 0 0 1,444.7180
L_13 Ubiquitin carboxyl‐terminal hydrolase 5 UBP5_HUMAN 95,788 2 2 2 3.15% SAADSISESVPVGPK 779 793 57.2 27.3 50.8 1 0 0 1,443.7326
M_13 Ubiquitin carboxyl‐terminal hydrolase 5 UBP5_HUMAN 95,788 2 2 2 3.15% KQEVQAWDGEVR 163 174 27.8 27.2 24.7 0 1 0 1,444.7180
M_13 Ubiquitin carboxyl‐terminal hydrolase 5 UBP5_HUMAN 95,788 2 2 2 3.15% SAADSISESVPVGPK 779 793 46.5 27.3 39.0 1 0 0 1,443.7326
A_23 Ubiquitin carboxyl‐terminal hydrolase 7 UBP7_HUMAN 128,305 2 2 3 2.45% YDAGEHGLQEAEK 379 391 17.6 25.0 16.0 0 1 0 1,446.6497
A_23 Ubiquitin carboxyl‐terminal hydrolase 7 UBP7_HUMAN 128,305 2 2 3 2.45% DDPENDNSELPTAK 771 784 33.0 25.0 25.5 2 0 0 1,544.6713
B_23 Ubiquitin carboxyl‐terminal hydrolase 7 UBP7_HUMAN 128,305 2 2 3 1.81% FMYDPQTDQNIK 409 420 31.7 25.0 30.6 1 0 0 1,515.6787
B_23 Ubiquitin carboxyl‐terminal hydrolase 7 UBP7_HUMAN 128,305 2 2 3 1.81% FDDDVVSR 480 487 30.2 25.0 30.2 2 0 0 952.4371
B_24 Ubiquitin carboxyl‐terminal hydrolase 8 UBP8_HUMAN 127,527 2 2 3 2.06% DLQIGTTLR 267 275 35.0 27.2 23.3 1 0 0 1,016.5737
B_24 Ubiquitin carboxyl‐terminal hydrolase 8 UBP8_HUMAN 127,527 2 2 3 2.06% SDVSPIIQPVPSIK 389 402 30.9 25.0 30.0 2 0 0 1,479.8419
L_10 Ubiquilin‐1 UBQL1_HUMAN 62,520 3 3 5 7.81% QLIMANPQMQQLIQR 207 221 58.8 27.6 43.6 2 0 0 1,843.9520
L_10 Ubiquilin‐1 UBQL1_HUMAN 62,520 3 3 5 7.81% NPEISHMLNNPDIMR 222 236 47.1 25.7 46.2 1 0 0 1,812.8369
L_10 Ubiquilin‐1 UBQL1_HUMAN 62,520 3 3 5 7.81% ALSNLESIPGGYNALR 258 273 48.0 27.9 40.7 2 0 0 1,674.8810
A_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 2 3 12.60% LGFEDGSVLK 106 115 37.3 27.4 28.9 2 0 0 1,064.5624
A_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 2 3 12.60% NEAIQAAHDAVAQEGQCR 136 153 32.9 25.0 32.4 0 1 0 1,967.8989
A_06 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 4 5 9 26.00% QIEELKGQEVSPK 66 78 25.1 27.4 15.3 2 0 0 1,484.7957
A_06 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 4 5 9 26.00% LGFEDGSVLK 106 115 34.1 27.2 28.2 1 0 0 1,064.5624
A_06 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 4 5 9 26.00% NEAIQAAHDAVAQEGQCR 136 153 63.1 25.0 56.0 2 2 0 1,967.8989
A_06 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 4 5 9 26.00% MPFPVNHGASSEDTLLK 179 195 38.5 26.9 34.4 2 0 0 1,858.9006
A_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 7 9 15 46.20% MQLKPMEINPEMLNK 1 15 39.6 27.1 35.1 0 2 0 1,863.9016
A_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 7 9 15 46.20% QIEELKGQEVSPK 66 78 53.2 27.8 35.4 2 1 0 1,484.7957
A_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 7 9 15 46.20% QTIGNSCGTIGLIHAVANNQDK 84 105 73.2 26.7 65.8 0 2 0 2,311.1462
A_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 7 9 15 46.20% LGFEDGSVLK 106 115 34.7 27.4 27.6 2 0 0 1,064.5624
A_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 7 9 15 46.20% QFLSETEK 116 123 27.6 26.1 12.4 1 0 0 981.4888
A_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 7 9 15 46.20% NEAIQAAHDAVAQEGQCR 136 153 72.9 25.0 72.3 2 1 0 1,967.8989
A_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 7 9 15 46.20% MPFPVNHGASSEDTLLK 179 195 40.2 26.9 26.9 2 0 0 1,858.9006
B_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 6 6 11 42.60% MQLKPMEINPEMLNK 1 15 37.1 26.7 37.1 0 2 0 1,863.9016
B_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 6 6 11 42.60% QIEELKGQEVSPK 66 78 36.9 27.8 25.2 1 0 0 1,484.7957
B_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 6 6 11 42.60% QTIGNSCGTIGLIHAVANNQDK 84 105 40.3 26.7 34.9 0 2 0 2,311.1462
B_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 6 6 11 42.60% LGFEDGSVLK 106 115 40.6 27.4 34.8 2 0 0 1,064.5624
B_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 6 6 11 42.60% NEAIQAAHDAVAQEGQCR 136 153 80.2 25.0 80.2 2 0 0 1,967.8989
B_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 6 6 11 42.60% MPFPVNHGASSEDTLLK 179 195 27.2 27.0 19.8 2 0 0 1,858.9006
D_11 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 3 5 20.20% LGFEDGSVLK 106 115 49.8 28.1 42.7 2 0 0 1,064.5624
D_11 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 3 5 20.20% NEAIQAAHDAVAQEGQCR 136 153 38.5 25.0 33.2 0 2 0 1,967.8989
D_11 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 3 5 20.20% MPFPVNHGASSEDTLLK 179 195 29.7 26.5 21.9 0 1 0 1,858.9006
D_12 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 3 5 22.40% MQLKPMEINPEMLNK 1 15 32.9 26.9 12.3 0 2 0 1,847.9067
D_12 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 3 5 22.40% NEAIQAAHDAVAQEGQCR 136 153 38.0 25.0 38.0 0 2 0 1,967.8989
D_12 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 3 5 22.40% MPFPVNHGASSEDTLLK 179 195 28.6 26.9 20.4 0 1 0 1,842.9056
F_09 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 3 5 13.90% QIEELKGQEVSPK 66 78 60.4 27.5 47.2 2 0 0 1,484.7957
F_09 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 3 5 13.90% NEAIQAAHDAVAQEGQCR 136 153 95.7 25.0 95.2 1 2 0 1,967.8989
F_10 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 4 9 18.40% QIEELKGQEVSPK 66 78 60.2 27.5 44.2 2 0 0 1,484.7957
F_10 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 4 9 18.40% LGFEDGSVLK 106 115 45.5 27.4 39.8 2 0 0 1,064.5624
F_10 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 4 9 18.40% NEAIQAAHDAVAQEGQCR 136 153 93.8 25.0 91.1 2 3 0 1,967.8989
G_09 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 4 9 20.20% QIEELKGQEVSPK 66 78 57.8 27.9 45.2 2 0 0 1,484.7957
G_09 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 4 9 20.20% QFLSETEKMSPEDR 116 129 26.2 25.0 20.9 0 1 0 1,712.7798
G_09 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 4 9 20.20% NEAIQAAHDAVAQEGQCR 136 153 97.3 25.0 94.4 2 4 0 1,967.8989
H_06 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 3 5 17.90% QTIGNSCGTIGLIHAVANNQDK 84 105 31.7 26.9 29.8 0 1 0 2,311.1462
H_06 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 3 5 17.90% NEAIQAAHDAVAQEGQCR 136 153 69.0 25.0 69.0 2 2 0 1,967.8989
I_06 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 3 6 12.60% LGFEDGSVLK 106 115 52.5 27.0 46.8 2 0 0 1,064.5624
I_06 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 3 6 12.60% NEAIQAAHDAVAQEGQCR 136 153 77.0 25.0 73.8 2 2 0 1,967.8989
K_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 2 3 13.90% QIEELKGQEVSPK 66 78 23.5 27.5 15.8 0 1 0 1,484.7957
K_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 2 3 13.90% NEAIQAAHDAVAQEGQCR 136 153 45.4 25.0 42.9 0 2 0 1,967.8989
K_06 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 2 4 12.60% LGFEDGSVLK 106 115 39.5 28.4 28.9 2 0 0 1,064.5624
K_06 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 2 4 12.60% NEAIQAAHDAVAQEGQCR 136 153 34.0 25.0 28.2 0 2 0 1,967.8989
L_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 3 5 17.90% QIEELKGQEVSPK 66 78 25.1 27.3 16.0 0 1 0 1,484.7957
L_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 3 5 17.90% LGFEDGSVLK 106 115 43.7 28.4 25.2 2 0 0 1,064.5624
L_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 3 3 5 17.90% MPFPVNHGASSEDTLLK 179 195 34.2 27.2 34.2 0 2 0 1,858.9006
L_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 2 3 12.10% QIEELKGQEVSPK 66 78 25.1 28.0 21.6 0 1 0 1,484.7957
L_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 2 2 3 12.10% QFLSETEKMSPEDR 116 129 27.9 25.0 20.7 0 2 0 1,712.7798
N_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 5 5 7 32.30% QIEELKGQEVSPK 66 78 23.7 27.2 7.0 0 1 0 1,484.7957
N_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 5 5 7 32.30% LGFEDGSVLK 106 115 32.4 28.4 22.9 2 0 0 1,064.5624
N_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 5 5 7 32.30% QFLSETEKMSPEDR 116 129 18.2 25.0 5.3 0 1 0 1,712.7798
N_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 5 5 7 32.30% NEAIQAAHDAVAQEGQCR 136 153 28.8 25.0 23.8 0 1 0 1,967.8989
N_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 5 5 7 32.30% MPFPVNHGASSEDTLLK 179 195 38.3 27.3 33.7 0 2 0 1,858.9006
P_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 4 4 4 24.70% MQLKPMEINPEMLNK 1 15 16.2 27.3 13.7 0 1 0 1,863.9016
P_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 4 4 4 24.70% QIEELKGQEVSPK 66 78 26.3 27.6 18.1 1 0 0 1,484.7957
P_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 4 4 4 24.70% LGFEDGSVLK 106 115 36.4 28.5 17.2 1 0 0 1,064.5624
P_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 4 4 4 24.70% MPFPVNHGASSEDTLLK 179 195 35.0 27.1 31.1 0 1 0 1,858.9006
Q_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 4 4 6 23.80% MQLKPMEINPEMLNK 1 15 26.1 27.4 10.7 0 1 0 1,863.9016
Q_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 4 4 6 23.80% KQIEELKGQEVSPK 65 78 27.8 26.7 16.1 0 1 0 1,612.8907



Q_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 4 4 6 23.80% LGFEDGSVLK 106 115 46.3 28.4 35.0 2 0 0 1,064.5624
Q_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L1 UCHL1_HUMAN 24,824 4 4 6 23.80% QFLSETEKMSPEDR 116 129 27.5 25.0 19.4 0 2 0 1,712.7798
A_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 4 14.30% FLEESVSMSPEER 122 134 69.2 25.0 64.0 2 0 0 1,555.6945
A_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 4 14.30% VTHETSAHEGQTEAPSIDEK 146 165 35.4 25.0 29.1 0 2 0 2,165.9947
A_08 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 3 3 6 20.40% SQGQDVTSSVYFMK 75 88 63.6 25.0 63.6 2 0 0 1,592.7262
A_08 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 3 3 6 20.40% FLEESVSMSPEER 122 134 69.3 25.0 58.1 2 0 0 1,555.6945
A_08 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 3 3 6 20.40% VTHETSAHEGQTEAPSIDEK 146 165 38.5 25.0 36.5 0 2 0 2,165.9947
B_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 3 9.57% FLEESVSMSPEER 122 134 47.3 25.0 37.7 1 0 0 1,555.6945
B_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 3 9.57% YLENYDAIR 137 145 47.4 25.0 41.6 2 0 0 1,156.5633
B_08 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 4 5 9 24.30% SQGQDVTSSVYFMK 75 88 77.1 25.0 77.1 2 0 0 1,592.7262
B_08 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 4 5 9 24.30% FLEESVSMSPEER 122 134 77.2 25.0 71.3 3 0 0 1,555.6945
B_08 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 4 5 9 24.30% YLENYDAIR 137 145 58.9 25.0 52.1 2 0 0 1,156.5633
B_08 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 4 5 9 24.30% VTHETSAHEGQTEAPSIDEK 146 165 43.7 25.0 36.2 0 2 0 2,165.9947
C_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 2 9.57% FLEESVSMSPEER 122 134 42.9 25.0 38.5 1 0 0 1,555.6945
C_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 2 9.57% YLENYDAIR 137 145 27.5 25.3 15.0 1 0 0 1,156.5633
C_08 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 3 3 5 20.40% SQGQDVTSSVYFMK 75 88 58.2 25.0 53.3 2 0 0 1,592.7262
C_08 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 3 3 5 20.40% FLEESVSMSPEER 122 134 47.7 25.0 35.9 2 0 0 1,555.6945
C_08 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 3 3 5 20.40% VTHETSAHEGQTEAPSIDEK 146 165 29.5 25.0 26.4 0 1 0 2,165.9947
D_12 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 2 9.57% FLEESVSMSPEER 122 134 34.7 25.0 30.9 1 0 0 1,555.6945
D_12 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 2 9.57% YLENYDAIR 137 145 41.5 25.0 31.5 1 0 0 1,156.5633
G_10 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 4 9.57% FLEESVSMSPEER 122 134 49.5 25.0 44.0 2 0 0 1,555.6945
G_10 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 4 9.57% YLENYDAIR 137 145 61.8 25.6 49.8 2 0 0 1,156.5633
H_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 4 10.00% SQGQDVTSSVYFMK 75 88 50.4 25.0 50.4 2 0 0 1,576.7312
H_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 4 10.00% YLENYDAIR 137 145 58.5 25.4 50.4 2 0 0 1,156.5633
I_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 4 11.70% SQGQDVTSSVYFMK 75 88 79.4 25.0 69.0 2 0 0 1,576.7312
I_07 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 4 11.70% FLEESVSMSPEER 122 134 68.8 25.0 54.5 2 0 0 1,555.6945
L_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 4 11.70% SQGQDVTSSVYFMK 75 88 74.8 25.0 74.8 2 0 0 1,592.7262
L_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 4 11.70% FLEESVSMSPEER 122 134 76.5 25.0 75.1 2 0 0 1,555.6945
M_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 3 11.70% SQGQDVTSSVYFMK 75 88 37.1 25.0 35.4 1 0 0 1,592.7262
M_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 3 11.70% FLEESVSMSPEER 122 134 49.5 25.0 38.3 2 0 0 1,555.6945
O_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 4 9.57% FLEESVSMSPEER 122 134 68.3 25.0 61.6 2 0 0 1,555.6945
O_05 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 4 9.57% YLENYDAIR 137 145 58.7 25.4 44.1 2 0 0 1,156.5633
Q_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 3 9.57% FLEESVSMSPEER 122 134 45.9 25.0 41.3 1 0 0 1,555.6945
Q_04 Ubiquitin carboxyl‐terminal hydrolase isozyme L3 UCHL3_HUMAN 26,183 2 2 3 9.57% YLENYDAIR 137 145 45.2 25.2 34.5 2 0 0 1,156.5633
A_11 Ubiquitin carboxyl‐terminal hydrolase isozyme L5 UCHL5_HUMAN 37,432 4 4 5 13.10% WQPGEEPAGSVVQDSR 58 73 33.0 25.0 29.7 1 0 0 1,741.8141
A_11 Ubiquitin carboxyl‐terminal hydrolase isozyme L5 UCHL5_HUMAN 37,432 4 4 5 13.10% LDTIFFAK 74 81 25.9 25.1 4.6 1 0 0 954.5296
A_11 Ubiquitin carboxyl‐terminal hydrolase isozyme L5 UCHL5_HUMAN 37,432 4 4 5 13.10% LYELDGLR 175 182 40.7 27.7 24.3 2 0 0 978.5256
A_11 Ubiquitin carboxyl‐terminal hydrolase isozyme L5 UCHL5_HUMAN 37,432 4 4 5 13.10% NQMLIEEEVQK 266 276 38.0 26.9 32.5 1 0 0 1,376.6728
B_11 Ubiquitin carboxyl‐terminal hydrolase isozyme L5 UCHL5_HUMAN 37,432 2 2 3 4.86% LDTIFFAK 74 81 31.4 25.2 10.4 2 0 0 954.5296
B_11 Ubiquitin carboxyl‐terminal hydrolase isozyme L5 UCHL5_HUMAN 37,432 2 2 3 4.86% LYELDGLR 175 182 30.1 27.4 24.0 1 0 0 978.5256
C_11 Ubiquitin carboxyl‐terminal hydrolase isozyme L5 UCHL5_HUMAN 37,432 2 2 3 4.86% LDTIFFAK 74 81 23.0 25.6 12.2 2 0 0 954.5296
C_11 Ubiquitin carboxyl‐terminal hydrolase isozyme L5 UCHL5_HUMAN 37,432 2 2 3 4.86% LYELDGLR 175 182 29.0 27.8 15.8 1 0 0 978.5256
B_06 Ubiquitin‐fold modifier‐conjugating enzyme 1 UFC1_HUMAN 19,432 2 2 4 11.40% VVSEIPVLK 9 17 39.5 25.0 27.8 2 0 0 983.6136
B_06 Ubiquitin‐fold modifier‐conjugating enzyme 1 UFC1_HUMAN 19,432 2 2 4 11.40% LKEEYQSLIR 32 41 34.0 26.9 21.7 2 0 0 1,278.7053
H_05 Ubiquitin‐fold modifier‐conjugating enzyme 1 UFC1_HUMAN 19,432 2 2 4 10.80% LKEEYQSLIR 32 41 36.9 26.8 27.1 2 0 0 1,278.7053
H_05 Ubiquitin‐fold modifier‐conjugating enzyme 1 UFC1_HUMAN 19,432 2 2 4 10.80% NADNDWFR 48 55 22.8 25.0 18.8 2 0 0 1,037.4435
L_04 Ubiquitin‐fold modifier‐conjugating enzyme 1 UFC1_HUMAN 19,432 2 2 2 10.20% VVSEIPVLK 9 17 21.1 25.0 10.5 1 0 0 983.6136
L_04 Ubiquitin‐fold modifier‐conjugating enzyme 1 UFC1_HUMAN 19,432 2 2 2 10.20% DRELWVQR 24 31 35.0 27.9 15.9 1 0 0 1,101.5800
A_11 Ubiquitin fusion degradation protein 1 homolog UFD1_HUMAN 34,501 2 2 3 8.14% IIMPPSALDQLSR 46 58 24.8 27.7 13.1 1 0 0 1,456.7831
A_11 Ubiquitin fusion degradation protein 1 homolog UFD1_HUMAN 34,501 2 2 3 8.14% FVAFSGEGQSLR 290 301 54.5 26.8 45.1 2 0 0 1,297.6535
B_11 Ubiquitin fusion degradation protein 1 homolog UFD1_HUMAN 34,501 3 3 6 13.00% IIMPPSALDQLSR 46 58 34.1 27.4 19.6 2 0 0 1,456.7831
B_11 Ubiquitin fusion degradation protein 1 homolog UFD1_HUMAN 34,501 3 3 6 13.00% GVEPSPSPIKPGDIK 241 255 37.4 27.1 29.0 2 0 0 1,520.8322
B_11 Ubiquitin fusion degradation protein 1 homolog UFD1_HUMAN 34,501 3 3 6 13.00% FVAFSGEGQSLR 290 301 61.5 26.7 54.0 2 0 0 1,297.6535
A_16 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% TATITVLPQQPR 218 229 41.8 25.0 34.1 2 0 0 1,324.7585
A_16 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% APLQGTLLGYR 358 368 48.0 26.9 37.8 1 0 0 1,188.6737
A_17 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 42.0 25.0 36.9 2 0 0 1,324.7585
A_17 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 69.1 27.2 59.5 2 0 0 1,188.6737
B_17 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 46.8 25.0 39.2 2 0 0 1,324.7585
B_17 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 73.7 27.2 65.1 2 0 0 1,188.6737
C_17 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% TATITVLPQQPR 218 229 53.9 25.0 36.3 2 0 0 1,324.7585
C_17 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% APLQGTLLGYR 358 368 53.0 27.2 44.0 1 0 0 1,188.6737
C_19 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% TATITVLPQQPR 218 229 26.6 25.0 19.1 1 0 0 1,324.7585
C_19 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% APLQGTLLGYR 358 368 50.3 26.9 40.6 2 0 0 1,188.6737
D_19 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 2 2.57% TATITVLPQQPR 218 229 28.6 25.5 22.7 1 0 0 1,324.7585
D_19 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 2 2.57% APLQGTLLGYR 358 368 39.2 28.1 39.2 1 0 0 1,188.6737
D_20 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 52.8 25.5 29.0 2 0 0 1,324.7585
D_20 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 44.8 28.0 38.2 2 0 0 1,188.6737
D_21 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 44.8 25.5 35.0 2 0 0 1,324.7585
D_21 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 25.9 28.2 23.8 2 0 0 1,188.6737
D_22 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% TATITVLPQQPR 218 229 46.6 25.0 33.2 2 0 0 1,324.7585
D_22 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% APLQGTLLGYR 358 368 30.3 28.2 23.4 1 0 0 1,188.6737
D_23 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% TATITVLPQQPR 218 229 58.8 25.0 50.7 2 0 0 1,324.7585
D_23 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% APLQGTLLGYR 358 368 30.4 28.2 26.7 1 0 0 1,188.6737
E_19 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% TATITVLPQQPR 218 229 53.6 25.0 46.2 2 0 0 1,324.7585
E_19 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% APLQGTLLGYR 358 368 30.4 27.8 30.4 1 0 0 1,188.6737
E_20 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 51.1 25.3 35.8 2 0 0 1,324.7585
E_20 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 70.5 28.2 67.5 2 0 0 1,188.6737
E_22 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 41.0 25.0 33.7 2 0 0 1,324.7585
E_22 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 26.7 28.2 20.1 2 0 0 1,188.6737
E_23 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 46.8 25.0 39.5 2 0 0 1,324.7585
E_23 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 27.5 26.9 20.1 2 0 0 1,188.6737
E_24 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 50.0 25.0 49.3 2 0 0 1,324.7585
E_24 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 32.3 28.2 30.9 2 0 0 1,188.6737
E_25 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 54.2 25.0 42.5 2 0 0 1,324.7585
E_25 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 54.6 26.9 50.4 2 0 0 1,188.6737
F_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% TATITVLPQQPR 218 229 63.1 25.0 54.2 2 0 0 1,324.7585
F_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% APLQGTLLGYR 358 368 24.3 27.7 24.3 1 0 0 1,188.6737
G_09 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% TATITVLPQQPR 218 229 48.3 25.0 40.0 2 0 0 1,324.7585
G_09 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% APLQGTLLGYR 358 368 32.5 27.0 31.7 1 0 0 1,188.6737
G_11 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 39.6 25.0 32.8 2 0 0 1,324.7585
G_11 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 40.4 26.8 37.5 2 0 0 1,188.6737
H_14 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 39.1 25.0 30.9 2 0 0 1,324.7585
H_14 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 61.9 26.9 56.1 2 0 0 1,188.6737
H_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 42.0 25.3 32.7 2 0 0 1,324.7585
H_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 84.3 27.7 73.7 2 0 0 1,188.6737
I_14 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 49.8 25.0 41.3 2 0 0 1,324.7585
I_14 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 63.8 27.7 60.1 2 0 0 1,188.6737
I_16 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% TATITVLPQQPR 218 229 35.0 25.0 29.6 1 0 0 1,324.7585
I_16 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% APLQGTLLGYR 358 368 48.7 27.3 42.5 2 0 0 1,188.6737
J_14 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 42.5 25.0 32.5 2 0 0 1,324.7585
J_14 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 63.5 26.8 57.9 2 0 0 1,188.6737
J_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% TATITVLPQQPR 218 229 29.5 25.0 25.2 1 0 0 1,324.7585
J_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% APLQGTLLGYR 358 368 75.2 26.8 66.0 2 0 0 1,188.6737
K_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 38.1 25.1 32.5 2 0 0 1,324.7585
K_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 78.9 27.7 68.4 2 0 0 1,188.6737
L_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 64.4 25.0 51.4 2 0 0 1,324.7585
L_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 80.5 27.4 70.6 2 0 0 1,188.6737
L_13 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 48.9 25.0 46.4 2 0 0 1,324.7585
L_13 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 51.8 26.8 45.4 2 0 0 1,188.6737
L_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 50.7 25.0 42.4 2 0 0 1,324.7585
L_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 48.3 27.3 48.3 2 0 0 1,188.6737
M_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 49.2 25.0 41.4 2 0 0 1,324.7585



M_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 63.2 27.1 59.1 2 0 0 1,188.6737
M_11 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 47.5 25.0 40.1 2 0 0 1,324.7585
M_11 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 50.1 27.0 49.5 2 0 0 1,188.6737
M_13 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 47.2 25.1 39.8 2 0 0 1,324.7585
M_13 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 67.6 27.1 60.8 2 0 0 1,188.6737
M_14 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 59.2 25.1 51.1 2 0 0 1,324.7585
M_14 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 53.4 27.1 53.4 2 0 0 1,188.6737
M_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 59.4 25.1 49.5 2 0 0 1,324.7585
M_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 52.3 27.1 52.0 2 0 0 1,188.6737
N_09 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 53.0 25.0 50.2 2 0 0 1,324.7585
N_09 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 39.1 26.8 36.0 2 0 0 1,188.6737
N_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 59.0 25.0 55.1 2 0 0 1,324.7585
N_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 66.4 26.6 58.7 2 0 0 1,188.6737
N_12 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% TATITVLPQQPR 218 229 41.8 25.0 37.7 2 0 0 1,324.7585
N_12 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% APLQGTLLGYR 358 368 29.3 26.8 26.2 1 0 0 1,188.6737
N_13 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 52.3 25.0 47.9 2 0 0 1,324.7585
N_13 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 25.2 26.6 25.2 2 0 0 1,188.6737
O_09 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 54.2 25.0 48.7 2 0 0 1,324.7585
O_09 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 39.6 27.4 33.5 2 0 0 1,188.6737
O_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 55.0 25.0 48.4 2 0 0 1,324.7585
O_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 74.9 27.3 68.3 2 0 0 1,188.6737
O_11 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 53.5 25.0 36.8 2 0 0 1,324.7585
O_11 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 76.8 27.3 66.5 2 0 0 1,188.6737
O_12 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 60.7 25.0 53.0 2 0 0 1,324.7585
O_12 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 38.8 26.8 38.8 2 0 0 1,188.6737
O_13 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 37.8 25.0 35.6 2 0 0 1,324.7585
O_13 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 49.2 26.8 45.0 2 0 0 1,188.6737
O_14 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 28.2 25.0 28.2 2 0 0 1,324.7585
O_14 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 54.3 27.0 40.8 2 0 0 1,188.6737
O_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 53.5 25.0 49.2 2 0 0 1,324.7585
O_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 42.0 26.8 42.0 2 0 0 1,188.6737
P_09 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 55.8 25.0 52.6 2 0 0 1,324.7585
P_09 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 62.6 26.6 56.0 2 0 0 1,188.6737
P_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 53.7 25.0 47.8 2 0 0 1,324.7585
P_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 48.0 26.6 41.2 2 0 0 1,188.6737
P_13 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 53.8 25.0 53.8 2 0 0 1,324.7585
P_13 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 50.9 26.6 44.0 2 0 0 1,188.6737
Q_09 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 40.0 25.0 32.5 2 0 0 1,324.7585
Q_09 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 28.8 26.8 28.8 2 0 0 1,188.6737
Q_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 58.7 25.0 53.6 2 0 0 1,324.7585
Q_10 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 53.9 26.8 45.1 2 0 0 1,188.6737
Q_13 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 38.9 25.0 30.7 2 0 0 1,324.7585
Q_13 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 43.3 26.7 43.3 2 0 0 1,188.6737
Q_14 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% TATITVLPQQPR 218 229 38.3 25.0 26.7 2 0 0 1,324.7585
Q_14 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 4 2.57% APLQGTLLGYR 358 368 62.5 26.7 51.7 2 0 0 1,188.6737
Q_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% TATITVLPQQPR 218 229 36.0 25.0 36.0 2 0 0 1,324.7585
Q_15 Tyrosine‐protein kinase receptor UFO UFO_HUMAN 98,335 2 2 3 2.57% APLQGTLLGYR 358 368 42.9 26.8 38.4 1 0 0 1,188.6737
A_14 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 2 2 2 4.66% VTVVDVNESR 32 41 25.0 28.6 20.0 1 0 0 1,117.5847
A_14 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 2 2 2 4.66% VLIGGDETPEGQR 178 190 24.4 27.0 22.6 1 0 0 1,370.6913
A_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 4 4 8 9.11% VTVVDVNESR 32 41 43.5 28.6 36.8 2 0 0 1,117.5847
A_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 4 4 8 9.11% ILTTNTWSSELSK 208 220 80.0 28.4 72.8 2 0 0 1,479.7690
A_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 4 4 8 9.11% LAANAFLAQR 221 230 66.3 28.5 39.6 2 0 0 1,074.6054
A_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 4 4 8 9.11% IIDSLFNTVTDK 318 329 65.4 28.0 57.9 2 0 0 1,365.7262
B_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 4 4 7 9.11% VTVVDVNESR 32 41 56.0 28.6 47.1 1 0 0 1,117.5847
B_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 4 4 7 9.11% ILTTNTWSSELSK 208 220 86.3 28.4 77.7 2 0 0 1,479.7690
B_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 4 4 7 9.11% LAANAFLAQR 221 230 55.2 28.0 45.2 2 0 0 1,074.6054
B_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 4 4 7 9.11% IIDSLFNTVTDK 318 329 55.4 28.1 47.7 2 0 0 1,365.7262
C_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 5 5 8 9.31% VTVVDVNESR 32 41 38.2 28.6 31.5 2 0 0 1,117.5847
C_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 5 5 8 9.31% ILTTNTWSSELSK 208 220 58.8 28.5 48.8 2 0 0 1,479.7690
C_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 5 5 8 9.31% LAANAFLAQR 221 230 83.0 27.6 55.1 2 0 0 1,074.6054
C_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 5 5 8 9.31% IIDSLFNTVTDK 318 329 20.9 28.2 16.1 1 0 0 1,365.7262
C_15 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 5 5 8 9.31% IIDSLFNTVTDKK 318 330 35.8 26.6 24.9 1 0 0 1,493.8212
H_13 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 2 2 3 4.66% ILTTNTWSSELSK 208 220 73.5 28.4 67.9 2 0 0 1,479.7690
H_13 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 2 2 3 4.66% LAANAFLAQR 221 230 49.5 27.6 37.4 1 0 0 1,074.6054
I_13 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 2 2 3 5.26% ILTTNTWSSELSK 208 220 71.9 28.2 64.3 2 0 0 1,479.7690
I_13 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 2 2 3 5.26% IIDSLFNTVTDKK 318 330 35.7 27.2 28.6 1 0 0 1,493.8212
L_09 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 3 3 4 6.28% VTVVDVNESR 32 41 53.1 29.1 44.9 2 0 0 1,117.5847
L_09 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 3 3 4 6.28% LAANAFLAQR 221 230 73.5 28.1 60.6 1 0 0 1,074.6054
L_09 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 3 3 4 6.28% IPYAPSGEIPK 471 481 30.3 28.0 28.5 1 0 0 1,171.6359
Q_09 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 2 2 4 4.66% VTVVDVNESR 32 41 34.4 28.6 30.9 2 0 0 1,117.5847
Q_09 UDP‐glucose 6‐dehydrogenase UGDH_HUMAN 55,025 2 2 4 4.66% VLIGGDETPEGQR 178 190 34.8 27.2 31.6 2 0 0 1,370.6913
A_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 7 7 11 5.02% VKVEHVVSVLEK 584 595 26.7 25.0 26.3 0 1 0 1,365.8100
A_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 7 7 11 5.02% ILETTTFFQR 659 668 40.4 26.9 39.5 1 0 0 1,255.6682
A_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 7 7 11 5.02% TAAVANSMNYLTK 732 744 23.1 26.6 19.3 2 0 0 1,399.6886
A_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 7 7 11 5.02% AIWAALQTQTSNAAK 813 827 72.9 28.0 63.7 2 0 0 1,573.8333
A_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 7 7 11 5.02% VDALLSAQPK 950 959 46.5 25.0 32.7 2 0 0 1,041.5940
A_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 7 7 11 5.02% IEYQFFEDR 964 972 44.2 25.0 36.2 2 0 0 1,246.5739
A_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 7 7 11 5.02% ANPGAWILR 1158 1166 34.0 25.0 27.0 1 0 0 997.5578
B_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 8 8 14 5.79% HLVESTNEMAPLK 307 319 32.7 26.7 23.6 2 0 0 1,484.7415
B_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 8 8 14 5.79% VKVEHVVSVLEK 584 595 29.7 25.0 29.7 0 2 0 1,365.8100
B_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 8 8 14 5.79% ILETTTFFQR 659 668 56.1 26.8 49.7 2 0 0 1,255.6682
B_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 8 8 14 5.79% AIWAALQTQTSNAAK 813 827 28.1 28.0 25.9 1 0 0 1,573.8333
B_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 8 8 14 5.79% VEEDVASDLVMK 938 949 62.0 26.1 52.0 2 0 0 1,350.6459
B_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 8 8 14 5.79% VDALLSAQPK 950 959 62.5 25.0 47.5 2 0 0 1,041.5940
B_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 8 8 14 5.79% IEYQFFEDR 964 972 29.8 25.0 24.8 1 0 0 1,246.5739
B_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 8 8 14 5.79% ANPGAWILR 1158 1166 42.6 25.0 28.0 2 0 0 997.5578
C_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 6 6 10 4.18% LGIEGLSLHNVLK 427 439 36.3 25.0 29.1 2 0 0 1,392.8211
C_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 6 6 10 4.18% ILETTTFFQR 659 668 58.4 26.9 51.6 2 0 0 1,255.6682
C_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 6 6 10 4.18% FTILDSQGK 723 731 32.6 27.1 22.8 1 0 0 1,008.5362
C_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 6 6 10 4.18% AIWAALQTQTSNAAK 813 827 97.8 28.2 82.2 2 0 0 1,573.8333
C_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 6 6 10 4.18% IEYQFFEDR 964 972 20.3 25.0 16.0 1 0 0 1,246.5739
C_25 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 6 6 10 4.18% ANPGAWILR 1158 1166 29.9 25.1 25.6 2 0 0 997.5578
H_21 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 3 3 6 2.19% ILETTTFFQR 659 668 58.0 26.8 51.3 2 0 0 1,255.6682
H_21 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 3 3 6 2.19% FTILDSQGK 723 731 31.1 27.0 29.5 2 0 0 1,008.5362
H_21 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 3 3 6 2.19% AIWAALQTQTSNAAK 813 827 68.2 28.0 56.6 2 0 0 1,573.8333
I_21 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 2 2 4 1.61% ILETTTFFQR 659 668 44.0 26.9 33.9 2 0 0 1,255.6682
I_21 UDP‐glucose:glycoprotein glucosyltransferase 1 UGGG1_HUMAN 177,195 2 2 4 1.61% AIWAALQTQTSNAAK 813 827 58.8 28.2 46.7 2 0 0 1,573.8333
A_15 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 6 7 11 15.00% AMSQDGASQFQEVIR 11 25 77.7 25.0 72.1 2 0 0 1,682.7804
A_15 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 6 7 11 15.00% ILTTASSHEFEHTK 39 52 29.1 26.6 28.4 2 1 0 1,600.7966
A_15 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 6 7 11 15.00% IQRPPEDSIQPYEK 78 91 35.2 27.3 19.4 1 0 0 1,699.8652
A_15 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 6 7 11 15.00% LVEIAQVPK 304 312 49.6 25.0 43.5 2 0 0 996.6089
A_15 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 6 7 11 15.00% SFENSLGINVPR 378 389 66.0 28.2 55.2 2 0 0 1,332.6906
A_15 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 6 7 11 15.00% IDIPPGAVLENK 486 497 21.4 25.7 13.4 1 0 0 1,265.7102
B_15 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 4 4 8 9.84% IQRPPEDSIQPYEK 78 91 26.6 27.4 19.3 2 0 0 1,699.8652
B_15 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 4 4 8 9.84% GLPDNISSVLNK 96 107 40.0 27.2 31.1 2 0 0 1,256.6846
B_15 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 4 4 8 9.84% SFENSLGINVPR 378 389 49.3 28.2 44.4 2 0 0 1,332.6906
B_15 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 4 4 8 9.84% IDIPPGAVLENK 486 497 38.3 25.7 30.8 2 0 0 1,265.7102
H_13 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 3 3 6 7.48% IQRPPEDSIQPYEK 78 91 38.9 27.5 32.0 2 0 0 1,699.8652
H_13 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 3 3 6 7.48% GLPDNISSVLNK 96 107 52.9 27.3 42.2 2 0 0 1,256.6846
H_13 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 3 3 6 7.48% SFENSLGINVPR 378 389 60.6 28.2 48.1 2 0 0 1,332.6906
K_13 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 2 2 3 5.12% IQRPPEDSIQPYEK 78 91 23.2 27.6 14.6 1 0 0 1,699.8652
K_13 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 2 2 3 5.12% SFENSLGINVPR 378 389 59.5 28.2 39.3 2 0 0 1,332.6906



L_09 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 2 2 4 5.12% IQRPPEDSIQPYEK 78 91 36.9 27.6 23.2 0 2 0 1,699.8652
L_09 UTP‐‐glucose‐1‐phosphate uridylyltransferase UGPA_HUMAN 56,942 2 2 4 5.12% SFENSLGINVPR 378 389 66.0 28.2 54.7 2 0 0 1,332.6906
A_16 NEDD8‐activating enzyme E1 regulatory subunit ULA1_MACFA 57,613 2 2 4 5.49% LLQSIGQAPESISEK 340 354 36.1 27.2 30.4 2 0 0 1,599.8590
A_16 NEDD8‐activating enzyme E1 regulatory subunit ULA1_MACFA 57,613 2 2 4 5.49% SLAEEYGLDTINK 373 385 58.0 27.0 49.0 2 0 0 1,452.7218
B_16 NEDD8‐activating enzyme E1 regulatory subunit ULA1_MACFA 57,613 2 2 4 5.49% LLQSIGQAPESISEK 340 354 48.3 27.2 43.2 2 0 0 1,599.8590
B_16 NEDD8‐activating enzyme E1 regulatory subunit ULA1_MACFA 57,613 2 2 4 5.49% SLAEEYGLDTINK 373 385 61.9 27.3 51.2 2 0 0 1,452.7218
B_14 Uridine 5'‐monophosphate synthase UMPS_BOVIN 52,230 2 2 3 3.75% FADIGNTVK 315 323 29.9 27.1 19.2 1 0 0 964.5099
B_14 Uridine 5'‐monophosphate synthase UMPS_BOVIN 52,230 2 2 3 3.75% AAWEAYLSR 469 477 46.7 27.0 27.3 2 0 0 1,066.5315
L_08 Uridine 5'‐monophosphate synthase UMPS_BOVIN 52,230 2 2 3 3.75% GSDIIIVGR 443 451 27.8 28.9 19.4 1 0 0 929.5416
L_08 Uridine 5'‐monophosphate synthase UMPS_BOVIN 52,230 2 2 3 3.75% AAWEAYLSR 469 477 36.2 27.8 25.6 2 0 0 1,066.5315
A_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 6 7 11 7.42% ASQNLVVLAR 174 183 28.6 26.1 22.8 1 0 0 1,070.6316
A_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 6 7 11 7.42% TVATLSILGTR 230 240 60.5 25.0 53.5 2 0 0 1,131.6733
A_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 6 7 11 7.42% DNALTLLIK 313 321 32.9 27.4 1.3 1 0 0 1,000.6039
A_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 6 7 11 7.42% SWFEGQGLAGK 401 411 53.4 27.5 42.4 2 0 0 1,179.5794
A_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 6 7 11 7.42% ALIPLALEGTDVGQTK 692 707 75.2 25.2 0.0 2 1 0 1,625.9112
A_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 6 7 11 7.42% EVQDLFEAQGNDR 807 819 64.1 25.0 61.7 2 0 0 1,520.6977
B_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 5 5 7 6.57% DNALTLLIK 313 321 40.6 27.4 13.9 2 0 0 1,000.6039
B_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 5 5 7 6.57% SWFEGQGLAGK 401 411 37.7 27.7 21.4 1 0 0 1,179.5794
B_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 5 5 7 6.57% ALIPLALEGTDVGQTK 692 707 67.9 25.5 0.0 2 0 0 1,625.9112
B_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 5 5 7 6.57% EVQDLFEAQGNDR 807 819 54.2 25.0 50.4 1 0 0 1,520.6977
B_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 5 5 7 6.57% GAVVVLNMVEASR 882 894 45.5 27.8 35.8 1 0 0 1,344.7303
C_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 4 4 7 4.98% TVATLSILGTR 230 240 44.2 25.0 39.3 2 0 0 1,131.6733
C_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 4 4 7 4.98% DNALTLLIK 313 321 34.2 25.1 12.2 2 0 0 1,000.6039
C_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 4 4 7 4.98% SWFEGQGLAGK 401 411 24.8 27.8 17.7 1 0 0 1,179.5794
C_21 Protein unc‐45 homolog A UN45A_HUMAN 103,079 4 4 7 4.98% ALIPLALEGTDVGQTK 692 707 63.9 25.3 0.0 2 0 0 1,625.9112
I_17 Protein unc‐45 homolog A UN45A_HUMAN 103,079 2 2 4 2.65% DNALTLLIK 313 321 29.2 25.1 6.2 2 0 0 1,000.6039
I_17 Protein unc‐45 homolog A UN45A_HUMAN 103,079 2 2 4 2.65% ALIPLALEGTDVGQTK 692 707 73.5 25.1 0.0 2 0 0 1,625.9112
I_18 Protein unc‐45 homolog A UN45A_HUMAN 103,079 2 2 4 2.65% DNALTLLIK 313 321 29.3 25.9 1.7 2 0 0 1,000.6039
I_18 Protein unc‐45 homolog A UN45A_HUMAN 103,079 2 2 4 2.65% ALIPLALEGTDVGQTK 692 707 74.9 25.2 0.0 2 0 0 1,625.9112
K_17 Protein unc‐45 homolog A UN45A_HUMAN 103,079 3 3 5 3.81% DNALTLLIK 313 321 39.8 27.4 13.4 2 0 0 1,000.6039
K_17 Protein unc‐45 homolog A UN45A_HUMAN 103,079 3 3 5 3.81% SWFEGQGLAGK 401 411 33.5 28.2 16.2 2 0 0 1,179.5794
K_17 Protein unc‐45 homolog A UN45A_HUMAN 103,079 3 3 5 3.81% ALIPLALEGTDVGQTK 692 707 44.7 25.5 0.0 1 0 0 1,625.9112
L_13 Protein unc‐45 homolog A UN45A_HUMAN 103,079 2 2 3 2.12% LDQAVLDLQR 108 117 43.6 27.0 24.4 1 0 0 1,170.6479
L_13 Protein unc‐45 homolog A UN45A_HUMAN 103,079 2 2 3 2.12% ASQNLVVLAR 174 183 53.4 26.0 39.5 2 0 0 1,070.6316
C_18 Fermitin family homolog 3 URP2_HUMAN 75,955 2 2 2 3.90% SQDEAPGDPIQQLNLK 390 405 23.7 28.3 14.8 1 0 0 1,752.8766
C_18 Fermitin family homolog 3 URP2_HUMAN 75,955 2 2 2 3.90% IDLAVGDVVK 581 590 28.1 26.4 13.8 1 0 0 1,028.5988
A_22 General vesicular transport factor p115 USO1_HUMAN 107,898 5 6 10 8.00% GVMGGQSAGPQHTEAETIQK 6 25 21.3 25.9 16.5 0 1 0 2,041.9611
A_22 General vesicular transport factor p115 USO1_HUMAN 107,898 5 6 10 8.00% NDGVLLLQALTR 184 195 49.8 25.2 37.2 2 0 0 1,312.7585
A_22 General vesicular transport factor p115 USO1_HUMAN 107,898 5 6 10 8.00% IVAFENAFER 203 212 45.2 26.8 37.7 2 0 0 1,195.6105
A_22 General vesicular transport factor p115 USO1_HUMAN 107,898 5 6 10 8.00% VLVSPTNPPGATSSCQK 289 305 50.2 27.5 35.7 2 0 0 1,742.8743
A_22 General vesicular transport factor p115 USO1_HUMAN 107,898 5 6 10 8.00% SSQTSGTNEQSSAIVSAR 765 782 86.2 26.3 73.8 2 1 0 1,809.8572
B_22 General vesicular transport factor p115 USO1_HUMAN 107,898 10 11 19 14.10% GVMGGQSAGPQHTEAETIQK 6 25 48.4 26.0 46.0 0 2 0 2,041.9611
B_22 General vesicular transport factor p115 USO1_HUMAN 107,898 10 11 19 14.10% VASSTLLDDR 30 39 26.8 28.6 23.1 1 0 0 1,076.5583
B_22 General vesicular transport factor p115 USO1_HUMAN 107,898 10 11 19 14.10% NDGVLLLQALTR 184 195 82.3 25.2 60.7 2 0 0 1,312.7585
B_22 General vesicular transport factor p115 USO1_HUMAN 107,898 10 11 19 14.10% IVAFENAFER 203 212 47.8 26.7 40.5 2 0 0 1,195.6105
B_22 General vesicular transport factor p115 USO1_HUMAN 107,898 10 11 19 14.10% VLVSPTNPPGATSSCQK 289 305 30.0 27.5 21.4 2 0 0 1,742.8743
B_22 General vesicular transport factor p115 USO1_HUMAN 107,898 10 11 19 14.10% TLEQHDNIVTHYK 644 656 21.7 27.2 16.6 0 1 0 1,597.7970
B_22 General vesicular transport factor p115 USO1_HUMAN 107,898 10 11 19 14.10% EQDLQLEELR 661 670 39.6 26.3 26.2 2 0 0 1,272.6432
B_22 General vesicular transport factor p115 USO1_HUMAN 107,898 10 11 19 14.10% SSQTSGTNEQSSAIVSAR 765 782 94.4 26.4 85.1 2 1 0 1,809.8572
B_22 General vesicular transport factor p115 USO1_HUMAN 107,898 10 11 19 14.10% LSALLQETK 850 858 29.8 26.0 19.5 2 0 0 1,002.5831
B_22 General vesicular transport factor p115 USO1_HUMAN 107,898 10 11 19 14.10% EQLDSSNSTIAILQTEK 876 892 71.0 28.2 61.7 2 0 0 1,876.9500
C_22 General vesicular transport factor p115 USO1_HUMAN 107,898 4 4 5 5.93% NDGVLLLQALTR 184 195 30.0 26.9 20.6 1 0 0 1,312.7585
C_22 General vesicular transport factor p115 USO1_HUMAN 107,898 4 4 5 5.93% IVAFENAFER 203 212 42.5 26.7 39.4 2 0 0 1,195.6105
C_22 General vesicular transport factor p115 USO1_HUMAN 107,898 4 4 5 5.93% VLVSPTNPPGATSSCQK 289 305 41.0 27.3 38.6 1 0 0 1,742.8743
C_22 General vesicular transport factor p115 USO1_HUMAN 107,898 4 4 5 5.93% SSQTSGTNEQSSAIVSAR 765 782 52.4 26.4 42.2 1 0 0 1,809.8572
H_19 General vesicular transport factor p115 USO1_HUMAN 107,898 4 4 7 4.99% IVAFENAFER 203 212 38.6 26.7 38.6 2 0 0 1,195.6105
H_19 General vesicular transport factor p115 USO1_HUMAN 107,898 4 4 7 4.99% VLVSPTNPPGATSSCQK 289 305 60.2 27.4 53.8 2 0 0 1,742.8743
H_19 General vesicular transport factor p115 USO1_HUMAN 107,898 4 4 7 4.99% SQLNSQSVEITK 799 810 47.6 28.7 44.7 2 0 0 1,333.6958
H_19 General vesicular transport factor p115 USO1_HUMAN 107,898 4 4 7 4.99% LSALLQETK 850 858 23.4 27.6 8.7 1 0 0 1,002.5831
I_19 General vesicular transport factor p115 USO1_HUMAN 107,898 2 2 3 2.81% IVAFENAFER 203 212 41.8 26.7 35.6 1 0 0 1,195.6105
I_19 General vesicular transport factor p115 USO1_HUMAN 107,898 2 2 3 2.81% VLVSPTNPPGATSSCQK 289 305 27.2 27.6 22.8 2 0 0 1,742.8743
K_18 General vesicular transport factor p115 USO1_HUMAN 107,898 2 2 3 2.08% IVAFENAFER 203 212 45.1 26.4 41.8 2 0 0 1,195.6105
K_18 General vesicular transport factor p115 USO1_HUMAN 107,898 2 2 3 2.08% EQDLQLEELR 661 670 22.1 26.6 15.4 1 0 0 1,272.6432
A_05 Vesicle‐associated membrane protein‐associated protein A VAPA_BOVIN 27,857 5 6 10 18.90% HEQILVLDPPTDLK 11 24 55.3 27.3 46.6 2 0 0 1,617.8850
A_05 Vesicle‐associated membrane protein‐associated protein A VAPA_BOVIN 27,857 5 6 10 18.90% FKGPFTDVVTTNLK 25 38 31.9 25.6 23.6 2 2 0 1,566.8528
A_05 Vesicle‐associated membrane protein‐associated protein A VAPA_BOVIN 27,857 5 6 10 18.90% GPFTDVVTTNLK 27 38 75.8 27.6 62.0 2 0 0 1,291.6894
A_05 Vesicle‐associated membrane protein‐associated protein A VAPA_BOVIN 27,857 5 6 10 18.90% CVFEMPNENDK 128 138 29.1 25.0 21.4 1 0 0 1,398.5665
A_05 Vesicle‐associated membrane protein‐associated protein A VAPA_BOVIN 27,857 5 6 10 18.90% CVFEMPNENDKLNDMEPSK 128 146 20.0 25.0 16.1 0 1 0 2,328.9783
B_05 Vesicle‐associated membrane protein‐associated protein A VAPA_BOVIN 27,857 2 2 4 10.40% HEQILVLDPPTDLK 11 24 43.5 27.5 39.7 2 0 0 1,617.8850
B_05 Vesicle‐associated membrane protein‐associated protein A VAPA_BOVIN 27,857 2 2 4 10.40% GPFTDVVTTNLK 27 38 61.3 27.4 55.5 2 0 0 1,291.6894
H_05 Vesicle‐associated membrane protein‐associated protein A VAPA_BOVIN 27,857 3 4 7 11.20% HEQILVLDPPTDLK 11 24 62.3 27.1 53.0 2 0 0 1,617.8850
H_05 Vesicle‐associated membrane protein‐associated protein A VAPA_BOVIN 27,857 3 4 7 11.20% FKGPFTDVVTTNLK 25 38 43.7 26.0 35.5 1 2 0 1,566.8528
H_05 Vesicle‐associated membrane protein‐associated protein A VAPA_BOVIN 27,857 3 4 7 11.20% GPFTDVVTTNLK 27 38 90.8 28.0 76.6 2 0 0 1,291.6894
C_06 V‐type proton ATPase subunit S1 VAS1_HUMAN 52,027 2 2 4 4.68% NVLLFLQDK 88 96 30.3 26.6 18.4 2 0 0 1,089.6304
C_06 V‐type proton ATPase subunit S1 VAS1_HUMAN 52,027 2 2 4 4.68% LPYTASSGLMAPR 181 193 76.0 28.6 67.6 2 0 0 1,379.6989
L_08 Vasodilator‐stimulated phosphoprotein VASP_HUMAN 40,463 2 2 3 6.05% VQIYHNPTANSFR 36 48 30.4 27.3 22.5 0 2 0 1,546.7760
L_08 Vasodilator‐stimulated phosphoprotein VASP_HUMAN 40,463 2 2 3 6.05% QVWGLNFGSK 87 96 28.7 32.5 28.0 1 0 0 1,135.5895
A_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 5 10.20% CLVLTGFGGYDK 50 61 24.6 26.6 16.3 1 0 0 1,329.6510
A_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 5 10.20% ACGLNFADLMAR 85 96 53.7 26.2 51.6 2 0 0 1,354.6243
A_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 5 10.20% GVDIVMDPLGGSDTAK 256 271 90.2 26.7 85.8 2 0 0 1,590.7684
A_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 8 8 16 31.00% EVAEAATGEDASSPPPK 6 22 67.7 26.0 67.7 2 0 0 1,655.7760
A_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 8 8 16 31.00% TEAASDPQHPAASEGAAAAAASPPLLR 23 49 47.0 27.1 42.2 0 2 0 2,557.2642
A_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 8 8 16 31.00% CLVLTGFGGYDK 50 61 56.0 26.1 48.8 2 0 0 1,329.6510
A_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 8 8 16 31.00% ACGLNFADLMAR 85 96 83.2 26.4 77.3 2 0 0 1,354.6243
A_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 8 8 16 31.00% TVENVTVFGTASASK 211 225 107.0 27.4 103.0 2 0 0 1,510.7747
A_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 8 8 16 31.00% GVDIVMDPLGGSDTAK 256 271 73.8 26.9 63.9 2 0 0 1,574.7734
A_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 8 8 16 31.00% VVTYGMANLLTGPK 282 295 63.2 27.7 55.8 2 0 0 1,479.7878
A_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 8 8 16 31.00% VLLVPGPEK 383 391 34.0 25.0 25.8 2 0 0 951.5875
B_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 6 10.20% CLVLTGFGGYDK 50 61 34.7 26.1 27.0 2 0 0 1,329.6510
B_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 6 10.20% ACGLNFADLMAR 85 96 33.3 26.2 33.3 2 0 0 1,354.6243
B_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 6 10.20% GVDIVMDPLGGSDTAK 256 271 81.7 26.4 74.1 2 0 0 1,590.7684
B_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 7 14 24.20% EVAEAATGEDASSPPPK 6 22 58.8 26.5 54.3 2 0 0 1,655.7760
B_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 7 14 24.20% CLVLTGFGGYDK 50 61 37.8 26.7 27.0 2 0 0 1,329.6510
B_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 7 14 24.20% ACGLNFADLMAR 85 96 68.7 26.4 66.7 2 0 0 1,354.6243
B_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 7 14 24.20% TVENVTVFGTASASK 211 225 95.1 27.2 89.3 2 0 0 1,510.7747
B_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 7 14 24.20% GVDIVMDPLGGSDTAK 256 271 88.7 27.0 76.9 2 0 0 1,574.7734
B_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 7 14 24.20% VVTYGMANLLTGPK 282 295 68.7 27.6 52.4 2 0 0 1,479.7878
B_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 7 14 24.20% VLLVPGPEK 383 391 31.0 25.0 24.7 2 0 0 951.5875
C_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 9 15 24.40% EVAEAATGEDASSPPPK 6 22 48.7 26.0 42.8 2 0 0 1,655.7760
C_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 9 15 24.40% CLVLTGFGGYDK 50 61 35.1 26.3 22.5 2 0 0 1,329.6510
C_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 9 15 24.40% ACGLNFADLMAR 85 96 64.2 26.2 57.9 2 0 0 1,354.6243
C_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 9 15 24.40% TVENVTVFGTASASK 211 225 93.4 27.4 88.4 2 0 0 1,510.7747
C_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 9 15 24.40% GVDIVMDPLGGSDTAK 256 271 61.5 26.6 57.1 3 0 0 1,590.7684
C_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 9 15 24.40% GYNLLKPMGK 272 281 30.6 28.2 25.4 2 0 0 1,136.6135
C_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 7 9 15 24.40% VVTYGMANLLTGPK 282 295 47.8 28.0 40.3 1 1 0 1,479.7878
C_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 4 4 6 14.80% EVAEAATGEDASSPPPK 6 22 52.0 26.3 52.0 1 0 0 1,655.7760
C_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 4 4 6 14.80% ACGLNFADLMAR 85 96 54.2 26.2 48.1 2 0 0 1,354.6243
C_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 4 4 6 14.80% TVENVTVFGTASASK 211 225 59.8 27.4 59.8 1 0 0 1,510.7747
C_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 4 4 6 14.80% VVTYGMANLLTGPK 282 295 67.1 27.7 62.3 2 0 0 1,479.7878
F_14 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 2 2 4 7.89% TVENVTVFGTASASK 211 225 84.5 27.2 84.5 2 0 0 1,510.7747
F_14 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 2 2 4 7.89% GVDIVMDPLGGSDTAK 256 271 61.7 26.8 59.7 2 0 0 1,590.7684
I_10 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 2 2 3 7.63% GVDIVMDPLGGSDTAK 256 271 65.0 26.8 61.0 2 0 0 1,574.7734



I_10 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 2 2 3 7.63% VVTYGMANLLTGPK 282 295 63.5 27.9 51.7 1 0 0 1,479.7878
I_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 6 12 17.60% CLVLTGFGGYDK 50 61 41.7 26.8 30.0 2 0 0 1,329.6510
I_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 6 12 17.60% ACGLNFADLMAR 85 96 47.2 26.4 47.2 2 0 0 1,354.6243
I_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 6 12 17.60% TVENVTVFGTASASK 211 225 86.7 27.6 83.8 2 0 0 1,510.7747
I_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 6 12 17.60% GVDIVMDPLGGSDTAK 256 271 70.8 26.7 67.2 4 0 0 1,574.7734
I_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 6 12 17.60% VVTYGMANLLTGPK 282 295 51.1 27.5 46.4 2 0 0 1,479.7878
J_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 4 4 6 14.50% CLVLTGFGGYDK 50 61 27.3 27.0 20.8 2 0 0 1,329.6510
J_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 4 4 6 14.50% TVENVTVFGTASASK 211 225 69.8 27.9 62.1 1 0 0 1,510.7747
J_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 4 4 6 14.50% GVDIVMDPLGGSDTAK 256 271 68.9 27.4 62.3 1 0 0 1,574.7734
J_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 4 4 6 14.50% VVTYGMANLLTGPK 282 295 54.0 28.0 47.8 2 0 0 1,479.7878
K_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 6 7 12 24.40% TEAASDPQHPAASEGAAAAAASPPLLR 23 49 35.8 27.1 28.4 0 1 0 2,557.2642
K_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 6 7 12 24.40% CLVLTGFGGYDK 50 61 45.6 26.5 34.8 2 0 0 1,329.6510
K_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 6 7 12 24.40% ACGLNFADLMAR 85 96 63.7 26.4 60.9 2 0 0 1,354.6243
K_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 6 7 12 24.40% TVENVTVFGTASASK 211 225 104.0 27.4 98.3 2 0 0 1,510.7747
K_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 6 7 12 24.40% GVDIVMDPLGGSDTAK 256 271 73.4 26.9 73.1 3 0 0 1,590.7684
K_11 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 6 7 12 24.40% VVTYGMANLLTGPK 282 295 48.6 27.5 40.0 2 0 0 1,479.7878
L_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 4 5 7 12.70% CLVLTGFGGYDK 50 61 38.5 26.7 27.6 2 0 0 1,329.6510
L_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 4 5 7 12.70% TVENVTVFGTASASK 211 225 96.6 27.9 89.6 2 0 0 1,510.7747
L_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 4 5 7 12.70% VVTYGMANLLTGPK 282 295 64.1 27.7 61.9 2 0 0 1,463.7928
L_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 4 5 7 12.70% VLLVPGPEK 383 391 28.9 25.0 19.1 1 0 0 951.5875
L_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 8 19.80% TEAASDPQHPAASEGAAAAAASPPLLR 23 49 27.3 27.0 16.6 0 1 0 2,557.2642
L_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 8 19.80% CLVLTGFGGYDK 50 61 44.4 26.7 33.1 2 0 0 1,329.6510
L_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 8 19.80% TVENVTVFGTASASK 211 225 99.5 27.9 90.4 2 0 0 1,510.7747
L_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 8 19.80% GYNLLKPMGK 272 281 34.7 28.1 27.0 1 0 0 1,136.6135
L_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 8 19.80% VVTYGMANLLTGPK 282 295 73.9 28.2 66.2 2 0 0 1,479.7878
L_09 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 2 2 3 6.36% VVTYGMANLLTGPK 282 295 40.6 28.2 37.6 1 0 0 1,479.7878
L_09 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 2 2 3 6.36% VLLVPGPEKEN 383 393 33.3 25.2 31.9 2 0 0 1,194.6730
L_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 2 2 3 6.62% ACGLNFADLMAR 85 96 44.1 26.8 44.1 1 0 0 1,354.6243
L_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 2 2 3 6.62% VVTYGMANLLTGPK 282 295 45.0 27.9 44.0 2 0 0 1,479.7878
L_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 2 2 3 7.38% TVENVTVFGTASASK 211 225 69.8 27.9 64.6 2 0 0 1,510.7747
L_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 2 2 3 7.38% VVTYGMANLLTGPK 282 295 48.4 28.0 41.1 1 0 0 1,479.7878
M_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 10 14.20% TVENVTVFGTASASK 211 225 78.1 27.9 72.7 2 0 0 1,510.7747
M_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 10 14.20% GVDIVMDPLGGSDTAK 256 271 66.1 26.8 63.8 2 0 0 1,590.7684
M_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 10 14.20% VVTYGMANLLTGPK 282 295 41.7 27.7 32.7 2 0 0 1,479.7878
M_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 10 14.20% VLLVPGPEK 383 391 30.3 25.0 15.6 2 0 0 951.5875
M_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 10 14.20% VLLVPGPEKEN 383 393 32.9 25.2 32.9 2 0 0 1,194.6730
M_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 6 10.40% ACGLNFADLMAR 85 96 52.7 26.4 41.6 2 0 0 1,354.6243
M_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 6 10.40% TVENVTVFGTASASK 211 225 93.0 28.1 82.9 2 0 0 1,510.7747
M_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 6 10.40% VVTYGMANLLTGPK 282 295 59.8 28.2 44.2 2 0 0 1,479.7878
M_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 6 10.40% GVDIVMDPLGGSDTAK 256 271 63.6 26.9 61.5 2 0 0 1,590.7684
M_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 6 10.40% VVTYGMANLLTGPK 282 295 58.9 27.7 46.1 2 0 0 1,479.7878
M_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 6 10.40% VLLVPGPEKEN 383 393 41.5 25.2 32.1 2 0 0 1,194.6730
M_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 4 10.40% GVDIVMDPLGGSDTAK 256 271 42.2 26.9 42.1 1 0 0 1,590.7684
M_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 4 10.40% VVTYGMANLLTGPK 282 295 30.8 27.9 25.3 1 0 0 1,479.7878
M_13 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 4 10.40% VLLVPGPEKEN 383 393 27.6 25.8 12.8 2 0 0 1,194.6730
O_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 6 10.40% ACGLNFADLMAR 85 96 67.8 26.9 58.3 2 0 0 1,354.6243
O_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 6 10.40% TVENVTVFGTASASK 211 225 73.2 28.0 63.1 2 0 0 1,510.7747
O_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 6 10.40% VVTYGMANLLTGPK 282 295 37.2 27.8 30.9 2 0 0 1,479.7878
P_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 5 10.40% ACGLNFADLMAR 85 96 59.1 27.0 54.8 1 0 0 1,354.6243
P_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 5 10.40% TVENVTVFGTASASK 211 225 83.4 28.3 75.2 2 0 0 1,510.7747
P_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 5 10.40% VVTYGMANLLTGPK 282 295 45.7 28.0 37.0 2 0 0 1,479.7878
Q_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 8 21.40% TEAASDPQHPAASEGAAAAAASPPLLR 23 49 28.4 27.1 24.6 0 2 0 2,557.2642
Q_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 8 21.40% ACGLNFADLMAR 85 96 67.2 26.9 62.5 1 0 0 1,354.6243
Q_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 8 21.40% TVENVTVFGTASASK 211 225 93.7 27.9 83.8 2 0 0 1,510.7747
Q_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 8 21.40% GVDIVMDPLGGSDTAK 256 271 95.6 27.2 87.6 2 0 0 1,590.7684
Q_07 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 5 5 8 21.40% VVTYGMANLLTGPK 282 295 32.5 27.5 27.6 1 0 0 1,479.7878
Q_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 2 2 4 7.38% TVENVTVFGTASASK 211 225 88.4 28.1 80.9 2 0 0 1,510.7747
Q_08 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 2 2 4 7.38% VVTYGMANLLTGPK 282 295 50.0 28.0 46.7 2 0 0 1,479.7878
Q_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 4 10.40% GVDIVMDPLGGSDTAK 256 271 69.6 27.1 64.2 1 0 0 1,590.7684
Q_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 4 10.40% VVTYGMANLLTGPK 282 295 36.7 27.5 36.1 1 0 0 1,479.7878
Q_12 Synaptic vesicle membrane protein VAT‐1 homolog VAT1_HUMAN 41,920 3 3 4 10.40% VLLVPGPEKEN 383 393 36.2 25.1 29.4 2 0 0 1,194.6730
B_18 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 5 5 8 11.00% VGHSELVGEIIR 45 56 28.5 26.6 27.4 1 0 0 1,308.7271
B_18 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 5 5 8 11.00% LPANHPLLTGQR 221 232 52.5 27.3 41.1 2 0 0 1,316.7435
B_18 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 5 5 8 11.00% DFPELTMEVDGK 290 301 24.8 25.0 17.4 1 0 0 1,396.6304
B_18 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 5 5 8 11.00% TALVANTSNMPVAAR 309 323 88.2 28.0 79.2 2 0 0 1,531.7897
B_18 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 5 5 8 11.00% LAEMPADSGYPAYLGAR 365 381 48.2 26.6 34.2 2 0 0 1,797.8478
C_18 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 2 2 3 4.38% LPANHPLLTGQR 221 232 25.7 27.6 19.4 1 0 0 1,316.7435
C_18 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 2 2 3 4.38% TALVANTSNMPVAAR 309 323 67.8 28.2 54.9 2 0 0 1,531.7897
L_10 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 5 5 8 11.70% FTMVQVWPVR 203 212 31.5 28.2 19.9 2 0 0 1,278.6664
L_10 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 5 5 8 11.70% YSNSDVIIYVGCGER 266 280 39.5 25.0 30.4 1 0 0 1,731.8007
L_10 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 5 5 8 11.70% TALVANTSNMPVAAR 309 323 82.1 27.5 71.0 2 0 0 1,531.7897
L_10 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 5 5 8 11.70% LAEMPADSGYPAYLGAR 365 381 65.4 26.8 57.4 2 0 0 1,797.8478
L_10 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 5 5 8 11.70% ASLAETDKITLEVAK 499 513 50.8 27.3 35.5 1 0 0 1,588.8794
L_11 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 2 2 4 5.19% TALVANTSNMPVAAR 309 323 60.1 27.8 51.8 2 0 0 1,531.7897
L_11 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 2 2 4 5.19% LAEMPADSGYPAYLGAR 365 381 64.5 26.6 61.0 2 0 0 1,797.8478
M_10 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 2 2 3 5.19% TALVANTSNMPVAAR 309 323 54.2 28.3 43.8 2 0 0 1,531.7897
M_10 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 2 2 3 5.19% LAEMPADSGYPAYLGAR 365 381 39.7 26.6 37.6 1 0 0 1,797.8478
Q_10 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 3 3 5 6.65% GVNVSALSR 121 129 50.0 29.0 32.1 2 0 0 902.5053
Q_10 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 3 3 5 6.65% TALVANTSNMPVAAR 309 323 77.6 28.4 67.7 2 0 0 1,531.7897
Q_10 V‐type proton ATPase catalytic subunit A VATA_HUMAN 68,306 3 3 5 6.65% LAEMPADSGYPAYLGAR 365 381 45.3 26.8 45.3 1 0 0 1,797.8478
A_15 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 3 3 5 7.63% TVSGVNGPLVILDHVK 49 64 15.2 25.0 11.6 0 1 0 1,647.9430
A_15 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 3 3 5 7.63% TSCEFTGDILR 110 120 47.5 25.0 39.0 2 0 0 1,298.6047
A_15 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 3 3 5 7.63% IPQSTLSEFYPR 495 506 66.2 27.9 52.1 2 0 0 1,437.7373
B_15 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 5 6 10 12.30% TVSGVNGPLVILDHVK 49 64 48.3 25.0 43.1 2 1 0 1,647.9430
B_15 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 5 6 10 12.30% YAEIVHLTLPDGTK 68 81 36.0 27.6 29.0 1 0 0 1,556.8321
B_15 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 5 6 10 12.30% TSCEFTGDILR 110 120 56.0 25.0 46.2 2 0 0 1,298.6047
B_15 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 5 6 10 12.30% TPVSEDMLGR 121 130 29.5 26.9 27.5 2 0 0 1,120.5305
B_15 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 5 6 10 12.30% IPQSTLSEFYPR 495 506 67.4 27.9 61.0 2 0 0 1,437.7373
C_15 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 3 3 6 7.44% AVVQVFEGTSGIDAK 94 108 100.0 28.7 90.6 2 0 0 1,520.7956
C_15 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 3 3 6 7.44% TSCEFTGDILR 110 120 41.0 25.0 33.5 2 0 0 1,298.6047
C_15 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 3 3 6 7.44% IPQSTLSEFYPR 495 506 72.2 27.7 63.2 2 0 0 1,437.7373
F_16 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 2 2 3 5.09% AVVQVFEGTSGIDAK 94 108 74.8 28.6 62.8 2 0 0 1,520.7956
F_16 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 2 2 3 5.09% NFIAQGPYENR 461 471 23.6 27.4 9.8 1 0 0 1,308.6331
H_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 4 4 8 9.59% AVVQVFEGTSGIDAK 94 108 94.7 28.6 87.8 2 0 0 1,520.7956
H_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 4 4 8 9.59% TSCEFTGDILR 110 120 44.3 25.0 36.7 2 0 0 1,298.6047
H_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 4 4 8 9.59% NFIAQGPYENR 461 471 42.6 26.9 23.2 2 0 0 1,308.6331
H_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 4 4 8 9.59% IPQSTLSEFYPR 495 506 39.8 27.9 32.7 2 0 0 1,437.7373
I_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 5 5 9 12.50% YAEIVHLTLPDGTKR 68 82 25.1 26.7 13.1 0 1 0 1,712.9332
I_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 5 5 9 12.50% AVVQVFEGTSGIDAK 94 108 81.7 28.3 75.6 2 0 0 1,520.7956
I_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 5 5 9 12.50% TSCEFTGDILR 110 120 50.2 25.0 35.7 2 0 0 1,298.6047
I_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 5 5 9 12.50% NFIAQGPYENR 461 471 41.7 27.3 23.5 2 0 0 1,308.6331
I_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 5 5 9 12.50% IPQSTLSEFYPR 495 506 74.1 27.3 64.2 2 0 0 1,437.7373
K_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 4 4 8 9.59% AVVQVFEGTSGIDAK 94 108 94.2 28.7 82.8 2 0 0 1,520.7956
K_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 4 4 8 9.59% TSCEFTGDILR 110 120 47.5 25.0 38.3 2 0 0 1,298.6047
K_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 4 4 8 9.59% NFIAQGPYENR 461 471 38.5 27.5 26.9 2 0 0 1,308.6331
K_13 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 4 4 8 9.59% IPQSTLSEFYPR 495 506 55.6 27.9 50.6 2 0 0 1,437.7373
L_09 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 2 2 4 5.28% AVVQVFEGTSGIDAK 94 108 83.1 28.4 68.5 2 0 0 1,520.7956
L_09 V‐type proton ATPase subunit B, brain isoform VATB2_HUMAN 56,578 2 2 4 5.28% IPQSTLSEFYPR 495 506 67.7 27.7 55.8 2 0 0 1,437.7373
A_12 V‐type proton ATPase subunit C 1 VATC1_HUMAN 43,987 2 2 2 5.76% GVTQIDNDLK 128 137 31.6 28.2 19.6 1 0 0 1,102.5741
A_12 V‐type proton ATPase subunit C 1 VATC1_HUMAN 43,987 2 2 2 5.76% QYETLAEMVVPR 200 211 37.6 27.0 31.8 1 0 0 1,451.7200
B_12 V‐type proton ATPase subunit C 1 VATC1_HUMAN 43,987 3 3 4 7.07% GVTQIDNDLK 128 137 25.2 29.4 11.7 1 0 0 1,102.5741
B_12 V‐type proton ATPase subunit C 1 VATC1_HUMAN 43,987 3 3 4 7.07% VFVESVLR 302 309 26.4 25.5 12.5 1 0 0 948.5512



B_12 V‐type proton ATPase subunit C 1 VATC1_HUMAN 43,987 3 3 4 7.07% IDCNLLEFK 374 382 41.9 27.1 28.5 2 0 0 1,151.5767
H_10 V‐type proton ATPase subunit C 1 VATC1_HUMAN 43,987 2 2 3 4.97% GVTQIDNDLK 128 137 23.7 28.1 9.6 1 0 0 1,102.5741
H_10 V‐type proton ATPase subunit C 1 VATC1_HUMAN 43,987 2 2 3 4.97% IDCNLLEFK 374 382 41.7 27.1 34.3 2 0 0 1,151.5767
A_03 V‐type proton ATPase subunit G 1 VATG1_HUMAN 13,758 2 2 3 11.90% QAKEEAQAEIEQYR 35 48 22.3 26.9 16.4 0 1 0 1,692.8188
A_03 V‐type proton ATPase subunit G 1 VATG1_HUMAN 13,758 2 2 3 11.90% EEAQAEIEQYR 38 48 65.5 25.0 56.1 2 0 0 1,365.6281
H_03 V‐type proton ATPase subunit G 1 VATG1_HUMAN 13,758 2 2 3 11.90% QAKEEAQAEIEQYR 35 48 27.7 27.1 24.7 0 1 0 1,692.8188
H_03 V‐type proton ATPase subunit G 1 VATG1_HUMAN 13,758 2 2 3 11.90% EEAQAEIEQYR 38 48 67.4 25.0 54.7 2 0 0 1,365.6281
H_04 V‐type proton ATPase subunit G 1 VATG1_HUMAN 13,758 2 2 4 11.90% QAKEEAQAEIEQYR 35 48 22.0 27.1 9.7 0 2 0 1,692.8188
H_04 V‐type proton ATPase subunit G 1 VATG1_HUMAN 13,758 2 2 4 11.90% EEAQAEIEQYR 38 48 54.3 25.0 51.5 2 0 0 1,365.6281
L_03 V‐type proton ATPase subunit G 1 VATG1_HUMAN 13,758 2 2 3 11.90% QAKEEAQAEIEQYR 35 48 24.1 26.9 18.2 0 1 0 1,692.8188
L_03 V‐type proton ATPase subunit G 1 VATG1_HUMAN 13,758 2 2 3 11.90% EEAQAEIEQYR 38 48 57.9 25.3 51.3 2 0 0 1,365.6281
A_25 Vascular endothelial growth factor receptor 2 VGFR2_HUMAN 151,529 2 2 3 1.84% VEVTECSDGLFCK 74 86 50.2 25.0 48.4 1 0 0 1,543.6769
A_25 Vascular endothelial growth factor receptor 2 VGFR2_HUMAN 151,529 2 2 3 1.84% FLSTLTIDGVTR 288 299 37.0 26.5 24.2 2 0 0 1,322.7316
C_24 Vascular endothelial growth factor receptor 2 VGFR2_HUMAN 151,529 2 2 4 1.84% VEVTECSDGLFCK 74 86 59.8 25.0 59.8 2 0 0 1,543.6769
C_24 Vascular endothelial growth factor receptor 2 VGFR2_HUMAN 151,529 2 2 4 1.84% FLSTLTIDGVTR 288 299 58.2 26.5 49.6 2 0 0 1,322.7316
C_25 Vascular endothelial growth factor receptor 2 VGFR2_HUMAN 151,529 2 2 4 2.14% FLSTLTIDGVTR 288 299 63.2 26.8 52.1 2 0 0 1,322.7316
C_25 Vascular endothelial growth factor receptor 2 VGFR2_HUMAN 151,529 2 2 4 2.14% SDQGLYTCAASSGLMTK 300 316 74.1 25.0 71.9 2 0 0 1,805.8046
J_21 Vascular endothelial growth factor receptor 2 VGFR2_HUMAN 151,529 2 2 3 1.55% FLSTLTIDGVTR 288 299 66.8 26.5 56.1 2 0 0 1,322.7316
J_21 Vascular endothelial growth factor receptor 2 VGFR2_HUMAN 151,529 2 2 3 1.55% NQFALIEGK 502 510 30.7 28.7 23.3 1 0 0 1,019.5521
K_21 Vascular endothelial growth factor receptor 2 VGFR2_HUMAN 151,529 2 2 3 1.55% FLSTLTIDGVTR 288 299 47.3 26.4 42.0 2 0 0 1,322.7316
K_21 Vascular endothelial growth factor receptor 2 VGFR2_HUMAN 151,529 2 2 3 1.55% NQFALIEGK 502 510 29.5 28.4 23.6 1 0 0 1,019.5521
A_18 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 3 1.69% SLELLVGEK 239 247 24.1 27.4 12.2 1 0 0 987.5722
A_18 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 3 1.69% GPILEATAGDELVK 340 353 79.5 26.5 74.1 2 0 0 1,412.7634
C_15 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 3 1.98% VAPEHEGHYVCEVQDR 643 658 21.0 25.0 20.8 0 1 0 1,924.8607
C_15 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 3 1.98% YLSVQALEAPR 669 679 30.5 28.4 22.4 2 0 0 1,246.6790
C_18 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 2 1.69% SLELLVGEK 239 247 26.1 27.4 17.3 1 0 0 987.5722
C_18 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 2 1.69% GPILEATAGDELVK 340 353 34.2 26.5 31.5 1 0 0 1,412.7634
H_14 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 4 1.54% HATLSLSIPR 633 642 65.4 25.0 50.7 2 0 0 1,094.6317
H_14 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 4 1.54% YLSVQALEAPR 669 679 37.6 28.3 33.5 2 0 0 1,246.6790
I_14 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 3 1.54% HATLSLSIPR 633 642 41.9 25.0 27.8 1 0 0 1,094.6317
I_14 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 3 1.54% YLSVQALEAPR 669 679 36.2 28.4 27.7 2 0 0 1,246.6790
J_14 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 3 1.54% HATLSLSIPR 633 642 42.9 25.0 34.2 2 0 0 1,094.6317
J_14 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 3 1.54% YLSVQALEAPR 669 679 24.0 28.0 18.8 1 0 0 1,246.6790
J_20 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 2 1.76% GPILEATAGDELVK 340 353 40.1 26.1 38.6 1 0 0 1,412.7634
J_20 Vascular endothelial growth factor receptor 3 VGFR3_HUMAN 152,758 2 2 2 1.76% HATLSLSIPR 633 642 17.5 25.0 12.3 1 0 0 1,094.6317
A_25 Vigilin VIGLN_HUMAN 141,458 8 8 14 6.70% VATLNSEEESDPPTYK 26 41 73.7 26.4 65.1 2 0 0 1,779.8284
A_25 Vigilin VIGLN_HUMAN 141,458 8 8 14 6.70% ICLEIMQR 103 110 26.0 27.8 17.0 1 0 0 1,078.5385
A_25 Vigilin VIGLN_HUMAN 141,458 8 8 14 6.70% TGAHLELSLAK 111 121 19.6 25.0 13.1 1 0 0 1,139.6420
A_25 Vigilin VIGLN_HUMAN 141,458 8 8 14 6.70% LQTQASATVAIPK 147 159 42.2 26.3 23.8 2 0 0 1,327.7581
A_25 Vigilin VIGLN_HUMAN 141,458 8 8 14 6.70% ARHEVLLISAEQDKR 208 222 26.5 26.3 17.7 0 2 0 1,764.9716
A_25 Vigilin VIGLN_HUMAN 141,458 8 8 14 6.70% HEVLLISAEQDKR 210 222 25.7 26.9 20.8 0 2 0 1,537.8334
A_25 Vigilin VIGLN_HUMAN 141,458 8 8 14 6.70% LVGEIMQETGTR 244 255 66.2 28.4 58.8 2 0 0 1,349.6732
A_25 Vigilin VIGLN_HUMAN 141,458 8 8 14 6.70% RCDIIIISGR 947 956 54.4 28.4 42.7 2 0 0 1,202.6676
B_24 Vigilin VIGLN_HUMAN 141,458 6 6 10 5.05% VATLNSEEESDPPTYK 26 41 84.4 26.1 71.0 2 0 0 1,779.8284
B_24 Vigilin VIGLN_HUMAN 141,458 6 6 10 5.05% LQTQASATVAIPK 147 159 64.8 26.2 50.3 2 0 0 1,327.7581
B_24 Vigilin VIGLN_HUMAN 141,458 6 6 10 5.05% ARHEVLLISAEQDKR 208 222 24.4 26.3 18.4 0 2 0 1,764.9716
B_24 Vigilin VIGLN_HUMAN 141,458 6 6 10 5.05% GNSLQEILER 315 324 66.5 28.8 44.9 2 0 0 1,158.6114
B_24 Vigilin VIGLN_HUMAN 141,458 6 6 10 5.05% RCDIIIISGR 947 956 30.7 28.6 21.7 1 0 0 1,202.6676
B_24 Vigilin VIGLN_HUMAN 141,458 6 6 10 5.05% CDIIIISGR 948 956 34.2 29.2 25.6 1 0 0 1,046.5665
B_25 Vigilin VIGLN_HUMAN 141,458 3 3 6 3.15% VATLNSEEESDPPTYK 26 41 49.5 26.4 42.7 2 0 0 1,779.8284
B_25 Vigilin VIGLN_HUMAN 141,458 3 3 6 3.15% LQTQASATVAIPK 147 159 54.4 26.3 39.1 2 0 0 1,327.7581
B_25 Vigilin VIGLN_HUMAN 141,458 3 3 6 3.15% LGQALTEVYAK 350 360 41.4 27.1 30.5 2 0 0 1,192.6573
C_25 Vigilin VIGLN_HUMAN 141,458 2 2 3 2.21% TEIVFTGEKEQLAQAVAR 266 283 19.0 26.6 6.0 0 1 0 1,990.0605
C_25 Vigilin VIGLN_HUMAN 141,458 2 2 3 2.21% GNSLQEILER 315 324 49.1 27.9 28.1 2 0 0 1,158.6114
H_21 Vigilin VIGLN_HUMAN 141,458 3 3 4 2.68% VATLNSEEESDPPTYK 26 41 60.5 26.1 52.2 1 0 0 1,779.8284
H_21 Vigilin VIGLN_HUMAN 141,458 3 3 4 2.68% GNSLQEILER 315 324 66.2 27.9 41.8 2 0 0 1,158.6114
H_21 Vigilin VIGLN_HUMAN 141,458 3 3 4 2.68% ELLELASR 496 503 24.9 27.4 8.3 1 0 0 930.5255
I_20 Vigilin VIGLN_HUMAN 141,458 2 2 3 1.42% GNSLQEILER 315 324 48.1 27.9 32.8 2 0 0 1,158.6114
I_20 Vigilin VIGLN_HUMAN 141,458 2 2 3 1.42% ELLELASR 496 503 42.4 28.3 33.5 1 0 0 930.5255
L_15 Vigilin VIGLN_HUMAN 141,458 2 2 4 1.42% GNSLQEILER 315 324 52.6 29.2 34.5 2 0 0 1,158.6114
L_15 Vigilin VIGLN_HUMAN 141,458 2 2 4 1.42% ELLELASR 496 503 31.3 30.1 19.7 2 0 0 930.5255
A_01 Vimentin VIME_HUMAN 53,653 7 7 12 20.00% MFGGPGTASRPSSSR 14 28 30.7 25.3 20.3 0 2 0 1,510.7068
A_01 Vimentin VIME_HUMAN 53,653 7 7 12 20.00% TYSLGSALRPSTSR 37 50 29.8 28.1 21.4 0 1 0 1,495.7863
A_01 Vimentin VIME_HUMAN 53,653 7 7 12 20.00% SLYASSPGGVYATR 51 64 65.8 26.8 50.5 2 0 0 1,428.7117
A_01 Vimentin VIME_HUMAN 53,653 7 7 12 20.00% ILLAELEQLK 130 139 35.9 25.0 19.8 2 0 0 1,169.7142
A_01 Vimentin VIME_HUMAN 53,653 7 7 12 20.00% KVESLQEEIAFLK 223 235 17.9 27.0 9.0 0 1 0 1,533.8524
A_01 Vimentin VIME_HUMAN 53,653 7 7 12 20.00% MALDIEIATYR 391 401 46.8 27.3 30.5 2 0 0 1,311.6615
A_01 Vimentin VIME_HUMAN 53,653 7 7 12 20.00% DGQVINETSQHHDDLE 451 466 28.2 25.0 28.2 2 0 0 1,836.7997
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% MFGGPGTASRPSSSR 14 28 18.1 25.0 3.2 0 1 0 1,510.7068
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% TYSLGSALRPSTSR 37 50 51.2 28.0 44.3 0 2 0 1,495.7863
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% SLYASSPGGVYATR 51 64 84.0 26.5 68.6 2 0 0 1,428.7117
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% VELQELNDR 105 113 26.7 26.3 20.4 1 0 0 1,115.5692
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% ILLAELEQLK 130 139 45.0 25.0 28.3 2 0 0 1,169.7142
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% ILLAELEQLKGQGK 130 143 60.4 25.0 52.0 2 1 0 1,539.9108
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% FADLSEAANR 295 304 47.7 27.6 39.1 2 0 0 1,093.5272
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% LQDEIQNMKEEMAR 365 378 25.9 25.0 24.1 1 0 0 1,766.8050
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% EYQDLLNVK 382 390 42.2 28.8 31.8 2 0 0 1,121.5838
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% MALDIEIATYR 391 401 52.6 27.7 42.0 2 0 0 1,311.6615
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% ETNLDSLPLVDTHSK 425 439 38.7 27.5 27.6 2 1 0 1,668.8441
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% ETNLDSLPLVDTHSKR 425 440 23.6 27.5 18.0 0 1 0 1,824.9452
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% TVETRDGQVINETSQHHDDLE 446 466 34.2 25.0 21.8 0 1 0 2,423.1072
A_02 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% DGQVINETSQHHDDLE 451 466 49.7 25.0 48.3 2 2 0 1,836.7997
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% SLYASSPGGVYATR 51 64 60.0 26.7 42.6 2 0 0 1,428.7117
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% TNEKVELQELNDR 101 113 38.4 27.5 28.1 0 1 0 1,587.7974
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% VELQELNDR 105 113 43.0 26.3 34.1 2 0 0 1,115.5692
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% FANYIDKVR 114 122 36.7 27.5 30.5 1 0 0 1,125.6051
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% ILLAELEQLK 130 139 56.3 25.0 24.4 2 0 0 1,169.7142
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% ILLAELEQLKGQGK 130 143 55.0 25.0 48.5 2 0 0 1,539.9108
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% DNLAEDIMR 176 184 36.1 25.0 34.3 2 0 0 1,092.4992
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% FADLSEAANR 295 304 48.1 27.5 36.6 2 0 0 1,093.5272
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% QVQSLTCEVDALKGTNESLER 322 342 26.1 27.1 19.4 0 2 0 2,377.1666
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% LQDEIQNMKEEMAR 365 378 22.8 25.0 13.2 0 2 0 1,766.8050
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% HLREYQDLLNVK 379 390 27.0 28.0 5.9 1 0 0 1,527.8279
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% EYQDLLNVK 382 390 42.6 28.5 28.7 2 0 0 1,121.5838
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% ETNLDSLPLVDTHSK 425 439 36.0 27.6 29.2 2 0 0 1,668.8441
A_03 Vimentin VIME_HUMAN 53,653 14 15 24 31.50% DGQVINETSQHHDDLE 451 466 32.2 25.0 31.7 0 1 0 1,836.7997
A_04 Vimentin VIME_HUMAN 53,653 11 12 21 25.30% TNEKVELQELNDR 101 113 35.1 27.5 24.6 0 2 0 1,587.7974
A_04 Vimentin VIME_HUMAN 53,653 11 12 21 25.30% ILLAELEQLK 130 139 58.0 25.0 17.5 2 0 0 1,169.7142
A_04 Vimentin VIME_HUMAN 53,653 11 12 21 25.30% ILLAELEQLKGQGK 130 143 58.0 25.0 58.0 2 0 0 1,539.9108
A_04 Vimentin VIME_HUMAN 53,653 11 12 21 25.30% VEVERDNLAEDIMR 171 184 26.7 27.1 20.0 1 0 0 1,704.8223
A_04 Vimentin VIME_HUMAN 53,653 11 12 21 25.30% KVESLQEEIAFLK 223 235 38.3 27.1 23.2 1 2 0 1,533.8524
A_04 Vimentin VIME_HUMAN 53,653 11 12 21 25.30% NLQEAEEWYK 283 292 38.7 25.0 38.7 2 0 0 1,309.6059
A_04 Vimentin VIME_HUMAN 53,653 11 12 21 25.30% QVQSLTCEVDALK 322 334 73.2 28.2 57.5 2 0 0 1,490.7521
A_04 Vimentin VIME_HUMAN 53,653 11 12 21 25.30% LQDEIQNMKEEMAR 365 378 22.2 25.0 12.7 0 1 0 1,766.8050
A_04 Vimentin VIME_HUMAN 53,653 11 12 21 25.30% HLREYQDLLNVK 379 390 22.0 28.0 9.8 0 2 0 1,527.8279
A_04 Vimentin VIME_HUMAN 53,653 11 12 21 25.30% EYQDLLNVK 382 390 37.6 28.4 10.1 2 0 0 1,121.5838
A_04 Vimentin VIME_HUMAN 53,653 11 12 21 25.30% ETNLDSLPLVDTHSK 425 439 45.5 27.4 37.4 2 0 0 1,668.8441
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% TNEKVELQELNDR 101 113 53.8 27.8 47.6 2 0 0 1,587.7974
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% VELQELNDR 105 113 47.0 26.3 36.7 2 0 0 1,115.5692
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% ILLAELEQLK 130 139 66.2 25.0 34.9 2 0 0 1,169.7142
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% ILLAELEQLKGQGK 130 143 60.5 25.0 56.6 2 2 0 1,539.9108
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% VEVERDNLAEDIMR 171 184 31.5 27.2 23.0 0 2 0 1,704.8223



A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% DNLAEDIMR 176 184 48.5 25.0 41.7 4 0 0 1,076.5042
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% EEAENTLQSFR 197 207 28.3 25.5 28.3 1 0 0 1,323.6175
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% KVESLQEEIAFLK 223 235 66.0 27.0 58.3 2 1 0 1,533.8524
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% KVESLQEEIAFLKK 223 236 49.6 25.0 46.1 0 2 0 1,661.9474
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% VESLQEEIAFLK 224 235 60.0 28.3 36.0 1 0 0 1,405.7574
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% NLQEAEEWYK 283 292 53.9 25.1 52.8 2 0 0 1,309.6059
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% FADLSEAANR 295 304 81.3 27.5 66.0 2 0 0 1,093.5272
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% QVQSLTCEVDALK 322 334 77.4 28.2 65.6 2 2 0 1,490.7521
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% QVQSLTCEVDALKGTNESLER 322 342 17.5 27.3 16.1 0 1 0 2,377.1666
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% LQDEIQNMKEEMAR 365 378 28.2 25.0 26.7 1 1 0 1,766.8050
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% HLREYQDLLNVK 379 390 32.6 28.1 12.4 0 2 0 1,527.8279
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% EYQDLLNVK 382 390 40.8 28.4 10.4 2 0 0 1,121.5838
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% MALDIEIATYR 391 401 58.1 27.6 41.1 2 0 0 1,311.6615
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% ETNLDSLPLVDTHSK 425 439 66.8 27.4 58.3 1 1 0 1,668.8441
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% ETNLDSLPLVDTHSKR 425 440 40.2 27.5 33.2 0 2 0 1,824.9452
A_05 Vimentin VIME_HUMAN 53,653 21 27 46 37.80% DGQVINETSQHHDDLE 451 466 48.0 25.0 47.4 2 0 0 1,836.7997
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% SLYASSPGGVYATR 51 64 65.2 26.7 44.9 2 0 0 1,428.7117
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% TNEKVELQELNDR 101 113 74.3 27.7 68.1 2 2 0 1,587.7974
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% VELQELNDR 105 113 52.5 26.3 43.5 2 0 0 1,115.5692
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% FANYIDKVR 114 122 53.2 27.7 34.2 2 0 0 1,125.6051
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% ILLAELEQLK 130 139 55.9 25.0 19.3 1 0 0 1,169.7142
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% ILLAELEQLKGQGK 130 143 70.0 25.0 65.0 2 2 0 1,539.9108
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% LGDLYEEEMR 146 155 58.5 25.0 55.4 4 0 0 1,270.5622
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% LGDLYEEEMRELRR 146 159 29.9 26.9 12.8 0 1 0 1,824.8911
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% VEVERDNLAEDIMR 171 184 29.1 26.8 20.1 2 0 0 1,704.8223
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% DNLAEDIMR 176 184 42.5 25.0 35.2 5 0 0 1,092.4992
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% EEAENTLQSFR 197 207 52.0 25.5 46.7 3 0 0 1,323.6175
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% QDVDNASLAR 208 217 31.1 26.3 19.3 2 0 0 1,088.5331
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% KVESLQEEIAFLK 223 235 102.0 26.5 93.7 2 2 0 1,533.8524
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% KVESLQEEIAFLKK 223 236 89.8 25.0 68.6 2 2 0 1,661.9474
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% FADLSEAANR 295 304 69.1 27.5 51.8 4 0 0 1,093.5272
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% LQDEIQNMKEEMAR 365 378 23.3 25.0 15.8 0 1 0 1,766.8050
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% HLREYQDLLNVK 379 390 26.5 28.1 16.1 0 1 0 1,527.8279
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% EYQDLLNVK 382 390 50.8 28.4 23.7 2 0 0 1,121.5838
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% MALDIEIATYR 391 401 49.3 27.7 37.9 2 0 0 1,311.6615
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% ETNLDSLPLVDTHSK 425 439 53.0 27.4 43.7 2 0 0 1,668.8441
A_06 Vimentin VIME_HUMAN 53,653 21 28 56 41.00% DGQVINETSQHHDDLE 451 466 51.2 25.0 51.2 2 2 0 1,836.7997
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% SLYASSPGGVYATR 51 64 72.9 26.7 57.9 2 0 0 1,428.7117
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% TNEKVELQELNDR 101 113 49.6 27.8 43.7 2 0 0 1,587.7974
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% ILLAELEQLK 130 139 60.2 25.0 20.5 2 0 0 1,169.7142
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% ILLAELEQLKGQGK 130 143 50.4 25.0 41.0 2 2 0 1,539.9108
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% LGDLYEEEMR 146 155 60.5 25.0 60.5 4 0 0 1,254.5672
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% VEVERDNLAEDIMR 171 184 38.4 27.2 31.6 2 2 0 1,704.8223
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% DNLAEDIMR 176 184 42.5 25.0 32.2 2 0 0 1,092.4992
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% EEAENTLQSFR 197 207 53.1 25.5 45.8 2 0 0 1,323.6175
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% KVESLQEEIAFLK 223 235 44.3 27.0 27.9 0 2 0 1,533.8524
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% KVESLQEEIAFLKK 223 236 45.8 25.0 45.8 0 2 0 1,661.9474
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% VESLQEEIAFLK 224 235 70.6 28.3 37.3 1 0 0 1,405.7574
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% FADLSEAANR 295 304 60.2 27.5 44.4 4 0 0 1,093.5272
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% QVQSLTCEVDALK 322 334 71.6 28.3 55.7 2 0 0 1,490.7521
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% LQDEIQNMKEEMAR 365 378 19.6 25.0 8.8 1 1 0 1,766.8050
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% EYQDLLNVK 382 390 46.4 28.4 20.7 1 0 0 1,121.5838
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% MALDIEIATYR 391 401 66.8 27.4 47.2 2 0 0 1,311.6615
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% ETNLDSLPLVDTHSK 425 439 44.8 27.4 44.2 2 0 0 1,668.8441
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% ETNLDSLPLVDTHSKR 425 440 19.3 27.6 13.9 0 1 0 1,824.9452
A_07 Vimentin VIME_HUMAN 53,653 19 24 44 38.40% DGQVINETSQHHDDLE 451 466 48.6 25.0 47.0 2 1 0 1,836.7997
A_08 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% SLYASSPGGVYATR 51 64 73.7 26.7 63.3 2 0 0 1,428.7117
A_08 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% TNEKVELQELNDR 101 113 52.0 27.5 35.2 2 0 0 1,587.7974
A_08 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% VELQELNDR 105 113 42.4 26.1 32.9 1 0 0 1,115.5692
A_08 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% ILLAELEQLK 130 139 52.6 25.0 25.6 2 0 0 1,169.7142
A_08 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% FADLSEAANR 295 304 54.0 27.5 40.1 2 0 0 1,093.5272
A_08 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% QVQSLTCEVDALK 322 334 42.6 28.3 32.6 2 0 0 1,490.7521
A_08 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% EYQDLLNVK 382 390 51.2 28.4 40.8 2 0 0 1,121.5838
A_08 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% MALDIEIATYR 391 401 57.1 27.4 35.3 2 0 0 1,311.6615
A_09 Vimentin VIME_HUMAN 53,653 12 14 25 23.40% SLYASSPGGVYATR 51 64 71.5 26.7 57.4 2 0 0 1,428.7117
A_09 Vimentin VIME_HUMAN 53,653 12 14 25 23.40% VELQELNDR 105 113 48.5 27.0 36.2 2 0 0 1,115.5692
A_09 Vimentin VIME_HUMAN 53,653 12 14 25 23.40% ILLAELEQLK 130 139 44.1 25.0 29.0 1 0 0 1,169.7142
A_09 Vimentin VIME_HUMAN 53,653 12 14 25 23.40% ILLAELEQLKGQGK 130 143 58.8 25.0 53.6 2 2 0 1,539.9108
A_09 Vimentin VIME_HUMAN 53,653 12 14 25 23.40% LGDLYEEEMR 146 155 42.8 25.0 42.8 3 0 0 1,270.5622
A_09 Vimentin VIME_HUMAN 53,653 12 14 25 23.40% VEVERDNLAEDIMR 171 184 33.4 27.2 29.1 0 2 0 1,704.8223
A_09 Vimentin VIME_HUMAN 53,653 12 14 25 23.40% DNLAEDIMR 176 184 23.3 25.0 23.3 2 0 0 1,092.4992
A_09 Vimentin VIME_HUMAN 53,653 12 14 25 23.40% EEAENTLQSFR 197 207 54.0 25.5 50.2 2 0 0 1,323.6175
A_09 Vimentin VIME_HUMAN 53,653 12 14 25 23.40% KVESLQEEIAFLK 223 235 62.7 26.5 55.7 2 0 0 1,533.8524
A_09 Vimentin VIME_HUMAN 53,653 12 14 25 23.40% KVESLQEEIAFLKK 223 236 31.0 25.0 31.0 0 2 0 1,661.9474
A_09 Vimentin VIME_HUMAN 53,653 12 14 25 23.40% FADLSEAANR 295 304 51.4 27.5 41.0 2 0 0 1,093.5272
A_09 Vimentin VIME_HUMAN 53,653 12 14 25 23.40% QVQSLTCEVDALK 322 334 36.1 28.4 27.7 1 0 0 1,490.7521
A_10 Vimentin VIME_HUMAN 53,653 5 5 9 12.40% TYSLGSALRPSTSR 37 50 28.2 28.2 25.1 0 2 0 1,495.7863
A_10 Vimentin VIME_HUMAN 53,653 5 5 9 12.40% ILLAELEQLKGQGK 130 143 20.7 25.0 11.7 0 2 0 1,539.9108
A_10 Vimentin VIME_HUMAN 53,653 5 5 9 12.40% DNLAEDIMR 176 184 21.0 25.0 13.6 1 0 0 1,092.4992
A_10 Vimentin VIME_HUMAN 53,653 5 5 9 12.40% FADLSEAANR 295 304 54.3 27.5 47.0 2 0 0 1,093.5272
A_10 Vimentin VIME_HUMAN 53,653 5 5 9 12.40% MALDIEIATYR 391 401 60.9 27.4 39.0 2 0 0 1,311.6615
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% TNEKVELQELNDR 101 113 55.9 27.8 51.8 2 1 0 1,587.7974
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% VELQELNDR 105 113 28.0 26.3 20.9 1 0 0 1,115.5692
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% ILLAELEQLK 130 139 43.0 25.0 21.9 2 0 0 1,169.7142
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% ILLAELEQLKGQGK 130 143 84.7 25.0 76.8 2 2 0 1,539.9108
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% LGDLYEEEMR 146 155 61.0 25.0 59.2 2 0 0 1,254.5672
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% DNLAEDIMR 176 184 49.0 25.0 41.8 4 0 0 1,076.5042
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% EEAENTLQSFR 197 207 45.5 25.4 40.8 2 0 0 1,323.6175
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% KVESLQEEIAFLK 223 235 74.1 26.3 69.4 2 0 0 1,533.8524
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% VESLQEEIAFLK 224 235 78.9 28.3 51.0 2 0 0 1,405.7574
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% NLQEAEEWYK 283 292 44.6 25.1 43.7 2 0 0 1,309.6059
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% FADLSEAANR 295 304 40.5 27.6 36.7 2 0 0 1,093.5272
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% QVQSLTCEVDALK 322 334 70.5 28.2 54.2 2 0 0 1,490.7521
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% LQDEIQNMKEEMAR 365 378 23.1 25.0 18.5 1 0 0 1,766.8050
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% EYQDLLNVK 382 390 30.8 28.4 24.9 2 0 0 1,121.5838
A_11 Vimentin VIME_HUMAN 53,653 15 18 33 29.40% MALDIEIATYR 391 401 47.9 27.0 34.9 2 0 0 1,311.6615
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% TNEKVELQELNDR 101 113 65.3 27.7 60.1 2 0 0 1,587.7974
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% VELQELNDR 105 113 48.5 26.3 41.3 2 0 0 1,115.5692
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% FANYIDKVR 114 122 29.5 27.7 21.3 1 0 0 1,125.6051
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% ILLAELEQLK 130 139 69.1 25.0 32.1 1 0 0 1,169.7142
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% ILLAELEQLKGQGK 130 143 59.4 25.0 53.8 2 0 0 1,539.9108
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% SRLGDLYEEEMR 144 155 37.4 25.0 34.0 2 2 0 1,513.6953
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% LGDLYEEEMR 146 155 25.5 25.0 25.5 1 0 0 1,270.5622
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% LGDLYEEEMRELR 146 158 18.1 26.1 11.5 0 1 0 1,668.7900
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% VEVERDNLAEDIMR 171 184 45.9 26.8 26.5 2 1 0 1,704.8223
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% DNLAEDIMR 176 184 38.1 25.0 32.3 4 0 0 1,092.4992
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% EKLQEEMLQR 187 196 31.2 28.3 22.3 2 0 0 1,303.6676
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% EEAENTLQSFR 197 207 47.8 25.4 39.1 2 0 0 1,323.6175
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% KVESLQEEIAFLK 223 235 88.2 26.3 83.4 2 2 0 1,533.8524
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% KVESLQEEIAFLKK 223 236 46.9 25.0 44.9 1 2 0 1,661.9474
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% NLQEAEEWYK 283 292 46.1 25.0 46.1 4 0 0 1,309.6059
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% FADLSEAANR 295 304 70.1 27.6 48.3 2 0 0 1,093.5272



A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% FADLSEAANRNNDALR 295 310 33.5 27.1 27.9 1 0 0 1,776.8623
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% LQDEIQNMKEEMAR 365 378 29.9 25.0 27.8 1 2 0 1,766.8050
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% HLREYQDLLNVK 379 390 21.2 27.6 2.8 1 0 0 1,527.8279
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% EYQDLLNVK 382 390 25.5 28.4 8.9 2 0 0 1,121.5838
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% MALDIEIATYR 391 401 64.3 27.5 36.8 2 0 0 1,311.6615
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% ETNLDSLPLVDTHSK 425 439 51.2 27.5 50.0 2 0 0 1,668.8441
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% ETNLDSLPLVDTHSKR 425 440 46.0 27.6 43.2 2 0 0 1,824.9452
A_12 Vimentin VIME_HUMAN 53,653 24 30 52 41.80% DGQVINETSQHHDDLE 451 466 36.8 25.0 35.6 1 0 0 1,836.7997
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% TYSLGSALRPSTSR 37 50 25.7 28.0 21.8 1 0 0 1,495.7863
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% SLYASSPGGVYATR 51 64 72.0 26.7 51.9 2 0 0 1,428.7117
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% TNEKVELQELNDR 101 113 66.7 27.5 60.3 2 2 0 1,587.7974
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% VELQELNDR 105 113 46.0 26.1 38.4 2 0 0 1,115.5692
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% ILLAELEQLK 130 139 62.2 25.0 20.3 8 0 0 1,169.7142
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% ILLAELEQLKGQGK 130 143 61.8 25.0 44.5 2 4 0 1,539.9108
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% SRLGDLYEEEMR 144 155 31.0 25.0 25.2 2 0 0 1,513.6953
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% LGDLYEEEMR 146 155 58.5 25.0 50.6 4 0 0 1,270.5622
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% LGDLYEEEMRELR 146 158 43.2 26.1 33.7 2 1 0 1,668.7900
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% VEVERDNLAEDIMR 171 184 41.6 26.8 38.2 2 0 0 1,704.8223
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% DNLAEDIMR 176 184 38.5 25.0 34.8 2 0 0 1,092.4992
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% EKLQEEMLQR 187 196 26.9 28.4 19.9 2 0 0 1,303.6676
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% LQEEMLQR 189 196 21.7 27.7 9.4 1 0 0 1,062.5250
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% EEAENTLQSFR 197 207 56.9 25.5 50.5 3 0 0 1,323.6175
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% KVESLQEEIAFLKK 223 236 101.0 25.0 93.1 2 2 0 1,661.9474
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% VESLQEEIAFLKK 224 236 83.9 27.1 59.2 2 0 0 1,533.8524
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% NLQEAEEWYK 283 292 33.7 25.0 33.7 3 0 0 1,309.6059
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% FADLSEAANR 295 304 69.1 27.6 47.2 1 0 0 1,093.5272
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% RQVQSLTCEVDALK 321 334 67.2 28.2 58.4 2 2 0 1,646.8532
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% QVQSLTCEVDALK 322 334 79.2 28.3 64.0 2 2 0 1,490.7521
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% QVQSLTCEVDALKGTNESLER 322 342 49.8 27.2 45.0 0 2 0 2,377.1666
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% LQDEIQNMKEEMAR 365 378 28.4 25.0 16.6 1 2 0 1,750.8101
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% ISLPLPNFSSLNLR 411 424 62.2 25.1 56.8 2 0 0 1,570.8952
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% ETNLDSLPLVDTHSK 425 439 62.7 27.5 52.8 2 0 0 1,668.8441
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% ETNLDSLPLVDTHSKR 425 440 69.9 27.5 59.6 2 0 0 1,824.9452
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% TVETRDGQVINETSQHHDDLE 446 466 57.7 25.0 51.2 0 2 0 2,423.1072
A_13 Vimentin VIME_HUMAN 53,653 27 37 81 48.50% DGQVINETSQHHDDLE 451 466 64.2 25.0 64.2 4 4 0 1,836.7997
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% TYSLGSALRPSTSR 37 50 24.4 28.1 21.5 0 2 0 1,495.7863
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% SLYASSPGGVYATR 51 64 76.8 26.7 60.4 2 1 0 1,428.7117
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% TNEKVELQELNDR 101 113 64.5 27.7 58.2 2 2 0 1,587.7974
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% VELQELNDR 105 113 38.0 26.3 23.9 2 0 0 1,115.5692
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% ILLAELEQLK 130 139 71.5 25.0 25.8 4 0 0 1,169.7142
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% ILLAELEQLKGQGK 130 143 51.6 25.0 45.3 2 0 0 1,539.9108
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% DNLAEDIMR 176 184 44.8 25.0 39.9 1 0 0 1,092.4992
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% EEAENTLQSFR 197 207 56.1 25.5 48.6 2 0 0 1,323.6175
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% KVESLQEEIAFLK 223 235 52.5 26.3 31.0 2 0 0 1,533.8524
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% NLQEAEEWYK 283 292 54.3 25.1 54.3 2 0 0 1,309.6059
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% FADLSEAANR 295 304 78.5 27.6 55.8 2 0 0 1,093.5272
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% QVQSLTCEVDALK 322 334 73.0 28.2 56.1 2 0 0 1,490.7521
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% EYQDLLNVK 382 390 33.1 28.9 19.2 1 0 0 1,121.5838
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% ETNLDSLPLVDTHSK 425 439 41.2 27.4 35.0 2 1 0 1,668.8441
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% ETNLDSLPLVDTHSKR 425 440 38.6 27.5 31.4 2 0 0 1,824.9452
A_14 Vimentin VIME_HUMAN 53,653 16 19 36 34.80% DGQVINETSQHHDDLE 451 466 52.5 25.0 48.5 2 0 0 1,836.7997
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% MFGGPGTASRPSSSR 14 28 21.9 25.0 15.4 0 1 0 1,510.7068
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% TYSLGSALRPSTSR 37 50 29.9 28.2 26.8 1 1 0 1,495.7863
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% SLYASSPGGVYATR 51 64 21.4 26.7 20.8 0 2 0 1,428.7117
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% TNEKVELQELNDR 101 113 57.6 27.4 47.0 2 2 0 1,587.7974
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% VELQELNDR 105 113 47.3 26.3 37.7 2 0 0 1,115.5692
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% ILLAELEQLK 130 139 53.1 25.0 20.0 4 0 0 1,169.7142
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% ILLAELEQLKGQGK 130 143 79.9 25.0 69.9 2 1 0 1,539.9108
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% LGDLYEEEMR 146 155 50.9 25.0 48.1 2 0 0 1,254.5672
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% LGDLYEEEMRELR 146 158 17.8 26.3 10.9 0 1 0 1,668.7900
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% VEVERDNLAEDIMR 171 184 31.6 26.8 30.2 1 0 0 1,704.8223
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% DNLAEDIMR 176 184 52.3 25.0 45.7 4 0 0 1,076.5042
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% EEAENTLQSFR 197 207 64.5 25.5 57.3 1 0 0 1,323.6175
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% KVESLQEEIAFLK 223 235 94.6 27.1 89.3 2 2 0 1,533.8524
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% KVESLQEEIAFLKK 223 236 69.9 25.0 62.2 2 1 0 1,661.9474
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% NLQEAEEWYK 283 292 42.2 25.1 40.5 2 0 0 1,309.6059
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% FADLSEAANR 295 304 73.5 27.6 49.5 3 0 0 1,093.5272
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% FADLSEAANRNNDALR 295 310 37.7 27.1 26.7 0 2 0 1,776.8623
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% QVQSLTCEVDALK 322 334 26.5 27.8 15.3 0 1 0 1,490.7521
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% EYQDLLNVK 382 390 35.3 28.4 16.2 1 0 0 1,121.5838
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% MALDIEIATYR 391 401 61.9 27.7 42.9 2 0 0 1,311.6615
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% ETNLDSLPLVDTHSK 425 439 49.8 27.4 38.3 2 0 0 1,668.8441
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% ETNLDSLPLVDTHSKR 425 440 55.3 27.5 49.0 2 0 0 1,824.9452
A_15 Vimentin VIME_HUMAN 53,653 23 30 53 45.70% DGQVINETSQHHDDLE 451 466 47.7 25.0 38.6 2 2 0 1,836.7997
A_16 Vimentin VIME_HUMAN 53,653 10 11 20 22.70% SLYASSPGGVYATR 51 64 58.3 26.7 47.9 1 0 0 1,428.7117
A_16 Vimentin VIME_HUMAN 53,653 10 11 20 22.70% ILLAELEQLK 130 139 31.2 25.0 20.7 3 0 0 1,169.7142
A_16 Vimentin VIME_HUMAN 53,653 10 11 20 22.70% ILLAELEQLKGQGK 130 143 55.1 25.0 51.2 2 2 0 1,539.9108
A_16 Vimentin VIME_HUMAN 53,653 10 11 20 22.70% DNLAEDIMR 176 184 21.9 25.0 21.9 1 0 0 1,076.5042
A_16 Vimentin VIME_HUMAN 53,653 10 11 20 22.70% EEAENTLQSFR 197 207 39.1 25.2 31.9 2 0 0 1,323.6175
A_16 Vimentin VIME_HUMAN 53,653 10 11 20 22.70% FADLSEAANR 295 304 73.4 27.6 49.5 2 0 0 1,093.5272
A_16 Vimentin VIME_HUMAN 53,653 10 11 20 22.70% QVQSLTCEVDALK 322 334 75.5 28.3 64.0 2 0 0 1,490.7521
A_16 Vimentin VIME_HUMAN 53,653 10 11 20 22.70% EYQDLLNVK 382 390 34.3 28.4 27.3 1 0 0 1,121.5838
A_16 Vimentin VIME_HUMAN 53,653 10 11 20 22.70% MALDIEIATYR 391 401 43.8 27.4 24.6 2 0 0 1,311.6615
A_16 Vimentin VIME_HUMAN 53,653 10 11 20 22.70% ETNLDSLPLVDTHSK 425 439 54.6 27.4 42.5 2 0 0 1,668.8441
A_17 Vimentin VIME_HUMAN 53,653 8 8 13 19.50% TNEKVELQELNDR 101 113 29.4 27.7 19.7 0 2 0 1,587.7974
A_17 Vimentin VIME_HUMAN 53,653 8 8 13 19.50% ILLAELEQLK 130 139 46.2 25.0 23.0 2 0 0 1,169.7142
A_17 Vimentin VIME_HUMAN 53,653 8 8 13 19.50% DNLAEDIMR 176 184 22.5 25.0 9.4 1 0 0 1,092.4992
A_17 Vimentin VIME_HUMAN 53,653 8 8 13 19.50% EEAENTLQSFR 197 207 26.0 25.4 26.0 1 0 0 1,323.6175
A_17 Vimentin VIME_HUMAN 53,653 8 8 13 19.50% KVESLQEEIAFLKK 223 236 19.8 25.0 16.3 0 1 0 1,661.9474
A_17 Vimentin VIME_HUMAN 53,653 8 8 13 19.50% FADLSEAANR 295 304 62.4 27.5 46.7 2 0 0 1,093.5272
A_17 Vimentin VIME_HUMAN 53,653 8 8 13 19.50% QVQSLTCEVDALK 322 334 66.5 28.2 56.8 2 0 0 1,490.7521
A_17 Vimentin VIME_HUMAN 53,653 8 8 13 19.50% MALDIEIATYR 391 401 63.6 27.4 39.7 2 0 0 1,311.6615
A_18 Vimentin VIME_HUMAN 53,653 11 12 24 24.20% TNEKVELQELNDR 101 113 35.8 27.5 31.0 0 2 0 1,587.7974
A_18 Vimentin VIME_HUMAN 53,653 11 12 24 24.20% ILLAELEQLK 130 139 51.2 25.0 19.7 2 0 0 1,169.7142
A_18 Vimentin VIME_HUMAN 53,653 11 12 24 24.20% ILLAELEQLKGQGK 130 143 60.8 25.0 54.1 2 0 0 1,539.9108
A_18 Vimentin VIME_HUMAN 53,653 11 12 24 24.20% DNLAEDIMR 176 184 41.7 25.0 34.0 2 0 0 1,092.4992
A_18 Vimentin VIME_HUMAN 53,653 11 12 24 24.20% EEAENTLQSFR 197 207 56.0 25.5 47.7 2 0 0 1,323.6175
A_18 Vimentin VIME_HUMAN 53,653 11 12 24 24.20% KVESLQEEIAFLK 223 235 60.7 27.0 51.6 2 2 0 1,533.8524
A_18 Vimentin VIME_HUMAN 53,653 11 12 24 24.20% NLQEAEEWYK 283 292 40.3 25.0 40.3 2 0 0 1,309.6059
A_18 Vimentin VIME_HUMAN 53,653 11 12 24 24.20% FADLSEAANR 295 304 69.6 27.4 54.6 2 0 0 1,093.5272
A_18 Vimentin VIME_HUMAN 53,653 11 12 24 24.20% QVQSLTCEVDALK 322 334 48.2 28.3 38.0 2 0 0 1,490.7521
A_18 Vimentin VIME_HUMAN 53,653 11 12 24 24.20% EYQDLLNVK 382 390 31.0 28.4 23.1 2 0 0 1,121.5838
A_18 Vimentin VIME_HUMAN 53,653 11 12 24 24.20% MALDIEIATYR 391 401 52.8 27.7 33.6 2 0 0 1,311.6615
A_19 Vimentin VIME_HUMAN 53,653 7 8 14 16.70% TNEKVELQELNDR 101 113 21.9 27.7 11.7 0 2 0 1,587.7974
A_19 Vimentin VIME_HUMAN 53,653 7 8 14 16.70% DNLAEDIMR 176 184 42.5 25.0 34.5 1 0 0 1,092.4992
A_19 Vimentin VIME_HUMAN 53,653 7 8 14 16.70% KVESLQEEIAFLK 223 235 74.0 27.0 67.5 2 2 0 1,533.8524
A_19 Vimentin VIME_HUMAN 53,653 7 8 14 16.70% KVESLQEEIAFLKK 223 236 35.3 25.0 34.9 0 2 0 1,661.9474
A_19 Vimentin VIME_HUMAN 53,653 7 8 14 16.70% QVQSLTCEVDALK 322 334 64.1 28.3 53.6 2 0 0 1,490.7521
A_19 Vimentin VIME_HUMAN 53,653 7 8 14 16.70% LQDEIQNMKEEMAR 365 378 28.2 25.0 14.8 0 2 0 1,766.8050
A_19 Vimentin VIME_HUMAN 53,653 7 8 14 16.70% ETNLDSLPLVDTHSK 425 439 26.7 27.4 22.7 1 0 0 1,668.8441
A_20 Vimentin VIME_HUMAN 53,653 9 10 16 21.20% SLYASSPGGVYATR 51 64 28.3 26.6 28.3 1 0 0 1,428.7117
A_20 Vimentin VIME_HUMAN 53,653 9 10 16 21.20% TNEKVELQELNDR 101 113 42.0 27.5 19.0 1 2 0 1,587.7974



A_20 Vimentin VIME_HUMAN 53,653 9 10 16 21.20% ILLAELEQLK 130 139 36.1 25.0 16.0 2 0 0 1,169.7142
A_20 Vimentin VIME_HUMAN 53,653 9 10 16 21.20% ILLAELEQLKGQGK 130 143 21.9 25.0 8.7 0 1 0 1,539.9108
A_20 Vimentin VIME_HUMAN 53,653 9 10 16 21.20% DNLAEDIMR 176 184 25.3 25.0 25.3 2 0 0 1,092.4992
A_20 Vimentin VIME_HUMAN 53,653 9 10 16 21.20% EEAENTLQSFR 197 207 53.8 25.5 50.0 2 0 0 1,323.6175
A_20 Vimentin VIME_HUMAN 53,653 9 10 16 21.20% FADLSEAANR 295 304 22.5 27.6 9.1 1 0 0 1,093.5272
A_20 Vimentin VIME_HUMAN 53,653 9 10 16 21.20% QVQSLTCEVDALK 322 334 56.5 28.3 44.2 2 0 0 1,490.7521
A_20 Vimentin VIME_HUMAN 53,653 9 10 16 21.20% ETNLDSLPLVDTHSK 425 439 36.5 27.4 30.6 2 0 0 1,668.8441
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% SLYASSPGGVYATR 51 64 72.6 26.7 52.0 2 0 0 1,428.7117
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% TNEKVELQELNDR 101 113 74.3 27.4 64.4 2 0 0 1,587.7974
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% VELQELNDR 105 113 38.8 26.3 28.3 2 0 0 1,115.5692
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% ILLAELEQLK 130 139 62.1 25.0 29.9 2 0 0 1,169.7142
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% DNLAEDIMR 176 184 35.4 25.0 29.0 2 0 0 1,092.4992
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% KVESLQEEIAFLK 223 235 51.2 27.1 32.9 0 2 0 1,533.8524
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% FADLSEAANR 295 304 63.8 27.6 42.7 2 0 0 1,093.5272
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% QVQSLTCEVDALK 322 334 87.0 28.2 71.7 2 0 0 1,490.7521
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% LQDEIQNMKEEMAR 365 378 32.0 25.0 30.1 1 1 0 1,766.8050
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% EYQDLLNVK 382 390 36.5 28.4 10.5 2 0 0 1,121.5838
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% MALDIEIATYR 391 401 63.0 27.4 49.1 2 0 0 1,311.6615
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% ETNLDSLPLVDTHSK 425 439 20.1 27.5 18.1 0 1 0 1,668.8441
A_21 Vimentin VIME_HUMAN 53,653 13 14 25 31.50% DGQVINETSQHHDDLE 451 466 44.9 25.0 44.3 2 0 0 1,836.7997
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% TYSLGSALRPSTSR 37 50 35.0 28.1 31.3 0 1 0 1,495.7863
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% SLYASSPGGVYATR 51 64 57.8 26.8 39.5 2 0 0 1,428.7117
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% TNEKVELQELNDR 101 113 53.7 27.5 36.2 2 2 0 1,587.7974
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% VELQELNDR 105 113 36.5 27.0 26.3 2 0 0 1,115.5692
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% ILLAELEQLK 130 139 61.9 25.0 37.6 2 0 0 1,169.7142
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% DNLAEDIMR 176 184 45.6 25.0 38.1 4 0 0 1,092.4992
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% EEAENTLQSFR 197 207 57.4 25.5 50.5 2 0 0 1,323.6175
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% KVESLQEEIAFLK 223 235 33.7 26.3 27.5 1 0 0 1,533.8524
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% NLQEAEEWYK 283 292 35.2 25.0 35.1 2 0 0 1,309.6059
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% FADLSEAANR 295 304 70.1 27.5 50.3 2 0 0 1,093.5272
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% EYQDLLNVK 382 390 33.7 28.4 10.9 2 0 0 1,121.5838
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% MALDIEIATYR 391 401 58.1 27.4 42.8 2 0 0 1,311.6615
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% ETNLDSLPLVDTHSK 425 439 43.4 27.4 37.0 2 0 0 1,668.8441
A_22 Vimentin VIME_HUMAN 53,653 14 16 30 33.30% DGQVINETSQHHDDLE 451 466 28.8 25.0 28.8 0 2 0 1,836.7997
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% SLYASSPGGVYATR 51 64 75.2 26.7 63.0 2 0 0 1,428.7117
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% TNEKVELQELNDR 101 113 45.1 27.7 37.2 2 2 0 1,587.7974
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% ILLAELEQLK 130 139 43.1 25.0 15.9 2 0 0 1,169.7142
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% ILLAELEQLKGQGK 130 143 20.3 25.0 5.9 0 2 0 1,539.9108
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% LGDLYEEEMR 146 155 25.2 25.0 25.2 2 0 0 1,254.5672
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% DNLAEDIMR 176 184 28.2 25.0 28.2 3 0 0 1,092.4992
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% EEAENTLQSFR 197 207 48.8 25.5 38.6 2 0 0 1,323.6175
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% KVESLQEEIAFLK 223 235 31.0 26.3 20.7 1 0 0 1,533.8524
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% KVESLQEEIAFLKK 223 236 29.9 25.0 29.7 0 1 0 1,661.9474
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% NLQEAEEWYK 283 292 40.3 25.0 39.7 2 0 0 1,309.6059
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% FADLSEAANR 295 304 60.8 27.5 45.7 2 0 0 1,093.5272
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% QVQSLTCEVDALK 322 334 77.1 28.2 61.7 2 0 0 1,490.7521
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% EYQDLLNVK 382 390 26.5 28.4 19.4 1 0 0 1,121.5838
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% MALDIEIATYR 391 401 69.5 27.4 44.2 2 0 0 1,311.6615
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% ETNLDSLPLVDTHSK 425 439 35.4 27.5 31.1 2 0 0 1,668.8441
A_23 Vimentin VIME_HUMAN 53,653 16 18 32 36.30% DGQVINETSQHHDDLE 451 466 30.1 25.0 29.6 2 0 0 1,836.7997
A_24 Vimentin VIME_HUMAN 53,653 10 10 19 21.70% SLYASSPGGVYATR 51 64 65.9 26.5 60.7 2 0 0 1,428.7117
A_24 Vimentin VIME_HUMAN 53,653 10 10 19 21.70% ILLAELEQLK 130 139 50.7 25.0 32.3 2 0 0 1,169.7142
A_24 Vimentin VIME_HUMAN 53,653 10 10 19 21.70% ILLAELEQLKGQGK 130 143 36.1 25.0 28.7 2 0 0 1,539.9108
A_24 Vimentin VIME_HUMAN 53,653 10 10 19 21.70% VEVERDNLAEDIMR 171 184 28.1 27.3 7.8 0 2 0 1,704.8223
A_24 Vimentin VIME_HUMAN 53,653 10 10 19 21.70% DNLAEDIMR 176 184 21.8 25.0 17.5 2 0 0 1,092.4992
A_24 Vimentin VIME_HUMAN 53,653 10 10 19 21.70% EEAENTLQSFR 197 207 27.5 25.4 27.5 2 0 0 1,323.6175
A_24 Vimentin VIME_HUMAN 53,653 10 10 19 21.70% KVESLQEEIAFLKK 223 236 31.3 25.0 26.6 0 1 0 1,661.9474
A_24 Vimentin VIME_HUMAN 53,653 10 10 19 21.70% FADLSEAANR 295 304 61.0 27.5 45.2 2 0 0 1,093.5272
A_24 Vimentin VIME_HUMAN 53,653 10 10 19 21.70% QVQSLTCEVDALK 322 334 50.3 28.3 41.2 2 0 0 1,490.7521
A_24 Vimentin VIME_HUMAN 53,653 10 10 19 21.70% MALDIEIATYR 391 401 61.0 27.7 43.7 2 0 0 1,311.6615
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% SLYASSPGGVYATR 51 64 29.8 26.9 25.0 1 0 0 1,428.7117
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% VELQELNDR 105 113 42.4 26.3 31.3 2 0 0 1,115.5692
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% ILLAELEQLK 130 139 61.7 25.0 38.6 2 0 0 1,169.7142
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% ILLAELEQLKGQGK 130 143 22.1 25.0 8.6 0 2 0 1,539.9108
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% DNLAEDIMR 176 184 25.3 25.0 23.7 2 0 0 1,092.4992
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% EEAENTLQSFR 197 207 21.9 25.5 20.9 1 0 0 1,323.6175
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% KVESLQEEIAFLK 223 235 33.4 26.5 19.4 2 2 0 1,533.8524
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% KVESLQEEIAFLKK 223 236 22.4 25.0 22.4 0 1 0 1,661.9474
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% NLQEAEEWYK 283 292 25.0 25.1 19.4 1 0 0 1,309.6059
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% QVQSLTCEVDALK 322 334 62.0 28.3 44.3 2 0 0 1,490.7521
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% LQDEIQNMKEEMAR 365 378 21.3 25.0 15.6 0 1 0 1,766.8050
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% EYQDLLNVK 382 390 40.8 28.4 30.4 1 0 0 1,121.5838
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% MALDIEIATYR 391 401 46.4 27.4 23.5 2 0 0 1,311.6615
A_25 Vimentin VIME_HUMAN 53,653 14 15 24 30.70% ETNLDSLPLVDTHSK 425 439 48.8 27.5 41.5 2 0 0 1,668.8441
A_26 Vimentin VIME_HUMAN 53,653 8 8 15 17.40% SLYASSPGGVYATR 51 64 49.0 26.8 40.1 2 0 0 1,428.7117
A_26 Vimentin VIME_HUMAN 53,653 8 8 15 17.40% VELQELNDR 105 113 42.0 26.3 31.7 2 0 0 1,115.5692
A_26 Vimentin VIME_HUMAN 53,653 8 8 15 17.40% ILLAELEQLK 130 139 38.5 25.0 23.3 2 0 0 1,169.7142
A_26 Vimentin VIME_HUMAN 53,653 8 8 15 17.40% ILLAELEQLKGQGK 130 143 33.3 25.0 19.7 0 1 0 1,539.9108
A_26 Vimentin VIME_HUMAN 53,653 8 8 15 17.40% DNLAEDIMR 176 184 29.8 25.0 22.2 2 0 0 1,092.4992
A_26 Vimentin VIME_HUMAN 53,653 8 8 15 17.40% EEAENTLQSFR 197 207 40.8 25.4 40.8 2 0 0 1,323.6175
A_26 Vimentin VIME_HUMAN 53,653 8 8 15 17.40% QVQSLTCEVDALK 322 334 55.2 28.2 41.6 2 0 0 1,490.7521
A_26 Vimentin VIME_HUMAN 53,653 8 8 15 17.40% MALDIEIATYR 391 401 55.2 27.4 37.8 2 0 0 1,311.6615
A_27 Vimentin VIME_HUMAN 53,653 6 6 10 12.00% VELQELNDR 105 113 36.5 27.0 31.7 1 0 0 1,115.5692
A_27 Vimentin VIME_HUMAN 53,653 6 6 10 12.00% ILLAELEQLK 130 139 57.4 25.0 27.8 2 0 0 1,169.7142
A_27 Vimentin VIME_HUMAN 53,653 6 6 10 12.00% ILLAELEQLKGQGK 130 143 22.6 25.0 8.9 0 2 0 1,539.9108
A_27 Vimentin VIME_HUMAN 53,653 6 6 10 12.00% DNLAEDIMR 176 184 22.0 25.0 22.0 1 0 0 1,092.4992
A_27 Vimentin VIME_HUMAN 53,653 6 6 10 12.00% QVQSLTCEVDALK 322 334 47.9 28.2 38.4 2 0 0 1,490.7521
A_27 Vimentin VIME_HUMAN 53,653 6 6 10 12.00% MALDIEIATYR 391 401 48.5 27.4 38.4 2 0 0 1,311.6615
A_28 Vimentin VIME_HUMAN 53,653 8 8 15 16.70% VELQELNDR 105 113 28.5 26.3 24.1 1 0 0 1,115.5692
A_28 Vimentin VIME_HUMAN 53,653 8 8 15 16.70% ILLAELEQLK 130 139 31.4 25.0 6.5 2 0 0 1,169.7142
A_28 Vimentin VIME_HUMAN 53,653 8 8 15 16.70% ILLAELEQLKGQGK 130 143 39.0 25.0 30.2 2 0 0 1,539.9108
A_28 Vimentin VIME_HUMAN 53,653 8 8 15 16.70% EEAENTLQSFR 197 207 43.3 25.5 36.0 2 0 0 1,323.6175
A_28 Vimentin VIME_HUMAN 53,653 8 8 15 16.70% NLQEAEEWYK 283 292 36.3 25.1 33.6 2 0 0 1,309.6059
A_28 Vimentin VIME_HUMAN 53,653 8 8 15 16.70% FADLSEAANR 295 304 46.4 27.6 31.7 2 0 0 1,093.5272
A_28 Vimentin VIME_HUMAN 53,653 8 8 15 16.70% QVQSLTCEVDALK 322 334 61.3 28.2 55.3 2 0 0 1,490.7521
A_28 Vimentin VIME_HUMAN 53,653 8 8 15 16.70% MALDIEIATYR 391 401 59.3 27.5 42.1 2 0 0 1,311.6615
A_29 Vimentin VIME_HUMAN 53,653 7 8 13 15.50% ILLAELEQLK 130 139 39.3 25.0 23.5 2 0 0 1,169.7142
A_29 Vimentin VIME_HUMAN 53,653 7 8 13 15.50% ILLAELEQLKGQGK 130 143 37.4 25.0 27.4 1 2 0 1,539.9108
A_29 Vimentin VIME_HUMAN 53,653 7 8 13 15.50% DNLAEDIMR 176 184 30.8 25.0 28.8 1 0 0 1,092.4992
A_29 Vimentin VIME_HUMAN 53,653 7 8 13 15.50% EEAENTLQSFR 197 207 45.7 25.4 41.7 2 0 0 1,323.6175
A_29 Vimentin VIME_HUMAN 53,653 7 8 13 15.50% KVESLQEEIAFLKK 223 236 21.9 25.0 21.5 0 1 0 1,661.9474
A_29 Vimentin VIME_HUMAN 53,653 7 8 13 15.50% QVQSLTCEVDALK 322 334 51.0 28.2 38.1 2 0 0 1,490.7521
A_29 Vimentin VIME_HUMAN 53,653 7 8 13 15.50% MALDIEIATYR 391 401 41.3 27.4 28.2 2 0 0 1,311.6615
A_30 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% ILLAELEQLK 130 139 60.3 25.0 38.5 2 0 0 1,169.7142
A_30 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% DNLAEDIMR 176 184 24.4 25.0 24.4 1 0 0 1,092.4992
A_30 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% EEAENTLQSFR 197 207 56.5 25.5 43.4 2 0 0 1,323.6175
A_30 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% FADLSEAANR 295 304 60.2 27.5 51.6 2 0 0 1,093.5272
A_30 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% QVQSLTCEVDALK 322 334 48.8 28.3 33.5 2 0 0 1,490.7521
A_30 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% LQDEIQNMKEEMAR 365 378 25.7 25.0 17.7 0 1 0 1,766.8050
A_30 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% MALDIEIATYR 391 401 53.7 27.5 37.8 2 0 0 1,311.6615
A_31 Vimentin VIME_HUMAN 53,653 7 7 13 15.90% ILLAELEQLK 130 139 43.4 25.0 23.5 2 0 0 1,169.7142
A_31 Vimentin VIME_HUMAN 53,653 7 7 13 15.90% LGDLYEEEMR 146 155 48.3 25.0 45.4 2 0 0 1,254.5672



A_31 Vimentin VIME_HUMAN 53,653 7 7 13 15.90% DNLAEDIMR 176 184 17.9 25.0 16.6 1 0 0 1,092.4992
A_31 Vimentin VIME_HUMAN 53,653 7 7 13 15.90% EEAENTLQSFR 197 207 48.7 25.4 48.2 2 0 0 1,323.6175
A_31 Vimentin VIME_HUMAN 53,653 7 7 13 15.90% FADLSEAANR 295 304 45.6 27.6 38.9 2 0 0 1,093.5272
A_31 Vimentin VIME_HUMAN 53,653 7 7 13 15.90% QVQSLTCEVDALK 322 334 43.9 28.2 39.9 2 0 0 1,490.7521
A_31 Vimentin VIME_HUMAN 53,653 7 7 13 15.90% MALDIEIATYR 391 401 52.2 27.4 35.6 2 0 0 1,311.6615
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% TNEKVELQELNDR 101 113 28.8 27.5 18.6 0 2 0 1,587.7974
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% VELQELNDR 105 113 44.5 26.4 36.1 2 0 0 1,115.5692
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% ILLAELEQLK 130 139 49.7 25.0 25.6 2 0 0 1,169.7142
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% ILLAELEQLKGQGK 130 143 44.7 25.0 42.3 2 0 0 1,539.9108
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% LGDLYEEEMR 146 155 43.9 25.0 40.0 2 0 0 1,254.5672
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% VEVERDNLAEDIMR 171 184 18.2 26.8 12.9 0 1 0 1,704.8223
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% DNLAEDIMR 176 184 55.0 25.0 48.5 2 0 0 1,092.4992
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% KVESLQEEIAFLKK 223 236 13.6 25.0 13.6 0 1 0 1,661.9474
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% NLQEAEEWYK 283 292 40.2 25.1 34.4 2 0 0 1,309.6059
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% FADLSEAANR 295 304 45.6 27.5 35.7 2 0 0 1,093.5272
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% QVQSLTCEVDALK 322 334 43.0 28.2 32.1 2 0 0 1,490.7521
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% EYQDLLNVK 382 390 23.6 28.4 14.3 1 0 0 1,121.5838
A_32 Vimentin VIME_HUMAN 53,653 13 14 23 25.30% MALDIEIATYR 391 401 52.9 27.7 37.6 2 0 0 1,311.6615
B_01 Vimentin VIME_HUMAN 53,653 5 6 9 15.00% MFGGPGTASRPSSSR 14 28 39.3 25.0 28.0 0 3 0 1,510.7068
B_01 Vimentin VIME_HUMAN 53,653 5 6 9 15.00% TYSLGSALRPSTSR 37 50 33.4 28.4 25.1 0 1 0 1,495.7863
B_01 Vimentin VIME_HUMAN 53,653 5 6 9 15.00% SLYASSPGGVYATR 51 64 88.3 26.8 76.1 2 0 0 1,428.7117
B_01 Vimentin VIME_HUMAN 53,653 5 6 9 15.00% MALDIEIATYR 391 401 20.7 27.5 16.4 1 0 0 1,311.6615
B_01 Vimentin VIME_HUMAN 53,653 5 6 9 15.00% DGQVINETSQHHDDLE 451 466 35.3 25.0 32.5 2 0 0 1,836.7997
B_02 Vimentin VIME_HUMAN 53,653 9 10 18 23.60% MFGGPGTASRPSSSR 14 28 38.1 25.0 29.5 0 1 0 1,510.7068
B_02 Vimentin VIME_HUMAN 53,653 9 10 18 23.60% TYSLGSALRPSTSR 37 50 43.0 28.3 36.7 0 2 0 1,495.7863
B_02 Vimentin VIME_HUMAN 53,653 9 10 18 23.60% SLYASSPGGVYATR 51 64 84.2 26.7 64.5 2 0 0 1,428.7117
B_02 Vimentin VIME_HUMAN 53,653 9 10 18 23.60% ILLAELEQLK 130 139 33.0 25.0 16.5 2 0 0 1,169.7142
B_02 Vimentin VIME_HUMAN 53,653 9 10 18 23.60% NLQEAEEWYK 283 292 21.9 25.1 21.9 1 0 0 1,309.6059
B_02 Vimentin VIME_HUMAN 53,653 9 10 18 23.60% MALDIEIATYR 391 401 49.5 27.4 33.2 2 0 0 1,311.6615
B_02 Vimentin VIME_HUMAN 53,653 9 10 18 23.60% ETNLDSLPLVDTHSK 425 439 56.3 27.5 55.7 2 0 0 1,668.8441
B_02 Vimentin VIME_HUMAN 53,653 9 10 18 23.60% TVETRDGQVINETSQHHDDLE 446 466 39.9 25.0 29.5 0 2 0 2,423.1072
B_02 Vimentin VIME_HUMAN 53,653 9 10 18 23.60% DGQVINETSQHHDDLE 451 466 45.2 25.0 45.2 2 2 0 1,836.7997
B_03 Vimentin VIME_HUMAN 53,653 10 10 15 21.20% SLYASSPGGVYATR 51 64 56.4 26.7 46.8 2 0 0 1,428.7117
B_03 Vimentin VIME_HUMAN 53,653 10 10 15 21.20% TNEKVELQELNDR 101 113 24.5 27.5 16.1 0 1 0 1,587.7974
B_03 Vimentin VIME_HUMAN 53,653 10 10 15 21.20% VELQELNDR 105 113 42.2 26.3 39.8 1 0 0 1,115.5692
B_03 Vimentin VIME_HUMAN 53,653 10 10 15 21.20% ILLAELEQLK 130 139 51.1 25.0 37.0 2 0 0 1,169.7142
B_03 Vimentin VIME_HUMAN 53,653 10 10 15 21.20% DNLAEDIMR 176 184 28.1 25.0 22.8 1 0 0 1,092.4992
B_03 Vimentin VIME_HUMAN 53,653 10 10 15 21.20% FADLSEAANR 295 304 49.2 27.6 42.0 2 0 0 1,093.5272
B_03 Vimentin VIME_HUMAN 53,653 10 10 15 21.20% HLREYQDLLNVK 379 390 30.8 28.1 5.2 0 1 0 1,527.8279
B_03 Vimentin VIME_HUMAN 53,653 10 10 15 21.20% EYQDLLNVK 382 390 53.7 28.4 39.8 2 0 0 1,121.5838
B_03 Vimentin VIME_HUMAN 53,653 10 10 15 21.20% ETNLDSLPLVDTHSK 425 439 48.0 27.4 38.0 2 0 0 1,668.8441
B_03 Vimentin VIME_HUMAN 53,653 10 10 15 21.20% DGQVINETSQHHDDLE 451 466 30.6 25.0 28.6 1 0 0 1,836.7997
B_04 Vimentin VIME_HUMAN 53,653 11 12 22 26.60% TNEKVELQELNDR 101 113 48.1 27.7 39.7 1 2 0 1,587.7974
B_04 Vimentin VIME_HUMAN 53,653 11 12 22 26.60% FANYIDKVR 114 122 25.3 27.6 13.4 1 0 0 1,125.6051
B_04 Vimentin VIME_HUMAN 53,653 11 12 22 26.60% ILLAELEQLK 130 139 67.9 25.0 31.4 2 0 0 1,169.7142
B_04 Vimentin VIME_HUMAN 53,653 11 12 22 26.60% ILLAELEQLKGQGK 130 143 46.1 25.0 40.9 2 0 0 1,539.9108
B_04 Vimentin VIME_HUMAN 53,653 11 12 22 26.60% VEVERDNLAEDIMR 171 184 35.8 27.2 25.6 0 2 0 1,704.8223
B_04 Vimentin VIME_HUMAN 53,653 11 12 22 26.60% NLQEAEEWYK 283 292 41.0 25.1 41.0 2 0 0 1,309.6059
B_04 Vimentin VIME_HUMAN 53,653 11 12 22 26.60% QVQSLTCEVDALK 322 334 70.2 28.2 55.8 2 0 0 1,490.7521
B_04 Vimentin VIME_HUMAN 53,653 11 12 22 26.60% EYQDLLNVK 382 390 37.4 28.4 11.8 2 0 0 1,121.5838
B_04 Vimentin VIME_HUMAN 53,653 11 12 22 26.60% MALDIEIATYR 391 401 50.2 27.7 28.6 2 0 0 1,311.6615
B_04 Vimentin VIME_HUMAN 53,653 11 12 22 26.60% ETNLDSLPLVDTHSK 425 439 44.6 27.4 36.1 2 0 0 1,668.8441
B_04 Vimentin VIME_HUMAN 53,653 11 12 22 26.60% DGQVINETSQHHDDLE 451 466 24.2 25.0 24.2 2 0 0 1,836.7997
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% TNEKVELQELNDR 101 113 40.5 27.4 32.6 2 2 0 1,587.7974
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% VELQELNDR 105 113 41.4 26.3 31.5 2 0 0 1,115.5692
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% ILLAELEQLK 130 139 64.5 25.0 33.5 2 0 0 1,169.7142
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% ILLAELEQLKGQGK 130 143 49.6 25.0 48.2 2 0 0 1,539.9108
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% DNLAEDIMR 176 184 40.2 25.0 32.7 2 0 0 1,076.5042
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% KVESLQEEIAFLK 223 235 54.8 27.0 39.8 2 0 0 1,533.8524
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% KVESLQEEIAFLKK 223 236 47.9 25.0 47.7 0 2 0 1,661.9474
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% VESLQEEIAFLK 224 235 55.7 28.3 31.8 1 0 0 1,405.7574
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% NLQEAEEWYK 283 292 37.1 25.1 36.3 2 0 0 1,309.6059
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% FADLSEAANR 295 304 76.6 27.6 57.8 2 0 0 1,093.5272
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% QVQSLTCEVDALK 322 334 74.8 28.4 59.4 2 0 0 1,490.7521
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% EYQDLLNVK 382 390 45.5 28.9 25.2 2 0 0 1,121.5838
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% MALDIEIATYR 391 401 65.7 27.7 51.2 2 0 0 1,311.6615
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% ETNLDSLPLVDTHSK 425 439 36.7 27.3 30.0 2 0 0 1,668.8441
B_05 Vimentin VIME_HUMAN 53,653 15 17 32 28.80% DGQVINETSQHHDDLE 451 466 41.3 25.0 41.3 2 1 0 1,836.7997
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% SLYASSPGGVYATR 51 64 40.3 26.6 33.0 1 0 0 1,428.7117
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% TNEKVELQELNDR 101 113 73.7 27.4 60.8 2 2 0 1,587.7974
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% VELQELNDR 105 113 52.7 26.3 44.0 1 0 0 1,115.5692
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% FANYIDKVR 114 122 50.3 27.5 34.2 2 0 0 1,125.6051
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% ILLAELEQLK 130 139 68.7 25.0 37.2 2 0 0 1,169.7142
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% ILLAELEQLKGQGK 130 143 46.0 25.0 41.3 1 0 0 1,539.9108
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% LGDLYEEEMR 146 155 63.9 25.0 62.1 4 0 0 1,254.5672
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% VEVERDNLAEDIMR 171 184 25.7 27.3 19.4 2 1 0 1,688.8273
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% DNLAEDIMR 176 184 42.4 25.0 38.4 6 0 0 1,092.4992
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% LQEEMLQR 189 196 34.8 27.5 22.5 1 0 0 1,062.5250
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% EEAENTLQSFR 197 207 44.6 25.5 41.0 2 0 0 1,323.6175
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% QDVDNASLAR 208 217 63.0 26.5 50.0 2 0 0 1,088.5331
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% KVESLQEEIAFLK 223 235 68.7 27.0 49.8 2 2 0 1,533.8524
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% KVESLQEEIAFLKK 223 236 41.5 25.0 39.4 0 2 0 1,661.9474
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% NLQEAEEWYK 283 292 52.9 25.0 51.6 2 0 0 1,309.6059
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% FADLSEAANR 295 304 58.7 27.5 45.4 2 0 0 1,093.5272
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% FADLSEAANRNNDALR 295 310 45.8 27.1 35.4 0 2 0 1,776.8623
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% QVQSLTCEVDALK 322 334 66.7 28.2 51.5 2 0 0 1,490.7521
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% EYQDLLNVK 382 390 29.6 28.4 16.9 2 0 0 1,121.5838
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% MALDIEIATYR 391 401 54.9 27.4 35.5 2 0 0 1,311.6615
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% ETNLDSLPLVDTHSK 425 439 48.9 27.4 37.9 2 0 0 1,668.8441
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% ETNLDSLPLVDTHSKR 425 440 32.5 27.6 26.1 0 2 0 1,824.9452
B_06 Vimentin VIME_HUMAN 53,653 23 29 54 44.60% DGQVINETSQHHDDLE 451 466 45.7 25.0 44.2 2 1 0 1,836.7997
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% SLYASSPGGVYATR 51 64 61.5 26.7 40.3 2 0 0 1,428.7117
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% LLQDSVDFSLADAINTEFK 79 97 67.9 28.0 65.8 1 0 0 2,126.0654
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% TNEKVELQELNDR 101 113 56.6 27.5 48.3 2 2 0 1,587.7974
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% VELQELNDR 105 113 29.7 26.3 20.0 1 0 0 1,115.5692
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% ILLAELEQLK 130 139 66.6 25.0 21.4 4 0 0 1,169.7142
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% ILLAELEQLKGQGK 130 143 54.8 25.0 52.0 1 1 0 1,539.9108
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% LGDLYEEEMR 146 155 52.0 25.0 52.0 4 0 0 1,270.5622
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% VEVERDNLAEDIMR 171 184 30.5 27.3 28.3 1 1 0 1,704.8223
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% DNLAEDIMR 176 184 30.2 25.0 26.4 3 0 0 1,092.4992
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% LQEEMLQR 189 196 26.6 28.4 10.9 1 0 0 1,062.5250
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% EEAENTLQSFR 197 207 44.1 25.5 39.4 2 0 0 1,323.6175
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% QDVDNASLAR 208 217 49.7 26.5 36.7 2 0 0 1,088.5331
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% KVESLQEEIAFLKK 223 236 48.5 25.0 48.1 1 2 0 1,661.9474
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% NLQEAEEWYK 283 292 40.2 25.0 40.2 2 0 0 1,309.6059
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% FADLSEAANR 295 304 63.0 27.6 45.4 2 0 0 1,093.5272
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% QVQSLTCEVDALK 322 334 73.7 28.5 64.3 2 0 0 1,490.7521
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% EYQDLLNVK 382 390 37.8 28.4 10.9 1 0 0 1,121.5838
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% MALDIEIATYR 391 401 56.4 27.4 38.9 2 0 0 1,311.6615
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% ETNLDSLPLVDTHSK 425 439 49.1 27.5 49.1 2 0 0 1,668.8441
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% ETNLDSLPLVDTHSKR 425 440 26.6 27.5 24.9 0 1 0 1,824.9452
B_07 Vimentin VIME_HUMAN 53,653 21 26 45 45.50% DGQVINETSQHHDDLE 451 466 49.8 25.0 35.0 2 0 0 1,836.7997



B_08 Vimentin VIME_HUMAN 53,653 12 13 23 27.70% SLYASSPGGVYATR 51 64 78.0 26.7 58.4 2 0 0 1,428.7117
B_08 Vimentin VIME_HUMAN 53,653 12 13 23 27.70% TNEKVELQELNDR 101 113 40.3 27.4 33.8 2 0 0 1,587.7974
B_08 Vimentin VIME_HUMAN 53,653 12 13 23 27.70% ILLAELEQLK 130 139 57.7 25.0 29.2 2 0 0 1,169.7142
B_08 Vimentin VIME_HUMAN 53,653 12 13 23 27.70% ILLAELEQLKGQGK 130 143 19.4 25.0 5.7 0 2 0 1,539.9108
B_08 Vimentin VIME_HUMAN 53,653 12 13 23 27.70% LGDLYEEEMR 146 155 42.7 25.0 38.2 1 0 0 1,254.5672
B_08 Vimentin VIME_HUMAN 53,653 12 13 23 27.70% DNLAEDIMR 176 184 36.6 25.0 36.1 2 0 0 1,092.4992
B_08 Vimentin VIME_HUMAN 53,653 12 13 23 27.70% KVESLQEEIAFLK 223 235 57.6 26.5 44.5 2 1 0 1,533.8524
B_08 Vimentin VIME_HUMAN 53,653 12 13 23 27.70% KVESLQEEIAFLKK 223 236 48.0 25.0 48.0 0 2 0 1,661.9474
B_08 Vimentin VIME_HUMAN 53,653 12 13 23 27.70% QVQSLTCEVDALK 322 334 43.2 28.2 32.9 2 0 0 1,490.7521
B_08 Vimentin VIME_HUMAN 53,653 12 13 23 27.70% MALDIEIATYR 391 401 47.0 27.4 33.8 2 0 0 1,311.6615
B_08 Vimentin VIME_HUMAN 53,653 12 13 23 27.70% ETNLDSLPLVDTHSK 425 439 29.1 27.5 24.8 2 0 0 1,668.8441
B_08 Vimentin VIME_HUMAN 53,653 12 13 23 27.70% DGQVINETSQHHDDLE 451 466 18.1 25.0 12.9 0 1 0 1,836.7997
B_09 Vimentin VIME_HUMAN 53,653 11 12 19 26.20% TYSLGSALRPSTSR 37 50 31.7 28.1 27.1 0 2 0 1,495.7863
B_09 Vimentin VIME_HUMAN 53,653 11 12 19 26.20% SLYASSPGGVYATR 51 64 54.8 26.6 48.6 2 0 0 1,428.7117
B_09 Vimentin VIME_HUMAN 53,653 11 12 19 26.20% VELQELNDR 105 113 35.2 26.3 28.4 2 0 0 1,115.5692
B_09 Vimentin VIME_HUMAN 53,653 11 12 19 26.20% ILLAELEQLK 130 139 62.1 25.0 29.6 2 0 0 1,169.7142
B_09 Vimentin VIME_HUMAN 53,653 11 12 19 26.20% ILLAELEQLKGQGK 130 143 30.4 25.0 20.7 1 1 0 1,539.9108
B_09 Vimentin VIME_HUMAN 53,653 11 12 19 26.20% VEVERDNLAEDIMR 171 184 26.3 27.3 22.5 0 1 0 1,704.8223
B_09 Vimentin VIME_HUMAN 53,653 11 12 19 26.20% EEAENTLQSFR 197 207 49.8 25.5 43.2 2 0 0 1,323.6175
B_09 Vimentin VIME_HUMAN 53,653 11 12 19 26.20% KVESLQEEIAFLKK 223 236 34.3 25.0 32.3 0 2 0 1,661.9474
B_09 Vimentin VIME_HUMAN 53,653 11 12 19 26.20% NLQEAEEWYK 283 292 31.5 25.0 31.5 1 0 0 1,309.6059
B_09 Vimentin VIME_HUMAN 53,653 11 12 19 26.20% QVQSLTCEVDALK 322 334 55.1 28.3 38.6 2 0 0 1,490.7521
B_09 Vimentin VIME_HUMAN 53,653 11 12 19 26.20% EYQDLLNVK 382 390 26.1 28.9 21.0 1 0 0 1,121.5838
B_10 Vimentin VIME_HUMAN 53,653 7 7 12 17.60% TYSLGSALRPSTSR 37 50 19.0 28.1 13.4 0 1 0 1,495.7863
B_10 Vimentin VIME_HUMAN 53,653 7 7 12 17.60% VELQELNDR 105 113 34.8 26.3 29.5 2 0 0 1,115.5692
B_10 Vimentin VIME_HUMAN 53,653 7 7 12 17.60% ILLAELEQLKGQGK 130 143 17.7 25.0 8.5 0 1 0 1,539.9108
B_10 Vimentin VIME_HUMAN 53,653 7 7 12 17.60% EEAENTLQSFR 197 207 47.8 25.4 36.6 2 0 0 1,323.6175
B_10 Vimentin VIME_HUMAN 53,653 7 7 12 17.60% NLQEAEEWYK 283 292 37.1 25.1 37.1 2 0 0 1,309.6059
B_10 Vimentin VIME_HUMAN 53,653 7 7 12 17.60% QVQSLTCEVDALK 322 334 56.7 28.2 42.0 2 0 0 1,490.7521
B_10 Vimentin VIME_HUMAN 53,653 7 7 12 17.60% MALDIEIATYR 391 401 48.2 27.4 33.0 2 0 0 1,311.6615
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% TNEKVELQELNDR 101 113 47.7 27.4 34.0 2 2 0 1,587.7974
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% VELQELNDR 105 113 37.0 26.3 27.4 2 0 0 1,115.5692
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% ILLAELEQLK 130 139 54.8 25.0 12.1 2 0 0 1,169.7142
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% ILLAELEQLKGQGK 130 143 66.8 25.0 59.3 1 2 0 1,539.9108
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% LGDLYEEEMR 146 155 45.0 25.0 43.4 2 0 0 1,254.5672
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% DNLAEDIMR 176 184 38.2 25.5 30.2 4 0 0 1,076.5042
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% QDVDNASLAR 208 217 27.3 26.5 13.5 1 0 0 1,088.5331
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% KVESLQEEIAFLK 223 235 88.1 26.5 80.8 2 0 0 1,533.8524
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% NLQEAEEWYK 283 292 33.7 25.1 33.7 2 0 0 1,309.6059
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% FADLSEAANR 295 304 69.0 27.6 53.9 3 0 0 1,093.5272
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% FADLSEAANRNNDALR 295 310 24.8 26.9 14.4 0 1 0 1,776.8623
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% QVQSLTCEVDALK 322 334 77.5 28.2 61.3 1 0 0 1,490.7521
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% LQDEIQNMKEEMAR 365 378 26.2 25.0 25.6 1 0 0 1,766.8050
B_11 Vimentin VIME_HUMAN 53,653 14 17 30 28.50% MALDIEIATYR 391 401 67.2 27.4 47.2 2 0 0 1,311.6615
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% TNEKVELQELNDR 101 113 64.0 27.8 59.6 2 2 0 1,587.7974
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% VELQELNDR 105 113 54.7 26.3 45.8 2 0 0 1,115.5692
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% ILLAELEQLK 130 139 71.8 25.0 27.7 4 0 0 1,169.7142
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% ILLAELEQLKGQGK 130 143 65.2 25.0 59.3 2 0 0 1,539.9108
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% LGDLYEEEMR 146 155 52.4 25.0 48.5 4 0 0 1,254.5672
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% LGDLYEEEMRELR 146 158 25.0 26.1 18.7 1 0 0 1,668.7900
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% VEVERDNLAEDIMR 171 184 42.2 27.2 28.9 1 2 0 1,704.8223
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% DNLAEDIMR 176 184 35.7 25.0 32.1 4 0 0 1,092.4992
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% EKLQEEMLQR 187 196 31.8 28.3 23.4 1 0 0 1,303.6676
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% LQEEMLQR 189 196 32.5 28.4 19.4 1 0 0 1,062.5250
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% EEAENTLQSFR 197 207 50.8 25.4 47.6 4 0 0 1,323.6175
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% QDVDNASLAR 208 217 31.1 26.5 25.3 1 0 0 1,088.5331
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% KVESLQEEIAFLKK 223 236 68.8 25.0 62.4 2 2 0 1,661.9474
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% NLQEAEEWYK 283 292 47.2 25.0 43.8 5 0 0 1,309.6059
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% FADLSEAANR 295 304 72.9 27.8 53.8 1 0 0 1,093.5272
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% RQVQSLTCEVDALK 321 334 27.3 28.2 20.4 0 2 0 1,646.8532
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% QVQSLTCEVDALK 322 334 68.4 28.2 52.1 2 0 0 1,490.7521
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% LQDEIQNMKEEMAR 365 378 32.7 25.6 24.8 1 1 0 1,734.8151
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% EYQDLLNVK 382 390 45.0 28.4 20.8 1 0 0 1,121.5838
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% ETNLDSLPLVDTHSK 425 439 36.1 27.6 26.8 2 0 0 1,668.8441
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% ETNLDSLPLVDTHSKR 425 440 43.0 27.6 40.0 2 0 0 1,824.9452
B_12 Vimentin VIME_HUMAN 53,653 22 28 54 40.30% DGQVINETSQHHDDLE 451 466 50.6 25.0 50.2 2 0 0 1,836.7997
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% SLYASSPGGVYATR 51 64 91.3 26.6 77.6 2 0 0 1,428.7117
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% TNEKVELQELNDR 101 113 57.4 27.8 52.2 2 2 0 1,587.7974
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% VELQELNDR 105 113 47.2 27.0 36.7 2 0 0 1,115.5692
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% ILLAELEQLK 130 139 67.9 25.0 23.9 9 0 0 1,169.7142
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% ILLAELEQLKGQGK 130 143 25.3 25.0 10.4 0 2 0 1,539.9108
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% LGDLYEEEMR 146 155 58.5 25.0 58.5 5 0 0 1,270.5622
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% QVDQLTNDK 160 168 33.3 27.7 18.2 1 0 0 1,060.5271
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% VEVERDNLAEDIMR 171 184 25.8 27.1 12.1 1 0 0 1,704.8223
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% DNLAEDIMR 176 184 45.0 25.0 40.3 4 0 0 1,076.5042
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% EKLQEEMLQR 187 196 33.4 28.2 24.3 3 0 0 1,303.6676
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% LQEEMLQR 189 196 31.9 28.4 19.6 2 0 0 1,062.5250
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% EEAENTLQSFR 197 207 67.1 25.5 61.9 2 0 0 1,323.6175
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% QDVDNASLAR 208 217 51.7 26.7 40.0 2 0 0 1,088.5331
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% KVESLQEEIAFLKK 223 236 85.5 25.0 79.4 2 1 0 1,661.9474
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% VESLQEEIAFLK 224 235 69.9 28.3 46.5 2 0 0 1,405.7574
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% VESLQEEIAFLKK 224 236 76.8 27.0 53.2 2 2 0 1,533.8524
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% QQYESVAAK 274 282 30.9 27.3 21.1 1 0 0 1,023.5105
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% NLQEAEEWYK 283 292 31.6 25.1 31.6 4 0 0 1,309.6059
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% RQVQSLTCEVDALK 321 334 40.4 28.4 35.4 1 2 0 1,646.8532
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% QVQSLTCEVDALK 322 334 84.8 28.2 68.2 2 2 0 1,490.7521
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% QVQSLTCEVDALKGTNESLER 322 342 43.7 27.3 41.2 0 2 0 2,377.1666
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% LQDEIQNMKEEMAR 365 378 62.1 25.7 59.0 3 2 0 1,734.8151
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% EYQDLLNVK 382 390 38.5 28.9 26.5 2 0 0 1,121.5838
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% ETNLDSLPLVDTHSK 425 439 60.0 27.4 57.3 2 0 0 1,668.8441
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% ETNLDSLPLVDTHSKR 425 440 59.8 27.5 55.7 2 0 0 1,824.9452
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% TVETRDGQVINETSQHHDDLE 446 466 52.4 25.0 43.1 0 2 0 2,423.1072
B_13 Vimentin VIME_HUMAN 53,653 27 39 82 47.20% DGQVINETSQHHDDLE 451 466 48.3 25.0 46.6 3 4 0 1,836.7997
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% TYSLGSALRPSTSR 37 50 38.0 28.1 31.3 0 2 0 1,495.7863
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% SLYASSPGGVYATR 51 64 63.5 26.8 45.7 1 2 0 1,428.7117
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% TNEKVELQELNDR 101 113 46.9 27.7 34.8 2 2 0 1,587.7974
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% ILLAELEQLK 130 139 45.6 25.0 22.0 3 0 0 1,169.7142
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% ILLAELEQLKGQGK 130 143 55.5 25.0 47.1 2 1 0 1,539.9108
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% LGDLYEEEMR 146 155 48.3 25.0 48.3 2 0 0 1,254.5672
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% DNLAEDIMR 176 184 48.1 25.0 41.2 4 0 0 1,076.5042
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% EEAENTLQSFR 197 207 54.8 25.5 51.1 2 0 0 1,323.6175
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% KVESLQEEIAFLK 223 235 55.6 26.5 46.3 2 0 0 1,533.8524
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% NLQEAEEWYK 283 292 39.0 25.0 39.0 2 0 0 1,309.6059
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% FADLSEAANR 295 304 72.0 27.6 54.5 1 0 0 1,093.5272
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% QVQSLTCEVDALK 322 334 74.7 28.4 59.6 2 0 0 1,490.7521
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% LQDEIQNMKEEMAR 365 378 26.6 25.0 18.5 0 1 0 1,766.8050
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% ETNLDSLPLVDTHSK 425 439 52.3 27.4 44.5 2 2 0 1,668.8441
B_14 Vimentin VIME_HUMAN 53,653 15 20 37 37.80% DGQVINETSQHHDDLE 451 466 47.8 25.0 47.1 2 0 0 1,836.7997
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% MFGGPGTASRPSSSR 14 28 32.3 25.8 25.0 0 2 0 1,510.7068
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% TYSLGSALRPSTSR 37 50 41.4 28.1 37.6 2 0 0 1,495.7863
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% TNEKVELQELNDR 101 113 69.3 27.4 60.3 2 2 0 1,587.7974
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% VELQELNDR 105 113 47.2 26.3 40.1 2 0 0 1,115.5692



B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% ILLAELEQLK 130 139 60.5 25.0 23.3 3 0 0 1,169.7142
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% ILLAELEQLKGQGK 130 143 63.8 25.0 50.5 1 2 0 1,539.9108
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% LGDLYEEEMR 146 155 46.0 25.0 46.0 2 0 0 1,254.5672
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% LGDLYEEEMRELR 146 158 22.6 26.0 22.6 0 1 0 1,668.7900
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% DNLAEDIMR 176 184 45.9 25.0 39.5 4 0 0 1,076.5042
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% QDVDNASLAR 208 217 39.9 26.5 26.0 1 0 0 1,088.5331
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% KVESLQEEIAFLK 223 235 102.0 26.5 92.3 2 2 0 1,533.8524
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% KVESLQEEIAFLKK 223 236 62.7 25.0 51.8 2 2 0 1,661.9474
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% NLQEAEEWYK 283 292 38.4 25.0 38.4 2 0 0 1,309.6059
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% FADLSEAANR 295 304 72.9 27.6 52.4 2 0 0 1,093.5272
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% QVQSLTCEVDALK 322 334 70.1 28.2 57.7 2 0 0 1,490.7521
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% EYQDLLNVK 382 390 53.5 29.2 24.5 2 0 0 1,121.5838
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% MALDIEIATYR 391 401 60.9 27.4 42.8 2 0 0 1,311.6615
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% ETNLDSLPLVDTHSK 425 439 61.6 27.4 55.4 2 0 0 1,668.8441
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% ETNLDSLPLVDTHSKR 425 440 35.5 27.7 33.1 2 0 0 1,824.9452
B_15 Vimentin VIME_HUMAN 53,653 20 26 49 40.10% DGQVINETSQHHDDLE 451 466 59.6 25.0 54.0 2 1 0 1,836.7997
B_16 Vimentin VIME_HUMAN 53,653 10 11 18 23.60% SLYASSPGGVYATR 51 64 72.5 26.9 51.0 2 0 0 1,428.7117
B_16 Vimentin VIME_HUMAN 53,653 10 11 18 23.60% TNEKVELQELNDR 101 113 31.8 27.4 28.4 0 1 0 1,587.7974
B_16 Vimentin VIME_HUMAN 53,653 10 11 18 23.60% ILLAELEQLK 130 139 57.0 25.0 29.5 2 0 0 1,169.7142
B_16 Vimentin VIME_HUMAN 53,653 10 11 18 23.60% ILLAELEQLKGQGK 130 143 24.0 25.0 14.7 1 2 0 1,539.9108
B_16 Vimentin VIME_HUMAN 53,653 10 11 18 23.60% EEAENTLQSFR 197 207 53.0 25.4 45.7 2 0 0 1,323.6175
B_16 Vimentin VIME_HUMAN 53,653 10 11 18 23.60% FADLSEAANR 295 304 73.3 27.8 57.1 2 0 0 1,093.5272
B_16 Vimentin VIME_HUMAN 53,653 10 11 18 23.60% QVQSLTCEVDALK 322 334 58.6 28.5 43.9 2 0 0 1,490.7521
B_16 Vimentin VIME_HUMAN 53,653 10 11 18 23.60% EYQDLLNVK 382 390 24.8 29.4 19.6 1 0 0 1,121.5838
B_16 Vimentin VIME_HUMAN 53,653 10 11 18 23.60% MALDIEIATYR 391 401 52.5 27.4 39.3 2 0 0 1,311.6615
B_16 Vimentin VIME_HUMAN 53,653 10 11 18 23.60% ETNLDSLPLVDTHSK 425 439 34.7 27.5 34.7 1 0 0 1,668.8441
B_17 Vimentin VIME_HUMAN 53,653 9 9 16 19.10% TNEKVELQELNDR 101 113 26.0 27.5 26.0 0 1 0 1,587.7974
B_17 Vimentin VIME_HUMAN 53,653 9 9 16 19.10% ILLAELEQLK 130 139 61.9 25.0 37.5 2 0 0 1,169.7142
B_17 Vimentin VIME_HUMAN 53,653 9 9 16 19.10% DNLAEDIMR 176 184 27.1 25.0 18.5 2 0 0 1,092.4992
B_17 Vimentin VIME_HUMAN 53,653 9 9 16 19.10% KVESLQEEIAFLK 223 235 40.4 26.5 34.6 2 0 0 1,533.8524
B_17 Vimentin VIME_HUMAN 53,653 9 9 16 19.10% KVESLQEEIAFLKK 223 236 36.8 25.0 34.0 0 2 0 1,661.9474
B_17 Vimentin VIME_HUMAN 53,653 9 9 16 19.10% FADLSEAANR 295 304 61.4 27.6 41.8 2 0 0 1,093.5272
B_17 Vimentin VIME_HUMAN 53,653 9 9 16 19.10% QVQSLTCEVDALK 322 334 61.0 28.3 51.6 2 0 0 1,490.7521
B_17 Vimentin VIME_HUMAN 53,653 9 9 16 19.10% EYQDLLNVK 382 390 28.7 28.4 21.7 1 0 0 1,121.5838
B_17 Vimentin VIME_HUMAN 53,653 9 9 16 19.10% MALDIEIATYR 391 401 56.4 27.7 43.2 2 0 0 1,311.6615
B_18 Vimentin VIME_HUMAN 53,653 10 10 19 20.40% TNEKVELQELNDR 101 113 31.6 27.8 25.6 0 2 0 1,587.7974
B_18 Vimentin VIME_HUMAN 53,653 10 10 19 20.40% ILLAELEQLK 130 139 52.9 25.0 28.0 2 0 0 1,169.7142
B_18 Vimentin VIME_HUMAN 53,653 10 10 19 20.40% ILLAELEQLKGQGK 130 143 30.9 25.0 22.5 1 0 0 1,539.9108
B_18 Vimentin VIME_HUMAN 53,653 10 10 19 20.40% DNLAEDIMR 176 184 32.8 25.0 26.4 2 0 0 1,092.4992
B_18 Vimentin VIME_HUMAN 53,653 10 10 19 20.40% EEAENTLQSFR 197 207 53.4 25.4 44.9 2 0 0 1,323.6175
B_18 Vimentin VIME_HUMAN 53,653 10 10 19 20.40% KVESLQEEIAFLK 223 235 69.2 26.5 62.9 2 0 0 1,533.8524
B_18 Vimentin VIME_HUMAN 53,653 10 10 19 20.40% KVESLQEEIAFLKK 223 236 42.4 25.0 37.7 0 2 0 1,661.9474
B_18 Vimentin VIME_HUMAN 53,653 10 10 19 20.40% FADLSEAANR 295 304 72.2 27.8 51.7 2 0 0 1,093.5272
B_18 Vimentin VIME_HUMAN 53,653 10 10 19 20.40% QVQSLTCEVDALK 322 334 55.2 28.3 36.5 2 0 0 1,490.7521
B_18 Vimentin VIME_HUMAN 53,653 10 10 19 20.40% MALDIEIATYR 391 401 47.8 27.4 35.8 2 0 0 1,311.6615
B_19 Vimentin VIME_HUMAN 53,653 9 10 18 21.50% TNEKVELQELNDR 101 113 39.0 27.7 33.5 0 2 0 1,587.7974
B_19 Vimentin VIME_HUMAN 53,653 9 10 18 21.50% ILLAELEQLKGQGK 130 143 18.1 25.0 5.8 0 1 0 1,539.9108
B_19 Vimentin VIME_HUMAN 53,653 9 10 18 21.50% DNLAEDIMR 176 184 37.7 25.0 32.2 2 0 0 1,092.4992
B_19 Vimentin VIME_HUMAN 53,653 9 10 18 21.50% EEAENTLQSFR 197 207 51.9 25.4 47.5 2 0 0 1,323.6175
B_19 Vimentin VIME_HUMAN 53,653 9 10 18 21.50% KVESLQEEIAFLK 223 235 78.2 27.1 71.0 2 2 0 1,533.8524
B_19 Vimentin VIME_HUMAN 53,653 9 10 18 21.50% KVESLQEEIAFLKK 223 236 52.2 25.0 43.3 0 2 0 1,661.9474
B_19 Vimentin VIME_HUMAN 53,653 9 10 18 21.50% QVQSLTCEVDALK 322 334 66.7 28.2 53.4 2 0 0 1,490.7521
B_19 Vimentin VIME_HUMAN 53,653 9 10 18 21.50% MALDIEIATYR 391 401 65.6 27.4 50.8 2 0 0 1,311.6615
B_19 Vimentin VIME_HUMAN 53,653 9 10 18 21.50% ETNLDSLPLVDTHSK 425 439 31.9 27.6 21.6 1 0 0 1,668.8441
B_20 Vimentin VIME_HUMAN 53,653 8 8 14 16.10% TNEKVELQELNDR 101 113 41.7 27.7 34.0 2 0 0 1,587.7974
B_20 Vimentin VIME_HUMAN 53,653 8 8 14 16.10% VELQELNDR 105 113 33.2 27.0 30.5 2 0 0 1,115.5692
B_20 Vimentin VIME_HUMAN 53,653 8 8 14 16.10% ILLAELEQLK 130 139 64.5 25.0 38.0 2 0 0 1,169.7142
B_20 Vimentin VIME_HUMAN 53,653 8 8 14 16.10% ILLAELEQLKGQGK 130 143 19.6 25.0 12.5 0 2 0 1,539.9108
B_20 Vimentin VIME_HUMAN 53,653 8 8 14 16.10% DNLAEDIMR 176 184 26.3 25.0 24.0 1 0 0 1,092.4992
B_20 Vimentin VIME_HUMAN 53,653 8 8 14 16.10% EEAENTLQSFR 197 207 41.6 25.4 36.5 2 0 0 1,323.6175
B_20 Vimentin VIME_HUMAN 53,653 8 8 14 16.10% QVQSLTCEVDALK 322 334 63.8 28.2 50.7 2 0 0 1,490.7521
B_20 Vimentin VIME_HUMAN 53,653 8 8 14 16.10% ETNLDSLPLVDTHSK 425 439 38.5 27.2 34.2 1 0 0 1,668.8441
B_21 Vimentin VIME_HUMAN 53,653 11 14 24 25.30% SLYASSPGGVYATR 51 64 63.5 26.8 52.5 2 0 0 1,428.7117
B_21 Vimentin VIME_HUMAN 53,653 11 14 24 25.30% TNEKVELQELNDR 101 113 44.7 27.7 42.4 1 2 0 1,587.7974
B_21 Vimentin VIME_HUMAN 53,653 11 14 24 25.30% VELQELNDR 105 113 46.9 26.1 36.8 2 0 0 1,115.5692
B_21 Vimentin VIME_HUMAN 53,653 11 14 24 25.30% ILLAELEQLK 130 139 54.0 25.0 34.9 2 0 0 1,169.7142
B_21 Vimentin VIME_HUMAN 53,653 11 14 24 25.30% DNLAEDIMR 176 184 30.2 25.4 16.4 3 0 0 1,076.5042
B_21 Vimentin VIME_HUMAN 53,653 11 14 24 25.30% KVESLQEEIAFLK 223 235 52.0 27.1 36.4 0 2 0 1,533.8524
B_21 Vimentin VIME_HUMAN 53,653 11 14 24 25.30% NLQEAEEWYK 283 292 37.1 25.0 37.1 2 0 0 1,309.6059
B_21 Vimentin VIME_HUMAN 53,653 11 14 24 25.30% FADLSEAANR 295 304 65.5 27.6 51.0 2 0 0 1,093.5272
B_21 Vimentin VIME_HUMAN 53,653 11 14 24 25.30% QVQSLTCEVDALK 322 334 80.8 28.2 70.8 2 0 0 1,490.7521
B_21 Vimentin VIME_HUMAN 53,653 11 14 24 25.30% MALDIEIATYR 391 401 56.6 27.4 41.0 2 0 0 1,311.6615
B_21 Vimentin VIME_HUMAN 53,653 11 14 24 25.30% ETNLDSLPLVDTHSK 425 439 51.4 27.4 51.0 1 1 0 1,668.8441
B_22 Vimentin VIME_HUMAN 53,653 12 15 28 26.00% SLYASSPGGVYATR 51 64 66.0 26.5 44.7 2 0 0 1,428.7117
B_22 Vimentin VIME_HUMAN 53,653 12 15 28 26.00% TNEKVELQELNDR 101 113 73.9 27.8 71.3 2 2 0 1,587.7974
B_22 Vimentin VIME_HUMAN 53,653 12 15 28 26.00% VELQELNDR 105 113 39.6 27.0 29.3 1 0 0 1,115.5692
B_22 Vimentin VIME_HUMAN 53,653 12 15 28 26.00% ILLAELEQLK 130 139 60.3 25.0 21.4 2 0 0 1,169.7142
B_22 Vimentin VIME_HUMAN 53,653 12 15 28 26.00% VEVERDNLAEDIMR 171 184 20.9 27.1 16.1 0 2 0 1,704.8223
B_22 Vimentin VIME_HUMAN 53,653 12 15 28 26.00% DNLAEDIMR 176 184 30.3 25.0 23.4 4 0 0 1,092.4992
B_22 Vimentin VIME_HUMAN 53,653 12 15 28 26.00% KVESLQEEIAFLK 223 235 67.6 26.3 62.0 2 2 0 1,533.8524
B_22 Vimentin VIME_HUMAN 53,653 12 15 28 26.00% NLQEAEEWYK 283 292 47.6 25.0 44.6 2 0 0 1,309.6059
B_22 Vimentin VIME_HUMAN 53,653 12 15 28 26.00% FADLSEAANR 295 304 59.7 27.8 45.9 2 0 0 1,093.5272
B_22 Vimentin VIME_HUMAN 53,653 12 15 28 26.00% QVQSLTCEVDALK 322 334 73.8 28.4 60.1 2 0 0 1,490.7521
B_22 Vimentin VIME_HUMAN 53,653 12 15 28 26.00% EYQDLLNVK 382 390 28.5 29.2 20.7 1 0 0 1,121.5838
B_22 Vimentin VIME_HUMAN 53,653 12 15 28 26.00% ETNLDSLPLVDTHSK 425 439 36.6 27.5 31.9 2 0 0 1,668.8441
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% TYSLGSALRPSTSR 37 50 24.0 28.2 15.7 0 1 0 1,495.7863
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% SLYASSPGGVYATR 51 64 65.3 26.9 56.2 2 0 0 1,428.7117
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% TNEKVELQELNDR 101 113 43.3 27.8 43.3 2 2 0 1,587.7974
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% VELQELNDR 105 113 46.8 27.0 32.0 2 0 0 1,115.5692
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% ILLAELEQLK 130 139 59.6 25.0 32.6 2 0 0 1,169.7142
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% LGDLYEEEMR 146 155 36.5 25.0 35.9 1 0 0 1,254.5672
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% DNLAEDIMR 176 184 21.2 25.0 18.5 1 0 0 1,092.4992
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% KVESLQEEIAFLK 223 235 42.0 26.5 29.2 2 2 0 1,533.8524
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% KVESLQEEIAFLKK 223 236 32.2 25.0 32.2 0 2 0 1,661.9474
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% NLQEAEEWYK 283 292 43.5 25.1 40.9 2 0 0 1,309.6059
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% FADLSEAANR 295 304 75.3 27.6 59.3 2 0 0 1,093.5272
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% QVQSLTCEVDALK 322 334 77.3 28.2 61.6 2 0 0 1,490.7521
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% LQDEIQNMKEEMAR 365 378 30.5 25.0 12.5 0 1 0 1,766.8050
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% EYQDLLNVK 382 390 36.1 29.4 25.6 2 0 0 1,121.5838
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% MALDIEIATYR 391 401 60.5 27.6 43.0 2 0 0 1,311.6615
B_23 Vimentin VIME_HUMAN 53,653 16 18 32 35.60% ETNLDSLPLVDTHSK 425 439 38.6 27.6 33.8 2 0 0 1,668.8441
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% SLYASSPGGVYATR 51 64 62.3 26.6 50.4 2 0 0 1,428.7117
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% TNEKVELQELNDR 101 113 49.8 27.8 46.2 1 0 0 1,587.7974
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% ILLAELEQLK 130 139 77.0 25.0 48.8 2 0 0 1,169.7142
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% ILLAELEQLKGQGK 130 143 29.8 25.0 29.8 1 0 0 1,539.9108
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% VEVERDNLAEDIMR 171 184 27.9 27.1 24.9 0 1 0 1,704.8223
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% DNLAEDIMR 176 184 20.2 25.0 17.3 1 0 0 1,092.4992
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% EEAENTLQSFR 197 207 33.2 25.4 24.6 1 0 0 1,323.6175
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% KVESLQEEIAFLKK 223 236 26.0 25.0 16.3 0 1 0 1,661.9474
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% FADLSEAANR 295 304 27.6 27.8 23.1 1 0 0 1,093.5272
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% QVQSLTCEVDALK 322 334 67.9 28.2 59.8 2 0 0 1,490.7521
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% LQDEIQNMKEEMAR 365 378 18.5 25.0 13.7 0 1 0 1,766.8050



B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% MALDIEIATYR 391 401 55.4 27.5 39.2 2 0 0 1,311.6615
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% ETNLDSLPLVDTHSK 425 439 34.9 27.4 32.8 1 0 0 1,668.8441
B_24 Vimentin VIME_HUMAN 53,653 14 14 18 34.10% DGQVINETSQHHDDLE 451 466 27.3 25.0 27.3 1 0 0 1,836.7997
B_25 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% VELQELNDR 105 113 26.4 26.7 19.1 1 0 0 1,115.5692
B_25 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% ILLAELEQLK 130 139 65.6 25.0 33.3 1 0 0 1,169.7142
B_25 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% ILLAELEQLKGQGK 130 143 25.2 25.0 16.7 0 2 0 1,539.9108
B_25 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% DNLAEDIMR 176 184 39.7 25.0 33.9 2 0 0 1,092.4992
B_25 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% FADLSEAANR 295 304 55.0 27.6 44.5 2 0 0 1,093.5272
B_25 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% QVQSLTCEVDALK 322 334 56.9 28.3 48.4 2 0 0 1,490.7521
B_25 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% MALDIEIATYR 391 401 52.0 27.4 41.0 2 0 0 1,311.6615
B_26 Vimentin VIME_HUMAN 53,653 9 9 15 18.50% VELQELNDR 105 113 37.6 27.0 33.8 2 0 0 1,115.5692
B_26 Vimentin VIME_HUMAN 53,653 9 9 15 18.50% ILLAELEQLK 130 139 48.0 25.0 28.8 2 0 0 1,169.7142
B_26 Vimentin VIME_HUMAN 53,653 9 9 15 18.50% ILLAELEQLKGQGK 130 143 17.9 25.0 12.6 0 1 0 1,539.9108
B_26 Vimentin VIME_HUMAN 53,653 9 9 15 18.50% DNLAEDIMR 176 184 31.6 25.0 25.5 2 0 0 1,092.4992
B_26 Vimentin VIME_HUMAN 53,653 9 9 15 18.50% EEAENTLQSFR 197 207 37.6 25.5 37.6 1 0 0 1,323.6175
B_26 Vimentin VIME_HUMAN 53,653 9 9 15 18.50% NLQEAEEWYK 283 292 25.0 25.0 25.0 1 0 0 1,309.6059
B_26 Vimentin VIME_HUMAN 53,653 9 9 15 18.50% QVQSLTCEVDALK 322 334 56.5 28.5 42.8 2 0 0 1,490.7521
B_26 Vimentin VIME_HUMAN 53,653 9 9 15 18.50% EYQDLLNVK 382 390 31.0 29.4 20.4 2 0 0 1,121.5838
B_26 Vimentin VIME_HUMAN 53,653 9 9 15 18.50% MALDIEIATYR 391 401 44.9 27.6 34.2 2 0 0 1,311.6615
B_27 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% VELQELNDR 105 113 37.2 26.7 30.9 2 0 0 1,115.5692
B_27 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% ILLAELEQLK 130 139 59.7 25.0 34.0 2 0 0 1,169.7142
B_27 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% ILLAELEQLKGQGK 130 143 17.6 25.0 4.6 0 1 0 1,539.9108
B_27 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% DNLAEDIMR 176 184 22.4 25.0 22.1 1 0 0 1,092.4992
B_27 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% NLQEAEEWYK 283 292 25.1 25.0 25.1 2 0 0 1,309.6059
B_27 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% QVQSLTCEVDALK 322 334 61.9 28.3 45.6 2 0 0 1,490.7521
B_27 Vimentin VIME_HUMAN 53,653 7 7 12 14.20% MALDIEIATYR 391 401 31.8 27.3 18.3 2 0 0 1,311.6615
B_28 Vimentin VIME_HUMAN 53,653 4 4 6 7.30% VELQELNDR 105 113 28.4 27.0 20.9 1 0 0 1,115.5692
B_28 Vimentin VIME_HUMAN 53,653 4 4 6 7.30% ILLAELEQLK 130 139 47.9 25.0 22.2 2 0 0 1,169.7142
B_28 Vimentin VIME_HUMAN 53,653 4 4 6 7.30% ILLAELEQLKGQGK 130 143 19.8 25.0 11.6 0 1 0 1,539.9108
B_28 Vimentin VIME_HUMAN 53,653 4 4 6 7.30% MALDIEIATYR 391 401 51.2 27.6 39.1 2 0 0 1,311.6615
B_29 Vimentin VIME_HUMAN 53,653 6 6 8 14.20% VELQELNDR 105 113 35.0 27.0 29.6 1 0 0 1,115.5692
B_29 Vimentin VIME_HUMAN 53,653 6 6 8 14.20% ILLAELEQLKGQGK 130 143 16.9 25.0 9.5 0 1 0 1,539.9108
B_29 Vimentin VIME_HUMAN 53,653 6 6 8 14.20% DNLAEDIMR 176 184 24.9 25.0 20.3 1 0 0 1,092.4992
B_29 Vimentin VIME_HUMAN 53,653 6 6 8 14.20% NLQEAEEWYK 283 292 20.6 25.0 17.4 1 0 0 1,309.6059
B_29 Vimentin VIME_HUMAN 53,653 6 6 8 14.20% QVQSLTCEVDALK 322 334 53.3 28.3 42.6 2 0 0 1,490.7521
B_29 Vimentin VIME_HUMAN 53,653 6 6 8 14.20% MALDIEIATYR 391 401 56.6 27.6 42.3 2 0 0 1,311.6615
B_30 Vimentin VIME_HUMAN 53,653 7 7 12 15.90% ILLAELEQLK 130 139 36.5 25.0 21.2 1 0 0 1,169.7142
B_30 Vimentin VIME_HUMAN 53,653 7 7 12 15.90% DNLAEDIMR 176 184 44.2 25.0 38.9 2 0 0 1,092.4992
B_30 Vimentin VIME_HUMAN 53,653 7 7 12 15.90% EEAENTLQSFR 197 207 51.7 25.8 47.7 2 0 0 1,323.6175
B_30 Vimentin VIME_HUMAN 53,653 7 7 12 15.90% NLQEAEEWYK 283 292 23.6 25.4 22.2 1 0 0 1,309.6059
B_30 Vimentin VIME_HUMAN 53,653 7 7 12 15.90% FADLSEAANR 295 304 33.0 27.8 17.7 2 0 0 1,093.5272
B_30 Vimentin VIME_HUMAN 53,653 7 7 12 15.90% QVQSLTCEVDALK 322 334 43.2 28.3 34.8 2 0 0 1,490.7521
B_30 Vimentin VIME_HUMAN 53,653 7 7 12 15.90% MALDIEIATYR 391 401 40.0 27.4 27.5 2 0 0 1,311.6615
B_31 Vimentin VIME_HUMAN 53,653 4 4 6 8.58% ILLAELEQLK 130 139 30.0 25.0 13.3 1 0 0 1,169.7142
B_31 Vimentin VIME_HUMAN 53,653 4 4 6 8.58% DNLAEDIMR 176 184 23.7 25.0 23.7 1 0 0 1,092.4992
B_31 Vimentin VIME_HUMAN 53,653 4 4 6 8.58% FADLSEAANR 295 304 38.6 27.8 25.7 2 0 0 1,093.5272
B_31 Vimentin VIME_HUMAN 53,653 4 4 6 8.58% MALDIEIATYR 391 401 51.4 27.7 33.8 2 0 0 1,311.6615
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% SLYASSPGGVYATR 51 64 42.3 26.8 34.1 2 0 0 1,428.7117
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% TNEKVELQELNDR 101 113 35.0 27.7 27.7 0 2 0 1,587.7974
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% VELQELNDR 105 113 51.7 26.7 40.9 2 0 0 1,115.5692
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% ILLAELEQLK 130 139 71.4 25.0 31.9 2 0 0 1,169.7142
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% ILLAELEQLKGQGK 130 143 41.6 25.0 32.5 1 0 0 1,539.9108
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% LGDLYEEEMR 146 155 29.2 25.0 29.2 2 0 0 1,254.5672
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% VEVERDNLAEDIMR 171 184 27.8 27.0 24.4 0 1 0 1,704.8223
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% DNLAEDIMR 176 184 41.8 25.0 36.7 2 0 0 1,092.4992
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% KVESLQEEIAFLKK 223 236 22.5 25.0 22.5 0 2 0 1,661.9474
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% FADLSEAANR 295 304 63.3 27.8 51.4 2 0 0 1,093.5272
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% QVQSLTCEVDALK 322 334 41.6 28.7 32.1 2 0 0 1,490.7521
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% EYQDLLNVK 382 390 23.9 28.3 12.9 1 0 0 1,121.5838
B_32 Vimentin VIME_HUMAN 53,653 13 13 23 26.20% MALDIEIATYR 391 401 48.5 27.3 37.5 2 0 0 1,311.6615
C_01 Vimentin VIME_HUMAN 53,653 6 6 10 16.70% MFGGPGTASRPSSSR 14 28 23.4 25.0 9.3 0 1 0 1,510.7068
C_01 Vimentin VIME_HUMAN 53,653 6 6 10 16.70% TYSLGSALRPSTSR 37 50 31.7 28.2 28.0 0 1 0 1,495.7863
C_01 Vimentin VIME_HUMAN 53,653 6 6 10 16.70% SLYASSPGGVYATR 51 64 62.9 26.8 53.7 2 0 0 1,428.7117
C_01 Vimentin VIME_HUMAN 53,653 6 6 10 16.70% FADLSEAANR 295 304 54.4 27.6 37.0 2 0 0 1,093.5272
C_01 Vimentin VIME_HUMAN 53,653 6 6 10 16.70% EYQDLLNVK 382 390 23.8 29.4 11.9 2 0 0 1,121.5838
C_01 Vimentin VIME_HUMAN 53,653 6 6 10 16.70% DGQVINETSQHHDDLE 451 466 38.4 25.0 36.4 2 0 0 1,836.7997
C_02 Vimentin VIME_HUMAN 53,653 10 10 15 26.20% MFGGPGTASRPSSSR 14 28 28.9 25.0 8.4 0 1 0 1,510.7068
C_02 Vimentin VIME_HUMAN 53,653 10 10 15 26.20% TYSLGSALRPSTSR 37 50 41.1 28.1 38.4 0 2 0 1,495.7863
C_02 Vimentin VIME_HUMAN 53,653 10 10 15 26.20% SLYASSPGGVYATR 51 64 54.0 26.6 45.2 2 0 0 1,428.7117
C_02 Vimentin VIME_HUMAN 53,653 10 10 15 26.20% VELQELNDR 105 113 19.7 26.3 12.0 1 0 0 1,115.5692
C_02 Vimentin VIME_HUMAN 53,653 10 10 15 26.20% DNLAEDIMR 176 184 17.4 25.0 13.4 1 0 0 1,092.4992
C_02 Vimentin VIME_HUMAN 53,653 10 10 15 26.20% FADLSEAANR 295 304 43.8 27.6 35.7 2 0 0 1,093.5272
C_02 Vimentin VIME_HUMAN 53,653 10 10 15 26.20% EYQDLLNVK 382 390 47.8 28.4 36.8 2 0 0 1,121.5838
C_02 Vimentin VIME_HUMAN 53,653 10 10 15 26.20% MALDIEIATYR 391 401 38.5 27.4 24.5 2 0 0 1,311.6615
C_02 Vimentin VIME_HUMAN 53,653 10 10 15 26.20% ETNLDSLPLVDTHSK 425 439 36.5 27.5 26.8 1 0 0 1,668.8441
C_02 Vimentin VIME_HUMAN 53,653 10 10 15 26.20% DGQVINETSQHHDDLE 451 466 38.5 25.0 38.5 1 0 0 1,836.7997
C_03 Vimentin VIME_HUMAN 53,653 10 10 17 24.90% TYSLGSALRPSTSR 37 50 33.5 28.3 22.9 0 1 0 1,495.7863
C_03 Vimentin VIME_HUMAN 53,653 10 10 17 24.90% SLYASSPGGVYATR 51 64 54.9 26.6 38.9 2 0 0 1,428.7117
C_03 Vimentin VIME_HUMAN 53,653 10 10 17 24.90% VELQELNDR 105 113 21.2 26.4 15.1 1 0 0 1,115.5692
C_03 Vimentin VIME_HUMAN 53,653 10 10 17 24.90% ILLAELEQLK 130 139 38.2 25.0 23.5 2 0 0 1,169.7142
C_03 Vimentin VIME_HUMAN 53,653 10 10 17 24.90% VEVERDNLAEDIMR 171 184 46.0 26.8 36.8 0 2 0 1,704.8223
C_03 Vimentin VIME_HUMAN 53,653 10 10 17 24.90% DNLAEDIMR 176 184 44.8 25.0 34.5 1 0 0 1,092.4992
C_03 Vimentin VIME_HUMAN 53,653 10 10 17 24.90% EEAENTLQSFR 197 207 45.9 25.5 39.3 2 0 0 1,323.6175
C_03 Vimentin VIME_HUMAN 53,653 10 10 17 24.90% QVQSLTCEVDALK 322 334 70.5 28.3 53.3 2 0 0 1,490.7521
C_03 Vimentin VIME_HUMAN 53,653 10 10 17 24.90% ETNLDSLPLVDTHSK 425 439 36.8 27.4 36.3 2 0 0 1,668.8441
C_03 Vimentin VIME_HUMAN 53,653 10 10 17 24.90% DGQVINETSQHHDDLE 451 466 34.5 25.0 30.9 2 0 0 1,836.7997
C_04 Vimentin VIME_HUMAN 53,653 11 12 21 23.80% TNEKVELQELNDR 101 113 42.1 27.4 30.8 0 2 0 1,587.7974
C_04 Vimentin VIME_HUMAN 53,653 11 12 21 23.80% VELQELNDR 105 113 28.3 26.3 23.8 2 0 0 1,115.5692
C_04 Vimentin VIME_HUMAN 53,653 11 12 21 23.80% ILLAELEQLK 130 139 39.7 25.0 18.3 2 0 0 1,169.7142
C_04 Vimentin VIME_HUMAN 53,653 11 12 21 23.80% ILLAELEQLKGQGK 130 143 48.8 25.0 45.5 2 0 0 1,539.9108
C_04 Vimentin VIME_HUMAN 53,653 11 12 21 23.80% VEVERDNLAEDIMR 171 184 40.2 26.8 32.0 1 2 0 1,704.8223
C_04 Vimentin VIME_HUMAN 53,653 11 12 21 23.80% NLQEAEEWYK 283 292 49.9 25.1 45.8 2 0 0 1,309.6059
C_04 Vimentin VIME_HUMAN 53,653 11 12 21 23.80% FADLSEAANR 295 304 57.5 27.5 48.9 1 0 0 1,093.5272
C_04 Vimentin VIME_HUMAN 53,653 11 12 21 23.80% FADLSEAANRNNDALR 295 310 37.7 26.9 20.7 0 2 0 1,776.8623
C_04 Vimentin VIME_HUMAN 53,653 11 12 21 23.80% QVQSLTCEVDALK 322 334 80.8 28.4 64.7 2 0 0 1,490.7521
C_04 Vimentin VIME_HUMAN 53,653 11 12 21 23.80% ETNLDSLPLVDTHSK 425 439 28.1 27.4 27.8 1 0 0 1,668.8441
C_04 Vimentin VIME_HUMAN 53,653 11 12 21 23.80% DGQVINETSQHHDDLE 451 466 30.6 25.0 29.2 2 0 0 1,836.7997
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% SLYASSPGGVYATR 51 64 28.4 26.9 23.8 1 0 0 1,428.7117
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% TNEKVELQELNDR 101 113 48.1 27.5 46.5 2 1 0 1,587.7974
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% VELQELNDR 105 113 51.2 26.3 39.5 2 0 0 1,115.5692
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% FANYIDKVR 114 122 27.1 27.5 20.8 2 0 0 1,125.6051
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% ILLAELEQLK 130 139 65.4 25.0 39.1 2 0 0 1,169.7142
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% ILLAELEQLKGQGK 130 143 66.5 25.0 58.1 2 0 0 1,539.9108
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% SRLGDLYEEEMR 144 155 21.2 25.0 20.1 1 1 0 1,513.6953
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% LGDLYEEEMR 146 155 63.0 25.0 63.0 3 0 0 1,254.5672
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% ARVEVERDNLAEDIMR 169 184 20.9 27.7 10.6 0 1 0 1,931.9605
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% VEVERDNLAEDIMR 171 184 37.4 26.8 26.6 2 3 0 1,704.8223
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% DNLAEDIMR 176 184 29.8 25.0 22.5 3 0 0 1,076.5042
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% EEAENTLQSFR 197 207 48.6 25.5 44.8 2 0 0 1,323.6175
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% KVESLQEEIAFLK 223 235 53.0 27.1 46.1 2 0 0 1,533.8524
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% DVRQQYESVAAK 271 282 24.0 28.1 19.8 0 1 0 1,393.7070
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% NLQEAEEWYK 283 292 51.6 25.1 51.6 2 0 0 1,309.6059



C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% SKFADLSEAANRNNDALR 293 310 20.4 27.7 19.4 0 1 0 1,991.9893
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% FADLSEAANR 295 304 64.4 27.5 47.2 2 0 0 1,093.5272
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% FADLSEAANRNNDALR 295 310 45.9 27.1 35.5 2 2 0 1,776.8623
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% QVQSLTCEVDALK 322 334 74.6 27.8 61.2 2 0 0 1,490.7521
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% LQDEIQNMKEEMAR 365 378 21.7 25.4 12.5 0 1 0 1,734.8151
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% HLREYQDLLNVK 379 390 34.2 27.9 21.0 2 2 0 1,527.8279
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% EYQDLLNVK 382 390 33.9 28.4 8.5 1 0 0 1,121.5838
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% MALDIEIATYR 391 401 63.8 27.5 44.6 2 0 0 1,311.6615
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% ETNLDSLPLVDTHSK 425 439 45.5 27.4 38.2 2 0 0 1,668.8441
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% ETNLDSLPLVDTHSKR 425 440 31.8 27.5 25.8 1 2 0 1,824.9452
C_05 Vimentin VIME_HUMAN 53,653 26 35 57 48.10% DGQVINETSQHHDDLE 451 466 31.6 25.0 26.8 2 0 0 1,836.7997
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% SLYASSPGGVYATR 51 64 62.7 26.7 54.2 2 0 0 1,428.7117
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% TNEKVELQELNDR 101 113 65.8 27.5 60.8 2 2 0 1,587.7974
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% VELQELNDR 105 113 40.6 26.3 29.7 2 0 0 1,115.5692
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% FANYIDKVR 114 122 57.1 27.7 48.6 2 0 0 1,125.6051
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% ILLAELEQLK 130 139 52.8 25.0 22.9 2 0 0 1,169.7142
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% ILLAELEQLKGQGK 130 143 51.5 25.0 51.5 2 0 0 1,539.9108
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% LGDLYEEEMR 146 155 65.2 25.0 63.0 4 0 0 1,270.5622
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% VEVERDNLAEDIMR 171 184 43.3 27.0 35.6 2 3 0 1,704.8223
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% DNLAEDIMR 176 184 49.3 25.0 41.9 4 0 0 1,076.5042
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% EEAENTLQSFR 197 207 24.2 25.4 18.8 1 0 0 1,323.6175
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% QDVDNASLAR 208 217 41.5 26.5 33.1 1 0 0 1,088.5331
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% KVESLQEEIAFLK 223 235 63.4 27.1 56.7 2 0 0 1,533.8524
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% KVESLQEEIAFLKK 223 236 41.8 25.0 41.8 0 2 0 1,661.9474
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% FADLSEAANR 295 304 63.4 27.5 46.1 4 0 0 1,093.5272
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% FADLSEAANRNNDALR 295 310 52.3 26.9 44.1 1 2 0 1,776.8623
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% EYQDLLNVK 382 390 40.9 28.5 30.3 1 0 0 1,121.5838
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% ETNLDSLPLVDTHSK 425 439 35.5 27.3 21.1 1 0 0 1,668.8441
C_06 Vimentin VIME_HUMAN 53,653 18 25 45 35.40% DGQVINETSQHHDDLE 451 466 30.8 25.0 30.8 2 1 0 1,836.7997
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% SLYASSPGGVYATR 51 64 67.8 26.6 53.9 2 0 0 1,428.7117
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% TNEKVELQELNDR 101 113 25.1 27.4 19.8 1 0 0 1,587.7974
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% ILLAELEQLK 130 139 54.9 25.0 34.8 2 0 0 1,169.7142
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% ILLAELEQLKGQGK 130 143 31.5 25.0 24.0 1 2 0 1,539.9108
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% LGDLYEEEMR 146 155 23.1 25.0 19.6 1 0 0 1,254.5672
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% VEVERDNLAEDIMR 171 184 35.2 26.8 32.6 2 2 0 1,704.8223
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% DNLAEDIMR 176 184 26.9 25.0 19.9 1 0 0 1,092.4992
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% KVESLQEEIAFLKK 223 236 24.0 25.0 21.0 0 2 0 1,661.9474
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% NLQEAEEWYK 283 292 39.2 25.1 39.2 2 0 0 1,309.6059
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% FADLSEAANR 295 304 50.8 27.5 34.6 1 0 0 1,093.5272
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% FADLSEAANRNNDALR 295 310 44.2 27.1 35.3 0 2 0 1,776.8623
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% MALDIEIATYR 391 401 58.3 27.7 39.2 2 0 0 1,311.6615
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% ETNLDSLPLVDTHSK 425 439 31.6 27.6 25.6 1 0 0 1,668.8441
C_07 Vimentin VIME_HUMAN 53,653 14 17 27 31.50% DGQVINETSQHHDDLE 451 466 29.0 25.0 18.9 2 1 0 1,836.7997
C_08 Vimentin VIME_HUMAN 53,653 6 6 10 12.90% SLYASSPGGVYATR 51 64 68.6 26.7 56.4 2 0 0 1,428.7117
C_08 Vimentin VIME_HUMAN 53,653 6 6 10 12.90% ILLAELEQLK 130 139 40.9 25.0 19.7 2 0 0 1,169.7142
C_08 Vimentin VIME_HUMAN 53,653 6 6 10 12.90% VEVERDNLAEDIMR 171 184 28.6 27.2 27.4 0 1 0 1,704.8223
C_08 Vimentin VIME_HUMAN 53,653 6 6 10 12.90% DNLAEDIMR 176 184 18.5 25.0 15.8 1 0 0 1,092.4992
C_08 Vimentin VIME_HUMAN 53,653 6 6 10 12.90% EEAENTLQSFR 197 207 53.1 25.4 44.6 2 0 0 1,323.6175
C_08 Vimentin VIME_HUMAN 53,653 6 6 10 12.90% MALDIEIATYR 391 401 35.9 27.4 29.8 2 0 0 1,311.6615
C_09 Vimentin VIME_HUMAN 53,653 7 8 14 14.40% SLYASSPGGVYATR 51 64 64.2 26.6 48.8 2 0 0 1,428.7117
C_09 Vimentin VIME_HUMAN 53,653 7 8 14 14.40% ILLAELEQLK 130 139 38.4 25.0 23.3 2 0 0 1,169.7142
C_09 Vimentin VIME_HUMAN 53,653 7 8 14 14.40% ILLAELEQLKGQGK 130 143 61.1 25.0 57.7 2 1 0 1,539.9108
C_09 Vimentin VIME_HUMAN 53,653 7 8 14 14.40% VEVERDNLAEDIMR 171 184 36.9 26.9 33.8 0 2 0 1,704.8223
C_09 Vimentin VIME_HUMAN 53,653 7 8 14 14.40% DNLAEDIMR 176 184 20.0 25.0 17.7 1 0 0 1,092.4992
C_09 Vimentin VIME_HUMAN 53,653 7 8 14 14.40% EEAENTLQSFR 197 207 41.5 25.2 39.0 2 0 0 1,323.6175
C_09 Vimentin VIME_HUMAN 53,653 7 8 14 14.40% KVESLQEEIAFLKK 223 236 26.2 25.0 16.5 0 2 0 1,661.9474
C_10 Vimentin VIME_HUMAN 53,653 8 9 16 21.00% TYSLGSALRPSTSR 37 50 21.0 28.3 17.0 0 1 0 1,495.7863
C_10 Vimentin VIME_HUMAN 53,653 8 9 16 21.00% SLYASSPGGVYATR 51 64 43.9 26.7 43.9 2 0 0 1,428.7117
C_10 Vimentin VIME_HUMAN 53,653 8 9 16 21.00% ILLAELEQLKGQGK 130 143 46.8 25.0 44.4 2 1 0 1,539.9108
C_10 Vimentin VIME_HUMAN 53,653 8 9 16 21.00% VEVERDNLAEDIMR 171 184 29.9 26.8 26.7 0 2 0 1,704.8223
C_10 Vimentin VIME_HUMAN 53,653 8 9 16 21.00% EEAENTLQSFR 197 207 32.4 25.5 23.4 2 0 0 1,323.6175
C_10 Vimentin VIME_HUMAN 53,653 8 9 16 21.00% NLQEAEEWYK 283 292 32.2 25.1 29.5 2 0 0 1,309.6059
C_10 Vimentin VIME_HUMAN 53,653 8 9 16 21.00% FADLSEAANR 295 304 45.6 27.5 34.7 2 0 0 1,093.5272
C_10 Vimentin VIME_HUMAN 53,653 8 9 16 21.00% MALDIEIATYR 391 401 52.9 27.4 39.9 2 0 0 1,311.6615
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% SLYASSPGGVYATR 51 64 69.3 26.7 55.2 2 0 0 1,428.7117
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% TNEKVELQELNDR 101 113 35.6 27.4 28.6 0 2 0 1,587.7974
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% ILLAELEQLKGQGK 130 143 65.8 25.0 61.6 2 1 0 1,539.9108
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% LGDLYEEEMR 146 155 41.1 25.0 38.9 2 0 0 1,254.5672
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% VEVERDNLAEDIMR 171 184 40.4 26.8 29.8 0 2 0 1,704.8223
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% DNLAEDIMR 176 184 34.0 25.0 31.2 2 0 0 1,076.5042
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% KVESLQEEIAFLK 223 235 69.9 27.1 61.5 2 0 0 1,533.8524
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% KVESLQEEIAFLKK 223 236 53.3 25.0 49.1 0 2 0 1,661.9474
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% FADLSEAANR 295 304 59.8 27.5 41.8 1 0 0 1,093.5272
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% FADLSEAANRNNDALR 295 310 42.7 26.9 30.1 0 2 0 1,776.8623
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% LQDEIQNMKEEMAR 365 378 30.2 25.0 28.2 1 1 0 1,766.8050
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% HLREYQDLLNVK 379 390 35.2 28.1 26.5 0 2 0 1,527.8279
C_11 Vimentin VIME_HUMAN 53,653 13 15 26 28.30% MALDIEIATYR 391 401 59.2 27.7 42.3 2 0 0 1,311.6615
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% SLYASSPGGVYATR 51 64 67.0 26.6 54.1 2 0 0 1,428.7117
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% TNEKVELQELNDR 101 113 61.8 27.4 56.1 2 0 0 1,587.7974
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% VELQELNDR 105 113 42.7 26.8 37.0 2 0 0 1,115.5692
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% FANYIDKVR 114 122 58.7 27.5 46.0 2 0 0 1,125.6051
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% ILLAELEQLK 130 139 60.8 25.0 20.0 2 0 0 1,169.7142
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% ILLAELEQLKGQGK 130 143 63.9 25.0 60.4 2 2 0 1,539.9108
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% SRLGDLYEEEMR 144 155 33.9 25.0 33.9 1 2 0 1,513.6953
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% LGDLYEEEMR 146 155 58.5 25.0 57.4 2 0 0 1,254.5672
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% LGDLYEEEMRELR 146 158 29.0 26.1 28.0 0 2 0 1,668.7900
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% VEVERDNLAEDIMR 171 184 50.6 26.2 38.9 2 2 0 1,704.8223
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% EEAENTLQSFR 197 207 59.8 25.6 53.5 2 0 0 1,323.6175
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% QDVDNASLAR 208 217 47.2 25.8 33.8 2 0 0 1,088.5331
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% KVESLQEEIAFLK 223 235 90.6 27.1 82.7 2 2 0 1,533.8524
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% KVESLQEEIAFLKK 223 236 61.9 25.0 54.2 2 2 0 1,661.9474
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% NLQEAEEWYK 283 292 33.5 25.0 33.5 2 0 0 1,309.6059
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% SKFADLSEAANR 293 304 45.4 28.2 43.5 2 0 0 1,308.6542
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% FADLSEAANR 295 304 63.8 27.5 46.4 1 0 0 1,093.5272
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% FADLSEAANRNNDALR 295 310 36.4 27.1 20.4 1 0 0 1,776.8623
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% QVQSLTCEVDALKGTNESLER 322 342 45.8 27.2 43.9 0 1 0 2,377.1666
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% HLREYQDLLNVK 379 390 47.0 28.0 26.4 2 2 0 1,527.8279
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% EYQDLLNVK 382 390 31.7 28.4 9.0 2 0 0 1,121.5838
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% MALDIEIATYR 391 401 66.7 27.7 48.8 2 0 0 1,311.6615
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% ETNLDSLPLVDTHSK 425 439 62.1 27.4 57.5 2 1 0 1,668.8441
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% ETNLDSLPLVDTHSKR 425 440 44.4 27.5 35.4 2 0 0 1,824.9452
C_12 Vimentin VIME_HUMAN 53,653 25 33 61 46.80% DGQVINETSQHHDDLE 451 466 44.2 25.0 40.3 2 2 0 1,836.7997
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% SLYASSPGGVYATR 51 64 95.7 26.6 75.0 2 0 0 1,428.7117
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% TNEKVELQELNDR 101 113 52.4 27.7 47.4 2 0 0 1,587.7974
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% ILLAELEQLK 130 139 57.5 25.0 33.5 2 0 0 1,169.7142
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% ILLAELEQLKGQGK 130 143 49.0 25.0 42.8 1 2 0 1,539.9108
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% SRLGDLYEEEMR 144 155 23.4 25.0 18.6 1 0 0 1,513.6953
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% LGDLYEEEMR 146 155 69.3 25.0 68.6 2 0 0 1,254.5672
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% LGDLYEEEMRELR 146 158 17.0 25.9 15.9 0 2 0 1,668.7900
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% LGDLYEEEMRELRR 146 159 21.7 26.5 17.5 0 2 0 1,824.8911
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% VEVERDNLAEDIMR 171 184 39.3 27.3 31.2 4 0 0 1,688.8273
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% DNLAEDIMR 176 184 38.9 25.0 31.5 4 0 0 1,076.5042



C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% EEAENTLQSFR 197 207 41.7 25.3 34.0 1 0 0 1,323.6175
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% QDVDNASLAR 208 217 26.4 26.3 15.4 1 0 0 1,088.5331
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% KVESLQEEIAFLK 223 235 95.2 27.1 88.4 2 2 0 1,533.8524
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% KVESLQEEIAFLKK 223 236 46.1 25.0 34.1 1 2 0 1,661.9474
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% NLQEAEEWYK 283 292 26.8 25.0 26.8 2 0 0 1,309.6059
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% FADLSEAANR 295 304 72.1 27.5 58.5 2 0 0 1,093.5272
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% FADLSEAANRNNDALR 295 310 37.5 27.1 21.2 2 0 0 1,776.8623
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% QVQSLTCEVDALKGTNESLER 322 342 45.2 27.3 37.7 0 2 0 2,377.1666
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% LQDEIQNMKEEMAR 365 378 39.1 25.6 39.1 1 1 0 1,734.8151
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% EYQDLLNVK 382 390 35.6 28.5 25.6 1 0 0 1,121.5838
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% MALDIEIATYR 391 401 63.0 27.7 49.8 2 0 0 1,311.6615
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% ISLPLPNFSSLNLR 411 424 36.2 25.1 35.9 1 0 0 1,570.8952
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% ETNLDSLPLVDTHSK 425 439 53.5 27.4 44.1 2 0 0 1,668.8441
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% ETNLDSLPLVDTHSKR 425 440 56.6 27.5 47.6 2 0 0 1,824.9452
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% TVETRDGQVINETSQHHDDLE 446 466 29.0 25.0 26.0 0 2 0 2,423.1072
C_13 Vimentin VIME_HUMAN 53,653 26 32 55 51.10% DGQVINETSQHHDDLE 451 466 45.8 25.0 45.3 2 0 0 1,836.7997
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% TYSLGSALRPSTSR 37 50 32.6 28.1 29.4 0 1 0 1,495.7863
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% SLYASSPGGVYATR 51 64 66.2 26.6 51.9 2 2 0 1,428.7117
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% TNEKVELQELNDR 101 113 52.2 27.4 46.9 2 0 0 1,587.7974
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% ILLAELEQLK 130 139 40.5 25.0 26.5 2 0 0 1,169.7142
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% ILLAELEQLKGQGK 130 143 71.0 25.0 62.3 2 0 0 1,539.9108
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% LGDLYEEEMR 146 155 61.2 25.0 59.5 2 0 0 1,270.5622
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% VEVERDNLAEDIMR 171 184 36.0 26.8 34.2 3 1 0 1,704.8223
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% DNLAEDIMR 176 184 38.1 25.0 32.0 2 0 0 1,092.4992
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% EEAENTLQSFR 197 207 54.3 25.6 49.6 2 0 0 1,323.6175
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% KVESLQEEIAFLK 223 235 83.9 27.1 77.5 2 0 0 1,533.8524
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% NLQEAEEWYK 283 292 42.6 25.0 42.6 2 0 0 1,309.6059
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% FADLSEAANR 295 304 30.3 27.5 21.4 2 0 0 1,093.5272
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% FADLSEAANRNNDALR 295 310 23.0 27.1 9.5 2 0 0 1,776.8623
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% QVQSLTCEVDALK 322 334 65.0 28.4 47.8 2 0 0 1,490.7521
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% QVQSLTCEVDALKGTNESLER 322 342 35.5 27.2 29.3 0 2 0 2,377.1666
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% HLREYQDLLNVK 379 390 40.1 27.9 25.9 2 2 0 1,527.8279
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% EYQDLLNVK 382 390 42.0 28.7 32.6 2 0 0 1,121.5838
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% ETNLDSLPLVDTHSK 425 439 44.4 27.5 38.7 2 0 0 1,668.8441
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% ETNLDSLPLVDTHSKR 425 440 64.1 27.5 53.3 2 0 0 1,824.9452
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% TVETRDGQVINETSQHHDDLE 446 466 29.5 25.0 22.8 0 1 0 2,423.1072
C_14 Vimentin VIME_HUMAN 53,653 21 26 48 42.70% DGQVINETSQHHDDLE 451 466 39.1 25.0 37.1 2 2 0 1,836.7997
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% TYSLGSALRPSTSR 37 50 25.3 28.1 22.9 1 1 0 1,495.7863
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% SLYASSPGGVYATR 51 64 83.2 26.6 68.5 2 0 0 1,428.7117
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% TNEKVELQELNDR 101 113 64.4 27.7 57.9 2 1 0 1,587.7974
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% FANYIDKVR 114 122 63.2 27.7 51.2 2 0 0 1,125.6051
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% ILLAELEQLKGQGK 130 143 69.2 25.0 63.7 2 0 0 1,539.9108
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% LGDLYEEEMR 146 155 59.9 25.0 57.0 2 0 0 1,254.5672
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% LGDLYEEEMRELR 146 158 20.3 25.8 15.0 0 1 0 1,668.7900
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% VEVERDNLAEDIMR 171 184 37.8 26.8 35.8 4 2 0 1,704.8223
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% DNLAEDIMR 176 184 39.8 25.0 29.7 4 0 0 1,092.4992
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% EKLQEEMLQR 187 196 31.5 27.9 22.5 1 0 0 1,303.6676
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% EEAENTLQSFR 197 207 67.9 25.2 61.9 2 0 0 1,323.6175
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% QDVDNASLAR 208 217 24.6 26.3 20.2 1 0 0 1,088.5331
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% KVESLQEEIAFLK 223 235 64.6 27.0 61.6 2 1 0 1,533.8524
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% KVESLQEEIAFLKK 223 236 52.7 25.0 41.7 2 2 0 1,661.9474
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% NLQEAEEWYK 283 292 51.6 25.0 47.7 3 0 0 1,309.6059
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% SKFADLSEAANR 293 304 35.9 27.9 30.3 1 0 0 1,308.6542
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% FADLSEAANR 295 304 83.8 27.6 58.4 3 0 0 1,093.5272
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% QVQSLTCEVDALKGTNESLER 322 342 39.7 27.1 35.8 0 2 0 2,377.1666
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% LQDEIQNMKEEMAR 365 378 22.8 25.6 18.4 1 2 0 1,734.8151
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% HLREYQDLLNVK 379 390 39.4 28.1 17.4 2 0 0 1,527.8279
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% EYQDLLNVK 382 390 28.8 28.4 20.1 2 0 0 1,121.5838
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% MALDIEIATYR 391 401 54.9 27.0 43.1 2 0 0 1,311.6615
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% ETNLDSLPLVDTHSK 425 439 52.5 27.5 49.3 2 1 0 1,668.8441
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% ETNLDSLPLVDTHSKR 425 440 73.5 27.5 69.2 2 0 0 1,824.9452
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% TVETRDGQVINETSQHHDDLE 446 466 34.2 25.0 22.3 0 1 0 2,423.1072
C_15 Vimentin VIME_HUMAN 53,653 26 37 63 54.30% DGQVINETSQHHDDLE 451 466 54.7 25.0 53.6 2 2 0 1,836.7997
C_16 Vimentin VIME_HUMAN 53,653 9 9 15 19.30% TYSLGSALRPSTSR 37 50 23.6 28.3 20.4 0 1 0 1,495.7863
C_16 Vimentin VIME_HUMAN 53,653 9 9 15 19.30% SLYASSPGGVYATR 51 64 68.8 26.6 53.1 2 0 0 1,428.7117
C_16 Vimentin VIME_HUMAN 53,653 9 9 15 19.30% ILLAELEQLKGQGK 130 143 57.4 25.0 50.6 2 0 0 1,539.9108
C_16 Vimentin VIME_HUMAN 53,653 9 9 15 19.30% DNLAEDIMR 176 184 32.5 25.0 28.1 2 0 0 1,092.4992
C_16 Vimentin VIME_HUMAN 53,653 9 9 15 19.30% FADLSEAANR 295 304 62.0 27.5 40.2 2 0 0 1,093.5272
C_16 Vimentin VIME_HUMAN 53,653 9 9 15 19.30% FADLSEAANRNNDALR 295 310 40.8 26.9 29.8 0 2 0 1,776.8623
C_16 Vimentin VIME_HUMAN 53,653 9 9 15 19.30% HLREYQDLLNVK 379 390 18.9 28.1 11.9 0 1 0 1,527.8279
C_16 Vimentin VIME_HUMAN 53,653 9 9 15 19.30% EYQDLLNVK 382 390 25.1 28.4 19.4 1 0 0 1,121.5838
C_16 Vimentin VIME_HUMAN 53,653 9 9 15 19.30% MALDIEIATYR 391 401 62.9 27.4 46.3 2 0 0 1,311.6615
C_17 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% TNEKVELQELNDR 101 113 20.8 27.4 14.7 0 1 0 1,587.7974
C_17 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% ILLAELEQLK 130 139 45.2 25.0 22.6 2 0 0 1,169.7142
C_17 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% ILLAELEQLKGQGK 130 143 37.7 25.0 24.9 2 0 0 1,539.9108
C_17 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% EEAENTLQSFR 197 207 25.8 25.2 23.2 1 0 0 1,323.6175
C_17 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% FADLSEAANR 295 304 43.7 27.5 29.9 2 0 0 1,093.5272
C_17 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% FADLSEAANRNNDALR 295 310 37.0 27.1 26.0 0 2 0 1,776.8623
C_17 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% MALDIEIATYR 391 401 56.6 27.4 35.8 2 0 0 1,311.6615
C_18 Vimentin VIME_HUMAN 53,653 7 8 12 13.70% ILLAELEQLK 130 139 38.6 25.0 28.4 1 0 0 1,169.7142
C_18 Vimentin VIME_HUMAN 53,653 7 8 12 13.70% ILLAELEQLKGQGK 130 143 41.6 25.0 33.8 2 1 0 1,539.9108
C_18 Vimentin VIME_HUMAN 53,653 7 8 12 13.70% DNLAEDIMR 176 184 38.1 25.0 36.3 1 0 0 1,092.4992
C_18 Vimentin VIME_HUMAN 53,653 7 8 12 13.70% EEAENTLQSFR 197 207 38.4 25.5 34.5 2 0 0 1,323.6175
C_18 Vimentin VIME_HUMAN 53,653 7 8 12 13.70% FADLSEAANR 295 304 53.7 27.5 42.1 2 0 0 1,093.5272
C_18 Vimentin VIME_HUMAN 53,653 7 8 12 13.70% EYQDLLNVK 382 390 37.2 28.5 32.0 1 0 0 1,121.5838
C_18 Vimentin VIME_HUMAN 53,653 7 8 12 13.70% MALDIEIATYR 391 401 55.2 27.5 37.4 2 0 0 1,311.6615
C_19 Vimentin VIME_HUMAN 53,653 3 4 5 8.58% TNEKVELQELNDR 101 113 32.3 27.6 25.5 0 1 0 1,587.7974
C_19 Vimentin VIME_HUMAN 53,653 3 4 5 8.58% ILLAELEQLKGQGK 130 143 45.8 25.0 42.8 2 1 0 1,539.9108
C_19 Vimentin VIME_HUMAN 53,653 3 4 5 8.58% QVQSLTCEVDALK 322 334 31.5 28.3 27.6 1 0 0 1,490.7521
C_20 Vimentin VIME_HUMAN 53,653 6 6 10 12.40% SLYASSPGGVYATR 51 64 25.7 26.7 21.5 1 0 0 1,428.7117
C_20 Vimentin VIME_HUMAN 53,653 6 6 10 12.40% ILLAELEQLK 130 139 44.0 25.0 26.4 2 0 0 1,169.7142
C_20 Vimentin VIME_HUMAN 53,653 6 6 10 12.40% ILLAELEQLKGQGK 130 143 23.2 25.0 11.0 0 2 0 1,539.9108
C_20 Vimentin VIME_HUMAN 53,653 6 6 10 12.40% DNLAEDIMR 176 184 20.3 25.0 16.5 1 0 0 1,092.4992
C_20 Vimentin VIME_HUMAN 53,653 6 6 10 12.40% EEAENTLQSFR 197 207 38.0 25.5 30.5 2 0 0 1,323.6175
C_20 Vimentin VIME_HUMAN 53,653 6 6 10 12.40% FADLSEAANR 295 304 58.6 27.5 41.5 2 0 0 1,093.5272
C_21 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% SLYASSPGGVYATR 51 64 57.3 26.7 55.3 2 0 0 1,428.7117
C_21 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% ILLAELEQLK 130 139 47.1 25.0 16.0 2 0 0 1,169.7142
C_21 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% VEVERDNLAEDIMR 171 184 24.9 26.8 21.0 0 2 0 1,704.8223
C_21 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% DNLAEDIMR 176 184 23.5 25.0 20.3 1 0 0 1,092.4992
C_21 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% EEAENTLQSFR 197 207 47.8 25.5 43.8 2 0 0 1,323.6175
C_21 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% NLQEAEEWYK 283 292 43.2 25.0 41.2 2 0 0 1,309.6059
C_21 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% FADLSEAANR 295 304 58.2 27.5 50.4 2 0 0 1,093.5272
C_21 Vimentin VIME_HUMAN 53,653 8 8 15 17.20% MALDIEIATYR 391 401 48.9 27.7 37.1 2 0 0 1,311.6615
C_22 Vimentin VIME_HUMAN 53,653 11 11 16 25.30% TYSLGSALRPSTSR 37 50 27.9 28.1 24.4 0 1 0 1,495.7863
C_22 Vimentin VIME_HUMAN 53,653 11 11 16 25.30% SLYASSPGGVYATR 51 64 72.5 26.7 63.2 2 0 0 1,428.7117
C_22 Vimentin VIME_HUMAN 53,653 11 11 16 25.30% TNEKVELQELNDR 101 113 34.1 27.6 23.1 0 1 0 1,587.7974
C_22 Vimentin VIME_HUMAN 53,653 11 11 16 25.30% ILLAELEQLK 130 139 46.8 25.0 14.0 2 0 0 1,169.7142
C_22 Vimentin VIME_HUMAN 53,653 11 11 16 25.30% VEVERDNLAEDIMR 171 184 30.4 26.8 23.6 0 2 0 1,704.8223
C_22 Vimentin VIME_HUMAN 53,653 11 11 16 25.30% DNLAEDIMR 176 184 19.4 25.0 15.4 1 0 0 1,092.4992
C_22 Vimentin VIME_HUMAN 53,653 11 11 16 25.30% NLQEAEEWYK 283 292 26.8 25.0 23.6 1 0 0 1,309.6059
C_22 Vimentin VIME_HUMAN 53,653 11 11 16 25.30% FADLSEAANR 295 304 55.5 27.5 41.9 2 0 0 1,093.5272
C_22 Vimentin VIME_HUMAN 53,653 11 11 16 25.30% FADLSEAANRNNDALR 295 310 38.0 26.9 31.5 0 1 0 1,776.8623



C_22 Vimentin VIME_HUMAN 53,653 11 11 16 25.30% MALDIEIATYR 391 401 52.3 27.4 37.6 2 0 0 1,311.6615
C_22 Vimentin VIME_HUMAN 53,653 11 11 16 25.30% DGQVINETSQHHDDLE 451 466 29.0 25.0 21.9 1 0 0 1,836.7997
C_23 Vimentin VIME_HUMAN 53,653 10 11 15 25.50% TYSLGSALRPSTSR 37 50 27.3 28.5 24.7 0 1 0 1,495.7863
C_23 Vimentin VIME_HUMAN 53,653 10 11 15 25.50% SLYASSPGGVYATR 51 64 66.2 26.7 48.2 2 0 0 1,428.7117
C_23 Vimentin VIME_HUMAN 53,653 10 11 15 25.50% ILLAELEQLK 130 139 49.9 25.0 32.7 2 0 0 1,169.7142
C_23 Vimentin VIME_HUMAN 53,653 10 11 15 25.50% VEVERDNLAEDIMR 171 184 23.6 27.1 22.1 1 1 0 1,704.8223
C_23 Vimentin VIME_HUMAN 53,653 10 11 15 25.50% KVESLQEEIAFLKK 223 236 24.9 25.0 22.9 0 1 0 1,661.9474
C_23 Vimentin VIME_HUMAN 53,653 10 11 15 25.50% NLQEAEEWYK 283 292 41.1 25.1 41.1 2 0 0 1,309.6059
C_23 Vimentin VIME_HUMAN 53,653 10 11 15 25.50% FADLSEAANR 295 304 61.5 27.4 50.1 1 0 0 1,093.5272
C_23 Vimentin VIME_HUMAN 53,653 10 11 15 25.50% FADLSEAANRNNDALR 295 310 37.0 27.1 28.8 0 1 0 1,776.8623
C_23 Vimentin VIME_HUMAN 53,653 10 11 15 25.50% MALDIEIATYR 391 401 58.7 27.4 40.5 2 0 0 1,311.6615
C_23 Vimentin VIME_HUMAN 53,653 10 11 15 25.50% DGQVINETSQHHDDLE 451 466 29.3 25.0 29.3 1 0 0 1,836.7997
C_24 Vimentin VIME_HUMAN 53,653 9 10 17 18.50% TYSLGSALRPSTSR 37 50 24.9 28.1 19.5 0 1 0 1,495.7863
C_24 Vimentin VIME_HUMAN 53,653 9 10 17 18.50% SLYASSPGGVYATR 51 64 59.3 26.7 48.7 2 0 0 1,428.7117
C_24 Vimentin VIME_HUMAN 53,653 9 10 17 18.50% ILLAELEQLK 130 139 39.8 25.0 20.4 2 0 0 1,169.7142
C_24 Vimentin VIME_HUMAN 53,653 9 10 17 18.50% ILLAELEQLKGQGK 130 143 39.8 25.0 35.4 1 0 0 1,539.9108
C_24 Vimentin VIME_HUMAN 53,653 9 10 17 18.50% DNLAEDIMR 176 184 20.8 25.0 20.8 1 0 0 1,092.4992
C_24 Vimentin VIME_HUMAN 53,653 9 10 17 18.50% KVESLQEEIAFLK 223 235 68.9 27.0 63.2 2 2 0 1,533.8524
C_24 Vimentin VIME_HUMAN 53,653 9 10 17 18.50% KVESLQEEIAFLKK 223 236 26.5 25.0 24.3 0 2 0 1,661.9474
C_24 Vimentin VIME_HUMAN 53,653 9 10 17 18.50% FADLSEAANR 295 304 57.4 27.4 35.3 2 0 0 1,093.5272
C_24 Vimentin VIME_HUMAN 53,653 9 10 17 18.50% MALDIEIATYR 391 401 55.8 27.0 44.8 2 0 0 1,311.6615
C_25 Vimentin VIME_HUMAN 53,653 5 6 11 10.50% ILLAELEQLKGQGK 130 143 42.3 25.0 42.3 2 0 0 1,539.9108
C_25 Vimentin VIME_HUMAN 53,653 5 6 11 10.50% KVESLQEEIAFLK 223 235 31.9 27.2 16.3 2 2 0 1,533.8524
C_25 Vimentin VIME_HUMAN 53,653 5 6 11 10.50% KVESLQEEIAFLKK 223 236 30.9 25.0 30.9 0 2 0 1,661.9474
C_25 Vimentin VIME_HUMAN 53,653 5 6 11 10.50% NLQEAEEWYK 283 292 19.4 25.1 19.4 1 0 0 1,309.6059
C_25 Vimentin VIME_HUMAN 53,653 5 6 11 10.50% MALDIEIATYR 391 401 59.2 27.7 37.8 2 0 0 1,311.6615
C_26 Vimentin VIME_HUMAN 53,653 5 7 13 11.20% ILLAELEQLKGQGK 130 143 52.1 25.0 45.9 2 2 0 1,539.9108
C_26 Vimentin VIME_HUMAN 53,653 5 7 13 11.20% VEVERDNLAEDIMR 171 184 23.8 26.8 17.5 0 2 0 1,704.8223
C_26 Vimentin VIME_HUMAN 53,653 5 7 13 11.20% KVESLQEEIAFLK 223 235 46.1 27.1 46.1 2 2 0 1,533.8524
C_26 Vimentin VIME_HUMAN 53,653 5 7 13 11.20% KVESLQEEIAFLKK 223 236 25.6 25.0 23.7 0 2 0 1,661.9474
C_26 Vimentin VIME_HUMAN 53,653 5 7 13 11.20% NLQEAEEWYK 283 292 33.3 25.0 27.7 1 0 0 1,309.6059
C_27 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% KVESLQEEIAFLKK 223 236 18.6 25.0 16.2 0 2 0 1,661.9474
C_27 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% NLQEAEEWYK 283 292 23.0 25.0 20.4 1 0 0 1,309.6059
C_27 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% MALDIEIATYR 391 401 32.5 27.0 22.9 1 0 0 1,311.6615
C_28 Vimentin VIME_HUMAN 53,653 3 3 6 7.51% ILLAELEQLKGQGK 130 143 23.1 25.0 7.8 2 0 0 1,539.9108
C_28 Vimentin VIME_HUMAN 53,653 3 3 6 7.51% NLQEAEEWYK 283 292 24.0 25.1 24.0 2 0 0 1,309.6059
C_28 Vimentin VIME_HUMAN 53,653 3 3 6 7.51% MALDIEIATYR 391 401 56.6 27.7 27.9 2 0 0 1,311.6615
C_29 Vimentin VIME_HUMAN 53,653 3 3 4 6.65% NLQEAEEWYK 283 292 24.7 25.0 19.7 1 0 0 1,309.6059
C_29 Vimentin VIME_HUMAN 53,653 3 3 4 6.65% FADLSEAANR 295 304 36.7 27.5 25.7 1 0 0 1,093.5272
C_29 Vimentin VIME_HUMAN 53,653 3 3 4 6.65% MALDIEIATYR 391 401 52.5 27.7 39.8 2 0 0 1,311.6615
C_30 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% KVESLQEEIAFLKK 223 236 22.3 25.0 18.5 0 1 0 1,661.9474
C_30 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% NLQEAEEWYK 283 292 25.8 25.0 25.8 2 0 0 1,309.6059
C_30 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% MALDIEIATYR 391 401 42.7 27.7 37.2 1 0 0 1,311.6615
C_32 Vimentin VIME_HUMAN 53,653 7 8 11 15.00% ILLAELEQLK 130 139 24.5 25.0 18.4 1 0 0 1,169.7142
C_32 Vimentin VIME_HUMAN 53,653 7 8 11 15.00% VEVERDNLAEDIMR 171 184 22.2 27.0 20.7 0 1 0 1,704.8223
C_32 Vimentin VIME_HUMAN 53,653 7 8 11 15.00% EEAENTLQSFR 197 207 19.9 25.2 14.1 1 0 0 1,323.6175
C_32 Vimentin VIME_HUMAN 53,653 7 8 11 15.00% KVESLQEEIAFLK 223 235 40.6 27.1 36.0 2 2 0 1,533.8524
C_32 Vimentin VIME_HUMAN 53,653 7 8 11 15.00% KVESLQEEIAFLKK 223 236 27.1 25.0 18.3 0 1 0 1,661.9474
C_32 Vimentin VIME_HUMAN 53,653 7 8 11 15.00% NLQEAEEWYK 283 292 30.6 25.0 28.7 1 0 0 1,309.6059
C_32 Vimentin VIME_HUMAN 53,653 7 8 11 15.00% MALDIEIATYR 391 401 61.2 27.7 49.0 2 0 0 1,311.6615
D_02 Vimentin VIME_HUMAN 53,653 2 2 3 5.15% SLYASSPGGVYATR 51 64 53.5 26.6 43.4 2 0 0 1,428.7117
D_02 Vimentin VIME_HUMAN 53,653 2 2 3 5.15% FADLSEAANR 295 304 22.8 27.5 12.3 1 0 0 1,093.5272
D_07 Vimentin VIME_HUMAN 53,653 3 3 6 6.87% LGDLYEEEMR 146 155 43.9 25.0 37.7 2 0 0 1,270.5622
D_07 Vimentin VIME_HUMAN 53,653 3 3 6 6.87% EEAENTLQSFR 197 207 54.6 25.2 45.0 2 0 0 1,323.6175
D_07 Vimentin VIME_HUMAN 53,653 3 3 6 6.87% MALDIEIATYR 391 401 71.8 27.4 51.7 2 0 0 1,311.6615
D_08 Vimentin VIME_HUMAN 53,653 5 5 9 10.90% LGDLYEEEMR 146 155 40.3 25.0 40.3 2 0 0 1,270.5622
D_08 Vimentin VIME_HUMAN 53,653 5 5 9 10.90% DNLAEDIMR 176 184 24.8 25.0 23.5 1 0 0 1,092.4992
D_08 Vimentin VIME_HUMAN 53,653 5 5 9 10.90% EEAENTLQSFR 197 207 42.8 25.3 37.1 2 0 0 1,323.6175
D_08 Vimentin VIME_HUMAN 53,653 5 5 9 10.90% FADLSEAANR 295 304 54.9 27.4 35.5 2 0 0 1,093.5272
D_08 Vimentin VIME_HUMAN 53,653 5 5 9 10.90% MALDIEIATYR 391 401 34.2 27.1 27.7 2 0 0 1,311.6615
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% TNEKVELQELNDR 101 113 32.8 27.5 18.0 0 2 0 1,587.7974
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% VELQELNDR 105 113 44.1 26.7 34.0 2 0 0 1,115.5692
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% ILLAELEQLKGQGK 130 143 51.9 25.0 45.5 2 2 0 1,539.9108
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% LGDLYEEEMR 146 155 54.6 25.0 54.6 2 0 0 1,270.5622
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% VEVERDNLAEDIMR 171 184 31.5 26.8 31.5 0 2 0 1,704.8223
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% DNLAEDIMR 176 184 30.6 25.0 23.4 2 0 0 1,092.4992
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% LQEEMLQR 189 196 31.0 27.7 9.1 1 0 0 1,062.5250
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% EEAENTLQSFR 197 207 52.3 25.5 47.7 2 0 0 1,323.6175
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% EEAENTLQSFRQDVDNASLAR 197 217 50.9 25.5 49.0 0 2 0 2,393.1328
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% KVESLQEEIAFLK 223 235 38.3 26.9 8.5 0 1 0 1,533.8524
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% KVESLQEEIAFLKK 223 236 23.6 25.0 13.3 0 1 0 1,661.9474
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% NLQEAEEWYK 283 292 37.7 25.0 35.8 2 0 0 1,309.6059
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% FADLSEAANR 295 304 61.5 27.4 44.4 2 0 0 1,093.5272
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% FADLSEAANRNNDALR 295 310 24.2 26.9 15.1 0 1 0 1,776.8623
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% EYQDLLNVK 382 390 36.0 28.8 22.3 2 0 0 1,121.5838
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% MALDIEIATYR 391 401 65.4 27.4 46.4 2 0 0 1,311.6615
D_09 Vimentin VIME_HUMAN 53,653 17 18 31 32.00% KLLEGEESR 402 410 41.9 29.4 29.8 1 0 0 1,060.5634
D_10 Vimentin VIME_HUMAN 53,653 8 8 13 17.40% ILLAELEQLKGQGK 130 143 27.3 25.0 15.2 0 2 0 1,539.9108
D_10 Vimentin VIME_HUMAN 53,653 8 8 13 17.40% LGDLYEEEMR 146 155 52.8 25.0 47.3 1 0 0 1,270.5622
D_10 Vimentin VIME_HUMAN 53,653 8 8 13 17.40% DNLAEDIMR 176 184 29.0 25.0 16.1 2 0 0 1,092.4992
D_10 Vimentin VIME_HUMAN 53,653 8 8 13 17.40% EEAENTLQSFR 197 207 39.9 25.2 31.6 1 0 0 1,323.6175
D_10 Vimentin VIME_HUMAN 53,653 8 8 13 17.40% NLQEAEEWYK 283 292 25.9 25.0 25.9 2 0 0 1,309.6059
D_10 Vimentin VIME_HUMAN 53,653 8 8 13 17.40% FADLSEAANR 295 304 65.2 27.4 48.8 2 0 0 1,093.5272
D_10 Vimentin VIME_HUMAN 53,653 8 8 13 17.40% FADLSEAANRNNDALR 295 310 28.5 26.9 18.0 0 1 0 1,776.8623
D_10 Vimentin VIME_HUMAN 53,653 8 8 13 17.40% MALDIEIATYR 391 401 61.0 27.1 43.2 2 0 0 1,311.6615
D_11 Vimentin VIME_HUMAN 53,653 8 9 15 20.80% TNEKVELQELNDR 101 113 37.7 27.6 33.2 0 1 0 1,587.7974
D_11 Vimentin VIME_HUMAN 53,653 8 9 15 20.80% LGDLYEEEMR 146 155 42.1 25.0 39.4 1 0 0 1,270.5622
D_11 Vimentin VIME_HUMAN 53,653 8 9 15 20.80% DNLAEDIMR 176 184 44.1 25.0 44.1 3 0 0 1,076.5042
D_11 Vimentin VIME_HUMAN 53,653 8 9 15 20.80% EEAENTLQSFRQDVDNASLAR 197 217 51.4 25.5 49.0 0 2 0 2,393.1328
D_11 Vimentin VIME_HUMAN 53,653 8 9 15 20.80% KVESLQEEIAFLK 223 235 44.0 27.5 18.3 0 2 0 1,533.8524
D_11 Vimentin VIME_HUMAN 53,653 8 9 15 20.80% NLQEAEEWYK 283 292 45.3 25.0 45.3 2 0 0 1,309.6059
D_11 Vimentin VIME_HUMAN 53,653 8 9 15 20.80% FADLSEAANR 295 304 76.4 27.4 58.8 2 0 0 1,093.5272
D_11 Vimentin VIME_HUMAN 53,653 8 9 15 20.80% MALDIEIATYR 391 401 52.2 27.2 39.0 2 0 0 1,311.6615
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% TNEKVELQELNDR 101 113 42.3 27.3 30.8 0 2 0 1,587.7974
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% VELQELNDR 105 113 44.6 26.7 37.1 2 0 0 1,115.5692
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% ILLAELEQLKGQGK 130 143 21.7 25.0 6.2 0 1 0 1,539.9108
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% LGDLYEEEMR 146 155 61.3 25.0 60.2 4 0 0 1,270.5622
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% VEVERDNLAEDIMR 171 184 34.2 26.3 23.4 1 2 0 1,704.8223
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% DNLAEDIMR 176 184 48.5 25.0 41.4 4 0 0 1,076.5042
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% EKLQEEMLQR 187 196 35.6 27.8 22.3 1 0 0 1,319.6626
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% EEAENTLQSFRQDVDNASLAR 197 217 53.0 25.5 51.6 0 2 0 2,393.1328
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% KVESLQEEIAFLK 223 235 55.5 27.5 30.0 0 2 0 1,533.8524
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% NLQEAEEWYK 283 292 42.3 25.0 42.3 2 0 0 1,309.6059
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% FADLSEAANR 295 304 82.8 27.5 64.5 2 0 0 1,093.5272
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% FADLSEAANRNNDALR 295 310 42.1 26.7 30.4 0 2 0 1,776.8623
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% LQDEIQNMKEEMAR 365 378 18.8 25.0 14.5 0 1 0 1,766.8050
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% EYQDLLNVK 382 390 49.9 28.8 36.2 2 0 0 1,121.5838
D_12 Vimentin VIME_HUMAN 53,653 15 19 33 33.30% MALDIEIATYR 391 401 61.8 27.0 44.7 3 0 0 1,311.6615
D_13 Vimentin VIME_HUMAN 53,653 6 6 10 14.60% SLYASSPGGVYATR 51 64 58.9 26.6 50.3 1 0 0 1,428.7117
D_13 Vimentin VIME_HUMAN 53,653 6 6 10 14.60% VELQELNDR 105 113 38.6 26.8 36.0 2 0 0 1,115.5692
D_13 Vimentin VIME_HUMAN 53,653 6 6 10 14.60% LGDLYEEEMR 146 155 36.5 25.0 35.7 2 0 0 1,270.5622
D_13 Vimentin VIME_HUMAN 53,653 6 6 10 14.60% VEVERDNLAEDIMR 171 184 20.8 26.3 18.2 0 2 0 1,704.8223



D_13 Vimentin VIME_HUMAN 53,653 6 6 10 14.60% DNLAEDIMR 176 184 25.2 25.0 23.6 2 0 0 1,092.4992
D_13 Vimentin VIME_HUMAN 53,653 6 6 10 14.60% EEAENTLQSFRQDVDNASLAR 197 217 29.4 25.5 29.4 0 1 0 2,393.1328
D_15 Vimentin VIME_HUMAN 53,653 3 3 5 6.44% VELQELNDR 105 113 22.6 26.8 21.1 1 0 0 1,115.5692
D_15 Vimentin VIME_HUMAN 53,653 3 3 5 6.44% EEAENTLQSFR 197 207 42.6 25.0 42.0 2 0 0 1,323.6175
D_15 Vimentin VIME_HUMAN 53,653 3 3 5 6.44% FADLSEAANR 295 304 53.4 27.5 40.8 2 0 0 1,093.5272
D_16 Vimentin VIME_HUMAN 53,653 3 3 4 6.44% VELQELNDR 105 113 27.1 26.7 23.7 1 0 0 1,115.5692
D_16 Vimentin VIME_HUMAN 53,653 3 3 4 6.44% EEAENTLQSFR 197 207 24.4 25.3 18.4 1 0 0 1,323.6175
D_16 Vimentin VIME_HUMAN 53,653 3 3 4 6.44% FADLSEAANR 295 304 51.6 27.5 43.3 2 0 0 1,093.5272
D_17 Vimentin VIME_HUMAN 53,653 7 8 15 15.00% VELQELNDR 105 113 46.0 26.6 35.0 2 0 0 1,115.5692
D_17 Vimentin VIME_HUMAN 53,653 7 8 15 15.00% LGDLYEEEMR 146 155 56.3 25.0 56.3 2 0 0 1,270.5622
D_17 Vimentin VIME_HUMAN 53,653 7 8 15 15.00% DNLAEDIMR 176 184 29.6 25.0 29.6 2 0 0 1,092.4992
D_17 Vimentin VIME_HUMAN 53,653 7 8 15 15.00% EEAENTLQSFR 197 207 49.5 25.6 43.5 2 0 0 1,323.6175
D_17 Vimentin VIME_HUMAN 53,653 7 8 15 15.00% NLQEAEEWYK 283 292 38.1 25.0 33.1 2 0 0 1,309.6059
D_17 Vimentin VIME_HUMAN 53,653 7 8 15 15.00% FADLSEAANR 295 304 76.4 27.4 52.8 2 0 0 1,093.5272
D_17 Vimentin VIME_HUMAN 53,653 7 8 15 15.00% MALDIEIATYR 391 401 52.0 27.4 35.1 3 0 0 1,311.6615
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% TNEKVELQELNDR 101 113 51.4 27.4 43.2 2 0 0 1,587.7974
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% LGDLYEEEMR 146 155 65.7 25.0 61.9 4 0 0 1,254.5672
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% VEVERDNLAEDIMR 171 184 42.1 26.3 35.7 2 2 0 1,704.8223
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% DNLAEDIMR 176 184 46.1 25.0 45.3 4 0 0 1,076.5042
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% EEAENTLQSFR 197 207 53.3 25.2 45.8 2 0 0 1,323.6175
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% EEAENTLQSFRQDVDNASLAR 197 217 64.5 25.6 64.5 0 2 0 2,393.1328
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% KVESLQEEIAFLK 223 235 65.4 27.5 40.4 0 1 0 1,533.8524
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% KVESLQEEIAFLKK 223 236 30.6 25.0 27.2 0 2 0 1,661.9474
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% SKFADLSEAANR 293 304 33.2 27.7 33.2 1 0 0 1,308.6542
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% FADLSEAANR 295 304 71.6 27.4 54.3 2 0 0 1,093.5272
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% FADLSEAANRNNDALR 295 310 42.0 26.9 32.7 0 2 0 1,776.8623
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% EMEENFAVEAANYQDTIGR 346 364 64.0 25.0 27.0 2 0 0 2,202.9609
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% EYQDLLNVK 382 390 47.5 28.8 32.2 2 0 0 1,121.5838
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% MALDIEIATYR 391 401 64.0 27.2 40.7 2 0 0 1,311.6615
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% MALDIEIATYRK 391 402 42.6 27.5 14.6 0 1 0 1,423.7615
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% ISLPLPNFSSLNLR 411 424 60.2 25.8 46.7 1 0 0 1,570.8952
D_18 Vimentin VIME_HUMAN 53,653 17 20 35 34.10% ETNLDSLPLVDTHSK 425 439 28.9 27.4 19.5 0 1 0 1,668.8441
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% TNEKVELQELNDR 101 113 60.0 27.6 53.0 2 2 0 1,587.7974
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% VELQELNDR 105 113 53.2 26.6 46.3 2 0 0 1,115.5692
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% FANYIDKVR 114 122 39.3 27.9 33.8 2 0 0 1,125.6051
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% ILLAELEQLKGQGK 130 143 43.8 25.0 43.8 2 0 0 1,539.9108
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% LGDLYEEEMR 146 155 60.2 25.0 54.8 2 0 0 1,270.5622
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% VEVERDNLAEDIMR 171 184 32.8 26.3 27.2 1 1 0 1,704.8223
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% DNLAEDIMR 176 184 25.7 25.0 15.9 2 0 0 1,092.4992
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% EEAENTLQSFR 197 207 44.5 25.0 35.5 2 0 0 1,323.6175
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% DVRQQYESVAAK 271 282 31.3 28.3 23.3 2 1 0 1,393.7070
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% SKFADLSEAANR 293 304 51.6 27.7 37.1 1 0 0 1,308.6542
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% FADLSEAANR 295 304 78.7 27.5 58.1 2 0 0 1,093.5272
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% QVQSLTCEVDALKGTNESLER 322 342 31.7 26.9 25.5 0 2 0 2,377.1666
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% EMEENFAVEAANYQDTIGR 346 364 65.8 25.0 34.2 1 0 0 2,202.9609
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% MALDIEIATYR 391 401 65.0 27.6 33.1 1 0 0 1,295.6665
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% MALDIEIATYRK 391 402 27.6 27.6 14.0 0 2 0 1,439.7565
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% ISLPLPNFSSLNLR 411 424 80.6 25.8 60.7 2 0 0 1,570.8952
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% ETNLDSLPLVDTHSK 425 439 51.6 27.4 47.9 2 0 0 1,668.8441
D_19 Vimentin VIME_HUMAN 53,653 18 23 36 41.20% DGQVINETSQHHDDLE 451 466 44.2 25.0 40.3 1 1 0 1,836.7997
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% SLYASSPGGVYATR 51 64 72.8 26.4 51.4 2 0 0 1,428.7117
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% TNEKVELQELNDR 101 113 33.9 27.7 33.9 1 2 0 1,587.7974
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% VELQELNDR 105 113 56.7 26.6 44.7 2 0 0 1,115.5692
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% ILLAELEQLKGQGK 130 143 31.7 25.0 23.3 0 2 0 1,539.9108
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% LGDLYEEEMR 146 155 52.1 25.0 51.8 2 0 0 1,270.5622
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% DNLAEDIMR 176 184 51.0 25.0 36.9 4 0 0 1,076.5042
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% EEAENTLQSFR 197 207 52.0 25.3 50.3 2 0 0 1,323.6175
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% EEAENTLQSFRQDVDNASLAR 197 217 43.3 25.4 43.3 0 1 0 2,393.1328
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% KVESLQEEIAFLKK 223 236 48.0 25.2 43.3 0 1 0 1,661.9474
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% NLQEAEEWYK 283 292 52.2 25.0 52.2 2 0 0 1,309.6059
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% FADLSEAANR 295 304 68.2 27.5 52.9 2 0 0 1,093.5272
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% FADLSEAANRNNDALR 295 310 34.1 26.9 21.7 0 1 0 1,776.8623
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% EMEENFAVEAANYQDTIGR 346 364 53.8 25.0 4.2 0 2 0 2,202.9609
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% EYQDLLNVK 382 390 32.8 28.8 24.0 2 0 0 1,121.5838
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% MALDIEIATYR 391 401 73.6 27.2 48.5 3 0 0 1,311.6615
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% MALDIEIATYRK 391 402 38.1 27.5 30.6 1 0 0 1,439.7565
D_20 Vimentin VIME_HUMAN 53,653 17 20 34 37.60% ISLPLPNFSSLNLR 411 424 76.2 26.0 66.4 2 0 0 1,570.8952
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% SLYASSPGGVYATR 51 64 86.3 26.6 72.5 2 0 0 1,428.7117
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% TNEKVELQELNDR 101 113 38.9 27.5 29.4 0 2 0 1,587.7974
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% VELQELNDR 105 113 53.4 26.7 44.2 2 0 0 1,115.5692
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% LGDLYEEEMR 146 155 48.6 25.0 48.6 2 0 0 1,270.5622
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% DNLAEDIMR 176 184 27.6 25.0 21.2 2 0 0 1,092.4992
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% EEAENTLQSFR 197 207 58.0 25.2 52.3 1 0 0 1,323.6175
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% EEAENTLQSFRQDVDNASLAR 197 217 62.9 25.5 60.3 0 2 0 2,393.1328
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% KVESLQEEIAFLK 223 235 46.6 27.4 28.6 0 1 0 1,533.8524
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% KVESLQEEIAFLKK 223 236 49.5 25.2 37.0 0 2 0 1,661.9474
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% NLQEAEEWYK 283 292 42.3 25.0 42.3 2 0 0 1,309.6059
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% FADLSEAANRNNDALR 295 310 25.2 26.9 10.0 0 2 0 1,776.8623
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% EMEENFAVEAANYQDTIGR 346 364 50.5 25.0 11.1 0 2 0 2,202.9609
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% EYQDLLNVK 382 390 40.1 28.8 20.0 2 0 0 1,121.5838
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% MALDIEIATYR 391 401 55.5 27.2 37.4 3 0 0 1,311.6615
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% ISLPLPNFSSLNLR 411 424 85.5 25.8 71.4 2 0 0 1,570.8952
D_21 Vimentin VIME_HUMAN 53,653 16 17 30 37.60% ETNLDSLPLVDTHSK 425 439 26.9 27.6 17.6 1 0 0 1,668.8441
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% TYSLGSALRPSTSR 37 50 37.0 28.4 29.7 0 2 0 1,495.7863
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% SLYASSPGGVYATR 51 64 82.8 26.6 69.8 2 0 0 1,428.7117
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% TNEKVELQELNDR 101 113 29.3 27.5 18.0 0 2 0 1,587.7974
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% VELQELNDR 105 113 60.6 26.6 52.7 2 0 0 1,115.5692
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% LGDLYEEEMR 146 155 39.3 25.0 34.4 2 0 0 1,270.5622
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% VEVERDNLAEDIMR 171 184 34.0 26.3 33.6 0 2 0 1,704.8223
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% DNLAEDIMR 176 184 27.1 25.0 23.1 4 0 0 1,092.4992
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% EEAENTLQSFR 197 207 45.8 25.6 39.5 2 0 0 1,323.6175
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% KVESLQEEIAFLK 223 235 46.5 27.3 26.2 0 2 0 1,533.8524
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% NLQEAEEWYK 283 292 36.3 25.0 36.3 2 0 0 1,309.6059
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% FADLSEAANRNNDALR 295 310 37.1 26.9 25.0 0 1 0 1,776.8623
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% MALDIEIATYR 391 401 51.5 27.4 37.0 2 0 0 1,311.6615
D_22 Vimentin VIME_HUMAN 53,653 13 15 26 30.00% ISLPLPNFSSLNLR 411 424 32.9 25.8 26.9 1 0 0 1,570.8952
D_23 Vimentin VIME_HUMAN 53,653 4 4 6 8.80% VELQELNDR 105 113 46.4 26.6 40.4 2 0 0 1,115.5692
D_23 Vimentin VIME_HUMAN 53,653 4 4 6 8.80% LGDLYEEEMR 146 155 21.2 25.0 19.0 1 0 0 1,270.5622
D_23 Vimentin VIME_HUMAN 53,653 4 4 6 8.80% EEAENTLQSFR 197 207 57.6 25.0 52.8 2 0 0 1,323.6175
D_23 Vimentin VIME_HUMAN 53,653 4 4 6 8.80% MALDIEIATYR 391 401 23.7 27.0 3.6 1 0 0 1,311.6615
D_24 Vimentin VIME_HUMAN 53,653 3 3 4 6.44% VELQELNDR 105 113 38.2 26.7 30.6 1 0 0 1,115.5692
D_24 Vimentin VIME_HUMAN 53,653 3 3 4 6.44% FADLSEAANR 295 304 65.8 27.5 47.2 2 0 0 1,093.5272
D_24 Vimentin VIME_HUMAN 53,653 3 3 4 6.44% MALDIEIATYR 391 401 36.5 27.4 26.7 1 0 0 1,311.6615
D_25 Vimentin VIME_HUMAN 53,653 6 6 8 12.70% TNEKVELQELNDR 101 113 21.0 27.6 8.8 0 1 0 1,587.7974
D_25 Vimentin VIME_HUMAN 53,653 6 6 8 12.70% DNLAEDIMR 176 184 27.1 25.0 27.1 1 0 0 1,092.4992
D_25 Vimentin VIME_HUMAN 53,653 6 6 8 12.70% EEAENTLQSFR 197 207 51.7 25.3 42.5 2 0 0 1,323.6175
D_25 Vimentin VIME_HUMAN 53,653 6 6 8 12.70% NLQEAEEWYK 283 292 20.3 25.0 19.1 1 0 0 1,309.6059
D_25 Vimentin VIME_HUMAN 53,653 6 6 8 12.70% FADLSEAANR 295 304 65.8 27.5 49.2 2 0 0 1,093.5272
D_25 Vimentin VIME_HUMAN 53,653 6 6 8 12.70% FADLSEAANRNNDALR 295 310 20.5 27.0 0.0 0 1 0 1,776.8623
D_26 Vimentin VIME_HUMAN 53,653 8 8 15 16.50% VELQELNDR 105 113 36.2 26.6 28.5 2 0 0 1,115.5692
D_26 Vimentin VIME_HUMAN 53,653 8 8 15 16.50% VEVERDNLAEDIMR 171 184 22.6 26.3 17.0 0 1 0 1,704.8223
D_26 Vimentin VIME_HUMAN 53,653 8 8 15 16.50% DNLAEDIMR 176 184 29.4 25.0 20.5 2 0 0 1,092.4992



D_26 Vimentin VIME_HUMAN 53,653 8 8 15 16.50% EEAENTLQSFR 197 207 58.5 25.2 57.3 2 0 0 1,323.6175
D_26 Vimentin VIME_HUMAN 53,653 8 8 15 16.50% KVESLQEEIAFLK 223 235 42.9 27.1 15.6 0 2 0 1,533.8524
D_26 Vimentin VIME_HUMAN 53,653 8 8 15 16.50% FADLSEAANR 295 304 68.8 27.4 53.3 2 0 0 1,093.5272
D_26 Vimentin VIME_HUMAN 53,653 8 8 15 16.50% EYQDLLNVK 382 390 28.2 28.8 16.3 2 0 0 1,121.5838
D_26 Vimentin VIME_HUMAN 53,653 8 8 15 16.50% MALDIEIATYR 391 401 54.4 27.4 37.1 2 0 0 1,311.6615
D_27 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% TNEKVELQELNDR 101 113 34.3 27.6 24.8 0 1 0 1,587.7974
D_27 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% DNLAEDIMR 176 184 31.6 25.0 22.9 2 0 0 1,092.4992
D_27 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% EEAENTLQSFR 197 207 56.5 25.3 48.8 2 0 0 1,323.6175
D_27 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% KVESLQEEIAFLK 223 235 53.2 27.1 34.3 0 1 0 1,533.8524
D_27 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% NLQEAEEWYK 283 292 54.4 25.0 48.8 2 0 0 1,309.6059
D_27 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% FADLSEAANR 295 304 85.2 27.4 67.6 2 0 0 1,093.5272
D_27 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% MALDIEIATYR 391 401 61.4 27.2 42.9 2 0 0 1,311.6615
D_28 Vimentin VIME_HUMAN 53,653 12 13 18 27.00% TNEKVELQELNDR 101 113 31.5 27.6 20.5 0 1 0 1,587.7974
D_28 Vimentin VIME_HUMAN 53,653 12 13 18 27.00% ILLAELEQLKGQGK 130 143 20.1 25.0 13.1 0 1 0 1,539.9108
D_28 Vimentin VIME_HUMAN 53,653 12 13 18 27.00% LGDLYEEEMR 146 155 37.5 25.0 33.7 1 0 0 1,270.5622
D_28 Vimentin VIME_HUMAN 53,653 12 13 18 27.00% VEVERDNLAEDIMR 171 184 21.7 26.2 16.5 0 1 0 1,704.8223
D_28 Vimentin VIME_HUMAN 53,653 12 13 18 27.00% DNLAEDIMR 176 184 22.7 25.0 22.7 1 0 0 1,092.4992
D_28 Vimentin VIME_HUMAN 53,653 12 13 18 27.00% EEAENTLQSFR 197 207 56.7 25.3 52.0 2 0 0 1,323.6175
D_28 Vimentin VIME_HUMAN 53,653 12 13 18 27.00% KVESLQEEIAFLK 223 235 49.4 26.9 25.4 0 2 0 1,533.8524
D_28 Vimentin VIME_HUMAN 53,653 12 13 18 27.00% NLQEAEEWYK 283 292 40.4 25.0 37.9 2 0 0 1,309.6059
D_28 Vimentin VIME_HUMAN 53,653 12 13 18 27.00% FADLSEAANR 295 304 69.5 27.4 47.3 2 0 0 1,093.5272
D_28 Vimentin VIME_HUMAN 53,653 12 13 18 27.00% FADLSEAANRNNDALR 295 310 36.1 26.9 15.4 0 1 0 1,776.8623
D_28 Vimentin VIME_HUMAN 53,653 12 13 18 27.00% MALDIEIATYR 391 401 60.1 27.0 44.1 3 0 0 1,311.6615
D_28 Vimentin VIME_HUMAN 53,653 12 13 18 27.00% ISLPLPNFSSLNLR 411 424 38.3 26.0 37.3 1 0 0 1,570.8952
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% TYSLGSALRPSTSR 37 50 25.5 28.1 18.0 0 1 0 1,495.7863
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% SLYASSPGGVYATR 51 64 73.1 26.6 63.7 2 0 0 1,428.7117
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% TNEKVELQELNDR 101 113 34.2 27.5 29.2 0 1 0 1,587.7974
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% VELQELNDR 105 113 44.5 26.6 34.6 2 0 0 1,115.5692
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% LGDLYEEEMR 146 155 66.5 25.0 61.7 2 0 0 1,270.5622
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% VEVERDNLAEDIMR 171 184 35.6 26.5 28.9 0 1 0 1,704.8223
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% DNLAEDIMR 176 184 30.6 25.0 30.6 1 0 0 1,092.4992
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% EEAENTLQSFR 197 207 57.6 25.6 50.8 2 0 0 1,323.6175
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% EEAENTLQSFRQDVDNASLAR 197 217 49.0 25.4 44.7 0 2 0 2,393.1328
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% KVESLQEEIAFLK 223 235 55.6 27.1 32.5 0 2 0 1,533.8524
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% NLQEAEEWYK 283 292 50.1 25.0 48.0 2 0 0 1,309.6059
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% EMEENFAVEAANYQDTIGR 346 364 42.5 25.0 0.2 0 1 0 2,202.9609
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% LQDEIQNMKEEMAR 365 378 29.7 25.0 13.9 0 1 0 1,766.8050
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% MALDIEIATYR 391 401 48.7 27.1 35.6 3 0 0 1,311.6615
D_29 Vimentin VIME_HUMAN 53,653 15 16 24 35.80% ISLPLPNFSSLNLR 411 424 73.3 26.0 56.9 1 0 0 1,570.8952
D_30 Vimentin VIME_HUMAN 53,653 7 7 10 13.90% VELQELNDR 105 113 37.2 26.4 30.6 1 0 0 1,115.5692
D_30 Vimentin VIME_HUMAN 53,653 7 7 10 13.90% LGDLYEEEMR 146 155 37.4 25.0 37.2 1 0 0 1,270.5622
D_30 Vimentin VIME_HUMAN 53,653 7 7 10 13.90% VEVERDNLAEDIMR 171 184 22.9 26.3 22.9 0 1 0 1,704.8223
D_30 Vimentin VIME_HUMAN 53,653 7 7 10 13.90% DNLAEDIMR 176 184 31.5 25.0 26.8 2 0 0 1,092.4992
D_30 Vimentin VIME_HUMAN 53,653 7 7 10 13.90% EEAENTLQSFR 197 207 33.8 25.3 21.1 2 0 0 1,323.6175
D_30 Vimentin VIME_HUMAN 53,653 7 7 10 13.90% NLQEAEEWYK 283 292 25.6 25.0 20.9 1 0 0 1,309.6059
D_30 Vimentin VIME_HUMAN 53,653 7 7 10 13.90% MALDIEIATYR 391 401 35.8 27.0 29.1 2 0 0 1,311.6615
D_31 Vimentin VIME_HUMAN 53,653 2 2 4 4.29% DNLAEDIMR 176 184 30.1 25.0 21.2 2 0 0 1,092.4992
D_31 Vimentin VIME_HUMAN 53,653 2 2 4 4.29% EEAENTLQSFR 197 207 54.8 25.2 46.9 2 0 0 1,323.6175
E_08 Vimentin VIME_HUMAN 53,653 3 3 5 6.65% LGDLYEEEMR 146 155 25.3 25.0 25.3 1 0 0 1,270.5622
E_08 Vimentin VIME_HUMAN 53,653 3 3 5 6.65% EEAENTLQSFR 197 207 51.8 25.2 44.8 2 0 0 1,323.6175
E_08 Vimentin VIME_HUMAN 53,653 3 3 5 6.65% FADLSEAANR 295 304 53.5 27.5 38.2 2 0 0 1,093.5272
E_09 Vimentin VIME_HUMAN 53,653 6 6 10 11.60% VELQELNDR 105 113 47.5 26.4 38.8 2 0 0 1,115.5692
E_09 Vimentin VIME_HUMAN 53,653 6 6 10 11.60% LGDLYEEEMR 146 155 33.6 25.0 33.6 1 0 0 1,270.5622
E_09 Vimentin VIME_HUMAN 53,653 6 6 10 11.60% VEVERDNLAEDIMR 171 184 29.7 27.0 23.6 0 1 0 1,704.8223
E_09 Vimentin VIME_HUMAN 53,653 6 6 10 11.60% DNLAEDIMR 176 184 34.1 25.0 26.3 2 0 0 1,092.4992
E_09 Vimentin VIME_HUMAN 53,653 6 6 10 11.60% EEAENTLQSFR 197 207 66.8 25.3 59.5 2 0 0 1,323.6175
E_09 Vimentin VIME_HUMAN 53,653 6 6 10 11.60% FADLSEAANR 295 304 77.1 27.5 59.4 2 0 0 1,093.5272
E_10 Vimentin VIME_HUMAN 53,653 4 4 6 8.58% LGDLYEEEMR 146 155 27.1 25.0 27.1 1 0 0 1,270.5622
E_10 Vimentin VIME_HUMAN 53,653 4 4 6 8.58% DNLAEDIMR 176 184 30.6 25.0 29.8 1 0 0 1,092.4992
E_10 Vimentin VIME_HUMAN 53,653 4 4 6 8.58% EEAENTLQSFR 197 207 36.5 25.3 35.8 2 0 0 1,323.6175
E_10 Vimentin VIME_HUMAN 53,653 4 4 6 8.58% FADLSEAANR 295 304 55.1 27.6 37.0 2 0 0 1,093.5272
E_11 Vimentin VIME_HUMAN 53,653 4 4 7 8.58% VELQELNDR 105 113 37.3 26.8 37.3 2 0 0 1,115.5692
E_11 Vimentin VIME_HUMAN 53,653 4 4 7 8.58% LGDLYEEEMR 146 155 38.4 25.0 38.4 1 0 0 1,270.5622
E_11 Vimentin VIME_HUMAN 53,653 4 4 7 8.58% EEAENTLQSFR 197 207 53.6 25.2 49.7 2 0 0 1,323.6175
E_11 Vimentin VIME_HUMAN 53,653 4 4 7 8.58% FADLSEAANR 295 304 70.6 27.5 53.2 2 0 0 1,093.5272
E_12 Vimentin VIME_HUMAN 53,653 2 2 3 4.51% EEAENTLQSFR 197 207 23.8 25.2 18.8 1 0 0 1,323.6175
E_12 Vimentin VIME_HUMAN 53,653 2 2 3 4.51% FADLSEAANR 295 304 43.9 27.6 33.7 2 0 0 1,093.5272
E_18 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% VELQELNDR 105 113 32.3 26.3 28.2 2 0 0 1,115.5692
E_18 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% LGDLYEEEMR 146 155 25.9 25.0 19.9 1 0 0 1,270.5622
E_18 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% VEVERDNLAEDIMR 171 184 20.7 26.8 18.6 0 1 0 1,704.8223
E_18 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% DNLAEDIMR 176 184 31.0 25.0 28.2 2 0 0 1,092.4992
E_18 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% EEAENTLQSFR 197 207 44.9 25.6 36.5 2 0 0 1,323.6175
E_18 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% FADLSEAANR 295 304 73.0 27.5 56.0 2 0 0 1,093.5272
E_18 Vimentin VIME_HUMAN 53,653 7 7 12 13.90% MALDIEIATYR 391 401 53.6 27.0 34.2 2 0 0 1,311.6615
E_19 Vimentin VIME_HUMAN 53,653 11 11 20 21.90% TNEKVELQELNDR 101 113 28.5 27.4 28.0 0 2 0 1,587.7974
E_19 Vimentin VIME_HUMAN 53,653 11 11 20 21.90% VELQELNDR 105 113 38.8 26.4 31.7 2 0 0 1,115.5692
E_19 Vimentin VIME_HUMAN 53,653 11 11 20 21.90% ILLAELEQLKGQGK 130 143 32.4 25.0 20.5 0 1 0 1,539.9108
E_19 Vimentin VIME_HUMAN 53,653 11 11 20 21.90% LGDLYEEEMR 146 155 49.9 25.0 49.9 2 0 0 1,270.5622
E_19 Vimentin VIME_HUMAN 53,653 11 11 20 21.90% VEVERDNLAEDIMR 171 184 49.4 26.8 42.5 0 2 0 1,704.8223
E_19 Vimentin VIME_HUMAN 53,653 11 11 20 21.90% DNLAEDIMR 176 184 34.2 25.0 28.3 2 0 0 1,092.4992
E_19 Vimentin VIME_HUMAN 53,653 11 11 20 21.90% EEAENTLQSFR 197 207 44.1 25.3 40.0 2 0 0 1,323.6175
E_19 Vimentin VIME_HUMAN 53,653 11 11 20 21.90% KVESLQEEIAFLKK 223 236 28.5 25.0 26.1 0 1 0 1,661.9474
E_19 Vimentin VIME_HUMAN 53,653 11 11 20 21.90% NLQEAEEWYK 283 292 45.2 25.0 45.2 2 0 0 1,309.6059
E_19 Vimentin VIME_HUMAN 53,653 11 11 20 21.90% FADLSEAANR 295 304 74.5 27.5 56.3 2 0 0 1,093.5272
E_19 Vimentin VIME_HUMAN 53,653 11 11 20 21.90% FADLSEAANRNNDALR 295 310 36.1 27.1 24.4 0 2 0 1,776.8623
E_20 Vimentin VIME_HUMAN 53,653 7 7 11 13.90% VELQELNDR 105 113 27.0 26.4 20.8 2 0 0 1,115.5692
E_20 Vimentin VIME_HUMAN 53,653 7 7 11 13.90% LGDLYEEEMR 146 155 21.4 25.0 18.3 1 0 0 1,270.5622
E_20 Vimentin VIME_HUMAN 53,653 7 7 11 13.90% VEVERDNLAEDIMR 171 184 23.3 26.8 18.5 0 2 0 1,704.8223
E_20 Vimentin VIME_HUMAN 53,653 7 7 11 13.90% DNLAEDIMR 176 184 32.7 25.0 32.7 1 0 0 1,092.4992
E_20 Vimentin VIME_HUMAN 53,653 7 7 11 13.90% EEAENTLQSFR 197 207 41.9 25.3 37.0 2 0 0 1,323.6175
E_20 Vimentin VIME_HUMAN 53,653 7 7 11 13.90% FADLSEAANR 295 304 75.6 27.5 54.1 2 0 0 1,093.5272
E_20 Vimentin VIME_HUMAN 53,653 7 7 11 13.90% MALDIEIATYR 391 401 29.5 27.4 17.7 1 0 0 1,311.6615
E_21 Vimentin VIME_HUMAN 53,653 2 2 4 4.51% EEAENTLQSFR 197 207 32.4 25.3 28.3 2 0 0 1,323.6175
E_21 Vimentin VIME_HUMAN 53,653 2 2 4 4.51% FADLSEAANR 295 304 55.9 27.5 45.1 2 0 0 1,093.5272
E_22 Vimentin VIME_HUMAN 53,653 3 3 4 7.30% SLYASSPGGVYATR 51 64 42.5 26.7 34.1 1 0 0 1,428.7117
E_22 Vimentin VIME_HUMAN 53,653 3 3 4 7.30% VELQELNDR 105 113 27.2 26.3 24.4 1 0 0 1,115.5692
E_22 Vimentin VIME_HUMAN 53,653 3 3 4 7.30% EEAENTLQSFR 197 207 41.3 25.5 41.3 2 0 0 1,323.6175
E_28 Vimentin VIME_HUMAN 53,653 2 2 3 4.51% EEAENTLQSFR 197 207 76.6 25.2 71.6 1 0 0 1,323.6175
E_28 Vimentin VIME_HUMAN 53,653 2 2 3 4.51% FADLSEAANR 295 304 56.5 27.5 45.2 2 0 0 1,093.5272
E_29 Vimentin VIME_HUMAN 53,653 4 4 7 8.37% VELQELNDR 105 113 26.4 26.3 23.0 2 0 0 1,115.5692
E_29 Vimentin VIME_HUMAN 53,653 4 4 7 8.37% DNLAEDIMR 176 184 20.6 25.0 20.6 1 0 0 1,092.4992
E_29 Vimentin VIME_HUMAN 53,653 4 4 7 8.37% EEAENTLQSFR 197 207 46.6 25.5 40.8 2 0 0 1,323.6175
E_29 Vimentin VIME_HUMAN 53,653 4 4 7 8.37% FADLSEAANR 295 304 49.7 27.5 27.4 2 0 0 1,093.5272
F_03 Vimentin VIME_HUMAN 53,653 2 2 3 5.15% SLYASSPGGVYATR 51 64 53.6 26.9 49.0 2 0 0 1,428.7117
F_03 Vimentin VIME_HUMAN 53,653 2 2 3 5.15% LGDLYEEEMR 146 155 21.9 25.0 21.9 1 0 0 1,270.5622
F_04 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% SLYASSPGGVYATR 51 64 33.0 26.5 22.8 1 0 0 1,428.7117
F_04 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% LGDLYEEEMR 146 155 44.8 25.0 43.4 2 0 0 1,270.5622
F_04 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% EEAENTLQSFR 197 207 25.1 25.4 17.7 1 0 0 1,323.6175
F_06 Vimentin VIME_HUMAN 53,653 2 3 6 4.08% LGDLYEEEMR 146 155 59.4 25.0 53.9 2 0 0 1,270.5622
F_06 Vimentin VIME_HUMAN 53,653 2 3 6 4.08% DNLAEDIMR 176 184 34.9 25.5 26.0 4 0 0 1,076.5042
F_07 Vimentin VIME_HUMAN 53,653 10 10 16 20.20% ILLAELEQLK 130 139 24.0 25.0 4.2 2 0 0 1,169.7142
F_07 Vimentin VIME_HUMAN 53,653 10 10 16 20.20% LGDLYEEEMR 146 155 48.0 25.0 38.0 2 0 0 1,270.5622



F_07 Vimentin VIME_HUMAN 53,653 10 10 16 20.20% VEVERDNLAEDIMR 171 184 30.6 26.8 26.5 0 1 0 1,704.8223
F_07 Vimentin VIME_HUMAN 53,653 10 10 16 20.20% DNLAEDIMR 176 184 38.3 25.0 31.5 2 0 0 1,076.5042
F_07 Vimentin VIME_HUMAN 53,653 10 10 16 20.20% EEAENTLQSFR 197 207 55.9 25.4 49.7 2 0 0 1,323.6175
F_07 Vimentin VIME_HUMAN 53,653 10 10 16 20.20% NLQEAEEWYK 283 292 40.3 25.1 37.0 1 0 0 1,309.6059
F_07 Vimentin VIME_HUMAN 53,653 10 10 16 20.20% FADLSEAANRNNDALR 295 310 47.8 27.1 36.9 0 2 0 1,776.8623
F_07 Vimentin VIME_HUMAN 53,653 10 10 16 20.20% LQDEIQNMK 365 373 24.4 27.7 23.1 1 0 0 1,118.5512
F_07 Vimentin VIME_HUMAN 53,653 10 10 16 20.20% LQDEIQNMKEEMAR 365 378 20.1 25.0 0.0 0 1 0 1,750.8101
F_07 Vimentin VIME_HUMAN 53,653 10 10 16 20.20% EYQDLLNVK 382 390 36.6 28.4 27.9 2 0 0 1,121.5838
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% SLYASSPGGVYATR 51 64 28.3 26.6 24.4 1 0 0 1,428.7117
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% TNEKVELQELNDR 101 113 73.2 27.8 67.9 2 2 0 1,587.7974
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% ILLAELEQLK 130 139 59.9 25.0 35.3 2 0 0 1,169.7142
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% ILLAELEQLKGQGK 130 143 57.9 25.0 53.5 2 2 0 1,539.9108
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% LGDLYEEEMR 146 155 55.2 25.0 50.5 1 0 0 1,270.5622
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% VEVERDNLAEDIMR 171 184 37.2 27.1 35.1 1 0 0 1,704.8223
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% DNLAEDIMR 176 184 34.2 25.0 30.5 4 0 0 1,076.5042
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% EKLQEEMLQR 187 196 36.8 28.2 26.6 2 0 0 1,303.6676
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% EEAENTLQSFR 197 207 51.0 25.5 46.2 1 0 0 1,323.6175
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% NLQEAEEWYK 283 292 53.6 25.0 52.0 2 0 0 1,309.6059
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% FADLSEAANRNNDALR 295 310 47.9 26.9 38.5 0 2 0 1,776.8623
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% LQDEIQNMK 365 373 39.8 26.7 28.8 2 0 0 1,118.5512
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% LQDEIQNMKEEMAR 365 378 29.3 25.0 18.0 2 1 0 1,750.8101
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% EYQDLLNVK 382 390 32.8 28.9 13.0 2 0 0 1,121.5838
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% MALDIEIATYR 391 401 50.9 27.4 32.4 2 0 0 1,311.6615
F_08 Vimentin VIME_HUMAN 53,653 16 21 36 34.80% DGQVINETSQHHDDLE 451 466 34.7 25.0 32.9 2 1 0 1,836.7997
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% TNEKVELQELNDR 101 113 57.1 27.4 51.0 2 0 0 1,587.7974
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% VELQELNDR 105 113 29.0 26.3 19.8 1 0 0 1,115.5692
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% ILLAELEQLK 130 139 62.4 25.0 31.8 2 0 0 1,169.7142
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% ILLAELEQLKGQGK 130 143 70.0 25.0 59.0 2 2 0 1,539.9108
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% SRLGDLYEEEMR 144 155 33.5 25.0 28.3 0 4 0 1,513.6953
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% LGDLYEEEMR 146 155 54.3 25.0 53.7 2 0 0 1,270.5622
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% LGDLYEEEMRELR 146 158 19.6 25.9 16.1 0 1 0 1,668.7900
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% VEVERDNLAEDIMR 171 184 44.2 27.1 39.7 4 0 0 1,704.8223
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% DNLAEDIMR 176 184 35.3 25.0 28.6 4 0 0 1,076.5042
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% EKLQEEMLQR 187 196 45.2 28.2 34.1 2 0 0 1,303.6676
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% KVESLQEEIAFLK 223 235 28.7 26.5 26.8 1 0 0 1,533.8524
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% NLQEAEEWYK 283 292 40.8 25.0 40.8 2 0 0 1,309.6059
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% LQDEIQNMK 365 373 27.8 26.7 22.6 1 0 0 1,118.5512
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% LQDEIQNMKEEMAR 365 378 32.2 25.0 15.4 0 1 0 1,750.8101
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% HLREYQDLLNVK 379 390 28.1 27.9 18.1 0 1 0 1,527.8279
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% MALDIEIATYR 391 401 61.7 27.7 44.7 2 0 0 1,311.6615
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% MALDIEIATYRK 391 402 31.2 27.4 22.1 2 1 0 1,439.7565
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% ETNLDSLPLVDTHSK 425 439 47.1 27.5 45.7 2 0 0 1,668.8441
F_09 Vimentin VIME_HUMAN 53,653 19 25 43 33.90% DGQVINETSQHHDDLE 451 466 48.0 25.0 40.4 2 2 0 1,836.7997
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% SLYASSPGGVYATR 51 64 82.2 26.6 68.1 2 0 0 1,428.7117
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% TNEKVELQELNDR 101 113 64.1 27.7 50.8 2 2 0 1,587.7974
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% VELQELNDR 105 113 32.7 26.3 28.9 1 0 0 1,115.5692
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% ILLAELEQLKGQGK 130 143 51.5 25.0 44.8 2 2 0 1,539.9108
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% LGDLYEEEMR 146 155 54.7 25.0 54.7 2 0 0 1,270.5622
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% VEVERDNLAEDIMR 171 184 29.2 27.0 21.1 3 2 0 1,704.8223
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% DNLAEDIMR 176 184 28.0 25.0 21.3 1 0 0 1,076.5042
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% FADLSEAANRNNDALR 295 310 41.8 27.2 28.9 0 2 0 1,776.8623
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% QVQSLTCEVDALK 322 334 70.4 28.3 58.0 2 0 0 1,490.7521
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% LQDEIQNMKEEMAR 365 378 20.8 25.0 8.3 0 1 0 1,750.8101
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% EYQDLLNVK 382 390 31.0 29.4 16.3 1 0 0 1,121.5838
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% MALDIEIATYR 391 401 54.1 27.4 32.8 2 0 0 1,311.6615
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% MALDIEIATYRK 391 402 21.7 27.4 6.2 0 1 0 1,439.7565
F_10 Vimentin VIME_HUMAN 53,653 14 18 30 31.10% DGQVINETSQHHDDLE 451 466 33.4 25.0 32.5 2 0 0 1,836.7997
F_11 Vimentin VIME_HUMAN 53,653 10 10 16 19.10% SLYASSPGGVYATR 51 64 71.2 26.7 56.8 2 0 0 1,428.7117
F_11 Vimentin VIME_HUMAN 53,653 10 10 16 19.10% VELQELNDR 105 113 45.2 26.3 38.8 2 0 0 1,115.5692
F_11 Vimentin VIME_HUMAN 53,653 10 10 16 19.10% ILLAELEQLK 130 139 40.6 25.0 24.5 2 0 0 1,169.7142
F_11 Vimentin VIME_HUMAN 53,653 10 10 16 19.10% ILLAELEQLKGQGK 130 143 15.4 25.0 10.2 0 1 0 1,539.9108
F_11 Vimentin VIME_HUMAN 53,653 10 10 16 19.10% VEVERDNLAEDIMR 171 184 42.7 27.2 34.4 0 2 0 1,704.8223
F_11 Vimentin VIME_HUMAN 53,653 10 10 16 19.10% DNLAEDIMR 176 184 33.4 25.4 20.7 1 0 0 1,076.5042
F_11 Vimentin VIME_HUMAN 53,653 10 10 16 19.10% LQEEMLQR 189 196 34.4 28.1 19.4 1 0 0 1,046.5300
F_11 Vimentin VIME_HUMAN 53,653 10 10 16 19.10% EEAENTLQSFR 197 207 63.4 25.4 57.3 2 0 0 1,323.6175
F_11 Vimentin VIME_HUMAN 53,653 10 10 16 19.10% FADLSEAANR 295 304 72.2 27.6 61.5 2 0 0 1,093.5272
F_11 Vimentin VIME_HUMAN 53,653 10 10 16 19.10% EYQDLLNVK 382 390 29.4 28.4 12.4 1 0 0 1,121.5838
F_12 Vimentin VIME_HUMAN 53,653 3 3 6 7.94% TYSLGSALRPSTSR 37 50 41.4 28.1 37.6 0 2 0 1,495.7863
F_12 Vimentin VIME_HUMAN 53,653 3 3 6 7.94% FADLSEAANR 295 304 58.4 27.8 38.3 2 0 0 1,093.5272
F_12 Vimentin VIME_HUMAN 53,653 3 3 6 7.94% QVQSLTCEVDALK 322 334 64.4 28.2 47.8 2 0 0 1,490.7521
F_13 Vimentin VIME_HUMAN 53,653 10 13 23 21.70% TNEKVELQELNDR 101 113 50.4 27.7 39.5 2 1 0 1,587.7974
F_13 Vimentin VIME_HUMAN 53,653 10 13 23 21.70% VELQELNDR 105 113 49.2 26.3 39.7 2 0 0 1,115.5692
F_13 Vimentin VIME_HUMAN 53,653 10 13 23 21.70% ILLAELEQLKGQGK 130 143 83.0 25.0 79.9 2 1 0 1,539.9108
F_13 Vimentin VIME_HUMAN 53,653 10 13 23 21.70% LGDLYEEEMR 146 155 54.5 25.0 54.5 4 0 0 1,254.5672
F_13 Vimentin VIME_HUMAN 53,653 10 13 23 21.70% EEAENTLQSFR 197 207 43.5 25.5 36.5 1 0 0 1,323.6175
F_13 Vimentin VIME_HUMAN 53,653 10 13 23 21.70% NLQEAEEWYK 283 292 48.3 25.0 46.8 2 0 0 1,309.6059
F_13 Vimentin VIME_HUMAN 53,653 10 13 23 21.70% FADLSEAANR 295 304 70.1 27.6 57.8 2 0 0 1,093.5272
F_13 Vimentin VIME_HUMAN 53,653 10 13 23 21.70% QVQSLTCEVDALK 322 334 62.1 28.2 53.8 2 0 0 1,490.7521
F_13 Vimentin VIME_HUMAN 53,653 10 13 23 21.70% EYQDLLNVK 382 390 31.1 28.4 21.5 2 0 0 1,121.5838
F_13 Vimentin VIME_HUMAN 53,653 10 13 23 21.70% MALDIEIATYR 391 401 58.5 27.7 40.7 2 0 0 1,311.6615
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% TNEKVELQELNDR 101 113 64.8 27.7 56.8 2 0 0 1,587.7974
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% VELQELNDR 105 113 38.9 27.0 26.5 2 0 0 1,115.5692
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% ILLAELEQLK 130 139 54.4 25.0 22.4 2 0 0 1,169.7142
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% ILLAELEQLKGQGK 130 143 22.6 25.0 8.4 0 1 0 1,539.9108
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% SRLGDLYEEEMR 144 155 31.6 25.0 15.1 0 2 0 1,497.7003
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% LGDLYEEEMR 146 155 62.0 25.0 60.3 2 0 0 1,270.5622
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% QVDQLTNDKARVEVER 160 175 21.5 28.1 16.4 0 1 0 1,899.9884
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% VEVERDNLAEDIMR 171 184 42.0 27.0 39.4 4 1 0 1,704.8223
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% DNLAEDIMR 176 184 44.2 25.0 41.5 2 0 0 1,092.4992
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% QDVDNASLAR 208 217 39.0 26.5 21.1 2 0 0 1,088.5331
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% KVESLQEEIAFLK 223 235 44.6 27.0 18.7 0 2 0 1,533.8524
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% KVESLQEEIAFLKK 223 236 58.6 25.0 38.6 1 0 0 1,661.9474
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% FADLSEAANR 295 304 73.6 27.8 56.7 2 0 0 1,093.5272
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% FADLSEAANRNNDALR 295 310 29.8 27.3 25.8 1 0 0 1,776.8623
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% QVQSLTCEVDALK 322 334 47.3 28.3 41.0 1 0 0 1,490.7521
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% LQDEIQNMK 365 373 48.8 26.7 40.3 2 0 0 1,118.5512
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% LQDEIQNMKEEMAR 365 378 42.1 25.0 12.5 2 4 0 1,750.8101
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% HLREYQDLLNVK 379 390 41.0 28.1 24.1 0 2 0 1,527.8279
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% EYQDLLNVK 382 390 39.9 29.4 15.0 2 0 0 1,121.5838
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% MALDIEIATYRK 391 402 40.6 27.5 30.1 0 2 0 1,439.7565
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% ETNLDSLPLVDTHSK 425 439 66.8 27.5 56.4 2 0 0 1,668.8441
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% ETNLDSLPLVDTHSKR 425 440 42.3 27.6 35.5 1 0 0 1,824.9452
F_14 Vimentin VIME_HUMAN 53,653 23 27 47 40.10% DGQVINETSQHHDDLE 451 466 51.0 25.0 50.8 2 0 0 1,836.7997
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% TYSLGSALRPSTSR 37 50 27.3 28.4 27.0 1 0 0 1,495.7863
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% TNEKVELQELNDR 101 113 66.4 27.4 54.7 1 0 0 1,587.7974
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% VELQELNDR 105 113 54.5 26.3 42.1 2 0 0 1,115.5692
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% ILLAELEQLK 130 139 69.5 25.0 34.2 4 0 0 1,169.7142
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% LGDLYEEEMR 146 155 61.9 25.0 53.4 2 0 0 1,270.5622
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% QVDQLTNDK 160 168 32.9 27.7 23.4 1 0 0 1,060.5271
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% DNLAEDIMR 176 184 61.6 25.0 46.1 4 0 0 1,076.5042
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% EKLQEEMLQR 187 196 37.0 28.3 27.3 2 0 0 1,303.6676
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% LQEEMLQR 189 196 33.8 28.1 19.6 2 0 0 1,046.5300



F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% QDVDNASLAR 208 217 32.0 26.5 23.1 1 0 0 1,088.5331
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% KVESLQEEIAFLK 223 235 95.7 26.5 86.8 2 0 0 1,533.8524
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% VESLQEEIAFLK 224 235 61.1 28.3 38.2 1 0 0 1,405.7574
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% NLQEAEEWYK 283 292 51.7 25.0 51.7 1 0 0 1,309.6059
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% FADLSEAANR 295 304 76.3 27.6 54.6 2 0 0 1,093.5272
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% QVQSLTCEVDALK 322 334 70.6 28.5 59.6 3 2 0 1,490.7521
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% LQDEIQNMK 365 373 49.3 26.7 37.6 2 0 0 1,118.5512
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% LQDEIQNMKEEMAR 365 378 50.9 25.6 50.9 2 3 0 1,734.8151
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% EYQDLLNVK 382 390 38.7 28.4 24.5 2 0 0 1,121.5838
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% MALDIEIATYRK 391 402 38.5 27.5 15.7 0 2 0 1,439.7565
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% ETNLDSLPLVDTHSK 425 439 58.1 27.4 48.7 2 0 0 1,668.8441
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% ETNLDSLPLVDTHSKR 425 440 39.1 27.6 33.9 1 0 0 1,824.9452
F_15 Vimentin VIME_HUMAN 53,653 22 25 47 42.50% DGQVINETSQHHDDLE 451 466 55.7 25.0 53.7 2 0 0 1,836.7997
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% TYSLGSALRPSTSR 37 50 32.4 28.4 24.6 2 1 0 1,495.7863
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% SLYASSPGGVYATR 51 64 75.1 26.8 60.7 2 0 0 1,428.7117
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% TNEKVELQELNDR 101 113 55.9 27.8 42.7 2 0 0 1,587.7974
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% ILLAELEQLK 130 139 56.3 25.0 35.7 2 0 0 1,169.7142
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% ILLAELEQLKGQGK 130 143 60.8 25.0 52.0 2 1 0 1,539.9108
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% LGDLYEEEMR 146 155 52.7 25.0 50.2 1 0 0 1,254.5672
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% VEVERDNLAEDIMR 171 184 29.6 27.3 24.8 2 2 0 1,688.8273
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% DNLAEDIMR 176 184 49.3 25.0 41.9 2 0 0 1,076.5042
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% EKLQEEMLQR 187 196 38.2 28.3 26.7 1 0 0 1,303.6676
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% EEAENTLQSFR 197 207 47.6 25.5 47.1 2 0 0 1,323.6175
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% KVESLQEEIAFLK 223 235 60.2 26.5 55.3 2 0 0 1,533.8524
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% KVESLQEEIAFLKK 223 236 55.2 25.0 50.0 0 2 0 1,661.9474
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% NLQEAEEWYK 283 292 51.4 25.0 48.8 2 0 0 1,309.6059
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% FADLSEAANRNNDALR 295 310 42.2 27.0 36.0 0 2 0 1,776.8623
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% QVQSLTCEVDALK 322 334 76.0 28.2 59.7 2 0 0 1,490.7521
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% LQDEIQNMKEEMAR 365 378 59.9 25.7 48.9 2 2 0 1,734.8151
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% ETNLDSLPLVDTHSK 425 439 60.8 27.4 52.6 2 1 0 1,668.8441
F_16 Vimentin VIME_HUMAN 53,653 18 25 42 42.50% DGQVINETSQHHDDLE 451 466 48.1 25.0 40.8 2 1 0 1,836.7997
G_04 Vimentin VIME_HUMAN 53,653 2 2 4 4.51% LGDLYEEEMR 146 155 34.4 25.0 30.2 2 0 0 1,270.5622
G_04 Vimentin VIME_HUMAN 53,653 2 2 4 4.51% EEAENTLQSFR 197 207 30.2 25.7 30.2 2 0 0 1,323.6175
G_05 Vimentin VIME_HUMAN 53,653 5 5 6 11.80% VELQELNDR 105 113 31.9 26.7 27.1 1 0 0 1,115.5692
G_05 Vimentin VIME_HUMAN 53,653 5 5 6 11.80% LGDLYEEEMR 146 155 47.5 25.0 43.8 2 0 0 1,270.5622
G_05 Vimentin VIME_HUMAN 53,653 5 5 6 11.80% VEVERDNLAEDIMR 171 184 24.1 27.6 24.1 0 1 0 1,704.8223
G_05 Vimentin VIME_HUMAN 53,653 5 5 6 11.80% QVQSLTCEVDALK 322 334 29.1 28.7 15.5 1 0 0 1,490.7521
G_05 Vimentin VIME_HUMAN 53,653 5 5 6 11.80% EYQDLLNVK 382 390 28.2 28.4 16.2 1 0 0 1,121.5838
G_06 Vimentin VIME_HUMAN 53,653 2 2 4 4.08% LGDLYEEEMR 146 155 49.3 25.0 46.1 2 0 0 1,270.5622
G_06 Vimentin VIME_HUMAN 53,653 2 2 4 4.08% DNLAEDIMR 176 184 40.6 25.0 23.0 2 0 0 1,092.4992
G_07 Vimentin VIME_HUMAN 53,653 7 8 15 14.60% VELQELNDR 105 113 36.7 27.4 28.9 2 0 0 1,115.5692
G_07 Vimentin VIME_HUMAN 53,653 7 8 15 14.60% LGDLYEEEMR 146 155 49.7 25.0 47.0 2 0 0 1,270.5622
G_07 Vimentin VIME_HUMAN 53,653 7 8 15 14.60% VEVERDNLAEDIMR 171 184 46.1 27.4 43.1 0 2 0 1,704.8223
G_07 Vimentin VIME_HUMAN 53,653 7 8 15 14.60% DNLAEDIMR 176 184 48.4 25.0 34.6 4 0 0 1,092.4992
G_07 Vimentin VIME_HUMAN 53,653 7 8 15 14.60% EEAENTLQSFR 197 207 45.7 25.7 36.8 2 0 0 1,323.6175
G_07 Vimentin VIME_HUMAN 53,653 7 8 15 14.60% FADLSEAANR 295 304 63.1 27.4 51.0 2 0 0 1,093.5272
G_07 Vimentin VIME_HUMAN 53,653 7 8 15 14.60% LQDEIQNMKEEMAR 365 378 20.8 25.4 9.6 0 1 0 1,750.8101
G_08 Vimentin VIME_HUMAN 53,653 10 13 22 20.60% TNEKVELQELNDR 101 113 52.5 28.0 43.3 2 0 0 1,587.7974
G_08 Vimentin VIME_HUMAN 53,653 10 13 22 20.60% ILLAELEQLK 130 139 26.5 25.0 11.3 2 0 0 1,169.7142
G_08 Vimentin VIME_HUMAN 53,653 10 13 22 20.60% ILLAELEQLKGQGK 130 143 50.6 25.0 47.1 1 2 0 1,539.9108
G_08 Vimentin VIME_HUMAN 53,653 10 13 22 20.60% LGDLYEEEMR 146 155 51.2 25.0 51.2 3 0 0 1,254.5672
G_08 Vimentin VIME_HUMAN 53,653 10 13 22 20.60% VEVERDNLAEDIMR 171 184 37.4 27.6 26.0 2 2 0 1,704.8223
G_08 Vimentin VIME_HUMAN 53,653 10 13 22 20.60% DNLAEDIMR 176 184 40.6 25.2 31.8 2 0 0 1,076.5042
G_08 Vimentin VIME_HUMAN 53,653 10 13 22 20.60% EKLQEEMLQR 187 196 26.8 28.5 7.8 2 0 0 1,303.6676
G_08 Vimentin VIME_HUMAN 53,653 10 13 22 20.60% EEAENTLQSFR 197 207 53.9 26.0 43.6 2 0 0 1,323.6175
G_08 Vimentin VIME_HUMAN 53,653 10 13 22 20.60% QDVDNASLAR 208 217 27.9 27.4 11.3 1 0 0 1,088.5331
G_08 Vimentin VIME_HUMAN 53,653 10 13 22 20.60% LQDEIQNMKEEMAR 365 378 23.4 25.3 6.1 0 1 0 1,750.8101
G_09 Vimentin VIME_HUMAN 53,653 9 9 15 22.50% TNEKVELQELNDR 101 113 39.9 27.8 27.8 2 0 0 1,587.7974
G_09 Vimentin VIME_HUMAN 53,653 9 9 15 22.50% ILLAELEQLK 130 139 22.9 25.0 10.2 1 0 0 1,169.7142
G_09 Vimentin VIME_HUMAN 53,653 9 9 15 22.50% LGDLYEEEMR 146 155 63.7 25.0 63.7 2 0 0 1,270.5622
G_09 Vimentin VIME_HUMAN 53,653 9 9 15 22.50% VEVERDNLAEDIMR 171 184 44.0 27.5 38.1 0 2 0 1,704.8223
G_09 Vimentin VIME_HUMAN 53,653 9 9 15 22.50% EKLQEEMLQR 187 196 21.9 28.0 4.6 1 0 0 1,303.6676
G_09 Vimentin VIME_HUMAN 53,653 9 9 15 22.50% FADLSEAANR 295 304 73.9 27.5 56.6 2 0 0 1,093.5272
G_09 Vimentin VIME_HUMAN 53,653 9 9 15 22.50% QVQSLTCEVDALK 322 334 52.0 28.7 38.2 2 0 0 1,490.7521
G_09 Vimentin VIME_HUMAN 53,653 9 9 15 22.50% EYQDLLNVK 382 390 31.5 28.7 21.5 1 0 0 1,121.5838
G_09 Vimentin VIME_HUMAN 53,653 9 9 15 22.50% DGQVINETSQHHDDLE 451 466 29.5 25.0 27.8 2 0 0 1,836.7997
G_10 Vimentin VIME_HUMAN 53,653 5 5 9 10.30% TNEKVELQELNDR 101 113 27.3 28.0 20.6 0 1 0 1,587.7974
G_10 Vimentin VIME_HUMAN 53,653 5 5 9 10.30% VELQELNDR 105 113 55.6 26.9 45.9 2 0 0 1,115.5692
G_10 Vimentin VIME_HUMAN 53,653 5 5 9 10.30% VEVERDNLAEDIMR 171 184 33.6 27.6 33.3 0 2 0 1,704.8223
G_10 Vimentin VIME_HUMAN 53,653 5 5 9 10.30% EEAENTLQSFR 197 207 50.4 25.7 47.3 2 0 0 1,323.6175
G_10 Vimentin VIME_HUMAN 53,653 5 5 9 10.30% FADLSEAANR 295 304 54.4 27.5 45.4 2 0 0 1,093.5272
G_11 Vimentin VIME_HUMAN 53,653 4 4 6 7.94% TNEKVELQELNDR 101 113 31.2 28.0 28.6 0 2 0 1,587.7974
G_11 Vimentin VIME_HUMAN 53,653 4 4 6 7.94% VELQELNDR 105 113 50.8 26.9 35.9 2 0 0 1,115.5692
G_11 Vimentin VIME_HUMAN 53,653 4 4 6 7.94% LGDLYEEEMR 146 155 58.1 25.0 56.6 1 0 0 1,270.5622
G_11 Vimentin VIME_HUMAN 53,653 4 4 6 7.94% VEVERDNLAEDIMR 171 184 26.1 27.6 21.0 0 1 0 1,704.8223
G_13 Vimentin VIME_HUMAN 53,653 6 7 13 10.90% TNEKVELQELNDR 101 113 43.2 28.0 34.6 0 2 0 1,587.7974
G_13 Vimentin VIME_HUMAN 53,653 6 7 13 10.90% VELQELNDR 105 113 39.5 27.4 29.9 2 0 0 1,115.5692
G_13 Vimentin VIME_HUMAN 53,653 6 7 13 10.90% LGDLYEEEMR 146 155 43.8 25.0 43.8 3 0 0 1,270.5622
G_13 Vimentin VIME_HUMAN 53,653 6 7 13 10.90% DNLAEDIMR 176 184 44.4 25.0 35.2 2 0 0 1,092.4992
G_13 Vimentin VIME_HUMAN 53,653 6 7 13 10.90% FADLSEAANR 295 304 67.5 27.5 49.8 2 0 0 1,093.5272
G_13 Vimentin VIME_HUMAN 53,653 6 7 13 10.90% EYQDLLNVK 382 390 24.6 28.7 13.8 2 0 0 1,121.5838
G_14 Vimentin VIME_HUMAN 53,653 12 14 25 23.80% ILLAELEQLK 130 139 49.0 25.0 23.9 2 0 0 1,169.7142
G_14 Vimentin VIME_HUMAN 53,653 12 14 25 23.80% ILLAELEQLKGQGK 130 143 31.8 25.0 26.9 0 2 0 1,539.9108
G_14 Vimentin VIME_HUMAN 53,653 12 14 25 23.80% LGDLYEEEMR 146 155 55.8 25.0 53.6 3 0 0 1,254.5672
G_14 Vimentin VIME_HUMAN 53,653 12 14 25 23.80% VEVERDNLAEDIMR 171 184 24.3 27.5 18.2 1 0 0 1,704.8223
G_14 Vimentin VIME_HUMAN 53,653 12 14 25 23.80% DNLAEDIMR 176 184 46.3 25.5 30.9 4 0 0 1,076.5042
G_14 Vimentin VIME_HUMAN 53,653 12 14 25 23.80% EEAENTLQSFR 197 207 50.2 25.7 46.2 2 0 0 1,323.6175
G_14 Vimentin VIME_HUMAN 53,653 12 14 25 23.80% NLQEAEEWYK 283 292 42.6 25.8 42.6 2 0 0 1,309.6059
G_14 Vimentin VIME_HUMAN 53,653 12 14 25 23.80% FADLSEAANR 295 304 61.4 27.5 40.0 2 0 0 1,093.5272
G_14 Vimentin VIME_HUMAN 53,653 12 14 25 23.80% QVQSLTCEVDALK 322 334 60.0 28.8 49.9 2 0 0 1,490.7521
G_14 Vimentin VIME_HUMAN 53,653 12 14 25 23.80% LQDEIQNMK 365 373 27.5 27.3 18.4 2 0 0 1,118.5512
G_14 Vimentin VIME_HUMAN 53,653 12 14 25 23.80% EYQDLLNVK 382 390 33.8 28.4 23.5 1 0 0 1,121.5838
G_14 Vimentin VIME_HUMAN 53,653 12 14 25 23.80% MALDIEIATYR 391 401 51.7 27.6 26.1 2 0 0 1,311.6615
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% SLYASSPGGVYATR 51 64 81.9 26.8 63.3 2 0 0 1,428.7117
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% TNEKVELQELNDR 101 113 57.6 27.9 47.3 2 2 0 1,587.7974
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% VELQELNDR 105 113 48.9 26.7 40.5 2 0 0 1,115.5692
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% ILLAELEQLK 130 139 53.8 25.0 28.9 2 0 0 1,169.7142
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% ILLAELEQLKGQGK 130 143 24.9 25.0 17.1 0 1 0 1,539.9108
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% LGDLYEEEMR 146 155 60.2 25.0 58.8 4 0 0 1,254.5672
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% VEVERDNLAEDIMR 171 184 26.4 27.7 18.1 1 0 0 1,704.8223
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% DNLAEDIMR 176 184 39.2 25.0 25.1 4 0 0 1,076.5042
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% EKLQEEMLQR 187 196 26.3 28.0 16.4 2 0 0 1,303.6676
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% EEAENTLQSFR 197 207 50.5 25.7 45.9 2 0 0 1,323.6175
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% NLQEAEEWYK 283 292 27.1 25.3 27.1 1 0 0 1,309.6059
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% LQDEIQNMK 365 373 33.4 27.5 32.6 2 0 0 1,118.5512
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% LQDEIQNMKEEMAR 365 378 31.2 25.4 12.4 0 1 0 1,750.8101
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% EYQDLLNVK 382 390 28.2 28.4 22.4 2 0 0 1,121.5838
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% MALDIEIATYR 391 401 52.7 27.6 41.1 2 0 0 1,311.6615
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% ETNLDSLPLVDTHSK 425 439 61.2 27.4 51.5 2 0 0 1,668.8441
G_15 Vimentin VIME_HUMAN 53,653 17 21 37 34.50% DGQVINETSQHHDDLE 451 466 35.1 25.0 33.6 2 1 0 1,836.7997
G_16 Vimentin VIME_HUMAN 53,653 5 5 9 11.40% SLYASSPGGVYATR 51 64 75.0 26.5 59.7 2 0 0 1,428.7117
G_16 Vimentin VIME_HUMAN 53,653 5 5 9 11.40% VELQELNDR 105 113 49.7 26.7 37.9 2 0 0 1,115.5692



G_16 Vimentin VIME_HUMAN 53,653 5 5 9 11.40% LGDLYEEEMR 146 155 45.9 25.0 41.8 1 0 0 1,270.5622
G_16 Vimentin VIME_HUMAN 53,653 5 5 9 11.40% DNLAEDIMR 176 184 34.4 25.0 22.2 2 0 0 1,076.5042
G_16 Vimentin VIME_HUMAN 53,653 5 5 9 11.40% EEAENTLQSFR 197 207 48.1 25.7 46.5 2 0 0 1,323.6175
H_01 Vimentin VIME_HUMAN 53,653 3 3 6 8.58% SLYASSPGGVYATR 51 64 82.8 26.9 72.4 2 0 0 1,428.7117
H_01 Vimentin VIME_HUMAN 53,653 3 3 6 8.58% NLQEAEEWYK 283 292 27.2 25.1 23.9 2 0 0 1,309.6059
H_01 Vimentin VIME_HUMAN 53,653 3 3 6 8.58% DGQVINETSQHHDDLE 451 466 21.6 25.0 15.9 2 0 0 1,836.7997
H_02 Vimentin VIME_HUMAN 53,653 4 4 8 9.44% SLYASSPGGVYATR 51 64 58.7 26.9 38.0 2 0 0 1,428.7117
H_02 Vimentin VIME_HUMAN 53,653 4 4 8 9.44% LGDLYEEEMR 146 155 39.8 25.0 36.5 2 0 0 1,270.5622
H_02 Vimentin VIME_HUMAN 53,653 4 4 8 9.44% EEAENTLQSFR 197 207 38.4 25.4 33.6 2 0 0 1,323.6175
H_02 Vimentin VIME_HUMAN 53,653 4 4 8 9.44% EYQDLLNVK 382 390 34.6 29.2 25.8 2 0 0 1,121.5838
H_03 Vimentin VIME_HUMAN 53,653 6 6 10 13.30% SLYASSPGGVYATR 51 64 39.7 26.9 9.1 1 0 0 1,428.7117
H_03 Vimentin VIME_HUMAN 53,653 6 6 10 13.30% ILLAELEQLK 130 139 46.1 25.0 20.7 2 0 0 1,169.7142
H_03 Vimentin VIME_HUMAN 53,653 6 6 10 13.30% LGDLYEEEMR 146 155 50.5 25.0 48.9 2 0 0 1,270.5622
H_03 Vimentin VIME_HUMAN 53,653 6 6 10 13.30% DNLAEDIMR 176 184 35.7 25.4 28.0 2 0 0 1,076.5042
H_03 Vimentin VIME_HUMAN 53,653 6 6 10 13.30% NLQEAEEWYK 283 292 30.5 25.0 29.0 2 0 0 1,309.6059
H_03 Vimentin VIME_HUMAN 53,653 6 6 10 13.30% EYQDLLNVK 382 390 41.0 29.2 19.6 1 0 0 1,121.5838
H_04 Vimentin VIME_HUMAN 53,653 8 8 14 15.70% ILLAELEQLK 130 139 52.5 25.0 24.1 2 0 0 1,169.7142
H_04 Vimentin VIME_HUMAN 53,653 8 8 14 15.70% ILLAELEQLKGQGK 130 143 63.3 25.0 60.0 2 0 0 1,539.9108
H_04 Vimentin VIME_HUMAN 53,653 8 8 14 15.70% VEVERDNLAEDIMR 171 184 29.6 27.3 24.1 0 2 0 1,704.8223
H_04 Vimentin VIME_HUMAN 53,653 8 8 14 15.70% DNLAEDIMR 176 184 41.0 25.0 36.1 1 0 0 1,076.5042
H_04 Vimentin VIME_HUMAN 53,653 8 8 14 15.70% KVESLQEEIAFLK 223 235 34.8 25.9 23.4 1 0 0 1,533.8524
H_04 Vimentin VIME_HUMAN 53,653 8 8 14 15.70% KVESLQEEIAFLKK 223 236 39.0 25.0 31.7 0 2 0 1,661.9474
H_04 Vimentin VIME_HUMAN 53,653 8 8 14 15.70% FADLSEAANRNNDALR 295 310 49.4 27.3 36.7 0 2 0 1,776.8623
H_04 Vimentin VIME_HUMAN 53,653 8 8 14 15.70% ETNLDSLPLVDTHSK 425 439 48.7 27.5 39.4 2 0 0 1,668.8441
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% SLYASSPGGVYATR 51 64 44.1 26.6 36.1 2 0 0 1,428.7117
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% TNEKVELQELNDR 101 113 59.4 27.8 49.3 2 0 0 1,587.7974
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% VELQELNDR 105 113 34.8 27.0 28.6 1 0 0 1,115.5692
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% ILLAELEQLK 130 139 67.1 25.0 26.2 2 0 0 1,169.7142
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% ILLAELEQLKGQGK 130 143 62.2 25.0 50.0 2 2 0 1,539.9108
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% LGDLYEEEMR 146 155 58.3 25.0 56.5 4 0 0 1,270.5622
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% VEVERDNLAEDIMR 171 184 48.6 27.3 42.3 4 3 0 1,704.8223
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% DNLAEDIMR 176 184 46.9 25.4 35.3 3 0 0 1,076.5042
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% KVESLQEEIAFLK 223 235 86.9 26.5 80.1 2 0 0 1,533.8524
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% FADLSEAANR 295 304 44.3 27.8 36.3 2 0 0 1,093.5272
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% FADLSEAANRNNDALR 295 310 52.0 27.3 40.7 1 2 0 1,776.8623
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% QVQSLTCEVDALK 322 334 72.6 28.5 56.0 2 0 0 1,490.7521
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% QVQSLTCEVDALKGTNESLER 322 342 30.9 27.3 22.6 0 1 0 2,377.1666
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% LQDEIQNMKEEMAR 365 378 21.7 25.4 7.7 0 1 0 1,750.8101
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% ETNLDSLPLVDTHSK 425 439 49.0 27.6 47.7 2 0 0 1,668.8441
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% TVETRDGQVINETSQHHDDLE 446 466 48.1 25.0 48.1 0 2 0 2,423.1072
H_05 Vimentin VIME_HUMAN 53,653 17 24 42 35.40% DGQVINETSQHHDDLE 451 466 53.6 25.0 47.2 2 0 0 1,836.7997
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% SLYASSPGGVYATR 51 64 64.0 26.6 52.3 1 0 0 1,428.7117
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% TNEKVELQELNDR 101 113 62.3 27.8 57.8 2 0 0 1,587.7974
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% VELQELNDR 105 113 49.5 27.0 38.2 1 0 0 1,115.5692
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% ILLAELEQLK 130 139 64.9 25.0 23.5 2 0 0 1,169.7142
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% ILLAELEQLKGQGK 130 143 62.4 25.0 59.3 1 2 0 1,539.9108
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% SRLGDLYEEEMR 144 155 23.8 25.1 17.8 0 1 0 1,497.7003
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% LGDLYEEEMR 146 155 47.2 25.0 47.2 2 0 0 1,254.5672
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% VEVERDNLAEDIMR 171 184 40.0 27.1 33.3 3 4 0 1,704.8223
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% DNLAEDIMR 176 184 35.4 25.0 27.1 2 0 0 1,092.4992
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% EEAENTLQSFR 197 207 47.1 25.7 44.6 2 0 0 1,323.6175
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% KVESLQEEIAFLKK 223 236 30.1 25.0 26.4 0 2 0 1,661.9474
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% FADLSEAANR 295 304 62.4 27.6 42.4 1 0 0 1,093.5272
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% FADLSEAANRNNDALR 295 310 37.5 27.3 25.1 0 2 0 1,776.8623
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% QVQSLTCEVDALK 322 334 72.4 28.3 57.6 2 0 0 1,490.7521
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% MALDIEIATYR 391 401 34.0 27.3 25.0 1 0 0 1,311.6615
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% ETNLDSLPLVDTHSK 425 439 79.5 27.4 69.8 2 2 0 1,668.8441
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% ETNLDSLPLVDTHSKR 425 440 40.2 27.6 36.9 1 0 0 1,824.9452
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% TVETRDGQVINETSQHHDDLE 446 466 26.4 25.0 25.0 0 2 0 2,423.1072
H_06 Vimentin VIME_HUMAN 53,653 19 25 41 36.30% DGQVINETSQHHDDLE 451 466 36.0 25.0 34.4 2 1 0 1,836.7997
H_07 Vimentin VIME_HUMAN 53,653 10 11 18 22.30% TYSLGSALRPSTSR 37 50 20.9 28.2 13.6 0 1 0 1,495.7863
H_07 Vimentin VIME_HUMAN 53,653 10 11 18 22.30% SLYASSPGGVYATR 51 64 76.7 26.5 63.2 2 0 0 1,428.7117
H_07 Vimentin VIME_HUMAN 53,653 10 11 18 22.30% TNEKVELQELNDR 101 113 32.8 27.6 25.9 1 0 0 1,587.7974
H_07 Vimentin VIME_HUMAN 53,653 10 11 18 22.30% ILLAELEQLK 130 139 58.9 25.0 29.9 2 0 0 1,169.7142
H_07 Vimentin VIME_HUMAN 53,653 10 11 18 22.30% ILLAELEQLKGQGK 130 143 66.9 25.0 63.1 2 0 0 1,539.9108
H_07 Vimentin VIME_HUMAN 53,653 10 11 18 22.30% LGDLYEEEMR 146 155 42.8 25.0 40.2 1 0 0 1,254.5672
H_07 Vimentin VIME_HUMAN 53,653 10 11 18 22.30% VEVERDNLAEDIMR 171 184 42.8 27.3 41.2 0 4 0 1,688.8273
H_07 Vimentin VIME_HUMAN 53,653 10 11 18 22.30% EEAENTLQSFR 197 207 60.7 25.4 53.8 2 0 0 1,323.6175
H_07 Vimentin VIME_HUMAN 53,653 10 11 18 22.30% KVESLQEEIAFLK 223 235 38.9 26.4 34.7 1 0 0 1,533.8524
H_07 Vimentin VIME_HUMAN 53,653 10 11 18 22.30% KVESLQEEIAFLKK 223 236 29.5 25.0 21.2 0 2 0 1,661.9474
H_08 Vimentin VIME_HUMAN 53,653 5 5 9 12.70% TYSLGSALRPSTSR 37 50 25.4 28.1 18.9 0 2 0 1,495.7863
H_08 Vimentin VIME_HUMAN 53,653 5 5 9 12.70% SLYASSPGGVYATR 51 64 48.9 26.9 44.2 2 0 0 1,428.7117
H_08 Vimentin VIME_HUMAN 53,653 5 5 9 12.70% EEAENTLQSFR 197 207 52.0 25.8 52.0 2 0 0 1,323.6175
H_08 Vimentin VIME_HUMAN 53,653 5 5 9 12.70% NLQEAEEWYK 283 292 30.5 25.0 25.5 2 0 0 1,309.6059
H_08 Vimentin VIME_HUMAN 53,653 5 5 9 12.70% FADLSEAANR 295 304 32.4 27.8 29.1 1 0 0 1,093.5272
H_09 Vimentin VIME_HUMAN 53,653 9 11 20 21.20% TNEKVELQELNDR 101 113 45.6 27.8 38.9 2 0 0 1,587.7974
H_09 Vimentin VIME_HUMAN 53,653 9 11 20 21.20% ILLAELEQLKGQGK 130 143 82.7 25.0 79.0 2 1 0 1,539.9108
H_09 Vimentin VIME_HUMAN 53,653 9 11 20 21.20% LGDLYEEEMR 146 155 53.0 25.0 53.0 2 0 0 1,254.5672
H_09 Vimentin VIME_HUMAN 53,653 9 11 20 21.20% VEVERDNLAEDIMR 171 184 33.9 27.1 31.8 0 2 0 1,704.8223
H_09 Vimentin VIME_HUMAN 53,653 9 11 20 21.20% DNLAEDIMR 176 184 41.5 25.4 26.0 3 0 0 1,076.5042
H_09 Vimentin VIME_HUMAN 53,653 9 11 20 21.20% EEAENTLQSFR 197 207 55.2 25.4 52.5 2 0 0 1,323.6175
H_09 Vimentin VIME_HUMAN 53,653 9 11 20 21.20% NLQEAEEWYK 283 292 45.8 25.1 44.1 2 0 0 1,309.6059
H_09 Vimentin VIME_HUMAN 53,653 9 11 20 21.20% QVQSLTCEVDALK 322 334 42.4 28.3 32.5 2 0 0 1,490.7521
H_09 Vimentin VIME_HUMAN 53,653 9 11 20 21.20% LQDEIQNMKEEMAR 365 378 24.7 25.0 7.4 0 2 0 1,750.8101
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% TNEKVELQELNDR 101 113 64.3 28.0 58.2 2 4 0 1,587.7974
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% VELQELNDR 105 113 48.1 26.7 36.5 2 0 0 1,115.5692
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% ILLAELEQLKGQGK 130 143 75.2 25.0 73.3 2 1 0 1,539.9108
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% LGDLYEEEMR 146 155 60.9 25.0 59.5 2 0 0 1,270.5622
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% VEVERDNLAEDIMR 171 184 33.0 27.4 26.8 4 0 0 1,688.8273
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% DNLAEDIMR 176 184 37.9 25.0 30.3 2 0 0 1,092.4992
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% EEAENTLQSFR 197 207 55.2 25.4 52.5 2 0 0 1,323.6175
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% QDVDNASLARLDLER 208 222 16.1 27.9 5.1 0 1 0 1,714.8720
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% KVESLQEEIAFLK 223 235 55.1 26.5 48.8 2 2 0 1,533.8524
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% KVESLQEEIAFLKK 223 236 27.0 25.0 26.9 0 2 0 1,661.9474
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% NLQEAEEWYK 283 292 33.2 25.0 28.9 2 0 0 1,309.6059
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% NLQEAEEWYKSK 283 294 37.5 27.1 34.9 1 1 0 1,524.7329
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% SKFADLSEAANR 293 304 48.7 28.0 43.7 2 0 0 1,308.6542
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% FADLSEAANR 295 304 75.0 27.6 54.9 4 0 0 1,093.5272
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% FADLSEAANRNNDALR 295 310 51.4 27.3 39.3 2 1 0 1,776.8623
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% QVQSLTCEVDALK 322 334 62.4 28.2 52.8 2 0 0 1,490.7521
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% QVQSLTCEVDALKGTNESLER 322 342 40.3 27.3 37.3 0 2 0 2,377.1666
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% MALDIEIATYR 391 401 61.1 27.4 45.5 2 0 0 1,311.6615
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% ETNLDSLPLVDTHSK 425 439 46.7 27.5 33.8 2 0 0 1,668.8441
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% ETNLDSLPLVDTHSKR 425 440 58.9 27.6 57.0 2 0 0 1,824.9452
H_10 Vimentin VIME_HUMAN 53,653 21 29 54 39.30% DGQVINETSQHHDDLE 451 466 36.0 25.0 35.6 2 1 0 1,836.7997
H_11 Vimentin VIME_HUMAN 53,653 3 3 6 5.15% ILLAELEQLK 130 139 56.5 25.0 26.8 2 0 0 1,169.7142
H_11 Vimentin VIME_HUMAN 53,653 3 3 6 5.15% ILLAELEQLKGQGK 130 143 48.1 25.0 39.8 2 0 0 1,539.9108
H_11 Vimentin VIME_HUMAN 53,653 3 3 6 5.15% NLQEAEEWYK 283 292 23.7 25.3 23.7 2 0 0 1,309.6059
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% TYSLGSALRPSTSR 37 50 27.9 28.4 24.8 1 1 0 1,495.7863
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% SLYASSPGGVYATR 51 64 76.8 26.8 60.2 2 0 0 1,428.7117
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% TNEKVELQELNDR 101 113 64.3 27.7 60.9 2 3 0 1,587.7974
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% VELQELNDR 105 113 49.7 27.0 41.2 1 0 0 1,115.5692



H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% FANYIDKVR 114 122 38.4 27.7 28.9 2 0 0 1,125.6051
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% ILLAELEQLK 130 139 71.4 25.0 35.8 2 0 0 1,169.7142
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% ILLAELEQLKGQGK 130 143 59.1 25.0 54.4 2 0 0 1,539.9108
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% LGDLYEEEMR 146 155 54.2 25.0 52.5 2 0 0 1,270.5622
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% VEVERDNLAEDIMR 171 184 40.4 27.2 37.2 2 0 0 1,704.8223
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% DNLAEDIMR 176 184 35.6 25.0 24.3 2 0 0 1,092.4992
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% EKLQEEMLQR 187 196 29.3 28.2 22.9 1 0 0 1,303.6676
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% EEAENTLQSFR 197 207 37.4 25.5 27.9 2 0 0 1,323.6175
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% KVESLQEEIAFLK 223 235 41.4 27.1 25.4 2 2 0 1,533.8524
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% NLQEAEEWYK 283 292 32.0 25.1 32.0 2 0 0 1,309.6059
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% FADLSEAANR 295 304 79.2 27.6 60.4 3 0 0 1,093.5272
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% FADLSEAANRNNDALR 295 310 50.4 26.9 41.9 2 2 0 1,776.8623
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% LQDEIQNMKEEMAR 365 378 27.4 25.6 18.9 0 2 0 1,734.8151
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% ETNLDSLPLVDTHSK 425 439 57.3 27.6 48.5 2 1 0 1,668.8441
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% ETNLDSLPLVDTHSKR 425 440 53.1 27.6 50.9 2 0 0 1,824.9452
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% TVETRDGQVINETSQHHDDLE 446 466 42.3 25.0 38.1 0 2 0 2,423.1072
H_12 Vimentin VIME_HUMAN 53,653 21 29 51 42.70% DGQVINETSQHHDDLE 451 466 51.1 25.0 48.8 2 2 0 1,836.7997
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% MFGGPGTASRPSSSR 14 28 22.8 25.0 21.7 0 2 0 1,510.7068
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% TYSLGSALRPSTSR 37 50 49.3 28.1 44.7 1 2 0 1,495.7863
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% TNEKVELQELNDR 101 113 69.5 27.8 63.6 2 2 0 1,587.7974
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% FANYIDKVR 114 122 57.3 27.7 49.8 2 0 0 1,125.6051
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% ILLAELEQLKGQGK 130 143 69.3 25.0 61.3 2 0 0 1,539.9108
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% LGDLYEEEMR 146 155 53.4 25.0 49.9 4 0 0 1,254.5672
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% VEVERDNLAEDIMR 171 184 27.0 27.5 22.3 2 0 0 1,704.8223
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% DNLAEDIMR 176 184 33.4 25.0 24.8 2 0 0 1,092.4992
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% EEAENTLQSFR 197 207 43.8 25.4 34.0 2 0 0 1,323.6175
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% KVESLQEEIAFLK 223 235 56.0 26.3 45.6 2 2 0 1,533.8524
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% KVESLQEEIAFLKK 223 236 45.0 25.0 45.0 0 2 0 1,661.9474
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% FADLSEAANR 295 304 74.9 27.8 61.6 2 0 0 1,093.5272
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% FADLSEAANRNNDALR 295 310 59.8 27.2 48.5 0 2 0 1,776.8623
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% QVQSLTCEVDALK 322 334 53.5 28.3 44.2 2 0 0 1,490.7521
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% QVQSLTCEVDALKGTNESLER 322 342 33.1 27.3 23.7 0 1 0 2,377.1666
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% ETNLDSLPLVDTHSK 425 439 59.5 27.4 52.6 2 0 0 1,668.8441
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% ETNLDSLPLVDTHSKR 425 440 56.1 27.5 51.5 2 0 0 1,824.9452
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% TVETRDGQVINETSQHHDDLE 446 466 45.9 25.0 40.6 0 1 0 2,423.1072
H_13 Vimentin VIME_HUMAN 53,653 19 24 44 40.30% DGQVINETSQHHDDLE 451 466 39.5 25.0 37.8 2 1 0 1,836.7997
H_14 Vimentin VIME_HUMAN 53,653 11 13 22 24.50% TNEKVELQELNDR 101 113 43.0 27.8 40.1 2 0 0 1,587.7974
H_14 Vimentin VIME_HUMAN 53,653 11 13 22 24.50% VELQELNDR 105 113 33.6 26.3 19.0 2 0 0 1,115.5692
H_14 Vimentin VIME_HUMAN 53,653 11 13 22 24.50% ILLAELEQLKGQGK 130 143 66.2 25.0 61.1 2 1 0 1,539.9108
H_14 Vimentin VIME_HUMAN 53,653 11 13 22 24.50% VEVERDNLAEDIMR 171 184 33.3 26.8 30.4 0 1 0 1,704.8223
H_14 Vimentin VIME_HUMAN 53,653 11 13 22 24.50% EEAENTLQSFR 197 207 47.2 25.4 41.6 2 0 0 1,323.6175
H_14 Vimentin VIME_HUMAN 53,653 11 13 22 24.50% KVESLQEEIAFLK 223 235 52.9 27.0 48.6 2 1 0 1,533.8524
H_14 Vimentin VIME_HUMAN 53,653 11 13 22 24.50% KVESLQEEIAFLKK 223 236 25.6 25.0 24.1 0 1 0 1,661.9474
H_14 Vimentin VIME_HUMAN 53,653 11 13 22 24.50% NLQEAEEWYK 283 292 47.2 25.0 47.2 2 0 0 1,309.6059
H_14 Vimentin VIME_HUMAN 53,653 11 13 22 24.50% FADLSEAANRNNDALR 295 310 43.3 27.0 30.7 0 2 0 1,776.8623
H_14 Vimentin VIME_HUMAN 53,653 11 13 22 24.50% QVQSLTCEVDALK 322 334 39.4 28.2 30.3 2 0 0 1,490.7521
H_14 Vimentin VIME_HUMAN 53,653 11 13 22 24.50% EYQDLLNVK 382 390 28.3 29.4 15.1 2 0 0 1,121.5838
H_15 Vimentin VIME_HUMAN 53,653 9 10 17 20.40% TNEKVELQELNDR 101 113 35.5 27.8 28.8 1 0 0 1,587.7974
H_15 Vimentin VIME_HUMAN 53,653 9 10 17 20.40% ILLAELEQLK 130 139 68.7 25.0 25.0 2 0 0 1,169.7142
H_15 Vimentin VIME_HUMAN 53,653 9 10 17 20.40% ILLAELEQLKGQGK 130 143 34.5 25.0 29.7 2 1 0 1,539.9108
H_15 Vimentin VIME_HUMAN 53,653 9 10 17 20.40% DNLAEDIMR 176 184 28.9 25.2 21.6 2 0 0 1,076.5042
H_15 Vimentin VIME_HUMAN 53,653 9 10 17 20.40% EEAENTLQSFR 197 207 42.8 25.4 37.8 2 0 0 1,323.6175
H_15 Vimentin VIME_HUMAN 53,653 9 10 17 20.40% NLQEAEEWYK 283 292 41.7 25.1 41.7 2 0 0 1,309.6059
H_15 Vimentin VIME_HUMAN 53,653 9 10 17 20.40% FADLSEAANR 295 304 55.8 27.6 46.6 2 0 0 1,093.5272
H_15 Vimentin VIME_HUMAN 53,653 9 10 17 20.40% QVQSLTCEVDALK 322 334 70.2 28.2 55.9 2 0 0 1,490.7521
H_15 Vimentin VIME_HUMAN 53,653 9 10 17 20.40% ETNLDSLPLVDTHSK 425 439 24.1 27.4 20.3 1 0 0 1,668.8441
H_16 Vimentin VIME_HUMAN 53,653 9 10 18 17.80% TNEKVELQELNDR 101 113 44.8 27.4 34.9 1 2 0 1,587.7974
H_16 Vimentin VIME_HUMAN 53,653 9 10 18 17.80% VELQELNDR 105 113 37.5 26.7 29.4 2 0 0 1,115.5692
H_16 Vimentin VIME_HUMAN 53,653 9 10 18 17.80% ILLAELEQLK 130 139 58.8 25.0 20.1 2 0 0 1,169.7142
H_16 Vimentin VIME_HUMAN 53,653 9 10 18 17.80% ILLAELEQLKGQGK 130 143 28.2 25.0 5.5 0 2 0 1,539.9108
H_16 Vimentin VIME_HUMAN 53,653 9 10 18 17.80% EEAENTLQSFR 197 207 41.5 25.5 37.6 2 0 0 1,323.6175
H_16 Vimentin VIME_HUMAN 53,653 9 10 18 17.80% FADLSEAANR 295 304 61.7 27.6 46.1 2 0 0 1,093.5272
H_16 Vimentin VIME_HUMAN 53,653 9 10 18 17.80% FADLSEAANRNNDALR 295 310 50.8 27.3 35.0 0 2 0 1,776.8623
H_16 Vimentin VIME_HUMAN 53,653 9 10 18 17.80% QVQSLTCEVDALK 322 334 46.7 28.5 31.1 2 0 0 1,490.7521
H_16 Vimentin VIME_HUMAN 53,653 9 10 18 17.80% DGQVINETSQHHDDLE 451 466 20.2 25.0 20.2 0 1 0 1,836.7997
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% SLYASSPGGVYATR 51 64 51.2 26.7 44.2 2 0 0 1,428.7117
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% TNEKVELQELNDR 101 113 52.6 27.8 42.0 2 0 0 1,587.7974
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% VELQELNDR 105 113 53.2 26.7 42.3 2 0 0 1,115.5692
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% ILLAELEQLK 130 139 58.9 25.0 18.8 2 0 0 1,169.7142
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% LGDLYEEEMR 146 155 51.8 25.0 46.2 2 0 0 1,254.5672
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% VEVERDNLAEDIMR 171 184 20.0 27.3 14.0 0 1 0 1,688.8273
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% DNLAEDIMR 176 184 37.3 25.5 24.0 2 0 0 1,076.5042
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% EEAENTLQSFR 197 207 55.0 25.7 47.3 2 0 0 1,323.6175
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% KVESLQEEIAFLK 223 235 26.3 25.8 16.0 1 0 0 1,533.8524
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% FADLSEAANR 295 304 62.4 27.8 40.3 2 0 0 1,093.5272
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% QVQSLTCEVDALK 322 334 70.2 28.5 59.1 2 0 0 1,490.7521
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% QVQSLTCEVDALKGTNESLER 322 342 41.7 27.3 31.4 0 2 0 2,377.1666
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% EYQDLLNVK 382 390 34.2 28.3 25.4 2 0 0 1,121.5838
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% ETNLDSLPLVDTHSKR 425 440 20.9 27.6 18.1 0 1 0 1,824.9452
H_17 Vimentin VIME_HUMAN 53,653 15 15 27 33.70% DGQVINETSQHHDDLE 451 466 34.8 25.0 29.7 2 0 0 1,836.7997
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% SLYASSPGGVYATR 51 64 74.9 26.8 61.5 2 0 0 1,428.7117
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% TNEKVELQELNDR 101 113 52.8 27.7 40.5 2 2 0 1,587.7974
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% ILLAELEQLK 130 139 63.3 25.0 17.5 2 0 0 1,169.7142
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% ILLAELEQLKGQGK 130 143 38.2 25.0 28.3 0 2 0 1,539.9108
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% LGDLYEEEMR 146 155 36.3 25.0 36.3 1 0 0 1,254.5672
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% VEVERDNLAEDIMR 171 184 17.1 27.3 8.2 0 1 0 1,688.8273
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% DNLAEDIMR 176 184 43.1 25.0 32.8 3 0 0 1,092.4992
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% EEAENTLQSFR 197 207 54.9 25.7 45.4 2 0 0 1,323.6175
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% KVESLQEEIAFLK 223 235 32.4 26.4 24.3 1 1 0 1,533.8524
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% NLQEAEEWYK 283 292 44.7 25.1 41.1 2 0 0 1,309.6059
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% FADLSEAANR 295 304 54.0 27.8 41.0 1 0 0 1,093.5272
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% FADLSEAANRNNDALR 295 310 49.2 27.2 38.1 0 2 0 1,776.8623
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% QVQSLTCEVDALK 322 334 53.2 28.3 46.1 2 0 0 1,490.7521
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% EYQDLLNVK 382 390 32.4 29.2 9.0 2 0 0 1,121.5838
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% MALDIEIATYR 391 401 32.9 27.4 27.9 1 0 0 1,311.6615
H_19 Vimentin VIME_HUMAN 53,653 16 19 30 35.00% ETNLDSLPLVDTHSK 425 439 23.3 27.4 23.3 1 0 0 1,668.8441
H_20 Vimentin VIME_HUMAN 53,653 8 8 14 15.90% SLYASSPGGVYATR 51 64 69.9 26.8 56.6 2 0 0 1,428.7117
H_20 Vimentin VIME_HUMAN 53,653 8 8 14 15.90% VELQELNDR 105 113 31.4 27.0 25.1 2 0 0 1,115.5692
H_20 Vimentin VIME_HUMAN 53,653 8 8 14 15.90% ILLAELEQLK 130 139 52.2 25.0 24.2 2 0 0 1,169.7142
H_20 Vimentin VIME_HUMAN 53,653 8 8 14 15.90% ILLAELEQLKGQGK 130 143 27.1 25.0 15.1 0 1 0 1,539.9108
H_20 Vimentin VIME_HUMAN 53,653 8 8 14 15.90% LGDLYEEEMR 146 155 28.1 25.0 28.1 1 0 0 1,254.5672
H_20 Vimentin VIME_HUMAN 53,653 8 8 14 15.90% EEAENTLQSFR 197 207 35.0 25.4 30.0 2 0 0 1,323.6175
H_20 Vimentin VIME_HUMAN 53,653 8 8 14 15.90% FADLSEAANR 295 304 57.4 27.8 45.5 2 0 0 1,093.5272
H_20 Vimentin VIME_HUMAN 53,653 8 8 14 15.90% FADLSEAANRNNDALR 295 310 44.6 27.3 33.4 0 2 0 1,776.8623
H_21 Vimentin VIME_HUMAN 53,653 4 4 7 10.70% SLYASSPGGVYATR 51 64 71.9 26.9 65.6 2 0 0 1,428.7117
H_21 Vimentin VIME_HUMAN 53,653 4 4 7 10.70% EEAENTLQSFR 197 207 41.3 25.7 39.6 2 0 0 1,323.6175
H_21 Vimentin VIME_HUMAN 53,653 4 4 7 10.70% FADLSEAANRNNDALR 295 310 50.6 27.3 38.7 0 2 0 1,776.8623
H_21 Vimentin VIME_HUMAN 53,653 4 4 7 10.70% EYQDLLNVK 382 390 30.3 29.2 17.5 1 0 0 1,121.5838
H_22 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% ILLAELEQLKGQGK 130 143 26.4 25.0 15.6 0 1 0 1,539.9108
H_22 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% EEAENTLQSFR 197 207 28.5 25.5 26.1 2 0 0 1,323.6175
H_22 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% NLQEAEEWYK 283 292 30.2 25.0 30.2 1 0 0 1,309.6059
H_23 Vimentin VIME_HUMAN 53,653 9 9 18 21.20% SLYASSPGGVYATR 51 64 57.3 26.8 45.6 2 0 0 1,428.7117



H_23 Vimentin VIME_HUMAN 53,653 9 9 18 21.20% ILLAELEQLK 130 139 62.3 25.0 26.4 2 0 0 1,169.7142
H_23 Vimentin VIME_HUMAN 53,653 9 9 18 21.20% ILLAELEQLKGQGK 130 143 26.7 25.0 6.8 0 2 0 1,539.9108
H_23 Vimentin VIME_HUMAN 53,653 9 9 18 21.20% LGDLYEEEMR 146 155 32.4 25.0 32.4 2 0 0 1,254.5672
H_23 Vimentin VIME_HUMAN 53,653 9 9 18 21.20% VEVERDNLAEDIMR 171 184 35.4 27.1 32.2 0 2 0 1,704.8223
H_23 Vimentin VIME_HUMAN 53,653 9 9 18 21.20% FADLSEAANR 295 304 65.7 27.6 50.8 2 0 0 1,093.5272
H_23 Vimentin VIME_HUMAN 53,653 9 9 18 21.20% FADLSEAANRNNDALR 295 310 51.3 27.3 40.9 0 2 0 1,776.8623
H_23 Vimentin VIME_HUMAN 53,653 9 9 18 21.20% ETNLDSLPLVDTHSK 425 439 30.0 27.4 25.1 2 0 0 1,668.8441
H_23 Vimentin VIME_HUMAN 53,653 9 9 18 21.20% DGQVINETSQHHDDLE 451 466 28.3 25.0 24.8 2 0 0 1,836.7997
H_24 Vimentin VIME_HUMAN 53,653 7 7 9 17.20% SLYASSPGGVYATR 51 64 62.7 26.5 54.8 2 0 0 1,428.7117
H_24 Vimentin VIME_HUMAN 53,653 7 7 9 17.20% VEVERDNLAEDIMR 171 184 18.9 27.2 15.1 0 1 0 1,704.8223
H_24 Vimentin VIME_HUMAN 53,653 7 7 9 17.20% EEAENTLQSFR 197 207 53.2 25.4 49.5 2 0 0 1,323.6175
H_24 Vimentin VIME_HUMAN 53,653 7 7 9 17.20% FADLSEAANR 295 304 40.7 27.6 31.1 1 0 0 1,093.5272
H_24 Vimentin VIME_HUMAN 53,653 7 7 9 17.20% FADLSEAANRNNDALR 295 310 41.0 27.0 21.3 0 1 0 1,776.8623
H_24 Vimentin VIME_HUMAN 53,653 7 7 9 17.20% EYQDLLNVK 382 390 41.1 28.4 25.0 1 0 0 1,121.5838
H_24 Vimentin VIME_HUMAN 53,653 7 7 9 17.20% DGQVINETSQHHDDLE 451 466 18.6 25.0 18.2 0 1 0 1,836.7997
I_02 Vimentin VIME_HUMAN 53,653 4 4 6 10.10% TYSLGSALRPSTSR 37 50 40.4 28.1 37.9 0 1 0 1,495.7863
I_02 Vimentin VIME_HUMAN 53,653 4 4 6 10.10% SLYASSPGGVYATR 51 64 67.7 26.9 62.8 2 0 0 1,428.7117
I_02 Vimentin VIME_HUMAN 53,653 4 4 6 10.10% ILLAELEQLK 130 139 52.0 25.0 31.4 1 0 0 1,169.7142
I_02 Vimentin VIME_HUMAN 53,653 4 4 6 10.10% EYQDLLNVK 382 390 28.6 29.4 16.4 2 0 0 1,121.5838
I_03 Vimentin VIME_HUMAN 53,653 4 4 6 10.30% SLYASSPGGVYATR 51 64 57.7 26.9 44.4 2 0 0 1,428.7117
I_03 Vimentin VIME_HUMAN 53,653 4 4 6 10.30% ILLAELEQLKGQGK 130 143 23.5 25.0 15.6 0 2 0 1,539.9108
I_03 Vimentin VIME_HUMAN 53,653 4 4 6 10.30% EYQDLLNVK 382 390 36.6 28.3 11.8 1 0 0 1,121.5838
I_03 Vimentin VIME_HUMAN 53,653 4 4 6 10.30% MALDIEIATYR 391 401 47.8 27.3 33.0 1 0 0 1,311.6615
I_04 Vimentin VIME_HUMAN 53,653 8 11 17 19.10% ILLAELEQLK 130 139 32.8 25.0 11.6 1 0 0 1,169.7142
I_04 Vimentin VIME_HUMAN 53,653 8 11 17 19.10% ILLAELEQLKGQGK 130 143 46.8 25.0 45.3 2 1 0 1,539.9108
I_04 Vimentin VIME_HUMAN 53,653 8 11 17 19.10% VEVERDNLAEDIMR 171 184 18.3 27.5 13.9 0 2 0 1,704.8223
I_04 Vimentin VIME_HUMAN 53,653 8 11 17 19.10% DNLAEDIMR 176 184 26.9 25.4 19.6 3 0 0 1,076.5042
I_04 Vimentin VIME_HUMAN 53,653 8 11 17 19.10% FADLSEAANRNNDALR 295 310 55.0 27.5 45.0 0 2 0 1,776.8623
I_04 Vimentin VIME_HUMAN 53,653 8 11 17 19.10% LQDEIQNMKEEMAR 365 378 19.7 25.0 9.9 0 1 0 1,766.8050
I_04 Vimentin VIME_HUMAN 53,653 8 11 17 19.10% ETNLDSLPLVDTHSK 425 439 52.8 27.6 49.6 2 2 0 1,668.8441
I_04 Vimentin VIME_HUMAN 53,653 8 11 17 19.10% DGQVINETSQHHDDLE 451 466 20.8 25.0 20.8 0 1 0 1,836.7997
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% SLYASSPGGVYATR 51 64 57.1 26.9 51.8 2 0 0 1,428.7117
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% TNEKVELQELNDR 101 113 57.4 27.6 47.9 2 1 0 1,587.7974
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% VELQELNDR 105 113 39.0 26.7 29.1 2 0 0 1,115.5692
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% ILLAELEQLK 130 139 67.1 25.0 26.6 2 0 0 1,169.7142
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% ILLAELEQLKGQGK 130 143 47.9 25.0 37.2 0 2 0 1,539.9108
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% LGDLYEEEMR 146 155 67.9 25.0 59.4 4 0 0 1,270.5622
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% VEVERDNLAEDIMR 171 184 51.0 27.3 43.8 2 2 0 1,704.8223
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% DNLAEDIMR 176 184 45.8 25.4 34.9 4 0 0 1,076.5042
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% FADLSEAANR 295 304 62.0 27.8 48.1 2 0 0 1,093.5272
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% FADLSEAANRNNDALR 295 310 50.8 27.3 39.6 2 2 0 1,776.8623
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% QVQSLTCEVDALK 322 334 50.9 28.5 42.5 2 0 0 1,490.7521
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% ETNLDSLPLVDTHSK 425 439 47.2 27.6 37.0 2 0 0 1,668.8441
I_05 Vimentin VIME_HUMAN 53,653 13 18 34 27.90% TVETRDGQVINETSQHHDDLE 446 466 22.1 25.0 8.5 0 1 0 2,423.1072
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% TYSLGSALRPSTSR 37 50 20.3 28.4 14.6 0 1 0 1,495.7863
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% SLYASSPGGVYATR 51 64 75.5 26.9 60.9 2 0 0 1,428.7117
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% TNEKVELQELNDR 101 113 58.8 28.0 50.0 2 2 0 1,587.7974
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% ILLAELEQLK 130 139 66.6 25.0 35.1 2 0 0 1,169.7142
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% ILLAELEQLKGQGK 130 143 64.6 25.0 59.3 2 2 0 1,539.9108
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% LGDLYEEEMR 146 155 63.9 25.0 63.9 4 0 0 1,254.5672
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% VEVERDNLAEDIMR 171 184 34.3 27.3 27.4 1 3 0 1,704.8223
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% DNLAEDIMR 176 184 44.8 25.4 33.9 4 0 0 1,076.5042
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% EEAENTLQSFR 197 207 48.5 25.8 33.0 1 0 0 1,323.6175
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% KVESLQEEIAFLK 223 235 31.5 26.3 26.9 1 0 0 1,533.8524
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% FADLSEAANR 295 304 55.1 27.8 40.7 2 0 0 1,093.5272
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% FADLSEAANRNNDALR 295 310 50.8 27.2 39.9 1 2 0 1,776.8623
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% QVQSLTCEVDALK 322 334 50.0 28.3 39.6 2 0 0 1,490.7521
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% EYQDLLNVK 382 390 41.5 29.2 28.0 2 0 0 1,121.5838
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% ETNLDSLPLVDTHSK 425 439 42.4 27.5 39.0 2 0 0 1,668.8441
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% ETNLDSLPLVDTHSKR 425 440 26.8 27.6 18.1 0 1 0 1,824.9452
I_06 Vimentin VIME_HUMAN 53,653 17 24 41 37.10% DGQVINETSQHHDDLE 451 466 37.3 25.0 29.3 2 0 0 1,836.7997
I_07 Vimentin VIME_HUMAN 53,653 6 6 10 14.80% TYSLGSALRPSTSR 37 50 28.3 28.1 17.9 0 1 0 1,495.7863
I_07 Vimentin VIME_HUMAN 53,653 6 6 10 14.80% SLYASSPGGVYATR 51 64 69.5 26.8 55.4 2 0 0 1,428.7117
I_07 Vimentin VIME_HUMAN 53,653 6 6 10 14.80% ILLAELEQLK 130 139 32.3 25.0 20.1 1 0 0 1,169.7142
I_07 Vimentin VIME_HUMAN 53,653 6 6 10 14.80% LGDLYEEEMR 146 155 33.0 25.0 26.1 2 0 0 1,254.5672
I_07 Vimentin VIME_HUMAN 53,653 6 6 10 14.80% EEAENTLQSFR 197 207 27.0 25.8 27.0 2 0 0 1,323.6175
I_07 Vimentin VIME_HUMAN 53,653 6 6 10 14.80% FADLSEAANR 295 304 48.4 27.8 30.6 2 0 0 1,093.5272
I_08 Vimentin VIME_HUMAN 53,653 8 9 15 22.70% SLYASSPGGVYATR 51 64 56.6 26.7 44.7 2 0 0 1,428.7117
I_08 Vimentin VIME_HUMAN 53,653 8 9 15 22.70% TNEKVELQELNDR 101 113 32.2 28.0 22.6 0 1 0 1,587.7974
I_08 Vimentin VIME_HUMAN 53,653 8 9 15 22.70% ILLAELEQLKGQGK 130 143 42.4 25.0 32.2 2 2 0 1,539.9108
I_08 Vimentin VIME_HUMAN 53,653 8 9 15 22.70% VEVERDNLAEDIMR 171 184 38.0 27.5 32.4 0 1 0 1,704.8223
I_08 Vimentin VIME_HUMAN 53,653 8 9 15 22.70% EEAENTLQSFR 197 207 26.8 25.4 24.3 2 0 0 1,323.6175
I_08 Vimentin VIME_HUMAN 53,653 8 9 15 22.70% KVESLQEEIAFLKK 223 236 25.0 25.0 25.0 0 1 0 1,661.9474
I_08 Vimentin VIME_HUMAN 53,653 8 9 15 22.70% NLQEAEEWYK 283 292 31.2 25.4 31.2 2 0 0 1,309.6059
I_08 Vimentin VIME_HUMAN 53,653 8 9 15 22.70% FADLSEAANRNNDALR 295 310 42.5 27.5 31.5 0 2 0 1,776.8623
I_09 Vimentin VIME_HUMAN 53,653 12 14 25 30.00% SLYASSPGGVYATR 51 64 73.8 26.9 62.8 2 0 0 1,428.7117
I_09 Vimentin VIME_HUMAN 53,653 12 14 25 30.00% TNEKVELQELNDR 101 113 45.7 27.6 26.4 2 2 0 1,587.7974
I_09 Vimentin VIME_HUMAN 53,653 12 14 25 30.00% ILLAELEQLKGQGK 130 143 76.4 25.0 70.1 2 0 0 1,539.9108
I_09 Vimentin VIME_HUMAN 53,653 12 14 25 30.00% LGDLYEEEMR 146 155 42.5 25.0 34.3 1 0 0 1,270.5622
I_09 Vimentin VIME_HUMAN 53,653 12 14 25 30.00% DNLAEDIMR 176 184 23.5 25.4 16.0 2 0 0 1,076.5042
I_09 Vimentin VIME_HUMAN 53,653 12 14 25 30.00% EEAENTLQSFR 197 207 64.9 25.4 60.6 2 0 0 1,323.6175
I_09 Vimentin VIME_HUMAN 53,653 12 14 25 30.00% KVESLQEEIAFLK 223 235 42.2 27.1 33.1 2 0 0 1,533.8524
I_09 Vimentin VIME_HUMAN 53,653 12 14 25 30.00% KVESLQEEIAFLKK 223 236 38.1 25.0 38.1 0 2 0 1,661.9474
I_09 Vimentin VIME_HUMAN 53,653 12 14 25 30.00% NLQEAEEWYKSK 283 294 23.4 27.2 14.4 1 0 0 1,524.7329
I_09 Vimentin VIME_HUMAN 53,653 12 14 25 30.00% FADLSEAANRNNDALR 295 310 48.2 27.3 36.5 2 2 0 1,776.8623
I_09 Vimentin VIME_HUMAN 53,653 12 14 25 30.00% QVQSLTCEVDALK 322 334 59.5 28.5 50.3 2 0 0 1,490.7521
I_09 Vimentin VIME_HUMAN 53,653 12 14 25 30.00% LQDEIQNMKEEMAR 365 378 22.1 25.0 5.5 0 1 0 1,766.8050
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% SLYASSPGGVYATR 51 64 62.3 26.8 44.6 2 0 0 1,428.7117
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% TNEKVELQELNDR 101 113 65.4 27.6 61.6 2 1 0 1,587.7974
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% ILLAELEQLK 130 139 63.3 25.0 26.4 2 0 0 1,169.7142
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% ILLAELEQLKGQGK 130 143 76.5 25.0 69.3 2 3 0 1,539.9108
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% SRLGDLYEEEMR 144 155 25.1 25.3 16.3 0 1 0 1,497.7003
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% LGDLYEEEMR 146 155 52.4 25.0 51.2 4 0 0 1,254.5672
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% LGDLYEEEMRELRR 146 159 21.1 26.9 13.0 0 1 0 1,824.8911
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% VEVERDNLAEDIMR 171 184 49.7 27.3 44.0 3 2 0 1,704.8223
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% DNLAEDIMR 176 184 33.1 25.4 21.8 4 0 0 1,076.5042
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% EEAENTLQSFR 197 207 53.9 25.4 46.1 2 0 0 1,323.6175
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% QDVDNASLARLDLER 208 222 22.3 27.9 6.7 0 1 0 1,714.8720
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% KVESLQEEIAFLK 223 235 70.5 26.4 65.1 2 0 0 1,533.8524
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% KVESLQEEIAFLKK 223 236 57.9 25.0 57.7 0 2 0 1,661.9474
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% NLQEAEEWYK 283 292 25.4 25.0 25.4 1 0 0 1,309.6059
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% NLQEAEEWYKSK 283 294 70.1 27.4 61.2 2 0 0 1,524.7329
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% SKFADLSEAANRNNDALR 293 310 23.5 27.5 15.5 0 2 1 1,991.9893
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% FADLSEAANR 295 304 65.2 27.8 43.6 2 0 0 1,093.5272
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% FADLSEAANRNNDALR 295 310 41.5 27.3 27.0 2 2 0 1,776.8623
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% QVQSLTCEVDALKGTNESLER 322 342 33.7 27.1 28.0 0 2 0 2,377.1666
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% LQDEIQNMKEEMAR 365 378 61.9 25.8 54.1 2 2 0 1,734.8151
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% HLREYQDLLNVK 379 390 40.3 27.6 21.2 2 2 0 1,527.8279
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% ETNLDSLPLVDTHSK 425 439 51.6 27.5 45.1 2 2 0 1,668.8441
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% ETNLDSLPLVDTHSKR 425 440 72.4 27.5 64.3 2 0 2 1,824.9452
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% TVETRDGQVINETSQHHDDLE 446 466 41.1 25.0 36.2 0 2 0 2,423.1072
I_10 Vimentin VIME_HUMAN 53,653 25 38 70 47.90% DGQVINETSQHHDDLE 451 466 51.1 25.0 49.7 2 2 0 1,836.7997



I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% SLYASSPGGVYATR 51 64 74.6 26.9 54.2 2 0 0 1,428.7117
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% TNEKVELQELNDR 101 113 60.1 27.8 53.7 2 2 0 1,587.7974
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% VELQELNDR 105 113 39.0 26.7 33.1 2 0 0 1,115.5692
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% ILLAELEQLK 130 139 56.3 25.0 25.5 2 0 0 1,169.7142
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% ILLAELEQLKGQGK 130 143 65.7 25.0 59.7 2 0 0 1,539.9108
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% SRLGDLYEEEMR 144 155 37.0 25.3 23.6 0 2 0 1,497.7003
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% LGDLYEEEMR 146 155 55.3 25.0 49.2 2 0 0 1,270.5622
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% LGDLYEEEMRELRR 146 159 23.5 26.8 20.6 0 2 0 1,824.8911
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% VEVERDNLAEDIMR 171 184 49.0 27.4 46.3 4 2 0 1,704.8223
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% DNLAEDIMR 176 184 28.6 25.0 23.0 4 0 0 1,092.4992
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% EKLQEEMLQR 187 196 28.4 28.2 20.0 1 0 0 1,303.6676
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% EEAENTLQSFR 197 207 48.7 25.4 43.5 2 0 0 1,323.6175
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% QDVDNASLARLDLER 208 222 20.5 27.6 15.4 0 1 0 1,714.8720
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% KVESLQEEIAFLK 223 235 69.9 26.4 59.2 2 0 0 1,533.8524
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% KVESLQEEIAFLKK 223 236 51.2 25.0 50.6 0 2 0 1,661.9474
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% NLQEAEEWYK 283 292 31.3 25.3 31.3 3 0 0 1,309.6059
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% NLQEAEEWYKSK 283 294 57.4 27.5 47.9 2 0 0 1,524.7329
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% SKFADLSEAANR 293 304 36.7 27.8 34.8 2 0 0 1,308.6542
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% SKFADLSEAANRNNDALR 293 310 23.5 27.4 22.0 0 1 0 1,991.9893
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% FADLSEAANR 295 304 60.9 27.8 44.6 2 0 0 1,093.5272
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% FADLSEAANRNNDALR 295 310 49.8 27.2 40.0 2 3 0 1,776.8623
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% QVQSLTCEVDALKGTNESLER 322 342 40.3 27.3 38.8 0 2 0 2,377.1666
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% LQDEIQNMKEEMAR 365 378 63.1 26.1 58.4 3 0 0 1,734.8151
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% HLREYQDLLNVK 379 390 46.2 27.4 29.4 2 1 0 1,527.8279
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% MALDIEIATYR 391 401 58.6 27.4 46.3 2 0 0 1,311.6615
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% ETNLDSLPLVDTHSK 425 439 64.7 27.4 57.0 2 1 0 1,668.8441
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% ETNLDSLPLVDTHSKR 425 440 46.6 27.5 44.2 2 0 0 1,824.9452
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% TVETRDGQVINETSQHHDDLE 446 466 61.2 25.0 54.7 0 3 0 2,423.1072
I_11 Vimentin VIME_HUMAN 53,653 29 38 72 52.40% DGQVINETSQHHDDLE 451 466 42.2 25.0 42.2 2 1 0 1,836.7997
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% SLYASSPGGVYATR 51 64 91.9 26.9 72.7 2 0 0 1,428.7117
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% TNEKVELQELNDR 101 113 62.8 27.8 56.3 2 2 0 1,587.7974
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% VELQELNDR 105 113 35.6 26.7 26.3 2 0 0 1,115.5692
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% FANYIDKVR 114 122 51.0 27.7 38.4 2 0 0 1,125.6051
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% ILLAELEQLK 130 139 69.4 25.0 42.4 2 0 0 1,169.7142
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% ILLAELEQLKGQGK 130 143 22.7 25.0 17.5 0 1 0 1,539.9108
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% LGDLYEEEMR 146 155 56.3 25.0 53.2 4 0 0 1,270.5622
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% LGDLYEEEMRELR 146 158 24.2 26.2 18.3 0 2 0 1,668.7900
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% LGDLYEEEMRELRR 146 159 20.1 26.9 17.8 0 2 0 1,824.8911
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% VEVERDNLAEDIMR 171 184 29.1 27.4 23.9 3 0 0 1,688.8273
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% DNLAEDIMR 176 184 40.4 25.0 33.1 4 0 0 1,092.4992
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% KVESLQEEIAFLK 223 235 102.0 27.1 92.5 2 2 0 1,533.8524
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% NLQEAEEWYK 283 292 28.3 25.1 22.4 1 0 0 1,309.6059
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% NLQEAEEWYKSK 283 294 29.0 27.5 20.5 1 0 0 1,524.7329
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% SKFADLSEAANRNNDALR 293 310 22.8 27.6 17.4 0 1 0 1,991.9893
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% FADLSEAANR 295 304 59.7 27.6 42.8 2 0 0 1,093.5272
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% FADLSEAANRNNDALR 295 310 48.4 27.1 32.7 2 2 0 1,776.8623
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% QVQSLTCEVDALK 322 334 80.8 28.2 64.6 2 0 0 1,490.7521
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% QVQSLTCEVDALKGTNESLER 322 342 38.4 27.3 33.7 0 2 0 2,377.1666
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% HLREYQDLLNVK 379 390 37.8 27.6 18.1 2 1 0 1,527.8279
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% MALDIEIATYR 391 401 50.9 27.4 36.9 1 0 0 1,311.6615
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% ETNLDSLPLVDTHSK 425 439 66.0 27.4 47.5 2 2 0 1,668.8441
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% ETNLDSLPLVDTHSKR 425 440 54.1 27.6 50.9 2 0 0 1,824.9452
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% TVETRDGQVINETSQHHDDLE 446 466 39.1 25.0 36.6 0 3 0 2,423.1072
I_12 Vimentin VIME_HUMAN 53,653 25 33 60 42.90% DGQVINETSQHHDDLE 451 466 47.0 25.0 36.5 2 0 0 1,836.7997
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% TYSLGSALRPSTSR 37 50 38.3 28.4 34.7 1 2 0 1,495.7863
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% TNEKVELQELNDR 101 113 44.4 27.8 37.3 2 2 0 1,587.7974
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% FANYIDKVR 114 122 59.7 27.7 47.4 1 0 0 1,125.6051
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% ILLAELEQLK 130 139 38.8 25.0 22.7 1 0 0 1,169.7142
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% ILLAELEQLKGQGK 130 143 70.2 25.0 65.0 2 1 0 1,539.9108
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% LGDLYEEEMRELR 146 158 26.4 26.3 18.0 0 2 0 1,668.7900
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% VEVERDNLAEDIMR 171 184 42.8 27.0 39.5 3 2 0 1,704.8223
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% DNLAEDIMR 176 184 35.1 25.0 29.6 1 0 0 1,092.4992
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% EEAENTLQSFR 197 207 48.0 25.4 43.7 2 0 0 1,323.6175
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% KVESLQEEIAFLK 223 235 67.1 27.0 34.5 2 2 0 1,533.8524
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% KVESLQEEIAFLKK 223 236 70.5 25.0 67.5 1 2 0 1,661.9474
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% NLQEAEEWYK 283 292 47.8 25.0 46.3 3 0 0 1,309.6059
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% NLQEAEEWYKSK 283 294 54.7 27.5 47.4 2 1 0 1,524.7329
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% SKFADLSEAANRNNDALR 293 310 22.2 27.7 17.6 0 1 0 1,991.9893
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% FADLSEAANR 295 304 70.2 27.6 56.8 2 0 0 1,093.5272
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% FADLSEAANRNNDALR 295 310 52.0 27.1 41.3 2 2 0 1,776.8623
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% FADLSEAANRNNDALRQAK 295 313 35.1 27.3 27.4 0 1 0 2,104.0530
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% QVQSLTCEVDALK 322 334 79.0 28.3 62.7 2 0 0 1,490.7521
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% HLREYQDLLNVK 379 390 36.3 28.1 11.1 2 0 0 1,527.8279
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% EYQDLLNVK 382 390 35.7 28.4 18.2 2 0 0 1,121.5838
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% ETNLDSLPLVDTHSK 425 439 57.4 27.5 49.2 2 1 0 1,668.8441
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% ETNLDSLPLVDTHSKR 425 440 69.9 27.6 63.5 2 0 0 1,824.9452
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% TVETRDGQVINETSQHHDDLE 446 466 42.5 25.0 35.5 0 2 0 2,423.1072
I_13 Vimentin VIME_HUMAN 53,653 24 35 59 41.80% DGQVINETSQHHDDLE 451 466 44.5 25.0 42.6 2 1 0 1,836.7997
I_14 Vimentin VIME_HUMAN 53,653 11 12 21 25.50% SLYASSPGGVYATR 51 64 59.2 26.7 42.1 2 0 0 1,428.7117
I_14 Vimentin VIME_HUMAN 53,653 11 12 21 25.50% TNEKVELQELNDR 101 113 36.5 27.8 21.3 2 2 0 1,587.7974
I_14 Vimentin VIME_HUMAN 53,653 11 12 21 25.50% VELQELNDR 105 113 33.8 27.0 33.8 1 0 0 1,115.5692
I_14 Vimentin VIME_HUMAN 53,653 11 12 21 25.50% ILLAELEQLKGQGK 130 143 31.4 25.0 20.6 0 2 0 1,539.9108
I_14 Vimentin VIME_HUMAN 53,653 11 12 21 25.50% VEVERDNLAEDIMR 171 184 38.8 27.0 32.2 0 2 0 1,704.8223
I_14 Vimentin VIME_HUMAN 53,653 11 12 21 25.50% EEAENTLQSFR 197 207 53.0 25.5 49.4 2 0 0 1,323.6175
I_14 Vimentin VIME_HUMAN 53,653 11 12 21 25.50% KVESLQEEIAFLKK 223 236 21.9 25.0 18.3 0 2 0 1,661.9474
I_14 Vimentin VIME_HUMAN 53,653 11 12 21 25.50% NLQEAEEWYK 283 292 42.6 25.1 42.6 2 0 0 1,309.6059
I_14 Vimentin VIME_HUMAN 53,653 11 12 21 25.50% FADLSEAANR 295 304 21.6 27.6 18.6 1 0 0 1,093.5272
I_14 Vimentin VIME_HUMAN 53,653 11 12 21 25.50% FADLSEAANRNNDALR 295 310 50.3 27.2 33.8 0 2 0 1,776.8623
I_14 Vimentin VIME_HUMAN 53,653 11 12 21 25.50% QVQSLTCEVDALK 322 334 38.5 28.3 31.7 1 0 0 1,490.7521
I_15 Vimentin VIME_HUMAN 53,653 6 7 13 11.40% TNEKVELQELNDR 101 113 26.6 27.6 19.9 0 2 0 1,587.7974
I_15 Vimentin VIME_HUMAN 53,653 6 7 13 11.40% ILLAELEQLK 130 139 50.3 25.0 28.5 2 0 0 1,169.7142
I_15 Vimentin VIME_HUMAN 53,653 6 7 13 11.40% ILLAELEQLKGQGK 130 143 55.9 25.0 54.3 2 2 0 1,539.9108
I_15 Vimentin VIME_HUMAN 53,653 6 7 13 11.40% NLQEAEEWYK 283 292 36.6 25.1 36.6 2 0 0 1,309.6059
I_15 Vimentin VIME_HUMAN 53,653 6 7 13 11.40% FADLSEAANR 295 304 36.4 27.6 36.1 1 0 0 1,093.5272
I_15 Vimentin VIME_HUMAN 53,653 6 7 13 11.40% FADLSEAANRNNDALR 295 310 37.2 27.3 24.7 0 2 0 1,776.8623
I_16 Vimentin VIME_HUMAN 53,653 8 8 14 16.50% SLYASSPGGVYATR 51 64 36.0 26.8 24.5 2 0 0 1,428.7117
I_16 Vimentin VIME_HUMAN 53,653 8 8 14 16.50% ILLAELEQLK 130 139 51.2 25.0 28.2 1 0 0 1,169.7142
I_16 Vimentin VIME_HUMAN 53,653 8 8 14 16.50% ILLAELEQLKGQGK 130 143 42.2 25.0 27.6 0 2 0 1,539.9108
I_16 Vimentin VIME_HUMAN 53,653 8 8 14 16.50% EEAENTLQSFR 197 207 57.6 25.4 48.3 2 0 0 1,323.6175
I_16 Vimentin VIME_HUMAN 53,653 8 8 14 16.50% FADLSEAANR 295 304 64.9 27.8 49.2 2 0 0 1,093.5272
I_16 Vimentin VIME_HUMAN 53,653 8 8 14 16.50% FADLSEAANRNNDALR 295 310 46.7 27.2 36.9 0 2 0 1,776.8623
I_16 Vimentin VIME_HUMAN 53,653 8 8 14 16.50% QVQSLTCEVDALK 322 334 28.4 28.4 20.5 1 0 0 1,490.7521
I_16 Vimentin VIME_HUMAN 53,653 8 8 14 16.50% EYQDLLNVK 382 390 35.1 29.2 22.3 2 0 0 1,121.5838
I_17 Vimentin VIME_HUMAN 53,653 8 8 12 21.20% TYSLGSALRPSTSR 37 50 21.3 28.4 12.7 0 1 0 1,495.7863
I_17 Vimentin VIME_HUMAN 53,653 8 8 12 21.20% SLYASSPGGVYATR 51 64 71.8 26.9 57.8 2 0 0 1,428.7117
I_17 Vimentin VIME_HUMAN 53,653 8 8 12 21.20% TNEKVELQELNDR 101 113 42.8 27.8 33.2 0 2 0 1,587.7974
I_17 Vimentin VIME_HUMAN 53,653 8 8 12 21.20% ILLAELEQLK 130 139 55.3 25.0 25.8 2 0 0 1,169.7142
I_17 Vimentin VIME_HUMAN 53,653 8 8 12 21.20% ILLAELEQLKGQGK 130 143 45.0 25.0 37.0 0 2 0 1,539.9108
I_17 Vimentin VIME_HUMAN 53,653 8 8 12 21.20% EEAENTLQSFR 197 207 39.8 25.4 35.6 1 0 0 1,323.6175
I_17 Vimentin VIME_HUMAN 53,653 8 8 12 21.20% NLQEAEEWYKSK 283 294 28.1 27.1 25.0 1 0 0 1,524.7329
I_17 Vimentin VIME_HUMAN 53,653 8 8 12 21.20% TVETRDGQVINETSQHHDDLE 446 466 39.1 25.0 29.0 0 1 0 2,423.1072
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% TYSLGSALRPSTSR 37 50 28.8 28.1 18.9 0 1 0 1,495.7863



I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% SLYASSPGGVYATR 51 64 82.1 26.9 71.5 2 0 0 1,428.7117
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% TNEKVELQELNDR 101 113 33.1 27.7 25.6 0 2 0 1,587.7974
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% ILLAELEQLK 130 139 58.0 25.0 27.5 2 0 0 1,169.7142
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% LGDLYEEEMR 146 155 28.3 25.0 28.3 1 0 0 1,254.5672
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% VEVERDNLAEDIMR 171 184 40.3 27.1 37.4 0 1 0 1,688.8273
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% EEAENTLQSFR 197 207 27.1 25.4 24.2 2 0 0 1,323.6175
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% NLQEAEEWYK 283 292 48.3 25.0 40.4 2 0 0 1,309.6059
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% FADLSEAANR 295 304 42.8 27.6 24.1 1 0 0 1,093.5272
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% FADLSEAANRNNDALR 295 310 56.5 27.3 47.9 0 2 0 1,776.8623
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% QVQSLTCEVDALK 322 334 38.8 28.2 25.1 2 0 0 1,490.7521
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% EYQDLLNVK 382 390 31.5 29.2 14.9 1 0 0 1,121.5838
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% ETNLDSLPLVDTHSKR 425 440 22.7 27.6 10.7 0 1 0 1,824.9452
I_18 Vimentin VIME_HUMAN 53,653 14 14 22 35.60% DGQVINETSQHHDDLE 451 466 31.9 25.0 28.1 2 0 0 1,836.7997
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% TYSLGSALRPSTSR 37 50 29.1 28.0 26.7 0 2 0 1,495.7863
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% SLYASSPGGVYATR 51 64 75.1 26.6 63.0 2 0 0 1,428.7117
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% TNEKVELQELNDR 101 113 38.9 27.7 24.2 0 2 0 1,587.7974
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% VELQELNDR 105 113 27.8 27.0 27.5 1 0 0 1,115.5692
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% ILLAELEQLK 130 139 64.6 25.0 40.2 2 0 0 1,169.7142
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% ILLAELEQLKGQGK 130 143 31.4 25.0 20.7 0 2 0 1,539.9108
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% VEVERDNLAEDIMR 171 184 26.3 27.3 17.9 0 1 0 1,688.8273
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% EEAENTLQSFR 197 207 29.3 25.4 22.1 2 0 0 1,323.6175
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% NLQEAEEWYK 283 292 43.4 25.0 43.4 2 0 0 1,309.6059
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% FADLSEAANRNNDALR 295 310 49.0 27.1 40.2 1 2 0 1,776.8623
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% QVQSLTCEVDALK 322 334 37.3 28.5 20.6 2 0 0 1,490.7521
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% EYQDLLNVK 382 390 34.9 28.4 22.3 1 0 0 1,121.5838
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% ETNLDSLPLVDTHSK 425 439 21.7 27.3 17.8 1 0 0 1,668.8441
I_19 Vimentin VIME_HUMAN 53,653 14 15 25 35.20% TVETRDGQVINETSQHHDDLE 446 466 28.5 25.0 16.5 0 2 0 2,423.1072
I_20 Vimentin VIME_HUMAN 53,653 8 8 14 17.60% TYSLGSALRPSTSR 37 50 38.1 28.1 32.3 0 2 0 1,495.7863
I_20 Vimentin VIME_HUMAN 53,653 8 8 14 17.60% SLYASSPGGVYATR 51 64 73.7 26.9 66.3 2 0 0 1,428.7117
I_20 Vimentin VIME_HUMAN 53,653 8 8 14 17.60% ILLAELEQLK 130 139 71.1 25.0 47.2 2 0 0 1,169.7142
I_20 Vimentin VIME_HUMAN 53,653 8 8 14 17.60% ILLAELEQLKGQGK 130 143 34.0 25.0 23.5 0 2 0 1,539.9108
I_20 Vimentin VIME_HUMAN 53,653 8 8 14 17.60% EEAENTLQSFR 197 207 21.7 25.4 12.2 1 0 0 1,323.6175
I_20 Vimentin VIME_HUMAN 53,653 8 8 14 17.60% NLQEAEEWYK 283 292 50.3 25.1 50.3 2 0 0 1,309.6059
I_20 Vimentin VIME_HUMAN 53,653 8 8 14 17.60% FADLSEAANR 295 304 45.4 27.6 34.6 2 0 0 1,093.5272
I_20 Vimentin VIME_HUMAN 53,653 8 8 14 17.60% EYQDLLNVK 382 390 41.1 29.4 28.6 1 0 0 1,121.5838
I_21 Vimentin VIME_HUMAN 53,653 6 6 11 13.50% SLYASSPGGVYATR 51 64 37.9 26.8 33.9 2 0 0 1,428.7117
I_21 Vimentin VIME_HUMAN 53,653 6 6 11 13.50% ILLAELEQLK 130 139 44.8 25.0 27.9 2 0 0 1,169.7142
I_21 Vimentin VIME_HUMAN 53,653 6 6 11 13.50% ILLAELEQLKGQGK 130 143 28.0 25.0 17.9 0 2 0 1,539.9108
I_21 Vimentin VIME_HUMAN 53,653 6 6 11 13.50% NLQEAEEWYK 283 292 26.1 25.0 25.0 2 0 0 1,309.6059
I_21 Vimentin VIME_HUMAN 53,653 6 6 11 13.50% FADLSEAANRNNDALR 295 310 45.2 27.1 32.5 0 1 0 1,776.8623
I_21 Vimentin VIME_HUMAN 53,653 6 6 11 13.50% EYQDLLNVK 382 390 28.6 29.4 21.6 2 0 0 1,121.5838
I_24 Vimentin VIME_HUMAN 53,653 5 5 8 13.10% SLYASSPGGVYATR 51 64 73.4 26.9 54.2 2 0 0 1,428.7117
I_24 Vimentin VIME_HUMAN 53,653 5 5 8 13.10% ILLAELEQLK 130 139 36.7 25.0 7.2 1 0 0 1,169.7142
I_24 Vimentin VIME_HUMAN 53,653 5 5 8 13.10% FADLSEAANR 295 304 46.7 27.6 40.7 2 0 0 1,093.5272
I_24 Vimentin VIME_HUMAN 53,653 5 5 8 13.10% FADLSEAANRNNDALR 295 310 41.2 27.2 29.7 0 2 0 1,776.8623
I_24 Vimentin VIME_HUMAN 53,653 5 5 8 13.10% TVETRDGQVINETSQHHDDLE 446 466 28.6 25.0 28.6 0 1 0 2,423.1072
J_04 Vimentin VIME_HUMAN 53,653 2 2 2 4.29% EEAENTLQSFR 197 207 33.7 25.7 29.8 1 0 0 1,323.6175
J_04 Vimentin VIME_HUMAN 53,653 2 2 2 4.29% EYQDLLNVK 382 390 32.8 28.4 22.5 1 0 0 1,121.5838
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% SLYASSPGGVYATR 51 64 52.1 26.7 52.1 2 0 0 1,428.7117
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% TNEKVELQELNDR 101 113 59.7 28.2 42.1 2 0 0 1,587.7974
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% VELQELNDR 105 113 34.1 27.3 29.2 2 0 0 1,115.5692
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% ILLAELEQLK 130 139 63.0 25.0 22.9 2 0 0 1,169.7142
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% ILLAELEQLKGQGK 130 143 59.5 25.0 55.0 2 2 0 1,539.9108
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% LGDLYEEEMR 146 155 46.8 25.0 43.2 2 0 0 1,254.5672
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% VEVERDNLAEDIMR 171 184 43.0 27.5 39.7 0 2 0 1,704.8223
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% DNLAEDIMR 176 184 30.7 25.4 13.3 4 0 0 1,076.5042
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% FADLSEAANR 295 304 31.8 27.8 27.4 1 0 0 1,093.5272
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% FADLSEAANRNNDALR 295 310 41.0 27.4 23.3 0 2 0 1,776.8623
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% LQDEIQNMKEEMAR 365 378 29.0 25.0 15.5 0 1 0 1,766.8050
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% EYQDLLNVK 382 390 35.3 28.4 25.0 2 0 0 1,121.5838
J_05 Vimentin VIME_HUMAN 53,653 13 15 28 25.50% ETNLDSLPLVDTHSK 425 439 42.0 27.5 29.4 2 0 0 1,668.8441
J_06 Vimentin VIME_HUMAN 53,653 5 5 10 11.40% SLYASSPGGVYATR 51 64 48.8 27.0 38.2 2 0 0 1,428.7117
J_06 Vimentin VIME_HUMAN 53,653 5 5 10 11.40% DNLAEDIMR 176 184 21.2 25.0 12.1 2 0 0 1,092.4992
J_06 Vimentin VIME_HUMAN 53,653 5 5 10 11.40% EEAENTLQSFR 197 207 56.4 25.6 52.0 2 0 0 1,323.6175
J_06 Vimentin VIME_HUMAN 53,653 5 5 10 11.40% NLQEAEEWYK 283 292 33.6 25.5 29.0 2 0 0 1,309.6059
J_06 Vimentin VIME_HUMAN 53,653 5 5 10 11.40% EYQDLLNVK 382 390 29.2 28.7 16.4 2 0 0 1,121.5838
J_07 Vimentin VIME_HUMAN 53,653 6 6 12 12.40% SLYASSPGGVYATR 51 64 58.4 26.8 45.7 2 0 0 1,428.7117
J_07 Vimentin VIME_HUMAN 53,653 6 6 12 12.40% VELQELNDR 105 113 36.1 26.8 28.6 2 0 0 1,115.5692
J_07 Vimentin VIME_HUMAN 53,653 6 6 12 12.40% ILLAELEQLK 130 139 60.1 25.0 39.4 2 0 0 1,169.7142
J_07 Vimentin VIME_HUMAN 53,653 6 6 12 12.40% ILLAELEQLKGQGK 130 143 29.4 25.0 17.7 0 2 0 1,539.9108
J_07 Vimentin VIME_HUMAN 53,653 6 6 12 12.40% EEAENTLQSFR 197 207 41.0 26.0 31.8 2 0 0 1,323.6175
J_07 Vimentin VIME_HUMAN 53,653 6 6 12 12.40% NLQEAEEWYK 283 292 27.1 25.7 23.1 2 0 0 1,309.6059
J_08 Vimentin VIME_HUMAN 53,653 5 5 8 11.60% SLYASSPGGVYATR 51 64 54.8 26.8 41.7 2 0 0 1,428.7117
J_08 Vimentin VIME_HUMAN 53,653 5 5 8 11.60% ILLAELEQLK 130 139 66.3 25.0 33.1 2 0 0 1,169.7142
J_08 Vimentin VIME_HUMAN 53,653 5 5 8 11.60% DNLAEDIMR 176 184 21.8 25.0 17.7 1 0 0 1,092.4992
J_08 Vimentin VIME_HUMAN 53,653 5 5 8 11.60% EEAENTLQSFR 197 207 35.5 25.7 26.0 2 0 0 1,323.6175
J_08 Vimentin VIME_HUMAN 53,653 5 5 8 11.60% FADLSEAANR 295 304 27.9 27.1 19.6 1 0 0 1,093.5272
J_09 Vimentin VIME_HUMAN 53,653 5 6 11 9.23% VELQELNDR 105 113 25.2 26.9 16.5 1 0 0 1,115.5692
J_09 Vimentin VIME_HUMAN 53,653 5 6 11 9.23% ILLAELEQLK 130 139 71.1 25.0 37.7 2 0 0 1,169.7142
J_09 Vimentin VIME_HUMAN 53,653 5 6 11 9.23% ILLAELEQLKGQGK 130 143 54.2 25.0 45.2 2 2 0 1,539.9108
J_09 Vimentin VIME_HUMAN 53,653 5 6 11 9.23% EEAENTLQSFR 197 207 37.5 26.0 27.3 2 0 0 1,323.6175
J_09 Vimentin VIME_HUMAN 53,653 5 6 11 9.23% EYQDLLNVK 382 390 41.3 28.7 30.8 2 0 0 1,121.5838
J_10 Vimentin VIME_HUMAN 53,653 11 13 22 21.90% TNEKVELQELNDR 101 113 50.7 28.1 43.2 2 0 0 1,587.7974
J_10 Vimentin VIME_HUMAN 53,653 11 13 22 21.90% VELQELNDR 105 113 31.6 26.8 18.6 1 0 0 1,115.5692
J_10 Vimentin VIME_HUMAN 53,653 11 13 22 21.90% ILLAELEQLK 130 139 60.4 25.0 28.9 2 0 0 1,169.7142
J_10 Vimentin VIME_HUMAN 53,653 11 13 22 21.90% ILLAELEQLKGQGK 130 143 42.0 25.0 39.3 2 1 0 1,539.9108
J_10 Vimentin VIME_HUMAN 53,653 11 13 22 21.90% LGDLYEEEMR 146 155 44.2 25.0 38.2 2 0 0 1,270.5622
J_10 Vimentin VIME_HUMAN 53,653 11 13 22 21.90% DNLAEDIMR 176 184 31.1 25.0 25.5 3 0 0 1,092.4992
J_10 Vimentin VIME_HUMAN 53,653 11 13 22 21.90% EEAENTLQSFR 197 207 64.2 25.9 56.2 2 0 0 1,323.6175
J_10 Vimentin VIME_HUMAN 53,653 11 13 22 21.90% FADLSEAANR 295 304 66.9 27.5 52.5 2 0 0 1,093.5272
J_10 Vimentin VIME_HUMAN 53,653 11 13 22 21.90% EYQDLLNVK 382 390 24.1 28.4 10.7 2 0 0 1,121.5838
J_10 Vimentin VIME_HUMAN 53,653 11 13 22 21.90% MALDIEIATYR 391 401 57.4 27.4 44.2 2 0 0 1,311.6615
J_10 Vimentin VIME_HUMAN 53,653 11 13 22 21.90% ETNLDSLPLVDTHSK 425 439 40.3 27.3 36.0 1 0 0 1,668.8441
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% SLYASSPGGVYATR 51 64 57.6 26.6 49.4 2 0 0 1,428.7117
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% TNEKVELQELNDR 101 113 26.2 27.9 26.2 1 2 0 1,587.7974
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% VELQELNDR 105 113 25.0 26.7 16.5 2 0 0 1,115.5692
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% ILLAELEQLK 130 139 68.8 25.0 25.1 2 0 0 1,169.7142
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% ILLAELEQLKGQGK 130 143 63.5 25.0 51.3 2 1 0 1,539.9108
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% LGDLYEEEMR 146 155 49.0 25.0 44.4 2 0 0 1,270.5622
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% EEAENTLQSFR 197 207 49.0 25.7 41.0 4 0 0 1,323.6175
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% VESLQEEIAFLK 224 235 91.1 27.3 65.3 2 0 0 1,405.7574
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% NLQEAEEWYK 283 292 49.5 25.7 49.5 2 0 0 1,309.6059
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% FADLSEAANR 295 304 74.7 27.5 58.1 3 0 0 1,093.5272
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% QVQSLTCEVDALK 322 334 25.2 28.7 20.9 1 0 0 1,490.7521
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% ETNLDSLPLVDTHSK 425 439 54.1 27.4 45.7 2 0 0 1,668.8441
J_11 Vimentin VIME_HUMAN 53,653 13 15 30 29.60% DGQVINETSQHHDDLE 451 466 59.5 25.0 58.8 2 0 0 1,836.7997
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% TYSLGSALRPSTSR 37 50 21.4 27.7 11.9 0 2 0 1,495.7863
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% SLYASSPGGVYATR 51 64 70.8 26.7 51.3 2 0 0 1,428.7117
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% TNEKVELQELNDR 101 113 56.5 28.2 49.8 2 2 0 1,587.7974
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% VELQELNDR 105 113 48.5 26.8 29.4 2 0 0 1,115.5692
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% ILLAELEQLK 130 139 67.1 25.0 34.6 2 0 0 1,169.7142
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% ILLAELEQLKGQGK 130 143 59.8 25.0 59.8 2 2 0 1,539.9108



J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% LGDLYEEEMR 146 155 54.3 25.0 51.6 2 0 0 1,270.5622
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% DNLAEDIMR 176 184 37.7 25.0 24.8 2 0 0 1,092.4992
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% EEAENTLQSFR 197 207 32.1 25.9 32.1 1 0 0 1,323.6175
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% KVESLQEEIAFLK 223 235 59.3 25.8 52.2 1 0 0 1,533.8524
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% NLQEAEEWYK 283 292 35.5 25.5 35.5 2 0 0 1,309.6059
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% FADLSEAANR 295 304 61.1 27.5 46.5 2 0 0 1,093.5272
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% EYQDLLNVK 382 390 30.4 28.7 11.5 1 0 0 1,121.5838
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% ETNLDSLPLVDTHSK 425 439 56.9 27.8 50.0 2 1 0 1,668.8441
J_12 Vimentin VIME_HUMAN 53,653 15 18 32 33.90% DGQVINETSQHHDDLE 451 466 42.4 25.0 40.2 2 0 0 1,836.7997
J_13 Vimentin VIME_HUMAN 53,653 12 16 28 29.00% TYSLGSALRPSTSR 37 50 29.7 27.8 20.9 2 1 0 1,495.7863
J_13 Vimentin VIME_HUMAN 53,653 12 16 28 29.00% TNEKVELQELNDR 101 113 57.2 28.2 46.2 2 0 0 1,587.7974
J_13 Vimentin VIME_HUMAN 53,653 12 16 28 29.00% VELQELNDR 105 113 54.7 26.8 46.3 2 0 0 1,115.5692
J_13 Vimentin VIME_HUMAN 53,653 12 16 28 29.00% ILLAELEQLKGQGK 130 143 61.9 25.0 58.9 2 2 0 1,539.9108
J_13 Vimentin VIME_HUMAN 53,653 12 16 28 29.00% LGDLYEEEMR 146 155 37.5 25.0 35.1 2 0 0 1,270.5622
J_13 Vimentin VIME_HUMAN 53,653 12 16 28 29.00% DNLAEDIMR 176 184 24.3 25.0 20.1 1 0 0 1,092.4992
J_13 Vimentin VIME_HUMAN 53,653 12 16 28 29.00% EEAENTLQSFR 197 207 53.1 26.0 44.8 2 0 0 1,323.6175
J_13 Vimentin VIME_HUMAN 53,653 12 16 28 29.00% KVESLQEEIAFLK 223 235 65.2 26.2 56.1 2 0 0 1,533.8524
J_13 Vimentin VIME_HUMAN 53,653 12 16 28 29.00% NLQEAEEWYK 283 292 41.1 25.8 41.1 2 0 0 1,309.6059
J_13 Vimentin VIME_HUMAN 53,653 12 16 28 29.00% FADLSEAANR 295 304 62.5 27.5 48.7 2 0 0 1,093.5272
J_13 Vimentin VIME_HUMAN 53,653 12 16 28 29.00% ETNLDSLPLVDTHSK 425 439 61.0 27.4 51.5 2 1 0 1,668.8441
J_13 Vimentin VIME_HUMAN 53,653 12 16 28 29.00% DGQVINETSQHHDDLE 451 466 29.0 25.0 28.3 2 1 0 1,836.7997
J_14 Vimentin VIME_HUMAN 53,653 4 4 8 9.23% VELQELNDR 105 113 36.0 26.8 22.7 2 0 0 1,115.5692
J_14 Vimentin VIME_HUMAN 53,653 4 4 8 9.23% EEAENTLQSFR 197 207 38.6 26.0 30.7 2 0 0 1,323.6175
J_14 Vimentin VIME_HUMAN 53,653 4 4 8 9.23% FADLSEAANR 295 304 47.9 27.5 24.4 2 0 0 1,093.5272
J_14 Vimentin VIME_HUMAN 53,653 4 4 8 9.23% QVQSLTCEVDALK 322 334 37.5 28.7 25.9 2 0 0 1,490.7521
J_15 Vimentin VIME_HUMAN 53,653 2 2 3 4.51% EEAENTLQSFR 197 207 38.0 26.0 35.1 1 0 0 1,323.6175
J_15 Vimentin VIME_HUMAN 53,653 2 2 3 4.51% FADLSEAANR 295 304 39.2 27.5 25.6 2 0 0 1,093.5272
J_17 Vimentin VIME_HUMAN 53,653 6 6 11 12.70% VELQELNDR 105 113 39.3 26.8 34.1 2 0 0 1,115.5692
J_17 Vimentin VIME_HUMAN 53,653 6 6 11 12.70% ILLAELEQLK 130 139 65.3 25.0 39.6 2 0 0 1,169.7142
J_17 Vimentin VIME_HUMAN 53,653 6 6 11 12.70% EEAENTLQSFR 197 207 33.5 25.7 29.0 2 0 0 1,323.6175
J_17 Vimentin VIME_HUMAN 53,653 6 6 11 12.70% NLQEAEEWYK 283 292 22.8 25.5 22.0 2 0 0 1,309.6059
J_17 Vimentin VIME_HUMAN 53,653 6 6 11 12.70% FADLSEAANR 295 304 42.7 27.5 30.7 2 0 0 1,093.5272
J_17 Vimentin VIME_HUMAN 53,653 6 6 11 12.70% EYQDLLNVK 382 390 22.8 28.4 6.7 1 0 0 1,121.5838
J_18 Vimentin VIME_HUMAN 53,653 6 6 7 13.50% ILLAELEQLK 130 139 58.9 25.0 41.5 1 0 0 1,169.7142
J_18 Vimentin VIME_HUMAN 53,653 6 6 7 13.50% EEAENTLQSFR 197 207 44.1 25.9 31.5 2 0 0 1,323.6175
J_18 Vimentin VIME_HUMAN 53,653 6 6 7 13.50% NLQEAEEWYK 283 292 28.3 25.8 28.3 1 0 0 1,309.6059
J_18 Vimentin VIME_HUMAN 53,653 6 6 7 13.50% FADLSEAANR 295 304 44.7 27.5 28.2 1 0 0 1,093.5272
J_18 Vimentin VIME_HUMAN 53,653 6 6 7 13.50% QVQSLTCEVDALK 322 334 31.1 28.7 21.1 1 0 0 1,490.7521
J_18 Vimentin VIME_HUMAN 53,653 6 6 7 13.50% EYQDLLNVK 382 390 23.3 28.4 12.3 1 0 0 1,121.5838
J_19 Vimentin VIME_HUMAN 53,653 6 6 11 14.40% SLYASSPGGVYATR 51 64 48.8 26.9 41.8 2 0 0 1,428.7117
J_19 Vimentin VIME_HUMAN 53,653 6 6 11 14.40% VELQELNDR 105 113 39.2 26.9 29.6 2 0 0 1,115.5692
J_19 Vimentin VIME_HUMAN 53,653 6 6 11 14.40% ILLAELEQLK 130 139 51.5 25.0 25.5 2 0 0 1,169.7142
J_19 Vimentin VIME_HUMAN 53,653 6 6 11 14.40% EEAENTLQSFR 197 207 38.9 25.9 32.4 2 0 0 1,323.6175
J_19 Vimentin VIME_HUMAN 53,653 6 6 11 14.40% FADLSEAANR 295 304 57.2 27.5 46.5 2 0 0 1,093.5272
J_19 Vimentin VIME_HUMAN 53,653 6 6 11 14.40% QVQSLTCEVDALK 322 334 24.4 28.7 14.1 1 0 0 1,490.7521
J_20 Vimentin VIME_HUMAN 53,653 2 2 4 4.51% EEAENTLQSFR 197 207 27.2 25.9 21.4 2 0 0 1,323.6175
J_20 Vimentin VIME_HUMAN 53,653 2 2 4 4.51% FADLSEAANR 295 304 38.8 27.5 21.8 2 0 0 1,093.5272
K_01 Vimentin VIME_HUMAN 53,653 2 2 4 6.01% TYSLGSALRPSTSR 37 50 31.7 28.1 28.2 0 2 0 1,495.7863
K_01 Vimentin VIME_HUMAN 53,653 2 2 4 6.01% SLYASSPGGVYATR 51 64 83.7 26.8 67.2 2 0 0 1,428.7117
K_04 Vimentin VIME_HUMAN 53,653 6 6 10 15.90% VELQELNDR 105 113 24.1 26.7 15.0 2 0 0 1,115.5692
K_04 Vimentin VIME_HUMAN 53,653 6 6 10 15.90% DNLAEDIMR 176 184 29.0 25.0 22.5 2 0 0 1,092.4992
K_04 Vimentin VIME_HUMAN 53,653 6 6 10 15.90% KVESLQEEIAFLKK 223 236 30.2 25.0 27.8 0 2 0 1,661.9474
K_04 Vimentin VIME_HUMAN 53,653 6 6 10 15.90% FADLSEAANRNNDALR 295 310 34.2 27.3 26.2 0 1 0 1,776.8623
K_04 Vimentin VIME_HUMAN 53,653 6 6 10 15.90% MALDIEIATYR 391 401 48.0 27.4 32.6 2 0 0 1,311.6615
K_04 Vimentin VIME_HUMAN 53,653 6 6 10 15.90% ETNLDSLPLVDTHSK 425 439 59.7 27.4 59.7 1 0 0 1,668.8441
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% SLYASSPGGVYATR 51 64 55.1 26.9 44.3 2 0 0 1,428.7117
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% TNEKVELQELNDR 101 113 42.5 27.8 39.4 2 1 0 1,587.7974
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% VELQELNDR 105 113 48.2 27.0 38.5 2 0 0 1,115.5692
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% ILLAELEQLK 130 139 69.2 25.0 25.2 2 0 0 1,169.7142
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% ILLAELEQLKGQGK 130 143 79.7 25.0 63.5 2 2 0 1,539.9108
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% LGDLYEEEMR 146 155 31.7 25.0 26.0 1 0 0 1,270.5622
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% VEVERDNLAEDIMR 171 184 43.3 27.1 40.7 2 3 0 1,704.8223
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% DNLAEDIMR 176 184 38.9 25.2 28.4 4 0 0 1,076.5042
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% KVESLQEEIAFLK 223 235 89.4 27.1 77.2 2 0 0 1,533.8524
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% FADLSEAANR 295 304 65.0 27.8 48.8 3 0 0 1,093.5272
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% FADLSEAANRNNDALR 295 310 46.6 27.3 35.4 2 2 0 1,776.8623
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% QVQSLTCEVDALK 322 334 52.7 28.3 44.6 2 0 0 1,490.7521
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% LQDEIQNMKEEMAR 365 378 19.6 25.0 17.2 0 1 0 1,766.8050
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% EYQDLLNVK 382 390 44.2 29.4 27.5 2 0 0 1,121.5838
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% ETNLDSLPLVDTHSK 425 439 49.6 27.6 37.8 2 0 0 1,668.8441
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% ETNLDSLPLVDTHSKR 425 440 45.7 27.6 40.4 2 0 0 1,824.9452
K_05 Vimentin VIME_HUMAN 53,653 17 23 43 34.80% DGQVINETSQHHDDLE 451 466 37.8 25.0 35.9 2 0 0 1,836.7997
K_06 Vimentin VIME_HUMAN 53,653 12 17 29 26.00% SLYASSPGGVYATR 51 64 69.8 26.9 52.3 2 0 0 1,428.7117
K_06 Vimentin VIME_HUMAN 53,653 12 17 29 26.00% TNEKVELQELNDR 101 113 32.6 27.8 29.3 2 0 0 1,587.7974
K_06 Vimentin VIME_HUMAN 53,653 12 17 29 26.00% ILLAELEQLK 130 139 61.8 25.0 30.6 2 0 0 1,169.7142
K_06 Vimentin VIME_HUMAN 53,653 12 17 29 26.00% ILLAELEQLKGQGK 130 143 61.2 25.0 51.4 2 1 0 1,539.9108
K_06 Vimentin VIME_HUMAN 53,653 12 17 29 26.00% LGDLYEEEMR 146 155 32.8 25.0 32.8 2 0 0 1,270.5622
K_06 Vimentin VIME_HUMAN 53,653 12 17 29 26.00% VEVERDNLAEDIMR 171 184 28.9 27.6 21.7 1 1 0 1,704.8223
K_06 Vimentin VIME_HUMAN 53,653 12 17 29 26.00% DNLAEDIMR 176 184 33.5 25.0 21.0 3 0 0 1,092.4992
K_06 Vimentin VIME_HUMAN 53,653 12 17 29 26.00% FADLSEAANR 295 304 50.9 27.8 34.7 2 0 0 1,093.5272
K_06 Vimentin VIME_HUMAN 53,653 12 17 29 26.00% FADLSEAANRNNDALR 295 310 49.4 27.2 37.0 2 2 0 1,776.8623
K_06 Vimentin VIME_HUMAN 53,653 12 17 29 26.00% EYQDLLNVK 382 390 40.1 28.7 24.5 2 0 0 1,121.5838
K_06 Vimentin VIME_HUMAN 53,653 12 17 29 26.00% ETNLDSLPLVDTHSK 425 439 43.3 27.4 36.8 2 0 0 1,668.8441
K_06 Vimentin VIME_HUMAN 53,653 12 17 29 26.00% DGQVINETSQHHDDLE 451 466 30.5 25.0 21.2 2 1 0 1,836.7997
K_07 Vimentin VIME_HUMAN 53,653 9 11 21 19.30% SLYASSPGGVYATR 51 64 71.3 26.9 50.5 2 0 0 1,428.7117
K_07 Vimentin VIME_HUMAN 53,653 9 11 21 19.30% TNEKVELQELNDR 101 113 41.7 27.8 35.2 2 2 0 1,587.7974
K_07 Vimentin VIME_HUMAN 53,653 9 11 21 19.30% VELQELNDR 105 113 26.9 26.7 18.5 2 0 0 1,115.5692
K_07 Vimentin VIME_HUMAN 53,653 9 11 21 19.30% ILLAELEQLK 130 139 68.7 25.0 25.2 2 0 0 1,169.7142
K_07 Vimentin VIME_HUMAN 53,653 9 11 21 19.30% ILLAELEQLKGQGK 130 143 58.6 25.0 49.8 2 2 0 1,539.9108
K_07 Vimentin VIME_HUMAN 53,653 9 11 21 19.30% LGDLYEEEMR 146 155 35.9 25.0 35.9 2 0 0 1,270.5622
K_07 Vimentin VIME_HUMAN 53,653 9 11 21 19.30% VEVERDNLAEDIMR 171 184 20.3 27.3 15.1 0 1 0 1,704.8223
K_07 Vimentin VIME_HUMAN 53,653 9 11 21 19.30% EEAENTLQSFR 197 207 50.5 25.5 44.9 2 0 0 1,323.6175
K_07 Vimentin VIME_HUMAN 53,653 9 11 21 19.30% KVESLQEEIAFLKK 223 236 35.3 25.0 29.4 0 2 0 1,661.9474
K_08 Vimentin VIME_HUMAN 53,653 9 9 16 19.30% TYSLGSALRPSTSR 37 50 19.1 28.1 17.3 0 2 0 1,495.7863
K_08 Vimentin VIME_HUMAN 53,653 9 9 16 19.30% SLYASSPGGVYATR 51 64 76.7 26.8 68.3 2 0 0 1,428.7117
K_08 Vimentin VIME_HUMAN 53,653 9 9 16 19.30% TNEKVELQELNDR 101 113 32.0 27.8 24.5 0 2 0 1,587.7974
K_08 Vimentin VIME_HUMAN 53,653 9 9 16 19.30% VELQELNDR 105 113 44.3 26.7 36.3 1 0 0 1,115.5692
K_08 Vimentin VIME_HUMAN 53,653 9 9 16 19.30% ILLAELEQLK 130 139 56.3 25.0 24.7 2 0 0 1,169.7142
K_08 Vimentin VIME_HUMAN 53,653 9 9 16 19.30% ILLAELEQLKGQGK 130 143 40.7 25.0 35.7 2 0 0 1,539.9108
K_08 Vimentin VIME_HUMAN 53,653 9 9 16 19.30% VEVERDNLAEDIMR 171 184 25.7 27.3 17.7 0 1 0 1,704.8223
K_08 Vimentin VIME_HUMAN 53,653 9 9 16 19.30% EEAENTLQSFR 197 207 54.5 25.8 46.7 2 0 0 1,323.6175
K_08 Vimentin VIME_HUMAN 53,653 9 9 16 19.30% NLQEAEEWYK 283 292 36.8 25.3 36.8 2 0 0 1,309.6059
K_09 Vimentin VIME_HUMAN 53,653 9 11 21 21.20% SLYASSPGGVYATR 51 64 21.9 26.9 18.6 1 0 0 1,428.7117
K_09 Vimentin VIME_HUMAN 53,653 9 11 21 21.20% TNEKVELQELNDR 101 113 42.6 27.8 36.4 2 0 0 1,587.7974
K_09 Vimentin VIME_HUMAN 53,653 9 11 21 21.20% ILLAELEQLK 130 139 71.6 25.0 38.0 2 0 0 1,169.7142
K_09 Vimentin VIME_HUMAN 53,653 9 11 21 21.20% ILLAELEQLKGQGK 130 143 53.8 25.0 53.6 2 2 0 1,539.9108
K_09 Vimentin VIME_HUMAN 53,653 9 11 21 21.20% DNLAEDIMR 176 184 27.5 25.4 18.6 4 0 0 1,076.5042
K_09 Vimentin VIME_HUMAN 53,653 9 11 21 21.20% EEAENTLQSFR 197 207 41.0 25.7 35.2 2 0 0 1,323.6175
K_09 Vimentin VIME_HUMAN 53,653 9 11 21 21.20% FADLSEAANRNNDALR 295 310 48.5 27.3 35.7 0 2 0 1,776.8623
K_09 Vimentin VIME_HUMAN 53,653 9 11 21 21.20% QVQSLTCEVDALK 322 334 54.7 28.5 44.4 2 0 0 1,490.7521
K_09 Vimentin VIME_HUMAN 53,653 9 11 21 21.20% EYQDLLNVK 382 390 31.4 28.3 11.1 2 0 0 1,121.5838
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% TNEKVELQELNDR 101 113 41.7 28.0 31.9 2 2 0 1,587.7974



K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% VELQELNDR 105 113 40.0 26.7 30.5 1 0 0 1,115.5692
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% ILLAELEQLK 130 139 64.6 25.0 33.8 2 0 0 1,169.7142
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% ILLAELEQLKGQGK 130 143 66.2 25.0 58.0 2 4 0 1,539.9108
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% LGDLYEEEMR 146 155 34.8 25.0 34.8 2 0 0 1,270.5622
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% VEVERDNLAEDIMR 171 184 45.2 27.3 39.5 2 2 0 1,704.8223
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% DNLAEDIMR 176 184 40.5 25.4 22.5 4 0 0 1,076.5042
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% EEAENTLQSFR 197 207 54.0 25.7 53.4 2 0 0 1,323.6175
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% KVESLQEEIAFLK 223 235 74.7 26.4 59.6 2 0 0 1,533.8524
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% KVESLQEEIAFLKK 223 236 56.7 25.0 53.5 0 2 0 1,661.9474
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% NLQEAEEWYK 283 292 32.6 25.1 32.6 4 0 0 1,309.6059
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% FADLSEAANR 295 304 54.7 27.8 43.2 2 0 0 1,093.5272
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% FADLSEAANRNNDALR 295 310 35.7 27.3 23.4 1 0 0 1,776.8623
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% QVQSLTCEVDALKGTNESLER 322 342 52.3 27.3 50.0 0 1 0 2,377.1666
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% HLREYQDLLNVK 379 390 23.3 27.5 12.5 0 1 0 1,527.8279
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% MALDIEIATYR 391 401 31.3 27.6 26.6 1 0 0 1,311.6615
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% ETNLDSLPLVDTHSK 425 439 52.8 27.4 44.2 2 0 0 1,668.8441
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% ETNLDSLPLVDTHSKR 425 440 48.2 27.5 42.7 2 0 0 1,824.9452
K_10 Vimentin VIME_HUMAN 53,653 19 24 47 38.20% DGQVINETSQHHDDLE 451 466 37.3 25.0 37.3 2 2 0 1,836.7997
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% SLYASSPGGVYATR 51 64 66.5 26.8 45.6 2 0 0 1,428.7117
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% TNEKVELQELNDR 101 113 33.1 27.6 18.0 2 4 0 1,587.7974
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% VELQELNDR 105 113 42.2 26.7 31.6 2 0 0 1,115.5692
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% FANYIDKVR 114 122 48.2 27.6 38.0 1 0 0 1,125.6051
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% ILLAELEQLK 130 139 71.8 25.0 38.1 5 0 0 1,169.7142
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% ILLAELEQLKGQGK 130 143 67.2 25.0 64.6 2 3 0 1,539.9108
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% LGDLYEEEMR 146 155 47.8 25.0 38.9 2 0 0 1,270.5622
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% DNLAEDIMR 176 184 30.8 25.0 25.6 1 0 0 1,092.4992
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% EEAENTLQSFR 197 207 41.1 25.7 34.9 7 0 0 1,323.6175
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% QDVDNASLAR 208 217 34.9 27.4 23.5 1 0 0 1,088.5331
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% KVESLQEEIAFLK 223 235 94.6 26.4 86.5 2 0 0 1,533.8524
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% KVESLQEEIAFLKK 223 236 78.6 25.0 74.7 2 0 0 1,661.9474
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% VESLQEEIAFLK 224 235 64.3 28.3 41.2 2 0 0 1,405.7574
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% VESLQEEIAFLKK 224 236 42.7 26.5 35.2 1 0 0 1,533.8524
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% NLQEAEEWYK 283 292 42.9 25.3 42.9 6 0 0 1,309.6059
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% FADLSEAANR 295 304 51.1 27.8 32.4 7 0 0 1,093.5272
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% FADLSEAANRNNDALR 295 310 34.8 27.3 18.5 0 1 0 1,776.8623
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% RQVQSLTCEVDALK 321 334 19.7 28.4 5.4 0 1 0 1,646.8532
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% QVQSLTCEVDALK 322 334 63.0 28.3 44.2 3 0 0 1,490.7521
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% QVQSLTCEVDALKGTNESLER 322 342 32.8 27.3 31.4 0 2 0 2,377.1666
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% HLREYQDLLNVK 379 390 24.0 27.6 8.2 0 2 0 1,527.8279
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% EYQDLLNVK 382 390 29.6 29.2 13.8 2 0 0 1,121.5838
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% ETNLDSLPLVDTHSK 425 439 56.8 27.6 47.4 3 1 0 1,668.8441
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% ETNLDSLPLVDTHSKR 425 440 60.2 27.5 56.5 2 0 0 1,824.9452
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% TVETRDGQVINETSQHHDDLE 446 466 43.1 25.0 37.6 0 2 0 2,423.1072
K_11 Vimentin VIME_HUMAN 53,653 26 30 75 43.10% DGQVINETSQHHDDLE 451 466 40.3 25.0 38.9 2 2 0 1,836.7997
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% SLYASSPGGVYATR 51 64 86.0 26.8 64.6 2 0 0 1,428.7117
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% TNEKVELQELNDR 101 113 63.1 28.0 48.1 2 4 0 1,587.7974
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% FANYIDKVR 114 122 61.2 27.3 53.6 2 0 0 1,125.6051
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% ILLAELEQLK 130 139 66.4 25.0 34.7 3 0 0 1,169.7142
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% ILLAELEQLKGQGK 130 143 80.2 25.0 71.9 4 3 0 1,539.9108
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% LGDLYEEEMR 146 155 53.0 25.0 53.0 2 0 0 1,270.5622
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% VEVERDNLAEDIMR 171 184 42.5 27.3 38.6 2 0 0 1,704.8223
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% DNLAEDIMR 176 184 40.3 25.0 32.6 2 0 0 1,092.4992
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% EEAENTLQSFR 197 207 42.7 25.4 35.6 4 0 0 1,323.6175
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% KVESLQEEIAFLK 223 235 92.3 26.5 82.1 2 0 0 1,533.8524
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% KVESLQEEIAFLKK 223 236 49.5 25.0 46.9 0 2 0 1,661.9474
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% NLQEAEEWYK 283 292 24.5 25.3 23.2 3 0 0 1,309.6059
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% FADLSEAANR 295 304 60.6 27.8 40.5 6 0 0 1,093.5272
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% FADLSEAANRNNDALR 295 310 44.6 27.3 34.3 1 2 0 1,776.8623
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% QVQSLTCEVDALK 322 334 47.2 28.4 34.9 2 2 0 1,490.7521
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% QVQSLTCEVDALKGTNESLER 322 342 28.7 27.3 23.6 0 2 0 2,377.1666
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% ETNLDSLPLVDTHSK 425 439 60.8 27.5 52.8 2 1 0 1,668.8441
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% ETNLDSLPLVDTHSKR 425 440 50.5 27.5 47.6 2 0 0 1,824.9452
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% TVETRDGQVINETSQHHDDLE 446 466 48.5 25.0 41.9 0 2 0 2,423.1072
K_12 Vimentin VIME_HUMAN 53,653 20 25 61 39.30% DGQVINETSQHHDDLE 451 466 31.7 25.0 29.8 2 0 0 1,836.7997
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% MFGGPGTASRPSSSR 14 28 38.3 25.0 27.5 0 3 0 1,510.7068
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% TYSLGSALRPSTSR 37 50 39.5 28.4 33.7 1 1 0 1,495.7863
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% SLYASSPGGVYATR 51 64 46.0 26.9 40.8 2 0 0 1,428.7117
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% TNEKVELQELNDR 101 113 51.6 27.6 46.3 2 2 0 1,587.7974
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% FANYIDKVR 114 122 57.5 27.6 43.3 2 0 0 1,125.6051
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% ILLAELEQLKGQGK 130 143 70.3 25.0 63.5 2 0 0 1,539.9108
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% LGDLYEEEMR 146 155 47.8 25.0 46.3 2 0 0 1,270.5622
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% VEVERDNLAEDIMR 171 184 27.6 27.4 25.0 2 0 0 1,704.8223
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% EEAENTLQSFR 197 207 53.1 25.5 47.3 5 0 0 1,323.6175
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% KVESLQEEIAFLK 223 235 88.8 26.5 85.4 2 0 0 1,533.8524
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% KVESLQEEIAFLKK 223 236 49.5 25.0 46.4 0 2 0 1,661.9474
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% NLQEAEEWYK 283 292 41.8 25.3 41.8 3 0 0 1,309.6059
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% FADLSEAANR 295 304 68.4 27.6 50.9 2 0 0 1,093.5272
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% FADLSEAANRNNDALR 295 310 54.5 27.3 45.9 2 2 0 1,776.8623
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% QVQSLTCEVDALK 322 334 66.1 28.3 50.8 2 0 0 1,490.7521
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% QVQSLTCEVDALKGTNESLER 322 342 24.1 27.3 23.6 0 2 0 2,377.1666
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% EYQDLLNVK 382 390 34.8 29.2 28.9 1 0 0 1,121.5838
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% ETNLDSLPLVDTHSK 425 439 74.1 27.4 62.6 2 0 0 1,668.8441
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% ETNLDSLPLVDTHSKR 425 440 54.7 27.6 46.7 2 1 0 1,824.9452
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% TVETRDGQVINETSQHHDDLE 446 466 41.3 25.0 35.0 0 1 0 2,423.1072
K_13 Vimentin VIME_HUMAN 53,653 21 26 51 47.40% DGQVINETSQHHDDLE 451 466 43.6 25.0 41.7 2 1 0 1,836.7997
K_14 Vimentin VIME_HUMAN 53,653 6 7 11 15.00% TNEKVELQELNDR 101 113 30.3 27.8 19.0 0 2 0 1,587.7974
K_14 Vimentin VIME_HUMAN 53,653 6 7 11 15.00% ILLAELEQLKGQGK 130 143 55.7 25.0 46.6 2 2 0 1,539.9108
K_14 Vimentin VIME_HUMAN 53,653 6 7 11 15.00% EEAENTLQSFR 197 207 41.6 25.7 36.4 1 0 0 1,323.6175
K_14 Vimentin VIME_HUMAN 53,653 6 7 11 15.00% FADLSEAANR 295 304 42.1 27.8 35.3 2 0 0 1,093.5272
K_14 Vimentin VIME_HUMAN 53,653 6 7 11 15.00% QVQSLTCEVDALK 322 334 22.5 28.3 15.4 1 0 0 1,490.7521
K_14 Vimentin VIME_HUMAN 53,653 6 7 11 15.00% EYQDLLNVK 382 390 21.4 28.3 8.7 1 0 0 1,121.5838
K_15 Vimentin VIME_HUMAN 53,653 7 7 14 12.40% TNEKVELQELNDR 101 113 27.1 27.8 14.1 0 2 0 1,587.7974
K_15 Vimentin VIME_HUMAN 53,653 7 7 14 12.40% VELQELNDR 105 113 37.2 26.7 30.3 2 0 0 1,115.5692
K_15 Vimentin VIME_HUMAN 53,653 7 7 14 12.40% ILLAELEQLK 130 139 65.1 25.0 22.0 2 0 0 1,169.7142
K_15 Vimentin VIME_HUMAN 53,653 7 7 14 12.40% ILLAELEQLKGQGK 130 143 21.7 25.0 7.6 0 2 0 1,539.9108
K_15 Vimentin VIME_HUMAN 53,653 7 7 14 12.40% EEAENTLQSFR 197 207 52.2 25.4 47.2 2 0 0 1,323.6175
K_15 Vimentin VIME_HUMAN 53,653 7 7 14 12.40% NLQEAEEWYK 283 292 29.4 25.3 29.4 2 0 0 1,309.6059
K_15 Vimentin VIME_HUMAN 53,653 7 7 14 12.40% FADLSEAANR 295 304 61.5 27.8 52.4 2 0 0 1,093.5272
K_16 Vimentin VIME_HUMAN 53,653 7 8 14 16.10% SLYASSPGGVYATR 51 64 32.3 26.8 21.3 1 0 0 1,428.7117
K_16 Vimentin VIME_HUMAN 53,653 7 8 14 16.10% TNEKVELQELNDR 101 113 62.9 27.8 57.6 1 2 0 1,587.7974
K_16 Vimentin VIME_HUMAN 53,653 7 8 14 16.10% ILLAELEQLK 130 139 61.5 25.0 23.2 2 0 0 1,169.7142
K_16 Vimentin VIME_HUMAN 53,653 7 8 14 16.10% ILLAELEQLKGQGK 130 143 26.6 25.0 17.0 0 2 0 1,539.9108
K_16 Vimentin VIME_HUMAN 53,653 7 8 14 16.10% EEAENTLQSFR 197 207 49.1 25.8 43.2 2 0 0 1,323.6175
K_16 Vimentin VIME_HUMAN 53,653 7 8 14 16.10% FADLSEAANR 295 304 80.7 27.8 60.9 2 0 0 1,093.5272
K_16 Vimentin VIME_HUMAN 53,653 7 8 14 16.10% QVQSLTCEVDALK 322 334 27.9 28.5 23.1 2 0 0 1,490.7521
K_17 Vimentin VIME_HUMAN 53,653 11 12 23 23.40% SLYASSPGGVYATR 51 64 59.1 26.5 53.1 2 0 0 1,428.7117
K_17 Vimentin VIME_HUMAN 53,653 11 12 23 23.40% TNEKVELQELNDR 101 113 53.0 28.0 39.4 2 2 0 1,587.7974
K_17 Vimentin VIME_HUMAN 53,653 11 12 23 23.40% VELQELNDR 105 113 42.6 26.7 33.8 2 0 0 1,115.5692
K_17 Vimentin VIME_HUMAN 53,653 11 12 23 23.40% ILLAELEQLK 130 139 69.1 25.0 35.3 2 0 0 1,169.7142
K_17 Vimentin VIME_HUMAN 53,653 11 12 23 23.40% ILLAELEQLKGQGK 130 143 34.1 25.0 26.3 0 2 0 1,539.9108
K_17 Vimentin VIME_HUMAN 53,653 11 12 23 23.40% DNLAEDIMR 176 184 16.9 25.0 11.1 1 0 0 1,092.4992
K_17 Vimentin VIME_HUMAN 53,653 11 12 23 23.40% EEAENTLQSFR 197 207 55.1 25.7 55.1 2 0 0 1,323.6175



K_17 Vimentin VIME_HUMAN 53,653 11 12 23 23.40% FADLSEAANR 295 304 51.5 27.1 44.0 2 0 0 1,093.5272
K_17 Vimentin VIME_HUMAN 53,653 11 12 23 23.40% QVQSLTCEVDALK 322 334 46.4 28.5 29.9 2 0 0 1,490.7521
K_17 Vimentin VIME_HUMAN 53,653 11 12 23 23.40% EYQDLLNVK 382 390 27.6 28.3 14.0 2 0 0 1,121.5838
K_17 Vimentin VIME_HUMAN 53,653 11 12 23 23.40% DGQVINETSQHHDDLE 451 466 33.1 25.0 25.0 2 0 0 1,836.7997
K_18 Vimentin VIME_HUMAN 53,653 12 14 24 26.80% SLYASSPGGVYATR 51 64 74.3 26.8 61.2 2 0 0 1,428.7117
K_18 Vimentin VIME_HUMAN 53,653 12 14 24 26.80% TNEKVELQELNDR 101 113 41.7 27.9 40.6 2 1 0 1,587.7974
K_18 Vimentin VIME_HUMAN 53,653 12 14 24 26.80% FANYIDKVR 114 122 29.8 27.3 22.5 2 0 0 1,125.6051
K_18 Vimentin VIME_HUMAN 53,653 12 14 24 26.80% ILLAELEQLK 130 139 62.3 25.0 36.7 1 0 0 1,169.7142
K_18 Vimentin VIME_HUMAN 53,653 12 14 24 26.80% ILLAELEQLKGQGK 130 143 35.6 25.0 25.0 0 2 0 1,539.9108
K_18 Vimentin VIME_HUMAN 53,653 12 14 24 26.80% EEAENTLQSFR 197 207 60.5 25.7 53.0 2 0 0 1,323.6175
K_18 Vimentin VIME_HUMAN 53,653 12 14 24 26.80% NLQEAEEWYK 283 292 35.2 25.3 28.9 2 0 0 1,309.6059
K_18 Vimentin VIME_HUMAN 53,653 12 14 24 26.80% FADLSEAANR 295 304 26.3 27.5 26.3 2 0 0 1,093.5272
K_18 Vimentin VIME_HUMAN 53,653 12 14 24 26.80% FADLSEAANRNNDALR 295 310 38.9 27.2 28.1 0 2 0 1,776.8623
K_18 Vimentin VIME_HUMAN 53,653 12 14 24 26.80% QVQSLTCEVDALK 322 334 32.1 28.9 20.2 2 0 0 1,490.7521
K_18 Vimentin VIME_HUMAN 53,653 12 14 24 26.80% EYQDLLNVK 382 390 36.4 28.3 23.1 2 0 0 1,121.5838
K_18 Vimentin VIME_HUMAN 53,653 12 14 24 26.80% DGQVINETSQHHDDLE 451 466 28.6 25.0 28.6 1 1 0 1,836.7997
K_19 Vimentin VIME_HUMAN 53,653 10 11 20 21.00% TYSLGSALRPSTSR 37 50 30.2 28.1 27.5 0 1 0 1,495.7863
K_19 Vimentin VIME_HUMAN 53,653 10 11 20 21.00% SLYASSPGGVYATR 51 64 53.4 26.7 44.8 2 0 0 1,428.7117
K_19 Vimentin VIME_HUMAN 53,653 10 11 20 21.00% TNEKVELQELNDR 101 113 39.7 28.0 33.6 2 2 0 1,587.7974
K_19 Vimentin VIME_HUMAN 53,653 10 11 20 21.00% VELQELNDR 105 113 29.0 26.7 24.9 2 0 0 1,115.5692
K_19 Vimentin VIME_HUMAN 53,653 10 11 20 21.00% ILLAELEQLK 130 139 63.2 25.0 30.2 2 0 0 1,169.7142
K_19 Vimentin VIME_HUMAN 53,653 10 11 20 21.00% ILLAELEQLKGQGK 130 143 33.7 25.0 22.3 0 1 0 1,539.9108
K_19 Vimentin VIME_HUMAN 53,653 10 11 20 21.00% EEAENTLQSFR 197 207 52.5 25.8 47.1 2 0 0 1,323.6175
K_19 Vimentin VIME_HUMAN 53,653 10 11 20 21.00% FADLSEAANR 295 304 43.2 27.8 30.6 2 0 0 1,093.5272
K_19 Vimentin VIME_HUMAN 53,653 10 11 20 21.00% QVQSLTCEVDALK 322 334 31.8 28.8 20.7 2 0 0 1,490.7521
K_19 Vimentin VIME_HUMAN 53,653 10 11 20 21.00% EYQDLLNVK 382 390 35.2 29.2 16.2 2 0 0 1,121.5838
K_20 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% SLYASSPGGVYATR 51 64 39.7 26.7 37.3 1 0 0 1,428.7117
K_20 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% EEAENTLQSFR 197 207 29.0 25.8 22.8 1 0 0 1,323.6175
K_20 Vimentin VIME_HUMAN 53,653 3 3 4 7.51% NLQEAEEWYK 283 292 23.7 25.3 20.6 2 0 0 1,309.6059
K_21 Vimentin VIME_HUMAN 53,653 5 5 9 12.70% SLYASSPGGVYATR 51 64 35.7 26.9 29.8 2 0 0 1,428.7117
K_21 Vimentin VIME_HUMAN 53,653 5 5 9 12.70% ILLAELEQLKGQGK 130 143 22.3 25.0 12.3 0 1 0 1,539.9108
K_21 Vimentin VIME_HUMAN 53,653 5 5 9 12.70% EEAENTLQSFR 197 207 37.6 25.4 29.0 2 0 0 1,323.6175
K_21 Vimentin VIME_HUMAN 53,653 5 5 9 12.70% NLQEAEEWYK 283 292 40.3 25.1 38.8 2 0 0 1,309.6059
K_21 Vimentin VIME_HUMAN 53,653 5 5 9 12.70% FADLSEAANR 295 304 56.2 27.8 45.2 2 0 0 1,093.5272
K_23 Vimentin VIME_HUMAN 53,653 2 2 3 4.51% EEAENTLQSFR 197 207 48.9 25.4 44.1 2 0 0 1,323.6175
K_23 Vimentin VIME_HUMAN 53,653 2 2 3 4.51% NLQEAEEWYK 283 292 35.0 25.1 29.4 1 0 0 1,309.6059
K_24 Vimentin VIME_HUMAN 53,653 9 9 15 20.40% TYSLGSALRPSTSR 37 50 25.6 28.0 23.1 1 0 0 1,495.7863
K_24 Vimentin VIME_HUMAN 53,653 9 9 15 20.40% SLYASSPGGVYATR 51 64 63.2 26.9 51.6 1 0 0 1,428.7117
K_24 Vimentin VIME_HUMAN 53,653 9 9 15 20.40% LGDLYEEEMR 146 155 52.0 25.0 51.4 2 0 0 1,254.5672
K_24 Vimentin VIME_HUMAN 53,653 9 9 15 20.40% VEVERDNLAEDIMR 171 184 33.5 27.4 31.8 0 2 0 1,688.8273
K_24 Vimentin VIME_HUMAN 53,653 9 9 15 20.40% DNLAEDIMR 176 184 31.4 25.4 13.2 2 0 0 1,076.5042
K_24 Vimentin VIME_HUMAN 53,653 9 9 15 20.40% EEAENTLQSFR 197 207 46.9 25.4 32.3 2 0 0 1,323.6175
K_24 Vimentin VIME_HUMAN 53,653 9 9 15 20.40% FADLSEAANR 295 304 46.8 27.8 35.3 2 0 0 1,093.5272
K_24 Vimentin VIME_HUMAN 53,653 9 9 15 20.40% FADLSEAANRNNDALR 295 310 37.2 27.3 26.5 0 1 0 1,776.8623
K_24 Vimentin VIME_HUMAN 53,653 9 9 15 20.40% DGQVINETSQHHDDLE 451 466 32.6 25.0 28.5 2 0 0 1,836.7997
L_02 Vimentin VIME_HUMAN 53,653 3 3 5 8.58% SLYASSPGGVYATR 51 64 76.4 26.7 56.8 2 0 0 1,428.7117
L_02 Vimentin VIME_HUMAN 53,653 3 3 5 8.58% FADLSEAANR 295 304 25.1 27.1 20.7 1 0 0 1,093.5272
L_02 Vimentin VIME_HUMAN 53,653 3 3 5 8.58% DGQVINETSQHHDDLE 451 466 48.5 25.0 48.5 2 0 0 1,836.7997
L_03 Vimentin VIME_HUMAN 53,653 6 6 8 15.90% TYSLGSALRPSTSR 37 50 21.7 28.1 17.0 0 1 0 1,495.7863
L_03 Vimentin VIME_HUMAN 53,653 6 6 8 15.90% SLYASSPGGVYATR 51 64 63.0 26.7 49.3 2 0 0 1,428.7117
L_03 Vimentin VIME_HUMAN 53,653 6 6 8 15.90% VEVERDNLAEDIMR 171 184 38.1 27.3 34.0 0 2 0 1,704.8223
L_03 Vimentin VIME_HUMAN 53,653 6 6 8 15.90% FADLSEAANR 295 304 56.1 27.8 44.7 1 0 0 1,093.5272
L_03 Vimentin VIME_HUMAN 53,653 6 6 8 15.90% QVQSLTCEVDALK 322 334 26.9 28.7 18.2 1 0 0 1,490.7521
L_03 Vimentin VIME_HUMAN 53,653 6 6 8 15.90% EYQDLLNVK 382 390 23.5 28.7 19.0 1 0 0 1,121.5838
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% SLYASSPGGVYATR 51 64 60.4 26.8 47.0 2 0 0 1,428.7117
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% TNEKVELQELNDR 101 113 46.9 28.0 40.3 2 0 0 1,587.7974
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% ILLAELEQLK 130 139 49.1 25.0 28.9 2 0 0 1,169.7142
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% ILLAELEQLKGQGK 130 143 61.0 25.0 59.7 2 1 0 1,539.9108
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% LGDLYEEEMR 146 155 49.7 25.0 41.0 1 0 0 1,270.5622
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% VEVERDNLAEDIMR 171 184 40.0 27.4 39.0 2 2 0 1,704.8223
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% DNLAEDIMR 176 184 33.5 25.0 26.9 2 0 0 1,092.4992
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% EEAENTLQSFR 197 207 59.2 26.0 50.2 1 0 0 1,323.6175
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% KVESLQEEIAFLK 223 235 91.3 26.3 87.6 2 0 0 1,533.8524
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% KVESLQEEIAFLKK 223 236 33.9 25.0 31.0 0 2 0 1,661.9474
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% QVQSLTCEVDALK 322 334 60.2 28.7 47.8 2 0 0 1,490.7521
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% QVQSLTCEVDALKGTNESLER 322 342 48.0 27.3 46.1 0 2 0 2,377.1666
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% LQDEIQNMKEEMAR 365 378 20.5 25.0 15.7 0 1 0 1,766.8050
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% HLREYQDLLNVK 379 390 25.3 27.5 23.0 0 2 0 1,527.8279
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% MALDIEIATYR 391 401 53.6 27.2 37.1 3 0 0 1,311.6615
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% MALDIEIATYRK 391 402 51.2 27.4 34.7 2 0 0 1,439.7565
L_04 Vimentin VIME_HUMAN 53,653 17 21 37 35.40% DGQVINETSQHHDDLE 451 466 52.7 25.0 51.2 2 2 0 1,836.7997
L_05 Vimentin VIME_HUMAN 53,653 8 11 19 21.50% TYSLGSALRPSTSR 37 50 21.7 27.7 17.6 0 1 0 1,495.7863
L_05 Vimentin VIME_HUMAN 53,653 8 11 19 21.50% SLYASSPGGVYATR 51 64 63.0 26.9 46.1 2 0 0 1,428.7117
L_05 Vimentin VIME_HUMAN 53,653 8 11 19 21.50% TNEKVELQELNDR 101 113 39.4 28.2 31.2 2 1 0 1,587.7974
L_05 Vimentin VIME_HUMAN 53,653 8 11 19 21.50% ILLAELEQLK 130 139 46.6 25.0 26.4 2 0 0 1,169.7142
L_05 Vimentin VIME_HUMAN 53,653 8 11 19 21.50% LGDLYEEEMR 146 155 60.5 25.0 56.9 4 0 0 1,270.5622
L_05 Vimentin VIME_HUMAN 53,653 8 11 19 21.50% NLQEAEEWYK 283 292 34.0 25.8 34.0 2 0 0 1,309.6059
L_05 Vimentin VIME_HUMAN 53,653 8 11 19 21.50% QVQSLTCEVDALK 322 334 48.2 28.7 38.3 2 0 0 1,490.7521
L_05 Vimentin VIME_HUMAN 53,653 8 11 19 21.50% DGQVINETSQHHDDLE 451 466 41.2 25.0 34.8 2 1 0 1,836.7997
L_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% SLYASSPGGVYATR 51 64 76.7 26.8 57.0 2 0 0 1,428.7117
L_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% VELQELNDR 105 113 37.0 26.7 26.0 2 0 0 1,115.5692
L_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% ILLAELEQLK 130 139 33.9 25.0 17.2 2 0 0 1,169.7142
L_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% LGDLYEEEMR 146 155 47.6 25.0 38.8 1 0 0 1,254.5672
L_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% VEVERDNLAEDIMR 171 184 34.4 27.6 32.9 0 2 0 1,704.8223
L_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% NLQEAEEWYK 283 292 30.8 25.4 30.8 1 0 0 1,309.6059
L_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.50% FADLSEAANR 295 304 55.1 27.8 40.1 2 0 0 1,093.5272
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% TNEKVELQELNDR 101 113 43.9 28.0 39.2 0 1 0 1,587.7974
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% VELQELNDR 105 113 46.3 26.7 38.5 2 0 0 1,115.5692
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% ILLAELEQLK 130 139 59.5 25.0 28.5 2 0 0 1,169.7142
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% ILLAELEQLKGQGK 130 143 71.2 25.0 65.1 2 2 0 1,539.9108
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% LGDLYEEEMR 146 155 56.2 25.0 47.9 1 0 0 1,270.5622
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% LGDLYEEEMRELRR 146 159 20.4 27.1 17.8 0 2 0 1,824.8911
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% VEVERDNLAEDIMR 171 184 45.8 27.4 37.7 2 2 0 1,704.8223
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% DNLAEDIMR 176 184 42.8 25.0 24.0 4 0 0 1,076.5042
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% EEAENTLQSFR 197 207 49.5 25.7 40.8 2 0 0 1,323.6175
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% KVESLQEEIAFLK 223 235 89.0 26.0 80.1 2 1 0 1,533.8524
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% DVRQQYESVAAK 271 282 45.1 28.5 27.2 2 2 0 1,393.7070
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% NLQEAEEWYK 283 292 47.5 25.3 47.5 2 0 0 1,309.6059
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% NLQEAEEWYKSK 283 294 62.4 27.5 58.5 2 0 0 1,524.7329
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% FADLSEAANR 295 304 63.9 27.1 50.6 2 0 0 1,093.5272
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% FADLSEAANRNNDALR 295 310 45.3 27.3 36.7 2 0 0 1,776.8623
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% QVQSLTCEVDALK 322 334 44.5 28.3 32.2 2 0 0 1,490.7521
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% QVQSLTCEVDALKGTNESLER 322 342 51.9 27.3 51.9 2 0 0 2,377.1666
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% EMEENFAVEAANYQDTIGR 346 364 105.0 25.0 52.2 2 0 0 2,202.9609
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% LQDEIQNMKEEMAR 365 378 18.7 25.0 13.6 0 1 0 1,766.8050
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% HLREYQDLLNVK 379 390 26.9 27.4 16.6 0 2 0 1,527.8279
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% MALDIEIATYR 391 401 73.8 27.9 39.2 2 0 0 1,295.6665
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% MALDIEIATYRK 391 402 78.3 27.1 55.6 2 0 0 1,439.7565
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% ETNLDSLPLVDTHSK 425 439 53.5 27.3 42.3 1 0 0 1,668.8441
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% TVETRDGQVINETSQHHDDLE 446 466 25.7 25.0 22.9 0 1 0 2,423.1072
L_07 Vimentin VIME_HUMAN 53,653 25 30 54 50.00% DGQVINETSQHHDDLE 451 466 58.4 25.0 58.4 2 0 0 1,836.7997
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% TYSLGSALRPSTSR 37 50 33.0 27.8 32.6 1 2 0 1,495.7863



L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% SLYASSPGGVYATR 51 64 63.9 26.5 43.3 2 0 0 1,428.7117
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% TNEKVELQELNDR 101 113 64.4 27.9 55.7 2 2 0 1,587.7974
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% ILLAELEQLK 130 139 53.1 25.0 25.3 2 0 0 1,169.7142
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% ILLAELEQLKGQGK 130 143 38.1 25.0 31.7 0 2 0 1,539.9108
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% LGDLYEEEMR 146 155 56.5 25.0 56.5 3 0 0 1,270.5622
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% VEVERDNLAEDIMR 171 184 49.2 27.4 39.5 4 4 0 1,704.8223
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% DNLAEDIMR 176 184 46.0 25.2 30.9 4 0 0 1,076.5042
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% DNLAEDIMRLR 176 186 25.8 28.1 20.3 2 0 0 1,361.6844
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% KVESLQEEIAFLK 223 235 95.5 26.2 89.9 2 0 0 1,533.8524
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% KVESLQEEIAFLKK 223 236 40.4 25.0 35.2 2 0 0 1,661.9474
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% VESLQEEIAFLK 224 235 51.0 28.1 32.5 1 0 0 1,405.7574
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% DVRQQYESVAAK 271 282 20.2 28.2 9.6 0 1 0 1,393.7070
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% NLQEAEEWYK 283 292 54.3 25.3 52.1 2 0 0 1,309.6059
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% NLQEAEEWYKSK 283 294 64.6 27.1 57.2 2 0 0 1,524.7329
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% SKFADLSEAANR 293 304 71.7 27.6 64.3 2 0 0 1,308.6542
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% FADLSEAANRNNDALR 295 310 45.8 27.2 34.6 2 2 0 1,776.8623
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% QVQSLTCEVDALK 322 334 60.9 28.5 53.3 1 0 0 1,490.7521
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% QVQSLTCEVDALKGTNESLER 322 342 33.0 27.1 23.3 0 2 0 2,377.1666
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% LQDEIQNMKEEMAR 365 378 20.0 25.0 9.0 0 1 0 1,766.8050
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% HLREYQDLLNVK 379 390 46.3 27.5 27.8 2 2 0 1,527.8279
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% MALDIEIATYR 391 401 68.5 27.3 45.5 4 0 0 1,311.6615
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% MALDIEIATYRK 391 402 64.6 27.4 45.5 4 0 0 1,439.7565
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% ETNLDSLPLVDTHSK 425 439 63.1 27.6 50.7 2 2 0 1,668.8441
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% ETNLDSLPLVDTHSKR 425 440 52.5 27.3 49.3 2 0 0 1,824.9452
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% TVETRDGQVINETSQHHDDLE 446 466 48.8 25.0 43.0 0 2 0 2,423.1072
L_08 Vimentin VIME_HUMAN 53,653 27 39 72 49.60% DGQVINETSQHHDDLE 451 466 56.3 25.0 55.9 2 0 0 1,836.7997
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% MFGGPGTASRPSSSR 14 28 21.9 25.2 16.3 0 1 0 1,510.7068
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% TYSLGSALRPSTSR 37 50 34.5 28.1 26.6 2 2 0 1,495.7863
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% SLYASSPGGVYATR 51 64 76.8 26.6 57.1 2 0 0 1,428.7117
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% TNEKVELQELNDR 101 113 64.4 28.0 59.7 2 2 0 1,587.7974
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% ILLAELEQLK 130 139 61.0 25.0 30.2 2 0 0 1,169.7142
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% ILLAELEQLKGQGK 130 143 67.3 25.0 59.3 2 0 0 1,539.9108
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% LGDLYEEEMR 146 155 46.1 25.0 44.6 1 0 0 1,254.5672
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% LGDLYEEEMRELR 146 158 19.7 26.3 17.2 0 1 0 1,668.7900
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% LGDLYEEEMRELRR 146 159 39.4 27.8 37.9 0 4 0 1,808.8961
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% VEVERDNLAEDIMR 171 184 45.0 27.4 39.3 3 4 0 1,688.8273
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% DNLAEDIMR 176 184 42.7 25.0 35.5 4 0 0 1,092.4992
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% DNLAEDIMRLR 176 186 30.5 28.1 23.4 2 0 0 1,361.6844
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% EKLQEEMLQR 187 196 35.1 28.0 24.9 3 0 0 1,319.6626
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% LQEEMLQR 189 196 26.9 27.6 20.4 1 0 0 1,062.5250
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% EEAENTLQSFR 197 207 55.2 25.7 49.6 2 0 0 1,323.6175
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% EEAENTLQSFRQDVDNASLAR 197 217 62.0 25.7 58.7 0 2 0 2,393.1328
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% QDVDNASLAR 208 217 44.8 27.4 39.3 1 0 0 1,088.5331
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% KVESLQEEIAFLK 223 235 102.0 26.3 99.9 2 2 0 1,533.8524
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% KVESLQEEIAFLKK 223 236 53.5 25.0 41.2 0 2 0 1,661.9474
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% VESLQEEIAFLK 224 235 77.0 27.8 51.2 1 0 0 1,405.7574
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% NLQEAEEWYK 283 292 47.4 25.3 47.4 2 0 0 1,309.6059
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% NLQEAEEWYKSK 283 294 62.7 27.5 52.2 2 1 0 1,524.7329
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% SKFADLSEAANR 293 304 49.7 27.6 49.7 2 0 0 1,308.6542
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% FADLSEAANRNNDALR 295 310 44.8 27.5 33.3 1 0 0 1,776.8623
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% QVQSLTCEVDALK 322 334 64.3 28.9 49.9 2 0 0 1,490.7521
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% QVQSLTCEVDALKGTNESLER 322 342 59.2 27.2 57.1 2 2 0 2,377.1666
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% EMEENFAVEAANYQDTIGR 346 364 67.9 25.0 12.1 1 0 0 2,202.9609
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% LQDEIQNMKEEMAR 365 378 22.4 25.0 9.1 0 1 0 1,766.8050
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% HLREYQDLLNVK 379 390 46.9 27.1 20.9 2 2 0 1,527.8279
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% MALDIEIATYR 391 401 62.6 27.9 33.5 2 0 0 1,295.6665
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% MALDIEIATYRK 391 402 28.0 27.3 18.3 0 2 0 1,439.7565
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% ETNLDSLPLVDTHSK 425 439 60.5 27.5 52.4 2 2 0 1,668.8441
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% ETNLDSLPLVDTHSKR 425 440 77.4 27.3 65.9 2 0 0 1,824.9452
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% TVETRDGQVINETSQHHDDLE 446 466 53.0 25.0 42.4 0 2 0 2,423.1072
L_09 Vimentin VIME_HUMAN 53,653 35 48 84 61.80% DGQVINETSQHHDDLE 451 466 59.5 25.0 59.0 2 0 0 1,836.7997
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% TYSLGSALRPSTSR 37 50 25.7 28.1 18.4 0 1 0 1,495.7863
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% SLYASSPGGVYATR 51 64 73.5 26.5 52.1 1 0 0 1,428.7117
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% TNEKVELQELNDR 101 113 54.6 28.0 48.0 2 0 0 1,587.7974
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% VELQELNDR 105 113 35.2 26.7 25.7 2 0 0 1,115.5692
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% ILLAELEQLK 130 139 53.5 25.0 29.7 2 0 0 1,169.7142
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% LGDLYEEEMR 146 155 41.1 25.0 41.1 2 0 0 1,270.5622
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% VEVERDNLAEDIMR 171 184 39.4 27.4 36.8 2 1 0 1,688.8273
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% DNLAEDIMR 176 184 38.6 25.0 31.7 2 0 0 1,092.4992
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% EEAENTLQSFR 197 207 36.8 25.7 35.2 2 0 0 1,323.6175
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% NLQEAEEWYK 283 292 42.6 25.3 41.1 1 0 0 1,309.6059
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% FADLSEAANRNNDALR 295 310 33.2 27.4 25.5 2 0 0 1,776.8623
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% QVQSLTCEVDALK 322 334 55.5 28.8 47.7 1 0 0 1,490.7521
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% QVQSLTCEVDALKGTNESLER 322 342 23.1 27.3 9.8 0 1 0 2,377.1666
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% HLREYQDLLNVK 379 390 35.4 27.1 29.8 0 2 0 1,527.8279
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% ETNLDSLPLVDTHSK 425 439 32.5 27.4 26.7 1 0 0 1,668.8441
L_10 Vimentin VIME_HUMAN 53,653 16 18 27 37.80% DGQVINETSQHHDDLE 451 466 55.2 25.0 53.2 2 0 0 1,836.7997
L_11 Vimentin VIME_HUMAN 53,653 10 12 18 25.30% VELQELNDR 105 113 28.4 26.7 18.9 1 0 0 1,115.5692
L_11 Vimentin VIME_HUMAN 53,653 10 12 18 25.30% ILLAELEQLK 130 139 52.8 25.0 27.3 2 0 0 1,169.7142
L_11 Vimentin VIME_HUMAN 53,653 10 12 18 25.30% ILLAELEQLKGQGK 130 143 35.2 25.0 32.1 1 1 0 1,539.9108
L_11 Vimentin VIME_HUMAN 53,653 10 12 18 25.30% DNLAEDIMR 176 184 32.3 25.0 24.5 2 0 0 1,092.4992
L_11 Vimentin VIME_HUMAN 53,653 10 12 18 25.30% EEAENTLQSFR 197 207 44.1 25.7 44.1 2 0 0 1,323.6175
L_11 Vimentin VIME_HUMAN 53,653 10 12 18 25.30% KVESLQEEIAFLK 223 235 23.5 25.9 17.8 0 1 0 1,533.8524
L_11 Vimentin VIME_HUMAN 53,653 10 12 18 25.30% QVQSLTCEVDALKGTNESLER 322 342 46.8 27.3 35.5 0 2 0 2,377.1666
L_11 Vimentin VIME_HUMAN 53,653 10 12 18 25.30% LQDEIQNMKEEMAR 365 378 15.3 25.0 8.4 0 1 0 1,766.8050
L_11 Vimentin VIME_HUMAN 53,653 10 12 18 25.30% MALDIEIATYR 391 401 51.0 27.5 35.3 2 0 0 1,311.6615
L_11 Vimentin VIME_HUMAN 53,653 10 12 18 25.30% DGQVINETSQHHDDLE 451 466 36.9 25.0 31.2 2 1 0 1,836.7997
L_12 Vimentin VIME_HUMAN 53,653 10 11 15 23.40% SLYASSPGGVYATR 51 64 61.3 27.1 56.1 2 0 0 1,428.7117
L_12 Vimentin VIME_HUMAN 53,653 10 11 15 23.40% VELQELNDR 105 113 38.7 27.4 28.7 1 0 0 1,115.5692
L_12 Vimentin VIME_HUMAN 53,653 10 11 15 23.40% ILLAELEQLK 130 139 39.0 25.0 13.5 1 0 0 1,169.7142
L_12 Vimentin VIME_HUMAN 53,653 10 11 15 23.40% ILLAELEQLKGQGK 130 143 24.9 25.0 7.8 0 1 0 1,539.9108
L_12 Vimentin VIME_HUMAN 53,653 10 11 15 23.40% LGDLYEEEMR 146 155 50.6 25.0 50.6 3 0 0 1,254.5672
L_12 Vimentin VIME_HUMAN 53,653 10 11 15 23.40% DNLAEDIMR 176 184 38.7 25.0 32.0 1 0 0 1,092.4992
L_12 Vimentin VIME_HUMAN 53,653 10 11 15 23.40% EEAENTLQSFR 197 207 51.0 26.0 39.0 2 0 0 1,323.6175
L_12 Vimentin VIME_HUMAN 53,653 10 11 15 23.40% NLQEAEEWYK 283 292 30.7 25.7 30.7 1 0 0 1,309.6059
L_12 Vimentin VIME_HUMAN 53,653 10 11 15 23.40% FADLSEAANRNNDALR 295 310 39.1 27.5 18.1 0 2 0 1,776.8623
L_12 Vimentin VIME_HUMAN 53,653 10 11 15 23.40% DGQVINETSQHHDDLE 451 466 33.0 25.0 18.7 1 0 0 1,836.7997
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% SLYASSPGGVYATR 51 64 61.9 26.7 42.4 2 0 0 1,428.7117
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% TNEKVELQELNDR 101 113 45.0 28.0 35.7 2 2 0 1,587.7974
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% VELQELNDR 105 113 52.2 26.9 44.1 2 0 0 1,115.5692
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% ILLAELEQLK 130 139 62.6 25.0 33.2 2 0 0 1,169.7142
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% ILLAELEQLKGQGK 130 143 25.5 25.0 10.7 0 2 0 1,539.9108
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% LGDLYEEEMR 146 155 28.6 25.0 28.6 1 0 0 1,254.5672
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% VEVERDNLAEDIMR 171 184 33.4 27.4 33.4 1 2 0 1,704.8223
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% DNLAEDIMR 176 184 36.2 25.0 21.6 2 0 0 1,092.4992
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% EEAENTLQSFR 197 207 50.0 25.7 49.4 2 0 0 1,323.6175
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% KVESLQEEIAFLK 223 235 72.0 25.8 69.2 2 0 0 1,533.8524
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% NLQEAEEWYK 283 292 55.3 25.3 55.3 2 0 0 1,309.6059
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% QVQSLTCEVDALK 322 334 52.4 28.7 40.1 1 0 0 1,490.7521
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% QVQSLTCEVDALKGTNESLER 322 342 52.9 27.3 52.8 0 2 0 2,377.1666
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% LQDEIQNMKEEMAR 365 378 23.0 25.0 17.8 0 1 0 1,766.8050
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% EYQDLLNVK 382 390 48.0 28.4 41.5 2 0 0 1,121.5838



L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% MALDIEIATYR 391 401 52.3 27.6 29.7 2 0 0 1,295.6665
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% ETNLDSLPLVDTHSK 425 439 37.4 27.4 28.3 1 0 0 1,668.8441
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% TVETRDGQVINETSQHHDDLE 446 466 20.2 25.0 15.8 0 1 0 2,423.1072
L_13 Vimentin VIME_HUMAN 53,653 19 21 36 40.80% DGQVINETSQHHDDLE 451 466 33.3 25.0 30.3 2 0 0 1,836.7997
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% MFGGPGTASRPSSSR 14 28 24.1 25.2 16.6 0 1 0 1,510.7068
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% TYSLGSALRPSTSR 37 50 24.8 27.7 20.9 1 0 0 1,495.7863
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% SLYASSPGGVYATR 51 64 69.5 26.8 60.1 2 0 0 1,428.7117
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% TNEKVELQELNDR 101 113 41.9 27.9 36.8 2 1 0 1,587.7974
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% ILLAELEQLK 130 139 51.9 25.0 30.8 2 0 0 1,169.7142
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% LGDLYEEEMR 146 155 56.3 25.0 56.3 4 0 0 1,270.5622
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% VEVERDNLAEDIMR 171 184 38.5 27.5 33.6 2 2 0 1,704.8223
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% DNLAEDIMR 176 184 52.3 25.0 45.3 2 0 0 1,092.4992
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% EEAENTLQSFR 197 207 47.3 25.7 39.0 1 0 0 1,323.6175
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% NLQEAEEWYK 283 292 50.6 25.6 44.2 2 0 0 1,309.6059
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% FADLSEAANR 295 304 79.1 27.4 65.4 2 0 0 1,093.5272
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% FADLSEAANRNNDALR 295 310 54.4 27.3 44.7 1 1 0 1,776.8623
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% QVQSLTCEVDALK 322 334 64.4 28.7 51.4 2 0 0 1,490.7521
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% EYQDLLNVK 382 390 26.0 28.7 15.3 1 0 0 1,121.5838
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% MALDIEIATYR 391 401 48.9 27.5 34.9 2 0 0 1,311.6615
L_14 Vimentin VIME_HUMAN 53,653 16 20 33 37.80% DGQVINETSQHHDDLE 451 466 57.1 25.0 50.5 2 0 0 1,836.7997
L_15 Vimentin VIME_HUMAN 53,653 10 11 20 22.30% SLYASSPGGVYATR 51 64 60.7 26.7 39.3 2 0 0 1,428.7117
L_15 Vimentin VIME_HUMAN 53,653 10 11 20 22.30% TNEKVELQELNDR 101 113 42.3 27.8 36.6 1 0 0 1,587.7974
L_15 Vimentin VIME_HUMAN 53,653 10 11 20 22.30% VELQELNDR 105 113 48.8 26.7 37.0 2 0 0 1,115.5692
L_15 Vimentin VIME_HUMAN 53,653 10 11 20 22.30% ILLAELEQLK 130 139 45.3 25.0 21.5 2 0 0 1,169.7142
L_15 Vimentin VIME_HUMAN 53,653 10 11 20 22.30% LGDLYEEEMR 146 155 51.0 25.0 47.5 2 0 0 1,270.5622
L_15 Vimentin VIME_HUMAN 53,653 10 11 20 22.30% DNLAEDIMR 176 184 38.3 25.0 29.3 2 0 0 1,092.4992
L_15 Vimentin VIME_HUMAN 53,653 10 11 20 22.30% EEAENTLQSFR 197 207 47.3 25.7 43.0 2 0 0 1,323.6175
L_15 Vimentin VIME_HUMAN 53,653 10 11 20 22.30% NLQEAEEWYK 283 292 54.2 25.7 52.6 2 0 0 1,309.6059
L_15 Vimentin VIME_HUMAN 53,653 10 11 20 22.30% MALDIEIATYR 391 401 47.3 27.6 34.9 2 0 0 1,311.6615
L_15 Vimentin VIME_HUMAN 53,653 10 11 20 22.30% DGQVINETSQHHDDLE 451 466 33.7 25.0 32.5 2 1 0 1,836.7997
L_16 Vimentin VIME_HUMAN 53,653 9 9 15 25.80% TYSLGSALRPSTSR 37 50 28.9 28.1 19.0 0 1 0 1,495.7863
L_16 Vimentin VIME_HUMAN 53,653 9 9 15 25.80% SLYASSPGGVYATR 51 64 67.1 26.7 46.8 2 0 0 1,428.7117
L_16 Vimentin VIME_HUMAN 53,653 9 9 15 25.80% ILLAELEQLK 130 139 54.5 25.0 34.1 2 0 0 1,169.7142
L_16 Vimentin VIME_HUMAN 53,653 9 9 15 25.80% ILLAELEQLKGQGK 130 143 31.9 25.0 19.2 0 2 0 1,539.9108
L_16 Vimentin VIME_HUMAN 53,653 9 9 15 25.80% VEVERDNLAEDIMR 171 184 31.5 27.4 24.1 0 2 0 1,704.8223
L_16 Vimentin VIME_HUMAN 53,653 9 9 15 25.80% EEAENTLQSFR 197 207 35.5 25.7 29.8 1 0 0 1,323.6175
L_16 Vimentin VIME_HUMAN 53,653 9 9 15 25.80% FADLSEAANRNNDALR 295 310 27.7 27.5 18.8 1 0 0 1,776.8623
L_16 Vimentin VIME_HUMAN 53,653 9 9 15 25.80% QVQSLTCEVDALKGTNESLER 322 342 34.8 27.2 32.4 0 2 0 2,377.1666
L_16 Vimentin VIME_HUMAN 53,653 9 9 15 25.80% DGQVINETSQHHDDLE 451 466 44.7 25.0 33.5 2 0 0 1,836.7997
M_02 Vimentin VIME_HUMAN 53,653 3 3 5 8.37% SLYASSPGGVYATR 51 64 68.1 26.5 57.6 2 0 0 1,428.7117
M_02 Vimentin VIME_HUMAN 53,653 3 3 5 8.37% EYQDLLNVK 382 390 33.1 28.7 25.6 2 0 0 1,121.5838
M_02 Vimentin VIME_HUMAN 53,653 3 3 5 8.37% DGQVINETSQHHDDLE 451 466 27.5 25.0 27.5 1 0 0 1,836.7997
M_04 Vimentin VIME_HUMAN 53,653 8 9 16 17.80% ILLAELEQLK 130 139 54.2 25.0 29.9 2 0 0 1,169.7142
M_04 Vimentin VIME_HUMAN 53,653 8 9 16 17.80% LGDLYEEEMR 146 155 66.0 25.0 61.4 4 0 0 1,254.5672
M_04 Vimentin VIME_HUMAN 53,653 8 9 16 17.80% DNLAEDIMR 176 184 21.2 25.0 20.4 1 0 0 1,092.4992
M_04 Vimentin VIME_HUMAN 53,653 8 9 16 17.80% EEAENTLQSFR 197 207 47.6 25.7 42.8 2 0 0 1,323.6175
M_04 Vimentin VIME_HUMAN 53,653 8 9 16 17.80% FADLSEAANR 295 304 51.0 27.8 30.5 2 0 0 1,093.5272
M_04 Vimentin VIME_HUMAN 53,653 8 9 16 17.80% QVQSLTCEVDALK 322 334 39.3 28.3 27.1 1 0 0 1,490.7521
M_04 Vimentin VIME_HUMAN 53,653 8 9 16 17.80% MALDIEIATYR 391 401 48.8 27.4 39.7 2 0 0 1,311.6615
M_04 Vimentin VIME_HUMAN 53,653 8 9 16 17.80% KLLEGEESR 402 410 34.8 29.3 25.2 2 0 0 1,060.5634
M_05 Vimentin VIME_HUMAN 53,653 9 9 14 19.50% SLYASSPGGVYATR 51 64 53.7 26.7 45.2 2 0 0 1,428.7117
M_05 Vimentin VIME_HUMAN 53,653 9 9 14 19.50% LGDLYEEEMR 146 155 22.4 25.0 22.4 1 0 0 1,254.5672
M_05 Vimentin VIME_HUMAN 53,653 9 9 14 19.50% VEVERDNLAEDIMR 171 184 29.6 27.4 25.1 0 2 0 1,704.8223
M_05 Vimentin VIME_HUMAN 53,653 9 9 14 19.50% DNLAEDIMR 176 184 45.8 25.0 25.5 2 0 0 1,092.4992
M_05 Vimentin VIME_HUMAN 53,653 9 9 14 19.50% EEAENTLQSFR 197 207 39.8 25.4 38.8 1 0 0 1,323.6175
M_05 Vimentin VIME_HUMAN 53,653 9 9 14 19.50% NLQEAEEWYK 283 292 38.8 25.3 38.8 2 0 0 1,309.6059
M_05 Vimentin VIME_HUMAN 53,653 9 9 14 19.50% FADLSEAANR 295 304 64.5 27.8 44.2 2 0 0 1,093.5272
M_05 Vimentin VIME_HUMAN 53,653 9 9 14 19.50% QVQSLTCEVDALK 322 334 33.6 28.5 28.2 1 0 0 1,490.7521
M_05 Vimentin VIME_HUMAN 53,653 9 9 14 19.50% EYQDLLNVK 382 390 29.4 28.3 18.5 1 0 0 1,121.5838
M_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% SLYASSPGGVYATR 51 64 71.2 26.9 54.5 2 0 0 1,428.7117
M_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% VELQELNDR 105 113 47.8 26.7 33.8 2 0 0 1,115.5692
M_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% LGDLYEEEMR 146 155 46.0 25.0 41.7 2 0 0 1,270.5622
M_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% VEVERDNLAEDIMR 171 184 24.9 27.4 19.2 0 2 0 1,704.8223
M_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% NLQEAEEWYK 283 292 27.6 25.3 26.8 1 0 0 1,309.6059
M_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% FADLSEAANR 295 304 60.3 27.8 46.4 2 0 0 1,093.5272
M_06 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% MALDIEIATYR 391 401 46.6 27.3 23.3 1 0 0 1,311.6615
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% VELQELNDR 105 113 55.6 26.7 42.6 2 0 0 1,115.5692
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% ILLAELEQLK 130 139 64.9 25.0 36.0 2 0 0 1,169.7142
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% ILLAELEQLKGQGK 130 143 46.5 25.0 43.6 2 2 0 1,539.9108
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% LGDLYEEEMR 146 155 49.0 25.0 44.5 2 0 0 1,270.5622
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% VEVERDNLAEDIMR 171 184 51.3 27.1 47.8 1 2 0 1,704.8223
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% DNLAEDIMR 176 184 31.4 25.0 27.3 2 0 0 1,092.4992
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% LQEEMLQR 189 196 23.9 28.4 11.7 1 0 0 1,062.5250
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% KVESLQEEIAFLK 223 235 81.5 26.4 70.4 2 2 0 1,533.8524
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% NLQEAEEWYK 283 292 51.5 25.2 51.2 2 0 0 1,309.6059
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% SKFADLSEAANR 293 304 27.3 27.8 21.0 1 0 0 1,308.6542
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% QVQSLTCEVDALK 322 334 58.0 28.5 47.6 2 0 0 1,490.7521
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% QVQSLTCEVDALKGTNESLER 322 342 35.3 27.3 32.1 0 2 0 2,377.1666
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% LQDEIQNMKEEMAR 365 378 25.1 25.0 17.3 0 1 0 1,766.8050
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% EYQDLLNVK 382 390 38.5 29.2 29.0 2 0 0 1,121.5838
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% MALDIEIATYR 391 401 53.5 27.6 29.8 1 0 0 1,295.6665
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% MALDIEIATYRK 391 402 28.0 27.3 16.1 0 1 0 1,423.7615
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% ETNLDSLPLVDTHSK 425 439 45.8 27.6 45.3 1 0 0 1,668.8441
M_07 Vimentin VIME_HUMAN 53,653 18 21 35 38.00% DGQVINETSQHHDDLE 451 466 30.5 25.0 30.5 2 0 0 1,836.7997
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% TYSLGSALRPSTSR 37 50 25.1 28.1 22.6 0 1 0 1,495.7863
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% SLYASSPGGVYATR 51 64 66.9 26.9 45.0 2 0 0 1,428.7117
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% TNEKVELQELNDR 101 113 69.1 27.6 65.7 2 2 0 1,587.7974
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% ILLAELEQLK 130 139 52.5 25.0 30.4 2 0 0 1,169.7142
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% ILLAELEQLKGQGK 130 143 68.1 25.0 62.7 2 2 0 1,539.9108
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% LGDLYEEEMR 146 155 53.9 25.0 53.9 2 0 0 1,270.5622
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% VEVERDNLAEDIMR 171 184 46.6 27.3 40.3 2 2 0 1,704.8223
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% DNLAEDIMR 176 184 43.3 25.0 34.6 2 0 0 1,092.4992
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% LQEEMLQR 189 196 22.8 27.8 11.8 1 0 0 1,062.5250
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% EEAENTLQSFRQDVDNASLAR 197 217 68.0 25.5 64.4 0 1 0 2,393.1328
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% KVESLQEEIAFLK 223 235 87.2 26.5 80.2 2 2 0 1,533.8524
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% KVESLQEEIAFLKK 223 236 43.1 25.0 39.9 0 1 0 1,661.9474
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% NLQEAEEWYK 283 292 45.9 25.3 45.5 2 0 0 1,309.6059
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% FADLSEAANRNNDALR 295 310 37.4 27.3 20.9 2 2 0 1,776.8623
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% QVQSLTCEVDALK 322 334 75.4 28.9 64.7 2 0 0 1,490.7521
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% QVQSLTCEVDALKGTNESLER 322 342 44.2 27.2 33.9 1 2 0 2,377.1666
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% LQDEIQNMKEEMAR 365 378 29.5 25.0 19.6 0 2 0 1,766.8050
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% HLREYQDLLNVK 379 390 26.9 27.5 19.6 0 2 0 1,527.8279
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% MALDIEIATYR 391 401 65.1 27.9 31.0 4 0 0 1,295.6665
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% MALDIEIATYRK 391 402 56.2 27.3 38.4 2 4 0 1,439.7565
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% ETNLDSLPLVDTHSK 425 439 55.1 27.6 54.8 2 0 0 1,668.8441
M_08 Vimentin VIME_HUMAN 53,653 22 32 59 51.10% DGQVINETSQHHDDLE 451 466 47.9 25.0 42.7 2 2 0 1,836.7997
M_09 Vimentin VIME_HUMAN 53,653 10 11 21 23.80% TYSLGSALRPSTSR 37 50 28.3 28.1 18.5 0 2 0 1,495.7863
M_09 Vimentin VIME_HUMAN 53,653 10 11 21 23.80% SLYASSPGGVYATR 51 64 76.6 26.8 68.3 2 0 0 1,428.7117
M_09 Vimentin VIME_HUMAN 53,653 10 11 21 23.80% VELQELNDR 105 113 52.4 26.7 37.6 2 0 0 1,115.5692
M_09 Vimentin VIME_HUMAN 53,653 10 11 21 23.80% LGDLYEEEMR 146 155 49.6 25.0 49.6 4 0 0 1,254.5672
M_09 Vimentin VIME_HUMAN 53,653 10 11 21 23.80% VEVERDNLAEDIMR 171 184 38.4 27.4 25.0 0 2 0 1,704.8223
M_09 Vimentin VIME_HUMAN 53,653 10 11 21 23.80% DNLAEDIMR 176 184 26.7 25.0 21.8 2 0 0 1,092.4992



M_09 Vimentin VIME_HUMAN 53,653 10 11 21 23.80% NLQEAEEWYK 283 292 32.8 25.3 25.5 1 0 0 1,309.6059
M_09 Vimentin VIME_HUMAN 53,653 10 11 21 23.80% QVQSLTCEVDALK 322 334 32.9 28.5 23.4 2 0 0 1,490.7521
M_09 Vimentin VIME_HUMAN 53,653 10 11 21 23.80% MALDIEIATYR 391 401 47.3 27.5 38.4 2 0 0 1,311.6615
M_09 Vimentin VIME_HUMAN 53,653 10 11 21 23.80% DGQVINETSQHHDDLE 451 466 35.4 25.0 35.4 2 0 0 1,836.7997
M_10 Vimentin VIME_HUMAN 53,653 2 2 4 5.15% SLYASSPGGVYATR 51 64 50.6 26.9 38.3 2 0 0 1,428.7117
M_10 Vimentin VIME_HUMAN 53,653 2 2 4 5.15% NLQEAEEWYK 283 292 24.0 25.3 24.0 2 0 0 1,309.6059
M_11 Vimentin VIME_HUMAN 53,653 3 3 4 6.22% VELQELNDR 105 113 29.8 26.7 23.8 1 0 0 1,115.5692
M_11 Vimentin VIME_HUMAN 53,653 3 3 4 6.22% DNLAEDIMR 176 184 24.8 25.0 16.9 1 0 0 1,092.4992
M_11 Vimentin VIME_HUMAN 53,653 3 3 4 6.22% EEAENTLQSFR 197 207 28.1 25.8 25.7 2 0 0 1,323.6175
M_12 Vimentin VIME_HUMAN 53,653 7 7 10 14.40% SLYASSPGGVYATR 51 64 58.6 26.7 43.8 2 0 0 1,428.7117
M_12 Vimentin VIME_HUMAN 53,653 7 7 10 14.40% VELQELNDR 105 113 36.8 26.7 28.5 1 0 0 1,115.5692
M_12 Vimentin VIME_HUMAN 53,653 7 7 10 14.40% VEVERDNLAEDIMR 171 184 36.1 27.4 34.9 0 1 0 1,704.8223
M_12 Vimentin VIME_HUMAN 53,653 7 7 10 14.40% DNLAEDIMR 176 184 25.3 25.0 18.9 1 0 0 1,092.4992
M_12 Vimentin VIME_HUMAN 53,653 7 7 10 14.40% EEAENTLQSFR 197 207 41.0 25.7 37.4 2 0 0 1,323.6175
M_12 Vimentin VIME_HUMAN 53,653 7 7 10 14.40% NLQEAEEWYK 283 292 34.7 25.3 34.7 2 0 0 1,309.6059
M_12 Vimentin VIME_HUMAN 53,653 7 7 10 14.40% EYQDLLNVK 382 390 25.9 28.3 20.8 1 0 0 1,121.5838
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% SLYASSPGGVYATR 51 64 52.3 26.9 38.2 2 0 0 1,428.7117
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% TNEKVELQELNDR 101 113 18.0 27.8 12.4 0 1 0 1,587.7974
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% VELQELNDR 105 113 48.7 26.7 42.3 2 0 0 1,115.5692
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% ILLAELEQLK 130 139 40.5 25.0 25.4 2 0 0 1,169.7142
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% LGDLYEEEMR 146 155 39.2 25.0 39.2 4 0 0 1,270.5622
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% VEVERDNLAEDIMR 171 184 39.5 27.3 33.1 0 2 0 1,704.8223
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% DNLAEDIMR 176 184 38.2 25.0 30.1 2 0 0 1,092.4992
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% EEAENTLQSFR 197 207 62.0 25.7 56.6 2 0 0 1,323.6175
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% KVESLQEEIAFLK 223 235 51.7 26.3 38.2 2 0 0 1,533.8524
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% NLQEAEEWYK 283 292 43.8 25.3 43.8 2 0 0 1,309.6059
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% QVQSLTCEVDALK 322 334 33.5 28.8 25.2 1 0 0 1,490.7521
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% MALDIEIATYR 391 401 66.5 27.3 45.6 2 0 0 1,311.6615
M_13 Vimentin VIME_HUMAN 53,653 13 14 25 29.00% DGQVINETSQHHDDLE 451 466 38.9 25.0 15.4 1 0 0 1,836.7997
M_14 Vimentin VIME_HUMAN 53,653 8 8 14 19.50% SLYASSPGGVYATR 51 64 59.6 26.8 40.7 2 0 0 1,428.7117
M_14 Vimentin VIME_HUMAN 53,653 8 8 14 19.50% ILLAELEQLK 130 139 44.8 25.0 27.5 1 0 0 1,169.7142
M_14 Vimentin VIME_HUMAN 53,653 8 8 14 19.50% LGDLYEEEMR 146 155 27.3 25.0 27.3 1 0 0 1,270.5622
M_14 Vimentin VIME_HUMAN 53,653 8 8 14 19.50% DNLAEDIMR 176 184 35.1 25.0 29.0 2 0 0 1,092.4992
M_14 Vimentin VIME_HUMAN 53,653 8 8 14 19.50% EEAENTLQSFR 197 207 50.7 25.4 46.2 2 0 0 1,323.6175
M_14 Vimentin VIME_HUMAN 53,653 8 8 14 19.50% NLQEAEEWYK 283 292 33.7 25.3 33.6 2 0 0 1,309.6059
M_14 Vimentin VIME_HUMAN 53,653 8 8 14 19.50% MALDIEIATYR 391 401 48.5 27.6 39.8 2 0 0 1,311.6615
M_14 Vimentin VIME_HUMAN 53,653 8 8 14 19.50% DGQVINETSQHHDDLE 451 466 32.9 25.0 26.7 2 0 0 1,836.7997
M_15 Vimentin VIME_HUMAN 53,653 4 4 8 10.50% SLYASSPGGVYATR 51 64 63.1 26.8 42.3 2 0 0 1,428.7117
M_15 Vimentin VIME_HUMAN 53,653 4 4 8 10.50% VEVERDNLAEDIMR 171 184 38.0 27.0 33.7 0 2 0 1,704.8223
M_15 Vimentin VIME_HUMAN 53,653 4 4 8 10.50% EEAENTLQSFR 197 207 28.5 25.8 21.9 2 0 0 1,323.6175
M_15 Vimentin VIME_HUMAN 53,653 4 4 8 10.50% NLQEAEEWYK 283 292 34.2 25.3 30.6 2 0 0 1,309.6059
M_16 Vimentin VIME_HUMAN 53,653 5 5 7 11.20% SLYASSPGGVYATR 51 64 63.6 26.9 49.4 2 0 0 1,428.7117
M_16 Vimentin VIME_HUMAN 53,653 5 5 7 11.20% VELQELNDR 105 113 32.3 27.0 23.9 1 0 0 1,115.5692
M_16 Vimentin VIME_HUMAN 53,653 5 5 7 11.20% ILLAELEQLK 130 139 43.9 25.0 25.3 2 0 0 1,169.7142
M_16 Vimentin VIME_HUMAN 53,653 5 5 7 11.20% NLQEAEEWYK 283 292 30.3 25.3 30.3 1 0 0 1,309.6059
M_16 Vimentin VIME_HUMAN 53,653 5 5 7 11.20% EYQDLLNVK 382 390 23.4 28.3 14.3 1 0 0 1,121.5838
N_03 Vimentin VIME_HUMAN 53,653 3 3 4 7.73% EEAENTLQSFR 197 207 36.7 26.0 27.9 1 0 0 1,323.6175
N_03 Vimentin VIME_HUMAN 53,653 3 3 4 7.73% EYQDLLNVK 382 390 20.6 28.4 12.8 1 0 0 1,121.5838
N_03 Vimentin VIME_HUMAN 53,653 3 3 4 7.73% DGQVINETSQHHDDLE 451 466 16.5 25.0 15.4 0 2 0 1,836.7997
N_04 Vimentin VIME_HUMAN 53,653 11 13 25 21.70% SLYASSPGGVYATR 51 64 43.8 26.8 34.5 2 0 0 1,428.7117
N_04 Vimentin VIME_HUMAN 53,653 11 13 25 21.70% ILLAELEQLK 130 139 55.9 25.0 25.1 2 0 0 1,169.7142
N_04 Vimentin VIME_HUMAN 53,653 11 13 25 21.70% ILLAELEQLKGQGK 130 143 59.3 25.0 44.6 2 1 0 1,539.9108
N_04 Vimentin VIME_HUMAN 53,653 11 13 25 21.70% LGDLYEEEMR 146 155 42.1 25.0 34.3 4 0 0 1,270.5622
N_04 Vimentin VIME_HUMAN 53,653 11 13 25 21.70% VEVERDNLAEDIMR 171 184 35.6 27.7 34.5 0 2 0 1,704.8223
N_04 Vimentin VIME_HUMAN 53,653 11 13 25 21.70% DNLAEDIMR 176 184 40.7 25.0 35.5 2 0 0 1,092.4992
N_04 Vimentin VIME_HUMAN 53,653 11 13 25 21.70% EEAENTLQSFR 197 207 53.8 25.6 45.6 2 0 0 1,323.6175
N_04 Vimentin VIME_HUMAN 53,653 11 13 25 21.70% KVESLQEEIAFLK 223 235 83.8 26.2 76.1 2 0 0 1,533.8524
N_04 Vimentin VIME_HUMAN 53,653 11 13 25 21.70% KVESLQEEIAFLKK 223 236 36.0 25.0 33.0 0 2 0 1,661.9474
N_04 Vimentin VIME_HUMAN 53,653 11 13 25 21.70% QVQSLTCEVDALK 322 334 54.9 28.7 42.7 2 0 0 1,490.7521
N_04 Vimentin VIME_HUMAN 53,653 11 13 25 21.70% MALDIEIATYR 391 401 54.4 27.3 36.6 2 0 0 1,311.6615
N_05 Vimentin VIME_HUMAN 53,653 7 9 14 16.50% SLYASSPGGVYATR 51 64 53.8 27.0 42.7 2 0 0 1,428.7117
N_05 Vimentin VIME_HUMAN 53,653 7 9 14 16.50% LGDLYEEEMR 146 155 45.4 25.0 40.9 4 0 0 1,270.5622
N_05 Vimentin VIME_HUMAN 53,653 7 9 14 16.50% VEVERDNLAEDIMR 171 184 34.1 27.7 28.9 0 1 0 1,704.8223
N_05 Vimentin VIME_HUMAN 53,653 7 9 14 16.50% DNLAEDIMR 176 184 47.2 25.0 27.7 2 0 0 1,092.4992
N_05 Vimentin VIME_HUMAN 53,653 7 9 14 16.50% NLQEAEEWYK 283 292 41.6 25.5 41.6 2 0 0 1,309.6059
N_05 Vimentin VIME_HUMAN 53,653 7 9 14 16.50% QVQSLTCEVDALK 322 334 28.7 28.7 19.8 1 0 0 1,490.7521
N_05 Vimentin VIME_HUMAN 53,653 7 9 14 16.50% DGQVINETSQHHDDLE 451 466 20.4 25.0 19.6 1 1 0 1,836.7997
N_06 Vimentin VIME_HUMAN 53,653 2 2 3 5.15% SLYASSPGGVYATR 51 64 67.5 27.0 52.4 2 0 0 1,428.7117
N_06 Vimentin VIME_HUMAN 53,653 2 2 3 5.15% FADLSEAANR 295 304 52.8 27.5 38.0 1 0 0 1,093.5272
N_07 Vimentin VIME_HUMAN 53,653 10 12 21 23.40% SLYASSPGGVYATR 51 64 57.9 26.8 36.5 2 0 0 1,428.7117
N_07 Vimentin VIME_HUMAN 53,653 10 12 21 23.40% ILLAELEQLKGQGK 130 143 52.0 25.0 46.1 2 1 0 1,539.9108
N_07 Vimentin VIME_HUMAN 53,653 10 12 21 23.40% LGDLYEEEMR 146 155 50.4 25.0 40.2 4 0 0 1,254.5672
N_07 Vimentin VIME_HUMAN 53,653 10 12 21 23.40% VEVERDNLAEDIMR 171 184 39.1 27.7 32.4 0 2 0 1,704.8223
N_07 Vimentin VIME_HUMAN 53,653 10 12 21 23.40% DNLAEDIMR 176 184 36.5 25.0 29.2 2 0 0 1,092.4992
N_07 Vimentin VIME_HUMAN 53,653 10 12 21 23.40% EEAENTLQSFR 197 207 38.6 25.7 30.7 1 0 0 1,323.6175
N_07 Vimentin VIME_HUMAN 53,653 10 12 21 23.40% NLQEAEEWYK 283 292 33.6 25.6 33.6 2 0 0 1,309.6059
N_07 Vimentin VIME_HUMAN 53,653 10 12 21 23.40% EYQDLLNVK 382 390 33.3 28.7 28.8 1 0 0 1,121.5838
N_07 Vimentin VIME_HUMAN 53,653 10 12 21 23.40% MALDIEIATYR 391 401 51.0 27.3 31.5 2 0 0 1,311.6615
N_07 Vimentin VIME_HUMAN 53,653 10 12 21 23.40% DGQVINETSQHHDDLE 451 466 28.8 25.0 28.8 2 0 0 1,836.7997
N_08 Vimentin VIME_HUMAN 53,653 7 7 13 14.40% VELQELNDR 105 113 25.3 26.9 17.3 1 0 0 1,115.5692
N_08 Vimentin VIME_HUMAN 53,653 7 7 13 14.40% DNLAEDIMR 176 184 18.3 25.0 2.7 2 0 0 1,092.4992
N_08 Vimentin VIME_HUMAN 53,653 7 7 13 14.40% EEAENTLQSFR 197 207 26.7 25.6 22.7 2 0 0 1,323.6175
N_08 Vimentin VIME_HUMAN 53,653 7 7 13 14.40% QDVDNASLAR 208 217 38.0 27.4 28.6 2 0 0 1,088.5331
N_08 Vimentin VIME_HUMAN 53,653 7 7 13 14.40% FADLSEAANR 295 304 49.5 27.5 39.4 2 0 0 1,093.5272
N_08 Vimentin VIME_HUMAN 53,653 7 7 13 14.40% EYQDLLNVK 382 390 46.0 28.7 33.5 2 0 0 1,121.5838
N_08 Vimentin VIME_HUMAN 53,653 7 7 13 14.40% KLLEGEESR 402 410 30.6 28.9 20.6 2 0 0 1,060.5634
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% MFGGPGTASRPSSSR 14 28 25.0 25.3 15.1 0 2 0 1,510.7068
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% TYSLGSALRPSTSR 37 50 37.7 28.1 31.8 1 1 0 1,495.7863
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% SLYASSPGGVYATR 51 64 84.0 26.7 62.7 2 0 0 1,428.7117
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% TNEKVELQELNDR 101 113 55.7 27.8 50.7 2 0 0 1,587.7974
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% VELQELNDR 105 113 25.7 26.7 24.0 1 0 0 1,115.5692
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% ILLAELEQLK 130 139 60.3 25.0 21.0 2 0 0 1,169.7142
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% ILLAELEQLKGQGK 130 143 59.8 25.0 58.5 2 0 0 1,539.9108
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% LGDLYEEEMR 146 155 54.3 25.0 49.7 2 0 0 1,270.5622
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% VEVERDNLAEDIMR 171 184 38.3 27.9 32.4 2 0 0 1,704.8223
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% DNLAEDIMR 176 184 28.1 25.0 26.8 2 0 0 1,092.4992
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% KVESLQEEIAFLK 223 235 82.1 25.9 68.6 2 0 0 1,533.8524
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% KVESLQEEIAFLKK 223 236 19.9 25.0 19.9 0 2 0 1,661.9474
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% NLQEAEEWYK 283 292 46.2 25.8 44.4 2 0 0 1,309.6059
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% FADLSEAANRNNDALR 295 310 24.8 27.5 20.0 1 0 0 1,776.8623
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% QVQSLTCEVDALK 322 334 80.0 28.7 65.1 2 0 0 1,490.7521
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% EYQDLLNVK 382 390 22.4 28.7 14.2 1 0 0 1,121.5838
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% MALDIEIATYR 391 401 61.7 27.6 40.2 2 0 0 1,311.6615
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% MALDIEIATYRK 391 402 46.9 27.4 32.4 2 0 0 1,439.7565
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% ETNLDSLPLVDTHSK 425 439 49.6 27.4 41.4 2 0 0 1,668.8441
N_09 Vimentin VIME_HUMAN 53,653 20 22 38 42.70% DGQVINETSQHHDDLE 451 466 47.6 25.0 44.6 2 1 0 1,836.7997
N_10 Vimentin VIME_HUMAN 53,653 5 5 7 11.60% SLYASSPGGVYATR 51 64 50.7 26.7 37.3 2 0 0 1,428.7117
N_10 Vimentin VIME_HUMAN 53,653 5 5 7 11.60% VEVERDNLAEDIMR 171 184 25.3 27.5 17.1 0 1 0 1,704.8223
N_10 Vimentin VIME_HUMAN 53,653 5 5 7 11.60% DNLAEDIMR 176 184 20.6 25.0 10.3 1 0 0 1,092.4992
N_10 Vimentin VIME_HUMAN 53,653 5 5 7 11.60% NLQEAEEWYK 283 292 21.9 25.5 21.9 2 0 0 1,309.6059
N_10 Vimentin VIME_HUMAN 53,653 5 5 7 11.60% DGQVINETSQHHDDLE 451 466 21.9 25.0 20.4 0 1 0 1,836.7997
N_11 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% SLYASSPGGVYATR 51 64 61.8 27.1 49.5 2 0 0 1,428.7117



N_11 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% VELQELNDR 105 113 39.4 26.9 33.5 2 0 0 1,115.5692
N_11 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% VEVERDNLAEDIMR 171 184 20.4 27.4 19.0 0 1 0 1,704.8223
N_11 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% EEAENTLQSFR 197 207 38.0 25.7 35.8 2 0 0 1,323.6175
N_11 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% FADLSEAANR 295 304 45.7 27.5 37.2 1 0 0 1,093.5272
N_11 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% EYQDLLNVK 382 390 29.1 28.4 18.7 2 0 0 1,121.5838
N_11 Vimentin VIME_HUMAN 53,653 7 7 12 16.70% MALDIEIATYR 391 401 38.2 27.4 28.4 2 0 0 1,311.6615
N_12 Vimentin VIME_HUMAN 53,653 8 8 11 16.50% SLYASSPGGVYATR 51 64 55.7 26.7 46.1 2 0 0 1,428.7117
N_12 Vimentin VIME_HUMAN 53,653 8 8 11 16.50% VELQELNDR 105 113 42.4 27.4 32.7 1 0 0 1,115.5692
N_12 Vimentin VIME_HUMAN 53,653 8 8 11 16.50% LGDLYEEEMR 146 155 51.8 25.0 49.5 1 0 0 1,270.5622
N_12 Vimentin VIME_HUMAN 53,653 8 8 11 16.50% VEVERDNLAEDIMR 171 184 31.3 27.7 27.8 0 2 0 1,704.8223
N_12 Vimentin VIME_HUMAN 53,653 8 8 11 16.50% DNLAEDIMR 176 184 20.8 25.0 17.7 1 0 0 1,092.4992
N_12 Vimentin VIME_HUMAN 53,653 8 8 11 16.50% EEAENTLQSFR 197 207 35.9 25.9 28.0 2 0 0 1,323.6175
N_12 Vimentin VIME_HUMAN 53,653 8 8 11 16.50% NLQEAEEWYK 283 292 20.8 25.6 20.8 1 0 0 1,309.6059
N_12 Vimentin VIME_HUMAN 53,653 8 8 11 16.50% EYQDLLNVK 382 390 33.7 28.4 24.4 1 0 0 1,121.5838
N_13 Vimentin VIME_HUMAN 53,653 10 10 16 23.40% SLYASSPGGVYATR 51 64 58.4 26.8 35.3 2 0 0 1,428.7117
N_13 Vimentin VIME_HUMAN 53,653 10 10 16 23.40% VEVERDNLAEDIMR 171 184 25.8 27.5 22.1 0 2 0 1,704.8223
N_13 Vimentin VIME_HUMAN 53,653 10 10 16 23.40% DNLAEDIMR 176 184 28.9 25.0 23.7 1 0 0 1,092.4992
N_13 Vimentin VIME_HUMAN 53,653 10 10 16 23.40% EEAENTLQSFR 197 207 49.7 25.9 45.5 2 0 0 1,323.6175
N_13 Vimentin VIME_HUMAN 53,653 10 10 16 23.40% NLQEAEEWYK 283 292 44.8 25.6 40.2 2 0 0 1,309.6059
N_13 Vimentin VIME_HUMAN 53,653 10 10 16 23.40% FADLSEAANR 295 304 78.3 27.5 65.4 2 0 0 1,093.5272
N_13 Vimentin VIME_HUMAN 53,653 10 10 16 23.40% LQDEIQNMKEEMAR 365 378 20.7 25.0 2.7 0 1 0 1,766.8050
N_13 Vimentin VIME_HUMAN 53,653 10 10 16 23.40% EYQDLLNVK 382 390 37.8 28.4 31.8 1 0 0 1,121.5838
N_13 Vimentin VIME_HUMAN 53,653 10 10 16 23.40% MALDIEIATYR 391 401 44.2 27.6 27.7 2 0 0 1,311.6615
N_13 Vimentin VIME_HUMAN 53,653 10 10 16 23.40% DGQVINETSQHHDDLE 451 466 28.8 25.0 27.9 1 0 0 1,836.7997
N_14 Vimentin VIME_HUMAN 53,653 10 10 18 23.20% TYSLGSALRPSTSR 37 50 24.6 27.7 23.1 0 2 0 1,495.7863
N_14 Vimentin VIME_HUMAN 53,653 10 10 18 23.20% SLYASSPGGVYATR 51 64 72.9 26.7 57.0 2 0 0 1,428.7117
N_14 Vimentin VIME_HUMAN 53,653 10 10 18 23.20% VELQELNDR 105 113 42.8 26.8 36.8 2 0 0 1,115.5692
N_14 Vimentin VIME_HUMAN 53,653 10 10 18 23.20% LGDLYEEEMR 146 155 47.1 25.0 45.1 2 0 0 1,270.5622
N_14 Vimentin VIME_HUMAN 53,653 10 10 18 23.20% VEVERDNLAEDIMR 171 184 28.2 27.6 26.1 0 2 0 1,704.8223
N_14 Vimentin VIME_HUMAN 53,653 10 10 18 23.20% DNLAEDIMR 176 184 23.4 25.0 17.2 2 0 0 1,092.4992
N_14 Vimentin VIME_HUMAN 53,653 10 10 18 23.20% EEAENTLQSFR 197 207 39.0 26.0 32.2 2 0 0 1,323.6175
N_14 Vimentin VIME_HUMAN 53,653 10 10 18 23.20% FADLSEAANR 295 304 72.1 27.1 52.6 2 0 0 1,093.5272
N_14 Vimentin VIME_HUMAN 53,653 10 10 18 23.20% MALDIEIATYR 391 401 42.1 27.3 22.0 1 0 0 1,311.6615
N_14 Vimentin VIME_HUMAN 53,653 10 10 18 23.20% ETNLDSLPLVDTHSK 425 439 18.2 27.4 16.6 0 1 0 1,668.8441
N_15 Vimentin VIME_HUMAN 53,653 6 6 8 15.90% SLYASSPGGVYATR 51 64 59.4 26.8 41.2 2 0 0 1,428.7117
N_15 Vimentin VIME_HUMAN 53,653 6 6 8 15.90% VEVERDNLAEDIMR 171 184 19.7 27.5 16.2 0 1 0 1,704.8223
N_15 Vimentin VIME_HUMAN 53,653 6 6 8 15.90% NLQEAEEWYK 283 292 32.2 25.8 32.2 2 0 0 1,309.6059
N_15 Vimentin VIME_HUMAN 53,653 6 6 8 15.90% EYQDLLNVK 382 390 32.3 28.4 25.3 1 0 0 1,121.5838
N_15 Vimentin VIME_HUMAN 53,653 6 6 8 15.90% MALDIEIATYR 391 401 45.1 27.5 35.0 1 0 0 1,311.6615
N_15 Vimentin VIME_HUMAN 53,653 6 6 8 15.90% DGQVINETSQHHDDLE 451 466 17.3 25.0 17.3 0 1 0 1,836.7997
N_16 Vimentin VIME_HUMAN 53,653 4 4 7 10.10% TYSLGSALRPSTSR 37 50 20.2 27.7 13.8 0 1 0 1,495.7863
N_16 Vimentin VIME_HUMAN 53,653 4 4 7 10.10% SLYASSPGGVYATR 51 64 63.4 26.8 49.7 2 0 0 1,428.7117
N_16 Vimentin VIME_HUMAN 53,653 4 4 7 10.10% NLQEAEEWYK 283 292 28.7 25.3 27.5 2 0 0 1,309.6059
N_16 Vimentin VIME_HUMAN 53,653 4 4 7 10.10% EYQDLLNVK 382 390 27.5 28.7 16.5 2 0 0 1,121.5838
O_02 Vimentin VIME_HUMAN 53,653 2 2 3 5.36% SLYASSPGGVYATR 51 64 66.2 26.9 55.1 2 0 0 1,428.7117
O_02 Vimentin VIME_HUMAN 53,653 2 2 3 5.36% MALDIEIATYR 391 401 34.4 27.3 21.3 1 0 0 1,311.6615
O_03 Vimentin VIME_HUMAN 53,653 4 4 4 8.58% LGDLYEEEMR 146 155 25.4 25.0 25.4 1 0 0 1,270.5622
O_03 Vimentin VIME_HUMAN 53,653 4 4 4 8.58% DNLAEDIMR 176 184 35.9 25.0 27.2 1 0 0 1,092.4992
O_03 Vimentin VIME_HUMAN 53,653 4 4 4 8.58% EEAENTLQSFR 197 207 31.1 26.0 29.9 1 0 0 1,323.6175
O_03 Vimentin VIME_HUMAN 53,653 4 4 4 8.58% FADLSEAANR 295 304 47.2 27.1 36.4 1 0 0 1,093.5272
O_04 Vimentin VIME_HUMAN 53,653 11 12 21 26.00% SLYASSPGGVYATR 51 64 57.9 27.1 53.1 2 0 0 1,428.7117
O_04 Vimentin VIME_HUMAN 53,653 11 12 21 26.00% ILLAELEQLK 130 139 38.4 25.0 24.3 2 0 0 1,169.7142
O_04 Vimentin VIME_HUMAN 53,653 11 12 21 26.00% LGDLYEEEMR 146 155 54.0 25.0 54.0 2 0 0 1,270.5622
O_04 Vimentin VIME_HUMAN 53,653 11 12 21 26.00% VEVERDNLAEDIMR 171 184 36.0 27.4 30.0 0 2 0 1,704.8223
O_04 Vimentin VIME_HUMAN 53,653 11 12 21 26.00% DNLAEDIMR 176 184 34.3 25.0 26.2 2 0 0 1,092.4992
O_04 Vimentin VIME_HUMAN 53,653 11 12 21 26.00% EEAENTLQSFR 197 207 56.5 25.7 46.8 2 0 0 1,323.6175
O_04 Vimentin VIME_HUMAN 53,653 11 12 21 26.00% KVESLQEEIAFLK 223 235 101.0 26.2 90.8 2 1 0 1,533.8524
O_04 Vimentin VIME_HUMAN 53,653 11 12 21 26.00% KVESLQEEIAFLKK 223 236 30.9 25.0 27.9 0 2 0 1,661.9474
O_04 Vimentin VIME_HUMAN 53,653 11 12 21 26.00% FADLSEAANRNNDALR 295 310 52.2 27.5 38.9 0 1 0 1,776.8623
O_04 Vimentin VIME_HUMAN 53,653 11 12 21 26.00% QVQSLTCEVDALKGTNESLER 322 342 42.5 27.2 37.9 0 1 0 2,377.1666
O_04 Vimentin VIME_HUMAN 53,653 11 12 21 26.00% MALDIEIATYR 391 401 51.5 27.3 42.0 2 0 0 1,311.6615
O_05 Vimentin VIME_HUMAN 53,653 8 8 16 17.20% SLYASSPGGVYATR 51 64 42.9 26.7 30.2 2 0 0 1,428.7117
O_05 Vimentin VIME_HUMAN 53,653 8 8 16 17.20% ILLAELEQLK 130 139 35.8 25.0 18.9 2 0 0 1,169.7142
O_05 Vimentin VIME_HUMAN 53,653 8 8 16 17.20% LGDLYEEEMR 146 155 43.1 25.0 43.1 2 0 0 1,270.5622
O_05 Vimentin VIME_HUMAN 53,653 8 8 16 17.20% VEVERDNLAEDIMR 171 184 36.4 27.7 32.1 0 2 0 1,704.8223
O_05 Vimentin VIME_HUMAN 53,653 8 8 16 17.20% DNLAEDIMR 176 184 38.0 25.0 28.1 2 0 0 1,092.4992
O_05 Vimentin VIME_HUMAN 53,653 8 8 16 17.20% EEAENTLQSFR 197 207 38.0 25.7 36.6 2 0 0 1,323.6175
O_05 Vimentin VIME_HUMAN 53,653 8 8 16 17.20% NLQEAEEWYK 283 292 38.8 25.3 37.2 2 0 0 1,309.6059
O_05 Vimentin VIME_HUMAN 53,653 8 8 16 17.20% MALDIEIATYR 391 401 59.9 27.5 41.4 2 0 0 1,311.6615
O_06 Vimentin VIME_HUMAN 53,653 4 4 6 9.23% SLYASSPGGVYATR 51 64 67.6 26.8 59.6 2 0 0 1,428.7117
O_06 Vimentin VIME_HUMAN 53,653 4 4 6 9.23% VELQELNDR 105 113 29.9 26.8 29.9 1 0 0 1,115.5692
O_06 Vimentin VIME_HUMAN 53,653 4 4 6 9.23% DNLAEDIMR 176 184 27.6 25.0 10.1 1 0 0 1,092.4992
O_06 Vimentin VIME_HUMAN 53,653 4 4 6 9.23% EEAENTLQSFR 197 207 35.3 26.0 29.2 2 0 0 1,323.6175
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% SLYASSPGGVYATR 51 64 55.7 26.8 51.5 2 0 0 1,428.7117
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% VELQELNDR 105 113 39.5 26.7 29.3 2 0 0 1,115.5692
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% ILLAELEQLK 130 139 49.2 25.0 21.7 2 0 0 1,169.7142
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% ILLAELEQLKGQGK 130 143 20.8 25.0 5.3 0 1 0 1,539.9108
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% LGDLYEEEMR 146 155 47.5 25.0 39.3 4 0 0 1,270.5622
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% VEVERDNLAEDIMR 171 184 42.4 27.4 41.4 0 2 0 1,704.8223
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% DNLAEDIMR 176 184 28.7 25.0 17.3 2 0 0 1,092.4992
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% EEAENTLQSFR 197 207 55.3 25.7 43.9 2 0 0 1,323.6175
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% KVESLQEEIAFLK 223 235 97.9 26.3 92.2 2 2 0 1,533.8524
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% NLQEAEEWYK 283 292 48.0 25.5 46.3 2 0 0 1,309.6059
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% FADLSEAANRNNDALR 295 310 46.6 27.3 36.2 0 2 0 1,776.8623
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% QVQSLTCEVDALKGTNESLER 322 342 54.3 27.1 49.7 0 2 0 2,377.1666
O_07 Vimentin VIME_HUMAN 53,653 13 15 28 31.80% DGQVINETSQHHDDLE 451 466 18.4 25.0 16.5 0 1 0 1,836.7997
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% SLYASSPGGVYATR 51 64 60.8 27.0 31.7 2 0 0 1,428.7117
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% TNEKVELQELNDR 101 113 43.4 28.0 33.7 2 2 0 1,587.7974
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% VELQELNDR 105 113 46.3 27.3 36.4 1 0 0 1,115.5692
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% ILLAELEQLK 130 139 58.7 25.0 26.1 2 0 0 1,169.7142
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% ILLAELEQLKGQGK 130 143 49.7 25.0 41.0 2 2 0 1,539.9108
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% LGDLYEEEMR 146 155 51.1 25.0 41.5 1 0 0 1,270.5622
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% LGDLYEEEMRELR 146 158 23.5 26.4 16.3 0 2 0 1,668.7900
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% VEVERDNLAEDIMR 171 184 48.1 27.2 43.8 0 2 0 1,688.8273
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% KVESLQEEIAFLK 223 235 106.0 26.3 99.5 2 2 0 1,533.8524
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% KVESLQEEIAFLKK 223 236 53.4 25.0 50.0 0 2 0 1,661.9474
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% DVRQQYESVAAK 271 282 24.1 28.5 17.8 0 1 0 1,393.7070
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% NLQEAEEWYK 283 292 38.5 25.6 38.5 2 0 0 1,309.6059
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% FADLSEAANRNNDALR 295 310 46.7 27.3 31.3 0 2 0 1,776.8623
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% QVQSLTCEVDALK 322 334 73.3 28.7 65.5 2 0 0 1,490.7521
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% QVQSLTCEVDALKGTNESLER 322 342 57.5 27.3 56.1 0 2 0 2,377.1666
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% LQDEIQNMKEEMAR 365 378 17.0 25.0 5.0 0 1 0 1,766.8050
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% HLREYQDLLNVK 379 390 22.1 27.1 17.0 0 1 0 1,527.8279
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% MALDIEIATYR 391 401 62.2 27.3 43.0 4 0 0 1,311.6615
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% MALDIEIATYRK 391 402 30.6 27.1 21.9 1 2 0 1,439.7565
O_08 Vimentin VIME_HUMAN 53,653 20 26 43 41.80% DGQVINETSQHHDDLE 451 466 20.9 25.0 20.9 1 0 0 1,836.7997
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% TYSLGSALRPSTSR 37 50 23.6 27.7 21.5 0 2 0 1,495.7863
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% SLYASSPGGVYATR 51 64 68.2 27.0 51.2 2 0 0 1,428.7117
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% TNEKVELQELNDR 101 113 30.9 28.0 30.9 2 0 0 1,587.7974
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% VELQELNDR 105 113 50.8 26.7 43.1 2 0 0 1,115.5692
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% ILLAELEQLK 130 139 49.8 25.0 25.7 2 0 0 1,169.7142
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% ILLAELEQLKGQGK 130 143 45.4 25.0 43.3 2 2 0 1,539.9108



O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% LGDLYEEEMR 146 155 50.7 25.0 50.7 2 0 0 1,254.5672
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% VEVERDNLAEDIMR 171 184 41.4 27.7 37.4 0 3 0 1,704.8223
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% DNLAEDIMR 176 184 41.5 25.3 30.1 4 0 0 1,076.5042
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% KVESLQEEIAFLK 223 235 95.2 26.3 93.6 2 2 0 1,533.8524
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% NLQEAEEWYK 283 292 45.8 25.6 44.5 2 0 0 1,309.6059
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% QVQSLTCEVDALK 322 334 43.7 28.7 38.0 2 0 0 1,490.7521
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% MALDIEIATYR 391 401 56.0 27.3 41.5 2 0 0 1,311.6615
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% MALDIEIATYRK 391 402 21.9 27.3 10.4 0 1 0 1,439.7565
O_09 Vimentin VIME_HUMAN 53,653 15 19 36 30.70% DGQVINETSQHHDDLE 451 466 41.8 25.0 34.2 2 0 0 1,836.7997
O_10 Vimentin VIME_HUMAN 53,653 3 3 4 6.01% SLYASSPGGVYATR 51 64 49.7 26.8 38.0 2 0 0 1,428.7117
O_10 Vimentin VIME_HUMAN 53,653 3 3 4 6.01% VEVERDNLAEDIMR 171 184 24.0 27.4 15.2 0 1 0 1,704.8223
O_10 Vimentin VIME_HUMAN 53,653 3 3 4 6.01% DNLAEDIMR 176 184 21.2 25.0 4.2 1 0 0 1,092.4992
O_11 Vimentin VIME_HUMAN 53,653 2 2 3 5.15% SLYASSPGGVYATR 51 64 47.3 26.9 41.8 2 0 0 1,428.7117
O_11 Vimentin VIME_HUMAN 53,653 2 2 3 5.15% NLQEAEEWYK 283 292 19.8 25.3 12.7 1 0 0 1,309.6059
O_12 Vimentin VIME_HUMAN 53,653 2 2 2 4.94% SLYASSPGGVYATR 51 64 36.0 27.0 36.0 1 0 0 1,428.7117
O_12 Vimentin VIME_HUMAN 53,653 2 2 2 4.94% DNLAEDIMR 176 184 21.1 25.0 16.8 1 0 0 1,092.4992
O_13 Vimentin VIME_HUMAN 53,653 4 4 6 10.70% SLYASSPGGVYATR 51 64 31.5 26.7 24.7 2 0 0 1,428.7117
O_13 Vimentin VIME_HUMAN 53,653 4 4 6 10.70% NLQEAEEWYK 283 292 32.6 25.3 30.1 1 0 0 1,309.6059
O_13 Vimentin VIME_HUMAN 53,653 4 4 6 10.70% FADLSEAANR 295 304 54.8 27.5 40.8 2 0 0 1,093.5272
O_13 Vimentin VIME_HUMAN 53,653 4 4 6 10.70% DGQVINETSQHHDDLE 451 466 30.0 25.0 26.4 0 1 0 1,836.7997
O_14 Vimentin VIME_HUMAN 53,653 3 3 6 7.30% SLYASSPGGVYATR 51 64 68.5 26.5 58.2 2 0 0 1,428.7117
O_14 Vimentin VIME_HUMAN 53,653 3 3 6 7.30% NLQEAEEWYK 283 292 31.5 25.3 31.5 2 0 0 1,309.6059
O_14 Vimentin VIME_HUMAN 53,653 3 3 6 7.30% FADLSEAANR 295 304 51.8 27.5 31.6 2 0 0 1,093.5272
O_15 Vimentin VIME_HUMAN 53,653 2 2 3 5.15% SLYASSPGGVYATR 51 64 48.8 26.7 44.7 1 0 0 1,428.7117
O_15 Vimentin VIME_HUMAN 53,653 2 2 3 5.15% FADLSEAANR 295 304 33.5 27.5 20.9 2 0 0 1,093.5272
P_04 Vimentin VIME_HUMAN 53,653 6 7 13 12.90% ILLAELEQLKGQGK 130 143 54.5 25.0 46.5 1 0 0 1,539.9108
P_04 Vimentin VIME_HUMAN 53,653 6 7 13 12.90% LGDLYEEEMR 146 155 51.9 25.0 49.2 4 0 0 1,270.5622
P_04 Vimentin VIME_HUMAN 53,653 6 7 13 12.90% VEVERDNLAEDIMR 171 184 38.1 27.5 34.0 0 2 0 1,704.8223
P_04 Vimentin VIME_HUMAN 53,653 6 7 13 12.90% DNLAEDIMR 176 184 40.6 25.0 33.9 2 0 0 1,092.4992
P_04 Vimentin VIME_HUMAN 53,653 6 7 13 12.90% EEAENTLQSFR 197 207 50.1 25.7 39.7 2 0 0 1,323.6175
P_04 Vimentin VIME_HUMAN 53,653 6 7 13 12.90% MALDIEIATYR 391 401 51.9 27.6 36.5 2 0 0 1,311.6615
P_05 Vimentin VIME_HUMAN 53,653 6 6 11 16.50% SLYASSPGGVYATR 51 64 55.7 27.1 43.0 2 0 0 1,428.7117
P_05 Vimentin VIME_HUMAN 53,653 6 6 11 16.50% TNEKVELQELNDR 101 113 24.9 27.9 24.9 0 1 0 1,587.7974
P_05 Vimentin VIME_HUMAN 53,653 6 6 11 16.50% LGDLYEEEMR 146 155 42.9 25.0 42.9 2 0 0 1,270.5622
P_05 Vimentin VIME_HUMAN 53,653 6 6 11 16.50% VEVERDNLAEDIMR 171 184 30.6 27.7 24.1 0 2 0 1,704.8223
P_05 Vimentin VIME_HUMAN 53,653 6 6 11 16.50% NLQEAEEWYK 283 292 34.9 25.5 34.2 2 0 0 1,309.6059
P_05 Vimentin VIME_HUMAN 53,653 6 6 11 16.50% DGQVINETSQHHDDLE 451 466 35.5 25.0 35.5 2 0 0 1,836.7997
P_06 Vimentin VIME_HUMAN 53,653 3 3 5 7.51% SLYASSPGGVYATR 51 64 58.8 27.1 45.9 2 0 0 1,428.7117
P_06 Vimentin VIME_HUMAN 53,653 3 3 5 7.51% LGDLYEEEMR 146 155 35.6 25.0 30.9 1 0 0 1,270.5622
P_06 Vimentin VIME_HUMAN 53,653 3 3 5 7.51% EEAENTLQSFR 197 207 43.4 25.6 34.4 2 0 0 1,323.6175
P_07 Vimentin VIME_HUMAN 53,653 6 7 13 12.20% VELQELNDR 105 113 49.4 26.8 41.4 2 0 0 1,115.5692
P_07 Vimentin VIME_HUMAN 53,653 6 7 13 12.20% LGDLYEEEMR 146 155 56.8 25.0 50.3 4 0 0 1,270.5622
P_07 Vimentin VIME_HUMAN 53,653 6 7 13 12.20% VEVERDNLAEDIMR 171 184 34.9 27.5 31.0 0 2 0 1,704.8223
P_07 Vimentin VIME_HUMAN 53,653 6 7 13 12.20% DNLAEDIMR 176 184 42.0 25.0 34.4 2 0 0 1,092.4992
P_07 Vimentin VIME_HUMAN 53,653 6 7 13 12.20% NLQEAEEWYK 283 292 55.3 25.8 55.3 2 0 0 1,309.6059
P_07 Vimentin VIME_HUMAN 53,653 6 7 13 12.20% LQDEIQNMKEEMAR 365 378 20.0 25.0 13.7 0 1 0 1,766.8050
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% SLYASSPGGVYATR 51 64 47.1 27.0 29.4 1 0 0 1,428.7117
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% VELQELNDR 105 113 32.8 27.3 29.3 2 0 0 1,115.5692
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% ILLAELEQLKGQGK 130 143 47.0 25.0 43.4 2 0 0 1,539.9108
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% LGDLYEEEMR 146 155 56.5 25.0 54.8 2 0 0 1,270.5622
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% VEVERDNLAEDIMR 171 184 27.3 27.5 22.3 1 0 0 1,704.8223
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% KVESLQEEIAFLK 223 235 93.9 26.2 86.6 2 1 0 1,533.8524
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% KVESLQEEIAFLKK 223 236 24.8 25.0 24.8 0 2 0 1,661.9474
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% VESLQEEIAFLKK 224 236 19.9 26.2 0.0 0 1 0 1,533.8524
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% DVRQQYESVAAK 271 282 26.0 28.4 18.8 0 1 0 1,393.7070
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% NLQEAEEWYK 283 292 57.8 25.5 57.0 2 0 0 1,309.6059
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% QVQSLTCEVDALKGTNESLER 322 342 39.0 27.3 27.2 0 2 0 2,377.1666
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% MALDIEIATYR 391 401 48.9 27.6 32.8 2 0 0 1,311.6615
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% MALDIEIATYRK 391 402 45.0 27.0 30.5 2 0 0 1,439.7565
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% ETNLDSLPLVDTHSK 425 439 52.2 27.5 52.1 2 0 0 1,668.8441
P_08 Vimentin VIME_HUMAN 53,653 15 16 27 34.50% DGQVINETSQHHDDLE 451 466 45.0 25.0 41.7 2 0 0 1,836.7997
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% MFGGPGTASRPSSSR 14 28 37.0 25.8 27.6 0 2 0 1,510.7068
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% TYSLGSALRPSTSR 37 50 36.1 27.8 32.4 1 2 0 1,495.7863
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% SLYASSPGGVYATR 51 64 67.8 27.0 54.6 2 0 0 1,428.7117
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% TNEKVELQELNDR 101 113 37.4 28.0 33.5 2 1 0 1,587.7974
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% ILLAELEQLKGQGK 130 143 16.2 25.0 6.6 0 1 0 1,539.9108
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% VEVERDNLAEDIMR 171 184 35.2 27.7 33.5 0 2 0 1,704.8223
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% DNLAEDIMR 176 184 30.9 25.0 27.7 1 0 0 1,092.4992
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% LQEEMLQR 189 196 27.5 28.1 18.2 1 0 0 1,062.5250
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% KVESLQEEIAFLK 223 235 78.1 25.9 78.1 2 0 0 1,533.8524
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% KVESLQEEIAFLKK 223 236 34.5 25.0 32.6 0 2 0 1,661.9474
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% NLQEAEEWYK 283 292 49.9 25.8 47.7 2 0 0 1,309.6059
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% FADLSEAANR 295 304 80.8 27.5 62.3 2 0 0 1,093.5272
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% QVQSLTCEVDALK 322 334 59.0 28.7 49.6 1 0 0 1,490.7521
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% EYQDLLNVK 382 390 41.0 28.4 32.9 1 0 0 1,121.5838
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% MALDIEIATYR 391 401 50.1 27.4 36.5 2 0 0 1,311.6615
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% MALDIEIATYRK 391 402 36.8 27.4 32.6 1 0 0 1,439.7565
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% ETNLDSLPLVDTHSK 425 439 48.5 27.4 40.1 2 0 0 1,668.8441
P_09 Vimentin VIME_HUMAN 53,653 18 21 34 41.00% DGQVINETSQHHDDLE 451 466 50.3 25.0 45.7 2 2 0 1,836.7997
P_11 Vimentin VIME_HUMAN 53,653 2 2 2 4.51% EEAENTLQSFR 197 207 26.1 25.9 19.9 1 0 0 1,323.6175
P_11 Vimentin VIME_HUMAN 53,653 2 2 2 4.51% NLQEAEEWYK 283 292 23.8 25.5 18.4 1 0 0 1,309.6059
P_12 Vimentin VIME_HUMAN 53,653 3 3 4 7.30% SLYASSPGGVYATR 51 64 47.6 26.9 41.2 2 0 0 1,428.7117
P_12 Vimentin VIME_HUMAN 53,653 3 3 4 7.30% VELQELNDR 105 113 24.4 26.8 13.8 1 0 0 1,115.5692
P_12 Vimentin VIME_HUMAN 53,653 3 3 4 7.30% EEAENTLQSFR 197 207 32.7 25.9 29.4 1 0 0 1,323.6175
P_13 Vimentin VIME_HUMAN 53,653 5 5 7 10.10% SLYASSPGGVYATR 51 64 55.3 27.0 40.3 2 0 0 1,428.7117
P_13 Vimentin VIME_HUMAN 53,653 5 5 7 10.10% VEVERDNLAEDIMR 171 184 20.1 27.5 11.9 0 1 0 1,704.8223
P_13 Vimentin VIME_HUMAN 53,653 5 5 7 10.10% DNLAEDIMR 176 184 21.8 25.0 16.6 1 0 0 1,092.4992
P_13 Vimentin VIME_HUMAN 53,653 5 5 7 10.10% NLQEAEEWYK 283 292 36.2 25.5 36.1 2 0 0 1,309.6059
P_13 Vimentin VIME_HUMAN 53,653 5 5 7 10.10% EYQDLLNVK 382 390 24.1 28.4 14.6 1 0 0 1,121.5838
P_14 Vimentin VIME_HUMAN 53,653 3 3 5 7.51% SLYASSPGGVYATR 51 64 57.7 26.7 51.9 2 0 0 1,428.7117
P_14 Vimentin VIME_HUMAN 53,653 3 3 5 7.51% EEAENTLQSFR 197 207 21.5 25.7 21.5 1 0 0 1,323.6175
P_14 Vimentin VIME_HUMAN 53,653 3 3 5 7.51% FADLSEAANR 295 304 61.5 27.4 45.3 2 0 0 1,093.5272
Q_03 Vimentin VIME_HUMAN 53,653 4 4 4 9.66% EEAENTLQSFR 197 207 40.8 25.7 28.0 1 0 0 1,323.6175
Q_03 Vimentin VIME_HUMAN 53,653 4 4 4 9.66% LQDEIQNMKEEMAR 365 378 19.7 25.0 9.0 0 1 0 1,766.8050
Q_03 Vimentin VIME_HUMAN 53,653 4 4 4 9.66% EYQDLLNVK 382 390 29.0 28.4 19.5 1 0 0 1,121.5838
Q_03 Vimentin VIME_HUMAN 53,653 4 4 4 9.66% MALDIEIATYR 391 401 34.8 27.3 22.3 1 0 0 1,311.6615
Q_04 Vimentin VIME_HUMAN 53,653 9 10 19 19.70% SLYASSPGGVYATR 51 64 62.7 26.8 51.5 2 0 0 1,428.7117
Q_04 Vimentin VIME_HUMAN 53,653 9 10 19 19.70% ILLAELEQLKGQGK 130 143 51.9 25.0 46.6 2 2 0 1,539.9108
Q_04 Vimentin VIME_HUMAN 53,653 9 10 19 19.70% VEVERDNLAEDIMR 171 184 38.6 27.5 35.7 0 2 0 1,704.8223
Q_04 Vimentin VIME_HUMAN 53,653 9 10 19 19.70% DNLAEDIMR 176 184 33.6 25.0 22.5 2 0 0 1,092.4992
Q_04 Vimentin VIME_HUMAN 53,653 9 10 19 19.70% EEAENTLQSFR 197 207 43.5 26.0 36.9 2 0 0 1,323.6175
Q_04 Vimentin VIME_HUMAN 53,653 9 10 19 19.70% KVESLQEEIAFLK 223 235 86.6 25.9 82.7 2 0 0 1,533.8524
Q_04 Vimentin VIME_HUMAN 53,653 9 10 19 19.70% KVESLQEEIAFLKK 223 236 31.8 25.0 29.9 0 2 0 1,661.9474
Q_04 Vimentin VIME_HUMAN 53,653 9 10 19 19.70% EYQDLLNVK 382 390 26.6 28.4 20.8 1 0 0 1,121.5838
Q_04 Vimentin VIME_HUMAN 53,653 9 10 19 19.70% DGQVINETSQHHDDLE 451 466 35.9 25.0 35.9 2 0 0 1,836.7997
Q_05 Vimentin VIME_HUMAN 53,653 12 14 22 29.60% TYSLGSALRPSTSR 37 50 18.0 28.1 12.0 0 1 0 1,495.7863
Q_05 Vimentin VIME_HUMAN 53,653 12 14 22 29.60% SLYASSPGGVYATR 51 64 47.8 26.8 29.5 2 0 0 1,428.7117
Q_05 Vimentin VIME_HUMAN 53,653 12 14 22 29.60% TNEKVELQELNDR 101 113 18.6 27.8 13.9 0 2 0 1,587.7974
Q_05 Vimentin VIME_HUMAN 53,653 12 14 22 29.60% VELQELNDR 105 113 32.4 27.3 26.2 2 0 0 1,115.5692
Q_05 Vimentin VIME_HUMAN 53,653 12 14 22 29.60% ILLAELEQLKGQGK 130 143 17.9 25.0 5.6 0 1 0 1,539.9108
Q_05 Vimentin VIME_HUMAN 53,653 12 14 22 29.60% LGDLYEEEMR 146 155 59.0 25.0 55.6 4 0 0 1,254.5672
Q_05 Vimentin VIME_HUMAN 53,653 12 14 22 29.60% VEVERDNLAEDIMR 171 184 28.9 27.6 27.4 0 2 0 1,704.8223



Q_05 Vimentin VIME_HUMAN 53,653 12 14 22 29.60% NLQEAEEWYK 283 292 49.2 25.3 47.2 2 0 0 1,309.6059
Q_05 Vimentin VIME_HUMAN 53,653 12 14 22 29.60% QVQSLTCEVDALK 322 334 25.4 28.7 17.2 1 0 0 1,490.7521
Q_05 Vimentin VIME_HUMAN 53,653 12 14 22 29.60% EYQDLLNVK 382 390 36.3 28.7 29.4 1 0 0 1,121.5838
Q_05 Vimentin VIME_HUMAN 53,653 12 14 22 29.60% MALDIEIATYR 391 401 56.5 27.6 39.0 2 0 0 1,311.6615
Q_05 Vimentin VIME_HUMAN 53,653 12 14 22 29.60% DGQVINETSQHHDDLE 451 466 27.6 25.0 17.0 1 1 0 1,836.7997
Q_06 Vimentin VIME_HUMAN 53,653 6 6 9 16.30% TYSLGSALRPSTSR 37 50 18.9 27.7 16.2 0 1 0 1,495.7863
Q_06 Vimentin VIME_HUMAN 53,653 6 6 9 16.30% SLYASSPGGVYATR 51 64 67.7 27.0 44.3 2 0 0 1,428.7117
Q_06 Vimentin VIME_HUMAN 53,653 6 6 9 16.30% ILLAELEQLKGQGK 130 143 19.4 25.0 4.7 0 1 0 1,539.9108
Q_06 Vimentin VIME_HUMAN 53,653 6 6 9 16.30% LGDLYEEEMR 146 155 40.7 25.0 38.3 2 0 0 1,270.5622
Q_06 Vimentin VIME_HUMAN 53,653 6 6 9 16.30% VEVERDNLAEDIMR 171 184 21.5 27.7 20.7 0 1 0 1,704.8223
Q_06 Vimentin VIME_HUMAN 53,653 6 6 9 16.30% NLQEAEEWYK 283 292 28.0 25.6 28.0 2 0 0 1,309.6059
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% SLYASSPGGVYATR 51 64 67.2 27.0 52.1 1 0 0 1,428.7117
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% VELQELNDR 105 113 49.0 27.4 38.6 2 0 0 1,115.5692
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% ILLAELEQLK 130 139 65.3 25.0 38.5 1 0 0 1,169.7142
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% ILLAELEQLKGQGK 130 143 45.5 25.0 38.7 2 2 0 1,539.9108
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% LGDLYEEEMR 146 155 64.7 25.0 64.6 2 0 0 1,270.5622
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% VEVERDNLAEDIMR 171 184 58.8 27.4 49.9 2 2 0 1,704.8223
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% DNLAEDIMR 176 184 34.9 25.0 28.3 4 0 0 1,092.4992
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% LQEEMLQR 189 196 23.5 27.6 13.6 1 0 0 1,062.5250
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% KVESLQEEIAFLK 223 235 88.2 26.2 82.3 2 2 0 1,533.8524
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% NLQEAEEWYK 283 292 43.9 25.6 43.9 2 0 0 1,309.6059
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% QVQSLTCEVDALK 322 334 58.4 28.7 51.1 2 0 0 1,490.7521
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% QVQSLTCEVDALKGTNESLER 322 342 35.3 27.3 32.7 0 2 0 2,377.1666
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% ETNLDSLPLVDTHSK 425 439 33.7 27.5 33.6 1 0 0 1,668.8441
Q_07 Vimentin VIME_HUMAN 53,653 14 18 32 30.90% DGQVINETSQHHDDLE 451 466 54.0 25.0 54.0 2 0 0 1,836.7997
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% TYSLGSALRPSTSR 37 50 21.1 27.7 18.9 0 1 0 1,495.7863
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% SLYASSPGGVYATR 51 64 64.6 26.8 46.3 2 0 0 1,428.7117
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% TNEKVELQELNDR 101 113 54.6 28.2 43.4 2 0 0 1,587.7974
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% ILLAELEQLK 130 139 63.3 25.0 24.9 2 0 0 1,169.7142
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% ILLAELEQLKGQGK 130 143 35.1 25.0 29.1 0 2 0 1,539.9108
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% LGDLYEEEMR 146 155 65.7 25.0 58.9 2 0 0 1,270.5622
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% VEVERDNLAEDIMR 171 184 28.9 27.6 27.2 0 2 0 1,704.8223
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% DNLAEDIMR 176 184 41.0 25.0 34.1 4 0 0 1,092.4992
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% LQEEMLQR 189 196 35.1 28.1 16.3 1 0 0 1,062.5250
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% QDVDNASLAR 208 217 28.3 27.4 18.2 2 0 0 1,088.5331
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% DVRQQYESVAAK 271 282 43.2 28.4 27.4 2 2 0 1,393.7070
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% NLQEAEEWYK 283 292 43.4 25.6 43.4 2 0 0 1,309.6059
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% SKFADLSEAANR 293 304 30.6 27.4 30.6 2 0 0 1,308.6542
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% QVQSLTCEVDALK 322 334 73.1 28.8 57.4 2 0 0 1,490.7521
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% MALDIEIATYR 391 401 59.2 27.3 38.5 2 0 0 1,311.6615
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% ETNLDSLPLVDTHSK 425 439 49.5 27.4 40.4 2 0 0 1,668.8441
Q_08 Vimentin VIME_HUMAN 53,653 17 19 36 39.90% DGQVINETSQHHDDLE 451 466 50.5 25.0 50.5 2 0 0 1,836.7997
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% SLYASSPGGVYATR 51 64 76.5 27.0 58.3 2 0 0 1,428.7117
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% ILLAELEQLK 130 139 58.7 25.0 35.8 2 0 0 1,169.7142
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% VEVERDNLAEDIMR 171 184 26.5 27.5 23.1 0 1 0 1,704.8223
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% DNLAEDIMR 176 184 37.3 25.0 27.8 3 0 0 1,092.4992
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% EKLQEEMLQR 187 196 30.0 27.7 19.7 1 0 0 1,319.6626
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% EEAENTLQSFR 197 207 48.6 26.0 40.8 2 0 0 1,323.6175
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% NLQEAEEWYK 283 292 36.1 25.5 36.1 2 0 0 1,309.6059
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% QVQSLTCEVDALK 322 334 66.7 28.8 55.0 2 0 0 1,490.7521
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% EYQDLLNVK 382 390 47.9 28.4 39.7 2 0 0 1,121.5838
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% MALDIEIATYR 391 401 55.1 27.5 30.2 4 0 0 1,295.6665
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% MALDIEIATYRK 391 402 49.3 27.4 35.5 2 1 0 1,439.7565
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% KLLEGEESR 402 410 37.8 28.9 6.0 2 0 0 1,060.5634
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% ETNLDSLPLVDTHSK 425 439 53.8 27.4 41.1 2 0 0 1,668.8441
Q_09 Vimentin VIME_HUMAN 53,653 14 17 30 30.50% DGQVINETSQHHDDLE 451 466 63.9 25.0 63.2 2 0 0 1,836.7997
Q_10 Vimentin VIME_HUMAN 53,653 4 4 6 9.44% SLYASSPGGVYATR 51 64 60.0 27.0 45.9 2 0 0 1,428.7117
Q_10 Vimentin VIME_HUMAN 53,653 4 4 6 9.44% DNLAEDIMR 176 184 23.9 25.0 14.6 1 0 0 1,092.4992
Q_10 Vimentin VIME_HUMAN 53,653 4 4 6 9.44% EEAENTLQSFR 197 207 45.6 25.6 40.0 1 0 0 1,323.6175
Q_10 Vimentin VIME_HUMAN 53,653 4 4 6 9.44% NLQEAEEWYK 283 292 32.2 25.5 26.0 2 0 0 1,309.6059
Q_11 Vimentin VIME_HUMAN 53,653 6 6 10 12.70% VELQELNDR 105 113 41.0 26.9 30.3 2 0 0 1,115.5692
Q_11 Vimentin VIME_HUMAN 53,653 6 6 10 12.70% DNLAEDIMR 176 184 22.2 25.0 8.3 1 0 0 1,092.4992
Q_11 Vimentin VIME_HUMAN 53,653 6 6 10 12.70% EEAENTLQSFR 197 207 42.2 26.0 42.2 2 0 0 1,323.6175
Q_11 Vimentin VIME_HUMAN 53,653 6 6 10 12.70% NLQEAEEWYK 283 292 30.6 25.8 25.4 2 0 0 1,309.6059
Q_11 Vimentin VIME_HUMAN 53,653 6 6 10 12.70% EYQDLLNVK 382 390 30.8 28.7 21.9 2 0 0 1,121.5838
Q_11 Vimentin VIME_HUMAN 53,653 6 6 10 12.70% MALDIEIATYR 391 401 41.5 27.4 27.9 1 0 0 1,311.6615
Q_12 Vimentin VIME_HUMAN 53,653 9 9 15 22.30% SLYASSPGGVYATR 51 64 50.9 26.9 42.2 2 0 0 1,428.7117
Q_12 Vimentin VIME_HUMAN 53,653 9 9 15 22.30% VELQELNDR 105 113 40.2 26.7 39.8 1 0 0 1,115.5692
Q_12 Vimentin VIME_HUMAN 53,653 9 9 15 22.30% LGDLYEEEMR 146 155 42.0 25.0 42.0 2 0 0 1,270.5622
Q_12 Vimentin VIME_HUMAN 53,653 9 9 15 22.30% DNLAEDIMR 176 184 25.8 25.0 18.6 1 0 0 1,092.4992
Q_12 Vimentin VIME_HUMAN 53,653 9 9 15 22.30% EEAENTLQSFR 197 207 50.1 26.0 36.2 2 0 0 1,323.6175
Q_12 Vimentin VIME_HUMAN 53,653 9 9 15 22.30% NLQEAEEWYK 283 292 39.6 25.5 39.0 2 0 0 1,309.6059
Q_12 Vimentin VIME_HUMAN 53,653 9 9 15 22.30% LQDEIQNMKEEMAR 365 378 17.5 25.0 10.1 0 1 0 1,766.8050
Q_12 Vimentin VIME_HUMAN 53,653 9 9 15 22.30% MALDIEIATYR 391 401 52.7 27.6 38.6 2 0 0 1,311.6615
Q_12 Vimentin VIME_HUMAN 53,653 9 9 15 22.30% DGQVINETSQHHDDLE 451 466 38.1 25.0 31.4 2 0 0 1,836.7997
Q_13 Vimentin VIME_HUMAN 53,653 8 8 12 20.40% SLYASSPGGVYATR 51 64 69.8 26.9 49.2 2 0 0 1,428.7117
Q_13 Vimentin VIME_HUMAN 53,653 8 8 12 20.40% ILLAELEQLKGQGK 130 143 24.8 25.0 13.2 0 1 0 1,539.9108
Q_13 Vimentin VIME_HUMAN 53,653 8 8 12 20.40% EEAENTLQSFR 197 207 49.9 25.6 42.6 2 0 0 1,323.6175
Q_13 Vimentin VIME_HUMAN 53,653 8 8 12 20.40% NLQEAEEWYK 283 292 40.2 26.0 34.5 2 0 0 1,309.6059
Q_13 Vimentin VIME_HUMAN 53,653 8 8 12 20.40% FADLSEAANR 295 304 53.5 27.5 46.8 1 0 0 1,093.5272
Q_13 Vimentin VIME_HUMAN 53,653 8 8 12 20.40% EYQDLLNVK 382 390 28.4 28.4 13.2 2 0 0 1,121.5838
Q_13 Vimentin VIME_HUMAN 53,653 8 8 12 20.40% MALDIEIATYR 391 401 44.7 27.4 29.8 1 0 0 1,311.6615
Q_13 Vimentin VIME_HUMAN 53,653 8 8 12 20.40% DGQVINETSQHHDDLE 451 466 23.5 25.0 20.9 1 0 0 1,836.7997
Q_14 Vimentin VIME_HUMAN 53,653 7 7 13 17.00% SLYASSPGGVYATR 51 64 63.8 26.9 50.2 2 0 0 1,428.7117
Q_14 Vimentin VIME_HUMAN 53,653 7 7 13 17.00% VELQELNDR 105 113 46.4 26.9 39.5 2 0 0 1,115.5692
Q_14 Vimentin VIME_HUMAN 53,653 7 7 13 17.00% LGDLYEEEMR 146 155 42.6 25.0 41.0 2 0 0 1,270.5622
Q_14 Vimentin VIME_HUMAN 53,653 7 7 13 17.00% VEVERDNLAEDIMR 171 184 30.3 27.7 26.9 0 1 0 1,704.8223
Q_14 Vimentin VIME_HUMAN 53,653 7 7 13 17.00% EEAENTLQSFR 197 207 37.1 25.9 36.9 2 0 0 1,323.6175
Q_14 Vimentin VIME_HUMAN 53,653 7 7 13 17.00% NLQEAEEWYK 283 292 43.1 25.5 41.8 2 0 0 1,309.6059
Q_14 Vimentin VIME_HUMAN 53,653 7 7 13 17.00% MALDIEIATYR 391 401 48.6 27.3 38.8 2 0 0 1,311.6615
Q_15 Vimentin VIME_HUMAN 53,653 6 6 12 13.50% SLYASSPGGVYATR 51 64 72.1 27.0 56.8 2 0 0 1,428.7117
Q_15 Vimentin VIME_HUMAN 53,653 6 6 12 13.50% VELQELNDR 105 113 43.9 27.4 35.6 2 0 0 1,115.5692
Q_15 Vimentin VIME_HUMAN 53,653 6 6 12 13.50% LGDLYEEEMR 146 155 48.6 25.0 43.8 2 0 0 1,270.5622
Q_15 Vimentin VIME_HUMAN 53,653 6 6 12 13.50% DNLAEDIMR 176 184 24.3 25.0 17.3 2 0 0 1,092.4992
Q_15 Vimentin VIME_HUMAN 53,653 6 6 12 13.50% EEAENTLQSFR 197 207 48.3 26.0 45.0 2 0 0 1,323.6175
Q_15 Vimentin VIME_HUMAN 53,653 6 6 12 13.50% NLQEAEEWYK 283 292 40.0 25.5 40.0 2 0 0 1,309.6059
Q_16 Vimentin VIME_HUMAN 53,653 3 3 5 7.51% SLYASSPGGVYATR 51 64 73.0 26.7 57.9 2 0 0 1,428.7117
Q_16 Vimentin VIME_HUMAN 53,653 3 3 5 7.51% NLQEAEEWYK 283 292 36.0 25.7 33.7 2 0 0 1,309.6059
Q_16 Vimentin VIME_HUMAN 53,653 3 3 5 7.51% MALDIEIATYR 391 401 42.2 27.6 33.5 1 0 0 1,311.6615
A_20 Vinculin VINC_HUMAN 123,801 3 3 4 3.26% AQQVSQGLDVLTAK 353 366 38.8 27.5 32.7 2 0 0 1,457.7960
A_20 Vinculin VINC_HUMAN 123,801 3 3 4 3.26% QVATALQNLQTK 465 476 31.6 28.5 23.1 1 0 0 1,314.7377
A_20 Vinculin VINC_HUMAN 123,801 3 3 4 3.26% ELTPQVVSAAR 670 680 23.6 26.4 23.6 1 0 0 1,170.6477
A_21 Vinculin VINC_HUMAN 123,801 3 3 5 3.26% ELLPVLISAMK 200 210 31.9 25.7 23.1 2 0 0 1,229.7176
A_21 Vinculin VINC_HUMAN 123,801 3 3 5 3.26% AQQVSQGLDVLTAK 353 366 69.5 27.5 66.4 2 0 0 1,457.7960
A_21 Vinculin VINC_HUMAN 123,801 3 3 5 3.26% QVATALQNLQTK 465 476 36.7 28.8 26.6 1 0 0 1,314.7377
A_22 Vinculin VINC_HUMAN 123,801 2 2 3 2.03% QVATALQNLQTK 465 476 43.5 28.8 34.6 2 0 0 1,314.7377
A_22 Vinculin VINC_HUMAN 123,801 2 2 3 2.03% ELTPQVVSAAR 670 680 28.2 26.4 23.6 1 0 0 1,170.6477
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% VGKETVQTTEDQILKR 57 72 40.8 26.4 31.5 0 2 0 1,845.0079
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% ETVQTTEDQILK 60 71 51.8 28.4 35.5 2 0 0 1,404.7219
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% ETVQTTEDQILKR 60 72 69.0 28.0 56.8 2 1 0 1,560.8230
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% LVQAAQMLQSDPYSVPAR 88 105 59.7 27.8 51.6 2 2 0 1,990.0064
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% VMLVNSMNTVK 189 199 37.2 27.7 22.6 5 0 0 1,267.6385



A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% ELLPVLISAMK 200 210 35.8 25.7 23.0 2 0 0 1,229.7176
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% NQGIEEALK 220 228 25.0 27.2 19.3 1 0 0 1,001.5263
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% DPSASPGDAGEQAIR 286 300 86.9 25.0 83.1 2 0 0 1,470.6821
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% MLGQMTDQVADLR 327 339 76.9 26.6 29.7 8 1 0 1,493.7090
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% KIAELCDDPKER 417 428 26.5 27.3 20.5 0 1 0 1,473.7369
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% IAELCDDPK 418 426 32.2 25.0 3.8 1 0 0 1,060.4982
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% IAELCDDPKER 418 428 27.8 25.6 19.5 2 0 0 1,345.6419
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% SLGEISALTSK 434 444 54.5 27.6 48.6 2 0 0 1,105.6100
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% QVATALQNLQTK 465 476 44.0 28.5 35.6 1 0 0 1,314.7377
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% WIDNPTVDDR 503 512 46.6 25.0 37.4 1 0 0 1,230.5751
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% LANVMMGPYR 529 538 40.0 25.0 36.0 2 0 0 1,183.5599
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% VDQLTAQLADLAAR 548 561 79.9 27.6 71.5 2 2 0 1,484.8069
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% ALASQLQDSLK 571 581 47.9 28.0 38.6 1 0 0 1,173.6475
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% STVEGIQASVK 656 666 71.5 28.2 56.9 2 0 0 1,118.6052
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% ELTPQVVSAAR 670 680 62.5 27.4 55.1 2 0 0 1,170.6477
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% NPGNQAAYEHFETMK 685 699 36.1 25.0 36.1 2 2 0 1,752.7647
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% NQWIDNVEK 700 708 37.6 26.5 27.3 2 0 0 1,145.5586
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% SLLDASEEAIKK 721 732 59.0 28.0 53.5 2 0 0 1,303.7105
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% SFLDSGYR 816 823 34.0 25.0 25.1 2 0 0 944.4472
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% AGEVINQPMMMAAR 890 903 43.8 25.0 10.5 7 1 0 1,550.7125
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% MALLMAEMSR 994 1003 85.4 27.0 63.3 6 0 0 1,152.5574
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% TNLLQVCER 1047 1055 30.6 28.4 24.3 1 0 0 1,132.5780
A_23 Vinculin VINC_HUMAN 123,801 28 37 75 24.80% IPTISTQLK 1056 1064 34.0 25.9 30.7 1 0 0 1,000.6039
A_24 Vinculin VINC_HUMAN 123,801 7 7 8 7.23% ELLPVLISAMK 200 210 46.4 26.0 30.7 1 0 0 1,229.7176
A_24 Vinculin VINC_HUMAN 123,801 7 7 8 7.23% MLGQMTDQVADLR 327 339 31.1 25.2 27.7 1 0 0 1,509.7039
A_24 Vinculin VINC_HUMAN 123,801 7 7 8 7.23% WIDNPTVDDR 503 512 55.4 25.0 51.7 1 0 0 1,230.5751
A_24 Vinculin VINC_HUMAN 123,801 7 7 8 7.23% ALASQLQDSLK 571 581 49.0 28.9 34.8 2 0 0 1,173.6475
A_24 Vinculin VINC_HUMAN 123,801 7 7 8 7.23% AVAGNISDPGLQK 803 815 31.9 27.2 18.3 1 0 0 1,269.6799
A_24 Vinculin VINC_HUMAN 123,801 7 7 8 7.23% AGEVINQPMMMAAR 890 903 18.9 25.0 18.9 1 0 0 1,566.7074
A_24 Vinculin VINC_HUMAN 123,801 7 7 8 7.23% MALLMAEMSR 994 1003 23.6 25.0 22.5 1 0 0 1,200.5422
A_25 Vinculin VINC_HUMAN 123,801 2 2 4 1.85% ELLPVLISAMK 200 210 33.3 26.0 24.0 2 0 0 1,229.7176
A_25 Vinculin VINC_HUMAN 123,801 2 2 4 1.85% WIDNPTVDDR 503 512 21.4 25.0 17.5 2 0 0 1,230.5751
A_26 Vinculin VINC_HUMAN 123,801 3 3 5 3.17% ELLPVLISAMK 200 210 29.4 26.0 18.7 2 0 0 1,229.7176
A_26 Vinculin VINC_HUMAN 123,801 3 3 5 3.17% AQQVSQGLDVLTAK 353 366 53.3 27.6 44.3 2 0 0 1,457.7960
A_26 Vinculin VINC_HUMAN 123,801 3 3 5 3.17% ALASQLQDSLK 571 581 27.1 28.7 17.0 1 0 0 1,173.6475
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% VGKETVQTTEDQILK 57 71 47.8 28.6 33.0 2 0 0 1,688.9068
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% ETVQTTEDQILK 60 71 40.3 28.2 24.0 2 0 0 1,404.7219
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% ETVQTTEDQILKR 60 72 60.8 28.6 45.0 2 0 0 1,560.8230
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% LVQAAQMLQSDPYSVPAR 88 105 50.9 27.9 47.1 2 2 0 1,990.0064
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% DYLIDGSR 106 113 27.0 25.7 19.1 1 0 0 938.4579
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% VMLVNSMNTVK 189 199 57.3 27.5 38.4 2 0 0 1,267.6385
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% ELLPVLISAMK 200 210 48.0 25.8 40.9 4 0 0 1,213.7226
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% MSAEINEIIR 237 246 79.5 28.8 55.2 3 0 0 1,175.6089
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% DPSASPGDAGEQAIR 286 300 83.5 25.0 72.9 2 0 0 1,470.6821
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% MLGQMTDQVADLR 327 339 68.1 25.6 54.2 2 0 0 1,509.7039
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% IAELCDDPK 418 426 29.8 25.0 7.5 1 0 0 1,060.4982
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% SLGEISALTSK 434 444 77.3 27.4 66.9 1 0 0 1,105.6100
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% LANVMMGPYR 529 538 36.8 25.1 28.8 2 0 0 1,183.5599
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% VDQLTAQLADLAAR 548 561 75.2 27.4 63.2 2 2 0 1,484.8069
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% STVEGIQASVK 656 666 48.8 28.3 33.4 2 0 0 1,118.6052
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% ELTPQVVSAAR 670 680 58.1 27.2 47.5 2 0 0 1,170.6477
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% NPGNQAAYEHFETMK 685 699 55.6 25.0 55.6 1 0 0 1,752.7647
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% NQWIDNVEK 700 708 42.7 26.6 35.2 2 0 0 1,145.5586
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% SLLDASEEAIKK 721 732 60.8 27.9 55.3 2 0 0 1,303.7105
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% SFLDSGYR 816 823 30.1 25.0 21.4 1 0 0 944.4472
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% AGEVINQPMMMAAR 890 903 43.2 25.0 26.7 2 0 0 1,566.7074
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% MALLMAEMSR 994 1003 58.5 26.5 41.9 6 0 0 1,152.5574
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% TNLLQVCER 1047 1055 35.2 28.5 23.4 2 0 0 1,132.5780
B_23 Vinculin VINC_HUMAN 123,801 24 29 53 22.50% IRTDAGFTLR 1116 1125 40.4 28.2 29.5 1 0 0 1,149.6376
B_24 Vinculin VINC_HUMAN 123,801 12 12 18 11.60% VMLVNSMNTVK 189 199 32.2 27.7 19.1 2 0 0 1,267.6385
B_24 Vinculin VINC_HUMAN 123,801 12 12 18 11.60% ELLPVLISAMK 200 210 49.9 26.3 43.0 1 0 0 1,229.7176
B_24 Vinculin VINC_HUMAN 123,801 12 12 18 11.60% MSAEINEIIR 237 246 39.3 28.7 30.1 2 0 0 1,191.6039
B_24 Vinculin VINC_HUMAN 123,801 12 12 18 11.60% DPSASPGDAGEQAIR 286 300 40.5 25.0 37.9 2 0 0 1,470.6821
B_24 Vinculin VINC_HUMAN 123,801 12 12 18 11.60% MLGQMTDQVADLR 327 339 80.4 25.5 72.8 2 0 0 1,509.7039
B_24 Vinculin VINC_HUMAN 123,801 12 12 18 11.60% WIDNPTVDDR 503 512 44.0 25.0 38.4 2 0 0 1,230.5751
B_24 Vinculin VINC_HUMAN 123,801 12 12 18 11.60% ALASQLQDSLK 571 581 59.1 29.0 49.7 2 0 0 1,173.6475
B_24 Vinculin VINC_HUMAN 123,801 12 12 18 11.60% ELTPQVVSAAR 670 680 28.3 27.5 12.9 1 0 0 1,170.6477
B_24 Vinculin VINC_HUMAN 123,801 12 12 18 11.60% SFLDSGYR 816 823 21.0 25.0 10.8 1 0 0 944.4472
B_24 Vinculin VINC_HUMAN 123,801 12 12 18 11.60% AGEVINQPMMMAAR 890 903 27.5 25.0 10.5 1 0 0 1,566.7074
B_24 Vinculin VINC_HUMAN 123,801 12 12 18 11.60% TNLLQVCER 1047 1055 29.4 28.3 19.7 1 0 0 1,132.5780
B_24 Vinculin VINC_HUMAN 123,801 12 12 18 11.60% IPTISTQLK 1056 1064 22.2 25.1 16.4 1 0 0 1,000.6039
B_25 Vinculin VINC_HUMAN 123,801 2 2 2 1.94% ELLPVLISAMK 200 210 33.5 26.3 27.5 1 0 0 1,229.7176
B_25 Vinculin VINC_HUMAN 123,801 2 2 2 1.94% SLGEISALTSK 434 444 36.7 26.9 27.4 1 0 0 1,105.6100
B_26 Vinculin VINC_HUMAN 123,801 3 3 4 3.00% ELLPVLISAMK 200 210 27.2 25.7 10.8 1 0 0 1,229.7176
B_26 Vinculin VINC_HUMAN 123,801 3 3 4 3.00% AQQVSQGLDVLTAK 353 366 62.0 27.6 58.7 2 0 0 1,457.7960
B_26 Vinculin VINC_HUMAN 123,801 3 3 4 3.00% IPTISTQLK 1056 1064 27.1 25.1 15.9 1 0 0 1,000.6039
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% VGKETVQTTEDQILK 57 71 36.1 28.7 31.3 2 0 0 1,688.9068
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% VGKETVQTTEDQILKR 57 72 62.6 26.2 54.9 2 1 0 1,845.0079
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% ETVQTTEDQILKR 60 72 33.0 27.8 27.9 1 0 0 1,560.8230
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% DYLIDGSR 106 113 20.8 25.8 11.2 1 0 0 938.4579
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% VMLVNSMNTVK 189 199 34.5 27.5 21.0 1 0 0 1,267.6385
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% ELLPVLISAMK 200 210 34.7 26.0 21.9 2 0 0 1,229.7176
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% MSAEINEIIR 237 246 55.0 28.0 39.5 2 0 0 1,175.6089
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% ALASIDSKLNQAK 269 281 30.6 27.6 20.8 1 0 0 1,358.7639
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% GWLRDPSASPGDAGEQAIR 282 300 43.2 27.2 36.7 0 2 0 1,982.9681
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% DPSASPGDAGEQAIR 286 300 45.6 25.0 41.7 2 0 0 1,470.6821
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% QILDEAGKVGELCAGK 301 316 30.8 28.6 28.0 1 1 0 1,687.8687
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% MLGQMTDQVADLR 327 339 60.2 25.2 47.1 2 0 0 1,509.7039
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% SLGEISALTSK 434 444 44.7 27.5 39.0 2 0 0 1,105.6100
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% ALAKQVATALQNLQTK 461 476 35.1 25.0 35.1 2 0 0 1,697.9910
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% AAVHLEGKIEQAQR 489 502 49.6 27.0 43.4 2 0 0 1,549.8446
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% WIDNPTVDDR 503 512 46.5 25.0 38.5 2 0 0 1,230.5751
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% VDQLTAQLADLAAR 548 561 62.2 27.6 54.3 2 0 0 1,484.8069
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% ALASQLQDSLK 571 581 49.8 28.7 33.4 2 0 0 1,173.6475
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% ALASQLQDSLKDLK 571 584 48.7 26.9 32.2 2 1 0 1,529.8536
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% STVEGIQASVK 656 666 69.7 28.2 56.0 2 0 0 1,118.6052
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% ELTPQVVSAAR 670 680 65.6 26.4 51.3 2 0 0 1,170.6477
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% MTGLVDEAIDTK 709 720 58.4 28.1 55.6 2 0 0 1,292.6405
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% SLLDASEEAIKK 721 732 82.9 27.8 74.2 2 0 0 1,303.7105
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% SFLDSGYR 816 823 31.9 25.0 18.6 2 0 0 944.4472
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% AGEVINQPMMMAAR 890 903 42.3 25.0 30.4 2 0 0 1,566.7074
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% MALLMAEMSR 994 1003 38.5 25.0 31.1 3 0 0 1,200.5422
C_23 Vinculin VINC_HUMAN 123,801 27 30 53 25.00% TNLLQVCER 1047 1055 52.7 28.4 46.0 2 0 0 1,132.5780
C_25 Vinculin VINC_HUMAN 123,801 2 2 2 1.94% QVATALQNLQTK 465 476 29.7 28.2 24.7 1 0 0 1,314.7377
C_25 Vinculin VINC_HUMAN 123,801 2 2 2 1.94% WIDNPTVDDR 503 512 21.8 25.0 20.0 1 0 0 1,230.5751
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% VMLVNSMNTVK 189 199 36.6 27.5 27.0 2 0 0 1,267.6385
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% ELLPVLISAMK 200 210 23.9 26.6 6.0 1 0 0 1,229.7176
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% NQGIEEALK 220 228 28.1 27.0 16.2 2 0 0 1,001.5263
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% DPSASPGDAGEQAIR 286 300 40.1 25.0 34.0 2 0 0 1,470.6821
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% MLGQMTDQVADLR 327 339 42.4 25.2 34.2 2 0 0 1,509.7039
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% SLGEISALTSK 434 444 45.2 27.5 38.6 2 0 0 1,105.6100
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% QVATALQNLQTK 465 476 38.0 28.8 26.5 1 0 0 1,314.7377



D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% WIDNPTVDDR 503 512 33.6 25.0 33.5 1 0 0 1,230.5751
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% LANVMMGPYR 529 538 32.6 25.0 27.2 2 0 0 1,183.5599
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% ALASQLQDSLK 571 581 50.2 28.6 35.7 2 0 0 1,173.6475
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% MTGLVDEAIDTK 709 720 52.9 27.0 42.9 2 0 0 1,308.6355
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% SLLDASEEAIK 721 731 37.2 28.6 25.1 1 0 0 1,175.6155
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% SLLDASEEAIKK 721 732 31.7 28.1 20.8 2 0 0 1,303.7105
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% SFLDSGYR 816 823 20.8 25.0 14.4 1 0 0 944.4472
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% MALLMAEMSR 994 1003 21.7 25.0 21.7 2 0 0 1,200.5422
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% TNLLQVCER 1047 1055 27.5 28.7 21.5 2 0 0 1,132.5780
D_28 Vinculin VINC_HUMAN 123,801 17 17 28 15.30% IPTISTQLK 1056 1064 33.0 28.4 13.8 1 0 0 1,000.6039
D_29 Vinculin VINC_HUMAN 123,801 2 2 2 1.76% ALASQLQDSLK 571 581 26.7 28.5 19.4 1 0 0 1,173.6475
D_29 Vinculin VINC_HUMAN 123,801 2 2 2 1.76% IPTISTQLK 1056 1064 24.4 25.9 19.4 1 0 0 1,000.6039
E_28 Vinculin VINC_HUMAN 123,801 6 6 7 5.56% VMLVNSMNTVK 189 199 28.8 27.5 22.0 1 0 0 1,267.6385
E_28 Vinculin VINC_HUMAN 123,801 6 6 7 5.56% LANVMMGPYR 529 538 22.1 25.0 19.6 1 0 0 1,183.5599
E_28 Vinculin VINC_HUMAN 123,801 6 6 7 5.56% ALASQLQDSLK 571 581 36.7 28.7 29.4 2 0 0 1,173.6475
E_28 Vinculin VINC_HUMAN 123,801 6 6 7 5.56% MTGLVDEAIDTK 709 720 27.1 27.0 23.1 1 0 0 1,308.6355
E_28 Vinculin VINC_HUMAN 123,801 6 6 7 5.56% MALLMAEMSR 994 1003 20.3 25.0 4.2 1 0 0 1,200.5422
E_28 Vinculin VINC_HUMAN 123,801 6 6 7 5.56% IPTISTQLK 1056 1064 23.8 25.9 18.0 1 0 0 1,000.6039
H_16 Vinculin VINC_HUMAN 123,801 4 4 7 3.88% SLGEISALTSK 434 444 52.1 27.6 41.8 2 0 0 1,105.6100
H_16 Vinculin VINC_HUMAN 123,801 4 4 7 3.88% QVATALQNLQTK 465 476 58.6 28.6 47.7 2 0 0 1,314.7377
H_16 Vinculin VINC_HUMAN 123,801 4 4 7 3.88% WIDNPTVDDR 503 512 40.4 25.0 37.4 1 0 0 1,230.5751
H_16 Vinculin VINC_HUMAN 123,801 4 4 7 3.88% ELTPQVVSAAR 670 680 48.3 27.1 35.3 2 0 0 1,170.6477
H_17 Vinculin VINC_HUMAN 123,801 2 2 3 1.94% QVATALQNLQTK 465 476 44.9 28.3 38.7 2 0 0 1,314.7377
H_17 Vinculin VINC_HUMAN 123,801 2 2 3 1.94% WIDNPTVDDR 503 512 30.2 25.0 30.2 1 0 0 1,230.5751
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% VGKETVQTTEDQILK 57 71 50.4 28.4 40.4 2 0 0 1,688.9068
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% VGKETVQTTEDQILKR 57 72 47.8 26.4 41.2 1 2 0 1,845.0079
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% ETVQTTEDQILK 60 71 44.1 28.2 22.6 2 0 0 1,404.7219
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% ETVQTTEDQILKR 60 72 67.3 28.6 48.2 2 0 0 1,560.8230
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% ELLPVLISAMK 200 210 48.3 25.0 40.9 4 0 0 1,213.7226
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% MSAEINEIIR 237 246 73.0 28.8 42.1 2 0 0 1,191.6039
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% GWLRDPSASPGDAGEQAIR 282 300 47.7 27.4 43.3 0 2 0 1,982.9681
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% DPSASPGDAGEQAIR 286 300 50.6 25.0 46.7 2 0 0 1,470.6821
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% QILDEAGKVGELCAGK 301 316 44.2 28.4 35.0 2 0 0 1,687.8687
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% MLGQMTDQVADLR 327 339 80.9 27.6 72.8 3 0 0 1,477.7140
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% AQQVSQGLDVLTAK 353 366 86.1 27.5 79.2 2 2 0 1,457.7960
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% QVATALQNLQTK 465 476 55.3 28.6 47.3 1 0 0 1,314.7377
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% WIDNPTVDDR 503 512 49.7 25.0 41.4 2 0 0 1,230.5751
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% VDQLTAQLADLAAR 548 561 91.7 27.6 79.5 2 1 0 1,484.8069
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% STVEGIQASVK 656 666 37.8 28.3 27.8 2 0 0 1,118.6052
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% STVEGIQASVKTAR 656 669 28.5 27.6 25.6 2 2 0 1,446.7911
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% TARELTPQVVSAAR 667 680 38.0 26.8 31.1 0 2 0 1,498.8336
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% ELTPQVVSAAR 670 680 42.1 27.4 24.8 2 0 0 1,170.6477
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% NPGNQAAYEHFETMK 685 699 25.1 25.0 25.1 0 2 0 1,736.7697
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% MTGLVDEAIDTK 709 720 71.6 28.0 65.2 4 0 0 1,292.6405
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% SLLDASEEAIKK 721 732 53.8 28.0 47.5 2 0 0 1,303.7105
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% AVAGNISDPGLQK 803 815 21.2 27.0 17.2 1 0 0 1,269.6799
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% SFLDSGYR 816 823 39.1 25.0 24.5 2 0 0 944.4472
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% AGEVINQPMMMAAR 890 903 58.8 26.4 44.8 2 0 0 1,518.7226
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% MALLMAEMSR 994 1003 82.8 26.5 56.3 4 0 0 1,152.5574
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% TNLLQVCER 1047 1055 36.6 28.4 29.3 2 0 0 1,132.5780
H_20 Vinculin VINC_HUMAN 123,801 27 35 64 23.20% IRTDAGFTLR 1116 1125 25.2 26.6 16.8 1 0 0 1,149.6376
H_21 Vinculin VINC_HUMAN 123,801 6 6 10 6.35% VGKETVQTTEDQILKR 57 72 27.0 26.2 26.8 0 1 0 1,845.0079
H_21 Vinculin VINC_HUMAN 123,801 6 6 10 6.35% AQQVSQGLDVLTAK 353 366 66.8 27.5 60.1 2 0 0 1,457.7960
H_21 Vinculin VINC_HUMAN 123,801 6 6 10 6.35% SLGEISALTSK 434 444 46.2 26.4 39.9 2 0 0 1,105.6100
H_21 Vinculin VINC_HUMAN 123,801 6 6 10 6.35% QVATALQNLQTK 465 476 60.8 28.5 52.8 2 0 0 1,314.7377
H_21 Vinculin VINC_HUMAN 123,801 6 6 10 6.35% MALLMAEMSR 994 1003 30.5 27.3 18.3 2 0 0 1,152.5574
H_21 Vinculin VINC_HUMAN 123,801 6 6 10 6.35% TNLLQVCER 1047 1055 26.9 28.7 21.9 1 0 0 1,132.5780
H_23 Vinculin VINC_HUMAN 123,801 2 2 2 2.03% AQQVSQGLDVLTAK 353 366 52.1 27.7 45.2 1 0 0 1,457.7960
H_23 Vinculin VINC_HUMAN 123,801 2 2 2 2.03% IPTISTQLK 1056 1064 22.8 25.1 22.4 1 0 0 1,000.6039
H_24 Vinculin VINC_HUMAN 123,801 4 4 5 3.70% QVATALQNLQTK 465 476 54.2 28.6 49.5 2 0 0 1,314.7377
H_24 Vinculin VINC_HUMAN 123,801 4 4 5 3.70% SLLDASEEAIKK 721 732 34.3 28.0 29.7 1 0 0 1,303.7105
H_24 Vinculin VINC_HUMAN 123,801 4 4 5 3.70% TNLLQVCER 1047 1055 28.0 28.4 14.3 1 0 0 1,132.5780
H_24 Vinculin VINC_HUMAN 123,801 4 4 5 3.70% IPTISTQLK 1056 1064 22.9 25.9 19.3 1 0 0 1,000.6039
I_16 Vinculin VINC_HUMAN 123,801 2 2 4 1.85% WIDNPTVDDR 503 512 18.7 25.0 17.1 2 0 0 1,230.5751
I_16 Vinculin VINC_HUMAN 123,801 2 2 4 1.85% ELTPQVVSAAR 670 680 28.2 27.2 22.8 2 0 0 1,170.6477
I_17 Vinculin VINC_HUMAN 123,801 2 2 3 2.03% QVATALQNLQTK 465 476 37.1 28.5 33.7 2 0 0 1,314.7377
I_17 Vinculin VINC_HUMAN 123,801 2 2 3 2.03% ELTPQVVSAAR 670 680 47.6 26.6 47.6 1 0 0 1,170.6477
I_19 Vinculin VINC_HUMAN 123,801 5 5 7 4.94% VGKETVQTTEDQILKR 57 72 43.3 26.4 34.9 0 2 0 1,845.0079
I_19 Vinculin VINC_HUMAN 123,801 5 5 7 4.94% MSAEINEIIR 237 246 65.8 28.1 43.5 1 0 0 1,175.6089
I_19 Vinculin VINC_HUMAN 123,801 5 5 7 4.94% QVATALQNLQTK 465 476 62.8 28.2 50.8 2 0 0 1,314.7377
I_19 Vinculin VINC_HUMAN 123,801 5 5 7 4.94% TNLLQVCER 1047 1055 21.5 28.4 15.6 1 0 0 1,132.5780
I_19 Vinculin VINC_HUMAN 123,801 5 5 7 4.94% IPTISTQLK 1056 1064 25.2 25.1 19.3 1 0 0 1,000.6039
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% VGKETVQTTEDQILK 57 71 40.3 28.6 34.7 2 1 0 1,688.9068
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% VGKETVQTTEDQILKR 57 72 41.8 26.4 32.2 0 2 0 1,845.0079
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% ETVQTTEDQILK 60 71 49.6 28.4 35.5 1 0 0 1,404.7219
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% ETVQTTEDQILKR 60 72 39.3 28.6 27.5 2 1 0 1,560.8230
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% ELLPVLISAMK 200 210 46.2 26.0 34.8 2 0 0 1,229.7176
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% MSAEINEIIR 237 246 38.0 28.7 23.9 2 0 0 1,191.6039
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% GWLRDPSASPGDAGEQAIR 282 300 47.1 27.4 41.3 0 2 0 1,982.9681
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% QILDEAGKVGELCAGK 301 316 36.0 28.5 32.1 2 0 0 1,687.8687
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% MLGQMTDQVADLR 327 339 47.5 25.6 34.5 1 0 0 1,509.7039
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% AQQVSQGLDVLTAK 353 366 54.1 27.4 48.0 0 2 0 1,457.7960
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% SLGEISALTSK 434 444 42.1 27.4 38.3 1 0 0 1,105.6100
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% QVATALQNLQTK 465 476 58.0 28.5 48.9 2 0 0 1,314.7377
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% WIDNPTVDDR 503 512 51.0 25.0 41.8 2 0 0 1,230.5751
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% VDQLTAQLADLAAR 548 561 82.2 27.6 77.2 2 0 0 1,484.8069
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% ALASQLQDSLK 571 581 55.6 29.0 44.4 2 0 0 1,173.6475
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% ALASQLQDSLKDLK 571 584 18.7 27.4 11.4 0 1 0 1,529.8536
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% STVEGIQASVK 656 666 32.8 28.0 28.4 1 0 0 1,118.6052
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% TARELTPQVVSAAR 667 680 37.7 26.8 25.2 0 2 0 1,498.8336
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% ELTPQVVSAAR 670 680 57.1 27.2 46.7 2 0 0 1,170.6477
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% NQWIDNVEK 700 708 34.5 26.5 20.3 2 0 0 1,145.5586
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% MTGLVDEAIDTK 709 720 45.8 27.9 35.7 2 0 0 1,292.6405
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% SLLDASEEAIK 721 731 48.9 28.8 37.0 2 0 0 1,175.6155
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% SLLDASEEAIKK 721 732 49.4 28.0 40.0 1 0 0 1,303.7105
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% SFLDSGYR 816 823 45.5 25.0 31.1 2 0 0 944.4472
I_20 Vinculin VINC_HUMAN 123,801 25 27 46 20.70% TNLLQVCER 1047 1055 36.3 28.4 27.5 2 0 0 1,132.5780
I_21 Vinculin VINC_HUMAN 123,801 9 9 14 8.38% ELLPVLISAMK 200 210 24.6 26.0 21.8 1 0 0 1,229.7176
I_21 Vinculin VINC_HUMAN 123,801 9 9 14 8.38% MSAEINEIIR 237 246 49.8 28.0 31.4 2 0 0 1,175.6089
I_21 Vinculin VINC_HUMAN 123,801 9 9 14 8.38% SLGEISALTSK 434 444 49.9 27.4 45.5 2 0 0 1,105.6100
I_21 Vinculin VINC_HUMAN 123,801 9 9 14 8.38% QVATALQNLQTK 465 476 49.2 28.5 43.2 1 0 0 1,314.7377
I_21 Vinculin VINC_HUMAN 123,801 9 9 14 8.38% ALASQLQDSLK 571 581 35.6 29.0 25.1 1 0 0 1,173.6475
I_21 Vinculin VINC_HUMAN 123,801 9 9 14 8.38% ELTPQVVSAAR 670 680 60.1 27.4 43.7 2 0 0 1,170.6477
I_21 Vinculin VINC_HUMAN 123,801 9 9 14 8.38% MTGLVDEAIDTK 709 720 29.5 28.0 20.2 2 0 0 1,292.6405
I_21 Vinculin VINC_HUMAN 123,801 9 9 14 8.38% SFLDSGYR 816 823 24.5 25.0 9.9 1 0 0 944.4472
I_21 Vinculin VINC_HUMAN 123,801 9 9 14 8.38% TNLLQVCER 1047 1055 22.5 28.4 16.5 2 0 0 1,132.5780
I_24 Vinculin VINC_HUMAN 123,801 2 2 3 2.03% QVATALQNLQTK 465 476 22.8 28.0 14.9 2 0 0 1,314.7377
I_24 Vinculin VINC_HUMAN 123,801 2 2 3 2.03% ELTPQVVSAAR 670 680 22.0 27.5 15.7 1 0 0 1,170.6477
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% ETVQTTEDQILK 60 71 44.9 28.5 18.1 2 0 0 1,404.7219
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% ETVQTTEDQILKR 60 72 40.5 28.4 26.1 1 1 0 1,560.8230
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% DYLIDGSR 106 113 25.5 25.6 25.3 1 0 0 938.4579
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% ELLPVLISAMK 200 210 33.5 25.3 22.6 2 0 0 1,229.7176



J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% MSAEINEIIR 237 246 46.1 28.4 35.1 3 0 0 1,191.6039
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% DPSASPGDAGEQAIR 286 300 47.3 25.0 40.9 2 0 0 1,470.6821
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% AQQVSQGLDVLTAK 353 366 59.7 27.3 57.4 2 1 0 1,457.7960
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% SLGEISALTSK 434 444 56.8 26.7 49.9 2 0 0 1,105.6100
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% QVATALQNLQTK 465 476 63.6 28.2 52.1 2 0 0 1,314.7377
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% VDQLTAQLADLAAR 548 561 81.7 27.1 72.9 1 0 0 1,484.8069
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% STVEGIQASVK 656 666 48.1 27.7 34.9 1 0 0 1,118.6052
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% MTGLVDEAIDTK 709 720 53.2 28.3 42.6 2 0 0 1,292.6405
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% SLLDASEEAIKK 721 732 51.2 27.9 37.5 2 0 0 1,303.7105
J_19 Vinculin VINC_HUMAN 123,801 14 17 26 13.40% TNLLQVCER 1047 1055 23.9 28.4 11.3 1 0 0 1,132.5780
J_20 Vinculin VINC_HUMAN 123,801 9 9 16 8.73% MSAEINEIIR 237 246 36.3 28.5 22.5 2 0 0 1,175.6089
J_20 Vinculin VINC_HUMAN 123,801 9 9 16 8.73% AQQVSQGLDVLTAK 353 366 77.8 27.4 71.1 2 0 0 1,457.7960
J_20 Vinculin VINC_HUMAN 123,801 9 9 16 8.73% SLGEISALTSK 434 444 48.2 26.7 42.6 2 0 0 1,105.6100
J_20 Vinculin VINC_HUMAN 123,801 9 9 16 8.73% QVATALQNLQTK 465 476 39.7 27.9 32.4 2 0 0 1,314.7377
J_20 Vinculin VINC_HUMAN 123,801 9 9 16 8.73% ALASQLQDSLK 571 581 41.6 28.8 26.0 1 0 0 1,173.6475
J_20 Vinculin VINC_HUMAN 123,801 9 9 16 8.73% STVEGIQASVK 656 666 34.8 27.7 25.3 2 0 0 1,118.6052
J_20 Vinculin VINC_HUMAN 123,801 9 9 16 8.73% NQWIDNVEK 700 708 23.3 26.9 13.4 2 0 0 1,145.5586
J_20 Vinculin VINC_HUMAN 123,801 9 9 16 8.73% MTGLVDEAIDTK 709 720 32.9 28.0 25.1 1 0 0 1,292.6405
J_20 Vinculin VINC_HUMAN 123,801 9 9 16 8.73% TNLLQVCER 1047 1055 32.8 28.5 18.1 2 0 0 1,132.5780
J_21 Vinculin VINC_HUMAN 123,801 7 7 12 7.23% MSAEINEIIR 237 246 23.3 28.1 18.0 1 0 0 1,175.6089
J_21 Vinculin VINC_HUMAN 123,801 7 7 12 7.23% DPSASPGDAGEQAIR 286 300 47.2 25.1 41.0 2 0 0 1,470.6821
J_21 Vinculin VINC_HUMAN 123,801 7 7 12 7.23% AQQVSQGLDVLTAK 353 366 63.3 27.3 55.8 2 0 0 1,457.7960
J_21 Vinculin VINC_HUMAN 123,801 7 7 12 7.23% SLGEISALTSK 434 444 49.4 26.8 38.3 2 0 0 1,105.6100
J_21 Vinculin VINC_HUMAN 123,801 7 7 12 7.23% QVATALQNLQTK 465 476 45.9 28.0 33.4 2 0 0 1,314.7377
J_21 Vinculin VINC_HUMAN 123,801 7 7 12 7.23% STVEGIQASVK 656 666 35.9 27.7 22.0 1 0 0 1,118.6052
J_21 Vinculin VINC_HUMAN 123,801 7 7 12 7.23% TNLLQVCER 1047 1055 31.1 28.5 17.8 2 0 0 1,132.5780
J_22 Vinculin VINC_HUMAN 123,801 3 3 4 3.26% AQQVSQGLDVLTAK 353 366 47.8 27.3 43.0 1 0 0 1,457.7960
J_22 Vinculin VINC_HUMAN 123,801 3 3 4 3.26% SLGEISALTSK 434 444 28.6 26.7 23.5 1 0 0 1,105.6100
J_22 Vinculin VINC_HUMAN 123,801 3 3 4 3.26% QVATALQNLQTK 465 476 38.4 28.2 24.0 2 0 0 1,314.7377
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% VGKETVQTTEDQILK 57 71 31.2 28.5 14.9 2 0 0 1,688.9068
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% VGKETVQTTEDQILKR 57 72 62.6 25.8 53.7 1 2 0 1,845.0079
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% ETVQTTEDQILK 60 71 27.9 28.5 14.4 1 0 0 1,404.7219
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% ETVQTTEDQILKR 60 72 81.4 28.7 69.6 2 0 0 1,560.8230
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% ELLPVLISAMK 200 210 33.2 26.3 26.0 2 0 0 1,229.7176
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% MSAEINEIIR 237 246 77.0 28.7 55.1 4 0 0 1,175.6089
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% GWLRDPSASPGDAGEQAIR 282 300 33.1 27.3 26.1 0 2 0 1,982.9681
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% DPSASPGDAGEQAIR 286 300 52.3 25.2 46.3 2 0 0 1,470.6821
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% QILDEAGKVGELCAGK 301 316 46.4 28.2 41.5 2 1 0 1,687.8687
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% AQQVSQGLDVLTAK 353 366 86.0 27.5 75.7 2 0 0 1,457.7960
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% QVATALQNLQTK 465 476 36.9 28.3 25.5 2 0 0 1,314.7377
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% WIDNPTVDDR 503 512 37.3 25.0 24.6 2 0 0 1,230.5751
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% VDQLTAQLADLAAR 548 561 78.3 27.6 62.8 2 0 0 1,484.8069
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% ALASQLQDSLK 571 581 44.3 28.9 35.6 2 0 0 1,173.6475
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% STVEGIQASVK 656 666 30.2 28.1 25.8 2 0 0 1,118.6052
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% TARELTPQVVSAAR 667 680 33.2 27.0 29.3 0 2 0 1,498.8336
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% ELTPQVVSAAR 670 680 58.2 27.2 48.2 2 0 0 1,170.6477
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% MTGLVDEAIDTK 709 720 31.8 27.9 30.1 1 0 0 1,292.6405
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% SLLDASEEAIKK 721 732 61.8 27.9 44.5 2 0 0 1,303.7105
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% SFLDSGYR 816 823 23.5 25.0 11.1 1 0 0 944.4472
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% TNLLQVCER 1047 1055 44.7 28.3 36.6 2 0 0 1,132.5780
K_19 Vinculin VINC_HUMAN 123,801 22 25 44 18.40% IRTDAGFTLR 1116 1125 24.3 27.3 12.9 1 0 0 1,149.6376
K_20 Vinculin VINC_HUMAN 123,801 7 7 11 7.32% VGKETVQTTEDQILKR 57 72 22.8 25.8 19.2 0 1 0 1,845.0079
K_20 Vinculin VINC_HUMAN 123,801 7 7 11 7.32% MSAEINEIIR 237 246 29.2 28.5 25.5 2 0 0 1,191.6039
K_20 Vinculin VINC_HUMAN 123,801 7 7 11 7.32% AQQVSQGLDVLTAK 353 366 79.5 27.5 71.2 2 0 0 1,457.7960
K_20 Vinculin VINC_HUMAN 123,801 7 7 11 7.32% QVATALQNLQTK 465 476 45.3 28.3 42.5 2 0 0 1,314.7377
K_20 Vinculin VINC_HUMAN 123,801 7 7 11 7.32% WIDNPTVDDR 503 512 33.1 25.0 31.9 2 0 0 1,230.5751
K_20 Vinculin VINC_HUMAN 123,801 7 7 11 7.32% SLLDASEEAIKK 721 732 34.1 28.4 28.5 1 0 0 1,303.7105
K_20 Vinculin VINC_HUMAN 123,801 7 7 11 7.32% IPTISTQLK 1056 1064 22.9 27.4 13.6 1 0 0 1,000.6039
K_21 Vinculin VINC_HUMAN 123,801 4 4 7 3.97% AQQVSQGLDVLTAK 353 366 76.7 27.3 71.9 2 0 0 1,457.7960
K_21 Vinculin VINC_HUMAN 123,801 4 4 7 3.97% SLGEISALTSK 434 444 45.5 26.4 35.9 2 0 0 1,105.6100
K_21 Vinculin VINC_HUMAN 123,801 4 4 7 3.97% ELTPQVVSAAR 670 680 49.6 26.6 37.3 2 0 0 1,170.6477
K_21 Vinculin VINC_HUMAN 123,801 4 4 7 3.97% TNLLQVCER 1047 1055 26.5 28.3 14.8 1 0 0 1,132.5780
K_24 Vinculin VINC_HUMAN 123,801 2 2 3 2.20% AQQVSQGLDVLTAK 353 366 60.9 27.5 50.9 1 0 0 1,457.7960
K_24 Vinculin VINC_HUMAN 123,801 2 2 3 2.20% ELTPQVVSAAR 670 680 47.1 26.6 41.6 2 0 0 1,170.6477
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% VGKETVQTTEDQILKR 57 72 43.4 25.9 37.8 0 2 0 1,845.0079
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% ETVQTTEDQILKR 60 72 56.0 28.7 49.7 2 0 0 1,560.8230
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% ELLPVLISAMK 200 210 36.3 25.3 27.0 2 0 0 1,229.7176
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% MSAEINEIIR 237 246 40.5 29.1 16.9 2 0 0 1,175.6089
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% GWLRDPSASPGDAGEQAIR 282 300 35.4 27.5 30.4 0 2 0 1,982.9681
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% DPSASPGDAGEQAIR 286 300 60.3 25.0 59.0 2 0 0 1,470.6821
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% MLGQMTDQVADLR 327 339 60.3 25.5 49.0 2 0 0 1,509.7039
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% LANVMMGPYR 529 538 41.5 25.2 30.8 3 0 0 1,183.5599
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% VDQLTAQLADLAAR 548 561 92.0 26.9 82.5 2 0 0 1,484.8069
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% MTGLVDEAIDTK 709 720 55.7 27.9 53.9 1 0 0 1,292.6405
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% SLLDASEEAIKK 721 732 64.8 27.9 59.0 2 0 0 1,303.7105
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% SFLDSGYR 816 823 30.7 25.0 22.1 2 0 0 944.4472
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% AGEVINQPMMMAAR 890 903 38.4 25.0 27.8 1 0 0 1,566.7074
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% MALLMAEMSR 994 1003 23.2 25.0 17.2 1 0 0 1,200.5422
L_14 Vinculin VINC_HUMAN 123,801 15 15 28 13.90% TNLLQVCER 1047 1055 42.7 28.4 33.5 2 0 0 1,132.5780
L_15 Vinculin VINC_HUMAN 123,801 3 3 6 3.53% DPSASPGDAGEQAIR 286 300 32.0 25.0 29.0 2 0 0 1,470.6821
L_15 Vinculin VINC_HUMAN 123,801 3 3 6 3.53% AQQVSQGLDVLTAK 353 366 73.7 27.3 68.0 2 0 0 1,457.7960
L_15 Vinculin VINC_HUMAN 123,801 3 3 6 3.53% STVEGIQASVK 656 666 64.9 28.1 49.7 2 0 0 1,118.6052
M_13 Vinculin VINC_HUMAN 123,801 5 5 7 5.29% DPSASPGDAGEQAIR 286 300 31.4 25.0 25.8 1 0 0 1,470.6821
M_13 Vinculin VINC_HUMAN 123,801 5 5 7 5.29% SLGEISALTSK 434 444 37.1 26.8 29.7 1 0 0 1,105.6100
M_13 Vinculin VINC_HUMAN 123,801 5 5 7 5.29% QVATALQNLQTK 465 476 43.8 28.6 36.3 1 0 0 1,314.7377
M_13 Vinculin VINC_HUMAN 123,801 5 5 7 5.29% STVEGIQASVK 656 666 61.4 28.1 49.8 2 0 0 1,118.6052
M_13 Vinculin VINC_HUMAN 123,801 5 5 7 5.29% ELTPQVVSAAR 670 680 49.3 27.1 46.8 2 0 0 1,170.6477
M_14 Vinculin VINC_HUMAN 123,801 12 13 23 12.90% ETVQTTEDQILKR 60 72 36.8 28.7 24.1 1 0 0 1,560.8230
M_14 Vinculin VINC_HUMAN 123,801 12 13 23 12.90% LVQAAQMLQSDPYSVPAR 88 105 66.0 27.9 64.2 2 0 0 1,990.0064
M_14 Vinculin VINC_HUMAN 123,801 12 13 23 12.90% DPSASPGDAGEQAIR 286 300 71.5 25.0 67.9 2 0 0 1,470.6821
M_14 Vinculin VINC_HUMAN 123,801 12 13 23 12.90% MLGQMTDQVADLR 327 339 86.5 25.6 76.6 2 0 0 1,509.7039
M_14 Vinculin VINC_HUMAN 123,801 12 13 23 12.90% QVATALQNLQTK 465 476 67.9 28.0 57.2 2 0 0 1,314.7377
M_14 Vinculin VINC_HUMAN 123,801 12 13 23 12.90% LANVMMGPYR 529 538 29.7 26.1 1.2 1 0 0 1,167.5650
M_14 Vinculin VINC_HUMAN 123,801 12 13 23 12.90% STVEGIQASVK 656 666 66.9 28.4 48.5 2 0 0 1,118.6052
M_14 Vinculin VINC_HUMAN 123,801 12 13 23 12.90% ELTPQVVSAAR 670 680 58.1 27.2 41.8 2 0 0 1,170.6477
M_14 Vinculin VINC_HUMAN 123,801 12 13 23 12.90% MTGLVDEAIDTK 709 720 54.1 27.3 46.0 4 0 0 1,308.6355
M_14 Vinculin VINC_HUMAN 123,801 12 13 23 12.90% SFLDSGYR 816 823 40.3 25.0 26.3 2 0 0 944.4472
M_14 Vinculin VINC_HUMAN 123,801 12 13 23 12.90% AGEVINQPMMMAAR 890 903 37.1 25.0 17.8 1 0 0 1,566.7074
M_14 Vinculin VINC_HUMAN 123,801 12 13 23 12.90% TNLLQVCER 1047 1055 42.8 28.3 35.0 2 0 0 1,132.5780
M_15 Vinculin VINC_HUMAN 123,801 2 2 4 1.94% STVEGIQASVK 656 666 56.0 28.3 46.9 2 0 0 1,118.6052
M_15 Vinculin VINC_HUMAN 123,801 2 2 4 1.94% ELTPQVVSAAR 670 680 40.4 26.6 34.0 2 0 0 1,170.6477
N_14 Vinculin VINC_HUMAN 123,801 6 6 10 6.26% DPSASPGDAGEQAIR 286 300 44.3 25.3 42.8 2 0 0 1,470.6821
N_14 Vinculin VINC_HUMAN 123,801 6 6 10 6.26% AQQVSQGLDVLTAK 353 366 85.2 27.3 75.9 2 0 0 1,457.7960
N_14 Vinculin VINC_HUMAN 123,801 6 6 10 6.26% QVATALQNLQTK 465 476 56.1 28.2 45.9 2 0 0 1,314.7377
N_14 Vinculin VINC_HUMAN 123,801 6 6 10 6.26% WIDNPTVDDR 503 512 27.5 25.0 18.4 1 0 0 1,230.5751
N_14 Vinculin VINC_HUMAN 123,801 6 6 10 6.26% STVEGIQASVK 656 666 49.7 28.5 33.1 2 0 0 1,118.6052
N_14 Vinculin VINC_HUMAN 123,801 6 6 10 6.26% TNLLQVCER 1047 1055 27.0 28.5 16.4 1 0 0 1,132.5780
O_13 Vinculin VINC_HUMAN 123,801 6 6 10 6.00% AQQVSQGLDVLTAK 353 366 69.6 27.3 61.0 2 0 0 1,457.7960
O_13 Vinculin VINC_HUMAN 123,801 6 6 10 6.00% SLGEISALTSK 434 444 50.4 27.5 47.8 2 0 0 1,105.6100
O_13 Vinculin VINC_HUMAN 123,801 6 6 10 6.00% QVATALQNLQTK 465 476 52.1 27.9 45.5 1 0 0 1,314.7377
O_13 Vinculin VINC_HUMAN 123,801 6 6 10 6.00% STVEGIQASVK 656 666 56.3 28.1 38.7 2 0 0 1,118.6052
O_13 Vinculin VINC_HUMAN 123,801 6 6 10 6.00% ELTPQVVSAAR 670 680 48.5 27.0 41.3 2 0 0 1,170.6477



O_13 Vinculin VINC_HUMAN 123,801 6 6 10 6.00% TNLLQVCER 1047 1055 26.8 28.5 21.5 1 0 0 1,132.5780
P_12 Vinculin VINC_HUMAN 123,801 2 2 4 1.94% STVEGIQASVK 656 666 38.7 27.7 30.2 2 0 0 1,118.6052
P_12 Vinculin VINC_HUMAN 123,801 2 2 4 1.94% ELTPQVVSAAR 670 680 34.0 26.3 23.9 2 0 0 1,170.6477
P_13 Vinculin VINC_HUMAN 123,801 7 7 13 7.23% DPSASPGDAGEQAIR 286 300 32.3 25.2 29.8 2 0 0 1,470.6821
P_13 Vinculin VINC_HUMAN 123,801 7 7 13 7.23% MLGQMTDQVADLR 327 339 67.9 25.9 54.5 2 0 0 1,509.7039
P_13 Vinculin VINC_HUMAN 123,801 7 7 13 7.23% QVATALQNLQTK 465 476 78.3 28.2 68.5 2 0 0 1,314.7377
P_13 Vinculin VINC_HUMAN 123,801 7 7 13 7.23% STVEGIQASVK 656 666 65.4 27.7 48.0 2 0 0 1,118.6052
P_13 Vinculin VINC_HUMAN 123,801 7 7 13 7.23% SFLDSGYR 816 823 23.4 25.0 10.2 1 0 0 944.4472
P_13 Vinculin VINC_HUMAN 123,801 7 7 13 7.23% AGEVINQPMMMAAR 890 903 25.3 25.0 17.1 2 0 0 1,566.7074
P_13 Vinculin VINC_HUMAN 123,801 7 7 13 7.23% TNLLQVCER 1047 1055 30.6 28.4 24.5 2 0 0 1,132.5780
P_14 Vinculin VINC_HUMAN 123,801 4 4 7 3.88% QVATALQNLQTK 465 476 45.0 28.2 36.1 2 0 0 1,314.7377
P_14 Vinculin VINC_HUMAN 123,801 4 4 7 3.88% WIDNPTVDDR 503 512 31.5 25.0 22.8 1 0 0 1,230.5751
P_14 Vinculin VINC_HUMAN 123,801 4 4 7 3.88% STVEGIQASVK 656 666 52.9 27.7 39.6 2 0 0 1,118.6052
P_14 Vinculin VINC_HUMAN 123,801 4 4 7 3.88% ELTPQVVSAAR 670 680 51.5 26.3 35.6 2 0 0 1,170.6477
Q_12 Vinculin VINC_HUMAN 123,801 2 2 2 1.94% STVEGIQASVK 656 666 24.4 27.7 16.9 1 0 0 1,118.6052
Q_12 Vinculin VINC_HUMAN 123,801 2 2 2 1.94% ELTPQVVSAAR 670 680 23.9 26.4 23.9 1 0 0 1,170.6477
Q_13 Vinculin VINC_HUMAN 123,801 12 13 23 12.30% VMLVNSMNTVK 189 199 35.3 27.8 21.6 1 0 0 1,267.6385
Q_13 Vinculin VINC_HUMAN 123,801 12 13 23 12.30% DPSASPGDAGEQAIR 286 300 36.3 25.2 33.5 2 0 0 1,470.6821
Q_13 Vinculin VINC_HUMAN 123,801 12 13 23 12.30% MLGQMTDQVADLR 327 339 71.8 25.8 63.0 2 0 0 1,509.7039
Q_13 Vinculin VINC_HUMAN 123,801 12 13 23 12.30% AQQVSQGLDVLTAK 353 366 77.0 27.0 69.9 2 0 0 1,457.7960
Q_13 Vinculin VINC_HUMAN 123,801 12 13 23 12.30% QVATALQNLQTK 465 476 74.5 28.3 68.3 2 0 0 1,314.7377
Q_13 Vinculin VINC_HUMAN 123,801 12 13 23 12.30% LANVMMGPYR 529 538 34.5 26.1 29.1 2 0 0 1,183.5599
Q_13 Vinculin VINC_HUMAN 123,801 12 13 23 12.30% ALASQLQDSLK 571 581 46.1 28.2 38.0 2 0 0 1,173.6475
Q_13 Vinculin VINC_HUMAN 123,801 12 13 23 12.30% MTGLVDEAIDTK 709 720 64.5 27.6 52.7 4 0 0 1,308.6355
Q_13 Vinculin VINC_HUMAN 123,801 12 13 23 12.30% SFLDSGYR 816 823 30.0 25.0 21.8 1 0 0 944.4472
Q_13 Vinculin VINC_HUMAN 123,801 12 13 23 12.30% AGEVINQPMMMAAR 890 903 31.8 25.0 26.9 2 0 0 1,566.7074
Q_13 Vinculin VINC_HUMAN 123,801 12 13 23 12.30% MALLMAEMSR 994 1003 23.4 25.0 18.4 1 0 0 1,200.5422
Q_13 Vinculin VINC_HUMAN 123,801 12 13 23 12.30% TNLLQVCER 1047 1055 29.0 28.4 23.2 2 0 0 1,132.5780
Q_14 Vinculin VINC_HUMAN 123,801 6 6 11 6.79% DPSASPGDAGEQAIR 286 300 39.3 25.1 39.3 2 0 0 1,470.6821
Q_14 Vinculin VINC_HUMAN 123,801 6 6 11 6.79% MLGQMTDQVADLR 327 339 57.4 26.0 42.9 2 0 0 1,509.7039
Q_14 Vinculin VINC_HUMAN 123,801 6 6 11 6.79% AQQVSQGLDVLTAK 353 366 85.7 27.3 74.4 2 0 0 1,457.7960
Q_14 Vinculin VINC_HUMAN 123,801 6 6 11 6.79% QVATALQNLQTK 465 476 58.2 28.2 56.0 2 0 0 1,314.7377
Q_14 Vinculin VINC_HUMAN 123,801 6 6 11 6.79% AGEVINQPMMMAAR 890 903 40.1 25.0 27.8 1 0 0 1,566.7074
Q_14 Vinculin VINC_HUMAN 123,801 6 6 11 6.79% TNLLQVCER 1047 1055 29.5 28.5 18.9 2 0 0 1,132.5780
Q_15 Vinculin VINC_HUMAN 123,801 4 4 5 4.50% DPSASPGDAGEQAIR 286 300 32.4 25.0 27.6 1 0 0 1,470.6821
Q_15 Vinculin VINC_HUMAN 123,801 4 4 5 4.50% AQQVSQGLDVLTAK 353 366 61.9 27.3 51.6 1 0 0 1,457.7960
Q_15 Vinculin VINC_HUMAN 123,801 4 4 5 4.50% STVEGIQASVK 656 666 46.0 27.7 34.2 1 0 0 1,118.6052
Q_15 Vinculin VINC_HUMAN 123,801 4 4 5 4.50% ELTPQVVSAAR 670 680 43.4 27.0 34.3 2 0 0 1,170.6477
A_20 Very low‐density lipoprotein receptor VLDLR_HUMAN 96,098 2 2 3 2.18% TISVATLDGTK 536 546 23.1 27.6 6.6 1 0 0 1,105.6101
A_20 Very low‐density lipoprotein receptor VLDLR_HUMAN 96,098 2 2 3 2.18% FLFNSDLR 549 556 45.3 26.4 23.6 2 0 0 1,011.5258
J_16 Very low‐density lipoprotein receptor VLDLR_HUMAN 96,098 2 2 2 2.29% LFWADLSQK 483 491 24.5 28.0 10.9 1 0 0 1,107.5834
J_16 Very low‐density lipoprotein receptor VLDLR_HUMAN 96,098 2 2 2 2.29% TISVATLDGTK 536 546 21.1 26.7 4.5 1 0 0 1,105.6101
A_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 9 10 17 30.30% HYLFYDGESVSGK 39 51 52.3 25.0 49.3 2 1 0 1,501.6958
A_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 9 10 17 30.30% SNTHEFVNLVK 83 93 56.0 27.2 46.2 2 0 0 1,287.6691
A_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 9 10 17 30.30% ELALPGELTQSR 94 105 80.9 27.3 67.5 2 0 0 1,313.7061
A_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 9 10 17 30.30% IYFLLVR 195 201 46.3 25.0 35.2 2 0 0 923.5713
A_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 9 10 17 30.30% EITGIGPSTTTETETIAK 215 232 82.2 27.5 81.6 2 0 0 1,848.9440
A_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 9 10 17 30.30% YEIMDGAPVK 233 242 37.0 25.1 24.5 2 0 0 1,138.5451
A_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 9 10 17 30.30% YEIMDGAPVKGESIPIR 233 249 26.4 27.9 21.4 0 1 0 1,890.9633
A_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 9 10 17 30.30% LFLAGYDPTPTMR 250 262 52.2 27.1 44.1 2 0 0 1,497.7409
A_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 9 10 17 30.30% QQEIILWR 289 296 21.9 27.8 13.9 1 0 0 1,085.6103
B_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 8 9 18 29.40% HYLFYDGESVSGK 39 51 47.5 25.0 47.5 2 2 0 1,501.6958
B_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 8 9 18 29.40% ELALPGELTQSR 94 105 65.5 27.5 57.3 2 0 0 1,313.7061
B_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 8 9 18 29.40% IYFLLVR 195 201 39.5 25.0 30.2 2 0 0 923.5713
B_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 8 9 18 29.40% EITGIGPSTTTETETIAK 215 232 70.5 27.7 65.6 2 0 0 1,848.9440
B_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 8 9 18 29.40% YEIMDGAPVK 233 242 36.5 25.1 30.0 2 0 0 1,138.5451
B_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 8 9 18 29.40% LFLAGYDPTPTMR 250 262 63.1 27.1 35.0 2 0 0 1,497.7409
B_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 8 9 18 29.40% QQEIILWR 289 296 45.6 27.1 29.3 2 0 0 1,085.6103
B_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 8 9 18 29.40% FESPESQASAEQPEM 313 327 66.2 25.0 65.6 2 0 0 1,682.6851
C_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 7 8 15 24.80% HYLFYDGESVSGK 39 51 43.4 25.0 41.8 2 2 0 1,501.6958
C_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 7 8 15 24.80% ELALPGELTQSR 94 105 52.2 26.4 43.6 2 0 0 1,313.7061
C_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 7 8 15 24.80% IYFLLVR 195 201 41.3 25.0 31.0 1 0 0 923.5713
C_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 7 8 15 24.80% EITGIGPSTTTETETIAK 215 232 75.5 27.6 74.6 2 0 0 1,848.9440
C_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 7 8 15 24.80% YEIMDGAPVK 233 242 33.0 25.6 22.8 2 0 0 1,138.5451
C_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 7 8 15 24.80% LFLAGYDPTPTMR 250 262 46.8 27.0 32.9 2 0 0 1,497.7409
C_11 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 7 8 15 24.80% QQEIILWR 289 296 27.6 27.1 15.2 2 0 0 1,085.6103
D_18 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 3 9.17% ELALPGELTQSR 94 105 24.7 26.8 22.8 1 0 0 1,313.7061
D_18 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 3 9.17% EITGIGPSTTTETETIAK 215 232 35.0 27.6 35.0 2 0 0 1,848.9440
F_13 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 3 9.17% ELALPGELTQSR 94 105 51.6 27.2 45.2 2 0 0 1,313.7061
F_13 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 3 9.17% EITGIGPSTTTETETIAK 215 232 35.5 27.5 31.9 1 0 0 1,848.9440
F_14 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 5 6 11 19.90% HYLFYDGESVSGK 39 51 42.7 25.0 36.5 2 2 0 1,501.6958
F_14 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 5 6 11 19.90% ELALPGELTQSR 94 105 56.4 27.2 43.0 2 0 0 1,313.7061
F_14 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 5 6 11 19.90% IYFLLVR 195 201 33.0 25.0 24.4 2 0 0 923.5713
F_14 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 5 6 11 19.90% EITGIGPSTTTETETIAK 215 232 69.0 27.6 64.3 2 0 0 1,848.9440
F_14 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 5 6 11 19.90% FESPESQASAEQPEM 313 327 34.6 25.0 34.6 1 0 0 1,682.6851
G_14 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 4 9.17% ELALPGELTQSR 94 105 65.4 27.1 53.5 2 0 0 1,313.7061
G_14 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 4 9.17% EITGIGPSTTTETETIAK 215 232 63.0 27.5 58.0 2 0 0 1,848.9440
H_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 6 6 10 21.70% HYLFYDGESVSGK 39 51 37.7 25.4 37.7 0 1 0 1,501.6958
H_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 6 6 10 21.70% ELALPGELTQSR 94 105 55.2 27.2 47.2 2 0 0 1,313.7061
H_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 6 6 10 21.70% IYFLLVR 195 201 35.7 25.0 24.7 1 0 0 923.5713
H_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 6 6 10 21.70% EITGIGPSTTTETETIAK 215 232 71.3 27.6 66.1 2 0 0 1,848.9440
H_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 6 6 10 21.70% LFLAGYDPTPTMR 250 262 58.3 27.2 38.6 2 0 0 1,497.7409
H_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 6 6 10 21.70% QQEIILWR 289 296 30.6 28.0 17.9 2 0 0 1,085.6103
H_10 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 2 9.17% ELALPGELTQSR 94 105 38.5 27.2 30.5 1 0 0 1,313.7061
H_10 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 2 9.17% EITGIGPSTTTETETIAK 215 232 44.9 27.5 42.9 1 0 0 1,848.9440
H_24 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 3 3 5 11.60% ELALPGELTQSR 94 105 34.5 27.2 22.5 1 0 0 1,313.7061
H_24 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 3 3 5 11.60% EITGIGPSTTTETETIAK 215 232 47.8 27.6 46.1 2 0 0 1,848.9440
H_24 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 3 3 5 11.60% QQEIILWR 289 296 26.5 28.0 13.3 2 0 0 1,085.6103
I_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 6 6 11 21.70% HYLFYDGESVSGK 39 51 45.5 25.2 38.6 0 2 0 1,501.6958
I_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 6 6 11 21.70% ELALPGELTQSR 94 105 64.7 27.2 52.1 2 0 0 1,313.7061
I_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 6 6 11 21.70% IYFLLVR 195 201 37.4 25.0 28.5 2 0 0 923.5713
I_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 6 6 11 21.70% EITGIGPSTTTETETIAK 215 232 77.3 27.5 72.8 2 0 0 1,848.9440
I_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 6 6 11 21.70% LFLAGYDPTPTMR 250 262 55.7 26.8 41.5 2 0 0 1,497.7409
I_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 6 6 11 21.70% QQEIILWR 289 296 34.3 27.7 18.2 1 0 0 1,085.6103
J_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 4 9.17% ELALPGELTQSR 94 105 51.3 27.1 38.6 2 0 0 1,313.7061
J_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 4 9.17% EITGIGPSTTTETETIAK 215 232 57.7 27.4 50.5 2 0 0 1,848.9440
K_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 3 3 6 13.10% HYLFYDGESVSGK 39 51 37.9 25.2 36.3 0 2 0 1,501.6958
K_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 3 3 6 13.10% ELALPGELTQSR 94 105 40.3 27.3 30.7 2 0 0 1,313.7061
K_09 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 3 3 6 13.10% EITGIGPSTTTETETIAK 215 232 57.2 27.6 56.7 2 0 0 1,848.9440
L_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 5 5 10 21.40% IYFLLVR 195 201 19.8 25.0 13.9 2 0 0 923.5713
L_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 5 5 10 21.40% EITGIGPSTTTETETIAK 215 232 79.0 27.6 76.8 2 0 0 1,848.9440
L_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 5 5 10 21.40% YEIMDGAPVKGESIPIR 233 249 32.3 28.0 30.1 0 2 0 1,890.9633
L_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 5 5 10 21.40% LFLAGYDPTPTMR 250 262 64.8 27.1 50.2 2 0 0 1,497.7409
L_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 5 5 10 21.40% FESPESQASAEQPEM 313 327 54.9 25.0 54.9 2 0 0 1,682.6851
M_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 3 3 6 13.10% ELALPGELTQSR 94 105 34.0 27.0 25.9 2 0 0 1,313.7061
M_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 3 3 6 13.10% EITGIGPSTTTETETIAK 215 232 55.5 27.5 51.0 2 0 0 1,848.9440
M_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 3 3 6 13.10% LFLAGYDPTPTMR 250 262 64.5 27.2 49.2 2 0 0 1,497.7409
N_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 3 9.17% ELALPGELTQSR 94 105 28.7 27.1 20.3 2 0 0 1,313.7061
N_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 3 9.17% EITGIGPSTTTETETIAK 215 232 33.4 27.5 33.4 1 0 0 1,848.9440
O_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 3 7.95% EITGIGPSTTTETETIAK 215 232 44.7 27.4 43.0 2 0 0 1,848.9440
O_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 3 7.95% QQEIILWR 289 296 22.8 28.0 10.6 1 0 0 1,085.6103
Q_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 3 9.17% ELALPGELTQSR 94 105 27.6 27.1 19.0 1 0 0 1,313.7061



Q_07 Vacuolar protein sorting‐associated protein 26A VP26A_HUMAN 38,157 2 2 3 9.17% EITGIGPSTTTETETIAK 215 232 59.9 27.6 59.0 2 0 0 1,848.9440
A_06 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 3 14.30% IQHILCTGNLCTK 35 47 25.8 28.2 23.8 0 2 0 1,557.7879
A_06 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 3 14.30% GDFDENLNYPEQK 65 77 31.0 25.0 31.0 1 0 0 1,568.6865
B_05 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 3 4 7 19.80% IQHILCTGNLCTK 35 47 48.4 28.6 41.8 2 1 0 1,557.7879
B_05 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 3 4 7 19.80% TLAGDVHIVR 55 64 42.2 25.8 39.8 2 0 0 1,080.6161
B_05 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 3 4 7 19.80% GDFDENLNYPEQK 65 77 46.7 25.0 41.0 2 0 0 1,568.6865
B_06 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 3 3 5 19.80% IQHILCTGNLCTK 35 47 29.8 28.5 27.5 0 1 0 1,557.7879
B_06 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 3 3 5 19.80% TLAGDVHIVR 55 64 49.0 25.8 47.3 2 0 0 1,080.6161
B_06 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 3 3 5 19.80% GDFDENLNYPEQK 65 77 51.9 25.0 44.5 2 0 0 1,568.6865
C_05 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 3 9.34% ESYDYLK 48 54 22.2 25.0 16.2 1 0 0 917.4251
C_05 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 3 9.34% TLAGDVHIVR 55 64 56.9 25.8 55.8 2 0 0 1,080.6161
C_06 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 3 12.60% TLAGDVHIVR 55 64 35.2 26.3 28.3 1 0 0 1,080.6161
C_06 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 3 12.60% GDFDENLNYPEQK 65 77 24.2 25.0 21.9 2 0 0 1,568.6865
D_09 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 4 12.60% TLAGDVHIVR 55 64 30.8 25.8 29.0 2 0 0 1,080.6161
D_09 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 4 12.60% GDFDENLNYPEQK 65 77 24.4 25.0 21.0 2 0 0 1,568.6865
F_08 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 3 4 8 19.80% IQHILCTGNLCTK 35 47 34.8 28.5 30.7 2 2 0 1,557.7879
F_08 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 3 4 8 19.80% TLAGDVHIVR 55 64 59.5 25.8 51.7 2 0 0 1,080.6161
F_08 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 3 4 8 19.80% GDFDENLNYPEQK 65 77 39.7 25.0 36.5 2 0 0 1,568.6865
G_08 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 3 12.60% TLAGDVHIVR 55 64 36.1 25.3 21.8 2 0 0 1,080.6161
G_08 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 3 12.60% GDFDENLNYPEQK 65 77 25.1 25.0 25.1 1 0 0 1,568.6865
H_04 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 4 12.60% TLAGDVHIVR 55 64 40.6 25.8 40.6 2 0 0 1,080.6161
H_04 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 4 12.60% GDFDENLNYPEQK 65 77 44.1 25.0 43.6 2 0 0 1,568.6865
H_05 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 4 12.60% IQHILCTGNLCTK 35 47 25.9 28.6 22.1 0 2 0 1,557.7879
H_05 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 4 12.60% TLAGDVHIVR 55 64 33.4 25.2 23.8 2 0 0 1,080.6161
I_04 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 3 12.60% TLAGDVHIVR 55 64 46.5 25.1 36.1 2 0 0 1,080.6161
I_04 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 3 12.60% GDFDENLNYPEQK 65 77 20.3 25.0 11.6 1 0 0 1,568.6865
P_04 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 3 12.60% TLAGDVHIVR 55 64 22.9 25.3 16.7 1 0 0 1,080.6161
P_04 Vacuolar protein sorting‐associated protein 29 VPS29_HUMAN 20,918 2 2 3 12.60% GDFDENLNYPEQK 65 77 34.4 25.0 31.8 2 0 0 1,568.6865
A_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 11 12 20 15.20% LLDEAIQAVK 15 24 50.8 26.5 27.6 2 0 0 1,099.6359
A_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 11 12 20 15.20% HASNMLGELR 45 54 20.8 25.6 17.9 1 0 0 1,127.5626
A_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 11 12 20 15.20% NYLLQCTR 151 158 36.2 26.7 24.6 2 0 0 1,067.5303
A_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 11 12 20 15.20% NIIIALIDR 297 305 48.4 25.0 38.3 2 0 0 1,040.6464
A_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 11 12 20 15.20% VLETTVEIFNK 372 382 53.4 26.9 38.7 2 0 0 1,292.7097
A_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 11 12 20 15.20% LNLEHIATSSAVSK 383 396 71.5 28.8 69.8 2 1 0 1,469.7958
A_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 11 12 20 15.20% SEDPDQQYLILNTAR 500 514 68.6 27.3 59.1 2 0 0 1,762.8608
A_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 11 12 20 15.20% AELAELPLR 574 582 41.1 25.0 29.7 2 0 0 1,011.5834
A_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 11 12 20 15.20% CFSEENHEPLR 640 650 35.1 25.0 34.5 1 0 0 1,417.6165
A_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 11 12 20 15.20% YIYFYEK 727 733 27.2 25.2 21.4 2 0 0 1,025.4978
A_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 11 12 20 15.20% EDLPNLESSEETEQINK 752 768 50.7 25.0 46.3 1 0 0 1,974.9140
A_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 7 6.53% NYLLQCTR 151 158 30.0 26.6 23.6 1 0 0 1,067.5303
A_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 7 6.53% NIIIALIDR 297 305 51.7 25.0 33.3 2 0 0 1,040.6464
A_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 7 6.53% EDGPGIPADIK 313 323 22.4 25.8 14.1 1 0 0 1,111.5633
A_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 7 6.53% SEDPDQQYLILNTAR 500 514 37.3 27.3 31.2 1 0 0 1,762.8608
A_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 7 6.53% AELAELPLR 574 582 40.6 25.0 28.8 2 0 0 1,011.5834
A_21 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 2 2 2 2.51% LSQLEGVNVER 227 237 31.5 27.7 24.8 1 0 0 1,243.6641
A_21 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 2 2 2 2.51% NIIIALIDR 297 305 30.6 25.0 23.4 1 0 0 1,040.6464
B_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 11 18 13.20% NYLLQCTR 151 158 35.9 27.3 28.3 2 0 0 1,067.5303
B_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 11 18 13.20% NIIIALIDR 297 305 35.7 25.0 18.9 2 0 0 1,040.6464
B_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 11 18 13.20% IPVDTYNNILTVLK 404 417 55.3 25.0 55.3 1 0 0 1,602.9103
B_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 11 18 13.20% SEDPDQQYLILNTAR 500 514 86.0 27.1 76.2 2 2 0 1,762.8608
B_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 11 18 13.20% AELAELPLR 574 582 45.2 25.0 34.2 2 0 0 1,011.5834
B_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 11 18 13.20% CFSEENHEPLR 640 650 20.9 25.0 17.4 1 1 0 1,417.6165
B_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 11 18 13.20% AVSTCAHLFWSGR 669 681 34.1 26.1 32.7 0 2 0 1,491.7161
B_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 11 18 13.20% YIYFYEK 727 733 24.9 25.1 19.7 1 0 0 1,025.4978
B_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 11 18 13.20% IREDLPNLESSEETEQINK 750 768 44.6 27.1 38.1 0 2 0 2,244.0992
B_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 9 17 11.70% NYLLQCTR 151 158 22.9 26.7 15.9 1 0 0 1,067.5303
B_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 9 17 11.70% ILVGTNLVR 218 226 35.7 25.0 23.3 2 0 0 984.6201
B_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 9 17 11.70% LSQLEGVNVER 227 237 49.9 27.9 36.5 2 0 0 1,243.6641
B_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 9 17 11.70% NIIIALIDR 297 305 37.5 25.0 21.2 2 0 0 1,040.6464
B_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 9 17 11.70% VLETTVEIFNK 372 382 49.0 26.9 34.9 2 0 0 1,292.7097
B_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 9 17 11.70% LNLEHIATSSAVSK 383 396 55.3 28.7 51.6 2 0 0 1,469.7958
B_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 9 17 11.70% SEDPDQQYLILNTAR 500 514 70.8 27.5 58.5 2 0 0 1,762.8608
B_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 9 17 11.70% AELAELPLR 574 582 39.8 25.0 30.7 2 0 0 1,011.5834
B_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 9 9 17 11.70% YIYFYEK 727 733 34.5 26.4 13.2 2 0 0 1,025.4978
C_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 3 3 5 4.40% LSQLEGVNVER 227 237 83.2 27.2 62.8 2 0 0 1,243.6641
C_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 3 3 5 4.40% NIIIALIDR 297 305 45.8 25.0 38.0 1 0 0 1,040.6464
C_19 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 3 3 5 4.40% SEDPDQQYLILNTAR 500 514 57.8 27.3 44.7 2 0 0 1,762.8608
C_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 4 4 7 5.53% ILVGTNLVR 218 226 42.0 25.0 27.5 2 0 0 984.6201
C_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 4 4 7 5.53% LSQLEGVNVER 227 237 52.9 27.7 39.0 2 0 0 1,243.6641
C_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 4 4 7 5.53% SEDPDQQYLILNTAR 500 514 24.5 27.1 15.0 1 0 0 1,762.8608
C_20 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 4 4 7 5.53% AELAELPLR 574 582 36.6 25.0 25.9 2 0 0 1,011.5834
D_26 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 8 6.28% HASNMLGELR 45 54 21.2 25.1 12.6 1 0 0 1,143.5576
D_26 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 8 6.28% NYLLQCTR 151 158 33.9 27.5 26.1 2 0 0 1,067.5303
D_26 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 8 6.28% ILVGTNLVR 218 226 46.7 25.0 29.1 2 0 0 984.6201
D_26 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 8 6.28% IPVDTYNNILTVLK 404 417 50.7 26.1 45.8 1 0 0 1,602.9103
D_26 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 8 6.28% AELAELPLR 574 582 43.7 25.1 36.8 2 0 0 1,011.5834
F_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 2 2 2 2.26% ILVGTNLVR 218 226 25.4 25.0 12.2 1 0 0 984.6201
F_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 2 2 2 2.26% NIIIALIDR 297 305 25.0 25.0 11.6 1 0 0 1,040.6464
H_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 7 7 12 9.92% ILVGTNLVR 218 226 57.7 25.0 43.3 2 0 0 984.6201
H_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 7 7 12 9.92% LSQLEGVNVER 227 237 68.6 27.4 54.5 2 0 0 1,243.6641
H_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 7 7 12 9.92% NIIIALIDR 297 305 43.7 25.0 33.7 2 0 0 1,040.6464
H_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 7 7 12 9.92% SEDPDQQYLILNTAR 500 514 66.9 27.4 58.3 2 0 0 1,762.8608
H_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 7 7 12 9.92% AELAELPLR 574 582 35.8 25.0 29.5 2 0 0 1,011.5834
H_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 7 7 12 9.92% YIYFYEK 727 733 21.5 25.2 15.0 1 0 0 1,025.4978
H_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 7 7 12 9.92% IREDLPNLESSEETEQINK 750 768 27.4 26.9 22.4 0 1 0 2,244.0992
H_17 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 3 3 6 4.52% LLDEAIQAVK 15 24 36.4 26.5 29.2 2 0 0 1,099.6359
H_17 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 3 3 6 4.52% LSQLEGVNVER 227 237 49.4 27.9 30.8 2 0 0 1,243.6641
H_17 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 3 3 6 4.52% SEDPDQQYLILNTAR 500 514 68.6 27.8 51.2 2 0 0 1,762.8608
I_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 9 6.41% LLDEAIQAVK 15 24 45.7 26.5 16.7 1 0 0 1,099.6359
I_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 9 6.41% NYLLQCTR 151 158 43.6 27.3 27.6 2 0 0 1,067.5303
I_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 9 6.41% ILVGTNLVR 218 226 42.2 25.0 14.0 2 0 0 984.6201
I_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 9 6.41% SEDPDQQYLILNTAR 500 514 84.4 27.4 76.0 2 0 0 1,762.8608
I_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 9 6.41% AELAELPLR 574 582 41.3 25.0 29.1 2 0 0 1,011.5834
J_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 8 6.78% LLDEAIQAVK 15 24 53.9 27.5 30.1 1 0 0 1,099.6359
J_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 8 6.78% LSQLEGVNVER 227 237 33.0 27.8 21.0 2 0 0 1,243.6641
J_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 8 6.78% NIIIALIDR 297 305 30.5 25.0 28.9 1 0 0 1,040.6464
J_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 8 6.78% SEDPDQQYLILNTAR 500 514 61.8 27.8 48.2 2 0 0 1,762.8608
J_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 5 5 8 6.78% AELAELPLR 574 582 32.2 25.0 10.3 2 0 0 1,011.5834
K_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 8 8 14 12.10% LLDEAIQAVK 15 24 44.2 27.6 16.5 2 0 0 1,099.6359
K_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 8 8 14 12.10% ILVGTNLVR 218 226 33.3 25.0 16.1 2 0 0 984.6201
K_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 8 8 14 12.10% LSQLEGVNVER 227 237 54.8 27.8 38.9 2 0 0 1,243.6641
K_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 8 8 14 12.10% NIIIALIDR 297 305 41.4 25.0 25.0 2 0 0 1,040.6464
K_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 8 8 14 12.10% LNLEHIATSSAVSK 383 396 47.4 28.7 47.4 1 0 0 1,469.7958
K_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 8 8 14 12.10% SEDPDQQYLILNTAR 500 514 63.5 27.8 52.3 2 0 0 1,762.8608
K_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 8 8 14 12.10% AELAELPLR 574 582 45.1 25.0 20.3 2 0 0 1,011.5834
K_16 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 8 8 14 12.10% IREDLPNLESSEETEQINK 750 768 48.4 27.0 39.0 0 1 0 2,244.0992
L_14 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 2 2 2 3.27% LSQLEGVNVER 227 237 22.6 27.8 17.2 1 0 0 1,243.6641
L_14 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 2 2 2 3.27% SEDPDQQYLILNTAR 500 514 51.2 27.8 43.6 1 0 0 1,762.8608
Q_12 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 3 3 3 4.27% LLDEAIQAVK 15 24 25.9 27.5 14.0 1 0 0 1,099.6359
Q_12 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 3 3 3 4.27% ILVGTNLVR 218 226 34.7 25.0 16.2 1 0 0 984.6201
Q_12 Vacuolar protein sorting‐associated protein 35 VPS35_HUMAN 91,710 3 3 3 4.27% SEDPDQQYLILNTAR 500 514 41.3 27.9 31.0 1 0 0 1,762.8608
B_15 Vacuolar protein sorting‐associated protein 4B VPS4B_HUMAN 49,304 2 2 3 5.63% GILLFGPPGTGK 169 180 47.3 26.6 36.6 1 0 0 1,156.6728



B_15 Vacuolar protein sorting‐associated protein 4B VPS4B_HUMAN 49,304 2 2 3 5.63% LLEPVVSMSDMLR 404 416 51.7 28.3 44.7 2 0 0 1,521.7653
H_12 Serine/threonine‐protein kinase VRK1 VRK1_HUMAN 45,360 2 2 2 5.56% VEPSDNGPLFTELK 72 85 28.1 28.1 18.6 1 0 0 1,545.7797
H_12 Serine/threonine‐protein kinase VRK1 VRK1_HUMAN 45,360 2 2 2 5.56% TVLQLSLR 153 160 23.3 25.0 2.1 1 0 0 929.5779
A_11 Vacuolar protein sorting‐associated protein VTA1 homolog VTA1_HUMAN 34,017 2 2 3 6.19% DPVVAYYCR 31 39 31.2 25.0 18.5 2 0 0 1,142.5299
A_11 Vacuolar protein sorting‐associated protein VTA1 homolog VTA1_HUMAN 34,017 2 2 3 6.19% LMDQLEALKK 63 72 22.5 28.2 4.7 1 0 0 1,204.6609
A_14 Vitamin D‐binding protein VTDB_BOVIN 53,343 2 2 2 6.12% KTQIPEVFLTK 352 362 28.4 25.1 15.8 1 0 0 1,303.7622
A_14 Vitamin D‐binding protein VTDB_BOVIN 53,343 2 2 2 6.12% SLDECCHSESSTACLNAK 370 387 25.9 25.0 25.9 0 1 0 2,068.8369
A_28 von Willebrand factor VWF_CANFA 309,706 2 2 4 2.77% YAGSEVASTSEVLK 1349 1362 74.6 27.7 64.6 2 0 0 1,440.7216
A_28 von Willebrand factor VWF_CANFA 309,706 2 2 4 2.77% EFMEEVIQR 1519 1527 33.9 25.0 25.4 2 0 0 1,196.5617
A_28 von Willebrand factor VWF_CANFA 309,706 2 2 4 2.77% VTVFPIGIGDR 1820 1830 72.5 27.7 56.9 2 0 0 1,173.6628
A_28 von Willebrand factor VWF_CANFA 309,706 2 2 4 2.77% HIVTFDGQNFK 1957 1967 56.5 28.1 51.3 2 0 0 1,305.6587
A_28 von Willebrand factor VWF_CANFA 309,706 2 2 4 2.77% LTGSCSYVLFQNK 1968 1980 61.1 26.8 0.0 2 0 0 1,516.7465
A_28 von Willebrand factor VWF_CANFA 309,706 2 2 4 2.77% DGTVTTDWK 2100 2108 34.5 25.5 22.8 2 0 0 1,022.4791
A_28 von Willebrand factor VWF_CANFA 309,706 2 2 4 2.77% SLMIDVCTTCR 2594 2604 56.4 25.0 0.0 2 0 0 1,371.6067
A_07 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.14% SFSIIGDFQNGK 69 80 31.8 26.0 7.0 1 0 0 1,312.6533
A_07 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.14% LSGEAYGFVAR 129 139 86.9 27.2 81.4 2 0 0 1,169.5949
A_07 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.14% VEDFGNAWK 546 554 26.3 25.3 20.8 1 0 0 1,065.5000
A_10 von Willebrand factor VWF_HUMAN 309,251 8 8 13 2.81% SFSIIGDFQNGK 69 80 37.4 26.2 4.2 1 0 0 1,312.6533
A_10 von Willebrand factor VWF_HUMAN 309,251 8 8 13 2.81% SFSIIGDFQNGKR 69 81 19.6 27.2 0.0 0 1 0 1,468.7544
A_10 von Willebrand factor VWF_HUMAN 309,251 8 8 13 2.81% LSGEAYGFVAR 129 139 61.1 27.2 54.4 2 0 0 1,169.5949
A_10 von Willebrand factor VWF_HUMAN 309,251 8 8 13 2.81% GLWEQCQLLK 220 229 31.9 28.1 13.6 1 0 0 1,274.6564
A_10 von Willebrand factor VWF_HUMAN 309,251 8 8 13 2.81% LPGLHNSLVK 448 457 27.6 25.2 20.0 2 0 0 1,077.6416
A_10 von Willebrand factor VWF_HUMAN 309,251 8 8 13 2.81% HGAGVAMDGQDVQLPLLK 460 477 34.7 27.8 11.8 0 2 0 1,864.9590
A_10 von Willebrand factor VWF_HUMAN 309,251 8 8 13 2.81% VEDFGNAWK 546 554 48.4 25.7 28.8 2 0 0 1,065.5000
A_10 von Willebrand factor VWF_HUMAN 309,251 8 8 13 2.81% ALSVVWDR 969 976 36.3 29.1 15.2 2 0 0 945.5152
A_11 von Willebrand factor VWF_HUMAN 309,251 5 6 11 2.13% SFSIIGDFQNGK 69 80 44.1 26.6 18.8 2 0 0 1,312.6533
A_11 von Willebrand factor VWF_HUMAN 309,251 5 6 11 2.13% LSGEAYGFVAR 129 139 74.4 27.3 60.3 2 0 0 1,169.5949
A_11 von Willebrand factor VWF_HUMAN 309,251 5 6 11 2.13% LPGLHNSLVK 448 457 31.5 25.2 26.1 2 0 0 1,077.6416
A_11 von Willebrand factor VWF_HUMAN 309,251 5 6 11 2.13% HGAGVAMDGQDVQLPLLK 460 477 50.7 27.9 36.7 1 2 0 1,864.9590
A_11 von Willebrand factor VWF_HUMAN 309,251 5 6 11 2.13% VEDFGNAWK 546 554 52.0 25.9 42.2 2 0 0 1,065.5000
A_12 von Willebrand factor VWF_HUMAN 309,251 5 5 8 1.78% SFSIIGDFQNGK 69 80 33.4 26.5 19.4 1 0 0 1,312.6533
A_12 von Willebrand factor VWF_HUMAN 309,251 5 5 8 1.78% SFSIIGDFQNGKR 69 81 33.3 27.4 18.6 1 0 0 1,468.7544
A_12 von Willebrand factor VWF_HUMAN 309,251 5 5 8 1.78% LPGLHNSLVK 448 457 48.2 25.2 41.0 2 0 0 1,077.6416
A_12 von Willebrand factor VWF_HUMAN 309,251 5 5 8 1.78% HGAGVAMDGQDVQLPLLK 460 477 40.7 27.9 17.3 0 2 0 1,864.9590
A_12 von Willebrand factor VWF_HUMAN 309,251 5 5 8 1.78% VEDFGNAWK 546 554 37.9 25.3 29.3 2 0 0 1,065.5000
A_13 von Willebrand factor VWF_HUMAN 309,251 5 6 10 2.03% SFSIIGDFQNGKR 69 81 44.6 27.4 11.7 2 1 0 1,468.7544
A_13 von Willebrand factor VWF_HUMAN 309,251 5 6 10 2.03% TCQSLHINEMCQER 311 324 24.0 25.0 23.6 0 2 0 1,821.7678
A_13 von Willebrand factor VWF_HUMAN 309,251 5 6 10 2.03% LPGLHNSLVK 448 457 33.4 25.2 25.5 2 0 0 1,077.6416
A_13 von Willebrand factor VWF_HUMAN 309,251 5 6 10 2.03% YIILLLGK 961 968 45.5 25.0 45.5 2 0 0 932.6181
A_13 von Willebrand factor VWF_HUMAN 309,251 5 6 10 2.03% TATLCPQSCEER 1122 1133 27.2 25.0 25.4 1 0 0 1,451.6255
A_14 von Willebrand factor VWF_HUMAN 309,251 5 5 8 2.03% SFSIIGDFQNGK 69 80 25.0 26.5 2.7 1 0 0 1,312.6533
A_14 von Willebrand factor VWF_HUMAN 309,251 5 5 8 2.03% GLWEQCQLLK 220 229 21.9 28.1 12.4 1 0 0 1,274.6564
A_14 von Willebrand factor VWF_HUMAN 309,251 5 5 8 2.03% TCQSLHINEMCQER 311 324 31.4 25.0 31.4 0 2 0 1,821.7678
A_14 von Willebrand factor VWF_HUMAN 309,251 5 5 8 2.03% VEDFGNAWK 546 554 43.2 25.3 26.7 2 0 0 1,065.5000
A_14 von Willebrand factor VWF_HUMAN 309,251 5 5 8 2.03% ILTSDVFQDCNK 1062 1073 78.3 26.0 71.7 2 0 0 1,439.6837
A_15 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.60% SFSIIGDFQNGK 69 80 55.9 26.2 18.6 2 0 0 1,312.6533
A_15 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.60% TCQSLHINEMCQER 311 324 23.2 25.0 23.2 0 2 0 1,821.7678
A_15 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.60% LPGLHNSLVK 448 457 42.4 25.2 31.4 2 0 0 1,077.6416
A_15 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.60% VEDFGNAWK 546 554 38.1 25.9 33.4 2 0 0 1,065.5000
A_16 von Willebrand factor VWF_HUMAN 309,251 4 5 8 1.60% SFSIIGDFQNGK 69 80 38.7 26.6 15.6 2 0 0 1,312.6533
A_16 von Willebrand factor VWF_HUMAN 309,251 4 5 8 1.60% GLWEQCQLLK 220 229 42.7 28.8 28.6 2 0 0 1,274.6564
A_16 von Willebrand factor VWF_HUMAN 309,251 4 5 8 1.60% TCQSLHINEMCQER 311 324 24.6 25.0 24.6 1 1 0 1,821.7678
A_16 von Willebrand factor VWF_HUMAN 309,251 4 5 8 1.60% VEDFGNAWK 546 554 45.6 25.9 30.0 2 0 0 1,065.5000
A_17 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.56% LSGEAYGFVAR 129 139 42.1 27.3 29.9 1 0 0 1,169.5949
A_17 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.56% GLWEQCQLLK 220 229 34.5 28.8 24.5 2 0 0 1,274.6564
A_17 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.56% TCQSLHINEMCQER 311 324 26.0 25.0 26.0 0 1 0 1,821.7678
A_17 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.56% VEDFGNAWK 546 554 62.3 25.3 48.4 2 0 0 1,065.5000
A_18 von Willebrand factor VWF_HUMAN 309,251 10 12 20 4.23% SFSIIGDFQNGK 69 80 58.5 26.3 16.8 2 0 0 1,312.6533
A_18 von Willebrand factor VWF_HUMAN 309,251 10 12 20 4.23% SFSIIGDFQNGKR 69 81 56.6 27.4 11.9 1 2 0 1,468.7544
A_18 von Willebrand factor VWF_HUMAN 309,251 10 12 20 4.23% GLYLETEAGYYK 117 128 63.5 27.7 53.3 2 0 0 1,406.6839
A_18 von Willebrand factor VWF_HUMAN 309,251 10 12 20 4.23% ASPPSSSCNISSGEMQK 203 219 33.0 25.0 33.0 1 0 0 1,782.7633
A_18 von Willebrand factor VWF_HUMAN 309,251 10 12 20 4.23% GLWEQCQLLK 220 229 45.8 27.9 35.0 2 0 0 1,274.6564
A_18 von Willebrand factor VWF_HUMAN 309,251 10 12 20 4.23% TCQSLHINEMCQER 311 324 31.4 25.0 31.4 0 3 0 1,821.7678
A_18 von Willebrand factor VWF_HUMAN 309,251 10 12 20 4.23% YPPGTSLSR 357 365 31.8 28.5 16.9 1 0 0 977.5051
A_18 von Willebrand factor VWF_HUMAN 309,251 10 12 20 4.23% LPGLHNSLVK 448 457 57.8 25.2 48.0 2 0 0 1,077.6416
A_18 von Willebrand factor VWF_HUMAN 309,251 10 12 20 4.23% HGAGVAMDGQDVQLPLLK 460 477 68.6 28.0 50.5 2 0 0 1,864.9590
A_18 von Willebrand factor VWF_HUMAN 309,251 10 12 20 4.23% GQVYLQCGTPCNLTCR 655 670 76.7 25.0 74.2 2 0 0 1,926.8621
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% RSFSIIGDFQNGK 68 80 52.2 27.6 0.3 0 2 0 1,468.7544
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% SFSIIGDFQNGKR 69 81 73.0 27.4 25.7 2 0 0 1,468.7544
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% GLYLETEAGYYK 117 128 76.7 27.7 64.5 2 0 0 1,406.6839
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% LSGEAYGFVAR 129 139 87.7 27.8 69.1 12 0 0 1,169.5949
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% IDGSGNFQVLLSDR 140 153 86.5 28.5 72.8 2 0 0 1,520.7705
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% ASPPSSSCNISSGEMQK 203 219 52.6 25.0 49.6 2 0 0 1,766.7684
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% CHPLVDPEPFVALCEK 237 252 41.9 26.7 35.3 2 2 0 1,910.9142
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% QCVSPCAR 303 310 22.4 25.0 21.4 1 0 0 977.4292
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% TCQSLHINEMCQER 311 324 49.1 25.0 48.5 4 4 0 1,805.7729
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% YPPGTSLSR 357 365 34.0 27.9 22.2 3 0 0 977.5051
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% DCNTCICR 366 373 38.3 25.0 30.5 1 0 0 1,098.4126
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% LPGLHNSLVK 448 457 59.6 25.2 49.4 3 0 0 1,077.6416
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% LKHGAGVAMDGQDVQLPLLK 458 477 43.8 26.0 42.4 0 2 0 2,106.1381
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% HGAGVAMDGQDVQLPLLK 460 477 78.8 27.8 68.2 4 4 0 1,864.9590
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% LSYGEDLQMDWDGR 492 505 63.6 25.0 63.6 2 0 0 1,700.7224
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% LLVKLSPVYAGK 508 519 41.8 25.0 41.8 2 0 0 1,287.8036
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% VEDFGNAWK 546 554 62.8 25.3 48.5 5 0 0 1,065.5000
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% AVSPLPYLR 598 606 49.9 28.4 31.0 3 0 0 1,015.5935
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% YDVCSCSDGR 610 619 29.1 25.0 29.1 2 0 0 1,218.4515
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% ECLCGALASYAAACAGR 620 636 117.0 25.0 117.0 2 0 0 1,800.7826
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% GQVYLQCGTPCNLTCR 655 670 74.4 25.0 71.7 2 2 0 1,926.8621
A_19 von Willebrand factor VWF_HUMAN 309,251 22 29 74 9.03% YAGSQVASTSEVLK 1349 1362 86.2 27.0 77.2 2 0 0 1,439.7376
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% RSFSIIGDFQNGK 68 80 40.9 27.5 3.9 0 2 0 1,468.7544
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% SFSIIGDFQNGKR 69 81 57.9 27.2 20.0 2 0 0 1,468.7544
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% LSGEAYGFVAR 129 139 83.3 27.3 66.5 4 0 0 1,169.5949
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% IDGSGNFQVLLSDR 140 153 56.0 28.3 48.0 2 0 0 1,520.7705
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% TCQSLHINEMCQER 311 324 46.2 25.0 42.7 4 4 0 1,805.7729
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% YPPGTSLSR 357 365 48.4 28.2 37.4 2 0 0 977.5051
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% SVTVRLPGLHNSLVK 443 457 19.0 25.0 17.6 0 1 0 1,619.9592
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% LPGLHNSLVK 448 457 38.5 25.0 30.7 2 0 0 1,077.6416
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% LKHGAGVAMDGQDVQLPLLK 458 477 30.4 26.0 18.9 0 1 0 2,106.1381
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% HGAGVAMDGQDVQLPLLK 460 477 72.7 28.1 37.4 2 2 0 1,864.9590
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% AVSPLPYLR 598 606 27.5 28.3 16.6 1 0 0 1,015.5935
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% GQVYLQCGTPCNLTCR 655 670 72.8 25.0 65.0 2 0 0 1,926.8621
A_20 von Willebrand factor VWF_HUMAN 309,251 13 17 33 4.83% YAGSQVASTSEVLK 1349 1362 64.2 27.1 59.8 2 0 0 1,439.7376
A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% SFSIIGDFQNGK 69 80 56.7 26.0 27.5 2 0 0 1,312.6533
A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% SFSIIGDFQNGKR 69 81 48.1 27.4 23.2 2 0 0 1,468.7544
A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% LSGEAYGFVAR 129 139 70.7 27.3 54.6 1 0 0 1,169.5949
A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% IDGSGNFQVLLSDR 140 153 33.8 28.3 26.1 1 0 0 1,520.7705
A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% GLWEQCQLLK 220 229 46.3 28.2 38.4 2 0 0 1,274.6564
A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% TCQSLHINEMCQER 311 324 34.8 25.0 34.4 2 2 0 1,821.7678
A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% LPGLHNSLVK 448 457 40.9 25.2 33.6 1 0 0 1,077.6416
A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% HGAGVAMDGQDVQLPLLK 460 477 42.6 28.0 28.6 2 2 0 1,864.9590
A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% AFVVDMMER 1298 1306 30.5 25.0 20.4 1 0 0 1,097.5118
A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% YAGSQVASTSEVLK 1349 1362 58.0 27.5 52.6 2 0 0 1,439.7376



A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% VIVIPVGIGPHANLK 1409 1423 28.2 25.0 25.7 0 2 0 1,526.9419
A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% APTCGLCEVAR 2301 2311 46.0 25.0 40.0 2 0 0 1,233.5716
A_21 von Willebrand factor VWF_HUMAN 309,251 13 16 26 5.47% RDETLQDGCDTHFCK 2663 2677 40.2 25.0 40.2 0 2 0 1,881.7858
A_22 von Willebrand factor VWF_HUMAN 309,251 8 8 12 2.81% SFSIIGDFQNGK 69 80 42.0 26.6 0.0 2 0 0 1,312.6533
A_22 von Willebrand factor VWF_HUMAN 309,251 8 8 12 2.81% SFSIIGDFQNGKR 69 81 21.8 27.4 1.1 0 1 0 1,468.7544
A_22 von Willebrand factor VWF_HUMAN 309,251 8 8 12 2.81% GLWEQCQLLK 220 229 33.0 28.4 16.7 2 0 0 1,274.6564
A_22 von Willebrand factor VWF_HUMAN 309,251 8 8 12 2.81% TCQSLHINEMCQER 311 324 27.9 25.0 27.9 0 2 0 1,821.7678
A_22 von Willebrand factor VWF_HUMAN 309,251 8 8 12 2.81% VEDFGNAWK 546 554 45.8 25.7 29.6 2 0 0 1,065.5000
A_22 von Willebrand factor VWF_HUMAN 309,251 8 8 12 2.81% LSEAEFEVLK 1288 1297 31.1 27.6 22.3 1 0 0 1,164.6147
A_22 von Willebrand factor VWF_HUMAN 309,251 8 8 12 2.81% TNGVCVDWR 2186 2194 23.7 25.0 19.7 1 0 0 1,106.5048
A_22 von Willebrand factor VWF_HUMAN 309,251 8 8 12 2.81% CLPSACEVVTGSPR 2494 2507 33.7 25.9 21.0 1 0 0 1,532.7197
A_23 von Willebrand factor VWF_HUMAN 309,251 10 12 19 4.02% SFSIIGDFQNGK 69 80 54.3 26.5 25.5 2 0 0 1,312.6533
A_23 von Willebrand factor VWF_HUMAN 309,251 10 12 19 4.02% SFSIIGDFQNGKR 69 81 37.3 27.4 16.2 1 1 0 1,468.7544
A_23 von Willebrand factor VWF_HUMAN 309,251 10 12 19 4.02% GLYLETEAGYYK 117 128 45.2 27.5 35.6 1 0 0 1,406.6839
A_23 von Willebrand factor VWF_HUMAN 309,251 10 12 19 4.02% TCQSLHINEMCQER 311 324 25.1 25.0 24.7 0 2 0 1,821.7678
A_23 von Willebrand factor VWF_HUMAN 309,251 10 12 19 4.02% LPGLHNSLVK 448 457 27.4 25.0 20.0 2 0 0 1,077.6416
A_23 von Willebrand factor VWF_HUMAN 309,251 10 12 19 4.02% HGAGVAMDGQDVQLPLLK 460 477 41.9 28.0 19.1 1 2 0 1,864.9590
A_23 von Willebrand factor VWF_HUMAN 309,251 10 12 19 4.02% VEDFGNAWK 546 554 62.0 25.9 48.5 2 0 0 1,065.5000
A_23 von Willebrand factor VWF_HUMAN 309,251 10 12 19 4.02% YAGSQVASTSEVLK 1349 1362 80.4 27.5 76.3 2 0 0 1,439.7376
A_23 von Willebrand factor VWF_HUMAN 309,251 10 12 19 4.02% ILAGPAGDSNVVK 1838 1850 34.7 25.1 19.7 2 0 0 1,240.6897
A_23 von Willebrand factor VWF_HUMAN 309,251 10 12 19 4.02% VKEEVFIQQR 2536 2545 27.7 27.7 18.4 1 0 0 1,275.7056
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% SFSIIGDFQNGK 69 80 68.6 26.3 38.1 2 0 0 1,312.6533
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% SFSIIGDFQNGKR 69 81 40.2 27.6 10.9 2 0 0 1,468.7544
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% GLYLETEAGYYK 117 128 65.2 27.8 51.7 2 0 0 1,406.6839
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% LSGEAYGFVAR 129 139 55.2 27.3 45.2 2 0 0 1,169.5949
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% IDGSGNFQVLLSDR 140 153 60.5 28.6 50.1 1 0 0 1,520.7705
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% GLWEQCQLLK 220 229 46.2 28.4 30.3 2 0 0 1,274.6564
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% TCQSLHINEMCQER 311 324 33.7 25.0 30.6 0 2 0 1,821.7678
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% LPGLHNSLVK 448 457 22.3 25.0 12.1 1 0 0 1,077.6416
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% HGAGVAMDGQDVQLPLLK 460 477 58.1 28.0 45.0 0 2 0 1,864.9590
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% VEDFGNAWK 546 554 62.1 25.3 48.5 2 0 0 1,065.5000
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% GQVYLQCGTPCNLTCR 655 670 45.6 25.0 44.8 2 0 0 1,926.8621
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% LSEAEFEVLK 1288 1297 31.0 27.6 14.5 1 0 0 1,164.6147
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% YAGSQVASTSEVLK 1349 1362 64.6 27.1 63.9 2 0 0 1,439.7376
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% AHLLSLVDVMQR 1752 1763 50.8 26.9 50.8 2 2 0 1,397.7571
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% EGGPSQIGDALGFAVR 1764 1779 48.2 28.2 43.9 1 0 0 1,573.7971
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% VTVFPIGIGDR 1820 1830 46.4 27.7 34.5 2 0 0 1,173.6628
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% ILAGPAGDSNVVK 1838 1850 70.1 25.0 58.1 2 0 0 1,240.6897
A_24 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.61% HIVTFDGQNFK 1957 1967 24.9 28.1 24.9 1 0 0 1,305.6587
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% RSFSIIGDFQNGK 68 80 27.1 27.4 11.3 0 1 0 1,468.7544
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% SFSIIGDFQNGK 69 80 55.5 26.6 20.5 2 0 0 1,312.6533
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% SFSIIGDFQNGKR 69 81 53.6 27.4 25.0 2 0 0 1,468.7544
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% LSGEAYGFVAR 129 139 81.9 27.8 64.4 2 0 0 1,169.5949
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% IDGSGNFQVLLSDR 140 153 27.9 28.3 27.9 1 0 0 1,520.7705
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% GLWEQCQLLK 220 229 41.0 28.3 25.5 1 0 0 1,274.6564
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% TCQSLHINEMCQER 311 324 41.0 25.0 41.0 1 2 0 1,821.7678
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% LPGLHNSLVK 448 457 21.0 25.2 12.9 1 0 0 1,077.6416
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% VEDFGNAWK 546 554 62.7 25.2 48.5 2 0 0 1,065.5000
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% GQVYLQCGTPCNLTCR 655 670 26.8 25.0 23.2 1 0 0 1,926.8621
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% DETHFEVVESGR 949 960 25.3 25.0 25.3 0 2 0 1,404.6390
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% KVPLDSSPATCHNNIMK 1036 1052 31.2 26.9 26.1 0 1 0 1,927.9366
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% LSEAEFEVLK 1288 1297 45.7 28.3 28.4 2 0 0 1,164.6147
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% AFVVDMMER 1298 1306 31.6 25.1 22.2 3 0 0 1,097.5118
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% YAGSQVASTSEVLK 1349 1362 97.0 27.3 89.0 2 0 0 1,439.7376
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% AFVLSSVDELEQQR 1437 1450 44.1 28.5 24.3 1 0 0 1,620.8228
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% SKEFMEEVIQR 1517 1527 39.5 26.3 32.7 2 1 0 1,411.6887
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% YLSDHSFLVSQGDR 1584 1597 30.2 26.7 29.4 1 0 0 1,623.7762
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% EAPDLVLQR 1660 1668 25.1 25.7 18.1 1 0 0 1,040.5736
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% AHLLSLVDVMQR 1752 1763 67.3 26.9 65.8 2 2 0 1,397.7571
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% EGGPSQIGDALGFAVR 1764 1779 30.7 28.3 24.1 1 0 0 1,573.7971
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% ILAGPAGDSNVVK 1838 1850 42.6 25.1 24.8 2 0 0 1,240.6897
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% GLRPSCPNSQSPVK 1922 1935 30.2 27.5 25.8 2 0 0 1,526.7745
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% WTCPCVCTGSSTR 1944 1956 44.6 25.0 44.6 2 0 0 1,571.6400
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% HIVTFDGQNFK 1957 1967 34.8 28.1 29.7 1 0 0 1,305.6587
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% LTGSCSYVLFQNK 1968 1980 54.4 26.6 0.0 2 0 0 1,516.7465
A_25 von Willebrand factor VWF_HUMAN 309,251 27 31 48 11.20% RDETLQDGCDTHFCK 2663 2677 30.1 25.0 30.1 0 2 0 1,881.7858
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% SFSIIGDFQNGK 69 80 40.1 26.6 16.1 2 0 0 1,312.6533
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% LSGEAYGFVAR 129 139 81.4 27.8 67.1 2 0 0 1,169.5949
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% GLWEQCQLLK 220 229 39.9 28.1 31.1 2 0 0 1,274.6564
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% TCQSLHINEMCQER 311 324 41.3 25.0 38.9 1 2 0 1,821.7678
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% LPGLHNSLVK 448 457 33.5 25.2 26.7 1 0 0 1,077.6416
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% TATLCPQSCEER 1122 1133 23.8 25.0 23.8 2 0 0 1,451.6255
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% AFVVDMMER 1298 1306 40.8 25.0 30.9 4 0 0 1,097.5118
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% YAGSQVASTSEVLK 1349 1362 93.1 27.8 87.6 2 0 0 1,439.7376
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% YTLFQIFSK 1363 1371 23.0 29.1 17.6 1 0 0 1,146.6194
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% SKEFMEEVIQR 1517 1527 39.9 26.5 38.1 2 0 0 1,411.6887
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% YLSDHSFLVSQGDR 1584 1597 49.3 26.7 39.2 2 0 0 1,623.7762
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% EAPDLVLQR 1660 1668 42.8 25.7 35.4 1 0 0 1,040.5736
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% AHLLSLVDVMQR 1752 1763 59.4 27.0 53.6 2 2 0 1,397.7571
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% EGGPSQIGDALGFAVR 1764 1779 64.0 28.6 64.0 2 0 0 1,573.7971
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% VTVFPIGIGDR 1820 1830 71.3 27.3 54.0 1 0 0 1,173.6628
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% ILAGPAGDSNVVK 1838 1850 56.5 25.1 43.7 2 0 0 1,240.6897
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% GLRPSCPNSQSPVK 1922 1935 22.9 27.3 10.9 2 0 0 1,526.7745
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% WTCPCVCTGSSTR 1944 1956 39.3 25.0 39.3 2 0 0 1,571.6400
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% LTGSCSYVLFQNK 1968 1980 56.0 26.8 0.0 2 0 0 1,516.7465
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% TNGVCVDWR 2186 2194 32.7 25.0 19.0 2 0 0 1,106.5048
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% CLPSACEVVTGSPR 2494 2507 81.8 25.6 74.9 2 0 0 1,532.7197
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% TVMIDVCTTCR 2594 2604 35.3 25.0 1.2 2 0 0 1,371.6067
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% CMVQVGVISGFK 2605 2616 43.3 26.9 32.6 2 0 0 1,340.6702
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% TTCNPCPLGYK 2622 2632 35.8 25.0 29.7 1 0 0 1,310.5870
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% CLPTACTIQLR 2644 2654 42.3 28.2 30.8 2 0 0 1,332.6765
A_26 von Willebrand factor VWF_HUMAN 309,251 26 29 52 11.00% RDETLQDGCDTHFCK 2663 2677 42.6 25.0 42.6 0 2 0 1,881.7858
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% SFSIIGDFQNGK 69 80 48.6 26.6 20.4 2 0 0 1,312.6533
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% LSGEAYGFVAR 129 139 26.5 27.3 18.4 1 0 0 1,169.5949
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% GLWEQCQLLK 220 229 37.8 28.4 22.8 2 0 0 1,274.6564
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% TCQSLHINEMCQER 311 324 18.9 25.0 11.7 0 3 0 1,821.7678
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% AVSPLPYLR 598 606 21.9 28.4 0.0 1 0 0 1,015.5935
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% LVCPADNLR 774 782 37.5 26.5 23.8 1 0 0 1,057.5460
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% RPMKDETHFEVVESGR 945 960 24.9 27.2 21.5 0 3 2 1,932.9234
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% DETHFEVVESGR 949 960 45.3 25.0 43.5 2 2 0 1,404.6390
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% HLSISVVLK 977 985 32.6 25.0 19.5 1 0 0 995.6248
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% KVPLDSSPATCHNNIMK 1036 1052 38.0 27.0 33.8 2 0 0 1,927.9366
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% VPLDSSPATCHNNIMK 1037 1052 57.2 25.6 50.8 2 1 0 1,799.8416
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% TATLCPQSCEER 1122 1133 25.2 25.0 21.5 1 0 0 1,451.6255
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% AFVVDMMER 1298 1306 49.0 25.1 38.5 5 0 0 1,097.5118
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% VAVVEYHDGSHAYIGLK 1316 1332 23.1 27.9 17.6 0 1 0 1,857.9494
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% YAGSQVASTSEVLK 1349 1362 98.0 27.7 92.5 2 0 0 1,439.7376
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% YTLFQIFSK 1363 1371 33.1 29.0 26.6 2 0 0 1,146.6194
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% KVIVIPVGIGPHANLK 1408 1423 35.5 25.0 35.5 0 2 0 1,655.0369
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% VIVIPVGIGPHANLK 1409 1423 57.3 25.0 57.3 2 2 0 1,526.9419
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% AFVLSSVDELEQQR 1437 1450 70.1 28.6 55.4 2 2 0 1,620.8228
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% SKEFMEEVIQR 1517 1527 50.5 27.4 40.2 4 0 0 1,395.6937



A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% EFMEEVIQR 1519 1527 66.6 26.4 41.6 4 0 0 1,180.5667
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% YLSDHSFLVSQGDR 1584 1597 73.8 26.5 64.2 2 2 0 1,623.7762
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% EAPDLVLQR 1660 1668 42.1 25.7 28.5 2 0 0 1,040.5736
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% AHLLSLVDVMQR 1752 1763 83.6 27.6 74.9 4 4 0 1,397.7571
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% EGGPSQIGDALGFAVR 1764 1779 69.2 28.6 67.8 1 1 0 1,573.7971
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% ILAGPAGDSNVVK 1838 1850 78.1 25.1 59.2 3 0 0 1,240.6897
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% GLRPSCPNSQSPVK 1922 1935 40.8 27.1 31.5 1 4 0 1,526.7745
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% GLRPSCPNSQSPVKVEETCGCR 1922 1943 36.7 25.0 33.0 0 2 2 2,518.1597
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% WTCPCVCTGSSTR 1944 1956 71.5 25.0 70.5 2 0 0 1,571.6400
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% LTGSCSYVLFQNK 1968 1980 34.1 26.8 0.0 0 2 0 1,516.7465
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% EQDLEVILHNGACSPGAR 1981 1998 59.6 27.0 58.8 2 2 0 1,965.9449
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% DGTVTTDWK 2100 2108 49.6 25.5 30.4 2 0 0 1,022.4791
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% APTCGLCEVAR 2301 2311 32.5 25.0 32.5 2 0 0 1,233.5716
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% SGFTYVLHEGECCGR 2479 2493 39.6 25.0 39.6 2 0 0 1,771.7528
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% CLPSACEVVTGSPR 2494 2507 37.7 25.9 30.3 0 1 0 1,532.7197
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% VKEEVFIQQR 2536 2545 45.8 27.5 35.3 2 0 0 1,275.7056
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% TVMIDVCTTCR 2594 2604 56.5 25.0 0.0 2 0 0 1,371.6067
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% CMVQVGVISGFK 2605 2616 61.2 27.5 54.2 4 0 0 1,324.6753
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% KTTCNPCPLGYK 2621 2632 22.8 25.5 14.7 0 1 0 1,438.6820
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% TTCNPCPLGYK 2622 2632 50.0 25.0 38.4 2 0 0 1,310.5870
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% TTCNPCPLGYKEENNTGECCGR 2622 2643 41.0 25.0 38.5 0 2 0 2,617.0537
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% CLPTACTIQLR 2644 2654 59.2 28.3 44.1 2 0 0 1,332.6765
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% RDETLQDGCDTHFCK 2663 2677 54.8 25.0 54.8 2 1 0 1,881.7858
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% DETLQDGCDTHFCK 2664 2677 44.8 25.0 44.8 2 0 0 1,725.6847
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% GEYFWEK 2682 2688 32.5 25.0 21.1 2 0 0 958.4305
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% RVTGCPPFDEHK 2689 2700 28.3 25.5 27.3 0 1 0 1,442.6847
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% IPGTCCDTCEEPECNDITAR 2711 2730 42.9 25.0 42.9 2 0 0 2,397.9418
A_27 von Willebrand factor VWF_HUMAN 309,251 48 69 124 18.60% SEVEVDIHYCQGK 2741 2753 55.4 25.0 49.0 2 0 0 1,563.7109
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% SFSIIGDFQNGK 69 80 60.8 26.2 18.6 2 0 0 1,312.6533
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% SFSIIGDFQNGKR 69 81 35.4 27.3 19.9 2 0 0 1,468.7544
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% TCQSLHINEMCQER 311 324 43.2 25.0 42.7 1 2 0 1,821.7678
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% LPGLHNSLVK 448 457 21.9 25.2 15.8 1 0 0 1,077.6416
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% HGAGVAMDGQDVQLPLLK 460 477 46.4 28.0 42.2 2 0 0 1,864.9590
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% VEDFGNAWK 546 554 33.2 25.9 24.1 2 0 0 1,065.5000
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% LVCPADNLR 774 782 42.3 26.1 30.8 2 0 0 1,057.5460
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% DETHFEVVESGR 949 960 23.4 25.0 23.4 0 2 0 1,404.6390
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% ALSVVWDR 969 976 35.9 29.2 12.1 2 0 0 945.5152
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% KVPLDSSPATCHNNIMK 1036 1052 49.0 27.0 39.0 2 1 0 1,927.9366
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% VPLDSSPATCHNNIMK 1037 1052 31.6 25.5 23.7 1 2 0 1,799.8416
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% ILTSDVFQDCNK 1062 1073 35.5 25.9 35.5 2 0 0 1,439.6837
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% TATLCPQSCEER 1122 1133 39.3 25.0 38.8 3 0 0 1,451.6255
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% ENGYECEWR 1137 1145 21.4 25.0 17.1 1 0 0 1,242.4844
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% LSEAEFEVLK 1288 1297 33.1 27.5 21.6 2 0 0 1,164.6147
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% AFVVDMMER 1298 1306 37.1 25.1 29.9 3 0 0 1,097.5118
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% YAGSQVASTSEVLK 1349 1362 22.2 27.5 17.4 0 1 0 1,439.7376
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% YTLFQIFSK 1363 1371 41.1 29.0 31.4 2 0 0 1,146.6194
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% VIVIPVGIGPHANLK 1409 1423 47.2 25.0 34.7 2 2 0 1,526.9419
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% AFVLSSVDELEQQR 1437 1450 48.0 28.6 40.8 0 2 0 1,620.8228
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% SKEFMEEVIQR 1517 1527 52.2 26.5 42.7 2 0 0 1,411.6887
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% EFMEEVIQR 1519 1527 33.9 25.0 25.4 2 0 0 1,196.5617
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% YLSDHSFLVSQGDR 1584 1597 87.3 26.4 81.3 2 2 0 1,623.7762
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% AHLLSLVDVMQR 1752 1763 68.3 27.6 56.9 2 2 0 1,397.7571
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% EGGPSQIGDALGFAVR 1764 1779 50.0 28.5 39.0 2 0 0 1,573.7971
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% VTVFPIGIGDR 1820 1830 72.5 27.7 56.9 2 0 0 1,173.6628
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% ILAGPAGDSNVVK 1838 1850 82.5 25.1 70.2 2 0 0 1,240.6897
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% GLRPSCPNSQSPVK 1922 1935 35.4 27.4 30.0 2 2 0 1,526.7745
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% GLRPSCPNSQSPVKVEETCGCR 1922 1943 42.8 25.0 42.8 0 2 2 2,518.1597
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% WTCPCVCTGSSTR 1944 1956 55.2 25.0 55.2 2 0 0 1,571.6400
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% HIVTFDGQNFK 1957 1967 56.5 28.1 51.3 2 0 0 1,305.6587
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% LTGSCSYVLFQNK 1968 1980 61.1 26.8 0.0 2 0 0 1,516.7465
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% EQDLEVILHNGACSPGAR 1981 1998 63.6 26.8 60.0 2 2 0 1,965.9449
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% DGTVTTDWK 2100 2108 34.5 25.5 22.8 2 0 0 1,022.4791
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% TNGVCVDWR 2186 2194 41.2 25.0 27.1 2 0 0 1,106.5048
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% APTCGLCEVAR 2301 2311 37.8 25.0 37.8 2 0 0 1,233.5716
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% SGFTYVLHEGECCGR 2479 2493 58.2 25.0 58.2 2 2 0 1,771.7528
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% CLPSACEVVTGSPR 2494 2507 89.0 25.6 80.6 2 0 0 1,532.7197
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% VKEEVFIQQR 2536 2545 53.4 27.7 29.4 2 0 0 1,275.7056
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% TVMIDVCTTCR 2594 2604 56.4 25.0 0.0 2 0 0 1,371.6067
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% CMVQVGVISGFK 2605 2616 42.2 27.1 33.6 1 0 0 1,340.6702
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% KTTCNPCPLGYK 2621 2632 36.3 25.6 31.2 2 1 0 1,438.6820
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% KTTCNPCPLGYKEENNTGECCGR 2621 2643 57.8 25.0 57.8 0 2 0 2,745.1487
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% TTCNPCPLGYK 2622 2632 34.0 25.0 27.2 2 0 0 1,310.5870
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% CLPTACTIQLR 2644 2654 52.6 28.2 33.9 2 0 0 1,332.6765
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% RDETLQDGCDTHFCK 2663 2677 34.0 25.0 34.0 2 2 0 1,881.7858
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% DETLQDGCDTHFCK 2664 2677 74.0 25.0 74.0 2 2 0 1,725.6847
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% VNERGEYFWEK 2678 2688 26.1 25.1 25.1 0 2 0 1,456.6855
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% GEYFWEK 2682 2688 31.6 25.0 20.5 2 0 0 958.4305
A_28 von Willebrand factor VWF_HUMAN 309,251 50 65 122 19.20% IPGTCCDTCEEPECNDITAR 2711 2730 54.2 25.0 54.2 2 2 0 2,397.9418
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% SFSIIGDFQNGK 69 80 42.8 26.5 20.3 2 0 0 1,312.6533
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% SFSIIGDFQNGKR 69 81 33.4 27.5 6.2 2 2 0 1,468.7544
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% LSGEAYGFVAR 129 139 88.1 27.2 73.7 2 0 0 1,169.5949
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% GLWEQCQLLK 220 229 33.5 28.1 21.0 1 0 0 1,274.6564
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% TCQSLHINEMCQER 311 324 44.3 25.0 44.3 1 3 0 1,821.7678
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% LPGLHNSLVK 448 457 22.0 25.2 13.9 1 0 0 1,077.6416
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% HGAGVAMDGQDVQLPLLK 460 477 40.0 28.0 35.4 2 0 0 1,864.9590
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% AVSPLPYLR 598 606 45.8 28.4 27.1 2 0 0 1,015.5935
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% RPMKDETHFEVVESGR 945 960 43.0 27.1 32.1 0 0 1 1,932.9234
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% VPLDSSPATCHNNIMK 1037 1052 20.4 25.6 14.9 0 1 0 1,799.8416
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% TATLCPQSCEER 1122 1133 26.3 25.0 24.8 2 0 0 1,451.6255
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% AFVVDMMER 1298 1306 46.3 25.1 37.6 6 0 0 1,097.5118
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% YAGSQVASTSEVLK 1349 1362 111.0 27.1 103.0 1 0 0 1,439.7376
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% YTLFQIFSK 1363 1371 34.8 29.0 24.6 2 0 0 1,146.6194
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% VIVIPVGIGPHANLK 1409 1423 36.0 25.0 28.0 2 2 0 1,526.9419
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% AFVLSSVDELEQQR 1437 1450 59.6 28.6 49.8 2 0 0 1,620.8228
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% SKEFMEEVIQR 1517 1527 52.6 26.5 45.9 2 0 0 1,411.6887
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% EFMEEVIQR 1519 1527 48.3 26.5 33.3 3 0 0 1,180.5667
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% YLSDHSFLVSQGDR 1584 1597 48.7 26.7 39.6 2 0 0 1,623.7762
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% EAPDLVLQR 1660 1668 31.4 25.7 24.4 2 0 0 1,040.5736
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% AHLLSLVDVMQR 1752 1763 66.6 27.0 63.7 2 2 0 1,397.7571
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% EGGPSQIGDALGFAVR 1764 1779 55.4 28.5 53.3 2 0 0 1,573.7971
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% VTVFPIGIGDR 1820 1830 69.1 27.3 53.5 2 0 0 1,173.6628
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% ILAGPAGDSNVVK 1838 1850 50.1 25.1 36.4 2 0 0 1,240.6897
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% GLRPSCPNSQSPVK 1922 1935 31.0 27.2 24.6 1 2 0 1,526.7745
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% GLRPSCPNSQSPVKVEETCGCR 1922 1943 38.5 25.0 29.0 0 2 2 2,518.1597
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% WTCPCVCTGSSTR 1944 1956 59.1 25.0 59.1 2 0 0 1,571.6400
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% HIVTFDGQNFK 1957 1967 45.2 28.1 38.0 2 0 0 1,305.6587
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% LTGSCSYVLFQNK 1968 1980 65.7 27.0 0.0 2 1 0 1,516.7465
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% EQDLEVILHNGACSPGAR 1981 1998 50.2 26.7 50.0 0 2 0 1,965.9449
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% TNGVCVDWR 2186 2194 36.8 25.0 33.1 1 0 0 1,106.5048
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% APTCGLCEVAR 2301 2311 61.9 25.0 58.4 2 0 0 1,233.5716
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% SGFTYVLHEGECCGR 2479 2493 52.1 25.0 52.1 2 0 0 1,771.7528
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% CLPSACEVVTGSPR 2494 2507 81.0 25.7 71.1 2 1 0 1,532.7197



A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% TVMIDVCTTCR 2594 2604 60.8 25.0 0.0 2 0 0 1,371.6067
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% CMVQVGVISGFK 2605 2616 50.4 27.5 40.3 3 0 0 1,340.6702
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% KTTCNPCPLGYKEENNTGECCGR 2621 2643 27.5 25.0 27.5 0 0 1 2,745.1487
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% TTCNPCPLGYK 2622 2632 22.6 25.0 13.9 1 0 0 1,310.5870
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% TTCNPCPLGYKEENNTGECCGR 2622 2643 28.3 25.0 28.3 0 2 0 2,617.0537
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% CLPTACTIQLR 2644 2654 63.3 28.2 51.3 2 0 0 1,332.6765
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% RDETLQDGCDTHFCK 2663 2677 32.3 25.0 32.3 1 0 0 1,881.7858
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% DETLQDGCDTHFCK 2664 2677 53.2 25.0 53.2 1 0 0 1,725.6847
A_29 von Willebrand factor VWF_HUMAN 309,251 43 55 95 17.10% GEYFWEK 2682 2688 28.6 25.0 15.6 2 0 0 958.4305
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% SFSIIGDFQNGK 69 80 44.9 26.0 23.5 2 0 0 1,312.6533
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% SFSIIGDFQNGKR 69 81 30.7 27.5 13.1 2 0 0 1,468.7544
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% LSGEAYGFVAR 129 139 76.0 27.2 70.9 2 0 0 1,169.5949
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% GLWEQCQLLK 220 229 32.1 28.1 25.7 1 0 0 1,274.6564
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% TCQSLHINEMCQER 311 324 34.3 25.0 33.6 0 2 0 1,821.7678
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% YPPGTSLSR 357 365 25.3 28.2 12.3 1 0 0 977.5051
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% LPGLHNSLVK 448 457 32.3 25.2 20.9 2 0 0 1,077.6416
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% HGAGVAMDGQDVQLPLLK 460 477 33.4 27.8 31.8 1 0 0 1,864.9590
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% AVSPLPYLR 598 606 30.8 28.6 5.1 1 0 0 1,015.5935
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% LVCPADNLR 774 782 34.2 26.1 31.0 1 0 0 1,057.5460
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% RPMKDETHFEVVESGR 945 960 40.8 26.9 34.0 1 0 3 1,932.9234
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% DETHFEVVESGR 949 960 37.0 25.0 37.0 0 2 0 1,404.6390
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% YIILLLGK 961 968 21.9 25.0 21.9 2 0 0 932.6181
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% HLSISVVLK 977 985 25.6 25.0 15.3 2 0 0 995.6248
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% KVPLDSSPATCHNNIMK 1036 1052 59.0 27.1 55.3 2 2 0 1,927.9366
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% VPLDSSPATCHNNIMK 1037 1052 45.4 25.6 39.7 2 0 0 1,799.8416
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% TATLCPQSCEER 1122 1133 53.4 25.0 48.6 4 0 0 1,451.6255
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% ENGYECEWR 1137 1145 49.7 25.0 39.3 2 0 0 1,242.4844
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% LSEAEFEVLK 1288 1297 68.2 28.2 59.1 2 0 0 1,164.6147
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% AFVVDMMER 1298 1306 37.5 25.2 22.4 4 0 0 1,097.5118
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% YAGSQVASTSEVLK 1349 1362 113.0 27.5 107.0 2 0 0 1,439.7376
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% YTLFQIFSK 1363 1371 32.3 29.0 29.0 2 0 0 1,146.6194
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% KVIVIPVGIGPHANLK 1408 1423 32.0 25.0 32.0 0 1 0 1,655.0369
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% VIVIPVGIGPHANLK 1409 1423 55.7 25.0 55.7 2 2 0 1,526.9419
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% AFVLSSVDELEQQR 1437 1450 69.4 28.6 53.1 2 0 0 1,620.8228
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% SKEFMEEVIQR 1517 1527 57.7 26.5 49.3 2 4 0 1,411.6887
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% EFMEEVIQR 1519 1527 57.4 26.4 32.4 4 0 0 1,180.5667
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% YLSDHSFLVSQGDR 1584 1597 72.6 26.3 63.9 2 2 0 1,623.7762
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% EAPDLVLQR 1660 1668 37.0 25.7 30.5 2 0 0 1,040.5736
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% AHLLSLVDVMQR 1752 1763 83.4 27.6 74.7 2 3 0 1,397.7571
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% EGGPSQIGDALGFAVR 1764 1779 47.0 28.2 45.5 2 2 0 1,573.7971
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% YLTSEMHGARPGASK 1780 1794 42.3 27.1 37.1 2 0 0 1,604.7850
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% VTVFPIGIGDR 1820 1830 68.8 27.3 53.5 2 0 0 1,173.6628
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% ILAGPAGDSNVVK 1838 1850 73.2 25.0 59.6 5 0 0 1,240.6897
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% ILAGPAGDSNVVKLQR 1838 1853 20.8 25.0 15.5 0 1 0 1,637.9335
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% GLRPSCPNSQSPVK 1922 1935 45.8 27.1 30.4 2 4 0 1,526.7745
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% GLRPSCPNSQSPVKVEETCGCR 1922 1943 49.7 25.0 47.1 0 2 2 2,518.1597
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% WTCPCVCTGSSTR 1944 1956 45.3 25.0 45.3 2 0 0 1,571.6400
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% HIVTFDGQNFK 1957 1967 46.3 28.4 44.7 2 0 0 1,305.6587
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% LTGSCSYVLFQNK 1968 1980 63.7 26.5 0.0 2 2 0 1,516.7465
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% EQDLEVILHNGACSPGAR 1981 1998 79.2 26.7 78.7 2 2 0 1,965.9449
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% DGTVTTDWK 2100 2108 36.1 25.5 17.1 3 0 0 1,022.4791
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% TNGVCVDWR 2186 2194 40.7 25.0 36.1 2 0 0 1,106.5048
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% APTCGLCEVAR 2301 2311 44.0 25.0 40.1 2 0 0 1,233.5716
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% SGFTYVLHEGECCGR 2479 2493 49.6 25.0 49.6 2 2 0 1,771.7528
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% CLPSACEVVTGSPR 2494 2507 60.2 25.4 51.7 2 2 0 1,532.7197
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% VKEEVFIQQR 2536 2545 66.2 27.0 44.6 4 0 0 1,275.7056
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% EEVFIQQR 2538 2545 23.5 28.0 8.6 1 0 0 1,048.5422
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% TVMIDVCTTCR 2594 2604 51.2 25.0 2.1 1 0 0 1,371.6067
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% CMVQVGVISGFK 2605 2616 50.0 27.2 32.8 2 0 0 1,340.6702
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% KTTCNPCPLGYK 2621 2632 36.7 25.6 36.7 2 0 0 1,438.6820
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% KTTCNPCPLGYKEENNTGECCGR 2621 2643 58.0 25.0 58.0 0 2 1 2,745.1487
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% TTCNPCPLGYK 2622 2632 54.0 25.0 45.2 2 0 0 1,310.5870
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% TTCNPCPLGYKEENNTGECCGR 2622 2643 35.5 25.0 35.5 0 2 0 2,617.0537
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% CLPTACTIQLR 2644 2654 60.8 28.4 45.0 2 0 0 1,332.6765
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% RDETLQDGCDTHFCK 2663 2677 54.4 25.0 54.4 2 2 0 1,881.7858
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% DETLQDGCDTHFCK 2664 2677 70.9 25.0 70.9 2 0 0 1,725.6847
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% VNERGEYFWEK 2678 2688 20.9 25.1 13.2 0 2 0 1,456.6855
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% GEYFWEK 2682 2688 31.3 25.0 20.5 2 0 0 958.4305
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% GEYFWEKR 2682 2689 19.4 25.0 14.8 1 0 0 1,114.5316
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% IPGTCCDTCEEPECNDITAR 2711 2730 72.2 25.0 72.2 2 2 0 2,397.9418
A_30 von Willebrand factor VWF_HUMAN 309,251 62 83 161 21.80% SEVEVDIHYCQGK 2741 2753 49.8 25.0 39.3 1 0 0 1,563.7109
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% SFSIIGDFQNGK 69 80 40.9 26.0 7.0 2 0 0 1,312.6533
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% SFSIIGDFQNGKR 69 81 28.2 27.4 8.4 1 0 0 1,468.7544
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% GLWEQCQLLK 220 229 48.9 28.4 38.2 2 0 0 1,274.6564
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% TCQSLHINEMCQER 311 324 29.1 25.0 28.4 0 2 0 1,821.7678
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% LPGLHNSLVK 448 457 25.0 25.2 13.5 1 0 0 1,077.6416
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% VEDFGNAWK 546 554 22.9 25.9 14.8 1 0 0 1,065.5000
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% AVSPLPYLR 598 606 34.3 28.3 13.5 2 0 0 1,015.5935
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% RPMKDETHFEVVESGR 945 960 40.3 26.9 31.5 0 0 1 1,932.9234
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% KVPLDSSPATCHNNIMK 1036 1052 38.2 26.9 37.7 2 1 0 1,927.9366
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% VPLDSSPATCHNNIMK 1037 1052 18.2 26.5 10.7 0 1 0 1,783.8467
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% ILTSDVFQDCNK 1062 1073 31.4 26.0 23.0 2 0 0 1,439.6837
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% TATLCPQSCEER 1122 1133 31.4 25.0 27.6 2 0 0 1,451.6255
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% ENGYECEWR 1137 1145 32.3 25.0 19.3 2 0 0 1,242.4844
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% LSEAEFEVLK 1288 1297 31.7 28.2 25.0 2 0 0 1,164.6147
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% AFVVDMMER 1298 1306 41.8 25.0 36.9 4 0 0 1,129.5017
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% YAGSQVASTSEVLK 1349 1362 111.0 27.5 102.0 2 0 0 1,439.7376
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% KVIVIPVGIGPHANLK 1408 1423 44.8 25.0 44.8 0 2 0 1,655.0369
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% VIVIPVGIGPHANLK 1409 1423 45.9 25.0 44.1 2 2 0 1,526.9419
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% AFVLSSVDELEQQR 1437 1450 62.4 28.6 48.6 2 2 0 1,620.8228
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% SKEFMEEVIQR 1517 1527 70.4 26.5 61.5 2 2 0 1,411.6887
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% EFMEEVIQR 1519 1527 63.3 26.4 36.5 4 0 0 1,180.5667
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% YLSDHSFLVSQGDR 1584 1597 67.0 26.7 59.2 2 1 0 1,623.7762
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% EAPDLVLQR 1660 1668 39.5 25.6 27.8 2 0 0 1,040.5736
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% AHLLSLVDVMQR 1752 1763 83.5 27.6 74.7 3 4 0 1,397.7571
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% EGGPSQIGDALGFAVR 1764 1779 52.9 28.6 45.9 2 2 0 1,573.7971
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% YLTSEMHGARPGASK 1780 1794 34.7 26.9 26.7 1 1 0 1,604.7850
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% VTVFPIGIGDR 1820 1830 72.9 27.4 57.5 2 0 0 1,173.6628
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% ILAGPAGDSNVVK 1838 1850 56.1 25.3 34.7 4 0 0 1,240.6897
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% GLRPSCPNSQSPVK 1922 1935 42.6 27.1 27.5 2 1 0 1,526.7745
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% GLRPSCPNSQSPVKVEETCGCR 1922 1943 51.2 25.0 46.6 0 2 2 2,518.1597
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% WTCPCVCTGSSTR 1944 1956 53.3 25.0 53.3 2 0 0 1,571.6400
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% LTGSCSYVLFQNK 1968 1980 68.8 26.8 0.0 2 0 0 1,516.7465
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% EQDLEVILHNGACSPGAR 1981 1998 75.3 26.9 66.1 2 2 0 1,965.9449
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% TNGVCVDWR 2186 2194 41.6 25.0 35.7 2 0 0 1,106.5048
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% SGFTYVLHEGECCGR 2479 2493 58.1 25.0 58.1 2 2 0 1,771.7528
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% CLPSACEVVTGSPR 2494 2507 54.8 25.5 46.0 2 1 0 1,532.7197
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% VKEEVFIQQR 2536 2545 53.1 27.6 42.9 2 0 0 1,275.7056
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% CMVQVGVISGFK 2605 2616 46.4 27.1 40.3 2 0 0 1,324.6753
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% KTTCNPCPLGYK 2621 2632 27.2 25.7 27.2 1 1 0 1,438.6820
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% TTCNPCPLGYK 2622 2632 39.6 25.0 33.6 2 0 0 1,310.5870
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% TTCNPCPLGYKEENNTGECCGR 2622 2643 32.1 25.0 32.1 0 2 0 2,617.0537



A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% CLPTACTIQLR 2644 2654 57.6 28.2 45.2 2 0 0 1,332.6765
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% RDETLQDGCDTHFCK 2663 2677 30.2 25.0 30.2 2 2 0 1,881.7858
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% DETLQDGCDTHFCK 2664 2677 68.2 25.0 67.9 2 0 0 1,725.6847
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% GEYFWEK 2682 2688 21.1 25.0 10.3 2 0 0 958.4305
A_31 von Willebrand factor VWF_HUMAN 309,251 46 66 120 17.70% IPGTCCDTCEEPECNDITAR 2711 2730 38.6 25.0 38.6 2 2 0 2,397.9418
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% SFSIIGDFQNGK 69 80 40.2 26.1 13.8 2 0 0 1,312.6533
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% GLWEQCQLLK 220 229 34.4 28.0 25.2 2 0 0 1,274.6564
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% TCQSLHINEMCQER 311 324 32.5 25.0 31.6 0 2 0 1,821.7678
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% RPMKDETHFEVVESGR 945 960 45.2 26.9 36.1 0 0 1 1,932.9234
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% DETHFEVVESGR 949 960 40.0 25.0 40.0 0 2 0 1,404.6390
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% KVPLDSSPATCHNNIMK 1036 1052 46.4 26.9 46.3 2 0 0 1,927.9366
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% VPLDSSPATCHNNIMK 1037 1052 26.7 25.6 19.1 2 0 0 1,799.8416
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% ILTSDVFQDCNK 1062 1073 25.4 26.0 20.1 1 0 0 1,439.6837
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% ENGYECEWR 1137 1145 25.1 25.0 8.7 1 0 0 1,242.4844
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% LSEAEFEVLK 1288 1297 27.0 27.5 19.8 2 0 0 1,164.6147
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% AFVVDMMER 1298 1306 40.4 25.0 31.0 3 0 0 1,097.5118
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% YAGSQVASTSEVLK 1349 1362 111.0 27.5 106.0 2 0 0 1,439.7376
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% YTLFQIFSK 1363 1371 43.6 29.0 35.3 1 0 0 1,146.6194
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% KVIVIPVGIGPHANLK 1408 1423 25.4 25.0 25.4 0 2 0 1,655.0369
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% VIVIPVGIGPHANLK 1409 1423 46.8 25.0 38.5 2 2 0 1,526.9419
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% AFVLSSVDELEQQR 1437 1450 68.9 28.6 51.1 2 0 0 1,620.8228
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% SKEFMEEVIQR 1517 1527 56.9 26.5 51.9 3 0 0 1,411.6887
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% EFMEEVIQR 1519 1527 49.9 26.5 31.0 2 0 0 1,180.5667
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% YLSDHSFLVSQGDR 1584 1597 74.1 26.4 64.2 2 0 0 1,623.7762
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% EAPDLVLQR 1660 1668 27.4 25.5 22.7 1 0 0 1,040.5736
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% AHLLSLVDVMQR 1752 1763 66.2 27.0 59.8 2 1 0 1,397.7571
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% EGGPSQIGDALGFAVR 1764 1779 44.3 28.4 32.5 2 1 0 1,573.7971
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% VTVFPIGIGDR 1820 1830 67.0 27.4 51.4 1 0 0 1,173.6628
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% ILAGPAGDSNVVK 1838 1850 39.2 25.0 27.4 2 0 0 1,240.6897
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% GLRPSCPNSQSPVK 1922 1935 37.3 27.0 29.4 1 2 0 1,526.7745
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% WTCPCVCTGSSTR 1944 1956 55.3 25.0 55.3 2 0 0 1,571.6400
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% HIVTFDGQNFK 1957 1967 45.1 28.4 39.9 2 0 0 1,305.6587
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% LTGSCSYVLFQNK 1968 1980 64.0 26.8 0.0 2 0 0 1,516.7465
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% EQDLEVILHNGACSPGAR 1981 1998 74.9 27.0 68.1 2 2 0 1,965.9449
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% TNGVCVDWR 2186 2194 39.2 25.0 31.4 2 0 0 1,106.5048
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% APTCGLCEVAR 2301 2311 60.1 25.0 53.9 2 0 0 1,233.5716
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% SGFTYVLHEGECCGR 2479 2493 59.3 25.0 56.0 2 1 0 1,771.7528
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% CLPSACEVVTGSPR 2494 2507 61.9 25.5 50.1 2 0 0 1,532.7197
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% VKEEVFIQQR 2536 2545 71.0 27.4 58.6 2 0 0 1,275.7056
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% CMVQVGVISGFK 2605 2616 52.1 26.9 42.0 4 0 0 1,340.6702
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% KTTCNPCPLGYK 2621 2632 30.0 25.7 25.4 1 0 0 1,438.6820
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% TTCNPCPLGYK 2622 2632 44.5 25.0 35.2 2 0 0 1,310.5870
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% TTCNPCPLGYKEENNTGECCGR 2622 2643 28.5 25.0 28.5 0 2 0 2,617.0537
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% CLPTACTIQLR 2644 2654 39.0 28.2 30.0 2 0 0 1,332.6765
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% RDETLQDGCDTHFCK 2663 2677 59.0 25.0 59.0 1 0 0 1,881.7858
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% DETLQDGCDTHFCK 2664 2677 63.2 25.0 63.2 2 0 0 1,725.6847
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% GEYFWEK 2682 2688 26.8 25.0 12.4 2 0 0 958.4305
A_32 von Willebrand factor VWF_HUMAN 309,251 43 52 90 16.50% IPGTCCDTCEEPECNDITAR 2711 2730 47.5 25.0 47.5 0 2 0 2,397.9418
B_08 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.75% SFSIIGDFQNGK 69 80 32.0 26.0 13.3 1 0 0 1,312.6533
B_08 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.75% VEDFGNAWK 546 554 36.0 25.3 30.7 2 0 0 1,065.5000
B_10 von Willebrand factor VWF_HUMAN 309,251 4 4 7 1.46% SFSIIGDFQNGK 69 80 45.5 26.0 20.2 2 0 0 1,312.6533
B_10 von Willebrand factor VWF_HUMAN 309,251 4 4 7 1.46% LSGEAYGFVAR 129 139 63.7 27.8 47.7 2 0 0 1,169.5949
B_10 von Willebrand factor VWF_HUMAN 309,251 4 4 7 1.46% VEDFGNAWK 546 554 35.9 25.2 19.4 2 0 0 1,065.5000
B_10 von Willebrand factor VWF_HUMAN 309,251 4 4 7 1.46% AVSPLPYLR 598 606 30.5 28.6 10.4 1 0 0 1,015.5935
B_11 von Willebrand factor VWF_HUMAN 309,251 6 7 12 2.49% SFSIIGDFQNGK 69 80 39.3 26.0 12.6 2 0 0 1,312.6533
B_11 von Willebrand factor VWF_HUMAN 309,251 6 7 12 2.49% LPGLHNSLVK 448 457 29.7 25.2 27.5 1 0 0 1,077.6416
B_11 von Willebrand factor VWF_HUMAN 309,251 6 7 12 2.49% HGAGVAMDGQDVQLPLLK 460 477 43.9 28.0 21.2 2 2 0 1,864.9590
B_11 von Willebrand factor VWF_HUMAN 309,251 6 7 12 2.49% VEDFGNAWK 546 554 26.7 25.3 15.5 2 0 0 1,065.5000
B_11 von Willebrand factor VWF_HUMAN 309,251 6 7 12 2.49% AVSPLPYLR 598 606 30.9 28.6 12.4 2 0 0 1,015.5935
B_11 von Willebrand factor VWF_HUMAN 309,251 6 7 12 2.49% ILTSDVFQDCNK 1062 1073 56.0 26.0 50.2 1 0 0 1,439.6837
B_12 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.06% SFSIIGDFQNGK 69 80 57.5 26.6 2.0 1 0 0 1,312.6533
B_12 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.06% SFSIIGDFQNGKR 69 81 31.8 27.4 0.0 0 1 0 1,468.7544
B_12 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.06% GLWEQCQLLK 220 229 37.7 28.4 23.6 2 0 0 1,274.6564
B_12 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.06% TCQSLHINEMCQER 311 324 20.0 25.0 19.8 0 1 0 1,821.7678
B_12 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.06% LPGLHNSLVK 448 457 22.6 25.2 12.3 1 0 0 1,077.6416
B_12 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.06% HGAGVAMDGQDVQLPLLK 460 477 38.7 27.8 23.9 0 2 0 1,864.9590
B_12 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.06% VEDFGNAWK 546 554 29.4 25.3 22.2 2 0 0 1,065.5000
B_12 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.06% ILTSDVFQDCNK 1062 1073 22.4 26.0 19.7 2 0 0 1,439.6837
B_13 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.38% LSGEAYGFVAR 129 139 65.2 27.3 48.1 2 0 0 1,169.5949
B_13 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.38% LPGLHNSLVK 448 457 42.4 25.0 31.5 2 0 0 1,077.6416
B_13 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.38% AVSPLPYLR 598 606 23.4 28.3 10.7 1 0 0 1,015.5935
B_13 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.38% YIILLLGK 961 968 39.1 25.0 39.1 2 0 0 932.6181
B_13 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.38% KVPLDSSPATCHNNIMK 1036 1052 30.4 26.6 21.7 0 2 0 1,927.9366
B_13 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.38% ILTSDVFQDCNK 1062 1073 72.8 26.0 55.2 2 0 0 1,439.6837
B_14 von Willebrand factor VWF_HUMAN 309,251 7 7 12 2.92% SFSIIGDFQNGK 69 80 49.8 26.0 15.5 2 0 0 1,312.6533
B_14 von Willebrand factor VWF_HUMAN 309,251 7 7 12 2.92% GLWEQCQLLK 220 229 38.0 28.1 21.3 1 0 0 1,274.6564
B_14 von Willebrand factor VWF_HUMAN 309,251 7 7 12 2.92% TCQSLHINEMCQER 311 324 41.7 25.0 41.7 0 2 0 1,821.7678
B_14 von Willebrand factor VWF_HUMAN 309,251 7 7 12 2.92% LPGLHNSLVK 448 457 31.6 25.2 19.8 2 0 0 1,077.6416
B_14 von Willebrand factor VWF_HUMAN 309,251 7 7 12 2.92% HGAGVAMDGQDVQLPLLK 460 477 27.5 27.9 19.8 0 1 0 1,864.9590
B_14 von Willebrand factor VWF_HUMAN 309,251 7 7 12 2.92% VEDFGNAWK 546 554 35.0 25.7 21.3 2 0 0 1,065.5000
B_14 von Willebrand factor VWF_HUMAN 309,251 7 7 12 2.92% AVSPLPYLR 598 606 24.6 28.4 9.8 2 0 0 1,015.5935
B_15 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.60% SFSIIGDFQNGK 69 80 49.0 26.0 22.2 2 0 0 1,312.6533
B_15 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.60% GLWEQCQLLK 220 229 45.2 28.1 33.5 2 0 0 1,274.6564
B_15 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.60% TCQSLHINEMCQER 311 324 27.1 25.0 27.1 0 2 0 1,821.7678
B_15 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.60% VEDFGNAWK 546 554 31.0 25.3 16.8 2 0 0 1,065.5000
B_16 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.28% SFSIIGDFQNGK 69 80 38.7 26.0 9.1 2 0 0 1,312.6533
B_16 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.28% GLWEQCQLLK 220 229 42.0 28.4 23.3 2 0 0 1,274.6564
B_16 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.28% TCQSLHINEMCQER 311 324 30.4 25.0 30.4 0 1 0 1,821.7678
B_16 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.28% LPGLHNSLVK 448 457 41.3 25.0 31.4 2 0 0 1,077.6416
B_16 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.28% VEDFGNAWK 546 554 41.4 25.3 31.5 2 0 0 1,065.5000
B_16 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.28% AVSPLPYLR 598 606 35.0 28.3 21.9 2 0 0 1,015.5935
B_17 von Willebrand factor VWF_HUMAN 309,251 3 3 5 1.10% SFSIIGDFQNGK 69 80 52.0 26.6 30.5 2 0 0 1,312.6533
B_17 von Willebrand factor VWF_HUMAN 309,251 3 3 5 1.10% GLWEQCQLLK 220 229 44.3 28.1 37.2 2 0 0 1,274.6564
B_17 von Willebrand factor VWF_HUMAN 309,251 3 3 5 1.10% AVSPLPYLR 598 606 33.8 28.6 13.5 1 0 0 1,015.5935
B_18 von Willebrand factor VWF_HUMAN 309,251 9 11 20 3.59% SFSIIGDFQNGK 69 80 67.1 26.6 18.6 2 0 0 1,312.6533
B_18 von Willebrand factor VWF_HUMAN 309,251 9 11 20 3.59% SFSIIGDFQNGKR 69 81 57.8 27.4 23.1 2 0 0 1,468.7544
B_18 von Willebrand factor VWF_HUMAN 309,251 9 11 20 3.59% GLWEQCQLLK 220 229 50.8 28.1 32.4 2 0 0 1,274.6564
B_18 von Willebrand factor VWF_HUMAN 309,251 9 11 20 3.59% TCQSLHINEMCQER 311 324 31.6 25.0 31.6 1 2 0 1,821.7678
B_18 von Willebrand factor VWF_HUMAN 309,251 9 11 20 3.59% HGAGVAMDGQDVQLPLLK 460 477 54.7 27.9 50.3 2 2 0 1,864.9590
B_18 von Willebrand factor VWF_HUMAN 309,251 9 11 20 3.59% VEDFGNAWK 546 554 62.7 25.7 48.4 2 0 0 1,065.5000
B_18 von Willebrand factor VWF_HUMAN 309,251 9 11 20 3.59% AVSPLPYLR 598 606 46.8 28.3 27.4 2 0 0 1,015.5935
B_18 von Willebrand factor VWF_HUMAN 309,251 9 11 20 3.59% GQVYLQCGTPCNLTCR 655 670 71.3 25.0 58.2 2 0 0 1,926.8621
B_18 von Willebrand factor VWF_HUMAN 309,251 9 11 20 3.59% ILTSDVFQDCNK 1062 1073 35.5 26.4 35.5 1 0 0 1,439.6837
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% RSFSIIGDFQNGK 68 80 53.5 27.2 8.1 2 2 0 1,468.7544
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% SFSIIGDFQNGK 69 80 35.8 26.3 14.9 1 0 0 1,312.6533
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% SFSIIGDFQNGKR 69 81 29.1 27.4 16.1 1 0 0 1,468.7544
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% GLYLETEAGYYK 117 128 68.9 27.5 54.3 2 0 0 1,406.6839
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% LSGEAYGFVAR 129 139 87.5 27.8 68.4 9 0 0 1,169.5949
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% IDGSGNFQVLLSDR 140 153 111.0 28.7 92.7 2 0 0 1,520.7705
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% GLWEQCQLLK 220 229 46.6 28.1 32.6 2 0 0 1,274.6564
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% CHPLVDPEPFVALCEK 237 252 42.2 26.9 30.3 2 0 0 1,910.9142
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% TCQSLHINEMCQER 311 324 58.3 25.0 57.5 4 4 0 1,805.7729



B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% NSQWICSNEECPGECLVTGQSHFK 374 397 60.0 25.0 60.0 0 2 0 2,867.2183
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% YFTFSGICQYLLAR 403 416 82.1 27.7 78.7 2 0 0 1,738.8622
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% DCQDHSFSIVIETVQCADDR 417 436 61.4 25.0 53.1 0 2 0 2,395.0292
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% SVTVRLPGLHNSLVK 443 457 32.8 25.0 32.2 1 2 0 1,619.9592
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% LPGLHNSLVK 448 457 44.3 25.0 41.6 4 0 0 1,077.6416
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% LKHGAGVAMDGQDVQLPLLK 458 477 52.6 25.8 48.8 0 2 0 2,106.1381
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% HGAGVAMDGQDVQLPLLK 460 477 89.1 27.9 83.9 4 6 0 1,864.9590
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% LSYGEDLQMDWDGR 492 505 62.1 25.0 60.3 4 0 0 1,684.7274
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% LLVKLSPVYAGK 508 519 41.7 25.0 38.4 2 0 0 1,287.8036
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% VEDFGNAWK 546 554 62.3 25.7 48.4 4 0 0 1,065.5000
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% FSEEACAVLTSPTFEACHR 579 597 63.9 25.0 58.2 0 2 0 2,211.9798
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% AVSPLPYLR 598 606 35.8 28.3 24.5 3 0 0 1,015.5935
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% YDVCSCSDGR 610 619 48.4 25.0 48.4 2 0 0 1,218.4515
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% ECLCGALASYAAACAGR 620 636 103.0 25.0 103.0 2 0 0 1,800.7826
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% GQVYLQCGTPCNLTCR 655 670 67.3 25.0 57.5 2 0 0 1,926.8621
B_19 von Willebrand factor VWF_HUMAN 309,251 25 34 79 10.80% YAGSQVASTSEVLK 1349 1362 59.5 27.8 48.3 2 0 0 1,439.7376
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% RSFSIIGDFQNGK 68 80 43.2 27.4 1.2 1 2 0 1,468.7544
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% SFSIIGDFQNGKR 69 81 61.8 27.5 23.0 2 0 0 1,468.7544
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% GLYLETEAGYYK 117 128 66.2 27.4 53.2 2 0 0 1,406.6839
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% LSGEAYGFVAR 129 139 85.7 27.8 68.7 4 0 0 1,169.5949
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% IDGSGNFQVLLSDR 140 153 65.4 28.3 42.8 2 0 0 1,520.7705
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% CHPLVDPEPFVALCEK 237 252 33.4 26.7 26.1 0 2 0 1,910.9142
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% TCQSLHINEMCQER 311 324 51.2 25.0 51.2 4 2 0 1,821.7678
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% YPPGTSLSR 357 365 32.4 27.9 22.6 1 0 0 977.5051
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% SVTVRLPGLHNSLVK 443 457 40.7 25.0 40.2 0 2 0 1,619.9592
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% LPGLHNSLVK 448 457 34.6 25.0 17.6 4 0 0 1,077.6416
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% LKHGAGVAMDGQDVQLPLLK 458 477 62.2 26.1 61.4 0 2 0 2,106.1381
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% HGAGVAMDGQDVQLPLLK 460 477 77.4 28.0 67.5 2 2 0 1,864.9590
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% LSYGEDLQMDWDGR 492 505 47.9 25.0 47.9 1 0 0 1,700.7224
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% VEDFGNAWK 546 554 50.0 25.3 29.0 3 0 0 1,065.5000
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% AVSPLPYLR 598 606 31.2 28.3 12.4 2 0 0 1,015.5935
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% ECLCGALASYAAACAGR 620 636 76.6 25.0 76.6 2 0 0 1,800.7826
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% GQVYLQCGTPCNLTCR 655 670 75.4 25.0 67.9 2 0 0 1,926.8621
B_20 von Willebrand factor VWF_HUMAN 309,251 18 22 46 7.25% YAGSQVASTSEVLK 1349 1362 59.5 27.7 55.8 2 0 0 1,439.7376
B_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 5.19% SFSIIGDFQNGK 69 80 59.4 26.5 10.6 2 0 0 1,312.6533
B_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 5.19% SFSIIGDFQNGKR 69 81 45.3 27.4 20.2 2 0 0 1,468.7544
B_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 5.19% LSGEAYGFVAR 129 139 62.8 27.8 42.0 2 0 0 1,169.5949
B_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 5.19% IDGSGNFQVLLSDR 140 153 48.5 28.6 44.8 2 0 0 1,520.7705
B_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 5.19% GLWEQCQLLK 220 229 46.5 28.1 29.3 2 0 0 1,274.6564
B_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 5.19% TCQSLHINEMCQER 311 324 34.0 25.0 30.9 0 2 0 1,821.7678
B_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 5.19% LPGLHNSLVK 448 457 26.7 25.0 23.3 2 0 0 1,077.6416
B_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 5.19% HGAGVAMDGQDVQLPLLK 460 477 60.4 27.9 55.1 2 2 0 1,864.9590
B_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 5.19% GQVYLQCGTPCNLTCR 655 670 61.7 25.0 44.4 1 0 0 1,926.8621
B_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 5.19% YAGSQVASTSEVLK 1349 1362 52.1 27.7 44.1 2 0 0 1,439.7376
B_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 5.19% APTCGLCEVAR 2301 2311 24.1 25.0 24.1 1 0 0 1,233.5716
B_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 5.19% RDETLQDGCDTHFCK 2663 2677 25.9 25.0 25.9 0 1 0 1,881.7858
B_22 von Willebrand factor VWF_HUMAN 309,251 7 7 12 3.38% RSFSIIGDFQNGK 68 80 28.0 27.4 0.7 0 1 0 1,468.7544
B_22 von Willebrand factor VWF_HUMAN 309,251 7 7 12 3.38% LSGEAYGFVAR 129 139 45.2 27.8 38.2 2 0 0 1,169.5949
B_22 von Willebrand factor VWF_HUMAN 309,251 7 7 12 3.38% GLWEQCQLLK 220 229 46.1 28.4 34.0 2 0 0 1,274.6564
B_22 von Willebrand factor VWF_HUMAN 309,251 7 7 12 3.38% TCQSLHINEMCQER 311 324 18.0 25.0 17.4 0 1 0 1,821.7678
B_22 von Willebrand factor VWF_HUMAN 309,251 7 7 12 3.38% HGAGVAMDGQDVQLPLLK 460 477 42.1 28.0 24.0 0 2 0 1,864.9590
B_22 von Willebrand factor VWF_HUMAN 309,251 7 7 12 3.38% YAGSQVASTSEVLK 1349 1362 84.1 27.7 78.6 2 0 0 1,439.7376
B_22 von Willebrand factor VWF_HUMAN 309,251 7 7 12 3.38% VIVIPVGIGPHANLK 1409 1423 21.7 25.0 19.5 0 2 0 1,526.9419
B_23 von Willebrand factor VWF_HUMAN 309,251 11 11 17 4.41% SFSIIGDFQNGK 69 80 67.4 26.3 25.4 2 0 0 1,312.6533
B_23 von Willebrand factor VWF_HUMAN 309,251 11 11 17 4.41% SFSIIGDFQNGKR 69 81 23.1 27.5 9.2 1 0 0 1,468.7544
B_23 von Willebrand factor VWF_HUMAN 309,251 11 11 17 4.41% GLWEQCQLLK 220 229 35.7 28.1 28.6 2 0 0 1,274.6564
B_23 von Willebrand factor VWF_HUMAN 309,251 11 11 17 4.41% TCQSLHINEMCQER 311 324 27.8 25.0 27.8 0 1 0 1,821.7678
B_23 von Willebrand factor VWF_HUMAN 309,251 11 11 17 4.41% LPGLHNSLVK 448 457 23.9 25.0 10.2 1 0 0 1,077.6416
B_23 von Willebrand factor VWF_HUMAN 309,251 11 11 17 4.41% HGAGVAMDGQDVQLPLLK 460 477 50.6 28.0 27.5 0 2 0 1,864.9590
B_23 von Willebrand factor VWF_HUMAN 309,251 11 11 17 4.41% VEDFGNAWK 546 554 42.7 25.3 26.4 2 0 0 1,065.5000
B_23 von Willebrand factor VWF_HUMAN 309,251 11 11 17 4.41% AVSPLPYLR 598 606 31.2 28.4 12.4 1 0 0 1,015.5935
B_23 von Willebrand factor VWF_HUMAN 309,251 11 11 17 4.41% YAGSQVASTSEVLK 1349 1362 92.6 27.7 83.9 2 0 0 1,439.7376
B_23 von Willebrand factor VWF_HUMAN 309,251 11 11 17 4.41% YLSDHSFLVSQGDR 1584 1597 27.6 26.7 21.6 1 0 0 1,623.7762
B_23 von Willebrand factor VWF_HUMAN 309,251 11 11 17 4.41% ILAGPAGDSNVVK 1838 1850 59.8 25.3 48.6 2 0 0 1,240.6897
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% SFSIIGDFQNGK 69 80 59.1 26.6 29.5 2 0 0 1,312.6533
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% SFSIIGDFQNGKR 69 81 43.2 27.5 18.0 2 0 0 1,468.7544
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% GLWEQCQLLK 220 229 48.0 28.4 35.8 2 0 0 1,274.6564
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% LPGLHNSLVK 448 457 34.4 25.0 28.2 2 0 0 1,077.6416
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% HGAGVAMDGQDVQLPLLK 460 477 48.2 27.8 33.3 2 2 0 1,864.9590
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% VEDFGNAWK 546 554 44.1 25.3 31.2 2 0 0 1,065.5000
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% AVSPLPYLR 598 606 23.7 28.7 9.4 1 0 0 1,015.5935
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% GQVYLQCGTPCNLTCR 655 670 49.5 25.0 48.3 1 0 0 1,926.8621
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% LVCPADNLR 774 782 25.2 26.1 14.5 1 0 0 1,057.5460
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% KVPLDSSPATCHNNIMK 1036 1052 25.4 27.0 18.6 0 1 0 1,927.9366
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% ENGYECEWR 1137 1145 21.5 25.0 6.9 1 0 0 1,242.4844
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% YAGSQVASTSEVLK 1349 1362 106.0 27.6 99.0 2 0 0 1,439.7376
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% YLSDHSFLVSQGDR 1584 1597 26.2 26.7 13.7 0 1 0 1,623.7762
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% EAPDLVLQR 1660 1668 25.1 25.5 13.0 2 0 0 1,040.5736
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% AHLLSLVDVMQR 1752 1763 55.9 27.0 46.3 1 2 0 1,397.7571
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% EGGPSQIGDALGFAVR 1764 1779 50.8 28.5 44.8 2 0 0 1,573.7971
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% ILAGPAGDSNVVK 1838 1850 63.5 25.3 48.6 2 0 0 1,240.6897
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% LTGSCSYVLFQNK 1968 1980 65.8 26.6 0.0 1 0 0 1,516.7465
B_24 von Willebrand factor VWF_HUMAN 309,251 19 21 33 8.03% RDETLQDGCDTHFCK 2663 2677 19.4 25.0 19.4 0 1 0 1,881.7858
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% SFSIIGDFQNGK 69 80 47.5 26.6 1.2 2 0 0 1,312.6533
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% LSGEAYGFVAR 129 139 59.6 27.8 52.1 2 0 0 1,169.5949
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% GLWEQCQLLK 220 229 55.9 28.3 26.0 2 0 0 1,274.6564
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% TCQSLHINEMCQER 311 324 32.5 25.0 32.5 0 2 0 1,821.7678
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% LPGLHNSLVK 448 457 49.9 25.0 40.3 2 0 0 1,077.6416
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% VEDFGNAWK 546 554 29.0 25.7 20.2 1 0 0 1,065.5000
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% AVSPLPYLR 598 606 31.3 28.3 12.4 2 0 0 1,015.5935
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% RPMKDETHFEVVESGR 945 960 21.4 27.3 12.1 0 1 0 1,932.9234
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% KVPLDSSPATCHNNIMK 1036 1052 35.5 27.0 29.5 0 2 0 1,927.9366
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% ILTSDVFQDCNK 1062 1073 50.5 26.4 47.2 2 0 0 1,439.6837
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% AFVVDMMER 1298 1306 28.3 25.0 23.2 1 0 0 1,129.5017
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% YAGSQVASTSEVLK 1349 1362 70.3 27.8 64.7 2 0 0 1,439.7376
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% AFVLSSVDELEQQR 1437 1450 34.7 28.7 26.8 1 0 0 1,620.8228
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% YLSDHSFLVSQGDR 1584 1597 47.1 26.7 42.1 2 1 0 1,623.7762
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% EAPDLVLQR 1660 1668 27.0 25.6 27.0 1 0 0 1,040.5736
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% AHLLSLVDVMQR 1752 1763 54.2 26.9 43.0 2 2 0 1,397.7571
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% EGGPSQIGDALGFAVR 1764 1779 52.1 28.6 45.5 1 0 0 1,573.7971
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% VTVFPIGIGDR 1820 1830 67.0 27.9 51.4 1 0 0 1,173.6628
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% GLRPSCPNSQSPVK 1922 1935 35.4 27.5 21.9 0 1 0 1,526.7745
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% LTGSCSYVLFQNK 1968 1980 53.0 26.9 0.0 2 0 0 1,516.7465
B_25 von Willebrand factor VWF_HUMAN 309,251 21 23 37 9.38% EQDLEVILHNGACSPGAR 1981 1998 39.8 27.0 37.1 0 2 0 1,965.9449
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% GLWEQCQLLK 220 229 41.6 28.4 27.1 2 0 0 1,274.6564
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% TCQSLHINEMCQER 311 324 39.7 25.0 37.8 1 2 0 1,821.7678
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% HGAGVAMDGQDVQLPLLK 460 477 38.6 28.0 10.8 0 2 0 1,864.9590
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% VEDFGNAWK 546 554 45.9 25.7 29.9 2 0 0 1,065.5000
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% LVCPADNLR 774 782 32.8 26.5 23.0 2 0 0 1,057.5460
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% KVPLDSSPATCHNNIMK 1036 1052 17.7 26.6 10.2 0 1 0 1,927.9366
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% ILTSDVFQDCNK 1062 1073 50.1 26.4 36.5 2 0 0 1,439.6837
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% AFVVDMMER 1298 1306 30.2 25.0 26.8 2 0 0 1,129.5017



B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% YAGSQVASTSEVLK 1349 1362 93.1 27.7 88.6 2 0 0 1,439.7376
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% SKEFMEEVIQR 1517 1527 25.6 26.3 25.6 1 1 0 1,411.6887
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% YLSDHSFLVSQGDR 1584 1597 53.9 26.8 44.9 2 1 0 1,623.7762
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% EAPDLVLQR 1660 1668 24.2 25.5 20.8 2 0 0 1,040.5736
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% AHLLSLVDVMQR 1752 1763 59.2 27.0 53.3 2 2 0 1,397.7571
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% VTVFPIGIGDR 1820 1830 71.3 27.3 55.8 2 0 0 1,173.6628
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% ILAGPAGDSNVVK 1838 1850 36.7 25.1 30.1 2 0 0 1,240.6897
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% GLRPSCPNSQSPVK 1922 1935 49.1 27.0 30.5 1 2 0 1,526.7745
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% WTCPCVCTGSSTR 1944 1956 32.9 25.0 32.9 2 0 0 1,571.6400
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% HIVTFDGQNFK 1957 1967 41.8 28.4 38.1 2 0 0 1,305.6587
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% LTGSCSYVLFQNK 1968 1980 58.0 26.8 0.0 2 0 0 1,516.7465
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% TNGVCVDWR 2186 2194 29.4 25.0 23.7 2 0 0 1,106.5048
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% CLPSACEVVTGSPR 2494 2507 54.3 26.1 47.3 2 0 0 1,532.7197
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% VKEEVFIQQR 2536 2545 58.1 27.5 42.6 2 0 0 1,275.7056
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% TTCNPCPLGYK 2622 2632 24.0 25.0 19.5 1 0 0 1,310.5870
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% CLPTACTIQLR 2644 2654 48.3 28.4 31.9 2 0 0 1,332.6765
B_26 von Willebrand factor VWF_HUMAN 309,251 25 30 53 10.80% RDETLQDGCDTHFCK 2663 2677 37.7 25.0 37.7 0 2 0 1,881.7858
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% SFSIIGDFQNGK 69 80 47.1 26.6 9.8 2 0 0 1,312.6533
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% LSGEAYGFVAR 129 139 54.6 27.5 43.3 2 0 0 1,169.5949
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% GLWEQCQLLK 220 229 40.9 28.3 27.5 2 0 0 1,274.6564
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% TCQSLHINEMCQER 311 324 35.4 25.0 35.4 0 2 0 1,821.7678
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% HGAGVAMDGQDVQLPLLK 460 477 38.8 27.8 24.3 0 1 0 1,864.9590
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% LVCPADNLR 774 782 36.1 26.3 23.5 3 0 0 1,057.5460
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% RPMKDETHFEVVESGR 945 960 35.7 27.4 27.2 0 0 2 1,932.9234
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% DETHFEVVESGR 949 960 62.3 25.0 56.5 2 2 0 1,404.6390
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% ALSVVWDR 969 976 39.9 29.1 14.6 2 0 0 945.5152
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% HLSISVVLK 977 985 27.1 25.0 14.6 1 0 0 995.6248
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% KVPLDSSPATCHNNIMK 1036 1052 38.9 26.9 38.9 2 0 0 1,927.9366
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% VPLDSSPATCHNNIMK 1037 1052 44.5 25.7 35.9 2 1 0 1,799.8416
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% ILTSDVFQDCNK 1062 1073 97.6 26.4 83.7 2 0 0 1,439.6837
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% TATLCPQSCEER 1122 1133 24.9 25.0 21.8 1 0 0 1,451.6255
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% AFVVDMMER 1298 1306 41.4 25.1 30.1 4 0 0 1,097.5118
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% VAVVEYHDGSHAYIGLK 1316 1332 33.4 27.7 32.5 0 2 0 1,857.9494
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% YAGSQVASTSEVLK 1349 1362 104.0 27.7 98.6 2 0 0 1,439.7376
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% YTLFQIFSK 1363 1371 34.8 29.2 29.7 1 0 0 1,146.6194
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% VIVIPVGIGPHANLK 1409 1423 49.1 25.0 49.1 2 0 0 1,526.9419
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% AFVLSSVDELEQQR 1437 1450 78.1 28.6 59.6 1 2 0 1,620.8228
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% SKEFMEEVIQR 1517 1527 70.3 26.5 49.8 4 0 0 1,411.6887
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% EFMEEVIQR 1519 1527 59.9 27.1 43.1 4 0 0 1,180.5667
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% YLSDHSFLVSQGDR 1584 1597 62.1 26.8 54.7 2 2 0 1,623.7762
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% EAPDLVLQR 1660 1668 40.7 25.6 34.3 1 0 0 1,040.5736
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% AHLLSLVDVMQR 1752 1763 67.0 27.0 63.2 2 2 0 1,397.7571
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% EGGPSQIGDALGFAVR 1764 1779 50.7 28.5 46.1 2 2 0 1,573.7971
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% VTVFPIGIGDR 1820 1830 69.2 27.3 53.6 1 0 0 1,173.6628
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% ILAGPAGDSNVVK 1838 1850 79.9 25.1 66.1 2 0 0 1,240.6897
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% GLRPSCPNSQSPVK 1922 1935 61.0 27.4 54.0 2 3 0 1,526.7745
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% GLRPSCPNSQSPVKVEETCGCR 1922 1943 30.8 25.0 30.8 0 1 2 2,518.1597
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% WTCPCVCTGSSTR 1944 1956 62.5 25.0 62.5 2 0 0 1,571.6400
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% EQDLEVILHNGACSPGAR 1981 1998 71.9 27.0 66.0 2 2 0 1,965.9449
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% DGTVTTDWK 2100 2108 38.3 25.4 18.3 3 0 0 1,022.4791
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% TNGVCVDWR 2186 2194 27.1 25.0 19.5 1 0 0 1,106.5048
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% HCDGNVSSCGDHPSEGCFCPPDK 2219 2241 27.3 25.0 27.3 0 0 1 2,618.9755
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% APTCGLCEVAR 2301 2311 34.8 25.0 30.5 2 0 0 1,233.5716
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% SGFTYVLHEGECCGR 2479 2493 37.6 25.0 37.6 2 0 0 1,771.7528
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% CLPSACEVVTGSPR 2494 2507 20.0 25.7 17.4 0 1 0 1,532.7197
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% VKEEVFIQQR 2536 2545 35.5 27.5 23.8 1 0 0 1,275.7056
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% TVMIDVCTTCR 2594 2604 52.0 25.0 0.0 2 0 0 1,371.6067
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% TTCNPCPLGYK 2622 2632 31.6 25.0 21.0 2 0 0 1,310.5870
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% TTCNPCPLGYKEENNTGECCGR 2622 2643 21.2 25.0 21.2 0 2 0 2,617.0537
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% CLPTACTIQLR 2644 2654 53.6 28.4 36.1 2 0 0 1,332.6765
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% RDETLQDGCDTHFCK 2663 2677 34.2 25.0 34.2 1 2 1 1,881.7858
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% DETLQDGCDTHFCK 2664 2677 20.8 25.0 19.2 0 2 0 1,725.6847
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% GEYFWEK 2682 2688 30.7 25.0 11.7 2 0 0 958.4305
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% RVTGCPPFDEHK 2689 2700 28.0 26.0 21.4 0 2 0 1,442.6847
B_27 von Willebrand factor VWF_HUMAN 309,251 48 62 112 19.70% IPGTCCDTCEEPECNDITAR 2711 2730 41.5 25.0 41.5 2 0 0 2,397.9418
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% SFSIIGDFQNGK 69 80 48.3 26.0 13.2 2 0 0 1,312.6533
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% SFSIIGDFQNGKR 69 81 24.2 27.4 0.0 0 1 0 1,468.7544
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% LSGEAYGFVAR 129 139 64.3 27.8 50.9 2 0 0 1,169.5949
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% GLWEQCQLLK 220 229 31.4 28.4 17.7 2 0 0 1,274.6564
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% TCQSLHINEMCQER 311 324 32.2 25.0 30.7 0 2 0 1,821.7678
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% LPGLHNSLVK 448 457 26.1 25.0 15.4 2 0 0 1,077.6416
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% HGAGVAMDGQDVQLPLLK 460 477 54.8 27.9 54.6 1 2 0 1,864.9590
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% VEDFGNAWK 546 554 34.2 25.5 18.5 2 0 0 1,065.5000
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% GQVYLQCGTPCNLTCR 655 670 50.2 25.0 31.3 2 0 0 1,926.8621
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% DETHFEVVESGR 949 960 34.5 25.0 32.7 0 2 0 1,404.6390
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% ALSVVWDR 969 976 45.3 30.0 24.0 2 0 0 945.5152
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% KVPLDSSPATCHNNIMK 1036 1052 44.1 27.2 43.5 2 1 0 1,927.9366
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% VPLDSSPATCHNNIMK 1037 1052 18.7 25.7 13.0 0 1 0 1,799.8416
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% ILTSDVFQDCNK 1062 1073 86.0 26.4 79.5 2 0 0 1,439.6837
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% TATLCPQSCEER 1122 1133 45.0 25.0 40.2 2 0 0 1,451.6255
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% AFVVDMMER 1298 1306 43.9 25.1 37.5 4 0 0 1,097.5118
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% YAGSQVASTSEVLK 1349 1362 94.2 27.7 89.1 2 0 0 1,439.7376
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% YTLFQIFSK 1363 1371 37.5 29.0 29.2 2 0 0 1,146.6194
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% VIVIPVGIGPHANLK 1409 1423 64.7 25.0 59.1 2 1 0 1,526.9419
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% AFVLSSVDELEQQR 1437 1450 33.0 28.6 20.0 0 2 0 1,620.8228
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% SKEFMEEVIQR 1517 1527 46.9 26.5 39.9 2 0 0 1,411.6887
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% EFMEEVIQR 1519 1527 31.3 27.1 13.8 2 0 0 1,180.5667
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% YLSDHSFLVSQGDR 1584 1597 69.7 26.8 61.4 2 2 0 1,623.7762
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% EAPDLVLQR 1660 1668 32.4 25.6 21.1 1 0 0 1,040.5736
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% AHLLSLVDVMQR 1752 1763 81.0 27.0 73.0 2 2 0 1,397.7571
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% EGGPSQIGDALGFAVR 1764 1779 60.0 28.5 51.5 2 2 0 1,573.7971
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% VTVFPIGIGDR 1820 1830 67.0 27.9 51.4 1 0 0 1,173.6628
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% ILAGPAGDSNVVK 1838 1850 70.7 25.3 58.1 2 0 0 1,240.6897
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% GLRPSCPNSQSPVK 1922 1935 32.7 27.1 12.3 1 1 0 1,526.7745
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% GLRPSCPNSQSPVKVEETCGCR 1922 1943 46.6 25.0 46.6 0 2 0 2,518.1597
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% WTCPCVCTGSSTR 1944 1956 43.9 25.0 43.9 2 0 0 1,571.6400
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% LTGSCSYVLFQNK 1968 1980 64.0 26.6 0.0 2 0 0 1,516.7465
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% EQDLEVILHNGACSPGAR 1981 1998 88.8 27.0 84.5 2 2 0 1,965.9449
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% TNGVCVDWR 2186 2194 46.2 25.0 38.5 2 0 0 1,106.5048
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% APTCGLCEVAR 2301 2311 33.1 25.0 27.7 2 0 0 1,233.5716
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% SGFTYVLHEGECCGR 2479 2493 44.4 25.0 44.4 2 2 0 1,771.7528
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% CLPSACEVVTGSPR 2494 2507 77.0 26.1 68.8 2 0 0 1,532.7197
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% VKEEVFIQQR 2536 2545 42.8 27.2 30.0 2 0 0 1,275.7056
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% TVMIDVCTTCR 2594 2604 52.4 25.0 0.0 2 0 0 1,371.6067
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% TTCNPCPLGYK 2622 2632 40.0 25.0 33.0 2 0 0 1,310.5870
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% TTCNPCPLGYKEENNTGECCGR 2622 2643 30.2 25.0 30.2 0 2 0 2,617.0537
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% CLPTACTIQLR 2644 2654 54.4 28.4 35.3 2 0 0 1,332.6765
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% RDETLQDGCDTHFCK 2663 2677 41.0 25.0 41.0 2 0 0 1,881.7858
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% DETLQDGCDTHFCK 2664 2677 20.8 25.0 20.8 0 1 0 1,725.6847
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% GEYFWEK 2682 2688 28.0 25.0 15.8 2 0 0 958.4305
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% IPGTCCDTCEEPECNDITAR 2711 2730 52.3 25.0 52.3 2 2 0 2,397.9418
B_28 von Willebrand factor VWF_HUMAN 309,251 47 58 106 18.90% SEVEVDIHYCQGK 2741 2753 53.0 25.0 38.6 2 0 0 1,563.7109



B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% SFSIIGDFQNGK 69 80 56.2 26.3 22.3 2 0 0 1,312.6533
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% LSGEAYGFVAR 129 139 81.1 27.8 68.3 2 0 0 1,169.5949
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% GLWEQCQLLK 220 229 46.5 28.4 29.4 2 0 0 1,274.6564
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% TCQSLHINEMCQER 311 324 35.3 25.0 34.3 1 2 0 1,821.7678
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% LPGLHNSLVK 448 457 25.0 25.0 21.9 1 0 0 1,077.6416
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% HGAGVAMDGQDVQLPLLK 460 477 56.4 28.0 31.9 2 2 0 1,864.9590
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% RPMKDETHFEVVESGR 945 960 37.5 27.5 30.3 0 0 2 1,932.9234
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% DETHFEVVESGR 949 960 38.3 25.0 38.3 0 2 0 1,404.6390
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% ALSVVWDR 969 976 47.1 30.0 21.9 2 0 0 945.5152
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% KVPLDSSPATCHNNIMK 1036 1052 31.4 27.2 29.8 1 0 0 1,927.9366
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% ILTSDVFQDCNK 1062 1073 97.8 26.3 88.4 2 0 0 1,439.6837
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% TATLCPQSCEER 1122 1133 24.7 25.0 17.3 1 0 0 1,451.6255
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% AFVVDMMER 1298 1306 27.9 25.1 20.6 4 0 0 1,097.5118
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% YAGSQVASTSEVLK 1349 1362 92.0 27.6 88.3 2 0 0 1,439.7376
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% YTLFQIFSK 1363 1371 33.6 28.1 27.2 2 0 0 1,146.6194
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% KVIVIPVGIGPHANLK 1408 1423 35.1 25.0 35.1 0 1 0 1,655.0369
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% VIVIPVGIGPHANLK 1409 1423 50.5 25.0 50.5 2 1 0 1,526.9419
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% AFVLSSVDELEQQR 1437 1450 74.3 28.6 57.7 2 2 0 1,620.8228
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% SKEFMEEVIQR 1517 1527 51.2 26.5 39.1 2 0 0 1,411.6887
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% EFMEEVIQR 1519 1527 42.7 26.1 26.5 3 0 0 1,196.5617
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% YLSDHSFLVSQGDR 1584 1597 34.0 26.7 18.6 0 2 0 1,623.7762
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% EAPDLVLQR 1660 1668 26.7 25.5 22.6 2 0 0 1,040.5736
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% AHLLSLVDVMQR 1752 1763 66.6 27.0 64.0 2 0 0 1,397.7571
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% EGGPSQIGDALGFAVR 1764 1779 53.0 28.8 48.3 2 1 0 1,573.7971
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% VTVFPIGIGDR 1820 1830 71.4 27.9 55.8 1 0 0 1,173.6628
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% ILAGPAGDSNVVK 1838 1850 75.1 25.1 62.3 2 0 0 1,240.6897
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% GLRPSCPNSQSPVK 1922 1935 27.2 27.0 15.0 0 1 0 1,526.7745
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% GLRPSCPNSQSPVKVEETCGCR 1922 1943 49.1 25.0 44.3 0 2 0 2,518.1597
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% WTCPCVCTGSSTR 1944 1956 50.2 25.0 50.2 2 0 0 1,571.6400
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% LTGSCSYVLFQNK 1968 1980 59.8 26.6 0.0 2 0 0 1,516.7465
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% EQDLEVILHNGACSPGAR 1981 1998 62.5 26.9 62.4 2 2 0 1,965.9449
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% TNGVCVDWR 2186 2194 41.0 25.0 39.8 1 0 0 1,106.5048
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% SGFTYVLHEGECCGR 2479 2493 40.2 25.0 40.2 2 2 0 1,771.7528
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% CLPSACEVVTGSPR 2494 2507 55.3 25.5 40.7 2 2 0 1,532.7197
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% VKEEVFIQQR 2536 2545 58.5 27.5 35.9 2 0 0 1,275.7056
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% TVMIDVCTTCR 2594 2604 57.8 25.0 0.0 2 0 0 1,371.6067
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% TTCNPCPLGYK 2622 2632 38.3 25.0 33.3 2 0 0 1,310.5870
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% TTCNPCPLGYKEENNTGECCGR 2622 2643 36.7 25.0 36.7 0 1 0 2,617.0537
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% CLPTACTIQLR 2644 2654 54.2 28.4 43.4 2 0 0 1,332.6765
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% RDETLQDGCDTHFCK 2663 2677 31.3 25.0 30.1 1 0 0 1,881.7858
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% DETLQDGCDTHFCK 2664 2677 29.8 25.0 29.8 0 2 0 1,725.6847
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% GEYFWEK 2682 2688 26.4 25.0 16.0 2 0 0 958.4305
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% IPGTCCDTCEEPECNDITAR 2711 2730 34.0 25.0 34.0 0 2 0 2,397.9418
B_29 von Willebrand factor VWF_HUMAN 309,251 44 55 95 17.80% SEVEVDIHYCQGK 2741 2753 44.6 25.0 42.7 1 1 0 1,563.7109
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% SFSIIGDFQNGK 69 80 47.5 26.3 23.6 2 0 0 1,312.6533
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% SFSIIGDFQNGKR 69 81 33.0 27.4 0.0 0 1 0 1,468.7544
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% GLWEQCQLLK 220 229 41.8 28.4 23.8 2 0 0 1,274.6564
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% TCQSLHINEMCQER 311 324 34.8 25.0 34.0 0 2 0 1,821.7678
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% LPGLHNSLVK 448 457 26.9 25.0 26.9 1 0 0 1,077.6416
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% HGAGVAMDGQDVQLPLLK 460 477 56.5 27.8 34.7 2 4 0 1,864.9590
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% GQVYLQCGTPCNLTCR 655 670 67.3 25.0 58.0 2 0 0 1,926.8621
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% SLSCRPPMVK 764 773 26.7 27.8 16.4 1 0 0 1,174.6072
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% LVCPADNLR 774 782 34.4 26.5 22.1 2 0 0 1,057.5460
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% RPMKDETHFEVVESGR 945 960 56.8 27.5 45.3 0 1 1 1,932.9234
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% DETHFEVVESGR 949 960 29.2 25.0 29.2 0 2 0 1,404.6390
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% ALSVVWDR 969 976 42.0 30.0 15.4 2 0 0 945.5152
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% HLSISVVLK 977 985 35.2 25.0 17.8 2 0 0 995.6248
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% KVPLDSSPATCHNNIMK 1036 1052 51.4 27.0 45.8 3 2 0 1,927.9366
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% VPLDSSPATCHNNIMK 1037 1052 43.4 25.9 33.0 2 1 0 1,799.8416
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% ILTSDVFQDCNK 1062 1073 98.3 26.3 84.5 2 0 0 1,439.6837
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% TATLCPQSCEER 1122 1133 50.5 25.0 44.6 2 0 0 1,451.6255
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% NLRENGYECEWR 1134 1145 37.5 25.0 15.7 2 0 0 1,625.7125
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% ENGYECEWR 1137 1145 31.9 25.0 27.3 2 0 0 1,242.4844
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% LLDLVFLLDGSSR 1275 1287 83.5 25.5 76.8 2 0 0 1,447.8157
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% LSEAEFEVLK 1288 1297 55.7 27.6 40.4 1 0 0 1,164.6147
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% AFVVDMMER 1298 1306 46.8 25.1 27.9 4 0 0 1,097.5118
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% VAVVEYHDGSHAYIGLK 1316 1332 33.6 27.9 33.6 2 0 0 1,857.9494
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% YAGSQVASTSEVLK 1349 1362 109.0 27.7 104.0 2 0 0 1,439.7376
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% YTLFQIFSK 1363 1371 43.5 28.1 35.6 2 0 0 1,146.6194
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% VIVIPVGIGPHANLK 1409 1423 50.4 25.0 50.4 2 1 0 1,526.9419
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% AFVLSSVDELEQQR 1437 1450 81.4 28.6 56.9 2 0 0 1,620.8228
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% NSMVLDVAFVLEGSDK 1493 1508 72.4 26.7 60.0 1 0 0 1,739.8522
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% SKEFMEEVIQR 1517 1527 52.2 26.3 39.0 3 2 0 1,411.6887
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% EFMEEVIQR 1519 1527 50.6 27.2 32.0 4 0 0 1,180.5667
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% YLSDHSFLVSQGDR 1584 1597 74.0 26.5 64.7 2 2 0 1,623.7762
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% EAPDLVLQR 1660 1668 30.7 25.0 25.1 2 0 0 1,040.5736
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% AHLLSLVDVMQR 1752 1763 81.6 26.9 71.2 4 4 0 1,397.7571
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% EGGPSQIGDALGFAVR 1764 1779 64.6 28.6 57.4 2 2 0 1,573.7971
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% AVVILVTDVSVDSVDAAADAAR 1795 1816 89.1 26.8 83.6 1 0 0 2,157.1398
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% VTVFPIGIGDR 1820 1830 59.7 28.0 40.8 3 0 0 1,173.6628
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% ILAGPAGDSNVVK 1838 1850 80.1 25.1 65.9 4 0 0 1,240.6897
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% GLRPSCPNSQSPVK 1922 1935 53.7 27.1 41.8 2 4 0 1,526.7745
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% GLRPSCPNSQSPVKVEETCGCR 1922 1943 43.4 25.0 43.4 0 1 2 2,518.1597
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% WTCPCVCTGSSTR 1944 1956 57.4 25.0 57.4 2 0 0 1,571.6400
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% HIVTFDGQNFK 1957 1967 49.9 27.8 49.7 2 0 0 1,305.6587
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% LTGSCSYVLFQNK 1968 1980 63.9 26.6 0.0 2 0 0 1,516.7465
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% EQDLEVILHNGACSPGAR 1981 1998 83.4 26.9 82.2 2 2 0 1,965.9449
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% DGTVTTDWK 2100 2108 36.1 25.5 25.4 3 0 0 1,022.4791
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% TNGVCVDWR 2186 2194 51.3 25.0 38.7 2 0 0 1,106.5048
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% HCDGNVSSCGDHPSEGCFCPPDK 2219 2241 56.5 25.0 56.5 0 0 2 2,618.9755
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% APTCGLCEVAR 2301 2311 65.3 25.0 59.8 4 0 0 1,233.5716
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% SGFTYVLHEGECCGR 2479 2493 58.5 25.0 58.5 2 2 0 1,771.7528
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% CLPSACEVVTGSPR 2494 2507 81.4 25.9 66.2 2 2 0 1,532.7197
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% VKEEVFIQQR 2536 2545 48.7 27.2 38.9 4 0 0 1,275.7056
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% EEVFIQQR 2538 2545 30.8 28.0 19.4 2 0 0 1,048.5422
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% TVMIDVCTTCR 2594 2604 61.0 25.0 0.0 2 0 0 1,371.6067
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% CMVQVGVISGFK 2605 2616 58.2 27.5 47.6 4 0 0 1,324.6753
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% KTTCNPCPLGYK 2621 2632 25.0 25.7 16.5 0 2 0 1,438.6820
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% KTTCNPCPLGYKEENNTGECCGR 2621 2643 47.6 25.0 47.6 0 2 2 2,745.1487
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% TTCNPCPLGYK 2622 2632 44.6 25.0 36.5 2 0 0 1,310.5870
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% TTCNPCPLGYKEENNTGECCGR 2622 2643 63.2 25.0 63.2 0 2 0 2,617.0537
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% CLPTACTIQLR 2644 2654 62.6 28.4 48.7 2 0 0 1,332.6765
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% RDETLQDGCDTHFCK 2663 2677 56.3 25.0 56.3 2 2 0 1,881.7858
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% DETLQDGCDTHFCK 2664 2677 30.8 25.0 30.8 0 1 0 1,725.6847
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% VNERGEYFWEK 2678 2688 19.8 25.2 18.5 0 2 0 1,456.6855
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% GEYFWEK 2682 2688 32.9 25.0 20.6 2 0 0 958.4305
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% GEYFWEKR 2682 2689 41.1 25.0 32.8 2 0 0 1,114.5316
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% RVTGCPPFDEHK 2689 2700 23.8 26.0 13.6 0 1 0 1,442.6847
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% IPGTCCDTCEEPECNDITAR 2711 2730 60.0 25.0 60.0 2 2 0 2,397.9418
B_30 von Willebrand factor VWF_HUMAN 309,251 66 91 178 25.10% SEVEVDIHYCQGK 2741 2753 61.5 25.0 52.0 2 1 0 1,563.7109
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% SFSIIGDFQNGK 69 80 39.0 26.2 8.4 2 0 0 1,312.6533
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% SFSIIGDFQNGKR 69 81 23.2 27.4 0.9 0 1 0 1,468.7544



B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% LSGEAYGFVAR 129 139 65.1 27.8 48.4 2 0 0 1,169.5949
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% TCQSLHINEMCQER 311 324 32.0 25.0 31.0 1 2 0 1,821.7678
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% LPGLHNSLVK 448 457 24.3 25.0 7.2 1 0 0 1,077.6416
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% HGAGVAMDGQDVQLPLLK 460 477 49.0 28.1 30.9 1 3 0 1,864.9590
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% GQVYLQCGTPCNLTCR 655 670 41.2 25.0 34.0 2 0 0 1,926.8621
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% RPMKDETHFEVVESGR 945 960 37.5 27.5 30.1 0 0 2 1,932.9234
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% DETHFEVVESGR 949 960 32.0 25.0 32.0 0 2 0 1,404.6390
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% ALSVVWDR 969 976 45.3 30.0 20.0 2 0 0 945.5152
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% KVPLDSSPATCHNNIMK 1036 1052 37.1 27.1 21.6 2 0 0 1,927.9366
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% VPLDSSPATCHNNIMK 1037 1052 28.2 25.8 17.8 1 1 0 1,799.8416
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% ILTSDVFQDCNK 1062 1073 89.1 26.4 83.1 2 0 0 1,439.6837
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% TATLCPQSCEER 1122 1133 25.2 25.0 20.8 2 0 0 1,451.6255
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% ENGYECEWR 1137 1145 36.4 25.0 17.1 1 0 0 1,242.4844
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% AFVVDMMER 1298 1306 44.6 25.1 35.8 4 0 0 1,097.5118
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% YAGSQVASTSEVLK 1349 1362 109.0 27.8 100.0 2 0 0 1,439.7376
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% YTLFQIFSK 1363 1371 33.4 28.2 23.8 2 0 0 1,146.6194
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% KVIVIPVGIGPHANLK 1408 1423 17.0 25.0 17.0 0 1 0 1,655.0369
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% VIVIPVGIGPHANLK 1409 1423 39.5 25.0 39.5 2 1 0 1,526.9419
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% AFVLSSVDELEQQR 1437 1450 73.8 28.7 59.3 2 2 0 1,620.8228
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% SKEFMEEVIQR 1517 1527 53.0 26.3 43.6 3 0 0 1,411.6887
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% EFMEEVIQR 1519 1527 53.1 27.0 29.5 4 0 0 1,180.5667
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% YLSDHSFLVSQGDR 1584 1597 78.5 26.8 67.7 2 2 0 1,623.7762
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% EAPDLVLQR 1660 1668 39.6 25.6 32.6 2 0 0 1,040.5736
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% AHLLSLVDVMQR 1752 1763 76.7 27.0 72.9 2 4 0 1,397.7571
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% EGGPSQIGDALGFAVR 1764 1779 62.8 28.8 62.8 2 2 0 1,573.7971
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% VTVFPIGIGDR 1820 1830 69.2 27.9 53.6 2 0 0 1,173.6628
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% ILAGPAGDSNVVK 1838 1850 66.0 25.1 45.1 2 0 0 1,240.6897
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% GLRPSCPNSQSPVK 1922 1935 47.9 27.5 35.9 0 4 0 1,526.7745
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% GLRPSCPNSQSPVKVEETCGCR 1922 1943 35.0 25.0 35.0 0 2 2 2,518.1597
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% WTCPCVCTGSSTR 1944 1956 63.2 25.0 59.1 2 0 0 1,571.6400
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% HIVTFDGQNFK 1957 1967 39.1 27.8 39.1 2 0 0 1,305.6587
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% LTGSCSYVLFQNK 1968 1980 63.7 27.0 0.0 2 1 0 1,516.7465
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% EQDLEVILHNGACSPGAR 1981 1998 73.9 27.0 73.9 2 2 0 1,965.9449
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% TNGVCVDWR 2186 2194 46.8 25.0 40.1 2 0 0 1,106.5048
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% APTCGLCEVAR 2301 2311 61.2 25.0 55.7 2 0 0 1,233.5716
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% SGFTYVLHEGECCGR 2479 2493 54.7 25.0 54.7 2 2 0 1,771.7528
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% CLPSACEVVTGSPR 2494 2507 56.9 26.0 44.1 2 0 0 1,532.7197
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% VKEEVFIQQR 2536 2545 71.1 27.3 56.3 2 0 0 1,275.7056
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% CMVQVGVISGFK 2605 2616 59.0 27.5 47.2 4 0 0 1,324.6753
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% KTTCNPCPLGYKEENNTGECCGR 2621 2643 40.1 25.0 40.1 0 1 0 2,745.1487
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% TTCNPCPLGYK 2622 2632 44.2 25.0 37.5 2 0 0 1,310.5870
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% TTCNPCPLGYKEENNTGECCGR 2622 2643 46.8 25.0 46.8 0 2 0 2,617.0537
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% CLPTACTIQLR 2644 2654 61.7 28.4 50.3 2 0 0 1,332.6765
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% RDETLQDGCDTHFCK 2663 2677 23.2 25.0 23.2 1 2 0 1,881.7858
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% GEYFWEK 2682 2688 31.3 25.0 19.9 2 0 0 958.4305
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% IPGTCCDTCEEPECNDITAR 2711 2730 31.6 25.0 31.6 2 2 0 2,397.9418
B_31 von Willebrand factor VWF_HUMAN 309,251 49 69 126 19.20% SEVEVDIHYCQGK 2741 2753 60.3 25.0 60.3 2 0 0 1,563.7109
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% SFSIIGDFQNGK 69 80 47.9 26.6 14.4 1 0 0 1,312.6533
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% LSGEAYGFVAR 129 139 62.2 27.1 50.8 2 0 0 1,169.5949
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% LPGLHNSLVK 448 457 23.8 25.0 23.8 1 0 0 1,077.6416
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% HGAGVAMDGQDVQLPLLK 460 477 35.6 27.8 18.9 0 2 0 1,864.9590
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% DETHFEVVESGR 949 960 32.2 25.0 24.2 1 2 0 1,404.6390
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% ILTSDVFQDCNK 1062 1073 68.4 26.3 40.3 2 0 0 1,439.6837
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% AFVVDMMER 1298 1306 47.7 25.1 36.2 4 0 0 1,097.5118
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% YAGSQVASTSEVLK 1349 1362 112.0 27.7 103.0 2 0 0 1,439.7376
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% YTLFQIFSK 1363 1371 36.4 28.2 29.3 2 0 0 1,146.6194
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% KVIVIPVGIGPHANLK 1408 1423 21.4 25.0 21.4 0 1 0 1,655.0369
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% VIVIPVGIGPHANLK 1409 1423 45.8 25.0 43.1 2 2 0 1,526.9419
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% AFVLSSVDELEQQR 1437 1450 73.8 28.7 54.7 2 0 0 1,620.8228
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% SKEFMEEVIQR 1517 1527 52.8 26.5 44.4 4 1 0 1,411.6887
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% EFMEEVIQR 1519 1527 38.3 27.1 25.2 4 0 0 1,180.5667
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% YLSDHSFLVSQGDR 1584 1597 53.8 26.8 45.1 2 2 0 1,623.7762
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% EAPDLVLQR 1660 1668 34.1 26.1 17.2 2 0 0 1,040.5736
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% AHLLSLVDVMQR 1752 1763 63.7 27.0 55.2 2 2 0 1,397.7571
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% EGGPSQIGDALGFAVR 1764 1779 68.7 28.6 57.2 2 2 0 1,573.7971
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% VTVFPIGIGDR 1820 1830 67.0 28.0 51.5 1 0 0 1,173.6628
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% ILAGPAGDSNVVK 1838 1850 54.9 25.6 38.7 2 0 0 1,240.6897
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% GLRPSCPNSQSPVK 1922 1935 32.7 27.4 24.9 1 1 0 1,526.7745
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% WTCPCVCTGSSTR 1944 1956 55.0 25.0 55.0 2 0 0 1,571.6400
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% HIVTFDGQNFK 1957 1967 34.9 28.0 31.0 2 0 0 1,305.6587
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% LTGSCSYVLFQNK 1968 1980 69.9 26.9 0.0 2 0 0 1,516.7465
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% EQDLEVILHNGACSPGAR 1981 1998 33.6 26.9 27.9 0 1 0 1,965.9449
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% TNGVCVDWR 2186 2194 22.0 25.0 14.2 1 0 0 1,106.5048
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% APTCGLCEVAR 2301 2311 60.1 25.0 56.1 2 0 0 1,233.5716
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% SGFTYVLHEGECCGR 2479 2493 43.9 25.0 43.9 2 0 0 1,771.7528
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% CLPSACEVVTGSPR 2494 2507 67.4 25.9 61.4 2 0 0 1,532.7197
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% VKEEVFIQQR 2536 2545 57.7 27.5 40.2 2 0 0 1,275.7056
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% CMVQVGVISGFK 2605 2616 55.2 27.4 54.1 1 0 0 1,340.6702
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% CLPTACTIQLR 2644 2654 45.6 28.3 9.5 2 0 0 1,332.6765
B_32 von Willebrand factor VWF_HUMAN 309,251 33 43 75 13.50% GEYFWEK 2682 2688 25.4 25.0 14.0 2 0 0 958.4305
C_06 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.64% SFSIIGDFQNGK 69 80 43.0 26.0 3.3 2 0 0 1,312.6533
C_06 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.64% VEDFGNAWK 546 554 48.5 25.9 28.9 2 0 0 1,065.5000
C_06 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.64% AHLLSLVDVMQR 1752 1763 23.6 27.6 20.3 0 2 0 1,397.7571
C_06 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.64% ILAGPAGDSNVVK 1838 1850 38.9 25.0 25.3 2 0 0 1,240.6897
C_07 von Willebrand factor VWF_HUMAN 309,251 4 4 5 1.49% LSGEAYGFVAR 129 139 19.8 27.3 16.4 1 0 0 1,169.5949
C_07 von Willebrand factor VWF_HUMAN 309,251 4 4 5 1.49% VEDFGNAWK 546 554 25.0 25.9 18.7 1 0 0 1,065.5000
C_07 von Willebrand factor VWF_HUMAN 309,251 4 4 5 1.49% AVSPLPYLR 598 606 31.5 28.6 12.4 1 0 0 1,015.5935
C_07 von Willebrand factor VWF_HUMAN 309,251 4 4 5 1.49% ILAGPAGDSNVVK 1838 1850 36.8 25.1 23.7 2 0 0 1,240.6897
C_08 von Willebrand factor VWF_HUMAN 309,251 3 3 5 1.17% LSGEAYGFVAR 129 139 66.8 27.3 51.6 2 0 0 1,169.5949
C_08 von Willebrand factor VWF_HUMAN 309,251 3 3 5 1.17% VEDFGNAWK 546 554 35.4 25.9 30.7 2 0 0 1,065.5000
C_08 von Willebrand factor VWF_HUMAN 309,251 3 3 5 1.17% ILAGPAGDSNVVK 1838 1850 21.9 25.1 11.7 1 0 0 1,240.6897
C_09 von Willebrand factor VWF_HUMAN 309,251 3 3 5 1.21% VEDFGNAWK 546 554 62.6 25.9 48.4 2 0 0 1,065.5000
C_09 von Willebrand factor VWF_HUMAN 309,251 3 3 5 1.21% LVCPADNLR 774 782 28.3 26.1 13.2 2 0 0 1,057.5460
C_09 von Willebrand factor VWF_HUMAN 309,251 3 3 5 1.21% RPMKDETHFEVVESGR 945 960 29.2 26.9 20.8 0 0 1 1,932.9234
C_10 von Willebrand factor VWF_HUMAN 309,251 5 5 7 2.24% LPGLHNSLVK 448 457 24.7 25.1 20.2 2 0 0 1,077.6416
C_10 von Willebrand factor VWF_HUMAN 309,251 5 5 7 2.24% HGAGVAMDGQDVQLPLLK 460 477 29.7 27.9 16.3 0 1 0 1,864.9590
C_10 von Willebrand factor VWF_HUMAN 309,251 5 5 7 2.24% VEDFGNAWK 546 554 49.8 25.9 29.0 2 0 0 1,065.5000
C_10 von Willebrand factor VWF_HUMAN 309,251 5 5 7 2.24% AVSPLPYLR 598 606 27.1 28.6 14.9 1 0 0 1,015.5935
C_10 von Willebrand factor VWF_HUMAN 309,251 5 5 7 2.24% CPCFHQGKEYAPGETVK 827 843 16.8 25.0 12.8 0 1 0 2,007.9054
C_11 von Willebrand factor VWF_HUMAN 309,251 10 11 17 4.44% SFSIIGDFQNGK 69 80 51.8 26.1 18.8 2 0 0 1,312.6533
C_11 von Willebrand factor VWF_HUMAN 309,251 10 11 17 4.44% GLWEQCQLLK 220 229 24.6 28.0 17.4 1 0 0 1,274.6564
C_11 von Willebrand factor VWF_HUMAN 309,251 10 11 17 4.44% HGAGVAMDGQDVQLPLLK 460 477 54.0 27.9 33.3 1 2 0 1,864.9590
C_11 von Willebrand factor VWF_HUMAN 309,251 10 11 17 4.44% VEDFGNAWK 546 554 49.9 25.9 35.4 2 0 0 1,065.5000
C_11 von Willebrand factor VWF_HUMAN 309,251 10 11 17 4.44% GQVYLQCGTPCNLTCR 655 670 42.7 25.0 42.7 1 0 0 1,926.8621
C_11 von Willebrand factor VWF_HUMAN 309,251 10 11 17 4.44% LVCPADNLR 774 782 26.3 26.5 14.5 2 0 0 1,057.5460
C_11 von Willebrand factor VWF_HUMAN 309,251 10 11 17 4.44% ALSVVWDR 969 976 38.2 29.3 17.4 2 0 0 945.5152
C_11 von Willebrand factor VWF_HUMAN 309,251 10 11 17 4.44% KVPLDSSPATCHNNIMK 1036 1052 20.8 26.9 17.0 0 1 0 1,927.9366
C_11 von Willebrand factor VWF_HUMAN 309,251 10 11 17 4.44% CLPTACTIQLR 2644 2654 27.7 28.3 12.1 1 0 0 1,332.6765
C_11 von Willebrand factor VWF_HUMAN 309,251 10 11 17 4.44% RDETLQDGCDTHFCK 2663 2677 40.4 25.0 38.1 0 2 0 1,881.7858
C_12 von Willebrand factor VWF_HUMAN 309,251 9 10 15 4.16% SFSIIGDFQNGKR 69 81 47.9 27.6 10.7 2 0 0 1,468.7544
C_12 von Willebrand factor VWF_HUMAN 309,251 9 10 15 4.16% GLWEQCQLLK 220 229 43.7 28.1 25.6 2 0 0 1,274.6564
C_12 von Willebrand factor VWF_HUMAN 309,251 9 10 15 4.16% TCQSLHINEMCQER 311 324 45.5 25.0 45.5 1 2 0 1,821.7678



C_12 von Willebrand factor VWF_HUMAN 309,251 9 10 15 4.16% LPGLHNSLVK 448 457 25.6 25.4 14.5 1 0 0 1,077.6416
C_12 von Willebrand factor VWF_HUMAN 309,251 9 10 15 4.16% HGAGVAMDGQDVQLPLLK 460 477 50.2 28.1 47.6 2 0 0 1,864.9590
C_12 von Willebrand factor VWF_HUMAN 309,251 9 10 15 4.16% AVSPLPYLR 598 606 31.0 28.6 12.4 1 0 0 1,015.5935
C_12 von Willebrand factor VWF_HUMAN 309,251 9 10 15 4.16% KVPLDSSPATCHNNIMK 1036 1052 21.8 27.0 19.4 0 1 0 1,927.9366
C_12 von Willebrand factor VWF_HUMAN 309,251 9 10 15 4.16% CLPTACTIQLR 2644 2654 32.1 28.3 19.0 1 0 0 1,332.6765
C_12 von Willebrand factor VWF_HUMAN 309,251 9 10 15 4.16% RDETLQDGCDTHFCK 2663 2677 35.8 25.0 35.8 0 2 0 1,881.7858
C_13 von Willebrand factor VWF_HUMAN 309,251 10 11 20 4.16% SFSIIGDFQNGKR 69 81 47.0 27.6 20.3 2 0 0 1,468.7544
C_13 von Willebrand factor VWF_HUMAN 309,251 10 11 20 4.16% LSGEAYGFVAR 129 139 74.2 27.2 69.5 2 0 0 1,169.5949
C_13 von Willebrand factor VWF_HUMAN 309,251 10 11 20 4.16% TCQSLHINEMCQER 311 324 40.3 25.0 34.6 0 4 0 1,821.7678
C_13 von Willebrand factor VWF_HUMAN 309,251 10 11 20 4.16% SVTVRLPGLHNSLVK 443 457 18.5 25.0 18.5 0 1 0 1,619.9592
C_13 von Willebrand factor VWF_HUMAN 309,251 10 11 20 4.16% LPGLHNSLVK 448 457 40.1 25.6 27.1 2 0 0 1,077.6416
C_13 von Willebrand factor VWF_HUMAN 309,251 10 11 20 4.16% YIILLLGK 961 968 31.9 25.0 31.9 2 0 0 932.6181
C_13 von Willebrand factor VWF_HUMAN 309,251 10 11 20 4.16% KVPLDSSPATCHNNIMK 1036 1052 20.9 26.8 17.0 0 1 0 1,927.9366
C_13 von Willebrand factor VWF_HUMAN 309,251 10 11 20 4.16% ILTSDVFQDCNK 1062 1073 42.2 26.1 32.6 2 0 0 1,439.6837
C_13 von Willebrand factor VWF_HUMAN 309,251 10 11 20 4.16% TATLCPQSCEER 1122 1133 33.0 25.0 32.3 2 0 0 1,451.6255
C_13 von Willebrand factor VWF_HUMAN 309,251 10 11 20 4.16% RDETLQDGCDTHFCK 2663 2677 40.6 25.0 40.3 0 2 0 1,881.7858
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% SFSIIGDFQNGKR 69 81 37.9 27.4 1.3 2 2 0 1,468.7544
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% LSGEAYGFVAR 129 139 53.2 27.4 48.2 2 0 0 1,169.5949
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% GLWEQCQLLK 220 229 42.4 28.0 34.5 2 0 0 1,274.6564
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% TCQSLHINEMCQER 311 324 33.3 25.0 33.3 2 3 0 1,821.7678
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% SVTVRLPGLHNSLVK 443 457 17.1 25.0 15.6 0 1 0 1,619.9592
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% LPGLHNSLVK 448 457 24.8 25.1 16.0 2 0 0 1,077.6416
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% VEDFGNAWK 546 554 49.9 25.9 35.4 2 0 0 1,065.5000
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% AVSPLPYLR 598 606 34.0 27.7 15.1 1 0 0 1,015.5935
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% YIILLLGK 961 968 28.6 25.0 28.6 2 0 0 932.6181
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% TATLCPQSCEER 1122 1133 20.8 25.0 15.6 2 0 0 1,451.6255
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% ILAGPAGDSNVVK 1838 1850 38.2 25.0 26.1 2 0 0 1,240.6897
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% CLPSACEVVTGSPR 2494 2507 65.0 25.6 61.5 2 0 0 1,532.7197
C_14 von Willebrand factor VWF_HUMAN 309,251 13 16 29 5.08% RDETLQDGCDTHFCK 2663 2677 36.3 25.0 36.3 0 2 0 1,881.7858
C_15 von Willebrand factor VWF_HUMAN 309,251 9 11 18 3.52% SFSIIGDFQNGK 69 80 36.3 26.3 0.0 2 0 0 1,312.6533
C_15 von Willebrand factor VWF_HUMAN 309,251 9 11 18 3.52% SFSIIGDFQNGKR 69 81 49.2 27.4 19.5 2 0 0 1,468.7544
C_15 von Willebrand factor VWF_HUMAN 309,251 9 11 18 3.52% LSGEAYGFVAR 129 139 66.1 27.4 58.7 2 0 0 1,169.5949
C_15 von Willebrand factor VWF_HUMAN 309,251 9 11 18 3.52% TCQSLHINEMCQER 311 324 26.7 25.0 25.2 1 3 0 1,805.7729
C_15 von Willebrand factor VWF_HUMAN 309,251 9 11 18 3.52% SVTVRLPGLHNSLVK 443 457 30.3 25.0 29.4 0 2 0 1,619.9592
C_15 von Willebrand factor VWF_HUMAN 309,251 9 11 18 3.52% VEDFGNAWK 546 554 28.3 25.9 19.1 2 0 0 1,065.5000
C_15 von Willebrand factor VWF_HUMAN 309,251 9 11 18 3.52% YIILLLGK 961 968 23.9 25.0 23.9 1 0 0 932.6181
C_15 von Willebrand factor VWF_HUMAN 309,251 9 11 18 3.52% CLPSACEVVTGSPR 2494 2507 42.3 25.6 37.5 1 0 0 1,532.7197
C_15 von Willebrand factor VWF_HUMAN 309,251 9 11 18 3.52% RDETLQDGCDTHFCK 2663 2677 33.9 25.0 33.9 0 2 0 1,881.7858
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% SFSIIGDFQNGK 69 80 26.3 26.0 8.0 2 0 0 1,312.6533
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% SFSIIGDFQNGKR 69 81 54.6 27.3 16.9 2 1 0 1,468.7544
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% LSGEAYGFVAR 129 139 73.5 27.4 61.6 2 0 0 1,169.5949
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% GLWEQCQLLK 220 229 28.5 28.1 18.5 2 0 0 1,274.6564
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% TCQSLHINEMCQER 311 324 41.4 25.0 41.4 2 2 0 1,821.7678
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% SVTVRLPGLHNSLVK 443 457 32.8 25.0 17.7 2 2 0 1,619.9592
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% LPGLHNSLVK 448 457 20.0 25.2 14.9 2 0 0 1,077.6416
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% HGAGVAMDGQDVQLPLLK 460 477 40.4 28.0 25.5 2 2 0 1,864.9590
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% VEDFGNAWK 546 554 44.2 25.9 34.2 2 0 0 1,065.5000
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% YIILLLGK 961 968 25.5 25.0 25.5 2 0 0 932.6181
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% CLPSACEVVTGSPR 2494 2507 78.3 25.6 76.7 2 0 0 1,532.7197
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% VKEEVFIQQR 2536 2545 26.3 27.0 11.1 1 0 0 1,275.7056
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% CLPTACTIQLR 2644 2654 37.8 28.3 22.5 2 0 0 1,332.6765
C_16 von Willebrand factor VWF_HUMAN 309,251 14 18 33 5.26% RDETLQDGCDTHFCK 2663 2677 24.6 25.0 24.6 0 1 0 1,881.7858
C_17 von Willebrand factor VWF_HUMAN 309,251 11 14 26 3.80% SFSIIGDFQNGK 69 80 33.0 26.6 13.8 2 0 0 1,312.6533
C_17 von Willebrand factor VWF_HUMAN 309,251 11 14 26 3.80% SFSIIGDFQNGKR 69 81 53.9 27.6 21.5 2 1 0 1,468.7544
C_17 von Willebrand factor VWF_HUMAN 309,251 11 14 26 3.80% LSGEAYGFVAR 129 139 67.2 27.4 59.7 2 0 0 1,169.5949
C_17 von Willebrand factor VWF_HUMAN 309,251 11 14 26 3.80% GLWEQCQLLK 220 229 37.9 28.1 24.3 2 0 0 1,274.6564
C_17 von Willebrand factor VWF_HUMAN 309,251 11 14 26 3.80% TCQSLHINEMCQER 311 324 38.6 25.0 33.8 2 4 0 1,821.7678
C_17 von Willebrand factor VWF_HUMAN 309,251 11 14 26 3.80% SVTVRLPGLHNSLVK 443 457 25.1 25.0 25.1 0 2 0 1,619.9592
C_17 von Willebrand factor VWF_HUMAN 309,251 11 14 26 3.80% LPGLHNSLVK 448 457 28.6 25.2 22.0 2 0 0 1,077.6416
C_17 von Willebrand factor VWF_HUMAN 309,251 11 14 26 3.80% VEDFGNAWK 546 554 42.5 25.9 32.5 2 0 0 1,065.5000
C_17 von Willebrand factor VWF_HUMAN 309,251 11 14 26 3.80% AVSPLPYLR 598 606 31.6 28.6 11.0 1 0 0 1,015.5935
C_17 von Willebrand factor VWF_HUMAN 309,251 11 14 26 3.80% CLPTACTIQLR 2644 2654 37.6 28.2 20.8 2 0 0 1,332.6765
C_17 von Willebrand factor VWF_HUMAN 309,251 11 14 26 3.80% RDETLQDGCDTHFCK 2663 2677 38.5 25.0 38.5 0 2 0 1,881.7858
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% SFSIIGDFQNGK 69 80 45.4 26.1 13.0 2 0 0 1,312.6533
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% SFSIIGDFQNGKR 69 81 51.9 27.4 12.5 2 2 0 1,468.7544
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% GLYLETEAGYYK 117 128 49.2 27.6 41.0 1 0 0 1,406.6839
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% LSGEAYGFVAR 129 139 66.5 27.4 55.1 2 0 0 1,169.5949
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% GLWEQCQLLK 220 229 33.5 28.1 23.4 1 0 0 1,274.6564
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% TCQSLHINEMCQER 311 324 27.6 25.0 27.6 2 2 0 1,821.7678
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% SVTVRLPGLHNSLVK 443 457 17.3 25.0 16.1 0 1 0 1,619.9592
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% LPGLHNSLVK 448 457 27.4 25.2 20.2 1 0 0 1,077.6416
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% HGAGVAMDGQDVQLPLLK 460 477 51.8 27.8 48.9 2 0 0 1,864.9590
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% VEDFGNAWK 546 554 62.7 25.7 48.4 2 0 0 1,065.5000
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% AVSPLPYLR 598 606 31.9 28.6 12.4 1 0 0 1,015.5935
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% GQVYLQCGTPCNLTCR 655 670 63.9 25.0 59.6 2 0 0 1,926.8621
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% CLPSACEVVTGSPR 2494 2507 67.9 25.6 65.3 2 0 0 1,532.7197
C_18 von Willebrand factor VWF_HUMAN 309,251 14 16 27 5.55% RDETLQDGCDTHFCK 2663 2677 38.3 25.0 38.3 0 2 0 1,881.7858
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% RSFSIIGDFQNGK 68 80 41.3 27.6 5.8 2 2 0 1,468.7544
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% RSFSIIGDFQNGKR 68 81 57.2 27.7 24.5 2 2 0 1,624.8555
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% SFSIIGDFQNGK 69 80 75.8 26.1 30.1 2 0 0 1,312.6533
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% SFSIIGDFQNGKR 69 81 63.5 27.4 25.2 2 0 0 1,468.7544
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% GLYLETEAGYYK 117 128 64.9 27.5 50.8 2 0 0 1,406.6839
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% LSGEAYGFVAR 129 139 87.7 27.2 78.5 14 0 0 1,169.5949
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% IDGSGNFQVLLSDR 140 153 81.1 28.5 68.3 2 0 0 1,520.7705
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% ASPPSSSCNISSGEMQK 203 219 23.4 25.0 20.8 1 0 0 1,766.7684
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% GLWEQCQLLK 220 229 45.0 28.1 24.5 2 0 0 1,274.6564
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% CHPLVDPEPFVALCEK 237 252 49.9 26.5 41.7 2 2 0 1,910.9142
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% TCQSLHINEMCQER 311 324 66.2 25.0 62.0 5 4 0 1,805.7729
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% YPPGTSLSR 357 365 40.3 28.0 24.8 5 0 0 977.5051
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% NSQWICSNEECPGECLVTGQSHFK 374 397 55.1 25.0 53.2 0 2 0 2,867.2183
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% SVTVRLPGLHNSLVK 443 457 43.5 25.0 42.3 1 7 0 1,619.9592
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% LPGLHNSLVK 448 457 56.3 25.2 45.3 2 0 0 1,077.6416
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% LKHGAGVAMDGQDVQLPLLK 458 477 66.7 26.2 59.5 2 2 1 2,106.1381
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% HGAGVAMDGQDVQLPLLK 460 477 71.6 27.8 45.1 5 5 0 1,864.9590
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% LSYGEDLQMDWDGR 492 505 60.5 25.0 56.3 2 0 0 1,700.7224
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% LSYGEDLQMDWDGRGR 492 507 56.1 25.0 48.0 0 2 0 1,913.8450
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% LLVKLSPVYAGK 508 519 62.0 25.0 56.3 2 0 0 1,287.8036
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% TCGLCGNYNGNQGDDFLTPSGLAEPR 520 545 48.0 25.0 48.0 0 2 0 2,813.2258
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% VEDFGNAWK 546 554 49.7 25.7 27.8 3 0 0 1,065.5000
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% LHGDCQDLQKQHSDPCALNPR 555 575 40.5 25.0 34.9 0 2 1 2,489.1413
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% FSEEACAVLTSPTFEACHR 579 597 67.5 25.0 64.7 0 2 0 2,211.9798
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% AVSPLPYLR 598 606 39.1 28.6 17.8 2 0 0 1,015.5935
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% YDVCSCSDGR 610 619 25.7 25.0 25.7 1 0 0 1,218.4515
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% ECLCGALASYAAACAGR 620 636 109.0 25.0 109.0 2 0 0 1,800.7826
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% GQVYLQCGTPCNLTCR 655 670 88.3 25.0 88.3 2 0 0 1,926.8621
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% ILTSDVFQDCNK 1062 1073 59.2 26.0 45.6 2 0 0 1,439.6837
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% YAGSQVASTSEVLK 1349 1362 78.3 27.3 69.2 2 0 0 1,439.7376
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% ILAGPAGDSNVVK 1838 1850 27.4 25.1 18.8 1 0 0 1,240.6897
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% CLPSACEVVTGSPR 2494 2507 83.8 25.3 80.7 2 0 0 1,532.7197
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% VKEEVFIQQR 2536 2545 35.4 27.7 31.3 1 0 0 1,275.7056
C_19 von Willebrand factor VWF_HUMAN 309,251 34 46 111 14.40% CLPTACTIQLR 2644 2654 44.8 27.9 28.6 2 0 0 1,332.6765
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% SFSIIGDFQNGK 69 80 73.4 26.0 8.9 2 0 0 1,312.6533



C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% SFSIIGDFQNGKR 69 81 61.8 27.4 5.6 2 2 0 1,468.7544
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% GLYLETEAGYYK 117 128 66.0 27.4 50.9 2 0 0 1,406.6839
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% LSGEAYGFVAR 129 139 90.7 27.3 71.7 4 0 0 1,169.5949
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% IDGSGNFQVLLSDR 140 153 43.7 28.5 30.0 2 0 0 1,520.7705
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% CHPLVDPEPFVALCEK 237 252 31.2 26.6 27.0 0 1 0 1,910.9142
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% TCQSLHINEMCQER 311 324 39.2 25.0 31.6 3 5 0 1,805.7729
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% RYPPGTSLSR 356 365 25.8 28.1 19.6 1 0 0 1,133.6062
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% YPPGTSLSR 357 365 51.7 27.9 41.9 6 0 0 977.5051
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% SVTVRLPGLHNSLVK 443 457 53.2 25.0 28.6 2 2 0 1,619.9592
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% LPGLHNSLVK 448 457 39.8 25.2 28.1 3 0 0 1,077.6416
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% HGAGVAMDGQDVQLPLLK 460 477 73.9 27.8 62.6 2 2 0 1,864.9590
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% VEDFGNAWK 546 554 62.2 25.9 48.5 4 0 0 1,065.5000
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% AVSPLPYLR 598 606 30.9 28.6 12.4 2 0 0 1,015.5935
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% GQVYLQCGTPCNLTCR 655 670 67.1 25.0 64.3 2 0 0 1,926.8621
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% ILTSDVFQDCNK 1062 1073 57.3 26.0 50.8 2 0 0 1,439.6837
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% YAGSQVASTSEVLK 1349 1362 82.8 27.5 76.7 2 0 0 1,439.7376
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% ILAGPAGDSNVVK 1838 1850 31.6 25.0 23.9 2 0 0 1,240.6897
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% TNGVCVDWR 2186 2194 46.1 25.0 33.9 2 0 0 1,106.5048
C_20 von Willebrand factor VWF_HUMAN 309,251 20 26 59 7.79% CLPSACEVVTGSPR 2494 2507 74.1 25.6 68.0 2 0 0 1,532.7197
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% SFSIIGDFQNGK 69 80 48.1 26.2 15.6 2 0 0 1,312.6533
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% SFSIIGDFQNGKR 69 81 60.8 27.5 32.0 2 0 0 1,468.7544
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% LSGEAYGFVAR 129 139 67.7 27.2 59.6 2 0 0 1,169.5949
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% GLWEQCQLLK 220 229 42.2 27.9 32.9 2 0 0 1,274.6564
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% TCQSLHINEMCQER 311 324 33.9 25.0 31.2 2 1 0 1,821.7678
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% SVTVRLPGLHNSLVK 443 457 22.3 25.0 13.9 0 1 0 1,619.9592
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% LPGLHNSLVK 448 457 21.5 25.0 14.3 1 0 0 1,077.6416
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% LKHGAGVAMDGQDVQLPLLK 458 477 47.4 26.1 40.4 0 1 0 2,106.1381
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% HGAGVAMDGQDVQLPLLK 460 477 66.3 27.8 64.7 2 2 0 1,864.9590
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% AVSPLPYLR 598 606 30.0 28.4 12.4 1 0 0 1,015.5935
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% GQVYLQCGTPCNLTCR 655 670 53.8 25.0 53.7 2 0 0 1,926.8621
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% LSEAEFEVLK 1288 1297 50.2 27.5 42.5 2 0 0 1,164.6147
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% YAGSQVASTSEVLK 1349 1362 66.9 26.9 59.0 2 0 0 1,439.7376
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% VIVIPVGIGPHANLK 1409 1423 19.3 25.0 16.2 0 2 0 1,526.9419
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% ILAGPAGDSNVVK 1838 1850 25.5 25.1 20.4 1 0 0 1,240.6897
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% TNGVCVDWR 2186 2194 24.2 25.0 18.0 1 0 0 1,106.5048
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% APTCGLCEVAR 2301 2311 59.3 25.0 57.6 2 0 0 1,233.5716
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% SGFTYVLHEGECCGR 2479 2493 37.2 25.0 37.2 0 2 0 1,771.7528
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% VKEEVFIQQR 2536 2545 44.4 27.0 39.5 2 0 0 1,275.7056
C_21 von Willebrand factor VWF_HUMAN 309,251 20 22 36 7.82% RDETLQDGCDTHFCK 2663 2677 34.0 25.0 34.0 0 1 0 1,881.7858
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% SFSIIGDFQNGK 69 80 38.8 26.2 8.8 1 0 0 1,312.6533
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% SFSIIGDFQNGKR 69 81 32.9 27.5 9.5 2 0 0 1,468.7544
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% GLWEQCQLLK 220 229 23.8 28.3 2.2 1 0 0 1,274.6564
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% TCQSLHINEMCQER 311 324 26.2 25.0 24.0 0 2 0 1,821.7678
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% SVTVRLPGLHNSLVK 443 457 25.7 25.0 14.8 0 1 0 1,619.9592
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% HGAGVAMDGQDVQLPLLK 460 477 36.6 28.0 26.8 1 2 0 1,864.9590
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% VEDFGNAWK 546 554 46.6 25.3 29.8 2 0 0 1,065.5000
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% AVSPLPYLR 598 606 31.2 28.6 12.4 1 0 0 1,015.5935
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% LVCPADNLR 774 782 33.5 26.5 26.8 1 0 0 1,057.5460
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% KVPLDSSPATCHNNIMK 1036 1052 27.5 27.1 19.7 0 2 0 1,927.9366
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% SKEFMEEVIQR 1517 1527 38.5 26.5 32.6 2 0 0 1,411.6887
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% WTCPCVCTGSSTR 1944 1956 29.8 25.0 29.8 2 0 0 1,571.6400
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% HIVTFDGQNFK 1957 1967 37.0 27.9 23.8 2 0 0 1,305.6587
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% EQDLEVILHNGACSPGAR 1981 1998 24.5 27.0 23.8 0 1 0 1,965.9449
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% TNGVCVDWR 2186 2194 36.4 25.0 26.1 2 0 0 1,106.5048
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% CLPSACEVVTGSPR 2494 2507 67.8 25.7 52.0 2 0 0 1,532.7197
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% VKEEVFIQQR 2536 2545 32.1 27.0 16.2 2 0 0 1,275.7056
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% CLPTACTIQLR 2644 2654 54.7 28.2 36.1 2 0 0 1,332.6765
C_22 von Willebrand factor VWF_HUMAN 309,251 19 20 32 8.03% RDETLQDGCDTHFCK 2663 2677 43.2 25.0 43.2 0 1 0 1,881.7858
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% SFSIIGDFQNGK 69 80 48.3 26.6 19.1 2 0 0 1,312.6533
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% SFSIIGDFQNGKR 69 81 35.9 27.4 12.3 2 0 0 1,468.7544
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% GLYLETEAGYYK 117 128 60.8 27.7 45.9 2 0 0 1,406.6839
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% GLWEQCQLLK 220 229 37.1 28.1 23.7 2 0 0 1,274.6564
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% TCQSLHINEMCQER 311 324 36.6 25.0 36.6 1 2 0 1,821.7678
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% SVTVRLPGLHNSLVK 443 457 23.1 25.0 21.5 2 0 0 1,619.9592
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% HGAGVAMDGQDVQLPLLK 460 477 47.0 28.0 32.6 1 2 0 1,864.9590
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% VEDFGNAWK 546 554 29.0 25.9 16.4 2 0 0 1,065.5000
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% AVSPLPYLR 598 606 25.4 28.6 11.8 1 0 0 1,015.5935
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% GQVYLQCGTPCNLTCR 655 670 42.0 25.0 42.0 2 0 0 1,926.8621
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% CPCFHQGKEYAPGETVK 827 843 26.1 25.0 26.1 0 1 0 2,007.9054
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% ILTSDVFQDCNK 1062 1073 28.7 26.1 14.4 1 0 0 1,439.6837
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% TATLCPQSCEER 1122 1133 25.1 25.0 20.2 2 0 0 1,451.6255
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% AFVVDMMER 1298 1306 25.4 25.1 15.4 2 0 0 1,097.5118
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% YTLFQIFSK 1363 1371 28.8 29.1 21.7 1 0 0 1,146.6194
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% KVIVIPVGIGPHANLK 1408 1423 22.5 25.0 22.5 0 1 0 1,655.0369
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% VIVIPVGIGPHANLK 1409 1423 19.4 25.0 18.7 0 1 0 1,526.9419
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% EAPDLVLQR 1660 1668 26.7 25.7 22.8 2 0 0 1,040.5736
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% AHLLSLVDVMQR 1752 1763 53.3 27.6 49.0 2 0 0 1,397.7571
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% EGGPSQIGDALGFAVR 1764 1779 53.6 28.5 42.1 2 0 0 1,573.7971
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% ILAGPAGDSNVVK 1838 1850 35.0 25.0 14.4 2 0 0 1,240.6897
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% GLRPSCPNSQSPVK 1922 1935 27.6 27.1 22.1 1 0 0 1,526.7745
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% GLRPSCPNSQSPVKVEETCGCR 1922 1943 39.6 25.0 39.6 0 2 1 2,518.1597
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% WTCPCVCTGSSTR 1944 1956 41.8 25.0 39.8 2 0 0 1,571.6400
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% HIVTFDGQNFK 1957 1967 34.1 28.2 28.1 1 0 0 1,305.6587
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% TNGVCVDWR 2186 2194 36.5 25.0 29.6 2 0 0 1,106.5048
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% APTCGLCEVAR 2301 2311 40.4 25.0 34.9 2 0 0 1,233.5716
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% SGFTYVLHEGECCGR 2479 2493 38.4 25.0 38.4 2 0 0 1,771.7528
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% CLPSACEVVTGSPR 2494 2507 69.5 25.5 57.0 2 0 0 1,532.7197
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% VKEEVFIQQR 2536 2545 40.2 27.4 26.0 2 0 0 1,275.7056
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% CLPTACTIQLR 2644 2654 56.4 28.3 32.6 2 0 0 1,332.6765
C_23 von Willebrand factor VWF_HUMAN 309,251 32 35 59 13.20% RDETLQDGCDTHFCK 2663 2677 28.8 25.0 28.8 0 2 0 1,881.7858
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% SFSIIGDFQNGK 69 80 52.8 26.1 19.6 2 0 0 1,312.6533
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% SFSIIGDFQNGKR 69 81 47.4 27.4 23.6 2 0 0 1,468.7544
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% GLYLETEAGYYK 117 128 67.6 27.7 50.3 2 0 0 1,406.6839
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% LSGEAYGFVAR 129 139 75.1 27.2 65.8 2 0 0 1,169.5949
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% IDGSGNFQVLLSDR 140 153 69.1 28.5 69.1 2 0 0 1,520.7705
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% TCQSLHINEMCQER 311 324 19.0 25.0 16.2 1 2 0 1,821.7678
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% SVTVRLPGLHNSLVK 443 457 38.7 25.0 21.3 1 0 0 1,619.9592
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% LKHGAGVAMDGQDVQLPLLK 458 477 31.2 25.9 24.6 0 2 0 2,106.1381
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% HGAGVAMDGQDVQLPLLK 460 477 53.3 27.8 27.1 2 2 0 1,864.9590
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% VEDFGNAWK 546 554 43.8 25.7 31.0 2 0 0 1,065.5000
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% GQVYLQCGTPCNLTCR 655 670 69.0 25.0 66.7 2 0 0 1,926.8621
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% CPCFHQGKEYAPGETVK 827 843 33.7 25.0 33.7 0 1 0 2,007.9054
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% ALSVVWDR 969 976 36.8 28.6 4.6 2 0 0 945.5152
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% KVPLDSSPATCHNNIMK 1036 1052 26.6 26.9 24.0 1 0 0 1,927.9366
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% ILTSDVFQDCNK 1062 1073 56.7 26.1 36.0 2 0 0 1,439.6837
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% TATLCPQSCEER 1122 1133 19.3 25.0 6.5 1 0 0 1,451.6255
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% LSEAEFEVLK 1288 1297 68.8 27.5 60.7 2 0 0 1,164.6147
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% AFVVDMMER 1298 1306 40.3 25.0 34.1 2 0 0 1,097.5118
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% YAGSQVASTSEVLK 1349 1362 85.9 27.4 80.2 2 0 0 1,439.7376
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% YTLFQIFSK 1363 1371 38.4 29.1 29.1 2 0 0 1,146.6194
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% KVIVIPVGIGPHANLK 1408 1423 35.5 25.0 35.5 0 2 0 1,655.0369
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% VIVIPVGIGPHANLK 1409 1423 57.6 25.0 57.5 2 0 0 1,526.9419



C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% AFVLSSVDELEQQR 1437 1450 37.0 28.7 14.2 2 0 0 1,620.8228
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% SKEFMEEVIQR 1517 1527 36.5 26.5 30.6 2 1 0 1,411.6887
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% EAPDLVLQR 1660 1668 30.6 25.5 24.7 2 0 0 1,040.5736
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% AHLLSLVDVMQR 1752 1763 63.6 27.6 55.2 2 2 0 1,397.7571
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% EGGPSQIGDALGFAVR 1764 1779 58.1 28.2 46.9 2 0 0 1,573.7971
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% ILAGPAGDSNVVK 1838 1850 26.4 25.1 17.8 1 0 0 1,240.6897
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% GLRPSCPNSQSPVK 1922 1935 24.1 27.5 21.2 2 0 0 1,526.7745
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% GLRPSCPNSQSPVKVEETCGCR 1922 1943 35.7 25.0 35.7 0 1 2 2,518.1597
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% WTCPCVCTGSSTR 1944 1956 41.5 25.0 41.5 2 0 0 1,571.6400
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% HIVTFDGQNFK 1957 1967 41.5 27.9 38.6 2 0 0 1,305.6587
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% LTGSCSYVLFQNK 1968 1980 45.1 26.5 0.0 2 0 0 1,516.7465
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% EQDLEVILHNGACSPGAR 1981 1998 48.3 26.7 43.3 0 2 0 1,965.9449
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% DGTVTTDWK 2100 2108 30.7 25.0 18.5 1 0 0 1,022.4791
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% TNGVCVDWR 2186 2194 26.6 25.0 26.6 2 0 0 1,106.5048
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% APTCGLCEVAR 2301 2311 41.5 25.0 39.7 2 0 0 1,233.5716
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% SGFTYVLHEGECCGR 2479 2493 53.2 25.0 53.2 2 0 0 1,771.7528
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% CLPSACEVVTGSPR 2494 2507 68.7 25.4 61.3 2 0 0 1,532.7197
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% VKEEVFIQQR 2536 2545 46.8 27.7 23.6 2 0 0 1,275.7056
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% CLPTACTIQLR 2644 2654 31.6 27.9 13.7 1 0 0 1,332.6765
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% RDETLQDGCDTHFCK 2663 2677 58.1 25.0 58.1 0 2 0 1,881.7858
C_24 von Willebrand factor VWF_HUMAN 309,251 43 48 85 18.00% VNERGEYFWEK 2678 2688 17.6 25.1 10.7 0 1 0 1,456.6855
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% SFSIIGDFQNGK 69 80 39.4 26.0 10.2 2 0 0 1,312.6533
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% SFSIIGDFQNGKR 69 81 45.8 27.4 15.8 2 0 0 1,468.7544
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% GLYLETEAGYYK 117 128 78.5 27.7 63.2 2 0 0 1,406.6839
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% LSGEAYGFVAR 129 139 75.8 27.2 66.3 2 0 0 1,169.5949
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% IDGSGNFQVLLSDR 140 153 71.6 28.5 64.8 2 0 0 1,520.7705
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% GLWEQCQLLK 220 229 50.1 27.9 36.2 2 0 0 1,274.6564
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% TCQSLHINEMCQER 311 324 22.9 25.0 22.9 1 3 0 1,821.7678
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% LKHGAGVAMDGQDVQLPLLK 458 477 36.7 25.9 34.1 0 2 0 2,106.1381
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% HGAGVAMDGQDVQLPLLK 460 477 45.8 27.9 43.0 2 0 0 1,864.9590
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% VEDFGNAWK 546 554 35.1 25.9 18.6 2 0 0 1,065.5000
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% LHGDCQDLQKQHSDPCALNPR 555 575 25.2 25.0 23.1 0 0 1 2,489.1413
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% FSEEACAVLTSPTFEACHR 579 597 37.5 25.0 33.7 0 1 0 2,211.9798
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% GQVYLQCGTPCNLTCR 655 670 64.9 25.0 61.5 2 0 0 1,926.8621
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% CPCFHQGKEYAPGETVK 827 843 17.0 25.0 17.0 0 1 0 2,007.9054
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% KVPLDSSPATCHNNIMK 1036 1052 23.5 27.1 23.5 2 0 0 1,927.9366
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% ILTSDVFQDCNK 1062 1073 72.9 26.0 70.9 2 0 0 1,439.6837
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% NLRENGYECEWR 1134 1145 20.9 25.0 2.4 1 0 0 1,625.7125
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% AFVVDMMER 1298 1306 29.3 25.0 18.6 4 0 0 1,129.5017
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% VAVVEYHDGSHAYIGLK 1316 1332 23.4 27.5 21.5 0 1 0 1,857.9494
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% VAVVEYHDGSHAYIGLKDR 1316 1334 30.1 27.5 27.8 0 2 0 2,129.0775
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% YAGSQVASTSEVLK 1349 1362 82.8 27.1 71.4 2 0 0 1,439.7376
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% YTLFQIFSK 1363 1371 31.0 29.1 23.4 2 0 0 1,146.6194
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% ITLLLMASQEPQR 1380 1392 41.5 27.8 30.6 2 0 0 1,515.8202
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% KVIVIPVGIGPHANLK 1408 1423 38.1 25.0 38.1 0 2 0 1,655.0369
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% VIVIPVGIGPHANLK 1409 1423 55.5 25.0 55.5 2 0 0 1,526.9419
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% AFVLSSVDELEQQR 1437 1450 56.4 28.4 41.7 2 0 0 1,620.8228
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% SKEFMEEVIQR 1517 1527 69.1 26.0 61.2 2 0 0 1,411.6887
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% YLSDHSFLVSQGDR 1584 1597 81.1 26.7 70.7 2 2 0 1,623.7762
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% EAPDLVLQR 1660 1668 30.5 25.6 19.6 2 0 0 1,040.5736
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% AHLLSLVDVMQR 1752 1763 71.2 27.6 61.0 3 4 0 1,397.7571
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% EGGPSQIGDALGFAVR 1764 1779 60.4 28.4 56.4 2 1 0 1,573.7971
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% ILAGPAGDSNVVK 1838 1850 64.9 25.1 47.4 2 0 0 1,240.6897
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% ILAGPAGDSNVVKLQR 1838 1853 39.4 25.0 33.1 0 2 0 1,637.9335
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% GLRPSCPNSQSPVK 1922 1935 19.7 27.3 16.1 0 1 0 1,526.7745
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% GLRPSCPNSQSPVKVEETCGCR 1922 1943 54.9 25.0 54.9 0 2 2 2,518.1597
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% WTCPCVCTGSSTR 1944 1956 43.7 25.0 43.7 2 0 0 1,571.6400
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% HIVTFDGQNFK 1957 1967 44.6 28.1 43.0 2 0 0 1,305.6587
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% LTGSCSYVLFQNK 1968 1980 69.5 26.9 0.0 2 0 0 1,516.7465
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% EQDLEVILHNGACSPGAR 1981 1998 47.3 27.0 38.3 0 2 0 1,965.9449
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% TNGVCVDWR 2186 2194 30.2 25.0 20.5 2 0 0 1,106.5048
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% SGFTYVLHEGECCGR 2479 2493 66.7 25.0 64.4 2 0 0 1,771.7528
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% CLPSACEVVTGSPR 2494 2507 56.7 25.5 51.0 2 0 0 1,532.7197
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% VKEEVFIQQR 2536 2545 48.5 27.0 39.1 1 0 0 1,275.7056
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% TTCNPCPLGYKEENNTGECCGR 2622 2643 23.3 25.0 23.3 0 1 0 2,617.0537
C_25 von Willebrand factor VWF_HUMAN 309,251 45 54 96 19.40% CLPTACTIQLR 2644 2654 51.1 28.2 33.4 2 0 0 1,332.6765
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% SFSIIGDFQNGK 69 80 72.6 26.3 34.2 2 0 0 1,312.6533
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% SFSIIGDFQNGKR 69 81 40.6 27.6 10.1 2 1 0 1,468.7544
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% GLYLETEAGYYK 117 128 71.8 27.7 56.9 2 0 0 1,406.6839
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% LSGEAYGFVAR 129 139 76.4 27.2 70.7 2 0 0 1,169.5949
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% IDGSGNFQVLLSDR 140 153 67.4 28.5 61.9 2 0 0 1,520.7705
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% GLWEQCQLLK 220 229 51.2 28.3 23.2 2 0 0 1,274.6564
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% CHPLVDPEPFVALCEK 237 252 22.0 26.6 18.2 1 0 0 1,910.9142
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% TCQSLHINEMCQER 311 324 31.1 25.0 31.0 1 4 0 1,821.7678
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% LKHGAGVAMDGQDVQLPLLK 458 477 43.3 25.9 34.1 0 2 0 2,106.1381
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% HGAGVAMDGQDVQLPLLK 460 477 51.8 27.9 31.9 2 3 0 1,864.9590
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% LSYGEDLQMDWDGR 492 505 47.9 25.0 47.9 1 0 0 1,700.7224
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% FSEEACAVLTSPTFEACHR 579 597 65.8 25.0 62.0 0 2 0 2,211.9798
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% ECLCGALASYAAACAGR 620 636 63.4 25.0 63.4 2 1 0 1,800.7826
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% GQVYLQCGTPCNLTCR 655 670 55.1 25.0 51.0 2 0 0 1,926.8621
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% ALSVVWDR 969 976 41.9 28.6 19.0 2 0 0 945.5152
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% KVPLDSSPATCHNNIMK 1036 1052 27.8 26.9 21.6 1 0 0 1,927.9366
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% VPLDSSPATCHNNIMK 1037 1052 16.9 25.2 3.8 0 1 0 1,799.8416
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% ILTSDVFQDCNK 1062 1073 43.5 26.0 38.9 2 0 0 1,439.6837
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% NLRENGYECEWR 1134 1145 40.7 25.0 16.2 2 0 0 1,625.7125
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% LLDLVFLLDGSSR 1275 1287 92.9 26.7 16.5 2 0 0 1,447.8157
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% LSEAEFEVLK 1288 1297 49.6 27.5 39.8 2 0 0 1,164.6147
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% AFVVDMMER 1298 1306 45.7 25.0 45.7 3 0 0 1,129.5017
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% VAVVEYHDGSHAYIGLK 1316 1332 53.1 27.4 48.8 2 0 0 1,857.9494
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% VAVVEYHDGSHAYIGLKDR 1316 1334 44.2 27.3 38.0 0 2 0 2,129.0775
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% YAGSQVASTSEVLK 1349 1362 108.0 27.3 103.0 2 0 0 1,439.7376
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% ITLLLMASQEPQR 1380 1392 40.1 27.8 32.1 1 0 0 1,515.8202
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% KKVIVIPVGIGPHANLK 1407 1423 35.2 25.0 35.2 0 1 0 1,783.1319
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% KVIVIPVGIGPHANLK 1408 1423 45.9 25.0 45.9 0 2 0 1,655.0369
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% VIVIPVGIGPHANLK 1409 1423 64.4 25.0 64.4 2 0 0 1,526.9419
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% AFVLSSVDELEQQR 1437 1450 73.8 28.7 57.3 1 0 0 1,620.8228
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% NSMVLDVAFVLEGSDK 1493 1508 124.0 26.6 118.0 2 0 0 1,739.8522
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% SKEFMEEVIQR 1517 1527 59.6 26.5 51.8 4 0 0 1,411.6887
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% EFMEEVIQR 1519 1527 36.8 25.5 25.8 2 0 0 1,196.5617
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% YLSDHSFLVSQGDR 1584 1597 84.3 26.2 72.9 2 0 0 1,623.7762
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% RLPGDIQVVPIGVGPNANVQELER 1618 1641 76.1 25.0 75.1 0 2 0 2,570.4052
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% EAPDLVLQR 1660 1668 35.5 25.6 28.0 2 0 0 1,040.5736
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% AHLLSLVDVMQR 1752 1763 72.2 27.1 64.7 4 4 0 1,397.7571
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% EGGPSQIGDALGFAVR 1764 1779 52.4 28.3 38.6 2 2 0 1,573.7971
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% AVVILVTDVSVDSVDAAADAAR 1795 1816 85.7 26.9 79.9 0 2 0 2,157.1398
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% VTVFPIGIGDRYDAAQLR 1820 1837 34.7 26.8 26.1 0 2 0 1,991.0711
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% ILAGPAGDSNVVK 1838 1850 62.9 25.1 49.8 3 0 0 1,240.6897
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% ILAGPAGDSNVVKLQR 1838 1853 25.4 25.0 24.4 0 2 0 1,637.9335
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% GLRPSCPNSQSPVK 1922 1935 37.3 27.1 27.1 2 2 0 1,526.7745
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% GLRPSCPNSQSPVKVEETCGCR 1922 1943 51.3 25.0 49.4 0 2 2 2,518.1597
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% WTCPCVCTGSSTR 1944 1956 54.0 25.0 54.0 2 0 0 1,571.6400
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% HIVTFDGQNFK 1957 1967 48.0 28.2 47.6 2 0 0 1,305.6587



C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% LTGSCSYVLFQNK 1968 1980 51.5 26.7 0.0 2 0 0 1,516.7465
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% EQDLEVILHNGACSPGAR 1981 1998 48.3 26.7 48.0 0 2 0 1,965.9449
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% HSALSVELHSDMEVTVNGR 2009 2027 39.5 26.2 36.6 0 2 0 2,097.0030
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% TNGVCVDWR 2186 2194 41.3 25.0 34.0 2 0 0 1,106.5048
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% SGFTYVLHEGECCGR 2479 2493 46.3 25.0 46.3 2 2 0 1,771.7528
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% CLPSACEVVTGSPR 2494 2507 79.4 25.6 71.9 2 2 0 1,532.7197
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% VKEEVFIQQR 2536 2545 27.4 27.7 15.3 2 0 0 1,275.7056
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% CMVQVGVISGFK 2605 2616 46.0 27.1 43.2 2 0 0 1,340.6702
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% CMVQVGVISGFKLECR 2605 2620 25.7 26.4 25.7 0 1 0 1,898.9287
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% KTTCNPCPLGYKEENNTGECCGR 2621 2643 47.7 25.0 47.7 0 2 2 2,745.1487
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% TTCNPCPLGYK 2622 2632 29.1 25.0 19.9 2 0 0 1,310.5870
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% TTCNPCPLGYKEENNTGECCGR 2622 2643 42.3 25.0 42.3 0 2 0 2,617.0537
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% CLPTACTIQLR 2644 2654 59.1 28.4 41.8 2 0 0 1,332.6765
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% RDETLQDGCDTHFCK 2663 2677 33.9 25.0 33.9 2 0 1 1,881.7858
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% DETLQDGCDTHFCK 2664 2677 42.0 25.0 42.0 2 0 0 1,725.6847
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% VNERGEYFWEK 2678 2688 30.3 25.1 28.4 1 1 0 1,456.6855
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% GEYFWEK 2682 2688 30.5 25.0 25.8 2 0 0 958.4305
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% IPGTCCDTCEEPECNDITAR 2711 2730 70.8 25.0 70.8 2 2 0 2,397.9418
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% VGSCKSEVEVDIHYCQGK 2736 2753 36.0 25.0 30.0 0 2 0 2,094.9585
C_26 von Willebrand factor VWF_HUMAN 309,251 66 85 158 26.70% SEVEVDIHYCQGK 2741 2753 68.8 25.0 51.2 2 1 0 1,563.7109
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% SFSIIGDFQNGK 69 80 41.3 26.0 18.5 2 0 0 1,312.6533
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% SFSIIGDFQNGKR 69 81 39.1 27.4 9.1 2 1 0 1,468.7544
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% GLYLETEAGYYK 117 128 65.1 27.5 55.8 2 0 0 1,406.6839
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% LSGEAYGFVAR 129 139 67.7 27.2 57.7 2 0 0 1,169.5949
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% IDGSGNFQVLLSDR 140 153 47.2 28.5 36.0 2 0 0 1,520.7705
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% GLWEQCQLLK 220 229 45.6 28.4 29.2 2 0 0 1,274.6564
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% TCQSLHINEMCQER 311 324 39.8 25.0 39.4 1 3 0 1,821.7678
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% SVTVRLPGLHNSLVK 443 457 25.2 25.0 25.2 0 2 0 1,619.9592
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% LPGLHNSLVK 448 457 24.7 25.1 15.3 1 0 0 1,077.6416
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% LKHGAGVAMDGQDVQLPLLK 458 477 32.3 26.1 25.7 0 1 0 2,106.1381
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% HGAGVAMDGQDVQLPLLK 460 477 45.1 28.0 45.1 1 0 0 1,864.9590
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% GQVYLQCGTPCNLTCR 655 670 61.0 25.0 57.6 2 1 0 1,926.8621
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% LVCPADNLR 774 782 40.9 26.1 28.9 2 0 0 1,057.5460
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% LVCPADNLRAEGLECTK 774 790 47.2 27.2 41.5 2 0 0 1,945.9473
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% CPCFHQGKEYAPGETVK 827 843 37.8 25.0 37.8 2 2 0 2,007.9054
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% RPMKDETHFEVVESGR 945 960 49.0 26.8 34.1 2 2 4 1,932.9234
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% DETHFEVVESGR 949 960 43.3 25.0 38.4 2 2 0 1,404.6390
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% YIILLLGK 961 968 35.6 25.0 35.6 2 0 0 932.6181
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% ALSVVWDR 969 976 39.5 28.6 14.6 2 0 0 945.5152
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% KVPLDSSPATCHNNIMK 1036 1052 50.2 26.6 41.5 2 2 1 1,927.9366
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% KVPLDSSPATCHNNIMKQTMVDSSCR 1036 1061 21.0 25.0 18.3 0 0 1 3,008.3695
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% VPLDSSPATCHNNIMK 1037 1052 36.2 25.3 32.5 2 0 0 1,799.8416
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% ILTSDVFQDCNK 1062 1073 92.1 25.4 87.6 4 0 0 1,439.6837
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% TATLCPQSCEER 1122 1133 44.1 25.0 40.4 3 0 0 1,451.6255
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% NLRENGYECEWR 1134 1145 49.3 25.0 13.4 2 2 0 1,625.7125
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% ENGYECEWR 1137 1145 35.8 25.0 35.0 2 0 0 1,242.4844
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% ILDELLQTCVDPEDCPVCEVAGR 1182 1204 48.8 25.1 47.4 0 1 0 2,688.2318
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% ILDELLQTCVDPEDCPVCEVAGRR 1182 1205 75.0 25.8 70.9 0 2 0 2,844.3329
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% LLDLVFLLDGSSR 1275 1287 83.3 26.0 13.6 1 0 0 1,447.8157
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% LSEAEFEVLK 1288 1297 75.4 27.5 66.0 3 0 0 1,164.6147
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% AFVVDMMER 1298 1306 42.3 25.0 32.7 10 0 0 1,097.5118
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% VAVVEYHDGSHAYIGLK 1316 1332 43.3 27.7 34.5 0 4 0 1,857.9494
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% VAVVEYHDGSHAYIGLKDR 1316 1334 68.9 27.3 60.0 1 2 0 2,129.0775
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% IASQVKYAGSQVASTSEVLK 1343 1362 45.5 26.7 34.6 0 1 0 2,066.1128
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% YAGSQVASTSEVLK 1349 1362 102.0 27.5 99.2 2 0 0 1,439.7376
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% YTLFQIFSK 1363 1371 53.7 29.0 48.1 2 0 0 1,146.6194
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% ITLLLMASQEPQR 1380 1392 51.7 28.0 34.5 4 0 0 1,515.8202
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% KKVIVIPVGIGPHANLK 1407 1423 57.3 25.0 57.3 0 2 0 1,783.1319
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% VIVIPVGIGPHANLK 1409 1423 77.8 25.0 77.8 2 4 0 1,526.9419
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% NSMVLDVAFVLEGSDK 1493 1508 114.0 26.6 111.0 2 1 0 1,739.8522
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% SKEFMEEVIQR 1517 1527 71.3 25.7 63.8 4 1 0 1,411.6887
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% EFMEEVIQR 1519 1527 60.1 26.5 35.2 4 0 0 1,180.5667
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% YLSDHSFLVSQGDR 1584 1597 87.5 26.2 78.2 2 2 0 1,623.7762
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% EQAPNLVYMVTGNPASDEIK 1598 1617 113.0 26.6 112.0 2 2 0 2,192.0542
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% EQAPNLVYMVTGNPASDEIKR 1598 1618 64.6 27.2 63.3 0 2 0 2,348.1553
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% RLPGDIQVVPIGVGPNANVQELER 1618 1641 68.8 25.0 67.9 0 2 0 2,570.4052
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% LPGDIQVVPIGVGPNANVQELER 1619 1641 61.9 25.1 58.8 1 2 0 2,414.3041
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% EAPDLVLQR 1660 1668 35.8 26.1 30.4 4 0 0 1,040.5736
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% AFISKANIGPR 1716 1726 26.4 27.2 14.2 2 0 0 1,173.6739
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% AHLLSLVDVMQR 1752 1763 83.3 27.6 74.2 4 4 0 1,397.7571
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% EGGPSQIGDALGFAVR 1764 1779 61.6 28.2 50.6 3 1 0 1,573.7971
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% AVVILVTDVSVDSVDAAADAAR 1795 1816 61.1 26.8 54.7 1 0 0 2,157.1398
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% SNRVTVFPIGIGDR 1817 1830 24.4 27.1 13.9 1 1 0 1,530.8388
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% VTVFPIGIGDR 1820 1830 54.7 27.8 39.5 2 0 0 1,173.6628
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% VTVFPIGIGDRYDAAQLR 1820 1837 28.1 26.6 22.2 2 1 0 1,991.0711
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% ILAGPAGDSNVVK 1838 1850 85.0 25.1 70.3 6 0 0 1,240.6897
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% IEDLPTMVTLGNSFLHK 1854 1870 39.2 28.3 22.6 2 0 0 1,930.9946
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% GLRPSCPNSQSPVK 1922 1935 57.5 27.2 52.0 2 4 0 1,526.7745
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% GLRPSCPNSQSPVKVEETCGCR 1922 1943 65.1 25.0 65.1 0 2 1 2,518.1597
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% WTCPCVCTGSSTR 1944 1956 57.5 25.0 57.5 2 0 0 1,571.6400
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% HIVTFDGQNFK 1957 1967 25.7 27.9 23.2 2 0 0 1,305.6587
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% LTGSCSYVLFQNK 1968 1980 64.9 26.6 0.0 2 2 0 1,516.7465
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% EQDLEVILHNGACSPGAR 1981 1998 86.9 26.8 82.0 2 2 0 1,965.9449
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% DGTVTTDWK 2100 2108 38.5 25.0 23.7 3 0 0 1,022.4791
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% TNGVCVDWR 2186 2194 46.0 25.0 32.6 2 0 0 1,106.5048
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% TPDFCAMSCPPSLVYNHCEHGCPR 2195 2218 26.8 25.0 23.6 0 0 1 2,908.1730
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% HCDGNVSSCGDHPSEGCFCPPDK 2219 2241 41.0 25.0 41.0 0 2 2 2,618.9755
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% APTCGLCEVAR 2301 2311 65.8 25.0 63.5 3 0 0 1,233.5716
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% GLQPTLTNPGECRPNFTCACR 2343 2363 24.2 25.0 24.1 0 2 0 2,449.1172
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% SGFTYVLHEGECCGR 2479 2493 52.5 25.0 52.5 2 3 0 1,771.7528
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% CLPSACEVVTGSPR 2494 2507 48.5 25.4 43.5 4 2 0 1,532.7197
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% SVGSQWASPENPCLINECVR 2516 2535 77.3 25.0 74.4 2 2 0 2,303.0544
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% VKEEVFIQQR 2536 2545 38.5 27.4 21.5 2 0 0 1,275.7056
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% EEVFIQQR 2538 2545 30.0 28.0 14.3 2 0 0 1,048.5422
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% TVMIDVCTTCR 2594 2604 60.7 25.0 0.0 2 0 0 1,371.6067
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% CMVQVGVISGFK 2605 2616 61.5 27.3 53.0 4 0 0 1,324.6753
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% CMVQVGVISGFKLECRK 2605 2621 25.1 27.4 22.4 0 0 1 2,027.0237
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% KTTCNPCPLGYKEENNTGECCGR 2621 2643 62.5 25.0 62.5 0 2 0 2,745.1487
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% TTCNPCPLGYK 2622 2632 52.4 25.0 46.2 2 0 0 1,310.5870
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% TTCNPCPLGYKEENNTGECCGR 2622 2643 50.4 25.0 50.4 0 2 0 2,617.0537
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% CLPTACTIQLR 2644 2654 49.8 28.4 41.5 2 0 0 1,332.6765
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% RDETLQDGCDTHFCK 2663 2677 61.2 25.0 61.2 2 4 0 1,881.7858
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% RDETLQDGCDTHFCKVNER 2663 2681 47.5 25.0 46.8 0 2 2 2,380.0408
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% DETLQDGCDTHFCK 2664 2677 29.3 25.0 29.3 1 2 0 1,725.6847
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% DETLQDGCDTHFCKVNER 2664 2681 25.2 25.0 24.9 0 2 0 2,223.9397
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% VNERGEYFWEK 2678 2688 30.7 25.2 29.3 1 2 0 1,456.6855
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% VNERGEYFWEKR 2678 2689 35.1 27.4 18.8 1 0 0 1,612.7866
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% GEYFWEK 2682 2688 26.7 25.0 14.7 2 0 0 958.4305
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% GEYFWEKR 2682 2689 43.1 25.0 43.1 2 0 0 1,114.5316
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% RVTGCPPFDEHK 2689 2700 30.3 25.4 17.3 0 1 0 1,442.6847
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% RVTGCPPFDEHKCLAEGGK 2689 2707 34.2 25.9 29.8 0 1 0 2,158.0172
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% VTGCPPFDEHKCLAEGGK 2690 2707 28.3 25.1 28.3 2 1 1 2,001.9161



C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% IMKIPGTCCDTCEEPECNDITAR 2708 2730 52.9 25.0 52.9 0 2 0 2,786.1563
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% IPGTCCDTCEEPECNDITAR 2711 2730 66.5 25.0 66.5 2 1 0 2,397.9418
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% VGSCKSEVEVDIHYCQGK 2736 2753 62.6 25.0 62.6 2 2 0 2,094.9585
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% SEVEVDIHYCQGK 2741 2753 61.0 25.0 51.5 2 2 0 1,563.7109
C_27 von Willebrand factor VWF_HUMAN 309,251 97 144 286 35.30% AMYSIDINDVQDQCSCCSPTR 2758 2778 73.7 25.0 73.7 0 2 0 2,536.0210
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% SFSIIGDFQNGKR 69 81 73.3 27.2 29.4 2 2 0 1,468.7544
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% LSGEAYGFVAR 129 139 59.0 27.2 53.2 2 0 0 1,169.5949
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% IDGSGNFQVLLSDR 140 153 51.9 28.5 40.5 2 0 0 1,520.7705
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% TCQSLHINEMCQER 311 324 45.3 25.0 44.1 2 3 0 1,805.7729
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% LPGLHNSLVK 448 457 20.6 25.0 4.4 2 0 0 1,077.6416
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% LKHGAGVAMDGQDVQLPLLK 458 477 38.4 26.0 34.7 0 2 0 2,106.1381
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% HGAGVAMDGQDVQLPLLK 460 477 44.8 27.8 25.3 1 2 0 1,864.9590
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% FSEEACAVLTSPTFEACHR 579 597 35.0 25.0 26.9 0 1 0 2,211.9798
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% GQVYLQCGTPCNLTCR 655 670 64.6 25.0 63.5 2 0 0 1,926.8621
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% LVCPADNLR 774 782 48.5 26.1 37.5 1 0 0 1,057.5460
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% LVCPADNLRAEGLECTK 774 790 24.9 26.9 24.9 2 0 0 1,945.9473
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% RPMKDETHFEVVESGR 945 960 44.8 26.9 38.3 0 0 3 1,932.9234
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% ALSVVWDR 969 976 41.1 29.2 22.0 2 0 0 945.5152
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% KVPLDSSPATCHNNIMK 1036 1052 53.2 27.0 47.1 2 2 0 1,927.9366
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% ILTSDVFQDCNK 1062 1073 60.7 26.1 54.7 2 0 0 1,439.6837
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% TATLCPQSCEER 1122 1133 34.9 25.0 29.0 2 0 0 1,451.6255
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% NLRENGYECEWR 1134 1145 25.0 25.0 7.6 2 0 0 1,625.7125
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% AFVVDMMER 1298 1306 30.6 25.0 24.3 4 0 0 1,097.5118
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% VAVVEYHDGSHAYIGLK 1316 1332 34.9 27.8 26.7 2 0 0 1,857.9494
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% YAGSQVASTSEVLK 1349 1362 98.1 27.5 89.5 2 0 0 1,439.7376
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% YTLFQIFSK 1363 1371 33.9 29.1 31.7 2 0 0 1,146.6194
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% ITLLLMASQEPQR 1380 1392 34.6 27.8 26.1 1 0 0 1,515.8202
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% KKVIVIPVGIGPHANLK 1407 1423 26.9 25.0 26.9 0 2 0 1,783.1319
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% VIVIPVGIGPHANLK 1409 1423 76.0 25.0 64.8 2 0 0 1,526.9419
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% AFVLSSVDELEQQR 1437 1450 69.8 28.6 51.1 2 0 0 1,620.8228
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% NSMVLDVAFVLEGSDK 1493 1508 77.8 26.6 69.9 1 0 0 1,739.8522
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% SKEFMEEVIQR 1517 1527 54.4 26.5 49.3 2 2 0 1,411.6887
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% EFMEEVIQR 1519 1527 24.9 25.1 15.1 1 0 0 1,196.5617
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% YLSDHSFLVSQGDR 1584 1597 25.6 26.3 14.2 0 2 0 1,623.7762
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% RLPGDIQVVPIGVGPNANVQELER 1618 1641 45.2 25.0 40.1 0 1 0 2,570.4052
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% EAPDLVLQR 1660 1668 37.1 25.6 30.0 2 0 0 1,040.5736
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% AHLLSLVDVMQR 1752 1763 58.6 27.6 50.3 4 4 0 1,397.7571
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% EGGPSQIGDALGFAVR 1764 1779 61.8 28.6 53.3 2 1 0 1,573.7971
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% VTVFPIGIGDRYDAAQLR 1820 1837 27.8 26.5 19.9 0 1 0 1,991.0711
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% ILAGPAGDSNVVK 1838 1850 61.8 25.1 41.7 3 0 0 1,240.6897
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% ILAGPAGDSNVVKLQR 1838 1853 33.0 25.0 29.2 0 2 0 1,637.9335
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% GLRPSCPNSQSPVK 1922 1935 36.5 27.1 30.0 2 2 0 1,526.7745
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% GLRPSCPNSQSPVKVEETCGCR 1922 1943 47.0 25.0 47.0 0 2 1 2,518.1597
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% WTCPCVCTGSSTR 1944 1956 41.6 25.0 41.5 2 0 0 1,571.6400
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% HIVTFDGQNFK 1957 1967 36.1 28.2 28.1 2 0 0 1,305.6587
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% LTGSCSYVLFQNK 1968 1980 59.5 26.8 0.0 2 0 0 1,516.7465
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% EQDLEVILHNGACSPGAR 1981 1998 49.0 27.0 42.5 1 1 0 1,965.9449
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% HSALSVELHSDMEVTVNGR 2009 2027 31.6 26.1 29.8 0 2 0 2,097.0030
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% TNGVCVDWR 2186 2194 46.3 25.0 39.3 2 0 0 1,106.5048
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% SGFTYVLHEGECCGR 2479 2493 58.3 25.0 58.3 2 2 0 1,771.7528
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% CLPSACEVVTGSPR 2494 2507 85.9 25.7 78.3 2 1 0 1,532.7197
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% TVMIDVCTTCR 2594 2604 41.5 25.0 0.0 1 0 0 1,371.6067
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% CMVQVGVISGFK 2605 2616 47.5 27.1 37.1 4 0 0 1,340.6702
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% KTTCNPCPLGYKEENNTGECCGR 2621 2643 49.6 25.0 49.6 0 2 1 2,745.1487
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% TTCNPCPLGYK 2622 2632 40.7 25.0 27.7 1 0 0 1,310.5870
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% CLPTACTIQLR 2644 2654 41.9 28.4 22.0 1 0 0 1,332.6765
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% RDETLQDGCDTHFCK 2663 2677 40.5 25.0 40.5 2 2 0 1,881.7858
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% RDETLQDGCDTHFCKVNER 2663 2681 31.8 25.0 27.9 0 0 2 2,380.0408
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% DETLQDGCDTHFCK 2664 2677 57.3 25.0 54.2 2 0 0 1,725.6847
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% VNERGEYFWEK 2678 2688 21.0 25.1 18.4 0 1 0 1,456.6855
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% GEYFWEKR 2682 2689 41.8 25.0 41.3 1 0 0 1,114.5316
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% RVTGCPPFDEHK 2689 2700 18.5 25.4 3.6 0 1 0 1,442.6847
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% IMKIPGTCCDTCEEPECNDITAR 2708 2730 27.6 25.0 27.6 0 1 0 2,786.1563
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% IPGTCCDTCEEPECNDITAR 2711 2730 80.3 25.0 80.3 2 2 0 2,397.9418
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% VGSCKSEVEVDIHYCQGK 2736 2753 38.9 25.0 36.2 0 2 0 2,094.9585
C_28 von Willebrand factor VWF_HUMAN 309,251 61 83 143 25.20% SEVEVDIHYCQGK 2741 2753 51.7 25.0 41.2 2 1 0 1,563.7109
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% SFSIIGDFQNGK 69 80 33.1 26.0 21.6 2 0 0 1,312.6533
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% SFSIIGDFQNGKR 69 81 33.7 27.2 12.0 1 1 0 1,468.7544
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% GLYLETEAGYYK 117 128 60.9 27.7 48.4 2 0 0 1,406.6839
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% LSGEAYGFVAR 129 139 59.3 27.3 43.5 2 0 0 1,169.5949
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% GLWEQCQLLK 220 229 40.6 28.1 29.0 2 0 0 1,274.6564
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% TCQSLHINEMCQER 311 324 32.6 25.0 32.6 1 1 0 1,821.7678
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% SVTVRLPGLHNSLVK 443 457 30.1 25.0 29.3 0 2 0 1,619.9592
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% HGAGVAMDGQDVQLPLLK 460 477 36.8 27.8 8.4 0 2 0 1,864.9590
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% GQVYLQCGTPCNLTCR 655 670 53.8 25.0 53.5 2 0 0 1,926.8621
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% CPCFHQGKEYAPGETVK 827 843 32.2 25.0 30.1 0 2 0 2,007.9054
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% ALSVVWDR 969 976 37.0 29.3 14.0 2 0 0 945.5152
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% KVPLDSSPATCHNNIMK 1036 1052 33.3 26.9 31.9 2 0 0 1,927.9366
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% AFVVDMMER 1298 1306 29.1 25.0 25.8 4 0 0 1,129.5017
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% VAVVEYHDGSHAYIGLKDR 1316 1334 20.0 27.3 14.8 0 1 0 2,129.0775
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% YAGSQVASTSEVLK 1349 1362 91.5 27.5 88.2 2 0 0 1,439.7376
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% YTLFQIFSK 1363 1371 34.7 29.0 28.8 1 0 0 1,146.6194
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% ITLLLMASQEPQR 1380 1392 29.3 28.0 17.0 2 0 0 1,515.8202
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% KVIVIPVGIGPHANLK 1408 1423 34.2 25.0 34.2 0 2 0 1,655.0369
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% VIVIPVGIGPHANLK 1409 1423 28.5 25.0 28.5 1 1 0 1,526.9419
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% SKEFMEEVIQR 1517 1527 59.6 26.5 53.8 2 0 0 1,411.6887
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% YLSDHSFLVSQGDR 1584 1597 69.0 26.4 58.1 2 0 0 1,623.7762
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% EAPDLVLQR 1660 1668 39.0 25.7 28.4 1 0 0 1,040.5736
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% AHLLSLVDVMQR 1752 1763 61.2 27.6 54.0 2 2 0 1,397.7571
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% EGGPSQIGDALGFAVR 1764 1779 58.6 28.2 58.6 2 2 0 1,573.7971
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% ILAGPAGDSNVVK 1838 1850 44.8 25.1 23.6 2 0 0 1,240.6897
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% ILAGPAGDSNVVKLQR 1838 1853 31.0 25.0 23.1 0 2 0 1,637.9335
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% GLRPSCPNSQSPVK 1922 1935 52.5 27.3 43.5 2 2 0 1,526.7745
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% GLRPSCPNSQSPVKVEETCGCR 1922 1943 48.1 25.0 41.9 0 2 1 2,518.1597
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% WTCPCVCTGSSTR 1944 1956 54.2 25.0 54.2 2 0 0 1,571.6400
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% HIVTFDGQNFK 1957 1967 32.8 28.1 31.2 1 0 0 1,305.6587
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% LTGSCSYVLFQNK 1968 1980 59.2 26.6 0.0 2 0 0 1,516.7465
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% EQDLEVILHNGACSPGAR 1981 1998 47.8 27.0 47.8 1 0 0 1,965.9449
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% HSALSVELHSDMEVTVNGR 2009 2027 34.7 26.3 24.8 0 2 0 2,097.0030
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% TNGVCVDWR 2186 2194 21.7 25.0 20.3 1 0 0 1,106.5048
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% SGFTYVLHEGECCGR 2479 2493 49.0 25.0 49.0 2 2 0 1,771.7528
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% CLPSACEVVTGSPR 2494 2507 54.6 25.7 39.6 2 2 0 1,532.7197
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% VKEEVFIQQR 2536 2545 52.9 26.9 33.8 2 0 0 1,275.7056
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% TVMIDVCTTCR 2594 2604 53.6 25.0 12.6 2 0 0 1,355.6118
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% CMVQVGVISGFK 2605 2616 52.3 27.0 41.3 2 0 0 1,340.6702
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% KTTCNPCPLGYKEENNTGECCGR 2621 2643 23.8 25.0 23.8 0 1 0 2,745.1487
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% TTCNPCPLGYKEENNTGECCGR 2622 2643 36.0 25.0 36.0 0 2 0 2,617.0537
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% CLPTACTIQLR 2644 2654 57.9 28.3 41.1 2 0 0 1,332.6765
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% RDETLQDGCDTHFCK 2663 2677 48.5 25.0 48.2 2 0 1 1,881.7858
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% DETLQDGCDTHFCK 2664 2677 48.2 25.0 48.2 2 2 0 1,725.6847
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% VNERGEYFWEK 2678 2688 19.8 25.1 13.9 0 2 0 1,456.6855
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% GEYFWEK 2682 2688 22.5 25.0 12.6 2 0 0 958.4305



C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% IPGTCCDTCEEPECNDITAR 2711 2730 37.0 25.0 37.0 1 2 0 2,397.9418
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% VGSCKSEVEVDIHYCQGK 2736 2753 26.4 25.0 15.3 0 2 0 2,094.9585
C_29 von Willebrand factor VWF_HUMAN 309,251 49 62 107 20.40% SEVEVDIHYCQGK 2741 2753 27.4 25.0 23.0 1 0 0 1,563.7109
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% SFSIIGDFQNGK 69 80 45.8 26.0 14.2 2 0 0 1,312.6533
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% SFSIIGDFQNGKR 69 81 39.5 27.4 2.2 2 2 0 1,468.7544
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% IDGSGNFQVLLSDR 140 153 57.4 28.5 50.2 2 0 0 1,520.7705
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% GLWEQCQLLK 220 229 49.3 27.9 30.0 2 0 0 1,274.6564
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% TCQSLHINEMCQER 311 324 23.4 25.0 23.4 0 2 0 1,821.7678
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% SVTVRLPGLHNSLVK 443 457 33.1 25.0 33.1 0 2 0 1,619.9592
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% LPGLHNSLVK 448 457 33.6 25.4 22.5 1 0 0 1,077.6416
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% HGAGVAMDGQDVQLPLLK 460 477 40.1 28.1 20.7 2 2 0 1,864.9590
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% AVSPLPYLR 598 606 31.0 28.4 12.4 1 0 0 1,015.5935
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% GQVYLQCGTPCNLTCR 655 670 58.5 25.0 57.8 1 0 0 1,926.8621
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% LVCPADNLR 774 782 22.4 26.5 12.7 1 0 0 1,057.5460
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% RPMKDETHFEVVESGR 945 960 36.2 26.9 27.2 0 0 2 1,932.9234
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% ALSVVWDR 969 976 40.7 28.6 20.6 2 0 0 945.5152
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% KVPLDSSPATCHNNIMK 1036 1052 33.8 27.1 30.2 2 1 0 1,927.9366
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% ILTSDVFQDCNK 1062 1073 60.0 25.4 55.2 2 0 0 1,439.6837
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% TATLCPQSCEER 1122 1133 56.1 25.0 55.8 2 0 0 1,451.6255
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% NLRENGYECEWR 1134 1145 50.7 25.0 18.6 2 2 0 1,625.7125
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% ILDELLQTCVDPEDCPVCEVAGR 1182 1204 60.1 25.0 60.1 0 1 0 2,688.2318
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% LLDLVFLLDGSSR 1275 1287 84.5 26.6 9.8 2 0 0 1,447.8157
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% LSEAEFEVLK 1288 1297 62.4 27.5 53.8 2 0 0 1,164.6147
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% AFVVDMMER 1298 1306 31.1 25.0 31.1 4 0 0 1,129.5017
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% VAVVEYHDGSHAYIGLK 1316 1332 34.5 27.8 25.2 0 2 0 1,857.9494
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% VAVVEYHDGSHAYIGLKDR 1316 1334 45.1 27.2 38.4 1 0 0 2,129.0775
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% YAGSQVASTSEVLK 1349 1362 106.0 27.3 102.0 2 0 0 1,439.7376
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% YTLFQIFSK 1363 1371 45.7 29.0 38.0 2 0 0 1,146.6194
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% ITLLLMASQEPQR 1380 1392 45.1 28.0 34.4 2 0 0 1,515.8202
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% KVIVIPVGIGPHANLK 1408 1423 37.5 25.0 37.5 2 1 0 1,655.0369
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% VIVIPVGIGPHANLK 1409 1423 59.9 25.0 59.9 2 3 0 1,526.9419
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% AFVLSSVDELEQQR 1437 1450 95.2 28.7 74.0 2 0 0 1,620.8228
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% NSMVLDVAFVLEGSDK 1493 1508 109.0 26.6 105.0 2 1 0 1,739.8522
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% SKEFMEEVIQR 1517 1527 51.4 26.4 41.7 4 2 0 1,411.6887
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% YLSDHSFLVSQGDR 1584 1597 75.8 26.2 64.4 2 0 0 1,623.7762
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% EQAPNLVYMVTGNPASDEIKR 1598 1618 54.7 27.3 48.3 0 1 0 2,348.1553
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% RLPGDIQVVPIGVGPNANVQELER 1618 1641 76.6 25.0 75.1 0 2 0 2,570.4052
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% LPGDIQVVPIGVGPNANVQELER 1619 1641 46.4 25.3 38.8 0 2 0 2,414.3041
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% EAPDLVLQR 1660 1668 44.5 25.5 30.6 2 0 0 1,040.5736
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% AHLLSLVDVMQR 1752 1763 76.6 27.1 70.8 4 4 0 1,397.7571
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% EGGPSQIGDALGFAVR 1764 1779 68.9 28.2 56.6 2 2 0 1,573.7971
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% AVVILVTDVSVDSVDAAADAAR 1795 1816 109.0 26.8 99.5 1 2 0 2,157.1398
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% ILAGPAGDSNVVK 1838 1850 70.4 25.0 48.0 4 0 0 1,240.6897
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% ILAGPAGDSNVVKLQR 1838 1853 30.6 25.0 28.5 0 1 0 1,637.9335
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% IEDLPTMVTLGNSFLHK 1854 1870 38.0 28.3 31.6 1 0 0 1,930.9946
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% GLRPSCPNSQSPVK 1922 1935 50.6 27.1 40.0 1 4 0 1,526.7745
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% GLRPSCPNSQSPVKVEETCGCR 1922 1943 56.3 25.0 54.0 0 2 2 2,518.1597
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% WTCPCVCTGSSTR 1944 1956 63.7 25.0 63.7 2 0 0 1,571.6400
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% HIVTFDGQNFK 1957 1967 47.5 28.4 47.3 2 0 0 1,305.6587
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% LTGSCSYVLFQNK 1968 1980 67.5 26.6 0.0 2 0 0 1,516.7465
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% EQDLEVILHNGACSPGAR 1981 1998 65.8 26.8 64.6 2 0 0 1,965.9449
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% HSALSVELHSDMEVTVNGR 2009 2027 41.8 26.2 38.5 0 1 0 2,097.0030
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% TNGVCVDWR 2186 2194 50.5 25.0 36.3 2 0 0 1,106.5048
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% APTCGLCEVAR 2301 2311 64.5 25.0 62.3 2 0 0 1,233.5716
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% SGFTYVLHEGECCGR 2479 2493 72.5 25.0 69.0 2 2 0 1,771.7528
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% CLPSACEVVTGSPR 2494 2507 91.0 25.6 86.4 2 2 0 1,532.7197
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% VKEEVFIQQR 2536 2545 54.2 27.4 33.0 2 0 0 1,275.7056
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% TVMIDVCTTCR 2594 2604 56.6 25.0 0.0 1 0 0 1,371.6067
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% KTTCNPCPLGYKEENNTGECCGR 2621 2643 41.9 25.0 36.7 0 2 2 2,745.1487
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% TTCNPCPLGYK 2622 2632 37.9 25.0 28.8 2 0 0 1,310.5870
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% TTCNPCPLGYKEENNTGECCGR 2622 2643 45.4 25.0 45.4 0 2 0 2,617.0537
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% CLPTACTIQLR 2644 2654 58.1 28.2 43.0 2 0 0 1,332.6765
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% RDETLQDGCDTHFCK 2663 2677 41.5 25.0 41.5 2 2 0 1,881.7858
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% DETLQDGCDTHFCK 2664 2677 55.5 25.0 55.5 2 1 0 1,725.6847
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% VNERGEYFWEK 2678 2688 34.2 25.2 28.1 1 2 0 1,456.6855
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% VNERGEYFWEKR 2678 2689 25.0 27.2 12.2 1 0 0 1,612.7866
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% GEYFWEK 2682 2688 26.4 25.0 23.2 2 0 0 958.4305
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% GEYFWEKR 2682 2689 32.6 25.0 27.3 2 0 0 1,114.5316
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% RVTGCPPFDEHK 2689 2700 22.1 25.5 8.7 0 2 0 1,442.6847
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% IMKIPGTCCDTCEEPECNDITAR 2708 2730 25.6 25.0 25.6 0 2 0 2,786.1563
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% IPGTCCDTCEEPECNDITAR 2711 2730 52.3 25.0 52.3 2 2 0 2,397.9418
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% VGSCKSEVEVDIHYCQGK 2736 2753 40.4 25.0 34.3 0 2 0 2,094.9585
C_30 von Willebrand factor VWF_HUMAN 309,251 70 95 176 28.10% SEVEVDIHYCQGK 2741 2753 61.1 25.0 53.9 2 2 0 1,563.7109
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% LSGEAYGFVAR 129 139 40.6 27.3 32.7 1 0 0 1,169.5949
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% GLWEQCQLLK 220 229 45.4 28.1 28.3 2 0 0 1,274.6564
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% TCQSLHINEMCQER 311 324 34.7 25.0 34.4 0 2 0 1,821.7678
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% SVTVRLPGLHNSLVK 443 457 20.1 25.0 20.1 0 1 0 1,619.9592
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% HGAGVAMDGQDVQLPLLK 460 477 59.9 27.8 44.0 0 1 0 1,864.9590
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% GQVYLQCGTPCNLTCR 655 670 26.1 25.0 26.1 1 0 0 1,926.8621
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% LVCPADNLR 774 782 19.3 26.1 13.9 1 0 0 1,057.5460
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% CPCFHQGKEYAPGETVK 827 843 18.0 25.0 9.1 0 1 0 2,007.9054
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% RPMKDETHFEVVESGR 945 960 38.0 26.9 29.8 0 0 1 1,932.9234
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% KVPLDSSPATCHNNIMK 1036 1052 56.7 27.0 49.3 2 0 0 1,927.9366
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% TATLCPQSCEER 1122 1133 20.7 25.0 11.2 1 0 0 1,451.6255
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% NLRENGYECEWR 1134 1145 32.3 25.0 6.9 2 1 0 1,625.7125
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% LSEAEFEVLK 1288 1297 58.3 28.2 40.0 1 0 0 1,164.6147
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% AFVVDMMER 1298 1306 32.8 25.0 32.8 3 0 0 1,129.5017
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% VAVVEYHDGSHAYIGLKDR 1316 1334 31.8 27.3 24.3 0 2 0 2,129.0775
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% YTLFQIFSK 1363 1371 38.6 29.1 38.6 2 0 0 1,146.6194
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% ITLLLMASQEPQR 1380 1392 29.2 27.8 18.8 1 0 0 1,515.8202
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% KVIVIPVGIGPHANLK 1408 1423 48.0 25.0 48.0 0 2 0 1,655.0369
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% VIVIPVGIGPHANLK 1409 1423 49.7 25.0 49.7 2 1 0 1,526.9419
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% AFVLSSVDELEQQR 1437 1450 62.8 28.4 45.0 2 0 0 1,620.8228
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% SKEFMEEVIQR 1517 1527 55.1 26.5 44.6 3 2 0 1,411.6887
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% EFMEEVIQR 1519 1527 31.9 25.6 23.0 1 0 0 1,196.5617
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% YLSDHSFLVSQGDR 1584 1597 80.2 26.7 74.0 2 0 0 1,623.7762
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% RLPGDIQVVPIGVGPNANVQELER 1618 1641 57.0 25.0 56.5 0 2 0 2,570.4052
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% EAPDLVLQR 1660 1668 41.9 25.7 35.2 2 0 0 1,040.5736
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% AHLLSLVDVMQR 1752 1763 74.7 27.6 64.8 2 2 0 1,397.7571
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% EGGPSQIGDALGFAVR 1764 1779 53.6 28.2 50.5 2 2 0 1,573.7971
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% AVVILVTDVSVDSVDAAADAAR 1795 1816 58.9 26.9 49.8 0 2 0 2,157.1398
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% VTVFPIGIGDR 1820 1830 71.4 27.4 56.0 2 0 0 1,173.6628
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% ILAGPAGDSNVVK 1838 1850 57.6 25.1 38.9 4 0 0 1,240.6897
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% ILAGPAGDSNVVKLQR 1838 1853 34.6 25.0 30.7 0 2 0 1,637.9335
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% GLRPSCPNSQSPVK 1922 1935 36.8 27.1 25.8 2 3 0 1,526.7745
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% GLRPSCPNSQSPVKVEETCGCR 1922 1943 56.8 25.0 55.3 0 2 2 2,518.1597
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% WTCPCVCTGSSTR 1944 1956 44.2 25.0 44.2 2 0 0 1,571.6400
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% HIVTFDGQNFK 1957 1967 49.7 28.1 49.6 2 0 0 1,305.6587
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% LTGSCSYVLFQNK 1968 1980 47.8 26.5 0.0 2 0 0 1,516.7465
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% EQDLEVILHNGACSPGAR 1981 1998 68.2 27.1 64.7 2 2 0 1,965.9449
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% HSALSVELHSDMEVTVNGR 2009 2027 26.7 26.3 26.7 0 2 0 2,097.0030
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% TNGVCVDWR 2186 2194 40.8 25.0 34.3 2 0 0 1,106.5048



C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% APTCGLCEVAR 2301 2311 65.1 25.0 57.1 2 0 0 1,233.5716
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% SGFTYVLHEGECCGR 2479 2493 47.6 25.0 47.6 2 2 0 1,771.7528
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% CLPSACEVVTGSPR 2494 2507 57.1 25.9 46.8 2 1 0 1,532.7197
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% VKEEVFIQQR 2536 2545 49.5 27.7 35.5 2 0 0 1,275.7056
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% KTTCNPCPLGYKEENNTGECCGR 2621 2643 37.6 25.0 37.6 0 2 1 2,745.1487
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% TTCNPCPLGYK 2622 2632 20.7 25.0 17.4 1 0 0 1,310.5870
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% TTCNPCPLGYKEENNTGECCGR 2622 2643 41.3 25.0 41.3 0 1 0 2,617.0537
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% CLPTACTIQLR 2644 2654 59.9 28.2 46.2 2 0 0 1,332.6765
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% RDETLQDGCDTHFCK 2663 2677 38.5 25.0 38.0 2 2 0 1,881.7858
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% DETLQDGCDTHFCK 2664 2677 68.4 25.0 68.4 2 0 0 1,725.6847
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% VNERGEYFWEK 2678 2688 33.0 25.1 22.9 2 2 0 1,456.6855
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% GEYFWEK 2682 2688 29.2 25.0 19.0 2 0 0 958.4305
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% GEYFWEKR 2682 2689 20.5 25.0 10.2 1 0 0 1,114.5316
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% IPGTCCDTCEEPECNDITAR 2711 2730 31.0 25.0 31.0 1 2 0 2,397.9418
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% VGSCKSEVEVDIHYCQGK 2736 2753 45.3 25.0 41.6 0 2 0 2,094.9585
C_31 von Willebrand factor VWF_HUMAN 309,251 55 72 125 23.00% SEVEVDIHYCQGK 2741 2753 66.5 25.0 58.8 2 1 0 1,563.7109
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% SFSIIGDFQNGK 69 80 33.2 26.1 14.6 2 0 0 1,312.6533
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% LSGEAYGFVAR 129 139 35.8 27.2 32.6 1 0 0 1,169.5949
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% IDGSGNFQVLLSDR 140 153 36.9 28.7 23.7 2 0 0 1,520.7705
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% GLWEQCQLLK 220 229 30.7 28.1 10.4 2 0 0 1,274.6564
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% LPGLHNSLVK 448 457 24.3 25.1 19.9 1 0 0 1,077.6416
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% LKHGAGVAMDGQDVQLPLLK 458 477 30.8 25.9 20.4 0 2 0 2,106.1381
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% HGAGVAMDGQDVQLPLLK 460 477 41.1 27.8 26.3 0 2 0 1,864.9590
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% AVSPLPYLR 598 606 25.4 28.6 13.4 1 0 0 1,015.5935
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% KVPLDSSPATCHNNIMK 1036 1052 37.7 27.0 37.0 1 0 0 1,927.9366
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% ILTSDVFQDCNK 1062 1073 84.1 25.4 77.8 2 0 0 1,439.6837
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% NLRENGYECEWR 1134 1145 26.4 25.0 0.0 1 0 0 1,625.7125
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% AFVVDMMER 1298 1306 35.4 25.0 35.4 4 0 0 1,129.5017
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% VAVVEYHDGSHAYIGLK 1316 1332 55.5 27.7 52.1 2 0 0 1,857.9494
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% VAVVEYHDGSHAYIGLKDR 1316 1334 35.3 27.3 33.1 0 2 0 2,129.0775
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% YTLFQIFSK 1363 1371 36.3 28.0 32.6 2 0 0 1,146.6194
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% ITLLLMASQEPQR 1380 1392 36.3 27.8 20.1 2 0 0 1,515.8202
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% KVIVIPVGIGPHANLK 1408 1423 31.0 25.0 31.0 1 1 0 1,655.0369
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% VIVIPVGIGPHANLK 1409 1423 54.3 25.0 53.8 2 1 0 1,526.9419
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% AFVLSSVDELEQQR 1437 1450 71.2 28.6 49.5 2 2 0 1,620.8228
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% NSMVLDVAFVLEGSDK 1493 1508 103.0 26.7 97.2 2 0 0 1,739.8522
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% SKEFMEEVIQR 1517 1527 57.2 26.5 44.7 4 0 0 1,411.6887
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% EFMEEVIQR 1519 1527 31.1 26.1 23.4 1 0 0 1,196.5617
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% YLSDHSFLVSQGDR 1584 1597 67.7 26.3 56.1 2 0 0 1,623.7762
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% RLPGDIQVVPIGVGPNANVQELER 1618 1641 84.9 25.0 81.3 0 2 0 2,570.4052
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% EAPDLVLQR 1660 1668 47.6 25.5 38.5 2 0 0 1,040.5736
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% AHLLSLVDVMQR 1752 1763 64.7 26.3 60.6 4 2 0 1,381.7621
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% EGGPSQIGDALGFAVR 1764 1779 69.6 28.2 69.6 2 2 0 1,573.7971
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% AVVILVTDVSVDSVDAAADAAR 1795 1816 59.8 26.7 56.5 0 2 0 2,157.1398
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% VTVFPIGIGDR 1820 1830 34.5 27.8 25.7 2 0 0 1,173.6628
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% ILAGPAGDSNVVK 1838 1850 47.2 25.1 28.6 4 0 0 1,240.6897
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% GLRPSCPNSQSPVK 1922 1935 54.3 27.2 48.2 2 1 0 1,526.7745
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% WTCPCVCTGSSTR 1944 1956 36.0 25.0 36.0 2 0 0 1,571.6400
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% HIVTFDGQNFK 1957 1967 42.9 28.2 41.3 2 0 0 1,305.6587
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% LTGSCSYVLFQNK 1968 1980 51.3 26.5 0.0 2 0 0 1,516.7465
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% HSALSVELHSDMEVTVNGR 2009 2027 26.8 26.2 26.8 0 2 0 2,097.0030
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% DGTVTTDWK 2100 2108 33.8 25.4 21.7 2 0 0 1,022.4791
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% APTCGLCEVAR 2301 2311 72.9 25.0 68.4 2 0 0 1,233.5716
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% SGFTYVLHEGECCGR 2479 2493 47.2 25.0 45.5 2 0 0 1,771.7528
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% CLPSACEVVTGSPR 2494 2507 75.5 25.6 59.8 2 0 0 1,532.7197
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% VKEEVFIQQR 2536 2545 54.2 27.7 38.0 2 0 0 1,275.7056
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% CLPTACTIQLR 2644 2654 45.5 28.2 35.1 2 0 0 1,332.6765
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% DETLQDGCDTHFCK 2664 2677 25.8 25.0 25.8 1 0 0 1,725.6847
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% VNERGEYFWEK 2678 2688 29.3 25.2 27.8 0 2 0 1,456.6855
C_32 von Willebrand factor VWF_HUMAN 309,251 44 54 97 18.50% GEYFWEK 2682 2688 30.7 25.0 18.6 2 0 0 958.4305
D_23 von Willebrand factor VWF_HUMAN 309,251 2 2 2 0.68% RYPPGTSLSR 356 365 26.5 28.2 17.1 1 0 0 1,133.6062
D_23 von Willebrand factor VWF_HUMAN 309,251 2 2 2 0.68% VEDFGNAWK 546 554 27.2 25.5 17.8 1 0 0 1,065.5000
D_25 von Willebrand factor VWF_HUMAN 309,251 5 5 8 2.17% GLYLETEAGYYK 117 128 65.6 26.5 54.5 2 0 0 1,406.6839
D_25 von Willebrand factor VWF_HUMAN 309,251 5 5 8 2.17% LSGEAYGFVAR 129 139 55.5 27.2 46.5 2 0 0 1,169.5949
D_25 von Willebrand factor VWF_HUMAN 309,251 5 5 8 2.17% GLWEQCQLLK 220 229 49.6 28.1 40.4 1 0 0 1,274.6564
D_25 von Willebrand factor VWF_HUMAN 309,251 5 5 8 2.17% VEDFGNAWK 546 554 41.5 25.2 25.2 1 0 0 1,065.5000
D_25 von Willebrand factor VWF_HUMAN 309,251 5 5 8 2.17% FSEEACAVLTSPTFEACHR 579 597 41.9 25.0 37.7 0 2 0 2,211.9798
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% SFSIIGDFQNGKR 69 81 24.7 27.3 0.1 0 1 0 1,468.7544
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% GLYLETEAGYYK 117 128 70.1 26.4 55.7 2 0 0 1,406.6839
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% LSGEAYGFVAR 129 139 81.7 27.2 75.2 2 0 0 1,169.5949
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% IDGSGNFQVLLSDR 140 153 100.0 28.7 90.6 2 0 0 1,520.7705
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% GLWEQCQLLK 220 229 46.8 28.1 33.8 2 0 0 1,274.6564
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% NSQWICSNEECPGECLVTGQSHFK 374 397 42.8 25.0 42.8 0 1 0 2,867.2183
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% DCQDHSFSIVIETVQCADDR 417 436 48.8 25.0 47.9 0 2 0 2,395.0292
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% SVTVRLPGLHNSLVK 443 457 25.5 25.0 25.4 0 1 0 1,619.9592
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% LPGLHNSLVK 448 457 39.7 25.6 26.6 2 0 0 1,077.6416
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% HGAGVAMDGQDVQLPLLK 460 477 58.4 27.8 58.4 1 2 0 1,864.9590
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% VEDFGNAWK 546 554 50.3 25.0 32.8 2 0 0 1,065.5000
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% FSEEACAVLTSPTFEACHR 579 597 59.2 25.0 49.2 0 2 0 2,211.9798
D_26 von Willebrand factor VWF_HUMAN 309,251 13 14 24 6.19% AVSPLPYLR 598 606 37.4 29.7 16.9 2 0 0 1,015.5935
D_27 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.84% GLYLETEAGYYK 117 128 78.2 26.5 67.3 2 0 0 1,406.6839
D_27 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.84% LSGEAYGFVAR 129 139 77.1 27.3 71.7 2 0 0 1,169.5949
D_27 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.84% GLWEQCQLLK 220 229 45.5 28.1 32.9 2 0 0 1,274.6564
D_27 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.84% LPGLHNSLVK 448 457 26.1 25.6 4.9 2 0 0 1,077.6416
D_27 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.84% HGAGVAMDGQDVQLPLLK 460 477 34.4 27.7 23.0 0 1 0 1,864.9590
D_27 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.84% FSEEACAVLTSPTFEACHR 579 597 59.8 25.0 47.8 0 2 0 2,211.9798
D_28 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.95% GLYLETEAGYYK 117 128 88.2 26.6 76.2 2 0 0 1,406.6839
D_28 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.95% LSGEAYGFVAR 129 139 70.7 27.2 55.2 2 0 0 1,169.5949
D_28 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.95% IDGSGNFQVLLSDR 140 153 57.2 28.6 49.5 1 0 0 1,520.7705
D_28 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.95% HGAGVAMDGQDVQLPLLK 460 477 31.6 27.9 17.3 0 2 0 1,864.9590
D_28 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.95% VEDFGNAWK 546 554 28.8 25.7 19.8 2 0 0 1,065.5000
D_28 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.95% FSEEACAVLTSPTFEACHR 579 597 36.0 25.0 27.1 0 1 0 2,211.9798
D_29 von Willebrand factor VWF_HUMAN 309,251 7 7 13 3.31% GLYLETEAGYYK 117 128 67.9 27.4 42.5 2 0 0 1,406.6839
D_29 von Willebrand factor VWF_HUMAN 309,251 7 7 13 3.31% LSGEAYGFVAR 129 139 54.9 27.2 45.8 2 0 0 1,169.5949
D_29 von Willebrand factor VWF_HUMAN 309,251 7 7 13 3.31% IDGSGNFQVLLSDR 140 153 70.4 28.6 65.1 2 0 0 1,520.7705
D_29 von Willebrand factor VWF_HUMAN 309,251 7 7 13 3.31% VEDFGNAWK 546 554 28.7 25.2 19.9 2 0 0 1,065.5000
D_29 von Willebrand factor VWF_HUMAN 309,251 7 7 13 3.31% FSEEACAVLTSPTFEACHR 579 597 48.5 25.0 42.8 0 2 0 2,211.9798
D_29 von Willebrand factor VWF_HUMAN 309,251 7 7 13 3.31% VIVIPVGIGPHANLK 1409 1423 20.3 25.0 19.9 0 1 0 1,526.9419
D_29 von Willebrand factor VWF_HUMAN 309,251 7 7 13 3.31% ILAGPAGDSNVVK 1838 1850 41.8 25.1 26.0 2 0 0 1,240.6897
D_30 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.63% GLYLETEAGYYK 117 128 62.1 26.5 55.8 2 0 0 1,406.6839
D_30 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.63% LSGEAYGFVAR 129 139 82.9 27.1 75.9 2 0 0 1,169.5949
D_30 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.63% GLWEQCQLLK 220 229 45.8 28.1 33.7 2 0 0 1,274.6564
D_30 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.63% VEDFGNAWK 546 554 62.6 25.6 48.4 2 0 0 1,065.5000
D_30 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.63% FSEEACAVLTSPTFEACHR 579 597 58.4 25.0 53.5 0 2 0 2,211.9798
D_30 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.63% ILAGPAGDSNVVK 1838 1850 26.4 25.1 17.5 1 0 0 1,240.6897
D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% SFSIIGDFQNGK 69 80 69.2 25.8 27.5 2 0 0 1,312.6533
D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% GLYLETEAGYYK 117 128 78.2 26.6 65.7 2 0 0 1,406.6839
D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% LSGEAYGFVAR 129 139 55.2 27.5 50.8 2 0 0 1,169.5949
D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% IDGSGNFQVLLSDR 140 153 75.0 28.4 66.0 2 0 0 1,520.7705
D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% HGAGVAMDGQDVQLPLLK 460 477 41.9 27.9 24.7 0 2 0 1,864.9590
D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% VEDFGNAWK 546 554 34.4 25.9 18.7 2 0 0 1,065.5000
D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% FSEEACAVLTSPTFEACHR 579 597 57.8 25.0 49.5 0 2 0 2,211.9798



D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% AVSPLPYLR 598 606 20.8 27.8 1.9 1 0 0 1,015.5935
D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% ECLCGALASYAAACAGR 620 636 96.5 25.0 96.5 1 0 0 1,800.7826
D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% ILTSDVFQDCNK 1062 1073 32.3 25.5 32.3 1 0 0 1,439.6837
D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% YAGSQVASTSEVLK 1349 1362 33.8 27.4 31.7 1 0 0 1,439.7376
D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% ILAGPAGDSNVVK 1838 1850 37.8 25.1 26.7 2 0 0 1,240.6897
D_31 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.08% APTCGLCEVAR 2301 2311 36.0 25.0 33.8 1 0 0 1,233.5716
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% SFSIIGDFQNGK 69 80 79.7 25.9 18.9 2 0 0 1,312.6533
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% GLYLETEAGYYK 117 128 67.4 26.6 56.2 2 0 0 1,406.6839
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% LSGEAYGFVAR 129 139 44.8 27.2 39.8 1 0 0 1,169.5949
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% IDGSGNFQVLLSDR 140 153 56.6 28.7 51.3 2 0 0 1,520.7705
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% GLWEQCQLLK 220 229 50.4 28.0 40.3 2 0 0 1,274.6564
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% TLCECAGGLECACPALLEYAR 253 273 30.6 25.0 30.6 0 1 0 2,414.0610
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% HGAGVAMDGQDVQLPLLK 460 477 26.1 27.7 17.5 0 1 0 1,864.9590
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% VEDFGNAWK 546 554 26.2 25.0 18.9 2 0 0 1,065.5000
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% FSEEACAVLTSPTFEACHR 579 597 68.5 25.0 66.2 0 2 0 2,211.9798
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% AVSPLPYLR 598 606 21.1 28.1 5.8 1 0 0 1,015.5935
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% ECLCGALASYAAACAGR 620 636 64.3 25.0 64.3 1 1 0 1,800.7826
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% ALSVVWDR 969 976 44.3 28.8 19.8 2 0 0 945.5152
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% ILTSDVFQDCNK 1062 1073 69.8 25.6 64.8 2 0 0 1,439.6837
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% YAGSQVASTSEVLK 1349 1362 104.0 27.2 99.3 2 0 0 1,439.7376
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% YTLFQIFSK 1363 1371 31.7 28.3 24.1 1 0 0 1,146.6194
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% LPGDIQVVPIGVGPNANVQELER 1619 1641 45.2 26.3 40.7 0 1 0 2,414.3041
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% EAPDLVLQR 1660 1668 39.8 26.1 33.2 1 0 0 1,040.5736
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% AHLLSLVDVMQR 1752 1763 24.5 27.3 17.5 0 1 0 1,397.7571
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% EGGPSQIGDALGFAVR 1764 1779 53.1 28.1 46.2 2 2 0 1,573.7971
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% VTVFPIGIGDR 1820 1830 36.8 28.5 28.9 2 0 0 1,173.6628
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% VTVFPIGIGDRYDAAQLR 1820 1837 23.2 26.9 11.4 0 1 0 1,991.0711
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% ILAGPAGDSNVVK 1838 1850 32.9 25.1 22.0 2 0 0 1,240.6897
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% HIVTFDGQNFK 1957 1967 26.0 27.9 26.0 1 0 0 1,305.6587
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% LTGSCSYVLFQNK 1968 1980 58.9 26.8 0.0 2 0 0 1,516.7465
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% EQDLEVILHNGACSPGAR 1981 1998 27.2 26.6 22.2 0 2 0 1,965.9449
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% TNGVCVDWR 2186 2194 46.7 25.0 38.1 2 0 0 1,106.5048
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% APTCGLCEVAR 2301 2311 56.3 25.0 50.4 2 0 0 1,233.5716
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% SGFTYVLHEGECCGR 2479 2493 19.6 25.0 18.5 0 1 0 1,771.7528
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% VKEEVFIQQR 2536 2545 45.8 27.4 29.0 2 0 0 1,275.7056
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% TVMIDVCTTCR 2594 2604 33.7 25.0 0.0 2 0 0 1,371.6067
D_32 von Willebrand factor VWF_HUMAN 309,251 31 33 53 14.00% TTCNPCPLGYK 2622 2632 25.4 25.0 21.9 2 0 0 1,310.5870
E_20 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.71% LSGEAYGFVAR 129 139 71.2 27.4 60.0 2 0 0 1,169.5949
E_20 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.71% VEDFGNAWK 546 554 33.8 25.2 26.3 2 0 0 1,065.5000
E_21 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.64% VEDFGNAWK 546 554 39.7 25.7 39.5 2 0 0 1,065.5000
E_21 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.64% AVSPLPYLR 598 606 29.9 27.8 12.4 1 0 0 1,015.5935
E_22 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.14% SFSIIGDFQNGK 69 80 43.8 25.9 17.2 2 0 0 1,312.6533
E_22 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.14% LSGEAYGFVAR 129 139 67.3 27.6 55.9 2 0 0 1,169.5949
E_22 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.14% VEDFGNAWK 546 554 42.3 25.6 37.2 2 0 0 1,065.5000
E_23 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.78% SFSIIGDFQNGK 69 80 31.5 26.3 10.2 1 0 0 1,312.6533
E_23 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.78% LSGEAYGFVAR 129 139 63.2 27.6 54.0 2 0 0 1,169.5949
E_23 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.78% HGAGVAMDGQDVQLPLLK 460 477 24.0 27.8 13.0 0 1 0 1,864.9590
E_23 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.78% VEDFGNAWK 546 554 31.9 25.9 22.5 2 0 0 1,065.5000
E_24 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.71% LSGEAYGFVAR 129 139 32.7 27.6 29.1 1 0 0 1,169.5949
E_24 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.71% VEDFGNAWK 546 554 48.8 25.7 28.8 2 0 0 1,065.5000
E_25 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.56% SFSIIGDFQNGK 69 80 53.7 26.0 31.3 2 0 0 1,312.6533
E_25 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.56% GLYLETEAGYYK 117 128 81.1 27.7 68.7 2 0 0 1,406.6839
E_25 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.56% LSGEAYGFVAR 129 139 61.2 27.3 56.6 2 0 0 1,169.5949
E_25 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.56% VEDFGNAWK 546 554 43.7 25.0 24.9 2 0 0 1,065.5000
E_25 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.56% FSEEACAVLTSPTFEACHR 579 597 36.1 25.0 24.4 0 1 0 2,211.9798
E_25 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.56% AVSPLPYLR 598 606 22.8 28.6 7.3 1 0 0 1,015.5935
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% SFSIIGDFQNGKR 69 81 47.3 27.4 13.4 2 1 0 1,468.7544
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% GLYLETEAGYYK 117 128 67.7 26.6 53.6 2 0 0 1,406.6839
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% LSGEAYGFVAR 129 139 85.4 27.4 80.1 2 0 0 1,169.5949
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% IDGSGNFQVLLSDR 140 153 104.0 28.4 92.4 2 0 0 1,520.7705
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% GLWEQCQLLK 220 229 37.6 28.1 30.9 1 0 0 1,274.6564
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% NSQWICSNEECPGECLVTGQSHFK 374 397 44.4 25.0 44.4 0 2 0 2,867.2183
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% DCQDHSFSIVIETVQCADDR 417 436 52.0 25.0 45.6 0 1 0 2,395.0292
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% LPGLHNSLVK 448 457 43.9 25.5 34.6 2 0 0 1,077.6416
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% HGAGVAMDGQDVQLPLLK 460 477 71.2 27.7 44.2 0 2 0 1,864.9590
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% LSYGEDLQMDWDGR 492 505 56.8 25.0 56.8 3 0 0 1,700.7224
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% VEDFGNAWK 546 554 63.6 25.0 48.5 2 0 0 1,065.5000
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% FSEEACAVLTSPTFEACHR 579 597 67.6 25.0 53.7 0 2 0 2,211.9798
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% AVSPLPYLR 598 606 36.4 28.1 12.7 2 0 0 1,015.5935
E_26 von Willebrand factor VWF_HUMAN 309,251 14 16 27 7.11% ECLCGALASYAAACAGR 620 636 95.9 25.0 95.9 1 0 0 1,800.7826
E_27 von Willebrand factor VWF_HUMAN 309,251 10 10 18 4.09% SFSIIGDFQNGK 69 80 81.7 26.3 40.3 2 0 0 1,312.6533
E_27 von Willebrand factor VWF_HUMAN 309,251 10 10 18 4.09% SFSIIGDFQNGKR 69 81 21.6 27.4 12.9 1 0 0 1,468.7544
E_27 von Willebrand factor VWF_HUMAN 309,251 10 10 18 4.09% GLYLETEAGYYK 117 128 72.0 26.6 52.1 2 0 0 1,406.6839
E_27 von Willebrand factor VWF_HUMAN 309,251 10 10 18 4.09% LSGEAYGFVAR 129 139 87.1 27.3 78.0 1 0 0 1,169.5949
E_27 von Willebrand factor VWF_HUMAN 309,251 10 10 18 4.09% IDGSGNFQVLLSDR 140 153 83.1 28.6 74.6 2 0 0 1,520.7705
E_27 von Willebrand factor VWF_HUMAN 309,251 10 10 18 4.09% LPGLHNSLVK 448 457 46.4 25.5 35.1 2 0 0 1,077.6416
E_27 von Willebrand factor VWF_HUMAN 309,251 10 10 18 4.09% HGAGVAMDGQDVQLPLLK 460 477 52.1 27.8 35.7 0 2 0 1,864.9590
E_27 von Willebrand factor VWF_HUMAN 309,251 10 10 18 4.09% VEDFGNAWK 546 554 41.6 25.7 30.6 2 0 0 1,065.5000
E_27 von Willebrand factor VWF_HUMAN 309,251 10 10 18 4.09% FSEEACAVLTSPTFEACHR 579 597 52.3 25.0 45.2 0 2 0 2,211.9798
E_27 von Willebrand factor VWF_HUMAN 309,251 10 10 18 4.09% AVSPLPYLR 598 606 21.3 27.8 9.0 2 0 0 1,015.5935
E_28 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.73% SFSIIGDFQNGK 69 80 66.2 26.2 17.6 2 0 0 1,312.6533
E_28 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.73% GLYLETEAGYYK 117 128 75.2 27.4 51.7 2 0 0 1,406.6839
E_28 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.73% LSGEAYGFVAR 129 139 60.2 27.6 50.4 2 0 0 1,169.5949
E_28 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.73% IDGSGNFQVLLSDR 140 153 59.0 28.5 49.5 2 0 0 1,520.7705
E_28 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.73% LPGLHNSLVK 448 457 25.9 25.6 15.5 1 0 0 1,077.6416
E_28 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.73% HGAGVAMDGQDVQLPLLK 460 477 41.6 27.8 22.6 0 2 0 1,864.9590
E_28 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.73% VEDFGNAWK 546 554 26.2 25.3 19.6 2 0 0 1,065.5000
E_28 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.73% FSEEACAVLTSPTFEACHR 579 597 53.6 25.0 42.0 0 1 0 2,211.9798
E_29 von Willebrand factor VWF_HUMAN 309,251 9 9 17 4.34% SFSIIGDFQNGK 69 80 67.3 26.2 30.2 2 0 0 1,312.6533
E_29 von Willebrand factor VWF_HUMAN 309,251 9 9 17 4.34% GLYLETEAGYYK 117 128 62.4 27.4 47.8 2 0 0 1,406.6839
E_29 von Willebrand factor VWF_HUMAN 309,251 9 9 17 4.34% LSGEAYGFVAR 129 139 83.1 27.2 76.2 2 0 0 1,169.5949
E_29 von Willebrand factor VWF_HUMAN 309,251 9 9 17 4.34% IDGSGNFQVLLSDR 140 153 75.0 28.5 66.4 2 0 0 1,520.7705
E_29 von Willebrand factor VWF_HUMAN 309,251 9 9 17 4.34% HGAGVAMDGQDVQLPLLK 460 477 47.6 27.9 32.1 0 2 0 1,864.9590
E_29 von Willebrand factor VWF_HUMAN 309,251 9 9 17 4.34% VEDFGNAWK 546 554 30.4 25.9 17.1 2 0 0 1,065.5000
E_29 von Willebrand factor VWF_HUMAN 309,251 9 9 17 4.34% FSEEACAVLTSPTFEACHR 579 597 57.7 25.0 48.5 0 2 0 2,211.9798
E_29 von Willebrand factor VWF_HUMAN 309,251 9 9 17 4.34% YAGSQVASTSEVLK 1349 1362 49.9 27.5 34.6 1 0 0 1,439.7376
E_29 von Willebrand factor VWF_HUMAN 309,251 9 9 17 4.34% ILAGPAGDSNVVK 1838 1850 41.3 25.1 27.6 2 0 0 1,240.6897
E_30 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.19% SFSIIGDFQNGK 69 80 66.8 26.4 26.6 2 0 0 1,312.6533
E_30 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.19% GLYLETEAGYYK 117 128 60.3 26.6 49.3 2 0 0 1,406.6839
E_30 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.19% LSGEAYGFVAR 129 139 63.5 27.2 57.4 2 0 0 1,169.5949
E_30 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.19% IDGSGNFQVLLSDR 140 153 75.3 28.5 66.5 1 0 0 1,520.7705
E_30 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.19% LPGLHNSLVK 448 457 31.3 25.2 24.2 1 0 0 1,077.6416
E_30 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.19% HGAGVAMDGQDVQLPLLK 460 477 59.1 27.9 44.4 0 2 0 1,864.9590
E_30 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.19% VEDFGNAWK 546 554 32.5 25.9 21.7 2 0 0 1,065.5000
E_30 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.19% FSEEACAVLTSPTFEACHR 579 597 59.4 25.0 54.9 0 2 0 2,211.9798
E_30 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.19% ILAGPAGDSNVVK 1838 1850 44.8 25.1 27.0 2 0 0 1,240.6897
E_31 von Willebrand factor VWF_HUMAN 309,251 10 10 20 4.59% SFSIIGDFQNGK 69 80 76.5 26.2 30.9 2 0 0 1,312.6533
E_31 von Willebrand factor VWF_HUMAN 309,251 10 10 20 4.59% GLYLETEAGYYK 117 128 68.1 27.4 50.1 2 0 0 1,406.6839
E_31 von Willebrand factor VWF_HUMAN 309,251 10 10 20 4.59% LSGEAYGFVAR 129 139 52.8 27.4 46.9 2 0 0 1,169.5949
E_31 von Willebrand factor VWF_HUMAN 309,251 10 10 20 4.59% IDGSGNFQVLLSDR 140 153 71.9 28.3 61.6 2 0 0 1,520.7705
E_31 von Willebrand factor VWF_HUMAN 309,251 10 10 20 4.59% LPGLHNSLVK 448 457 36.2 25.4 28.7 2 0 0 1,077.6416
E_31 von Willebrand factor VWF_HUMAN 309,251 10 10 20 4.59% HGAGVAMDGQDVQLPLLK 460 477 48.8 27.9 27.8 0 2 0 1,864.9590



E_31 von Willebrand factor VWF_HUMAN 309,251 10 10 20 4.59% VEDFGNAWK 546 554 36.0 25.9 26.6 2 0 0 1,065.5000
E_31 von Willebrand factor VWF_HUMAN 309,251 10 10 20 4.59% FSEEACAVLTSPTFEACHR 579 597 50.0 25.0 43.6 0 2 0 2,211.9798
E_31 von Willebrand factor VWF_HUMAN 309,251 10 10 20 4.59% ILAGPAGDSNVVK 1838 1850 31.5 25.1 21.5 2 0 0 1,240.6897
E_31 von Willebrand factor VWF_HUMAN 309,251 10 10 20 4.59% APTCGLCEVAR 2301 2311 51.8 25.0 49.6 2 0 0 1,233.5716
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% SFSIIGDFQNGK 69 80 69.4 26.4 39.6 2 0 0 1,312.6533
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% GLYLETEAGYYK 117 128 63.2 26.5 55.9 2 0 0 1,406.6839
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% LSGEAYGFVAR 129 139 67.1 27.2 59.0 2 0 0 1,169.5949
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% IDGSGNFQVLLSDR 140 153 70.5 28.6 59.0 1 0 0 1,520.7705
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% GLWEQCQLLK 220 229 46.2 27.8 33.1 2 0 0 1,274.6564
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% HGAGVAMDGQDVQLPLLK 460 477 40.5 27.9 6.3 0 2 0 1,864.9590
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% VEDFGNAWK 546 554 26.4 25.9 0.0 2 0 0 1,065.5000
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% FSEEACAVLTSPTFEACHR 579 597 57.8 25.0 53.0 0 2 0 2,211.9798
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% ECLCGALASYAAACAGR 620 636 89.8 25.0 89.8 1 2 0 1,800.7826
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% ILTSDVFQDCNK 1062 1073 55.2 25.6 50.0 2 0 0 1,439.6837
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% YAGSQVASTSEVLK 1349 1362 72.6 27.3 69.9 2 0 0 1,439.7376
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% YTLFQIFSK 1363 1371 32.8 28.1 23.2 2 0 0 1,146.6194
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% EAPDLVLQR 1660 1668 44.8 25.6 31.2 2 0 0 1,040.5736
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% EGGPSQIGDALGFAVR 1764 1779 52.8 27.9 50.0 2 1 0 1,573.7971
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% ILAGPAGDSNVVK 1838 1850 27.6 25.0 17.6 2 0 0 1,240.6897
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% LTGSCSYVLFQNK 1968 1980 61.7 26.7 0.0 2 0 0 1,516.7465
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% EQDLEVILHNGACSPGAR 1981 1998 24.3 26.6 21.5 0 1 0 1,965.9449
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% TNGVCVDWR 2186 2194 35.9 25.0 28.7 2 0 0 1,106.5048
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% APTCGLCEVAR 2301 2311 62.0 25.0 61.4 2 0 0 1,233.5716
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% VKEEVFIQQR 2536 2545 37.2 27.5 32.0 2 0 0 1,275.7056
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% TVMIDVCTTCR 2594 2604 41.9 25.0 0.0 1 0 0 1,371.6067
E_32 von Willebrand factor VWF_HUMAN 309,251 22 24 42 9.88% TTCNPCPLGYK 2622 2632 22.0 25.0 14.5 1 0 0 1,310.5870
F_08 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.17% LSGEAYGFVAR 129 139 52.9 27.8 30.4 2 0 0 1,169.5949
F_08 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.17% AVSPLPYLR 598 606 26.3 28.4 4.6 1 0 0 1,015.5935
F_08 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.17% ILAGPAGDSNVVK 1838 1850 19.7 25.1 12.2 1 0 0 1,240.6897
F_09 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.71% LSGEAYGFVAR 129 139 69.1 27.2 63.6 2 0 0 1,169.5949
F_09 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.71% AVSPLPYLR 598 606 24.8 28.4 5.2 1 0 0 1,015.5935
F_10 von Willebrand factor VWF_HUMAN 309,251 2 2 2 0.78% AVSPLPYLR 598 606 29.1 28.3 6.7 1 0 0 1,015.5935
F_10 von Willebrand factor VWF_HUMAN 309,251 2 2 2 0.78% ILAGPAGDSNVVK 1838 1850 22.4 25.0 17.0 1 0 0 1,240.6897
F_12 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.71% GLWEQCQLLK 220 229 35.8 28.1 27.5 1 0 0 1,274.6564
F_12 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.71% LPGLHNSLVK 448 457 25.6 25.2 18.9 2 0 0 1,077.6416
F_13 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.35% LSGEAYGFVAR 129 139 63.3 27.3 51.7 1 0 0 1,169.5949
F_13 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.35% LPGLHNSLVK 448 457 41.7 25.2 31.1 2 0 0 1,077.6416
F_13 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.35% VEDFGNAWK 546 554 41.0 25.3 30.5 2 0 0 1,065.5000
F_13 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.35% YIILLLGK 961 968 24.2 25.0 24.2 1 0 0 932.6181
F_14 von Willebrand factor VWF_HUMAN 309,251 6 6 9 2.20% SFSIIGDFQNGKR 69 81 23.5 27.2 9.0 0 1 0 1,468.7544
F_14 von Willebrand factor VWF_HUMAN 309,251 6 6 9 2.20% LSGEAYGFVAR 129 139 62.6 27.2 49.5 2 0 0 1,169.5949
F_14 von Willebrand factor VWF_HUMAN 309,251 6 6 9 2.20% LPGLHNSLVK 448 457 44.6 25.0 34.1 2 0 0 1,077.6416
F_14 von Willebrand factor VWF_HUMAN 309,251 6 6 9 2.20% YIILLLGK 961 968 26.5 25.0 26.5 2 0 0 932.6181
F_14 von Willebrand factor VWF_HUMAN 309,251 6 6 9 2.20% ALSVVWDR 969 976 31.6 29.1 13.1 1 0 0 945.5152
F_14 von Willebrand factor VWF_HUMAN 309,251 6 6 9 2.20% ILTSDVFQDCNK 1062 1073 47.4 25.9 44.8 1 0 0 1,439.6837
F_15 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.42% SFSIIGDFQNGK 69 80 63.4 26.1 23.7 2 0 0 1,312.6533
F_15 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.42% GLYLETEAGYYK 117 128 55.4 27.7 45.7 1 0 0 1,406.6839
F_15 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.42% LSGEAYGFVAR 129 139 76.8 27.3 63.6 2 0 0 1,169.5949
F_15 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.42% IDGSGNFQVLLSDR 140 153 78.2 28.7 68.2 2 0 0 1,520.7705
F_15 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.42% LPGLHNSLVK 448 457 44.6 25.2 35.4 2 0 0 1,077.6416
F_15 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.42% VEDFGNAWK 546 554 38.4 25.3 30.6 2 0 0 1,065.5000
F_16 von Willebrand factor VWF_HUMAN 309,251 4 4 7 1.56% LSGEAYGFVAR 129 139 26.5 27.3 16.5 1 0 0 1,169.5949
F_16 von Willebrand factor VWF_HUMAN 309,251 4 4 7 1.56% TCQSLHINEMCQER 311 324 33.3 25.0 21.5 0 2 0 1,805.7729
F_16 von Willebrand factor VWF_HUMAN 309,251 4 4 7 1.56% LPGLHNSLVK 448 457 40.2 25.2 32.3 2 0 0 1,077.6416
F_16 von Willebrand factor VWF_HUMAN 309,251 4 4 7 1.56% VEDFGNAWK 546 554 45.1 25.3 33.6 2 0 0 1,065.5000
G_08 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.71% LSGEAYGFVAR 129 139 66.7 27.7 50.5 2 0 0 1,169.5949
G_08 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.71% AVSPLPYLR 598 606 26.6 28.7 7.9 2 0 0 1,015.5935
G_09 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.17% LSGEAYGFVAR 129 139 31.5 27.0 20.4 1 0 0 1,169.5949
G_09 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.17% AVSPLPYLR 598 606 26.1 28.7 6.9 1 0 0 1,015.5935
G_09 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.17% ILAGPAGDSNVVK 1838 1850 34.9 25.6 27.3 2 0 0 1,240.6897
G_10 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.71% LSGEAYGFVAR 129 139 69.9 27.3 52.6 2 0 0 1,169.5949
G_10 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.71% AVSPLPYLR 598 606 30.4 28.7 5.5 2 0 0 1,015.5935
G_11 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.68% LPGLHNSLVK 448 457 32.4 25.0 22.1 2 0 0 1,077.6416
G_11 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.68% VEDFGNAWK 546 554 41.3 25.9 30.5 2 0 0 1,065.5000
G_12 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.39% LSGEAYGFVAR 129 139 76.1 27.0 62.9 2 0 0 1,169.5949
G_12 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.39% GLWEQCQLLK 220 229 28.1 28.3 21.4 1 0 0 1,274.6564
G_12 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.39% VEDFGNAWK 546 554 28.3 25.7 23.0 2 0 0 1,065.5000
G_12 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.39% AVSPLPYLR 598 606 29.9 28.6 11.7 1 0 0 1,015.5935
G_13 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.64% VEDFGNAWK 546 554 37.2 25.7 23.5 2 0 0 1,065.5000
G_13 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.64% AVSPLPYLR 598 606 30.8 28.6 12.4 2 0 0 1,015.5935
G_14 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.75% VEDFGNAWK 546 554 39.0 25.9 26.4 2 0 0 1,065.5000
G_14 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.75% ILTSDVFQDCNK 1062 1073 52.4 26.7 49.9 2 0 0 1,439.6837
G_15 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.10% LSGEAYGFVAR 129 139 83.7 27.3 70.0 2 0 0 1,169.5949
G_15 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.10% LPGLHNSLVK 448 457 53.8 25.0 45.2 2 0 0 1,077.6416
G_15 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.10% VEDFGNAWK 546 554 38.3 26.5 23.5 2 0 0 1,065.5000
G_15 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.10% AVSPLPYLR 598 606 29.9 28.6 9.6 2 0 0 1,015.5935
G_15 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.10% ALSVVWDR 969 976 38.5 30.1 17.4 1 0 0 945.5152
G_15 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.10% ILTSDVFQDCNK 1062 1073 65.5 26.7 58.1 1 0 0 1,439.6837
G_16 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% IDGSGNFQVLLSDR 140 153 41.2 28.6 34.8 2 0 0 1,520.7705
G_16 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% GLWEQCQLLK 220 229 45.3 28.6 35.5 2 0 0 1,274.6564
G_16 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% TCQSLHINEMCQER 311 324 31.2 25.0 29.0 0 2 0 1,805.7729
G_16 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% LPGLHNSLVK 448 457 36.4 25.0 26.8 2 0 0 1,077.6416
G_16 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% VEDFGNAWK 546 554 44.6 25.7 27.1 2 0 0 1,065.5000
G_16 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% AVSPLPYLR 598 606 33.4 28.7 9.1 2 0 0 1,015.5935
G_16 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% ILTSDVFQDCNK 1062 1073 65.8 26.7 52.4 2 0 0 1,439.6837
H_09 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.03% GLWEQCQLLK 220 229 27.6 28.1 9.8 1 0 0 1,274.6564
H_09 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.03% LPGLHNSLVK 448 457 22.8 25.2 12.9 1 0 0 1,077.6416
H_09 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.03% VEDFGNAWK 546 554 40.7 25.3 24.6 2 0 0 1,065.5000
H_12 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.21% LSGEAYGFVAR 129 139 73.9 27.8 61.8 2 0 0 1,169.5949
H_12 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.21% LPGLHNSLVK 448 457 34.8 25.0 22.6 2 0 0 1,077.6416
H_12 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.21% ILAGPAGDSNVVK 1838 1850 31.5 25.1 23.8 2 0 0 1,240.6897
H_15 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.71% LSGEAYGFVAR 129 139 79.8 27.8 61.5 2 0 0 1,169.5949
H_15 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.71% VEDFGNAWK 546 554 35.7 25.7 28.5 2 0 0 1,065.5000
H_16 von Willebrand factor VWF_HUMAN 309,251 12 13 30 4.55% SFSIIGDFQNGK 69 80 70.7 26.0 34.8 2 0 0 1,312.6533
H_16 von Willebrand factor VWF_HUMAN 309,251 12 13 30 4.55% SFSIIGDFQNGKR 69 81 54.3 27.5 19.2 2 0 0 1,468.7544
H_16 von Willebrand factor VWF_HUMAN 309,251 12 13 30 4.55% GLYLETEAGYYK 117 128 76.7 27.5 58.3 2 0 0 1,406.6839
H_16 von Willebrand factor VWF_HUMAN 309,251 12 13 30 4.55% LSGEAYGFVAR 129 139 90.7 27.5 71.5 4 0 0 1,169.5949
H_16 von Willebrand factor VWF_HUMAN 309,251 12 13 30 4.55% GLWEQCQLLK 220 229 32.7 28.1 15.0 2 0 0 1,274.6564
H_16 von Willebrand factor VWF_HUMAN 309,251 12 13 30 4.55% TCQSLHINEMCQER 311 324 51.9 25.0 46.8 2 2 0 1,805.7729
H_16 von Willebrand factor VWF_HUMAN 309,251 12 13 30 4.55% LPGLHNSLVK 448 457 50.2 25.0 38.9 2 0 0 1,077.6416
H_16 von Willebrand factor VWF_HUMAN 309,251 12 13 30 4.55% LLVKLSPVYAGK 508 519 26.5 25.0 22.1 1 0 0 1,287.8036
H_16 von Willebrand factor VWF_HUMAN 309,251 12 13 30 4.55% VEDFGNAWK 546 554 44.5 25.3 27.2 6 0 0 1,065.5000
H_16 von Willebrand factor VWF_HUMAN 309,251 12 13 30 4.55% AVSPLPYLR 598 606 42.9 28.4 23.4 1 0 0 1,015.5935
H_16 von Willebrand factor VWF_HUMAN 309,251 12 13 30 4.55% GQVYLQCGTPCNLTCR 655 670 83.0 25.0 73.4 2 0 0 1,926.8621
H_16 von Willebrand factor VWF_HUMAN 309,251 12 13 30 4.55% ILTSDVFQDCNK 1062 1073 62.4 25.9 57.5 2 0 0 1,439.6837
H_17 von Willebrand factor VWF_HUMAN 309,251 9 11 21 3.38% SFSIIGDFQNGK 69 80 64.7 26.0 37.2 2 0 0 1,312.6533
H_17 von Willebrand factor VWF_HUMAN 309,251 9 11 21 3.38% SFSIIGDFQNGKR 69 81 60.9 27.4 17.6 2 2 0 1,468.7544
H_17 von Willebrand factor VWF_HUMAN 309,251 9 11 21 3.38% GLYLETEAGYYK 117 128 65.6 27.5 47.1 2 0 0 1,406.6839
H_17 von Willebrand factor VWF_HUMAN 309,251 9 11 21 3.38% LSGEAYGFVAR 129 139 58.8 27.1 49.7 1 0 0 1,169.5949
H_17 von Willebrand factor VWF_HUMAN 309,251 9 11 21 3.38% IDGSGNFQVLLSDR 140 153 63.6 28.5 54.4 2 0 0 1,520.7705
H_17 von Willebrand factor VWF_HUMAN 309,251 9 11 21 3.38% TCQSLHINEMCQER 311 324 41.5 25.0 41.5 2 2 0 1,805.7729
H_17 von Willebrand factor VWF_HUMAN 309,251 9 11 21 3.38% SVTVRLPGLHNSLVK 443 457 36.2 25.0 34.5 0 2 0 1,619.9592



H_17 von Willebrand factor VWF_HUMAN 309,251 9 11 21 3.38% LPGLHNSLVK 448 457 36.0 25.0 30.0 2 0 0 1,077.6416
H_17 von Willebrand factor VWF_HUMAN 309,251 9 11 21 3.38% GQVYLQCGTPCNLTCR 655 670 71.2 25.0 63.8 2 0 0 1,926.8621
H_19 von Willebrand factor VWF_HUMAN 309,251 4 4 7 1.71% SFSIIGDFQNGKR 69 81 64.5 27.4 32.8 2 0 0 1,468.7544
H_19 von Willebrand factor VWF_HUMAN 309,251 4 4 7 1.71% LSGEAYGFVAR 129 139 73.5 27.1 60.7 2 0 0 1,169.5949
H_19 von Willebrand factor VWF_HUMAN 309,251 4 4 7 1.71% TCQSLHINEMCQER 311 324 22.0 25.0 20.6 0 2 0 1,805.7729
H_19 von Willebrand factor VWF_HUMAN 309,251 4 4 7 1.71% LPGLHNSLVK 448 457 23.2 25.0 9.1 1 0 0 1,077.6416
H_20 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.31% SFSIIGDFQNGK 69 80 52.9 26.0 20.5 2 0 0 1,312.6533
H_20 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.31% SFSIIGDFQNGKR 69 81 25.8 27.4 0.4 2 0 0 1,468.7544
H_20 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.31% LSGEAYGFVAR 129 139 77.8 27.8 62.6 1 0 0 1,169.5949
H_20 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.31% TCQSLHINEMCQER 311 324 25.8 25.0 25.8 0 2 0 1,805.7729
H_20 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.31% GQVYLQCGTPCNLTCR 655 670 39.7 25.0 37.2 2 0 0 1,926.8621
H_20 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.31% ILTSDVFQDCNK 1062 1073 91.2 25.8 84.5 2 0 0 1,439.6837
H_20 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.31% YAGSQVASTSEVLK 1349 1362 67.4 27.7 59.8 2 0 0 1,439.7376
H_20 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.31% ILAGPAGDSNVVK 1838 1850 52.3 25.1 42.8 2 0 0 1,240.6897
H_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 4.76% SFSIIGDFQNGK 69 80 52.8 26.5 25.0 2 0 0 1,312.6533
H_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 4.76% SFSIIGDFQNGKR 69 81 53.5 27.4 20.4 2 1 0 1,468.7544
H_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 4.76% GLYLETEAGYYK 117 128 43.2 27.7 26.6 1 0 0 1,406.6839
H_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 4.76% LSGEAYGFVAR 129 139 84.6 27.5 66.0 1 0 0 1,169.5949
H_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 4.76% GLWEQCQLLK 220 229 31.5 28.4 22.4 2 0 0 1,274.6564
H_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 4.76% TCQSLHINEMCQER 311 324 43.0 25.0 35.2 0 2 0 1,805.7729
H_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 4.76% VEDFGNAWK 546 554 49.9 25.7 29.0 2 0 0 1,065.5000
H_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 4.76% GQVYLQCGTPCNLTCR 655 670 59.2 25.0 47.0 2 0 0 1,926.8621
H_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 4.76% ILTSDVFQDCNK 1062 1073 71.7 26.4 65.1 2 0 0 1,439.6837
H_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 4.76% LSEAEFEVLK 1288 1297 62.0 27.9 43.8 2 0 0 1,164.6147
H_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 4.76% YAGSQVASTSEVLK 1349 1362 68.2 27.6 52.6 2 0 0 1,439.7376
H_21 von Willebrand factor VWF_HUMAN 309,251 12 13 23 4.76% ILAGPAGDSNVVK 1838 1850 43.6 25.3 26.9 2 0 0 1,240.6897
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% SFSIIGDFQNGK 69 80 38.2 26.5 10.4 1 0 0 1,312.6533
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% SFSIIGDFQNGKR 69 81 58.6 27.6 26.9 2 1 0 1,468.7544
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% GLYLETEAGYYK 117 128 60.3 27.8 50.0 2 0 0 1,406.6839
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% LSGEAYGFVAR 129 139 77.8 27.3 59.6 1 0 0 1,169.5949
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% GLWEQCQLLK 220 229 50.2 28.1 38.7 2 0 0 1,274.6564
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% TCQSLHINEMCQER 311 324 21.6 25.0 21.6 0 2 0 1,805.7729
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% SVTVRLPGLHNSLVK 443 457 24.3 25.0 23.3 0 2 0 1,619.9592
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% LPGLHNSLVK 448 457 30.3 25.0 24.8 2 0 0 1,077.6416
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% VEDFGNAWK 546 554 50.2 25.3 29.0 2 0 0 1,065.5000
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% GQVYLQCGTPCNLTCR 655 670 63.6 25.0 53.4 2 0 0 1,926.8621
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% ILTSDVFQDCNK 1062 1073 84.1 26.0 77.1 2 0 0 1,439.6837
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% NLRENGYECEWR 1134 1145 18.9 25.0 2.5 0 1 0 1,625.7125
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% LSEAEFEVLK 1288 1297 72.2 28.2 57.0 2 0 0 1,164.6147
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% YAGSQVASTSEVLK 1349 1362 91.8 27.7 86.6 2 0 0 1,439.7376
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% EAPDLVLQR 1660 1668 29.2 25.0 21.5 2 0 0 1,040.5736
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% EGGPSQIGDALGFAVR 1764 1779 57.1 28.6 54.4 2 0 0 1,573.7971
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% VTVFPIGIGDR 1820 1830 36.7 27.3 25.2 1 0 0 1,173.6628
H_22 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.00% LTGSCSYVLFQNK 1968 1980 69.9 27.0 0.0 2 0 0 1,516.7465
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% SFSIIGDFQNGK 69 80 67.8 26.0 17.0 2 0 0 1,312.6533
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% SFSIIGDFQNGKR 69 81 69.5 27.4 23.4 2 2 0 1,468.7544
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% GLYLETEAGYYK 117 128 53.7 27.8 42.0 2 0 0 1,406.6839
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% LSGEAYGFVAR 129 139 83.8 27.8 69.6 2 0 0 1,169.5949
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% GLWEQCQLLK 220 229 56.7 28.4 36.6 2 0 0 1,274.6564
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% TCQSLHINEMCQER 311 324 31.5 25.0 31.5 0 1 0 1,805.7729
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% LPGLHNSLVK 448 457 18.3 25.0 13.4 1 0 0 1,077.6416
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% GQVYLQCGTPCNLTCR 655 670 66.7 25.0 51.0 2 0 0 1,926.8621
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% ILTSDVFQDCNK 1062 1073 59.0 25.9 59.0 2 0 0 1,439.6837
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% AFVVDMMER 1298 1306 40.8 25.1 29.1 1 0 0 1,097.5118
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% YAGSQVASTSEVLK 1349 1362 82.5 27.6 78.7 2 0 0 1,439.7376
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% VIVIPVGIGPHANLK 1409 1423 22.4 25.0 20.2 0 1 0 1,526.9419
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% EAPDLVLQR 1660 1668 31.0 25.5 24.9 2 0 0 1,040.5736
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% EGGPSQIGDALGFAVR 1764 1779 43.6 28.2 39.0 2 0 0 1,573.7971
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% ILAGPAGDSNVVK 1838 1850 35.3 25.2 21.5 2 0 0 1,240.6897
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% WTCPCVCTGSSTR 1944 1956 50.1 25.0 47.1 2 0 0 1,571.6400
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% LTGSCSYVLFQNK 1968 1980 60.5 26.8 0.0 2 0 0 1,516.7465
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% CLPSACEVVTGSPR 2494 2507 54.5 25.5 50.4 2 0 0 1,532.7197
H_23 von Willebrand factor VWF_HUMAN 309,251 19 20 35 7.86% GEYFWEK 2682 2688 18.4 25.0 11.7 1 0 0 958.4305
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% SFSIIGDFQNGKR 69 81 54.3 27.4 10.9 2 0 0 1,468.7544
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% GLYLETEAGYYK 117 128 54.3 27.5 44.2 2 0 0 1,406.6839
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% LSGEAYGFVAR 129 139 87.6 27.8 69.5 2 0 0 1,169.5949
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% GLWEQCQLLK 220 229 50.7 28.1 42.2 2 0 0 1,274.6564
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% TCQSLHINEMCQER 311 324 27.5 25.0 27.5 0 1 0 1,805.7729
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% VEDFGNAWK 546 554 29.5 25.3 21.0 1 0 0 1,065.5000
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% GQVYLQCGTPCNLTCR 655 670 78.6 25.0 75.2 2 0 0 1,926.8621
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% ILTSDVFQDCNK 1062 1073 95.0 25.9 89.2 2 0 0 1,439.6837
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% NLRENGYECEWR 1134 1145 24.5 25.0 14.2 0 1 0 1,625.7125
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% LSEAEFEVLK 1288 1297 72.9 28.2 59.6 2 0 0 1,164.6147
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% YAGSQVASTSEVLK 1349 1362 97.0 27.7 90.3 2 0 0 1,439.7376
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% VIVIPVGIGPHANLK 1409 1423 18.5 25.0 17.2 0 1 0 1,526.9419
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% YLSDHSFLVSQGDR 1584 1597 44.5 26.7 36.5 2 0 0 1,623.7762
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% EGGPSQIGDALGFAVR 1764 1779 66.4 28.5 59.3 2 0 0 1,573.7971
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% VTVFPIGIGDR 1820 1830 48.1 27.3 31.6 2 0 0 1,173.6628
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% ILAGPAGDSNVVK 1838 1850 38.4 25.1 28.1 2 0 0 1,240.6897
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% HIVTFDGQNFK 1957 1967 47.8 28.1 45.8 1 0 0 1,305.6587
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% LTGSCSYVLFQNK 1968 1980 49.7 26.6 0.0 2 0 0 1,516.7465
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% TNGVCVDWR 2186 2194 46.5 25.0 38.5 2 0 0 1,106.5048
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% CLPSACEVVTGSPR 2494 2507 56.2 25.5 50.5 2 0 0 1,532.7197
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% VNERGEYFWEK 2678 2688 21.7 25.0 8.3 0 1 0 1,456.6855
H_24 von Willebrand factor VWF_HUMAN 309,251 22 22 38 9.95% IPGTCCDTCEEPECNDITAR 2711 2730 29.6 25.0 29.6 0 2 0 2,397.9418
I_09 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.68% LPGLHNSLVK 448 457 23.6 25.0 23.3 2 0 0 1,077.6416
I_09 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.68% VEDFGNAWK 546 554 41.3 25.3 30.4 2 0 0 1,065.5000
I_10 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.32% SFSIIGDFQNGKR 69 81 24.8 27.6 3.2 1 0 0 1,468.7544
I_10 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.32% SVTVRLPGLHNSLVK 443 457 24.8 25.0 23.8 0 1 0 1,619.9592
I_10 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.32% VEDFGNAWK 546 554 35.7 25.7 21.5 2 0 0 1,065.5000
I_11 von Willebrand factor VWF_HUMAN 309,251 3 4 6 1.00% SFSIIGDFQNGKR 69 81 33.8 27.4 8.7 2 1 0 1,468.7544
I_11 von Willebrand factor VWF_HUMAN 309,251 3 4 6 1.00% SVTVRLPGLHNSLVK 443 457 26.4 25.0 25.0 0 2 0 1,619.9592
I_11 von Willebrand factor VWF_HUMAN 309,251 3 4 6 1.00% LPGLHNSLVK 448 457 24.5 25.0 21.6 1 0 0 1,077.6416
I_12 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.82% LSGEAYGFVAR 129 139 60.8 27.8 46.7 2 0 0 1,169.5949
I_12 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.82% ILTSDVFQDCNK 1062 1073 62.0 26.0 56.0 2 0 0 1,439.6837
I_14 von Willebrand factor VWF_HUMAN 309,251 4 5 7 1.60% SFSIIGDFQNGKR 69 81 34.5 27.4 9.4 1 1 0 1,468.7544
I_14 von Willebrand factor VWF_HUMAN 309,251 4 5 7 1.60% GLWEQCQLLK 220 229 45.8 28.4 35.0 2 0 0 1,274.6564
I_14 von Willebrand factor VWF_HUMAN 309,251 4 5 7 1.60% LPGLHNSLVK 448 457 24.7 25.0 22.1 1 0 0 1,077.6416
I_14 von Willebrand factor VWF_HUMAN 309,251 4 5 7 1.60% ILTSDVFQDCNK 1062 1073 60.5 26.4 56.4 2 0 0 1,439.6837
I_15 von Willebrand factor VWF_HUMAN 309,251 4 4 4 1.78% SFSIIGDFQNGKR 69 81 32.9 27.4 15.7 1 0 0 1,468.7544
I_15 von Willebrand factor VWF_HUMAN 309,251 4 4 4 1.78% GLYLETEAGYYK 117 128 59.7 27.6 46.7 1 0 0 1,406.6839
I_15 von Willebrand factor VWF_HUMAN 309,251 4 4 4 1.78% AVSPLPYLR 598 606 24.4 28.4 10.2 1 0 0 1,015.5935
I_15 von Willebrand factor VWF_HUMAN 309,251 4 4 4 1.78% GQVYLQCGTPCNLTCR 655 670 75.4 25.0 70.9 1 0 0 1,926.8621
I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% SFSIIGDFQNGK 69 80 66.7 26.0 9.7 2 0 0 1,312.6533
I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% SFSIIGDFQNGKR 69 81 63.8 27.5 14.5 2 1 0 1,468.7544
I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% LSGEAYGFVAR 129 139 94.4 27.3 75.1 8 0 0 1,169.5949
I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% IDGSGNFQVLLSDR 140 153 76.8 28.5 63.5 2 0 0 1,520.7705
I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% GLWEQCQLLK 220 229 53.0 28.4 41.0 5 0 0 1,274.6564
I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% TCQSLHINEMCQER 311 324 38.1 25.0 38.1 2 0 0 1,805.7729
I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% SVTVRLPGLHNSLVK 443 457 53.3 25.0 53.3 0 2 0 1,619.9592
I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% LPGLHNSLVK 448 457 61.5 25.0 48.8 3 0 0 1,077.6416
I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% HGAGVAMDGQDVQLPLLK 460 477 57.2 27.9 29.0 1 2 0 1,864.9590



I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% LLVKLSPVYAGK 508 519 49.6 25.0 49.6 2 0 0 1,287.8036
I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% VEDFGNAWK 546 554 49.5 25.3 29.0 6 0 0 1,065.5000
I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% AVSPLPYLR 598 606 36.5 28.4 17.1 4 0 0 1,015.5935
I_16 von Willebrand factor VWF_HUMAN 309,251 13 15 44 5.01% GQVYLQCGTPCNLTCR 655 670 77.2 25.0 75.9 2 0 0 1,926.8621
I_17 von Willebrand factor VWF_HUMAN 309,251 10 10 17 4.23% SFSIIGDFQNGKR 69 81 52.9 27.4 11.2 2 0 0 1,468.7544
I_17 von Willebrand factor VWF_HUMAN 309,251 10 10 17 4.23% GLYLETEAGYYK 117 128 57.9 27.5 46.0 2 0 0 1,406.6839
I_17 von Willebrand factor VWF_HUMAN 309,251 10 10 17 4.23% LSGEAYGFVAR 129 139 79.1 27.8 64.1 1 0 0 1,169.5949
I_17 von Willebrand factor VWF_HUMAN 309,251 10 10 17 4.23% IDGSGNFQVLLSDR 140 153 33.6 28.3 19.9 1 0 0 1,520.7705
I_17 von Willebrand factor VWF_HUMAN 309,251 10 10 17 4.23% TCQSLHINEMCQER 311 324 37.7 25.0 37.7 0 2 0 1,805.7729
I_17 von Willebrand factor VWF_HUMAN 309,251 10 10 17 4.23% SVTVRLPGLHNSLVK 443 457 34.0 25.0 32.2 0 2 0 1,619.9592
I_17 von Willebrand factor VWF_HUMAN 309,251 10 10 17 4.23% LPGLHNSLVK 448 457 25.9 25.0 17.0 2 0 0 1,077.6416
I_17 von Willebrand factor VWF_HUMAN 309,251 10 10 17 4.23% LLVKLSPVYAGK 508 519 29.1 25.0 21.6 2 0 0 1,287.8036
I_17 von Willebrand factor VWF_HUMAN 309,251 10 10 17 4.23% GQVYLQCGTPCNLTCR 655 670 70.0 25.0 54.8 2 0 0 1,926.8621
I_17 von Willebrand factor VWF_HUMAN 309,251 10 10 17 4.23% ILTSDVFQDCNK 1062 1073 25.8 25.8 22.4 1 0 0 1,439.6837
I_18 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.67% LSGEAYGFVAR 129 139 79.0 27.8 62.7 2 0 0 1,169.5949
I_18 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.67% GLWEQCQLLK 220 229 37.7 28.1 22.6 2 0 0 1,274.6564
I_18 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.67% TCQSLHINEMCQER 311 324 18.5 25.0 17.5 0 1 0 1,805.7729
I_18 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.67% SVTVRLPGLHNSLVK 443 457 35.8 25.0 34.6 0 2 0 1,619.9592
I_18 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.67% VEDFGNAWK 546 554 30.9 25.3 16.9 2 0 0 1,065.5000
I_18 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.67% GQVYLQCGTPCNLTCR 655 670 43.6 25.0 40.3 1 0 0 1,926.8621
I_19 von Willebrand factor VWF_HUMAN 309,251 6 7 14 2.70% SFSIIGDFQNGKR 69 81 37.7 27.3 4.6 2 2 0 1,468.7544
I_19 von Willebrand factor VWF_HUMAN 309,251 6 7 14 2.70% LSGEAYGFVAR 129 139 68.3 27.3 49.4 2 0 0 1,169.5949
I_19 von Willebrand factor VWF_HUMAN 309,251 6 7 14 2.70% SVTVRLPGLHNSLVK 443 457 33.7 25.0 32.3 0 2 0 1,619.9592
I_19 von Willebrand factor VWF_HUMAN 309,251 6 7 14 2.70% VEDFGNAWK 546 554 46.0 25.2 29.9 2 0 0 1,065.5000
I_19 von Willebrand factor VWF_HUMAN 309,251 6 7 14 2.70% GQVYLQCGTPCNLTCR 655 670 63.7 25.0 56.3 2 0 0 1,926.8621
I_19 von Willebrand factor VWF_HUMAN 309,251 6 7 14 2.70% ILTSDVFQDCNK 1062 1073 44.3 25.9 40.9 2 0 0 1,439.6837
I_20 von Willebrand factor VWF_HUMAN 309,251 11 12 22 4.27% SFSIIGDFQNGKR 69 81 40.1 27.4 10.0 2 1 0 1,468.7544
I_20 von Willebrand factor VWF_HUMAN 309,251 11 12 22 4.27% GLYLETEAGYYK 117 128 63.5 27.7 41.1 2 0 0 1,406.6839
I_20 von Willebrand factor VWF_HUMAN 309,251 11 12 22 4.27% LSGEAYGFVAR 129 139 68.7 27.5 52.3 2 0 0 1,169.5949
I_20 von Willebrand factor VWF_HUMAN 309,251 11 12 22 4.27% GLWEQCQLLK 220 229 33.5 28.1 24.1 2 0 0 1,274.6564
I_20 von Willebrand factor VWF_HUMAN 309,251 11 12 22 4.27% SVTVRLPGLHNSLVK 443 457 22.4 25.0 16.6 0 2 0 1,619.9592
I_20 von Willebrand factor VWF_HUMAN 309,251 11 12 22 4.27% LPGLHNSLVK 448 457 19.5 25.0 17.5 1 0 0 1,077.6416
I_20 von Willebrand factor VWF_HUMAN 309,251 11 12 22 4.27% VEDFGNAWK 546 554 44.0 25.3 32.3 2 0 0 1,065.5000
I_20 von Willebrand factor VWF_HUMAN 309,251 11 12 22 4.27% AVSPLPYLR 598 606 26.6 28.6 11.5 2 0 0 1,015.5935
I_20 von Willebrand factor VWF_HUMAN 309,251 11 12 22 4.27% GQVYLQCGTPCNLTCR 655 670 69.1 25.0 59.1 2 0 0 1,926.8621
I_20 von Willebrand factor VWF_HUMAN 309,251 11 12 22 4.27% ILTSDVFQDCNK 1062 1073 67.2 26.4 57.6 2 0 0 1,439.6837
I_20 von Willebrand factor VWF_HUMAN 309,251 11 12 22 4.27% ILAGPAGDSNVVK 1838 1850 42.6 25.1 29.4 2 0 0 1,240.6897
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% SFSIIGDFQNGK 69 80 54.2 26.0 24.0 2 0 0 1,312.6533
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% SFSIIGDFQNGKR 69 81 38.9 27.4 14.8 2 1 0 1,468.7544
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% GLYLETEAGYYK 117 128 57.3 27.7 40.7 2 0 0 1,406.6839
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% LSGEAYGFVAR 129 139 73.5 27.5 63.1 2 0 0 1,169.5949
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% GLWEQCQLLK 220 229 49.5 28.3 40.5 2 0 0 1,274.6564
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% TCQSLHINEMCQER 311 324 16.0 25.0 16.0 0 2 0 1,805.7729
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% SVTVRLPGLHNSLVK 443 457 29.4 25.0 28.9 0 2 0 1,619.9592
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% LPGLHNSLVK 448 457 21.5 25.0 20.4 1 0 0 1,077.6416
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% VEDFGNAWK 546 554 43.9 25.3 34.1 2 0 0 1,065.5000
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% GQVYLQCGTPCNLTCR 655 670 48.0 25.0 47.4 2 0 0 1,926.8621
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% LVCPADNLR 774 782 21.0 26.1 16.8 1 0 0 1,057.5460
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% ILTSDVFQDCNK 1062 1073 57.5 25.9 53.1 2 0 0 1,439.6837
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% YAGSQVASTSEVLK 1349 1362 74.6 27.7 70.0 2 0 0 1,439.7376
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% EAPDLVLQR 1660 1668 24.4 25.7 19.5 1 0 0 1,040.5736
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% EGGPSQIGDALGFAVR 1764 1779 31.1 28.2 26.5 2 0 0 1,573.7971
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% ILAGPAGDSNVVK 1838 1850 36.8 25.1 26.8 2 0 0 1,240.6897
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% WTCPCVCTGSSTR 1944 1956 32.8 25.0 31.9 1 0 0 1,571.6400
I_21 von Willebrand factor VWF_HUMAN 309,251 18 19 33 7.07% LTGSCSYVLFQNK 1968 1980 34.7 26.6 0.0 2 0 0 1,516.7465
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% LSGEAYGFVAR 129 139 45.3 27.5 38.5 2 0 0 1,169.5949
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% GLWEQCQLLK 220 229 37.8 28.1 27.1 1 0 0 1,274.6564
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% AVSPLPYLR 598 606 23.5 28.4 11.8 2 0 0 1,015.5935
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% LVCPADNLRAEGLECTK 774 790 18.1 26.9 12.5 0 1 0 1,945.9473
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% ILTSDVFQDCNK 1062 1073 72.5 25.9 66.7 2 0 0 1,439.6837
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% NLRENGYECEWR 1134 1145 19.4 25.0 10.0 0 2 0 1,625.7125
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% YAGSQVASTSEVLK 1349 1362 85.2 27.7 76.7 2 0 0 1,439.7376
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% EAPDLVLQR 1660 1668 38.6 25.5 32.6 2 0 0 1,040.5736
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% ILAGPAGDSNVVK 1838 1850 57.9 25.1 45.6 2 0 0 1,240.6897
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% ILAGPAGDSNVVKLQR 1838 1853 27.0 25.0 15.9 0 1 0 1,637.9335
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% WTCPCVCTGSSTR 1944 1956 55.6 25.0 55.6 2 0 0 1,571.6400
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% HIVTFDGQNFK 1957 1967 44.5 28.1 44.5 2 0 0 1,305.6587
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% LTGSCSYVLFQNK 1968 1980 62.3 26.6 0.0 2 0 0 1,516.7465
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% EQDLEVILHNGACSPGAR 1981 1998 28.7 27.1 27.8 0 2 0 1,965.9449
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% TNGVCVDWR 2186 2194 44.2 25.0 38.4 2 0 0 1,106.5048
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% CLPSACEVVTGSPR 2494 2507 38.2 25.5 30.5 2 0 0 1,532.7197
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% VKEEVFIQQR 2536 2545 33.9 27.5 30.5 2 0 0 1,275.7056
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% TVMIDVCTTCR 2594 2604 54.6 25.0 0.0 2 0 0 1,355.6118
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% CLPTACTIQLR 2644 2654 43.6 28.2 28.9 2 0 0 1,332.6765
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% DETLQDGCDTHFCK 2664 2677 28.8 25.0 28.1 2 2 0 1,725.6847
I_22 von Willebrand factor VWF_HUMAN 309,251 21 22 40 9.03% IPGTCCDTCEEPECNDITAR 2711 2730 27.4 25.0 27.4 0 1 0 2,397.9418
I_23 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.35% LSGEAYGFVAR 129 139 44.1 27.2 38.0 1 0 0 1,169.5949
I_23 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.35% SVTVRLPGLHNSLVK 443 457 21.2 25.0 18.2 0 1 0 1,619.9592
I_23 von Willebrand factor VWF_HUMAN 309,251 3 3 4 1.35% ILTSDVFQDCNK 1062 1073 56.3 26.0 51.1 2 0 0 1,439.6837
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% SFSIIGDFQNGK 69 80 49.4 26.6 16.2 2 0 0 1,312.6533
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% SFSIIGDFQNGKR 69 81 29.7 27.4 6.8 2 1 0 1,468.7544
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% LSGEAYGFVAR 129 139 56.6 27.6 45.0 2 0 0 1,169.5949
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% GLWEQCQLLK 220 229 39.2 28.1 32.2 2 0 0 1,274.6564
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% LPGLHNSLVK 448 457 32.9 25.0 27.9 1 0 0 1,077.6416
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% VEDFGNAWK 546 554 43.9 25.3 36.4 2 0 0 1,065.5000
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% GQVYLQCGTPCNLTCR 655 670 48.4 25.0 39.2 2 0 0 1,926.8621
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% ILTSDVFQDCNK 1062 1073 85.7 26.4 79.7 2 0 0 1,439.6837
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% NLRENGYECEWR 1134 1145 20.3 25.0 1.2 0 1 0 1,625.7125
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% LSEAEFEVLK 1288 1297 60.6 28.2 49.4 2 0 0 1,164.6147
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% EAPDLVLQR 1660 1668 40.0 25.6 28.2 2 0 0 1,040.5736
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% EGGPSQIGDALGFAVR 1764 1779 52.8 28.5 43.9 2 0 0 1,573.7971
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% VTVFPIGIGDR 1820 1830 41.2 27.8 30.3 2 0 0 1,173.6628
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% ILAGPAGDSNVVK 1838 1850 45.9 25.3 32.3 2 0 0 1,240.6897
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% ILAGPAGDSNVVKLQR 1838 1853 31.9 25.0 26.3 0 1 0 1,637.9335
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% WTCPCVCTGSSTR 1944 1956 64.9 25.0 64.9 2 0 0 1,571.6400
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% TNGVCVDWR 2186 2194 26.3 25.0 18.3 2 0 0 1,106.5048
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% SGFTYVLHEGECCGR 2479 2493 45.1 25.0 45.1 2 0 0 1,771.7528
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% CLPSACEVVTGSPR 2494 2507 77.3 25.5 62.2 1 0 0 1,532.7197
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% TTCNPCPLGYKEENNTGECCGR 2622 2643 26.0 25.0 26.0 0 1 0 2,617.0537
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% CLPTACTIQLR 2644 2654 55.5 28.2 36.6 2 0 0 1,332.6765
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% DETLQDGCDTHFCK 2664 2677 37.5 25.0 37.5 2 1 0 1,725.6847
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% VNERGEYFWEK 2678 2688 21.5 25.2 20.8 0 1 0 1,456.6855
I_24 von Willebrand factor VWF_HUMAN 309,251 24 26 44 10.10% IPGTCCDTCEEPECNDITAR 2711 2730 48.3 25.0 48.3 0 2 0 2,397.9418
J_09 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.68% LPGLHNSLVK 448 457 22.5 25.0 18.1 1 0 0 1,077.6416
J_09 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.68% VEDFGNAWK 546 554 36.4 25.7 30.3 2 0 0 1,065.5000
J_11 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.75% LSGEAYGFVAR 129 139 51.0 27.3 44.3 2 0 0 1,169.5949
J_11 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.75% LPGLHNSLVK 448 457 31.5 25.0 22.3 2 0 0 1,077.6416
J_12 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.17% LSGEAYGFVAR 129 139 67.4 27.3 56.5 2 0 0 1,169.5949
J_12 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.17% LPGLHNSLVK 448 457 27.3 25.0 22.1 2 0 0 1,077.6416
J_12 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.17% ILTSDVFQDCNK 1062 1073 45.9 26.7 38.8 2 0 0 1,439.6837
J_13 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.75% VEDFGNAWK 546 554 39.3 25.7 29.3 1 0 0 1,065.5000
J_13 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.75% ILTSDVFQDCNK 1062 1073 35.8 26.7 25.7 2 0 0 1,439.6837



J_14 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.07% LSGEAYGFVAR 129 139 72.3 27.3 57.6 2 0 0 1,169.5949
J_14 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.07% LPGLHNSLVK 448 457 31.5 25.0 28.0 2 0 0 1,077.6416
J_14 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.07% VEDFGNAWK 546 554 21.6 26.5 17.8 2 0 0 1,065.5000
J_15 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.71% LSGEAYGFVAR 129 139 73.2 27.0 62.5 2 0 0 1,169.5949
J_15 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.71% VEDFGNAWK 546 554 52.5 25.7 36.7 2 0 0 1,065.5000
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% SFSIIGDFQNGK 69 80 61.7 26.1 20.3 2 0 0 1,312.6533
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% SFSIIGDFQNGKR 69 81 50.4 27.3 13.1 2 2 0 1,468.7544
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% LSGEAYGFVAR 129 139 84.1 27.7 66.2 6 0 0 1,169.5949
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% IDGSGNFQVLLSDR 140 153 91.0 28.6 80.4 2 0 0 1,520.7705
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% ASPPSSSCNISSGEMQK 203 219 46.9 25.0 42.5 1 0 0 1,766.7684
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% GLWEQCQLLK 220 229 38.0 28.5 25.6 2 0 0 1,274.6564
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% TCQSLHINEMCQER 311 324 66.8 25.0 64.5 2 1 0 1,805.7729
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% SVTVRLPGLHNSLVK 443 457 28.4 25.0 23.5 0 2 0 1,619.9592
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% LPGLHNSLVK 448 457 60.0 25.0 46.1 3 0 0 1,077.6416
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% HGAGVAMDGQDVQLPLLK 460 477 29.1 27.0 21.0 0 2 0 1,848.9640
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% LLVKLSPVYAGK 508 519 30.4 25.0 30.4 2 0 0 1,287.8036
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% VEDFGNAWK 546 554 44.2 25.9 28.3 9 0 0 1,065.5000
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% AVSPLPYLR 598 606 34.6 28.7 13.5 5 0 0 1,015.5935
J_16 von Willebrand factor VWF_HUMAN 309,251 14 16 45 5.62% GQVYLQCGTPCNLTCR 655 670 70.4 25.0 59.7 2 0 0 1,926.8621
J_17 von Willebrand factor VWF_HUMAN 309,251 8 9 15 3.48% SFSIIGDFQNGKR 69 81 45.3 27.3 21.8 2 2 0 1,468.7544
J_17 von Willebrand factor VWF_HUMAN 309,251 8 9 15 3.48% LSGEAYGFVAR 129 139 74.0 27.0 63.6 2 0 0 1,169.5949
J_17 von Willebrand factor VWF_HUMAN 309,251 8 9 15 3.48% IDGSGNFQVLLSDR 140 153 68.2 28.4 57.0 2 0 0 1,520.7705
J_17 von Willebrand factor VWF_HUMAN 309,251 8 9 15 3.48% GLWEQCQLLK 220 229 31.5 28.6 20.5 2 0 0 1,274.6564
J_17 von Willebrand factor VWF_HUMAN 309,251 8 9 15 3.48% TCQSLHINEMCQER 311 324 24.5 25.0 20.4 0 1 0 1,805.7729
J_17 von Willebrand factor VWF_HUMAN 309,251 8 9 15 3.48% LPGLHNSLVK 448 457 45.5 25.0 35.0 2 0 0 1,077.6416
J_17 von Willebrand factor VWF_HUMAN 309,251 8 9 15 3.48% GQVYLQCGTPCNLTCR 655 670 54.0 25.0 44.3 1 0 0 1,926.8621
J_17 von Willebrand factor VWF_HUMAN 309,251 8 9 15 3.48% LSEAEFEVLK 1288 1297 27.5 27.5 19.2 1 0 0 1,164.6147
J_18 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.46% GLYLETEAGYYK 117 128 29.8 28.1 26.3 1 0 0 1,406.6839
J_18 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.46% GLWEQCQLLK 220 229 30.7 28.6 17.1 2 0 0 1,274.6564
J_18 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.46% LPGLHNSLVK 448 457 17.6 25.0 12.5 2 0 0 1,077.6416
J_18 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.46% AVSPLPYLR 598 606 32.2 28.9 12.9 1 0 0 1,015.5935
J_19 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% GLYLETEAGYYK 117 128 33.7 28.1 26.5 2 0 0 1,406.6839
J_19 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% LSGEAYGFVAR 129 139 79.6 27.0 63.7 2 0 0 1,169.5949
J_19 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% GLWEQCQLLK 220 229 45.9 28.6 31.8 2 0 0 1,274.6564
J_19 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% LPGLHNSLVK 448 457 22.7 25.0 16.9 2 0 0 1,077.6416
J_19 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% VEDFGNAWK 546 554 29.5 25.8 28.2 2 0 0 1,065.5000
J_19 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% ILTSDVFQDCNK 1062 1073 42.8 26.7 38.7 2 0 0 1,439.6837
J_19 von Willebrand factor VWF_HUMAN 309,251 7 7 14 2.77% YAGSQVASTSEVLK 1349 1362 60.5 27.5 51.1 2 0 0 1,439.7376
J_20 von Willebrand factor VWF_HUMAN 309,251 10 10 13 4.30% GLYLETEAGYYK 117 128 50.0 28.1 37.7 1 0 0 1,406.6839
J_20 von Willebrand factor VWF_HUMAN 309,251 10 10 13 4.30% LSGEAYGFVAR 129 139 34.7 27.0 22.9 2 0 0 1,169.5949
J_20 von Willebrand factor VWF_HUMAN 309,251 10 10 13 4.30% IDGSGNFQVLLSDR 140 153 41.6 28.3 29.1 1 0 0 1,520.7705
J_20 von Willebrand factor VWF_HUMAN 309,251 10 10 13 4.30% GLWEQCQLLK 220 229 33.2 28.6 17.6 1 0 0 1,274.6564
J_20 von Willebrand factor VWF_HUMAN 309,251 10 10 13 4.30% LPGLHNSLVK 448 457 22.9 25.0 20.3 1 0 0 1,077.6416
J_20 von Willebrand factor VWF_HUMAN 309,251 10 10 13 4.30% VEDFGNAWK 546 554 31.9 26.5 21.4 2 0 0 1,065.5000
J_20 von Willebrand factor VWF_HUMAN 309,251 10 10 13 4.30% GQVYLQCGTPCNLTCR 655 670 50.4 25.0 50.4 1 0 0 1,926.8621
J_20 von Willebrand factor VWF_HUMAN 309,251 10 10 13 4.30% ILTSDVFQDCNK 1062 1073 49.3 27.1 39.9 2 0 0 1,439.6837
J_20 von Willebrand factor VWF_HUMAN 309,251 10 10 13 4.30% YAGSQVASTSEVLK 1349 1362 26.6 27.5 23.9 1 0 0 1,439.7376
J_20 von Willebrand factor VWF_HUMAN 309,251 10 10 13 4.30% ILAGPAGDSNVVK 1838 1850 24.3 25.2 12.7 1 0 0 1,240.6897
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% SFSIIGDFQNGKR 69 81 34.8 27.3 17.2 2 2 0 1,468.7544
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% GLYLETEAGYYK 117 128 68.1 27.9 56.3 2 0 0 1,406.6839
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% LSGEAYGFVAR 129 139 65.9 27.3 56.5 3 0 0 1,169.5949
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% IDGSGNFQVLLSDR 140 153 74.5 28.7 69.3 2 0 0 1,520.7705
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% TCQSLHINEMCQER 311 324 16.2 25.0 14.7 0 1 0 1,805.7729
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% SVTVRLPGLHNSLVK 443 457 22.0 25.0 21.2 0 1 0 1,619.9592
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% LPGLHNSLVK 448 457 33.7 25.0 28.1 2 0 0 1,077.6416
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% VEDFGNAWK 546 554 38.4 25.9 25.0 2 0 0 1,065.5000
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% GQVYLQCGTPCNLTCR 655 670 58.2 25.0 48.2 2 1 0 1,926.8621
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% ILTSDVFQDCNK 1062 1073 54.6 26.7 54.6 2 0 0 1,439.6837
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% LSEAEFEVLK 1288 1297 24.3 28.0 7.6 1 0 0 1,164.6147
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% YAGSQVASTSEVLK 1349 1362 51.1 27.9 39.0 2 0 0 1,439.7376
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% VTVFPIGIGDR 1820 1830 38.6 28.7 31.0 1 0 0 1,173.6628
J_21 von Willebrand factor VWF_HUMAN 309,251 14 16 28 5.83% ILAGPAGDSNVVK 1838 1850 47.1 25.6 32.6 2 0 0 1,240.6897
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% SFSIIGDFQNGK 69 80 49.4 26.3 19.6 2 0 0 1,312.6533
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% GLYLETEAGYYK 117 128 58.2 28.1 44.4 2 0 0 1,406.6839
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% LSGEAYGFVAR 129 139 72.4 27.0 56.8 2 0 0 1,169.5949
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% IDGSGNFQVLLSDR 140 153 81.0 28.6 69.2 2 0 0 1,520.7705
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% GLWEQCQLLK 220 229 46.8 28.6 28.0 1 0 0 1,274.6564
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% LPGLHNSLVK 448 457 34.6 25.0 26.4 2 0 0 1,077.6416
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% VEDFGNAWK 546 554 37.5 26.5 30.2 2 0 0 1,065.5000
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% GQVYLQCGTPCNLTCR 655 670 53.2 25.0 44.0 2 0 0 1,926.8621
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% ILTSDVFQDCNK 1062 1073 55.8 27.0 51.5 2 0 0 1,439.6837
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% YAGSQVASTSEVLK 1349 1362 116.0 27.5 111.0 2 0 0 1,439.7376
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% ILAGPAGDSNVVK 1838 1850 34.6 25.1 24.9 2 0 0 1,240.6897
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% WTCPCVCTGSSTR 1944 1956 49.2 25.0 49.2 2 0 0 1,571.6400
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% HIVTFDGQNFK 1957 1967 30.4 27.9 28.8 1 0 0 1,305.6587
J_22 von Willebrand factor VWF_HUMAN 309,251 14 14 25 5.90% TNGVCVDWR 2186 2194 22.1 25.0 15.3 1 0 0 1,106.5048
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% SFSIIGDFQNGK 69 80 36.4 26.3 5.8 2 0 0 1,312.6533
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% LSGEAYGFVAR 129 139 77.0 27.1 64.3 2 0 0 1,169.5949
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% GLWEQCQLLK 220 229 28.0 28.2 21.6 1 0 0 1,274.6564
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% SVTVRLPGLHNSLVK 443 457 18.2 25.0 18.2 0 1 0 1,619.9592
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% LPGLHNSLVK 448 457 19.6 25.0 13.0 1 0 0 1,077.6416
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% VEDFGNAWK 546 554 51.1 25.7 43.5 4 0 0 1,065.5000
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% GQVYLQCGTPCNLTCR 655 670 53.7 25.0 42.2 2 0 0 1,926.8621
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% ILTSDVFQDCNK 1062 1073 65.4 26.7 58.5 2 0 0 1,439.6837
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% YAGSQVASTSEVLK 1349 1362 56.0 27.9 43.5 2 0 0 1,439.7376
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% EAPDLVLQR 1660 1668 29.5 26.1 21.4 2 0 0 1,040.5736
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% EGGPSQIGDALGFAVR 1764 1779 32.8 28.6 29.8 2 0 0 1,573.7971
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% ILAGPAGDSNVVK 1838 1850 43.5 25.5 35.2 2 0 0 1,240.6897
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% WTCPCVCTGSSTR 1944 1956 33.6 25.0 33.6 2 0 0 1,571.6400
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% TNGVCVDWR 2186 2194 37.2 25.0 36.7 2 0 0 1,106.5048
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% APTCGLCEVAR 2301 2311 35.0 25.0 26.4 1 0 0 1,233.5716
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% CLPSACEVVTGSPR 2494 2507 84.3 25.8 76.8 2 0 0 1,532.7197
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% VKEEVFIQQR 2536 2545 29.2 26.8 24.9 2 0 0 1,275.7056
J_24 von Willebrand factor VWF_HUMAN 309,251 18 18 34 7.29% CLPTACTIQLR 2644 2654 39.8 28.4 25.6 2 0 0 1,332.6765
K_10 von Willebrand factor VWF_HUMAN 309,251 2 3 4 0.82% SFSIIGDFQNGKR 69 81 47.8 27.6 13.4 1 1 0 1,468.7544
K_10 von Willebrand factor VWF_HUMAN 309,251 2 3 4 0.82% LPGLHNSLVK 448 457 33.5 25.0 28.0 2 0 0 1,077.6416
K_11 von Willebrand factor VWF_HUMAN 309,251 5 5 10 1.53% SFSIIGDFQNGK 69 80 46.4 26.6 21.5 2 0 0 1,312.6533
K_11 von Willebrand factor VWF_HUMAN 309,251 5 5 10 1.53% SFSIIGDFQNGKR 69 81 52.2 27.4 9.2 2 0 0 1,468.7544
K_11 von Willebrand factor VWF_HUMAN 309,251 5 5 10 1.53% LSGEAYGFVAR 129 139 52.9 27.0 45.8 2 0 0 1,169.5949
K_11 von Willebrand factor VWF_HUMAN 309,251 5 5 10 1.53% LPGLHNSLVK 448 457 34.9 25.0 29.8 2 0 0 1,077.6416
K_11 von Willebrand factor VWF_HUMAN 309,251 5 5 10 1.53% VEDFGNAWK 546 554 34.9 25.7 28.2 2 0 0 1,065.5000
K_12 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.64% SFSIIGDFQNGKR 69 81 26.3 27.6 12.8 2 0 0 1,468.7544
K_12 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.64% LSGEAYGFVAR 129 139 71.2 27.0 57.7 2 0 0 1,169.5949
K_12 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.64% LPGLHNSLVK 448 457 47.9 25.0 36.0 2 0 0 1,077.6416
K_12 von Willebrand factor VWF_HUMAN 309,251 4 4 8 1.64% ILTSDVFQDCNK 1062 1073 65.3 26.4 61.2 2 0 0 1,439.6837
K_14 von Willebrand factor VWF_HUMAN 309,251 5 6 9 1.71% SFSIIGDFQNGKR 69 81 32.6 27.4 15.3 1 1 0 1,468.7544
K_14 von Willebrand factor VWF_HUMAN 309,251 5 6 9 1.71% LSGEAYGFVAR 129 139 81.3 27.6 63.3 2 0 0 1,169.5949
K_14 von Willebrand factor VWF_HUMAN 309,251 5 6 9 1.71% SVTVRLPGLHNSLVK 443 457 24.4 25.0 24.4 0 2 0 1,619.9592
K_14 von Willebrand factor VWF_HUMAN 309,251 5 6 9 1.71% LPGLHNSLVK 448 457 23.5 25.0 10.5 1 0 0 1,077.6416
K_14 von Willebrand factor VWF_HUMAN 309,251 5 6 9 1.71% VEDFGNAWK 546 554 27.2 25.7 23.1 2 0 0 1,065.5000
K_15 von Willebrand factor VWF_HUMAN 309,251 6 7 12 1.88% SFSIIGDFQNGK 69 80 56.9 26.0 25.5 2 0 0 1,312.6533
K_15 von Willebrand factor VWF_HUMAN 309,251 6 7 12 1.88% SFSIIGDFQNGKR 69 81 27.9 27.4 5.0 1 2 0 1,468.7544



K_15 von Willebrand factor VWF_HUMAN 309,251 6 7 12 1.88% LSGEAYGFVAR 129 139 83.4 27.1 68.6 2 0 0 1,169.5949
K_15 von Willebrand factor VWF_HUMAN 309,251 6 7 12 1.88% GLWEQCQLLK 220 229 28.5 28.4 19.1 2 0 0 1,274.6564
K_15 von Willebrand factor VWF_HUMAN 309,251 6 7 12 1.88% LPGLHNSLVK 448 457 26.6 25.0 22.3 1 0 0 1,077.6416
K_15 von Willebrand factor VWF_HUMAN 309,251 6 7 12 1.88% VEDFGNAWK 546 554 35.9 25.7 27.8 2 0 0 1,065.5000
K_16 von Willebrand factor VWF_HUMAN 309,251 12 13 47 4.37% RSFSIIGDFQNGK 68 80 37.1 27.4 2.5 1 2 0 1,468.7544
K_16 von Willebrand factor VWF_HUMAN 309,251 12 13 47 4.37% SFSIIGDFQNGK 69 80 47.5 26.6 24.5 2 0 0 1,312.6533
K_16 von Willebrand factor VWF_HUMAN 309,251 12 13 47 4.37% LSGEAYGFVAR 129 139 84.2 27.5 67.4 6 0 0 1,169.5949
K_16 von Willebrand factor VWF_HUMAN 309,251 12 13 47 4.37% IDGSGNFQVLLSDR 140 153 92.8 28.3 76.9 2 0 0 1,520.7705
K_16 von Willebrand factor VWF_HUMAN 309,251 12 13 47 4.37% GLWEQCQLLK 220 229 43.6 28.3 32.9 4 0 0 1,274.6564
K_16 von Willebrand factor VWF_HUMAN 309,251 12 13 47 4.37% TCQSLHINEMCQER 311 324 28.5 25.0 20.3 0 2 0 1,821.7678
K_16 von Willebrand factor VWF_HUMAN 309,251 12 13 47 4.37% SVTVRLPGLHNSLVK 443 457 63.9 25.0 62.5 0 2 0 1,619.9592
K_16 von Willebrand factor VWF_HUMAN 309,251 12 13 47 4.37% LPGLHNSLVK 448 457 59.8 25.0 46.3 5 0 0 1,077.6416
K_16 von Willebrand factor VWF_HUMAN 309,251 12 13 47 4.37% LLVKLSPVYAGK 508 519 34.1 25.0 32.2 2 0 0 1,287.8036
K_16 von Willebrand factor VWF_HUMAN 309,251 12 13 47 4.37% VEDFGNAWK 546 554 49.8 25.7 28.8 12 0 0 1,065.5000
K_16 von Willebrand factor VWF_HUMAN 309,251 12 13 47 4.37% AVSPLPYLR 598 606 36.5 28.3 13.4 5 0 0 1,015.5935
K_16 von Willebrand factor VWF_HUMAN 309,251 12 13 47 4.37% GQVYLQCGTPCNLTCR 655 670 82.5 25.0 62.1 2 0 0 1,926.8621
K_17 von Willebrand factor VWF_HUMAN 309,251 9 9 15 3.80% SFSIIGDFQNGKR 69 81 64.3 27.6 26.7 2 0 0 1,468.7544
K_17 von Willebrand factor VWF_HUMAN 309,251 9 9 15 3.80% LSGEAYGFVAR 129 139 90.7 27.1 71.2 2 0 0 1,169.5949
K_17 von Willebrand factor VWF_HUMAN 309,251 9 9 15 3.80% IDGSGNFQVLLSDR 140 153 49.5 28.6 45.3 1 0 0 1,520.7705
K_17 von Willebrand factor VWF_HUMAN 309,251 9 9 15 3.80% GLWEQCQLLK 220 229 53.3 28.4 31.8 2 0 0 1,274.6564
K_17 von Willebrand factor VWF_HUMAN 309,251 9 9 15 3.80% LPGLHNSLVK 448 457 32.7 25.0 22.1 2 0 0 1,077.6416
K_17 von Willebrand factor VWF_HUMAN 309,251 9 9 15 3.80% AVSPLPYLR 598 606 20.1 28.7 1.9 1 0 0 1,015.5935
K_17 von Willebrand factor VWF_HUMAN 309,251 9 9 15 3.80% GQVYLQCGTPCNLTCR 655 670 66.5 25.0 52.5 2 0 0 1,926.8621
K_17 von Willebrand factor VWF_HUMAN 309,251 9 9 15 3.80% LSEAEFEVLK 1288 1297 44.9 27.6 36.8 2 0 0 1,164.6147
K_17 von Willebrand factor VWF_HUMAN 309,251 9 9 15 3.80% YAGSQVASTSEVLK 1349 1362 37.0 27.9 32.8 1 0 0 1,439.7376
K_18 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.17% SFSIIGDFQNGK 69 80 48.3 26.2 12.5 2 0 0 1,312.6533
K_18 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.17% LSGEAYGFVAR 129 139 52.2 27.7 41.6 2 0 0 1,169.5949
K_18 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.17% GLWEQCQLLK 220 229 41.9 28.3 27.4 2 0 0 1,274.6564
K_18 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.17% LPGLHNSLVK 448 457 26.3 25.0 20.4 2 0 0 1,077.6416
K_18 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.17% VEDFGNAWK 546 554 34.5 25.8 18.6 2 0 0 1,065.5000
K_18 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.17% AVSPLPYLR 598 606 23.6 28.7 8.7 1 0 0 1,015.5935
K_19 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.02% SFSIIGDFQNGKR 69 81 43.9 27.6 10.8 2 0 0 1,468.7544
K_19 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.02% LSGEAYGFVAR 129 139 92.2 27.0 75.6 2 0 0 1,169.5949
K_19 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.02% GLWEQCQLLK 220 229 46.5 28.4 32.1 2 0 0 1,274.6564
K_19 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.02% SVTVRLPGLHNSLVK 443 457 26.1 25.0 25.3 0 2 0 1,619.9592
K_19 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.02% AVSPLPYLR 598 606 30.4 28.3 12.4 1 0 0 1,015.5935
K_19 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.02% GQVYLQCGTPCNLTCR 655 670 67.3 25.0 49.2 2 0 0 1,926.8621
K_19 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.02% ILTSDVFQDCNK 1062 1073 61.3 26.3 57.5 2 0 0 1,439.6837
K_19 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.02% YAGSQVASTSEVLK 1349 1362 78.6 27.9 69.6 2 0 0 1,439.7376
K_19 von Willebrand factor VWF_HUMAN 309,251 9 9 16 4.02% ILAGPAGDSNVVK 1838 1850 25.1 25.4 11.6 1 0 0 1,240.6897
K_20 von Willebrand factor VWF_HUMAN 309,251 9 10 18 3.55% SFSIIGDFQNGK 69 80 56.7 26.2 14.8 2 0 0 1,312.6533
K_20 von Willebrand factor VWF_HUMAN 309,251 9 10 18 3.55% SFSIIGDFQNGKR 69 81 37.6 27.6 17.2 1 1 0 1,468.7544
K_20 von Willebrand factor VWF_HUMAN 309,251 9 10 18 3.55% GLYLETEAGYYK 117 128 45.9 28.1 33.3 2 0 0 1,406.6839
K_20 von Willebrand factor VWF_HUMAN 309,251 9 10 18 3.55% LSGEAYGFVAR 129 139 75.9 27.7 61.7 2 0 0 1,169.5949
K_20 von Willebrand factor VWF_HUMAN 309,251 9 10 18 3.55% VEDFGNAWK 546 554 32.5 25.8 20.9 2 0 0 1,065.5000
K_20 von Willebrand factor VWF_HUMAN 309,251 9 10 18 3.55% GQVYLQCGTPCNLTCR 655 670 49.4 25.0 48.2 2 0 0 1,926.8621
K_20 von Willebrand factor VWF_HUMAN 309,251 9 10 18 3.55% ILTSDVFQDCNK 1062 1073 72.5 26.7 60.2 2 0 0 1,439.6837
K_20 von Willebrand factor VWF_HUMAN 309,251 9 10 18 3.55% YAGSQVASTSEVLK 1349 1362 62.4 27.8 56.0 2 0 0 1,439.7376
K_20 von Willebrand factor VWF_HUMAN 309,251 9 10 18 3.55% ILAGPAGDSNVVK 1838 1850 42.6 25.6 31.4 2 0 0 1,240.6897
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% SFSIIGDFQNGK 69 80 67.7 26.0 24.1 2 0 0 1,312.6533
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% SFSIIGDFQNGKR 69 81 56.1 27.4 19.6 2 2 0 1,468.7544
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% GLYLETEAGYYK 117 128 65.6 27.8 50.5 2 0 0 1,406.6839
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% LSGEAYGFVAR 129 139 89.7 27.5 75.4 4 0 0 1,169.5949
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% IDGSGNFQVLLSDR 140 153 66.2 28.3 58.9 2 0 0 1,520.7705
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% GLWEQCQLLK 220 229 52.3 28.4 29.6 2 0 0 1,274.6564
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% LPGLHNSLVK 448 457 35.2 25.0 24.3 2 0 0 1,077.6416
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% VEDFGNAWK 546 554 43.9 25.7 33.0 2 0 0 1,065.5000
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% AVSPLPYLR 598 606 30.9 28.3 12.1 2 0 0 1,015.5935
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% GQVYLQCGTPCNLTCR 655 670 63.9 25.0 54.1 2 0 0 1,926.8621
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% ILTSDVFQDCNK 1062 1073 76.2 26.5 68.8 2 0 0 1,439.6837
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% YAGSQVASTSEVLK 1349 1362 96.8 27.6 92.4 2 0 0 1,439.7376
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% EAPDLVLQR 1660 1668 27.2 25.6 19.1 1 0 0 1,040.5736
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% EGGPSQIGDALGFAVR 1764 1779 53.6 28.5 46.4 2 0 0 1,573.7971
K_21 von Willebrand factor VWF_HUMAN 309,251 15 16 33 5.97% ILAGPAGDSNVVK 1838 1850 46.1 25.2 34.3 2 0 0 1,240.6897
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% SFSIIGDFQNGK 69 80 49.7 26.2 19.0 2 0 0 1,312.6533
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% SFSIIGDFQNGKR 69 81 57.3 27.6 17.5 2 2 0 1,468.7544
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% GLYLETEAGYYK 117 128 69.3 27.7 56.0 2 0 0 1,406.6839
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% LSGEAYGFVAR 129 139 63.1 27.3 51.5 3 0 0 1,169.5949
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% GLWEQCQLLK 220 229 56.5 28.3 39.0 1 0 0 1,274.6564
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% LPGLHNSLVK 448 457 28.6 25.0 21.2 1 0 0 1,077.6416
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% VEDFGNAWK 546 554 46.2 25.7 34.2 2 0 0 1,065.5000
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% GQVYLQCGTPCNLTCR 655 670 70.1 25.0 54.5 2 0 0 1,926.8621
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% LVCPADNLR 774 782 25.3 26.5 18.4 1 0 0 1,057.5460
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% ILTSDVFQDCNK 1062 1073 57.3 26.7 50.3 2 0 0 1,439.6837
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% YAGSQVASTSEVLK 1349 1362 78.4 27.8 69.7 2 0 0 1,439.7376
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% YLSDHSFLVSQGDR 1584 1597 34.1 26.6 29.9 1 0 0 1,623.7762
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% EAPDLVLQR 1660 1668 41.6 26.1 25.2 2 0 0 1,040.5736
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% EGGPSQIGDALGFAVR 1764 1779 34.5 28.5 29.3 1 0 0 1,573.7971
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% ILAGPAGDSNVVK 1838 1850 49.7 25.6 39.3 2 0 0 1,240.6897
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% GLRPSCPNSQSPVKVEETCGCR 1922 1943 40.0 25.0 40.0 0 2 0 2,518.1597
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% WTCPCVCTGSSTR 1944 1956 40.4 25.0 40.4 2 0 0 1,571.6400
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% HIVTFDGQNFK 1957 1967 38.2 27.8 32.2 2 0 0 1,305.6587
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% LTGSCSYVLFQNK 1968 1980 60.6 26.9 0.0 2 0 0 1,516.7465
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% EQDLEVILHNGACSPGAR 1981 1998 20.5 26.7 20.5 0 1 0 1,965.9449
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% TNGVCVDWR 2186 2194 22.4 25.0 10.9 1 0 0 1,106.5048
K_22 von Willebrand factor VWF_HUMAN 309,251 22 23 40 9.42% CLPTACTIQLR 2644 2654 58.0 28.3 47.5 2 0 0 1,332.6765
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% SFSIIGDFQNGK 69 80 58.4 26.5 9.2 2 0 0 1,312.6533
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% SFSIIGDFQNGKR 69 81 75.8 27.4 40.8 2 0 0 1,468.7544
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% GLYLETEAGYYK 117 128 63.0 27.7 53.7 2 0 0 1,406.6839
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% LSGEAYGFVAR 129 139 85.2 27.1 68.1 4 0 0 1,169.5949
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% IDGSGNFQVLLSDR 140 153 66.2 28.5 58.3 2 0 0 1,520.7705
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% GLWEQCQLLK 220 229 44.9 28.4 31.7 2 0 0 1,274.6564
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% TCQSLHINEMCQER 311 324 21.5 25.0 21.4 0 2 0 1,805.7729
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% LPGLHNSLVK 448 457 27.2 25.0 11.8 2 0 0 1,077.6416
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% GQVYLQCGTPCNLTCR 655 670 64.7 25.0 52.9 2 0 0 1,926.8621
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% LVCPADNLR 774 782 32.9 26.5 26.5 2 0 0 1,057.5460
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% ILTSDVFQDCNK 1062 1073 73.9 26.0 70.6 2 0 0 1,439.6837
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% AFVVDMMER 1298 1306 35.5 25.1 23.1 2 0 0 1,097.5118
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% YAGSQVASTSEVLK 1349 1362 97.7 27.7 93.9 2 0 0 1,439.7376
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% YTLFQIFSK 1363 1371 32.2 29.0 27.1 2 0 0 1,146.6194
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% VIVIPVGIGPHANLK 1409 1423 55.4 25.0 55.4 2 0 0 1,526.9419
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% YLSDHSFLVSQGDR 1584 1597 29.9 26.7 15.6 0 2 0 1,623.7762
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% EAPDLVLQR 1660 1668 28.9 25.5 21.7 1 0 0 1,040.5736
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% AHLLSLVDVMQR 1752 1763 28.4 26.9 20.3 0 1 0 1,397.7571
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% EGGPSQIGDALGFAVR 1764 1779 47.2 28.5 39.0 2 2 0 1,573.7971
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% ILAGPAGDSNVVK 1838 1850 55.4 25.1 41.5 2 0 0 1,240.6897
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% WTCPCVCTGSSTR 1944 1956 64.9 25.0 64.9 2 0 0 1,571.6400
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% LTGSCSYVLFQNK 1968 1980 61.1 26.8 0.0 2 0 0 1,516.7465
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% SGFTYVLHEGECCGR 2479 2493 53.7 25.0 53.7 2 0 0 1,771.7528
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% CLPSACEVVTGSPR 2494 2507 44.1 26.1 34.3 2 0 0 1,532.7197
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% VKEEVFIQQR 2536 2545 30.5 27.5 25.4 1 0 0 1,275.7056
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% TTCNPCPLGYKEENNTGECCGR 2622 2643 33.3 25.0 33.3 0 2 0 2,617.0537



K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% CLPTACTIQLR 2644 2654 40.0 28.4 26.4 2 0 0 1,332.6765
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% DETLQDGCDTHFCK 2664 2677 41.3 25.0 39.1 2 0 0 1,725.6847
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% GEYFWEK 2682 2688 27.3 25.0 15.9 1 0 0 958.4305
K_23 von Willebrand factor VWF_HUMAN 309,251 30 32 61 13.20% IPGTCCDTCEEPECNDITAR 2711 2730 48.9 25.0 48.9 1 2 0 2,397.9418
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% SFSIIGDFQNGKR 69 81 25.4 27.4 0.0 1 1 0 1,468.7544
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% LSGEAYGFVAR 129 139 82.5 27.2 67.4 2 0 0 1,169.5949
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% GLWEQCQLLK 220 229 36.2 28.4 26.5 2 0 0 1,274.6564
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% TCQSLHINEMCQER 311 324 48.6 25.0 48.6 2 2 0 1,805.7729
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% SVTVRLPGLHNSLVK 443 457 39.5 25.0 32.1 0 2 0 1,619.9592
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% LPGLHNSLVK 448 457 20.3 25.0 8.1 1 0 0 1,077.6416
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% HGAGVAMDGQDVQLPLLK 460 477 31.0 27.2 17.3 0 1 0 1,848.9640
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% VEDFGNAWK 546 554 33.4 25.3 24.5 4 0 0 1,065.5000
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% AVSPLPYLR 598 606 29.9 28.3 14.6 1 0 0 1,015.5935
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% GQVYLQCGTPCNLTCR 655 670 88.5 25.0 67.3 2 0 0 1,926.8621
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% VPLDSSPATCHNNIMK 1037 1052 63.5 26.7 57.6 2 2 0 1,783.8467
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% ILTSDVFQDCNK 1062 1073 92.2 26.3 84.4 2 0 0 1,439.6837
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% NLRENGYECEWR 1134 1145 28.0 25.0 7.7 0 2 0 1,625.7125
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% LSEAEFEVLK 1288 1297 49.0 27.9 39.8 1 0 0 1,164.6147
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% AFVVDMMER 1298 1306 41.1 25.0 31.4 1 0 0 1,097.5118
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% YAGSQVASTSEVLK 1349 1362 107.0 27.7 102.0 2 0 0 1,439.7376
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% VIVIPVGIGPHANLK 1409 1423 59.3 25.0 59.2 2 0 0 1,526.9419
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% AFVLSSVDELEQQR 1437 1450 62.8 28.7 50.5 2 0 0 1,620.8228
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% SKEFMEEVIQR 1517 1527 50.6 27.7 41.3 2 2 0 1,395.6937
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% EFMEEVIQR 1519 1527 56.6 27.1 30.4 2 0 0 1,180.5667
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% YLSDHSFLVSQGDR 1584 1597 86.5 26.8 75.5 2 0 0 1,623.7762
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% EAPDLVLQR 1660 1668 29.6 26.1 21.6 2 0 0 1,040.5736
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% ILAGPAGDSNVVK 1838 1850 50.8 25.0 40.0 4 0 0 1,240.6897
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% ILAGPAGDSNVVKLQR 1838 1853 29.7 25.0 18.5 0 1 0 1,637.9335
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% WTCPCVCTGSSTR 1944 1956 48.0 25.0 48.0 2 0 0 1,571.6400
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% LTGSCSYVLFQNK 1968 1980 71.4 26.8 0.0 2 0 0 1,516.7465
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% CLPSACEVVTGSPR 2494 2507 61.2 25.9 53.0 2 0 0 1,532.7197
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% RDETLQDGCDTHFCK 2663 2677 30.2 25.0 30.2 0 1 0 1,881.7858
K_24 von Willebrand factor VWF_HUMAN 309,251 29 33 61 11.40% DETLQDGCDTHFCK 2664 2677 49.3 25.0 49.3 2 0 0 1,725.6847
L_11 von Willebrand factor VWF_HUMAN 309,251 8 8 11 3.87% SFSIIGDFQNGKR 69 81 23.8 27.3 9.1 0 1 0 1,468.7544
L_11 von Willebrand factor VWF_HUMAN 309,251 8 8 11 3.87% GLYLETEAGYYK 117 128 65.3 27.7 53.9 2 0 0 1,406.6839
L_11 von Willebrand factor VWF_HUMAN 309,251 8 8 11 3.87% IDGSGNFQVLLSDR 140 153 75.4 28.5 64.4 2 0 0 1,520.7705
L_11 von Willebrand factor VWF_HUMAN 309,251 8 8 11 3.87% LPGLHNSLVK 448 457 27.0 25.0 17.6 2 0 0 1,077.6416
L_11 von Willebrand factor VWF_HUMAN 309,251 8 8 11 3.87% HGAGVAMDGQDVQLPLLK 460 477 39.6 28.1 29.1 0 1 0 1,864.9590
L_11 von Willebrand factor VWF_HUMAN 309,251 8 8 11 3.87% LSYGEDLQMDWDGR 492 505 43.9 25.0 43.9 1 0 0 1,700.7224
L_11 von Willebrand factor VWF_HUMAN 309,251 8 8 11 3.87% VEDFGNAWK 546 554 35.8 25.8 19.4 1 0 0 1,065.5000
L_11 von Willebrand factor VWF_HUMAN 309,251 8 8 11 3.87% FSEEACAVLTSPTFEACHR 579 597 62.5 25.0 55.4 0 1 0 2,211.9798
L_12 von Willebrand factor VWF_HUMAN 309,251 3 3 5 1.14% SFSIIGDFQNGK 69 80 37.1 26.3 10.9 2 0 0 1,312.6533
L_12 von Willebrand factor VWF_HUMAN 309,251 3 3 5 1.14% GLWEQCQLLK 220 229 35.2 28.2 20.6 1 0 0 1,274.6564
L_12 von Willebrand factor VWF_HUMAN 309,251 3 3 5 1.14% LPGLHNSLVK 448 457 28.1 25.0 16.2 2 0 0 1,077.6416
L_13 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.49% SFSIIGDFQNGK 69 80 59.2 26.5 27.1 2 0 0 1,312.6533
L_13 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.49% GLYLETEAGYYK 117 128 63.6 28.1 54.9 2 0 0 1,406.6839
L_13 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.49% IDGSGNFQVLLSDR 140 153 87.2 28.7 78.6 2 0 0 1,520.7705
L_13 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.49% LPGLHNSLVK 448 457 40.4 25.0 31.8 2 0 0 1,077.6416
L_13 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.49% AVSPLPYLR 598 606 30.9 28.6 12.1 1 0 0 1,015.5935
L_13 von Willebrand factor VWF_HUMAN 309,251 6 6 11 2.49% ILAGPAGDSNVVK 1838 1850 31.4 25.6 24.4 2 0 0 1,240.6897
L_14 von Willebrand factor VWF_HUMAN 309,251 5 5 9 1.96% GLYLETEAGYYK 117 128 60.1 28.1 50.0 2 0 0 1,406.6839
L_14 von Willebrand factor VWF_HUMAN 309,251 5 5 9 1.96% IDGSGNFQVLLSDR 140 153 66.0 28.6 55.3 2 0 0 1,520.7705
L_14 von Willebrand factor VWF_HUMAN 309,251 5 5 9 1.96% GLWEQCQLLK 220 229 50.5 28.6 37.6 2 0 0 1,274.6564
L_14 von Willebrand factor VWF_HUMAN 309,251 5 5 9 1.96% VEDFGNAWK 546 554 45.4 26.5 26.2 2 0 0 1,065.5000
L_14 von Willebrand factor VWF_HUMAN 309,251 5 5 9 1.96% VKEEVFIQQR 2536 2545 27.2 26.8 21.0 1 0 0 1,275.7056
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% IDGSGNFQVLLSDR 140 153 74.9 28.6 67.4 2 0 0 1,520.7705
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% GLWEQCQLLK 220 229 38.4 28.5 24.2 1 0 0 1,274.6564
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% LPGLHNSLVK 448 457 41.4 25.0 26.6 2 0 0 1,077.6416
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% ILTSDVFQDCNK 1062 1073 75.8 26.7 68.1 2 0 0 1,439.6837
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% LSEAEFEVLK 1288 1297 55.6 28.0 29.6 2 0 0 1,164.6147
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% YAGSQVASTSEVLK 1349 1362 103.0 27.9 100.0 2 0 0 1,439.7376
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% EAPDLVLQR 1660 1668 41.6 26.1 18.7 2 0 0 1,040.5736
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% EGGPSQIGDALGFAVR 1764 1779 53.4 28.8 41.8 2 0 0 1,573.7971
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% VTVFPIGIGDR 1820 1830 53.2 27.8 34.7 2 0 0 1,173.6628
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% ILAGPAGDSNVVK 1838 1850 63.0 25.6 53.2 2 0 0 1,240.6897
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% LTGSCSYVLFQNK 1968 1980 46.5 26.7 0.0 2 0 0 1,516.7465
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% TNGVCVDWR 2186 2194 45.9 25.0 35.0 2 0 0 1,106.5048
L_15 von Willebrand factor VWF_HUMAN 309,251 13 13 24 5.37% VKEEVFIQQR 2536 2545 46.0 27.3 37.2 1 0 0 1,275.7056
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% SFSIIGDFQNGKR 69 81 24.3 27.3 8.0 1 0 0 1,468.7544
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% GLYLETEAGYYK 117 128 66.2 28.1 58.2 2 0 0 1,406.6839
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% LSGEAYGFVAR 129 139 78.3 27.6 61.8 2 0 0 1,169.5949
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% LPGLHNSLVK 448 457 35.3 25.0 26.9 2 0 0 1,077.6416
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% FSEEACAVLTSPTFEACHR 579 597 65.3 25.0 57.8 0 2 0 2,211.9798
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% AVSPLPYLR 598 606 30.4 28.7 12.4 1 0 0 1,015.5935
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% KVPLDSSPATCHNNIMK 1036 1052 37.2 27.0 29.0 0 2 0 1,927.9366
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% ILTSDVFQDCNK 1062 1073 91.9 26.3 84.8 2 0 0 1,439.6837
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% LSEAEFEVLK 1288 1297 69.2 27.5 50.2 1 0 0 1,164.6147
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% YAGSQVASTSEVLK 1349 1362 109.0 27.8 105.0 2 0 0 1,439.7376
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% YTLFQIFSK 1363 1371 40.2 28.2 32.5 1 0 0 1,146.6194
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% ITLLLMASQEPQR 1380 1392 27.1 27.3 16.0 1 0 0 1,499.8252
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% VIVIPVGIGPHANLK 1409 1423 67.8 25.0 67.8 2 0 0 1,526.9419
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% YLSDHSFLVSQGDR 1584 1597 69.3 26.6 61.1 2 2 0 1,623.7762
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% AVVILVTDVSVDSVDAAADAAR 1795 1816 34.1 26.7 21.9 0 1 0 2,157.1398
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% VTVFPIGIGDR 1820 1830 60.2 28.0 46.3 2 0 0 1,173.6628
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% ILAGPAGDSNVVK 1838 1850 66.8 25.5 54.3 2 0 0 1,240.6897
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% IEDLPTMVTLGNSFLHK 1854 1870 38.9 28.1 31.4 0 2 0 1,930.9946
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% WTCPCVCTGSSTR 1944 1956 49.2 25.0 49.2 2 0 0 1,571.6400
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% LTGSCSYVLFQNK 1968 1980 63.1 26.8 0.0 2 0 0 1,516.7465
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% EQDLEVILHNGACSPGAR 1981 1998 74.0 27.0 72.9 1 2 0 1,965.9449
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% TNGVCVDWR 2186 2194 44.7 25.0 29.1 2 0 0 1,106.5048
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% SGFTYVLHEGECCGR 2479 2493 47.8 25.0 45.2 2 0 0 1,771.7528
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% CLPSACEVVTGSPR 2494 2507 55.7 25.8 48.5 2 0 0 1,532.7197
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% SVGSQWASPENPCLINECVR 2516 2535 69.8 25.0 69.8 2 0 0 2,303.0544
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% TTCNPCPLGYK 2622 2632 45.0 25.0 31.7 2 0 0 1,310.5870
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% TTCNPCPLGYKEENNTGECCGR 2622 2643 19.9 25.0 18.6 0 1 0 2,617.0537
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% RDETLQDGCDTHFCK 2663 2677 69.4 25.0 69.4 0 2 0 1,881.7858
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% DETLQDGCDTHFCK 2664 2677 53.1 25.0 53.1 2 0 0 1,725.6847
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% VNERGEYFWEK 2678 2688 22.5 25.2 18.8 0 1 0 1,456.6855
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% VGSCKSEVEVDIHYCQGK 2736 2753 28.6 25.0 27.6 0 1 0 2,094.9585
L_16 von Willebrand factor VWF_HUMAN 309,251 32 35 60 14.50% SEVEVDIHYCQGK 2741 2753 55.3 25.0 48.7 2 2 0 1,563.7109
M_10 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.74% SFSIIGDFQNGK 69 80 47.7 26.6 19.3 2 0 0 1,312.6533
M_10 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.74% GLYLETEAGYYK 117 128 58.1 27.8 49.5 1 0 0 1,406.6839
M_10 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.74% LSGEAYGFVAR 129 139 66.0 27.6 49.3 2 0 0 1,169.5949
M_10 von Willebrand factor VWF_HUMAN 309,251 4 4 6 1.74% IDGSGNFQVLLSDR 140 153 45.2 28.6 27.7 1 0 0 1,520.7705
M_11 von Willebrand factor VWF_HUMAN 309,251 7 8 17 2.99% SFSIIGDFQNGK 69 80 54.9 26.2 19.5 2 0 0 1,312.6533
M_11 von Willebrand factor VWF_HUMAN 309,251 7 8 17 2.99% GLYLETEAGYYK 117 128 71.3 27.6 64.1 2 0 0 1,406.6839
M_11 von Willebrand factor VWF_HUMAN 309,251 7 8 17 2.99% GLWEQCQLLK 220 229 39.7 28.3 25.3 2 0 0 1,274.6564
M_11 von Willebrand factor VWF_HUMAN 309,251 7 8 17 2.99% TCQSLHINEMCQER 311 324 20.8 25.0 20.8 0 2 0 1,805.7729
M_11 von Willebrand factor VWF_HUMAN 309,251 7 8 17 2.99% HGAGVAMDGQDVQLPLLK 460 477 57.7 27.9 51.3 2 4 0 1,864.9590
M_11 von Willebrand factor VWF_HUMAN 309,251 7 8 17 2.99% VEDFGNAWK 546 554 50.0 25.7 29.0 2 0 0 1,065.5000
M_11 von Willebrand factor VWF_HUMAN 309,251 7 8 17 2.99% AVSPLPYLR 598 606 26.9 28.7 5.0 1 0 0 1,015.5935
M_12 von Willebrand factor VWF_HUMAN 309,251 8 9 16 3.13% SFSIIGDFQNGK 69 80 56.1 26.6 28.2 2 0 0 1,312.6533



M_12 von Willebrand factor VWF_HUMAN 309,251 8 9 16 3.13% SFSIIGDFQNGKR 69 81 51.2 27.3 20.7 2 0 0 1,468.7544
M_12 von Willebrand factor VWF_HUMAN 309,251 8 9 16 3.13% LSGEAYGFVAR 129 139 69.2 27.3 54.4 2 0 0 1,169.5949
M_12 von Willebrand factor VWF_HUMAN 309,251 8 9 16 3.13% IDGSGNFQVLLSDR 140 153 81.3 28.7 71.8 2 0 0 1,520.7705
M_12 von Willebrand factor VWF_HUMAN 309,251 8 9 16 3.13% LPGLHNSLVK 448 457 42.6 25.0 32.4 2 0 0 1,077.6416
M_12 von Willebrand factor VWF_HUMAN 309,251 8 9 16 3.13% HGAGVAMDGQDVQLPLLK 460 477 43.0 28.0 36.4 1 2 0 1,864.9590
M_12 von Willebrand factor VWF_HUMAN 309,251 8 9 16 3.13% VEDFGNAWK 546 554 49.9 25.7 28.9 2 0 0 1,065.5000
M_12 von Willebrand factor VWF_HUMAN 309,251 8 9 16 3.13% ILAGPAGDSNVVK 1838 1850 20.7 25.4 20.4 1 0 0 1,240.6897
M_13 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.32% GLYLETEAGYYK 117 128 63.6 27.7 56.2 2 0 0 1,406.6839
M_13 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.32% LSGEAYGFVAR 129 139 57.5 27.0 42.5 2 0 0 1,169.5949
M_13 von Willebrand factor VWF_HUMAN 309,251 3 3 6 1.32% IDGSGNFQVLLSDR 140 153 60.8 28.7 48.8 2 0 0 1,520.7705
M_14 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.55% GLYLETEAGYYK 117 128 71.0 27.8 58.6 2 0 0 1,406.6839
M_14 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.55% LSGEAYGFVAR 129 139 65.7 27.0 50.8 2 0 0 1,169.5949
M_14 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.55% IDGSGNFQVLLSDR 140 153 85.2 28.6 70.2 2 0 0 1,520.7705
M_14 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.55% TCQSLHINEMCQER 311 324 23.6 25.0 21.9 0 1 0 1,821.7678
M_14 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.55% LPGLHNSLVK 448 457 20.6 25.0 9.5 1 0 0 1,077.6416
M_14 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.55% HGAGVAMDGQDVQLPLLK 460 477 38.3 28.1 18.6 0 2 0 1,864.9590
M_14 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.55% AVSPLPYLR 598 606 24.3 28.7 5.1 1 0 0 1,015.5935
M_14 von Willebrand factor VWF_HUMAN 309,251 8 8 12 3.55% ILTSDVFQDCNK 1062 1073 61.1 26.4 56.5 1 0 0 1,439.6837
M_15 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.05% SFSIIGDFQNGK 69 80 52.5 26.5 28.1 2 0 0 1,312.6533
M_15 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.05% GLYLETEAGYYK 117 128 55.8 27.8 49.5 2 0 0 1,406.6839
M_15 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.05% IDGSGNFQVLLSDR 140 153 75.8 28.3 61.9 2 0 0 1,520.7705
M_15 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.05% GLWEQCQLLK 220 229 33.0 28.3 18.5 2 0 0 1,274.6564
M_15 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.05% HGAGVAMDGQDVQLPLLK 460 477 33.8 27.9 13.8 0 1 0 1,864.9590
M_15 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.05% AVSPLPYLR 598 606 24.6 28.7 2.2 1 0 0 1,015.5935
M_15 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.05% ILTSDVFQDCNK 1062 1073 88.3 26.3 80.0 2 0 0 1,439.6837
M_15 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.05% EAPDLVLQR 1660 1668 24.4 26.1 16.3 2 0 0 1,040.5736
M_15 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.05% EGGPSQIGDALGFAVR 1764 1779 66.0 28.6 56.0 2 0 0 1,573.7971
M_15 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.05% TNGVCVDWR 2186 2194 45.0 25.0 32.1 2 0 0 1,106.5048
M_15 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.05% APTCGLCEVAR 2301 2311 28.7 25.0 28.7 1 0 0 1,233.5716
M_15 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.05% VKEEVFIQQR 2536 2545 35.6 27.5 26.3 2 0 0 1,275.7056
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% SFSIIGDFQNGK 69 80 50.0 26.5 21.4 2 0 0 1,312.6533
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% GLYLETEAGYYK 117 128 60.5 27.8 46.1 2 0 0 1,406.6839
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% LSGEAYGFVAR 129 139 69.0 27.2 50.3 2 0 0 1,169.5949
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% YIILLLGK 961 968 25.3 25.0 25.3 2 0 0 932.6181
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% KVPLDSSPATCHNNIMK 1036 1052 32.2 26.8 21.2 0 1 0 1,927.9366
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% ILTSDVFQDCNK 1062 1073 80.1 26.4 74.8 2 0 0 1,439.6837
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% LSEAEFEVLK 1288 1297 53.7 27.9 43.7 2 0 0 1,164.6147
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% AFVVDMMER 1298 1306 37.4 25.0 31.5 2 0 0 1,129.5017
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% YAGSQVASTSEVLK 1349 1362 98.9 27.6 98.9 2 0 0 1,439.7376
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% ITLLLMASQEPQR 1380 1392 55.5 27.9 47.3 2 2 0 1,515.8202
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% VIVIPVGIGPHANLK 1409 1423 38.9 25.0 38.9 2 0 0 1,526.9419
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% EFMEEVIQR 1519 1527 27.8 26.1 14.7 1 0 0 1,196.5617
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% YLSDHSFLVSQGDR 1584 1597 62.8 26.8 55.2 2 0 0 1,623.7762
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% EAPDLVLQR 1660 1668 29.2 25.5 24.8 1 0 0 1,040.5736
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% AHLLSLVDVMQR 1752 1763 63.9 26.6 57.5 2 0 0 1,397.7571
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% EGGPSQIGDALGFAVR 1764 1779 65.6 28.6 54.7 2 2 0 1,573.7971
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% VTVFPIGIGDR 1820 1830 54.5 27.9 38.1 2 0 0 1,173.6628
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% ILAGPAGDSNVVK 1838 1850 78.1 25.1 65.6 2 0 0 1,240.6897
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% GLRPSCPNSQSPVK 1922 1935 31.2 27.4 31.2 2 0 0 1,526.7745
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% WTCPCVCTGSSTR 1944 1956 50.3 25.0 49.1 2 0 0 1,571.6400
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% LTGSCSYVLFQNK 1968 1980 54.4 26.6 0.0 2 0 0 1,516.7465
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% EQDLEVILHNGACSPGAR 1981 1998 54.4 27.0 49.4 2 0 0 1,965.9449
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% TNGVCVDWR 2186 2194 46.4 25.0 35.7 2 0 0 1,106.5048
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% CLPSACEVVTGSPR 2494 2507 59.7 25.5 55.0 2 0 0 1,532.7197
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% TVMIDVCTTCR 2594 2604 44.4 25.0 0.0 2 0 0 1,355.6118
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% CMVQVGVISGFK 2605 2616 58.2 27.7 43.3 4 0 0 1,340.6702
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% TTCNPCPLGYK 2622 2632 31.9 25.0 25.4 1 0 0 1,310.5870
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% RDETLQDGCDTHFCK 2663 2677 51.9 25.0 51.9 0 2 0 1,881.7858
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% DETLQDGCDTHFCK 2664 2677 56.8 25.0 56.8 2 0 0 1,725.6847
M_16 von Willebrand factor VWF_HUMAN 309,251 30 33 62 12.80% SEVEVDIHYCQGK 2741 2753 62.6 25.0 53.0 2 0 0 1,563.7109
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% LSGEAYGFVAR 129 139 37.0 26.7 31.9 2 0 0 1,169.5949
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% KVPLDSSPATCHNNIMK 1036 1052 26.9 27.2 11.7 0 1 0 1,927.9366
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% ILTSDVFQDCNK 1062 1073 75.4 27.0 62.0 2 0 0 1,439.6837
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% AFVVDMMER 1298 1306 23.9 25.0 23.9 1 0 0 1,129.5017
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% YAGSQVASTSEVLK 1349 1362 95.1 27.5 78.2 2 0 0 1,439.7376
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% YLSDHSFLVSQGDR 1584 1597 19.5 26.5 2.3 0 1 0 1,623.7762
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% EAPDLVLQR 1660 1668 35.2 26.5 21.4 2 0 0 1,040.5736
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% EGGPSQIGDALGFAVR 1764 1779 74.7 28.8 70.8 2 0 0 1,573.7971
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% VTVFPIGIGDR 1820 1830 44.2 27.8 29.5 2 0 0 1,173.6628
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% ILAGPAGDSNVVK 1838 1850 53.8 25.2 33.0 2 0 0 1,240.6897
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% GLRPSCPNSQSPVK 1922 1935 19.9 27.3 14.6 0 1 0 1,526.7745
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% WTCPCVCTGSSTR 1944 1956 34.8 25.0 34.8 2 0 0 1,571.6400
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% HIVTFDGQNFK 1957 1967 29.9 27.8 26.8 1 0 0 1,305.6587
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% LTGSCSYVLFQNK 1968 1980 55.3 26.9 0.0 2 0 0 1,516.7465
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% TNGVCVDWR 2186 2194 34.9 25.4 30.2 2 0 0 1,106.5048
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% APTCGLCEVAR 2301 2311 56.6 25.2 52.6 2 0 0 1,233.5716
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% CLPSACEVVTGSPR 2494 2507 83.8 26.1 73.2 2 0 0 1,532.7197
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% VKEEVFIQQR 2536 2545 39.1 26.8 23.0 2 0 0 1,275.7056
N_01 von Willebrand factor VWF_HUMAN 309,251 19 19 33 8.25% CLPTACTIQLR 2644 2654 45.0 28.1 30.5 2 0 0 1,332.6765
N_05 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.85% LSGEAYGFVAR 129 139 56.5 27.0 43.8 2 0 0 1,169.5949
N_05 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.85% ILAGPAGDSNVVK 1838 1850 26.5 25.3 18.8 2 0 0 1,240.6897
N_09 von Willebrand factor VWF_HUMAN 309,251 4 4 5 1.67% IDGSGNFQVLLSDR 140 153 70.5 28.6 56.7 2 0 0 1,520.7705
N_09 von Willebrand factor VWF_HUMAN 309,251 4 4 5 1.67% TCQSLHINEMCQER 311 324 19.2 25.0 19.2 0 1 0 1,821.7678
N_09 von Willebrand factor VWF_HUMAN 309,251 4 4 5 1.67% LPGLHNSLVK 448 457 24.2 25.0 17.1 1 0 0 1,077.6416
N_09 von Willebrand factor VWF_HUMAN 309,251 4 4 5 1.67% VEDFGNAWK 546 554 28.4 25.8 19.3 1 0 0 1,065.5000
N_10 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.12% SFSIIGDFQNGK 69 80 58.9 26.4 24.7 2 0 0 1,312.6533
N_10 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.12% GLYLETEAGYYK 117 128 63.0 27.9 49.6 2 0 0 1,406.6839
N_10 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.12% LSGEAYGFVAR 129 139 71.1 27.0 58.1 2 0 0 1,169.5949
N_10 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.12% IDGSGNFQVLLSDR 140 153 85.0 28.6 73.1 2 0 0 1,520.7705
N_10 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.12% GLWEQCQLLK 220 229 41.4 28.5 24.6 2 0 0 1,274.6564
N_10 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.12% TCQSLHINEMCQER 311 324 21.9 25.0 21.2 0 1 0 1,805.7729
N_10 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.12% SVTVRLPGLHNSLVK 443 457 22.6 25.0 22.6 0 1 0 1,619.9592
N_10 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.12% LPGLHNSLVK 448 457 30.7 25.0 19.6 2 0 0 1,077.6416
N_10 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.12% HGAGVAMDGQDVQLPLLK 460 477 59.6 27.9 53.3 2 0 0 1,864.9590
N_10 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.12% AVSPLPYLR 598 606 30.7 28.6 10.8 2 0 0 1,015.5935
N_10 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.12% GQVYLQCGTPCNLTCR 655 670 44.8 25.0 35.0 2 0 0 1,926.8621
N_10 von Willebrand factor VWF_HUMAN 309,251 12 12 21 5.12% ILAGPAGDSNVVK 1838 1850 28.4 25.6 19.3 1 0 0 1,240.6897
N_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.70% GLYLETEAGYYK 117 128 65.2 27.8 49.0 2 0 0 1,406.6839
N_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.70% LSGEAYGFVAR 129 139 33.7 27.7 27.2 1 0 0 1,169.5949
N_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.70% IDGSGNFQVLLSDR 140 153 86.3 28.4 79.2 2 0 0 1,520.7705
N_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.70% GLWEQCQLLK 220 229 35.0 28.6 25.1 2 0 0 1,274.6564
N_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.70% TCQSLHINEMCQER 311 324 40.3 25.0 40.3 0 2 0 1,805.7729
N_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.70% HGAGVAMDGQDVQLPLLK 460 477 56.5 28.1 41.2 0 2 0 1,864.9590
N_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.70% AVSPLPYLR 598 606 33.8 28.9 14.9 2 0 0 1,015.5935
N_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.70% GQVYLQCGTPCNLTCR 655 670 31.5 25.0 27.0 1 0 0 1,926.8621
N_12 von Willebrand factor VWF_HUMAN 309,251 8 9 18 3.80% SFSIIGDFQNGK 69 80 49.3 26.3 10.6 2 0 0 1,312.6533
N_12 von Willebrand factor VWF_HUMAN 309,251 8 9 18 3.80% LSGEAYGFVAR 129 139 62.5 27.0 44.2 2 0 0 1,169.5949
N_12 von Willebrand factor VWF_HUMAN 309,251 8 9 18 3.80% IDGSGNFQVLLSDR 140 153 82.8 28.4 67.9 2 0 0 1,520.7705
N_12 von Willebrand factor VWF_HUMAN 309,251 8 9 18 3.80% TCQSLHINEMCQER 311 324 31.0 25.0 29.2 0 1 0 1,821.7678
N_12 von Willebrand factor VWF_HUMAN 309,251 8 9 18 3.80% HGAGVAMDGQDVQLPLLK 460 477 51.2 28.2 46.3 2 4 0 1,864.9590
N_12 von Willebrand factor VWF_HUMAN 309,251 8 9 18 3.80% VEDFGNAWK 546 554 43.9 26.5 27.4 2 0 0 1,065.5000
N_12 von Willebrand factor VWF_HUMAN 309,251 8 9 18 3.80% GQVYLQCGTPCNLTCR 655 670 33.2 25.0 28.2 1 0 0 1,926.8621



N_12 von Willebrand factor VWF_HUMAN 309,251 8 9 18 3.80% ILAGPAGDSNVVK 1838 1850 30.2 25.2 21.3 2 0 0 1,240.6897
N_13 von Willebrand factor VWF_HUMAN 309,251 9 9 18 3.84% GLYLETEAGYYK 117 128 60.5 28.2 52.3 2 0 0 1,406.6839
N_13 von Willebrand factor VWF_HUMAN 309,251 9 9 18 3.84% LSGEAYGFVAR 129 139 78.2 27.0 64.3 2 0 0 1,169.5949
N_13 von Willebrand factor VWF_HUMAN 309,251 9 9 18 3.84% IDGSGNFQVLLSDR 140 153 75.0 28.3 60.7 2 0 0 1,520.7705
N_13 von Willebrand factor VWF_HUMAN 309,251 9 9 18 3.84% LPGLHNSLVK 448 457 31.2 25.0 23.8 1 0 0 1,077.6416
N_13 von Willebrand factor VWF_HUMAN 309,251 9 9 18 3.84% HGAGVAMDGQDVQLPLLK 460 477 63.6 27.9 52.4 0 4 0 1,864.9590
N_13 von Willebrand factor VWF_HUMAN 309,251 9 9 18 3.84% VEDFGNAWK 546 554 41.5 26.5 24.7 2 0 0 1,065.5000
N_13 von Willebrand factor VWF_HUMAN 309,251 9 9 18 3.84% AVSPLPYLR 598 606 27.5 28.6 5.0 1 0 0 1,015.5935
N_13 von Willebrand factor VWF_HUMAN 309,251 9 9 18 3.84% ILTSDVFQDCNK 1062 1073 41.2 27.0 38.1 2 0 0 1,439.6837
N_13 von Willebrand factor VWF_HUMAN 309,251 9 9 18 3.84% ILAGPAGDSNVVK 1838 1850 30.8 25.6 21.6 2 0 0 1,240.6897
N_14 von Willebrand factor VWF_HUMAN 309,251 10 10 22 4.30% SFSIIGDFQNGK 69 80 60.3 26.7 20.8 2 0 0 1,312.6533
N_14 von Willebrand factor VWF_HUMAN 309,251 10 10 22 4.30% GLYLETEAGYYK 117 128 65.4 28.4 52.0 2 0 0 1,406.6839
N_14 von Willebrand factor VWF_HUMAN 309,251 10 10 22 4.30% LSGEAYGFVAR 129 139 66.7 27.3 53.1 2 0 0 1,169.5949
N_14 von Willebrand factor VWF_HUMAN 309,251 10 10 22 4.30% IDGSGNFQVLLSDR 140 153 72.5 28.7 66.6 2 0 0 1,520.7705
N_14 von Willebrand factor VWF_HUMAN 309,251 10 10 22 4.30% GLWEQCQLLK 220 229 46.2 28.6 37.1 2 0 0 1,274.6564
N_14 von Willebrand factor VWF_HUMAN 309,251 10 10 22 4.30% HGAGVAMDGQDVQLPLLK 460 477 51.4 27.9 36.5 0 4 0 1,864.9590
N_14 von Willebrand factor VWF_HUMAN 309,251 10 10 22 4.30% VEDFGNAWK 546 554 41.3 26.5 17.2 2 0 0 1,065.5000
N_14 von Willebrand factor VWF_HUMAN 309,251 10 10 22 4.30% AVSPLPYLR 598 606 27.7 28.9 5.9 2 0 0 1,015.5935
N_14 von Willebrand factor VWF_HUMAN 309,251 10 10 22 4.30% ILTSDVFQDCNK 1062 1073 59.3 27.0 54.9 2 0 0 1,439.6837
N_14 von Willebrand factor VWF_HUMAN 309,251 10 10 22 4.30% YAGSQVASTSEVLK 1349 1362 75.4 27.5 64.8 2 0 0 1,439.7376
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% RSFSIIGDFQNGK 68 80 19.2 27.3 8.4 0 1 0 1,468.7544
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% GLYLETEAGYYK 117 128 68.5 28.2 55.3 2 0 0 1,406.6839
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% LSGEAYGFVAR 129 139 73.4 27.0 59.2 2 0 0 1,169.5949
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% IDGSGNFQVLLSDR 140 153 89.8 28.6 77.3 2 0 0 1,520.7705
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% GLWEQCQLLK 220 229 50.7 28.5 31.3 2 0 0 1,274.6564
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% TCQSLHINEMCQER 311 324 28.7 25.0 28.7 0 2 0 1,821.7678
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% HGAGVAMDGQDVQLPLLK 460 477 69.9 27.9 62.2 2 2 0 1,864.9590
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% LSYGEDLQMDWDGR 492 505 56.5 25.0 56.5 2 0 0 1,700.7224
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% VEDFGNAWK 546 554 44.2 25.8 34.2 1 0 0 1,065.5000
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% AVSPLPYLR 598 606 30.4 28.7 8.3 1 0 0 1,015.5935
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% ECLCGALASYAAACAGR 620 636 99.6 25.0 99.6 2 0 0 1,800.7826
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% GQVYLQCGTPCNLTCR 655 670 64.4 25.0 56.7 2 0 0 1,926.8621
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% ALSVVWDR 969 976 38.1 30.1 19.2 2 0 0 945.5152
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% KVPLDSSPATCHNNIMK 1036 1052 18.7 27.2 12.5 0 2 0 1,927.9366
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% ILTSDVFQDCNK 1062 1073 73.1 26.8 66.7 2 0 0 1,439.6837
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% VIVIPVGIGPHANLK 1409 1423 30.9 25.0 30.9 2 0 0 1,526.9419
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% AHLLSLVDVMQR 1752 1763 15.1 26.8 11.3 0 1 0 1,397.7571
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% EGGPSQIGDALGFAVR 1764 1779 59.7 28.8 55.1 2 0 0 1,573.7971
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% VTVFPIGIGDR 1820 1830 48.2 27.8 31.6 2 0 0 1,173.6628
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% ILAGPAGDSNVVK 1838 1850 28.5 25.6 19.7 1 0 0 1,240.6897
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% GLRPSCPNSQSPVK 1922 1935 17.7 27.0 1.8 0 1 0 1,526.7745
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% WTCPCVCTGSSTR 1944 1956 29.8 25.0 28.9 1 0 0 1,571.6400
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% LTGSCSYVLFQNK 1968 1980 51.4 26.7 0.0 2 0 0 1,516.7465
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% TNGVCVDWR 2186 2194 62.6 25.0 50.7 2 0 0 1,106.5048
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% APTCGLCEVAR 2301 2311 60.1 25.0 55.8 2 0 0 1,233.5716
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% CLPSACEVVTGSPR 2494 2507 65.9 25.7 59.2 2 0 0 1,532.7197
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% VKEEVFIQQR 2536 2545 52.9 26.8 41.2 2 0 0 1,275.7056
N_15 von Willebrand factor VWF_HUMAN 309,251 28 29 51 12.70% CLPTACTIQLR 2644 2654 59.2 28.5 48.6 2 0 0 1,332.6765
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% GLYLETEAGYYK 117 128 61.5 28.1 44.3 2 0 0 1,406.6839
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% LSGEAYGFVAR 129 139 73.3 27.0 58.4 2 0 0 1,169.5949
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% GLWEQCQLLK 220 229 37.7 28.6 28.8 2 0 0 1,274.6564
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% TCQSLHINEMCQER 311 324 23.8 25.0 23.8 0 2 0 1,821.7678
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% AVSPLPYLR 598 606 43.8 28.8 13.2 1 0 0 1,015.5935
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% SLSCRPPMVK 764 773 24.1 27.4 14.9 1 0 0 1,190.6021
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% DETHFEVVESGR 949 960 34.7 25.0 28.7 0 2 0 1,404.6390
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% HLSISVVLK 977 985 28.0 25.0 17.8 1 0 0 995.6248
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% KVPLDSSPATCHNNIMK 1036 1052 19.6 27.1 17.5 0 1 0 1,927.9366
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% ILTSDVFQDCNK 1062 1073 71.9 26.7 66.4 2 0 0 1,439.6837
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% TATLCPQSCEER 1122 1133 29.4 25.0 26.5 1 0 0 1,451.6255
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% NLRENGYECEWR 1134 1145 23.5 25.0 4.5 0 1 0 1,625.7125
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% ENGYECEWR 1137 1145 29.6 25.0 19.7 2 0 0 1,242.4844
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% AFVVDMMER 1298 1306 34.2 25.0 26.5 4 0 0 1,097.5118
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% YAGSQVASTSEVLK 1349 1362 107.0 27.9 102.0 2 0 0 1,439.7376
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% ITLLLMASQEPQR 1380 1392 66.6 26.8 52.9 2 2 0 1,499.8252
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% VIVIPVGIGPHANLK 1409 1423 19.2 25.0 15.7 0 2 0 1,526.9419
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% SKEFMEEVIQR 1517 1527 56.6 26.5 47.1 4 0 0 1,411.6887
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% EFMEEVIQR 1519 1527 44.4 27.5 31.0 1 0 0 1,180.5667
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% YLSDHSFLVSQGDR 1584 1597 68.5 26.7 57.8 2 0 0 1,623.7762
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% EAPDLVLQR 1660 1668 41.7 26.1 20.8 2 0 0 1,040.5736
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% AHLLSLVDVMQR 1752 1763 79.0 26.2 68.9 2 4 0 1,397.7571
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% EGGPSQIGDALGFAVR 1764 1779 67.3 28.5 63.2 2 2 0 1,573.7971
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% VTVFPIGIGDR 1820 1830 53.4 28.0 37.2 2 0 0 1,173.6628
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% ILAGPAGDSNVVK 1838 1850 71.7 25.6 59.2 2 0 0 1,240.6897
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% GLRPSCPNSQSPVK 1922 1935 58.6 27.0 51.2 2 0 0 1,526.7745
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% WTCPCVCTGSSTR 1944 1956 57.5 25.0 57.5 2 0 0 1,571.6400
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% LTGSCSYVLFQNK 1968 1980 64.3 27.1 0.0 2 1 0 1,516.7465
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% EQDLEVILHNGACSPGAR 1981 1998 59.8 27.0 51.6 2 0 0 1,965.9449
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% HSALSVELHSDMEVTVNGR 2009 2027 32.2 26.8 32.2 0 2 0 2,097.0030
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% APTCGLCEVAR 2301 2311 60.8 25.0 52.6 2 0 0 1,233.5716
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% CLPSACEVVTGSPR 2494 2507 90.6 26.1 72.8 2 2 0 1,532.7197
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% EEVFIQQR 2538 2545 30.1 28.1 20.6 2 0 0 1,048.5422
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% TVMIDVCTTCR 2594 2604 58.1 25.0 0.0 2 0 0 1,355.6118
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% CMVQVGVISGFK 2605 2616 59.2 27.6 47.2 4 0 0 1,324.6753
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% TTCNPCPLGYKEENNTGECCGR 2622 2643 17.0 25.0 17.0 0 1 0 2,617.0537
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% RDETLQDGCDTHFCK 2663 2677 22.7 25.0 22.7 0 1 0 1,881.7858
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% DETLQDGCDTHFCK 2664 2677 52.7 25.0 51.9 2 0 0 1,725.6847
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% DETLQDGCDTHFCKVNER 2664 2681 29.5 25.0 28.0 0 1 0 2,223.9397
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% VNERGEYFWEK 2678 2688 19.8 25.3 16.7 0 1 0 1,456.6855
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% GEYFWEK 2682 2688 22.8 25.0 13.1 1 0 0 958.4305
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% GEYFWEKR 2682 2689 39.0 25.0 35.2 2 0 0 1,114.5316
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% RVTGCPPFDEHK 2689 2700 37.6 26.0 34.5 0 2 0 1,442.6847
N_16 von Willebrand factor VWF_HUMAN 309,251 44 54 95 17.20% SEVEVDIHYCQGK 2741 2753 65.6 25.0 61.7 2 2 0 1,563.7109
O_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.52% GLYLETEAGYYK 117 128 77.0 28.1 68.3 2 0 0 1,406.6839
O_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.52% LSGEAYGFVAR 129 139 59.1 27.3 39.9 2 0 0 1,169.5949
O_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.52% IDGSGNFQVLLSDR 140 153 100.0 28.5 90.3 2 0 0 1,520.7705
O_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.52% GLWEQCQLLK 220 229 42.4 28.2 27.3 1 0 0 1,274.6564
O_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.52% SVTVRLPGLHNSLVK 443 457 26.5 25.0 26.5 0 2 0 1,619.9592
O_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.52% LPGLHNSLVK 448 457 36.7 25.0 31.3 2 0 0 1,077.6416
O_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.52% AVSPLPYLR 598 606 26.9 28.7 5.5 2 0 0 1,015.5935
O_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.59% SFSIIGDFQNGK 69 80 63.7 26.2 25.9 2 0 0 1,312.6533
O_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.59% GLYLETEAGYYK 117 128 68.2 28.1 57.1 2 0 0 1,406.6839
O_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.59% IDGSGNFQVLLSDR 140 153 92.6 28.5 83.0 2 0 0 1,520.7705
O_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.59% GLWEQCQLLK 220 229 42.2 28.2 31.7 2 0 0 1,274.6564
O_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.59% LPGLHNSLVK 448 457 28.8 25.0 18.0 1 0 0 1,077.6416
O_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.59% HGAGVAMDGQDVQLPLLK 460 477 48.0 27.9 22.2 0 2 0 1,864.9590
O_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.59% AVSPLPYLR 598 606 24.7 28.7 4.9 1 0 0 1,015.5935
O_11 von Willebrand factor VWF_HUMAN 309,251 8 8 14 3.59% GQVYLQCGTPCNLTCR 655 670 62.9 25.0 54.0 2 0 0 1,926.8621
O_12 von Willebrand factor VWF_HUMAN 309,251 10 10 15 4.44% LSGEAYGFVAR 129 139 63.2 27.4 48.5 2 0 0 1,169.5949
O_12 von Willebrand factor VWF_HUMAN 309,251 10 10 15 4.44% IDGSGNFQVLLSDR 140 153 101.0 28.6 84.0 2 0 0 1,520.7705
O_12 von Willebrand factor VWF_HUMAN 309,251 10 10 15 4.44% SVTVRLPGLHNSLVK 443 457 26.4 25.0 26.4 0 1 0 1,619.9592
O_12 von Willebrand factor VWF_HUMAN 309,251 10 10 15 4.44% LPGLHNSLVK 448 457 32.6 25.0 20.6 2 0 0 1,077.6416
O_12 von Willebrand factor VWF_HUMAN 309,251 10 10 15 4.44% HGAGVAMDGQDVQLPLLK 460 477 43.6 27.9 30.8 0 2 0 1,864.9590



O_12 von Willebrand factor VWF_HUMAN 309,251 10 10 15 4.44% VEDFGNAWK 546 554 21.5 26.6 11.4 1 0 0 1,065.5000
O_12 von Willebrand factor VWF_HUMAN 309,251 10 10 15 4.44% FSEEACAVLTSPTFEACHR 579 597 60.5 25.0 54.5 0 1 0 2,211.9798
O_12 von Willebrand factor VWF_HUMAN 309,251 10 10 15 4.44% AVSPLPYLR 598 606 27.2 28.9 5.6 2 0 0 1,015.5935
O_12 von Willebrand factor VWF_HUMAN 309,251 10 10 15 4.44% ECLCGALASYAAACAGR 620 636 66.3 25.0 65.8 1 0 0 1,800.7826
O_12 von Willebrand factor VWF_HUMAN 309,251 10 10 15 4.44% ILAGPAGDSNVVK 1838 1850 32.5 25.6 24.4 1 0 0 1,240.6897
O_13 von Willebrand factor VWF_HUMAN 309,251 8 8 16 3.34% SFSIIGDFQNGK 69 80 58.3 26.4 17.4 2 0 0 1,312.6533
O_13 von Willebrand factor VWF_HUMAN 309,251 8 8 16 3.34% GLYLETEAGYYK 117 128 52.5 28.1 40.2 2 0 0 1,406.6839
O_13 von Willebrand factor VWF_HUMAN 309,251 8 8 16 3.34% LSGEAYGFVAR 129 139 70.2 27.3 58.0 2 0 0 1,169.5949
O_13 von Willebrand factor VWF_HUMAN 309,251 8 8 16 3.34% LPGLHNSLVK 448 457 28.9 25.0 19.6 2 0 0 1,077.6416
O_13 von Willebrand factor VWF_HUMAN 309,251 8 8 16 3.34% HGAGVAMDGQDVQLPLLK 460 477 47.3 27.9 34.7 0 2 0 1,864.9590
O_13 von Willebrand factor VWF_HUMAN 309,251 8 8 16 3.34% VEDFGNAWK 546 554 37.6 26.5 30.3 2 0 0 1,065.5000
O_13 von Willebrand factor VWF_HUMAN 309,251 8 8 16 3.34% AVSPLPYLR 598 606 24.8 28.6 3.9 2 0 0 1,015.5935
O_13 von Willebrand factor VWF_HUMAN 309,251 8 8 16 3.34% ILAGPAGDSNVVK 1838 1850 30.3 25.5 23.6 2 0 0 1,240.6897
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% SFSIIGDFQNGK 69 80 52.2 26.2 14.1 2 0 0 1,312.6533
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% SFSIIGDFQNGKR 69 81 36.4 27.2 15.8 1 0 0 1,468.7544
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% GLYLETEAGYYK 117 128 62.5 27.8 50.1 2 0 0 1,406.6839
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% LSGEAYGFVAR 129 139 65.6 27.0 48.0 2 0 0 1,169.5949
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% IDGSGNFQVLLSDR 140 153 90.0 28.5 78.2 2 0 0 1,520.7705
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% SVTVRLPGLHNSLVK 443 457 26.1 25.0 25.8 0 1 0 1,619.9592
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% HGAGVAMDGQDVQLPLLK 460 477 45.5 28.1 19.0 0 2 0 1,864.9590
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% VEDFGNAWK 546 554 41.4 25.7 17.3 2 0 0 1,065.5000
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% GQVYLQCGTPCNLTCR 655 670 48.5 25.0 43.6 1 0 0 1,926.8621
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% ILTSDVFQDCNK 1062 1073 75.2 26.7 69.8 2 0 0 1,439.6837
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% YAGSQVASTSEVLK 1349 1362 62.3 27.8 56.8 2 0 0 1,439.7376
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% EAPDLVLQR 1660 1668 26.9 26.1 9.5 1 0 0 1,040.5736
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% EGGPSQIGDALGFAVR 1764 1779 49.4 28.5 47.4 1 0 0 1,573.7971
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% ILAGPAGDSNVVK 1838 1850 34.2 25.2 14.0 2 0 0 1,240.6897
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% TNGVCVDWR 2186 2194 30.0 26.2 21.0 1 0 0 1,106.5048
O_14 von Willebrand factor VWF_HUMAN 309,251 16 16 26 6.93% CLPSACEVVTGSPR 2494 2507 42.5 25.9 35.3 2 0 0 1,532.7197
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% GLYLETEAGYYK 117 128 65.0 28.2 54.5 2 0 0 1,406.6839
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% LSGEAYGFVAR 129 139 61.6 26.8 49.7 2 0 0 1,169.5949
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% IDGSGNFQVLLSDR 140 153 85.4 28.6 76.9 2 0 0 1,520.7705
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% SVTVRLPGLHNSLVK 443 457 27.9 25.0 27.9 0 1 0 1,619.9592
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% LPGLHNSLVK 448 457 27.2 25.0 19.0 2 0 0 1,077.6416
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% HGAGVAMDGQDVQLPLLK 460 477 46.5 28.0 34.0 0 2 0 1,864.9590
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% LSYGEDLQMDWDGR 492 505 56.3 25.0 56.3 1 0 0 1,700.7224
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% AVSPLPYLR 598 606 30.5 25.7 21.6 1 0 0 1,015.5935
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% GQVYLQCGTPCNLTCR 655 670 58.1 25.0 52.0 1 0 0 1,926.8621
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% ALSVVWDR 969 976 28.8 30.1 10.5 1 0 0 945.5152
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% ILTSDVFQDCNK 1062 1073 49.4 26.7 45.0 2 0 0 1,439.6837
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% AFVVDMMER 1298 1306 26.8 25.0 24.6 1 0 0 1,129.5017
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% YAGSQVASTSEVLK 1349 1362 67.6 27.5 60.7 2 0 0 1,439.7376
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% ITLLLMASQEPQR 1380 1392 70.1 28.1 62.0 2 0 0 1,515.8202
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% EAPDLVLQR 1660 1668 50.8 25.5 34.0 1 0 0 1,040.5736
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% EGGPSQIGDALGFAVR 1764 1779 66.1 28.5 52.2 2 0 0 1,573.7971
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% VTVFPIGIGDR 1820 1830 32.5 28.0 23.8 2 0 0 1,173.6628
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% ILAGPAGDSNVVK 1838 1850 69.8 25.2 51.1 2 0 0 1,240.6897
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% GLRPSCPNSQSPVK 1922 1935 44.4 27.3 28.0 0 2 0 1,526.7745
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% WTCPCVCTGSSTR 1944 1956 22.6 25.0 22.6 1 0 0 1,571.6400
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% LTGSCSYVLFQNK 1968 1980 31.3 27.1 0.0 1 0 0 1,516.7465
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% CLPSACEVVTGSPR 2494 2507 46.3 25.7 42.3 2 0 0 1,532.7197
O_15 von Willebrand factor VWF_HUMAN 309,251 23 23 36 9.92% CLPTACTIQLR 2644 2654 37.0 28.3 22.3 1 0 0 1,332.6765
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% SFSIIGDFQNGK 69 80 47.3 26.2 20.0 1 0 0 1,312.6533
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% GLYLETEAGYYK 117 128 62.3 28.4 53.3 2 0 0 1,406.6839
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% LSGEAYGFVAR 129 139 59.8 27.0 40.0 1 0 0 1,169.5949
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% GLWEQCQLLK 220 229 44.2 28.2 30.0 2 0 0 1,274.6564
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% VEDFGNAWK 546 554 57.1 25.8 42.4 2 0 0 1,065.5000
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% AVSPLPYLR 598 606 24.7 28.9 0.0 1 0 0 1,015.5935
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% YIILLLGK 961 968 22.4 25.0 22.4 1 0 0 932.6181
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% ILTSDVFQDCNK 1062 1073 77.3 27.0 71.1 2 0 0 1,439.6837
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% ENGYECEWR 1137 1145 21.3 25.0 14.4 1 0 0 1,242.4844
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% AFVVDMMER 1298 1306 32.0 25.0 22.8 1 0 0 1,129.5017
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% YAGSQVASTSEVLK 1349 1362 104.0 27.7 91.8 2 0 0 1,439.7376
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% ITLLLMASQEPQR 1380 1392 45.1 27.3 28.5 1 0 0 1,499.8252
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% AFVLSSVDELEQQR 1437 1450 69.3 28.5 48.7 1 0 0 1,620.8228
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% EAPDLVLQR 1660 1668 52.9 26.1 34.7 2 0 0 1,040.5736
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% EGGPSQIGDALGFAVR 1764 1779 57.9 28.5 46.6 2 2 0 1,573.7971
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% VTVFPIGIGDR 1820 1830 55.6 27.8 36.8 2 0 0 1,173.6628
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% ILAGPAGDSNVVK 1838 1850 57.0 25.3 45.0 2 0 0 1,240.6897
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% GLRPSCPNSQSPVK 1922 1935 43.3 27.1 27.8 1 2 0 1,526.7745
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% WTCPCVCTGSSTR 1944 1956 44.2 25.0 44.2 2 0 0 1,571.6400
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% LTGSCSYVLFQNK 1968 1980 59.3 27.0 0.0 1 0 0 1,516.7465
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% EQDLEVILHNGACSPGAR 1981 1998 44.8 27.0 41.0 0 2 0 1,965.9449
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% TNGVCVDWR 2186 2194 51.2 25.0 36.9 2 0 0 1,106.5048
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% CLPSACEVVTGSPR 2494 2507 81.3 25.9 68.5 1 0 0 1,532.7197
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% VKEEVFIQQR 2536 2545 29.8 27.2 12.5 1 0 0 1,275.7056
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% CMVQVGVISGFK 2605 2616 40.4 27.2 24.2 1 0 0 1,340.6702
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% TTCNPCPLGYKEENNTGECCGR 2622 2643 25.8 25.0 25.8 0 1 0 2,617.0537
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% CLPTACTIQLR 2644 2654 65.1 28.3 50.3 2 0 0 1,332.6765
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% RDETLQDGCDTHFCK 2663 2677 31.2 25.0 29.0 0 2 0 1,881.7858
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% SEVEVDIHYCQGK 2741 2753 43.3 25.0 35.5 2 0 0 1,563.7109
O_16 von Willebrand factor VWF_HUMAN 309,251 30 32 50 13.40% AMYSIDINDVQDQCSCCSPTR 2758 2778 42.4 25.0 42.4 0 2 0 2,536.0210
P_05 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.85% LSGEAYGFVAR 129 139 40.1 27.0 28.0 2 0 0 1,169.5949
P_05 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.85% ILAGPAGDSNVVK 1838 1850 20.4 25.2 13.5 1 0 0 1,240.6897
P_09 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.68% GLWEQCQLLK 220 229 36.7 28.6 23.5 2 0 0 1,274.6564
P_09 von Willebrand factor VWF_HUMAN 309,251 2 2 4 0.68% VEDFGNAWK 546 554 46.3 25.8 29.7 2 0 0 1,065.5000
P_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.99% SFSIIGDFQNGK 69 80 49.0 26.1 8.7 2 0 0 1,312.6533
P_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.99% GLYLETEAGYYK 117 128 69.3 27.9 60.6 2 0 0 1,406.6839
P_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.99% LSGEAYGFVAR 129 139 79.7 27.0 64.5 2 0 0 1,169.5949
P_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.99% IDGSGNFQVLLSDR 140 153 82.3 28.4 64.3 2 0 0 1,520.7705
P_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.99% GLWEQCQLLK 220 229 37.8 28.6 27.6 2 0 0 1,274.6564
P_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.99% AVSPLPYLR 598 606 27.3 28.6 4.3 1 0 0 1,015.5935
P_10 von Willebrand factor VWF_HUMAN 309,251 7 7 13 2.99% GQVYLQCGTPCNLTCR 655 670 56.5 25.0 49.7 2 0 0 1,926.8621
P_11 von Willebrand factor VWF_HUMAN 309,251 12 15 28 5.01% RSFSIIGDFQNGK 68 80 24.4 27.1 3.5 0 2 0 1,468.7544
P_11 von Willebrand factor VWF_HUMAN 309,251 12 15 28 5.01% SFSIIGDFQNGK 69 80 46.5 26.1 15.5 1 0 0 1,312.6533
P_11 von Willebrand factor VWF_HUMAN 309,251 12 15 28 5.01% GLYLETEAGYYK 117 128 65.5 28.4 51.5 2 0 0 1,406.6839
P_11 von Willebrand factor VWF_HUMAN 309,251 12 15 28 5.01% LSGEAYGFVAR 129 139 79.9 27.2 66.6 2 0 0 1,169.5949
P_11 von Willebrand factor VWF_HUMAN 309,251 12 15 28 5.01% IDGSGNFQVLLSDR 140 153 98.4 28.6 85.2 2 0 0 1,520.7705
P_11 von Willebrand factor VWF_HUMAN 309,251 12 15 28 5.01% GLWEQCQLLK 220 229 42.2 28.6 29.8 2 0 0 1,274.6564
P_11 von Willebrand factor VWF_HUMAN 309,251 12 15 28 5.01% TCQSLHINEMCQER 311 324 28.8 25.0 28.8 0 2 0 1,805.7729
P_11 von Willebrand factor VWF_HUMAN 309,251 12 15 28 5.01% LPGLHNSLVK 448 457 37.5 25.0 27.9 2 0 0 1,077.6416
P_11 von Willebrand factor VWF_HUMAN 309,251 12 15 28 5.01% HGAGVAMDGQDVQLPLLK 460 477 75.0 28.1 61.9 2 5 0 1,864.9590
P_11 von Willebrand factor VWF_HUMAN 309,251 12 15 28 5.01% LSYGEDLQMDWDGR 492 505 64.6 25.0 64.6 2 0 0 1,700.7224
P_11 von Willebrand factor VWF_HUMAN 309,251 12 15 28 5.01% AVSPLPYLR 598 606 36.5 28.8 14.1 2 0 0 1,015.5935
P_11 von Willebrand factor VWF_HUMAN 309,251 12 15 28 5.01% GQVYLQCGTPCNLTCR 655 670 62.1 25.0 52.3 2 0 0 1,926.8621
P_12 von Willebrand factor VWF_HUMAN 309,251 7 8 14 3.16% LSGEAYGFVAR 129 139 78.6 27.0 64.2 2 0 0 1,169.5949
P_12 von Willebrand factor VWF_HUMAN 309,251 7 8 14 3.16% IDGSGNFQVLLSDR 140 153 88.1 28.4 77.7 2 0 0 1,520.7705
P_12 von Willebrand factor VWF_HUMAN 309,251 7 8 14 3.16% TCQSLHINEMCQER 311 324 29.8 25.0 29.8 0 3 0 1,821.7678
P_12 von Willebrand factor VWF_HUMAN 309,251 7 8 14 3.16% LPGLHNSLVK 448 457 29.0 25.0 23.6 1 0 0 1,077.6416
P_12 von Willebrand factor VWF_HUMAN 309,251 7 8 14 3.16% HGAGVAMDGQDVQLPLLK 460 477 44.6 28.1 28.3 0 2 0 1,864.9590
P_12 von Willebrand factor VWF_HUMAN 309,251 7 8 14 3.16% AVSPLPYLR 598 606 24.9 28.8 8.1 2 0 0 1,015.5935
P_12 von Willebrand factor VWF_HUMAN 309,251 7 8 14 3.16% ILAGPAGDSNVVK 1838 1850 33.1 25.6 20.5 2 0 0 1,240.6897



P_13 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.34% SFSIIGDFQNGK 69 80 47.1 26.5 16.7 2 0 0 1,312.6533
P_13 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.34% GLYLETEAGYYK 117 128 75.0 27.9 64.2 2 0 0 1,406.6839
P_13 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.34% LSGEAYGFVAR 129 139 84.4 27.0 68.1 2 0 0 1,169.5949
P_13 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.34% LPGLHNSLVK 448 457 28.3 25.0 22.0 2 0 0 1,077.6416
P_13 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.34% HGAGVAMDGQDVQLPLLK 460 477 42.7 28.0 31.2 0 2 0 1,864.9590
P_13 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.34% VEDFGNAWK 546 554 62.7 26.5 48.4 2 0 0 1,065.5000
P_13 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.34% AVSPLPYLR 598 606 28.0 28.8 0.0 1 0 0 1,015.5935
P_13 von Willebrand factor VWF_HUMAN 309,251 8 8 15 3.34% ILAGPAGDSNVVK 1838 1850 31.4 25.2 20.8 2 0 0 1,240.6897
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% GLYLETEAGYYK 117 128 75.8 28.4 64.7 2 0 0 1,406.6839
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% LSGEAYGFVAR 129 139 77.8 27.0 57.7 2 0 0 1,169.5949
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% IDGSGNFQVLLSDR 140 153 94.9 28.7 81.2 2 0 0 1,520.7705
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% TCQSLHINEMCQER 311 324 29.7 25.0 29.7 0 1 0 1,821.7678
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% LPGLHNSLVK 448 457 27.5 25.0 16.1 2 0 0 1,077.6416
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% HGAGVAMDGQDVQLPLLK 460 477 57.6 27.9 41.8 0 2 0 1,864.9590
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% VEDFGNAWK 546 554 35.4 26.5 18.8 2 0 0 1,065.5000
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% ECLCGALASYAAACAGR 620 636 64.3 25.0 59.4 1 0 0 1,800.7826
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% GQVYLQCGTPCNLTCR 655 670 44.1 25.0 34.8 1 0 0 1,926.8621
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% ILTSDVFQDCNK 1062 1073 48.5 26.8 40.8 2 0 0 1,439.6837
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% YAGSQVASTSEVLK 1349 1362 86.4 27.5 78.9 2 0 0 1,439.7376
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% GLRPSCPNSQSPVK 1922 1935 26.1 27.0 15.5 0 1 0 1,526.7745
P_14 von Willebrand factor VWF_HUMAN 309,251 13 13 21 6.11% APTCGLCEVAR 2301 2311 29.1 25.2 25.0 1 0 0 1,233.5716
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% SFSIIGDFQNGK 69 80 56.9 26.4 22.3 1 0 0 1,312.6533
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% GLYLETEAGYYK 117 128 62.9 27.7 48.3 2 0 0 1,406.6839
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% LSGEAYGFVAR 129 139 59.0 27.0 47.6 2 0 0 1,169.5949
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% GLWEQCQLLK 220 229 35.7 28.6 21.2 2 0 0 1,274.6564
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% LPGLHNSLVK 448 457 21.0 25.0 14.5 2 0 0 1,077.6416
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% HGAGVAMDGQDVQLPLLK 460 477 49.8 28.1 29.7 0 2 0 1,864.9590
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% ILTSDVFQDCNK 1062 1073 72.3 26.6 72.3 2 0 0 1,439.6837
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% TATLCPQSCEER 1122 1133 36.1 25.0 30.5 1 0 0 1,451.6255
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% YAGSQVASTSEVLK 1349 1362 88.5 27.5 81.4 2 0 0 1,439.7376
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% ITLLLMASQEPQR 1380 1392 57.2 27.3 45.5 2 0 0 1,515.8202
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% EAPDLVLQR 1660 1668 28.2 26.5 13.2 2 0 0 1,040.5736
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% EGGPSQIGDALGFAVR 1764 1779 67.3 28.6 61.5 2 0 0 1,573.7971
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% ILAGPAGDSNVVK 1838 1850 25.2 25.2 14.8 2 0 0 1,240.6897
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% TNGVCVDWR 2186 2194 31.4 25.0 23.3 1 0 0 1,106.5048
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% CLPSACEVVTGSPR 2494 2507 42.8 25.9 36.8 2 0 0 1,532.7197
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% VKEEVFIQQR 2536 2545 28.9 27.0 21.4 1 0 0 1,275.7056
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% TTCNPCPLGYK 2622 2632 30.1 25.0 26.9 2 0 0 1,310.5870
P_15 von Willebrand factor VWF_HUMAN 309,251 18 18 32 7.71% CLPTACTIQLR 2644 2654 35.1 28.2 24.2 2 0 0 1,332.6765
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% GLYLETEAGYYK 117 128 62.4 28.1 50.1 1 0 0 1,406.6839
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% LSGEAYGFVAR 129 139 77.7 27.3 61.9 2 0 0 1,169.5949
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% GLWEQCQLLK 220 229 30.4 28.2 21.3 2 0 0 1,274.6564
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% TCQSLHINEMCQER 311 324 18.5 25.0 18.5 0 1 0 1,821.7678
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% VEDFGNAWK 546 554 35.0 26.5 25.6 2 0 0 1,065.5000
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% LVCPADNLR 774 782 53.8 25.6 41.5 2 0 0 1,057.5460
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% KVPLDSSPATCHNNIMK 1036 1052 26.2 26.9 21.6 0 1 0 1,927.9366
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% ILTSDVFQDCNK 1062 1073 80.4 26.7 73.7 1 0 0 1,439.6837
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% AFVVDMMER 1298 1306 25.4 25.0 25.0 1 0 0 1,129.5017
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% YAGSQVASTSEVLK 1349 1362 99.4 27.8 93.5 2 0 0 1,439.7376
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% ITLLLMASQEPQR 1380 1392 40.3 28.1 24.3 0 2 0 1,515.8202
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% VIVIPVGIGPHANLK 1409 1423 65.8 25.0 65.8 2 2 0 1,526.9419
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% YLSDHSFLVSQGDR 1584 1597 74.3 26.7 66.5 2 0 0 1,623.7762
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% AHLLSLVDVMQR 1752 1763 60.2 26.6 51.5 1 0 0 1,397.7571
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% EGGPSQIGDALGFAVR 1764 1779 58.3 28.8 53.8 2 2 0 1,573.7971
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% ILAGPAGDSNVVK 1838 1850 70.0 25.6 58.5 2 0 0 1,240.6897
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% GLRPSCPNSQSPVK 1922 1935 47.0 26.9 38.0 2 2 0 1,526.7745
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% WTCPCVCTGSSTR 1944 1956 58.7 25.0 58.7 2 0 0 1,571.6400
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% LTGSCSYVLFQNK 1968 1980 61.8 27.1 0.0 2 0 0 1,516.7465
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% EQDLEVILHNGACSPGAR 1981 1998 83.0 26.9 77.7 2 2 0 1,965.9449
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% TNGVCVDWR 2186 2194 46.4 25.0 35.6 2 0 0 1,106.5048
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% APTCGLCEVAR 2301 2311 64.4 25.0 52.4 2 0 0 1,233.5716
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% SGFTYVLHEGECCGR 2479 2493 55.8 25.0 55.8 2 2 0 1,771.7528
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% CLPSACEVVTGSPR 2494 2507 78.1 25.7 65.5 2 0 0 1,532.7197
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% VKEEVFIQQR 2536 2545 55.9 26.8 41.8 2 0 0 1,275.7056
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% EEVFIQQR 2538 2545 52.3 28.8 28.9 2 0 0 1,048.5422
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% TVMIDVCTTCR 2594 2604 53.0 25.0 0.0 2 0 0 1,355.6118
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% CMVQVGVISGFK 2605 2616 59.3 27.2 44.9 3 0 0 1,340.6702
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% KTTCNPCPLGYK 2621 2632 22.0 26.3 14.4 1 2 0 1,438.6820
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% TTCNPCPLGYKEENNTGECCGR 2622 2643 33.3 25.0 33.3 0 2 0 2,617.0537
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% CLPTACTIQLR 2644 2654 65.9 28.2 50.3 2 0 0 1,332.6765
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% DETLQDGCDTHFCK 2664 2677 57.9 25.0 57.9 2 1 0 1,725.6847
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% GEYFWEK 2682 2688 25.0 25.0 13.9 2 0 0 958.4305
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% RVTGCPPFDEHK 2689 2700 28.0 25.9 23.0 1 0 0 1,442.6847
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% IPGTCCDTCEEPECNDITAR 2711 2730 60.6 25.0 60.6 1 0 0 2,397.9418
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% VGSCKSEVEVDIHYCQGK 2736 2753 25.3 25.0 21.9 0 2 0 2,094.9585
P_16 von Willebrand factor VWF_HUMAN 309,251 37 46 81 15.80% SEVEVDIHYCQGK 2741 2753 52.5 25.0 46.8 2 2 0 1,563.7109
Q_06 von Willebrand factor VWF_HUMAN 309,251 2 2 2 0.71% LSGEAYGFVAR 129 139 37.1 27.4 22.1 1 0 0 1,169.5949
Q_06 von Willebrand factor VWF_HUMAN 309,251 2 2 2 0.71% VEDFGNAWK 546 554 27.0 26.5 14.1 1 0 0 1,065.5000
Q_09 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.64% VEDFGNAWK 546 554 53.6 26.5 39.8 2 0 0 1,065.5000
Q_09 von Willebrand factor VWF_HUMAN 309,251 2 2 3 0.64% AVSPLPYLR 598 606 28.1 28.6 14.7 1 0 0 1,015.5935
Q_10 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.70% SFSIIGDFQNGK 69 80 54.0 26.2 24.1 2 0 0 1,312.6533
Q_10 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.70% GLYLETEAGYYK 117 128 67.3 27.9 54.3 2 0 0 1,406.6839
Q_10 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.70% LSGEAYGFVAR 129 139 77.6 27.2 57.1 2 0 0 1,169.5949
Q_10 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.70% TCQSLHINEMCQER 311 324 20.7 25.0 20.7 0 1 0 1,821.7678
Q_10 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.70% HGAGVAMDGQDVQLPLLK 460 477 38.4 28.1 27.6 0 1 0 1,864.9590
Q_10 von Willebrand factor VWF_HUMAN 309,251 6 6 10 2.70% VEDFGNAWK 546 554 44.7 26.5 26.2 2 0 0 1,065.5000
Q_11 von Willebrand factor VWF_HUMAN 309,251 8 9 14 3.87% GLYLETEAGYYK 117 128 65.2 27.9 56.0 2 0 0 1,406.6839
Q_11 von Willebrand factor VWF_HUMAN 309,251 8 9 14 3.87% LSGEAYGFVAR 129 139 79.7 27.0 61.9 2 0 0 1,169.5949
Q_11 von Willebrand factor VWF_HUMAN 309,251 8 9 14 3.87% IDGSGNFQVLLSDR 140 153 89.9 28.6 80.0 2 0 0 1,520.7705
Q_11 von Willebrand factor VWF_HUMAN 309,251 8 9 14 3.87% GLWEQCQLLK 220 229 46.4 28.6 28.8 2 0 0 1,274.6564
Q_11 von Willebrand factor VWF_HUMAN 309,251 8 9 14 3.87% TCQSLHINEMCQER 311 324 33.1 25.0 33.1 0 1 0 1,821.7678
Q_11 von Willebrand factor VWF_HUMAN 309,251 8 9 14 3.87% HGAGVAMDGQDVQLPLLK 460 477 62.6 27.9 57.5 1 2 0 1,864.9590
Q_11 von Willebrand factor VWF_HUMAN 309,251 8 9 14 3.87% LSYGEDLQMDWDGR 492 505 39.5 25.0 35.5 1 0 0 1,700.7224
Q_11 von Willebrand factor VWF_HUMAN 309,251 8 9 14 3.87% GQVYLQCGTPCNLTCR 655 670 52.0 25.0 47.8 1 0 0 1,926.8621
Q_12 von Willebrand factor VWF_HUMAN 309,251 5 5 9 2.10% GLYLETEAGYYK 117 128 62.6 28.2 52.9 2 0 0 1,406.6839
Q_12 von Willebrand factor VWF_HUMAN 309,251 5 5 9 2.10% LSGEAYGFVAR 129 139 54.6 27.0 44.8 2 0 0 1,169.5949
Q_12 von Willebrand factor VWF_HUMAN 309,251 5 5 9 2.10% TCQSLHINEMCQER 311 324 22.0 25.0 22.0 0 2 0 1,821.7678
Q_12 von Willebrand factor VWF_HUMAN 309,251 5 5 9 2.10% AVSPLPYLR 598 606 25.1 25.7 19.0 1 0 0 1,015.5935
Q_12 von Willebrand factor VWF_HUMAN 309,251 5 5 9 2.10% ILAGPAGDSNVVK 1838 1850 31.1 25.2 14.3 2 0 0 1,240.6897
Q_13 von Willebrand factor VWF_HUMAN 309,251 5 5 8 1.81% GLYLETEAGYYK 117 128 71.1 27.7 51.9 2 0 0 1,406.6839
Q_13 von Willebrand factor VWF_HUMAN 309,251 5 5 8 1.81% LSGEAYGFVAR 129 139 68.8 27.4 44.8 2 0 0 1,169.5949
Q_13 von Willebrand factor VWF_HUMAN 309,251 5 5 8 1.81% LPGLHNSLVK 448 457 22.2 25.0 15.2 1 0 0 1,077.6416
Q_13 von Willebrand factor VWF_HUMAN 309,251 5 5 8 1.81% VEDFGNAWK 546 554 35.0 26.6 22.8 2 0 0 1,065.5000
Q_13 von Willebrand factor VWF_HUMAN 309,251 5 5 8 1.81% AVSPLPYLR 598 606 26.4 28.9 5.3 1 0 0 1,015.5935
Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% GLYLETEAGYYK 117 128 65.4 28.1 51.9 2 0 0 1,406.6839
Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% IDGSGNFQVLLSDR 140 153 65.1 28.6 46.7 2 0 0 1,520.7705
Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% LPGLHNSLVK 448 457 48.0 25.0 39.4 2 0 0 1,077.6416
Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% HGAGVAMDGQDVQLPLLK 460 477 42.5 27.9 23.4 0 1 0 1,864.9590
Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% AVSPLPYLR 598 606 24.6 28.9 5.3 1 0 0 1,015.5935
Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% GQVYLQCGTPCNLTCR 655 670 61.4 25.0 55.2 1 0 0 1,926.8621
Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% ILTSDVFQDCNK 1062 1073 46.0 27.0 46.0 1 0 0 1,439.6837
Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% YAGSQVASTSEVLK 1349 1362 67.2 27.9 57.7 1 0 0 1,439.7376



Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% EAPDLVLQR 1660 1668 24.0 25.6 19.8 1 0 0 1,040.5736
Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% ILAGPAGDSNVVK 1838 1850 38.6 25.6 27.4 2 0 0 1,240.6897
Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% GLRPSCPNSQSPVK 1922 1935 50.0 27.0 34.3 0 2 0 1,526.7745
Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% TNGVCVDWR 2186 2194 36.7 25.0 25.0 2 0 0 1,106.5048
Q_14 von Willebrand factor VWF_HUMAN 309,251 13 13 19 5.69% VKEEVFIQQR 2536 2545 36.3 27.3 27.7 1 0 0 1,275.7056
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% SFSIIGDFQNGK 69 80 66.0 26.5 35.7 2 0 0 1,312.6533
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% GLYLETEAGYYK 117 128 61.8 27.8 53.3 2 0 0 1,406.6839
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% LSGEAYGFVAR 129 139 78.3 27.0 58.3 2 0 0 1,169.5949
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% IDGSGNFQVLLSDR 140 153 76.4 28.4 68.9 1 0 0 1,520.7705
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% GLWEQCQLLK 220 229 42.0 28.6 24.7 2 0 0 1,274.6564
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% TCQSLHINEMCQER 311 324 23.8 25.0 23.8 0 1 0 1,821.7678
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% VEDFGNAWK 546 554 26.6 26.5 21.8 1 0 0 1,065.5000
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% AVSPLPYLR 598 606 29.0 28.6 12.6 1 0 0 1,015.5935
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% ALSVVWDR 969 976 31.9 30.1 13.1 1 0 0 945.5152
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% HLSISVVLK 977 985 25.9 25.0 14.2 1 0 0 995.6248
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% ILTSDVFQDCNK 1062 1073 76.2 26.7 71.6 2 0 0 1,439.6837
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% YAGSQVASTSEVLK 1349 1362 95.9 27.5 93.0 2 0 0 1,439.7376
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% VIVIPVGIGPHANLK 1409 1423 35.6 25.0 33.5 1 0 0 1,526.9419
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% EAPDLVLQR 1660 1668 32.4 25.6 6.7 2 0 0 1,040.5736
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% EGGPSQIGDALGFAVR 1764 1779 72.7 28.6 67.2 2 0 0 1,573.7971
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% VTVFPIGIGDR 1820 1830 45.1 27.8 30.8 1 0 0 1,173.6628
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% GLRPSCPNSQSPVK 1922 1935 58.3 27.3 42.2 1 2 0 1,526.7745
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% LTGSCSYVLFQNK 1968 1980 61.5 27.1 0.0 2 0 0 1,516.7465
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% TNGVCVDWR 2186 2194 35.7 25.0 29.6 2 0 0 1,106.5048
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% APTCGLCEVAR 2301 2311 39.5 25.0 34.9 2 0 0 1,233.5716
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% CLPSACEVVTGSPR 2494 2507 32.7 25.8 29.9 1 0 0 1,532.7197
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% CLPTACTIQLR 2644 2654 47.1 28.5 35.5 1 0 0 1,332.6765
Q_15 von Willebrand factor VWF_HUMAN 309,251 23 24 37 9.67% RDETLQDGCDTHFCK 2663 2677 26.1 25.0 26.1 0 2 0 1,881.7858
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% SFSIIGDFQNGK 69 80 31.0 26.4 17.4 1 0 0 1,312.6533
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% GLYLETEAGYYK 117 128 61.5 28.1 50.1 2 0 0 1,406.6839
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% LSGEAYGFVAR 129 139 80.3 27.0 61.5 2 0 0 1,169.5949
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% LVCPADNLR 774 782 24.2 25.8 15.3 1 0 0 1,057.5460
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% DETHFEVVESGR 949 960 17.8 25.0 17.8 0 1 0 1,404.6390
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% HLSISVVLK 977 985 32.6 25.0 22.5 1 0 0 995.6248
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% KVPLDSSPATCHNNIMK 1036 1052 48.7 27.0 36.1 0 2 0 1,927.9366
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% ILTSDVFQDCNK 1062 1073 71.8 26.7 65.1 2 0 0 1,439.6837
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% NLRENGYECEWR 1134 1145 29.6 25.0 11.6 0 2 0 1,625.7125
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% YAGSQVASTSEVLK 1349 1362 92.4 27.9 86.0 2 0 0 1,439.7376
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% ITLLLMASQEPQR 1380 1392 54.9 26.9 42.5 2 2 0 1,499.8252
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% VIVIPVGIGPHANLK 1409 1423 22.9 25.0 16.9 0 2 0 1,526.9419
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% AFVLSSVDELEQQR 1437 1450 68.1 28.7 51.1 2 0 0 1,620.8228
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% EFMEEVIQR 1519 1527 27.7 26.0 16.1 2 0 0 1,196.5617
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% YLSDHSFLVSQGDR 1584 1597 69.0 26.7 63.9 2 0 0 1,623.7762
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% EQAPNLVYMVTGNPASDEIKR 1598 1618 51.7 27.5 50.3 0 1 0 2,348.1553
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% EAPDLVLQR 1660 1668 43.0 25.6 27.6 2 0 0 1,040.5736
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% AHLLSLVDVMQR 1752 1763 69.5 26.4 59.8 2 0 0 1,397.7571
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% EGGPSQIGDALGFAVR 1764 1779 76.1 28.6 67.5 2 2 0 1,573.7971
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% VTVFPIGIGDR 1820 1830 52.9 27.8 37.8 2 0 0 1,173.6628
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% ILAGPAGDSNVVK 1838 1850 61.0 25.6 42.3 2 0 0 1,240.6897
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% GLRPSCPNSQSPVK 1922 1935 38.5 27.3 32.1 2 0 0 1,526.7745
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% WTCPCVCTGSSTR 1944 1956 62.9 25.0 62.9 2 0 0 1,571.6400
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% LTGSCSYVLFQNK 1968 1980 57.8 27.2 0.0 2 0 0 1,516.7465
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% EQDLEVILHNGACSPGAR 1981 1998 68.3 26.9 68.2 2 0 0 1,965.9449
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% TNGVCVDWR 2186 2194 48.0 25.0 34.6 2 0 0 1,106.5048
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% SGFTYVLHEGECCGR 2479 2493 53.4 25.0 53.4 2 1 0 1,771.7528
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% CLPSACEVVTGSPR 2494 2507 89.2 26.1 76.8 2 0 0 1,532.7197
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% CMVQVGVISGFK 2605 2616 64.9 27.5 50.6 2 0 0 1,340.6702
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% KTTCNPCPLGYK 2621 2632 42.3 26.4 35.4 2 0 0 1,438.6820
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% TTCNPCPLGYK 2622 2632 46.5 25.0 41.0 1 0 0 1,310.5870
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% CLPTACTIQLR 2644 2654 49.2 28.8 40.6 1 0 0 1,332.6765
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% RDETLQDGCDTHFCK 2663 2677 63.6 25.0 63.6 0 2 0 1,881.7858
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% DETLQDGCDTHFCK 2664 2677 55.3 25.0 55.3 2 0 0 1,725.6847
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% DETLQDGCDTHFCKVNER 2664 2681 20.6 25.0 20.6 0 1 0 2,223.9397
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% RVTGCPPFDEHK 2689 2700 35.3 26.0 29.1 0 2 0 1,442.6847
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% IPGTCCDTCEEPECNDITAR 2711 2730 41.4 25.0 41.4 0 1 0 2,397.9418
Q_16 von Willebrand factor VWF_HUMAN 309,251 38 41 72 16.40% SEVEVDIHYCQGK 2741 2753 62.4 25.0 57.5 2 0 0 1,563.7109
A_22 von Willebrand factor VWF_MOUSE 309,255 2 2 2 0.46% SFSILGNFQDGK 69 80 42.0 26.6 0.0 1 0 0 1,312.6533
A_22 von Willebrand factor VWF_MOUSE 309,255 2 2 2 0.46% SFSILGNFQDGKR 69 81 18.4 27.4 2.9 0 1 0 1,468.7544
C_32 von Willebrand factor VWF_MOUSE 309,255 2 2 2 2.49% SFSILGNFQDGK 69 80 26.6 26.1 0.0 1 0 0 1,312.6533
C_32 von Willebrand factor VWF_MOUSE 309,255 2 2 2 2.49% SFSILGNFQDGKR 69 81 21.7 27.3 0.0 0 1 0 1,468.7544
C_32 von Willebrand factor VWF_MOUSE 309,255 2 2 2 2.49% WTCPCVCTGSSTR 1944 1956 36.0 25.0 36.0 2 0 0 1,571.6400
C_32 von Willebrand factor VWF_MOUSE 309,255 2 2 2 2.49% HIVTFDGQNFK 1957 1967 42.9 28.2 41.3 2 0 0 1,305.6587
C_32 von Willebrand factor VWF_MOUSE 309,255 2 2 2 2.49% LTGSCSYVIFQNK 1968 1980 51.3 26.5 0.0 2 0 0 1,516.7465
C_32 von Willebrand factor VWF_MOUSE 309,255 2 2 2 2.49% DGTVTTDWK 2100 2108 33.8 25.4 21.7 2 0 0 1,022.4791
C_32 von Willebrand factor VWF_MOUSE 309,255 2 2 2 2.49% CLPTACTIQLR 2644 2654 45.5 28.2 35.1 2 0 0 1,332.6765
L_07 WW domain‐binding protein 2 WBP2_HUMAN 28,087 4 4 5 18.00% GTVYLTPYR 48 56 27.1 26.1 25.4 1 0 0 1,069.5677
L_07 WW domain‐binding protein 2 WBP2_HUMAN 28,087 4 4 5 18.00% AEAGGGWEGSASYK 98 111 71.0 25.0 64.5 2 0 0 1,369.6019
L_07 WW domain‐binding protein 2 WBP2_HUMAN 28,087 4 4 5 18.00% LTFTAGGAIEFGQR 112 125 59.5 27.5 54.4 1 0 0 1,467.7592
L_07 WW domain‐binding protein 2 WBP2_HUMAN 28,087 4 4 5 18.00% MLQVASQASR 126 135 25.6 28.0 23.8 1 0 0 1,106.5623
Q_07 WW domain‐binding protein 2 WBP2_HUMAN 28,087 2 2 3 9.20% AEAGGGWEGSASYK 98 111 57.5 25.0 49.0 1 0 0 1,369.6019
Q_07 WW domain‐binding protein 2 WBP2_HUMAN 28,087 2 2 3 9.20% MLQVASQASR 126 135 38.4 28.4 20.5 2 0 0 1,106.5623
A_12 WD repeat and FYVE domain‐containing protein 1 WDFY1_HUMAN 46,324 2 2 3 6.10% VQSLCYLQLTR 245 255 70.0 27.5 60.0 2 0 0 1,380.7305
A_12 WD repeat and FYVE domain‐containing protein 1 WDFY1_HUMAN 46,324 2 2 3 6.10% EEAPQWLESDSCQK 276 289 42.8 25.0 37.2 1 0 0 1,706.7328
B_12 WD repeat and FYVE domain‐containing protein 1 WDFY1_HUMAN 46,324 2 2 3 5.85% LEQNTCSVITTLK 184 196 48.6 28.0 33.7 1 0 0 1,506.7834
B_12 WD repeat and FYVE domain‐containing protein 1 WDFY1_HUMAN 46,324 2 2 3 5.85% VQSLCYLQLTR 245 255 49.1 27.6 40.2 2 0 0 1,380.7305
A_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 6 10 9.24% YAPSGFYIASGDVSGK 66 81 80.5 26.0 66.1 2 0 0 1,618.7748
A_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 6 10 9.24% YEYQPFAGK 96 104 32.6 25.0 20.1 2 0 0 1,102.5204
A_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 6 10 9.24% IKDIAWTEDSK 105 115 30.3 27.8 23.3 1 0 0 1,305.6687
A_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 6 10 9.24% IKDIAWTEDSKR 105 116 43.9 28.2 38.4 0 2 0 1,461.7698
A_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 6 10 9.24% MTVDESGQLISCSMDDTVR 371 389 88.5 25.0 80.3 2 1 0 2,175.9205
B_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 5 7 8.91% YEYQPFAGK 96 104 33.8 25.0 27.2 2 0 0 1,102.5204
B_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 5 7 8.91% IKDIAWTEDSKR 105 116 44.8 28.0 38.4 1 0 0 1,461.7698
B_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 5 7 8.91% MTVDESGQLISCSMDDTVR 371 389 68.1 25.0 68.1 1 1 0 2,175.9205
B_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 5 7 8.91% LYSILGTTLKDEGK 471 484 69.6 26.4 57.3 2 0 0 1,537.8475
B_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 6 5.45% VFASLPQVER 8 17 28.4 28.6 14.6 2 0 0 1,145.6313
B_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 6 5.45% YEYQPFAGK 96 104 28.7 25.0 23.2 2 0 0 1,102.5204
B_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 6 5.45% LYSILGTTLKDEGK 471 484 44.9 26.0 40.3 2 0 0 1,537.8475
C_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 8 10 18 15.00% KVFASLPQVER 7 17 40.0 27.1 26.9 1 0 0 1,273.7263
C_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 8 10 18 15.00% VFASLPQVER 8 17 40.1 28.2 32.8 2 0 0 1,145.6313
C_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 8 10 18 15.00% GNNFLYTNGK 29 38 57.2 25.6 47.3 2 0 0 1,127.5480
C_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 8 10 18 15.00% YAPSGFYIASGDVSGK 66 81 90.9 25.8 78.6 3 0 0 1,618.7748
C_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 8 10 18 15.00% YEYQPFAGK 96 104 33.2 25.0 26.6 2 0 0 1,102.5204
C_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 8 10 18 15.00% IKDIAWTEDSKR 105 116 53.7 28.2 49.5 2 2 0 1,461.7698
C_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 8 10 18 15.00% MTVDESGQLISCSMDDTVR 371 389 58.2 25.0 51.6 1 1 0 2,175.9205
C_15 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 8 10 18 15.00% LYSILGTTLKDEGK 471 484 77.1 26.5 61.9 2 0 0 1,537.8475
C_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 4 7 7.43% VFASLPQVER 8 17 33.6 28.2 31.7 2 0 0 1,145.6313
C_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 4 7 7.43% YEYQPFAGK 96 104 20.0 25.0 15.7 1 0 0 1,102.5204
C_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 4 7 7.43% IKDIAWTEDSKR 105 116 34.0 28.3 30.7 0 2 0 1,461.7698
C_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 4 7 7.43% LYSILGTTLKDEGK 471 484 48.5 26.7 41.9 2 0 0 1,537.8475
D_22 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 5 7.59% YAPSGFYIASGDVSGK 66 81 80.8 25.5 68.5 2 0 0 1,618.7748
D_22 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 5 7.59% FATASADGQIYIYDGK 204 219 57.2 25.9 53.3 2 0 0 1,719.8226
D_22 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 5 7.59% LYSILGTTLKDEGK 471 484 24.0 26.7 13.2 0 1 0 1,537.8475



D_23 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 6 12 12.70% YAPSGFYIASGDVSGK 66 81 79.7 25.6 73.0 2 2 0 1,618.7748
D_23 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 6 12 12.70% YEYQPFAGK 96 104 28.2 25.0 23.3 2 0 0 1,102.5204
D_23 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 6 12 12.70% FATASADGQIYIYDGK 204 219 34.6 25.6 28.8 2 0 0 1,719.8226
D_23 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 6 12 12.70% LYSILGTTLKDEGK 471 484 45.1 26.4 39.3 2 0 0 1,537.8475
D_23 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 6 12 12.70% GPVTDVAYSHDGAFLAVCDASK 490 511 33.5 25.4 32.8 0 2 0 2,280.0603
D_24 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 5 6.93% VFASLPQVER 8 17 27.7 29.2 21.0 1 0 0 1,145.6313
D_24 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 5 6.93% YAPSGFYIASGDVSGK 66 81 62.3 25.5 53.3 2 0 0 1,618.7748
D_24 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 5 6.93% FATASADGQIYIYDGK 204 219 43.1 25.8 38.5 2 0 0 1,719.8226
D_25 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 3.14% VFASLPQVER 8 17 47.9 29.2 38.4 2 0 0 1,145.6313
D_25 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 3.14% YEYQPFAGK 96 104 23.8 25.0 22.3 2 0 0 1,102.5204
D_31 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 3 4.29% VFASLPQVER 8 17 31.7 29.2 24.2 2 0 0 1,145.6313
D_31 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 3 4.29% YAPSGFYIASGDVSGK 66 81 36.4 25.5 33.5 1 0 0 1,618.7748
D_32 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 6 5.78% VFASLPQVER 8 17 29.2 29.2 9.4 2 0 0 1,145.6313
D_32 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 6 5.78% YAPSGFYIASGDVSGK 66 81 53.2 25.5 46.6 2 0 0 1,618.7748
D_32 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 6 5.78% YEYQPFAGK 96 104 24.9 25.0 24.9 2 0 0 1,102.5204
E_23 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 5 9 10.70% VFASLPQVER 8 17 38.1 28.5 31.8 2 0 0 1,145.6313
E_23 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 5 9 10.70% YAPSGFYIASGDVSGK 66 81 56.3 25.8 48.1 2 0 0 1,618.7748
E_23 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 5 9 10.70% YEYQPFAGK 96 104 27.5 25.0 24.4 1 0 0 1,102.5204
E_23 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 5 9 10.70% FATASADGQIYIYDGK 204 219 57.7 25.6 57.7 2 0 0 1,719.8226
E_23 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 5 9 10.70% LYSILGTTLKDEGK 471 484 25.4 26.6 18.8 0 2 0 1,537.8475
E_24 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 6 6.77% YAPSGFYIASGDVSGK 66 81 87.3 25.8 79.0 2 0 0 1,618.7748
E_24 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 6 6.77% YEYQPFAGK 96 104 35.7 25.0 29.7 2 0 0 1,102.5204
E_24 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 6 6.77% FATASADGQIYIYDGK 204 219 71.7 25.7 70.5 2 0 0 1,719.8226
F_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 5 9 8.75% KVFASLPQVER 7 17 49.4 26.9 36.0 2 0 0 1,273.7263
F_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 5 9 8.75% YAPSGFYIASGDVSGK 66 81 87.1 26.0 73.1 2 0 0 1,618.7748
F_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 5 9 8.75% IKDIAWTEDSKR 105 116 51.6 28.0 42.7 1 2 0 1,461.7698
F_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 5 9 8.75% LYSILGTTLKDEGK 471 484 85.9 26.6 72.2 2 0 0 1,537.8475
G_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 5 6.11% KVFASLPQVER 7 17 25.5 26.6 19.7 1 0 0 1,273.7263
G_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 5 6.11% IKDIAWTEDSKR 105 116 52.6 28.2 37.6 0 2 0 1,461.7698
G_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 5 6.11% LYSILGTTLKDEGK 471 484 60.9 26.0 50.9 2 0 0 1,537.8475
H_13 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 3 4.13% YAPSGFYIASGDVSGK 66 81 58.1 26.0 45.8 1 0 0 1,618.7748
H_13 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 3 4.13% YEYQPFAGK 96 104 23.0 25.0 17.3 2 0 0 1,102.5204
H_14 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 4 6.44% YAPSGFYIASGDVSGK 66 81 75.4 26.0 62.0 1 0 0 1,618.7748
H_14 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 4 6.44% YEYQPFAGK 96 104 27.7 25.0 21.1 1 0 0 1,102.5204
H_14 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 4 6.44% LYSILGTTLKDEGK 471 484 62.6 26.3 52.4 2 0 0 1,537.8475
I_13 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 4 6.44% YAPSGFYIASGDVSGK 66 81 86.0 26.0 79.1 2 0 0 1,618.7748
I_13 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 4 6.44% YEYQPFAGK 96 104 19.5 25.0 7.5 1 0 0 1,102.5204
I_13 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 4 6.44% LYSILGTTLKDEGK 471 484 18.3 26.6 6.8 0 1 0 1,537.8475
I_14 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 2 4.95% YAPSGFYIASGDVSGK 66 81 65.2 26.0 59.2 1 0 0 1,618.7748
I_14 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 2 4.95% LYSILGTTLKDEGK 471 484 21.1 26.1 21.1 1 0 0 1,537.8475
K_13 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 4 5.78% VFASLPQVER 8 17 26.9 28.6 19.6 1 0 0 1,145.6313
K_13 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 4 5.78% YAPSGFYIASGDVSGK 66 81 67.1 26.2 53.0 2 0 0 1,618.7748
K_13 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 3 3 4 5.78% YEYQPFAGK 96 104 23.4 25.0 22.0 1 0 0 1,102.5204
L_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 5 10 9.08% YAPSGFYIASGDVSGK 66 81 98.7 26.3 86.5 2 0 0 1,618.7748
L_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 5 10 9.08% YEYQPFAGK 96 104 34.7 25.0 23.5 2 0 0 1,102.5204
L_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 5 10 9.08% FATASADGQIYIYDGK 204 219 93.7 26.0 93.7 2 0 0 1,719.8226
L_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 5 10 9.08% LYSILGTTLKDEGK 471 484 84.1 25.7 68.9 2 2 0 1,537.8475
L_10 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 4.95% YAPSGFYIASGDVSGK 66 81 89.2 26.3 77.8 2 0 0 1,618.7748
L_10 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 4.95% LYSILGTTLKDEGK 471 484 39.2 25.7 30.2 2 0 0 1,537.8475
L_11 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 4.29% VFASLPQVER 8 17 44.4 28.5 40.0 2 0 0 1,145.6313
L_11 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 4.29% YAPSGFYIASGDVSGK 66 81 93.1 26.2 74.7 2 0 0 1,618.7748
L_13 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 4.62% YAPSGFYIASGDVSGK 66 81 76.6 26.4 61.2 2 0 0 1,618.7748
L_13 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 4.62% IKDIAWTEDSKR 105 116 27.8 28.2 23.0 0 2 0 1,461.7698
L_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 5.28% YAPSGFYIASGDVSGK 66 81 84.1 26.2 70.6 2 0 0 1,618.7748
L_16 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 5.28% FATASADGQIYIYDGK 204 219 82.5 25.8 81.0 2 0 0 1,719.8226
M_08 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 5 7 10.40% YAPSGFYIASGDVSGK 66 81 84.6 26.3 74.0 2 0 0 1,618.7748
M_08 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 5 7 10.40% YEYQPFAGK 96 104 34.3 25.0 24.0 1 0 0 1,102.5204
M_08 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 5 7 10.40% IKDIAWTEDSKR 105 116 23.0 28.3 16.5 0 1 0 1,461.7698
M_08 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 5 7 10.40% FATASADGQIYIYDGK 204 219 88.3 26.0 88.3 2 0 0 1,719.8226
M_08 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 5 5 7 10.40% LYSILGTTLK 471 480 28.5 25.0 24.2 1 0 0 1,108.6614
M_12 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 3 4.29% VFASLPQVER 8 17 27.6 28.5 26.3 2 0 0 1,145.6313
M_12 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 3 4.29% YAPSGFYIASGDVSGK 66 81 42.7 26.4 35.7 1 0 0 1,618.7748
N_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 4.13% YAPSGFYIASGDVSGK 66 81 67.5 26.4 61.0 2 0 0 1,618.7748
N_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 4.13% YEYQPFAGK 96 104 38.0 25.0 30.0 2 0 0 1,102.5204
O_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 5.28% YAPSGFYIASGDVSGK 66 81 74.1 26.2 63.4 2 0 0 1,618.7748
O_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 5.28% FATASADGQIYIYDGK 204 219 70.6 25.8 67.4 2 0 0 1,719.8226
P_08 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 5.28% YAPSGFYIASGDVSGK 66 81 71.9 26.4 63.0 2 0 0 1,618.7748
P_08 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 2 2 4 5.28% FATASADGQIYIYDGK 204 219 75.5 26.3 74.9 2 0 0 1,719.8226
P_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 4 8 6.93% YAPSGFYIASGDVSGK 66 81 79.9 26.4 66.5 2 0 0 1,618.7748
P_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 4 8 6.93% IKDIAWTEDSKR 105 116 23.5 28.0 14.0 0 2 0 1,461.7698
P_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 4 8 6.93% LYSILGTTLK 471 480 31.4 25.0 23.0 2 0 0 1,108.6614
P_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 4 8 6.93% LYSILGTTLKDEGK 471 484 39.7 26.0 30.9 2 0 0 1,537.8475
Q_08 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 4 7 7.59% YAPSGFYIASGDVSGK 66 81 93.5 26.4 85.4 2 0 0 1,618.7748
Q_08 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 4 7 7.59% FATASADGQIYIYDGK 204 219 84.0 26.4 80.0 2 0 0 1,719.8226
Q_08 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 4 7 7.59% LYSILGTTLK 471 480 28.5 25.0 28.5 1 0 0 1,108.6614
Q_08 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 4 4 7 7.59% LYSILGTTLKDEGK 471 484 63.8 26.2 54.8 2 0 0 1,537.8475
Q_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 6 6 9 11.90% YAPSGFYIASGDVSGK 66 81 88.3 26.2 77.7 2 0 0 1,618.7748
Q_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 6 6 9 11.90% FATASADGQIYIYDGK 204 219 82.8 26.4 80.5 2 0 0 1,719.8226
Q_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 6 6 9 11.90% MTVDESGQLISCSMDDTVR 371 389 90.0 25.0 90.0 1 0 0 2,175.9205
Q_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 6 6 9 11.90% YTSLMLR 390 396 21.0 25.0 13.6 1 0 0 899.4656
Q_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 6 6 9 11.90% LYSILGTTLK 471 480 19.5 25.0 18.5 1 0 0 1,108.6614
Q_09 WD repeat‐containing protein 1 WDR1_HUMAN 66,193 6 6 9 11.90% LYSILGTTLKDEGK 471 484 42.6 25.4 37.7 2 0 0 1,537.8475
A_19 WD repeat‐containing protein 48 WDR48_HUMAN 76,193 2 2 3 4.14% NGVNALQLDPALNR 31 44 67.4 28.1 53.7 2 0 0 1,494.8024
A_19 WD repeat‐containing protein 48 WDR48_HUMAN 76,193 2 2 3 4.14% SADPPPAIWVATTK 305 318 21.6 27.4 16.6 1 0 0 1,453.7687
A_11 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 2 2 4 8.68% FSPNGEWLASSSADK 53 67 76.2 25.0 68.4 2 0 0 1,595.7336
A_11 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 2 2 4 8.68% TLIDDDNPPVSFVK 208 221 59.8 28.2 54.0 2 0 0 1,559.7954
B_11 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 4 4 5 16.80% FSPNGEWLASSSADK 53 67 63.1 25.0 48.6 1 0 0 1,595.7336
B_11 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 4 4 5 16.80% DGSLIVSSSYDGLCR 182 196 62.8 25.0 59.1 1 0 0 1,628.7586
B_11 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 4 4 5 16.80% TLIDDDNPPVSFVK 208 221 63.0 27.9 60.1 2 0 0 1,559.7954
B_11 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 4 4 5 16.80% YILAATLDNTLK 228 239 39.8 26.4 32.0 1 0 0 1,335.7520
C_11 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 3 3 6 12.60% TLPAHSDPVSAVHFNR 166 181 23.7 28.4 18.8 0 2 0 1,747.8874
C_11 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 3 3 6 12.60% TLIDDDNPPVSFVK 208 221 46.5 28.2 42.7 2 0 0 1,559.7954
C_11 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 3 3 6 12.60% YILAATLDNTLK 228 239 57.8 27.4 53.5 2 0 0 1,335.7520
I_09 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 4 4 8 16.50% FSPNGEWLASSSADK 53 67 68.8 25.0 65.7 2 0 0 1,595.7336
I_09 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 4 4 8 16.50% DGSLIVSSSYDGLCR 182 196 58.2 25.0 54.4 2 0 0 1,628.7586
I_09 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 4 4 8 16.50% IWDTASGQCLK 197 207 41.8 26.4 32.1 2 0 0 1,278.6149
I_09 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 4 4 8 16.50% TLIDDDNPPVSFVK 208 221 52.7 28.0 48.7 2 0 0 1,559.7954
K_09 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 2 2 3 7.78% FSPNGEWLASSSADK 53 67 43.1 25.0 30.5 2 0 0 1,595.7336
K_09 WD repeat‐containing protein 5 WDR5_HUMAN 36,517 2 2 3 7.78% IWDTASGQCLK 197 207 25.4 26.4 19.8 1 0 0 1,278.6149
B_07 Skin‐specific protein 32 XP32_HUMAN 26,236 2 2 3 8.80% YQVPCQTQTYVK 58 69 26.6 26.0 22.2 2 0 0 1,514.7309
B_07 Skin‐specific protein 32 XP32_HUMAN 26,236 2 2 3 8.80% CPTPCQTYVK 102 111 21.6 25.0 20.6 1 0 0 1,253.5655
A_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 12 8.31% VDTILEFSQNMNTK 63 76 74.1 26.8 66.5 2 0 0 1,655.7947
A_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 12 8.31% YVVGLIIK 105 112 23.3 25.0 15.4 2 0 0 904.5867
A_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 12 8.31% MAKPEEVLVVENDQGEVVR 424 442 29.0 27.4 23.3 0 1 0 2,157.0858
A_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 12 8.31% NVDILKDPETVK 675 686 37.6 26.9 29.0 2 0 0 1,370.7528
A_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 12 8.31% IYLDMLNVYK 713 722 34.0 27.6 32.1 2 0 0 1,287.6655
A_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 12 8.31% EPEVLSTMAIIVNK 797 810 79.4 27.2 65.4 2 0 0 1,559.8351
A_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 12 8.31% SAFPHLQDAQVK 984 995 26.0 27.0 24.2 1 0 0 1,340.6958
A_23 Exportin‐1 XPO1_HUMAN 123,389 2 2 4 2.61% VDTILEFSQNMNTK 63 76 55.9 27.1 50.8 2 0 0 1,655.7947
A_23 Exportin‐1 XPO1_HUMAN 123,389 2 2 4 2.61% EPEVLSTMAIIVNK 797 810 31.0 27.2 23.0 2 0 0 1,559.8351
B_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 10 7.00% VDTILEFSQNMNTK 63 76 75.7 26.8 63.3 2 0 0 1,655.7947
B_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 10 7.00% YVVGLIIK 105 112 20.0 25.0 20.0 1 0 0 904.5867



B_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 10 7.00% LNMILVQILK 130 139 38.1 25.0 22.2 2 0 0 1,200.7387
B_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 10 7.00% LISTLIYK 246 253 30.7 25.0 22.5 1 0 0 950.5922
B_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 10 7.00% DTDSINLYK 447 455 25.2 26.3 18.3 1 0 0 1,068.5209
B_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 10 7.00% EPEVLSTMAIIVNK 797 810 57.1 27.9 43.2 2 0 0 1,559.8351
B_22 Exportin‐1 XPO1_HUMAN 123,389 7 7 10 7.00% SAFPHLQDAQVK 984 995 31.9 27.5 30.7 1 0 0 1,340.6958
B_23 Exportin‐1 XPO1_HUMAN 123,389 5 5 8 5.23% VDTILEFSQNMNTK 63 76 55.4 27.1 47.3 2 0 0 1,655.7947
B_23 Exportin‐1 XPO1_HUMAN 123,389 5 5 8 5.23% LISTLIYK 246 253 27.3 25.0 19.2 2 0 0 950.5922
B_23 Exportin‐1 XPO1_HUMAN 123,389 5 5 8 5.23% NVDILKDPETVK 675 686 27.9 26.7 25.2 1 0 0 1,370.7528
B_23 Exportin‐1 XPO1_HUMAN 123,389 5 5 8 5.23% LISGWVSR 758 765 33.3 28.5 22.4 1 0 0 917.5203
B_23 Exportin‐1 XPO1_HUMAN 123,389 5 5 8 5.23% EPEVLSTMAIIVNK 797 810 38.5 27.7 37.3 2 0 0 1,559.8351
C_22 Exportin‐1 XPO1_HUMAN 123,389 3 3 4 3.73% VDTILEFSQNMNTK 63 76 45.7 27.2 37.2 1 0 0 1,655.7947
C_22 Exportin‐1 XPO1_HUMAN 123,389 3 3 4 3.73% NVDILKDPETVK 675 686 34.3 26.5 26.7 1 0 0 1,370.7528
C_22 Exportin‐1 XPO1_HUMAN 123,389 3 3 4 3.73% EPEVLSTMAIIVNK 797 810 37.1 27.9 32.4 2 0 0 1,559.8351
H_19 Exportin‐1 XPO1_HUMAN 123,389 2 2 2 1.87% YVVGLIIK 105 112 21.3 25.0 21.3 1 0 0 904.5867
H_19 Exportin‐1 XPO1_HUMAN 123,389 2 2 2 1.87% NVDILKDPETVK 675 686 27.0 26.8 20.2 1 0 0 1,370.7528
I_19 Exportin‐1 XPO1_HUMAN 123,389 2 2 2 1.49% YVVGLIIK 105 112 20.1 25.0 20.1 1 0 0 904.5867
I_19 Exportin‐1 XPO1_HUMAN 123,389 2 2 2 1.49% LISGWVSR 758 765 36.3 28.5 20.4 1 0 0 917.5203
K_19 Exportin‐1 XPO1_HUMAN 123,389 2 2 3 1.87% NVDILKDPETVK 675 686 22.8 26.2 21.5 1 0 0 1,370.7528
K_19 Exportin‐1 XPO1_HUMAN 123,389 2 2 3 1.87% LISGWVSR 758 765 25.2 29.1 12.7 2 0 0 917.5203
A_21 Exportin‐2 XPO2_HUMAN 110,381 10 11 18 13.80% IVEDEPNKICEADR 76 89 28.9 25.3 27.7 1 2 0 1,687.7958
A_21 Exportin‐2 XPO2_HUMAN 110,381 10 11 18 13.80% ANIVHLMLSSPEQIQK 94 109 33.6 27.3 25.2 0 1 0 1,823.9686
A_21 Exportin‐2 XPO2_HUMAN 110,381 10 11 18 13.80% NLFEDQNTLTSICEK 332 346 50.7 25.3 38.0 2 0 0 1,811.8482
A_21 Exportin‐2 XPO2_HUMAN 110,381 10 11 18 13.80% AADEEAFEDNSEEYIR 356 371 58.9 25.0 58.9 1 0 0 1,887.7879
A_21 Exportin‐2 XPO2_HUMAN 110,381 10 11 18 13.80% DLEGSDIDTR 373 382 31.9 25.0 29.4 2 0 0 1,120.5119
A_21 Exportin‐2 XPO2_HUMAN 110,381 10 11 18 13.80% HKDAAIYLVTSLASK 426 440 37.5 27.1 27.7 0 2 0 1,616.9007
A_21 Exportin‐2 XPO2_HUMAN 110,381 10 11 18 13.80% ALTLPGSSENEYIMK 560 574 72.1 27.1 62.3 2 0 0 1,668.8151
A_21 Exportin‐2 XPO2_HUMAN 110,381 10 11 18 13.80% LLQAFLER 707 714 47.2 26.6 34.5 2 0 0 989.5779
A_21 Exportin‐2 XPO2_HUMAN 110,381 10 11 18 13.80% IPGLLGVFQK 727 736 33.2 25.0 27.8 1 0 0 1,071.6563
A_21 Exportin‐2 XPO2_HUMAN 110,381 10 11 18 13.80% LLTECPPMMDTEYTK 849 863 41.3 25.0 41.3 2 0 0 1,860.8067
A_22 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 5.87% IVEDEPNKICEADR 76 89 29.5 25.2 22.0 0 1 0 1,687.7958
A_22 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 5.87% SNELWTEIK 166 174 47.7 28.2 37.0 2 0 0 1,119.5681
A_22 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 5.87% SANVNEFPVLK 471 481 28.8 28.6 14.6 2 0 0 1,217.6524
A_22 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 5.87% MFGMVLEK 817 824 22.4 25.0 10.1 1 0 0 986.4687
A_22 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 5.87% LLTECPPMMDTEYTK 849 863 32.8 25.0 32.8 2 0 0 1,860.8067
B_21 Exportin‐2 XPO2_HUMAN 110,381 11 11 18 13.30% ANIVHLMLSSPEQIQK 94 109 44.1 27.3 34.2 0 2 0 1,823.9686
B_21 Exportin‐2 XPO2_HUMAN 110,381 11 11 18 13.30% ATIELCSTHANDASALR 190 206 48.4 26.5 44.5 1 0 0 1,829.8811
B_21 Exportin‐2 XPO2_HUMAN 110,381 11 11 18 13.30% NLFEDQNTLTSICEK 332 346 66.7 25.6 58.9 2 0 0 1,811.8482
B_21 Exportin‐2 XPO2_HUMAN 110,381 11 11 18 13.30% AADEEAFEDNSEEYIR 356 371 56.3 25.0 56.3 1 0 0 1,887.7879
B_21 Exportin‐2 XPO2_HUMAN 110,381 11 11 18 13.30% DLEGSDIDTR 373 382 35.6 25.0 33.6 2 0 0 1,120.5119
B_21 Exportin‐2 XPO2_HUMAN 110,381 11 11 18 13.30% HKDAAIYLVTSLASK 426 440 24.0 27.3 12.0 0 1 0 1,616.9007
B_21 Exportin‐2 XPO2_HUMAN 110,381 11 11 18 13.30% DAAIYLVTSLASK 428 440 46.2 26.7 40.8 1 0 0 1,351.7468
B_21 Exportin‐2 XPO2_HUMAN 110,381 11 11 18 13.30% TGNIPALVR 698 706 45.0 25.0 33.4 2 0 0 940.5575
B_21 Exportin‐2 XPO2_HUMAN 110,381 11 11 18 13.30% LLQAFLER 707 714 47.3 26.3 36.6 2 0 0 989.5779
B_21 Exportin‐2 XPO2_HUMAN 110,381 11 11 18 13.30% IIIPEIQK 825 832 29.4 25.0 0.0 2 0 0 953.6032
B_21 Exportin‐2 XPO2_HUMAN 110,381 11 11 18 13.30% LLTECPPMMDTEYTK 849 863 24.4 25.0 24.4 2 0 0 1,860.8067
B_22 Exportin‐2 XPO2_HUMAN 110,381 9 9 16 10.60% VCASVTFK 60 67 25.0 26.7 14.6 1 0 0 911.4655
B_22 Exportin‐2 XPO2_HUMAN 110,381 9 9 16 10.60% ANIVHLMLSSPEQIQK 94 109 44.5 27.2 35.6 0 2 0 1,823.9686
B_22 Exportin‐2 XPO2_HUMAN 110,381 9 9 16 10.60% AADEEAFEDNSEEYIR 356 371 69.0 25.0 69.0 2 0 0 1,887.7879
B_22 Exportin‐2 XPO2_HUMAN 110,381 9 9 16 10.60% DLEGSDIDTR 373 382 30.1 25.0 24.1 2 0 0 1,120.5119
B_22 Exportin‐2 XPO2_HUMAN 110,381 9 9 16 10.60% DAAIYLVTSLASK 428 440 55.8 26.7 47.7 2 0 0 1,351.7468
B_22 Exportin‐2 XPO2_HUMAN 110,381 9 9 16 10.60% TGNIPALVR 698 706 38.9 25.0 26.1 2 0 0 940.5575
B_22 Exportin‐2 XPO2_HUMAN 110,381 9 9 16 10.60% LLQAFLER 707 714 47.5 26.3 34.3 2 0 0 989.5779
B_22 Exportin‐2 XPO2_HUMAN 110,381 9 9 16 10.60% MFGMVLEK 817 824 24.5 25.0 15.6 1 0 0 986.4687
B_22 Exportin‐2 XPO2_HUMAN 110,381 9 9 16 10.60% LLTECPPMMDTEYTK 849 863 28.5 25.0 28.5 2 0 0 1,860.8067
B_23 Exportin‐2 XPO2_HUMAN 110,381 2 2 3 1.96% SANVNEFPVLK 471 481 26.1 28.6 16.5 1 0 0 1,217.6524
B_23 Exportin‐2 XPO2_HUMAN 110,381 2 2 3 1.96% LLQAFLER 707 714 25.4 26.3 15.1 2 0 0 989.5779
C_22 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 6.59% IVEDEPNKICEADR 76 89 34.6 25.0 30.1 0 1 0 1,687.7958
C_22 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 6.59% SANVNEFPVLK 471 481 34.9 28.6 22.8 2 0 0 1,217.6524
C_22 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 6.59% ALTLPGSSENEYIMK 560 574 32.9 27.2 22.3 2 0 0 1,668.8151
C_22 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 6.59% TGNIPALVR 698 706 35.1 25.0 29.6 2 0 0 940.5575
C_22 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 6.59% LLTECPPMMDTEYTK 849 863 29.0 25.0 29.0 1 0 0 1,860.8067
H_19 Exportin‐2 XPO2_HUMAN 110,381 4 4 6 4.22% SQICDNAALYAQK 269 281 50.7 26.5 39.2 2 0 0 1,481.7054
H_19 Exportin‐2 XPO2_HUMAN 110,381 4 4 6 4.22% SANVNEFPVLK 471 481 25.3 28.6 14.8 1 0 0 1,217.6524
H_19 Exportin‐2 XPO2_HUMAN 110,381 4 4 6 4.22% TGNIPALVR 698 706 28.6 25.0 23.8 1 0 0 940.5575
H_19 Exportin‐2 XPO2_HUMAN 110,381 4 4 6 4.22% LLQAFLER 707 714 38.8 27.1 22.3 2 0 0 989.5779
I_18 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 7.11% SQICDNAALYAQK 269 281 54.5 26.7 42.2 2 0 0 1,481.7054
I_18 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 7.11% NLFEDQNTLTSICEK 332 346 31.1 25.4 24.1 1 0 0 1,811.8482
I_18 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 7.11% AADEEAFEDNSEEYIRR 356 372 38.7 25.0 38.7 0 2 0 2,043.8890
I_18 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 7.11% HKDAAIYLVTSLASK 426 440 34.7 27.2 26.5 0 2 0 1,616.9007
I_18 Exportin‐2 XPO2_HUMAN 110,381 5 5 8 7.11% TGNIPALVR 698 706 27.6 25.0 25.1 1 0 0 940.5575
J_18 Exportin‐2 XPO2_HUMAN 110,381 2 2 3 2.27% IVEDEPNKICEADR 76 89 26.2 25.8 20.6 0 1 0 1,687.7958
J_18 Exportin‐2 XPO2_HUMAN 110,381 2 2 3 2.27% LLQAFLER 707 714 28.4 26.6 18.0 2 0 0 989.5779
L_13 Exportin‐2 XPO2_HUMAN 110,381 2 2 3 3.30% AADEEAFEDNSEEYIRR 356 372 50.6 25.0 49.8 0 2 0 2,043.8890
L_13 Exportin‐2 XPO2_HUMAN 110,381 2 2 3 3.30% ALTLPGSSENEYIMK 560 574 37.8 27.4 26.0 1 0 0 1,668.8151
M_13 Exportin‐2 XPO2_HUMAN 110,381 3 3 5 4.12% IVEDEPNKICEADR 76 89 27.3 25.6 20.0 0 2 0 1,687.7958
M_13 Exportin‐2 XPO2_HUMAN 110,381 3 3 5 4.12% AADEEAFEDNSEEYIRR 356 372 55.7 25.0 54.5 0 2 0 2,043.8890
M_13 Exportin‐2 XPO2_HUMAN 110,381 3 3 5 4.12% TGNIPALVR 698 706 29.1 25.0 25.7 1 0 0 940.5575
A_23 Exportin‐4 XPO4_HUMAN 130,143 4 4 6 4.78% HQQQLLASPGSSTVDNK 514 530 28.6 27.7 24.4 0 1 0 1,809.9091
A_23 Exportin‐4 XPO4_HUMAN 130,143 4 4 6 4.78% SPPLNFLSSPVQR 737 749 59.8 27.5 59.8 2 0 0 1,441.7798
A_23 Exportin‐4 XPO4_HUMAN 130,143 4 4 6 4.78% AQETDSPLFLATR 1039 1051 79.1 28.5 54.4 2 0 0 1,448.7381
A_23 Exportin‐4 XPO4_HUMAN 130,143 4 4 6 4.78% LTASSTPPTLDR 1116 1127 22.8 28.2 14.6 1 0 0 1,258.6639
B_23 Exportin‐4 XPO4_HUMAN 130,143 3 3 5 3.48% VLMAPPSMVNNEQR 21 34 39.7 26.2 31.0 1 0 0 1,617.7724
B_23 Exportin‐4 XPO4_HUMAN 130,143 3 3 5 3.48% SPPLNFLSSPVQR 737 749 46.8 27.3 45.5 2 0 0 1,441.7798
B_23 Exportin‐4 XPO4_HUMAN 130,143 3 3 5 3.48% AQETDSPLFLATR 1039 1051 73.7 28.4 45.2 2 0 0 1,448.7381
H_20 Exportin‐4 XPO4_HUMAN 130,143 3 3 5 3.74% HQQQLLASPGSSTVDNK 514 530 39.6 27.6 28.1 0 2 0 1,809.9091
H_20 Exportin‐4 XPO4_HUMAN 130,143 3 3 5 3.74% SPPLNFLSSPVQR 737 749 38.4 27.5 38.4 1 0 0 1,441.7798
H_20 Exportin‐4 XPO4_HUMAN 130,143 3 3 5 3.74% AQETDSPLFLATR 1039 1051 39.4 28.3 32.1 2 0 0 1,448.7381
A_22 Exportin‐7 XPO7_HUMAN 123,913 5 5 8 4.23% TNNPLPLEQR 74 83 25.8 28.0 10.9 1 0 0 1,181.6274
A_22 Exportin‐7 XPO7_HUMAN 123,913 5 5 8 4.23% LAASVPYVK 387 395 23.8 25.1 15.7 2 0 0 947.5560
A_22 Exportin‐7 XPO7_HUMAN 123,913 5 5 8 4.23% GIAFAFNAK 728 736 35.6 25.8 21.8 2 0 0 938.5094
A_22 Exportin‐7 XPO7_HUMAN 123,913 5 5 8 4.23% ILTLGEVPK 813 821 29.4 25.0 17.3 2 0 0 969.5981
A_22 Exportin‐7 XPO7_HUMAN 123,913 5 5 8 4.23% FTQNLSAFR 1058 1066 44.2 26.7 29.3 1 0 0 1,083.5581
B_22 Exportin‐7 XPO7_HUMAN 123,913 6 7 11 5.52% TNNPLPLEQR 74 83 38.5 27.4 15.6 2 0 0 1,181.6274
B_22 Exportin‐7 XPO7_HUMAN 123,913 6 7 11 5.52% NYVLNYLATRPK 88 99 56.0 25.6 46.2 2 1 0 1,451.8005
B_22 Exportin‐7 XPO7_HUMAN 123,913 6 7 11 5.52% VLQLMNLTDSR 527 537 43.1 28.1 36.0 2 0 0 1,289.6883
B_22 Exportin‐7 XPO7_HUMAN 123,913 6 7 11 5.52% GIAFAFNAK 728 736 37.4 25.8 15.6 1 0 0 938.5094
B_22 Exportin‐7 XPO7_HUMAN 123,913 6 7 11 5.52% ILTLGEVPK 813 821 32.6 25.0 21.2 2 0 0 969.5981
B_22 Exportin‐7 XPO7_HUMAN 123,913 6 7 11 5.52% FTQNLSAFR 1058 1066 22.3 26.3 14.1 1 0 0 1,083.5581
C_22 Exportin‐7 XPO7_HUMAN 123,913 3 3 4 3.13% ALVEFTNSPDCLSK 33 46 24.8 27.1 18.4 1 0 0 1,580.7626
C_22 Exportin‐7 XPO7_HUMAN 123,913 3 3 4 3.13% VLQLMNLTDSR 527 537 36.2 28.1 30.4 1 0 0 1,305.6833
C_22 Exportin‐7 XPO7_HUMAN 123,913 3 3 4 3.13% GIAFAFNAK 728 736 32.0 25.7 18.5 2 0 0 938.5094
H_19 Exportin‐7 XPO7_HUMAN 123,913 2 2 3 2.12% ALVEFTNSPDCLSK 33 46 55.2 27.1 45.3 2 0 0 1,580.7626
H_19 Exportin‐7 XPO7_HUMAN 123,913 2 2 3 2.12% TTFYTALGR 666 674 27.8 27.3 17.2 1 0 0 1,029.5364
I_19 Exportin‐7 XPO7_HUMAN 123,913 3 3 5 2.94% ALVEFTNSPDCLSK 33 46 79.7 27.1 71.8 2 0 0 1,580.7626
I_19 Exportin‐7 XPO7_HUMAN 123,913 3 3 5 2.94% TTFYTALGR 666 674 27.1 26.9 17.8 2 0 0 1,029.5364
I_19 Exportin‐7 XPO7_HUMAN 123,913 3 3 5 2.94% GIAFAFNAK 728 736 23.7 25.8 9.1 1 0 0 938.5094
A_21 Exportin‐T XPOT_HUMAN 109,967 6 6 11 7.07% ALAYFEQLK 21 29 35.9 26.4 29.4 2 0 0 1,082.5881
A_21 Exportin‐T XPOT_HUMAN 109,967 6 6 11 7.07% YSELTTVQQQLIR 68 80 60.8 27.3 45.5 2 0 0 1,578.8487
A_21 Exportin‐T XPOT_HUMAN 109,967 6 6 11 7.07% ILMAIDSELVDR 145 156 62.7 29.0 50.6 2 0 0 1,390.7249
A_21 Exportin‐T XPOT_HUMAN 109,967 6 6 11 7.07% EEACDCLFEVVNK 241 253 36.7 25.0 30.6 2 0 0 1,612.6983
A_21 Exportin‐T XPOT_HUMAN 109,967 6 6 11 7.07% VFSSTLQNWQTTR 430 442 69.6 27.1 57.8 2 0 0 1,567.7863
A_21 Exportin‐T XPOT_HUMAN 109,967 6 6 11 7.07% LVELWGGK 852 859 26.3 30.5 11.9 1 0 0 901.5143



B_21 Exportin‐T XPOT_HUMAN 109,967 3 3 5 3.85% YSELTTVQQQLIR 68 80 56.3 27.2 48.8 2 0 0 1,578.8487
B_21 Exportin‐T XPOT_HUMAN 109,967 3 3 5 3.85% ILMAIDSELVDR 145 156 54.6 28.3 47.1 2 0 0 1,390.7249
B_21 Exportin‐T XPOT_HUMAN 109,967 3 3 5 3.85% NAQEALQAIETK 317 328 66.6 27.9 61.6 1 0 0 1,315.6853
B_22 Exportin‐T XPOT_HUMAN 109,967 2 2 3 2.60% YSELTTVQQQLIR 68 80 46.9 27.0 33.0 1 0 0 1,578.8487
B_22 Exportin‐T XPOT_HUMAN 109,967 2 2 3 2.60% NAQEALQAIETK 317 328 37.8 27.9 37.8 2 0 0 1,315.6853
A_18 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 6 6 11 10.80% ALCADLSPR 277 285 32.8 27.5 25.1 1 0 0 1,002.5038
A_18 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 6 6 11 10.80% ASYAVSETIPK 294 304 60.6 26.7 53.6 2 0 0 1,165.6099
A_18 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 6 6 11 10.80% CCMPYTPICIAK 308 319 38.9 25.0 38.9 2 0 0 1,529.6622
A_18 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 6 6 11 10.80% GHIAVSAAVFPTGTK 450 464 55.0 28.0 48.0 2 0 0 1,455.7955
A_18 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 6 6 11 10.80% IENVVLVVPVK 536 546 76.7 25.0 59.8 2 0 0 1,208.7613
A_18 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 6 6 11 10.80% QEALEWLIR 606 614 51.4 27.8 0.0 2 0 0 1,157.6314
A_19 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 3 3 4 4.65% ASYAVSETIPK 294 304 46.8 27.6 36.9 2 0 0 1,165.6099
A_19 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 3 3 4 4.65% GHLLDSFAR 465 473 23.7 26.5 19.2 1 0 0 1,015.5320
A_19 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 3 3 4 4.65% QEALEWLIR 606 614 45.0 27.9 0.0 1 0 0 1,157.6314
B_18 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 3 3 5 4.49% ASYAVSETIPK 294 304 41.9 27.6 38.8 2 0 0 1,165.6099
B_18 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 3 3 5 4.49% ECFTYVLK 442 449 25.1 25.1 14.9 1 0 0 1,059.5180
B_18 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 3 3 5 4.49% QEALEWLIR 606 614 48.8 27.8 0.0 2 0 0 1,157.6314
B_19 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 3 3 6 4.65% ALCADLSPR 277 285 38.4 27.4 22.7 2 0 0 1,002.5038
B_19 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 3 3 6 4.65% ASYAVSETIPK 294 304 42.5 27.3 36.0 2 0 0 1,165.6099
B_19 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 3 3 6 4.65% QEALEWLIR 606 614 44.0 27.7 0.0 2 0 0 1,157.6314
C_18 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 2 2 2 3.21% ASYAVSETIPK 294 304 32.4 27.5 21.5 1 0 0 1,165.6099
C_18 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 2 2 2 3.21% QEALEWLIR 606 614 46.7 27.9 0.0 1 0 0 1,157.6314
C_19 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 2 2 3 3.21% ALCADLSPR 277 285 28.0 27.5 17.4 2 0 0 1,002.5038
C_19 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 2 2 3 3.21% ASYAVSETIPK 294 304 28.7 26.7 26.1 1 0 0 1,165.6099
H_15 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 2 2 4 2.89% ALCADLSPR 277 285 28.9 27.5 21.5 2 0 0 1,002.5038
H_15 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 2 2 4 2.89% QEALEWLIR 606 614 53.0 27.9 0.0 2 0 0 1,157.6314
H_16 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 3 3 4 4.65% ALCADLSPR 277 285 31.0 27.4 24.4 2 0 0 1,002.5038
H_16 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 3 3 4 4.65% ASYAVSETIPK 294 304 42.8 27.3 28.3 1 0 0 1,165.6099
H_16 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 3 3 4 4.65% QEALEWLIR 606 614 30.0 27.7 0.0 1 0 0 1,157.6314
I_15 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 2 2 2 2.89% ALCADLSPR 277 285 23.3 27.4 16.9 1 0 0 1,002.5038
I_15 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 2 2 2 2.89% QEALEWLIR 606 614 49.5 27.8 0.0 1 0 0 1,157.6314
Q_14 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 2 2 2 3.21% ALCADLSPR 277 285 28.7 27.5 21.5 1 0 0 1,002.5038
Q_14 Xaa‐Pro aminopeptidase 1 XPP1_HUMAN 69,919 2 2 2 3.21% ASYAVSETIPK 294 304 25.9 27.8 14.7 1 0 0 1,165.6099
A_15 Probable Xaa‐Pro aminopeptidase 3 XPP3_HUMAN 57,035 2 2 3 5.33% APVEEAFLYAK 275 285 21.5 27.6 7.2 1 0 0 1,237.6463
A_15 Probable Xaa‐Pro aminopeptidase 3 XPP3_HUMAN 57,035 2 2 3 5.33% GADILAYPPVVAGGNR 294 309 29.7 27.7 18.3 2 0 0 1,569.8385
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% VITMFVQR 37 44 46.0 26.2 35.4 2 0 0 1,009.5500
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% HIEIFTDLSSR 131 141 49.7 28.2 47.8 2 0 0 1,317.6798
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% SQLDIIIHSLKK 145 156 25.7 25.0 21.9 0 2 0 1,394.8368
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% LTIGSNLSIR 251 260 47.9 27.7 21.6 2 0 0 1,073.6314
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% YGSDIVPFSK 316 325 59.2 25.8 47.6 2 0 0 1,112.5623
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% CFSVLGFCK 339 347 45.0 25.0 40.8 2 0 0 1,117.5170
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% FFMGNQVLK 355 363 31.8 26.0 26.1 2 0 0 1,099.5606
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% ANPQVGVAFPHIK 401 413 57.2 26.5 53.9 2 1 0 1,377.7638
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% QYMFSSLK 432 439 31.5 26.0 22.7 1 0 0 1,019.4867
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% TDTLEDLFPTTK 470 481 76.4 27.6 59.0 2 0 0 1,380.6896
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% LFQCLLHR 490 497 23.3 28.2 12.0 1 0 0 1,086.5878
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% TLFPLIEAK 535 543 22.7 25.3 3.5 1 0 0 1,031.6137
A_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 13 14 24 19.30% KKDQVTAQEIFQDNHEDGPTAK 544 565 51.8 26.1 49.8 0 2 0 2,499.2114
A_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 8 9 16 9.70% KVITMFVQR 36 44 20.0 25.6 0.3 1 0 0 1,137.6450
A_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 8 9 16 9.70% VITMFVQR 37 44 43.6 26.6 30.7 4 0 0 993.5550
A_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 8 9 16 9.70% HIEIFTDLSSR 131 141 45.4 28.2 32.9 2 0 0 1,317.6798
A_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 8 9 16 9.70% LTIGSNLSIR 251 260 49.8 27.7 30.8 2 0 0 1,073.6314
A_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 8 9 16 9.70% YGSDIVPFSK 316 325 41.6 25.8 34.6 2 0 0 1,112.5623
A_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 8 9 16 9.70% CFSVLGFCK 339 347 35.5 25.0 33.3 2 0 0 1,117.5170
A_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 8 9 16 9.70% FFMGNQVLK 355 363 30.1 26.0 25.3 1 0 0 1,099.5606
A_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 8 9 16 9.70% ANPQVGVAFPHIK 401 413 30.4 26.5 23.5 2 0 0 1,377.7638
B_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 4 4 7 5.87% HIEIFTDLSSR 131 141 47.1 28.2 38.3 2 0 0 1,317.6798
B_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 4 4 7 5.87% YGSDIVPFSK 316 325 40.6 25.9 35.5 2 0 0 1,112.5623
B_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 4 4 7 5.87% CFSVLGFCK 339 347 35.2 25.0 28.9 2 0 0 1,117.5170
B_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 4 4 7 5.87% ANPQVGVAFPHIK 401 413 37.8 26.5 25.0 1 0 0 1,377.7638
B_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 11 12 20 13.50% KVITMFVQR 36 44 25.2 25.8 16.3 1 0 0 1,137.6450
B_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 11 12 20 13.50% VITMFVQR 37 44 36.1 26.6 24.8 4 0 0 993.5550
B_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 11 12 20 13.50% HIEIFTDLSSR 131 141 46.7 28.1 34.1 2 0 0 1,317.6798
B_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 11 12 20 13.50% SQLDIIIHSLK 145 155 27.2 25.0 23.3 2 0 0 1,266.7418
B_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 11 12 20 13.50% LTIGSNLSIR 251 260 43.8 26.8 31.5 2 0 0 1,073.6314
B_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 11 12 20 13.50% TWTVVDAK 275 282 22.1 27.5 0.5 1 0 0 919.4884
B_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 11 12 20 13.50% YGSDIVPFSK 316 325 35.3 26.5 27.4 2 0 0 1,112.5623
B_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 11 12 20 13.50% CFSVLGFCK 339 347 44.5 25.0 42.0 2 0 0 1,117.5170
B_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 11 12 20 13.50% FFMGNQVLK 355 363 23.2 25.6 16.1 1 0 0 1,099.5606
B_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 11 12 20 13.50% ANPQVGVAFPHIK 401 413 62.5 26.6 58.8 2 0 0 1,377.7638
B_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 11 12 20 13.50% TLFPLIEAK 535 543 19.1 25.3 9.1 1 0 0 1,031.6137
C_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 4 4 6 5.74% LTIGSNLSIR 251 260 28.7 27.7 10.6 1 0 0 1,073.6314
C_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 4 4 6 5.74% YGSDIVPFSK 316 325 28.5 25.8 27.8 2 0 0 1,112.5623
C_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 4 4 6 5.74% CFSVLGFCK 339 347 35.4 25.0 35.4 2 0 0 1,117.5170
C_19 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 4 4 6 5.74% ANPQVGVAFPHIK 401 413 32.4 27.3 26.1 1 0 0 1,377.7638
C_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 7 10 14 10.10% VITMFVQR 37 44 24.1 26.6 19.9 2 0 0 993.5550
C_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 7 10 14 10.10% HIEIFTDLSSR 131 141 35.7 28.2 22.1 2 0 0 1,317.6798
C_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 7 10 14 10.10% GITEQQKEGLEIVK 196 209 22.8 27.6 16.7 1 1 0 1,571.8642
C_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 7 10 14 10.10% LTIGSNLSIR 251 260 42.0 27.7 29.4 2 0 0 1,073.6314
C_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 7 10 14 10.10% CFSVLGFCK 339 347 40.6 25.0 33.4 2 0 0 1,117.5170
C_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 7 10 14 10.10% FFMGNQVLK 355 363 20.4 26.0 15.6 1 0 0 1,099.5606
C_20 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 7 10 14 10.10% ANPQVGVAFPHIK 401 413 44.9 26.5 42.6 2 1 0 1,377.7638
H_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 6 6 11 8.06% VITMFVQR 37 44 21.6 26.2 12.7 1 0 0 1,009.5500
H_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 6 6 11 8.06% LTIGSNLSIR 251 260 47.7 26.8 25.9 2 0 0 1,073.6314
H_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 6 6 11 8.06% YGSDIVPFSK 316 325 47.5 25.8 39.2 2 0 0 1,112.5623
H_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 6 6 11 8.06% CFSVLGFCK 339 347 48.2 25.0 44.9 2 0 0 1,117.5170
H_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 6 6 11 8.06% ANPQVGVAFPHIK 401 413 31.3 26.6 26.9 2 0 0 1,377.7638
H_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 6 6 11 8.06% TLFPLIEAK 535 543 32.2 25.0 13.6 2 0 0 1,031.6137
I_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 6 6 8 8.88% GITEQQKEGLEIVK 196 209 39.8 27.9 32.4 1 0 0 1,571.8642
I_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 6 6 8 8.88% TWTVVDAK 275 282 20.8 27.5 5.9 1 0 0 919.4884
I_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 6 6 8 8.88% CFSVLGFCK 339 347 50.3 25.0 49.9 2 0 0 1,117.5170
I_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 6 6 8 8.88% FFMGNQVLK 355 363 28.4 26.0 18.5 1 0 0 1,099.5606
I_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 6 6 8 8.88% KDEKTDTLEDLFPTTK 466 481 24.6 28.5 13.2 0 1 0 1,880.9492
I_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 6 6 8 8.88% TLFPLIEAK 535 543 41.8 25.3 21.9 2 0 0 1,031.6137
K_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 3 3 6 4.37% YGSDIVPFSK 316 325 56.8 26.0 49.5 2 0 0 1,112.5623
K_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 3 3 6 4.37% ANPQVGVAFPHIK 401 413 34.7 26.6 30.1 2 0 0 1,377.7638
K_16 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 3 3 6 4.37% TLFPLIEAK 535 543 30.0 25.3 14.6 2 0 0 1,031.6137
L_12 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 2 2 3 2.73% LTIGSNLSIR 251 260 48.4 26.8 33.8 2 0 0 1,073.6314
L_12 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 2 2 3 2.73% YGSDIVPFSK 316 325 30.4 26.6 30.4 1 0 0 1,112.5623
L_14 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 2 2 3 2.73% LTIGSNLSIR 251 260 36.0 26.0 12.2 2 0 0 1,073.6314
L_14 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 2 2 3 2.73% YGSDIVPFSK 316 325 21.5 26.7 16.7 1 0 0 1,112.5623
M_12 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 2 2 4 2.46% EDIIQGFR 308 315 33.2 27.9 30.1 2 0 0 977.5052
M_12 X‐ray repair cross‐complementing protein 5 XRCC5_HUMAN 82,707 2 2 4 2.46% YGSDIVPFSK 316 325 32.7 25.9 31.4 2 0 0 1,112.5623
A_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 10 12 22 19.20% NIYVLQELDNPGAK 101 114 105.0 28.3 86.9 2 0 0 1,573.8222
A_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 10 12 22 19.20% ILELDQFK 116 123 33.0 27.3 6.3 2 0 0 1,005.5617
A_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 10 12 22 19.20% IMLFTNEDNPHGNDSAK 166 182 52.5 25.0 52.5 1 2 0 1,918.8602
A_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 10 12 22 19.20% DTGIFLDLMHLK 195 206 41.2 28.8 34.3 0 1 0 1,418.7352
A_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 10 12 22 19.20% DIISIAEDEDLR 219 230 65.2 27.2 42.8 2 0 0 1,388.6906
A_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 10 12 22 19.20% TFNTSTGGLLLPSDTK 302 317 73.9 27.8 54.7 2 0 0 1,651.8540
A_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 10 12 22 19.20% TFNTSTGGLLLPSDTKR 302 318 51.8 27.3 45.4 2 0 0 1,807.9551
A_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 10 12 22 19.20% SDSFENPVLQQHFR 475 488 71.2 26.6 71.2 2 2 0 1,703.8136
A_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 10 12 22 19.20% ELVYPPDYNPEGK 527 539 56.8 26.5 52.2 2 0 0 1,520.7269



A_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 10 12 22 19.20% KQELLEALTK 596 605 37.5 25.0 27.6 2 0 0 1,172.6887
B_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 11 20 16.90% ILELDQFK 116 123 40.8 25.9 10.8 2 0 0 1,005.5617
B_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 11 20 16.90% IMLFTNEDNPHGNDSAK 166 182 38.4 25.0 34.1 0 2 0 1,918.8602
B_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 11 20 16.90% DTGIFLDLMHLK 195 206 20.5 28.4 12.2 0 1 0 1,418.7352
B_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 11 20 16.90% DIISIAEDEDLR 219 230 71.2 27.3 50.8 2 0 0 1,388.6906
B_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 11 20 16.90% TFNTSTGGLLLPSDTK 302 317 82.0 28.0 66.0 2 0 0 1,651.8540
B_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 11 20 16.90% TFNTSTGGLLLPSDTKR 302 318 56.0 27.2 52.8 2 1 0 1,807.9551
B_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 11 20 16.90% SDSFENPVLQQHFR 475 488 40.6 26.7 36.9 2 2 0 1,703.8136
B_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 11 20 16.90% ELVYPPDYNPEGK 527 539 41.2 26.8 36.2 2 0 0 1,520.7269
B_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 11 20 16.90% KQELLEALTK 596 605 67.9 26.2 55.3 2 0 0 1,172.6887
C_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 8 10 17 15.60% NIYVLQELDNPGAK 101 114 77.3 28.3 58.6 2 0 0 1,573.8222
C_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 8 10 17 15.60% ILELDQFKGQQGQK 116 129 32.5 27.9 28.3 2 0 0 1,631.8755
C_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 8 10 17 15.60% DIISIAEDEDLR 219 230 50.8 26.9 30.7 2 0 0 1,388.6906
C_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 8 10 17 15.60% TFNTSTGGLLLPSDTK 302 317 53.6 28.0 46.1 2 0 0 1,651.8540
C_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 8 10 17 15.60% TFNTSTGGLLLPSDTKR 302 318 43.1 27.4 32.3 1 2 0 1,807.9551
C_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 8 10 17 15.60% QIILEKEETEELKR 326 339 28.5 27.2 22.6 1 0 0 1,757.9646
C_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 8 10 17 15.60% SDSFENPVLQQHFR 475 488 37.1 26.5 24.6 1 2 0 1,703.8136
C_18 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 8 10 17 15.60% KQELLEALTK 596 605 39.1 25.0 27.0 2 0 0 1,172.6887
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% DSLIFLVDASK 36 46 80.5 28.3 69.5 2 0 0 1,207.6570
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% NIYVLQELDNPGAK 101 114 112.0 27.9 94.4 2 0 0 1,573.8222
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% ILELDQFK 116 123 45.6 27.3 4.0 2 0 0 1,005.5617
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% IMLFTNEDNPHGNDSAK 166 182 21.4 25.0 18.1 0 3 0 1,902.8652
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% DIISIAEDEDLR 219 230 64.1 27.2 42.4 2 0 0 1,388.6906
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% TFNTSTGGLLLPSDTK 302 317 59.8 28.1 38.5 1 0 0 1,651.8540
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% TFNTSTGGLLLPSDTKR 302 318 72.3 27.2 68.1 2 2 0 1,807.9551
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% QIILEKEETEELKR 326 339 49.0 27.4 47.2 0 1 0 1,757.9646
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% SDSFENPVLQQHFR 475 488 58.7 26.4 58.4 1 0 0 1,703.8136
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% LGSLVDEFK 518 526 45.2 27.5 36.0 2 0 0 1,007.5409
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% ELVYPPDYNPEGK 527 539 40.7 26.4 34.8 2 0 0 1,520.7269
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% KQELLEALTK 596 605 45.4 26.2 35.1 2 0 0 1,172.6887
H_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 13 15 26 22.80% QELLEALTK 597 605 41.9 27.3 25.6 2 0 0 1,044.5937
I_14 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 2 2 2 4.60% NIYVLQELDNPGAK 101 114 62.3 28.0 49.8 1 0 0 1,573.8222
I_14 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 2 2 2 4.60% QIILEKEETEELKR 326 339 22.8 27.1 20.5 0 1 0 1,757.9646
I_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 11 13 21 20.20% DSLIFLVDASK 36 46 80.3 28.3 65.6 2 0 0 1,207.6570
I_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 11 13 21 20.20% NIYVLQELDNPGAK 101 114 119.0 28.3 98.4 2 0 0 1,573.8222
I_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 11 13 21 20.20% NIYVLQELDNPGAKR 101 115 48.9 27.5 45.8 1 1 0 1,729.9233
I_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 11 13 21 20.20% ILELDQFKGQQGQK 116 129 48.7 28.2 38.1 1 0 0 1,631.8755
I_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 11 13 21 20.20% IMLFTNEDNPHGNDSAK 166 182 31.0 25.0 23.4 0 1 0 1,918.8602
I_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 11 13 21 20.20% TFNTSTGGLLLPSDTK 302 317 72.8 28.0 55.6 2 0 0 1,651.8540
I_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 11 13 21 20.20% TFNTSTGGLLLPSDTKR 302 318 58.8 27.2 54.5 2 2 0 1,807.9551
I_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 11 13 21 20.20% QIILEKEETEELKR 326 339 35.4 27.0 26.7 1 0 0 1,757.9646
I_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 11 13 21 20.20% CLEKEVAALCR 389 399 35.2 28.2 30.1 2 0 0 1,348.6713
I_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 11 13 21 20.20% SDSFENPVLQQHFR 475 488 68.2 26.6 61.9 2 0 0 1,703.8136
I_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 11 13 21 20.20% KQELLEALTK 596 605 34.3 26.2 30.2 2 0 0 1,172.6887
K_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 7 8 16 13.10% NIYVLQELDNPGAK 101 114 87.1 28.0 66.9 2 0 0 1,573.8222
K_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 7 8 16 13.10% DIISIAEDEDLR 219 230 60.2 26.9 39.6 2 0 0 1,388.6906
K_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 7 8 16 13.10% TFNTSTGGLLLPSDTK 302 317 92.2 28.0 79.3 2 0 0 1,651.8540
K_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 7 8 16 13.10% TFNTSTGGLLLPSDTKR 302 318 57.7 27.2 50.8 2 2 0 1,807.9551
K_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 7 8 16 13.10% SDSFENPVLQQHFR 475 488 48.3 26.6 48.3 2 0 0 1,703.8136
K_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 7 8 16 13.10% ELVYPPDYNPEGK 527 539 39.8 27.1 38.6 2 0 0 1,520.7269
K_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 7 8 16 13.10% KQELLEALTK 596 605 45.3 26.1 38.1 2 0 0 1,172.6887
L_10 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 3 4 7 6.40% DSLIFLVDASK 36 46 57.2 28.2 47.8 2 0 0 1,207.6570
L_10 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 3 4 7 6.40% NIYVLQELDNPGAK 101 114 79.0 28.0 62.4 2 0 0 1,573.8222
L_10 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 3 4 7 6.40% SDSFENPVLQQHFR 475 488 39.6 26.5 31.5 1 2 0 1,703.8136
L_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 10 18 17.90% DSLIFLVDASK 36 46 53.6 28.1 40.0 2 0 0 1,207.6570
L_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 10 18 17.90% NIYVLQELDNPGAK 101 114 82.8 27.8 66.8 2 0 0 1,573.8222
L_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 10 18 17.90% ILELDQFKGQQGQK 116 129 52.3 27.9 46.6 1 0 0 1,631.8755
L_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 10 18 17.90% IMLFTNEDNPHGNDSAK 166 182 35.0 25.0 30.2 0 1 0 1,918.8602
L_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 10 18 17.90% DIISIAEDEDLR 219 230 67.9 27.6 49.0 2 0 0 1,388.6906
L_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 10 18 17.90% TFNTSTGGLLLPSDTK 302 317 66.6 28.2 49.0 2 0 0 1,651.8540
L_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 10 18 17.90% TFNTSTGGLLLPSDTKR 302 318 33.3 27.1 31.2 0 2 0 1,807.9551
L_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 10 18 17.90% IMATPEQVGK 452 461 31.5 27.8 7.2 2 0 0 1,089.5611
L_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 9 10 18 17.90% SDSFENPVLQQHFR 475 488 56.5 26.5 53.6 2 2 0 1,703.8136
L_13 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 3 3 3 6.24% NIYVLQELDNPGAK 101 114 52.5 28.2 39.4 1 0 0 1,573.8222
L_13 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 3 3 3 6.24% IMATPEQVGK 452 461 29.9 27.8 22.5 1 0 0 1,089.5611
L_13 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 3 3 3 6.24% SDSFENPVLQQHFR 475 488 23.5 26.6 19.5 0 1 0 1,703.8136
L_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 2 2 3 3.45% DSLIFLVDASK 36 46 64.4 27.6 53.4 2 0 0 1,207.6570
L_15 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 2 2 3 3.45% IMATPEQVGK 452 461 30.2 27.8 21.0 1 0 0 1,089.5611
L_16 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 2 2 2 3.45% DSLIFLVDASK 36 46 35.5 27.6 26.9 1 0 0 1,207.6570
L_16 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 2 2 2 3.45% IMATPEQVGK 452 461 33.6 28.6 17.8 1 0 0 1,089.5611
M_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 5 6 9 11.80% DSLIFLVDASK 36 46 52.9 28.1 41.6 2 0 0 1,207.6570
M_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 5 6 9 11.80% NIYVLQELDNPGAK 101 114 57.4 27.9 45.6 1 0 0 1,573.8222
M_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 5 6 9 11.80% IMLFTNEDNPHGNDSAK 166 182 23.8 25.0 18.2 0 2 0 1,918.8602
M_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 5 6 9 11.80% TFNTSTGGLLLPSDTK 302 317 58.0 27.9 36.9 2 0 0 1,651.8540
M_11 X‐ray repair cross‐complementing protein 6 XRCC6_HUMAN 69,846 5 6 9 11.80% SDSFENPVLQQHFR 475 488 32.8 26.6 32.4 1 1 0 1,703.8136
B_22 5'‐3' exoribonuclease 2 XRN2_HUMAN 108,586 2 2 3 3.16% NLTVILSDASAPGEGEHK 190 207 26.0 28.1 15.8 0 1 0 1,837.9292
B_22 5'‐3' exoribonuclease 2 XRN2_HUMAN 108,586 2 2 3 3.16% NSLGGDVLFVGK 677 688 36.1 28.0 36.1 2 0 0 1,205.6526
A_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 5 5 10 28.10% NGYGFINR 70 77 33.2 25.7 27.3 2 0 0 940.4635
A_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 5 5 10 28.10% NDTKEDVFVHQTAIK 78 92 63.8 28.8 50.8 2 0 0 1,744.8866
A_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 5 5 10 28.10% GAEAANVTGPGGVPVQGSK 119 137 93.1 27.6 90.9 2 0 0 1,695.8662
A_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 5 5 10 28.10% NYQQNYQNSESGEKNEGSESAPEGQAQQR 157 185 77.4 25.0 77.4 0 2 0 3,257.3962
A_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 5 5 10 28.10% AADPPAENSSAPEAEQGGAE 305 324 52.4 25.0 52.4 2 0 0 1,897.8047
B_03 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 12.00% GAEAANVTGPGGVPVQGSK 119 137 100.0 28.1 97.9 2 0 0 1,695.8662
B_03 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 12.00% AADPPAENSSAPEAEQGGAE 305 324 51.5 25.0 45.9 1 0 0 1,897.8047
B_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 6 6 12 28.40% NGYGFINR 70 77 30.3 25.6 21.8 2 0 0 940.4635
B_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 6 6 12 28.40% NDTKEDVFVHQTAIK 78 92 70.3 28.7 64.1 2 0 0 1,744.8866
B_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 6 6 12 28.40% NDTKEDVFVHQTAIKK 78 93 30.4 28.1 26.9 0 2 0 1,872.9816
B_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 6 6 12 28.40% GAEAANVTGPGGVPVQGSK 119 137 98.8 27.6 98.8 2 0 0 1,695.8662
B_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 6 6 12 28.40% NYQQNYQNSESGEKNEGSESAPEGQAQQR 157 185 61.2 25.0 61.2 0 2 0 3,257.3962
B_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 6 6 12 28.40% AADPPAENSSAPEAEQGGAE 305 324 73.2 25.0 73.2 2 0 0 1,897.8047
C_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 8 19.40% NGYGFINR 70 77 36.3 25.5 28.9 2 0 0 940.4635
C_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 8 19.40% NDTKEDVFVHQTAIKK 78 93 32.6 28.3 24.4 0 2 0 1,872.9816
C_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 8 19.40% GAEAANVTGPGGVPVQGSK 119 137 83.5 28.1 83.5 2 0 0 1,695.8662
C_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 8 19.40% AADPPAENSSAPEAEQGGAE 305 324 51.8 25.0 50.6 2 0 0 1,897.8047
D_21 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 8.33% NGYGFINR 70 77 18.9 25.4 16.9 1 0 0 940.4635
D_21 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 8.33% GAEAANVTGPGGVPVQGSK 119 137 41.3 27.9 39.2 2 0 0 1,695.8662
D_29 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 4 11.10% SVGDGETVEFDVVEGEK 102 118 76.9 25.0 76.9 2 0 0 1,795.8234
D_29 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 4 11.10% GAEAANVTGPGGVPVQGSK 119 137 72.1 27.9 72.1 2 0 0 1,695.8662
D_30 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 8.33% NGYGFINR 70 77 24.5 25.4 13.6 1 0 0 940.4635
D_30 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 8.33% GAEAANVTGPGGVPVQGSK 119 137 70.0 28.1 66.8 2 0 0 1,695.8662
H_03 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 4 12.00% GAEAANVTGPGGVPVQGSK 119 137 84.2 27.9 84.2 2 0 0 1,695.8662
H_03 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 4 12.00% AADPPAENSSAPEAEQGGAE 305 324 37.5 25.0 37.5 2 0 0 1,897.8047
H_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 7.10% NGYGFINR 70 77 27.0 25.6 23.4 2 0 0 940.4635
H_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 7.10% NDTKEDVFVHQTAIK 78 92 35.2 28.8 30.5 0 1 0 1,744.8866
H_10 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 8.33% NGYGFINR 70 77 28.6 26.4 16.0 1 0 0 940.4635
H_10 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 8.33% GAEAANVTGPGGVPVQGSK 119 137 57.0 27.9 54.6 2 0 0 1,695.8662
H_12 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 14.80% GAEAANVTGPGGVPVQGSK 119 137 83.8 27.6 82.2 2 0 0 1,695.8662
H_12 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 14.80% NYQQNYQNSESGEKNEGSESAPEGQAQQR 157 185 40.5 25.0 40.5 0 1 0 3,257.3962
H_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 4 10.50% NDTKEDVFVHQTAIK 78 92 27.0 28.8 17.8 0 2 0 1,744.8866
H_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 4 10.50% GAEAANVTGPGGVPVQGSK 119 137 84.1 28.0 84.1 2 0 0 1,695.8662
I_21 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 3 3 6 13.00% NGYGFINR 70 77 38.1 25.7 33.7 2 0 0 940.4635
I_21 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 3 3 6 13.00% NDTKEDVFVHQTAIK 78 92 30.5 28.7 22.7 0 2 0 1,744.8866



I_21 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 3 3 6 13.00% GAEAANVTGPGGVPVQGSK 119 137 65.6 27.6 59.9 2 0 0 1,695.8662
I_22 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 3 3 5 13.00% NGYGFINR 70 77 33.9 26.4 30.8 2 0 0 940.4635
I_22 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 3 3 5 13.00% NDTKEDVFVHQTAIK 78 92 20.2 28.7 17.4 0 1 0 1,744.8866
I_22 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 3 3 5 13.00% GAEAANVTGPGGVPVQGSK 119 137 74.0 27.6 67.7 2 0 0 1,695.8662
I_24 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 8.33% NGYGFINR 70 77 22.7 26.4 14.7 1 0 0 940.4635
I_24 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 8.33% GAEAANVTGPGGVPVQGSK 119 137 51.5 27.9 51.5 2 0 0 1,695.8662
J_21 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 8.33% NGYGFINR 70 77 30.3 25.2 27.3 1 0 0 940.4635
J_21 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 8.33% GAEAANVTGPGGVPVQGSK 119 137 56.1 27.7 50.5 2 0 0 1,695.8662
K_21 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 8.33% NGYGFINR 70 77 23.2 26.4 20.1 1 0 0 940.4635
K_21 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 8.33% GAEAANVTGPGGVPVQGSK 119 137 71.1 27.9 70.9 2 0 0 1,695.8662
L_07 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 6 30.20% GAEAANVTGPGGVPVQGSK 119 137 90.7 27.9 89.8 2 0 0 1,695.8662
L_07 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 6 30.20% NYQQNYQNSESGEKNEGSESAPEGQAQQR 157 185 43.6 25.0 39.9 0 2 0 3,257.3962
L_07 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 6 30.20% RPQYSNPPVQGEVMEGADNQGAGEQGRPVR 205 234 74.1 25.6 66.5 0 0 1 3,239.5250
L_07 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 6 30.20% AADPPAENSSAPEAEQGGAE 305 324 41.0 25.0 41.0 1 0 0 1,897.8047
L_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 6 6 11 35.20% NDTKEDVFVHQTAIKK 78 93 38.3 27.8 36.8 0 2 0 1,872.9816
L_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 6 6 11 35.20% EDVFVHQTAIKK 82 93 24.9 27.7 14.7 0 1 0 1,414.7690
L_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 6 6 11 35.20% GAEAANVTGPGGVPVQGSK 119 137 88.6 27.7 85.7 2 0 0 1,695.8662
L_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 6 6 11 35.20% NYQQNYQNSESGEKNEGSESAPEGQAQQR 157 185 63.3 25.0 63.3 0 2 0 3,257.3962
L_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 6 6 11 35.20% RPQYSNPPVQGEVMEGADNQGAGEQGRPVR 205 234 64.5 25.7 64.3 0 0 2 3,239.5250
L_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 6 6 11 35.20% AADPPAENSSAPEAEQGGAE 305 324 70.2 25.0 69.2 2 0 0 1,897.8047
L_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 6 22.20% NDTKEDVFVHQTAIKK 78 93 30.2 27.8 26.3 0 1 0 1,872.9816
L_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 6 22.20% SVGDGETVEFDVVEGEK 102 118 88.1 25.3 82.5 2 0 0 1,795.8234
L_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 6 22.20% GAEAANVTGPGGVPVQGSK 119 137 62.3 27.9 62.3 1 0 0 1,695.8662
L_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 6 22.20% AADPPAENSSAPEAEQGGAE 305 324 41.6 25.0 41.6 2 0 0 1,897.8047
L_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 11.10% SVGDGETVEFDVVEGEK 102 118 54.0 25.3 46.4 2 0 0 1,795.8234
L_13 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 11.10% GAEAANVTGPGGVPVQGSK 119 137 72.1 27.9 72.1 1 0 0 1,695.8662
M_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 9 9 16 42.90% NGYGFINR 70 77 32.4 26.4 23.7 1 0 0 940.4635
M_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 9 9 16 42.90% NDTKEDVFVHQTAIK 78 92 50.5 28.7 42.7 0 2 0 1,744.8866
M_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 9 9 16 42.90% NDTKEDVFVHQTAIKK 78 93 30.1 28.1 25.3 0 2 0 1,872.9816
M_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 9 9 16 42.90% EDVFVHQTAIKK 82 93 27.1 27.7 16.8 0 1 0 1,414.7690
M_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 9 9 16 42.90% SVGDGETVEFDVVEGEK 102 118 93.2 25.0 87.2 2 0 0 1,795.8234
M_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 9 9 16 42.90% GAEAANVTGPGGVPVQGSK 119 137 91.7 27.9 88.8 2 0 0 1,695.8662
M_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 9 9 16 42.90% NYQQNYQNSESGEKNEGSESAPEGQAQQR 157 185 64.4 25.0 64.4 0 2 0 3,257.3962
M_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 9 9 16 42.90% RPQYSNPPVQGEVMEGADNQGAGEQGRPVR 205 234 85.5 25.6 82.7 0 0 2 3,239.5250
M_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 9 9 16 42.90% AADPPAENSSAPEAEQGGAE 305 324 63.2 25.0 62.9 2 0 0 1,897.8047
O_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 5 5 10 29.00% NGYGFINR 70 77 34.6 25.5 30.2 2 0 0 940.4635
O_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 5 5 10 29.00% SVGDGETVEFDVVEGEK 102 118 86.0 25.3 74.8 2 0 0 1,795.8234
O_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 5 5 10 29.00% GAEAANVTGPGGVPVQGSK 119 137 77.2 27.6 77.2 2 0 0 1,695.8662
O_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 5 5 10 29.00% RPQYSNPPVQGEVMEGADNQGAGEQGRPVR 205 234 70.2 25.6 62.5 0 0 2 3,239.5250
O_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 5 5 10 29.00% AADPPAENSSAPEAEQGGAE 305 324 69.1 25.0 62.3 2 0 0 1,897.8047
O_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 3 3 4 17.30% SVGDGETVEFDVVEGEK 102 118 84.1 25.2 76.6 1 0 0 1,795.8234
O_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 3 3 4 17.30% GAEAANVTGPGGVPVQGSK 119 137 78.0 27.7 78.0 2 0 0 1,695.8662
O_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 3 3 4 17.30% AADPPAENSSAPEAEQGGAE 305 324 34.3 25.0 34.3 1 0 0 1,897.8047
O_10 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 12.00% GAEAANVTGPGGVPVQGSK 119 137 60.9 27.7 60.9 2 0 0 1,695.8662
O_10 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 12.00% AADPPAENSSAPEAEQGGAE 305 324 26.5 25.0 25.1 1 0 0 1,897.8047
P_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 5 8 19.80% NGYGFINR 70 77 37.3 25.4 30.3 1 0 0 940.4635
P_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 5 8 19.80% SVGDGETVEFDVVEGEK 102 118 77.7 25.5 73.8 2 0 0 1,795.8234
P_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 5 8 19.80% GAEAANVTGPGGVPVQGSK 119 137 89.0 27.6 86.6 2 0 0 1,695.8662
P_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 5 8 19.80% AADPPAENSSAPEAEQGGAE 305 324 53.7 25.0 53.7 2 1 0 1,897.8047
P_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 4 11.10% SVGDGETVEFDVVEGEK 102 118 72.4 25.4 67.0 2 0 0 1,795.8234
P_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 4 11.10% GAEAANVTGPGGVPVQGSK 119 137 80.1 27.5 80.1 2 0 0 1,695.8662
P_10 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 11.10% SVGDGETVEFDVVEGEK 102 118 62.3 25.2 57.2 1 0 0 1,795.8234
P_10 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 11.10% GAEAANVTGPGGVPVQGSK 119 137 83.9 27.6 83.9 2 0 0 1,695.8662
P_11 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 5 19.80% NGYGFINR 70 77 27.2 25.2 27.2 1 0 0 940.4635
P_11 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 5 19.80% SVGDGETVEFDVVEGEK 102 118 66.2 25.6 62.2 1 0 0 1,795.8234
P_11 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 5 19.80% GAEAANVTGPGGVPVQGSK 119 137 71.8 27.7 68.4 2 0 0 1,695.8662
P_11 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 4 4 5 19.80% AADPPAENSSAPEAEQGGAE 305 324 40.8 25.0 39.7 1 0 0 1,897.8047
P_12 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 12.00% GAEAANVTGPGGVPVQGSK 119 137 73.2 27.7 73.2 2 0 0 1,695.8662
P_12 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 12.00% AADPPAENSSAPEAEQGGAE 305 324 21.8 25.0 21.8 1 0 0 1,897.8047
Q_07 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 12.00% GAEAANVTGPGGVPVQGSK 119 137 91.2 27.7 89.3 2 0 0 1,695.8662
Q_07 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 12.00% AADPPAENSSAPEAEQGGAE 305 324 31.6 25.0 29.8 1 0 0 1,897.8047
Q_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 3 3 6 17.30% SVGDGETVEFDVVEGEK 102 118 94.3 25.4 88.9 2 0 0 1,795.8234
Q_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 3 3 6 17.30% GAEAANVTGPGGVPVQGSK 119 137 83.8 27.6 82.8 2 0 0 1,695.8662
Q_08 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 3 3 6 17.30% AADPPAENSSAPEAEQGGAE 305 324 71.8 25.0 62.1 2 0 0 1,897.8047
Q_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 11.10% SVGDGETVEFDVVEGEK 102 118 89.0 25.2 84.3 1 0 0 1,795.8234
Q_09 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 11.10% GAEAANVTGPGGVPVQGSK 119 137 75.9 27.7 72.5 2 0 0 1,695.8662
Q_11 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 12.00% GAEAANVTGPGGVPVQGSK 119 137 88.2 27.6 88.2 2 0 0 1,695.8662
Q_11 Nuclease‐sensitive element‐binding protein 1 YBOX1_HUMAN 35,924 2 2 3 12.00% AADPPAENSSAPEAEQGGAE 305 324 26.5 25.0 26.5 1 0 0 1,897.8047
A_14 Tyrosine‐protein kinase Yes YES_HUMAN 60,301 2 2 3 4.42% AANILVGENLVCK 395 407 54.5 27.6 45.0 2 0 0 1,400.7567
A_14 Tyrosine‐protein kinase Yes YES_HUMAN 60,301 2 2 3 4.42% WTAPEAALYGR 434 444 38.8 28.7 20.8 1 0 0 1,234.6215
B_14 Tyrosine‐protein kinase Yes YES_HUMAN 60,301 2 2 3 4.42% AANILVGENLVCK 395 407 41.6 27.7 28.6 1 0 0 1,400.7567
B_14 Tyrosine‐protein kinase Yes YES_HUMAN 60,301 2 2 3 4.42% WTAPEAALYGR 434 444 32.1 28.7 22.2 2 0 0 1,234.6215
A_12 Zinc‐alpha‐2‐glycoprotein ZA2G_HUMAN 34,259 2 2 2 7.38% AYLEEECPATLR 180 191 47.3 25.5 32.7 1 0 0 1,451.6836
A_12 Zinc‐alpha‐2‐glycoprotein ZA2G_HUMAN 34,259 2 2 2 7.38% CLAYDFYPGK 225 234 28.3 25.0 20.7 1 0 0 1,233.5610
C_12 Zinc‐alpha‐2‐glycoprotein ZA2G_HUMAN 34,259 2 2 4 7.38% AYLEEECPATLR 180 191 63.6 25.6 49.7 2 0 0 1,451.6836
C_12 Zinc‐alpha‐2‐glycoprotein ZA2G_HUMAN 34,259 2 2 4 7.38% AGEVQEPELR 242 251 44.5 25.9 31.8 2 0 0 1,127.5692
J_09 Zinc‐alpha‐2‐glycoprotein ZA2G_HUMAN 34,259 2 2 3 7.38% AYLEEECPATLR 180 191 60.6 26.3 38.5 2 0 0 1,451.6836
J_09 Zinc‐alpha‐2‐glycoprotein ZA2G_HUMAN 34,259 2 2 3 7.38% CLAYDFYPGK 225 234 21.0 25.0 18.9 1 0 0 1,233.5610
N_07 Zinc‐alpha‐2‐glycoprotein ZA2G_HUMAN 34,259 4 4 6 18.50% QVEGMEDWKQDSQLQK 76 91 30.4 25.3 28.6 0 2 0 1,964.9022
N_07 Zinc‐alpha‐2‐glycoprotein ZA2G_HUMAN 34,259 4 4 6 18.50% AYLEEECPATLR 180 191 56.3 26.3 44.5 1 0 0 1,451.6836
N_07 Zinc‐alpha‐2‐glycoprotein ZA2G_HUMAN 34,259 4 4 6 18.50% QDPPSVVVTSHQAPGEK 204 220 23.5 28.3 18.2 0 1 0 1,775.8924
N_07 Zinc‐alpha‐2‐glycoprotein ZA2G_HUMAN 34,259 4 4 6 18.50% AGEVQEPELR 242 251 35.2 26.5 25.6 2 0 0 1,127.5692
P_07 Zinc‐alpha‐2‐glycoprotein ZA2G_HUMAN 34,259 2 2 3 9.73% AYLEEECPATLR 180 191 59.5 26.2 44.6 2 0 0 1,451.6836
P_07 Zinc‐alpha‐2‐glycoprotein ZA2G_HUMAN 34,259 2 2 3 9.73% QDPPSVVVTSHQAPGEK 204 220 25.1 28.3 18.7 0 1 0 1,775.8924
H_09 Zinc finger protein 185 ZN185_HUMAN 73,525 2 2 4 3.77% VGEAWQERPGAPR 417 429 57.6 27.1 46.9 0 2 0 1,452.7343
H_09 Zinc finger protein 185 ZN185_HUMAN 73,525 2 2 4 3.77% VGEAWQDRPGAPR 483 495 41.5 27.1 37.5 0 2 0 1,438.7187
H_16 Zinc finger protein 185 ZN185_HUMAN 73,525 2 2 3 4.93% VGEAWQERPGAPR 417 429 46.5 27.1 37.4 0 2 0 1,452.7343
H_16 Zinc finger protein 185 ZN185_HUMAN 73,525 2 2 3 4.93% GGQGDPAVPAQQPADPSTPER 430 450 30.4 26.1 30.4 1 0 0 2,074.9792
I_16 Zinc finger protein 185 ZN185_HUMAN 73,525 2 2 3 3.92% GALADYEGKDVATR 403 416 20.5 28.0 14.4 0 1 0 1,465.7283
I_16 Zinc finger protein 185 ZN185_HUMAN 73,525 2 2 3 3.92% VGEAWQERPGAPR 417 429 44.3 27.1 25.5 0 2 0 1,452.7343
L_11 Zinc finger protein 185 ZN185_HUMAN 73,525 2 2 2 3.92% GALADYEGKDVATR 403 416 22.0 28.0 17.2 0 1 0 1,465.7283
L_11 Zinc finger protein 185 ZN185_HUMAN 73,525 2 2 2 3.92% VGEAWQDRPGAPR 483 495 56.2 27.6 50.6 0 1 0 1,438.7187
M_11 Zinc finger protein 185 ZN185_HUMAN 73,525 2 2 2 3.77% VGEAWQERPGAPR 417 429 59.1 27.1 47.5 0 1 0 1,452.7343
M_11 Zinc finger protein 185 ZN185_HUMAN 73,525 2 2 2 3.77% VGEAWQDRPGAPR 483 495 37.4 27.2 31.5 0 1 0 1,438.7187
B_03 Zinc finger protein 706 ZN706_HUMAN 8,498 2 2 4 30.30% AALIYTCTVCR 35 45 53.1 26.5 49.4 2 0 0 1,327.6498
B_03 Zinc finger protein 706 ZN706_HUMAN 8,498 2 2 4 30.30% TPLPPELADVQA 65 76 33.9 28.0 29.3 2 0 0 1,250.6629
H_02 Zinc finger protein 706 ZN706_HUMAN 8,498 2 2 3 30.30% AALIYTCTVCR 35 45 49.8 26.6 45.1 2 0 0 1,327.6498
H_02 Zinc finger protein 706 ZN706_HUMAN 8,498 2 2 3 30.30% TPLPPELADVQA 65 76 20.6 28.0 15.8 1 0 0 1,250.6629
A_11 Zyxin ZYX_HUMAN 61,276 2 2 2 4.72% FSPGAPGGSGSQPNQK 280 295 25.8 26.2 18.0 1 0 0 1,515.7188
A_11 Zyxin ZYX_HUMAN 61,276 2 2 2 4.72% QNVAVNELCGR 376 386 36.3 26.3 28.4 1 0 0 1,259.6161
H_10 Zyxin ZYX_HUMAN 61,276 2 2 3 5.24% VNPFRPGDSEPPPAPGAQR 36 54 33.8 27.5 20.0 0 1 0 1,988.9939
H_10 Zyxin ZYX_HUMAN 61,276 2 2 3 5.24% QNVAVNELCGR 376 386 41.9 26.4 41.4 2 0 0 1,259.6161
I_09 Zyxin ZYX_HUMAN 61,276 3 3 4 8.22% VNPFRPGDSEPPPAPGAQR 36 54 27.5 27.6 20.1 0 1 0 1,988.9939
I_09 Zyxin ZYX_HUMAN 61,276 3 3 4 8.22% VSSGYVPPPVATPFSSK 168 184 25.5 27.9 19.4 1 0 0 1,719.8952
I_09 Zyxin ZYX_HUMAN 61,276 3 3 4 8.22% QNVAVNELCGR 376 386 58.9 26.4 50.8 2 0 0 1,259.6161
I_15 Zyxin ZYX_HUMAN 61,276 2 2 3 5.24% VNPFRPGDSEPPPAPGAQR 36 54 26.4 27.7 14.8 0 2 0 1,988.9939
I_15 Zyxin ZYX_HUMAN 61,276 2 2 3 5.24% QNVAVNELCGR 376 386 44.8 26.4 35.1 1 0 0 1,259.6161
K_16 Zyxin ZYX_HUMAN 61,276 3 3 6 7.17% VNPFRPGDSEPPPAPGAQR 36 54 38.4 27.8 27.9 0 2 0 1,988.9939
K_16 Zyxin ZYX_HUMAN 61,276 3 3 6 7.17% SPGAPGPLTLK 344 354 48.1 25.0 35.9 2 0 0 1,037.5992
K_16 Zyxin ZYX_HUMAN 61,276 3 3 6 7.17% QNVAVNELCGR 376 386 42.9 26.5 35.0 2 0 0 1,259.6161
L_11 Zyxin ZYX_HUMAN 61,276 3 3 6 7.17% VNPFRPGDSEPPPAPGAQR 36 54 39.2 27.8 20.2 0 2 0 1,988.9939
L_11 Zyxin ZYX_HUMAN 61,276 3 3 6 7.17% SPGAPGPLTLK 344 354 42.9 25.0 33.1 2 0 0 1,037.5992



L_11 Zyxin ZYX_HUMAN 61,276 3 3 6 7.17% QNVAVNELCGR 376 386 56.7 26.6 49.0 2 0 0 1,259.6161
M_11 Zyxin ZYX_HUMAN 61,276 3 3 5 7.17% VNPFRPGDSEPPPAPGAQR 36 54 21.1 27.5 15.1 0 2 0 1,988.9939
M_11 Zyxin ZYX_HUMAN 61,276 3 3 5 7.17% SPGAPGPLTLK 344 354 30.4 25.0 21.6 1 0 0 1,037.5992
M_11 Zyxin ZYX_HUMAN 61,276 3 3 5 7.17% QNVAVNELCGR 376 386 45.4 26.5 39.8 2 0 0 1,259.6161
P_11 Zyxin ZYX_HUMAN 61,276 2 2 4 5.24% VNPFRPGDSEPPPAPGAQR 36 54 20.7 28.0 6.3 0 2 0 1,988.9939
P_11 Zyxin ZYX_HUMAN 61,276 2 2 4 5.24% QNVAVNELCGR 376 386 53.1 26.6 44.2 2 0 0 1,259.6161
Q_10 Zyxin ZYX_HUMAN 61,276 2 2 3 5.94% VNPFRPGDSEPPPAPGAQR 36 54 24.3 27.9 12.3 0 1 0 1,988.9939
Q_10 Zyxin ZYX_HUMAN 61,276 2 2 3 5.94% QHPVPPPAQNQNQVR 329 343 34.8 27.3 27.4 0 2 0 1,709.8831
Q_11 Zyxin ZYX_HUMAN 61,276 2 2 4 3.85% SPGAPGPLTLK 344 354 32.0 25.0 29.4 2 0 0 1,037.5992
Q_11 Zyxin ZYX_HUMAN 61,276 2 2 4 3.85% QNVAVNELCGR 376 386 53.6 26.9 39.6 2 0 0 1,259.6161


